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Sequence Similarity Assessment of AAD-12 Protein to Known Allergens by Bioinformatics 
Analysis 

(Update, February, 2011) 
 

SUMMARY 

Aryloxyalkanoate dioxygenase-12 (AAD-12) protein, encoded by a plant-optimized aad-12 gene 

originally from soil bacterium Delftia acidovorans, was expressed in soybean (Glycine max L.) 

events DAS-68416-4 and DAS-44406-6.  AAD-12 provides tolerance to 2,4-

dicholorophenoxyacetic acid (2,4-D),  fluroxypyr,  and triclopyr-based herbicides.  In this study, 

the potential allergenicity of AAD-12 protein was evaluated using an updated allergen database 

(FARRP Allergen Database Version11 released in January 2011) and bioinformatics tools.  The 

AAD-12 protein sequence was used to query this database to detect identities of >35% over 80 or 

longer amino acids and matches of 8 contiguous amino acids with known allergens.  The results 

indicate that the AAD-12 protein has no significant amino acid sequence similarity with known 

allergens. 
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Sequence Similarity Assessment of AAD-12 Protein to Known Allergens by Bioinformatics 

Analysis 

(Update, February, 2011) 

 

ABSTRACT 

Aryloxyalkanoate dioxygenase-12 (AAD-12) protein, encoded by a plant-optimized aad-12 gene 

originally from soil bacterium Delftia acidovorans, was expressed in soybean (Glycine max L.) 

events DAS-68416-4 and DAS-44406-6.  AAD-12 provides tolerance to 2,4-

dicholorophenoxyacetic acid (2,4-D),  fluroxypyr,  and triclopyr-based herbicides.  In this study, 

the potential allergenicity of AAD-12 protein was evaluated using an updated allergen database 

(FARRP Allergen Database Version11 released in January 2011) and bioinformatics tools.  The 

AAD-12 protein sequence was used to query this database to detect identities of >35% over 80 or 

longer amino acids and matches of 8 contiguous amino acids with known allergens.  The results 

indicate that the AAD-12 protein has no significant amino acid sequence similarity with known 

allergens. 
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INTRODUCTION 

A plant-optimized aad-12 gene, originally from common soil bacterium Delftia acidovorans, 

was integrated into Soybean (Glycine max L.) to produce events DAS-68416-4 and DAS-44406-

6 by Agrobacterium-mediated transformation of variety "Maverick", followed by conventional 

breeding.  Aryloxyalkanoate dioxygenase-12 (AAD-12 protein), encoded by the aad-12 gene, 

provides tolerance to 2,4-dicholorophenoxyacetic acid (2,4-D), fluroxypyr, and triclopyr-based 

herbicides. 

 

In the safety assessment of transgenic crops, one of the concerns is that the introduced protein 

expressed in food crops might have a potential to elicit allergic reactions in human.  Thus far, no 

single property of a protein is known to predict allergenic potential.  For this reason, a weight-of-

evidence approach to predicting allergenic risk has been adopted which considers multiple 

factors.  To assess potential allergenicity of a protein, two criteria for evaluating structural 

similarities between query proteins and known allergens are currently used based on amino acid 

sequence alignments (1,  2 , 3).  The first criterion is a search over 80-amino-acid stretches 

(sliding window search) to detect >35% identity between a query protein and known allergens.  

The window size of 80 amino acids was selected to correspond with a typical domain size in a 

protein, and recognizes that single protein domains may contain epitopes that mediate antibody 

binding.  The second criterion involves evaluating short amino-acid stretches for identity 

between the query protein and known allergens.  As stated in the report of Codex Ad Hoc 

Working Group on Allergenicity (1), "the size of the contiguous amino acid search should be 

based on a scientifically justified rationale in order to minimize the potential for false negative or 

false positive results".  Window sizes of 6 to 8 amino acids have been suggested based on 

hypothetical epitope sizes, however, use of window sizes of less than 8 amino acids have been 

largely abandoned based on the high probability of random alignments that are of no predictive 

value (4, 5).  The use of any short-alignment criteria for predicting the allergenic potential of 

proteins has also been recently criticized (6, 7, 8, 9). 
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The purpose of this study is to evaluate the potential allergenicity of the AAD-12 protein 

expressed in soybean events DAS-68416-4 and DAS-44406-6 using bioinformatics tools and an 

updated allergen database. 

METHODS 

Query Sequence Preparation 

The AAD-12 protein sequence was prepared in FASTA format accepted by FASTA and Fuzzpro 

search programs (Appendix I). 

Allergenicity Assessment 

For the allergenicity assessment, the amino acid sequence of the AAD-12 was compared with a 

peer-reviewed database containing 1491 known and putative allergens as well as celiac-induction 

proteins residing in the FARRP dataset (Version 11, Released in January 2011, University of 

Nebraska, http://www.allergenonline.org).  Potential identities between the AAD-12 and proteins 

in the allergen database were evaluated with the FASTA program (v35) using the default 

algorithm parameters (Matrix = BLOSUM50; Gap Penalties = -12/-2; ktup = 2; except 

Expectation = 100).  The FASTA search was run by an in-house Perl script in an internal UNIX 

computer with Linux operation system.  If a query sequence is longer than 80 amino acids, the 

script parses the query sequence into a complete (overlapping) set of 80 amino acid long 

fragments and each fragment is subjected to a FASTA search.  A greater than 35% identity 

threshold over any 80 or more amino acid sequences between a query sequence and an allergen 

was used to indicate the potential for cross-reactivity.  To ensure that high identity over a short 

stretch (for example, 80% over 60 amino acids) will not be overlooked, a calculation, (Identity% 

 × number of overlapped amino acids)/80, was implemented as a conversion to check the 

criteria of >35% over 80 amino acids when the FASTA alignment (overlapped amino acids) is 

less that 80 amino acids. The AAD-12 protein sequence was also screened for any matches of 8 
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contiguous amino acids to the allergens contained in the database noted above.  This was done 

using an in-house Perl script that generates all sequentially possible (overlapping) 8-residue 

peptides from a query protein, followed by Fuzzpro program (Emboss Package v2.10.0) search 

that compares each query "word" with all allergen sequences in the database for perfect matches. 

RESULTS AND CONCLUSIONS 

When the amino acid sequence of the AAD-12 protein was compared with the FARRP allergen 

dataset (Version 11), no over threshold identities (greater than 35% identity over 80 or longer 

amino acid residues) were detected in the FASTA search outputs (Appendix 2).  No matches of 

eight or greater contiguous identical amino acids with known allergens in the database were 

observed in the entire AAD-12 sequence. 

In conclusion, the results of this updated study show that AAD-12 does not share any significant 

amino acid sequence similarity with known protein allergens. 



Dow AgroSciences LLC 
Study ID:  110326 

Page 11 
 
 

 

REFERENCES 

1. Codex Alimentarius, C. GUIDELINE FOR THE CONDUCT OF FOOD SAFETY 
ASSESSMENT OF FOODS DERIVED FROM RECOMBINNAT-DNA PLANTS; 2009; pp 
20-22. 

 
2. Ladics, G. S., Current codex guidelines for assessment of potential protein allergenicity. 

Food Chem Toxicol 2008, 46 Suppl 10, S20-3. 
 
3. FAO/WHO (World Health Organization):  Evaluation of Allergenicity of Genetically 

Modified Foods. Report of Joint FAO/WHO Expert Consultation. Rome: Food and 
Agriculture Organization of the United Nations. 2001 

 
4. Silvanovich, A.; Nemeth, M. A.; Song, P.; Herman, R.; Tagliani, L.; Bannon, G. A., The 

value of short amino acid sequence matches for prediction of protein allergenicity. 
Toxicol Sci 2006, 90 (1), 252-8. 

 
5. Stadler, M. B.; Stadler, B. M., Allergenicity prediction by protein sequence. FASEB J 

2003, 17 (9), 1141-3. 
 
6. Goodman, R. E.; Vieths, S.; Sampson, H. A.; Hill, D.; Ebisawa, M.; Taylor, S. L.; van 

Ree, R., Allergenicity assessment of genetically modified crops--what makes sense? Nat 
Biotechnol 2008, 26 (1), 73-81. 

 
7. Thomas, K.; Herouet-Guicheney, C.; Ladics, G.; McClain, S.; MacIntosh, S.; Privalle, L.; 

Woolhiser, M., Current and future methods for evaluating the allergenic potential of 
proteins: international workshop report 23-25 October 2007. Food Chem Toxicol 2008, 
46 (9), 3219-25. 

 
8. Cressman, R. F.; Ladics, G., Further evaluation of the utility of "sliding window" FASTA 

in predicting cross-reactivity with allergenic proteins. Regul Toxicol Pharmacol 2009, 54 
(3 Suppl), S20-5. 

 
9. Herman, R. A.; Song, P.; Thirumalaiswamysekhar, A., Value of eight-amino-acid 

matches in predicting the allergenicity status of proteins: an empirical bioinformatic 
investigation. Clin Mol Allergy 2009, 7, 9. 

 



Dow AgroSciences LLC 
Study ID:  110326 

Page 12 
 
 

 

APPENDIX 

1. Amino Acid Sequence of AAD-12 

   1 MAQTTLQITP TGATLGATVT GVHLATLDDA GFAALHAAWL QHALLIFPGQ 

  51 HLSNDQQITF AKRFGAIERI GGGDIVAISN VKADGTVRQH SPAEWDDMMK 

 101 VIVGNMAWHA DSTYMPVMAQ GAVFSAEVVP AVGGRTCFAD MRAAYDALDE 

 151 ATRALVHQRS ARHSLVYSQS KLGHVQQAGS AYIGYGMDTT ATPLRPLVKV 

 201 HPETGRPSLL IGRHAHAIPG MDAAESERFL EGLVDWACQA PRVHAHQWAA 

 251 GDVVVWDNRC LLHRAEPWDF KLPRVMWHSR LAGRPETEGA ALV* 

 

2. FASTA Search Output of AAD-12 

The AAD-12 protein was parsed into 214 fragments of 80-amino-acid long.  Each of these 

fragments was queried against the allergen database using FASTA program.  As such, output 

files with a combined size of more than thousands of pages were generated.  These files are 

electronically stored in a secured computer in Dow AgroSciences and are available for view in 

PDF format. 
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FASTA search outputs of AAD-12 
 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 1  - 80 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     2     0:= 
  30     1     2:* 
  32     7     8:=* 
  34    25    22:=====*= 
  36    52    44:==========*== 
  38    59    73:===============   * 
  40    85   102:======================   * 
  42   109   125:============================   * 
  44   203   138:==================================*================ 
  46   134   140:==================================* 
  48   116   134:=============================    * 
  50   103   122:==========================    * 
  52    73   108:===================       * 
  54    64    92:================      * 
  56    77    77:===================* 
  58    49    63:=============  * 
  60    70    51:============*===== 
  62    80    41:==========*========= 
  64    51    33:========*==== 
  66    24    26:======* 
  68    24    20:====*= 
  70    16    16:===* 
  72    21    12:==*=== 
  74     8    10:==* 
  76    14     8:=*== 
  78     5     6:=* 
  80     4     5:=* 
  82     2     3:* 
  84     3     3:* 
  86     1     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     3     1:*         :*== 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.83080.00346; mu= 7.2369 0.179 
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 mean_var=40.895611.152, 0's: 2 Z-trim: 2  B-trim: 56 in 1/43 
 Lambda= 0.200556 
 Kolmogorov-Smirnov  statistic: 0.0605 (N=29) at  58 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.080 
 
The best scores are:                                      opt bits E(1491) 
gi|59895728|gb|AAX11261.1| pectin methylesterase a ( 339)   63 23.6     3.3 
gi|59895730|gb|AAX11262.1| pectin methylesterase a ( 339)   63 23.6     3.3 
gi|225810597|gb|ACO34813.1| Sal k 1 pollen allerge ( 339)   63 23.6     3.3 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   60 22.7     3.9 
gi|886963|emb|CAA59338.1| low molecular weight glu ( 229)   59 22.4       5 
gi|51242679|gb|AAT99258.1| pectin-methyltransferas ( 362)   61 23.0     5.2 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   61 23.0     6.6 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   61 23.0     6.9 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   60 22.7     9.4 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   58 22.1     9.6 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   58 22.1     9.6 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   55 21.2      14 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   52 20.3      14 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   45 18.2      15 
gi|21413|emb|CAA45723.1| aspartic proteinase inhib ( 217)   53 20.6      16 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   53 20.6      16 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   51 20.0      18 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   54 20.9      19 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   49 19.5      20 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   56 21.5      21 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   54 20.9      21 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   53 20.7      23 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   50 19.8      25 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   53 20.7      27 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   53 20.7      27 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   53 20.7      27 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   53 20.7      27 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   53 20.7      27 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   53 20.7      27 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   53 20.7      27 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   53 20.7      27 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   53 20.7      27 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   52 20.4      27 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   56 21.6      27 
gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Sub ( 379)   53 20.7      27 
gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Sub ( 269)   51 20.1      29 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   48 19.2      32 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   53 20.7      32 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   52 20.4      32 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   52 20.4      33 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   47 18.9      34 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   49 19.5      36 
gi|539056|pir||A60373 pollen allergen (clone 7.2)  ( 131)   46 18.6      39 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   52 20.4      40 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   53 20.7      43 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 18.6      47 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   46 18.6      47 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   46 18.6      47 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 18.6      47 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   46 18.6      47 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   46 18.6      47 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   46 18.6      47 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   46 18.6      47 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   46 18.6      47 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   46 18.6      47 
gi|56405054|sp|P84298.1|GLB75_CHITH RecName: Full= ( 161)   46 18.6      48 
gi|56405052|sp|P84296.1|GLB74_CHITH RecName: Full= ( 161)   46 18.6      48 
gi|121248|sp|P12549.1|GLB76_CHITH RecName: Full=Gl ( 161)   46 18.6      48 
gi|121244|sp|P12548.1|GLB73_CHITH RecName: Full=Gl ( 161)   46 18.6      48 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   49 19.5      48 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   50 19.8      50 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   44 18.0      50 
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gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   44 18.0      50 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   50 19.8      51 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   50 19.8      51 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   49 19.5      51 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   48 19.2      53 
gi|62240392|gb|AAX77384.1| 11S globulin precursor  ( 523)   51 20.1      55 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   43 17.7      55 
gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Ente ( 233)   47 18.9      56 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   53 20.7      56 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   53 20.7      57 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   45 18.3      58 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   45 18.3      58 
gi|11762104|gb|AAG40330.1|AF323974_1 major allerge ( 161)   45 18.3      58 
gi|11762102|gb|AAG40329.1|AF323973_1 major allerge ( 161)   45 18.3      58 
gi|5726304|gb|AAD48405.1|AF136945_1 major allergen ( 161)   45 18.3      58 
gi|1336811|gb|AAB36119.1| Sol i 1=antigen {N-termi (  25)   36 15.6      58 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   50 19.8      63 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   50 19.8      63 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   37 15.9      66 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.4      66 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   48 19.2      66 
gi|2266623|emb|CAB10766.1| group V grass pollen al ( 240)   46 18.6      70 
gi|28881457|emb|CAD46561.1| profilin [Malus x dome ( 131)   43 17.7      71 
gi|164510860|emb|CAK93757.1| profilin [Malus x dom ( 131)   43 17.7      71 
gi|14423875|sp|Q9XF42.1|PROF3_MALDO RecName: Full= ( 131)   43 17.7      71 
gi|164510858|emb|CAK93753.1| profilin [Malus x dom ( 131)   43 17.7      71 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   48 19.2      74 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   45 18.3      77 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   47 18.9      78 
gi|886967|emb|CAA59340.1| low molecular weight glu ( 276)   46 18.6      79 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   46 18.6      82 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   46 18.6      82 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   46 18.6      82 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   46 18.6      82 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   46 18.6      82 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   46 18.6      82 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   46 18.6      82 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   46 18.6      82 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   46 18.6      82 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   46 18.6      82 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   46 18.6      82 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   46 18.6      82 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   50 19.8      83 
gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triti ( 439)   48 19.2      83 
gi|46410859|gb|AAR98518.1| major latex allergen He ( 366)   47 18.9      85 
gi|4138173|emb|CAA09884.1| allergen [Malassezia sy ( 162)   43 17.7      86 
gi|218059733|emb|CAT99619.1| profilin [Malus x dom ( 115)   41 17.1      92 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   48 19.2      95 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   48 19.2      98 
 
>>gi|59895728|gb|AAX11261.1| pectin methylesterase aller  (339 aa) 
 initn:  61 init1:  61 opt:  63  Z-score: 93.2  bits: 23.6 E():  3.3 
Smith-Waterman score: 63; 27.8% identity (55.6% similar) in 54 aa overlap (1-54:218-270) 
 
                                             10        20        30 
AAD-12                               MAQTTLQITPTGATLGATVTGVHLATLDDA 
                                     ::. : .   ..  .:.  . ::  .   . 
gi|598 CYIEGTVDLIFGEARSLYLNTELHVVPGDPMAMITAHARKNADGVGG-YSFVHCKVTGTG 
       190       200       210       220       230        240       
 
               40        50        60        70        80           
AAD-12 GFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN           
       : : :  ::.. : ..:   .::.                                     
gi|598 GTALLGRAWFEAARVVFSYCNLSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKR 
        250       260       270       280       290       300       
 
>>gi|59895730|gb|AAX11262.1| pectin methylesterase aller  (339 aa) 
 initn:  61 init1:  61 opt:  63  Z-score: 93.2  bits: 23.6 E():  3.3 
Smith-Waterman score: 63; 27.8% identity (55.6% similar) in 54 aa overlap (1-54:218-270) 
 
                                             10        20        30 
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AAD-12                               MAQTTLQITPTGATLGATVTGVHLATLDDA 
                                     ::. : .   ..  .:.  . ::  .   . 
gi|598 CYIEGTVDFIFGEARSLYLNTELHVVPGDPMAMITAHARKNADGVGG-YSFVHCKVTGTG 
       190       200       210       220       230        240       
 
               40        50        60        70        80           
AAD-12 GFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN           
       : : :  ::.. : ..:   .::.                                     
gi|598 GTALLGRAWFEAARVVFSYCNLSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKR 
        250       260       270       280       290       300       
 
>>gi|225810597|gb|ACO34813.1| Sal k 1 pollen allergen [S  (339 aa) 
 initn:  61 init1:  61 opt:  63  Z-score: 93.2  bits: 23.6 E():  3.3 
Smith-Waterman score: 63; 27.8% identity (55.6% similar) in 54 aa overlap (1-54:218-270) 
 
                                             10        20        30 
AAD-12                               MAQTTLQITPTGATLGATVTGVHLATLDDA 
                                     ::. : .   ..  .:.  . ::  .   . 
gi|225 CYIEGTVDFIFGEARSLYLNTELHVVPGDPMAMITAHARKNADGVGG-YSFVHCKVTGTG 
       190       200       210       220       230        240       
 
               40        50        60        70        80           
AAD-12 GFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN           
       : : :  ::.. : ..:   .::.                                     
gi|225 GTALLGRAWFEAARVVFSYCNLSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKR 
        250       260       270       280       290       300       
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 91.8  bits: 22.7 E():  3.9 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (47-78:133-160) 
 
         20        30        40        50        60        70       
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|221 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
            110       120       130       140           150         
 
         80                                                         
AAD-12 AISN                                                         
       :.                                                           
gi|221 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
      160       170       180       190       200       210         
 
>>gi|886963|emb|CAA59338.1| low molecular weight gluteni  (229 aa) 
 initn:  39 init1:  39 opt:  59  Z-score: 89.9  bits: 22.4 E():    5 
Smith-Waterman score: 59; 26.4% identity (56.6% similar) in 53 aa overlap (15-63:3-55) 
 
               10        20        30        40            50       
AAD-12 MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHAL----LIFPGQHLSNDQ 
                     : :.:.   .: .. . . .:.  : :. :     .:: :.   .: 
gi|886             FALIAVVATSTIAQMETSCIPGLERPWQQQPLPPQQTLFPQQQPFPQQ 
                           10        20        30        40         
 
         60        70        80                                     
AAD-12 QITFAKRFGAIERIGGGDIVAISN                                     
       :  :...                                                      
gi|886 QPPFSQQQPSFSQQQPPFSQQQPILPEPPFSLQQQPVLPQQSPFSQQQLVLPPQQQQQLP 
       50        60        70        80        90       100         
 
>>gi|51242679|gb|AAT99258.1| pectin-methyltransferase pr  (362 aa) 
 initn:  59 init1:  59 opt:  61  Z-score: 89.6  bits: 23.0 E():  5.2 
Smith-Waterman score: 61; 27.8% identity (55.6% similar) in 54 aa overlap (1-54:241-293) 
 
                                             10        20        30 
AAD-12                               MAQTTLQITPTGATLGATVTGVHLATLDDA 
                                     ::. : .   ..  .:.  . ::  .   . 
gi|512 CYTEGTVDFIFGEARSLYLNTELHVVPGDPMAMITAHARKNADGVGG-YSFVHCKVTGTG 
              220       230       240       250        260          
 
               40        50        60        70        80           
AAD-12 GFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN           
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       : : :  ::.. : ..:   .::.                                     
gi|512 GTALLGRAWFDAARVVFSYCNLSDAAKPEGWSDNNKPEAQKTILFGEYKNTGPGAAPDKR 
     270       280       290       300       310       320          
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 87.8  bits: 23.0 E():  6.6 
Smith-Waterman score: 61; 38.7% identity (58.1% similar) in 31 aa overlap (48-78:108-138) 
 
        20        30        40        50        60        70        
AAD-12 TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA 
                                     : :  .. :.  :  :   :.:.  :::.: 
gi|259 YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIA 
        80        90       100       110       120       130        
 
        80                                                          
AAD-12 ISN                                                          
       :                                                            
gi|259 IPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGR 
       140       150       160       170       180       190        
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  60 init1:  60 opt:  61  Z-score: 87.4  bits: 23.0 E():  6.9 
Smith-Waterman score: 61; 32.7% identity (59.6% similar) in 52 aa overlap (25-72:83-134) 
 
                     10        20        30        40        50     
AAD-12       MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH--L 
                                     .: :.:: ::.... :.  :  .: ::  . 
gi|215 NPTGGHSKMESKPILNGHGYCHIHFWIGSESTKDEAGVAAIKSVELDDFLGGYPVQHREI 
             60        70        80        90       100       110   
 
             60          70        80                               
AAD-12 SNDQQITFAKRF--GAIERIGGGDIVAISN                               
        . ..  :.. :  : :   ::                                       
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 85.0  bits: 22.7 E():  9.4 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (47-78:131-158) 
 
         20        30        40        50        60        70       
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|213 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
              110       120       130       140           150       
 
         80                                                         
AAD-12 AISN                                                         
       :.                                                           
gi|213 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
        160       170       180       190       200       210       
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  40 init1:  40 opt:  58  Z-score: 84.8  bits: 22.1 E():  9.6 
Smith-Waterman score: 58; 26.5% identity (59.2% similar) in 49 aa overlap (10-58:168-215) 
 
                                    10        20        30          
AAD-12                      MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAW 
                                     : :  .:: .......  : :.:  ..    
gi|269 EYGTVDSATLIVESNYFSAVNLKIVNSAPRPDGKRVGAQAAALRISG-DKASFYNVKIYG 
       140       150       160       170       180        190       
 
      40        50        60        70        80                    
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN                    
       .: .:    :.:. .:  :                                          
gi|269 FQDTLCDDKGKHFYKDCYIEGTVDFIFGSGKSIFLNTELHAVPGDQPAIITAQARKTDSE 
        200       210       220       230       240       250       
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  40 init1:  40 opt:  58  Z-score: 84.8  bits: 22.1 E():  9.6 
Smith-Waterman score: 58; 26.5% identity (59.2% similar) in 49 aa overlap (10-58:168-215) 
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                                    10        20        30          
AAD-12                      MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAW 
                                     : :  .:: .......  : :.:  ..    
gi|682 EYGTVDSATLIVESNYFSAVNLKIVNSAPRPDGKRVGAQAAALRISG-DKASFYNVKIYG 
       140       150       160       170       180        190       
 
      40        50        60        70        80                    
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN                    
       .: .:    :.:. .:  :                                          
gi|682 FQDTLCDDKGKHFYKDCYIEGTVDFIFGSGKSIFLNTELHAVPGDQPAIITAQARKTESE 
        200       210       220       230       240       250       
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 82.0  bits: 21.2 E():   14 
Smith-Waterman score: 55; 30.4% identity (54.3% similar) in 46 aa overlap (15-57:9-54) 
 
               10        20        30        40           50        
AAD-12 MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHAL---LIFPGQHLSNDQQ 
                     : :.:.   .: .: . . .:.  : :. :     :: :   ..:: 
gi|219       MKTFLVFALLAVVATSAIAQMDTSCIPGLERPWQQQPLPPQQTFPQQPPFSQQQ 
                     10        20        30        40        50     
 
        60        70        80                                      
AAD-12 ITFAKRFGAIERIGGGDIVAISN                                      
                                                                    
gi|219 QQQPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQQQLILPPQQQQQLPQQQIS 
           60        70        80        90       100       110     
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 81.7  bits: 20.3 E():   14 
Smith-Waterman score: 52; 25.0% identity (58.9% similar) in 56 aa overlap (10-65:91-141) 
 
                                    10        20        30          
AAD-12                      MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAW 
                                     :.: ::    . .....  :.: . :. .  
gi|241 EGFPFRYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGG-SILKISN 
               70        80        90       100       110           
 
      40        50        60        70        80     
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN     
         :.     :.:  ...::  .:..:                    
gi|241 KYHT----KGDHEVKEEQIKASKEMGETLLRAVESYLLAHSDAYN 
     120           130       140       150       160 
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 81.4  bits: 18.2 E():   15 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (56-79:17-38) 
 
          30        40        50        60        70        80 
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN 
                                     ::.  : .. :. :. ::: .. :  
gi|217               LVSVEHQAARLKVAKAQQL--AAQLPAMCRLEGGDALSASQ 
                             10          20        30          
 
>>gi|21413|emb|CAA45723.1| aspartic proteinase inhibitor  (217 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 80.9  bits: 20.6 E():   16 
Smith-Waterman score: 53; 21.8% identity (55.1% similar) in 78 aa overlap (1-71:122-197) 
 
                                             10          20         
AAD-12                               MAQTTLQITPTGATLGATV--TGVHLATLD 
                                     .. :  ..    :.::. .  ::  ..  : 
gi|214 TPVRFSHFGQGIFENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTIGQAD 
             100       110       120       130       140       150  
 
       30        40             50        60        70        80    
AAD-12 DAGFAALHAAWLQHALLIFP-----GQHLSNDQQITFAKRFGAIERIGGGDIVAISN    
       .. :  .... . . ::  :     .  .:.:.:  :  . :.... :             
gi|214 SSWFKIVKSSQFGYNLLYCPVTSTMSCPFSSDDQ--FCLKVGVVHQNGKRRLALVKDNPL 
             160       170       180         190       200          
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gi|214 DVSFKQVQ 
     210        
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 80.8  bits: 20.6 E():   16 
Smith-Waterman score: 53; 21.8% identity (55.1% similar) in 78 aa overlap (1-71:126-201) 
 
                                             10          20         
AAD-12                               MAQTTLQITPTGATLGATV--TGVHLATLD 
                                     .. :  ..    :.::. .  ::  ..  : 
gi|201 FIGSSSHFGQGIFENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTIGQAD 
         100       110       120       130       140       150      
 
       30        40             50        60        70        80    
AAD-12 DAGFAALHAAWLQHALLIFP-----GQHLSNDQQITFAKRFGAIERIGGGDIVAISN    
       .. :  .... . . ::  :     .  .:.:.:  :  . :.... :             
gi|201 SSWFKIVKSSQFGYNLLYCPVTSTMSCPFSSDDQ--FCLKVGVVHQNGKRRLALVKDNPL 
         160       170       180         190       200       210    
 
gi|201 DVSFKQVQ 
           220  
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 80.1  bits: 20.0 E():   18 
Smith-Waterman score: 51; 25.0% identity (57.1% similar) in 56 aa overlap (10-65:91-141) 
 
                                    10        20        30          
AAD-12                      MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAW 
                                     :.: ::    . ....:  :.:  .:. .  
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVTTPDGG-CVLKISN 
               70        80        90       100       110           
 
      40        50        60        70        80     
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN     
         :.     :.:  . .:.  .:..:                    
gi|400 KYHT----KGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
     120           130       140       150       160 
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 79.4  bits: 20.9 E():   19 
Smith-Waterman score: 54; 30.4% identity (54.3% similar) in 46 aa overlap (17-62:13-54) 
 
               10        20        30        40        50        60 
AAD-12 MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 
                       : . :.    .: .:    .. :::. :.    : ::.. : :: 
gi|170     MKTLLILTILAMAITIGTANIQVDPSG----QVQWLQQQLVPQLQQPLSQQPQQTF 
                   10        20            30        40        50   
 
               70        80                                         
AAD-12 AKRFGAIERIGGGDIVAISN                                         
        .                                                           
gi|170 PQPQQTFPHQPQQQVPQPQQPQQPFLQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQ 
             60        70        80        90       100       110   
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.9  bits: 19.5 E():   20 
Smith-Waterman score: 49; 36.4% identity (72.7% similar) in 22 aa overlap (29-50:20-41) 
 
               10        20        30        40        50        60 
AAD-12 MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 
                                   :.. :.: : . .:..: : .:           
gi|217          MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVE 
                        10        20        30        40        50  
 
               70        80                                         
AAD-12 AKRFGAIERIGGGDIVAISN                                         
                                                                    
gi|217 KLQNLPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWF 
              60        70        80        90       100       110  
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
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 initn:  49 init1:  49 opt:  56  Z-score: 78.9  bits: 21.5 E():   21 
Smith-Waterman score: 56; 40.6% identity (56.2% similar) in 32 aa overlap (49-78:153-184) 
 
       20        30        40        50        60          70       
AAD-12 VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK--RFGAIERIGGGDIV 
                                     ::.   .::  : .  :    .::  ::.: 
gi|258 QGQQEQQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVV 
            130       140       150       160       170       180   
 
         80                                                         
AAD-12 AISN                                                         
       ::                                                           
gi|258 AIPAGVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQ 
            190       200       210       220       230       240   
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 78.6  bits: 20.9 E():   21 
Smith-Waterman score: 54; 27.3% identity (78.8% similar) in 33 aa overlap (6-38:282-314) 
 
                                        10        20        30      
AAD-12                          MAQTTLQITPTGATLGATVTGVHLATLDDAGFAAL 
                                     ..:.  :.....: :: . ..:. ...:.  
gi|122 NYPARYSGVMAVAAVDQNGQRASFSTYGPEIEISAPGVNVNSTYTGNRYVSLSGTSMATP 
             260       270       280       290       300       310  
 
          40        50        60        70        80      
AAD-12 HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN      
       :.:                                                
gi|122 HVAGVAALVKSRYPSYTNNQIRQRINQTATYLGSPSLYGNGLVHAGRATQ 
             320       330       340       350       360  
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 78.1  bits: 20.7 E():   23 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (36-79:194-239) 
 
          10        20        30        40        50         60     
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|261 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
           170       180       190       200       210       220    
 
           70         80                                            
AAD-12 GAIERIGGGDI-VAISN                                            
       .:.:: .::.. :..:                                             
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 77.2  bits: 19.8 E():   25 
Smith-Waterman score: 50; 25.0% identity (55.0% similar) in 60 aa overlap (18-76:33-91) 
 
                            10        20        30        40        
AAD-12              MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIF 
                                     :: .  :  ::   ..: :..  ..:.:   
gi|697 EQAFCNLKFRQNVNNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILG- 
             10        20        30        40        50        60   
 
        50        60        70         80                           
AAD-12 PGQHLSNDQQITFAKRFGAIERIGG-GDIVAISN                           
       :  .:.  . .  ..  : .. .:  :. :                               
gi|697 PRWNLNAHSALYVTRGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVV 
              70        80        90       100       110       120  
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.8  bits: 20.7 E():   27 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (36-79:230-275) 
 
          10        20        30        40        50         60     
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLANIYPYFTYADNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
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     200       210       220       230       240       250          
 
           70         80                                            
AAD-12 GAIERIGGGDI-VAISN                                            
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.8  bits: 20.7 E():   27 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (36-79:230-275) 
 
          10        20        30        40        50         60     
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|270 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
           70         80                                            
AAD-12 GAIERIGGGDI-VAISN                                            
       .:.:: .::.. :..:                                             
gi|270 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPDRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.8  bits: 20.7 E():   27 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (36-79:230-275) 
 
          10        20        30        40        50         60     
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLTNIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
           70         80                                            
AAD-12 GAIERIGGGDI-VAISN                                            
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.8  bits: 20.7 E():   27 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (36-79:230-275) 
 
          10        20        30        40        50         60     
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
           70         80                                            
AAD-12 GAIERIGGGDI-VAISN                                            
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.8  bits: 20.7 E():   27 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (36-79:230-275) 
 
          10        20        30        40        50         60     
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
           70         80                                            
AAD-12 GAIERIGGGDI-VAISN                                            
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
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>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.8  bits: 20.7 E():   27 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (36-79:230-275) 
 
          10        20        30        40        50         60     
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSSXSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
           70         80                                            
AAD-12 GAIERIGGGDI-VAISN                                            
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.8  bits: 20.7 E():   27 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (36-79:230-275) 
 
          10        20        30        40        50         60     
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|327 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
           70         80                                            
AAD-12 GAIERIGGGDI-VAISN                                            
       .:.:: .::.. :..:                                             
gi|327 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.8  bits: 20.7 E():   27 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (36-79:230-275) 
 
          10        20        30        40        50         60     
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|118 GFLSSIRSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
           70         80                                            
AAD-12 GAIERIGGGDI-VAISN                                            
       .:.:: .::.. :..:                                             
gi|118 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.8  bits: 20.7 E():   27 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (36-79:230-275) 
 
          10        20        30        40        50         60     
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|268 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
           70         80                                            
AAD-12 GAIERIGGGDI-VAISN                                            
       .:.:: .::.. :..:                                             
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 76.8  bits: 20.4 E():   27 
Smith-Waterman score: 52; 33.3% identity (66.7% similar) in 27 aa overlap (3-29:274-300) 
 
                                           10        20        30   
AAD-12                             MAQTTLQITPTGATLGATVTGVHLATLDDAGF 
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                                     ::..:: : :.  .:    :. .:...    
gi|198 EEQVLKLLQDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYIS 
           250       260       270       280       290       300    
 
             40        50        60        70        80 
AAD-12 AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN 
                                                        
gi|198 AFV                                              
                                                        
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  48 init1:  48 opt:  56  Z-score: 76.7  bits: 21.6 E():   27 
Smith-Waterman score: 56; 21.4% identity (52.9% similar) in 70 aa overlap (4-73:186-254) 
 
                                          10        20        30    
AAD-12                            MAQTTLQITPTGATLGATVTGVHLATLDDAGFA 
                                     ..::    :  .:    : . ..:.. :   
gi|220 GKWQELGQGQQGYYPTSLHQSGQGQQGYYPSSLQQPGQGQQIGQGQQGYYPTSLQQPG-Q 
         160       170       180       190       200       210      
 
            40        50        60        70        80              
AAD-12 ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN              
       . . .  :..      :: .. ::   ....:  ...: :                     
gi|220 GQQIGQGQQGYYPTSPQHPGQRQQPGQGQQIGQGQQLGQGRQIGQGQQSGQGQQGYYPTS 
          220       230       240       250       260       270     
 
gi|220 PQQLGQGQQPGQWQQSGQGQQGYYPTSQQQPGQGQQGQYPASQQQPGQGQQGQYPASQQQ 
          280       290       300       310       320       330     
 
>>gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Subtili  (379 aa) 
 initn:  47 init1:  47 opt:  53  Z-score: 76.7  bits: 20.7 E():   27 
Smith-Waterman score: 53; 29.4% identity (56.9% similar) in 51 aa overlap (6-56:300-349) 
 
                                        10        20        30      
AAD-12                          MAQTTLQITPTGATLGATVTGVHLATLDDAGFAAL 
                                     :..   :: . .:      :::. ...:.  
gi|135 GYPAKYDSVIAVGAVDSNSNRASFSSVGAELEVMAPGAGVYSTYPTSTYATLNGTSMASP 
     270       280       290       300       310       320          
 
          40        50        60        70        80       
AAD-12 HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN       
       :.:    ::..    .:: .:                               
gi|135 HVAGAA-ALILSKHPNLSASQVRNRLSSTATYLGSSFYYGKGLINVEAAAQ 
     330        340       350       360       370          
 
>>gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Subtili  (269 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.2  bits: 20.1 E():   29 
Smith-Waterman score: 51; 30.3% identity (69.7% similar) in 33 aa overlap (6-38:190-222) 
 
                                        10        20        30      
AAD-12                          MAQTTLQITPTGATLGATVTGVHLATLDDAGFAAL 
                                     :.:.  :... .:  :   :.:. ...:.  
gi|267 SYPARYANAMAVGATDQNNNRASFSQYGAGLDIVAPGVNVQSTYPGSTYASLNGTSMATP 
     160       170       180       190       200       210          
 
          40        50        60        70        80      
AAD-12 HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN      
       :.:                                                
gi|267 HVAGAAALVKQKNPSWSNVQIRNHLKNTATSLGSTNLYGSGLVNAEAATR 
     220       230       240       250       260          
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 48; 25.6% identity (62.8% similar) in 43 aa overlap (38-80:78-119) 
 
        10        20        30        40        50        60        
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ....  .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
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        70        80                                          
AAD-12 ERIGGGDIVAISN                                          
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 75.3  bits: 20.7 E():   32 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (54-74:330-350) 
 
            30        40        50        60        70        80    
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN    
                                     :  . ::  :.  :::.  ::          
gi|149 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
gi|149 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.2  bits: 20.4 E():   32 
Smith-Waterman score: 52; 29.4% identity (56.9% similar) in 51 aa overlap (6-56:300-349) 
 
                                        10        20        30      
AAD-12                          MAQTTLQITPTGATLGATVTGVHLATLDDAGFAAL 
                                     :..   :: . .:      :::. ...:.  
gi|111 GYPAKYDSVIAVGAVDSNSNRASFSSVGAELEVMAPGAGVYSTYPTNTYATLNGTSMASP 
     270       280       290       300       310       320          
 
          40        50        60        70        80  
AAD-12 HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN  
       :.:    ::..    .:: .:                          
gi|111 HVAGAA-ALILSKHPNLSASQVRNRLSSTATYLGSSFYYGKGLINV 
     330        340       350       360       370     
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.2  bits: 20.4 E():   33 
Smith-Waterman score: 52; 44.4% identity (83.3% similar) in 18 aa overlap (12-29:184-201) 
 
                                  10        20        30        40  
AAD-12                    MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQ 
                                     : . :.:.:....:: ::             
gi|495 INVLECEDITFQHVTVTAPGTSINTDGIHVGISKGVTITNTKIATGDDCISIGPGSQNVT 
           160       170       180       190       200       210    
 
              50        60        70        80                      
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN                      
                                                                    
gi|495 ITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNGVRVKTWPNSPPGAATDLT 
           220       230       240       250       260       270    
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.8  bits: 18.9 E():   34 
Smith-Waterman score: 47; 42.1% identity (78.9% similar) in 19 aa overlap (8-26:34-52) 
 
                                      10        20        30        
AAD-12                        MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHA 
                                     ..:.:  :..:: .. :::            
gi|291 HPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSPVLV 
            10        20        30        40        50        60    
 
        40        50        60        70        80                  
AAD-12 AWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN                  
                                                                    
gi|291 PAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKAREMK 
            70        80        90       100       110       120    
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.5  bits: 19.5 E():   36 
Smith-Waterman score: 49; 33.3% identity (57.1% similar) in 21 aa overlap (37-57:10-30) 
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         10        20        30        40        50        60       
AAD-12 QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA 
                                     :::.      ::: :  ....          
gi|944                      MKTLGVLFIAAWFIACTHSFPGAHDEDSKEERKNVDTVL 
                                    10        20        30          
 
         70        80                                               
AAD-12 IERIGGGDIVAISN                                               
                                                                    
gi|944 VLPSIERDQMMAATFDFPSLSFEDSDEGSNWNWNTLLRPNFLDGWYQTLQSAISAHMKKV 
      40        50        60        70        80        90          
 
>>gi|539056|pir||A60373 pollen allergen (clone 7.2) - Ke  (131 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.8  bits: 18.6 E():   39 
Smith-Waterman score: 46; 34.6% identity (65.4% similar) in 26 aa overlap (1-26:94-119) 
 
                                             10        20        30 
AAD-12                               MAQTTLQITPTGATLGATVTGVHLATLDDA 
                                     :::.     :..:. : ....:  ::     
gi|539 VKQSYAATVATAPAVKYTVFETALKKAITAMAQAQKAAKPAAAVTGIATSAVGAATGAAT 
            70        80        90       100       110       120    
 
               40        50        60        70        80 
AAD-12 GFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN 
                                                          
gi|539 AAAGGYKA                                           
           130                                            
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 73.6  bits: 20.4 E():   40 
Smith-Waterman score: 52; 25.0% identity (65.6% similar) in 32 aa overlap (47-78:117-148) 
 
         20        30        40        50        60        70       
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : :.. .....  :  .   ....  :::. 
gi|303 APKLYYVTQGRGILGVLMPGCPETFQSMSQFQGSREQEEERGRFQDQHQKVHHLKKGDII 
         90       100       110       120       130       140       
 
         80                                                         
AAD-12 AISN                                                         
       ::                                                           
gi|303 AIPAGVALWCYNDGDEDLVTVLVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLR 
        150       160       170       180       190       200       
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 73.1  bits: 20.7 E():   43 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (54-74:330-350) 
 
            30        40        50        60        70        80    
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN    
                                     :  . ::  :.  :::.  ::          
gi|169 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
gi|169 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (71-80:109-118) 
 
               50        60        70        80                     
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN                     
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
gi|534 KAEALFRAVESYLLAHSDAYN 
      140       150          
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
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 initn:  44 init1:  44 opt:  46  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (38-80:77-118) 
 
        10        20        30        40        50        60        
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|402 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
         50        60        70        80        90        100      
 
        70        80                                          
AAD-12 ERIGGGDIVAISN                                          
          :::.:: ::.                                          
gi|402 AAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
         110       120       130       140       150          
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (38-80:78-119) 
 
        10        20        30        40        50        60        
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|730 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
        70        80                                          
AAD-12 ERIGGGDIVAISN                                          
          :::.:: ::.                                          
gi|730 AAPGGGSIVKISSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (71-80:110-119) 
 
               50        60        70        80                     
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN                     
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
gi|534 KAEALFRAVESYLLAHSDAYN 
     140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (38-80:78-119) 
 
        10        20        30        40        50        60        
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
        70        80                                          
AAD-12 ERIGGGDIVAISN                                          
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (38-80:78-119) 
 
        10        20        30        40        50        60        
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
        70        80                                          
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AAD-12 ERIGGGDIVAISN                                          
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (38-80:78-119) 
 
        10        20        30        40        50        60        
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
        70        80                                          
AAD-12 ERIGGGDIVAISN                                          
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (38-80:78-119) 
 
        10        20        30        40        50        60        
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
        70        80                                          
AAD-12 ERIGGGDIVAISN                                          
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (38-80:78-119) 
 
        10        20        30        40        50        60        
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
        70        80                                          
AAD-12 ERIGGGDIVAISN                                          
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 46; 23.3% identity (62.8% similar) in 43 aa overlap (38-80:78-119) 
 
        10        20        30        40        50        60        
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :... .   ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLE-KVSHELKIV 
        50        60        70        80        90        100       
 
        70        80                                          
AAD-12 ERIGGGDIVAISN                                          
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|56405054|sp|P84298.1|GLB75_CHITH RecName: Full=Glob  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.2  bits: 18.6 E():   48 
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Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (21-37:61-77) 
 
                         10        20        30        40        50 
AAD-12           MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|564 WKAVSHNEVEILAAVFAAYPDIQNKFSQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
               60        70        80                               
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISN                               
                                                                    
gi|564 SGNTSNAAAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLQANVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|56405052|sp|P84296.1|GLB74_CHITH RecName: Full=Glob  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (21-37:61-77) 
 
                         10        20        30        40        50 
AAD-12           MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|564 WKAVSHNEVDILAAVFAAYPDIQAKFPQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
               60        70        80                               
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISN                               
                                                                    
gi|564 SGNASNAAAVEGLLNKLGSDHKARGVSAAQFGEFRTALVSYLSNHVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|121248|sp|P12549.1|GLB76_CHITH RecName: Full=Globin  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (21-37:61-77) 
 
                         10        20        30        40        50 
AAD-12           MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|121 WKAVSHNEVEILAAVFAAYPDIQNKFSQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
               60        70        80                               
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISN                               
                                                                    
gi|121 SGNDSNAAAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLQANVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|121244|sp|P12548.1|GLB73_CHITH RecName: Full=Globin  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (21-37:61-77) 
 
                         10        20        30        40        50 
AAD-12           MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|121 WKAVSHNEVDILAAVFAAYPDIQAKFPQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
               60        70        80                               
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISN                               
                                                                    
gi|121 SGNESNASAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLSNHVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.1  bits: 19.5 E():   48 
Smith-Waterman score: 52; 28.6% identity (61.2% similar) in 49 aa overlap (15-63:9-53) 
 
               10        20        30        40        50        60 
AAD-12 MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 
                     : :.:.   .: .. . ...:.  : :. :   : :. : .::  : 
gi|170       MKTFLVFALIAVVATSAIAQMETSCISGLERPWQQQPL---PPQQ-SFSQQPPF 
                     10        20        30           40         50 
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               70        80                                         
AAD-12 AKRFGAIERIGGGDIVAISN                                         
       ...                                                          
gi|170 SQQQQQPLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQQQLVLPPQQ 
               60        70        80        90       100       110 
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 71.9  bits: 19.8 E():   50 
Smith-Waterman score: 50; 26.8% identity (51.2% similar) in 41 aa overlap (43-79:190-230) 
 
             20        30        40        50            60         
AAD-12 ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::  .  :    ::.  
gi|215 NKPVIFTKSNLAKSPELDAKMYDICYSTAAAPIYFPPHHFVTHTSNGARYEFNLVDGAVA 
     160       170       180       190       200       210          
 
       70        80                                                 
AAD-12 RIGGGDIVAISN                                                 
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.8  bits: 18.0 E():   50 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (56-74:35-53) 
 
          30        40        50        60        70        80      
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN      
                                     . . ::  ::  . .: .:            
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
gi|191 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.8  bits: 18.0 E():   50 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (56-74:35-53) 
 
          30        40        50        60        70        80      
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN      
                                     . . ::  ::  . .: .:            
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
gi|730 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 71.7  bits: 19.8 E():   51 
Smith-Waterman score: 50; 23.5% identity (56.9% similar) in 51 aa overlap (4-54:316-366) 
 
                                          10        20        30    
AAD-12                            MAQTTLQITPTGATLGATVTGVHLATLDDAGFA 
                                     .....   : .. :.  :    ::. ...: 
gi|668 SNSSPASAAEACTIAASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMA 
         290       300       310       320       330       340      
 
            40        50        60        70        80      
AAD-12 ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN      
       : :.: .   :. . :   .:                                
gi|668 APHVAGVAAYLMALEGVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
         350       360       370       380       390        
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 71.7  bits: 19.8 E():   51 
Smith-Waterman score: 50; 23.5% identity (56.9% similar) in 51 aa overlap (4-54:316-366) 
 
                                          10        20        30    
AAD-12                            MAQTTLQITPTGATLGATVTGVHLATLDDAGFA 
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                                     .....   : .. :.  :    ::. ...: 
gi|458 SNSSPASAAEVCTIAASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMA 
         290       300       310       320       330       340      
 
            40        50        60        70        80      
AAD-12 ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN      
       : :.: .   :. . :   .:                                
gi|458 APHVAGVAAYLMALEGVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
         350       360       370       380       390        
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.7  bits: 19.5 E():   51 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (39-70:176-207) 
 
       10        20        30        40        50        60         
AAD-12 TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
         150       160       170       180       190       200      
 
       70        80                                                 
AAD-12 RIGGGDIVAISN                                                 
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
         210       220       230       240       250       260      
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.4  bits: 19.2 E():   53 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (47-57:90-100) 
 
         20        30        40        50        60        70       
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
         80                                                         
AAD-12 AISN                                                         
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|62240392|gb|AAX77384.1| 11S globulin precursor [Sin  (523 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 71.1  bits: 20.1 E():   55 
Smith-Waterman score: 51; 30.0% identity (63.3% similar) in 30 aa overlap (49-77:173-202) 
 
       20        30        40        50         60        70        
AAD-12 VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQ-QITFAKRFGAIERIGGGDIVA 
                                     ::. ...: :  :   .  .:..  ::..: 
gi|622 QQGQQGQQGQQQGQQGQQGQQGQQGQQGQQGQQGQQQQGQQGFRDMYQKVEHVRHGDVIA 
            150       160       170       180       190       200   
 
        80                                                          
AAD-12 ISN                                                          
                                                                    
gi|622 NTPGSAHWIYNTGDKPLVIISLLDIANYQNQLDRNPRVFRLAGNNPQGGFGGPQQQQPQQ 
            210       220       230       240       250       260   
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.1  bits: 17.7 E():   55 
Smith-Waterman score: 43; 21.1% identity (46.1% similar) in 76 aa overlap (4-79:25-100) 
 
                                    10        20        30          
AAD-12                      MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAW 
                               :. : .  :  ::    : . .. ...: .       
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
      40        50        60        70        80 
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN 
         :.     .  :.  .   .: .. :. :. ::: .  :  
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gi|897 PYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
               70        80        90       100  
 
>>gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Enteroto  (233 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 71.0  bits: 18.9 E():   56 
Smith-Waterman score: 47; 23.3% identity (51.2% similar) in 43 aa overlap (36-75:44-85) 
 
          10        20        30        40           50        60   
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLI---FPGQHLSNDQQITFAK 
                                     :  .:::..:.   :  .   ::  . : . 
gi|163 KKSELQGTALGNLKQIYYYNEKAKTENKESHDQFLQHTILFKGFFTDHSWYNDLLVDFDS 
            20        30        40        50        60        70    
 
             70        80                                           
AAD-12 RFGAIERIGGGDIVAISN                                           
       .   ...  :  .                                                
gi|163 K-DIVDKYKGKKVDLYGAYYGYQCAGGTPNKTACMYGGVTLHDNNRLTEEKKVPINLWLD 
             80        90       100       110       120       130   
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 70.9  bits: 20.7 E():   56 
Smith-Waterman score: 53; 23.3% identity (55.8% similar) in 43 aa overlap (16-58:675-717) 
 
                              10        20        30        40      
AAD-12                MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALL 
                                     :    : . .. ...: .   . ::: .   
gi|170 LQPEQGQQGYYPTSQQQPGQGPQPGQWQQSGQGQQGYYPTSPQQSGQGQQPGQWLQPGQW 
          650       660       670       680       690       700     
 
          50        60        70        80                          
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN                          
       .  : .:.. ::.                                                
gi|170 LQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQ 
          710       720       730       740       750       760     
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 70.8  bits: 20.7 E():   57 
Smith-Waterman score: 53; 23.3% identity (55.8% similar) in 43 aa overlap (16-58:690-732) 
 
                              10        20        30        40      
AAD-12                MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALL 
                                     :    : . .. ...: .   . ::: .   
gi|217 LQPEQGQQGYYPTSQQQPGQGPQPGQWQQSGQGQQGYYPTSPQQSGQGQQPGQWLQPGQW 
     660       670       680       690       700       710          
 
          50        60        70        80                          
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN                          
       .  : .:.. ::.                                                
gi|217 LQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQ 
     720       730       740       750       760       770          
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 45; 24.4% identity (61.0% similar) in 41 aa overlap (40-80:80-119) 
 
      10        20        30        40        50        60          
AAD-12 PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :. :.    ....  .   
gi|730 GPGTIKKITFSEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLG-DKLEKVSHELKIVAA 
      50        60        70        80        90        100         
 
      70        80                                          
AAD-12 IGGGDIVAISN                                          
        :::.:: ::.                                          
gi|730 PGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      110       120       130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 45; 23.3% identity (60.5% similar) in 43 aa overlap (38-80:78-119) 
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        10        20        30        40        50        60        
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
        70        80                                          
AAD-12 ERIGGGDIVAISN                                          
          :::..: ::.                                          
gi|167 AAPGGGSVVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|11762104|gb|AAG40330.1|AF323974_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (36-80:77-120) 
 
          10        20        30        40        50         60     
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
           70        80                                          
AAD-12 GAIERIGGGDIVAISN                                          
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|11762102|gb|AAG40329.1|AF323973_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (36-80:77-120) 
 
          10        20        30        40        50         60     
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
           70        80                                          
AAD-12 GAIERIGGGDIVAISN                                          
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|5726304|gb|AAD48405.1|AF136945_1 major allergen Cor  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (36-80:77-120) 
 
          10        20        30        40        50         60     
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|572 GNGGPGTIKKITFAEGNEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
           70        80                                          
AAD-12 GAIERIGGGDIVAISN                                          
       .:  . :::.:. :..                                          
gi|572 AAAPH-GGGSILKITSKYHTKGNASINEEEIKAGKEKAAGLFKAVEAYLLAHPDAYC 
         110        120       130       140       150       160  
 
>>gi|1336811|gb|AAB36119.1| Sol i 1=antigen {N-terminal}  (25 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 70.7  bits: 15.6 E():   58 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (8-21:8-21) 
 
               10        20        30        40        50        60 
AAD-12 MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 
              :  .: .::. :.:                                        
gi|133 WKIPLNNIQYVGHSLGSHVSGFAAK                                    
               10        20                                         
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
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 initn:  39 init1:  39 opt:  50  Z-score: 70.0  bits: 19.8 E():   63 
Smith-Waterman score: 50; 25.0% identity (56.0% similar) in 84 aa overlap (8-79:38-113) 
 
                                      10        20        30        
AAD-12                        MAQTTLQITPTGATLGATVTGVHLATLDDAGFA---- 
                                     :.:.  ..   .: :: ::  :. .:     
gi|108 TPHSGKYEQPTGLFINNEFVKGQEGKTFDVINPSDESV---ITQVHEATEKDVDIAVAAA 
        10        20        30        40           50        60     
 
              40           50        60           70        80      
AAD-12 --ALHAAWLQHALLIFP---GQHLSNDQQITFAKR---FGAIERIGGGDIVAISN      
         :....: :..    :   :. :.:  .. : :    ..:.: . .:  ....       
gi|108 RKAFEGSWRQET----PENRGKLLNNLANL-FEKNIDLLAAVESLDNGKAISMAKGDISM 
           70            80        90        100       110          
 
gi|108 CVGCLRYYGGWADKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNFPLLMWAWKIGPAIA 
     120       130       140       150       160       170          
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 70.0  bits: 19.8 E():   63 
Smith-Waterman score: 50; 22.0% identity (52.5% similar) in 59 aa overlap (12-70:276-333) 
 
                                  10        20        30        40  
AAD-12                    MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQ 
                                     :.  : . .:  :. .:.  . . :.. :  
gi|505 SLGRIIEFRFYKEITNVFRGNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLG 
         250       260       270       280       290       300      
 
              50        60        70        80                      
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN                      
         .  : :. :.    . .:  .: . :.                                
gi|505 FNINCFEGRLLKAATAFMLAWNYG-VPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNIL 
         310       320        330       340       350       360     
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 69.7  bits: 15.9 E():   66 
Smith-Waterman score: 37; 50.0% identity (75.0% similar) in 12 aa overlap (2-13:21-32) 
 
                                  10        20        30        40  
AAD-12                    MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQ 
                           :..:.   ::::                             
gi|751 IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK                          
               10        20        30                               
 
              50        60        70        80 
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN 
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.6  bits: 17.4 E():   66 
Smith-Waterman score: 42; 75.0% identity (87.5% similar) in 8 aa overlap (71-78:29-36) 
 
               50        60        70        80                     
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN                     
                                     : :::::.                       
gi|105   CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAVDIKEKGSDTYEPLKHSWGAIWR 
                 10        20        30        40        50         
 
gi|105 KDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
       60        70        80        90          
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.6  bits: 19.2 E():   66 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (47-57:90-100) 
 
         20        30        40        50        60        70       
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
         80                                                         
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AAD-12 AISN                                                         
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|2266623|emb|CAB10766.1| group V grass pollen allerg  (240 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.2  bits: 18.6 E():   70 
Smith-Waterman score: 46; 28.1% identity (65.6% similar) in 32 aa overlap (1-32:207-238) 
 
                                             10        20        30 
AAD-12                               MAQTTLQITPTGATLGATVTGVHLATLDDA 
                                     :.:.     :..:. ::.....  ::   . 
gi|226 VKQAYASTVAAAPEVKYAVFEAALTKAITAMSQAQKVAQPAAAATGAATVAAGAATTAAG 
        180       190       200       210       220       230       
 
               40        50        60        70        80 
AAD-12 GFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN 
       :.                                                 
gi|226 GYKV                                               
        240                                               
 
>>gi|28881457|emb|CAD46561.1| profilin [Malus x domestic  (131 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.1  bits: 17.7 E():   71 
Smith-Waterman score: 43; 27.5% identity (55.1% similar) in 69 aa overlap (8-71:60-123) 
 
                                      10            20         30   
AAD-12                        MAQTTLQITPTGATLGAT----VTGVHLATL-DDAGF 
                                     ..:::  ::.:    . :   :..    :  
gi|288 GSVWSQSASFPAFKPEEIAAILKDFDQPGTLAPTGLFLGGTKYMVIQGEPGAVIRGKKGS 
      30        40        50        60        70        80          
 
             40        50        60        70        80 
AAD-12 AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN 
       ...     ..::::  : .   :. .: ..   ..::.:          
gi|288 GGITIKKTSQALLI--GIY---DEPVTPGQCNIVVERLGDYLIEQGL  
      90       100            110       120       130   
 
>>gi|164510860|emb|CAK93757.1| profilin [Malus x domesti  (131 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.1  bits: 17.7 E():   71 
Smith-Waterman score: 43; 27.5% identity (55.1% similar) in 69 aa overlap (8-71:60-123) 
 
                                      10            20         30   
AAD-12                        MAQTTLQITPTGATLGAT----VTGVHLATL-DDAGF 
                                     ..:::  ::.:    . :   :..    :  
gi|164 GSVWAQSATFPAFKPEEIAAILKDFDQPGTLAPTGLFLGGTKYMVIQGEPGAVIRGKKGS 
      30        40        50        60        70        80          
 
             40        50        60        70        80 
AAD-12 AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN 
       ...     ..::::  : .   :. .: ..   ..::.:          
gi|164 GGITIKKTSQALLI--GIY---DEPVTPGQCNIVVERLGDYLIEQGL  
      90       100            110       120       130   
 
>>gi|14423875|sp|Q9XF42.1|PROF3_MALDO RecName: Full=Prof  (131 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.1  bits: 17.7 E():   71 
Smith-Waterman score: 43; 27.5% identity (55.1% similar) in 69 aa overlap (8-71:60-123) 
 
                                      10            20         30   
AAD-12                        MAQTTLQITPTGATLGAT----VTGVHLATL-DDAGF 
                                     ..:::  ::.:    . :   :..    :  
gi|144 GSVWSQSASFPAFKPEEIAAILKDFDQPGTLAPTGLFLGGTKYMVIQGEPGAVIRGKKGS 
      30        40        50        60        70        80          
 
             40        50        60        70        80 
AAD-12 AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN 
       ...     ..::::  : .   :. .: ..   ..::.:          
gi|144 GGITIKKTSQALLI--GIY---DEPVTPGQCNIVVERLGDYLIEQGL  
      90       100            110       120       130   
 
>>gi|164510858|emb|CAK93753.1| profilin [Malus x domesti  (131 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.1  bits: 17.7 E():   71 
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Smith-Waterman score: 43; 27.5% identity (55.1% similar) in 69 aa overlap (8-71:60-123) 
 
                                      10            20         30   
AAD-12                        MAQTTLQITPTGATLGAT----VTGVHLATL-DDAGF 
                                     ..:::  ::.:    . :   :..    :  
gi|164 GSVWAQSATFPAFKPEEIAAILKDFDQPGTLAPTGLFLGGTKYMVIQGEPGAVIRGKKGS 
      30        40        50        60        70        80          
 
             40        50        60        70        80 
AAD-12 AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN 
       ...     ..::::  : .   :. .: ..   ..::.:          
gi|164 GGITIKKTSQALLI--GIY---DEPVTPGQCNIVVERLGDYLIEQGL  
      90       100            110       120       130   
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 68.8  bits: 19.2 E():   74 
Smith-Waterman score: 51; 27.4% identity (58.9% similar) in 73 aa overlap (9-78:19-85) 
 
                         10        20        30        40        50 
AAD-12           MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                         . : ::::  ::   . ..: .:. ..  : .   : .. :: 
gi|215 MATTKSFLILFFMILATTSSTCATLGEMVT---VLSIDGGGIKGIIPAII---LEFLEGQ 
               10        20        30           40           50     
 
                 60        70         80                            
AAD-12 --HLSNDQQITFAKRFGAIERIG-GGDIVAISN                            
         ...:...  .:  : .:   . :: ..:.                              
gi|215 LQEVDNNKDARLADYFDVIGGTSTGGLLTAMITTPNENNRPFAAAKDIVPFYFEHGPHIF 
           60        70        80        90       100       110     
 
gi|215 NYSGSIFGPRYDGKYLLQVLQEKLGETRVHQALTEVAISSFDIKTNKPVIFTKSNLAESP 
          120       130       140       150       160       170     
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.4  bits: 18.3 E():   77 
Smith-Waterman score: 46; 25.7% identity (65.7% similar) in 35 aa overlap (24-58:54-84) 
 
                      10        20        30        40        50    
AAD-12        MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLS 
                                     . ::.: ::      : ..:.: . ... . 
gi|161 FGVNLNLKVTNLMAGEHLTPEFLKMNPQHTIPTLNDNGFCL----WESRAILSYLADQYG 
            30        40        50        60            70          
 
            60        70        80                                  
AAD-12 NDQQITFAKRFGAIERIGGGDIVAISN                                  
       .:...                                                        
gi|161 KDDSLYPKDPKKRALVDQRLYFDLGTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFL 
      80        90       100       110       120       130          
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.3  bits: 18.9 E():   78 
Smith-Waterman score: 47; 41.4% identity (58.6% similar) in 29 aa overlap (10-38:54-82) 
 
                                    10        20        30          
AAD-12                      MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAW 
                                     :.::.  ::.   .:    .::: :  ::  
gi|113 YAADVGYGAPATLATPATPAAPAAGYTPAAPAGAAPKATTDEQKLIEKINAGFKAAVAAA 
            30        40        50        60        70        80    
 
      40        50        60        70        80                    
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN                    
                                                                    
gi|113 AGVPAVDKYKTFVATFGTASNKAFAEALSTEPKGAAAASSNAVLTSKLDAAYKLAYKSAE 
            90       100       110       120       130       140    
 
>>gi|886967|emb|CAA59340.1| low molecular weight gluteni  (276 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 68.2  bits: 18.6 E():   79 
Smith-Waterman score: 46; 30.3% identity (63.6% similar) in 33 aa overlap (32-63:57-89) 
 
              10        20        30        40        50         60 
AAD-12 AQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITF 
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                                     :.  .  . :. : :.: :  .:..::  : 
gi|886 PIQQQPQPFPQQPPCSQQQQPPLSQQQQPPFSQQQPPFSQQELPILPQQPPFSQQQQPQF 
         30        40        50        60        70        80       
 
               70        80                                         
AAD-12 AKRFGAIERIGGGDIVAISN                                         
       ...                                                          
gi|886 SQQQQPFPQQQQPLLLQQPPFSQQRPPFSQQQQQPVLPQQPPFSQQQQQQPILPQQPPFS 
         90       100       110       120       130       140       
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.9  bits: 18.6 E():   82 
Smith-Waterman score: 46; 33.3% identity (57.1% similar) in 21 aa overlap (42-62:79-99) 
 
              20        30        40        50        60        70  
AAD-12 GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG 
                                     : .: :: : : .  . .: .          
gi|624 QSQQQCLQQPQHQFPQPTQQFPQRPLLPFTHPFLTFPDQLLPQPPHQSFPQPPQSYPQPP 
       50        60        70        80        90       100         
 
              80                                                    
AAD-12 GGDIVAISN                                                    
                                                                    
gi|624 LQPFPQPPQQKYPEQPQQPFPWQQPTIQLYLQQQLNPCKEFLLQQCRPVSLLSYLWSKIV 
      110       120       130       140       150       160         
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.9  bits: 18.6 E():   82 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (10-66:25-74) 
 
                              10          20        30        40    
AAD-12                MAQTTLQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
            50        60        70        80                        
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN                        
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.9  bits: 18.6 E():   82 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (10-66:25-74) 
 
                              10          20        30        40    
AAD-12                MAQTTLQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
            50        60        70        80                        
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN                        
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.9  bits: 18.6 E():   82 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (10-66:25-74) 
 
                              10          20        30        40    
AAD-12                MAQTTLQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
            50        60        70        80                        
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN                        
         . :.     :.  ::.  :::                                      
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gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.9  bits: 18.6 E():   82 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (10-66:25-74) 
 
                              10          20        30        40    
AAD-12                MAQTTLQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
            50        60        70        80                        
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN                        
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.9  bits: 18.6 E():   82 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (10-66:25-74) 
 
                              10          20        30        40    
AAD-12                MAQTTLQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
            50        60        70        80                        
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN                        
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.9  bits: 18.6 E():   82 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (10-66:25-74) 
 
                              10          20        30        40    
AAD-12                MAQTTLQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
            50        60        70        80                        
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN                        
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.9  bits: 18.6 E():   82 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (10-66:25-74) 
 
                              10          20        30        40    
AAD-12                MAQTTLQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
            50        60        70        80                        
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN                        
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.9  bits: 18.6 E():   82 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (10-66:25-74) 
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                              10          20        30        40    
AAD-12                MAQTTLQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
            50        60        70        80                        
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN                        
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.9  bits: 18.6 E():   82 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (10-66:25-74) 
 
                              10          20        30        40    
AAD-12                MAQTTLQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
            50        60        70        80                        
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN                        
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.9  bits: 18.6 E():   82 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (10-66:25-74) 
 
                              10          20        30        40    
AAD-12                MAQTTLQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
            50        60        70        80                        
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN                        
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.9  bits: 18.6 E():   82 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (10-66:25-74) 
 
                              10          20        30        40    
AAD-12                MAQTTLQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
            50        60        70        80                        
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN                        
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 67.8  bits: 19.8 E():   83 
Smith-Waterman score: 50; 22.6% identity (53.2% similar) in 62 aa overlap (4-65:171-231) 
 
                                          10        20        30    
AAD-12                            MAQTTLQITPTGATLGATVTGVHLATLDDAGFA 
                                     :.::    :  .:    : . ..:.. :   
gi|217 PGQASPQQPGQGQQPGKWQEPGQGQQWYYPTSLQQPGQGQQIGKGKQGYYPTSLQQPG-Q 
              150       160       170       180       190           
 
            40        50        60        70        80              
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AAD-12 ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN              
       . . .  :..      :: .. :: . ....:                             
gi|217 GQQIGQGQQGYYPTSPQHTGQRQQPVQGQQIGQGQQPEQGQQPGQWQQGYYPTSPQQLGQ 
     200       210       220       230       240       250          
 
gi|217 GQQPGQWQQSGQGQQGHYPTSLQQPGQGQQGHYLASQQQPAQGQQGHYPASQQQPGQGQQ 
     260       270       280       290       300       310          
 
>>gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triticum   (439 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.8  bits: 19.2 E():   83 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (47-57:103-113) 
 
         20        30        40        50        60        70       
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|739 FLQQQQIPQQQIPQQHQIPQQPQQFPQQQQFPQQHQSPQQQFPQQQFPQQKLPQQEFPQQ 
             80        90       100       110       120       130   
 
         80                                                         
AAD-12 AISN                                                         
                                                                    
gi|739 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
            140       150       160       170       180       190   
 
>>gi|46410859|gb|AAR98518.1| major latex allergen Hev b   (366 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.6  bits: 18.9 E():   85 
Smith-Waterman score: 47; 30.8% identity (56.4% similar) in 39 aa overlap (32-70:231-269) 
 
              10        20        30        40        50        60  
AAD-12 AQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     .:.:::  : . :  .   .:  . . :   
gi|464 ARKFVVENVAPLGLIPFIKQTSDNSTLFYELASLHAMKLPQILEKIQDGYLFPEFNYTVF 
              210       220       230       240       250       260 
 
              70        80                                          
AAD-12 KRFGAIERIGGGDIVAISN                                          
       . :: :..:                                                    
gi|464 NYFGIIKEIIDAPGEHGFKYGDIACCGNSTYRGQACGFLDYEFCVCGNKTEYLFFDGTHN 
              270       280       290       300       310       320 
 
>>gi|4138173|emb|CAA09884.1| allergen [Malassezia sympod  (162 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 43; 31.0% identity (69.0% similar) in 29 aa overlap (1-29:1-25) 
 
               10        20        30        40        50        60 
AAD-12 MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 
       :... ..:: .:: ::.    ...  .::                                
gi|413 MSNVFFDITKNGAPLGT----IKFKLFDDVVPKTAANFRALCTGEKGFGYAGSHFHRVIP 
               10            20        30        40        50       
 
>>gi|218059733|emb|CAT99619.1| profilin [Malus x domesti  (115 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.0  bits: 17.1 E():   92 
Smith-Waterman score: 41; 27.5% identity (55.1% similar) in 69 aa overlap (8-71:44-107) 
 
                                      10            20         30   
AAD-12                        MAQTTLQITPTGATLGAT----VTGVHLATL-DDAGF 
                                     ..:::  ::.:    . :   :..    :  
gi|218 GSVWAQSATFPAFKPEEIAAILKDFDQPGTLAPTGLFLGGTKYMVIQGEPGAVIRGKKGS 
            20        30        40        50        60        70    
 
             40        50        60        70        80 
AAD-12 AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN 
       ...     ..::::  : .   :. .: ..   ..::.:          
gi|218 GGITIKKTSQALLI--GIY---DEPLTPGQCNIVVERLGDYLIEQGL  
            80          90          100       110       
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.7  bits: 19.2 E():   95 
Smith-Waterman score: 48; 26.2% identity (61.9% similar) in 42 aa overlap (32-73:240-281) 
 
              10        20        30        40        50        60  
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AAD-12 AQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     :...   .:..:. .   : ..: .  : . 
gi|370 RQEEREFSPRGQHSRRERAGQEEENEGGNIFSGFTPEFLEQAFQVDDRQIVQNLRGETES 
     210       220       230       240       250       260          
 
              70        80                                          
AAD-12 KRFGAIERIGGGDIVAISN                                          
       .. :::  . ::                                                 
gi|370 EEEGAIVTVRGGLRILSPDRKRRADEEEEYDEDEYEYDEEDRRRGRGSRGRGNGIEETIC 
     270       280       290       300       310       320          
 
>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.5  bits: 19.2 E():   98 
Smith-Waterman score: 48; 30.0% identity (63.3% similar) in 30 aa overlap (28-57:288-317) 
 
                  10        20        30        40        50        
AAD-12    MAQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQ 
                                     : :  .:   .. ....:.:   : :..:: 
gi|572 ASLEGLSPNVPLYKVTEGNEPCFFTTFFSWDPAKRSAHGNSFQKKVMLLFGVGHASENQQ 
       260       270       280       290       300       310        
 
        60        70        80                                      
AAD-12 ITFAKRFGAIERIGGGDIVAISN                                      
                                                                    
gi|572 RSNGSGGPTQRASALAALNSAFSSPSPPKSSSAPRPAGTSSASQRAAAIAALSGVLTAEK 
       320       330       340       350       360       370        
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:29 2011 done: Fri Jan 21 00:02:29 2011 
 Total Scan time:  0.080 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 2  - 81 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     2     0:= 
  30     2     2:* 
  32     8     8:=* 
  34    24    22:=====* 
  36    53    44:==========*=== 
  38    51    73:=============     * 
  40    88   102:======================   * 
  42   115   125:=============================  * 
  44   199   138:==================================*=============== 
  46   133   140:==================================* 
  48   120   134:==============================   * 
  50   102   122:==========================    * 
  52    75   108:===================       * 
  54    64    92:================      * 
  56    74    77:===================* 
  58    49    63:=============  * 
  60    71    51:============*===== 
  62    80    41:==========*========= 
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  64    48    33:========*=== 
  66    25    26:======* 
  68    24    20:====*= 
  70    16    16:===* 
  72    23    12:==*=== 
  74     5    10:==* 
  76    15     8:=*== 
  78     6     6:=* 
  80     3     5:=* 
  82     3     3:* 
  84     3     3:* 
  86     2     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     4     1:* 
  92     1     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.74480.00345; mu= 7.7002 0.178 
 mean_var=40.349810.946, 0's: 2 Z-trim: 2  B-trim: 56 in 1/43 
 Lambda= 0.201908 
 Kolmogorov-Smirnov  statistic: 0.0605 (N=29) at  58 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.080 
 
The best scores are:                                      opt bits E(1491) 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   60 22.7     3.8 
gi|59895730|gb|AAX11262.1| pectin methylesterase a ( 339)   61 23.0     4.7 
gi|59895728|gb|AAX11261.1| pectin methylesterase a ( 339)   61 23.0     4.7 
gi|225810597|gb|ACO34813.1| Sal k 1 pollen allerge ( 339)   61 23.0     4.7 
gi|886963|emb|CAA59338.1| low molecular weight glu ( 229)   59 22.4     4.8 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   61 23.1     6.3 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   61 23.1     6.6 
gi|51242679|gb|AAT99258.1| pectin-methyltransferas ( 362)   59 22.5     7.5 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   60 22.8       9 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   58 22.2     9.2 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   58 22.2     9.2 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   55 21.3      13 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   52 20.4      14 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   45 18.2      15 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   51 20.1      17 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   54 21.0      19 
gi|21413|emb|CAA45723.1| aspartic proteinase inhib ( 217)   52 20.4      19 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   52 20.4      19 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   56 21.6      20 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   49 19.5      20 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   54 21.0      20 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   53 20.7      22 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   50 19.8      25 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   53 20.7      26 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   53 20.7      26 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   53 20.7      26 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   53 20.7      26 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   53 20.7      26 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   53 20.7      26 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   53 20.7      26 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   53 20.7      26 
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gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   53 20.7      26 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   56 21.6      26 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   52 20.4      26 
gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Sub ( 379)   53 20.7      26 
gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Sub ( 269)   51 20.1      28 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   53 20.7      31 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   48 19.2      31 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   52 20.4      32 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   52 20.4      32 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   47 18.9      34 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   49 19.5      35 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   52 20.4      39 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   53 20.7      41 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 18.6      46 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   46 18.6      46 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   46 18.6      47 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   46 18.6      47 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 18.6      47 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   46 18.6      47 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   46 18.6      47 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   46 18.6      47 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   46 18.6      47 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   46 18.6      47 
gi|56405054|sp|P84298.1|GLB75_CHITH RecName: Full= ( 161)   46 18.6      47 
gi|56405052|sp|P84296.1|GLB74_CHITH RecName: Full= ( 161)   46 18.6      47 
gi|121248|sp|P12549.1|GLB76_CHITH RecName: Full=Gl ( 161)   46 18.6      47 
gi|121244|sp|P12548.1|GLB73_CHITH RecName: Full=Gl ( 161)   46 18.6      47 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   49 19.5      47 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   50 19.8      48 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   44 18.0      50 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   44 18.0      50 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   50 19.8      50 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   50 19.8      50 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   49 19.5      50 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   48 19.2      52 
gi|62240392|gb|AAX77384.1| 11S globulin precursor  ( 523)   51 20.1      53 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   53 20.8      54 
gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Ente ( 233)   47 18.9      55 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   53 20.8      55 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   43 17.7      55 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   45 18.3      57 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   45 18.3      57 
gi|11762104|gb|AAG40330.1|AF323974_1 major allerge ( 161)   45 18.3      57 
gi|11762102|gb|AAG40329.1|AF323973_1 major allerge ( 161)   45 18.3      57 
gi|5726304|gb|AAD48405.1|AF136945_1 major allergen ( 161)   45 18.3      57 
gi|1336811|gb|AAB36119.1| Sol i 1=antigen {N-termi (  25)   36 15.6      59 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   49 19.5      61 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   50 19.9      61 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   50 19.9      61 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   48 19.2      65 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.4      66 
gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allerge (  35)   37 15.9      67 
gi|28881457|emb|CAD46561.1| profilin [Malus x dome ( 131)   43 17.7      70 
gi|539056|pir||A60373 pollen allergen (clone 7.2)  ( 131)   43 17.7      70 
gi|164510860|emb|CAK93757.1| profilin [Malus x dom ( 131)   43 17.7      70 
gi|164510858|emb|CAK93753.1| profilin [Malus x dom ( 131)   43 17.7      70 
gi|14423875|sp|Q9XF42.1|PROF3_MALDO RecName: Full= ( 131)   43 17.7      70 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   48 19.3      72 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   47 19.0      76 
gi|886967|emb|CAA59340.1| low molecular weight glu ( 276)   46 18.7      78 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   50 19.9      80 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   46 18.7      80 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   46 18.7      81 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   46 18.7      81 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   46 18.7      81 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   46 18.7      81 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   46 18.7      81 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   46 18.7      81 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   46 18.7      81 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   46 18.7      81 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   46 18.7      81 
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gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   46 18.7      81 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   46 18.7      81 
gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triti ( 439)   48 19.3      81 
gi|46410859|gb|AAR98518.1| major latex allergen He ( 366)   47 19.0      83 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   44 18.1      92 
gi|218059733|emb|CAT99619.1| profilin [Malus x dom ( 115)   41 17.1      92 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   48 19.3      93 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   48 19.3      95 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 92.1  bits: 22.7 E():  3.8 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (46-77:133-160) 
 
          20        30        40        50        60        70      
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|221 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
            110       120       130       140           150         
 
          80                                                        
AAD-12 AISNV                                                        
       :.                                                           
gi|221 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
      160       170       180       190       200       210         
 
>>gi|59895730|gb|AAX11262.1| pectin methylesterase aller  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 90.4  bits: 23.0 E():  4.7 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (21-53:238-270) 
 
                         10        20        30        40        50 
AAD-12           AQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|598 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
               60        70        80                               
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNV                               
       ::.                                                          
gi|598 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|59895728|gb|AAX11261.1| pectin methylesterase aller  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 90.4  bits: 23.0 E():  4.7 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (21-53:238-270) 
 
                         10        20        30        40        50 
AAD-12           AQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|598 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
               60        70        80                               
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNV                               
       ::.                                                          
gi|598 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|225810597|gb|ACO34813.1| Sal k 1 pollen allergen [S  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 90.4  bits: 23.0 E():  4.7 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (21-53:238-270) 
 
                         10        20        30        40        50 
AAD-12           AQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|225 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
               60        70        80                               
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNV                               
       ::.                                                          
gi|225 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
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       270       280       290       300       310       320        
 
>>gi|886963|emb|CAA59338.1| low molecular weight gluteni  (229 aa) 
 initn:  39 init1:  39 opt:  59  Z-score: 90.2  bits: 22.4 E():  4.8 
Smith-Waterman score: 59; 26.4% identity (56.6% similar) in 53 aa overlap (14-62:3-55) 
 
               10        20        30        40            50       
AAD-12 AQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHAL----LIFPGQHLSNDQQ 
                    : :.:.   .: .. . . .:.  : :. :     .:: :.   .:: 
gi|886            FALIAVVATSTIAQMETSCIPGLERPWQQQPLPPQQTLFPQQQPFPQQQ 
                          10        20        30        40          
 
         60        70        80                                     
AAD-12 ITFAKRFGAIERIGGGDIVAISNV                                     
         :...                                                       
gi|886 PPFSQQQPSFSQQQPPFSQQQPILPEPPFSLQQQPVLPQQSPFSQQQLVLPPQQQQQLPQ 
      50        60        70        80        90       100          
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 88.2  bits: 23.1 E():  6.3 
Smith-Waterman score: 61; 38.7% identity (58.1% similar) in 31 aa overlap (47-77:108-138) 
 
         20        30        40        50        60        70       
AAD-12 TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA 
                                     : :  .. :.  :  :   :.:.  :::.: 
gi|259 YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIA 
        80        90       100       110       120       130        
 
         80                                                         
AAD-12 ISNV                                                         
       :                                                            
gi|259 IPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGR 
       140       150       160       170       180       190        
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  60 init1:  60 opt:  61  Z-score: 87.8  bits: 23.1 E():  6.6 
Smith-Waterman score: 61; 32.7% identity (59.6% similar) in 52 aa overlap (24-71:83-134) 
 
                      10        20        30        40        50    
AAD-12        AQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH--L 
                                     .: :.:: ::.... :.  :  .: ::  . 
gi|215 NPTGGHSKMESKPILNGHGYCHIHFWIGSESTKDEAGVAAIKSVELDDFLGGYPVQHREI 
             60        70        80        90       100       110   
 
              60          70        80                              
AAD-12 SNDQQITFAKRF--GAIERIGGGDIVAISNV                              
        . ..  :.. :  : :   ::                                       
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
>>gi|51242679|gb|AAT99258.1| pectin-methyltransferase pr  (362 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 86.8  bits: 22.5 E():  7.5 
Smith-Waterman score: 59; 33.3% identity (57.6% similar) in 33 aa overlap (21-53:261-293) 
 
                         10        20        30        40        50 
AAD-12           AQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|512 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFDAARVVFSYCN 
              240       250       260       270       280       290 
 
               60        70        80                               
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNV                               
       ::.                                                          
gi|512 LSDAAKPEGWSDNNKPEAQKTILFGEYKNTGPGAAPDKRAPYTKQLTEADAKTFTSLEYI 
              300       310       320       330       340       350 
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 85.4  bits: 22.8 E():    9 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (46-77:131-158) 
 
          20        30        40        50        60        70      
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AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|213 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
              110       120       130       140           150       
 
          80                                                        
AAD-12 AISNV                                                        
       :.                                                           
gi|213 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
        160       170       180       190       200       210       
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  40 init1:  40 opt:  58  Z-score: 85.1  bits: 22.2 E():  9.2 
Smith-Waterman score: 58; 26.5% identity (59.2% similar) in 49 aa overlap (9-57:168-215) 
 
                                     10        20        30         
AAD-12                       AQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAW 
                                     : :  .:: .......  : :.:  ..    
gi|269 EYGTVDSATLIVESNYFSAVNLKIVNSAPRPDGKRVGAQAAALRISG-DKASFYNVKIYG 
       140       150       160       170       180        190       
 
       40        50        60        70        80                   
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNV                   
       .: .:    :.:. .:  :                                          
gi|269 FQDTLCDDKGKHFYKDCYIEGTVDFIFGSGKSIFLNTELHAVPGDQPAIITAQARKTDSE 
        200       210       220       230       240       250       
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  40 init1:  40 opt:  58  Z-score: 85.1  bits: 22.2 E():  9.2 
Smith-Waterman score: 58; 26.5% identity (59.2% similar) in 49 aa overlap (9-57:168-215) 
 
                                     10        20        30         
AAD-12                       AQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAW 
                                     : :  .:: .......  : :.:  ..    
gi|682 EYGTVDSATLIVESNYFSAVNLKIVNSAPRPDGKRVGAQAAALRISG-DKASFYNVKIYG 
       140       150       160       170       180        190       
 
       40        50        60        70        80                   
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNV                   
       .: .:    :.:. .:  :                                          
gi|682 FQDTLCDDKGKHFYKDCYIEGTVDFIFGSGKSIFLNTELHAVPGDQPAIITAQARKTESE 
        200       210       220       230       240       250       
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 82.2  bits: 21.3 E():   13 
Smith-Waterman score: 55; 30.4% identity (54.3% similar) in 46 aa overlap (14-56:9-54) 
 
               10        20        30        40           50        
AAD-12 AQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHAL---LIFPGQHLSNDQQI 
                    : :.:.   .: .: . . .:.  : :. :     :: :   ..::  
gi|219      MKTFLVFALLAVVATSAIAQMDTSCIPGLERPWQQQPLPPQQTFPQQPPFSQQQQ 
                    10        20        30        40        50      
 
        60        70        80                                      
AAD-12 TFAKRFGAIERIGGGDIVAISNV                                      
                                                                    
gi|219 QQPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQQQLILPPQQQQQLPQQQISI 
          60        70        80        90       100       110      
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 81.8  bits: 20.4 E():   14 
Smith-Waterman score: 52; 25.0% identity (58.9% similar) in 56 aa overlap (9-64:91-141) 
 
                                     10        20        30         
AAD-12                       AQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAW 
                                     :.: ::    . .....  :.: . :. .  
gi|241 EGFPFRYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGG-SILKISN 
               70        80        90       100       110           
 
       40        50        60        70        80    
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNV    
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         :.     :.:  ...::  .:..:                    
gi|241 KYHT----KGDHEVKEEQIKASKEMGETLLRAVESYLLAHSDAYN 
     120           130       140       150       160 
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 81.4  bits: 18.2 E():   15 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (55-78:17-38) 
 
           30        40        50        60        70        80 
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNV 
                                     ::.  : .. :. :. ::: .. :   
gi|217               LVSVEHQAARLKVAKAQQL--AAQLPAMCRLEGGDALSASQ  
                             10          20        30           
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 80.3  bits: 20.1 E():   17 
Smith-Waterman score: 51; 25.0% identity (57.1% similar) in 56 aa overlap (9-64:91-141) 
 
                                     10        20        30         
AAD-12                       AQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAW 
                                     :.: ::    . ....:  :.:  .:. .  
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVTTPDGG-CVLKISN 
               70        80        90       100       110           
 
       40        50        60        70        80    
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNV    
         :.     :.:  . .:.  .:..:                    
gi|400 KYHT----KGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
     120           130       140       150       160 
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 79.6  bits: 21.0 E():   19 
Smith-Waterman score: 54; 30.4% identity (54.3% similar) in 46 aa overlap (16-61:13-54) 
 
               10        20        30        40        50        60 
AAD-12 AQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                      : . :.    .: .:    .. :::. :.    : ::.. : ::  
gi|170    MKTLLILTILAMAITIGTANIQVDPSG----QVQWLQQQLVPQLQQPLSQQPQQTFP 
                  10        20            30        40        50    
 
               70        80                                         
AAD-12 KRFGAIERIGGGDIVAISNV                                         
       .                                                            
gi|170 QPQQTFPHQPQQQVPQPQQPQQPFLQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQT 
            60        70        80        90       100       110    
 
>>gi|21413|emb|CAA45723.1| aspartic proteinase inhibitor  (217 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 79.6  bits: 20.4 E():   19 
Smith-Waterman score: 52; 22.7% identity (54.7% similar) in 75 aa overlap (3-70:125-197) 
 
                                           10          20        30 
AAD-12                             AQTTLQITPTGATLGATV--TGVHLATLDDAG 
                                     :  ..    :.::. .  ::  ..  :..  
gi|214 RFSHFGQGIFENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTIGQADSSW 
          100       110       120       130       140       150     
 
               40             50        60        70        80      
AAD-12 FAALHAAWLQHALLIFP-----GQHLSNDQQITFAKRFGAIERIGGGDIVAISNV      
       :  .... . . ::  :     .  .:.:.:  :  . :.... :                
gi|214 FKIVKSSQFGYNLLYCPVTSTMSCPFSSDDQ--FCLKVGVVHQNGKRRLALVKDNPLDVS 
          160       170       180         190       200       210   
 
gi|214 FKQVQ 
             
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 79.4  bits: 20.4 E():   19 
Smith-Waterman score: 52; 22.7% identity (54.7% similar) in 75 aa overlap (3-70:129-201) 
 
                                           10          20        30 
AAD-12                             AQTTLQITPTGATLGATV--TGVHLATLDDAG 
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                                     :  ..    :.::. .  ::  ..  :..  
gi|201 SSSHFGQGIFENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTIGQADSSW 
      100       110       120       130       140       150         
 
               40             50        60        70        80      
AAD-12 FAALHAAWLQHALLIFP-----GQHLSNDQQITFAKRFGAIERIGGGDIVAISNV      
       :  .... . . ::  :     .  .:.:.:  :  . :.... :                
gi|201 FKIVKSSQFGYNLLYCPVTSTMSCPFSSDDQ--FCLKVGVVHQNGKRRLALVKDNPLDVS 
      160       170       180         190       200       210       
 
gi|201 FKQVQ 
        220  
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 79.2  bits: 21.6 E():   20 
Smith-Waterman score: 56; 40.6% identity (56.2% similar) in 32 aa overlap (48-77:153-184) 
 
        20        30        40        50        60          70      
AAD-12 VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK--RFGAIERIGGGDIV 
                                     ::.   .::  : .  :    .::  ::.: 
gi|258 QGQQEQQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVV 
            130       140       150       160       170       180   
 
          80                                                        
AAD-12 AISNV                                                        
       ::                                                           
gi|258 AIPAGVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQ 
            190       200       210       220       230       240   
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.0  bits: 19.5 E():   20 
Smith-Waterman score: 49; 36.4% identity (72.7% similar) in 22 aa overlap (28-49:20-41) 
 
               10        20        30        40        50        60 
AAD-12 AQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                  :.. :.: : . .:..: : .:            
gi|217         MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEK 
                       10        20        30        40        50   
 
               70        80                                         
AAD-12 KRFGAIERIGGGDIVAISNV                                         
                                                                    
gi|217 LQNLPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFV 
             60        70        80        90       100       110   
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 78.9  bits: 21.0 E():   20 
Smith-Waterman score: 54; 27.3% identity (78.8% similar) in 33 aa overlap (5-37:282-314) 
 
                                         10        20        30     
AAD-12                           AQTTLQITPTGATLGATVTGVHLATLDDAGFAAL 
                                     ..:.  :.....: :: . ..:. ...:.  
gi|122 NYPARYSGVMAVAAVDQNGQRASFSTYGPEIEISAPGVNVNSTYTGNRYVSLSGTSMATP 
             260       270       280       290       300       310  
 
           40        50        60        70        80     
AAD-12 HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNV     
       :.:                                                
gi|122 HVAGVAALVKSRYPSYTNNQIRQRINQTATYLGSPSLYGNGLVHAGRATQ 
             320       330       340       350       360  
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 78.3  bits: 20.7 E():   22 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (35-78:194-239) 
 
           10        20        30        40        50         60    
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|261 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
           170       180       190       200       210       220    
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            70         80                                           
AAD-12 GAIERIGGGDI-VAISNV                                           
       .:.:: .::.. :..:                                             
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 77.4  bits: 19.8 E():   25 
Smith-Waterman score: 50; 25.0% identity (55.0% similar) in 60 aa overlap (17-75:33-91) 
 
                             10        20        30        40       
AAD-12               AQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIF 
                                     :: .  :  ::   ..: :..  ..:.:   
gi|697 EQAFCNLKFRQNVNNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILG- 
             10        20        30        40        50        60   
 
         50        60        70         80                          
AAD-12 PGQHLSNDQQITFAKRFGAIERIGG-GDIVAISNV                          
       :  .:.  . .  ..  : .. .:  :. :                               
gi|697 PRWNLNAHSALYVTRGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVV 
              70        80        90       100       110       120  
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 77.1  bits: 20.7 E():   26 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (35-78:230-275) 
 
           10        20        30        40        50         60    
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLANIYPYFTYADNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
            70         80                                           
AAD-12 GAIERIGGGDI-VAISNV                                           
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 77.1  bits: 20.7 E():   26 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (35-78:230-275) 
 
           10        20        30        40        50         60    
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|270 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
            70         80                                           
AAD-12 GAIERIGGGDI-VAISNV                                           
       .:.:: .::.. :..:                                             
gi|270 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPDRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 77.1  bits: 20.7 E():   26 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (35-78:230-275) 
 
           10        20        30        40        50         60    
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLTNIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
            70         80                                           
AAD-12 GAIERIGGGDI-VAISNV                                           
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
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 initn:  42 init1:  42 opt:  53  Z-score: 77.1  bits: 20.7 E():   26 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (35-78:230-275) 
 
           10        20        30        40        50         60    
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
            70         80                                           
AAD-12 GAIERIGGGDI-VAISNV                                           
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 77.1  bits: 20.7 E():   26 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (35-78:230-275) 
 
           10        20        30        40        50         60    
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
            70         80                                           
AAD-12 GAIERIGGGDI-VAISNV                                           
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 77.1  bits: 20.7 E():   26 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (35-78:230-275) 
 
           10        20        30        40        50         60    
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSSXSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
            70         80                                           
AAD-12 GAIERIGGGDI-VAISNV                                           
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 77.1  bits: 20.7 E():   26 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (35-78:230-275) 
 
           10        20        30        40        50         60    
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|327 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
            70         80                                           
AAD-12 GAIERIGGGDI-VAISNV                                           
       .:.:: .::.. :..:                                             
gi|327 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 77.1  bits: 20.7 E():   26 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (35-78:230-275) 
 
           10        20        30        40        50         60    
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|118 GFLSSIRSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
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     200       210       220       230       240       250          
 
            70         80                                           
AAD-12 GAIERIGGGDI-VAISNV                                           
       .:.:: .::.. :..:                                             
gi|118 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 77.1  bits: 20.7 E():   26 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (35-78:230-275) 
 
           10        20        30        40        50         60    
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|268 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
            70         80                                           
AAD-12 GAIERIGGGDI-VAISNV                                           
       .:.:: .::.. :..:                                             
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  48 init1:  48 opt:  56  Z-score: 77.0  bits: 21.6 E():   26 
Smith-Waterman score: 56; 21.4% identity (52.9% similar) in 70 aa overlap (3-72:186-254) 
 
                                           10        20        30   
AAD-12                             AQTTLQITPTGATLGATVTGVHLATLDDAGFA 
                                     ..::    :  .:    : . ..:.. :   
gi|220 GKWQELGQGQQGYYPTSLHQSGQGQQGYYPSSLQQPGQGQQIGQGQQGYYPTSLQQPG-Q 
         160       170       180       190       200       210      
 
             40        50        60        70        80             
AAD-12 ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNV             
       . . .  :..      :: .. ::   ....:  ...: :                     
gi|220 GQQIGQGQQGYYPTSPQHPGQRQQPGQGQQIGQGQQLGQGRQIGQGQQSGQGQQGYYPTS 
          220       230       240       250       260       270     
 
gi|220 PQQLGQGQQPGQWQQSGQGQQGYYPTSQQQPGQGQQGQYPASQQQPGQGQQGQYPASQQQ 
          280       290       300       310       320       330     
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.0  bits: 20.4 E():   26 
Smith-Waterman score: 52; 33.3% identity (66.7% similar) in 27 aa overlap (2-28:274-300) 
 
                                            10        20        30  
AAD-12                              AQTTLQITPTGATLGATVTGVHLATLDDAGF 
                                     ::..:: : :.  .:    :. .:...    
gi|198 EEQVLKLLQDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYIS 
           250       260       270       280       290       300    
 
              40        50        60        70        80 
AAD-12 AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNV 
                                                         
gi|198 AFV                                               
                                                         
 
>>gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Subtili  (379 aa) 
 initn:  47 init1:  47 opt:  53  Z-score: 77.0  bits: 20.7 E():   26 
Smith-Waterman score: 53; 29.4% identity (56.9% similar) in 51 aa overlap (5-55:300-349) 
 
                                         10        20        30     
AAD-12                           AQTTLQITPTGATLGATVTGVHLATLDDAGFAAL 
                                     :..   :: . .:      :::. ...:.  
gi|135 GYPAKYDSVIAVGAVDSNSNRASFSSVGAELEVMAPGAGVYSTYPTSTYATLNGTSMASP 
     270       280       290       300       310       320          
 
           40        50        60        70        80      
AAD-12 HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNV      
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       :.:    ::..    .:: .:                               
gi|135 HVAGAA-ALILSKHPNLSASQVRNRLSSTATYLGSSFYYGKGLINVEAAAQ 
     330        340       350       360       370          
 
>>gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Subtili  (269 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.4  bits: 20.1 E():   28 
Smith-Waterman score: 51; 30.3% identity (69.7% similar) in 33 aa overlap (5-37:190-222) 
 
                                         10        20        30     
AAD-12                           AQTTLQITPTGATLGATVTGVHLATLDDAGFAAL 
                                     :.:.  :... .:  :   :.:. ...:.  
gi|267 SYPARYANAMAVGATDQNNNRASFSQYGAGLDIVAPGVNVQSTYPGSTYASLNGTSMATP 
     160       170       180       190       200       210          
 
           40        50        60        70        80     
AAD-12 HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNV     
       :.:                                                
gi|267 HVAGAAALVKQKNPSWSNVQIRNHLKNTATSLGSTNLYGSGLVNAEAATR 
     220       230       240       250       260          
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 75.6  bits: 20.7 E():   31 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (53-73:330-350) 
 
             30        40        50        60        70        80   
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNV   
                                     :  . ::  :.  :::.  ::          
gi|149 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
gi|149 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 75.5  bits: 19.2 E():   31 
Smith-Waterman score: 48; 25.6% identity (62.8% similar) in 43 aa overlap (37-79:78-119) 
 
         10        20        30        40        50        60       
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ....  .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
         70        80                                         
AAD-12 ERIGGGDIVAISNV                                         
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.5  bits: 20.4 E():   32 
Smith-Waterman score: 52; 29.4% identity (56.9% similar) in 51 aa overlap (5-55:300-349) 
 
                                         10        20        30     
AAD-12                           AQTTLQITPTGATLGATVTGVHLATLDDAGFAAL 
                                     :..   :: . .:      :::. ...:.  
gi|111 GYPAKYDSVIAVGAVDSNSNRASFSSVGAELEVMAPGAGVYSTYPTNTYATLNGTSMASP 
     270       280       290       300       310       320          
 
           40        50        60        70        80 
AAD-12 HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNV 
       :.:    ::..    .:: .:                          
gi|111 HVAGAA-ALILSKHPNLSASQVRNRLSSTATYLGSSFYYGKGLINV 
     330        340       350       360       370     
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.4  bits: 20.4 E():   32 
Smith-Waterman score: 52; 44.4% identity (83.3% similar) in 18 aa overlap (11-28:184-201) 
 
                                   10        20        30        40 
AAD-12                     AQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQ 
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                                     : . :.:.:....:: ::             
gi|495 INVLECEDITFQHVTVTAPGTSINTDGIHVGISKGVTITNTKIATGDDCISIGPGSQNVT 
           160       170       180       190       200       210    
 
               50        60        70        80                     
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNV                     
                                                                    
gi|495 ITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNGVRVKTWPNSPPGAATDLT 
           220       230       240       250       260       270    
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.0  bits: 18.9 E():   34 
Smith-Waterman score: 47; 42.1% identity (78.9% similar) in 19 aa overlap (7-25:34-52) 
 
                                       10        20        30       
AAD-12                         AQTTLQITPTGATLGATVTGVHLATLDDAGFAALHA 
                                     ..:.:  :..:: .. :::            
gi|291 HPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSPVLV 
            10        20        30        40        50        60    
 
         40        50        60        70        80                 
AAD-12 AWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNV                 
                                                                    
gi|291 PAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKAREMK 
            70        80        90       100       110       120    
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.6  bits: 19.5 E():   35 
Smith-Waterman score: 49; 33.3% identity (57.1% similar) in 21 aa overlap (36-56:10-30) 
 
          10        20        30        40        50        60      
AAD-12 QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA 
                                     :::.      ::: :  ....          
gi|944                      MKTLGVLFIAAWFIACTHSFPGAHDEDSKEERKNVDTVL 
                                    10        20        30          
 
          70        80                                              
AAD-12 IERIGGGDIVAISNV                                              
                                                                    
gi|944 VLPSIERDQMMAATFDFPSLSFEDSDEGSNWNWNTLLRPNFLDGWYQTLQSAISAHMKKV 
      40        50        60        70        80        90          
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 73.9  bits: 20.4 E():   39 
Smith-Waterman score: 52; 25.0% identity (65.6% similar) in 32 aa overlap (46-77:117-148) 
 
          20        30        40        50        60        70      
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : :.. .....  :  .   ....  :::. 
gi|303 APKLYYVTQGRGILGVLMPGCPETFQSMSQFQGSREQEEERGRFQDQHQKVHHLKKGDII 
         90       100       110       120       130       140       
 
          80                                                        
AAD-12 AISNV                                                        
       ::                                                           
gi|303 AIPAGVALWCYNDGDEDLVTVLVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLR 
        150       160       170       180       190       200       
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 73.4  bits: 20.7 E():   41 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (53-73:330-350) 
 
             30        40        50        60        70        80   
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNV   
                                     :  . ::  :.  :::.  ::          
gi|169 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
gi|169 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
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>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.4  bits: 18.6 E():   46 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (70-79:109-118) 
 
      40        50        60        70        80                    
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNV                    
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
gi|534 KAEALFRAVESYLLAHSDAYN 
      140       150          
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.4  bits: 18.6 E():   46 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (37-79:77-118) 
 
         10        20        30        40        50        60       
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|402 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
         50        60        70        80        90        100      
 
         70        80                                         
AAD-12 ERIGGGDIVAISNV                                         
          :::.:: ::.                                          
gi|402 AAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
         110       120       130       140       150          
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (37-79:78-119) 
 
         10        20        30        40        50        60       
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
         70        80                                         
AAD-12 ERIGGGDIVAISNV                                         
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (37-79:78-119) 
 
         10        20        30        40        50        60       
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|730 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
         70        80                                         
AAD-12 ERIGGGDIVAISNV                                         
          :::.:: ::.                                          
gi|730 AAPGGGSIVKISSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (70-79:110-119) 
 
      40        50        60        70        80                    
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNV                    
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
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gi|534 KAEALFRAVESYLLAHSDAYN 
     140       150       160 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 46; 23.3% identity (62.8% similar) in 43 aa overlap (37-79:78-119) 
 
         10        20        30        40        50        60       
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :... .   ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLE-KVSHELKIV 
        50        60        70        80        90        100       
 
         70        80                                         
AAD-12 ERIGGGDIVAISNV                                         
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (37-79:78-119) 
 
         10        20        30        40        50        60       
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
         70        80                                         
AAD-12 ERIGGGDIVAISNV                                         
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (37-79:78-119) 
 
         10        20        30        40        50        60       
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
         70        80                                         
AAD-12 ERIGGGDIVAISNV                                         
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (37-79:78-119) 
 
         10        20        30        40        50        60       
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
         70        80                                         
AAD-12 ERIGGGDIVAISNV                                         
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (37-79:78-119) 
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         10        20        30        40        50        60       
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
         70        80                                         
AAD-12 ERIGGGDIVAISNV                                         
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|56405054|sp|P84298.1|GLB75_CHITH RecName: Full=Glob  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (20-36:61-77) 
 
                          10        20        30        40          
AAD-12            AQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|564 WKAVSHNEVEILAAVFAAYPDIQNKFSQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
      50        60        70        80                              
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNV                              
                                                                    
gi|564 SGNTSNAAAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLQANVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|56405052|sp|P84296.1|GLB74_CHITH RecName: Full=Glob  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (20-36:61-77) 
 
                          10        20        30        40          
AAD-12            AQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|564 WKAVSHNEVDILAAVFAAYPDIQAKFPQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
      50        60        70        80                              
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNV                              
                                                                    
gi|564 SGNASNAAAVEGLLNKLGSDHKARGVSAAQFGEFRTALVSYLSNHVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|121248|sp|P12549.1|GLB76_CHITH RecName: Full=Globin  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (20-36:61-77) 
 
                          10        20        30        40          
AAD-12            AQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|121 WKAVSHNEVEILAAVFAAYPDIQNKFSQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
      50        60        70        80                              
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNV                              
                                                                    
gi|121 SGNDSNAAAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLQANVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|121244|sp|P12548.1|GLB73_CHITH RecName: Full=Globin  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (20-36:61-77) 
 
                          10        20        30        40          
AAD-12            AQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|121 WKAVSHNEVDILAAVFAAYPDIQAKFPQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
      50        60        70        80                              
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AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNV                              
                                                                    
gi|121 SGNESNASAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLSNHVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.3  bits: 19.5 E():   47 
Smith-Waterman score: 52; 28.6% identity (61.2% similar) in 49 aa overlap (14-62:9-53) 
 
               10        20        30        40        50        60 
AAD-12 AQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                    : :.:.   .: .. . ...:.  : :. :   : :. : .::  :. 
gi|170      MKTFLVFALIAVVATSAIAQMETSCISGLERPWQQQPL---PPQQ-SFSQQPPFS 
                    10        20        30           40         50  
 
               70        80                                         
AAD-12 KRFGAIERIGGGDIVAISNV                                         
       ..                                                           
gi|170 QQQQQPLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQQQLVLPPQQQ 
              60        70        80        90       100       110  
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 72.1  bits: 19.8 E():   48 
Smith-Waterman score: 50; 26.8% identity (51.2% similar) in 41 aa overlap (42-78:190-230) 
 
              20        30        40        50            60        
AAD-12 ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::  .  :    ::.  
gi|215 NKPVIFTKSNLAKSPELDAKMYDICYSTAAAPIYFPPHHFVTHTSNGARYEFNLVDGAVA 
     160       170       180       190       200       210          
 
        70        80                                                
AAD-12 RIGGGDIVAISNV                                                
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.9  bits: 18.0 E():   50 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (55-73:35-53) 
 
           30        40        50        60        70        80     
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNV     
                                     . . ::  ::  . .: .:            
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
gi|191 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.9  bits: 18.0 E():   50 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (55-73:35-53) 
 
           30        40        50        60        70        80     
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNV     
                                     . . ::  ::  . .: .:            
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
gi|730 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 71.9  bits: 19.8 E():   50 
Smith-Waterman score: 50; 23.5% identity (56.9% similar) in 51 aa overlap (3-53:316-366) 
 
                                           10        20        30   
AAD-12                             AQTTLQITPTGATLGATVTGVHLATLDDAGFA 
                                     .....   : .. :.  :    ::. ...: 
gi|668 SNSSPASAAEACTIAASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMA 
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         290       300       310       320       330       340      
 
             40        50        60        70        80     
AAD-12 ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNV     
       : :.: .   :. . :   .:                                
gi|668 APHVAGVAAYLMALEGVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
         350       360       370       380       390        
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 71.9  bits: 19.8 E():   50 
Smith-Waterman score: 50; 23.5% identity (56.9% similar) in 51 aa overlap (3-53:316-366) 
 
                                           10        20        30   
AAD-12                             AQTTLQITPTGATLGATVTGVHLATLDDAGFA 
                                     .....   : .. :.  :    ::. ...: 
gi|458 SNSSPASAAEVCTIAASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMA 
         290       300       310       320       330       340      
 
             40        50        60        70        80     
AAD-12 ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNV     
       : :.: .   :. . :   .:                                
gi|458 APHVAGVAAYLMALEGVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
         350       360       370       380       390        
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.9  bits: 19.5 E():   50 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (38-69:176-207) 
 
        10        20        30        40        50        60        
AAD-12 TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
         150       160       170       180       190       200      
 
        70        80                                                
AAD-12 RIGGGDIVAISNV                                                
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
         210       220       230       240       250       260      
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.6  bits: 19.2 E():   52 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (46-56:90-100) 
 
          20        30        40        50        60        70      
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
          80                                                        
AAD-12 AISNV                                                        
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|62240392|gb|AAX77384.1| 11S globulin precursor [Sin  (523 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 71.4  bits: 20.1 E():   53 
Smith-Waterman score: 51; 30.0% identity (63.3% similar) in 30 aa overlap (48-76:173-202) 
 
        20        30        40        50         60        70       
AAD-12 VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQ-QITFAKRFGAIERIGGGDIVA 
                                     ::. ...: :  :   .  .:..  ::..: 
gi|622 QQGQQGQQGQQQGQQGQQGQQGQQGQQGQQGQQGQQQQGQQGFRDMYQKVEHVRHGDVIA 
            150       160       170       180       190       200   
 
         80                                                         
AAD-12 ISNV                                                         
                                                                    
gi|622 NTPGSAHWIYNTGDKPLVIISLLDIANYQNQLDRNPRVFRLAGNNPQGGFGGPQQQQPQQ 
            210       220       230       240       250       260   
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>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 71.2  bits: 20.8 E():   54 
Smith-Waterman score: 53; 23.3% identity (55.8% similar) in 43 aa overlap (15-57:675-717) 
 
                               10        20        30        40     
AAD-12                 AQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALL 
                                     :    : . .. ...: .   . ::: .   
gi|170 LQPEQGQQGYYPTSQQQPGQGPQPGQWQQSGQGQQGYYPTSPQQSGQGQQPGQWLQPGQW 
          650       660       670       680       690       700     
 
           50        60        70        80                         
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNV                         
       .  : .:.. ::.                                                
gi|170 LQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQ 
          710       720       730       740       750       760     
 
>>gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Enteroto  (233 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 71.2  bits: 18.9 E():   55 
Smith-Waterman score: 47; 23.3% identity (51.2% similar) in 43 aa overlap (35-74:44-85) 
 
           10        20        30        40           50        60  
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLI---FPGQHLSNDQQITFAK 
                                     :  .:::..:.   :  .   ::  . : . 
gi|163 KKSELQGTALGNLKQIYYYNEKAKTENKESHDQFLQHTILFKGFFTDHSWYNDLLVDFDS 
            20        30        40        50        60        70    
 
              70        80                                          
AAD-12 RFGAIERIGGGDIVAISNV                                          
       .   ...  :  .                                                
gi|163 K-DIVDKYKGKKVDLYGAYYGYQCAGGTPNKTACMYGGVTLHDNNRLTEEKKVPINLWLD 
             80        90       100       110       120       130   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 71.1  bits: 20.8 E():   55 
Smith-Waterman score: 53; 23.3% identity (55.8% similar) in 43 aa overlap (15-57:690-732) 
 
                               10        20        30        40     
AAD-12                 AQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALL 
                                     :    : . .. ...: .   . ::: .   
gi|217 LQPEQGQQGYYPTSQQQPGQGPQPGQWQQSGQGQQGYYPTSPQQSGQGQQPGQWLQPGQW 
     660       670       680       690       700       710          
 
           50        60        70        80                         
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNV                         
       .  : .:.. ::.                                                
gi|217 LQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQ 
     720       730       740       750       760       770          
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.1  bits: 17.7 E():   55 
Smith-Waterman score: 43; 21.1% identity (46.1% similar) in 76 aa overlap (3-78:25-100) 
 
                                     10        20        30         
AAD-12                       AQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAW 
                               :. : .  :  ::    : . .. ...: .       
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
       40        50        60        70        80 
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNV 
         :.     .  :.  .   .: .. :. :. ::: .  :   
gi|897 PYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ  
               70        80        90       100   
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 45; 24.4% identity (61.0% similar) in 41 aa overlap (39-79:80-119) 
 
       10        20        30        40        50        60         
AAD-12 PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
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                                     ...   .. :. :. :.    ....  .   
gi|730 GPGTIKKITFSEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLG-DKLEKVSHELKIVAA 
      50        60        70        80        90        100         
 
       70        80                                         
AAD-12 IGGGDIVAISNV                                         
        :::.:: ::.                                          
gi|730 PGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      110       120       130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 45; 23.3% identity (60.5% similar) in 43 aa overlap (37-79:78-119) 
 
         10        20        30        40        50        60       
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
         70        80                                         
AAD-12 ERIGGGDIVAISNV                                         
          :::..: ::.                                          
gi|167 AAPGGGSVVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|11762104|gb|AAG40330.1|AF323974_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (35-79:77-120) 
 
           10        20        30        40        50         60    
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
            70        80                                         
AAD-12 GAIERIGGGDIVAISNV                                         
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|11762102|gb|AAG40329.1|AF323973_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (35-79:77-120) 
 
           10        20        30        40        50         60    
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
            70        80                                         
AAD-12 GAIERIGGGDIVAISNV                                         
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|5726304|gb|AAD48405.1|AF136945_1 major allergen Cor  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (35-79:77-120) 
 
           10        20        30        40        50         60    
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|572 GNGGPGTIKKITFAEGNEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
            70        80                                         
AAD-12 GAIERIGGGDIVAISNV                                         
       .:  . :::.:. :..                                          
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gi|572 AAAPH-GGGSILKITSKYHTKGNASINEEEIKAGKEKAAGLFKAVEAYLLAHPDAYC 
         110        120       130       140       150       160  
 
>>gi|1336811|gb|AAB36119.1| Sol i 1=antigen {N-terminal}  (25 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 70.5  bits: 15.6 E():   59 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (7-20:8-21) 
 
                10        20        30        40        50          
AAD-12  AQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 
              :  .: .::. :.:                                        
gi|133 WKIPLNNIQYVGHSLGSHVSGFAAK                                    
               10        20                                         
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 70.3  bits: 19.5 E():   61 
Smith-Waterman score: 49; 23.9% identity (60.9% similar) in 46 aa overlap (38-80:117-162) 
 
        10        20        30          40        50        60      
AAD-12 TPTGATLGATVTGVHLATLDDAGFAALHAAWL--QHALLIFPGQHLSNDQQITFAKRFGA 
                                     :.  :. ..:.  :..   .. :.  : .  
gi|113 IYMVTSDQDDDVVNPKEGTLRFGATQDRPLWIIFQRDMIIYLQQEMVVTSDKTIDGRGAK 
         90       100       110       120       130       140       
 
          70         80                                             
AAD-12 IERIGGG-DIVAISNV                                             
       .: . ::  .. ..::                                             
gi|113 VELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGDAIHVTGSSDI 
        150       160       170       180       190       200       
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 70.2  bits: 19.9 E():   61 
Smith-Waterman score: 50; 22.0% identity (52.5% similar) in 59 aa overlap (11-69:276-333) 
 
                                   10        20        30        40 
AAD-12                     AQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQ 
                                     :.  : . .:  :. .:.  . . :.. :  
gi|505 SLGRIIEFRFYKEITNVFRGNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLG 
         250       260       270       280       290       300      
 
               50        60        70        80                     
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNV                     
         .  : :. :.    . .:  .: . :.                                
gi|505 FNINCFEGRLLKAATAFMLAWNYG-VPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNIL 
         310       320        330       340       350       360     
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 70.2  bits: 19.9 E():   61 
Smith-Waterman score: 50; 25.0% identity (56.0% similar) in 84 aa overlap (7-78:38-113) 
 
                                       10        20        30       
AAD-12                         AQTTLQITPTGATLGATVTGVHLATLDDAGFA---- 
                                     :.:.  ..   .: :: ::  :. .:     
gi|108 TPHSGKYEQPTGLFINNEFVKGQEGKTFDVINPSDESV---ITQVHEATEKDVDIAVAAA 
        10        20        30        40           50        60     
 
               40           50        60           70        80     
AAD-12 --ALHAAWLQHALLIFP---GQHLSNDQQITFAKR---FGAIERIGGGDIVAISNV     
         :....: :..    :   :. :.:  .. : :    ..:.: . .:  ....       
gi|108 RKAFEGSWRQET----PENRGKLLNNLANL-FEKNIDLLAAVESLDNGKAISMAKGDISM 
           70            80        90        100       110          
 
gi|108 CVGCLRYYGGWADKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNFPLLMWAWKIGPAIA 
     120       130       140       150       160       170          
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.8  bits: 19.2 E():   65 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (46-56:90-100) 
 
          20        30        40        50        60        70      
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
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gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
          80                                                        
AAD-12 AISNV                                                        
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.7  bits: 17.4 E():   66 
Smith-Waterman score: 42; 75.0% identity (87.5% similar) in 8 aa overlap (70-77:29-36) 
 
      40        50        60        70        80                    
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNV                    
                                     : :::::.                       
gi|105   CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAVDIKEKGSDTYEPLKHSWGAIWR 
                 10        20        30        40        50         
 
gi|105 KDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
       60        70        80        90          
 
>>gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I allergen Fe  (35 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 69.6  bits: 15.9 E():   67 
Smith-Waterman score: 37; 50.0% identity (75.0% similar) in 12 aa overlap (1-12:21-32) 
 
                                   10        20        30        40 
AAD-12                     AQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQ 
                           :..:.   ::::                             
gi|751 IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK                          
               10        20        30                               
 
               50        60        70        80 
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNV 
 
>>gi|28881457|emb|CAD46561.1| profilin [Malus x domestic  (131 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.2  bits: 17.7 E():   70 
Smith-Waterman score: 43; 27.5% identity (55.1% similar) in 69 aa overlap (7-70:60-123) 
 
                                       10            20         30  
AAD-12                         AQTTLQITPTGATLGAT----VTGVHLATL-DDAGF 
                                     ..:::  ::.:    . :   :..    :  
gi|288 GSVWSQSASFPAFKPEEIAAILKDFDQPGTLAPTGLFLGGTKYMVIQGEPGAVIRGKKGS 
      30        40        50        60        70        80          
 
              40        50        60        70        80 
AAD-12 AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNV 
       ...     ..::::  : .   :. .: ..   ..::.:           
gi|288 GGITIKKTSQALLI--GIY---DEPVTPGQCNIVVERLGDYLIEQGL   
      90       100            110       120       130    
 
>>gi|539056|pir||A60373 pollen allergen (clone 7.2) - Ke  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.2  bits: 17.7 E():   70 
Smith-Waterman score: 43; 32.4% identity (59.5% similar) in 37 aa overlap (1-37:90-126) 
 
                                             10        20        30 
AAD-12                               AQTTLQITPTGATLGATVTGVHLATLDDAG 
                                     : :..  .  .:  .:.:::.  ...  :  
gi|539 LEAAVKQSYAATVATAPAVKYTVFETALKKAITAMAQAQKAAKPAAAVTGIATSAVGAAT 
      60        70        80        90       100       110          
 
               40        50        60        70        80 
AAD-12 FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNV 
        ::  ::                                            
gi|539 GAATAAAGGYKA                                       
     120       130                                        
 
>>gi|164510860|emb|CAK93757.1| profilin [Malus x domesti  (131 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.2  bits: 17.7 E():   70 
Smith-Waterman score: 43; 27.5% identity (55.1% similar) in 69 aa overlap (7-70:60-123) 
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                                       10            20         30  
AAD-12                         AQTTLQITPTGATLGAT----VTGVHLATL-DDAGF 
                                     ..:::  ::.:    . :   :..    :  
gi|164 GSVWAQSATFPAFKPEEIAAILKDFDQPGTLAPTGLFLGGTKYMVIQGEPGAVIRGKKGS 
      30        40        50        60        70        80          
 
              40        50        60        70        80 
AAD-12 AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNV 
       ...     ..::::  : .   :. .: ..   ..::.:           
gi|164 GGITIKKTSQALLI--GIY---DEPVTPGQCNIVVERLGDYLIEQGL   
      90       100            110       120       130    
 
>>gi|164510858|emb|CAK93753.1| profilin [Malus x domesti  (131 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.2  bits: 17.7 E():   70 
Smith-Waterman score: 43; 27.5% identity (55.1% similar) in 69 aa overlap (7-70:60-123) 
 
                                       10            20         30  
AAD-12                         AQTTLQITPTGATLGAT----VTGVHLATL-DDAGF 
                                     ..:::  ::.:    . :   :..    :  
gi|164 GSVWAQSATFPAFKPEEIAAILKDFDQPGTLAPTGLFLGGTKYMVIQGEPGAVIRGKKGS 
      30        40        50        60        70        80          
 
              40        50        60        70        80 
AAD-12 AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNV 
       ...     ..::::  : .   :. .: ..   ..::.:           
gi|164 GGITIKKTSQALLI--GIY---DEPVTPGQCNIVVERLGDYLIEQGL   
      90       100            110       120       130    
 
>>gi|14423875|sp|Q9XF42.1|PROF3_MALDO RecName: Full=Prof  (131 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.2  bits: 17.7 E():   70 
Smith-Waterman score: 43; 27.5% identity (55.1% similar) in 69 aa overlap (7-70:60-123) 
 
                                       10            20         30  
AAD-12                         AQTTLQITPTGATLGAT----VTGVHLATL-DDAGF 
                                     ..:::  ::.:    . :   :..    :  
gi|144 GSVWSQSASFPAFKPEEIAAILKDFDQPGTLAPTGLFLGGTKYMVIQGEPGAVIRGKKGS 
      30        40        50        60        70        80          
 
              40        50        60        70        80 
AAD-12 AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNV 
       ...     ..::::  : .   :. .: ..   ..::.:           
gi|144 GGITIKKTSQALLI--GIY---DEPVTPGQCNIVVERLGDYLIEQGL   
      90       100            110       120       130    
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 69.0  bits: 19.3 E():   72 
Smith-Waterman score: 51; 27.4% identity (58.9% similar) in 73 aa overlap (8-77:19-85) 
 
                          10        20        30        40          
AAD-12            AQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                         . : ::::  ::   . ..: .:. ..  : .   : .. :: 
gi|215 MATTKSFLILFFMILATTSSTCATLGEMVT---VLSIDGGGIKGIIPAII---LEFLEGQ 
               10        20        30           40           50     
 
        50        60        70         80                           
AAD-12 --HLSNDQQITFAKRFGAIERIG-GGDIVAISNV                           
         ...:...  .:  : .:   . :: ..:.                              
gi|215 LQEVDNNKDARLADYFDVIGGTSTGGLLTAMITTPNENNRPFAAAKDIVPFYFEHGPHIF 
           60        70        80        90       100       110     
 
gi|215 NYSGSIFGPRYDGKYLLQVLQEKLGETRVHQALTEVAISSFDIKTNKPVIFTKSNLAESP 
          120       130       140       150       160       170     
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.5  bits: 19.0 E():   76 
Smith-Waterman score: 47; 41.4% identity (58.6% similar) in 29 aa overlap (9-37:54-82) 
 
                                     10        20        30         
AAD-12                       AQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAW 
                                     :.::.  ::.   .:    .::: :  ::  
gi|113 YAADVGYGAPATLATPATPAAPAAGYTPAAPAGAAPKATTDEQKLIEKINAGFKAAVAAA 
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            30        40        50        60        70        80    
 
       40        50        60        70        80                   
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNV                   
                                                                    
gi|113 AGVPAVDKYKTFVATFGTASNKAFAEALSTEPKGAAAASSNAVLTSKLDAAYKLAYKSAE 
            90       100       110       120       130       140    
 
>>gi|886967|emb|CAA59340.1| low molecular weight gluteni  (276 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 68.3  bits: 18.7 E():   78 
Smith-Waterman score: 46; 30.3% identity (63.6% similar) in 33 aa overlap (31-62:57-89) 
 
               10        20        30        40        50           
AAD-12 AQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITF 
                                     :.  .  . :. : :.: :  .:..::  : 
gi|886 PIQQQPQPFPQQPPCSQQQQPPLSQQQQPPFSQQQPPFSQQELPILPQQPPFSQQQQPQF 
         30        40        50        60        70        80       
 
      60        70        80                                        
AAD-12 AKRFGAIERIGGGDIVAISNV                                        
       ...                                                          
gi|886 SQQQQPFPQQQQPLLLQQPPFSQQRPPFSQQQQQPVLPQQPPFSQQQQQQPILPQQPPFS 
         90       100       110       120       130       140       
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 68.1  bits: 19.9 E():   80 
Smith-Waterman score: 50; 22.6% identity (53.2% similar) in 62 aa overlap (3-64:171-231) 
 
                                           10        20        30   
AAD-12                             AQTTLQITPTGATLGATVTGVHLATLDDAGFA 
                                     :.::    :  .:    : . ..:.. :   
gi|217 PGQASPQQPGQGQQPGKWQEPGQGQQWYYPTSLQQPGQGQQIGKGKQGYYPTSLQQPG-Q 
              150       160       170       180       190           
 
             40        50        60        70        80             
AAD-12 ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNV             
       . . .  :..      :: .. :: . ....:                             
gi|217 GQQIGQGQQGYYPTSPQHTGQRQQPVQGQQIGQGQQPEQGQQPGQWQQGYYPTSPQQLGQ 
     200       210       220       230       240       250          
 
gi|217 GQQPGQWQQSGQGQQGHYPTSLQQPGQGQQGHYLASQQQPAQGQQGHYPASQQQPGQGQQ 
     260       270       280       290       300       310          
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.1  bits: 18.7 E():   80 
Smith-Waterman score: 46; 33.3% identity (57.1% similar) in 21 aa overlap (41-61:79-99) 
 
               20        30        40        50        60        70 
AAD-12 GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG 
                                     : .: :: : : .  . .: .          
gi|624 QSQQQCLQQPQHQFPQPTQQFPQRPLLPFTHPFLTFPDQLLPQPPHQSFPQPPQSYPQPP 
       50        60        70        80        90       100         
 
               80                                                   
AAD-12 GGDIVAISNV                                                   
                                                                    
gi|624 LQPFPQPPQQKYPEQPQQPFPWQQPTIQLYLQQQLNPCKEFLLQQCRPVSLLSYLWSKIV 
      110       120       130       140       150       160         
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.0  bits: 18.7 E():   81 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (9-65:25-74) 
 
                               10          20        30        40   
AAD-12                 AQTTLQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
             50        60        70        80                       
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNV                       
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         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.0  bits: 18.7 E():   81 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (9-65:25-74) 
 
                               10          20        30        40   
AAD-12                 AQTTLQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
             50        60        70        80                       
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNV                       
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.0  bits: 18.7 E():   81 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (9-65:25-74) 
 
                               10          20        30        40   
AAD-12                 AQTTLQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
             50        60        70        80                       
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNV                       
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.0  bits: 18.7 E():   81 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (9-65:25-74) 
 
                               10          20        30        40   
AAD-12                 AQTTLQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
             50        60        70        80                       
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNV                       
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.0  bits: 18.7 E():   81 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (9-65:25-74) 
 
                               10          20        30        40   
AAD-12                 AQTTLQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
             50        60        70        80                       
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNV                       
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.0  bits: 18.7 E():   81 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (9-65:25-74) 
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                               10          20        30        40   
AAD-12                 AQTTLQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
             50        60        70        80                       
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNV                       
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.0  bits: 18.7 E():   81 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (9-65:25-74) 
 
                               10          20        30        40   
AAD-12                 AQTTLQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
             50        60        70        80                       
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNV                       
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.0  bits: 18.7 E():   81 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (9-65:25-74) 
 
                               10          20        30        40   
AAD-12                 AQTTLQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
             50        60        70        80                       
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNV                       
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.0  bits: 18.7 E():   81 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (9-65:25-74) 
 
                               10          20        30        40   
AAD-12                 AQTTLQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
             50        60        70        80                       
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNV                       
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.0  bits: 18.7 E():   81 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (9-65:25-74) 
 
                               10          20        30        40   
AAD-12                 AQTTLQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
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             50        60        70        80                       
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNV                       
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.0  bits: 18.7 E():   81 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (9-65:25-74) 
 
                               10          20        30        40   
AAD-12                 AQTTLQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
             50        60        70        80                       
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNV                       
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triticum   (439 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.0  bits: 19.3 E():   81 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (46-56:103-113) 
 
          20        30        40        50        60        70      
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|739 FLQQQQIPQQQIPQQHQIPQQPQQFPQQQQFPQQHQSPQQQFPQQQFPQQKLPQQEFPQQ 
             80        90       100       110       120       130   
 
          80                                                        
AAD-12 AISNV                                                        
                                                                    
gi|739 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
            140       150       160       170       180       190   
 
>>gi|46410859|gb|AAR98518.1| major latex allergen Hev b   (366 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.8  bits: 19.0 E():   83 
Smith-Waterman score: 47; 30.8% identity (56.4% similar) in 39 aa overlap (31-69:231-269) 
 
               10        20        30        40        50        60 
AAD-12 AQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     .:.:::  : . :  .   .:  . . :   
gi|464 ARKFVVENVAPLGLIPFIKQTSDNSTLFYELASLHAMKLPQILEKIQDGYLFPEFNYTVF 
              210       220       230       240       250       260 
 
               70        80                                         
AAD-12 KRFGAIERIGGGDIVAISNV                                         
       . :: :..:                                                    
gi|464 NYFGIIKEIIDAPGEHGFKYGDIACCGNSTYRGQACGFLDYEFCVCGNKTEYLFFDGTHN 
              270       280       290       300       310       320 
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 67.0  bits: 18.1 E():   92 
Smith-Waterman score: 46; 25.7% identity (65.7% similar) in 35 aa overlap (23-57:54-84) 
 
                       10        20        30        40        50   
AAD-12         AQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLS 
                                     . ::.: ::      : ..:.: . ... . 
gi|161 FGVNLNLKVTNLMAGEHLTPEFLKMNPQHTIPTLNDNGFCL----WESRAILSYLADQYG 
            30        40        50        60            70          
 
             60        70        80                                 
AAD-12 NDQQITFAKRFGAIERIGGGDIVAISNV                                 
       .:...                                                        
gi|161 KDDSLYPKDPKKRALVDQRLYFDLGTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFL 
      80        90       100       110       120       130          
 
>>gi|218059733|emb|CAT99619.1| profilin [Malus x domesti  (115 aa) 
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 initn:  39 init1:  39 opt:  41  Z-score: 67.0  bits: 17.1 E():   92 
Smith-Waterman score: 41; 27.5% identity (55.1% similar) in 69 aa overlap (7-70:44-107) 
 
                                       10            20         30  
AAD-12                         AQTTLQITPTGATLGAT----VTGVHLATL-DDAGF 
                                     ..:::  ::.:    . :   :..    :  
gi|218 GSVWAQSATFPAFKPEEIAAILKDFDQPGTLAPTGLFLGGTKYMVIQGEPGAVIRGKKGS 
            20        30        40        50        60        70    
 
              40        50        60        70        80 
AAD-12 AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNV 
       ...     ..::::  : .   :. .: ..   ..::.:           
gi|218 GGITIKKTSQALLI--GIY---DEPLTPGQCNIVVERLGDYLIEQGL   
            80          90          100       110        
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.9  bits: 19.3 E():   93 
Smith-Waterman score: 48; 26.2% identity (61.9% similar) in 42 aa overlap (31-72:240-281) 
 
               10        20        30        40        50        60 
AAD-12 AQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     :...   .:..:. .   : ..: .  : . 
gi|370 RQEEREFSPRGQHSRRERAGQEEENEGGNIFSGFTPEFLEQAFQVDDRQIVQNLRGETES 
     210       220       230       240       250       260          
 
               70        80                                         
AAD-12 KRFGAIERIGGGDIVAISNV                                         
       .. :::  . ::                                                 
gi|370 EEEGAIVTVRGGLRILSPDRKRRADEEEEYDEDEYEYDEEDRRRGRGSRGRGNGIEETIC 
     270       280       290       300       310       320          
 
>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.7  bits: 19.3 E():   95 
Smith-Waterman score: 48; 30.0% identity (63.3% similar) in 30 aa overlap (27-56:288-317) 
 
                   10        20        30        40        50       
AAD-12     AQTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQ 
                                     : :  .:   .. ....:.:   : :..:: 
gi|572 ASLEGLSPNVPLYKVTEGNEPCFFTTFFSWDPAKRSAHGNSFQKKVMLLFGVGHASENQQ 
       260       270       280       290       300       310        
 
         60        70        80                                     
AAD-12 ITFAKRFGAIERIGGGDIVAISNV                                     
                                                                    
gi|572 RSNGSGGPTQRASALAALNSAFSSPSPPKSSSAPRPAGTSSASQRAAAIAALSGVLTAEK 
       320       330       340       350       360       370        
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:29 2011 done: Fri Jan 21 00:02:29 2011 
 Total Scan time:  0.080 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 3  - 82 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
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  24     0     0: 
  26     0     0: 
  28     3     0:= 
  30     2     2:* 
  32     8     8:=* 
  34    26    22:=====*= 
  36    51    44:==========*== 
  38    55    73:==============    * 
  40    76   102:===================      * 
  42   144   125:===============================*==== 
  44   196   138:==================================*============== 
  46   129   140:================================= * 
  48   107   134:===========================      * 
  50   104   122:==========================    * 
  52    72   108:==================        * 
  54    67    92:=================     * 
  56    75    77:===================* 
  58    57    63:===============* 
  60    68    51:============*==== 
  62    74    41:==========*======== 
  64    48    33:========*=== 
  66    23    26:======* 
  68    22    20:====*= 
  70    15    16:===* 
  72    23    12:==*=== 
  74     5    10:==* 
  76    16     8:=*== 
  78     6     6:=* 
  80     4     5:=* 
  82     2     3:* 
  84     3     3:* 
  86     2     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     4     1:* 
  92     1     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.72070.00344; mu= 7.9550 0.177 
 mean_var=39.743510.701, 0's: 2 Z-trim: 2  B-trim: 56 in 1/43 
 Lambda= 0.203442 
 Kolmogorov-Smirnov  statistic: 0.0518 (N=29) at  58 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.080 
 
The best scores are:                                      opt bits E(1491) 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   60 22.7     3.7 
gi|59895730|gb|AAX11262.1| pectin methylesterase a ( 339)   61 23.1     4.6 
gi|59895728|gb|AAX11261.1| pectin methylesterase a ( 339)   61 23.1     4.6 
gi|225810597|gb|ACO34813.1| Sal k 1 pollen allerge ( 339)   61 23.1     4.6 
gi|886963|emb|CAA59338.1| low molecular weight glu ( 229)   59 22.4     4.8 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   61 23.1     6.2 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   61 23.1     6.5 
gi|51242679|gb|AAT99258.1| pectin-methyltransferas ( 362)   59 22.5     7.4 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   60 22.8     8.9 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   58 22.2     9.1 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   58 22.2     9.1 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 68



 

 

gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   55 21.3      13 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   52 20.4      14 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   45 18.2      15 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   51 20.1      17 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   54 21.0      18 
gi|21413|emb|CAA45723.1| aspartic proteinase inhib ( 217)   52 20.4      19 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   52 20.4      19 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   56 21.6      20 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   49 19.5      20 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   54 21.0      20 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   53 20.7      22 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   50 19.8      25 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   56 21.6      26 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   53 20.7      26 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   53 20.7      26 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   53 20.7      26 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   53 20.7      26 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   53 20.7      26 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   53 20.7      26 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   53 20.7      26 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   53 20.7      26 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   53 20.7      26 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   52 20.4      26 
gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Sub ( 379)   53 20.7      26 
gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Sub ( 269)   51 20.1      28 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   53 20.7      31 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   48 19.2      31 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   52 20.4      31 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   52 20.4      32 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   52 20.4      33 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   47 18.9      34 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   49 19.5      35 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   52 20.4      39 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   53 20.7      41 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   46 18.6      47 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 18.6      47 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   46 18.6      47 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 18.6      47 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   46 18.6      47 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   46 18.6      47 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   46 18.6      47 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   46 18.6      47 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   46 18.6      47 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   46 18.6      47 
gi|56405054|sp|P84298.1|GLB75_CHITH RecName: Full= ( 161)   46 18.6      47 
gi|121248|sp|P12549.1|GLB76_CHITH RecName: Full=Gl ( 161)   46 18.6      47 
gi|56405052|sp|P84296.1|GLB74_CHITH RecName: Full= ( 161)   46 18.6      47 
gi|121244|sp|P12548.1|GLB73_CHITH RecName: Full=Gl ( 161)   46 18.6      47 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   49 19.5      47 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   50 19.8      48 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   50 19.8      50 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   50 19.8      50 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   49 19.5      50 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   44 18.0      50 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   44 18.0      50 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   48 19.2      52 
gi|62240392|gb|AAX77384.1| 11S globulin precursor  ( 523)   51 20.1      53 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   53 20.8      54 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   53 20.8      55 
gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Ente ( 233)   47 18.9      55 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   43 17.7      55 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   45 18.3      57 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   45 18.3      57 
gi|11762104|gb|AAG40330.1|AF323974_1 major allerge ( 161)   45 18.3      58 
gi|5726304|gb|AAD48405.1|AF136945_1 major allergen ( 161)   45 18.3      58 
gi|11762102|gb|AAG40329.1|AF323973_1 major allerge ( 161)   45 18.3      58 
gi|1336811|gb|AAB36119.1| Sol i 1=antigen {N-termi (  25)   36 15.6      60 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   50 19.8      61 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   50 19.8      61 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   48 19.2      65 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.4      66 
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gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=1 ( 565)   50 19.9      69 
gi|28881457|emb|CAD46561.1| profilin [Malus x dome ( 131)   43 17.7      71 
gi|164510858|emb|CAK93753.1| profilin [Malus x dom ( 131)   43 17.7      71 
gi|164510860|emb|CAK93757.1| profilin [Malus x dom ( 131)   43 17.7      71 
gi|14423875|sp|Q9XF42.1|PROF3_MALDO RecName: Full= ( 131)   43 17.7      71 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   48 19.2      72 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   47 18.9      77 
gi|886967|emb|CAA59340.1| low molecular weight glu ( 276)   46 18.6      78 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   50 19.9      80 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   46 18.6      81 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   46 18.6      81 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   46 18.6      81 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   46 18.6      81 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   46 18.6      81 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   46 18.6      81 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   46 18.6      81 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   46 18.6      81 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   46 18.6      81 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   46 18.6      81 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   46 18.6      81 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   46 18.6      81 
gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triti ( 439)   48 19.3      81 
gi|46410859|gb|AAR98518.1| major latex allergen He ( 366)   47 19.0      84 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   44 18.0      93 
gi|218059733|emb|CAT99619.1| profilin [Malus x dom ( 115)   41 17.1      93 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   48 19.3      93 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   48 19.3      95 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 92.2  bits: 22.7 E():  3.7 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (45-76:133-160) 
 
           20        30        40        50        60        70     
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|221 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
            110       120       130       140           150         
 
           80                                                       
AAD-12 AISNVK                                                       
       :.                                                           
gi|221 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
      160       170       180       190       200       210         
 
>>gi|59895730|gb|AAX11262.1| pectin methylesterase aller  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 90.5  bits: 23.1 E():  4.6 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (20-52:238-270) 
 
                          10        20        30        40          
AAD-12            QTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|598 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
      50        60        70        80                              
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVK                              
       ::.                                                          
gi|598 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|59895728|gb|AAX11261.1| pectin methylesterase aller  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 90.5  bits: 23.1 E():  4.6 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (20-52:238-270) 
 
                          10        20        30        40          
AAD-12            QTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|598 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
      50        60        70        80                              

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 70



 

 

AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVK                              
       ::.                                                          
gi|598 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|225810597|gb|ACO34813.1| Sal k 1 pollen allergen [S  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 90.5  bits: 23.1 E():  4.6 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (20-52:238-270) 
 
                          10        20        30        40          
AAD-12            QTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|225 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
      50        60        70        80                              
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVK                              
       ::.                                                          
gi|225 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|886963|emb|CAA59338.1| low molecular weight gluteni  (229 aa) 
 initn:  39 init1:  39 opt:  59  Z-score: 90.3  bits: 22.4 E():  4.8 
Smith-Waterman score: 59; 26.4% identity (56.6% similar) in 53 aa overlap (13-61:3-55) 
 
               10        20        30        40            50       
AAD-12 QTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHAL----LIFPGQHLSNDQQI 
                   : :.:.   .: .. . . .:.  : :. :     .:: :.   .::  
gi|886           FALIAVVATSTIAQMETSCIPGLERPWQQQPLPPQQTLFPQQQPFPQQQP 
                         10        20        30        40        50 
 
         60        70        80                                     
AAD-12 TFAKRFGAIERIGGGDIVAISNVK                                     
        :...                                                        
gi|886 PFSQQQPSFSQQQPPFSQQQPILPEPPFSLQQQPVLPQQSPFSQQQLVLPPQQQQQLPQQ 
               60        70        80        90       100       110 
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 88.3  bits: 23.1 E():  6.2 
Smith-Waterman score: 61; 38.7% identity (58.1% similar) in 31 aa overlap (46-76:108-138) 
 
          20        30        40        50        60        70      
AAD-12 TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA 
                                     : :  .. :.  :  :   :.:.  :::.: 
gi|259 YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIA 
        80        90       100       110       120       130        
 
          80                                                        
AAD-12 ISNVK                                                        
       :                                                            
gi|259 IPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGR 
       140       150       160       170       180       190        
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  60 init1:  60 opt:  61  Z-score: 87.9  bits: 23.1 E():  6.5 
Smith-Waterman score: 61; 32.7% identity (59.6% similar) in 52 aa overlap (23-70:83-134) 
 
                       10        20        30        40          50 
AAD-12         QTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH--L 
                                     .: :.:: ::.... :.  :  .: ::  . 
gi|215 NPTGGHSKMESKPILNGHGYCHIHFWIGSESTKDEAGVAAIKSVELDDFLGGYPVQHREI 
             60        70        80        90       100       110   
 
               60          70        80                             
AAD-12 SNDQQITFAKRF--GAIERIGGGDIVAISNVK                             
        . ..  :.. :  : :   ::                                       
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
>>gi|51242679|gb|AAT99258.1| pectin-methyltransferase pr  (362 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 86.9  bits: 22.5 E():  7.4 
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Smith-Waterman score: 59; 33.3% identity (57.6% similar) in 33 aa overlap (20-52:261-293) 
 
                          10        20        30        40          
AAD-12            QTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|512 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFDAARVVFSYCN 
              240       250       260       270       280       290 
 
      50        60        70        80                              
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVK                              
       ::.                                                          
gi|512 LSDAAKPEGWSDNNKPEAQKTILFGEYKNTGPGAAPDKRAPYTKQLTEADAKTFTSLEYI 
              300       310       320       330       340       350 
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 85.5  bits: 22.8 E():  8.9 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (45-76:131-158) 
 
           20        30        40        50        60        70     
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|213 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
              110       120       130       140           150       
 
           80                                                       
AAD-12 AISNVK                                                       
       :.                                                           
gi|213 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
        160       170       180       190       200       210       
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  40 init1:  40 opt:  58  Z-score: 85.2  bits: 22.2 E():  9.1 
Smith-Waterman score: 58; 26.5% identity (59.2% similar) in 49 aa overlap (8-56:168-215) 
 
                                      10        20        30        
AAD-12                        QTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAW 
                                     : :  .:: .......  : :.:  ..    
gi|269 EYGTVDSATLIVESNYFSAVNLKIVNSAPRPDGKRVGAQAAALRISG-DKASFYNVKIYG 
       140       150       160       170       180        190       
 
        40        50        60        70        80                  
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK                  
       .: .:    :.:. .:  :                                          
gi|269 FQDTLCDDKGKHFYKDCYIEGTVDFIFGSGKSIFLNTELHAVPGDQPAIITAQARKTDSE 
        200       210       220       230       240       250       
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  40 init1:  40 opt:  58  Z-score: 85.2  bits: 22.2 E():  9.1 
Smith-Waterman score: 58; 26.5% identity (59.2% similar) in 49 aa overlap (8-56:168-215) 
 
                                      10        20        30        
AAD-12                        QTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAW 
                                     : :  .:: .......  : :.:  ..    
gi|682 EYGTVDSATLIVESNYFSAVNLKIVNSAPRPDGKRVGAQAAALRISG-DKASFYNVKIYG 
       140       150       160       170       180        190       
 
        40        50        60        70        80                  
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK                  
       .: .:    :.:. .:  :                                          
gi|682 FQDTLCDDKGKHFYKDCYIEGTVDFIFGSGKSIFLNTELHAVPGDQPAIITAQARKTESE 
        200       210       220       230       240       250       
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 82.3  bits: 21.3 E():   13 
Smith-Waterman score: 55; 30.4% identity (54.3% similar) in 46 aa overlap (13-55:9-54) 
 
               10        20        30        40           50        
AAD-12 QTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHAL---LIFPGQHLSNDQQIT 
                   : :.:.   .: .: . . .:.  : :. :     :: :   ..::   
gi|219     MKTFLVFALLAVVATSAIAQMDTSCIPGLERPWQQQPLPPQQTFPQQPPFSQQQQQ 
                   10        20        30        40        50       
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        60        70        80                                      
AAD-12 FAKRFGAIERIGGGDIVAISNVK                                      
                                                                    
gi|219 QPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQQQLILPPQQQQQLPQQQISIV 
         60        70        80        90       100       110       
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 81.9  bits: 20.4 E():   14 
Smith-Waterman score: 52; 25.0% identity (58.9% similar) in 56 aa overlap (8-63:91-141) 
 
                                      10        20        30        
AAD-12                        QTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAW 
                                     :.: ::    . .....  :.: . :. .  
gi|241 EGFPFRYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGG-SILKISN 
               70        80        90       100       110           
 
        40        50        60        70        80   
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK   
         :.     :.:  ...::  .:..:                    
gi|241 KYHT----KGDHEVKEEQIKASKEMGETLLRAVESYLLAHSDAYN 
     120           130       140       150       160 
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 81.3  bits: 18.2 E():   15 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (54-77:17-38) 
 
            30        40        50        60        70        80 
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK 
                                     ::.  : .. :. :. ::: .. :    
gi|217               LVSVEHQAARLKVAKAQQL--AAQLPAMCRLEGGDALSASQ   
                             10          20        30            
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 80.3  bits: 20.1 E():   17 
Smith-Waterman score: 51; 25.0% identity (57.1% similar) in 56 aa overlap (8-63:91-141) 
 
                                      10        20        30        
AAD-12                        QTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAW 
                                     :.: ::    . ....:  :.:  .:. .  
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVTTPDGG-CVLKISN 
               70        80        90       100       110           
 
        40        50        60        70        80   
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK   
         :.     :.:  . .:.  .:..:                    
gi|400 KYHT----KGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
     120           130       140       150       160 
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 79.7  bits: 21.0 E():   18 
Smith-Waterman score: 54; 30.4% identity (54.3% similar) in 46 aa overlap (15-60:13-54) 
 
               10        20        30        40        50        60 
AAD-12 QTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 
                     : . :.    .: .:    .. :::. :.    : ::.. : :: . 
gi|170   MKTLLILTILAMAITIGTANIQVDPSG----QVQWLQQQLVPQLQQPLSQQPQQTFPQ 
                 10        20            30        40        50     
 
               70        80                                         
AAD-12 RFGAIERIGGGDIVAISNVK                                         
                                                                    
gi|170 PQQTFPHQPQQQVPQPQQPQQPFLQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQ 
           60        70        80        90       100       110     
 
>>gi|21413|emb|CAA45723.1| aspartic proteinase inhibitor  (217 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 79.6  bits: 20.4 E():   19 
Smith-Waterman score: 52; 22.7% identity (54.7% similar) in 75 aa overlap (2-69:125-197) 
 
                                            10          20          
AAD-12                              QTTLQITPTGATLGATV--TGVHLATLDDAG 
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                                     :  ..    :.::. .  ::  ..  :..  
gi|214 RFSHFGQGIFENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTIGQADSSW 
          100       110       120       130       140       150     
 
      30        40             50        60        70        80     
AAD-12 FAALHAAWLQHALLIFP-----GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK     
       :  .... . . ::  :     .  .:.:.:  :  . :.... :                
gi|214 FKIVKSSQFGYNLLYCPVTSTMSCPFSSDDQ--FCLKVGVVHQNGKRRLALVKDNPLDVS 
          160       170       180         190       200       210   
 
gi|214 FKQVQ 
             
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 79.4  bits: 20.4 E():   19 
Smith-Waterman score: 52; 22.7% identity (54.7% similar) in 75 aa overlap (2-69:129-201) 
 
                                            10          20          
AAD-12                              QTTLQITPTGATLGATV--TGVHLATLDDAG 
                                     :  ..    :.::. .  ::  ..  :..  
gi|201 SSSHFGQGIFENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTIGQADSSW 
      100       110       120       130       140       150         
 
      30        40             50        60        70        80     
AAD-12 FAALHAAWLQHALLIFP-----GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK     
       :  .... . . ::  :     .  .:.:.:  :  . :.... :                
gi|201 FKIVKSSQFGYNLLYCPVTSTMSCPFSSDDQ--FCLKVGVVHQNGKRRLALVKDNPLDVS 
      160       170       180         190       200       210       
 
gi|201 FKQVQ 
        220  
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 79.2  bits: 21.6 E():   20 
Smith-Waterman score: 56; 40.6% identity (56.2% similar) in 32 aa overlap (47-76:153-184) 
 
         20        30        40        50        60          70     
AAD-12 VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK--RFGAIERIGGGDIV 
                                     ::.   .::  : .  :    .::  ::.: 
gi|258 QGQQEQQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVV 
            130       140       150       160       170       180   
 
           80                                                       
AAD-12 AISNVK                                                       
       ::                                                           
gi|258 AIPAGVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQ 
            190       200       210       220       230       240   
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.0  bits: 19.5 E():   20 
Smith-Waterman score: 49; 36.4% identity (72.7% similar) in 22 aa overlap (27-48:20-41) 
 
               10        20        30        40        50        60 
AAD-12 QTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 
                                 :.. :.: : . .:..: : .:             
gi|217        MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKL 
                      10        20        30        40        50    
 
               70        80                                         
AAD-12 RFGAIERIGGGDIVAISNVK                                         
                                                                    
gi|217 QNLPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVL 
            60        70        80        90       100       110    
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 78.9  bits: 21.0 E():   20 
Smith-Waterman score: 54; 27.3% identity (78.8% similar) in 33 aa overlap (4-36:282-314) 
 
                                          10        20        30    
AAD-12                            QTTLQITPTGATLGATVTGVHLATLDDAGFAAL 
                                     ..:.  :.....: :: . ..:. ...:.  
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gi|122 NYPARYSGVMAVAAVDQNGQRASFSTYGPEIEISAPGVNVNSTYTGNRYVSLSGTSMATP 
             260       270       280       290       300       310  
 
            40        50        60        70        80    
AAD-12 HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK    
       :.:                                                
gi|122 HVAGVAALVKSRYPSYTNNQIRQRINQTATYLGSPSLYGNGLVHAGRATQ 
             320       330       340       350       360  
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 78.4  bits: 20.7 E():   22 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (34-77:194-239) 
 
            10        20        30        40         50        60   
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|261 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
           170       180       190       200       210       220    
 
             70         80                                          
AAD-12 GAIERIGGGDI-VAISNVK                                          
       .:.:: .::.. :..:                                             
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 77.4  bits: 19.8 E():   25 
Smith-Waterman score: 50; 25.0% identity (55.0% similar) in 60 aa overlap (16-74:33-91) 
 
                              10        20        30        40      
AAD-12                QTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIF 
                                     :: .  :  ::   ..: :..  ..:.:   
gi|697 EQAFCNLKFRQNVNNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILG- 
             10        20        30        40        50        60   
 
          50        60        70         80                         
AAD-12 PGQHLSNDQQITFAKRFGAIERIGG-GDIVAISNVK                         
       :  .:.  . .  ..  : .. .:  :. :                               
gi|697 PRWNLNAHSALYVTRGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVV 
              70        80        90       100       110       120  
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  48 init1:  48 opt:  56  Z-score: 77.1  bits: 21.6 E():   26 
Smith-Waterman score: 56; 21.4% identity (52.9% similar) in 70 aa overlap (2-71:186-254) 
 
                                            10        20        30  
AAD-12                              QTTLQITPTGATLGATVTGVHLATLDDAGFA 
                                     ..::    :  .:    : . ..:.. :   
gi|220 GKWQELGQGQQGYYPTSLHQSGQGQQGYYPSSLQQPGQGQQIGQGQQGYYPTSLQQPG-Q 
         160       170       180       190       200       210      
 
              40        50        60        70        80            
AAD-12 ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK            
       . . .  :..      :: .. ::   ....:  ...: :                     
gi|220 GQQIGQGQQGYYPTSPQHPGQRQQPGQGQQIGQGQQLGQGRQIGQGQQSGQGQQGYYPTS 
          220       230       240       250       260       270     
 
gi|220 PQQLGQGQQPGQWQQSGQGQQGYYPTSQQQPGQGQQGQYPASQQQPGQGQQGQYPASQQQ 
          280       290       300       310       320       330     
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 77.1  bits: 20.7 E():   26 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (34-77:230-275) 
 
            10        20        30        40         50        60   
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|270 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
             70         80                                          
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AAD-12 GAIERIGGGDI-VAISNVK                                          
       .:.:: .::.. :..:                                             
gi|270 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPDRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 77.1  bits: 20.7 E():   26 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (34-77:230-275) 
 
            10        20        30        40         50        60   
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLTNIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
             70         80                                          
AAD-12 GAIERIGGGDI-VAISNVK                                          
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 77.1  bits: 20.7 E():   26 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (34-77:230-275) 
 
            10        20        30        40         50        60   
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLANIYPYFTYADNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
             70         80                                          
AAD-12 GAIERIGGGDI-VAISNVK                                          
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 77.1  bits: 20.7 E():   26 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (34-77:230-275) 
 
            10        20        30        40         50        60   
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
             70         80                                          
AAD-12 GAIERIGGGDI-VAISNVK                                          
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 77.1  bits: 20.7 E():   26 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (34-77:230-275) 
 
            10        20        30        40         50        60   
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSSXSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
             70         80                                          
AAD-12 GAIERIGGGDI-VAISNVK                                          
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 77.1  bits: 20.7 E():   26 
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Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (34-77:230-275) 
 
            10        20        30        40         50        60   
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|327 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
             70         80                                          
AAD-12 GAIERIGGGDI-VAISNVK                                          
       .:.:: .::.. :..:                                             
gi|327 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 77.1  bits: 20.7 E():   26 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (34-77:230-275) 
 
            10        20        30        40         50        60   
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
             70         80                                          
AAD-12 GAIERIGGGDI-VAISNVK                                          
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 77.1  bits: 20.7 E():   26 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (34-77:230-275) 
 
            10        20        30        40         50        60   
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|268 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
             70         80                                          
AAD-12 GAIERIGGGDI-VAISNVK                                          
       .:.:: .::.. :..:                                             
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 77.1  bits: 20.7 E():   26 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (34-77:230-275) 
 
            10        20        30        40         50        60   
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|118 GFLSSIRSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
             70         80                                          
AAD-12 GAIERIGGGDI-VAISNVK                                          
       .:.:: .::.. :..:                                             
gi|118 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.0  bits: 20.4 E():   26 
Smith-Waterman score: 52; 33.3% identity (66.7% similar) in 27 aa overlap (1-27:274-300) 
 
                                             10        20        30 
AAD-12                               QTTLQITPTGATLGATVTGVHLATLDDAGF 
                                     ::..:: : :.  .:    :. .:...    
gi|198 EEQVLKLLQDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEEYIS 
           250       260       270       280       290       300    
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               40        50        60        70        80 
AAD-12 AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK 
                                                          
gi|198 AFV                                                
                                                          
 
>>gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Subtili  (379 aa) 
 initn:  47 init1:  47 opt:  53  Z-score: 77.0  bits: 20.7 E():   26 
Smith-Waterman score: 53; 29.4% identity (56.9% similar) in 51 aa overlap (4-54:300-349) 
 
                                          10        20        30    
AAD-12                            QTTLQITPTGATLGATVTGVHLATLDDAGFAAL 
                                     :..   :: . .:      :::. ...:.  
gi|135 GYPAKYDSVIAVGAVDSNSNRASFSSVGAELEVMAPGAGVYSTYPTSTYATLNGTSMASP 
     270       280       290       300       310       320          
 
            40        50        60        70        80     
AAD-12 HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK     
       :.:    ::..    .:: .:                               
gi|135 HVAGAA-ALILSKHPNLSASQVRNRLSSTATYLGSSFYYGKGLINVEAAAQ 
     330        340       350       360       370          
 
>>gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Subtili  (269 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.4  bits: 20.1 E():   28 
Smith-Waterman score: 51; 30.3% identity (69.7% similar) in 33 aa overlap (4-36:190-222) 
 
                                          10        20        30    
AAD-12                            QTTLQITPTGATLGATVTGVHLATLDDAGFAAL 
                                     :.:.  :... .:  :   :.:. ...:.  
gi|267 SYPARYANAMAVGATDQNNNRASFSQYGAGLDIVAPGVNVQSTYPGSTYASLNGTSMATP 
     160       170       180       190       200       210          
 
            40        50        60        70        80    
AAD-12 HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK    
       :.:                                                
gi|267 HVAGAAALVKQKNPSWSNVQIRNHLKNTATSLGSTNLYGSGLVNAEAATR 
     220       230       240       250       260          
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 75.6  bits: 20.7 E():   31 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (52-72:330-350) 
 
              30        40        50        60        70        80  
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK  
                                     :  . ::  :.  :::.  ::          
gi|149 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
gi|149 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 75.5  bits: 19.2 E():   31 
Smith-Waterman score: 48; 25.6% identity (62.8% similar) in 43 aa overlap (36-78:78-119) 
 
          10        20        30        40        50        60      
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ....  .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
          70        80                                        
AAD-12 ERIGGGDIVAISNVK                                        
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.5  bits: 20.4 E():   31 
Smith-Waterman score: 52; 29.4% identity (56.9% similar) in 51 aa overlap (4-54:300-349) 
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                                          10        20        30    
AAD-12                            QTTLQITPTGATLGATVTGVHLATLDDAGFAAL 
                                     :..   :: . .:      :::. ...:.  
gi|111 GYPAKYDSVIAVGAVDSNSNRASFSSVGAELEVMAPGAGVYSTYPTNTYATLNGTSMASP 
     270       280       290       300       310       320          
 
            40        50        60        70        80 
AAD-12 HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK 
       :.:    ::..    .:: .:                           
gi|111 HVAGAA-ALILSKHPNLSASQVRNRLSSTATYLGSSFYYGKGLINV  
     330        340       350       360       370      
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.4  bits: 20.4 E():   32 
Smith-Waterman score: 52; 44.4% identity (83.3% similar) in 18 aa overlap (10-27:184-201) 
 
                                    10        20        30          
AAD-12                      QTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQ 
                                     : . :.:.:....:: ::             
gi|495 INVLECEDITFQHVTVTAPGTSINTDGIHVGISKGVTITNTKIATGDDCISIGPGSQNVT 
           160       170       180       190       200       210    
 
      40        50        60        70        80                    
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK                    
                                                                    
gi|495 ITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNGVRVKTWPNSPPGAATDLT 
           220       230       240       250       260       270    
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 75.1  bits: 20.4 E():   33 
Smith-Waterman score: 52; 26.1% identity (60.9% similar) in 46 aa overlap (37-80:117-160) 
 
         10        20        30          40        50        60     
AAD-12 TPTGATLGATVTGVHLATLDDAGFAALHAAWL--QHALLIFPGQHLSNDQQITFAKRFGA 
                                     :.  :. ..:.  :..   .. :.  : .  
gi|113 IYMVTSDQDDDVVNPKEGTLRFGATQDRPLWIIFQRDMIIYLQQEMVVTSDKTIDGRGAK 
         90       100       110       120       130       140       
 
           70        80                                             
AAD-12 IERIGGGDIVAISNVK                                             
       .: . ::  ... :::                                             
gi|113 VELVYGG--ITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGDAIHVTGSS 
        150         160       170       180       190       200     
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.9  bits: 18.9 E():   34 
Smith-Waterman score: 47; 42.1% identity (78.9% similar) in 19 aa overlap (6-24:34-52) 
 
                                        10        20        30      
AAD-12                          QTTLQITPTGATLGATVTGVHLATLDDAGFAALHA 
                                     ..:.:  :..:: .. :::            
gi|291 HPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSPVLV 
            10        20        30        40        50        60    
 
          40        50        60        70        80                
AAD-12 AWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK                
                                                                    
gi|291 PAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKAREMK 
            70        80        90       100       110       120    
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.6  bits: 19.5 E():   35 
Smith-Waterman score: 49; 33.3% identity (57.1% similar) in 21 aa overlap (35-55:10-30) 
 
           10        20        30        40        50        60     
AAD-12 QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA 
                                     :::.      ::: :  ....          
gi|944                      MKTLGVLFIAAWFIACTHSFPGAHDEDSKEERKNVDTVL 
                                    10        20        30          
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           70        80                                             
AAD-12 IERIGGGDIVAISNVK                                             
                                                                    
gi|944 VLPSIERDQMMAATFDFPSLSFEDSDEGSNWNWNTLLRPNFLDGWYQTLQSAISAHMKKV 
      40        50        60        70        80        90          
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 73.9  bits: 20.4 E():   39 
Smith-Waterman score: 52; 25.0% identity (65.6% similar) in 32 aa overlap (45-76:117-148) 
 
           20        30        40        50        60        70     
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : :.. .....  :  .   ....  :::. 
gi|303 APKLYYVTQGRGILGVLMPGCPETFQSMSQFQGSREQEEERGRFQDQHQKVHHLKKGDII 
         90       100       110       120       130       140       
 
           80                                                       
AAD-12 AISNVK                                                       
       ::                                                           
gi|303 AIPAGVALWCYNDGDEDLVTVLVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLR 
        150       160       170       180       190       200       
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 73.4  bits: 20.7 E():   41 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (52-72:330-350) 
 
              30        40        50        60        70        80  
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK  
                                     :  . ::  :.  :::.  ::          
gi|169 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
gi|169 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (36-78:77-118) 
 
          10        20        30        40        50        60      
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|402 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
         50        60        70        80        90        100      
 
          70        80                                        
AAD-12 ERIGGGDIVAISNVK                                        
          :::.:: ::.                                          
gi|402 AAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
         110       120       130       140       150          
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (69-78:109-118) 
 
       40        50        60        70        80                   
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK                   
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
gi|534 KAEALFRAVESYLLAHSDAYN 
      140       150          
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (36-78:78-119) 
 
          10        20        30        40        50        60      
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
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gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
          70        80                                        
AAD-12 ERIGGGDIVAISNVK                                        
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (69-78:110-119) 
 
       40        50        60        70        80                   
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK                   
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
gi|534 KAEALFRAVESYLLAHSDAYN 
     140       150       160 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 46; 23.3% identity (62.8% similar) in 43 aa overlap (36-78:78-119) 
 
          10        20        30        40        50        60      
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :... .   ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLE-KVSHELKIV 
        50        60        70        80        90        100       
 
          70        80                                        
AAD-12 ERIGGGDIVAISNVK                                        
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (36-78:78-119) 
 
          10        20        30        40        50        60      
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|730 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
          70        80                                        
AAD-12 ERIGGGDIVAISNVK                                        
          :::.:: ::.                                          
gi|730 AAPGGGSIVKISSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (36-78:78-119) 
 
          10        20        30        40        50        60      
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
          70        80                                        
AAD-12 ERIGGGDIVAISNVK                                        
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
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 initn:  44 init1:  44 opt:  46  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (36-78:78-119) 
 
          10        20        30        40        50        60      
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
          70        80                                        
AAD-12 ERIGGGDIVAISNVK                                        
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (36-78:78-119) 
 
          10        20        30        40        50        60      
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
          70        80                                        
AAD-12 ERIGGGDIVAISNVK                                        
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (36-78:78-119) 
 
          10        20        30        40        50        60      
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
          70        80                                        
AAD-12 ERIGGGDIVAISNVK                                        
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|56405054|sp|P84298.1|GLB75_CHITH RecName: Full=Glob  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (19-35:61-77) 
 
                           10        20        30        40         
AAD-12             QTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|564 WKAVSHNEVEILAAVFAAYPDIQNKFSQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
       50        60        70        80                             
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVK                             
                                                                    
gi|564 SGNTSNAAAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLQANVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|121248|sp|P12549.1|GLB76_CHITH RecName: Full=Globin  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (19-35:61-77) 
 
                           10        20        30        40         
AAD-12             QTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|121 WKAVSHNEVEILAAVFAAYPDIQNKFSQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
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               40        50        60        70        80        90 
 
       50        60        70        80                             
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVK                             
                                                                    
gi|121 SGNDSNAAAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLQANVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|56405052|sp|P84296.1|GLB74_CHITH RecName: Full=Glob  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (19-35:61-77) 
 
                           10        20        30        40         
AAD-12             QTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|564 WKAVSHNEVDILAAVFAAYPDIQAKFPQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
       50        60        70        80                             
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVK                             
                                                                    
gi|564 SGNASNAAAVEGLLNKLGSDHKARGVSAAQFGEFRTALVSYLSNHVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|121244|sp|P12548.1|GLB73_CHITH RecName: Full=Globin  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (19-35:61-77) 
 
                           10        20        30        40         
AAD-12             QTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|121 WKAVSHNEVDILAAVFAAYPDIQAKFPQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
       50        60        70        80                             
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVK                             
                                                                    
gi|121 SGNESNASAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLSNHVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.3  bits: 19.5 E():   47 
Smith-Waterman score: 52; 28.6% identity (61.2% similar) in 49 aa overlap (13-61:9-53) 
 
               10        20        30        40        50        60 
AAD-12 QTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 
                   : :.:.   .: .. . ...:.  : :. :   : :. : .::  :.. 
gi|170     MKTFLVFALIAVVATSAIAQMETSCISGLERPWQQQPL---PPQQ-SFSQQPPFSQ 
                   10        20        30           40         50   
 
               70        80                                         
AAD-12 RFGAIERIGGGDIVAISNVK                                         
       .                                                            
gi|170 QQQQPLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQQQLVLPPQQQQ 
             60        70        80        90       100       110   
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 72.1  bits: 19.8 E():   48 
Smith-Waterman score: 50; 26.8% identity (51.2% similar) in 41 aa overlap (41-77:190-230) 
 
               20        30        40        50            60       
AAD-12 ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::  .  :    ::.  
gi|215 NKPVIFTKSNLAKSPELDAKMYDICYSTAAAPIYFPPHHFVTHTSNGARYEFNLVDGAVA 
     160       170       180       190       200       210          
 
         70        80                                               
AAD-12 RIGGGDIVAISNVK                                               
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
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>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 71.9  bits: 19.8 E():   50 
Smith-Waterman score: 50; 23.5% identity (56.9% similar) in 51 aa overlap (2-52:316-366) 
 
                                            10        20        30  
AAD-12                              QTTLQITPTGATLGATVTGVHLATLDDAGFA 
                                     .....   : .. :.  :    ::. ...: 
gi|668 SNSSPASAAEACTIAASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMA 
         290       300       310       320       330       340      
 
              40        50        60        70        80    
AAD-12 ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK    
       : :.: .   :. . :   .:                                
gi|668 APHVAGVAAYLMALEGVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
         350       360       370       380       390        
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 71.9  bits: 19.8 E():   50 
Smith-Waterman score: 50; 23.5% identity (56.9% similar) in 51 aa overlap (2-52:316-366) 
 
                                            10        20        30  
AAD-12                              QTTLQITPTGATLGATVTGVHLATLDDAGFA 
                                     .....   : .. :.  :    ::. ...: 
gi|458 SNSSPASAAEVCTIAASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMA 
         290       300       310       320       330       340      
 
              40        50        60        70        80    
AAD-12 ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK    
       : :.: .   :. . :   .:                                
gi|458 APHVAGVAAYLMALEGVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
         350       360       370       380       390        
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.8  bits: 19.5 E():   50 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (37-68:176-207) 
 
         10        20        30        40        50        60       
AAD-12 TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
         150       160       170       180       190       200      
 
         70        80                                               
AAD-12 RIGGGDIVAISNVK                                               
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
         210       220       230       240       250       260      
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.8  bits: 18.0 E():   50 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (54-72:35-53) 
 
            30        40        50        60        70        80    
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK    
                                     . . ::  ::  . .: .:            
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
gi|730 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.8  bits: 18.0 E():   50 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (54-72:35-53) 
 
            30        40        50        60        70        80    
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK    
                                     . . ::  ::  . .: .:            
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
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gi|191 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.5  bits: 19.2 E():   52 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (45-55:90-100) 
 
           20        30        40        50        60        70     
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
           80                                                       
AAD-12 AISNVK                                                       
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|62240392|gb|AAX77384.1| 11S globulin precursor [Sin  (523 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 71.4  bits: 20.1 E():   53 
Smith-Waterman score: 51; 30.0% identity (63.3% similar) in 30 aa overlap (47-75:173-202) 
 
         20        30        40        50         60        70      
AAD-12 VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQ-QITFAKRFGAIERIGGGDIVA 
                                     ::. ...: :  :   .  .:..  ::..: 
gi|622 QQGQQGQQGQQQGQQGQQGQQGQQGQQGQQGQQGQQQQGQQGFRDMYQKVEHVRHGDVIA 
            150       160       170       180       190       200   
 
          80                                                        
AAD-12 ISNVK                                                        
                                                                    
gi|622 NTPGSAHWIYNTGDKPLVIISLLDIANYQNQLDRNPRVFRLAGNNPQGGFGGPQQQQPQQ 
            210       220       230       240       250       260   
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 71.3  bits: 20.8 E():   54 
Smith-Waterman score: 53; 23.3% identity (55.8% similar) in 43 aa overlap (14-56:675-717) 
 
                                10        20        30        40    
AAD-12                  QTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALL 
                                     :    : . .. ...: .   . ::: .   
gi|170 LQPEQGQQGYYPTSQQQPGQGPQPGQWQQSGQGQQGYYPTSPQQSGQGQQPGQWLQPGQW 
          650       660       670       680       690       700     
 
            50        60        70        80                        
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK                        
       .  : .:.. ::.                                                
gi|170 LQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQ 
          710       720       730       740       750       760     
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 71.1  bits: 20.8 E():   55 
Smith-Waterman score: 53; 23.3% identity (55.8% similar) in 43 aa overlap (14-56:690-732) 
 
                                10        20        30        40    
AAD-12                  QTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALL 
                                     :    : . .. ...: .   . ::: .   
gi|217 LQPEQGQQGYYPTSQQQPGQGPQPGQWQQSGQGQQGYYPTSPQQSGQGQQPGQWLQPGQW 
     660       670       680       690       700       710          
 
            50        60        70        80                        
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK                        
       .  : .:.. ::.                                                
gi|217 LQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQ 
     720       730       740       750       760       770          
 
>>gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Enteroto  (233 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 71.1  bits: 18.9 E():   55 
Smith-Waterman score: 47; 23.3% identity (51.2% similar) in 43 aa overlap (34-73:44-85) 
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            10        20        30        40           50        60 
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLI---FPGQHLSNDQQITFAK 
                                     :  .:::..:.   :  .   ::  . : . 
gi|163 KKSELQGTALGNLKQIYYYNEKAKTENKESHDQFLQHTILFKGFFTDHSWYNDLLVDFDS 
            20        30        40        50        60        70    
 
               70        80                                         
AAD-12 RFGAIERIGGGDIVAISNVK                                         
       .   ...  :  .                                                
gi|163 K-DIVDKYKGKKVDLYGAYYGYQCAGGTPNKTACMYGGVTLHDNNRLTEEKKVPINLWLD 
             80        90       100       110       120       130   
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.0  bits: 17.7 E():   55 
Smith-Waterman score: 43; 21.1% identity (46.1% similar) in 76 aa overlap (2-77:25-100) 
 
                                      10        20        30        
AAD-12                        QTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAW 
                               :. : .  :  ::    : . .. ...: .       
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
        40        50        60        70        80 
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK 
         :.     .  :.  .   .: .. :. :. ::: .  :    
gi|897 PYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ   
               70        80        90       100    
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 45; 23.3% identity (60.5% similar) in 43 aa overlap (36-78:78-119) 
 
          10        20        30        40        50        60      
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
          70        80                                        
AAD-12 ERIGGGDIVAISNVK                                        
          :::..: ::.                                          
gi|167 AAPGGGSVVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 45; 24.4% identity (61.0% similar) in 41 aa overlap (38-78:80-119) 
 
        10        20        30        40        50        60        
AAD-12 PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :. :.    ....  .   
gi|730 GPGTIKKITFSEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLG-DKLEKVSHELKIVAA 
      50        60        70        80        90        100         
 
        70        80                                        
AAD-12 IGGGDIVAISNVK                                        
        :::.:: ::.                                          
gi|730 PGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      110       120       130       140       150       160 
 
>>gi|11762104|gb|AAG40330.1|AF323974_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (34-78:77-120) 
 
            10        20        30        40        50         60   
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
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             70        80                                        
AAD-12 GAIERIGGGDIVAISNVK                                        
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|5726304|gb|AAD48405.1|AF136945_1 major allergen Cor  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (34-78:77-120) 
 
            10        20        30        40        50         60   
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|572 GNGGPGTIKKITFAEGNEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
             70        80                                        
AAD-12 GAIERIGGGDIVAISNVK                                        
       .:  . :::.:. :..                                          
gi|572 AAAPH-GGGSILKITSKYHTKGNASINEEEIKAGKEKAAGLFKAVEAYLLAHPDAYC 
         110        120       130       140       150       160  
 
>>gi|11762102|gb|AAG40329.1|AF323973_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (34-78:77-120) 
 
            10        20        30        40        50         60   
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
             70        80                                        
AAD-12 GAIERIGGGDIVAISNVK                                        
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|1336811|gb|AAB36119.1| Sol i 1=antigen {N-terminal}  (25 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 70.4  bits: 15.6 E():   60 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (6-19:8-21) 
 
                 10        20        30        40        50         
AAD-12   QTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 
              :  .: .::. :.:                                        
gi|133 WKIPLNNIQYVGHSLGSHVSGFAAK                                    
               10        20                                         
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 70.2  bits: 19.8 E():   61 
Smith-Waterman score: 50; 22.0% identity (52.5% similar) in 59 aa overlap (10-68:276-333) 
 
                                    10        20        30          
AAD-12                      QTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQ 
                                     :.  : . .:  :. .:.  . . :.. :  
gi|505 SLGRIIEFRFYKEITNVFRGNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLG 
         250       260       270       280       290       300      
 
      40        50        60        70        80                    
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK                    
         .  : :. :.    . .:  .: . :.                                
gi|505 FNINCFEGRLLKAATAFMLAWNYG-VPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNIL 
         310       320        330       340       350       360     
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 70.2  bits: 19.8 E():   61 
Smith-Waterman score: 50; 25.0% identity (56.0% similar) in 84 aa overlap (6-77:38-113) 
 
                                        10        20        30      
AAD-12                          QTTLQITPTGATLGATVTGVHLATLDDAGFA---- 
                                     :.:.  ..   .: :: ::  :. .:     
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gi|108 TPHSGKYEQPTGLFINNEFVKGQEGKTFDVINPSDESV---ITQVHEATEKDVDIAVAAA 
        10        20        30        40           50        60     
 
                40           50        60           70        80    
AAD-12 --ALHAAWLQHALLIFP---GQHLSNDQQITFAKR---FGAIERIGGGDIVAISNVK    
         :....: :..    :   :. :.:  .. : :    ..:.: . .:  ....       
gi|108 RKAFEGSWRQET----PENRGKLLNNLANL-FEKNIDLLAAVESLDNGKAISMAKGDISM 
           70            80        90        100       110          
 
gi|108 CVGCLRYYGGWADKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNFPLLMWAWKIGPAIA 
     120       130       140       150       160       170          
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.7  bits: 19.2 E():   65 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (45-55:90-100) 
 
           20        30        40        50        60        70     
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
           80                                                       
AAD-12 AISNVK                                                       
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.6  bits: 17.4 E():   66 
Smith-Waterman score: 42; 75.0% identity (87.5% similar) in 8 aa overlap (69-76:29-36) 
 
       40        50        60        70        80                   
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK                   
                                     : :::::.                       
gi|105   CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAVDIKEKGSDTYEPLKHSWGAIWR 
                 10        20        30        40        50         
 
gi|105 KDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
       60        70        80        90          
 
>>gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=13S g  (565 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 69.2  bits: 19.9 E():   69 
Smith-Waterman score: 50; 24.2% identity (57.6% similar) in 66 aa overlap (16-80:410-474) 
 
                              10        20        30        40      
AAD-12                QTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIF 
                                     ::.. .:  :.   ..: :..  ..:.:   
gi|298 EQAFCNLKFKQNVNRPSRADVFNPRAGRINTVNSNNLPILEFIQLSAQHVVLYKNAILG- 
     380       390       400       410       420       430          
 
          50        60        70         80                         
AAD-12 PGQHLSNDQQITFAKRFGAIERIGG-GDIVAISNVK                         
       :  .:.  . .  ..  : .. .:  :  :  .::.                         
gi|298 PRWNLNAHSALYVTRGEGRVQVVGDEGRSVFDDNVQRGQILVVPQGFAVVLKAGREGLEW 
      440       450       460       470       480       490         
 
gi|298 VELKNDDNAITSPIAGKTSVLRAIPVEVLANSYDISTKEAFRLKNGRQEVEVFLPFQSRD 
      500       510       520       530       540       550         
 
>>gi|28881457|emb|CAD46561.1| profilin [Malus x domestic  (131 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.1  bits: 17.7 E():   71 
Smith-Waterman score: 43; 27.5% identity (55.1% similar) in 69 aa overlap (6-69:60-123) 
 
                                        10            20         30 
AAD-12                          QTTLQITPTGATLGAT----VTGVHLATL-DDAGF 
                                     ..:::  ::.:    . :   :..    :  
gi|288 GSVWSQSASFPAFKPEEIAAILKDFDQPGTLAPTGLFLGGTKYMVIQGEPGAVIRGKKGS 
      30        40        50        60        70        80          
 
               40        50        60        70        80 
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AAD-12 AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK 
       ...     ..::::  : .   :. .: ..   ..::.:            
gi|288 GGITIKKTSQALLI--GIY---DEPVTPGQCNIVVERLGDYLIEQGL    
      90       100            110       120       130     
 
>>gi|164510858|emb|CAK93753.1| profilin [Malus x domesti  (131 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.1  bits: 17.7 E():   71 
Smith-Waterman score: 43; 27.5% identity (55.1% similar) in 69 aa overlap (6-69:60-123) 
 
                                        10            20         30 
AAD-12                          QTTLQITPTGATLGAT----VTGVHLATL-DDAGF 
                                     ..:::  ::.:    . :   :..    :  
gi|164 GSVWAQSATFPAFKPEEIAAILKDFDQPGTLAPTGLFLGGTKYMVIQGEPGAVIRGKKGS 
      30        40        50        60        70        80          
 
               40        50        60        70        80 
AAD-12 AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK 
       ...     ..::::  : .   :. .: ..   ..::.:            
gi|164 GGITIKKTSQALLI--GIY---DEPVTPGQCNIVVERLGDYLIEQGL    
      90       100            110       120       130     
 
>>gi|164510860|emb|CAK93757.1| profilin [Malus x domesti  (131 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.1  bits: 17.7 E():   71 
Smith-Waterman score: 43; 27.5% identity (55.1% similar) in 69 aa overlap (6-69:60-123) 
 
                                        10            20         30 
AAD-12                          QTTLQITPTGATLGAT----VTGVHLATL-DDAGF 
                                     ..:::  ::.:    . :   :..    :  
gi|164 GSVWAQSATFPAFKPEEIAAILKDFDQPGTLAPTGLFLGGTKYMVIQGEPGAVIRGKKGS 
      30        40        50        60        70        80          
 
               40        50        60        70        80 
AAD-12 AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK 
       ...     ..::::  : .   :. .: ..   ..::.:            
gi|164 GGITIKKTSQALLI--GIY---DEPVTPGQCNIVVERLGDYLIEQGL    
      90       100            110       120       130     
 
>>gi|14423875|sp|Q9XF42.1|PROF3_MALDO RecName: Full=Prof  (131 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.1  bits: 17.7 E():   71 
Smith-Waterman score: 43; 27.5% identity (55.1% similar) in 69 aa overlap (6-69:60-123) 
 
                                        10            20         30 
AAD-12                          QTTLQITPTGATLGAT----VTGVHLATL-DDAGF 
                                     ..:::  ::.:    . :   :..    :  
gi|144 GSVWSQSASFPAFKPEEIAAILKDFDQPGTLAPTGLFLGGTKYMVIQGEPGAVIRGKKGS 
      30        40        50        60        70        80          
 
               40        50        60        70        80 
AAD-12 AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK 
       ...     ..::::  : .   :. .: ..   ..::.:            
gi|144 GGITIKKTSQALLI--GIY---DEPVTPGQCNIVVERLGDYLIEQGL    
      90       100            110       120       130     
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 68.9  bits: 19.2 E():   72 
Smith-Waterman score: 51; 27.4% identity (58.9% similar) in 73 aa overlap (7-76:19-85) 
 
                           10        20        30        40         
AAD-12             QTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                         . : ::::  ::   . ..: .:. ..  : .   : .. :: 
gi|215 MATTKSFLILFFMILATTSSTCATLGEMVT---VLSIDGGGIKGIIPAII---LEFLEGQ 
               10        20        30           40           50     
 
         50        60         70        80                          
AAD-12 --HLSNDQQITFAKRFGAIERIG-GGDIVAISNVK                          
         ...:...  .:  : .:   . :: ..:.                              
gi|215 LQEVDNNKDARLADYFDVIGGTSTGGLLTAMITTPNENNRPFAAAKDIVPFYFEHGPHIF 
           60        70        80        90       100       110     
 
gi|215 NYSGSIFGPRYDGKYLLQVLQEKLGETRVHQALTEVAISSFDIKTNKPVIFTKSNLAESP 
          120       130       140       150       160       170     
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>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.4  bits: 18.9 E():   77 
Smith-Waterman score: 47; 41.4% identity (58.6% similar) in 29 aa overlap (8-36:54-82) 
 
                                      10        20        30        
AAD-12                        QTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAW 
                                     :.::.  ::.   .:    .::: :  ::  
gi|113 YAADVGYGAPATLATPATPAAPAAGYTPAAPAGAAPKATTDEQKLIEKINAGFKAAVAAA 
            30        40        50        60        70        80    
 
        40        50        60        70        80                  
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK                  
                                                                    
gi|113 AGVPAVDKYKTFVATFGTASNKAFAEALSTEPKGAAAASSNAVLTSKLDAAYKLAYKSAE 
            90       100       110       120       130       140    
 
>>gi|886967|emb|CAA59340.1| low molecular weight gluteni  (276 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 68.3  bits: 18.6 E():   78 
Smith-Waterman score: 46; 30.3% identity (63.6% similar) in 33 aa overlap (30-61:57-89) 
 
                10        20        30        40         50         
AAD-12  QTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITF 
                                     :.  .  . :. : :.: :  .:..::  : 
gi|886 PIQQQPQPFPQQPPCSQQQQPPLSQQQQPPFSQQQPPFSQQELPILPQQPPFSQQQQPQF 
         30        40        50        60        70        80       
 
       60        70        80                                       
AAD-12 AKRFGAIERIGGGDIVAISNVK                                       
       ...                                                          
gi|886 SQQQQPFPQQQQPLLLQQPPFSQQRPPFSQQQQQPVLPQQPPFSQQQQQQPILPQQPPFS 
         90       100       110       120       130       140       
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 68.1  bits: 19.9 E():   80 
Smith-Waterman score: 50; 22.6% identity (53.2% similar) in 62 aa overlap (2-63:171-231) 
 
                                            10        20        30  
AAD-12                              QTTLQITPTGATLGATVTGVHLATLDDAGFA 
                                     :.::    :  .:    : . ..:.. :   
gi|217 PGQASPQQPGQGQQPGKWQEPGQGQQWYYPTSLQQPGQGQQIGKGKQGYYPTSLQQPG-Q 
              150       160       170       180       190           
 
              40        50        60        70        80            
AAD-12 ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK            
       . . .  :..      :: .. :: . ....:                             
gi|217 GQQIGQGQQGYYPTSPQHTGQRQQPVQGQQIGQGQQPEQGQQPGQWQQGYYPTSPQQLGQ 
     200       210       220       230       240       250          
 
gi|217 GQQPGQWQQSGQGQQGHYPTSLQQPGQGQQGHYLASQQQPAQGQQGHYPASQQQPGQGQQ 
     260       270       280       290       300       310          
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.0  bits: 18.6 E():   81 
Smith-Waterman score: 46; 33.3% identity (57.1% similar) in 21 aa overlap (40-60:79-99) 
 
      10        20        30        40        50        60          
AAD-12 GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG 
                                     : .: :: : : .  . .: .          
gi|624 QSQQQCLQQPQHQFPQPTQQFPQRPLLPFTHPFLTFPDQLLPQPPHQSFPQPPQSYPQPP 
       50        60        70        80        90       100         
 
      70        80                                                  
AAD-12 GGDIVAISNVK                                                  
                                                                    
gi|624 LQPFPQPPQQKYPEQPQQPFPWQQPTIQLYLQQQLNPCKEFLLQQCRPVSLLSYLWSKIV 
      110       120       130       140       150       160         
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.0  bits: 18.6 E():   81 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (8-64:25-74) 
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                                10          20        30        40  
AAD-12                  QTTLQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
              50        60        70        80                      
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK                      
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.0  bits: 18.6 E():   81 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (8-64:25-74) 
 
                                10          20        30        40  
AAD-12                  QTTLQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
              50        60        70        80                      
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK                      
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.0  bits: 18.6 E():   81 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (8-64:25-74) 
 
                                10          20        30        40  
AAD-12                  QTTLQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
              50        60        70        80                      
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK                      
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.0  bits: 18.6 E():   81 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (8-64:25-74) 
 
                                10          20        30        40  
AAD-12                  QTTLQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
              50        60        70        80                      
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK                      
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.0  bits: 18.6 E():   81 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (8-64:25-74) 
 
                                10          20        30        40  
AAD-12                  QTTLQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
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              50        60        70        80                      
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK                      
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.0  bits: 18.6 E():   81 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (8-64:25-74) 
 
                                10          20        30        40  
AAD-12                  QTTLQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
              50        60        70        80                      
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK                      
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.0  bits: 18.6 E():   81 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (8-64:25-74) 
 
                                10          20        30        40  
AAD-12                  QTTLQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
              50        60        70        80                      
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK                      
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.0  bits: 18.6 E():   81 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (8-64:25-74) 
 
                                10          20        30        40  
AAD-12                  QTTLQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
              50        60        70        80                      
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK                      
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.0  bits: 18.6 E():   81 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (8-64:25-74) 
 
                                10          20        30        40  
AAD-12                  QTTLQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
              50        60        70        80                      
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK                      
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 92



 

 

 initn:  37 init1:  37 opt:  46  Z-score: 68.0  bits: 18.6 E():   81 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (8-64:25-74) 
 
                                10          20        30        40  
AAD-12                  QTTLQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
              50        60        70        80                      
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK                      
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.0  bits: 18.6 E():   81 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (8-64:25-74) 
 
                                10          20        30        40  
AAD-12                  QTTLQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
              50        60        70        80                      
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK                      
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triticum   (439 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.0  bits: 19.3 E():   81 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (45-55:103-113) 
 
           20        30        40        50        60        70     
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|739 FLQQQQIPQQQIPQQHQIPQQPQQFPQQQQFPQQHQSPQQQFPQQQFPQQKLPQQEFPQQ 
             80        90       100       110       120       130   
 
           80                                                       
AAD-12 AISNVK                                                       
                                                                    
gi|739 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
            140       150       160       170       180       190   
 
>>gi|46410859|gb|AAR98518.1| major latex allergen Hev b   (366 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.7  bits: 19.0 E():   84 
Smith-Waterman score: 47; 30.8% identity (56.4% similar) in 39 aa overlap (30-68:231-269) 
 
                10        20        30        40        50          
AAD-12  QTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     .:.:::  : . :  .   .:  . . :   
gi|464 ARKFVVENVAPLGLIPFIKQTSDNSTLFYELASLHAMKLPQILEKIQDGYLFPEFNYTVF 
              210       220       230       240       250       260 
 
      60        70        80                                        
AAD-12 KRFGAIERIGGGDIVAISNVK                                        
       . :: :..:                                                    
gi|464 NYFGIIKEIIDAPGEHGFKYGDIACCGNSTYRGQACGFLDYEFCVCGNKTEYLFFDGTHN 
              270       280       290       300       310       320 
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 66.9  bits: 18.0 E():   93 
Smith-Waterman score: 46; 25.7% identity (65.7% similar) in 35 aa overlap (22-56:54-84) 
 
                        10        20        30        40        50  
AAD-12          QTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLS 
                                     . ::.: ::      : ..:.: . ... . 
gi|161 FGVNLNLKVTNLMAGEHLTPEFLKMNPQHTIPTLNDNGFCL----WESRAILSYLADQYG 
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            30        40        50        60            70          
 
              60        70        80                                
AAD-12 NDQQITFAKRFGAIERIGGGDIVAISNVK                                
       .:...                                                        
gi|161 KDDSLYPKDPKKRALVDQRLYFDLGTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFL 
      80        90       100       110       120       130          
 
>>gi|218059733|emb|CAT99619.1| profilin [Malus x domesti  (115 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.9  bits: 17.1 E():   93 
Smith-Waterman score: 41; 27.5% identity (55.1% similar) in 69 aa overlap (6-69:44-107) 
 
                                        10            20         30 
AAD-12                          QTTLQITPTGATLGAT----VTGVHLATL-DDAGF 
                                     ..:::  ::.:    . :   :..    :  
gi|218 GSVWAQSATFPAFKPEEIAAILKDFDQPGTLAPTGLFLGGTKYMVIQGEPGAVIRGKKGS 
            20        30        40        50        60        70    
 
               40        50        60        70        80 
AAD-12 AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK 
       ...     ..::::  : .   :. .: ..   ..::.:            
gi|218 GGITIKKTSQALLI--GIY---DEPLTPGQCNIVVERLGDYLIEQGL    
            80          90          100       110         
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.9  bits: 19.3 E():   93 
Smith-Waterman score: 48; 26.2% identity (61.9% similar) in 42 aa overlap (30-71:240-281) 
 
                10        20        30        40        50          
AAD-12  QTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     :...   .:..:. .   : ..: .  : . 
gi|370 RQEEREFSPRGQHSRRERAGQEEENEGGNIFSGFTPEFLEQAFQVDDRQIVQNLRGETES 
     210       220       230       240       250       260          
 
      60        70        80                                        
AAD-12 KRFGAIERIGGGDIVAISNVK                                        
       .. :::  . ::                                                 
gi|370 EEEGAIVTVRGGLRILSPDRKRRADEEEEYDEDEYEYDEEDRRRGRGSRGRGNGIEETIC 
     270       280       290       300       310       320          
 
>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.7  bits: 19.3 E():   95 
Smith-Waterman score: 48; 30.0% identity (63.3% similar) in 30 aa overlap (26-55:288-317) 
 
                    10        20        30        40        50      
AAD-12      QTTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQ 
                                     : :  .:   .. ....:.:   : :..:: 
gi|572 ASLEGLSPNVPLYKVTEGNEPCFFTTFFSWDPAKRSAHGNSFQKKVMLLFGVGHASENQQ 
       260       270       280       290       300       310        
 
          60        70        80                                    
AAD-12 ITFAKRFGAIERIGGGDIVAISNVK                                    
                                                                    
gi|572 RSNGSGGPTQRASALAALNSAFSSPSPPKSSSAPRPAGTSSASQRAAAIAALSGVLTAEK 
       320       330       340       350       360       370        
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:29 2011 done: Fri Jan 21 00:02:29 2011 
 Total Scan time:  0.080 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
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Query: fasta_input.txt 
  1>>>AAD-12: 4  - 83 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     3     0:= 
  30     4     2:* 
  32     7     8:=* 
  34    23    22:=====* 
  36    53    44:==========*=== 
  38    53    73:==============    * 
  40    84   102:=====================    * 
  42   142   125:===============================*==== 
  44   192   138:==================================*============= 
  46   127   140:================================  * 
  48   111   134:============================     * 
  50   100   122:=========================     * 
  52    74   108:===================       * 
  54    69    92:==================    * 
  56    72    77:================== * 
  58    60    63:===============* 
  60    64    51:============*=== 
  62    75    41:==========*======== 
  64    48    33:========*=== 
  66    23    26:======* 
  68    22    20:====*= 
  70    18    16:===*= 
  72    22    12:==*=== 
  74     8    10:==* 
  76    13     8:=*== 
  78     6     6:=* 
  80     3     5:=* 
  82     2     3:* 
  84     3     3:* 
  86     2     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     4     1:* 
  92     1     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.79190.00344; mu= 7.5705 0.177 
 mean_var=40.040610.797, 0's: 2 Z-trim: 2  B-trim: 56 in 1/43 
 Lambda= 0.202686 
 Kolmogorov-Smirnov  statistic: 0.0504 (N=29) at  58 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.080 
 
The best scores are:                                      opt bits E(1491) 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   60 22.7     3.8 
gi|59895730|gb|AAX11262.1| pectin methylesterase a ( 339)   61 23.0     4.8 
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gi|59895728|gb|AAX11261.1| pectin methylesterase a ( 339)   61 23.0     4.8 
gi|225810597|gb|ACO34813.1| Sal k 1 pollen allerge ( 339)   61 23.0     4.8 
gi|886963|emb|CAA59338.1| low molecular weight glu ( 229)   59 22.4     4.9 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   61 23.0     6.4 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   61 23.0     6.7 
gi|51242679|gb|AAT99258.1| pectin-methyltransferas ( 362)   59 22.4     7.6 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   60 22.7     9.1 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   58 22.1     9.4 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   58 22.1     9.4 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   55 21.3      14 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   52 20.4      14 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   45 18.3      15 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   51 20.1      17 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   54 21.0      19 
gi|21413|emb|CAA45723.1| aspartic proteinase inhib ( 217)   52 20.4      19 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   52 20.4      19 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   56 21.6      20 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   49 19.5      20 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   54 21.0      21 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   53 20.7      22 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   50 19.8      25 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   53 20.7      26 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   53 20.7      26 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   53 20.7      26 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   53 20.7      26 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   53 20.7      26 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   53 20.7      26 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   53 20.7      26 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   53 20.7      26 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   53 20.7      26 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   56 21.6      26 
gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Sub ( 379)   53 20.7      27 
gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Sub ( 269)   51 20.1      29 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   48 19.2      32 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   53 20.7      32 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   52 20.4      32 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   52 20.4      32 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   52 20.4      34 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   47 18.9      34 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   49 19.5      36 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   52 20.4      40 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   53 20.7      42 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 18.6      47 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   46 18.6      47 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 18.6      47 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   46 18.6      47 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   46 18.6      47 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   46 18.6      47 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   46 18.6      47 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   46 18.6      47 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   46 18.6      47 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   46 18.6      47 
gi|121248|sp|P12549.1|GLB76_CHITH RecName: Full=Gl ( 161)   46 18.6      47 
gi|56405054|sp|P84298.1|GLB75_CHITH RecName: Full= ( 161)   46 18.6      47 
gi|121244|sp|P12548.1|GLB73_CHITH RecName: Full=Gl ( 161)   46 18.6      47 
gi|56405052|sp|P84296.1|GLB74_CHITH RecName: Full= ( 161)   46 18.6      47 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   49 19.5      48 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   50 19.8      49 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   44 18.0      50 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   44 18.0      50 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   47 18.9      50 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   50 19.8      51 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   50 19.8      51 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   49 19.5      51 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   48 19.2      53 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   47 18.9      53 
gi|62240392|gb|AAX77384.1| 11S globulin precursor  ( 523)   51 20.1      54 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   43 17.7      55 
gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Ente ( 233)   47 18.9      55 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   53 20.7      55 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   53 20.7      56 
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gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   45 18.3      58 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   45 18.3      58 
gi|11762104|gb|AAG40330.1|AF323974_1 major allerge ( 161)   45 18.3      58 
gi|5726304|gb|AAD48405.1|AF136945_1 major allergen ( 161)   45 18.3      58 
gi|11762102|gb|AAG40329.1|AF323973_1 major allerge ( 161)   45 18.3      58 
gi|15809696|gb|AAL07320.1| profilin [Litchi chinen ( 131)   44 18.0      58 
gi|1336811|gb|AAB36119.1| Sol i 1=antigen {N-termi (  25)   36 15.6      59 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   50 19.8      63 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   50 19.8      63 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   48 19.2      66 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.4      66 
gi|164510860|emb|CAK93757.1| profilin [Malus x dom ( 131)   43 17.7      71 
gi|164510858|emb|CAK93753.1| profilin [Malus x dom ( 131)   43 17.7      71 
gi|28881457|emb|CAD46561.1| profilin [Malus x dome ( 131)   43 17.7      71 
gi|14423875|sp|Q9XF42.1|PROF3_MALDO RecName: Full= ( 131)   43 17.7      71 
gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=1 ( 565)   50 19.8      71 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   48 19.2      73 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   47 18.9      78 
gi|886967|emb|CAA59340.1| low molecular weight glu ( 276)   46 18.6      79 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   46 18.6      82 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   50 19.8      82 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   46 18.6      82 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   46 18.6      82 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   46 18.6      82 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   46 18.6      82 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   46 18.6      82 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   46 18.6      82 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   46 18.6      82 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   46 18.6      82 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   46 18.6      82 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   46 18.6      82 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   46 18.6      82 
gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triti ( 439)   48 19.2      83 
gi|46410859|gb|AAR98518.1| major latex allergen He ( 366)   47 18.9      85 
gi|218059733|emb|CAT99619.1| profilin [Malus x dom ( 115)   41 17.1      93 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   44 18.0      93 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   48 19.2      95 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   48 19.2      97 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 92.0  bits: 22.7 E():  3.8 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (44-75:133-160) 
 
            20        30        40        50        60        70    
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|221 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
            110       120       130       140           150         
 
            80                                                      
AAD-12 AISNVKA                                                      
       :.                                                           
gi|221 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
      160       170       180       190       200       210         
 
>>gi|59895730|gb|AAX11262.1| pectin methylesterase aller  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 90.3  bits: 23.0 E():  4.8 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (19-51:238-270) 
 
                           10        20        30        40         
AAD-12             TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|598 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
       50        60        70        80                             
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKA                             
       ::.                                                          
gi|598 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
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>>gi|59895728|gb|AAX11261.1| pectin methylesterase aller  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 90.3  bits: 23.0 E():  4.8 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (19-51:238-270) 
 
                           10        20        30        40         
AAD-12             TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|598 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
       50        60        70        80                             
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKA                             
       ::.                                                          
gi|598 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|225810597|gb|ACO34813.1| Sal k 1 pollen allergen [S  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 90.3  bits: 23.0 E():  4.8 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (19-51:238-270) 
 
                           10        20        30        40         
AAD-12             TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|225 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
       50        60        70        80                             
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKA                             
       ::.                                                          
gi|225 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|886963|emb|CAA59338.1| low molecular weight gluteni  (229 aa) 
 initn:  39 init1:  39 opt:  59  Z-score: 90.1  bits: 22.4 E():  4.9 
Smith-Waterman score: 59; 26.4% identity (56.6% similar) in 53 aa overlap (12-60:3-55) 
 
               10        20        30        40            50       
AAD-12 TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHAL----LIFPGQHLSNDQQIT 
                  : :.:.   .: .. . . .:.  : :. :     .:: :.   .::   
gi|886          FALIAVVATSTIAQMETSCIPGLERPWQQQPLPPQQTLFPQQQPFPQQQPP 
                        10        20        30        40        50  
 
         60        70        80                                     
AAD-12 FAKRFGAIERIGGGDIVAISNVKA                                     
       :...                                                         
gi|886 FSQQQPSFSQQQPPFSQQQPILPEPPFSLQQQPVLPQQSPFSQQQLVLPPQQQQQLPQQQ 
              60        70        80        90       100       110  
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 88.1  bits: 23.0 E():  6.4 
Smith-Waterman score: 61; 38.7% identity (58.1% similar) in 31 aa overlap (45-75:108-138) 
 
           20        30        40        50        60        70     
AAD-12 TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA 
                                     : :  .. :.  :  :   :.:.  :::.: 
gi|259 YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIA 
        80        90       100       110       120       130        
 
           80                                                       
AAD-12 ISNVKA                                                       
       :                                                            
gi|259 IPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGR 
       140       150       160       170       180       190        
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  60 init1:  60 opt:  61  Z-score: 87.7  bits: 23.0 E():  6.7 
Smith-Waterman score: 61; 32.7% identity (59.6% similar) in 52 aa overlap (22-69:83-134) 
 
                        10        20        30        40            
AAD-12          TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH--L 
                                     .: :.:: ::.... :.  :  .: ::  . 
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gi|215 NPTGGHSKMESKPILNGHGYCHIHFWIGSESTKDEAGVAAIKSVELDDFLGGYPVQHREI 
             60        70        80        90       100       110   
 
      50        60          70        80                            
AAD-12 SNDQQITFAKRF--GAIERIGGGDIVAISNVKA                            
        . ..  :.. :  : :   ::                                       
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
>>gi|51242679|gb|AAT99258.1| pectin-methyltransferase pr  (362 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 86.7  bits: 22.4 E():  7.6 
Smith-Waterman score: 59; 33.3% identity (57.6% similar) in 33 aa overlap (19-51:261-293) 
 
                           10        20        30        40         
AAD-12             TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|512 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFDAARVVFSYCN 
              240       250       260       270       280       290 
 
       50        60        70        80                             
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKA                             
       ::.                                                          
gi|512 LSDAAKPEGWSDNNKPEAQKTILFGEYKNTGPGAAPDKRAPYTKQLTEADAKTFTSLEYI 
              300       310       320       330       340       350 
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 85.2  bits: 22.7 E():  9.1 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (44-75:131-158) 
 
            20        30        40        50        60        70    
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|213 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
              110       120       130       140           150       
 
            80                                                      
AAD-12 AISNVKA                                                      
       :.                                                           
gi|213 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
        160       170       180       190       200       210       
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  40 init1:  40 opt:  58  Z-score: 85.0  bits: 22.1 E():  9.4 
Smith-Waterman score: 58; 26.5% identity (59.2% similar) in 49 aa overlap (7-55:168-215) 
 
                                       10        20        30       
AAD-12                         TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAW 
                                     : :  .:: .......  : :.:  ..    
gi|269 EYGTVDSATLIVESNYFSAVNLKIVNSAPRPDGKRVGAQAAALRISG-DKASFYNVKIYG 
       140       150       160       170       180        190       
 
         40        50        60        70        80                 
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA                 
       .: .:    :.:. .:  :                                          
gi|269 FQDTLCDDKGKHFYKDCYIEGTVDFIFGSGKSIFLNTELHAVPGDQPAIITAQARKTDSE 
        200       210       220       230       240       250       
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  40 init1:  40 opt:  58  Z-score: 85.0  bits: 22.1 E():  9.4 
Smith-Waterman score: 58; 26.5% identity (59.2% similar) in 49 aa overlap (7-55:168-215) 
 
                                       10        20        30       
AAD-12                         TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAW 
                                     : :  .:: .......  : :.:  ..    
gi|682 EYGTVDSATLIVESNYFSAVNLKIVNSAPRPDGKRVGAQAAALRISG-DKASFYNVKIYG 
       140       150       160       170       180        190       
 
         40        50        60        70        80                 
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA                 
       .: .:    :.:. .:  :                                          
gi|682 FQDTLCDDKGKHFYKDCYIEGTVDFIFGSGKSIFLNTELHAVPGDQPAIITAQARKTESE 
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        200       210       220       230       240       250       
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 82.1  bits: 21.3 E():   14 
Smith-Waterman score: 55; 30.4% identity (54.3% similar) in 46 aa overlap (12-54:9-54) 
 
               10        20        30        40           50        
AAD-12 TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHAL---LIFPGQHLSNDQQITF 
                  : :.:.   .: .: . . .:.  : :. :     :: :   ..::    
gi|219    MKTFLVFALLAVVATSAIAQMDTSCIPGLERPWQQQPLPPQQTFPQQPPFSQQQQQQ 
                  10        20        30        40        50        
 
        60        70        80                                      
AAD-12 AKRFGAIERIGGGDIVAISNVKA                                      
                                                                    
gi|219 PFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQQQLILPPQQQQQLPQQQISIVQ 
        60        70        80        90       100       110        
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 81.8  bits: 20.4 E():   14 
Smith-Waterman score: 52; 25.0% identity (58.9% similar) in 56 aa overlap (7-62:91-141) 
 
                                       10        20        30       
AAD-12                         TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAW 
                                     :.: ::    . .....  :.: . :. .  
gi|241 EGFPFRYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGG-SILKISN 
               70        80        90       100       110           
 
         40        50        60        70        80  
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA  
         :.     :.:  ...::  .:..:                    
gi|241 KYHT----KGDHEVKEEQIKASKEMGETLLRAVESYLLAHSDAYN 
     120           130       140       150       160 
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 81.4  bits: 18.3 E():   15 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (53-76:17-38) 
 
             30        40        50        60        70        80 
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     ::.  : .. :. :. ::: .. :     
gi|217               LVSVEHQAARLKVAKAQQL--AAQLPAMCRLEGGDALSASQ    
                             10          20        30             
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 80.2  bits: 20.1 E():   17 
Smith-Waterman score: 51; 25.0% identity (57.1% similar) in 56 aa overlap (7-62:91-141) 
 
                                       10        20        30       
AAD-12                         TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAW 
                                     :.: ::    . ....:  :.:  .:. .  
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVTTPDGG-CVLKISN 
               70        80        90       100       110           
 
         40        50        60        70        80  
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA  
         :.     :.:  . .:.  .:..:                    
gi|400 KYHT----KGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
     120           130       140       150       160 
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 79.5  bits: 21.0 E():   19 
Smith-Waterman score: 54; 30.4% identity (54.3% similar) in 46 aa overlap (14-59:13-54) 
 
               10        20        30        40        50        60 
AAD-12 TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 
                    : . :.    .: .:    .. :::. :.    : ::.. : :: .  
gi|170  MKTLLILTILAMAITIGTANIQVDPSG----QVQWLQQQLVPQLQQPLSQQPQQTFPQP 
                10        20            30        40        50      
 
               70        80                                         
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AAD-12 FGAIERIGGGDIVAISNVKA                                         
                                                                    
gi|170 QQTFPHQPQQQVPQPQQPQQPFLQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQ 
          60        70        80        90       100       110      
 
>>gi|21413|emb|CAA45723.1| aspartic proteinase inhibitor  (217 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 79.5  bits: 20.4 E():   19 
Smith-Waterman score: 52; 22.7% identity (54.7% similar) in 75 aa overlap (1-68:125-197) 
 
                                             10          20         
AAD-12                               TTLQITPTGATLGATV--TGVHLATLDDAG 
                                     :  ..    :.::. .  ::  ..  :..  
gi|214 RFSHFGQGIFENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTIGQADSSW 
          100       110       120       130       140       150     
 
       30        40             50        60        70        80    
AAD-12 FAALHAAWLQHALLIFP-----GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA    
       :  .... . . ::  :     .  .:.:.:  :  . :.... :                
gi|214 FKIVKSSQFGYNLLYCPVTSTMSCPFSSDDQ--FCLKVGVVHQNGKRRLALVKDNPLDVS 
          160       170       180         190       200       210   
 
gi|214 FKQVQ 
             
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 79.3  bits: 20.4 E():   19 
Smith-Waterman score: 52; 22.7% identity (54.7% similar) in 75 aa overlap (1-68:129-201) 
 
                                             10          20         
AAD-12                               TTLQITPTGATLGATV--TGVHLATLDDAG 
                                     :  ..    :.::. .  ::  ..  :..  
gi|201 SSSHFGQGIFENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTIGQADSSW 
      100       110       120       130       140       150         
 
       30        40             50        60        70        80    
AAD-12 FAALHAAWLQHALLIFP-----GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA    
       :  .... . . ::  :     .  .:.:.:  :  . :.... :                
gi|201 FKIVKSSQFGYNLLYCPVTSTMSCPFSSDDQ--FCLKVGVVHQNGKRRLALVKDNPLDVS 
      160       170       180         190       200       210       
 
gi|201 FKQVQ 
        220  
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 79.0  bits: 21.6 E():   20 
Smith-Waterman score: 56; 40.6% identity (56.2% similar) in 32 aa overlap (46-75:153-184) 
 
          20        30        40        50          60        70    
AAD-12 VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK--RFGAIERIGGGDIV 
                                     ::.   .::  : .  :    .::  ::.: 
gi|258 QGQQEQQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVV 
            130       140       150       160       170       180   
 
            80                                                      
AAD-12 AISNVKA                                                      
       ::                                                           
gi|258 AIPAGVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQ 
            190       200       210       220       230       240   
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.0  bits: 19.5 E():   20 
Smith-Waterman score: 49; 36.4% identity (72.7% similar) in 22 aa overlap (26-47:20-41) 
 
               10        20        30        40        50        60 
AAD-12 TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 
                                :.. :.: : . .:..: : .:              
gi|217       MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQ 
                     10        20        30        40        50     
 
               70        80                                         
AAD-12 FGAIERIGGGDIVAISNVKA                                         
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gi|217 NLPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLN 
           60        70        80        90       100       110     
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 78.8  bits: 21.0 E():   21 
Smith-Waterman score: 54; 27.3% identity (78.8% similar) in 33 aa overlap (3-35:282-314) 
 
                                           10        20        30   
AAD-12                             TTLQITPTGATLGATVTGVHLATLDDAGFAAL 
                                     ..:.  :.....: :: . ..:. ...:.  
gi|122 NYPARYSGVMAVAAVDQNGQRASFSTYGPEIEISAPGVNVNSTYTGNRYVSLSGTSMATP 
             260       270       280       290       300       310  
 
             40        50        60        70        80   
AAD-12 HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA   
       :.:                                                
gi|122 HVAGVAALVKSRYPSYTNNQIRQRINQTATYLGSPSLYGNGLVHAGRATQ 
             320       330       340       350       360  
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 78.2  bits: 20.7 E():   22 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (33-76:194-239) 
 
             10        20        30        40         50        60  
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|261 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
           170       180       190       200       210       220    
 
              70         80                                         
AAD-12 GAIERIGGGDI-VAISNVKA                                         
       .:.:: .::.. :..:                                             
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 77.3  bits: 19.8 E():   25 
Smith-Waterman score: 50; 25.0% identity (55.0% similar) in 60 aa overlap (15-73:33-91) 
 
                               10        20        30        40     
AAD-12                 TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIF 
                                     :: .  :  ::   ..: :..  ..:.:   
gi|697 EQAFCNLKFRQNVNNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILG- 
             10        20        30        40        50        60   
 
           50        60         70        80                        
AAD-12 PGQHLSNDQQITFAKRFGAIERIGG-GDIVAISNVKA                        
       :  .:.  . .  ..  : .. .:  :. :                               
gi|697 PRWNLNAHSALYVTRGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVV 
              70        80        90       100       110       120  
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.9  bits: 20.7 E():   26 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (33-76:230-275) 
 
             10        20        30        40         50        60  
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLANIYPYFTYADNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
              70         80                                         
AAD-12 GAIERIGGGDI-VAISNVKA                                         
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.9  bits: 20.7 E():   26 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (33-76:230-275) 
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             10        20        30        40         50        60  
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|270 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
              70         80                                         
AAD-12 GAIERIGGGDI-VAISNVKA                                         
       .:.:: .::.. :..:                                             
gi|270 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPDRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.9  bits: 20.7 E():   26 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (33-76:230-275) 
 
             10        20        30        40         50        60  
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLTNIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
              70         80                                         
AAD-12 GAIERIGGGDI-VAISNVKA                                         
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.9  bits: 20.7 E():   26 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (33-76:230-275) 
 
             10        20        30        40         50        60  
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
              70         80                                         
AAD-12 GAIERIGGGDI-VAISNVKA                                         
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.9  bits: 20.7 E():   26 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (33-76:230-275) 
 
             10        20        30        40         50        60  
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
              70         80                                         
AAD-12 GAIERIGGGDI-VAISNVKA                                         
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.9  bits: 20.7 E():   26 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (33-76:230-275) 
 
             10        20        30        40         50        60  
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSSXSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
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              70         80                                         
AAD-12 GAIERIGGGDI-VAISNVKA                                         
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.9  bits: 20.7 E():   26 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (33-76:230-275) 
 
             10        20        30        40         50        60  
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|327 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
              70         80                                         
AAD-12 GAIERIGGGDI-VAISNVKA                                         
       .:.:: .::.. :..:                                             
gi|327 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.9  bits: 20.7 E():   26 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (33-76:230-275) 
 
             10        20        30        40         50        60  
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|118 GFLSSIRSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
              70         80                                         
AAD-12 GAIERIGGGDI-VAISNVKA                                         
       .:.:: .::.. :..:                                             
gi|118 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.9  bits: 20.7 E():   26 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (33-76:230-275) 
 
             10        20        30        40         50        60  
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|268 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
              70         80                                         
AAD-12 GAIERIGGGDI-VAISNVKA                                         
       .:.:: .::.. :..:                                             
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  48 init1:  48 opt:  56  Z-score: 76.9  bits: 21.6 E():   26 
Smith-Waterman score: 56; 21.4% identity (52.9% similar) in 70 aa overlap (1-70:186-254) 
 
                                             10        20        30 
AAD-12                               TTLQITPTGATLGATVTGVHLATLDDAGFA 
                                     ..::    :  .:    : . ..:.. :   
gi|220 GKWQELGQGQQGYYPTSLHQSGQGQQGYYPSSLQQPGQGQQIGQGQQGYYPTSLQQPG-Q 
         160       170       180       190       200       210      
 
               40        50        60        70        80           
AAD-12 ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA           
       . . .  :..      :: .. ::   ....:  ...: :                     
gi|220 GQQIGQGQQGYYPTSPQHPGQRQQPGQGQQIGQGQQLGQGRQIGQGQQSGQGQQGYYPTS 
          220       230       240       250       260       270     
 
gi|220 PQQLGQGQQPGQWQQSGQGQQGYYPTSQQQPGQGQQGQYPASQQQPGQGQQGQYPASQQQ 
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          280       290       300       310       320       330     
 
>>gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Subtili  (379 aa) 
 initn:  47 init1:  47 opt:  53  Z-score: 76.8  bits: 20.7 E():   27 
Smith-Waterman score: 53; 29.4% identity (56.9% similar) in 51 aa overlap (3-53:300-349) 
 
                                           10        20        30   
AAD-12                             TTLQITPTGATLGATVTGVHLATLDDAGFAAL 
                                     :..   :: . .:      :::. ...:.  
gi|135 GYPAKYDSVIAVGAVDSNSNRASFSSVGAELEVMAPGAGVYSTYPTSTYATLNGTSMASP 
     270       280       290       300       310       320          
 
             40        50        60        70        80    
AAD-12 HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA    
       :.:    ::..    .:: .:                               
gi|135 HVAGAA-ALILSKHPNLSASQVRNRLSSTATYLGSSFYYGKGLINVEAAAQ 
     330        340       350       360       370          
 
>>gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Subtili  (269 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.3  bits: 20.1 E():   29 
Smith-Waterman score: 51; 30.3% identity (69.7% similar) in 33 aa overlap (3-35:190-222) 
 
                                           10        20        30   
AAD-12                             TTLQITPTGATLGATVTGVHLATLDDAGFAAL 
                                     :.:.  :... .:  :   :.:. ...:.  
gi|267 SYPARYANAMAVGATDQNNNRASFSQYGAGLDIVAPGVNVQSTYPGSTYASLNGTSMATP 
     160       170       180       190       200       210          
 
             40        50        60        70        80   
AAD-12 HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA   
       :.:                                                
gi|267 HVAGAAALVKQKNPSWSNVQIRNHLKNTATSLGSTNLYGSGLVNAEAATR 
     220       230       240       250       260          
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 75.5  bits: 19.2 E():   32 
Smith-Waterman score: 48; 25.6% identity (62.8% similar) in 43 aa overlap (35-77:78-119) 
 
           10        20        30        40        50        60     
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ....  .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
           70        80                                       
AAD-12 ERIGGGDIVAISNVKA                                       
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 75.4  bits: 20.7 E():   32 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (51-71:330-350) 
 
               30        40        50        60        70        80 
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|149 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
gi|149 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.4  bits: 20.4 E():   32 
Smith-Waterman score: 52; 29.4% identity (56.9% similar) in 51 aa overlap (3-53:300-349) 
 
                                           10        20        30   
AAD-12                             TTLQITPTGATLGATVTGVHLATLDDAGFAAL 
                                     :..   :: . .:      :::. ...:.  
gi|111 GYPAKYDSVIAVGAVDSNSNRASFSSVGAELEVMAPGAGVYSTYPTNTYATLNGTSMASP 
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     270       280       290       300       310       320          
 
             40        50        60        70        80 
AAD-12 HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
       :.:    ::..    .:: .:                            
gi|111 HVAGAA-ALILSKHPNLSASQVRNRLSSTATYLGSSFYYGKGLINV   
     330        340       350       360       370       
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.3  bits: 20.4 E():   32 
Smith-Waterman score: 52; 44.4% identity (83.3% similar) in 18 aa overlap (9-26:184-201) 
 
                                     10        20        30         
AAD-12                       TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQ 
                                     : . :.:.:....:: ::             
gi|495 INVLECEDITFQHVTVTAPGTSINTDGIHVGISKGVTITNTKIATGDDCISIGPGSQNVT 
           160       170       180       190       200       210    
 
       40        50        60        70        80                   
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA                   
                                                                    
gi|495 ITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNGVRVKTWPNSPPGAATDLT 
           220       230       240       250       260       270    
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.9  bits: 20.4 E():   34 
Smith-Waterman score: 52; 26.1% identity (60.9% similar) in 46 aa overlap (36-79:117-160) 
 
          10        20        30          40        50        60    
AAD-12 TPTGATLGATVTGVHLATLDDAGFAALHAAWL--QHALLIFPGQHLSNDQQITFAKRFGA 
                                     :.  :. ..:.  :..   .. :.  : .  
gi|113 IYMVTSDQDDDVVNPKEGTLRFGATQDRPLWIIFQRDMIIYLQQEMVVTSDKTIDGRGAK 
         90       100       110       120       130       140       
 
            70        80                                            
AAD-12 IERIGGGDIVAISNVKA                                            
       .: . ::  ... :::                                             
gi|113 VELVYGG--ITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGDAIHVTGSS 
        150         160       170       180       190       200     
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.9  bits: 18.9 E():   34 
Smith-Waterman score: 47; 42.1% identity (78.9% similar) in 19 aa overlap (5-23:34-52) 
 
                                         10        20        30     
AAD-12                           TTLQITPTGATLGATVTGVHLATLDDAGFAALHA 
                                     ..:.:  :..:: .. :::            
gi|291 HPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSPVLV 
            10        20        30        40        50        60    
 
           40        50        60        70        80               
AAD-12 AWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA               
                                                                    
gi|291 PAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKAREMK 
            70        80        90       100       110       120    
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.5  bits: 19.5 E():   36 
Smith-Waterman score: 49; 33.3% identity (57.1% similar) in 21 aa overlap (34-54:10-30) 
 
            10        20        30        40        50        60    
AAD-12 QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA 
                                     :::.      ::: :  ....          
gi|944                      MKTLGVLFIAAWFIACTHSFPGAHDEDSKEERKNVDTVL 
                                    10        20        30          
 
            70        80                                            
AAD-12 IERIGGGDIVAISNVKA                                            
                                                                    
gi|944 VLPSIERDQMMAATFDFPSLSFEDSDEGSNWNWNTLLRPNFLDGWYQTLQSAISAHMKKV 
      40        50        60        70        80        90          
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>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 73.7  bits: 20.4 E():   40 
Smith-Waterman score: 52; 25.0% identity (65.6% similar) in 32 aa overlap (44-75:117-148) 
 
            20        30        40        50        60        70    
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : :.. .....  :  .   ....  :::. 
gi|303 APKLYYVTQGRGILGVLMPGCPETFQSMSQFQGSREQEEERGRFQDQHQKVHHLKKGDII 
         90       100       110       120       130       140       
 
            80                                                      
AAD-12 AISNVKA                                                      
       ::                                                           
gi|303 AIPAGVALWCYNDGDEDLVTVLVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLR 
        150       160       170       180       190       200       
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 73.2  bits: 20.7 E():   42 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (51-71:330-350) 
 
               30        40        50        60        70        80 
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|169 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
gi|169 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (68-77:109-118) 
 
        40        50        60        70        80                  
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA                  
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
gi|534 KAEALFRAVESYLLAHSDAYN 
      140       150          
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (35-77:77-118) 
 
           10        20        30        40        50        60     
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|402 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
         50        60        70        80        90        100      
 
           70        80                                       
AAD-12 ERIGGGDIVAISNVKA                                       
          :::.:: ::.                                          
gi|402 AAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
         110       120       130       140       150          
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (68-77:110-119) 
 
        40        50        60        70        80                  
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA                  
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
gi|534 KAEALFRAVESYLLAHSDAYN 
     140       150       160 
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>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (35-77:78-119) 
 
           10        20        30        40        50        60     
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
           70        80                                       
AAD-12 ERIGGGDIVAISNVKA                                       
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (35-77:78-119) 
 
           10        20        30        40        50        60     
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
           70        80                                       
AAD-12 ERIGGGDIVAISNVKA                                       
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 46; 23.3% identity (62.8% similar) in 43 aa overlap (35-77:78-119) 
 
           10        20        30        40        50        60     
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :... .   ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLE-KVSHELKIV 
        50        60        70        80        90        100       
 
           70        80                                       
AAD-12 ERIGGGDIVAISNVKA                                       
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (35-77:78-119) 
 
           10        20        30        40        50        60     
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|730 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
           70        80                                       
AAD-12 ERIGGGDIVAISNVKA                                       
          :::.:: ::.                                          
gi|730 AAPGGGSIVKISSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (35-77:78-119) 
 
           10        20        30        40        50        60     
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
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                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
           70        80                                       
AAD-12 ERIGGGDIVAISNVKA                                       
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (35-77:78-119) 
 
           10        20        30        40        50        60     
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
           70        80                                       
AAD-12 ERIGGGDIVAISNVKA                                       
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (35-77:78-119) 
 
           10        20        30        40        50        60     
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
           70        80                                       
AAD-12 ERIGGGDIVAISNVKA                                       
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|121248|sp|P12549.1|GLB76_CHITH RecName: Full=Globin  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (18-34:61-77) 
 
                            10        20        30        40        
AAD-12              TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|121 WKAVSHNEVEILAAVFAAYPDIQNKFSQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
        50        60        70        80                            
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKA                            
                                                                    
gi|121 SGNDSNAAAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLQANVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|56405054|sp|P84298.1|GLB75_CHITH RecName: Full=Glob  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (18-34:61-77) 
 
                            10        20        30        40        
AAD-12              TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|564 WKAVSHNEVEILAAVFAAYPDIQNKFSQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
        50        60        70        80                            
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKA                            
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gi|564 SGNTSNAAAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLQANVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|121244|sp|P12548.1|GLB73_CHITH RecName: Full=Globin  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (18-34:61-77) 
 
                            10        20        30        40        
AAD-12              TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|121 WKAVSHNEVDILAAVFAAYPDIQAKFPQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
        50        60        70        80                            
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKA                            
                                                                    
gi|121 SGNESNASAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLSNHVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|56405052|sp|P84296.1|GLB74_CHITH RecName: Full=Glob  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (18-34:61-77) 
 
                            10        20        30        40        
AAD-12              TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|564 WKAVSHNEVDILAAVFAAYPDIQAKFPQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
        50        60        70        80                            
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKA                            
                                                                    
gi|564 SGNASNAAAVEGLLNKLGSDHKARGVSAAQFGEFRTALVSYLSNHVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.2  bits: 19.5 E():   48 
Smith-Waterman score: 52; 28.6% identity (61.2% similar) in 49 aa overlap (12-60:9-53) 
 
               10        20        30        40        50        60 
AAD-12 TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKR 
                  : :.:.   .: .. . ...:.  : :. :   : :. : .::  :... 
gi|170    MKTFLVFALIAVVATSAIAQMETSCISGLERPWQQQPL---PPQQ-SFSQQPPFSQQ 
                  10        20        30           40         50    
 
               70        80                                         
AAD-12 FGAIERIGGGDIVAISNVKA                                         
                                                                    
gi|170 QQQPLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQQQLVLPPQQQQQ 
            60        70        80        90       100       110    
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 72.0  bits: 19.8 E():   49 
Smith-Waterman score: 50; 26.8% identity (51.2% similar) in 41 aa overlap (40-76:190-230) 
 
      10        20        30        40            50        60      
AAD-12 ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::  .  :    ::.  
gi|215 NKPVIFTKSNLAKSPELDAKMYDICYSTAAAPIYFPPHHFVTHTSNGARYEFNLVDGAVA 
     160       170       180       190       200       210          
 
          70        80                                              
AAD-12 RIGGGDIVAISNVKA                                              
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.8  bits: 18.0 E():   50 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (53-71:35-53) 
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             30        40        50        60        70        80   
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA   
                                     . . ::  ::  . .: .:            
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
gi|191 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.8  bits: 18.0 E():   50 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (53-71:35-53) 
 
             30        40        50        60        70        80   
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA   
                                     . . ::  ::  . .: .:            
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
gi|730 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.8  bits: 18.9 E():   50 
Smith-Waterman score: 47; 31.8% identity (56.8% similar) in 44 aa overlap (37-80:63-102) 
 
         10        20        30        40        50        60       
AAD-12 PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|833 HHQTYVNGLNAALEAQKKAAEANDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
             40        50        60        70           80          
 
         70        80                                               
AAD-12 IGGGDIVAISNVKA                                               
        ::: :     .::                                               
gi|833 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
       90       100       110       120       130       140         
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 71.7  bits: 19.8 E():   51 
Smith-Waterman score: 50; 23.5% identity (56.9% similar) in 51 aa overlap (1-51:316-366) 
 
                                             10        20        30 
AAD-12                               TTLQITPTGATLGATVTGVHLATLDDAGFA 
                                     .....   : .. :.  :    ::. ...: 
gi|458 SNSSPASAAEVCTIAASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMA 
         290       300       310       320       330       340      
 
               40        50        60        70        80   
AAD-12 ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA   
       : :.: .   :. . :   .:                                
gi|458 APHVAGVAAYLMALEGVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
         350       360       370       380       390        
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 71.7  bits: 19.8 E():   51 
Smith-Waterman score: 50; 23.5% identity (56.9% similar) in 51 aa overlap (1-51:316-366) 
 
                                             10        20        30 
AAD-12                               TTLQITPTGATLGATVTGVHLATLDDAGFA 
                                     .....   : .. :.  :    ::. ...: 
gi|668 SNSSPASAAEACTIAASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMA 
         290       300       310       320       330       340      
 
               40        50        60        70        80   
AAD-12 ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA   
       : :.: .   :. . :   .:                                
gi|668 APHVAGVAAYLMALEGVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
         350       360       370       380       390        
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
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 initn:  49 init1:  49 opt:  49  Z-score: 71.7  bits: 19.5 E():   51 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (36-67:176-207) 
 
          10        20        30        40        50        60      
AAD-12 TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
         150       160       170       180       190       200      
 
          70        80                                              
AAD-12 RIGGGDIVAISNVKA                                              
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
         210       220       230       240       250       260      
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.4  bits: 19.2 E():   53 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (44-54:90-100) 
 
            20        30        40        50        60        70    
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
            80                                                      
AAD-12 AISNVKA                                                      
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.4  bits: 18.9 E():   53 
Smith-Waterman score: 47; 31.8% identity (56.8% similar) in 44 aa overlap (37-80:74-113) 
 
         10        20        30        40        50        60       
AAD-12 PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|164 HHQTYVNGLNAALEAQKKAAEATDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
            50        60        70        80           90           
 
         70        80                                               
AAD-12 IGGGDIVAISNVKA                                               
        ::: :     .::                                               
gi|164 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
     100       110       120       130       140       150          
 
>>gi|62240392|gb|AAX77384.1| 11S globulin precursor [Sin  (523 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 71.2  bits: 20.1 E():   54 
Smith-Waterman score: 51; 30.0% identity (63.3% similar) in 30 aa overlap (46-74:173-202) 
 
          20        30        40        50         60        70     
AAD-12 VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQ-QITFAKRFGAIERIGGGDIVA 
                                     ::. ...: :  :   .  .:..  ::..: 
gi|622 QQGQQGQQGQQQGQQGQQGQQGQQGQQGQQGQQGQQQQGQQGFRDMYQKVEHVRHGDVIA 
            150       160       170       180       190       200   
 
           80                                                       
AAD-12 ISNVKA                                                       
                                                                    
gi|622 NTPGSAHWIYNTGDKPLVIISLLDIANYQNQLDRNPRVFRLAGNNPQGGFGGPQQQQPQQ 
            210       220       230       240       250       260   
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.0  bits: 17.7 E():   55 
Smith-Waterman score: 43; 21.1% identity (46.1% similar) in 76 aa overlap (1-76:25-100) 
 
                                       10        20        30       
AAD-12                         TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAW 
                               :. : .  :  ::    : . .. ...: .       
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
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               10        20        30        40        50        60 
 
         40        50        60        70        80 
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
         :.     .  :.  .   .: .. :. :. ::: .  :     
gi|897 PYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ    
               70        80        90       100     
 
>>gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Enteroto  (233 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 71.0  bits: 18.9 E():   55 
Smith-Waterman score: 47; 23.3% identity (51.2% similar) in 43 aa overlap (33-72:44-85) 
 
             10        20        30        40           50          
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLI---FPGQHLSNDQQITFAK 
                                     :  .:::..:.   :  .   ::  . : . 
gi|163 KKSELQGTALGNLKQIYYYNEKAKTENKESHDQFLQHTILFKGFFTDHSWYNDLLVDFDS 
            20        30        40        50        60        70    
 
      60        70        80                                        
AAD-12 RFGAIERIGGGDIVAISNVKA                                        
       .   ...  :  .                                                
gi|163 K-DIVDKYKGKKVDLYGAYYGYQCAGGTPNKTACMYGGVTLHDNNRLTEEKKVPINLWLD 
             80        90       100       110       120       130   
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 71.0  bits: 20.7 E():   55 
Smith-Waterman score: 53; 23.3% identity (55.8% similar) in 43 aa overlap (13-55:675-717) 
 
                                 10        20        30        40   
AAD-12                   TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALL 
                                     :    : . .. ...: .   . ::: .   
gi|170 LQPEQGQQGYYPTSQQQPGQGPQPGQWQQSGQGQQGYYPTSPQQSGQGQQPGQWLQPGQW 
          650       660       670       680       690       700     
 
             50        60        70        80                       
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA                       
       .  : .:.. ::.                                                
gi|170 LQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQ 
          710       720       730       740       750       760     
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 70.9  bits: 20.7 E():   56 
Smith-Waterman score: 53; 23.3% identity (55.8% similar) in 43 aa overlap (13-55:690-732) 
 
                                 10        20        30        40   
AAD-12                   TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALL 
                                     :    : . .. ...: .   . ::: .   
gi|217 LQPEQGQQGYYPTSQQQPGQGPQPGQWQQSGQGQQGYYPTSPQQSGQGQQPGQWLQPGQW 
     660       670       680       690       700       710          
 
             50        60        70        80                       
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA                       
       .  : .:.. ::.                                                
gi|217 LQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQ 
     720       730       740       750       760       770          
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 45; 23.3% identity (60.5% similar) in 43 aa overlap (35-77:78-119) 
 
           10        20        30        40        50        60     
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
           70        80                                       
AAD-12 ERIGGGDIVAISNVKA                                       
          :::..: ::.                                          
gi|167 AAPGGGSVVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
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>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 45; 24.4% identity (61.0% similar) in 41 aa overlap (37-77:80-119) 
 
         10        20        30        40        50        60       
AAD-12 PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :. :.    ....  .   
gi|730 GPGTIKKITFSEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLG-DKLEKVSHELKIVAA 
      50        60        70        80        90        100         
 
         70        80                                       
AAD-12 IGGGDIVAISNVKA                                       
        :::.:: ::.                                          
gi|730 PGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      110       120       130       140       150       160 
 
>>gi|11762104|gb|AAG40330.1|AF323974_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (33-77:77-120) 
 
             10        20        30        40        50         60  
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
              70        80                                       
AAD-12 GAIERIGGGDIVAISNVKA                                       
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|5726304|gb|AAD48405.1|AF136945_1 major allergen Cor  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (33-77:77-120) 
 
             10        20        30        40        50         60  
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|572 GNGGPGTIKKITFAEGNEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
              70        80                                       
AAD-12 GAIERIGGGDIVAISNVKA                                       
       .:  . :::.:. :..                                          
gi|572 AAAPH-GGGSILKITSKYHTKGNASINEEEIKAGKEKAAGLFKAVEAYLLAHPDAYC 
         110        120       130       140       150       160  
 
>>gi|11762102|gb|AAG40329.1|AF323973_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (33-77:77-120) 
 
             10        20        30        40        50         60  
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
              70        80                                       
AAD-12 GAIERIGGGDIVAISNVKA                                       
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|15809696|gb|AAL07320.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 70.7  bits: 18.0 E():   58 
Smith-Waterman score: 44; 25.0% identity (58.9% similar) in 56 aa overlap (27-80:45-100) 
 
                   10        20        30        40        50       
AAD-12     TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 
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                                     : .::.   . . . :   : ::.. . .. 
gi|158 TDGQHLTAAAIIGHDGSVWAQSANFPQFKPAEIAAIMKDFDEPGSLAPTGLHLGGTKYMV 
           20        30        40        50        60        70     
 
         60          70        80                                
AAD-12 FAKRFGAIER--IGGGDIVAISNVKA                                
       .  . ::. :   : : :.. ....:                                
gi|158 IQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL 
           80        90       100       110       120       130  
 
>>gi|1336811|gb|AAB36119.1| Sol i 1=antigen {N-terminal}  (25 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 70.6  bits: 15.6 E():   59 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (5-18:8-21) 
 
                  10        20        30        40        50        
AAD-12    TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 
              :  .: .::. :.:                                        
gi|133 WKIPLNNIQYVGHSLGSHVSGFAAK                                    
               10        20                                         
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 70.1  bits: 19.8 E():   63 
Smith-Waterman score: 50; 22.0% identity (52.5% similar) in 59 aa overlap (9-67:276-333) 
 
                                     10        20        30         
AAD-12                       TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQ 
                                     :.  : . .:  :. .:.  . . :.. :  
gi|505 SLGRIIEFRFYKEITNVFRGNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLG 
         250       260       270       280       290       300      
 
       40        50        60        70        80                   
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA                   
         .  : :. :.    . .:  .: . :.                                
gi|505 FNINCFEGRLLKAATAFMLAWNYG-VPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNIL 
         310       320        330       340       350       360     
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 70.1  bits: 19.8 E():   63 
Smith-Waterman score: 50; 25.0% identity (56.0% similar) in 84 aa overlap (5-76:38-113) 
 
                                         10        20        30     
AAD-12                           TTLQITPTGATLGATVTGVHLATLDDAGFA---- 
                                     :.:.  ..   .: :: ::  :. .:     
gi|108 TPHSGKYEQPTGLFINNEFVKGQEGKTFDVINPSDESV---ITQVHEATEKDVDIAVAAA 
        10        20        30        40           50        60     
 
                 40           50        60           70        80   
AAD-12 --ALHAAWLQHALLIFP---GQHLSNDQQITFAKR---FGAIERIGGGDIVAISNVKA   
         :....: :..    :   :. :.:  .. : :    ..:.: . .:  ....       
gi|108 RKAFEGSWRQET----PENRGKLLNNLANL-FEKNIDLLAAVESLDNGKAISMAKGDISM 
           70            80        90        100       110          
 
gi|108 CVGCLRYYGGWADKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNFPLLMWAWKIGPAIA 
     120       130       140       150       160       170          
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.6  bits: 19.2 E():   66 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (44-54:90-100) 
 
            20        30        40        50        60        70    
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
            80                                                      
AAD-12 AISNVKA                                                      
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
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>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.6  bits: 17.4 E():   66 
Smith-Waterman score: 42; 75.0% identity (87.5% similar) in 8 aa overlap (68-75:29-36) 
 
        40        50        60        70        80                  
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA                  
                                     : :::::.                       
gi|105   CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAVDIKEKGSDTYEPLKHSWGAIWR 
                 10        20        30        40        50         
 
gi|105 KDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
       60        70        80        90          
 
>>gi|164510860|emb|CAK93757.1| profilin [Malus x domesti  (131 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.1  bits: 17.7 E():   71 
Smith-Waterman score: 43; 27.5% identity (55.1% similar) in 69 aa overlap (5-68:60-123) 
 
                                         10            20           
AAD-12                           TTLQITPTGATLGAT----VTGVHLATL-DDAGF 
                                     ..:::  ::.:    . :   :..    :  
gi|164 GSVWAQSATFPAFKPEEIAAILKDFDQPGTLAPTGLFLGGTKYMVIQGEPGAVIRGKKGS 
      30        40        50        60        70        80          
 
      30        40        50        60        70        80 
AAD-12 AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
       ...     ..::::  : .   :. .: ..   ..::.:             
gi|164 GGITIKKTSQALLI--GIY---DEPVTPGQCNIVVERLGDYLIEQGL     
      90       100            110       120       130      
 
>>gi|164510858|emb|CAK93753.1| profilin [Malus x domesti  (131 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.1  bits: 17.7 E():   71 
Smith-Waterman score: 43; 27.5% identity (55.1% similar) in 69 aa overlap (5-68:60-123) 
 
                                         10            20           
AAD-12                           TTLQITPTGATLGAT----VTGVHLATL-DDAGF 
                                     ..:::  ::.:    . :   :..    :  
gi|164 GSVWAQSATFPAFKPEEIAAILKDFDQPGTLAPTGLFLGGTKYMVIQGEPGAVIRGKKGS 
      30        40        50        60        70        80          
 
      30        40        50        60        70        80 
AAD-12 AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
       ...     ..::::  : .   :. .: ..   ..::.:             
gi|164 GGITIKKTSQALLI--GIY---DEPVTPGQCNIVVERLGDYLIEQGL     
      90       100            110       120       130      
 
>>gi|28881457|emb|CAD46561.1| profilin [Malus x domestic  (131 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.1  bits: 17.7 E():   71 
Smith-Waterman score: 43; 27.5% identity (55.1% similar) in 69 aa overlap (5-68:60-123) 
 
                                         10            20           
AAD-12                           TTLQITPTGATLGAT----VTGVHLATL-DDAGF 
                                     ..:::  ::.:    . :   :..    :  
gi|288 GSVWSQSASFPAFKPEEIAAILKDFDQPGTLAPTGLFLGGTKYMVIQGEPGAVIRGKKGS 
      30        40        50        60        70        80          
 
      30        40        50        60        70        80 
AAD-12 AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
       ...     ..::::  : .   :. .: ..   ..::.:             
gi|288 GGITIKKTSQALLI--GIY---DEPVTPGQCNIVVERLGDYLIEQGL     
      90       100            110       120       130      
 
>>gi|14423875|sp|Q9XF42.1|PROF3_MALDO RecName: Full=Prof  (131 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.1  bits: 17.7 E():   71 
Smith-Waterman score: 43; 27.5% identity (55.1% similar) in 69 aa overlap (5-68:60-123) 
 
                                         10            20           
AAD-12                           TTLQITPTGATLGAT----VTGVHLATL-DDAGF 
                                     ..:::  ::.:    . :   :..    :  
gi|144 GSVWSQSASFPAFKPEEIAAILKDFDQPGTLAPTGLFLGGTKYMVIQGEPGAVIRGKKGS 
      30        40        50        60        70        80          
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      30        40        50        60        70        80 
AAD-12 AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
       ...     ..::::  : .   :. .: ..   ..::.:             
gi|144 GGITIKKTSQALLI--GIY---DEPVTPGQCNIVVERLGDYLIEQGL     
      90       100            110       120       130      
 
>>gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=13S g  (565 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 69.1  bits: 19.8 E():   71 
Smith-Waterman score: 50; 24.2% identity (57.6% similar) in 66 aa overlap (15-79:410-474) 
 
                               10        20        30        40     
AAD-12                 TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIF 
                                     ::.. .:  :.   ..: :..  ..:.:   
gi|298 EQAFCNLKFKQNVNRPSRADVFNPRAGRINTVNSNNLPILEFIQLSAQHVVLYKNAILG- 
     380       390       400       410       420       430          
 
           50        60         70        80                        
AAD-12 PGQHLSNDQQITFAKRFGAIERIGG-GDIVAISNVKA                        
       :  .:.  . .  ..  : .. .:  :  :  .::.                         
gi|298 PRWNLNAHSALYVTRGEGRVQVVGDEGRSVFDDNVQRGQILVVPQGFAVVLKAGREGLEW 
      440       450       460       470       480       490         
 
gi|298 VELKNDDNAITSPIAGKTSVLRAIPVEVLANSYDISTKEAFRLKNGRQEVEVFLPFQSRD 
      500       510       520       530       540       550         
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 68.8  bits: 19.2 E():   73 
Smith-Waterman score: 51; 27.4% identity (58.9% similar) in 73 aa overlap (6-75:19-85) 
 
                            10        20        30        40        
AAD-12              TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                         . : ::::  ::   . ..: .:. ..  : .   : .. :: 
gi|215 MATTKSFLILFFMILATTSSTCATLGEMVT---VLSIDGGGIKGIIPAII---LEFLEGQ 
               10        20        30           40           50     
 
          50        60         70        80                         
AAD-12 --HLSNDQQITFAKRFGAIERIG-GGDIVAISNVKA                         
         ...:...  .:  : .:   . :: ..:.                              
gi|215 LQEVDNNKDARLADYFDVIGGTSTGGLLTAMITTPNENNRPFAAAKDIVPFYFEHGPHIF 
           60        70        80        90       100       110     
 
gi|215 NYSGSIFGPRYDGKYLLQVLQEKLGETRVHQALTEVAISSFDIKTNKPVIFTKSNLAESP 
          120       130       140       150       160       170     
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.3  bits: 18.9 E():   78 
Smith-Waterman score: 47; 41.4% identity (58.6% similar) in 29 aa overlap (7-35:54-82) 
 
                                       10        20        30       
AAD-12                         TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAW 
                                     :.::.  ::.   .:    .::: :  ::  
gi|113 YAADVGYGAPATLATPATPAAPAAGYTPAAPAGAAPKATTDEQKLIEKINAGFKAAVAAA 
            30        40        50        60        70        80    
 
         40        50        60        70        80                 
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA                 
                                                                    
gi|113 AGVPAVDKYKTFVATFGTASNKAFAEALSTEPKGAAAASSNAVLTSKLDAAYKLAYKSAE 
            90       100       110       120       130       140    
 
>>gi|886967|emb|CAA59340.1| low molecular weight gluteni  (276 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 68.2  bits: 18.6 E():   79 
Smith-Waterman score: 46; 30.3% identity (63.6% similar) in 33 aa overlap (29-60:57-89) 
 
                 10        20        30        40         50        
AAD-12   TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITF 
                                     :.  .  . :. : :.: :  .:..::  : 
gi|886 PIQQQPQPFPQQPPCSQQQQPPLSQQQQPPFSQQQPPFSQQELPILPQQPPFSQQQQPQF 
         30        40        50        60        70        80       
 
        60        70        80                                      
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AAD-12 AKRFGAIERIGGGDIVAISNVKA                                      
       ...                                                          
gi|886 SQQQQPFPQQQQPLLLQQPPFSQQRPPFSQQQQQPVLPQQPPFSQQQQQQPILPQQPPFS 
         90       100       110       120       130       140       
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.9  bits: 18.6 E():   82 
Smith-Waterman score: 46; 33.3% identity (57.1% similar) in 21 aa overlap (39-59:79-99) 
 
       10        20        30        40        50        60         
AAD-12 GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG 
                                     : .: :: : : .  . .: .          
gi|624 QSQQQCLQQPQHQFPQPTQQFPQRPLLPFTHPFLTFPDQLLPQPPHQSFPQPPQSYPQPP 
       50        60        70        80        90       100         
 
       70        80                                                 
AAD-12 GGDIVAISNVKA                                                 
                                                                    
gi|624 LQPFPQPPQQKYPEQPQQPFPWQQPTIQLYLQQQLNPCKEFLLQQCRPVSLLSYLWSKIV 
      110       120       130       140       150       160         
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 67.9  bits: 19.8 E():   82 
Smith-Waterman score: 50; 22.6% identity (53.2% similar) in 62 aa overlap (1-62:171-231) 
 
                                             10        20        30 
AAD-12                               TTLQITPTGATLGATVTGVHLATLDDAGFA 
                                     :.::    :  .:    : . ..:.. :   
gi|217 PGQASPQQPGQGQQPGKWQEPGQGQQWYYPTSLQQPGQGQQIGKGKQGYYPTSLQQPG-Q 
              150       160       170       180       190           
 
               40        50        60        70        80           
AAD-12 ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA           
       . . .  :..      :: .. :: . ....:                             
gi|217 GQQIGQGQQGYYPTSPQHTGQRQQPVQGQQIGQGQQPEQGQQPGQWQQGYYPTSPQQLGQ 
     200       210       220       230       240       250          
 
gi|217 GQQPGQWQQSGQGQQGHYPTSLQQPGQGQQGHYLASQQQPAQGQQGHYPASQQQPGQGQQ 
     260       270       280       290       300       310          
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.9  bits: 18.6 E():   82 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (7-63:25-74) 
 
                                 10          20        30        40 
AAD-12                   TTLQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
               50        60        70        80                     
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA                     
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.9  bits: 18.6 E():   82 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (7-63:25-74) 
 
                                 10          20        30        40 
AAD-12                   TTLQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
               50        60        70        80                     
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA                     
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
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>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.9  bits: 18.6 E():   82 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (7-63:25-74) 
 
                                 10          20        30        40 
AAD-12                   TTLQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
               50        60        70        80                     
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA                     
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.9  bits: 18.6 E():   82 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (7-63:25-74) 
 
                                 10          20        30        40 
AAD-12                   TTLQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
               50        60        70        80                     
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA                     
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.9  bits: 18.6 E():   82 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (7-63:25-74) 
 
                                 10          20        30        40 
AAD-12                   TTLQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
               50        60        70        80                     
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA                     
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.9  bits: 18.6 E():   82 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (7-63:25-74) 
 
                                 10          20        30        40 
AAD-12                   TTLQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
               50        60        70        80                     
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA                     
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.9  bits: 18.6 E():   82 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (7-63:25-74) 
 
                                 10          20        30        40 
AAD-12                   TTLQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
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                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
               50        60        70        80                     
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA                     
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.9  bits: 18.6 E():   82 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (7-63:25-74) 
 
                                 10          20        30        40 
AAD-12                   TTLQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
               50        60        70        80                     
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA                     
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.9  bits: 18.6 E():   82 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (7-63:25-74) 
 
                                 10          20        30        40 
AAD-12                   TTLQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
               50        60        70        80                     
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA                     
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.9  bits: 18.6 E():   82 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (7-63:25-74) 
 
                                 10          20        30        40 
AAD-12                   TTLQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
               50        60        70        80                     
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA                     
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.9  bits: 18.6 E():   82 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (7-63:25-74) 
 
                                 10          20        30        40 
AAD-12                   TTLQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
               50        60        70        80                     
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA                     
         . :.     :.  ::.  :::                                      
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gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triticum   (439 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.8  bits: 19.2 E():   83 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (44-54:103-113) 
 
            20        30        40        50        60        70    
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|739 FLQQQQIPQQQIPQQHQIPQQPQQFPQQQQFPQQHQSPQQQFPQQQFPQQKLPQQEFPQQ 
             80        90       100       110       120       130   
 
            80                                                      
AAD-12 AISNVKA                                                      
                                                                    
gi|739 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
            140       150       160       170       180       190   
 
>>gi|46410859|gb|AAR98518.1| major latex allergen Hev b   (366 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.6  bits: 18.9 E():   85 
Smith-Waterman score: 47; 30.8% identity (56.4% similar) in 39 aa overlap (29-67:231-269) 
 
                 10        20        30        40        50         
AAD-12   TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     .:.:::  : . :  .   .:  . . :   
gi|464 ARKFVVENVAPLGLIPFIKQTSDNSTLFYELASLHAMKLPQILEKIQDGYLFPEFNYTVF 
              210       220       230       240       250       260 
 
       60        70        80                                       
AAD-12 KRFGAIERIGGGDIVAISNVKA                                       
       . :: :..:                                                    
gi|464 NYFGIIKEIIDAPGEHGFKYGDIACCGNSTYRGQACGFLDYEFCVCGNKTEYLFFDGTHN 
              270       280       290       300       310       320 
 
>>gi|218059733|emb|CAT99619.1| profilin [Malus x domesti  (115 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.9  bits: 17.1 E():   93 
Smith-Waterman score: 41; 27.5% identity (55.1% similar) in 69 aa overlap (5-68:44-107) 
 
                                         10            20           
AAD-12                           TTLQITPTGATLGAT----VTGVHLATL-DDAGF 
                                     ..:::  ::.:    . :   :..    :  
gi|218 GSVWAQSATFPAFKPEEIAAILKDFDQPGTLAPTGLFLGGTKYMVIQGEPGAVIRGKKGS 
            20        30        40        50        60        70    
 
      30        40        50        60        70        80 
AAD-12 AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
       ...     ..::::  : .   :. .: ..   ..::.:             
gi|218 GGITIKKTSQALLI--GIY---DEPLTPGQCNIVVERLGDYLIEQGL     
            80          90          100       110          
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 66.9  bits: 18.0 E():   93 
Smith-Waterman score: 46; 25.7% identity (65.7% similar) in 35 aa overlap (21-55:54-84) 
 
                         10        20        30        40        50 
AAD-12           TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLS 
                                     . ::.: ::      : ..:.: . ... . 
gi|161 FGVNLNLKVTNLMAGEHLTPEFLKMNPQHTIPTLNDNGFCL----WESRAILSYLADQYG 
            30        40        50        60            70          
 
               60        70        80                               
AAD-12 NDQQITFAKRFGAIERIGGGDIVAISNVKA                               
       .:...                                                        
gi|161 KDDSLYPKDPKKRALVDQRLYFDLGTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFL 
      80        90       100       110       120       130          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.7  bits: 19.2 E():   95 
Smith-Waterman score: 48; 26.2% identity (61.9% similar) in 42 aa overlap (29-70:240-281) 
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                 10        20        30        40        50         
AAD-12   TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     :...   .:..:. .   : ..: .  : . 
gi|370 RQEEREFSPRGQHSRRERAGQEEENEGGNIFSGFTPEFLEQAFQVDDRQIVQNLRGETES 
     210       220       230       240       250       260          
 
       60        70        80                                       
AAD-12 KRFGAIERIGGGDIVAISNVKA                                       
       .. :::  . ::                                                 
gi|370 EEEGAIVTVRGGLRILSPDRKRRADEEEEYDEDEYEYDEEDRRRGRGSRGRGNGIEETIC 
     270       280       290       300       310       320          
 
>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.5  bits: 19.2 E():   97 
Smith-Waterman score: 48; 30.0% identity (63.3% similar) in 30 aa overlap (25-54:288-317) 
 
                     10        20        30        40        50     
AAD-12       TTLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQ 
                                     : :  .:   .. ....:.:   : :..:: 
gi|572 ASLEGLSPNVPLYKVTEGNEPCFFTTFFSWDPAKRSAHGNSFQKKVMLLFGVGHASENQQ 
       260       270       280       290       300       310        
 
           60        70        80                                   
AAD-12 ITFAKRFGAIERIGGGDIVAISNVKA                                   
                                                                    
gi|572 RSNGSGGPTQRASALAALNSAFSSPSPPKSSSAPRPAGTSSASQRAAAIAALSGVLTAEK 
       320       330       340       350       360       370        
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:29 2011 done: Fri Jan 21 00:02:30 2011 
 Total Scan time:  0.080 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 5  - 84 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     2     0:= 
  30     2     2:* 
  32     8     8:==* 
  34    27    22:=======*= 
  36    58    44:==============*===== 
  38    70    73:========================* 
  40    83   102:============================     * 
  42   119   125:======================================== * 
  44   151   138:=============================================*===== 
  46   141   140:==============================================* 
  48   113   134:======================================      * 
  50   117   122:======================================= * 
  52    84   108:============================       * 
  54    61    92:=====================         * 
  56    80    77:=========================*= 
  58    47    63:================    * 
  60    70    51:================*======= 
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  62    80    41:=============*============= 
  64    48    33:==========*===== 
  66    25    26:========* 
  68    20    20:======* 
  70    19    16:=====*= 
  72    22    12:===*==== 
  74     7    10:===* 
  76    13     8:==*== 
  78     7     6:=*= 
  80     2     5:=* 
  82     2     3:* 
  84     3     3:* 
  86     2     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     5     1:*= 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.94620.00346; mu= 6.5365 0.179 
 mean_var=41.652311.525, 0's: 2 Z-trim: 2  B-trim: 56 in 1/43 
 Lambda= 0.198726 
 Kolmogorov-Smirnov  statistic: 0.0578 (N=29) at  58 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.080 
 
The best scores are:                                      opt bits E(1491) 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   60 22.6     4.1 
gi|59895730|gb|AAX11262.1| pectin methylesterase a ( 339)   61 22.9     5.1 
gi|59895728|gb|AAX11261.1| pectin methylesterase a ( 339)   61 22.9     5.1 
gi|225810597|gb|ACO34813.1| Sal k 1 pollen allerge ( 339)   61 22.9     5.1 
gi|886963|emb|CAA59338.1| low molecular weight glu ( 229)   59 22.3     5.2 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   61 22.9     6.9 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   61 22.9     7.2 
gi|51242679|gb|AAT99258.1| pectin-methyltransferas ( 362)   59 22.3     8.1 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   60 22.6     9.8 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   58 22.1      10 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   58 22.1      10 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   55 21.2      14 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   52 20.3      15 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   45 18.3      15 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   51 20.0      18 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   54 20.9      20 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   56 21.5      20 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   49 19.4      21 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   56 21.5      21 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   54 20.9      22 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   53 20.6      23 
gi|21413|emb|CAA45723.1| aspartic proteinase inhib ( 217)   51 20.0      24 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   51 20.0      24 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   50 19.7      26 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   53 20.6      27 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   53 20.6      27 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   53 20.6      27 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   53 20.6      27 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   53 20.6      27 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   53 20.6      27 
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gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   53 20.6      27 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   53 20.6      27 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   53 20.6      27 
gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Sub ( 379)   53 20.6      28 
gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Sub ( 269)   51 20.0      29 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   48 19.2      32 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   53 20.6      33 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   52 20.3      33 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   52 20.3      34 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   47 18.9      34 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   52 20.3      35 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   49 19.5      36 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   52 20.3      41 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   54 20.9      42 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   53 20.6      44 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 18.6      47 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   46 18.6      47 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   46 18.6      47 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   46 18.6      47 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 18.6      47 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   46 18.6      47 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   46 18.6      47 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   46 18.6      47 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   46 18.6      47 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   46 18.6      47 
gi|121248|sp|P12549.1|GLB76_CHITH RecName: Full=Gl ( 161)   46 18.6      48 
gi|121244|sp|P12548.1|GLB73_CHITH RecName: Full=Gl ( 161)   46 18.6      48 
gi|56405054|sp|P84298.1|GLB75_CHITH RecName: Full= ( 161)   46 18.6      48 
gi|56405052|sp|P84296.1|GLB74_CHITH RecName: Full= ( 161)   46 18.6      48 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   49 19.5      49 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   44 18.0      50 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   44 18.0      50 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   47 18.9      51 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   50 19.8      51 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   49 19.5      52 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   47 18.9      53 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   48 19.2      54 
gi|1336811|gb|AAB36119.1| Sol i 1=antigen {N-termi (  25)   36 15.7      56 
gi|62240392|gb|AAX77384.1| 11S globulin precursor  ( 523)   51 20.1      56 
gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Ente ( 233)   47 18.9      56 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   45 18.3      58 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   45 18.3      58 
gi|15809696|gb|AAL07320.1| profilin [Litchi chinen ( 131)   44 18.0      58 
gi|5726304|gb|AAD48405.1|AF136945_1 major allergen ( 161)   45 18.3      58 
gi|11762104|gb|AAG40330.1|AF323974_1 major allerge ( 161)   45 18.3      58 
gi|11762102|gb|AAG40329.1|AF323973_1 major allerge ( 161)   45 18.3      58 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   53 20.6      58 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   53 20.6      59 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   49 19.5      64 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   49 19.5      64 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   50 19.8      65 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   42 17.4      65 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   42 17.4      66 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   48 19.2      68 
gi|164510860|emb|CAK93757.1| profilin [Malus x dom ( 131)   43 17.7      70 
gi|164510858|emb|CAK93753.1| profilin [Malus x dom ( 131)   43 17.7      70 
gi|28881457|emb|CAD46561.1| profilin [Malus x dome ( 131)   43 17.7      70 
gi|14423875|sp|Q9XF42.1|PROF3_MALDO RecName: Full= ( 131)   43 17.7      70 
gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=1 ( 565)   50 19.8      73 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   48 19.2      75 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   47 18.9      79 
gi|886967|emb|CAA59340.1| low molecular weight glu ( 276)   46 18.6      80 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   46 18.6      83 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   46 18.6      83 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   46 18.6      83 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   46 18.6      83 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   46 18.6      83 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   46 18.6      83 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   46 18.6      83 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   46 18.6      83 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   46 18.6      83 
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gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   46 18.6      83 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   46 18.6      83 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   46 18.6      83 
gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triti ( 439)   48 19.2      85 
gi|46410859|gb|AAR98518.1| major latex allergen He ( 366)   47 18.9      87 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   44 18.0      87 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   44 18.0      88 
gi|218059733|emb|CAT99619.1| profilin [Malus x dom ( 115)   41 17.2      91 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   44 18.0      93 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   48 19.2      97 
gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen (  30)   34 15.1      98 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   48 19.2   1e 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 91.5  bits: 22.6 E():  4.1 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (43-74:133-160) 
 
             20        30        40        50        60        70   
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|221 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
            110       120       130       140           150         
 
             80                                                     
AAD-12 AISNVKAD                                                     
       :.                                                           
gi|221 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
      160       170       180       190       200       210         
 
>>gi|59895730|gb|AAX11262.1| pectin methylesterase aller  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 89.7  bits: 22.9 E():  5.1 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (18-50:238-270) 
 
                            10        20        30        40        
AAD-12              TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|598 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
        50        60        70        80                            
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKAD                            
       ::.                                                          
gi|598 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|59895728|gb|AAX11261.1| pectin methylesterase aller  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 89.7  bits: 22.9 E():  5.1 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (18-50:238-270) 
 
                            10        20        30        40        
AAD-12              TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|598 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
        50        60        70        80                            
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKAD                            
       ::.                                                          
gi|598 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|225810597|gb|ACO34813.1| Sal k 1 pollen allergen [S  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 89.7  bits: 22.9 E():  5.1 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (18-50:238-270) 
 
                            10        20        30        40        
AAD-12              TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|225 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
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        50        60        70        80                            
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKAD                            
       ::.                                                          
gi|225 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|886963|emb|CAA59338.1| low molecular weight gluteni  (229 aa) 
 initn:  39 init1:  39 opt:  59  Z-score: 89.6  bits: 22.3 E():  5.2 
Smith-Waterman score: 59; 26.4% identity (56.6% similar) in 53 aa overlap (11-59:3-55) 
 
               10        20        30        40            50       
AAD-12 TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHAL----LIFPGQHLSNDQQITF 
                 : :.:.   .: .. . . .:.  : :. :     .:: :.   .::  : 
gi|886         FALIAVVATSTIAQMETSCIPGLERPWQQQPLPPQQTLFPQQQPFPQQQPPF 
                       10        20        30        40        50   
 
         60        70        80                                     
AAD-12 AKRFGAIERIGGGDIVAISNVKAD                                     
       ...                                                          
gi|886 SQQQPSFSQQQPPFSQQQPILPEPPFSLQQQPVLPQQSPFSQQQLVLPPQQQQQLPQQQI 
             60        70        80        90       100       110   
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 87.5  bits: 22.9 E():  6.9 
Smith-Waterman score: 61; 38.7% identity (58.1% similar) in 31 aa overlap (44-74:108-138) 
 
            20        30        40        50        60        70    
AAD-12 TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA 
                                     : :  .. :.  :  :   :.:.  :::.: 
gi|259 YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIA 
        80        90       100       110       120       130        
 
            80                                                      
AAD-12 ISNVKAD                                                      
       :                                                            
gi|259 IPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGR 
       140       150       160       170       180       190        
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  60 init1:  60 opt:  61  Z-score: 87.1  bits: 22.9 E():  7.2 
Smith-Waterman score: 61; 32.7% identity (59.6% similar) in 52 aa overlap (21-68:83-134) 
 
                         10        20        30        40           
AAD-12           TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH--L 
                                     .: :.:: ::.... :.  :  .: ::  . 
gi|215 NPTGGHSKMESKPILNGHGYCHIHFWIGSESTKDEAGVAAIKSVELDDFLGGYPVQHREI 
             60        70        80        90       100       110   
 
       50        60          70        80                           
AAD-12 SNDQQITFAKRF--GAIERIGGGDIVAISNVKAD                           
        . ..  :.. :  : :   ::                                       
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
>>gi|51242679|gb|AAT99258.1| pectin-methyltransferase pr  (362 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 86.1  bits: 22.3 E():  8.1 
Smith-Waterman score: 59; 33.3% identity (57.6% similar) in 33 aa overlap (18-50:261-293) 
 
                            10        20        30        40        
AAD-12              TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|512 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFDAARVVFSYCN 
              240       250       260       270       280       290 
 
        50        60        70        80                            
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKAD                            
       ::.                                                          
gi|512 LSDAAKPEGWSDNNKPEAQKTILFGEYKNTGPGAAPDKRAPYTKQLTEADAKTFTSLEYI 
              300       310       320       330       340       350 
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
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 initn:  43 init1:  43 opt:  60  Z-score: 84.7  bits: 22.6 E():  9.8 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (43-74:131-158) 
 
             20        30        40        50        60        70   
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|213 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
              110       120       130       140           150       
 
             80                                                     
AAD-12 AISNVKAD                                                     
       :.                                                           
gi|213 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
        160       170       180       190       200       210       
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  40 init1:  40 opt:  58  Z-score: 84.5  bits: 22.1 E():   10 
Smith-Waterman score: 58; 26.5% identity (59.2% similar) in 49 aa overlap (6-54:168-215) 
 
                                        10        20        30      
AAD-12                          TLQITPTGATLGATVTGVHLATLDDAGFAALHAAW 
                                     : :  .:: .......  : :.:  ..    
gi|269 EYGTVDSATLIVESNYFSAVNLKIVNSAPRPDGKRVGAQAAALRISG-DKASFYNVKIYG 
       140       150       160       170       180        190       
 
          40        50        60        70        80                
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD                
       .: .:    :.:. .:  :                                          
gi|269 FQDTLCDDKGKHFYKDCYIEGTVDFIFGSGKSIFLNTELHAVPGDQPAIITAQARKTDSE 
        200       210       220       230       240       250       
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  40 init1:  40 opt:  58  Z-score: 84.5  bits: 22.1 E():   10 
Smith-Waterman score: 58; 26.5% identity (59.2% similar) in 49 aa overlap (6-54:168-215) 
 
                                        10        20        30      
AAD-12                          TLQITPTGATLGATVTGVHLATLDDAGFAALHAAW 
                                     : :  .:: .......  : :.:  ..    
gi|682 EYGTVDSATLIVESNYFSAVNLKIVNSAPRPDGKRVGAQAAALRISG-DKASFYNVKIYG 
       140       150       160       170       180        190       
 
          40        50        60        70        80                
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD                
       .: .:    :.:. .:  :                                          
gi|682 FQDTLCDDKGKHFYKDCYIEGTVDFIFGSGKSIFLNTELHAVPGDQPAIITAQARKTESE 
        200       210       220       230       240       250       
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 81.8  bits: 21.2 E():   14 
Smith-Waterman score: 55; 30.4% identity (54.3% similar) in 46 aa overlap (11-53:9-54) 
 
               10        20        30        40           50        
AAD-12 TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHAL---LIFPGQHLSNDQQITFA 
                 : :.:.   .: .: . . .:.  : :. :     :: :   ..::     
gi|219   MKTFLVFALLAVVATSAIAQMDTSCIPGLERPWQQQPLPPQQTFPQQPPFSQQQQQQP 
                 10        20        30        40        50         
 
        60        70        80                                      
AAD-12 KRFGAIERIGGGDIVAISNVKAD                                      
                                                                    
gi|219 FPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQQQLILPPQQQQQLPQQQISIVQP 
       60        70        80        90       100       110         
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 81.5  bits: 20.3 E():   15 
Smith-Waterman score: 52; 25.0% identity (58.9% similar) in 56 aa overlap (6-61:91-141) 
 
                                        10        20        30      
AAD-12                          TLQITPTGATLGATVTGVHLATLDDAGFAALHAAW 
                                     :.: ::    . .....  :.: . :. .  
gi|241 EGFPFRYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGG-SILKISN 
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               70        80        90       100       110           
 
          40        50        60        70        80 
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
         :.     :.:  ...::  .:..:                    
gi|241 KYHT----KGDHEVKEEQIKASKEMGETLLRAVESYLLAHSDAYN 
     120           130       140       150       160 
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 81.5  bits: 18.3 E():   15 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (52-75:17-38) 
 
              30        40        50        60        70        80 
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     ::.  : .. :. :. ::: .. :      
gi|217               LVSVEHQAARLKVAKAQQL--AAQLPAMCRLEGGDALSASQ     
                             10          20        30              
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 80.0  bits: 20.0 E():   18 
Smith-Waterman score: 51; 25.0% identity (57.1% similar) in 56 aa overlap (6-61:91-141) 
 
                                        10        20        30      
AAD-12                          TLQITPTGATLGATVTGVHLATLDDAGFAALHAAW 
                                     :.: ::    . ....:  :.:  .:. .  
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVTTPDGG-CVLKISN 
               70        80        90       100       110           
 
          40        50        60        70        80 
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
         :.     :.:  . .:.  .:..:                    
gi|400 KYHT----KGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN 
     120           130       140       150       160 
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 79.2  bits: 20.9 E():   20 
Smith-Waterman score: 54; 30.4% identity (54.3% similar) in 46 aa overlap (13-58:13-54) 
 
               10        20        30        40        50        60 
AAD-12 TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 
                   : . :.    .: .:    .. :::. :.    : ::.. : :: .   
gi|170 MKTLLILTILAMAITIGTANIQVDPSG----QVQWLQQQLVPQLQQPLSQQPQQTFPQPQ 
               10        20            30        40        50       
 
               70        80                                         
AAD-12 GAIERIGGGDIVAISNVKAD                                         
                                                                    
gi|170 QTFPHQPQQQVPQPQQPQQPFLQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQP 
         60        70        80        90       100       110       
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 79.1  bits: 21.5 E():   20 
Smith-Waterman score: 56; 29.2% identity (56.2% similar) in 89 aa overlap (4-80:38-116) 
 
                                          10        20              
AAD-12                            TLQITPTGATLGATVTGVHLATLDDAGFA---- 
                                     :.:.  ..   .: :: ::  :. .:     
gi|108 TPHSGKYEQPTGLFINNEFVKGQEGKTFDVINPSDESV---ITQVHEATEKDVDIAVAAA 
        10        20        30        40           50        60     
 
        30        40           50           60        70        80  
AAD-12 --ALHAAWLQHALLIFP---GQHLSNDQQITFAKR---FGAIERIGGGDIVAISNVKAD  
         :....: :..    :   :. :.:  .. : :    ..:.: . .:   ::: .:.:  
gi|108 RKAFEGSWRQET----PENRGKLLNNLANL-FEKNIDLLAAVESLDNGK--AISMAKGDI 
           70            80        90        100         110        
 
gi|108 SMCVGCLRYYGGWADKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNFPLLMWAWKIGPA 
       120       130       140       150       160       170        
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.9  bits: 19.4 E():   21 
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Smith-Waterman score: 49; 36.4% identity (72.7% similar) in 22 aa overlap (25-46:20-41) 
 
               10        20        30        40        50        60 
AAD-12 TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 
                               :.. :.: : . .:..: : .:               
gi|217      MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQN 
                    10        20        30        40        50      
 
               70        80                                         
AAD-12 GAIERIGGGDIVAISNVKAD                                         
                                                                    
gi|217 LPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLND 
          60        70        80        90       100       110      
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 78.6  bits: 21.5 E():   21 
Smith-Waterman score: 56; 40.6% identity (56.2% similar) in 32 aa overlap (45-74:153-184) 
 
           20        30        40        50          60        70   
AAD-12 VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK--RFGAIERIGGGDIV 
                                     ::.   .::  : .  :    .::  ::.: 
gi|258 QGQQEQQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVV 
            130       140       150       160       170       180   
 
             80                                                     
AAD-12 AISNVKAD                                                     
       ::                                                           
gi|258 AIPAGVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQ 
            190       200       210       220       230       240   
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 78.4  bits: 20.9 E():   22 
Smith-Waterman score: 54; 27.3% identity (78.8% similar) in 33 aa overlap (2-34:282-314) 
 
                                            10        20        30  
AAD-12                              TLQITPTGATLGATVTGVHLATLDDAGFAAL 
                                     ..:.  :.....: :: . ..:. ...:.  
gi|122 NYPARYSGVMAVAAVDQNGQRASFSTYGPEIEISAPGVNVNSTYTGNRYVSLSGTSMATP 
             260       270       280       290       300       310  
 
              40        50        60        70        80  
AAD-12 HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD  
       :.:                                                
gi|122 HVAGVAALVKSRYPSYTNNQIRQRINQTATYLGSPSLYGNGLVHAGRATQ 
             320       330       340       350       360  
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 77.9  bits: 20.6 E():   23 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (32-75:194-239) 
 
              10        20        30        40         50        60 
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|261 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
           170       180       190       200       210       220    
 
               70         80                                        
AAD-12 GAIERIGGGDI-VAISNVKAD                                        
       .:.:: .::.. :..:                                             
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
>>gi|21413|emb|CAA45723.1| aspartic proteinase inhibitor  (217 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 77.7  bits: 20.0 E():   24 
Smith-Waterman score: 51; 21.5% identity (55.7% similar) in 79 aa overlap (9-80:134-210) 
 
                                     10          20        30       
AAD-12                       TLQITPTGATLGATV--TGVHLATLDDAGFAALHAAWL 
                                     :.::. .  ::  ..  :.. :  .... . 
gi|214 FENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTIGQADSSWFKIVKSSQF 
           110       120       130       140       150       160    
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         40             50        60        70        80        
AAD-12 QHALLIFP-----GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD        
        . ::  :     .  .:.:.:  :  . :.... :   .. ...   :        
gi|214 GYNLLYCPVTSTMSCPFSSDDQ--FCLKVGVVHQNGKRRLALVKDNPLDVSFKQVQ 
           170       180         190       200       210        
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 77.5  bits: 20.0 E():   24 
Smith-Waterman score: 51; 21.5% identity (55.7% similar) in 79 aa overlap (9-80:138-214) 
 
                                     10          20        30       
AAD-12                       TLQITPTGATLGATV--TGVHLATLDDAGFAALHAAWL 
                                     :.::. .  ::  ..  :.. :  .... . 
gi|201 FENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTIGQADSSWFKIVKSSQF 
       110       120       130       140       150       160        
 
         40             50        60        70        80        
AAD-12 QHALLIFP-----GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD        
        . ::  :     .  .:.:.:  :  . :.... :   .. ...   :        
gi|201 GYNLLYCPVTSTMSCPFSSDDQ--FCLKVGVVHQNGKRRLALVKDNPLDVSFKQVQ 
       170       180         190       200       210       220  
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 77.1  bits: 19.7 E():   26 
Smith-Waterman score: 50; 25.0% identity (55.0% similar) in 60 aa overlap (14-72:33-91) 
 
                                10        20        30        40    
AAD-12                  TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIF 
                                     :: .  :  ::   ..: :..  ..:.:   
gi|697 EQAFCNLKFRQNVNNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILG- 
             10        20        30        40        50        60   
 
            50        60         70        80                       
AAD-12 PGQHLSNDQQITFAKRFGAIERIGG-GDIVAISNVKAD                       
       :  .:.  . .  ..  : .. .:  :. :                               
gi|697 PRWNLNAHSALYVTRGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVV 
              70        80        90       100       110       120  
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.6  bits: 20.6 E():   27 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (32-75:230-275) 
 
              10        20        30        40         50        60 
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLANIYPYFTYADNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
               70         80                                        
AAD-12 GAIERIGGGDI-VAISNVKAD                                        
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.6  bits: 20.6 E():   27 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (32-75:230-275) 
 
              10        20        30        40         50        60 
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLTNIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
               70         80                                        
AAD-12 GAIERIGGGDI-VAISNVKAD                                        
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
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>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.6  bits: 20.6 E():   27 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (32-75:230-275) 
 
              10        20        30        40         50        60 
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
               70         80                                        
AAD-12 GAIERIGGGDI-VAISNVKAD                                        
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.6  bits: 20.6 E():   27 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (32-75:230-275) 
 
              10        20        30        40         50        60 
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
               70         80                                        
AAD-12 GAIERIGGGDI-VAISNVKAD                                        
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.6  bits: 20.6 E():   27 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (32-75:230-275) 
 
              10        20        30        40         50        60 
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|270 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
               70         80                                        
AAD-12 GAIERIGGGDI-VAISNVKAD                                        
       .:.:: .::.. :..:                                             
gi|270 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPDRAIETYL 
     260       270       280       290       300       310          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.6  bits: 20.6 E():   27 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (32-75:230-275) 
 
              10        20        30        40         50        60 
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|327 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
               70         80                                        
AAD-12 GAIERIGGGDI-VAISNVKAD                                        
       .:.:: .::.. :..:                                             
gi|327 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.6  bits: 20.6 E():   27 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (32-75:230-275) 
 
              10        20        30        40         50        60 
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
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gi|118 GFLSSIRSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
               70         80                                        
AAD-12 GAIERIGGGDI-VAISNVKAD                                        
       .:.:: .::.. :..:                                             
gi|118 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.6  bits: 20.6 E():   27 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (32-75:230-275) 
 
              10        20        30        40         50        60 
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSSXSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
               70         80                                        
AAD-12 GAIERIGGGDI-VAISNVKAD                                        
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.6  bits: 20.6 E():   27 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (32-75:230-275) 
 
              10        20        30        40         50        60 
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|268 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
               70         80                                        
AAD-12 GAIERIGGGDI-VAISNVKAD                                        
       .:.:: .::.. :..:                                             
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Subtili  (379 aa) 
 initn:  47 init1:  47 opt:  53  Z-score: 76.5  bits: 20.6 E():   28 
Smith-Waterman score: 53; 29.4% identity (56.9% similar) in 51 aa overlap (2-52:300-349) 
 
                                            10        20        30  
AAD-12                              TLQITPTGATLGATVTGVHLATLDDAGFAAL 
                                     :..   :: . .:      :::. ...:.  
gi|135 GYPAKYDSVIAVGAVDSNSNRASFSSVGAELEVMAPGAGVYSTYPTSTYATLNGTSMASP 
     270       280       290       300       310       320          
 
              40        50        60        70        80   
AAD-12 HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD   
       :.:    ::..    .:: .:                               
gi|135 HVAGAA-ALILSKHPNLSASQVRNRLSSTATYLGSSFYYGKGLINVEAAAQ 
     330        340       350       360       370          
 
>>gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Subtili  (269 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.0  bits: 20.0 E():   29 
Smith-Waterman score: 51; 30.3% identity (69.7% similar) in 33 aa overlap (2-34:190-222) 
 
                                            10        20        30  
AAD-12                              TLQITPTGATLGATVTGVHLATLDDAGFAAL 
                                     :.:.  :... .:  :   :.:. ...:.  
gi|267 SYPARYANAMAVGATDQNNNRASFSQYGAGLDIVAPGVNVQSTYPGSTYASLNGTSMATP 
     160       170       180       190       200       210          
 
              40        50        60        70        80  
AAD-12 HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD  
       :.:                                                
gi|267 HVAGAAALVKQKNPSWSNVQIRNHLKNTATSLGSTNLYGSGLVNAEAATR 
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     220       230       240       250       260          
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 48; 25.6% identity (62.8% similar) in 43 aa overlap (34-76:78-119) 
 
            10        20        30        40        50        60    
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ....  .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
            70        80                                      
AAD-12 ERIGGGDIVAISNVKAD                                      
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 75.1  bits: 20.6 E():   33 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (50-70:330-350) 
 
      20        30        40        50        60        70          
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|149 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
      80                                                            
AAD-12 D                                                            
                                                                    
gi|149 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 75.0  bits: 20.3 E():   33 
Smith-Waterman score: 52; 29.4% identity (56.9% similar) in 51 aa overlap (2-52:300-349) 
 
                                            10        20        30  
AAD-12                              TLQITPTGATLGATVTGVHLATLDDAGFAAL 
                                     :..   :: . .:      :::. ...:.  
gi|111 GYPAKYDSVIAVGAVDSNSNRASFSSVGAELEVMAPGAGVYSTYPTNTYATLNGTSMASP 
     270       280       290       300       310       320          
 
              40        50        60        70        80 
AAD-12 HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
       :.:    ::..    .:: .:                             
gi|111 HVAGAA-ALILSKHPNLSASQVRNRLSSTATYLGSSFYYGKGLINV    
     330        340       350       360       370        
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.0  bits: 20.3 E():   34 
Smith-Waterman score: 52; 44.4% identity (83.3% similar) in 18 aa overlap (8-25:184-201) 
 
                                      10        20        30        
AAD-12                        TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQ 
                                     : . :.:.:....:: ::             
gi|495 INVLECEDITFQHVTVTAPGTSINTDGIHVGISKGVTITNTKIATGDDCISIGPGSQNVT 
           160       170       180       190       200       210    
 
        40        50        60        70        80                  
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD                  
                                                                    
gi|495 ITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNGVRVKTWPNSPPGAATDLT 
           220       230       240       250       260       270    
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.8  bits: 18.9 E():   34 
Smith-Waterman score: 47; 42.1% identity (78.9% similar) in 19 aa overlap (4-22:34-52) 
 
                                          10        20        30    
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AAD-12                            TLQITPTGATLGATVTGVHLATLDDAGFAALHA 
                                     ..:.:  :..:: .. :::            
gi|291 HPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSPVLV 
            10        20        30        40        50        60    
 
            40        50        60        70        80              
AAD-12 AWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD              
                                                                    
gi|291 PAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKAREMK 
            70        80        90       100       110       120    
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.6  bits: 20.3 E():   35 
Smith-Waterman score: 52; 26.1% identity (60.9% similar) in 46 aa overlap (35-78:117-160) 
 
           10        20        30          40        50        60   
AAD-12 TPTGATLGATVTGVHLATLDDAGFAALHAAWL--QHALLIFPGQHLSNDQQITFAKRFGA 
                                     :.  :. ..:.  :..   .. :.  : .  
gi|113 IYMVTSDQDDDVVNPKEGTLRFGATQDRPLWIIFQRDMIIYLQQEMVVTSDKTIDGRGAK 
         90       100       110       120       130       140       
 
             70        80                                           
AAD-12 IERIGGGDIVAISNVKAD                                           
       .: . ::  ... :::                                             
gi|113 VELVYGG--ITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGDAIHVTGSS 
        150         160       170       180       190       200     
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.4  bits: 19.5 E():   36 
Smith-Waterman score: 49; 33.3% identity (57.1% similar) in 21 aa overlap (33-53:10-30) 
 
             10        20        30        40        50        60   
AAD-12 QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA 
                                     :::.      ::: :  ....          
gi|944                      MKTLGVLFIAAWFIACTHSFPGAHDEDSKEERKNVDTVL 
                                    10        20        30          
 
             70        80                                           
AAD-12 IERIGGGDIVAISNVKAD                                           
                                                                    
gi|944 VLPSIERDQMMAATFDFPSLSFEDSDEGSNWNWNTLLRPNFLDGWYQTLQSAISAHMKKV 
      40        50        60        70        80        90          
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 73.4  bits: 20.3 E():   41 
Smith-Waterman score: 52; 25.0% identity (65.6% similar) in 32 aa overlap (43-74:117-148) 
 
             20        30        40        50        60        70   
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : :.. .....  :  .   ....  :::. 
gi|303 APKLYYVTQGRGILGVLMPGCPETFQSMSQFQGSREQEEERGRFQDQHQKVHHLKKGDII 
         90       100       110       120       130       140       
 
             80                                                     
AAD-12 AISNVKAD                                                     
       ::                                                           
gi|303 AIPAGVALWCYNDGDEDLVTVLVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLR 
        150       160       170       180       190       200       
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  48 init1:  48 opt:  54  Z-score: 73.3  bits: 20.9 E():   42 
Smith-Waterman score: 54; 21.7% identity (52.2% similar) in 69 aa overlap (1-69:187-254) 
 
                                             10        20        30 
AAD-12                               TLQITPTGATLGATVTGVHLATLDDAGFAA 
                                     .::    :  .:    : . ..:.. :  . 
gi|220 KWQELGQGQQGYYPTSLHQSGQGQQGYYPSSLQQPGQGQQIGQGQQGYYPTSLQQPG-QG 
        160       170       180       190       200       210       
 
               40        50        60        70        80           
AAD-12 LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD           
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        . .  :..      :: .. ::   ....:  ...: :                      
gi|220 QQIGQGQQGYYPTSPQHPGQRQQPGQGQQIGQGQQLGQGRQIGQGQQSGQGQQGYYPTSP 
         220       230       240       250       260       270      
 
gi|220 QQLGQGQQPGQWQQSGQGQQGYYPTSQQQPGQGQQGQYPASQQQPGQGQQGQYPASQQQP 
         280       290       300       310       320       330      
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 72.8  bits: 20.6 E():   44 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (50-70:330-350) 
 
      20        30        40        50        60        70          
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|169 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
      80                                                            
AAD-12 D                                                            
                                                                    
gi|169 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (67-76:109-118) 
 
         40        50        60        70        80                 
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD                 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
gi|534 KAEALFRAVESYLLAHSDAYN 
      140       150          
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (34-76:77-118) 
 
            10        20        30        40        50        60    
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|402 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
         50        60        70        80        90        100      
 
            70        80                                      
AAD-12 ERIGGGDIVAISNVKAD                                      
          :::.:: ::.                                          
gi|402 AAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
         110       120       130       140       150          
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (34-76:78-119) 
 
            10        20        30        40        50        60    
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|730 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
            70        80                                      
AAD-12 ERIGGGDIVAISNVKAD                                      
          :::.:: ::.                                          
gi|730 AAPGGGSIVKISSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (34-76:78-119) 
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            10        20        30        40        50        60    
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
            70        80                                      
AAD-12 ERIGGGDIVAISNVKAD                                      
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (67-76:110-119) 
 
         40        50        60        70        80                 
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD                 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
gi|534 KAEALFRAVESYLLAHSDAYN 
     140       150       160 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 46; 23.3% identity (62.8% similar) in 43 aa overlap (34-76:78-119) 
 
            10        20        30        40        50        60    
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :... .   ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLE-KVSHELKIV 
        50        60        70        80        90        100       
 
            70        80                                      
AAD-12 ERIGGGDIVAISNVKAD                                      
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (34-76:78-119) 
 
            10        20        30        40        50        60    
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
            70        80                                      
AAD-12 ERIGGGDIVAISNVKAD                                      
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (34-76:78-119) 
 
            10        20        30        40        50        60    
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
            70        80                                      
AAD-12 ERIGGGDIVAISNVKAD                                      
          :::.:: ::.                                          
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gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (34-76:78-119) 
 
            10        20        30        40        50        60    
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
            70        80                                      
AAD-12 ERIGGGDIVAISNVKAD                                      
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (34-76:78-119) 
 
            10        20        30        40        50        60    
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
            70        80                                      
AAD-12 ERIGGGDIVAISNVKAD                                      
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|121248|sp|P12549.1|GLB76_CHITH RecName: Full=Globin  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (17-33:61-77) 
 
                             10        20        30        40       
AAD-12               TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|121 WKAVSHNEVEILAAVFAAYPDIQNKFSQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
         50        60        70        80                           
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD                           
                                                                    
gi|121 SGNDSNAAAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLQANVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|121244|sp|P12548.1|GLB73_CHITH RecName: Full=Globin  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (17-33:61-77) 
 
                             10        20        30        40       
AAD-12               TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|121 WKAVSHNEVDILAAVFAAYPDIQAKFPQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
         50        60        70        80                           
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD                           
                                                                    
gi|121 SGNESNASAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLSNHVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|56405054|sp|P84298.1|GLB75_CHITH RecName: Full=Glob  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (17-33:61-77) 
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                             10        20        30        40       
AAD-12               TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|564 WKAVSHNEVEILAAVFAAYPDIQNKFSQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
         50        60        70        80                           
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD                           
                                                                    
gi|564 SGNTSNAAAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLQANVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|56405052|sp|P84296.1|GLB74_CHITH RecName: Full=Glob  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (17-33:61-77) 
 
                             10        20        30        40       
AAD-12               TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|564 WKAVSHNEVDILAAVFAAYPDIQAKFPQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
         50        60        70        80                           
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD                           
                                                                    
gi|564 SGNASNAAAVEGLLNKLGSDHKARGVSAAQFGEFRTALVSYLSNHVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.0  bits: 19.5 E():   49 
Smith-Waterman score: 52; 28.6% identity (61.2% similar) in 49 aa overlap (11-59:9-53) 
 
               10        20        30        40        50        60 
AAD-12 TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 
                 : :.:.   .: .. . ...:.  : :. :   : :. : .::  :...  
gi|170   MKTFLVFALIAVVATSAIAQMETSCISGLERPWQQQPL---PPQQ-SFSQQPPFSQQQ 
                 10        20        30           40         50     
 
               70        80                                         
AAD-12 GAIERIGGGDIVAISNVKAD                                         
                                                                    
gi|170 QQPLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQQQLVLPPQQQQQQ 
           60        70        80        90       100       110     
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.9  bits: 18.0 E():   50 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (52-70:35-53) 
 
              30        40        50        60        70        80  
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD  
                                     . . ::  ::  . .: .:            
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
gi|191 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.9  bits: 18.0 E():   50 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (52-70:35-53) 
 
              30        40        50        60        70        80  
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD  
                                     . . ::  ::  . .: .:            
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
gi|730 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
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 initn:  38 init1:  38 opt:  47  Z-score: 71.7  bits: 18.9 E():   51 
Smith-Waterman score: 47; 31.8% identity (56.8% similar) in 44 aa overlap (36-79:63-102) 
 
          10        20        30        40        50        60      
AAD-12 PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|833 HHQTYVNGLNAALEAQKKAAEANDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
             40        50        60        70           80          
 
          70        80                                              
AAD-12 IGGGDIVAISNVKAD                                              
        ::: :     .::                                               
gi|833 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
       90       100       110       120       130       140         
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 71.7  bits: 19.8 E():   51 
Smith-Waterman score: 50; 26.8% identity (51.2% similar) in 41 aa overlap (39-75:190-230) 
 
       10        20        30        40            50        60     
AAD-12 ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::  .  :    ::.  
gi|215 NKPVIFTKSNLAKSPELDAKMYDICYSTAAAPIYFPPHHFVTHTSNGARYEFNLVDGAVA 
     160       170       180       190       200       210          
 
           70        80                                             
AAD-12 RIGGGDIVAISNVKAD                                             
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.5  bits: 19.5 E():   52 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (35-66:176-207) 
 
           10        20        30        40        50        60     
AAD-12 TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
         150       160       170       180       190       200      
 
           70        80                                             
AAD-12 RIGGGDIVAISNVKAD                                             
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
         210       220       230       240       250       260      
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.3  bits: 18.9 E():   53 
Smith-Waterman score: 47; 31.8% identity (56.8% similar) in 44 aa overlap (36-79:74-113) 
 
          10        20        30        40        50        60      
AAD-12 PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|164 HHQTYVNGLNAALEAQKKAAEATDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
            50        60        70        80           90           
 
          70        80                                              
AAD-12 IGGGDIVAISNVKAD                                              
        ::: :     .::                                               
gi|164 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
     100       110       120       130       140       150          
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.3  bits: 19.2 E():   54 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (43-53:90-100) 
 
             20        30        40        50        60        70   
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
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      60        70        80        90       100       110          
 
             80                                                     
AAD-12 AISNVKAD                                                     
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|1336811|gb|AAB36119.1| Sol i 1=antigen {N-terminal}  (25 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 71.0  bits: 15.7 E():   56 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (4-17:8-21) 
 
                   10        20        30        40        50       
AAD-12     TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 
              :  .: .::. :.:                                        
gi|133 WKIPLNNIQYVGHSLGSHVSGFAAK                                    
               10        20                                         
 
>>gi|62240392|gb|AAX77384.1| 11S globulin precursor [Sin  (523 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 70.9  bits: 20.1 E():   56 
Smith-Waterman score: 51; 30.0% identity (63.3% similar) in 30 aa overlap (45-73:173-202) 
 
           20        30        40        50         60        70    
AAD-12 VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQ-QITFAKRFGAIERIGGGDIVA 
                                     ::. ...: :  :   .  .:..  ::..: 
gi|622 QQGQQGQQGQQQGQQGQQGQQGQQGQQGQQGQQGQQQQGQQGFRDMYQKVEHVRHGDVIA 
            150       160       170       180       190       200   
 
            80                                                      
AAD-12 ISNVKAD                                                      
                                                                    
gi|622 NTPGSAHWIYNTGDKPLVIISLLDIANYQNQLDRNPRVFRLAGNNPQGGFGGPQQQQPQQ 
            210       220       230       240       250       260   
 
>>gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Enteroto  (233 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 70.9  bits: 18.9 E():   56 
Smith-Waterman score: 47; 23.3% identity (51.2% similar) in 43 aa overlap (32-71:44-85) 
 
              10        20        30        40           50         
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLI---FPGQHLSNDQQITFAK 
                                     :  .:::..:.   :  .   ::  . : . 
gi|163 KKSELQGTALGNLKQIYYYNEKAKTENKESHDQFLQHTILFKGFFTDHSWYNDLLVDFDS 
            20        30        40        50        60        70    
 
       60        70        80                                       
AAD-12 RFGAIERIGGGDIVAISNVKAD                                       
       .   ...  :  .                                                
gi|163 K-DIVDKYKGKKVDLYGAYYGYQCAGGTPNKTACMYGGVTLHDNNRLTEEKKVPINLWLD 
             80        90       100       110       120       130   
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 45; 24.4% identity (61.0% similar) in 41 aa overlap (36-76:80-119) 
 
          10        20        30        40        50        60      
AAD-12 PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :. :.    ....  .   
gi|730 GPGTIKKITFSEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLG-DKLEKVSHELKIVAA 
      50        60        70        80        90        100         
 
          70        80                                      
AAD-12 IGGGDIVAISNVKAD                                      
        :::.:: ::.                                          
gi|730 PGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      110       120       130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 45; 23.3% identity (60.5% similar) in 43 aa overlap (34-76:78-119) 
 
            10        20        30        40        50        60    
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AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
            70        80                                      
AAD-12 ERIGGGDIVAISNVKAD                                      
          :::..: ::.                                          
gi|167 AAPGGGSVVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|15809696|gb|AAL07320.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 70.7  bits: 18.0 E():   58 
Smith-Waterman score: 44; 25.0% identity (58.9% similar) in 56 aa overlap (26-79:45-100) 
 
                    10        20        30        40        50      
AAD-12      TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 
                                     : .::.   . . . :   : ::.. . .. 
gi|158 TDGQHLTAAAIIGHDGSVWAQSANFPQFKPAEIAAIMKDFDEPGSLAPTGLHLGGTKYMV 
           20        30        40        50        60        70     
 
          60          70        80                               
AAD-12 FAKRFGAIER--IGGGDIVAISNVKAD                               
       .  . ::. :   : : :.. ....:                                
gi|158 IQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL 
           80        90       100       110       120       130  
 
>>gi|5726304|gb|AAD48405.1|AF136945_1 major allergen Cor  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (32-76:77-120) 
 
              10        20        30        40        50         60 
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|572 GNGGPGTIKKITFAEGNEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
               70        80                                      
AAD-12 GAIERIGGGDIVAISNVKAD                                      
       .:  . :::.:. :..                                          
gi|572 AAAPH-GGGSILKITSKYHTKGNASINEEEIKAGKEKAAGLFKAVEAYLLAHPDAYC 
         110        120       130       140       150       160  
 
>>gi|11762104|gb|AAG40330.1|AF323974_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (32-76:77-120) 
 
              10        20        30        40        50         60 
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
               70        80                                      
AAD-12 GAIERIGGGDIVAISNVKAD                                      
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|11762102|gb|AAG40329.1|AF323973_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (32-76:77-120) 
 
              10        20        30        40        50         60 
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
               70        80                                      
AAD-12 GAIERIGGGDIVAISNVKAD                                      
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       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 70.6  bits: 20.6 E():   58 
Smith-Waterman score: 53; 23.3% identity (55.8% similar) in 43 aa overlap (12-54:675-717) 
 
                                  10        20        30        40  
AAD-12                    TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALL 
                                     :    : . .. ...: .   . ::: .   
gi|170 LQPEQGQQGYYPTSQQQPGQGPQPGQWQQSGQGQQGYYPTSPQQSGQGQQPGQWLQPGQW 
          650       660       670       680       690       700     
 
              50        60        70        80                      
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD                      
       .  : .:.. ::.                                                
gi|170 LQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQ 
          710       720       730       740       750       760     
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 70.5  bits: 20.6 E():   59 
Smith-Waterman score: 53; 23.3% identity (55.8% similar) in 43 aa overlap (12-54:690-732) 
 
                                  10        20        30        40  
AAD-12                    TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALL 
                                     :    : . .. ...: .   . ::: .   
gi|217 LQPEQGQQGYYPTSQQQPGQGPQPGQWQQSGQGQQGYYPTSPQQSGQGQQPGQWLQPGQW 
     660       670       680       690       700       710          
 
              50        60        70        80                      
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD                      
       .  : .:.. ::.                                                
gi|217 LQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQ 
     720       730       740       750       760       770          
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.9  bits: 19.5 E():   64 
Smith-Waterman score: 49; 27.9% identity (55.8% similar) in 43 aa overlap (8-50:324-366) 
 
                                      10        20        30        
AAD-12                        TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQ 
                                     : .. :.  :    ::. ...:: :.: .  
gi|458 AEVCTIAASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVA 
           300       310       320       330       340       350    
 
        40        50        60        70        80  
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD  
         :. . :   .:                                
gi|458 AYLMALEGVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
           360       370       380       390        
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.9  bits: 19.5 E():   64 
Smith-Waterman score: 49; 27.9% identity (55.8% similar) in 43 aa overlap (8-50:324-366) 
 
                                      10        20        30        
AAD-12                        TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQ 
                                     : .. :.  :    ::. ...:: :.: .  
gi|668 AEACTIAASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVA 
           300       310       320       330       340       350    
 
        40        50        60        70        80  
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD  
         :. . :   .:                                
gi|668 AYLMALEGVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
           360       370       380       390        
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 69.8  bits: 19.8 E():   65 
Smith-Waterman score: 50; 22.0% identity (52.5% similar) in 59 aa overlap (8-66:276-333) 
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                                      10        20        30        
AAD-12                        TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQ 
                                     :.  : . .:  :. .:.  . . :.. :  
gi|505 SLGRIIEFRFYKEITNVFRGNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLG 
         250       260       270       280       290       300      
 
        40        50        60        70        80                  
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD                  
         .  : :. :.    . .:  .: . :.                                
gi|505 FNINCFEGRLLKAATAFMLAWNYG-VPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNIL 
         310       320        330       340       350       360     
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.7  bits: 17.4 E():   65 
Smith-Waterman score: 42; 75.0% identity (87.5% similar) in 8 aa overlap (67-74:29-36) 
 
         40        50        60        70        80                 
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD                 
                                     : :::::.                       
gi|105   CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAVDIKEKGSDTYEPLKHSWGAIWR 
                 10        20        30        40        50         
 
gi|105 KDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
       60        70        80        90          
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.6  bits: 17.4 E():   66 
Smith-Waterman score: 42; 37.5% identity (62.5% similar) in 24 aa overlap (52-75:79-100) 
 
              30        40        50        60        70        80 
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     ::.  : .. :. :. ::: .  :      
gi|897 QQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQL--AAQLPAMCRLEGGDALLASQ     
       50        60        70        80          90       100      
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.4  bits: 19.2 E():   68 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (43-53:90-100) 
 
             20        30        40        50        60        70   
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
             80                                                     
AAD-12 AISNVKAD                                                     
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|164510860|emb|CAK93757.1| profilin [Malus x domesti  (131 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.1  bits: 17.7 E():   70 
Smith-Waterman score: 43; 27.5% identity (55.1% similar) in 69 aa overlap (4-67:60-123) 
 
                                          10            20          
AAD-12                            TLQITPTGATLGAT----VTGVHLATL-DDAGF 
                                     ..:::  ::.:    . :   :..    :  
gi|164 GSVWAQSATFPAFKPEEIAAILKDFDQPGTLAPTGLFLGGTKYMVIQGEPGAVIRGKKGS 
      30        40        50        60        70        80          
 
       30        40        50        60        70        80 
AAD-12 AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
       ...     ..::::  : .   :. .: ..   ..::.:              
gi|164 GGITIKKTSQALLI--GIY---DEPVTPGQCNIVVERLGDYLIEQGL      
      90       100            110       120       130       
 
>>gi|164510858|emb|CAK93753.1| profilin [Malus x domesti  (131 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.1  bits: 17.7 E():   70 
Smith-Waterman score: 43; 27.5% identity (55.1% similar) in 69 aa overlap (4-67:60-123) 
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                                          10            20          
AAD-12                            TLQITPTGATLGAT----VTGVHLATL-DDAGF 
                                     ..:::  ::.:    . :   :..    :  
gi|164 GSVWAQSATFPAFKPEEIAAILKDFDQPGTLAPTGLFLGGTKYMVIQGEPGAVIRGKKGS 
      30        40        50        60        70        80          
 
       30        40        50        60        70        80 
AAD-12 AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
       ...     ..::::  : .   :. .: ..   ..::.:              
gi|164 GGITIKKTSQALLI--GIY---DEPVTPGQCNIVVERLGDYLIEQGL      
      90       100            110       120       130       
 
>>gi|28881457|emb|CAD46561.1| profilin [Malus x domestic  (131 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.1  bits: 17.7 E():   70 
Smith-Waterman score: 43; 27.5% identity (55.1% similar) in 69 aa overlap (4-67:60-123) 
 
                                          10            20          
AAD-12                            TLQITPTGATLGAT----VTGVHLATL-DDAGF 
                                     ..:::  ::.:    . :   :..    :  
gi|288 GSVWSQSASFPAFKPEEIAAILKDFDQPGTLAPTGLFLGGTKYMVIQGEPGAVIRGKKGS 
      30        40        50        60        70        80          
 
       30        40        50        60        70        80 
AAD-12 AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
       ...     ..::::  : .   :. .: ..   ..::.:              
gi|288 GGITIKKTSQALLI--GIY---DEPVTPGQCNIVVERLGDYLIEQGL      
      90       100            110       120       130       
 
>>gi|14423875|sp|Q9XF42.1|PROF3_MALDO RecName: Full=Prof  (131 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 69.1  bits: 17.7 E():   70 
Smith-Waterman score: 43; 27.5% identity (55.1% similar) in 69 aa overlap (4-67:60-123) 
 
                                          10            20          
AAD-12                            TLQITPTGATLGAT----VTGVHLATL-DDAGF 
                                     ..:::  ::.:    . :   :..    :  
gi|144 GSVWSQSASFPAFKPEEIAAILKDFDQPGTLAPTGLFLGGTKYMVIQGEPGAVIRGKKGS 
      30        40        50        60        70        80          
 
       30        40        50        60        70        80 
AAD-12 AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
       ...     ..::::  : .   :. .: ..   ..::.:              
gi|144 GGITIKKTSQALLI--GIY---DEPVTPGQCNIVVERLGDYLIEQGL      
      90       100            110       120       130       
 
>>gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=13S g  (565 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 68.8  bits: 19.8 E():   73 
Smith-Waterman score: 50; 24.2% identity (57.6% similar) in 66 aa overlap (14-78:410-474) 
 
                                10        20        30        40    
AAD-12                  TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIF 
                                     ::.. .:  :.   ..: :..  ..:.:   
gi|298 EQAFCNLKFKQNVNRPSRADVFNPRAGRINTVNSNNLPILEFIQLSAQHVVLYKNAILG- 
     380       390       400       410       420       430          
 
            50        60         70        80                       
AAD-12 PGQHLSNDQQITFAKRFGAIERIGG-GDIVAISNVKAD                       
       :  .:.  . .  ..  : .. .:  :  :  .::.                         
gi|298 PRWNLNAHSALYVTRGEGRVQVVGDEGRSVFDDNVQRGQILVVPQGFAVVLKAGREGLEW 
      440       450       460       470       480       490         
 
gi|298 VELKNDDNAITSPIAGKTSVLRAIPVEVLANSYDISTKEAFRLKNGRQEVEVFLPFQSRD 
      500       510       520       530       540       550         
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 68.6  bits: 19.2 E():   75 
Smith-Waterman score: 51; 27.4% identity (58.9% similar) in 73 aa overlap (5-74:19-85) 
 
                             10        20        30        40       
AAD-12               TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                         . : ::::  ::   . ..: .:. ..  : .   : .. :: 
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gi|215 MATTKSFLILFFMILATTSSTCATLGEMVT---VLSIDGGGIKGIIPAII---LEFLEGQ 
               10        20        30           40           50     
 
           50        60         70        80                        
AAD-12 --HLSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD                        
         ...:...  .:  : .:   . :: ..:.                              
gi|215 LQEVDNNKDARLADYFDVIGGTSTGGLLTAMITTPNENNRPFAAAKDIVPFYFEHGPHIF 
           60        70        80        90       100       110     
 
gi|215 NYSGSIFGPRYDGKYLLQVLQEKLGETRVHQALTEVAISSFDIKTNKPVIFTKSNLAESP 
          120       130       140       150       160       170     
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.2  bits: 18.9 E():   79 
Smith-Waterman score: 47; 41.4% identity (58.6% similar) in 29 aa overlap (6-34:54-82) 
 
                                        10        20        30      
AAD-12                          TLQITPTGATLGATVTGVHLATLDDAGFAALHAAW 
                                     :.::.  ::.   .:    .::: :  ::  
gi|113 YAADVGYGAPATLATPATPAAPAAGYTPAAPAGAAPKATTDEQKLIEKINAGFKAAVAAA 
            30        40        50        60        70        80    
 
          40        50        60        70        80                
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD                
                                                                    
gi|113 AGVPAVDKYKTFVATFGTASNKAFAEALSTEPKGAAAASSNAVLTSKLDAAYKLAYKSAE 
            90       100       110       120       130       140    
 
>>gi|886967|emb|CAA59340.1| low molecular weight gluteni  (276 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 68.1  bits: 18.6 E():   80 
Smith-Waterman score: 46; 30.3% identity (63.6% similar) in 33 aa overlap (28-59:57-89) 
 
                  10        20        30        40         50       
AAD-12    TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITF 
                                     :.  .  . :. : :.: :  .:..::  : 
gi|886 PIQQQPQPFPQQPPCSQQQQPPLSQQQQPPFSQQQPPFSQQELPILPQQPPFSQQQQPQF 
         30        40        50        60        70        80       
 
         60        70        80                                     
AAD-12 AKRFGAIERIGGGDIVAISNVKAD                                     
       ...                                                          
gi|886 SQQQQPFPQQQQPLLLQQPPFSQQRPPFSQQQQQPVLPQQPPFSQQQQQQPILPQQPPFS 
         90       100       110       120       130       140       
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 18.6 E():   83 
Smith-Waterman score: 46; 33.3% identity (57.1% similar) in 21 aa overlap (38-58:79-99) 
 
        10        20        30        40        50        60        
AAD-12 GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG 
                                     : .: :: : : .  . .: .          
gi|624 QSQQQCLQQPQHQFPQPTQQFPQRPLLPFTHPFLTFPDQLLPQPPHQSFPQPPQSYPQPP 
       50        60        70        80        90       100         
 
        70        80                                                
AAD-12 GGDIVAISNVKAD                                                
                                                                    
gi|624 LQPFPQPPQQKYPEQPQQPFPWQQPTIQLYLQQQLNPCKEFLLQQCRPVSLLSYLWSKIV 
      110       120       130       140       150       160         
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.8  bits: 18.6 E():   83 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (6-62:25-74) 
 
                                  10          20        30          
AAD-12                    TLQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
      40        50        60        70        80                    
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AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD                    
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.8  bits: 18.6 E():   83 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (6-62:25-74) 
 
                                  10          20        30          
AAD-12                    TLQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
      40        50        60        70        80                    
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD                    
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.8  bits: 18.6 E():   83 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (6-62:25-74) 
 
                                  10          20        30          
AAD-12                    TLQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
      40        50        60        70        80                    
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD                    
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.8  bits: 18.6 E():   83 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (6-62:25-74) 
 
                                  10          20        30          
AAD-12                    TLQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
      40        50        60        70        80                    
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD                    
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.8  bits: 18.6 E():   83 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (6-62:25-74) 
 
                                  10          20        30          
AAD-12                    TLQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
      40        50        60        70        80                    
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD                    
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.8  bits: 18.6 E():   83 
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Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (6-62:25-74) 
 
                                  10          20        30          
AAD-12                    TLQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
      40        50        60        70        80                    
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD                    
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.8  bits: 18.6 E():   83 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (6-62:25-74) 
 
                                  10          20        30          
AAD-12                    TLQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
      40        50        60        70        80                    
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD                    
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.8  bits: 18.6 E():   83 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (6-62:25-74) 
 
                                  10          20        30          
AAD-12                    TLQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
      40        50        60        70        80                    
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD                    
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.8  bits: 18.6 E():   83 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (6-62:25-74) 
 
                                  10          20        30          
AAD-12                    TLQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
      40        50        60        70        80                    
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD                    
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.8  bits: 18.6 E():   83 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (6-62:25-74) 
 
                                  10          20        30          
AAD-12                    TLQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
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      40        50        60        70        80                    
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD                    
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.8  bits: 18.6 E():   83 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (6-62:25-74) 
 
                                  10          20        30          
AAD-12                    TLQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
      40        50        60        70        80                    
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD                    
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triticum   (439 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.6  bits: 19.2 E():   85 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (43-53:103-113) 
 
             20        30        40        50        60        70   
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|739 FLQQQQIPQQQIPQQHQIPQQPQQFPQQQQFPQQHQSPQQQFPQQQFPQQKLPQQEFPQQ 
             80        90       100       110       120       130   
 
             80                                                     
AAD-12 AISNVKAD                                                     
                                                                    
gi|739 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
            140       150       160       170       180       190   
 
>>gi|46410859|gb|AAR98518.1| major latex allergen Hev b   (366 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.5  bits: 18.9 E():   87 
Smith-Waterman score: 47; 30.8% identity (56.4% similar) in 39 aa overlap (28-66:231-269) 
 
                  10        20        30        40        50        
AAD-12    TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     .:.:::  : . :  .   .:  . . :   
gi|464 ARKFVVENVAPLGLIPFIKQTSDNSTLFYELASLHAMKLPQILEKIQDGYLFPEFNYTVF 
              210       220       230       240       250       260 
 
        60        70        80                                      
AAD-12 KRFGAIERIGGGDIVAISNVKAD                                      
       . :: :..:                                                    
gi|464 NYFGIIKEIIDAPGEHGFKYGDIACCGNSTYRGQACGFLDYEFCVCGNKTEYLFFDGTHN 
              270       280       290       300       310       320 
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.4  bits: 18.0 E():   87 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (56-80:126-150) 
 
          30        40        50        60        70        80      
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD      
                                     ..:.:  . . .:: ..: . . ::      
gi|144 RAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVA 
         100       110       120       130       140       150      
 
gi|144 ILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
         160       170       180       190       200 
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.3  bits: 18.0 E():   88 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (56-80:130-154) 
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          30        40        50        60        70        80      
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD      
                                     ..:.:  . . .:: ..: . . ::      
gi|622 RAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVA 
     100       110       120       130       140       150          
 
gi|622 ILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
     160       170       180       190       200     
 
>>gi|218059733|emb|CAT99619.1| profilin [Malus x domesti  (115 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.0  bits: 17.2 E():   91 
Smith-Waterman score: 41; 27.5% identity (55.1% similar) in 69 aa overlap (4-67:44-107) 
 
                                          10            20          
AAD-12                            TLQITPTGATLGAT----VTGVHLATL-DDAGF 
                                     ..:::  ::.:    . :   :..    :  
gi|218 GSVWAQSATFPAFKPEEIAAILKDFDQPGTLAPTGLFLGGTKYMVIQGEPGAVIRGKKGS 
            20        30        40        50        60        70    
 
       30        40        50        60        70        80 
AAD-12 AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
       ...     ..::::  : .   :. .: ..   ..::.:              
gi|218 GGITIKKTSQALLI--GIY---DEPLTPGQCNIVVERLGDYLIEQGL      
            80          90          100       110           
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 66.9  bits: 18.0 E():   93 
Smith-Waterman score: 46; 25.7% identity (65.7% similar) in 35 aa overlap (20-54:54-84) 
 
                          10        20        30        40          
AAD-12            TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLS 
                                     . ::.: ::      : ..:.: . ... . 
gi|161 FGVNLNLKVTNLMAGEHLTPEFLKMNPQHTIPTLNDNGFCL----WESRAILSYLADQYG 
            30        40        50        60            70          
 
      50        60        70        80                              
AAD-12 NDQQITFAKRFGAIERIGGGDIVAISNVKAD                              
       .:...                                                        
gi|161 KDDSLYPKDPKKRALVDQRLYFDLGTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFL 
      80        90       100       110       120       130          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.5  bits: 19.2 E():   97 
Smith-Waterman score: 48; 26.2% identity (61.9% similar) in 42 aa overlap (28-69:240-281) 
 
                  10        20        30        40        50        
AAD-12    TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     :...   .:..:. .   : ..: .  : . 
gi|370 RQEEREFSPRGQHSRRERAGQEEENEGGNIFSGFTPEFLEQAFQVDDRQIVQNLRGETES 
     210       220       230       240       250       260          
 
        60        70        80                                      
AAD-12 KRFGAIERIGGGDIVAISNVKAD                                      
       .. :::  . ::                                                 
gi|370 EEEGAIVTVRGGLRILSPDRKRRADEEEEYDEDEYEYDEEDRRRGRGSRGRGNGIEETIC 
     270       280       290       300       310       320          
 
>>gi|32363124|sp||P81943_2 [Segment 2 of 4] Allergen Api  (30 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 66.5  bits: 15.1 E():   98 
Smith-Waterman score: 34; 55.6% identity (88.9% similar) in 9 aa overlap (4-12:16-24) 
 
                           10        20        30        40         
AAD-12             TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHL 
                      .. .:::::                                     
gi|323 INLKAVIADPVAKTAVVQAGATLGEVYYXI                               
               10        20        30                               
 
>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.3  bits: 19.2 E(): 1e 
Smith-Waterman score: 48; 30.0% identity (63.3% similar) in 30 aa overlap (24-53:288-317) 
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                      10        20        30        40        50    
AAD-12        TLQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQ 
                                     : :  .:   .. ....:.:   : :..:: 
gi|572 ASLEGLSPNVPLYKVTEGNEPCFFTTFFSWDPAKRSAHGNSFQKKVMLLFGVGHASENQQ 
       260       270       280       290       300       310        
 
            60        70        80                                  
AAD-12 ITFAKRFGAIERIGGGDIVAISNVKAD                                  
                                                                    
gi|572 RSNGSGGPTQRASALAALNSAFSSPSPPKSSSAPRPAGTSSASQRAAAIAALSGVLTAEK 
       320       330       340       350       360       370        
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:30 2011 done: Fri Jan 21 00:02:30 2011 
 Total Scan time:  0.080 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 6  - 85 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     1     0:= 
  30     1     2:* 
  32     6     8:==* 
  34    28    22:=======*== 
  36    51    44:==============*== 
  38    76    73:========================*= 
  40    73   102:=========================        * 
  42   133   125:=========================================*=== 
  44   156   138:=============================================*====== 
  46   132   140:============================================  * 
  48   119   134:========================================    * 
  50   115   122:======================================= * 
  52    80   108:===========================        * 
  54    71    92:========================      * 
  56    74    77:=========================* 
  58    58    63:====================* 
  60    58    51:================*=== 
  62    79    41:=============*============= 
  64    49    33:==========*====== 
  66    19    26:======= * 
  68    22    20:======*= 
  70    24    16:=====*== 
  72    18    12:===*== 
  74     7    10:===* 
  76    14     8:==*== 
  78    10     6:=*== 
  80     2     5:=* 
  82     1     3:* 
  84     3     3:* 
  86     2     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     4     1:*= 
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  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.69670.00332; mu= 7.9475 0.172 
 mean_var=42.455911.720, 0's: 2 Z-trim: 2  B-trim: 56 in 1/43 
 Lambda= 0.196836 
 Kolmogorov-Smirnov  statistic: 0.0498 (N=29) at  58 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.080 
 
The best scores are:                                      opt bits E(1491) 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   60 22.5     4.3 
gi|59895730|gb|AAX11262.1| pectin methylesterase a ( 339)   61 22.9     5.3 
gi|59895728|gb|AAX11261.1| pectin methylesterase a ( 339)   61 22.9     5.3 
gi|225810597|gb|ACO34813.1| Sal k 1 pollen allerge ( 339)   61 22.9     5.3 
gi|886963|emb|CAA59338.1| low molecular weight glu ( 229)   59 22.2     5.5 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   61 22.9       7 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   61 22.9     7.4 
gi|51242679|gb|AAT99258.1| pectin-methyltransferas ( 362)   59 22.3     8.4 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   60 22.6     9.9 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   58 22.0      10 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   58 22.0      10 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   55 21.1      15 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   52 20.2      16 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   45 18.1      17 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   51 19.9      19 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   56 21.5      20 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   54 20.9      20 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   53 20.6      20 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 19.9      21 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   56 21.5      21 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   48 19.0      22 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   49 19.3      22 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   54 20.9      22 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   53 20.6      24 
gi|21413|emb|CAA45723.1| aspartic proteinase inhib ( 217)   51 20.0      25 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   51 20.0      25 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   50 19.7      27 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   53 20.6      28 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   53 20.6      28 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   53 20.6      28 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   53 20.6      28 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   53 20.6      28 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   53 20.6      28 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   53 20.6      28 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   53 20.6      28 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   53 20.6      28 
gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Sub ( 379)   53 20.6      28 
gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Sub ( 269)   51 20.0      30 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   53 20.6      33 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   52 20.3      34 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   48 19.1      34 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   52 20.3      34 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   52 20.3      36 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   47 18.8      37 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   49 19.4      38 
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gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   52 20.3      41 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   49 19.4      42 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   53 20.6      44 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   49 19.4      45 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   53 20.7      50 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 18.5      50 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   46 18.5      50 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 18.5      50 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   46 18.5      50 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   46 18.5      50 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   46 18.5      50 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   46 18.5      50 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   46 18.5      50 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   46 18.5      50 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   46 18.5      50 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   49 19.4      50 
gi|121244|sp|P12548.1|GLB73_CHITH RecName: Full=Gl ( 161)   46 18.5      50 
gi|56405054|sp|P84298.1|GLB75_CHITH RecName: Full= ( 161)   46 18.5      50 
gi|56405052|sp|P84296.1|GLB74_CHITH RecName: Full= ( 161)   46 18.5      50 
gi|121248|sp|P12549.1|GLB76_CHITH RecName: Full=Gl ( 161)   46 18.5      50 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   50 19.7      51 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   47 18.8      53 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   49 19.4      53 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   44 17.9      53 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   44 17.9      53 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   48 19.1      55 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   48 19.1      55 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   48 19.1      55 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   47 18.8      55 
gi|62240392|gb|AAX77384.1| 11S globulin precursor  ( 523)   51 20.1      56 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   53 20.7      57 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   53 20.7      58 
gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Ente ( 233)   47 18.8      58 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   45 18.2      61 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   45 18.2      61 
gi|11762104|gb|AAG40330.1|AF323974_1 major allerge ( 161)   45 18.2      61 
gi|11762102|gb|AAG40329.1|AF323973_1 major allerge ( 161)   45 18.2      61 
gi|5726304|gb|AAD48405.1|AF136945_1 major allergen ( 161)   45 18.2      61 
gi|15809696|gb|AAL07320.1| profilin [Litchi chinen ( 131)   44 17.9      62 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   49 19.5      64 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   49 19.5      64 
gi|1336811|gb|AAB36119.1| Sol i 1=antigen {N-termi (  25)   36 15.5      64 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   50 19.8      65 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   47 18.9      65 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   47 18.9      65 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   48 19.2      69 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   42 17.3      71 
gi|164510858|emb|CAK93753.1| profilin [Malus x dom ( 131)   43 17.6      75 
gi|14423875|sp|Q9XF42.1|PROF3_MALDO RecName: Full= ( 131)   43 17.6      75 
gi|164510860|emb|CAK93757.1| profilin [Malus x dom ( 131)   43 17.6      75 
gi|28881457|emb|CAD46561.1| profilin [Malus x dome ( 131)   43 17.6      75 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   48 19.2      76 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   47 18.9      80 
gi|886967|emb|CAA59340.1| low molecular weight glu ( 276)   46 18.6      82 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   46 18.6      84 
gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triti ( 439)   48 19.2      85 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   46 18.6      85 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   46 18.6      85 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   46 18.6      85 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   46 18.6      85 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   46 18.6      85 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   46 18.6      85 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   46 18.6      85 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   46 18.6      85 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   46 18.6      85 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   46 18.6      85 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   46 18.6      85 
gi|46410859|gb|AAR98518.1| major latex allergen He ( 366)   47 18.9      87 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   44 18.0      90 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   44 18.0      92 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   44 18.0      97 
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gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   48 19.2      97 
gi|218059733|emb|CAT99619.1| profilin [Malus x dom ( 115)   41 17.1      97 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   48 19.2      99 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 91.0  bits: 22.5 E():  4.3 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (42-73:133-160) 
 
              20        30        40        50        60        70  
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|221 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
            110       120       130       140           150         
 
              80                                                    
AAD-12 AISNVKADG                                                    
       :.                                                           
gi|221 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
      160       170       180       190       200       210         
 
>>gi|59895730|gb|AAX11262.1| pectin methylesterase aller  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 89.4  bits: 22.9 E():  5.3 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (17-49:238-270) 
 
                             10        20        30        40       
AAD-12               LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|598 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
         50        60        70        80                           
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADG                           
       ::.                                                          
gi|598 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|59895728|gb|AAX11261.1| pectin methylesterase aller  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 89.4  bits: 22.9 E():  5.3 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (17-49:238-270) 
 
                             10        20        30        40       
AAD-12               LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|598 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
         50        60        70        80                           
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADG                           
       ::.                                                          
gi|598 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|225810597|gb|ACO34813.1| Sal k 1 pollen allergen [S  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 89.4  bits: 22.9 E():  5.3 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (17-49:238-270) 
 
                             10        20        30        40       
AAD-12               LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|225 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
         50        60        70        80                           
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADG                           
       ::.                                                          
gi|225 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|886963|emb|CAA59338.1| low molecular weight gluteni  (229 aa) 
 initn:  39 init1:  39 opt:  59  Z-score: 89.2  bits: 22.2 E():  5.5 
Smith-Waterman score: 59; 26.4% identity (56.6% similar) in 53 aa overlap (10-58:3-55) 
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               10        20        30            40        50       
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHAL----LIFPGQHLSNDQQITFA 
                : :.:.   .: .. . . .:.  : :. :     .:: :.   .::  :. 
gi|886        FALIAVVATSTIAQMETSCIPGLERPWQQQPLPPQQTLFPQQQPFPQQQPPFS 
                      10        20        30        40        50    
 
         60        70        80                                     
AAD-12 KRFGAIERIGGGDIVAISNVKADG                                     
       ..                                                           
gi|886 QQQPSFSQQQPPFSQQQPILPEPPFSLQQQPVLPQQSPFSQQQLVLPPQQQQQLPQQQIS 
            60        70        80        90       100       110    
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 87.3  bits: 22.9 E():    7 
Smith-Waterman score: 61; 38.7% identity (58.1% similar) in 31 aa overlap (43-73:108-138) 
 
             20        30        40        50        60        70   
AAD-12 TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA 
                                     : :  .. :.  :  :   :.:.  :::.: 
gi|259 YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIA 
        80        90       100       110       120       130        
 
             80                                                     
AAD-12 ISNVKADG                                                     
       :                                                            
gi|259 IPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGR 
       140       150       160       170       180       190        
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  60 init1:  60 opt:  61  Z-score: 86.9  bits: 22.9 E():  7.4 
Smith-Waterman score: 61; 32.7% identity (59.6% similar) in 52 aa overlap (20-67:83-134) 
 
                          10        20        30        40          
AAD-12            LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH--L 
                                     .: :.:: ::.... :.  :  .: ::  . 
gi|215 NPTGGHSKMESKPILNGHGYCHIHFWIGSESTKDEAGVAAIKSVELDDFLGGYPVQHREI 
             60        70        80        90       100       110   
 
        50          60        70        80                          
AAD-12 SNDQQITFAKRF--GAIERIGGGDIVAISNVKADG                          
        . ..  :.. :  : :   ::                                       
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
>>gi|51242679|gb|AAT99258.1| pectin-methyltransferase pr  (362 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 85.9  bits: 22.3 E():  8.4 
Smith-Waterman score: 59; 33.3% identity (57.6% similar) in 33 aa overlap (17-49:261-293) 
 
                             10        20        30        40       
AAD-12               LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|512 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFDAARVVFSYCN 
              240       250       260       270       280       290 
 
         50        60        70        80                           
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADG                           
       ::.                                                          
gi|512 LSDAAKPEGWSDNNKPEAQKTILFGEYKNTGPGAAPDKRAPYTKQLTEADAKTFTSLEYI 
              300       310       320       330       340       350 
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 84.6  bits: 22.6 E():  9.9 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (42-73:131-158) 
 
              20        30        40        50        60        70  
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|213 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
              110       120       130       140           150       
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              80                                                    
AAD-12 AISNVKADG                                                    
       :.                                                           
gi|213 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
        160       170       180       190       200       210       
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  40 init1:  40 opt:  58  Z-score: 84.3  bits: 22.0 E():   10 
Smith-Waterman score: 58; 26.5% identity (59.2% similar) in 49 aa overlap (5-53:168-215) 
 
                                         10        20        30     
AAD-12                           LQITPTGATLGATVTGVHLATLDDAGFAALHAAW 
                                     : :  .:: .......  : :.:  ..    
gi|269 EYGTVDSATLIVESNYFSAVNLKIVNSAPRPDGKRVGAQAAALRISG-DKASFYNVKIYG 
       140       150       160       170       180        190       
 
           40        50        60        70        80               
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG               
       .: .:    :.:. .:  :                                          
gi|269 FQDTLCDDKGKHFYKDCYIEGTVDFIFGSGKSIFLNTELHAVPGDQPAIITAQARKTDSE 
        200       210       220       230       240       250       
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  40 init1:  40 opt:  58  Z-score: 84.3  bits: 22.0 E():   10 
Smith-Waterman score: 58; 26.5% identity (59.2% similar) in 49 aa overlap (5-53:168-215) 
 
                                         10        20        30     
AAD-12                           LQITPTGATLGATVTGVHLATLDDAGFAALHAAW 
                                     : :  .:: .......  : :.:  ..    
gi|682 EYGTVDSATLIVESNYFSAVNLKIVNSAPRPDGKRVGAQAAALRISG-DKASFYNVKIYG 
       140       150       160       170       180        190       
 
           40        50        60        70        80               
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG               
       .: .:    :.:. .:  :                                          
gi|682 FQDTLCDDKGKHFYKDCYIEGTVDFIFGSGKSIFLNTELHAVPGDQPAIITAQARKTESE 
        200       210       220       230       240       250       
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 81.5  bits: 21.1 E():   15 
Smith-Waterman score: 55; 30.4% identity (54.3% similar) in 46 aa overlap (10-52:9-54) 
 
               10        20        30           40        50        
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHAL---LIFPGQHLSNDQQITFAK 
                : :.:.   .: .: . . .:.  : :. :     :: :   ..::      
gi|219  MKTFLVFALLAVVATSAIAQMDTSCIPGLERPWQQQPLPPQQTFPQQPPFSQQQQQQPF 
                10        20        30        40        50          
 
        60        70        80                                      
AAD-12 RFGAIERIGGGDIVAISNVKADG                                      
                                                                    
gi|219 PQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQQQLILPPQQQQQLPQQQISIVQPS 
      60        70        80        90       100       110          
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 81.0  bits: 20.2 E():   16 
Smith-Waterman score: 52; 25.0% identity (58.9% similar) in 56 aa overlap (5-60:91-141) 
 
                                         10        20        30     
AAD-12                           LQITPTGATLGATVTGVHLATLDDAGFAALHAAW 
                                     :.: ::    . .....  :.: . :. .  
gi|241 EGFPFRYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGG-SILKISN 
               70        80        90       100       110           
 
           40        50        60        70        80 
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
         :.     :.:  ...::  .:..:                     
gi|241 KYHT----KGDHEVKEEQIKASKEMGETLLRAVESYLLAHSDAYN  
     120           130       140       150       160  
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
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 initn:  44 init1:  44 opt:  45  Z-score: 80.5  bits: 18.1 E():   17 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (51-74:17-38) 
 
               30        40        50        60        70        80 
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .. :       
gi|217               LVSVEHQAARLKVAKAQQL--AAQLPAMCRLEGGDALSASQ      
                             10          20        30               
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 79.5  bits: 19.9 E():   19 
Smith-Waterman score: 51; 25.0% identity (57.1% similar) in 56 aa overlap (5-60:91-141) 
 
                                         10        20        30     
AAD-12                           LQITPTGATLGATVTGVHLATLDDAGFAALHAAW 
                                     :.: ::    . ....:  :.:  .:. .  
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVTTPDGG-CVLKISN 
               70        80        90       100       110           
 
           40        50        60        70        80 
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
         :.     :.:  . .:.  .:..:                     
gi|400 KYHT----KGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN  
     120           130       140       150       160  
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 79.0  bits: 21.5 E():   20 
Smith-Waterman score: 56; 29.2% identity (56.2% similar) in 89 aa overlap (3-79:38-116) 
 
                                           10        20             
AAD-12                             LQITPTGATLGATVTGVHLATLDDAGFA---- 
                                     :.:.  ..   .: :: ::  :. .:     
gi|108 TPHSGKYEQPTGLFINNEFVKGQEGKTFDVINPSDESV---ITQVHEATEKDVDIAVAAA 
        10        20        30        40           50        60     
 
         30        40           50           60        70        80 
AAD-12 --ALHAAWLQHALLIFP---GQHLSNDQQITFAKR---FGAIERIGGGDIVAISNVKADG 
         :....: :..    :   :. :.:  .. : :    ..:.: . .:   ::: .:.:  
gi|108 RKAFEGSWRQET----PENRGKLLNNLANL-FEKNIDLLAAVESLDNGK--AISMAKGDI 
           70            80        90        100         110        
 
gi|108 SMCVGCLRYYGGWADKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNFPLLMWAWKIGPA 
       120       130       140       150       160       170        
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 78.9  bits: 20.9 E():   20 
Smith-Waterman score: 54; 30.4% identity (54.3% similar) in 46 aa overlap (12-57:13-54) 
 
                10        20        30        40        50          
AAD-12  LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 
                   : . :.    .: .:    .. :::. :.    : ::.. : :: .   
gi|170 MKTLLILTILAMAITIGTANIQVDPSG----QVQWLQQQLVPQLQQPLSQQPQQTFPQPQ 
               10        20            30        40        50       
 
      60        70        80                                        
AAD-12 GAIERIGGGDIVAISNVKADG                                        
                                                                    
gi|170 QTFPHQPQQQVPQPQQPQQPFLQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQP 
         60        70        80        90       100       110       
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 78.9  bits: 20.6 E():   20 
Smith-Waterman score: 53; 30.2% identity (49.1% similar) in 53 aa overlap (33-80:33-85) 
 
             10        20        30        40         50        60  
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFGA 
                                     : .:: .. .  : :  . :: :   . :  
gi|273 MEHYLKTYLSWLTEEQKEKLKEMKEAGQTKAEIQHEVMHYYDQLHGEEKQQATEKLKVGC 
             10        20        30        40        50        60   
 
                  70        80                                      
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AAD-12 IERIGG--GD--IVAISNVKADG                                      
          . :  :.  .: . :::  :                                      
gi|273 KMLLKGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIF 
             70        80        90       100       110       120   
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 78.8  bits: 19.9 E():   21 
Smith-Waterman score: 51; 21.5% identity (52.3% similar) in 65 aa overlap (16-80:107-171) 
 
                              10        20        30        40      
AAD-12                LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :. .:   .. .:...:.  .    .  .: 
gi|249 NKAIKERHGGAYETYKFIPSLEASRSKQAYGATVARAPEVKYAVFEAGLTKAITAMSEAQ 
         80        90       100       110       120       130       
 
          50        60        70        80     
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG     
       ....  . . :   ::    ::.  :: :   . :     
gi|249 KVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV 
        140       150       160       170      
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 78.5  bits: 21.5 E():   21 
Smith-Waterman score: 56; 40.6% identity (56.2% similar) in 32 aa overlap (44-73:153-184) 
 
            20        30        40        50          60        70  
AAD-12 VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK--RFGAIERIGGGDIV 
                                     ::.   .::  : .  :    .::  ::.: 
gi|258 QGQQEQQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVV 
            130       140       150       160       170       180   
 
              80                                                    
AAD-12 AISNVKADG                                                    
       ::                                                           
gi|258 AIPAGVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQ 
            190       200       210       220       230       240   
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 78.3  bits: 19.0 E():   22 
Smith-Waterman score: 48; 53.3% identity (73.3% similar) in 15 aa overlap (66-80:29-42) 
 
          40        50        60        70        80                
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG                
                                     : :::::. ..:  :                
gi|105   CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
                 10        20        30         40        50        
 
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
        60        70        80        90          
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.3  bits: 19.3 E():   22 
Smith-Waterman score: 49; 36.4% identity (72.7% similar) in 22 aa overlap (24-45:20-41) 
 
               10        20        30        40        50        60 
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 
                              :.. :.: : . .:..: : .:                
gi|217     MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNL 
                   10        20        30        40        50       
 
               70        80                                         
AAD-12 AIERIGGGDIVAISNVKADG                                         
                                                                    
gi|217 PFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDV 
         60        70        80        90       100       110       
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 78.2  bits: 20.9 E():   22 
Smith-Waterman score: 54; 27.3% identity (78.8% similar) in 33 aa overlap (1-33:282-314) 
 
                                             10        20        30 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 157



 

 

AAD-12                               LQITPTGATLGATVTGVHLATLDDAGFAAL 
                                     ..:.  :.....: :: . ..:. ...:.  
gi|122 NYPARYSGVMAVAAVDQNGQRASFSTYGPEIEISAPGVNVNSTYTGNRYVSLSGTSMATP 
             260       270       280       290       300       310  
 
               40        50        60        70        80 
AAD-12 HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
       :.:                                                
gi|122 HVAGVAALVKSRYPSYTNNQIRQRINQTATYLGSPSLYGNGLVHAGRATQ 
             320       330       340       350       360  
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 77.7  bits: 20.6 E():   24 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (31-74:194-239) 
 
               10        20        30        40         50          
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|261 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
           170       180       190       200       210       220    
 
      60        70         80                                       
AAD-12 GAIERIGGGDI-VAISNVKADG                                       
       .:.:: .::.. :..:                                             
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
>>gi|21413|emb|CAA45723.1| aspartic proteinase inhibitor  (217 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 77.3  bits: 20.0 E():   25 
Smith-Waterman score: 51; 21.5% identity (55.7% similar) in 79 aa overlap (8-79:134-210) 
 
                                      10          20        30      
AAD-12                        LQITPTGATLGATV--TGVHLATLDDAGFAALHAAWL 
                                     :.::. .  ::  ..  :.. :  .... . 
gi|214 FENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTIGQADSSWFKIVKSSQF 
           110       120       130       140       150       160    
 
          40             50        60        70        80       
AAD-12 QHALLIFP-----GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG       
        . ::  :     .  .:.:.:  :  . :.... :   .. ...   :        
gi|214 GYNLLYCPVTSTMSCPFSSDDQ--FCLKVGVVHQNGKRRLALVKDNPLDVSFKQVQ 
           170       180         190       200       210        
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 77.2  bits: 20.0 E():   25 
Smith-Waterman score: 51; 21.5% identity (55.7% similar) in 79 aa overlap (8-79:138-214) 
 
                                      10          20        30      
AAD-12                        LQITPTGATLGATV--TGVHLATLDDAGFAALHAAWL 
                                     :.::. .  ::  ..  :.. :  .... . 
gi|201 FENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTIGQADSSWFKIVKSSQF 
       110       120       130       140       150       160        
 
          40             50        60        70        80       
AAD-12 QHALLIFP-----GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG       
        . ::  :     .  .:.:.:  :  . :.... :   .. ...   :        
gi|201 GYNLLYCPVTSTMSCPFSSDDQ--FCLKVGVVHQNGKRRLALVKDNPLDVSFKQVQ 
       170       180         190       200       210       220  
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 76.7  bits: 19.7 E():   27 
Smith-Waterman score: 50; 25.0% identity (55.0% similar) in 60 aa overlap (13-71:33-91) 
 
                                 10        20        30        40   
AAD-12                   LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIF 
                                     :: .  :  ::   ..: :..  ..:.:   
gi|697 EQAFCNLKFRQNVNNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILG- 
             10        20        30        40        50        60   
 
             50        60         70        80                      
AAD-12 PGQHLSNDQQITFAKRFGAIERIGG-GDIVAISNVKADG                      
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       :  .:.  . .  ..  : .. .:  :. :                               
gi|697 PRWNLNAHSALYVTRGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVV 
              70        80        90       100       110       120  
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.4  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (31-74:230-275) 
 
               10        20        30        40         50          
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLTNIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
      60        70         80                                       
AAD-12 GAIERIGGGDI-VAISNVKADG                                       
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.4  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (31-74:230-275) 
 
               10        20        30        40         50          
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|270 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
      60        70         80                                       
AAD-12 GAIERIGGGDI-VAISNVKADG                                       
       .:.:: .::.. :..:                                             
gi|270 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPDRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.4  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (31-74:230-275) 
 
               10        20        30        40         50          
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
      60        70         80                                       
AAD-12 GAIERIGGGDI-VAISNVKADG                                       
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.4  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (31-74:230-275) 
 
               10        20        30        40         50          
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLANIYPYFTYADNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
      60        70         80                                       
AAD-12 GAIERIGGGDI-VAISNVKADG                                       
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.4  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (31-74:230-275) 
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               10        20        30        40         50          
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSSXSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
      60        70         80                                       
AAD-12 GAIERIGGGDI-VAISNVKADG                                       
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.4  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (31-74:230-275) 
 
               10        20        30        40         50          
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|327 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
      60        70         80                                       
AAD-12 GAIERIGGGDI-VAISNVKADG                                       
       .:.:: .::.. :..:                                             
gi|327 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.4  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (31-74:230-275) 
 
               10        20        30        40         50          
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
      60        70         80                                       
AAD-12 GAIERIGGGDI-VAISNVKADG                                       
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.4  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (31-74:230-275) 
 
               10        20        30        40         50          
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|268 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
      60        70         80                                       
AAD-12 GAIERIGGGDI-VAISNVKADG                                       
       .:.:: .::.. :..:                                             
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.4  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (31-74:230-275) 
 
               10        20        30        40         50          
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|118 GFLSSIRSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
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      60        70         80                                       
AAD-12 GAIERIGGGDI-VAISNVKADG                                       
       .:.:: .::.. :..:                                             
gi|118 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Subtili  (379 aa) 
 initn:  47 init1:  47 opt:  53  Z-score: 76.3  bits: 20.6 E():   28 
Smith-Waterman score: 53; 29.4% identity (56.9% similar) in 51 aa overlap (1-51:300-349) 
 
                                             10        20        30 
AAD-12                               LQITPTGATLGATVTGVHLATLDDAGFAAL 
                                     :..   :: . .:      :::. ...:.  
gi|135 GYPAKYDSVIAVGAVDSNSNRASFSSVGAELEVMAPGAGVYSTYPTSTYATLNGTSMASP 
     270       280       290       300       310       320          
 
               40        50        60        70        80  
AAD-12 HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG  
       :.:    ::..    .:: .:                               
gi|135 HVAGAA-ALILSKHPNLSASQVRNRLSSTATYLGSSFYYGKGLINVEAAAQ 
     330        340       350       360       370          
 
>>gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Subtili  (269 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 75.7  bits: 20.0 E():   30 
Smith-Waterman score: 51; 30.3% identity (69.7% similar) in 33 aa overlap (1-33:190-222) 
 
                                             10        20        30 
AAD-12                               LQITPTGATLGATVTGVHLATLDDAGFAAL 
                                     :.:.  :... .:  :   :.:. ...:.  
gi|267 SYPARYANAMAVGATDQNNNRASFSQYGAGLDIVAPGVNVQSTYPGSTYASLNGTSMATP 
     160       170       180       190       200       210          
 
               40        50        60        70        80 
AAD-12 HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
       :.:                                                
gi|267 HVAGAAALVKQKNPSWSNVQIRNHLKNTATSLGSTNLYGSGLVNAEAATR 
     220       230       240       250       260          
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 75.0  bits: 20.6 E():   33 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (49-69:330-350) 
 
       20        30        40        50        60        70         
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|149 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
       80                                                           
AAD-12 DG                                                           
                                                                    
gi|149 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 74.9  bits: 20.3 E():   34 
Smith-Waterman score: 52; 29.4% identity (56.9% similar) in 51 aa overlap (1-51:300-349) 
 
                                             10        20        30 
AAD-12                               LQITPTGATLGATVTGVHLATLDDAGFAAL 
                                     :..   :: . .:      :::. ...:.  
gi|111 GYPAKYDSVIAVGAVDSNSNRASFSSVGAELEVMAPGAGVYSTYPTNTYATLNGTSMASP 
     270       280       290       300       310       320          
 
               40        50        60        70        80 
AAD-12 HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
       :.:    ::..    .:: .:                              
gi|111 HVAGAA-ALILSKHPNLSASQVRNRLSSTATYLGSSFYYGKGLINV     
     330        340       350       360       370         
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
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 initn:  44 init1:  44 opt:  48  Z-score: 74.9  bits: 19.1 E():   34 
Smith-Waterman score: 48; 25.6% identity (62.8% similar) in 43 aa overlap (33-75:78-119) 
 
             10        20        30        40        50        60   
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ....  .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
             70        80                                     
AAD-12 ERIGGGDIVAISNVKADG                                     
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 74.8  bits: 20.3 E():   34 
Smith-Waterman score: 52; 44.4% identity (83.3% similar) in 18 aa overlap (7-24:184-201) 
 
                                       10        20        30       
AAD-12                         LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQ 
                                     : . :.:.:....:: ::             
gi|495 INVLECEDITFQHVTVTAPGTSINTDGIHVGISKGVTITNTKIATGDDCISIGPGSQNVT 
           160       170       180       190       200       210    
 
         40        50        60        70        80                 
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG                 
                                                                    
gi|495 ITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNGVRVKTWPNSPPGAATDLT 
           220       230       240       250       260       270    
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.5  bits: 20.3 E():   36 
Smith-Waterman score: 52; 26.1% identity (60.9% similar) in 46 aa overlap (34-77:117-160) 
 
            10        20        30          40        50        60  
AAD-12 TPTGATLGATVTGVHLATLDDAGFAALHAAWL--QHALLIFPGQHLSNDQQITFAKRFGA 
                                     :.  :. ..:.  :..   .. :.  : .  
gi|113 IYMVTSDQDDDVVNPKEGTLRFGATQDRPLWIIFQRDMIIYLQQEMVVTSDKTIDGRGAK 
         90       100       110       120       130       140       
 
              70        80                                          
AAD-12 IERIGGGDIVAISNVKADG                                          
       .: . ::  ... :::                                             
gi|113 VELVYGG--ITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGDAIHVTGSS 
        150         160       170       180       190       200     
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.3  bits: 18.8 E():   37 
Smith-Waterman score: 47; 42.1% identity (78.9% similar) in 19 aa overlap (3-21:34-52) 
 
                                           10        20        30   
AAD-12                             LQITPTGATLGATVTGVHLATLDDAGFAALHA 
                                     ..:.:  :..:: .. :::            
gi|291 HPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSPVLV 
            10        20        30        40        50        60    
 
             40        50        60        70        80             
AAD-12 AWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG             
                                                                    
gi|291 PAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKAREMK 
            70        80        90       100       110       120    
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.0  bits: 19.4 E():   38 
Smith-Waterman score: 49; 33.3% identity (57.1% similar) in 21 aa overlap (32-52:10-30) 
 
              10        20        30        40        50        60  
AAD-12 QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA 
                                     :::.      ::: :  ....          
gi|944                      MKTLGVLFIAAWFIACTHSFPGAHDEDSKEERKNVDTVL 
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                                    10        20        30          
 
              70        80                                          
AAD-12 IERIGGGDIVAISNVKADG                                          
                                                                    
gi|944 VLPSIERDQMMAATFDFPSLSFEDSDEGSNWNWNTLLRPNFLDGWYQTLQSAISAHMKKV 
      40        50        60        70        80        90          
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 73.3  bits: 20.3 E():   41 
Smith-Waterman score: 52; 25.0% identity (65.6% similar) in 32 aa overlap (42-73:117-148) 
 
              20        30        40        50        60        70  
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : :.. .....  :  .   ....  :::. 
gi|303 APKLYYVTQGRGILGVLMPGCPETFQSMSQFQGSREQEEERGRFQDQHQKVHHLKKGDII 
         90       100       110       120       130       140       
 
              80                                                    
AAD-12 AISNVKADG                                                    
       ::                                                           
gi|303 AIPAGVALWCYNDGDEDLVTVLVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLR 
        150       160       170       180       190       200       
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 73.1  bits: 19.4 E():   42 
Smith-Waterman score: 49; 60.0% identity (73.3% similar) in 15 aa overlap (66-80:181-194) 
 
          40        50        60        70        80                
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG                
                                     : :::::. .::  :                
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 72.9  bits: 20.6 E():   44 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (49-69:330-350) 
 
       20        30        40        50        60        70         
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|169 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
       80                                                           
AAD-12 DG                                                           
                                                                    
gi|169 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 72.7  bits: 19.4 E():   45 
Smith-Waterman score: 49; 60.0% identity (73.3% similar) in 15 aa overlap (66-80:199-212) 
 
          40        50        60        70        80                
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG                
                                     : :::::. .::  :                
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 71.9  bits: 20.7 E():   50 
Smith-Waterman score: 53; 20.0% identity (53.8% similar) in 80 aa overlap (1-80:188-266) 
 
                                             10        20        30 
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AAD-12                               LQITPTGATLGATVTGVHLATLDDAGFAAL 
                                     ::    :  .:    : . ..:.. :  .  
gi|220 WQELGQGQQGYYPTSLHQSGQGQQGYYPSSLQQPGQGQQIGQGQQGYYPTSLQQPG-QGQ 
       160       170       180       190       200       210        
 
               40        50        60        70        80           
AAD-12 HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG           
       . .  :..      :: .. ::   ....:  ...: :  .. .. ...:           
gi|220 QIGQGQQGYYPTSPQHPGQRQQPGQGQQIGQGQQLGQGRQIGQGQQSGQGQQGYYPTSPQ 
        220       230       240       250       260       270       
 
gi|220 QLGQGQQPGQWQQSGQGQQGYYPTSQQQPGQGQQGQYPASQQQPGQGQQGQYPASQQQPG 
        280       290       300       310       320       330       
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (66-75:109-118) 
 
          40        50        60        70        80                
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG                
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
gi|534 KAEALFRAVESYLLAHSDAYN 
      140       150          
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (33-75:77-118) 
 
             10        20        30        40        50        60   
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|402 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
         50        60        70        80        90        100      
 
             70        80                                     
AAD-12 ERIGGGDIVAISNVKADG                                     
          :::.:: ::.                                          
gi|402 AAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
         110       120       130       140       150          
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (66-75:110-119) 
 
          40        50        60        70        80                
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG                
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
gi|534 KAEALFRAVESYLLAHSDAYN 
     140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (33-75:78-119) 
 
             10        20        30        40        50        60   
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|730 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
             70        80                                     
AAD-12 ERIGGGDIVAISNVKADG                                     
          :::.:: ::.                                          
gi|730 AAPGGGSIVKISSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
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>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (33-75:78-119) 
 
             10        20        30        40        50        60   
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
             70        80                                     
AAD-12 ERIGGGDIVAISNVKADG                                     
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (33-75:78-119) 
 
             10        20        30        40        50        60   
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
             70        80                                     
AAD-12 ERIGGGDIVAISNVKADG                                     
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 46; 23.3% identity (62.8% similar) in 43 aa overlap (33-75:78-119) 
 
             10        20        30        40        50        60   
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :... .   ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLE-KVSHELKIV 
        50        60        70        80        90        100       
 
             70        80                                     
AAD-12 ERIGGGDIVAISNVKADG                                     
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (33-75:78-119) 
 
             10        20        30        40        50        60   
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
             70        80                                     
AAD-12 ERIGGGDIVAISNVKADG                                     
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (33-75:78-119) 
 
             10        20        30        40        50        60   
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
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                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
             70        80                                     
AAD-12 ERIGGGDIVAISNVKADG                                     
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (33-75:78-119) 
 
             10        20        30        40        50        60   
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
             70        80                                     
AAD-12 ERIGGGDIVAISNVKADG                                     
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.8  bits: 19.4 E():   50 
Smith-Waterman score: 52; 28.6% identity (61.2% similar) in 49 aa overlap (10-58:9-53) 
 
               10        20        30        40        50        60 
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 
                : :.:.   .: .. . ...:.  : :. :   : :. : .::  :...   
gi|170  MKTFLVFALIAVVATSAIAQMETSCISGLERPWQQQPL---PPQQ-SFSQQPPFSQQQQ 
                10        20        30           40         50      
 
               70        80                                         
AAD-12 AIERIGGGDIVAISNVKADG                                         
                                                                    
gi|170 QPLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQQQLVLPPQQQQQQL 
          60        70        80        90       100       110      
 
>>gi|121244|sp|P12548.1|GLB73_CHITH RecName: Full=Globin  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (16-32:61-77) 
 
                              10        20        30        40      
AAD-12                LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|121 WKAVSHNEVDILAAVFAAYPDIQAKFPQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
          50        60        70        80                          
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG                          
                                                                    
gi|121 SGNESNASAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLSNHVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|56405054|sp|P84298.1|GLB75_CHITH RecName: Full=Glob  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (16-32:61-77) 
 
                              10        20        30        40      
AAD-12                LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|564 WKAVSHNEVEILAAVFAAYPDIQNKFSQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
          50        60        70        80                          
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG                          
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gi|564 SGNTSNAAAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLQANVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|56405052|sp|P84296.1|GLB74_CHITH RecName: Full=Glob  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (16-32:61-77) 
 
                              10        20        30        40      
AAD-12                LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|564 WKAVSHNEVDILAAVFAAYPDIQAKFPQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
          50        60        70        80                          
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG                          
                                                                    
gi|564 SGNASNAAAVEGLLNKLGSDHKARGVSAAQFGEFRTALVSYLSNHVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|121248|sp|P12549.1|GLB76_CHITH RecName: Full=Globin  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (16-32:61-77) 
 
                              10        20        30        40      
AAD-12                LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|121 WKAVSHNEVEILAAVFAAYPDIQNKFSQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
          50        60        70        80                          
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG                          
                                                                    
gi|121 SGNDSNAAAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLQANVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 71.6  bits: 19.7 E():   51 
Smith-Waterman score: 50; 26.8% identity (51.2% similar) in 41 aa overlap (38-74:190-230) 
 
        10        20        30        40            50        60    
AAD-12 ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::  .  :    ::.  
gi|215 NKPVIFTKSNLAKSPELDAKMYDICYSTAAAPIYFPPHHFVTHTSNGARYEFNLVDGAVA 
     160       170       180       190       200       210          
 
            70        80                                            
AAD-12 RIGGGDIVAISNVKADG                                            
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.4  bits: 18.8 E():   53 
Smith-Waterman score: 47; 31.8% identity (56.8% similar) in 44 aa overlap (35-78:63-102) 
 
           10        20        30        40        50        60     
AAD-12 PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|833 HHQTYVNGLNAALEAQKKAAEANDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
             40        50        60        70           80          
 
           70        80                                             
AAD-12 IGGGDIVAISNVKADG                                             
        ::: :     .::                                               
gi|833 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
       90       100       110       120       130       140         
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.4  bits: 19.4 E():   53 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (34-65:176-207) 
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 167



 

 

            10        20        30        40        50        60    
AAD-12 TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
         150       160       170       180       190       200      
 
            70        80                                            
AAD-12 RIGGGDIVAISNVKADG                                            
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
         210       220       230       240       250       260      
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.3  bits: 17.9 E():   53 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (51-69:35-53) 
 
               30        40        50        60        70        80 
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
gi|730 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.3  bits: 17.9 E():   53 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (51-69:35-53) 
 
               30        40        50        60        70        80 
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
gi|191 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 71.1  bits: 19.1 E():   55 
Smith-Waterman score: 48; 53.3% identity (73.3% similar) in 15 aa overlap (66-80:198-211) 
 
          40        50        60        70        80                
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG                
                                     : :::::. ..:  :                
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
        230       240       250       260          
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 71.1  bits: 19.1 E():   55 
Smith-Waterman score: 48; 53.3% identity (73.3% similar) in 15 aa overlap (66-80:198-211) 
 
          40        50        60        70        80                
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG                
                                     : :::::. ..:  :                
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
gi|115 RKDSDKPIKGPITVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
        230       240       250       260          
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.1  bits: 19.1 E():   55 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (42-52:90-100) 
 
              20        30        40        50        60        70  
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
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gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
              80                                                    
AAD-12 AISNVKADG                                                    
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.0  bits: 18.8 E():   55 
Smith-Waterman score: 47; 31.8% identity (56.8% similar) in 44 aa overlap (35-78:74-113) 
 
           10        20        30        40        50        60     
AAD-12 PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|164 HHQTYVNGLNAALEAQKKAAEATDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
            50        60        70        80           90           
 
           70        80                                             
AAD-12 IGGGDIVAISNVKADG                                             
        ::: :     .::                                               
gi|164 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
     100       110       120       130       140       150          
 
>>gi|62240392|gb|AAX77384.1| 11S globulin precursor [Sin  (523 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 71.0  bits: 20.1 E():   56 
Smith-Waterman score: 51; 30.0% identity (63.3% similar) in 30 aa overlap (44-72:173-202) 
 
            20        30        40        50         60        70   
AAD-12 VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQ-QITFAKRFGAIERIGGGDIVA 
                                     ::. ...: :  :   .  .:..  ::..: 
gi|622 QQGQQGQQGQQQGQQGQQGQQGQQGQQGQQGQQGQQQQGQQGFRDMYQKVEHVRHGDVIA 
            150       160       170       180       190       200   
 
             80                                                     
AAD-12 ISNVKADG                                                     
                                                                    
gi|622 NTPGSAHWIYNTGDKPLVIISLLDIANYQNQLDRNPRVFRLAGNNPQGGFGGPQQQQPQQ 
            210       220       230       240       250       260   
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 70.8  bits: 20.7 E():   57 
Smith-Waterman score: 53; 23.3% identity (55.8% similar) in 43 aa overlap (11-53:675-717) 
 
                                   10        20        30        40 
AAD-12                     LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALL 
                                     :    : . .. ...: .   . ::: .   
gi|170 LQPEQGQQGYYPTSQQQPGQGPQPGQWQQSGQGQQGYYPTSPQQSGQGQQPGQWLQPGQW 
          650       660       670       680       690       700     
 
               50        60        70        80                     
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG                     
       .  : .:.. ::.                                                
gi|170 LQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQ 
          710       720       730       740       750       760     
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 70.7  bits: 20.7 E():   58 
Smith-Waterman score: 53; 23.3% identity (55.8% similar) in 43 aa overlap (11-53:690-732) 
 
                                   10        20        30        40 
AAD-12                     LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALL 
                                     :    : . .. ...: .   . ::: .   
gi|217 LQPEQGQQGYYPTSQQQPGQGPQPGQWQQSGQGQQGYYPTSPQQSGQGQQPGQWLQPGQW 
     660       670       680       690       700       710          
 
               50        60        70        80                     
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG                     
       .  : .:.. ::.                                                
gi|217 LQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQ 
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     720       730       740       750       760       770          
 
>>gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Enteroto  (233 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 70.6  bits: 18.8 E():   58 
Smith-Waterman score: 47; 23.3% identity (51.2% similar) in 43 aa overlap (31-70:44-85) 
 
               10        20        30        40           50        
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLI---FPGQHLSNDQQITFAK 
                                     :  .:::..:.   :  .   ::  . : . 
gi|163 KKSELQGTALGNLKQIYYYNEKAKTENKESHDQFLQHTILFKGFFTDHSWYNDLLVDFDS 
            20        30        40        50        60        70    
 
        60        70        80                                      
AAD-12 RFGAIERIGGGDIVAISNVKADG                                      
       .   ...  :  .                                                
gi|163 K-DIVDKYKGKKVDLYGAYYGYQCAGGTPNKTACMYGGVTLHDNNRLTEEKKVPINLWLD 
             80        90       100       110       120       130   
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 45; 23.3% identity (60.5% similar) in 43 aa overlap (33-75:78-119) 
 
             10        20        30        40        50        60   
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
             70        80                                     
AAD-12 ERIGGGDIVAISNVKADG                                     
          :::..: ::.                                          
gi|167 AAPGGGSVVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 45; 24.4% identity (61.0% similar) in 41 aa overlap (35-75:80-119) 
 
           10        20        30        40        50        60     
AAD-12 PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :. :.    ....  .   
gi|730 GPGTIKKITFSEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLG-DKLEKVSHELKIVAA 
      50        60        70        80        90        100         
 
           70        80                                     
AAD-12 IGGGDIVAISNVKADG                                     
        :::.:: ::.                                          
gi|730 PGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      110       120       130       140       150       160 
 
>>gi|11762104|gb|AAG40330.1|AF323974_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (31-75:77-120) 
 
               10        20        30        40        50           
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
      60        70        80                                     
AAD-12 GAIERIGGGDIVAISNVKADG                                     
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|11762102|gb|AAG40329.1|AF323973_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (31-75:77-120) 
 
               10        20        30        40        50           
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AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
      60        70        80                                     
AAD-12 GAIERIGGGDIVAISNVKADG                                     
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|5726304|gb|AAD48405.1|AF136945_1 major allergen Cor  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (31-75:77-120) 
 
               10        20        30        40        50           
AAD-12 LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|572 GNGGPGTIKKITFAEGNEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
      60        70        80                                     
AAD-12 GAIERIGGGDIVAISNVKADG                                     
       .:  . :::.:. :..                                          
gi|572 AAAPH-GGGSILKITSKYHTKGNASINEEEIKAGKEKAAGLFKAVEAYLLAHPDAYC 
         110        120       130       140       150       160  
 
>>gi|15809696|gb|AAL07320.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 70.2  bits: 17.9 E():   62 
Smith-Waterman score: 44; 25.0% identity (58.9% similar) in 56 aa overlap (25-78:45-100) 
 
                     10        20        30        40        50     
AAD-12       LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 
                                     : .::.   . . . :   : ::.. . .. 
gi|158 TDGQHLTAAAIIGHDGSVWAQSANFPQFKPAEIAAIMKDFDEPGSLAPTGLHLGGTKYMV 
           20        30        40        50        60        70     
 
           60          70        80                              
AAD-12 FAKRFGAIER--IGGGDIVAISNVKADG                              
       .  . ::. :   : : :.. ....:                                
gi|158 IQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL 
           80        90       100       110       120       130  
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.9  bits: 19.5 E():   64 
Smith-Waterman score: 49; 27.9% identity (55.8% similar) in 43 aa overlap (7-49:324-366) 
 
                                       10        20        30       
AAD-12                         LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQ 
                                     : .. :.  :    ::. ...:: :.: .  
gi|668 AEACTIAASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVA 
           300       310       320       330       340       350    
 
         40        50        60        70        80 
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
         :. . :   .:                                
gi|668 AYLMALEGVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
           360       370       380       390        
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.9  bits: 19.5 E():   64 
Smith-Waterman score: 49; 27.9% identity (55.8% similar) in 43 aa overlap (7-49:324-366) 
 
                                       10        20        30       
AAD-12                         LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQ 
                                     : .. :.  :    ::. ...:: :.: .  
gi|458 AEVCTIAASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVA 
           300       310       320       330       340       350    
 
         40        50        60        70        80 
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 171



 

 

         :. . :   .:                                
gi|458 AYLMALEGVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV 
           360       370       380       390        
 
>>gi|1336811|gb|AAB36119.1| Sol i 1=antigen {N-terminal}  (25 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 69.9  bits: 15.5 E():   64 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (3-16:8-21) 
 
                    10        20        30        40        50      
AAD-12      LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 
              :  .: .::. :.:                                        
gi|133 WKIPLNNIQYVGHSLGSHVSGFAAK                                    
               10        20                                         
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 69.8  bits: 19.8 E():   65 
Smith-Waterman score: 50; 22.0% identity (52.5% similar) in 59 aa overlap (7-65:276-333) 
 
                                       10        20        30       
AAD-12                         LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQ 
                                     :.  : . .:  :. .:.  . . :.. :  
gi|505 SLGRIIEFRFYKEITNVFRGNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLG 
         250       260       270       280       290       300      
 
         40        50        60        70        80                 
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG                 
         .  : :. :.    . .:  .: . :.                                
gi|505 FNINCFEGRLLKAATAFMLAWNYG-VPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNIL 
         310       320        330       340       350       360     
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 69.8  bits: 18.9 E():   65 
Smith-Waterman score: 47; 46.7% identity (73.3% similar) in 15 aa overlap (66-80:192-205) 
 
          40        50        60        70        80                
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG                
                                     : ::.::. ..:  :                
gi|168 CKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGDVVAV-DIKEKGKDKWTELKESWGAVW 
             170       180       190        200       210       220 
 
gi|168 RIDTPDKLTGPFTVRYTTEGGTKSEFEDVIPEGWKADTSYSAK 
              230       240       250       260    
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 69.8  bits: 18.9 E():   65 
Smith-Waterman score: 47; 46.7% identity (73.3% similar) in 15 aa overlap (66-80:192-205) 
 
          40        50        60        70        80                
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG                
                                     : ::.::. ..:  :                
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.3  bits: 19.2 E():   69 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (42-52:90-100) 
 
              20        30        40        50        60        70  
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
              80                                                    
AAD-12 AISNVKADG                                                    
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
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>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.0  bits: 17.3 E():   71 
Smith-Waterman score: 42; 37.5% identity (62.5% similar) in 24 aa overlap (51-74:79-100) 
 
               30        40        50        60        70        80 
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .  :       
gi|897 QQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQL--AAQLPAMCRLEGGDALLASQ      
       50        60        70        80          90       100       
 
>>gi|164510858|emb|CAK93753.1| profilin [Malus x domesti  (131 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.7  bits: 17.6 E():   75 
Smith-Waterman score: 43; 27.5% identity (55.1% similar) in 69 aa overlap (3-66:60-123) 
 
                                           10            20         
AAD-12                             LQITPTGATLGAT----VTGVHLATL-DDAGF 
                                     ..:::  ::.:    . :   :..    :  
gi|164 GSVWAQSATFPAFKPEEIAAILKDFDQPGTLAPTGLFLGGTKYMVIQGEPGAVIRGKKGS 
      30        40        50        60        70        80          
 
        30        40        50        60        70        80 
AAD-12 AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
       ...     ..::::  : .   :. .: ..   ..::.:               
gi|164 GGITIKKTSQALLI--GIY---DEPVTPGQCNIVVERLGDYLIEQGL       
      90       100            110       120       130        
 
>>gi|14423875|sp|Q9XF42.1|PROF3_MALDO RecName: Full=Prof  (131 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.7  bits: 17.6 E():   75 
Smith-Waterman score: 43; 27.5% identity (55.1% similar) in 69 aa overlap (3-66:60-123) 
 
                                           10            20         
AAD-12                             LQITPTGATLGAT----VTGVHLATL-DDAGF 
                                     ..:::  ::.:    . :   :..    :  
gi|144 GSVWSQSASFPAFKPEEIAAILKDFDQPGTLAPTGLFLGGTKYMVIQGEPGAVIRGKKGS 
      30        40        50        60        70        80          
 
        30        40        50        60        70        80 
AAD-12 AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
       ...     ..::::  : .   :. .: ..   ..::.:               
gi|144 GGITIKKTSQALLI--GIY---DEPVTPGQCNIVVERLGDYLIEQGL       
      90       100            110       120       130        
 
>>gi|164510860|emb|CAK93757.1| profilin [Malus x domesti  (131 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.7  bits: 17.6 E():   75 
Smith-Waterman score: 43; 27.5% identity (55.1% similar) in 69 aa overlap (3-66:60-123) 
 
                                           10            20         
AAD-12                             LQITPTGATLGAT----VTGVHLATL-DDAGF 
                                     ..:::  ::.:    . :   :..    :  
gi|164 GSVWAQSATFPAFKPEEIAAILKDFDQPGTLAPTGLFLGGTKYMVIQGEPGAVIRGKKGS 
      30        40        50        60        70        80          
 
        30        40        50        60        70        80 
AAD-12 AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
       ...     ..::::  : .   :. .: ..   ..::.:               
gi|164 GGITIKKTSQALLI--GIY---DEPVTPGQCNIVVERLGDYLIEQGL       
      90       100            110       120       130        
 
>>gi|28881457|emb|CAD46561.1| profilin [Malus x domestic  (131 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.7  bits: 17.6 E():   75 
Smith-Waterman score: 43; 27.5% identity (55.1% similar) in 69 aa overlap (3-66:60-123) 
 
                                           10            20         
AAD-12                             LQITPTGATLGAT----VTGVHLATL-DDAGF 
                                     ..:::  ::.:    . :   :..    :  
gi|288 GSVWSQSASFPAFKPEEIAAILKDFDQPGTLAPTGLFLGGTKYMVIQGEPGAVIRGKKGS 
      30        40        50        60        70        80          
 
        30        40        50        60        70        80 
AAD-12 AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
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       ...     ..::::  : .   :. .: ..   ..::.:               
gi|288 GGITIKKTSQALLI--GIY---DEPVTPGQCNIVVERLGDYLIEQGL       
      90       100            110       120       130        
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 68.5  bits: 19.2 E():   76 
Smith-Waterman score: 51; 27.4% identity (58.9% similar) in 73 aa overlap (4-73:19-85) 
 
                              10        20        30        40      
AAD-12                LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                         . : ::::  ::   . ..: .:. ..  : .   : .. :: 
gi|215 MATTKSFLILFFMILATTSSTCATLGEMVT---VLSIDGGGIKGIIPAII---LEFLEGQ 
               10        20        30           40           50     
 
            50        60         70        80                       
AAD-12 --HLSNDQQITFAKRFGAIERIG-GGDIVAISNVKADG                       
         ...:...  .:  : .:   . :: ..:.                              
gi|215 LQEVDNNKDARLADYFDVIGGTSTGGLLTAMITTPNENNRPFAAAKDIVPFYFEHGPHIF 
           60        70        80        90       100       110     
 
gi|215 NYSGSIFGPRYDGKYLLQVLQEKLGETRVHQALTEVAISSFDIKTNKPVIFTKSNLAESP 
          120       130       140       150       160       170     
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.1  bits: 18.9 E():   80 
Smith-Waterman score: 47; 41.4% identity (58.6% similar) in 29 aa overlap (5-33:54-82) 
 
                                         10        20        30     
AAD-12                           LQITPTGATLGATVTGVHLATLDDAGFAALHAAW 
                                     :.::.  ::.   .:    .::: :  ::  
gi|113 YAADVGYGAPATLATPATPAAPAAGYTPAAPAGAAPKATTDEQKLIEKINAGFKAAVAAA 
            30        40        50        60        70        80    
 
           40        50        60        70        80               
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG               
                                                                    
gi|113 AGVPAVDKYKTFVATFGTASNKAFAEALSTEPKGAAAASSNAVLTSKLDAAYKLAYKSAE 
            90       100       110       120       130       140    
 
>>gi|886967|emb|CAA59340.1| low molecular weight gluteni  (276 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 67.9  bits: 18.6 E():   82 
Smith-Waterman score: 46; 30.3% identity (63.6% similar) in 33 aa overlap (27-58:57-89) 
 
                   10        20        30        40         50      
AAD-12     LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITF 
                                     :.  .  . :. : :.: :  .:..::  : 
gi|886 PIQQQPQPFPQQPPCSQQQQPPLSQQQQPPFSQQQPPFSQQELPILPQQPPFSQQQQPQF 
         30        40        50        60        70        80       
 
          60        70        80                                    
AAD-12 AKRFGAIERIGGGDIVAISNVKADG                                    
       ...                                                          
gi|886 SQQQQPFPQQQQPLLLQQPPFSQQRPPFSQQQQQPVLPQQPPFSQQQQQQPILPQQPPFS 
         90       100       110       120       130       140       
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.7  bits: 18.6 E():   84 
Smith-Waterman score: 46; 33.3% identity (57.1% similar) in 21 aa overlap (37-57:79-99) 
 
         10        20        30        40        50        60       
AAD-12 GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG 
                                     : .: :: : : .  . .: .          
gi|624 QSQQQCLQQPQHQFPQPTQQFPQRPLLPFTHPFLTFPDQLLPQPPHQSFPQPPQSYPQPP 
       50        60        70        80        90       100         
 
         70        80                                               
AAD-12 GGDIVAISNVKADG                                               
                                                                    
gi|624 LQPFPQPPQQKYPEQPQQPFPWQQPTIQLYLQQQLNPCKEFLLQQCRPVSLLSYLWSKIV 
      110       120       130       140       150       160         
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>>gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triticum   (439 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.6  bits: 19.2 E():   85 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (42-52:103-113) 
 
              20        30        40        50        60        70  
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|739 FLQQQQIPQQQIPQQHQIPQQPQQFPQQQQFPQQHQSPQQQFPQQQFPQQKLPQQEFPQQ 
             80        90       100       110       120       130   
 
              80                                                    
AAD-12 AISNVKADG                                                    
                                                                    
gi|739 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
            140       150       160       170       180       190   
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.6  bits: 18.6 E():   85 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (5-61:25-74) 
 
                                   10          20        30         
AAD-12                     LQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
       40        50        60        70        80                   
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG                   
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.6  bits: 18.6 E():   85 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (5-61:25-74) 
 
                                   10          20        30         
AAD-12                     LQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
       40        50        60        70        80                   
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG                   
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.6  bits: 18.6 E():   85 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (5-61:25-74) 
 
                                   10          20        30         
AAD-12                     LQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
       40        50        60        70        80                   
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG                   
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.6  bits: 18.6 E():   85 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (5-61:25-74) 
 
                                   10          20        30         
AAD-12                     LQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
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gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
       40        50        60        70        80                   
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG                   
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.6  bits: 18.6 E():   85 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (5-61:25-74) 
 
                                   10          20        30         
AAD-12                     LQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
       40        50        60        70        80                   
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG                   
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.6  bits: 18.6 E():   85 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (5-61:25-74) 
 
                                   10          20        30         
AAD-12                     LQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
       40        50        60        70        80                   
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG                   
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.6  bits: 18.6 E():   85 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (5-61:25-74) 
 
                                   10          20        30         
AAD-12                     LQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
       40        50        60        70        80                   
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG                   
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.6  bits: 18.6 E():   85 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (5-61:25-74) 
 
                                   10          20        30         
AAD-12                     LQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
       40        50        60        70        80                   
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG                   
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
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         60             70        80        90       100       110  
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.6  bits: 18.6 E():   85 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (5-61:25-74) 
 
                                   10          20        30         
AAD-12                     LQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
       40        50        60        70        80                   
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG                   
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.6  bits: 18.6 E():   85 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (5-61:25-74) 
 
                                   10          20        30         
AAD-12                     LQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
       40        50        60        70        80                   
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG                   
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.6  bits: 18.6 E():   85 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (5-61:25-74) 
 
                                   10          20        30         
AAD-12                     LQITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
       40        50        60        70        80                   
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG                   
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|46410859|gb|AAR98518.1| major latex allergen Hev b   (366 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.4  bits: 18.9 E():   87 
Smith-Waterman score: 47; 30.8% identity (56.4% similar) in 39 aa overlap (27-65:231-269) 
 
                   10        20        30        40        50       
AAD-12     LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     .:.:::  : . :  .   .:  . . :   
gi|464 ARKFVVENVAPLGLIPFIKQTSDNSTLFYELASLHAMKLPQILEKIQDGYLFPEFNYTVF 
              210       220       230       240       250       260 
 
         60        70        80                                     
AAD-12 KRFGAIERIGGGDIVAISNVKADG                                     
       . :: :..:                                                    
gi|464 NYFGIIKEIIDAPGEHGFKYGDIACCGNSTYRGQACGFLDYEFCVCGNKTEYLFFDGTHN 
              270       280       290       300       310       320 
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.1  bits: 18.0 E():   90 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (55-79:126-150) 
 
           30        40        50        60        70        80     
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AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG     
                                     ..:.:  . . .:: ..: . . ::      
gi|144 RAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVA 
         100       110       120       130       140       150      
 
gi|144 ILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
         160       170       180       190       200 
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.0  bits: 18.0 E():   92 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (55-79:130-154) 
 
           30        40        50        60        70        80     
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG     
                                     ..:.:  . . .:: ..: . . ::      
gi|622 RAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVA 
     100       110       120       130       140       150          
 
gi|622 ILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
     160       170       180       190       200     
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 66.6  bits: 18.0 E():   97 
Smith-Waterman score: 46; 25.7% identity (65.7% similar) in 35 aa overlap (19-53:54-84) 
 
                           10        20        30        40         
AAD-12             LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLS 
                                     . ::.: ::      : ..:.: . ... . 
gi|161 FGVNLNLKVTNLMAGEHLTPEFLKMNPQHTIPTLNDNGFCL----WESRAILSYLADQYG 
            30        40        50        60            70          
 
       50        60        70        80                             
AAD-12 NDQQITFAKRFGAIERIGGGDIVAISNVKADG                             
       .:...                                                        
gi|161 KDDSLYPKDPKKRALVDQRLYFDLGTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFL 
      80        90       100       110       120       130          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.6  bits: 19.2 E():   97 
Smith-Waterman score: 48; 26.2% identity (61.9% similar) in 42 aa overlap (27-68:240-281) 
 
                   10        20        30        40        50       
AAD-12     LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     :...   .:..:. .   : ..: .  : . 
gi|370 RQEEREFSPRGQHSRRERAGQEEENEGGNIFSGFTPEFLEQAFQVDDRQIVQNLRGETES 
     210       220       230       240       250       260          
 
         60        70        80                                     
AAD-12 KRFGAIERIGGGDIVAISNVKADG                                     
       .. :::  . ::                                                 
gi|370 EEEGAIVTVRGGLRILSPDRKRRADEEEEYDEDEYEYDEEDRRRGRGSRGRGNGIEETIC 
     270       280       290       300       310       320          
 
>>gi|218059733|emb|CAT99619.1| profilin [Malus x domesti  (115 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.5  bits: 17.1 E():   97 
Smith-Waterman score: 41; 27.5% identity (55.1% similar) in 69 aa overlap (3-66:44-107) 
 
                                           10            20         
AAD-12                             LQITPTGATLGAT----VTGVHLATL-DDAGF 
                                     ..:::  ::.:    . :   :..    :  
gi|218 GSVWAQSATFPAFKPEEIAAILKDFDQPGTLAPTGLFLGGTKYMVIQGEPGAVIRGKKGS 
            20        30        40        50        60        70    
 
        30        40        50        60        70        80 
AAD-12 AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
       ...     ..::::  : .   :. .: ..   ..::.:               
gi|218 GGITIKKTSQALLI--GIY---DEPLTPGQCNIVVERLGDYLIEQGL       
            80          90          100       110            
 
>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.4  bits: 19.2 E():   99 
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Smith-Waterman score: 48; 30.0% identity (63.3% similar) in 30 aa overlap (23-52:288-317) 
 
                       10        20        30        40        50   
AAD-12         LQITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQ 
                                     : :  .:   .. ....:.:   : :..:: 
gi|572 ASLEGLSPNVPLYKVTEGNEPCFFTTFFSWDPAKRSAHGNSFQKKVMLLFGVGHASENQQ 
       260       270       280       290       300       310        
 
             60        70        80                                 
AAD-12 ITFAKRFGAIERIGGGDIVAISNVKADG                                 
                                                                    
gi|572 RSNGSGGPTQRASALAALNSAFSSPSPPKSSSAPRPAGTSSASQRAAAIAALSGVLTAEK 
       320       330       340       350       360       370        
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:30 2011 done: Fri Jan 21 00:02:30 2011 
 Total Scan time:  0.080 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 7  - 86 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     1     0:= 
  30     1     2:* 
  32     7     8:==* 
  34    30    22:=======*== 
  36    54    44:==============*=== 
  38    73    73:========================* 
  40    67   102:=======================          * 
  42   135   125:=========================================*=== 
  44   164   138:=============================================*========= 
  46   127   140:===========================================   * 
  48   123   134:=========================================   * 
  50   109   122:=====================================   * 
  52    80   108:===========================        * 
  54    68    92:=======================       * 
  56    79    77:=========================*= 
  58    64    63:====================*= 
  60    50    51:================* 
  62    81    41:=============*============= 
  64    49    33:==========*====== 
  66    23    26:========* 
  68    19    20:======* 
  70    24    16:=====*== 
  72    13    12:===*= 
  74    10    10:===* 
  76    15     8:==*== 
  78     7     6:=*= 
  80     2     5:=* 
  82     2     3:* 
  84     3     3:* 
  86     3     2:* 
  88     3     2:*          inset = represents 1 library sequences 
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  90     2     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.71180.00333; mu= 7.9184 0.172 
 mean_var=42.721711.702, 0's: 2 Z-trim: 2  B-trim: 56 in 1/43 
 Lambda= 0.196223 
 Kolmogorov-Smirnov  statistic: 0.0466 (N=29) at  54 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   60 22.5     4.4 
gi|59895730|gb|AAX11262.1| pectin methylesterase a ( 339)   61 22.8     5.5 
gi|59895728|gb|AAX11261.1| pectin methylesterase a ( 339)   61 22.8     5.5 
gi|225810597|gb|ACO34813.1| Sal k 1 pollen allerge ( 339)   61 22.8     5.5 
gi|886963|emb|CAA59338.1| low molecular weight glu ( 229)   59 22.2     5.6 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   61 22.8     7.2 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   61 22.9     7.6 
gi|51242679|gb|AAT99258.1| pectin-methyltransferas ( 362)   59 22.3     8.6 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   60 22.6      10 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   58 22.0      11 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   58 22.0      11 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   55 21.1      15 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   50 19.6      15 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   52 20.2      16 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   45 18.1      17 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   51 19.9      19 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   56 21.4      21 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   54 20.8      21 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   53 20.5      21 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 19.9      21 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   56 21.4      22 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   49 19.3      23 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   53 20.5      24 
gi|21413|emb|CAA45723.1| aspartic proteinase inhib ( 217)   51 19.9      26 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   51 19.9      26 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   50 19.6      28 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   53 20.6      29 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   53 20.6      29 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   53 20.6      29 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   53 20.6      29 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   53 20.6      29 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   53 20.6      29 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   53 20.6      29 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   53 20.6      29 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   53 20.6      29 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 20.0      29 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 20.0      31 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   52 20.3      34 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   53 20.6      34 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   48 19.1      35 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   52 20.3      35 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   52 20.3      37 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   47 18.8      37 
gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Sub ( 269)   50 19.7      38 
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gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 19.7      38 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 19.7      38 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   49 19.4      39 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   52 20.3      42 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   53 20.6      45 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   46 18.5      51 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 18.5      51 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   46 18.5      51 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   46 18.5      51 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   46 18.5      51 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 18.5      51 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   46 18.5      51 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   46 18.5      51 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   46 18.5      51 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   46 18.5      51 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   49 19.4      51 
gi|121244|sp|P12548.1|GLB73_CHITH RecName: Full=Gl ( 161)   46 18.5      51 
gi|121248|sp|P12549.1|GLB76_CHITH RecName: Full=Gl ( 161)   46 18.5      51 
gi|56405052|sp|P84296.1|GLB74_CHITH RecName: Full= ( 161)   46 18.5      51 
gi|56405054|sp|P84298.1|GLB75_CHITH RecName: Full= ( 161)   46 18.5      51 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   50 19.7      53 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   47 18.8      54 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   49 19.4      54 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   44 17.9      54 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   44 17.9      54 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   48 19.1      56 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   47 18.8      56 
gi|62240392|gb|AAX77384.1| 11S globulin precursor  ( 523)   51 20.0      57 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   53 20.6      58 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   53 20.6      59 
gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Ente ( 233)   47 18.8      59 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   45 18.2      62 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   45 18.2      62 
gi|11762104|gb|AAG40330.1|AF323974_1 major allerge ( 161)   45 18.2      62 
gi|11762102|gb|AAG40329.1|AF323973_1 major allerge ( 161)   45 18.2      62 
gi|5726304|gb|AAD48405.1|AF136945_1 major allergen ( 161)   45 18.2      62 
gi|15809696|gb|AAL07320.1| profilin [Litchi chinen ( 131)   44 17.9      63 
gi|71153243|sp|Q39547.1|CUCM1_CUCME RecName: Full= ( 731)   52 20.4      64 
gi|1336811|gb|AAB36119.1| Sol i 1=antigen {N-termi (  25)   36 15.5      65 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   49 19.4      65 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   49 19.4      65 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   50 19.7      66 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   47 18.8      66 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   47 18.8      66 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   48 19.1      70 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   42 17.3      73 
gi|164510860|emb|CAK93757.1| profilin [Malus x dom ( 131)   43 17.6      76 
gi|14423875|sp|Q9XF42.1|PROF3_MALDO RecName: Full= ( 131)   43 17.6      76 
gi|164510858|emb|CAK93753.1| profilin [Malus x dom ( 131)   43 17.6      76 
gi|28881457|emb|CAD46561.1| profilin [Malus x dome ( 131)   43 17.6      76 
gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Sub ( 379)   48 19.1      76 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   48 19.1      77 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   47 18.9      82 
gi|886967|emb|CAA59340.1| low molecular weight glu ( 276)   46 18.5      84 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   46 18.6      86 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   46 18.6      87 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   46 18.6      87 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   46 18.6      87 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   46 18.6      87 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   46 18.6      87 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   46 18.6      87 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   46 18.6      87 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   46 18.6      87 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   46 18.6      87 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   46 18.6      87 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   46 18.6      87 
gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triti ( 439)   48 19.2      87 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   44 17.9      89 
gi|46410859|gb|AAR98518.1| major latex allergen He ( 366)   47 18.9      89 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   47 18.9      91 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   44 17.9      92 
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gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   44 17.9      93 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   44 18.0      98 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   48 19.2      98 
gi|218059733|emb|CAT99619.1| profilin [Malus x dom ( 115)   41 17.0      99 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 90.8  bits: 22.5 E():  4.4 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (41-72:133-160) 
 
               20        30        40        50        60        70 
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|221 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
            110       120       130       140           150         
 
               80                                                   
AAD-12 AISNVKADGT                                                   
       :.                                                           
gi|221 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
      160       170       180       190       200       210         
 
>>gi|59895730|gb|AAX11262.1| pectin methylesterase aller  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 89.2  bits: 22.8 E():  5.5 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (16-48:238-270) 
 
                              10        20        30        40      
AAD-12                QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|598 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
          50        60        70        80                          
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT                          
       ::.                                                          
gi|598 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|59895728|gb|AAX11261.1| pectin methylesterase aller  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 89.2  bits: 22.8 E():  5.5 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (16-48:238-270) 
 
                              10        20        30        40      
AAD-12                QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|598 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
          50        60        70        80                          
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT                          
       ::.                                                          
gi|598 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|225810597|gb|ACO34813.1| Sal k 1 pollen allergen [S  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 89.2  bits: 22.8 E():  5.5 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (16-48:238-270) 
 
                              10        20        30        40      
AAD-12                QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|225 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
          50        60        70        80                          
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT                          
       ::.                                                          
gi|225 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|886963|emb|CAA59338.1| low molecular weight gluteni  (229 aa) 
 initn:  39 init1:  39 opt:  59  Z-score: 89.0  bits: 22.2 E():  5.6 
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Smith-Waterman score: 59; 26.4% identity (56.6% similar) in 53 aa overlap (9-57:3-55) 
 
               10        20        30            40        50       
AAD-12 QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHAL----LIFPGQHLSNDQQITFAK 
               : :.:.   .: .. . . .:.  : :. :     .:: :.   .::  :.. 
gi|886       FALIAVVATSTIAQMETSCIPGLERPWQQQPLPPQQTLFPQQQPFPQQQPPFSQ 
                     10        20        30        40        50     
 
         60        70        80                                     
AAD-12 RFGAIERIGGGDIVAISNVKADGT                                     
       .                                                            
gi|886 QQPSFSQQQPPFSQQQPILPEPPFSLQQQPVLPQQSPFSQQQLVLPPQQQQQLPQQQISI 
           60        70        80        90       100       110     
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 87.1  bits: 22.8 E():  7.2 
Smith-Waterman score: 61; 38.7% identity (58.1% similar) in 31 aa overlap (42-72:108-138) 
 
              20        30        40        50        60        70  
AAD-12 TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA 
                                     : :  .. :.  :  :   :.:.  :::.: 
gi|259 YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIA 
        80        90       100       110       120       130        
 
              80                                                    
AAD-12 ISNVKADGT                                                    
       :                                                            
gi|259 IPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGR 
       140       150       160       170       180       190        
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  60 init1:  60 opt:  61  Z-score: 86.7  bits: 22.9 E():  7.6 
Smith-Waterman score: 61; 32.7% identity (59.6% similar) in 52 aa overlap (19-66:83-134) 
 
                           10        20        30        40         
AAD-12             QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH--L 
                                     .: :.:: ::.... :.  :  .: ::  . 
gi|215 NPTGGHSKMESKPILNGHGYCHIHFWIGSESTKDEAGVAAIKSVELDDFLGGYPVQHREI 
             60        70        80        90       100       110   
 
         50          60        70        80                         
AAD-12 SNDQQITFAKRF--GAIERIGGGDIVAISNVKADGT                         
        . ..  :.. :  : :   ::                                       
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
>>gi|51242679|gb|AAT99258.1| pectin-methyltransferase pr  (362 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 85.7  bits: 22.3 E():  8.6 
Smith-Waterman score: 59; 33.3% identity (57.6% similar) in 33 aa overlap (16-48:261-293) 
 
                              10        20        30        40      
AAD-12                QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|512 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFDAARVVFSYCN 
              240       250       260       270       280       290 
 
          50        60        70        80                          
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT                          
       ::.                                                          
gi|512 LSDAAKPEGWSDNNKPEAQKTILFGEYKNTGPGAAPDKRAPYTKQLTEADAKTFTSLEYI 
              300       310       320       330       340       350 
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 84.4  bits: 22.6 E():   10 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (41-72:131-158) 
 
               20        30        40        50        60        70 
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|213 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
              110       120       130       140           150       
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               80                                                   
AAD-12 AISNVKADGT                                                   
       :.                                                           
gi|213 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
        160       170       180       190       200       210       
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  40 init1:  40 opt:  58  Z-score: 84.1  bits: 22.0 E():   11 
Smith-Waterman score: 58; 26.5% identity (59.2% similar) in 49 aa overlap (4-52:168-215) 
 
                                          10        20        30    
AAD-12                            QITPTGATLGATVTGVHLATLDDAGFAALHAAW 
                                     : :  .:: .......  : :.:  ..    
gi|269 EYGTVDSATLIVESNYFSAVNLKIVNSAPRPDGKRVGAQAAALRISG-DKASFYNVKIYG 
       140       150       160       170       180        190       
 
            40        50        60        70        80              
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT              
       .: .:    :.:. .:  :                                          
gi|269 FQDTLCDDKGKHFYKDCYIEGTVDFIFGSGKSIFLNTELHAVPGDQPAIITAQARKTDSE 
        200       210       220       230       240       250       
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  40 init1:  40 opt:  58  Z-score: 84.1  bits: 22.0 E():   11 
Smith-Waterman score: 58; 26.5% identity (59.2% similar) in 49 aa overlap (4-52:168-215) 
 
                                          10        20        30    
AAD-12                            QITPTGATLGATVTGVHLATLDDAGFAALHAAW 
                                     : :  .:: .......  : :.:  ..    
gi|682 EYGTVDSATLIVESNYFSAVNLKIVNSAPRPDGKRVGAQAAALRISG-DKASFYNVKIYG 
       140       150       160       170       180        190       
 
            40        50        60        70        80              
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT              
       .: .:    :.:. .:  :                                          
gi|682 FQDTLCDDKGKHFYKDCYIEGTVDFIFGSGKSIFLNTELHAVPGDQPAIITAQARKTESE 
        200       210       220       230       240       250       
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 81.3  bits: 21.1 E():   15 
Smith-Waterman score: 55; 30.4% identity (54.3% similar) in 46 aa overlap (9-51:9-54) 
 
               10        20        30           40        50        
AAD-12 QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHAL---LIFPGQHLSNDQQITFAKR 
               : :.:.   .: .: . . .:.  : :. :     :: :   ..::       
gi|219 MKTFLVFALLAVVATSAIAQMDTSCIPGLERPWQQQPLPPQQTFPQQPPFSQQQQQQPFP 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 FGAIERIGGGDIVAISNVKADGT                                      
                                                                    
gi|219 QQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQQQLILPPQQQQQLPQQQISIVQPSV 
               70        80        90       100       110       120 
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 81.3  bits: 19.6 E():   15 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (65-80:29-43) 
 
           40        50        60        70        80               
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT               
                                     : :::::. ..:  :.               
gi|105   CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
                 10        20        30         40        50        
 
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
        60        70        80        90          
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 80.9  bits: 20.2 E():   16 
Smith-Waterman score: 52; 25.0% identity (58.9% similar) in 56 aa overlap (4-59:91-141) 
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                                          10        20        30    
AAD-12                            QITPTGATLGATVTGVHLATLDDAGFAALHAAW 
                                     :.: ::    . .....  :.: . :. .  
gi|241 EGFPFRYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGG-SILKISN 
               70        80        90       100       110           
 
            40        50        60        70        80 
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
         :.     :.:  ...::  .:..:                      
gi|241 KYHT----KGDHEVKEEQIKASKEMGETLLRAVESYLLAHSDAYN   
     120           130       140       150       160   
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 80.3  bits: 18.1 E():   17 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (50-73:17-38) 
 
      20        30        40        50        60        70          
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .. :       
gi|217               LVSVEHQAARLKVAKAQQL--AAQLPAMCRLEGGDALSASQ      
                             10          20        30               
 
      80 
AAD-12 T 
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 79.3  bits: 19.9 E():   19 
Smith-Waterman score: 51; 25.0% identity (57.1% similar) in 56 aa overlap (4-59:91-141) 
 
                                          10        20        30    
AAD-12                            QITPTGATLGATVTGVHLATLDDAGFAALHAAW 
                                     :.: ::    . ....:  :.:  .:. .  
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVTTPDGG-CVLKISN 
               70        80        90       100       110           
 
            40        50        60        70        80 
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
         :.     :.:  . .:.  .:..:                      
gi|400 KYHT----KGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN   
     120           130       140       150       160   
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 78.8  bits: 21.4 E():   21 
Smith-Waterman score: 56; 29.2% identity (56.2% similar) in 89 aa overlap (2-78:38-116) 
 
                                            10        20            
AAD-12                              QITPTGATLGATVTGVHLATLDDAGFA---- 
                                     :.:.  ..   .: :: ::  :. .:     
gi|108 TPHSGKYEQPTGLFINNEFVKGQEGKTFDVINPSDESV---ITQVHEATEKDVDIAVAAA 
        10        20        30        40           50        60     
 
          30        40           50           60        70          
AAD-12 --ALHAAWLQHALLIFP---GQHLSNDQQITFAKR---FGAIERIGGGDIVAISNVKADG 
         :....: :..    :   :. :.:  .. : :    ..:.: . .:   ::: .:.:  
gi|108 RKAFEGSWRQET----PENRGKLLNNLANL-FEKNIDLLAAVESLDNGK--AISMAKGDI 
           70            80        90        100         110        
 
      80                                                            
AAD-12 T                                                            
                                                                    
gi|108 SMCVGCLRYYGGWADKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNFPLLMWAWKIGPA 
       120       130       140       150       160       170        
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 78.8  bits: 20.8 E():   21 
Smith-Waterman score: 54; 30.4% identity (54.3% similar) in 46 aa overlap (11-56:13-54) 
 
                 10        20        30        40        50         
AAD-12   QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 
                   : . :.    .: .:    .. :::. :.    : ::.. : :: .   
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gi|170 MKTLLILTILAMAITIGTANIQVDPSG----QVQWLQQQLVPQLQQPLSQQPQQTFPQPQ 
               10        20            30        40        50       
 
       60        70        80                                       
AAD-12 GAIERIGGGDIVAISNVKADGT                                       
                                                                    
gi|170 QTFPHQPQQQVPQPQQPQQPFLQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQP 
         60        70        80        90       100       110       
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 78.7  bits: 20.5 E():   21 
Smith-Waterman score: 53; 30.2% identity (49.1% similar) in 53 aa overlap (32-79:33-85) 
 
              10        20        30        40         50        60 
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFGA 
                                     : .:: .. .  : :  . :: :   . :  
gi|273 MEHYLKTYLSWLTEEQKEKLKEMKEAGQTKAEIQHEVMHYYDQLHGEEKQQATEKLKVGC 
             10        20        30        40        50        60   
 
                   70        80                                     
AAD-12 IERIGG--GD--IVAISNVKADGT                                     
          . :  :.  .: . :::  :                                      
gi|273 KMLLKGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIF 
             70        80        90       100       110       120   
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 78.7  bits: 19.9 E():   21 
Smith-Waterman score: 51; 21.5% identity (52.3% similar) in 65 aa overlap (15-79:107-171) 
 
                               10        20        30        40     
AAD-12                 QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :. .:   .. .:...:.  .    .  .: 
gi|249 NKAIKERHGGAYETYKFIPSLEASRSKQAYGATVARAPEVKYAVFEAGLTKAITAMSEAQ 
         80        90       100       110       120       130       
 
           50        60        70        80    
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT    
       ....  . . :   ::    ::.  :: :   . :     
gi|249 KVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV 
        140       150       160       170      
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 78.3  bits: 21.4 E():   22 
Smith-Waterman score: 56; 40.6% identity (56.2% similar) in 32 aa overlap (43-72:153-184) 
 
             20        30        40        50          60        70 
AAD-12 VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK--RFGAIERIGGGDIV 
                                     ::.   .::  : .  :    .::  ::.: 
gi|258 QGQQEQQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVV 
            130       140       150       160       170       180   
 
               80                                                   
AAD-12 AISNVKADGT                                                   
       ::                                                           
gi|258 AIPAGVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQ 
            190       200       210       220       230       240   
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.1  bits: 19.3 E():   23 
Smith-Waterman score: 49; 36.4% identity (72.7% similar) in 22 aa overlap (23-44:20-41) 
 
               10        20        30        40        50        60 
AAD-12 QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA 
                             :.. :.: : . .:..: : .:                 
gi|217    MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLP 
                  10        20        30        40        50        
 
               70        80                                         
AAD-12 IERIGGGDIVAISNVKADGT                                         
                                                                    
gi|217 FQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVF 
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        60        70        80        90       100       110        
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 77.5  bits: 20.5 E():   24 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (30-73:194-239) 
 
                10        20        30        40         50         
AAD-12  QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|261 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
           170       180       190       200       210       220    
 
       60         70        80                                      
AAD-12 GAIERIGGGDI-VAISNVKADGT                                      
       .:.:: .::.. :..:                                             
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
>>gi|21413|emb|CAA45723.1| aspartic proteinase inhibitor  (217 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 77.1  bits: 19.9 E():   26 
Smith-Waterman score: 51; 21.5% identity (55.7% similar) in 79 aa overlap (7-78:134-210) 
 
                                       10          20        30     
AAD-12                         QITPTGATLGATV--TGVHLATLDDAGFAALHAAWL 
                                     :.::. .  ::  ..  :.. :  .... . 
gi|214 FENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTIGQADSSWFKIVKSSQF 
           110       120       130       140       150       160    
 
           40             50        60        70        80      
AAD-12 QHALLIFP-----GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT      
        . ::  :     .  .:.:.:  :  . :.... :   .. ...   :        
gi|214 GYNLLYCPVTSTMSCPFSSDDQ--FCLKVGVVHQNGKRRLALVKDNPLDVSFKQVQ 
           170       180         190       200       210        
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 77.0  bits: 19.9 E():   26 
Smith-Waterman score: 51; 21.5% identity (55.7% similar) in 79 aa overlap (7-78:138-214) 
 
                                       10          20        30     
AAD-12                         QITPTGATLGATV--TGVHLATLDDAGFAALHAAWL 
                                     :.::. .  ::  ..  :.. :  .... . 
gi|201 FENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTIGQADSSWFKIVKSSQF 
       110       120       130       140       150       160        
 
           40             50        60        70        80      
AAD-12 QHALLIFP-----GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT      
        . ::  :     .  .:.:.:  :  . :.... :   .. ...   :        
gi|201 GYNLLYCPVTSTMSCPFSSDDQ--FCLKVGVVHQNGKRRLALVKDNPLDVSFKQVQ 
       170       180         190       200       210       220  
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 76.5  bits: 19.6 E():   28 
Smith-Waterman score: 50; 25.0% identity (55.0% similar) in 60 aa overlap (12-70:33-91) 
 
                                  10        20        30        40  
AAD-12                    QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIF 
                                     :: .  :  ::   ..: :..  ..:.:   
gi|697 EQAFCNLKFRQNVNNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILG- 
             10        20        30        40        50        60   
 
              50        60         70        80                     
AAD-12 PGQHLSNDQQITFAKRFGAIERIGG-GDIVAISNVKADGT                     
       :  .:.  . .  ..  : .. .:  :. :                               
gi|697 PRWNLNAHSALYVTRGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVV 
              70        80        90       100       110       120  
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.3  bits: 20.6 E():   29 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (30-73:230-275) 
 
                10        20        30        40         50         
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AAD-12  QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLTNIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
       60         70        80                                      
AAD-12 GAIERIGGGDI-VAISNVKADGT                                      
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.3  bits: 20.6 E():   29 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (30-73:230-275) 
 
                10        20        30        40         50         
AAD-12  QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLANIYPYFTYADNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
       60         70        80                                      
AAD-12 GAIERIGGGDI-VAISNVKADGT                                      
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.3  bits: 20.6 E():   29 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (30-73:230-275) 
 
                10        20        30        40         50         
AAD-12  QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|270 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
       60         70        80                                      
AAD-12 GAIERIGGGDI-VAISNVKADGT                                      
       .:.:: .::.. :..:                                             
gi|270 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPDRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.3  bits: 20.6 E():   29 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (30-73:230-275) 
 
                10        20        30        40         50         
AAD-12  QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
       60         70        80                                      
AAD-12 GAIERIGGGDI-VAISNVKADGT                                      
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.3  bits: 20.6 E():   29 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (30-73:230-275) 
 
                10        20        30        40         50         
AAD-12  QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSSXSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
       60         70        80                                      
AAD-12 GAIERIGGGDI-VAISNVKADGT                                      
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       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.3  bits: 20.6 E():   29 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (30-73:230-275) 
 
                10        20        30        40         50         
AAD-12  QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|268 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
       60         70        80                                      
AAD-12 GAIERIGGGDI-VAISNVKADGT                                      
       .:.:: .::.. :..:                                             
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.3  bits: 20.6 E():   29 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (30-73:230-275) 
 
                10        20        30        40         50         
AAD-12  QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|327 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
       60         70        80                                      
AAD-12 GAIERIGGGDI-VAISNVKADGT                                      
       .:.:: .::.. :..:                                             
gi|327 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.3  bits: 20.6 E():   29 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (30-73:230-275) 
 
                10        20        30        40         50         
AAD-12  QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
       60         70        80                                      
AAD-12 GAIERIGGGDI-VAISNVKADGT                                      
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.3  bits: 20.6 E():   29 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (30-73:230-275) 
 
                10        20        30        40         50         
AAD-12  QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|118 GFLSSIRSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
       60         70        80                                      
AAD-12 GAIERIGGGDI-VAISNVKADGT                                      
       .:.:: .::.. :..:                                             
gi|118 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 76.1  bits: 20.0 E():   29 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (65-80:181-195) 
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           40        50        60        70        80               
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT               
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 75.6  bits: 20.0 E():   31 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (65-80:199-213) 
 
           40        50        60        70        80               
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT               
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.0  bits: 20.3 E():   34 
Smith-Waterman score: 52; 28.1% identity (78.1% similar) in 32 aa overlap (1-32:283-314) 
 
                                             10        20        30 
AAD-12                               QITPTGATLGATVTGVHLATLDDAGFAALH 
                                     .:.  :.....: :: . ..:. ...:. : 
gi|122 YPARYSGVMAVAAVDQNGQRASFSTYGPEIEISAPGVNVNSTYTGNRYVSLSGTSMATPH 
            260       270       280       290       300       310   
 
               40        50        60        70        80 
AAD-12 AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
       .:                                                 
gi|122 VAGVAALVKSRYPSYTNNQIRQRINQTATYLGSPSLYGNGLVHAGRATQ  
            320       330       340       350       360   
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 74.9  bits: 20.6 E():   34 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (48-68:330-350) 
 
        20        30        40        50        60        70        
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|149 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
        80                                                          
AAD-12 DGT                                                          
                                                                    
gi|149 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 74.7  bits: 19.1 E():   35 
Smith-Waterman score: 48; 25.6% identity (62.8% similar) in 43 aa overlap (32-74:78-119) 
 
              10        20        30        40        50        60  
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ....  .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
              70        80                                    
AAD-12 ERIGGGDIVAISNVKADGT                                    
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
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>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 74.7  bits: 20.3 E():   35 
Smith-Waterman score: 52; 44.4% identity (83.3% similar) in 18 aa overlap (6-23:184-201) 
 
                                        10        20        30      
AAD-12                          QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQ 
                                     : . :.:.:....:: ::             
gi|495 INVLECEDITFQHVTVTAPGTSINTDGIHVGISKGVTITNTKIATGDDCISIGPGSQNVT 
           160       170       180       190       200       210    
 
          40        50        60        70        80                
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT                
                                                                    
gi|495 ITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNGVRVKTWPNSPPGAATDLT 
           220       230       240       250       260       270    
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.3  bits: 20.3 E():   37 
Smith-Waterman score: 52; 26.1% identity (60.9% similar) in 46 aa overlap (33-76:117-160) 
 
             10        20        30          40        50        60 
AAD-12 TPTGATLGATVTGVHLATLDDAGFAALHAAWL--QHALLIFPGQHLSNDQQITFAKRFGA 
                                     :.  :. ..:.  :..   .. :.  : .  
gi|113 IYMVTSDQDDDVVNPKEGTLRFGATQDRPLWIIFQRDMIIYLQQEMVVTSDKTIDGRGAK 
         90       100       110       120       130       140       
 
               70        80                                         
AAD-12 IERIGGGDIVAISNVKADGT                                         
       .: . ::  ... :::                                             
gi|113 VELVYGG--ITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGDAIHVTGSS 
        150         160       170       180       190       200     
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.2  bits: 18.8 E():   37 
Smith-Waterman score: 47; 42.1% identity (78.9% similar) in 19 aa overlap (2-20:34-52) 
 
                                            10        20        30  
AAD-12                              QITPTGATLGATVTGVHLATLDDAGFAALHA 
                                     ..:.:  :..:: .. :::            
gi|291 HPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSPVLV 
            10        20        30        40        50        60    
 
              40        50        60        70        80            
AAD-12 AWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT            
                                                                    
gi|291 PAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKAREMK 
            70        80        90       100       110       120    
 
>>gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Subtili  (269 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 74.1  bits: 19.7 E():   38 
Smith-Waterman score: 50; 26.1% identity (65.2% similar) in 46 aa overlap (4-49:14-58) 
 
                         10        20        30        40        50 
AAD-12           QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQ 
                    :.. . : : .::..:.:: .:...     .. .  . ::.  ..:  
gi|267 AQSVPWGISRVQAPAAHNRGLTGSGVKVAVLD-TGISTHPDLNIRGGASFVPGEPSTQDG 
               10        20        30         40        50          
 
               60        70        80                               
AAD-12 QITFAKRFGAIERIGGGDIVAISNVKADGT                               
                                                                    
gi|267 NGHGTHVAGTIAALNNSIGVLGVAPSAELYAVKVLGASGSGSVSSIAQGLEWAGNNGMHV 
      60        70        80        90       100       110          
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 74.1  bits: 19.7 E():   38 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (65-80:198-212) 
 
           40        50        60        70        80               
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT               
                                     : :::::. ..:  :.               
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gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
gi|115 RKDSDKPIKGPITVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
        230       240       250       260          
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 74.1  bits: 19.7 E():   38 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (65-80:198-212) 
 
           40        50        60        70        80               
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT               
                                     : :::::. ..:  :.               
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
        230       240       250       260          
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.9  bits: 19.4 E():   39 
Smith-Waterman score: 49; 33.3% identity (57.1% similar) in 21 aa overlap (31-51:10-30) 
 
               10        20        30        40        50        60 
AAD-12 QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA 
                                     :::.      ::: :  ....          
gi|944                      MKTLGVLFIAAWFIACTHSFPGAHDEDSKEERKNVDTVL 
                                    10        20        30          
 
               70        80                                         
AAD-12 IERIGGGDIVAISNVKADGT                                         
                                                                    
gi|944 VLPSIERDQMMAATFDFPSLSFEDSDEGSNWNWNTLLRPNFLDGWYQTLQSAISAHMKKV 
      40        50        60        70        80        90          
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 73.2  bits: 20.3 E():   42 
Smith-Waterman score: 52; 25.0% identity (65.6% similar) in 32 aa overlap (41-72:117-148) 
 
               20        30        40        50        60        70 
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : :.. .....  :  .   ....  :::. 
gi|303 APKLYYVTQGRGILGVLMPGCPETFQSMSQFQGSREQEEERGRFQDQHQKVHHLKKGDII 
         90       100       110       120       130       140       
 
               80                                                   
AAD-12 AISNVKADGT                                                   
       ::                                                           
gi|303 AIPAGVALWCYNDGDEDLVTVLVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLR 
        150       160       170       180       190       200       
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 72.7  bits: 20.6 E():   45 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (48-68:330-350) 
 
        20        30        40        50        60        70        
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|169 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
        80                                                          
AAD-12 DGT                                                          
                                                                    
gi|169 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (32-74:77-118) 
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              10        20        30        40        50        60  
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|402 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
         50        60        70        80        90        100      
 
              70        80                                    
AAD-12 ERIGGGDIVAISNVKADGT                                    
          :::.:: ::.                                          
gi|402 AAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
         110       120       130       140       150          
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (65-74:109-118) 
 
           40        50        60        70        80               
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT               
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
gi|534 KAEALFRAVESYLLAHSDAYN 
      140       150          
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 46; 23.3% identity (62.8% similar) in 43 aa overlap (32-74:78-119) 
 
              10        20        30        40        50        60  
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :... .   ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLE-KVSHELKIV 
        50        60        70        80        90        100       
 
              70        80                                    
AAD-12 ERIGGGDIVAISNVKADGT                                    
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (32-74:78-119) 
 
              10        20        30        40        50        60  
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|730 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
              70        80                                    
AAD-12 ERIGGGDIVAISNVKADGT                                    
          :::.:: ::.                                          
gi|730 AAPGGGSIVKISSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (32-74:78-119) 
 
              10        20        30        40        50        60  
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
              70        80                                    
AAD-12 ERIGGGDIVAISNVKADGT                                    
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
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        110       120       130       140       150       160 
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (65-74:110-119) 
 
           40        50        60        70        80               
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT               
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
gi|534 KAEALFRAVESYLLAHSDAYN 
     140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (32-74:78-119) 
 
              10        20        30        40        50        60  
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
              70        80                                    
AAD-12 ERIGGGDIVAISNVKADGT                                    
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (32-74:78-119) 
 
              10        20        30        40        50        60  
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
              70        80                                    
AAD-12 ERIGGGDIVAISNVKADGT                                    
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (32-74:78-119) 
 
              10        20        30        40        50        60  
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
              70        80                                    
AAD-12 ERIGGGDIVAISNVKADGT                                    
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (32-74:78-119) 
 
              10        20        30        40        50        60  
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
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        50        60        70        80        90        100       
 
              70        80                                    
AAD-12 ERIGGGDIVAISNVKADGT                                    
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.6  bits: 19.4 E():   51 
Smith-Waterman score: 52; 28.6% identity (61.2% similar) in 49 aa overlap (9-57:9-53) 
 
               10        20        30        40        50        60 
AAD-12 QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA 
               : :.:.   .: .. . ...:.  : :. :   : :. : .::  :...    
gi|170 MKTFLVFALIAVVATSAIAQMETSCISGLERPWQQQPL---PPQQ-SFSQQPPFSQQQQQ 
               10        20        30           40         50       
 
               70        80                                         
AAD-12 IERIGGGDIVAISNVKADGT                                         
                                                                    
gi|170 PLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQQQLVLPPQQQQQQLV 
         60        70        80        90       100       110       
 
>>gi|121244|sp|P12548.1|GLB73_CHITH RecName: Full=Globin  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (15-31:61-77) 
 
                               10        20        30        40     
AAD-12                 QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|121 WKAVSHNEVDILAAVFAAYPDIQAKFPQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
           50        60        70        80                         
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT                         
                                                                    
gi|121 SGNESNASAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLSNHVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|121248|sp|P12549.1|GLB76_CHITH RecName: Full=Globin  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (15-31:61-77) 
 
                               10        20        30        40     
AAD-12                 QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|121 WKAVSHNEVEILAAVFAAYPDIQNKFSQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
           50        60        70        80                         
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT                         
                                                                    
gi|121 SGNDSNAAAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLQANVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|56405052|sp|P84296.1|GLB74_CHITH RecName: Full=Glob  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (15-31:61-77) 
 
                               10        20        30        40     
AAD-12                 QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|564 WKAVSHNEVDILAAVFAAYPDIQAKFPQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
           50        60        70        80                         
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT                         
                                                                    
gi|564 SGNASNAAAVEGLLNKLGSDHKARGVSAAQFGEFRTALVSYLSNHVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
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>>gi|56405054|sp|P84298.1|GLB75_CHITH RecName: Full=Glob  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (15-31:61-77) 
 
                               10        20        30        40     
AAD-12                 QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|564 WKAVSHNEVEILAAVFAAYPDIQNKFSQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
           50        60        70        80                         
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT                         
                                                                    
gi|564 SGNTSNAAAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLQANVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 71.4  bits: 19.7 E():   53 
Smith-Waterman score: 50; 26.8% identity (51.2% similar) in 41 aa overlap (37-73:190-230) 
 
         10        20        30        40            50        60   
AAD-12 ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::  .  :    ::.  
gi|215 NKPVIFTKSNLAKSPELDAKMYDICYSTAAAPIYFPPHHFVTHTSNGARYEFNLVDGAVA 
     160       170       180       190       200       210          
 
             70        80                                           
AAD-12 RIGGGDIVAISNVKADGT                                           
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.2  bits: 18.8 E():   54 
Smith-Waterman score: 47; 31.8% identity (56.8% similar) in 44 aa overlap (34-77:63-102) 
 
            10        20        30        40        50        60    
AAD-12 PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|833 HHQTYVNGLNAALEAQKKAAEANDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
             40        50        60        70           80          
 
            70        80                                            
AAD-12 IGGGDIVAISNVKADGT                                            
        ::: :     .::                                               
gi|833 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
       90       100       110       120       130       140         
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.2  bits: 19.4 E():   54 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (33-64:176-207) 
 
             10        20        30        40        50        60   
AAD-12 TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
         150       160       170       180       190       200      
 
             70        80                                           
AAD-12 RIGGGDIVAISNVKADGT                                           
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
         210       220       230       240       250       260      
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (50-68:35-53) 
 
      20        30        40        50        60        70          
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
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                                     . . ::  ::  . .: .:            
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
      80                                                
AAD-12 T                                                
                                                        
gi|730 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (50-68:35-53) 
 
      20        30        40        50        60        70          
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
      80                                                
AAD-12 T                                                
                                                        
gi|191 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.9  bits: 19.1 E():   56 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (41-51:90-100) 
 
               20        30        40        50        60        70 
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
               80                                                   
AAD-12 AISNVKADGT                                                   
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.9  bits: 18.8 E():   56 
Smith-Waterman score: 47; 31.8% identity (56.8% similar) in 44 aa overlap (34-77:74-113) 
 
            10        20        30        40        50        60    
AAD-12 PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|164 HHQTYVNGLNAALEAQKKAAEATDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
            50        60        70        80           90           
 
            70        80                                            
AAD-12 IGGGDIVAISNVKADGT                                            
        ::: :     .::                                               
gi|164 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
     100       110       120       130       140       150          
 
>>gi|62240392|gb|AAX77384.1| 11S globulin precursor [Sin  (523 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 70.8  bits: 20.0 E():   57 
Smith-Waterman score: 51; 30.0% identity (63.3% similar) in 30 aa overlap (43-71:173-202) 
 
             20        30        40        50         60        70  
AAD-12 VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQ-QITFAKRFGAIERIGGGDIVA 
                                     ::. ...: :  :   .  .:..  ::..: 
gi|622 QQGQQGQQGQQQGQQGQQGQQGQQGQQGQQGQQGQQQQGQQGFRDMYQKVEHVRHGDVIA 
            150       160       170       180       190       200   
 
              80                                                    
AAD-12 ISNVKADGT                                                    
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gi|622 NTPGSAHWIYNTGDKPLVIISLLDIANYQNQLDRNPRVFRLAGNNPQGGFGGPQQQQPQQ 
            210       220       230       240       250       260   
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 70.7  bits: 20.6 E():   58 
Smith-Waterman score: 53; 23.3% identity (55.8% similar) in 43 aa overlap (10-52:675-717) 
 
                                    10        20        30          
AAD-12                      QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALL 
                                     :    : . .. ...: .   . ::: .   
gi|170 LQPEQGQQGYYPTSQQQPGQGPQPGQWQQSGQGQQGYYPTSPQQSGQGQQPGQWLQPGQW 
          650       660       670       680       690       700     
 
      40        50        60        70        80                    
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT                    
       .  : .:.. ::.                                                
gi|170 LQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQ 
          710       720       730       740       750       760     
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 70.5  bits: 20.6 E():   59 
Smith-Waterman score: 53; 23.3% identity (55.8% similar) in 43 aa overlap (10-52:690-732) 
 
                                    10        20        30          
AAD-12                      QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALL 
                                     :    : . .. ...: .   . ::: .   
gi|217 LQPEQGQQGYYPTSQQQPGQGPQPGQWQQSGQGQQGYYPTSPQQSGQGQQPGQWLQPGQW 
     660       670       680       690       700       710          
 
      40        50        60        70        80                    
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT                    
       .  : .:.. ::.                                                
gi|217 LQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQ 
     720       730       740       750       760       770          
 
>>gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Enteroto  (233 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 70.5  bits: 18.8 E():   59 
Smith-Waterman score: 47; 23.3% identity (51.2% similar) in 43 aa overlap (30-69:44-85) 
 
                10        20        30        40           50       
AAD-12  QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLI---FPGQHLSNDQQITFAK 
                                     :  .:::..:.   :  .   ::  . : . 
gi|163 KKSELQGTALGNLKQIYYYNEKAKTENKESHDQFLQHTILFKGFFTDHSWYNDLLVDFDS 
            20        30        40        50        60        70    
 
         60        70        80                                     
AAD-12 RFGAIERIGGGDIVAISNVKADGT                                     
       .   ...  :  .                                                
gi|163 K-DIVDKYKGKKVDLYGAYYGYQCAGGTPNKTACMYGGVTLHDNNRLTEEKKVPINLWLD 
             80        90       100       110       120       130   
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 45; 23.3% identity (60.5% similar) in 43 aa overlap (32-74:78-119) 
 
              10        20        30        40        50        60  
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
              70        80                                    
AAD-12 ERIGGGDIVAISNVKADGT                                    
          :::..: ::.                                          
gi|167 AAPGGGSVVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 45; 24.4% identity (61.0% similar) in 41 aa overlap (34-74:80-119) 
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            10        20        30        40        50        60    
AAD-12 PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :. :.    ....  .   
gi|730 GPGTIKKITFSEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLG-DKLEKVSHELKIVAA 
      50        60        70        80        90        100         
 
            70        80                                    
AAD-12 IGGGDIVAISNVKADGT                                    
        :::.:: ::.                                          
gi|730 PGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      110       120       130       140       150       160 
 
>>gi|11762104|gb|AAG40330.1|AF323974_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (30-74:77-120) 
 
                10        20        30        40         50         
AAD-12  QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
       60        70        80                                    
AAD-12 GAIERIGGGDIVAISNVKADGT                                    
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|11762102|gb|AAG40329.1|AF323973_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (30-74:77-120) 
 
                10        20        30        40         50         
AAD-12  QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
       60        70        80                                    
AAD-12 GAIERIGGGDIVAISNVKADGT                                    
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|5726304|gb|AAD48405.1|AF136945_1 major allergen Cor  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (30-74:77-120) 
 
                10        20        30        40         50         
AAD-12  QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|572 GNGGPGTIKKITFAEGNEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
       60        70        80                                    
AAD-12 GAIERIGGGDIVAISNVKADGT                                    
       .:  . :::.:. :..                                          
gi|572 AAAPH-GGGSILKITSKYHTKGNASINEEEIKAGKEKAAGLFKAVEAYLLAHPDAYC 
         110        120       130       140       150       160  
 
>>gi|15809696|gb|AAL07320.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 70.1  bits: 17.9 E():   63 
Smith-Waterman score: 44; 25.0% identity (58.9% similar) in 56 aa overlap (24-77:45-100) 
 
                      10        20        30        40        50    
AAD-12        QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 
                                     : .::.   . . . :   : ::.. . .. 
gi|158 TDGQHLTAAAIIGHDGSVWAQSANFPQFKPAEIAAIMKDFDEPGSLAPTGLHLGGTKYMV 
           20        30        40        50        60        70     
 
            60          70        80                             
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AAD-12 FAKRFGAIER--IGGGDIVAISNVKADGT                             
       .  . ::. :   : : :.. ....:                                
gi|158 IQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL 
           80        90       100       110       120       130  
 
>>gi|71153243|sp|Q39547.1|CUCM1_CUCME RecName: Full=Cucu  (731 aa) 
 initn:  41 init1:  41 opt:  52  Z-score: 69.9  bits: 20.4 E():   64 
Smith-Waterman score: 52; 19.2% identity (53.8% similar) in 78 aa overlap (5-80:132-206) 
 
                                         10          20        30   
AAD-12                           QITPTGATLGATVTGV--HLATLDDAGFAALHAA 
                                     .. ..:.  ::.  .  ..:: ::.      
gi|711 FLNEMNELHTTRSWDFLGFPLTVPRRSQVESNIVVGVLDTGIWPESPSFDDEGFSPPPPK 
             110       120       130       140       150       160  
 
             40        50        60        70        80             
AAD-12 WLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT             
       :         ....  ...:  :. .   . :. ::. .  .... ::             
gi|711 WKGTCET---SNNFRCNRKIIGARSYHIGRPISPGDVNGPRDTNGHGTHTASTAAGGLVS 
                170       180       190       200       210         
 
gi|711 QANLYGLGLGTARGGVPLARIAAYKVCWNDGCSDTDILAAYDDAIADGVDIISLSVGGAN 
      220       230       240       250       260       270         
 
>>gi|1336811|gb|AAB36119.1| Sol i 1=antigen {N-terminal}  (25 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 69.8  bits: 15.5 E():   65 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (2-15:8-21) 
 
                     10        20        30        40        50     
AAD-12       QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 
              :  .: .::. :.:                                        
gi|133 WKIPLNNIQYVGHSLGSHVSGFAAK                                    
               10        20                                         
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.7  bits: 19.4 E():   65 
Smith-Waterman score: 49; 27.9% identity (55.8% similar) in 43 aa overlap (6-48:324-366) 
 
                                        10        20        30      
AAD-12                          QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQ 
                                     : .. :.  :    ::. ...:: :.: .  
gi|458 AEVCTIAASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVA 
           300       310       320       330       340       350    
 
          40        50        60        70        80 
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
         :. . :   .:                                 
gi|458 AYLMALEGVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV  
           360       370       380       390         
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.7  bits: 19.4 E():   65 
Smith-Waterman score: 49; 27.9% identity (55.8% similar) in 43 aa overlap (6-48:324-366) 
 
                                        10        20        30      
AAD-12                          QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQ 
                                     : .. :.  :    ::. ...:: :.: .  
gi|668 AEACTIAASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVA 
           300       310       320       330       340       350    
 
          40        50        60        70        80 
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
         :. . :   .:                                 
gi|668 AYLMALEGVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV  
           360       370       380       390         
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 69.6  bits: 19.7 E():   66 
Smith-Waterman score: 50; 22.0% identity (52.5% similar) in 59 aa overlap (6-64:276-333) 
 
                                        10        20        30      
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AAD-12                          QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQ 
                                     :.  : . .:  :. .:.  . . :.. :  
gi|505 SLGRIIEFRFYKEITNVFRGNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLG 
         250       260       270       280       290       300      
 
          40        50        60        70        80                
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT                
         .  : :. :.    . .:  .: . :.                                
gi|505 FNINCFEGRLLKAATAFMLAWNYG-VPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNIL 
         310       320        330       340       350       360     
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 69.6  bits: 18.8 E():   66 
Smith-Waterman score: 47; 46.7% identity (73.3% similar) in 15 aa overlap (65-79:192-205) 
 
           40        50        60        70        80               
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT               
                                     : ::.::. ..:  :                
gi|168 CKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGDVVAV-DIKEKGKDKWTELKESWGAVW 
             170       180       190        200       210       220 
 
gi|168 RIDTPDKLTGPFTVRYTTEGGTKSEFEDVIPEGWKADTSYSAK 
              230       240       250       260    
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 69.6  bits: 18.8 E():   66 
Smith-Waterman score: 47; 46.7% identity (73.3% similar) in 15 aa overlap (65-79:192-205) 
 
           40        50        60        70        80               
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT               
                                     : ::.::. ..:  :                
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.2  bits: 19.1 E():   70 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (41-51:90-100) 
 
               20        30        40        50        60        70 
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
               80                                                   
AAD-12 AISNVKADGT                                                   
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.9  bits: 17.3 E():   73 
Smith-Waterman score: 42; 37.5% identity (62.5% similar) in 24 aa overlap (50-73:79-100) 
 
      20        30        40        50        60        70          
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .  :       
gi|897 QQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQL--AAQLPAMCRLEGGDALLASQ      
       50        60        70        80          90       100       
 
      80 
AAD-12 T 
 
>>gi|164510860|emb|CAK93757.1| profilin [Malus x domesti  (131 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 43; 27.5% identity (55.1% similar) in 69 aa overlap (2-65:60-123) 
 
                                            10            20        
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AAD-12                              QITPTGATLGAT----VTGVHLATL-DDAGF 
                                     ..:::  ::.:    . :   :..    :  
gi|164 GSVWAQSATFPAFKPEEIAAILKDFDQPGTLAPTGLFLGGTKYMVIQGEPGAVIRGKKGS 
      30        40        50        60        70        80          
 
         30        40        50        60        70        80 
AAD-12 AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
       ...     ..::::  : .   :. .: ..   ..::.:                
gi|164 GGITIKKTSQALLI--GIY---DEPVTPGQCNIVVERLGDYLIEQGL        
      90       100            110       120       130         
 
>>gi|14423875|sp|Q9XF42.1|PROF3_MALDO RecName: Full=Prof  (131 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 43; 27.5% identity (55.1% similar) in 69 aa overlap (2-65:60-123) 
 
                                            10            20        
AAD-12                              QITPTGATLGAT----VTGVHLATL-DDAGF 
                                     ..:::  ::.:    . :   :..    :  
gi|144 GSVWSQSASFPAFKPEEIAAILKDFDQPGTLAPTGLFLGGTKYMVIQGEPGAVIRGKKGS 
      30        40        50        60        70        80          
 
         30        40        50        60        70        80 
AAD-12 AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
       ...     ..::::  : .   :. .: ..   ..::.:                
gi|144 GGITIKKTSQALLI--GIY---DEPVTPGQCNIVVERLGDYLIEQGL        
      90       100            110       120       130         
 
>>gi|164510858|emb|CAK93753.1| profilin [Malus x domesti  (131 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 43; 27.5% identity (55.1% similar) in 69 aa overlap (2-65:60-123) 
 
                                            10            20        
AAD-12                              QITPTGATLGAT----VTGVHLATL-DDAGF 
                                     ..:::  ::.:    . :   :..    :  
gi|164 GSVWAQSATFPAFKPEEIAAILKDFDQPGTLAPTGLFLGGTKYMVIQGEPGAVIRGKKGS 
      30        40        50        60        70        80          
 
         30        40        50        60        70        80 
AAD-12 AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
       ...     ..::::  : .   :. .: ..   ..::.:                
gi|164 GGITIKKTSQALLI--GIY---DEPVTPGQCNIVVERLGDYLIEQGL        
      90       100            110       120       130         
 
>>gi|28881457|emb|CAD46561.1| profilin [Malus x domestic  (131 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 43; 27.5% identity (55.1% similar) in 69 aa overlap (2-65:60-123) 
 
                                            10            20        
AAD-12                              QITPTGATLGAT----VTGVHLATL-DDAGF 
                                     ..:::  ::.:    . :   :..    :  
gi|288 GSVWSQSASFPAFKPEEIAAILKDFDQPGTLAPTGLFLGGTKYMVIQGEPGAVIRGKKGS 
      30        40        50        60        70        80          
 
         30        40        50        60        70        80 
AAD-12 AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
       ...     ..::::  : .   :. .: ..   ..::.:                
gi|288 GGITIKKTSQALLI--GIY---DEPVTPGQCNIVVERLGDYLIEQGL        
      90       100            110       120       130         
 
>>gi|135016|sp|P00780.1|SUBT_BACLI RecName: Full=Subtili  (379 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 68.5  bits: 19.1 E():   76 
Smith-Waterman score: 48; 28.0% identity (56.0% similar) in 50 aa overlap (1-50:301-349) 
 
                                             10        20        30 
AAD-12                               QITPTGATLGATVTGVHLATLDDAGFAALH 
                                     ..   :: . .:      :::. ...:. : 
gi|135 YPAKYDSVIAVGAVDSNSNRASFSSVGAELEVMAPGAGVYSTYPTSTYATLNGTSMASPH 
              280       290       300       310       320       330 
 
               40        50        60        70        80 
AAD-12 AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
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       .:    ::..    .:: .:                               
gi|135 VAG-AAALILSKHPNLSASQVRNRLSSTATYLGSSFYYGKGLINVEAAAQ 
               340       350       360       370          
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 68.4  bits: 19.1 E():   77 
Smith-Waterman score: 51; 27.4% identity (58.9% similar) in 73 aa overlap (3-72:19-85) 
 
                               10        20        30        40     
AAD-12                 QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                         . : ::::  ::   . ..: .:. ..  : .   : .. :: 
gi|215 MATTKSFLILFFMILATTSSTCATLGEMVT---VLSIDGGGIKGIIPAII---LEFLEGQ 
               10        20        30           40           50     
 
             50        60         70        80                      
AAD-12 --HLSNDQQITFAKRFGAIERIG-GGDIVAISNVKADGT                      
         ...:...  .:  : .:   . :: ..:.                              
gi|215 LQEVDNNKDARLADYFDVIGGTSTGGLLTAMITTPNENNRPFAAAKDIVPFYFEHGPHIF 
           60        70        80        90       100       110     
 
gi|215 NYSGSIFGPRYDGKYLLQVLQEKLGETRVHQALTEVAISSFDIKTNKPVIFTKSNLAESP 
          120       130       140       150       160       170     
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.9  bits: 18.9 E():   82 
Smith-Waterman score: 47; 41.4% identity (58.6% similar) in 29 aa overlap (4-32:54-82) 
 
                                          10        20        30    
AAD-12                            QITPTGATLGATVTGVHLATLDDAGFAALHAAW 
                                     :.::.  ::.   .:    .::: :  ::  
gi|113 YAADVGYGAPATLATPATPAAPAAGYTPAAPAGAAPKATTDEQKLIEKINAGFKAAVAAA 
            30        40        50        60        70        80    
 
            40        50        60        70        80              
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT              
                                                                    
gi|113 AGVPAVDKYKTFVATFGTASNKAFAEALSTEPKGAAAASSNAVLTSKLDAAYKLAYKSAE 
            90       100       110       120       130       140    
 
>>gi|886967|emb|CAA59340.1| low molecular weight gluteni  (276 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 46; 30.3% identity (63.6% similar) in 33 aa overlap (26-57:57-89) 
 
                    10        20        30        40         50     
AAD-12      QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITF 
                                     :.  .  . :. : :.: :  .:..::  : 
gi|886 PIQQQPQPFPQQPPCSQQQQPPLSQQQQPPFSQQQPPFSQQELPILPQQPPFSQQQQPQF 
         30        40        50        60        70        80       
 
           60        70        80                                   
AAD-12 AKRFGAIERIGGGDIVAISNVKADGT                                   
       ...                                                          
gi|886 SQQQQPFPQQQQPLLLQQPPFSQQRPPFSQQQQQPVLPQQPPFSQQQQQQPILPQQPPFS 
         90       100       110       120       130       140       
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.5  bits: 18.6 E():   86 
Smith-Waterman score: 46; 33.3% identity (57.1% similar) in 21 aa overlap (36-56:79-99) 
 
          10        20        30        40        50        60      
AAD-12 GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG 
                                     : .: :: : : .  . .: .          
gi|624 QSQQQCLQQPQHQFPQPTQQFPQRPLLPFTHPFLTFPDQLLPQPPHQSFPQPPQSYPQPP 
       50        60        70        80        90       100         
 
          70        80                                              
AAD-12 GGDIVAISNVKADGT                                              
                                                                    
gi|624 LQPFPQPPQQKYPEQPQQPFPWQQPTIQLYLQQQLNPCKEFLLQQCRPVSLLSYLWSKIV 
      110       120       130       140       150       160         
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>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.5  bits: 18.6 E():   87 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (4-60:25-74) 
 
                                    10          20        30        
AAD-12                      QITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
        40        50        60        70        80                  
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT                  
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.5  bits: 18.6 E():   87 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (4-60:25-74) 
 
                                    10          20        30        
AAD-12                      QITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
        40        50        60        70        80                  
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT                  
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.5  bits: 18.6 E():   87 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (4-60:25-74) 
 
                                    10          20        30        
AAD-12                      QITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
        40        50        60        70        80                  
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT                  
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.5  bits: 18.6 E():   87 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (4-60:25-74) 
 
                                    10          20        30        
AAD-12                      QITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
        40        50        60        70        80                  
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT                  
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.5  bits: 18.6 E():   87 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (4-60:25-74) 
 
                                    10          20        30        
AAD-12                      QITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 204



 

 

gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
        40        50        60        70        80                  
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT                  
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.5  bits: 18.6 E():   87 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (4-60:25-74) 
 
                                    10          20        30        
AAD-12                      QITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
        40        50        60        70        80                  
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT                  
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.5  bits: 18.6 E():   87 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (4-60:25-74) 
 
                                    10          20        30        
AAD-12                      QITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
        40        50        60        70        80                  
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT                  
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.5  bits: 18.6 E():   87 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (4-60:25-74) 
 
                                    10          20        30        
AAD-12                      QITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
        40        50        60        70        80                  
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT                  
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.5  bits: 18.6 E():   87 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (4-60:25-74) 
 
                                    10          20        30        
AAD-12                      QITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
        40        50        60        70        80                  
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT                  
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
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         60             70        80        90       100       110  
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.5  bits: 18.6 E():   87 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (4-60:25-74) 
 
                                    10          20        30        
AAD-12                      QITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
        40        50        60        70        80                  
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT                  
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.5  bits: 18.6 E():   87 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (4-60:25-74) 
 
                                    10          20        30        
AAD-12                      QITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
        40        50        60        70        80                  
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT                  
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triticum   (439 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.5  bits: 19.2 E():   87 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (41-51:103-113) 
 
               20        30        40        50        60        70 
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|739 FLQQQQIPQQQIPQQHQIPQQPQQFPQQQQFPQQHQSPQQQFPQQQFPQQKLPQQEFPQQ 
             80        90       100       110       120       130   
 
               80                                                   
AAD-12 AISNVKADGT                                                   
                                                                    
gi|739 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
            140       150       160       170       180       190   
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 67.3  bits: 17.9 E():   89 
Smith-Waterman score: 44; 31.0% identity (55.2% similar) in 29 aa overlap (41-69:98-121) 
 
               20        30        40        50        60        70 
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :::       .. .:..: ::.  : : .  
gi|223 LADFNKDGEVTVDEFKQAVQKHCQGKKYGDFPGAF-----KVFIANQFKAIDVNGDGKVG 
        70        80        90       100            110       120   
 
               80                                                   
AAD-12 AISNVKADGT                                                   
                                                                    
gi|223 LDEYRLDCITRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCSA 
            130       140       150       160       170       180   
 
>>gi|46410859|gb|AAR98518.1| major latex allergen Hev b   (366 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.2  bits: 18.9 E():   89 
Smith-Waterman score: 47; 30.8% identity (56.4% similar) in 39 aa overlap (26-64:231-269) 
 
                    10        20        30        40        50      
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AAD-12      QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     .:.:::  : . :  .   .:  . . :   
gi|464 ARKFVVENVAPLGLIPFIKQTSDNSTLFYELASLHAMKLPQILEKIQDGYLFPEFNYTVF 
              210       220       230       240       250       260 
 
          60        70        80                                    
AAD-12 KRFGAIERIGGGDIVAISNVKADGT                                    
       . :: :..:                                                    
gi|464 NYFGIIKEIIDAPGEHGFKYGDIACCGNSTYRGQACGFLDYEFCVCGNKTEYLFFDGTHN 
              270       280       290       300       310       320 
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 67.1  bits: 18.9 E():   91 
Smith-Waterman score: 47; 28.0% identity (56.0% similar) in 50 aa overlap (1-50:301-349) 
 
                                             10        20        30 
AAD-12                               QITPTGATLGATVTGVHLATLDDAGFAALH 
                                     ..   :: . .:      :::. ...:. : 
gi|111 YPAKYDSVIAVGAVDSNSNRASFSSVGAELEVMAPGAGVYSTYPTNTYATLNGTSMASPH 
              280       290       300       310       320       330 
 
               40        50        60        70        80 
AAD-12 AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
       .:    ::..    .:: .:                               
gi|111 VAG-AAALILSKHPNLSASQVRNRLSSTATYLGSSFYYGKGLINV      
               340       350       360       370          
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.0  bits: 17.9 E():   92 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (54-78:126-150) 
 
            30        40        50        60        70        80    
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT    
                                     ..:.:  . . .:: ..: . . ::      
gi|144 RAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVA 
         100       110       120       130       140       150      
 
gi|144 ILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
         160       170       180       190       200 
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.9  bits: 17.9 E():   93 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (54-78:130-154) 
 
            30        40        50        60        70        80    
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT    
                                     ..:.:  . . .:: ..: . . ::      
gi|622 RAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVA 
     100       110       120       130       140       150          
 
gi|622 ILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
     160       170       180       190       200     
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 66.5  bits: 18.0 E():   98 
Smith-Waterman score: 46; 25.7% identity (65.7% similar) in 35 aa overlap (18-52:54-84) 
 
                            10        20        30        40        
AAD-12              QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLS 
                                     . ::.: ::      : ..:.: . ... . 
gi|161 FGVNLNLKVTNLMAGEHLTPEFLKMNPQHTIPTLNDNGFCL----WESRAILSYLADQYG 
            30        40        50        60            70          
 
        50        60        70        80                            
AAD-12 NDQQITFAKRFGAIERIGGGDIVAISNVKADGT                            
       .:...                                                        
gi|161 KDDSLYPKDPKKRALVDQRLYFDLGTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFL 
      80        90       100       110       120       130          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.4  bits: 19.2 E():   98 
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Smith-Waterman score: 48; 26.2% identity (61.9% similar) in 42 aa overlap (26-67:240-281) 
 
                    10        20        30        40        50      
AAD-12      QITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     :...   .:..:. .   : ..: .  : . 
gi|370 RQEEREFSPRGQHSRRERAGQEEENEGGNIFSGFTPEFLEQAFQVDDRQIVQNLRGETES 
     210       220       230       240       250       260          
 
          60        70        80                                    
AAD-12 KRFGAIERIGGGDIVAISNVKADGT                                    
       .. :::  . ::                                                 
gi|370 EEEGAIVTVRGGLRILSPDRKRRADEEEEYDEDEYEYDEEDRRRGRGSRGRGNGIEETIC 
     270       280       290       300       310       320          
 
>>gi|218059733|emb|CAT99619.1| profilin [Malus x domesti  (115 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.4  bits: 17.0 E():   99 
Smith-Waterman score: 41; 27.5% identity (55.1% similar) in 69 aa overlap (2-65:44-107) 
 
                                            10            20        
AAD-12                              QITPTGATLGAT----VTGVHLATL-DDAGF 
                                     ..:::  ::.:    . :   :..    :  
gi|218 GSVWAQSATFPAFKPEEIAAILKDFDQPGTLAPTGLFLGGTKYMVIQGEPGAVIRGKKGS 
            20        30        40        50        60        70    
 
         30        40        50        60        70        80 
AAD-12 AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
       ...     ..::::  : .   :. .: ..   ..::.:                
gi|218 GGITIKKTSQALLI--GIY---DEPLTPGQCNIVVERLGDYLIEQGL        
            80          90          100       110             
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:30 2011 done: Fri Jan 21 00:02:30 2011 
 Total Scan time:  0.070 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 8  - 87 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     2     0:= 
  30     1     2:* 
  32     9     8:=*= 
  34    19    22:=====* 
  36    62    44:==========*===== 
  38    76    73:==================* 
  40    78   102:====================     * 
  42   115   125:=============================  * 
  44   181   138:==================================*=========== 
  46   123   140:===============================   * 
  48   120   134:==============================   * 
  50   112   122:============================  * 
  52    68   108:=================         * 
  54    73    92:===================   * 
  56    82    77:===================*= 
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  58    67    63:===============*= 
  60    50    51:============* 
  62    85    41:==========*=========== 
  64    41    33:========*== 
  66    22    26:======* 
  68    18    20:====* 
  70    26    16:===*=== 
  72    12    12:==* 
  74     9    10:==* 
  76    14     8:=*== 
  78     7     6:=* 
  80     3     5:=* 
  82     2     3:* 
  84     3     3:* 
  86     2     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.69040.00327; mu= 8.1717 0.169 
 mean_var=41.991811.344, 0's: 2 Z-trim: 2  B-trim: 56 in 1/43 
 Lambda= 0.197921 
 Kolmogorov-Smirnov  statistic: 0.0466 (N=29) at  54 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.080 
 
The best scores are:                                      opt bits E(1491) 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   60 22.5     4.4 
gi|59895730|gb|AAX11262.1| pectin methylesterase a ( 339)   61 22.8     5.4 
gi|59895728|gb|AAX11261.1| pectin methylesterase a ( 339)   61 22.8     5.4 
gi|225810597|gb|ACO34813.1| Sal k 1 pollen allerge ( 339)   61 22.8     5.4 
gi|886963|emb|CAA59338.1| low molecular weight glu ( 229)   59 22.2     5.6 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   61 22.9     7.1 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   61 22.9     7.4 
gi|51242679|gb|AAT99258.1| pectin-methyltransferas ( 362)   59 22.3     8.5 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   60 22.6      10 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   58 22.0      10 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   58 22.0      10 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   55 21.1      15 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   50 19.6      15 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   53 20.5      15 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   52 20.2      16 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   45 18.0      17 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   51 19.9      19 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   56 21.5      20 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   54 20.8      21 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   53 20.5      21 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 19.9      21 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   56 21.5      22 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   49 19.3      23 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   53 20.6      24 
gi|21413|emb|CAA45723.1| aspartic proteinase inhib ( 217)   51 19.9      26 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   51 19.9      26 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   53 20.6      28 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   53 20.6      28 
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gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   53 20.6      28 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   53 20.6      28 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   53 20.6      28 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   53 20.6      28 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   53 20.6      28 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   53 20.6      28 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   53 20.6      28 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 20.0      29 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 20.0      31 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   53 20.6      34 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   48 19.1      35 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   52 20.3      35 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   52 20.3      37 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   47 18.8      37 
gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Sub ( 269)   50 19.7      38 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 19.7      38 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 19.7      38 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   49 19.4      39 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   52 20.3      42 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   53 20.6      45 
gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus s ( 361)   50 19.7      49 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   46 18.5      51 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 18.5      51 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   46 18.5      51 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   46 18.5      51 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   46 18.5      51 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 18.5      51 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   46 18.5      51 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   46 18.5      51 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   46 18.5      51 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   46 18.5      51 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   49 19.4      51 
gi|121244|sp|P12548.1|GLB73_CHITH RecName: Full=Gl ( 161)   46 18.5      52 
gi|121248|sp|P12549.1|GLB76_CHITH RecName: Full=Gl ( 161)   46 18.5      52 
gi|56405052|sp|P84296.1|GLB74_CHITH RecName: Full= ( 161)   46 18.5      52 
gi|56405054|sp|P84298.1|GLB75_CHITH RecName: Full= ( 161)   46 18.5      52 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   50 19.7      53 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   47 18.8      54 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   49 19.4      54 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   44 17.9      55 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   44 17.9      55 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   48 19.1      56 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   47 18.8      57 
gi|62240392|gb|AAX77384.1| 11S globulin precursor  ( 523)   51 20.0      57 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   53 20.6      58 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   53 20.6      59 
gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Ente ( 233)   47 18.8      59 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   45 18.2      62 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   45 18.2      62 
gi|11762104|gb|AAG40330.1|AF323974_1 major allerge ( 161)   45 18.2      63 
gi|11762102|gb|AAG40329.1|AF323973_1 major allerge ( 161)   45 18.2      63 
gi|5726304|gb|AAD48405.1|AF136945_1 major allergen ( 161)   45 18.2      63 
gi|15809696|gb|AAL07320.1| profilin [Litchi chinen ( 131)   44 17.9      63 
gi|71153243|sp|Q39547.1|CUCM1_CUCME RecName: Full= ( 731)   52 20.4      64 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   49 19.4      65 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   49 19.4      65 
gi|1336811|gb|AAB36119.1| Sol i 1=antigen {N-termi (  25)   36 15.4      66 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   50 19.7      66 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   47 18.8      66 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   47 18.8      66 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   48 19.1      70 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   42 17.3      73 
gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=1 ( 565)   50 19.8      74 
gi|14423875|sp|Q9XF42.1|PROF3_MALDO RecName: Full= ( 131)   43 17.6      76 
gi|164510858|emb|CAK93753.1| profilin [Malus x dom ( 131)   43 17.6      76 
gi|164510860|emb|CAK93757.1| profilin [Malus x dom ( 131)   43 17.6      76 
gi|28881457|emb|CAD46561.1| profilin [Malus x dome ( 131)   43 17.6      76 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   48 19.1      77 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   47 18.8      82 
gi|886967|emb|CAA59340.1| low molecular weight glu ( 276)   46 18.5      84 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   46 18.5      87 
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gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triti ( 439)   48 19.2      87 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   46 18.5      87 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   46 18.5      87 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   46 18.5      87 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   46 18.5      87 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   46 18.5      87 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   46 18.5      87 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   46 18.5      87 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   46 18.5      87 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   46 18.5      87 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   46 18.5      87 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   46 18.5      87 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   44 17.9      89 
gi|46410859|gb|AAR98518.1| major latex allergen He ( 366)   47 18.9      89 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   44 17.9      92 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   44 17.9      94 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   44 17.9      99 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   48 19.2      99 
gi|218059733|emb|CAT99619.1| profilin [Malus x dom ( 115)   41 17.0   1e 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 91.0  bits: 22.5 E():  4.4 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (40-71:133-160) 
 
      10        20        30        40        50        60          
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|221 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
            110       120       130       140           150         
 
      70        80                                                  
AAD-12 AISNVKADGTV                                                  
       :.                                                           
gi|221 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
      160       170       180       190       200       210         
 
>>gi|59895730|gb|AAX11262.1| pectin methylesterase aller  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 89.4  bits: 22.8 E():  5.4 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (15-47:238-270) 
 
                               10        20        30        40     
AAD-12                 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|598 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
           50        60        70        80                         
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV                         
       ::.                                                          
gi|598 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|59895728|gb|AAX11261.1| pectin methylesterase aller  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 89.4  bits: 22.8 E():  5.4 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (15-47:238-270) 
 
                               10        20        30        40     
AAD-12                 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|598 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
           50        60        70        80                         
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV                         
       ::.                                                          
gi|598 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|225810597|gb|ACO34813.1| Sal k 1 pollen allergen [S  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 89.4  bits: 22.8 E():  5.4 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (15-47:238-270) 
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                               10        20        30        40     
AAD-12                 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|225 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
           50        60        70        80                         
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV                         
       ::.                                                          
gi|225 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|886963|emb|CAA59338.1| low molecular weight gluteni  (229 aa) 
 initn:  39 init1:  39 opt:  59  Z-score: 89.1  bits: 22.2 E():  5.6 
Smith-Waterman score: 59; 26.4% identity (56.6% similar) in 53 aa overlap (8-56:3-55) 
 
               10        20        30            40        50       
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHAL----LIFPGQHLSNDQQITFAKR 
              : :.:.   .: .. . . .:.  : :. :     .:: :.   .::  :... 
gi|886      FALIAVVATSTIAQMETSCIPGLERPWQQQPLPPQQTLFPQQQPFPQQQPPFSQQ 
                    10        20        30        40        50      
 
         60        70        80                                     
AAD-12 FGAIERIGGGDIVAISNVKADGTV                                     
                                                                    
gi|886 QPSFSQQQPPFSQQQPILPEPPFSLQQQPVLPQQSPFSQQQLVLPPQQQQQLPQQQISIV 
          60        70        80        90       100       110      
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 87.2  bits: 22.9 E():  7.1 
Smith-Waterman score: 61; 38.7% identity (58.1% similar) in 31 aa overlap (41-71:108-138) 
 
               20        30        40        50        60        70 
AAD-12 TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA 
                                     : :  .. :.  :  :   :.:.  :::.: 
gi|259 YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIA 
        80        90       100       110       120       130        
 
               80                                                   
AAD-12 ISNVKADGTV                                                   
       :                                                            
gi|259 IPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGR 
       140       150       160       170       180       190        
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  60 init1:  60 opt:  61  Z-score: 86.8  bits: 22.9 E():  7.4 
Smith-Waterman score: 61; 32.7% identity (59.6% similar) in 52 aa overlap (18-65:83-134) 
 
                            10        20        30        40        
AAD-12              ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH--L 
                                     .: :.:: ::.... :.  :  .: ::  . 
gi|215 NPTGGHSKMESKPILNGHGYCHIHFWIGSESTKDEAGVAAIKSVELDDFLGGYPVQHREI 
             60        70        80        90       100       110   
 
          50          60        70        80                        
AAD-12 SNDQQITFAKRF--GAIERIGGGDIVAISNVKADGTV                        
        . ..  :.. :  : :   ::                                       
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
>>gi|51242679|gb|AAT99258.1| pectin-methyltransferase pr  (362 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 85.8  bits: 22.3 E():  8.5 
Smith-Waterman score: 59; 33.3% identity (57.6% similar) in 33 aa overlap (15-47:261-293) 
 
                               10        20        30        40     
AAD-12                 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|512 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFDAARVVFSYCN 
              240       250       260       270       280       290 
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           50        60        70        80                         
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV                         
       ::.                                                          
gi|512 LSDAAKPEGWSDNNKPEAQKTILFGEYKNTGPGAAPDKRAPYTKQLTEADAKTFTSLEYI 
              300       310       320       330       340       350 
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 84.5  bits: 22.6 E():   10 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (40-71:131-158) 
 
      10        20        30        40        50        60          
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|213 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
              110       120       130       140           150       
 
      70        80                                                  
AAD-12 AISNVKADGTV                                                  
       :.                                                           
gi|213 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
        160       170       180       190       200       210       
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  40 init1:  40 opt:  58  Z-score: 84.2  bits: 22.0 E():   10 
Smith-Waterman score: 58; 26.5% identity (59.2% similar) in 49 aa overlap (3-51:168-215) 
 
                                           10        20        30   
AAD-12                             ITPTGATLGATVTGVHLATLDDAGFAALHAAW 
                                     : :  .:: .......  : :.:  ..    
gi|269 EYGTVDSATLIVESNYFSAVNLKIVNSAPRPDGKRVGAQAAALRISG-DKASFYNVKIYG 
       140       150       160       170       180        190       
 
             40        50        60        70        80             
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV             
       .: .:    :.:. .:  :                                          
gi|269 FQDTLCDDKGKHFYKDCYIEGTVDFIFGSGKSIFLNTELHAVPGDQPAIITAQARKTDSE 
        200       210       220       230       240       250       
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  40 init1:  40 opt:  58  Z-score: 84.2  bits: 22.0 E():   10 
Smith-Waterman score: 58; 26.5% identity (59.2% similar) in 49 aa overlap (3-51:168-215) 
 
                                           10        20        30   
AAD-12                             ITPTGATLGATVTGVHLATLDDAGFAALHAAW 
                                     : :  .:: .......  : :.:  ..    
gi|682 EYGTVDSATLIVESNYFSAVNLKIVNSAPRPDGKRVGAQAAALRISG-DKASFYNVKIYG 
       140       150       160       170       180        190       
 
             40        50        60        70        80             
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV             
       .: .:    :.:. .:  :                                          
gi|682 FQDTLCDDKGKHFYKDCYIEGTVDFIFGSGKSIFLNTELHAVPGDQPAIITAQARKTESE 
        200       210       220       230       240       250       
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 81.4  bits: 21.1 E():   15 
Smith-Waterman score: 55; 30.4% identity (54.3% similar) in 46 aa overlap (8-50:9-54) 
 
                10        20        30           40        50       
AAD-12  ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHAL---LIFPGQHLSNDQQITFAKR 
               : :.:.   .: .: . . .:.  : :. :     :: :   ..::       
gi|219 MKTFLVFALLAVVATSAIAQMDTSCIPGLERPWQQQPLPPQQTFPQQPPFSQQQQQQPFP 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 FGAIERIGGGDIVAISNVKADGTV                                     
                                                                    
gi|219 QQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQQQLILPPQQQQQLPQQQISIVQPSV 
               70        80        90       100       110       120 
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
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 initn:  42 init1:  42 opt:  50  Z-score: 81.3  bits: 19.6 E():   15 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (64-79:29-43) 
 
            40        50        60        70        80              
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV              
                                     : :::::. ..:  :.               
gi|105   CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
                 10        20        30         40        50        
 
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
        60        70        80        90          
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 81.2  bits: 20.5 E():   15 
Smith-Waterman score: 53; 21.4% identity (54.3% similar) in 70 aa overlap (11-80:33-101) 
 
                                   10        20        30        40 
AAD-12                     ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIF 
                                     :: .  :  ::   ..: :..  ..:.:   
gi|697 EQAFCNLKFRQNVNNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILG- 
             10        20        30        40        50        60   
 
               50        60        70        80                     
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV                     
       :  .:.  . .  ..  : .. .:    .....:   : .                     
gi|697 PRWNLNAHSALYVTRGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVV 
              70        80        90       100       110       120  
 
gi|697 ELKNSDNAVTSPIAGKTSVLNAIPVDVLATAYDISKPEAFKLKNGRRQEIEVFRPFQSRD 
             130       140       150       160       170       180  
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 80.9  bits: 20.2 E():   16 
Smith-Waterman score: 52; 25.0% identity (58.9% similar) in 56 aa overlap (3-58:91-141) 
 
                                           10        20        30   
AAD-12                             ITPTGATLGATVTGVHLATLDDAGFAALHAAW 
                                     :.: ::    . .....  :.: . :. .  
gi|241 EGFPFRYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGG-SILKISN 
               70        80        90       100       110           
 
             40        50        60        70        80 
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV 
         :.     :.:  ...::  .:..:                       
gi|241 KYHT----KGDHEVKEEQIKASKEMGETLLRAVESYLLAHSDAYN    
     120           130       140       150       160    
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 80.3  bits: 18.0 E():   17 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (49-72:17-38) 
 
       20        30        40        50        60        70         
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .. :       
gi|217               LVSVEHQAARLKVAKAQQL--AAQLPAMCRLEGGDALSASQ      
                             10          20        30               
 
       80 
AAD-12 TV 
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 79.4  bits: 19.9 E():   19 
Smith-Waterman score: 51; 25.0% identity (57.1% similar) in 56 aa overlap (3-58:91-141) 
 
                                           10        20        30   
AAD-12                             ITPTGATLGATVTGVHLATLDDAGFAALHAAW 
                                     :.: ::    . ....:  :.:  .:. .  
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVTTPDGG-CVLKISN 
               70        80        90       100       110           
 
             40        50        60        70        80 
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AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV 
         :.     :.:  . .:.  .:..:                       
gi|400 KYHT----KGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN    
     120           130       140       150       160    
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 78.9  bits: 21.5 E():   20 
Smith-Waterman score: 56; 29.2% identity (56.2% similar) in 89 aa overlap (1-77:38-116) 
 
                                             10        20           
AAD-12                               ITPTGATLGATVTGVHLATLDDAGFA---- 
                                     :.:.  ..   .: :: ::  :. .:     
gi|108 TPHSGKYEQPTGLFINNEFVKGQEGKTFDVINPSDESV---ITQVHEATEKDVDIAVAAA 
        10        20        30        40           50        60     
 
           30        40           50           60        70         
AAD-12 --ALHAAWLQHALLIFP---GQHLSNDQQITFAKR---FGAIERIGGGDIVAISNVKADG 
         :....: :..    :   :. :.:  .. : :    ..:.: . .:   ::: .:.:  
gi|108 RKAFEGSWRQET----PENRGKLLNNLANL-FEKNIDLLAAVESLDNGK--AISMAKGDI 
           70            80        90        100         110        
 
       80                                                           
AAD-12 TV                                                           
                                                                    
gi|108 SMCVGCLRYYGGWADKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNFPLLMWAWKIGPA 
       120       130       140       150       160       170        
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 78.8  bits: 20.8 E():   21 
Smith-Waterman score: 54; 30.4% identity (54.3% similar) in 46 aa overlap (10-55:13-54) 
 
                  10        20        30        40        50        
AAD-12    ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 
                   : . :.    .: .:    .. :::. :.    : ::.. : :: .   
gi|170 MKTLLILTILAMAITIGTANIQVDPSG----QVQWLQQQLVPQLQQPLSQQPQQTFPQPQ 
               10        20            30        40        50       
 
        60        70        80                                      
AAD-12 GAIERIGGGDIVAISNVKADGTV                                      
                                                                    
gi|170 QTFPHQPQQQVPQPQQPQQPFLQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQP 
         60        70        80        90       100       110       
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 78.7  bits: 20.5 E():   21 
Smith-Waterman score: 53; 30.2% identity (49.1% similar) in 53 aa overlap (31-78:33-85) 
 
               10        20        30        40         50          
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFGA 
                                     : .:: .. .  : :  . :: :   . :  
gi|273 MEHYLKTYLSWLTEEQKEKLKEMKEAGQTKAEIQHEVMHYYDQLHGEEKQQATEKLKVGC 
             10        20        30        40        50        60   
 
      60            70        80                                    
AAD-12 IERIGG--GD--IVAISNVKADGTV                                    
          . :  :.  .: . :::  :                                      
gi|273 KMLLKGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIF 
             70        80        90       100       110       120   
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 78.7  bits: 19.9 E():   21 
Smith-Waterman score: 51; 21.5% identity (52.3% similar) in 65 aa overlap (14-78:107-171) 
 
                                10        20        30        40    
AAD-12                  ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :. .:   .. .:...:.  .    .  .: 
gi|249 NKAIKERHGGAYETYKFIPSLEASRSKQAYGATVARAPEVKYAVFEAGLTKAITAMSEAQ 
         80        90       100       110       120       130       
 
            50        60        70        80   
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV   
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       ....  . . :   ::    ::.  :: :   . :     
gi|249 KVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV 
        140       150       160       170      
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 78.4  bits: 21.5 E():   22 
Smith-Waterman score: 56; 40.6% identity (56.2% similar) in 32 aa overlap (42-71:153-184) 
 
              20        30        40        50          60          
AAD-12 VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK--RFGAIERIGGGDIV 
                                     ::.   .::  : .  :    .::  ::.: 
gi|258 QGQQEQQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVV 
            130       140       150       160       170       180   
 
      70        80                                                  
AAD-12 AISNVKADGTV                                                  
       ::                                                           
gi|258 AIPAGVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQ 
            190       200       210       220       230       240   
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.1  bits: 19.3 E():   23 
Smith-Waterman score: 49; 36.4% identity (72.7% similar) in 22 aa overlap (22-43:20-41) 
 
               10        20        30        40        50        60 
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                            :.. :.: : . .:..: : .:                  
gi|217   MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPF 
                 10        20        30        40        50         
 
               70        80                                         
AAD-12 ERIGGGDIVAISNVKADGTV                                         
                                                                    
gi|217 QEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFR 
       60        70        80        90       100       110         
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 77.5  bits: 20.6 E():   24 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (29-72:194-239) 
 
                 10        20        30        40         50        
AAD-12   ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|261 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
           170       180       190       200       210       220    
 
        60         70        80                                     
AAD-12 GAIERIGGGDI-VAISNVKADGTV                                     
       .:.:: .::.. :..:                                             
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
>>gi|21413|emb|CAA45723.1| aspartic proteinase inhibitor  (217 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 77.2  bits: 19.9 E():   26 
Smith-Waterman score: 51; 21.5% identity (55.7% similar) in 79 aa overlap (6-77:134-210) 
 
                                        10          20        30    
AAD-12                          ITPTGATLGATV--TGVHLATLDDAGFAALHAAWL 
                                     :.::. .  ::  ..  :.. :  .... . 
gi|214 FENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTIGQADSSWFKIVKSSQF 
           110       120       130       140       150       160    
 
            40             50        60        70        80     
AAD-12 QHALLIFP-----GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV     
        . ::  :     .  .:.:.:  :  . :.... :   .. ...   :        
gi|214 GYNLLYCPVTSTMSCPFSSDDQ--FCLKVGVVHQNGKRRLALVKDNPLDVSFKQVQ 
           170       180         190       200       210        
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 77.0  bits: 19.9 E():   26 
Smith-Waterman score: 51; 21.5% identity (55.7% similar) in 79 aa overlap (6-77:138-214) 
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                                        10          20        30    
AAD-12                          ITPTGATLGATV--TGVHLATLDDAGFAALHAAWL 
                                     :.::. .  ::  ..  :.. :  .... . 
gi|201 FENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTIGQADSSWFKIVKSSQF 
       110       120       130       140       150       160        
 
            40             50        60        70        80     
AAD-12 QHALLIFP-----GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV     
        . ::  :     .  .:.:.:  :  . :.... :   .. ...   :        
gi|201 GYNLLYCPVTSTMSCPFSSDDQ--FCLKVGVVHQNGKRRLALVKDNPLDVSFKQVQ 
       170       180         190       200       210       220  
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.3  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (29-72:230-275) 
 
                 10        20        30        40         50        
AAD-12   ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLTNIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
        60         70        80                                     
AAD-12 GAIERIGGGDI-VAISNVKADGTV                                     
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.3  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (29-72:230-275) 
 
                 10        20        30        40         50        
AAD-12   ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLANIYPYFTYADNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
        60         70        80                                     
AAD-12 GAIERIGGGDI-VAISNVKADGTV                                     
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.3  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (29-72:230-275) 
 
                 10        20        30        40         50        
AAD-12   ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|270 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
        60         70        80                                     
AAD-12 GAIERIGGGDI-VAISNVKADGTV                                     
       .:.:: .::.. :..:                                             
gi|270 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPDRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.3  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (29-72:230-275) 
 
                 10        20        30        40         50        
AAD-12   ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
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        60         70        80                                     
AAD-12 GAIERIGGGDI-VAISNVKADGTV                                     
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.3  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (29-72:230-275) 
 
                 10        20        30        40         50        
AAD-12   ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSSXSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
        60         70        80                                     
AAD-12 GAIERIGGGDI-VAISNVKADGTV                                     
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.3  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (29-72:230-275) 
 
                 10        20        30        40         50        
AAD-12   ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|268 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
        60         70        80                                     
AAD-12 GAIERIGGGDI-VAISNVKADGTV                                     
       .:.:: .::.. :..:                                             
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.3  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (29-72:230-275) 
 
                 10        20        30        40         50        
AAD-12   ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|327 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
        60         70        80                                     
AAD-12 GAIERIGGGDI-VAISNVKADGTV                                     
       .:.:: .::.. :..:                                             
gi|327 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.3  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (29-72:230-275) 
 
                 10        20        30        40         50        
AAD-12   ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
        60         70        80                                     
AAD-12 GAIERIGGGDI-VAISNVKADGTV                                     
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
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 initn:  42 init1:  42 opt:  53  Z-score: 76.3  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (29-72:230-275) 
 
                 10        20        30        40         50        
AAD-12   ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|118 GFLSSIRSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
        60         70        80                                     
AAD-12 GAIERIGGGDI-VAISNVKADGTV                                     
       .:.:: .::.. :..:                                             
gi|118 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 76.1  bits: 20.0 E():   29 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (64-79:181-195) 
 
            40        50        60        70        80              
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV              
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 75.6  bits: 20.0 E():   31 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (64-79:199-213) 
 
            40        50        60        70        80              
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV              
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 74.9  bits: 20.6 E():   34 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (47-67:330-350) 
 
         20        30        40        50        60        70       
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|149 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
         80                                                         
AAD-12 DGTV                                                         
                                                                    
gi|149 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 74.7  bits: 19.1 E():   35 
Smith-Waterman score: 48; 25.6% identity (62.8% similar) in 43 aa overlap (31-73:78-119) 
 
               10        20        30        40        50        60 
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ....  .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
               70        80                                   
AAD-12 ERIGGGDIVAISNVKADGTV                                   
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
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        110       120       130       140       150       160 
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 74.7  bits: 20.3 E():   35 
Smith-Waterman score: 52; 44.4% identity (83.3% similar) in 18 aa overlap (5-22:184-201) 
 
                                         10        20        30     
AAD-12                           ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQ 
                                     : . :.:.:....:: ::             
gi|495 INVLECEDITFQHVTVTAPGTSINTDGIHVGISKGVTITNTKIATGDDCISIGPGSQNVT 
           160       170       180       190       200       210    
 
           40        50        60        70        80               
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV               
                                                                    
gi|495 ITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNGVRVKTWPNSPPGAATDLT 
           220       230       240       250       260       270    
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.3  bits: 20.3 E():   37 
Smith-Waterman score: 52; 26.1% identity (60.9% similar) in 46 aa overlap (32-75:117-160) 
 
              10        20        30          40        50          
AAD-12 TPTGATLGATVTGVHLATLDDAGFAALHAAWL--QHALLIFPGQHLSNDQQITFAKRFGA 
                                     :.  :. ..:.  :..   .. :.  : .  
gi|113 IYMVTSDQDDDVVNPKEGTLRFGATQDRPLWIIFQRDMIIYLQQEMVVTSDKTIDGRGAK 
         90       100       110       120       130       140       
 
      60        70        80                                        
AAD-12 IERIGGGDIVAISNVKADGTV                                        
       .: . ::  ... :::                                             
gi|113 VELVYGG--ITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGDAIHVTGSS 
        150         160       170       180       190       200     
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.2  bits: 18.8 E():   37 
Smith-Waterman score: 47; 42.1% identity (78.9% similar) in 19 aa overlap (1-19:34-52) 
 
                                             10        20        30 
AAD-12                               ITPTGATLGATVTGVHLATLDDAGFAALHA 
                                     ..:.:  :..:: .. :::            
gi|291 HPRQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSPVLV 
            10        20        30        40        50        60    
 
               40        50        60        70        80           
AAD-12 AWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV           
                                                                    
gi|291 PAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKAREMK 
            70        80        90       100       110       120    
 
>>gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Subtili  (269 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 74.1  bits: 19.7 E():   38 
Smith-Waterman score: 50; 26.1% identity (65.2% similar) in 46 aa overlap (3-48:14-58) 
 
                          10        20        30        40          
AAD-12            ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQ 
                    :.. . : : .::..:.:: .:...     .. .  . ::.  ..:  
gi|267 AQSVPWGISRVQAPAAHNRGLTGSGVKVAVLD-TGISTHPDLNIRGGASFVPGEPSTQDG 
               10        20        30         40        50          
 
      50        60        70        80                              
AAD-12 QITFAKRFGAIERIGGGDIVAISNVKADGTV                              
                                                                    
gi|267 NGHGTHVAGTIAALNNSIGVLGVAPSAELYAVKVLGASGSGSVSSIAQGLEWAGNNGMHV 
      60        70        80        90       100       110          
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 74.1  bits: 19.7 E():   38 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (64-79:198-212) 
 
            40        50        60        70        80              
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AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV              
                                     : :::::. ..:  :.               
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
        230       240       250       260          
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 74.1  bits: 19.7 E():   38 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (64-79:198-212) 
 
            40        50        60        70        80              
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV              
                                     : :::::. ..:  :.               
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
gi|115 RKDSDKPIKGPITVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
        230       240       250       260          
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.9  bits: 19.4 E():   39 
Smith-Waterman score: 49; 33.3% identity (57.1% similar) in 21 aa overlap (30-50:10-30) 
 
               10        20        30        40        50        60 
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                    :::.      ::: :  ....           
gi|944                     MKTLGVLFIAAWFIACTHSFPGAHDEDSKEERKNVDTVLV 
                                   10        20        30        40 
 
               70        80                                         
AAD-12 ERIGGGDIVAISNVKADGTV                                         
                                                                    
gi|944 LPSIERDQMMAATFDFPSLSFEDSDEGSNWNWNTLLRPNFLDGWYQTLQSAISAHMKKVR 
               50        60        70        80        90       100 
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 73.2  bits: 20.3 E():   42 
Smith-Waterman score: 52; 25.0% identity (65.6% similar) in 32 aa overlap (40-71:117-148) 
 
      10        20        30        40        50        60          
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : :.. .....  :  .   ....  :::. 
gi|303 APKLYYVTQGRGILGVLMPGCPETFQSMSQFQGSREQEEERGRFQDQHQKVHHLKKGDII 
         90       100       110       120       130       140       
 
      70        80                                                  
AAD-12 AISNVKADGTV                                                  
       ::                                                           
gi|303 AIPAGVALWCYNDGDEDLVTVLVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLR 
        150       160       170       180       190       200       
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 72.7  bits: 20.6 E():   45 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (47-67:330-350) 
 
         20        30        40        50        60        70       
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|169 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
         80                                                         
AAD-12 DGTV                                                         
                                                                    
gi|169 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|1225905|dbj|BAA05540.1| prepro AprM [Bacillus sp.]   (361 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 71.9  bits: 19.7 E():   49 
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Smith-Waterman score: 50; 29.0% identity (77.4% similar) in 31 aa overlap (1-31:284-314) 
 
                                             10        20        30 
AAD-12                               ITPTGATLGATVTGVHLATLDDAGFAALHA 
                                     :.  :.....: :: . ..:. ...:. :. 
gi|122 PARYSGVMAVAAVDQNGQRASFSTYGPEIEISAPGVNVNSTYTGNRYVSLSGTSMATPHV 
           260       270       280       290       300       310    
 
               40        50        60        70        80 
AAD-12 AWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV 
       :                                                  
gi|122 AGVAALVKSRYPSYTNNQIRQRINQTATYLGSPSLYGNGLVHAGRATQ   
           320       330       340       350       360    
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (31-73:77-118) 
 
               10        20        30        40        50        60 
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|402 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
         50        60        70        80        90        100      
 
               70        80                                   
AAD-12 ERIGGGDIVAISNVKADGTV                                   
          :::.:: ::.                                          
gi|402 AAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
         110       120       130       140       150          
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (64-73:109-118) 
 
            40        50        60        70        80              
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV              
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
gi|534 KAEALFRAVESYLLAHSDAYN 
      140       150          
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 46; 23.3% identity (62.8% similar) in 43 aa overlap (31-73:78-119) 
 
               10        20        30        40        50        60 
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :... .   ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLE-KVSHELKIV 
        50        60        70        80        90        100       
 
               70        80                                   
AAD-12 ERIGGGDIVAISNVKADGTV                                   
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (31-73:78-119) 
 
               10        20        30        40        50        60 
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|730 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
               70        80                                   
AAD-12 ERIGGGDIVAISNVKADGTV                                   
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          :::.:: ::.                                          
gi|730 AAPGGGSIVKISSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (31-73:78-119) 
 
               10        20        30        40        50        60 
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
               70        80                                   
AAD-12 ERIGGGDIVAISNVKADGTV                                   
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (64-73:110-119) 
 
            40        50        60        70        80              
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV              
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
gi|534 KAEALFRAVESYLLAHSDAYN 
     140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (31-73:78-119) 
 
               10        20        30        40        50        60 
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
               70        80                                   
AAD-12 ERIGGGDIVAISNVKADGTV                                   
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (31-73:78-119) 
 
               10        20        30        40        50        60 
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
               70        80                                   
AAD-12 ERIGGGDIVAISNVKADGTV                                   
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (31-73:78-119) 
 
               10        20        30        40        50        60 
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 223



 

 

                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
               70        80                                   
AAD-12 ERIGGGDIVAISNVKADGTV                                   
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (31-73:78-119) 
 
               10        20        30        40        50        60 
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
               70        80                                   
AAD-12 ERIGGGDIVAISNVKADGTV                                   
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.6  bits: 19.4 E():   51 
Smith-Waterman score: 52; 28.6% identity (61.2% similar) in 49 aa overlap (8-56:9-53) 
 
                10        20        30        40        50          
AAD-12  ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA 
               : :.:.   .: .. . ...:.  : :. :   : :. : .::  :...    
gi|170 MKTFLVFALIAVVATSAIAQMETSCISGLERPWQQQPL---PPQQ-SFSQQPPFSQQQQQ 
               10        20        30           40         50       
 
      60        70        80                                        
AAD-12 IERIGGGDIVAISNVKADGTV                                        
                                                                    
gi|170 PLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQQQLVLPPQQQQQQLV 
         60        70        80        90       100       110       
 
>>gi|121244|sp|P12548.1|GLB73_CHITH RecName: Full=Globin  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (14-30:61-77) 
 
                                10        20        30        40    
AAD-12                  ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|121 WKAVSHNEVDILAAVFAAYPDIQAKFPQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
            50        60        70        80                        
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV                        
                                                                    
gi|121 SGNESNASAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLSNHVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|121248|sp|P12549.1|GLB76_CHITH RecName: Full=Globin  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (14-30:61-77) 
 
                                10        20        30        40    
AAD-12                  ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|121 WKAVSHNEVEILAAVFAAYPDIQNKFSQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
            50        60        70        80                        
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV                        
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gi|121 SGNDSNAAAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLQANVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|56405052|sp|P84296.1|GLB74_CHITH RecName: Full=Glob  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (14-30:61-77) 
 
                                10        20        30        40    
AAD-12                  ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|564 WKAVSHNEVDILAAVFAAYPDIQAKFPQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
            50        60        70        80                        
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV                        
                                                                    
gi|564 SGNASNAAAVEGLLNKLGSDHKARGVSAAQFGEFRTALVSYLSNHVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|56405054|sp|P84298.1|GLB75_CHITH RecName: Full=Glob  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (14-30:61-77) 
 
                                10        20        30        40    
AAD-12                  ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|564 WKAVSHNEVEILAAVFAAYPDIQNKFSQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
            50        60        70        80                        
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV                        
                                                                    
gi|564 SGNTSNAAAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLQANVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 71.4  bits: 19.7 E():   53 
Smith-Waterman score: 50; 26.8% identity (51.2% similar) in 41 aa overlap (36-72:190-230) 
 
          10        20        30        40            50        60  
AAD-12 ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::  .  :    ::.  
gi|215 NKPVIFTKSNLAKSPELDAKMYDICYSTAAAPIYFPPHHFVTHTSNGARYEFNLVDGAVA 
     160       170       180       190       200       210          
 
              70        80                                          
AAD-12 RIGGGDIVAISNVKADGTV                                          
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.2  bits: 18.8 E():   54 
Smith-Waterman score: 47; 31.8% identity (56.8% similar) in 44 aa overlap (33-76:63-102) 
 
             10        20        30        40        50        60   
AAD-12 PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|833 HHQTYVNGLNAALEAQKKAAEANDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
             40        50        60        70           80          
 
             70        80                                           
AAD-12 IGGGDIVAISNVKADGTV                                           
        ::: :     .::                                               
gi|833 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
       90       100       110       120       130       140         
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.2  bits: 19.4 E():   54 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (32-63:176-207) 
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              10        20        30        40        50        60  
AAD-12 TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
         150       160       170       180       190       200      
 
              70        80                                          
AAD-12 RIGGGDIVAISNVKADGTV                                          
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
         210       220       230       240       250       260      
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.1  bits: 17.9 E():   55 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (49-67:35-53) 
 
       20        30        40        50        60        70         
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
       80                                               
AAD-12 TV                                               
                                                        
gi|730 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.1  bits: 17.9 E():   55 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (49-67:35-53) 
 
       20        30        40        50        60        70         
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
       80                                               
AAD-12 TV                                               
                                                        
gi|191 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.9  bits: 19.1 E():   56 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (40-50:90-100) 
 
      10        20        30        40        50        60          
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
      70        80                                                  
AAD-12 AISNVKADGTV                                                  
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.8  bits: 18.8 E():   57 
Smith-Waterman score: 47; 31.8% identity (56.8% similar) in 44 aa overlap (33-76:74-113) 
 
             10        20        30        40        50        60   
AAD-12 PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|164 HHQTYVNGLNAALEAQKKAAEATDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
            50        60        70        80           90           
 
             70        80                                           

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 226



 

 

AAD-12 IGGGDIVAISNVKADGTV                                           
        ::: :     .::                                               
gi|164 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
     100       110       120       130       140       150          
 
>>gi|62240392|gb|AAX77384.1| 11S globulin precursor [Sin  (523 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 70.8  bits: 20.0 E():   57 
Smith-Waterman score: 51; 30.0% identity (63.3% similar) in 30 aa overlap (42-70:173-202) 
 
              20        30        40         50        60        70 
AAD-12 VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQ-QITFAKRFGAIERIGGGDIVA 
                                     ::. ...: :  :   .  .:..  ::..: 
gi|622 QQGQQGQQGQQQGQQGQQGQQGQQGQQGQQGQQGQQQQGQQGFRDMYQKVEHVRHGDVIA 
            150       160       170       180       190       200   
 
               80                                                   
AAD-12 ISNVKADGTV                                                   
                                                                    
gi|622 NTPGSAHWIYNTGDKPLVIISLLDIANYQNQLDRNPRVFRLAGNNPQGGFGGPQQQQPQQ 
            210       220       230       240       250       260   
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 70.7  bits: 20.6 E():   58 
Smith-Waterman score: 53; 23.3% identity (55.8% similar) in 43 aa overlap (9-51:675-717) 
 
                                     10        20        30         
AAD-12                       ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALL 
                                     :    : . .. ...: .   . ::: .   
gi|170 LQPEQGQQGYYPTSQQQPGQGPQPGQWQQSGQGQQGYYPTSPQQSGQGQQPGQWLQPGQW 
          650       660       670       680       690       700     
 
       40        50        60        70        80                   
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV                   
       .  : .:.. ::.                                                
gi|170 LQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQ 
          710       720       730       740       750       760     
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 70.5  bits: 20.6 E():   59 
Smith-Waterman score: 53; 23.3% identity (55.8% similar) in 43 aa overlap (9-51:690-732) 
 
                                     10        20        30         
AAD-12                       ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALL 
                                     :    : . .. ...: .   . ::: .   
gi|217 LQPEQGQQGYYPTSQQQPGQGPQPGQWQQSGQGQQGYYPTSPQQSGQGQQPGQWLQPGQW 
     660       670       680       690       700       710          
 
       40        50        60        70        80                   
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV                   
       .  : .:.. ::.                                                
gi|217 LQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQ 
     720       730       740       750       760       770          
 
>>gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Enteroto  (233 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 70.5  bits: 18.8 E():   59 
Smith-Waterman score: 47; 23.3% identity (51.2% similar) in 43 aa overlap (29-68:44-85) 
 
                 10        20        30           40        50      
AAD-12   ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLI---FPGQHLSNDQQITFAK 
                                     :  .:::..:.   :  .   ::  . : . 
gi|163 KKSELQGTALGNLKQIYYYNEKAKTENKESHDQFLQHTILFKGFFTDHSWYNDLLVDFDS 
            20        30        40        50        60        70    
 
          60        70        80                                    
AAD-12 RFGAIERIGGGDIVAISNVKADGTV                                    
       .   ...  :  .                                                
gi|163 K-DIVDKYKGKKVDLYGAYYGYQCAGGTPNKTACMYGGVTLHDNNRLTEEKKVPINLWLD 
             80        90       100       110       120       130   
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.1  bits: 18.2 E():   62 
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Smith-Waterman score: 45; 23.3% identity (60.5% similar) in 43 aa overlap (31-73:78-119) 
 
               10        20        30        40        50        60 
AAD-12 ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
               70        80                                   
AAD-12 ERIGGGDIVAISNVKADGTV                                   
          :::..: ::.                                          
gi|167 AAPGGGSVVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 45; 24.4% identity (61.0% similar) in 41 aa overlap (33-73:80-119) 
 
             10        20        30        40        50        60   
AAD-12 PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :. :.    ....  .   
gi|730 GPGTIKKITFSEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLG-DKLEKVSHELKIVAA 
      50        60        70        80        90        100         
 
             70        80                                   
AAD-12 IGGGDIVAISNVKADGTV                                   
        :::.:: ::.                                          
gi|730 PGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      110       120       130       140       150       160 
 
>>gi|11762104|gb|AAG40330.1|AF323974_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.1  bits: 18.2 E():   63 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (29-73:77-120) 
 
                 10        20        30        40         50        
AAD-12   ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
        60        70        80                                   
AAD-12 GAIERIGGGDIVAISNVKADGTV                                   
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|11762102|gb|AAG40329.1|AF323973_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.1  bits: 18.2 E():   63 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (29-73:77-120) 
 
                 10        20        30        40         50        
AAD-12   ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
        60        70        80                                   
AAD-12 GAIERIGGGDIVAISNVKADGTV                                   
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|5726304|gb|AAD48405.1|AF136945_1 major allergen Cor  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.1  bits: 18.2 E():   63 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (29-73:77-120) 
 
                 10        20        30        40         50        
AAD-12   ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|572 GNGGPGTIKKITFAEGNEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
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        60        70        80                                   
AAD-12 GAIERIGGGDIVAISNVKADGTV                                   
       .:  . :::.:. :..                                          
gi|572 AAAPH-GGGSILKITSKYHTKGNASINEEEIKAGKEKAAGLFKAVEAYLLAHPDAYC 
         110        120       130       140       150       160  
 
>>gi|15809696|gb|AAL07320.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 44; 25.0% identity (58.9% similar) in 56 aa overlap (23-76:45-100) 
 
                       10        20        30        40        50   
AAD-12         ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 
                                     : .::.   . . . :   : ::.. . .. 
gi|158 TDGQHLTAAAIIGHDGSVWAQSANFPQFKPAEIAAIMKDFDEPGSLAPTGLHLGGTKYMV 
           20        30        40        50        60        70     
 
             60          70        80                            
AAD-12 FAKRFGAIER--IGGGDIVAISNVKADGTV                            
       .  . ::. :   : : :.. ....:                                
gi|158 IQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL 
           80        90       100       110       120       130  
 
>>gi|71153243|sp|Q39547.1|CUCM1_CUCME RecName: Full=Cucu  (731 aa) 
 initn:  41 init1:  41 opt:  52  Z-score: 69.9  bits: 20.4 E():   64 
Smith-Waterman score: 52; 19.2% identity (53.8% similar) in 78 aa overlap (4-79:132-206) 
 
                                          10          20        30  
AAD-12                            ITPTGATLGATVTGV--HLATLDDAGFAALHAA 
                                     .. ..:.  ::.  .  ..:: ::.      
gi|711 FLNEMNELHTTRSWDFLGFPLTVPRRSQVESNIVVGVLDTGIWPESPSFDDEGFSPPPPK 
             110       120       130       140       150       160  
 
              40        50        60        70        80            
AAD-12 WLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV            
       :         ....  ...:  :. .   . :. ::. .  .... ::             
gi|711 WKGTCET---SNNFRCNRKIIGARSYHIGRPISPGDVNGPRDTNGHGTHTASTAAGGLVS 
                170       180       190       200       210         
 
gi|711 QANLYGLGLGTARGGVPLARIAAYKVCWNDGCSDTDILAAYDDAIADGVDIISLSVGGAN 
      220       230       240       250       260       270         
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.7  bits: 19.4 E():   65 
Smith-Waterman score: 49; 27.9% identity (55.8% similar) in 43 aa overlap (5-47:324-366) 
 
                                         10        20        30     
AAD-12                           ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQ 
                                     : .. :.  :    ::. ...:: :.: .  
gi|668 AEACTIAASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVA 
           300       310       320       330       340       350    
 
           40        50        60        70        80 
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV 
         :. . :   .:                                  
gi|668 AYLMALEGVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV   
           360       370       380       390          
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.7  bits: 19.4 E():   65 
Smith-Waterman score: 49; 27.9% identity (55.8% similar) in 43 aa overlap (5-47:324-366) 
 
                                         10        20        30     
AAD-12                           ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQ 
                                     : .. :.  :    ::. ...:: :.: .  
gi|458 AEVCTIAASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVA 
           300       310       320       330       340       350    
 
           40        50        60        70        80 
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV 
         :. . :   .:                                  
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gi|458 AYLMALEGVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV   
           360       370       380       390          
 
>>gi|1336811|gb|AAB36119.1| Sol i 1=antigen {N-terminal}  (25 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 69.6  bits: 15.4 E():   66 
Smith-Waterman score: 36; 42.9% identity (71.4% similar) in 14 aa overlap (1-14:8-21) 
 
                      10        20        30        40        50    
AAD-12        ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 
              :  .: .::. :.:                                        
gi|133 WKIPLNNIQYVGHSLGSHVSGFAAK                                    
               10        20                                         
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 69.6  bits: 19.7 E():   66 
Smith-Waterman score: 50; 22.0% identity (52.5% similar) in 59 aa overlap (5-63:276-333) 
 
                                         10        20        30     
AAD-12                           ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQ 
                                     :.  : . .:  :. .:.  . . :.. :  
gi|505 SLGRIIEFRFYKEITNVFRGNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLG 
         250       260       270       280       290       300      
 
           40        50        60        70        80               
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV               
         .  : :. :.    . .:  .: . :.                                
gi|505 FNINCFEGRLLKAATAFMLAWNYG-VPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNIL 
         310       320        330       340       350       360     
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 69.6  bits: 18.8 E():   66 
Smith-Waterman score: 47; 46.7% identity (73.3% similar) in 15 aa overlap (64-78:192-205) 
 
            40        50        60        70        80              
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV              
                                     : ::.::. ..:  :                
gi|168 CKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGDVVAV-DIKEKGKDKWTELKESWGAVW 
             170       180       190        200       210       220 
 
gi|168 RIDTPDKLTGPFTVRYTTEGGTKSEFEDVIPEGWKADTSYSAK 
              230       240       250       260    
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 69.6  bits: 18.8 E():   66 
Smith-Waterman score: 47; 46.7% identity (73.3% similar) in 15 aa overlap (64-78:192-205) 
 
            40        50        60        70        80              
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV              
                                     : ::.::. ..:  :                
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.1  bits: 19.1 E():   70 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (40-50:90-100) 
 
      10        20        30        40        50        60          
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
      70        80                                                  
AAD-12 AISNVKADGTV                                                  
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
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>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.8  bits: 17.3 E():   73 
Smith-Waterman score: 42; 37.5% identity (62.5% similar) in 24 aa overlap (49-72:79-100) 
 
       20        30        40        50        60        70         
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .  :       
gi|897 QQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQL--AAQLPAMCRLEGGDALLASQ      
       50        60        70        80          90       100       
 
       80 
AAD-12 TV 
 
>>gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=13S g  (565 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 68.7  bits: 19.8 E():   74 
Smith-Waterman score: 50; 24.2% identity (57.6% similar) in 66 aa overlap (11-75:410-474) 
 
                                   10        20        30        40 
AAD-12                     ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIF 
                                     ::.. .:  :.   ..: :..  ..:.:   
gi|298 EQAFCNLKFKQNVNRPSRADVFNPRAGRINTVNSNNLPILEFIQLSAQHVVLYKNAILG- 
     380       390       400       410       420       430          
 
               50        60         70        80                    
AAD-12 PGQHLSNDQQITFAKRFGAIERIGG-GDIVAISNVKADGTV                    
       :  .:.  . .  ..  : .. .:  :  :  .::.                         
gi|298 PRWNLNAHSALYVTRGEGRVQVVGDEGRSVFDDNVQRGQILVVPQGFAVVLKAGREGLEW 
      440       450       460       470       480       490         
 
gi|298 VELKNDDNAITSPIAGKTSVLRAIPVEVLANSYDISTKEAFRLKNGRQEVEVFLPFQSRD 
      500       510       520       530       540       550         
 
>>gi|14423875|sp|Q9XF42.1|PROF3_MALDO RecName: Full=Prof  (131 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 43; 27.5% identity (55.1% similar) in 69 aa overlap (1-64:60-123) 
 
                                             10            20       
AAD-12                               ITPTGATLGAT----VTGVHLATL-DDAGF 
                                     ..:::  ::.:    . :   :..    :  
gi|144 GSVWSQSASFPAFKPEEIAAILKDFDQPGTLAPTGLFLGGTKYMVIQGEPGAVIRGKKGS 
      30        40        50        60        70        80          
 
          30        40        50        60        70        80 
AAD-12 AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV 
       ...     ..::::  : .   :. .: ..   ..::.:                 
gi|144 GGITIKKTSQALLI--GIY---DEPVTPGQCNIVVERLGDYLIEQGL         
      90       100            110       120       130          
 
>>gi|164510858|emb|CAK93753.1| profilin [Malus x domesti  (131 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 43; 27.5% identity (55.1% similar) in 69 aa overlap (1-64:60-123) 
 
                                             10            20       
AAD-12                               ITPTGATLGAT----VTGVHLATL-DDAGF 
                                     ..:::  ::.:    . :   :..    :  
gi|164 GSVWAQSATFPAFKPEEIAAILKDFDQPGTLAPTGLFLGGTKYMVIQGEPGAVIRGKKGS 
      30        40        50        60        70        80          
 
          30        40        50        60        70        80 
AAD-12 AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV 
       ...     ..::::  : .   :. .: ..   ..::.:                 
gi|164 GGITIKKTSQALLI--GIY---DEPVTPGQCNIVVERLGDYLIEQGL         
      90       100            110       120       130          
 
>>gi|164510860|emb|CAK93757.1| profilin [Malus x domesti  (131 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 43; 27.5% identity (55.1% similar) in 69 aa overlap (1-64:60-123) 
 
                                             10            20       
AAD-12                               ITPTGATLGAT----VTGVHLATL-DDAGF 
                                     ..:::  ::.:    . :   :..    :  
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gi|164 GSVWAQSATFPAFKPEEIAAILKDFDQPGTLAPTGLFLGGTKYMVIQGEPGAVIRGKKGS 
      30        40        50        60        70        80          
 
          30        40        50        60        70        80 
AAD-12 AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV 
       ...     ..::::  : .   :. .: ..   ..::.:                 
gi|164 GGITIKKTSQALLI--GIY---DEPVTPGQCNIVVERLGDYLIEQGL         
      90       100            110       120       130          
 
>>gi|28881457|emb|CAD46561.1| profilin [Malus x domestic  (131 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 43; 27.5% identity (55.1% similar) in 69 aa overlap (1-64:60-123) 
 
                                             10            20       
AAD-12                               ITPTGATLGAT----VTGVHLATL-DDAGF 
                                     ..:::  ::.:    . :   :..    :  
gi|288 GSVWSQSASFPAFKPEEIAAILKDFDQPGTLAPTGLFLGGTKYMVIQGEPGAVIRGKKGS 
      30        40        50        60        70        80          
 
          30        40        50        60        70        80 
AAD-12 AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV 
       ...     ..::::  : .   :. .: ..   ..::.:                 
gi|288 GGITIKKTSQALLI--GIY---DEPVTPGQCNIVVERLGDYLIEQGL         
      90       100            110       120       130          
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 68.4  bits: 19.1 E():   77 
Smith-Waterman score: 51; 27.4% identity (58.9% similar) in 73 aa overlap (2-71:19-85) 
 
                                10        20        30        40    
AAD-12                  ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                         . : ::::  ::   . ..: .:. ..  : .   : .. :: 
gi|215 MATTKSFLILFFMILATTSSTCATLGEMVT---VLSIDGGGIKGIIPAII---LEFLEGQ 
               10        20        30           40           50     
 
              50        60         70        80                     
AAD-12 --HLSNDQQITFAKRFGAIERIG-GGDIVAISNVKADGTV                     
         ...:...  .:  : .:   . :: ..:.                              
gi|215 LQEVDNNKDARLADYFDVIGGTSTGGLLTAMITTPNENNRPFAAAKDIVPFYFEHGPHIF 
           60        70        80        90       100       110     
 
gi|215 NYSGSIFGPRYDGKYLLQVLQEKLGETRVHQALTEVAISSFDIKTNKPVIFTKSNLAESP 
          120       130       140       150       160       170     
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.9  bits: 18.8 E():   82 
Smith-Waterman score: 47; 41.4% identity (58.6% similar) in 29 aa overlap (3-31:54-82) 
 
                                           10        20        30   
AAD-12                             ITPTGATLGATVTGVHLATLDDAGFAALHAAW 
                                     :.::.  ::.   .:    .::: :  ::  
gi|113 YAADVGYGAPATLATPATPAAPAAGYTPAAPAGAAPKATTDEQKLIEKINAGFKAAVAAA 
            30        40        50        60        70        80    
 
             40        50        60        70        80             
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV             
                                                                    
gi|113 AGVPAVDKYKTFVATFGTASNKAFAEALSTEPKGAAAASSNAVLTSKLDAAYKLAYKSAE 
            90       100       110       120       130       140    
 
>>gi|886967|emb|CAA59340.1| low molecular weight gluteni  (276 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 46; 30.3% identity (63.6% similar) in 33 aa overlap (25-56:57-89) 
 
                     10        20        30        40         50    
AAD-12       ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITF 
                                     :.  .  . :. : :.: :  .:..::  : 
gi|886 PIQQQPQPFPQQPPCSQQQQPPLSQQQQPPFSQQQPPFSQQELPILPQQPPFSQQQQPQF 
         30        40        50        60        70        80       
 
            60        70        80                                  
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AAD-12 AKRFGAIERIGGGDIVAISNVKADGTV                                  
       ...                                                          
gi|886 SQQQQPFPQQQQPLLLQQPPFSQQRPPFSQQQQQPVLPQQPPFSQQQQQQPILPQQPPFS 
         90       100       110       120       130       140       
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.5  bits: 18.5 E():   87 
Smith-Waterman score: 46; 33.3% identity (57.1% similar) in 21 aa overlap (35-55:79-99) 
 
           10        20        30        40        50        60     
AAD-12 GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG 
                                     : .: :: : : .  . .: .          
gi|624 QSQQQCLQQPQHQFPQPTQQFPQRPLLPFTHPFLTFPDQLLPQPPHQSFPQPPQSYPQPP 
       50        60        70        80        90       100         
 
           70        80                                             
AAD-12 GGDIVAISNVKADGTV                                             
                                                                    
gi|624 LQPFPQPPQQKYPEQPQQPFPWQQPTIQLYLQQQLNPCKEFLLQQCRPVSLLSYLWSKIV 
      110       120       130       140       150       160         
 
>>gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triticum   (439 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.4  bits: 19.2 E():   87 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (40-50:103-113) 
 
      10        20        30        40        50        60          
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|739 FLQQQQIPQQQIPQQHQIPQQPQQFPQQQQFPQQHQSPQQQFPQQQFPQQKLPQQEFPQQ 
             80        90       100       110       120       130   
 
      70        80                                                  
AAD-12 AISNVKADGTV                                                  
                                                                    
gi|739 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
            140       150       160       170       180       190   
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.4  bits: 18.5 E():   87 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (3-59:25-74) 
 
                                       10        20        30       
AAD-12                       ITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
         40        50        60        70        80                 
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV                 
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.4  bits: 18.5 E():   87 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (3-59:25-74) 
 
                                       10        20        30       
AAD-12                       ITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
         40        50        60        70        80                 
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV                 
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.4  bits: 18.5 E():   87 
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Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (3-59:25-74) 
 
                                       10        20        30       
AAD-12                       ITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
         40        50        60        70        80                 
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV                 
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.4  bits: 18.5 E():   87 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (3-59:25-74) 
 
                                       10        20        30       
AAD-12                       ITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
         40        50        60        70        80                 
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV                 
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.4  bits: 18.5 E():   87 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (3-59:25-74) 
 
                                       10        20        30       
AAD-12                       ITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
         40        50        60        70        80                 
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV                 
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.4  bits: 18.5 E():   87 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (3-59:25-74) 
 
                                       10        20        30       
AAD-12                       ITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
         40        50        60        70        80                 
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV                 
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.4  bits: 18.5 E():   87 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (3-59:25-74) 
 
                                       10        20        30       
AAD-12                       ITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
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         40        50        60        70        80                 
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV                 
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.4  bits: 18.5 E():   87 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (3-59:25-74) 
 
                                       10        20        30       
AAD-12                       ITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
         40        50        60        70        80                 
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV                 
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.4  bits: 18.5 E():   87 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (3-59:25-74) 
 
                                       10        20        30       
AAD-12                       ITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
         40        50        60        70        80                 
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV                 
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.4  bits: 18.5 E():   87 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (3-59:25-74) 
 
                                       10        20        30       
AAD-12                       ITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
         40        50        60        70        80                 
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV                 
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.4  bits: 18.5 E():   87 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (3-59:25-74) 
 
                                       10        20        30       
AAD-12                       ITPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
         40        50        60        70        80                 
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV                 
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
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>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 67.2  bits: 17.9 E():   89 
Smith-Waterman score: 44; 31.0% identity (55.2% similar) in 29 aa overlap (40-68:98-121) 
 
      10        20        30        40        50        60          
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :::       .. .:..: ::.  : : .  
gi|223 LADFNKDGEVTVDEFKQAVQKHCQGKKYGDFPGAF-----KVFIANQFKAIDVNGDGKVG 
        70        80        90       100            110       120   
 
      70        80                                                  
AAD-12 AISNVKADGTV                                                  
                                                                    
gi|223 LDEYRLDCITRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCSA 
            130       140       150       160       170       180   
 
>>gi|46410859|gb|AAR98518.1| major latex allergen Hev b   (366 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.2  bits: 18.9 E():   89 
Smith-Waterman score: 47; 30.8% identity (56.4% similar) in 39 aa overlap (25-63:231-269) 
 
                     10        20        30        40        50     
AAD-12       ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     .:.:::  : . :  .   .:  . . :   
gi|464 ARKFVVENVAPLGLIPFIKQTSDNSTLFYELASLHAMKLPQILEKIQDGYLFPEFNYTVF 
              210       220       230       240       250       260 
 
           60        70        80                                   
AAD-12 KRFGAIERIGGGDIVAISNVKADGTV                                   
       . :: :..:                                                    
gi|464 NYFGIIKEIIDAPGEHGFKYGDIACCGNSTYRGQACGFLDYEFCVCGNKTEYLFFDGTHN 
              270       280       290       300       310       320 
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.9  bits: 17.9 E():   92 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (53-77:126-150) 
 
             30        40        50        60        70        80   
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV   
                                     ..:.:  . . .:: ..: . . ::      
gi|144 RAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVA 
         100       110       120       130       140       150      
 
gi|144 ILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
         160       170       180       190       200 
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 17.9 E():   94 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (53-77:130-154) 
 
             30        40        50        60        70        80   
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV   
                                     ..:.:  . . .:: ..: . . ::      
gi|622 RAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVA 
     100       110       120       130       140       150          
 
gi|622 ILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
     160       170       180       190       200     
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 66.4  bits: 17.9 E():   99 
Smith-Waterman score: 46; 25.7% identity (65.7% similar) in 35 aa overlap (17-51:54-84) 
 
                             10        20        30        40       
AAD-12               ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLS 
                                     . ::.: ::      : ..:.: . ... . 
gi|161 FGVNLNLKVTNLMAGEHLTPEFLKMNPQHTIPTLNDNGFCL----WESRAILSYLADQYG 
            30        40        50        60            70          
 
         50        60        70        80                           
AAD-12 NDQQITFAKRFGAIERIGGGDIVAISNVKADGTV                           
       .:...                                                        
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gi|161 KDDSLYPKDPKKRALVDQRLYFDLGTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFL 
      80        90       100       110       120       130          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.4  bits: 19.2 E():   99 
Smith-Waterman score: 48; 26.2% identity (61.9% similar) in 42 aa overlap (25-66:240-281) 
 
                     10        20        30        40        50     
AAD-12       ITPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     :...   .:..:. .   : ..: .  : . 
gi|370 RQEEREFSPRGQHSRRERAGQEEENEGGNIFSGFTPEFLEQAFQVDDRQIVQNLRGETES 
     210       220       230       240       250       260          
 
           60        70        80                                   
AAD-12 KRFGAIERIGGGDIVAISNVKADGTV                                   
       .. :::  . ::                                                 
gi|370 EEEGAIVTVRGGLRILSPDRKRRADEEEEYDEDEYEYDEEDRRRGRGSRGRGNGIEETIC 
     270       280       290       300       310       320          
 
>>gi|218059733|emb|CAT99619.1| profilin [Malus x domesti  (115 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.3  bits: 17.0 E(): 1e 
Smith-Waterman score: 41; 27.5% identity (55.1% similar) in 69 aa overlap (1-64:44-107) 
 
                                             10            20       
AAD-12                               ITPTGATLGAT----VTGVHLATL-DDAGF 
                                     ..:::  ::.:    . :   :..    :  
gi|218 GSVWAQSATFPAFKPEEIAAILKDFDQPGTLAPTGLFLGGTKYMVIQGEPGAVIRGKKGS 
            20        30        40        50        60        70    
 
          30        40        50        60        70        80 
AAD-12 AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV 
       ...     ..::::  : .   :. .: ..   ..::.:                 
gi|218 GGITIKKTSQALLI--GIY---DEPLTPGQCNIVVERLGDYLIEQGL         
            80          90          100       110              
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:30 2011 done: Fri Jan 21 00:02:30 2011 
 Total Scan time:  0.080 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 9  - 88 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     2     0:= 
  30     2     2:* 
  32     8     8:==* 
  34    21    22:=======* 
  36    68    44:==============*======== 
  38    69    73:======================= * 
  40    76   102:==========================       * 
  42   102   125:==================================       * 
  44   179   138:=============================================*============== 
  46   117   140:=======================================       * 
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  48   131   134:============================================* 
  50   120   122:========================================* 
  52    74   108:=========================          * 
  54    61    92:=====================         * 
  56    91    77:=========================*===== 
  58    65    63:====================*= 
  60    84    51:================*=========== 
  62    39    41:=============* 
  64    49    33:==========*====== 
  66    25    26:========* 
  68    18    20:======* 
  70    21    16:=====*= 
  72    21    12:===*=== 
  74     8    10:===* 
  76    13     8:==*== 
  78     7     6:=*= 
  80     3     5:=* 
  82     3     3:* 
  84     3     3:* 
  86     2     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     5     1:*= 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.86730.00325; mu= 7.0878 0.167 
 mean_var=41.330911.132, 0's: 2 Z-trim: 2  B-trim: 56 in 1/43 
 Lambda= 0.199497 
 Kolmogorov-Smirnov  statistic: 0.0526 (N=29) at  54 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   60 22.6     4.1 
gi|59895730|gb|AAX11262.1| pectin methylesterase a ( 339)   61 22.9     5.1 
gi|59895728|gb|AAX11261.1| pectin methylesterase a ( 339)   61 22.9     5.1 
gi|225810597|gb|ACO34813.1| Sal k 1 pollen allerge ( 339)   61 22.9     5.1 
gi|886963|emb|CAA59338.1| low molecular weight glu ( 229)   59 22.3     5.2 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   61 22.9     6.8 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   61 22.9     7.2 
gi|51242679|gb|AAT99258.1| pectin-methyltransferas ( 362)   59 22.3     8.1 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   60 22.6     9.8 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   58 22.1      10 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   58 22.1      10 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   50 19.7      14 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   55 21.2      14 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   53 20.6      14 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   52 20.3      15 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   45 18.2      15 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   51 20.0      18 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 20.0      20 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   54 20.9      20 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   53 20.6      20 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   49 19.4      21 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   56 21.5      21 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   53 20.6      23 
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gi|21413|emb|CAA45723.1| aspartic proteinase inhib ( 217)   51 20.0      24 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   55 21.2      24 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   51 20.0      25 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   53 20.6      27 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   53 20.6      27 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   53 20.6      27 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   53 20.6      27 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   53 20.6      27 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   53 20.6      27 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   53 20.6      27 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   53 20.6      27 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   53 20.6      27 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 20.0      28 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 20.0      30 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   48 19.1      33 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   53 20.6      33 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   52 20.3      34 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   52 20.3      35 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 19.7      36 
gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Sub ( 269)   50 19.7      36 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 19.7      36 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   49 19.4      37 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   52 20.3      41 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   53 20.6      44 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 18.6      48 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   46 18.6      48 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 18.3      48 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   46 18.6      48 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   46 18.6      48 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 18.6      48 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   46 18.6      48 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   46 18.6      48 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   46 18.6      48 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   46 18.6      48 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   46 18.6      48 
gi|121244|sp|P12548.1|GLB73_CHITH RecName: Full=Gl ( 161)   46 18.6      49 
gi|56405054|sp|P84298.1|GLB75_CHITH RecName: Full= ( 161)   46 18.6      49 
gi|121248|sp|P12549.1|GLB76_CHITH RecName: Full=Gl ( 161)   46 18.6      49 
gi|56405052|sp|P84296.1|GLB74_CHITH RecName: Full= ( 161)   46 18.6      49 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   49 19.5      50 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   44 18.0      51 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   44 18.0      51 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   50 19.8      51 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   47 18.9      52 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   45 18.3      52 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   49 19.5      53 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   47 18.9      54 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   48 19.2      54 
gi|62240392|gb|AAX77384.1| 11S globulin precursor  ( 523)   51 20.1      56 
gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Ente ( 233)   47 18.9      57 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   46 18.6      58 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   53 20.6      58 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   45 18.3      59 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   45 18.3      59 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   53 20.7      59 
gi|15809696|gb|AAL07320.1| profilin [Litchi chinen ( 131)   44 18.0      59 
gi|11762104|gb|AAG40330.1|AF323974_1 major allerge ( 161)   45 18.3      59 
gi|5726304|gb|AAD48405.1|AF136945_1 major allergen ( 161)   45 18.3      59 
gi|11762102|gb|AAG40329.1|AF323973_1 major allerge ( 161)   45 18.3      59 
gi|71153243|sp|Q39547.1|CUCM1_CUCME RecName: Full= ( 731)   52 20.4      64 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   47 18.9      64 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   47 18.9      64 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   49 19.5      64 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   49 19.5      64 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   50 19.8      65 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   48 19.2      68 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   42 17.4      68 
gi|1336811|gb|AAB36119.1| Sol i 1=antigen {N-termi (  25)   35 15.3      71 
gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full= ( 131)   43 17.7      72 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   48 19.2      76 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   47 18.9      80 
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gi|886967|emb|CAA59340.1| low molecular weight glu ( 276)   46 18.6      81 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   46 18.6      84 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   46 18.6      84 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   46 18.6      84 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   46 18.6      84 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   46 18.6      84 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   46 18.6      84 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   46 18.6      84 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   46 18.6      84 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   46 18.6      84 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   46 18.6      84 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   46 18.6      84 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   46 18.6      84 
gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triti ( 439)   48 19.2      85 
gi|46410859|gb|AAR98518.1| major latex allergen He ( 366)   47 18.9      87 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   44 18.0      88 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   44 18.0      90 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   44 18.0      95 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   48 19.2      98 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 91.5  bits: 22.6 E():  4.1 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (39-70:133-160) 
 
       10        20        30        40        50        60         
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|221 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
            110       120       130       140           150         
 
       70        80                                                 
AAD-12 AISNVKADGTVR                                                 
       :.                                                           
gi|221 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
      160       170       180       190       200       210         
 
>>gi|59895730|gb|AAX11262.1| pectin methylesterase aller  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 89.8  bits: 22.9 E():  5.1 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (14-46:238-270) 
 
                                10        20        30        40    
AAD-12                  TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|598 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
            50        60        70        80                        
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR                        
       ::.                                                          
gi|598 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|59895728|gb|AAX11261.1| pectin methylesterase aller  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 89.8  bits: 22.9 E():  5.1 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (14-46:238-270) 
 
                                10        20        30        40    
AAD-12                  TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|598 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
            50        60        70        80                        
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR                        
       ::.                                                          
gi|598 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|225810597|gb|ACO34813.1| Sal k 1 pollen allergen [S  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 89.8  bits: 22.9 E():  5.1 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (14-46:238-270) 
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                                10        20        30        40    
AAD-12                  TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|225 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
            50        60        70        80                        
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR                        
       ::.                                                          
gi|225 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|886963|emb|CAA59338.1| low molecular weight gluteni  (229 aa) 
 initn:  39 init1:  39 opt:  59  Z-score: 89.6  bits: 22.3 E():  5.2 
Smith-Waterman score: 59; 26.4% identity (56.6% similar) in 53 aa overlap (7-55:3-55) 
 
               10        20        30            40        50       
AAD-12 TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHAL----LIFPGQHLSNDQQITFAKRF 
             : :.:.   .: .. . . .:.  : :. :     .:: :.   .::  :...  
gi|886     FALIAVVATSTIAQMETSCIPGLERPWQQQPLPPQQTLFPQQQPFPQQQPPFSQQQ 
                   10        20        30        40        50       
 
         60        70        80                                     
AAD-12 GAIERIGGGDIVAISNVKADGTVR                                     
                                                                    
gi|886 PSFSQQQPPFSQQQPILPEPPFSLQQQPVLPQQSPFSQQQLVLPPQQQQQLPQQQISIVQ 
         60        70        80        90       100       110       
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 87.5  bits: 22.9 E():  6.8 
Smith-Waterman score: 61; 38.7% identity (58.1% similar) in 31 aa overlap (40-70:108-138) 
 
      10        20        30        40        50        60          
AAD-12 TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA 
                                     : :  .. :.  :  :   :.:.  :::.: 
gi|259 YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIA 
        80        90       100       110       120       130        
 
      70        80                                                  
AAD-12 ISNVKADGTVR                                                  
       :                                                            
gi|259 IPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGR 
       140       150       160       170       180       190        
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  60 init1:  60 opt:  61  Z-score: 87.1  bits: 22.9 E():  7.2 
Smith-Waterman score: 61; 32.7% identity (59.6% similar) in 52 aa overlap (17-64:83-134) 
 
                             10        20        30        40       
AAD-12               TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH--L 
                                     .: :.:: ::.... :.  :  .: ::  . 
gi|215 NPTGGHSKMESKPILNGHGYCHIHFWIGSESTKDEAGVAAIKSVELDDFLGGYPVQHREI 
             60        70        80        90       100       110   
 
           50          60        70        80                       
AAD-12 SNDQQITFAKRF--GAIERIGGGDIVAISNVKADGTVR                       
        . ..  :.. :  : :   ::                                       
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
>>gi|51242679|gb|AAT99258.1| pectin-methyltransferase pr  (362 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 86.1  bits: 22.3 E():  8.1 
Smith-Waterman score: 59; 33.3% identity (57.6% similar) in 33 aa overlap (14-46:261-293) 
 
                                10        20        30        40    
AAD-12                  TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|512 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFDAARVVFSYCN 
              240       250       260       270       280       290 
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            50        60        70        80                        
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR                        
       ::.                                                          
gi|512 LSDAAKPEGWSDNNKPEAQKTILFGEYKNTGPGAAPDKRAPYTKQLTEADAKTFTSLEYI 
              300       310       320       330       340       350 
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 84.7  bits: 22.6 E():  9.8 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (39-70:131-158) 
 
       10        20        30        40        50        60         
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|213 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
              110       120       130       140           150       
 
       70        80                                                 
AAD-12 AISNVKADGTVR                                                 
       :.                                                           
gi|213 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
        160       170       180       190       200       210       
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  40 init1:  40 opt:  58  Z-score: 84.5  bits: 22.1 E():   10 
Smith-Waterman score: 58; 26.5% identity (59.2% similar) in 49 aa overlap (2-50:168-215) 
 
                                            10        20        30  
AAD-12                              TPTGATLGATVTGVHLATLDDAGFAALHAAW 
                                     : :  .:: .......  : :.:  ..    
gi|269 EYGTVDSATLIVESNYFSAVNLKIVNSAPRPDGKRVGAQAAALRISG-DKASFYNVKIYG 
       140       150       160       170       180        190       
 
              40        50        60        70        80            
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR            
       .: .:    :.:. .:  :                                          
gi|269 FQDTLCDDKGKHFYKDCYIEGTVDFIFGSGKSIFLNTELHAVPGDQPAIITAQARKTDSE 
        200       210       220       230       240       250       
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  40 init1:  40 opt:  58  Z-score: 84.5  bits: 22.1 E():   10 
Smith-Waterman score: 58; 26.5% identity (59.2% similar) in 49 aa overlap (2-50:168-215) 
 
                                            10        20        30  
AAD-12                              TPTGATLGATVTGVHLATLDDAGFAALHAAW 
                                     : :  .:: .......  : :.:  ..    
gi|682 EYGTVDSATLIVESNYFSAVNLKIVNSAPRPDGKRVGAQAAALRISG-DKASFYNVKIYG 
       140       150       160       170       180        190       
 
              40        50        60        70        80            
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR            
       .: .:    :.:. .:  :                                          
gi|682 FQDTLCDDKGKHFYKDCYIEGTVDFIFGSGKSIFLNTELHAVPGDQPAIITAQARKTESE 
        200       210       220       230       240       250       
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.0  bits: 19.7 E():   14 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (63-78:29-43) 
 
             40        50        60        70        80             
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR             
                                     : :::::. ..:  :.               
gi|105   CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
                 10        20        30         40        50        
 
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
        60        70        80        90          
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 81.7  bits: 21.2 E():   14 
Smith-Waterman score: 55; 30.4% identity (54.3% similar) in 46 aa overlap (7-49:9-54) 
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                 10        20        30           40        50      
AAD-12   TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHAL---LIFPGQHLSNDQQITFAKR 
               : :.:.   .: .: . . .:.  : :. :     :: :   ..::       
gi|219 MKTFLVFALLAVVATSAIAQMDTSCIPGLERPWQQQPLPPQQTFPQQPPFSQQQQQQPFP 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 FGAIERIGGGDIVAISNVKADGTVR                                    
                                                                    
gi|219 QQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQQQLILPPQQQQQLPQQQISIVQPSV 
               70        80        90       100       110       120 
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 81.7  bits: 20.6 E():   14 
Smith-Waterman score: 53; 21.4% identity (54.3% similar) in 70 aa overlap (10-79:33-101) 
 
                                    10        20        30          
AAD-12                      TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIF 
                                     :: .  :  ::   ..: :..  ..:.:   
gi|697 EQAFCNLKFRQNVNNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILG- 
             10        20        30        40        50        60   
 
      40        50        60        70        80                    
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR                    
       :  .:.  . .  ..  : .. .:    .....:   : .                     
gi|697 PRWNLNAHSALYVTRGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVV 
              70        80        90       100       110       120  
 
gi|697 ELKNSDNAVTSPIAGKTSVLNAIPVDVLATAYDISKPEAFKLKNGRRQEIEVFRPFQSRD 
             130       140       150       160       170       180  
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 81.4  bits: 20.3 E():   15 
Smith-Waterman score: 52; 25.0% identity (58.9% similar) in 56 aa overlap (2-57:91-141) 
 
                                            10        20        30  
AAD-12                              TPTGATLGATVTGVHLATLDDAGFAALHAAW 
                                     :.: ::    . .....  :.: . :. .  
gi|241 EGFPFRYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGG-SILKISN 
               70        80        90       100       110           
 
              40        50        60        70        80 
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
         :.     :.:  ...::  .:..:                        
gi|241 KYHT----KGDHEVKEEQIKASKEMGETLLRAVESYLLAHSDAYN     
     120           130       140       150       160     
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 81.2  bits: 18.2 E():   15 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (48-71:17-38) 
 
        20        30        40        50        60        70        
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .. :       
gi|217               LVSVEHQAARLKVAKAQQL--AAQLPAMCRLEGGDALSASQ      
                             10          20        30               
 
        80 
AAD-12 TVR 
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 79.9  bits: 20.0 E():   18 
Smith-Waterman score: 51; 25.0% identity (57.1% similar) in 56 aa overlap (2-57:91-141) 
 
                                            10        20        30  
AAD-12                              TPTGATLGATVTGVHLATLDDAGFAALHAAW 
                                     :.: ::    . ....:  :.:  .:. .  
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVTTPDGG-CVLKISN 
               70        80        90       100       110           
 
              40        50        60        70        80 
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AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
         :.     :.:  . .:.  .:..:                        
gi|400 KYHT----KGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN     
     120           130       140       150       160     
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 79.2  bits: 20.0 E():   20 
Smith-Waterman score: 51; 21.5% identity (52.3% similar) in 65 aa overlap (13-77:107-171) 
 
                                 10        20        30        40   
AAD-12                   TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :. .:   .. .:...:.  .    .  .: 
gi|249 NKAIKERHGGAYETYKFIPSLEASRSKQAYGATVARAPEVKYAVFEAGLTKAITAMSEAQ 
         80        90       100       110       120       130       
 
             50        60        70        80  
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR  
       ....  . . :   ::    ::.  :: :   . :     
gi|249 KVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV 
        140       150       160       170      
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 79.1  bits: 20.9 E():   20 
Smith-Waterman score: 54; 30.4% identity (54.3% similar) in 46 aa overlap (9-54:13-54) 
 
                   10        20        30        40        50       
AAD-12     TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 
                   : . :.    .: .:    .. :::. :.    : ::.. : :: .   
gi|170 MKTLLILTILAMAITIGTANIQVDPSG----QVQWLQQQLVPQLQQPLSQQPQQTFPQPQ 
               10        20            30        40        50       
 
         60        70        80                                     
AAD-12 GAIERIGGGDIVAISNVKADGTVR                                     
                                                                    
gi|170 QTFPHQPQQQVPQPQQPQQPFLQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQP 
         60        70        80        90       100       110       
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 79.1  bits: 20.6 E():   20 
Smith-Waterman score: 53; 30.2% identity (49.1% similar) in 53 aa overlap (30-77:33-85) 
 
                10        20        30        40         50         
AAD-12  TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFGA 
                                     : .:: .. .  : :  . :: :   . :  
gi|273 MEHYLKTYLSWLTEEQKEKLKEMKEAGQTKAEIQHEVMHYYDQLHGEEKQQATEKLKVGC 
             10        20        30        40        50        60   
 
       60            70        80                                   
AAD-12 IERIGG--GD--IVAISNVKADGTVR                                   
          . :  :.  .: . :::  :                                      
gi|273 KMLLKGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIF 
             70        80        90       100       110       120   
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.7  bits: 19.4 E():   21 
Smith-Waterman score: 49; 36.4% identity (72.7% similar) in 22 aa overlap (21-42:20-41) 
 
               10        20        30        40        50        60 
AAD-12 TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                           :.. :.: : . .:..: : .:                   
gi|217  MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQ 
                10        20        30        40        50          
 
               70        80                                         
AAD-12 RIGGGDIVAISNVKADGTVR                                         
                                                                    
gi|217 EIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRL 
      60        70        80        90       100       110          
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 78.6  bits: 21.5 E():   21 
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Smith-Waterman score: 56; 40.6% identity (56.2% similar) in 32 aa overlap (41-70:153-184) 
 
               20        30        40        50          60         
AAD-12 VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK--RFGAIERIGGGDIV 
                                     ::.   .::  : .  :    .::  ::.: 
gi|258 QGQQEQQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVV 
            130       140       150       160       170       180   
 
       70        80                                                 
AAD-12 AISNVKADGTVR                                                 
       ::                                                           
gi|258 AIPAGVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQ 
            190       200       210       220       230       240   
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 77.8  bits: 20.6 E():   23 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (28-71:194-239) 
 
                  10        20        30        40         50       
AAD-12    TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|261 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
           170       180       190       200       210       220    
 
         60         70        80                                    
AAD-12 GAIERIGGGDI-VAISNVKADGTVR                                    
       .:.:: .::.. :..:                                             
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
>>gi|21413|emb|CAA45723.1| aspartic proteinase inhibitor  (217 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 77.6  bits: 20.0 E():   24 
Smith-Waterman score: 51; 21.5% identity (55.7% similar) in 79 aa overlap (5-76:134-210) 
 
                                         10          20        30   
AAD-12                           TPTGATLGATV--TGVHLATLDDAGFAALHAAWL 
                                     :.::. .  ::  ..  :.. :  .... . 
gi|214 FENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTIGQADSSWFKIVKSSQF 
           110       120       130       140       150       160    
 
             40             50        60        70        80    
AAD-12 QHALLIFP-----GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR    
        . ::  :     .  .:.:.:  :  . :.... :   .. ...   :        
gi|214 GYNLLYCPVTSTMSCPFSSDDQ--FCLKVGVVHQNGKRRLALVKDNPLDVSFKQVQ 
           170       180         190       200       210        
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 77.5  bits: 21.2 E():   24 
Smith-Waterman score: 55; 30.0% identity (57.5% similar) in 80 aa overlap (9-76:44-116) 
 
                                     10        20              30   
AAD-12                       TPTGATLGATVTGVHLATLDDAGFA------ALHAAWL 
                                     ...: :: ::  :. .:      :....:  
gi|108 YEQPTGLFINNEFVKGQEGKTFDVINPSDESVITQVHEATEKDVDIAVAAARKAFEGSWR 
            20        30        40        50        60        70    
 
             40           50           60        70        80       
AAD-12 QHALLIFP---GQHLSNDQQITFAKR---FGAIERIGGGDIVAISNVKADGTVR       
       :..    :   :. :.:  .. : :    ..:.: . .:   ::: .:.:           
gi|108 QET----PENRGKLLNNLANL-FEKNIDLLAAVESLDNGK--AISMAKGDISMCVGCLRY 
                80        90        100         110       120       
 
gi|108 YGGWADKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNFPLLMWAWKIGPAIACGNTVVL 
        130       140       150       160       170       180       
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 77.4  bits: 20.0 E():   25 
Smith-Waterman score: 51; 21.5% identity (55.7% similar) in 79 aa overlap (5-76:138-214) 
 
                                         10          20        30   
AAD-12                           TPTGATLGATV--TGVHLATLDDAGFAALHAAWL 
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                                     :.::. .  ::  ..  :.. :  .... . 
gi|201 FENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTIGQADSSWFKIVKSSQF 
       110       120       130       140       150       160        
 
             40             50        60        70        80    
AAD-12 QHALLIFP-----GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR    
        . ::  :     .  .:.:.:  :  . :.... :   .. ...   :        
gi|201 GYNLLYCPVTSTMSCPFSSDDQ--FCLKVGVVHQNGKRRLALVKDNPLDVSFKQVQ 
       170       180         190       200       210       220  
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.6  bits: 20.6 E():   27 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (28-71:230-275) 
 
                  10        20        30        40         50       
AAD-12    TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLTNIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
         60         70        80                                    
AAD-12 GAIERIGGGDI-VAISNVKADGTVR                                    
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.6  bits: 20.6 E():   27 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (28-71:230-275) 
 
                  10        20        30        40         50       
AAD-12    TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLANIYPYFTYADNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
         60         70        80                                    
AAD-12 GAIERIGGGDI-VAISNVKADGTVR                                    
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.6  bits: 20.6 E():   27 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (28-71:230-275) 
 
                  10        20        30        40         50       
AAD-12    TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|270 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
         60         70        80                                    
AAD-12 GAIERIGGGDI-VAISNVKADGTVR                                    
       .:.:: .::.. :..:                                             
gi|270 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPDRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.6  bits: 20.6 E():   27 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (28-71:230-275) 
 
                  10        20        30        40         50       
AAD-12    TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
         60         70        80                                    
AAD-12 GAIERIGGGDI-VAISNVKADGTVR                                    
       .:.:: .::.. :..:                                             
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gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.6  bits: 20.6 E():   27 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (28-71:230-275) 
 
                  10        20        30        40         50       
AAD-12    TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSSXSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
         60         70        80                                    
AAD-12 GAIERIGGGDI-VAISNVKADGTVR                                    
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.6  bits: 20.6 E():   27 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (28-71:230-275) 
 
                  10        20        30        40         50       
AAD-12    TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|268 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
         60         70        80                                    
AAD-12 GAIERIGGGDI-VAISNVKADGTVR                                    
       .:.:: .::.. :..:                                             
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.6  bits: 20.6 E():   27 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (28-71:230-275) 
 
                  10        20        30        40         50       
AAD-12    TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|327 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
         60         70        80                                    
AAD-12 GAIERIGGGDI-VAISNVKADGTVR                                    
       .:.:: .::.. :..:                                             
gi|327 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.6  bits: 20.6 E():   27 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (28-71:230-275) 
 
                  10        20        30        40         50       
AAD-12    TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
         60         70        80                                    
AAD-12 GAIERIGGGDI-VAISNVKADGTVR                                    
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.6  bits: 20.6 E():   27 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (28-71:230-275) 
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                  10        20        30        40         50       
AAD-12    TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|118 GFLSSIRSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
         60         70        80                                    
AAD-12 GAIERIGGGDI-VAISNVKADGTVR                                    
       .:.:: .::.. :..:                                             
gi|118 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 76.4  bits: 20.0 E():   28 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (63-78:181-195) 
 
             40        50        60        70        80             
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR             
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 75.9  bits: 20.0 E():   30 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (63-78:199-213) 
 
             40        50        60        70        80             
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR             
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 75.2  bits: 19.1 E():   33 
Smith-Waterman score: 48; 25.6% identity (62.8% similar) in 43 aa overlap (30-72:78-119) 
 
                10        20        30        40        50          
AAD-12  TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ....  .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
      60        70        80                                  
AAD-12 ERIGGGDIVAISNVKADGTVR                                  
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 75.1  bits: 20.6 E():   33 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (46-66:330-350) 
 
          20        30        40        50        60        70      
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|149 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
          80                                                        
AAD-12 DGTVR                                                        
                                                                    
gi|149 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
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 initn:  52 init1:  52 opt:  52  Z-score: 74.9  bits: 20.3 E():   34 
Smith-Waterman score: 52; 44.4% identity (83.3% similar) in 18 aa overlap (4-21:184-201) 
 
                                          10        20        30    
AAD-12                            TPTGATLGATVTGVHLATLDDAGFAALHAAWLQ 
                                     : . :.:.:....:: ::             
gi|495 INVLECEDITFQHVTVTAPGTSINTDGIHVGISKGVTITNTKIATGDDCISIGPGSQNVT 
           160       170       180       190       200       210    
 
            40        50        60        70        80              
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR              
                                                                    
gi|495 ITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNGVRVKTWPNSPPGAATDLT 
           220       230       240       250       260       270    
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.6  bits: 20.3 E():   35 
Smith-Waterman score: 52; 26.1% identity (60.9% similar) in 46 aa overlap (31-74:117-160) 
 
               10        20        30          40        50         
AAD-12 TPTGATLGATVTGVHLATLDDAGFAALHAAWL--QHALLIFPGQHLSNDQQITFAKRFGA 
                                     :.  :. ..:.  :..   .. :.  : .  
gi|113 IYMVTSDQDDDVVNPKEGTLRFGATQDRPLWIIFQRDMIIYLQQEMVVTSDKTIDGRGAK 
         90       100       110       120       130       140       
 
       60        70        80                                       
AAD-12 IERIGGGDIVAISNVKADGTVR                                       
       .: . ::  ... :::                                             
gi|113 VELVYGG--ITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGDAIHVTGSS 
        150         160       170       180       190       200     
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 74.4  bits: 19.7 E():   36 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (63-78:198-212) 
 
             40        50        60        70        80             
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR             
                                     : :::::. ..:  :.               
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
        230       240       250       260          
 
>>gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Subtili  (269 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 74.4  bits: 19.7 E():   36 
Smith-Waterman score: 50; 26.1% identity (65.2% similar) in 46 aa overlap (2-47:14-58) 
 
                           10        20        30        40         
AAD-12             TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQ 
                    :.. . : : .::..:.:: .:...     .. .  . ::.  ..:  
gi|267 AQSVPWGISRVQAPAAHNRGLTGSGVKVAVLD-TGISTHPDLNIRGGASFVPGEPSTQDG 
               10        20        30         40        50          
 
       50        60        70        80                             
AAD-12 QITFAKRFGAIERIGGGDIVAISNVKADGTVR                             
                                                                    
gi|267 NGHGTHVAGTIAALNNSIGVLGVAPSAELYAVKVLGASGSGSVSSIAQGLEWAGNNGMHV 
      60        70        80        90       100       110          
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 74.4  bits: 19.7 E():   36 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (63-78:198-212) 
 
             40        50        60        70        80             
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR             
                                     : :::::. ..:  :.               
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
gi|115 RKDSDKPIKGPITVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
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        230       240       250       260          
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.3  bits: 19.4 E():   37 
Smith-Waterman score: 49; 33.3% identity (57.1% similar) in 21 aa overlap (29-49:10-30) 
 
               10        20        30        40        50        60 
AAD-12 TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                   :::.      ::: :  ....            
gi|944                    MKTLGVLFIAAWFIACTHSFPGAHDEDSKEERKNVDTVLVL 
                                  10        20        30        40  
 
               70        80                                         
AAD-12 RIGGGDIVAISNVKADGTVR                                         
                                                                    
gi|944 PSIERDQMMAATFDFPSLSFEDSDEGSNWNWNTLLRPNFLDGWYQTLQSAISAHMKKVRE 
              50        60        70        80        90       100  
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 73.4  bits: 20.3 E():   41 
Smith-Waterman score: 52; 25.0% identity (65.6% similar) in 32 aa overlap (39-70:117-148) 
 
       10        20        30        40        50        60         
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : :.. .....  :  .   ....  :::. 
gi|303 APKLYYVTQGRGILGVLMPGCPETFQSMSQFQGSREQEEERGRFQDQHQKVHHLKKGDII 
         90       100       110       120       130       140       
 
       70        80                                                 
AAD-12 AISNVKADGTVR                                                 
       ::                                                           
gi|303 AIPAGVALWCYNDGDEDLVTVLVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLR 
        150       160       170       180       190       200       
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 72.8  bits: 20.6 E():   44 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (46-66:330-350) 
 
          20        30        40        50        60        70      
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|169 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
          80                                                        
AAD-12 DGTVR                                                        
                                                                    
gi|169 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (63-72:109-118) 
 
             40        50        60        70        80             
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR             
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
gi|534 KAEALFRAVESYLLAHSDAYN 
      140       150          
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (30-72:77-118) 
 
                10        20        30        40        50          
AAD-12  TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|402 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
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         50        60        70        80        90        100      
 
      60        70        80                                  
AAD-12 ERIGGGDIVAISNVKADGTVR                                  
          :::.:: ::.                                          
gi|402 AAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
         110       120       130       140       150          
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.1  bits: 18.3 E():   48 
Smith-Waterman score: 45; 30.3% identity (66.7% similar) in 33 aa overlap (49-80:93-125) 
 
       20        30        40        50         60        70        
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA-KRFGAIERIGGGDIVAISNVKADG 
                                     :  :. :.   :....: :.:. ..: .   
gi|121 FKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVT 
             70        80        90       100       110       120   
 
        80      
AAD-12 TVR      
       .::      
gi|121 SVRSYKRI 
            130 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 46; 23.3% identity (62.8% similar) in 43 aa overlap (30-72:78-119) 
 
                10        20        30        40        50          
AAD-12  TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :... .   ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLE-KVSHELKIV 
        50        60        70        80        90        100       
 
      60        70        80                                  
AAD-12 ERIGGGDIVAISNVKADGTVR                                  
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (30-72:78-119) 
 
                10        20        30        40        50          
AAD-12  TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
      60        70        80                                  
AAD-12 ERIGGGDIVAISNVKADGTVR                                  
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (63-72:110-119) 
 
             40        50        60        70        80             
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR             
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
gi|534 KAEALFRAVESYLLAHSDAYN 
     140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.1  bits: 18.6 E():   48 
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Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (30-72:78-119) 
 
                10        20        30        40        50          
AAD-12  TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
      60        70        80                                  
AAD-12 ERIGGGDIVAISNVKADGTVR                                  
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (30-72:78-119) 
 
                10        20        30        40        50          
AAD-12  TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|730 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
      60        70        80                                  
AAD-12 ERIGGGDIVAISNVKADGTVR                                  
          :::.:: ::.                                          
gi|730 AAPGGGSIVKISSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (30-72:78-119) 
 
                10        20        30        40        50          
AAD-12  TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
      60        70        80                                  
AAD-12 ERIGGGDIVAISNVKADGTVR                                  
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (30-72:78-119) 
 
                10        20        30        40        50          
AAD-12  TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
      60        70        80                                  
AAD-12 ERIGGGDIVAISNVKADGTVR                                  
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (30-72:78-119) 
 
                10        20        30        40        50          
AAD-12  TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
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      60        70        80                                  
AAD-12 ERIGGGDIVAISNVKADGTVR                                  
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|121244|sp|P12548.1|GLB73_CHITH RecName: Full=Globin  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.1  bits: 18.6 E():   49 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (13-29:61-77) 
 
                                 10        20        30        40   
AAD-12                   TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|121 WKAVSHNEVDILAAVFAAYPDIQAKFPQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
             50        60        70        80                       
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR                       
                                                                    
gi|121 SGNESNASAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLSNHVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|56405054|sp|P84298.1|GLB75_CHITH RecName: Full=Glob  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.1  bits: 18.6 E():   49 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (13-29:61-77) 
 
                                 10        20        30        40   
AAD-12                   TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|564 WKAVSHNEVEILAAVFAAYPDIQNKFSQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
             50        60        70        80                       
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR                       
                                                                    
gi|564 SGNTSNAAAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLQANVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|121248|sp|P12549.1|GLB76_CHITH RecName: Full=Globin  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.1  bits: 18.6 E():   49 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (13-29:61-77) 
 
                                 10        20        30        40   
AAD-12                   TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|121 WKAVSHNEVEILAAVFAAYPDIQNKFSQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
             50        60        70        80                       
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR                       
                                                                    
gi|121 SGNDSNAAAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLQANVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|56405052|sp|P84296.1|GLB74_CHITH RecName: Full=Glob  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.1  bits: 18.6 E():   49 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (13-29:61-77) 
 
                                 10        20        30        40   
AAD-12                   TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|564 WKAVSHNEVDILAAVFAAYPDIQAKFPQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
             50        60        70        80                       
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR                       
                                                                    
gi|564 SGNASNAAAVEGLLNKLGSDHKARGVSAAQFGEFRTALVSYLSNHVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
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>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.9  bits: 19.5 E():   50 
Smith-Waterman score: 52; 28.6% identity (61.2% similar) in 49 aa overlap (7-55:9-53) 
 
                 10        20        30        40        50         
AAD-12   TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA 
               : :.:.   .: .. . ...:.  : :. :   : :. : .::  :...    
gi|170 MKTFLVFALIAVVATSAIAQMETSCISGLERPWQQQPL---PPQQ-SFSQQPPFSQQQQQ 
               10        20        30           40         50       
 
       60        70        80                                       
AAD-12 IERIGGGDIVAISNVKADGTVR                                       
                                                                    
gi|170 PLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQQQLVLPPQQQQQQLV 
         60        70        80        90       100       110       
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.7  bits: 18.0 E():   51 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (48-66:35-53) 
 
        20        30        40        50        60        70        
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
        80                                              
AAD-12 TVR                                              
                                                        
gi|730 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.7  bits: 18.0 E():   51 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (48-66:35-53) 
 
        20        30        40        50        60        70        
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
        80                                              
AAD-12 TVR                                              
                                                        
gi|191 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 71.7  bits: 19.8 E():   51 
Smith-Waterman score: 50; 26.8% identity (51.2% similar) in 41 aa overlap (35-71:190-230) 
 
           10        20        30        40            50        60 
AAD-12 ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::  .  :    ::.  
gi|215 NKPVIFTKSNLAKSPELDAKMYDICYSTAAAPIYFPPHHFVTHTSNGARYEFNLVDGAVA 
     160       170       180       190       200       210          
 
               70        80                                         
AAD-12 RIGGGDIVAISNVKADGTVR                                         
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.6  bits: 18.9 E():   52 
Smith-Waterman score: 47; 31.8% identity (56.8% similar) in 44 aa overlap (32-75:63-102) 
 
              10        20        30        40        50        60  
AAD-12 PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
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gi|833 HHQTYVNGLNAALEAQKKAAEANDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
             40        50        60        70           80          
 
              70        80                                          
AAD-12 IGGGDIVAISNVKADGTVR                                          
        ::: :     .::                                               
gi|833 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
       90       100       110       120       130       140         
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.6  bits: 18.3 E():   52 
Smith-Waterman score: 45; 47.1% identity (76.5% similar) in 17 aa overlap (2-18:36-52) 
 
                                            10        20        30  
AAD-12                              TPTGATLGATVTGVHLATLDDAGFAALHAAW 
                                     :.:  :..:: .. :::              
gi|291 RQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSPVLVPA 
          10        20        30        40        50        60      
 
              40        50        60        70        80            
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR            
                                                                    
gi|291 VITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKAREMKDR 
          70        80        90       100       110       120      
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.5  bits: 19.5 E():   53 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (31-62:176-207) 
 
               10        20        30        40        50        60 
AAD-12 TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
         150       160       170       180       190       200      
 
               70        80                                         
AAD-12 RIGGGDIVAISNVKADGTVR                                         
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
         210       220       230       240       250       260      
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.2  bits: 18.9 E():   54 
Smith-Waterman score: 47; 31.8% identity (56.8% similar) in 44 aa overlap (32-75:74-113) 
 
              10        20        30        40        50        60  
AAD-12 PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|164 HHQTYVNGLNAALEAQKKAAEATDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
            50        60        70        80           90           
 
              70        80                                          
AAD-12 IGGGDIVAISNVKADGTVR                                          
        ::: :     .::                                               
gi|164 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
     100       110       120       130       140       150          
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.2  bits: 19.2 E():   54 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (39-49:90-100) 
 
       10        20        30        40        50        60         
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
       70        80                                                 
AAD-12 AISNVKADGTVR                                                 
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
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     120       130       140       150       160       170          
 
>>gi|62240392|gb|AAX77384.1| 11S globulin precursor [Sin  (523 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 70.9  bits: 20.1 E():   56 
Smith-Waterman score: 51; 30.0% identity (63.3% similar) in 30 aa overlap (41-69:173-202) 
 
               20        30        40         50        60          
AAD-12 VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQ-QITFAKRFGAIERIGGGDIVA 
                                     ::. ...: :  :   .  .:..  ::..: 
gi|622 QQGQQGQQGQQQGQQGQQGQQGQQGQQGQQGQQGQQQQGQQGFRDMYQKVEHVRHGDVIA 
            150       160       170       180       190       200   
 
      70        80                                                  
AAD-12 ISNVKADGTVR                                                  
                                                                    
gi|622 NTPGSAHWIYNTGDKPLVIISLLDIANYQNQLDRNPRVFRLAGNNPQGGFGGPQQQQPQQ 
            210       220       230       240       250       260   
 
>>gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Enteroto  (233 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 70.8  bits: 18.9 E():   57 
Smith-Waterman score: 47; 23.3% identity (51.2% similar) in 43 aa overlap (28-67:44-85) 
 
                  10        20        30           40        50     
AAD-12    TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLI---FPGQHLSNDQQITFAK 
                                     :  .:::..:.   :  .   ::  . : . 
gi|163 KKSELQGTALGNLKQIYYYNEKAKTENKESHDQFLQHTILFKGFFTDHSWYNDLLVDFDS 
            20        30        40        50        60        70    
 
           60        70        80                                   
AAD-12 RFGAIERIGGGDIVAISNVKADGTVR                                   
       .   ...  :  .                                                
gi|163 K-DIVDKYKGKKVDLYGAYYGYQCAGGTPNKTACMYGGVTLHDNNRLTEEKKVPINLWLD 
             80        90       100       110       120       130   
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 70.7  bits: 18.6 E():   58 
Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 42 aa overlap (39-80:98-133) 
 
       10        20        30        40        50        60         
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :::       .. .:..: ::.  : :  : 
gi|223 LADFNKDGEVTVDEFKQAVQKHCQGKKYGDFPGAF-----KVFIANQFKAIDVNGDGK-V 
        70        80        90       100            110       120   
 
       70        80                                                 
AAD-12 AISNVKADGTVR                                                 
       .... . :  .:                                                 
gi|223 GLDEYRLDCITRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCS 
             130       140       150       160       170       180  
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 70.7  bits: 20.6 E():   58 
Smith-Waterman score: 53; 23.3% identity (55.8% similar) in 43 aa overlap (8-50:675-717) 
 
                                      10        20        30        
AAD-12                        TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALL 
                                     :    : . .. ...: .   . ::: .   
gi|170 LQPEQGQQGYYPTSQQQPGQGPQPGQWQQSGQGQQGYYPTSPQQSGQGQQPGQWLQPGQW 
          650       660       670       680       690       700     
 
        40        50        60        70        80                  
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR                  
       .  : .:.. ::.                                                
gi|170 LQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQ 
          710       720       730       740       750       760     
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 45; 23.3% identity (60.5% similar) in 43 aa overlap (30-72:78-119) 
 
                10        20        30        40        50          
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AAD-12  TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
      60        70        80                                  
AAD-12 ERIGGGDIVAISNVKADGTVR                                  
          :::..: ::.                                          
gi|167 AAPGGGSVVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 45; 24.4% identity (61.0% similar) in 41 aa overlap (32-72:80-119) 
 
              10        20        30        40        50        60  
AAD-12 PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :. :.    ....  .   
gi|730 GPGTIKKITFSEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLG-DKLEKVSHELKIVAA 
      50        60        70        80        90        100         
 
              70        80                                  
AAD-12 IGGGDIVAISNVKADGTVR                                  
        :::.:: ::.                                          
gi|730 PGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      110       120       130       140       150       160 
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 70.5  bits: 20.7 E():   59 
Smith-Waterman score: 53; 23.3% identity (55.8% similar) in 43 aa overlap (8-50:690-732) 
 
                                      10        20        30        
AAD-12                        TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALL 
                                     :    : . .. ...: .   . ::: .   
gi|217 LQPEQGQQGYYPTSQQQPGQGPQPGQWQQSGQGQQGYYPTSPQQSGQGQQPGQWLQPGQW 
     660       670       680       690       700       710          
 
        40        50        60        70        80                  
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR                  
       .  : .:.. ::.                                                
gi|217 LQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQ 
     720       730       740       750       760       770          
 
>>gi|15809696|gb|AAL07320.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 70.5  bits: 18.0 E():   59 
Smith-Waterman score: 44; 25.0% identity (58.9% similar) in 56 aa overlap (22-75:45-100) 
 
                        10        20        30        40        50  
AAD-12          TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 
                                     : .::.   . . . :   : ::.. . .. 
gi|158 TDGQHLTAAAIIGHDGSVWAQSANFPQFKPAEIAAIMKDFDEPGSLAPTGLHLGGTKYMV 
           20        30        40        50        60        70     
 
              60          70        80                           
AAD-12 FAKRFGAIER--IGGGDIVAISNVKADGTVR                           
       .  . ::. :   : : :.. ....:                                
gi|158 IQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL 
           80        90       100       110       120       130  
 
>>gi|11762104|gb|AAG40330.1|AF323974_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (28-72:77-120) 
 
                  10        20        30        40         50       
AAD-12    TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
         60        70        80                                  
AAD-12 GAIERIGGGDIVAISNVKADGTVR                                  
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       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|5726304|gb|AAD48405.1|AF136945_1 major allergen Cor  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (28-72:77-120) 
 
                  10        20        30        40         50       
AAD-12    TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|572 GNGGPGTIKKITFAEGNEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
         60        70        80                                  
AAD-12 GAIERIGGGDIVAISNVKADGTVR                                  
       .:  . :::.:. :..                                          
gi|572 AAAPH-GGGSILKITSKYHTKGNASINEEEIKAGKEKAAGLFKAVEAYLLAHPDAYC 
         110        120       130       140       150       160  
 
>>gi|11762102|gb|AAG40329.1|AF323973_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (28-72:77-120) 
 
                  10        20        30        40         50       
AAD-12    TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
         60        70        80                                  
AAD-12 GAIERIGGGDIVAISNVKADGTVR                                  
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|71153243|sp|Q39547.1|CUCM1_CUCME RecName: Full=Cucu  (731 aa) 
 initn:  41 init1:  41 opt:  52  Z-score: 69.9  bits: 20.4 E():   64 
Smith-Waterman score: 52; 19.2% identity (53.8% similar) in 78 aa overlap (3-78:132-206) 
 
                                           10          20        30 
AAD-12                             TPTGATLGATVTGV--HLATLDDAGFAALHAA 
                                     .. ..:.  ::.  .  ..:: ::.      
gi|711 FLNEMNELHTTRSWDFLGFPLTVPRRSQVESNIVVGVLDTGIWPESPSFDDEGFSPPPPK 
             110       120       130       140       150       160  
 
               40        50        60        70        80           
AAD-12 WLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR           
       :         ....  ...:  :. .   . :. ::. .  .... ::             
gi|711 WKGTCET---SNNFRCNRKIIGARSYHIGRPISPGDVNGPRDTNGHGTHTASTAAGGLVS 
                170       180       190       200       210         
 
gi|711 QANLYGLGLGTARGGVPLARIAAYKVCWNDGCSDTDILAAYDDAIADGVDIISLSVGGAN 
      220       230       240       250       260       270         
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 47; 46.7% identity (73.3% similar) in 15 aa overlap (63-77:192-205) 
 
             40        50        60        70        80             
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR             
                                     : ::.::. ..:  :                
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 47; 46.7% identity (73.3% similar) in 15 aa overlap (63-77:192-205) 
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             40        50        60        70        80             
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR             
                                     : ::.::. ..:  :                
gi|168 CKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGDVVAV-DIKEKGKDKWTELKESWGAVW 
             170       180       190        200       210       220 
 
gi|168 RIDTPDKLTGPFTVRYTTEGGTKSEFEDVIPEGWKADTSYSAK 
              230       240       250       260    
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.9  bits: 19.5 E():   64 
Smith-Waterman score: 49; 27.9% identity (55.8% similar) in 43 aa overlap (4-46:324-366) 
 
                                          10        20        30    
AAD-12                            TPTGATLGATVTGVHLATLDDAGFAALHAAWLQ 
                                     : .. :.  :    ::. ...:: :.: .  
gi|458 AEVCTIAASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVA 
           300       310       320       330       340       350    
 
            40        50        60        70        80 
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
         :. . :   .:                                   
gi|458 AYLMALEGVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV    
           360       370       380       390           
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.9  bits: 19.5 E():   64 
Smith-Waterman score: 49; 27.9% identity (55.8% similar) in 43 aa overlap (4-46:324-366) 
 
                                          10        20        30    
AAD-12                            TPTGATLGATVTGVHLATLDDAGFAALHAAWLQ 
                                     : .. :.  :    ::. ...:: :.: .  
gi|668 AEACTIAASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVA 
           300       310       320       330       340       350    
 
            40        50        60        70        80 
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
         :. . :   .:                                   
gi|668 AYLMALEGVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV    
           360       370       380       390           
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 69.8  bits: 19.8 E():   65 
Smith-Waterman score: 50; 22.0% identity (52.5% similar) in 59 aa overlap (4-62:276-333) 
 
                                          10        20        30    
AAD-12                            TPTGATLGATVTGVHLATLDDAGFAALHAAWLQ 
                                     :.  : . .:  :. .:.  . . :.. :  
gi|505 SLGRIIEFRFYKEITNVFRGNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLG 
         250       260       270       280       290       300      
 
            40        50        60        70        80              
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR              
         .  : :. :.    . .:  .: . :.                                
gi|505 FNINCFEGRLLKAATAFMLAWNYG-VPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNIL 
         310       320        330       340       350       360     
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.4  bits: 19.2 E():   68 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (39-49:90-100) 
 
       10        20        30        40        50        60         
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
       70        80                                                 
AAD-12 AISNVKADGTVR                                                 
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gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.4  bits: 17.4 E():   68 
Smith-Waterman score: 42; 37.5% identity (62.5% similar) in 24 aa overlap (48-71:79-100) 
 
        20        30        40        50        60        70        
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .  :       
gi|897 QQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQL--AAQLPAMCRLEGGDALLASQ      
       50        60        70        80          90       100       
 
        80 
AAD-12 TVR 
 
>>gi|1336811|gb|AAB36119.1| Sol i 1=antigen {N-terminal}  (25 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.0  bits: 15.3 E():   71 
Smith-Waterman score: 35; 50.0% identity (80.0% similar) in 10 aa overlap (4-13:12-21) 
 
                       10        20        30        40        50   
AAD-12         TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 
                  : .::. :.:                                        
gi|133 WKIPLNNIQYVGHSLGSHVSGFAAK                                    
               10        20                                         
 
>>gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.0  bits: 17.7 E():   72 
Smith-Waterman score: 43; 24.5% identity (58.5% similar) in 53 aa overlap (25-75:48-100) 
 
                     10        20        30        40        50     
AAD-12       TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 
                                     ::.   . . . :   : ::.. . ...   
gi|144 HRLTAAAIIGHDGSVWAQSSSFPQFKSDEVAAIMKDFDEPGSLAPTGLHLGSTKYMVIQG 
        20        30        40        50        60        70        
 
           60          70        80                           
AAD-12 RFGAIER--IGGGDIVAISNVKADGTVR                           
       . ::. :   :.: :.. .. .:                                
gi|144 EPGAVIRGKKGSGGITVKKTSQALIIGIYDEPLTPGQCNMIVERLGDYLLEQGM 
        80        90       100       110       120       130  
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 68.5  bits: 19.2 E():   76 
Smith-Waterman score: 51; 27.4% identity (58.9% similar) in 73 aa overlap (1-70:19-85) 
 
                                 10        20        30        40   
AAD-12                   TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                         . : ::::  ::   . ..: .:. ..  : .   : .. :: 
gi|215 MATTKSFLILFFMILATTSSTCATLGEMVT---VLSIDGGGIKGIIPAII---LEFLEGQ 
               10        20        30           40           50     
 
               50        60         70        80                    
AAD-12 --HLSNDQQITFAKRFGAIERIG-GGDIVAISNVKADGTVR                    
         ...:...  .:  : .:   . :: ..:.                              
gi|215 LQEVDNNKDARLADYFDVIGGTSTGGLLTAMITTPNENNRPFAAAKDIVPFYFEHGPHIF 
           60        70        80        90       100       110     
 
gi|215 NYSGSIFGPRYDGKYLLQVLQEKLGETRVHQALTEVAISSFDIKTNKPVIFTKSNLAESP 
          120       130       140       150       160       170     
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.1  bits: 18.9 E():   80 
Smith-Waterman score: 47; 41.4% identity (58.6% similar) in 29 aa overlap (2-30:54-82) 
 
                                            10        20        30  
AAD-12                              TPTGATLGATVTGVHLATLDDAGFAALHAAW 
                                     :.::.  ::.   .:    .::: :  ::  
gi|113 YAADVGYGAPATLATPATPAAPAAGYTPAAPAGAAPKATTDEQKLIEKINAGFKAAVAAA 
            30        40        50        60        70        80    
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              40        50        60        70        80            
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR            
                                                                    
gi|113 AGVPAVDKYKTFVATFGTASNKAFAEALSTEPKGAAAASSNAVLTSKLDAAYKLAYKSAE 
            90       100       110       120       130       140    
 
>>gi|886967|emb|CAA59340.1| low molecular weight gluteni  (276 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 68.0  bits: 18.6 E():   81 
Smith-Waterman score: 46; 30.3% identity (63.6% similar) in 33 aa overlap (24-55:57-89) 
 
                      10        20        30        40         50   
AAD-12        TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITF 
                                     :.  .  . :. : :.: :  .:..::  : 
gi|886 PIQQQPQPFPQQPPCSQQQQPPLSQQQQPPFSQQQPPFSQQELPILPQQPPFSQQQQPQF 
         30        40        50        60        70        80       
 
             60        70        80                                 
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVR                                 
       ...                                                          
gi|886 SQQQQPFPQQQQPLLLQQPPFSQQRPPFSQQQQQPVLPQQPPFSQQQQQQPILPQQPPFS 
         90       100       110       120       130       140       
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.7  bits: 18.6 E():   84 
Smith-Waterman score: 46; 33.3% identity (57.1% similar) in 21 aa overlap (34-54:79-99) 
 
            10        20        30        40        50        60    
AAD-12 GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG 
                                     : .: :: : : .  . .: .          
gi|624 QSQQQCLQQPQHQFPQPTQQFPQRPLLPFTHPFLTFPDQLLPQPPHQSFPQPPQSYPQPP 
       50        60        70        80        90       100         
 
            70        80                                            
AAD-12 GGDIVAISNVKADGTVR                                            
                                                                    
gi|624 LQPFPQPPQQKYPEQPQQPFPWQQPTIQLYLQQQLNPCKEFLLQQCRPVSLLSYLWSKIV 
      110       120       130       140       150       160         
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.7  bits: 18.6 E():   84 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (2-58:25-74) 
 
                                        10        20        30      
AAD-12                        TPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
          40        50        60        70        80                
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR                
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.7  bits: 18.6 E():   84 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (2-58:25-74) 
 
                                        10        20        30      
AAD-12                        TPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
          40        50        60        70        80                
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR                
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
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 initn:  37 init1:  37 opt:  46  Z-score: 67.7  bits: 18.6 E():   84 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (2-58:25-74) 
 
                                        10        20        30      
AAD-12                        TPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
          40        50        60        70        80                
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR                
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.7  bits: 18.6 E():   84 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (2-58:25-74) 
 
                                        10        20        30      
AAD-12                        TPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
          40        50        60        70        80                
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR                
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.7  bits: 18.6 E():   84 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (2-58:25-74) 
 
                                        10        20        30      
AAD-12                        TPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
          40        50        60        70        80                
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR                
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.7  bits: 18.6 E():   84 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (2-58:25-74) 
 
                                        10        20        30      
AAD-12                        TPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
          40        50        60        70        80                
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR                
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.7  bits: 18.6 E():   84 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (2-58:25-74) 
 
                                        10        20        30      
AAD-12                        TPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
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               10        20        30        40        50           
 
          40        50        60        70        80                
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR                
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.7  bits: 18.6 E():   84 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (2-58:25-74) 
 
                                        10        20        30      
AAD-12                        TPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
          40        50        60        70        80                
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR                
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.7  bits: 18.6 E():   84 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (2-58:25-74) 
 
                                        10        20        30      
AAD-12                        TPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
          40        50        60        70        80                
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR                
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.7  bits: 18.6 E():   84 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (2-58:25-74) 
 
                                        10        20        30      
AAD-12                        TPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
          40        50        60        70        80                
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR                
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.7  bits: 18.6 E():   84 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (2-58:25-74) 
 
                                        10        20        30      
AAD-12                        TPTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
          40        50        60        70        80                
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR                
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
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>>gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triticum   (439 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.6  bits: 19.2 E():   85 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (39-49:103-113) 
 
       10        20        30        40        50        60         
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|739 FLQQQQIPQQQIPQQHQIPQQPQQFPQQQQFPQQHQSPQQQFPQQQFPQQKLPQQEFPQQ 
             80        90       100       110       120       130   
 
       70        80                                                 
AAD-12 AISNVKADGTVR                                                 
                                                                    
gi|739 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
            140       150       160       170       180       190   
 
>>gi|46410859|gb|AAR98518.1| major latex allergen Hev b   (366 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.4  bits: 18.9 E():   87 
Smith-Waterman score: 47; 30.8% identity (56.4% similar) in 39 aa overlap (24-62:231-269) 
 
                      10        20        30        40        50    
AAD-12        TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     .:.:::  : . :  .   .:  . . :   
gi|464 ARKFVVENVAPLGLIPFIKQTSDNSTLFYELASLHAMKLPQILEKIQDGYLFPEFNYTVF 
              210       220       230       240       250       260 
 
            60        70        80                                  
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVR                                  
       . :: :..:                                                    
gi|464 NYFGIIKEIIDAPGEHGFKYGDIACCGNSTYRGQACGFLDYEFCVCGNKTEYLFFDGTHN 
              270       280       290       300       310       320 
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.3  bits: 18.0 E():   88 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (52-76:126-150) 
 
              30        40        50        60        70        80  
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR  
                                     ..:.:  . . .:: ..: . . ::      
gi|144 RAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVA 
         100       110       120       130       140       150      
 
gi|144 ILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
         160       170       180       190       200 
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.2  bits: 18.0 E():   90 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (52-76:130-154) 
 
              30        40        50        60        70        80  
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR  
                                     ..:.:  . . .:: ..: . . ::      
gi|622 RAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVA 
     100       110       120       130       140       150          
 
gi|622 ILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
     160       170       180       190       200     
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 66.7  bits: 18.0 E():   95 
Smith-Waterman score: 46; 25.7% identity (65.7% similar) in 35 aa overlap (16-50:54-84) 
 
                              10        20        30        40      
AAD-12                TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLS 
                                     . ::.: ::      : ..:.: . ... . 
gi|161 FGVNLNLKVTNLMAGEHLTPEFLKMNPQHTIPTLNDNGFCL----WESRAILSYLADQYG 
            30        40        50        60            70          
 
          50        60        70        80                          
AAD-12 NDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR                          
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       .:...                                                        
gi|161 KDDSLYPKDPKKRALVDQRLYFDLGTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFL 
      80        90       100       110       120       130          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.5  bits: 19.2 E():   98 
Smith-Waterman score: 48; 26.2% identity (61.9% similar) in 42 aa overlap (24-65:240-281) 
 
                      10        20        30        40        50    
AAD-12        TPTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     :...   .:..:. .   : ..: .  : . 
gi|370 RQEEREFSPRGQHSRRERAGQEEENEGGNIFSGFTPEFLEQAFQVDDRQIVQNLRGETES 
     210       220       230       240       250       260          
 
            60        70        80                                  
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVR                                  
       .. :::  . ::                                                 
gi|370 EEEGAIVTVRGGLRILSPDRKRRADEEEEYDEDEYEYDEEDRRRGRGSRGRGNGIEETIC 
     270       280       290       300       310       320          
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:30 2011 done: Fri Jan 21 00:02:30 2011 
 Total Scan time:  0.070 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 10  - 89 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     2     0:= 
  30     2     2:* 
  32    11     8:==*= 
  34    15    22:=====  * 
  36    65    44:==============*======= 
  38    70    73:========================* 
  40    79   102:===========================      * 
  42   106   125:====================================     * 
  44   169   138:=============================================*=========== 
  46   121   140:=========================================     * 
  48   130   134:============================================* 
  50   127   122:========================================*== 
  52    74   108:=========================          * 
  54    61    92:=====================         * 
  56    92    77:=========================*===== 
  58    70    63:====================*=== 
  60    77    51:================*========= 
  62    40    41:=============* 
  64    48    33:==========*===== 
  66    24    26:========* 
  68    18    20:======* 
  70    24    16:=====*== 
  72    18    12:===*== 
  74     8    10:===* 
  76    12     8:==*= 
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  78     7     6:=*= 
  80     2     5:=* 
  82     3     3:* 
  84     3     3:* 
  86     2     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     5     1:*= 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.83260.00318; mu= 7.2601 0.163 
 mean_var=41.595711.228, 0's: 2 Z-trim: 2  B-trim: 56 in 1/43 
 Lambda= 0.198861 
 Kolmogorov-Smirnov  statistic: 0.0513 (N=29) at  54 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.080 
 
The best scores are:                                      opt bits E(1491) 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   60 22.6     4.1 
gi|59895730|gb|AAX11262.1| pectin methylesterase a ( 339)   61 22.9     5.2 
gi|59895728|gb|AAX11261.1| pectin methylesterase a ( 339)   61 22.9     5.2 
gi|225810597|gb|ACO34813.1| Sal k 1 pollen allerge ( 339)   61 22.9     5.2 
gi|886963|emb|CAA59338.1| low molecular weight glu ( 229)   59 22.3     5.3 
gi|21413|emb|CAA45723.1| aspartic proteinase inhib ( 217)   58 22.0     6.1 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   58 22.0     6.2 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   61 22.9     6.9 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   61 22.9     7.2 
gi|51242679|gb|AAT99258.1| pectin-methyltransferas ( 362)   59 22.3     8.2 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   60 22.6     9.8 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   58 22.0      10 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   58 22.0      10 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   50 19.7      14 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   55 21.2      14 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   53 20.6      15 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   52 20.3      15 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   45 18.2      15 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   51 20.0      18 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 20.0      20 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   54 20.9      20 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   53 20.6      20 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   49 19.4      21 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   56 21.5      21 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   53 20.6      24 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   55 21.2      24 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   53 20.6      28 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   53 20.6      28 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   53 20.6      28 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   53 20.6      28 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   53 20.6      28 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   53 20.6      28 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   53 20.6      28 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   53 20.6      28 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   53 20.6      28 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 20.0      28 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 20.0      30 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   48 19.1      33 
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gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   53 20.6      33 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   52 20.3      34 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   52 20.3      36 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 19.7      36 
gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Sub ( 269)   50 19.7      36 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 19.7      36 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   49 19.4      37 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   52 20.3      41 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   53 20.6      44 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 18.6      48 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   46 18.6      48 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 18.3      49 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   46 18.6      49 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   46 18.6      49 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 18.6      49 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   46 18.6      49 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   46 18.6      49 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   46 18.6      49 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   46 18.6      49 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   46 18.6      49 
gi|121244|sp|P12548.1|GLB73_CHITH RecName: Full=Gl ( 161)   46 18.6      49 
gi|56405054|sp|P84298.1|GLB75_CHITH RecName: Full= ( 161)   46 18.6      49 
gi|121248|sp|P12549.1|GLB76_CHITH RecName: Full=Gl ( 161)   46 18.6      49 
gi|56405052|sp|P84296.1|GLB74_CHITH RecName: Full= ( 161)   46 18.6      49 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   49 19.5      50 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   50 19.8      51 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   44 18.0      51 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   44 18.0      51 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   47 18.9      52 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   45 18.3      52 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   49 19.5      53 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   47 18.9      54 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   48 19.2      54 
gi|62240392|gb|AAX77384.1| 11S globulin precursor  ( 523)   51 20.1      56 
gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Ente ( 233)   47 18.9      57 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   53 20.7      58 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   46 18.6      58 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   53 20.7      59 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   45 18.3      59 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   45 18.3      59 
gi|11762104|gb|AAG40330.1|AF323974_1 major allerge ( 161)   45 18.3      60 
gi|5726304|gb|AAD48405.1|AF136945_1 major allergen ( 161)   45 18.3      60 
gi|11762102|gb|AAG40329.1|AF323973_1 major allerge ( 161)   45 18.3      60 
gi|15809696|gb|AAL07320.1| profilin [Litchi chinen ( 131)   44 18.0      60 
gi|71153243|sp|Q39547.1|CUCM1_CUCME RecName: Full= ( 731)   52 20.4      63 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   49 19.5      64 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   49 19.5      64 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   47 18.9      64 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   47 18.9      64 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   50 19.8      65 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   48 19.2      68 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   42 17.4      69 
gi|1336811|gb|AAB36119.1| Sol i 1=antigen {N-termi (  25)   35 15.3      72 
gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full= ( 131)   43 17.7      72 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   48 19.2      76 
gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Po ( 333)   47 18.9      80 
gi|886967|emb|CAA59340.1| low molecular weight glu ( 276)   46 18.6      81 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   46 18.6      84 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   46 18.6      84 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   46 18.6      84 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   46 18.6      84 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   46 18.6      84 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   46 18.6      84 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   46 18.6      84 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   46 18.6      84 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   46 18.6      84 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   46 18.6      84 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   46 18.6      84 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   46 18.6      84 
gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triti ( 439)   48 19.2      85 
gi|46410859|gb|AAR98518.1| major latex allergen He ( 366)   47 18.9      87 
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gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   44 18.0      89 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   44 18.0      90 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   44 18.0      95 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   48 19.2      98 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   48 19.2   1e 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 91.4  bits: 22.6 E():  4.1 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (38-69:133-160) 
 
        10        20        30        40        50        60        
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|221 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
            110       120       130       140           150         
 
        70        80                                                
AAD-12 AISNVKADGTVRQ                                                
       :.                                                           
gi|221 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
      160       170       180       190       200       210         
 
>>gi|59895730|gb|AAX11262.1| pectin methylesterase aller  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 89.7  bits: 22.9 E():  5.2 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (13-45:238-270) 
 
                                 10        20        30        40   
AAD-12                   PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|598 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
             50        60        70        80                       
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ                       
       ::.                                                          
gi|598 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|59895728|gb|AAX11261.1| pectin methylesterase aller  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 89.7  bits: 22.9 E():  5.2 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (13-45:238-270) 
 
                                 10        20        30        40   
AAD-12                   PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|598 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
             50        60        70        80                       
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ                       
       ::.                                                          
gi|598 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|225810597|gb|ACO34813.1| Sal k 1 pollen allergen [S  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 89.7  bits: 22.9 E():  5.2 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (13-45:238-270) 
 
                                 10        20        30        40   
AAD-12                   PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|225 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
             50        60        70        80                       
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ                       
       ::.                                                          
gi|225 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|886963|emb|CAA59338.1| low molecular weight gluteni  (229 aa) 
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 initn:  39 init1:  39 opt:  59  Z-score: 89.5  bits: 22.3 E():  5.3 
Smith-Waterman score: 59; 26.4% identity (56.6% similar) in 53 aa overlap (6-54:3-55) 
 
               10        20        30            40        50       
AAD-12 PTGATLGATVTGVHLATLDDAGFAALHAAWLQHAL----LIFPGQHLSNDQQITFAKRFG 
            : :.:.   .: .. . . .:.  : :. :     .:: :.   .::  :...   
gi|886    FALIAVVATSTIAQMETSCIPGLERPWQQQPLPPQQTLFPQQQPFPQQQPPFSQQQP 
                  10        20        30        40        50        
 
         60        70        80                                     
AAD-12 AIERIGGGDIVAISNVKADGTVRQ                                     
                                                                    
gi|886 SFSQQQPPFSQQQPILPEPPFSLQQQPVLPQQSPFSQQQLVLPPQQQQQLPQQQISIVQP 
        60        70        80        90       100       110        
 
>>gi|21413|emb|CAA45723.1| aspartic proteinase inhibitor  (217 aa) 
 initn:  37 init1:  37 opt:  58  Z-score: 88.4  bits: 22.0 E():  6.1 
Smith-Waterman score: 58; 21.4% identity (56.0% similar) in 84 aa overlap (4-80:134-215) 
 
                                          10          20        30  
AAD-12                            PTGATLGATV--TGVHLATLDDAGFAALHAAWL 
                                     :.::. .  ::  ..  :.. :  .... . 
gi|214 FENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTIGQADSSWFKIVKSSQF 
           110       120       130       140       150       160    
 
                   40        50        60        70        80   
AAD-12 QHALLIFP-----GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ   
        . ::  :     .  .:.:.:  :  . :.... :   .. ...   : . .:   
gi|214 GYNLLYCPVTSTMSCPFSSDDQ--FCLKVGVVHQNGKRRLALVKDNPLDVSFKQVQ 
           170       180         190       200       210        
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  37 init1:  37 opt:  58  Z-score: 88.2  bits: 22.0 E():  6.2 
Smith-Waterman score: 58; 21.4% identity (56.0% similar) in 84 aa overlap (4-80:138-219) 
 
                                          10          20        30  
AAD-12                            PTGATLGATV--TGVHLATLDDAGFAALHAAWL 
                                     :.::. .  ::  ..  :.. :  .... . 
gi|201 FENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTIGQADSSWFKIVKSSQF 
       110       120       130       140       150       160        
 
                   40        50        60        70        80   
AAD-12 QHALLIFP-----GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ   
        . ::  :     .  .:.:.:  :  . :.... :   .. ...   : . .:   
gi|201 GYNLLYCPVTSTMSCPFSSDDQ--FCLKVGVVHQNGKRRLALVKDNPLDVSFKQVQ 
       170       180         190       200       210       220  
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 87.4  bits: 22.9 E():  6.9 
Smith-Waterman score: 61; 38.7% identity (58.1% similar) in 31 aa overlap (39-69:108-138) 
 
       10        20        30        40        50        60         
AAD-12 TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA 
                                     : :  .. :.  :  :   :.:.  :::.: 
gi|259 YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIA 
        80        90       100       110       120       130        
 
       70        80                                                 
AAD-12 ISNVKADGTVRQ                                                 
       :                                                            
gi|259 IPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGR 
       140       150       160       170       180       190        
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  60 init1:  60 opt:  61  Z-score: 87.1  bits: 22.9 E():  7.2 
Smith-Waterman score: 61; 32.7% identity (59.6% similar) in 52 aa overlap (16-63:83-134) 
 
                              10        20        30        40      
AAD-12                PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH--L 
                                     .: :.:: ::.... :.  :  .: ::  . 
gi|215 NPTGGHSKMESKPILNGHGYCHIHFWIGSESTKDEAGVAAIKSVELDDFLGGYPVQHREI 
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             60        70        80        90       100       110   
 
            50          60        70        80                      
AAD-12 SNDQQITFAKRF--GAIERIGGGDIVAISNVKADGTVRQ                      
        . ..  :.. :  : :   ::                                       
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
>>gi|51242679|gb|AAT99258.1| pectin-methyltransferase pr  (362 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 86.1  bits: 22.3 E():  8.2 
Smith-Waterman score: 59; 33.3% identity (57.6% similar) in 33 aa overlap (13-45:261-293) 
 
                                 10        20        30        40   
AAD-12                   PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|512 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFDAARVVFSYCN 
              240       250       260       270       280       290 
 
             50        60        70        80                       
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ                       
       ::.                                                          
gi|512 LSDAAKPEGWSDNNKPEAQKTILFGEYKNTGPGAAPDKRAPYTKQLTEADAKTFTSLEYI 
              300       310       320       330       340       350 
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 84.7  bits: 22.6 E():  9.8 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (38-69:131-158) 
 
        10        20        30        40        50        60        
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|213 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
              110       120       130       140           150       
 
        70        80                                                
AAD-12 AISNVKADGTVRQ                                                
       :.                                                           
gi|213 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
        160       170       180       190       200       210       
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  40 init1:  40 opt:  58  Z-score: 84.5  bits: 22.0 E():   10 
Smith-Waterman score: 58; 26.5% identity (59.2% similar) in 49 aa overlap (1-49:168-215) 
 
                                             10        20        30 
AAD-12                               PTGATLGATVTGVHLATLDDAGFAALHAAW 
                                     : :  .:: .......  : :.:  ..    
gi|269 EYGTVDSATLIVESNYFSAVNLKIVNSAPRPDGKRVGAQAAALRISG-DKASFYNVKIYG 
       140       150       160       170       180        190       
 
               40        50        60        70        80           
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ           
       .: .:    :.:. .:  :                                          
gi|269 FQDTLCDDKGKHFYKDCYIEGTVDFIFGSGKSIFLNTELHAVPGDQPAIITAQARKTDSE 
        200       210       220       230       240       250       
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  40 init1:  40 opt:  58  Z-score: 84.5  bits: 22.0 E():   10 
Smith-Waterman score: 58; 26.5% identity (59.2% similar) in 49 aa overlap (1-49:168-215) 
 
                                             10        20        30 
AAD-12                               PTGATLGATVTGVHLATLDDAGFAALHAAW 
                                     : :  .:: .......  : :.:  ..    
gi|682 EYGTVDSATLIVESNYFSAVNLKIVNSAPRPDGKRVGAQAAALRISG-DKASFYNVKIYG 
       140       150       160       170       180        190       
 
               40        50        60        70        80           
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ           
       .: .:    :.:. .:  :                                          
gi|682 FQDTLCDDKGKHFYKDCYIEGTVDFIFGSGKSIFLNTELHAVPGDQPAIITAQARKTESE 
        200       210       220       230       240       250       
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>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 81.8  bits: 19.7 E():   14 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (62-77:29-43) 
 
              40        50        60        70        80            
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ            
                                     : :::::. ..:  :.               
gi|105   CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
                 10        20        30         40        50        
 
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
        60        70        80        90          
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 81.7  bits: 21.2 E():   14 
Smith-Waterman score: 55; 30.4% identity (54.3% similar) in 46 aa overlap (6-48:9-54) 
 
                  10        20        30           40        50     
AAD-12    PTGATLGATVTGVHLATLDDAGFAALHAAWLQHAL---LIFPGQHLSNDQQITFAKR 
               : :.:.   .: .: . . .:.  : :. :     :: :   ..::       
gi|219 MKTFLVFALLAVVATSAIAQMDTSCIPGLERPWQQQPLPPQQTFPQQPPFSQQQQQQPFP 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 FGAIERIGGGDIVAISNVKADGTVRQ                                   
                                                                    
gi|219 QQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQQQLILPPQQQQQLPQQQISIVQPSV 
               70        80        90       100       110       120 
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 81.6  bits: 20.6 E():   15 
Smith-Waterman score: 53; 21.4% identity (54.3% similar) in 70 aa overlap (9-78:33-101) 
 
                                     10        20        30         
AAD-12                       PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIF 
                                     :: .  :  ::   ..: :..  ..:.:   
gi|697 EQAFCNLKFRQNVNNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILG- 
             10        20        30        40        50        60   
 
       40        50        60        70        80                   
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ                   
       :  .:.  . .  ..  : .. .:    .....:   : .                     
gi|697 PRWNLNAHSALYVTRGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVV 
              70        80        90       100       110       120  
 
gi|697 ELKNSDNAVTSPIAGKTSVLNAIPVDVLATAYDISKPEAFKLKNGRRQEIEVFRPFQSRD 
             130       140       150       160       170       180  
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 81.3  bits: 20.3 E():   15 
Smith-Waterman score: 52; 25.0% identity (58.9% similar) in 56 aa overlap (1-56:91-141) 
 
                                             10        20        30 
AAD-12                               PTGATLGATVTGVHLATLDDAGFAALHAAW 
                                     :.: ::    . .....  :.: . :. .  
gi|241 EGFPFRYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGG-SILKISN 
               70        80        90       100       110           
 
               40        50        60        70        80 
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ 
         :.     :.:  ...::  .:..:                         
gi|241 KYHT----KGDHEVKEEQIKASKEMGETLLRAVESYLLAHSDAYN      
     120           130       140       150       160      
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 81.1  bits: 18.2 E():   15 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (47-70:17-38) 
 
         20        30        40        50        60        70       
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
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                                     ::.  : .. :. :. ::: .. :       
gi|217               LVSVEHQAARLKVAKAQQL--AAQLPAMCRLEGGDALSASQ      
                             10          20        30               
 
         80 
AAD-12 TVRQ 
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 79.8  bits: 20.0 E():   18 
Smith-Waterman score: 51; 25.0% identity (57.1% similar) in 56 aa overlap (1-56:91-141) 
 
                                             10        20        30 
AAD-12                               PTGATLGATVTGVHLATLDDAGFAALHAAW 
                                     :.: ::    . ....:  :.:  .:. .  
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVTTPDGG-CVLKISN 
               70        80        90       100       110           
 
               40        50        60        70        80 
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ 
         :.     :.:  . .:.  .:..:                         
gi|400 KYHT----KGNHEVKAEQVKASKEMGETLLRAVESYLLAHSDAYN      
     120           130       140       150       160      
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 79.1  bits: 20.0 E():   20 
Smith-Waterman score: 51; 21.5% identity (52.3% similar) in 65 aa overlap (12-76:107-171) 
 
                                  10        20        30        40  
AAD-12                    PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :. .:   .. .:...:.  .    .  .: 
gi|249 NKAIKERHGGAYETYKFIPSLEASRSKQAYGATVARAPEVKYAVFEAGLTKAITAMSEAQ 
         80        90       100       110       120       130       
 
              50        60        70        80 
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ 
       ....  . . :   ::    ::.  :: :   . :     
gi|249 KVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV 
        140       150       160       170      
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 79.1  bits: 20.9 E():   20 
Smith-Waterman score: 54; 30.4% identity (54.3% similar) in 46 aa overlap (8-53:13-54) 
 
                    10        20        30        40        50      
AAD-12      PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 
                   : . :.    .: .:    .. :::. :.    : ::.. : :: .   
gi|170 MKTLLILTILAMAITIGTANIQVDPSG----QVQWLQQQLVPQLQQPLSQQPQQTFPQPQ 
               10        20            30        40        50       
 
          60        70        80                                    
AAD-12 GAIERIGGGDIVAISNVKADGTVRQ                                    
                                                                    
gi|170 QTFPHQPQQQVPQPQQPQQPFLQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQP 
         60        70        80        90       100       110       
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 79.1  bits: 20.6 E():   20 
Smith-Waterman score: 53; 30.2% identity (49.1% similar) in 53 aa overlap (29-76:33-85) 
 
                 10        20        30        40         50        
AAD-12   PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFGA 
                                     : .:: .. .  : :  . :: :   . :  
gi|273 MEHYLKTYLSWLTEEQKEKLKEMKEAGQTKAEIQHEVMHYYDQLHGEEKQQATEKLKVGC 
             10        20        30        40        50        60   
 
        60            70        80                                  
AAD-12 IERIGG--GD--IVAISNVKADGTVRQ                                  
          . :  :.  .: . :::  :                                      
gi|273 KMLLKGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIF 
             70        80        90       100       110       120   
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>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.6  bits: 19.4 E():   21 
Smith-Waterman score: 49; 36.4% identity (72.7% similar) in 22 aa overlap (20-41:20-41) 
 
               10        20        30        40        50        60 
AAD-12 PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                          :.. :.: : . .:..: : .:                    
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQE 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 IGGGDIVAISNVKADGTVRQ                                         
                                                                    
gi|217 IQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLV 
               70        80        90       100       110       120 
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 78.6  bits: 21.5 E():   21 
Smith-Waterman score: 56; 40.6% identity (56.2% similar) in 32 aa overlap (40-69:153-184) 
 
      10        20        30        40        50          60        
AAD-12 VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK--RFGAIERIGGGDIV 
                                     ::.   .::  : .  :    .::  ::.: 
gi|258 QGQQEQQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVV 
            130       140       150       160       170       180   
 
        70        80                                                
AAD-12 AISNVKADGTVRQ                                                
       ::                                                           
gi|258 AIPAGVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQ 
            190       200       210       220       230       240   
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 77.8  bits: 20.6 E():   24 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (27-70:194-239) 
 
                   10        20        30        40         50      
AAD-12     PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|261 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
           170       180       190       200       210       220    
 
          60         70        80                                   
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQ                                   
       .:.:: .::.. :..:                                             
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 77.5  bits: 21.2 E():   24 
Smith-Waterman score: 55; 30.0% identity (57.5% similar) in 80 aa overlap (8-75:44-116) 
 
                                      10        20              30  
AAD-12                        PTGATLGATVTGVHLATLDDAGFA------ALHAAWL 
                                     ...: :: ::  :. .:      :....:  
gi|108 YEQPTGLFINNEFVKGQEGKTFDVINPSDESVITQVHEATEKDVDIAVAAARKAFEGSWR 
            20        30        40        50        60        70    
 
                 40        50           60        70        80      
AAD-12 QHALLIFP---GQHLSNDQQITFAKR---FGAIERIGGGDIVAISNVKADGTVRQ      
       :..    :   :. :.:  .. : :    ..:.: . .:   ::: .:.:           
gi|108 QET----PENRGKLLNNLANL-FEKNIDLLAAVESLDNGK--AISMAKGDISMCVGCLRY 
                80        90        100         110       120       
 
gi|108 YGGWADKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNFPLLMWAWKIGPAIACGNTVVL 
        130       140       150       160       170       180       
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.5  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (27-70:230-275) 
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                   10        20        30        40         50      
AAD-12     PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLTNIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
          60         70        80                                   
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQ                                   
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.5  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (27-70:230-275) 
 
                   10        20        30        40         50      
AAD-12     PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLANIYPYFTYADNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
          60         70        80                                   
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQ                                   
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.5  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (27-70:230-275) 
 
                   10        20        30        40         50      
AAD-12     PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|270 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
          60         70        80                                   
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQ                                   
       .:.:: .::.. :..:                                             
gi|270 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPDRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.5  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (27-70:230-275) 
 
                   10        20        30        40         50      
AAD-12     PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
          60         70        80                                   
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQ                                   
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.5  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (27-70:230-275) 
 
                   10        20        30        40         50      
AAD-12     PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSSXSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
          60         70        80                                   
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AAD-12 GAIERIGGGDI-VAISNVKADGTVRQ                                   
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.5  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (27-70:230-275) 
 
                   10        20        30        40         50      
AAD-12     PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|268 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
          60         70        80                                   
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQ                                   
       .:.:: .::.. :..:                                             
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.5  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (27-70:230-275) 
 
                   10        20        30        40         50      
AAD-12     PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|327 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
          60         70        80                                   
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQ                                   
       .:.:: .::.. :..:                                             
gi|327 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.5  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (27-70:230-275) 
 
                   10        20        30        40         50      
AAD-12     PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
          60         70        80                                   
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQ                                   
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.5  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (27-70:230-275) 
 
                   10        20        30        40         50      
AAD-12     PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|118 GFLSSIRSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
          60         70        80                                   
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQ                                   
       .:.:: .::.. :..:                                             
gi|118 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 76.4  bits: 20.0 E():   28 
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Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (62-77:181-195) 
 
              40        50        60        70        80            
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ            
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 75.9  bits: 20.0 E():   30 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (62-77:199-213) 
 
              40        50        60        70        80            
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ            
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 48; 25.6% identity (62.8% similar) in 43 aa overlap (29-71:78-119) 
 
                 10        20        30        40        50         
AAD-12   PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ....  .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
       60        70        80                                 
AAD-12 ERIGGGDIVAISNVKADGTVRQ                                 
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 75.1  bits: 20.6 E():   33 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (45-65:330-350) 
 
           20        30        40        50        60        70     
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|149 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
           80                                                       
AAD-12 DGTVRQ                                                       
                                                                    
gi|149 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 74.9  bits: 20.3 E():   34 
Smith-Waterman score: 52; 44.4% identity (83.3% similar) in 18 aa overlap (3-20:184-201) 
 
                                           10        20        30   
AAD-12                             PTGATLGATVTGVHLATLDDAGFAALHAAWLQ 
                                     : . :.:.:....:: ::             
gi|495 INVLECEDITFQHVTVTAPGTSINTDGIHVGISKGVTITNTKIATGDDCISIGPGSQNVT 
           160       170       180       190       200       210    
 
             40        50        60        70        80             
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ             
                                                                    
gi|495 ITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNGVRVKTWPNSPPGAATDLT 
           220       230       240       250       260       270    
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>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.5  bits: 20.3 E():   36 
Smith-Waterman score: 52; 26.1% identity (60.9% similar) in 46 aa overlap (30-73:117-160) 
 
                10        20        30          40        50        
AAD-12  PTGATLGATVTGVHLATLDDAGFAALHAAWL--QHALLIFPGQHLSNDQQITFAKRFGA 
                                     :.  :. ..:.  :..   .. :.  : .  
gi|113 IYMVTSDQDDDVVNPKEGTLRFGATQDRPLWIIFQRDMIIYLQQEMVVTSDKTIDGRGAK 
         90       100       110       120       130       140       
 
        60        70        80                                      
AAD-12 IERIGGGDIVAISNVKADGTVRQ                                      
       .: . ::  ... :::                                             
gi|113 VELVYGG--ITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGDAIHVTGSS 
        150         160       170       180       190       200     
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 74.3  bits: 19.7 E():   36 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (62-77:198-212) 
 
              40        50        60        70        80            
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ            
                                     : :::::. ..:  :.               
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
        230       240       250       260          
 
>>gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Subtili  (269 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 74.3  bits: 19.7 E():   36 
Smith-Waterman score: 50; 26.1% identity (65.2% similar) in 46 aa overlap (1-46:14-58) 
 
                            10        20        30        40        
AAD-12              PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQ 
                    :.. . : : .::..:.:: .:...     .. .  . ::.  ..:  
gi|267 AQSVPWGISRVQAPAAHNRGLTGSGVKVAVLD-TGISTHPDLNIRGGASFVPGEPSTQDG 
               10        20        30         40        50          
 
        50        60        70        80                            
AAD-12 QITFAKRFGAIERIGGGDIVAISNVKADGTVRQ                            
                                                                    
gi|267 NGHGTHVAGTIAALNNSIGVLGVAPSAELYAVKVLGASGSGSVSSIAQGLEWAGNNGMHV 
      60        70        80        90       100       110          
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 74.3  bits: 19.7 E():   36 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (62-77:198-212) 
 
              40        50        60        70        80            
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ            
                                     : :::::. ..:  :.               
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
gi|115 RKDSDKPIKGPITVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
        230       240       250       260          
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.2  bits: 19.4 E():   37 
Smith-Waterman score: 49; 33.3% identity (57.1% similar) in 21 aa overlap (28-48:10-30) 
 
               10        20        30        40        50        60 
AAD-12 PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                  :::.      ::: :  ....             
gi|944                   MKTLGVLFIAAWFIACTHSFPGAHDEDSKEERKNVDTVLVLP 
                                 10        20        30        40   
 
               70        80                                         
AAD-12 IGGGDIVAISNVKADGTVRQ                                         
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gi|944 SIERDQMMAATFDFPSLSFEDSDEGSNWNWNTLLRPNFLDGWYQTLQSAISAHMKKVREQ 
             50        60        70        80        90       100   
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 73.3  bits: 20.3 E():   41 
Smith-Waterman score: 52; 25.0% identity (65.6% similar) in 32 aa overlap (38-69:117-148) 
 
        10        20        30        40        50        60        
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : :.. .....  :  .   ....  :::. 
gi|303 APKLYYVTQGRGILGVLMPGCPETFQSMSQFQGSREQEEERGRFQDQHQKVHHLKKGDII 
         90       100       110       120       130       140       
 
        70        80                                                
AAD-12 AISNVKADGTVRQ                                                
       ::                                                           
gi|303 AIPAGVALWCYNDGDEDLVTVLVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLR 
        150       160       170       180       190       200       
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 72.9  bits: 20.6 E():   44 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (45-65:330-350) 
 
           20        30        40        50        60        70     
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|169 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
           80                                                       
AAD-12 DGTVRQ                                                       
                                                                    
gi|169 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (62-71:109-118) 
 
              40        50        60        70        80            
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ            
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
gi|534 KAEALFRAVESYLLAHSDAYN 
      140       150          
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (29-71:77-118) 
 
                 10        20        30        40        50         
AAD-12   PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|402 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
         50        60        70        80        90        100      
 
       60        70        80                                 
AAD-12 ERIGGGDIVAISNVKADGTVRQ                                 
          :::.:: ::.                                          
gi|402 AAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
         110       120       130       140       150          
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.0  bits: 18.3 E():   49 
Smith-Waterman score: 45; 30.3% identity (66.7% similar) in 33 aa overlap (48-79:93-125) 
 
        20        30        40        50         60        70       
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA-KRFGAIERIGGGDIVAISNVKADG 
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                                     :  :. :.   :....: :.:. ..: .   
gi|121 FKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVT 
             70        80        90       100       110       120   
 
         80     
AAD-12 TVRQ     
       .::      
gi|121 SVRSYKRI 
            130 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 46; 23.3% identity (62.8% similar) in 43 aa overlap (29-71:78-119) 
 
                 10        20        30        40        50         
AAD-12   PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :... .   ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLE-KVSHELKIV 
        50        60        70        80        90        100       
 
       60        70        80                                 
AAD-12 ERIGGGDIVAISNVKADGTVRQ                                 
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (29-71:78-119) 
 
                 10        20        30        40        50         
AAD-12   PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
       60        70        80                                 
AAD-12 ERIGGGDIVAISNVKADGTVRQ                                 
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (62-71:110-119) 
 
              40        50        60        70        80            
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ            
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
gi|534 KAEALFRAVESYLLAHSDAYN 
     140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (29-71:78-119) 
 
                 10        20        30        40        50         
AAD-12   PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
       60        70        80                                 
AAD-12 ERIGGGDIVAISNVKADGTVRQ                                 
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
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>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (29-71:78-119) 
 
                 10        20        30        40        50         
AAD-12   PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|730 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
       60        70        80                                 
AAD-12 ERIGGGDIVAISNVKADGTVRQ                                 
          :::.:: ::.                                          
gi|730 AAPGGGSIVKISSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (29-71:78-119) 
 
                 10        20        30        40        50         
AAD-12   PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
       60        70        80                                 
AAD-12 ERIGGGDIVAISNVKADGTVRQ                                 
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (29-71:78-119) 
 
                 10        20        30        40        50         
AAD-12   PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
       60        70        80                                 
AAD-12 ERIGGGDIVAISNVKADGTVRQ                                 
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (29-71:78-119) 
 
                 10        20        30        40        50         
AAD-12   PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
       60        70        80                                 
AAD-12 ERIGGGDIVAISNVKADGTVRQ                                 
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|121244|sp|P12548.1|GLB73_CHITH RecName: Full=Globin  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (12-28:61-77) 
 
                                  10        20        30        40  
AAD-12                    PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
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gi|121 WKAVSHNEVDILAAVFAAYPDIQAKFPQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
              50        60        70        80                      
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ                      
                                                                    
gi|121 SGNESNASAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLSNHVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|56405054|sp|P84298.1|GLB75_CHITH RecName: Full=Glob  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (12-28:61-77) 
 
                                  10        20        30        40  
AAD-12                    PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|564 WKAVSHNEVEILAAVFAAYPDIQNKFSQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
              50        60        70        80                      
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ                      
                                                                    
gi|564 SGNTSNAAAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLQANVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|121248|sp|P12549.1|GLB76_CHITH RecName: Full=Globin  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (12-28:61-77) 
 
                                  10        20        30        40  
AAD-12                    PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|121 WKAVSHNEVEILAAVFAAYPDIQNKFSQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
              50        60        70        80                      
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ                      
                                                                    
gi|121 SGNDSNAAAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLQANVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|56405052|sp|P84296.1|GLB74_CHITH RecName: Full=Glob  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (12-28:61-77) 
 
                                  10        20        30        40  
AAD-12                    PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|564 WKAVSHNEVDILAAVFAAYPDIQAKFPQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
              50        60        70        80                      
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ                      
                                                                    
gi|564 SGNASNAAAVEGLLNKLGSDHKARGVSAAQFGEFRTALVSYLSNHVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.9  bits: 19.5 E():   50 
Smith-Waterman score: 52; 28.6% identity (61.2% similar) in 49 aa overlap (6-54:9-53) 
 
                  10        20        30        40        50        
AAD-12    PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA 
               : :.:.   .: .. . ...:.  : :. :   : :. : .::  :...    
gi|170 MKTFLVFALIAVVATSAIAQMETSCISGLERPWQQQPL---PPQQ-SFSQQPPFSQQQQQ 
               10        20        30           40         50       
 
        60        70        80                                      
AAD-12 IERIGGGDIVAISNVKADGTVRQ                                      
                                                                    
gi|170 PLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQQQLVLPPQQQQQQLV 
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         60        70        80        90       100       110       
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 71.6  bits: 19.8 E():   51 
Smith-Waterman score: 50; 26.8% identity (51.2% similar) in 41 aa overlap (34-70:190-230) 
 
            10        20        30        40            50          
AAD-12 ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::  .  :    ::.  
gi|215 NKPVIFTKSNLAKSPELDAKMYDICYSTAAAPIYFPPHHFVTHTSNGARYEFNLVDGAVA 
     160       170       180       190       200       210          
 
      60        70        80                                        
AAD-12 RIGGGDIVAISNVKADGTVRQ                                        
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.6  bits: 18.0 E():   51 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (47-65:35-53) 
 
         20        30        40        50        60        70       
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
         80                                             
AAD-12 TVRQ                                             
                                                        
gi|730 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.6  bits: 18.0 E():   51 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (47-65:35-53) 
 
         20        30        40        50        60        70       
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
         80                                             
AAD-12 TVRQ                                             
                                                        
gi|191 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.6  bits: 18.9 E():   52 
Smith-Waterman score: 47; 31.8% identity (56.8% similar) in 44 aa overlap (31-74:63-102) 
 
               10        20        30        40        50        60 
AAD-12 PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|833 HHQTYVNGLNAALEAQKKAAEANDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
             40        50        60        70           80          
 
               70        80                                         
AAD-12 IGGGDIVAISNVKADGTVRQ                                         
        ::: :     .::                                               
gi|833 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
       90       100       110       120       130       140         
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.5  bits: 18.3 E():   52 
Smith-Waterman score: 45; 47.1% identity (76.5% similar) in 17 aa overlap (1-17:36-52) 
 
                                             10        20        30 
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AAD-12                               PTGATLGATVTGVHLATLDDAGFAALHAAW 
                                     :.:  :..:: .. :::              
gi|291 RQLQDPAHQPRSHQVVKAATAATAGGSLLVPSGLILAGTVIALTLATPLFVIFSPVLVPA 
          10        20        30        40        50        60      
 
               40        50        60        70        80           
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ           
                                                                    
gi|291 VITVSLIIMGFLASGGFGVAAVTVLSWIYRYVTGRHPPGADQLDHARMKLASKAREMKDR 
          70        80        90       100       110       120      
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.4  bits: 19.5 E():   53 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (30-61:176-207) 
 
                10        20        30        40        50          
AAD-12  PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
         150       160       170       180       190       200      
 
      60        70        80                                        
AAD-12 RIGGGDIVAISNVKADGTVRQ                                        
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
         210       220       230       240       250       260      
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.2  bits: 18.9 E():   54 
Smith-Waterman score: 47; 31.8% identity (56.8% similar) in 44 aa overlap (31-74:74-113) 
 
               10        20        30        40        50        60 
AAD-12 PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|164 HHQTYVNGLNAALEAQKKAAEATDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
            50        60        70        80           90           
 
               70        80                                         
AAD-12 IGGGDIVAISNVKADGTVRQ                                         
        ::: :     .::                                               
gi|164 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
     100       110       120       130       140       150          
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.2  bits: 19.2 E():   54 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (38-48:90-100) 
 
        10        20        30        40        50        60        
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
        70        80                                                
AAD-12 AISNVKADGTVRQ                                                
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|62240392|gb|AAX77384.1| 11S globulin precursor [Sin  (523 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 70.9  bits: 20.1 E():   56 
Smith-Waterman score: 51; 30.0% identity (63.3% similar) in 30 aa overlap (40-68:173-202) 
 
      10        20        30        40         50        60         
AAD-12 VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQ-QITFAKRFGAIERIGGGDIVA 
                                     ::. ...: :  :   .  .:..  ::..: 
gi|622 QQGQQGQQGQQQGQQGQQGQQGQQGQQGQQGQQGQQQQGQQGFRDMYQKVEHVRHGDVIA 
            150       160       170       180       190       200   
 
       70        80                                                 
AAD-12 ISNVKADGTVRQ                                                 
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gi|622 NTPGSAHWIYNTGDKPLVIISLLDIANYQNQLDRNPRVFRLAGNNPQGGFGGPQQQQPQQ 
            210       220       230       240       250       260   
 
>>gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Enteroto  (233 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 70.8  bits: 18.9 E():   57 
Smith-Waterman score: 47; 23.3% identity (51.2% similar) in 43 aa overlap (27-66:44-85) 
 
                   10        20        30           40        50    
AAD-12     PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLI---FPGQHLSNDQQITFAK 
                                     :  .:::..:.   :  .   ::  . : . 
gi|163 KKSELQGTALGNLKQIYYYNEKAKTENKESHDQFLQHTILFKGFFTDHSWYNDLLVDFDS 
            20        30        40        50        60        70    
 
            60        70        80                                  
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQ                                  
       .   ...  :  .                                                
gi|163 K-DIVDKYKGKKVDLYGAYYGYQCAGGTPNKTACMYGGVTLHDNNRLTEEKKVPINLWLD 
             80        90       100       110       120       130   
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 70.7  bits: 20.7 E():   58 
Smith-Waterman score: 53; 23.3% identity (55.8% similar) in 43 aa overlap (7-49:675-717) 
 
                                       10        20        30       
AAD-12                         PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALL 
                                     :    : . .. ...: .   . ::: .   
gi|170 LQPEQGQQGYYPTSQQQPGQGPQPGQWQQSGQGQQGYYPTSPQQSGQGQQPGQWLQPGQW 
          650       660       670       680       690       700     
 
         40        50        60        70        80                 
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ                 
       .  : .:.. ::.                                                
gi|170 LQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQ 
          710       720       730       740       750       760     
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 70.6  bits: 18.6 E():   58 
Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 42 aa overlap (38-79:98-133) 
 
        10        20        30        40        50        60        
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :::       .. .:..: ::.  : :  : 
gi|223 LADFNKDGEVTVDEFKQAVQKHCQGKKYGDFPGAF-----KVFIANQFKAIDVNGDGK-V 
        70        80        90       100            110       120   
 
        70        80                                                
AAD-12 AISNVKADGTVRQ                                                
       .... . :  .:                                                 
gi|223 GLDEYRLDCITRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCS 
             130       140       150       160       170       180  
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 70.6  bits: 20.7 E():   59 
Smith-Waterman score: 53; 23.3% identity (55.8% similar) in 43 aa overlap (7-49:690-732) 
 
                                       10        20        30       
AAD-12                         PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALL 
                                     :    : . .. ...: .   . ::: .   
gi|217 LQPEQGQQGYYPTSQQQPGQGPQPGQWQQSGQGQQGYYPTSPQQSGQGQQPGQWLQPGQW 
     660       670       680       690       700       710          
 
         40        50        60        70        80                 
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ                 
       .  : .:.. ::.                                                
gi|217 LQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQ 
     720       730       740       750       760       770          
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 45; 23.3% identity (60.5% similar) in 43 aa overlap (29-71:78-119) 
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                 10        20        30        40        50         
AAD-12   PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
       60        70        80                                 
AAD-12 ERIGGGDIVAISNVKADGTVRQ                                 
          :::..: ::.                                          
gi|167 AAPGGGSVVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 45; 24.4% identity (61.0% similar) in 41 aa overlap (31-71:80-119) 
 
               10        20        30        40        50        60 
AAD-12 PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :. :.    ....  .   
gi|730 GPGTIKKITFSEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLG-DKLEKVSHELKIVAA 
      50        60        70        80        90        100         
 
               70        80                                 
AAD-12 IGGGDIVAISNVKADGTVRQ                                 
        :::.:: ::.                                          
gi|730 PGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      110       120       130       140       150       160 
 
>>gi|11762104|gb|AAG40330.1|AF323974_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (27-71:77-120) 
 
                   10        20        30        40         50      
AAD-12     PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
          60        70        80                                 
AAD-12 GAIERIGGGDIVAISNVKADGTVRQ                                 
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|5726304|gb|AAD48405.1|AF136945_1 major allergen Cor  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (27-71:77-120) 
 
                   10        20        30        40         50      
AAD-12     PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|572 GNGGPGTIKKITFAEGNEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
          60        70        80                                 
AAD-12 GAIERIGGGDIVAISNVKADGTVRQ                                 
       .:  . :::.:. :..                                          
gi|572 AAAPH-GGGSILKITSKYHTKGNASINEEEIKAGKEKAAGLFKAVEAYLLAHPDAYC 
         110        120       130       140       150       160  
 
>>gi|11762102|gb|AAG40329.1|AF323973_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (27-71:77-120) 
 
                   10        20        30        40         50      
AAD-12     PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
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          60        70        80                                 
AAD-12 GAIERIGGGDIVAISNVKADGTVRQ                                 
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|15809696|gb|AAL07320.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 70.4  bits: 18.0 E():   60 
Smith-Waterman score: 44; 25.0% identity (58.9% similar) in 56 aa overlap (21-74:45-100) 
 
                         10        20        30        40        50 
AAD-12           PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 
                                     : .::.   . . . :   : ::.. . .. 
gi|158 TDGQHLTAAAIIGHDGSVWAQSANFPQFKPAEIAAIMKDFDEPGSLAPTGLHLGGTKYMV 
           20        30        40        50        60        70     
 
               60          70        80                          
AAD-12 FAKRFGAIER--IGGGDIVAISNVKADGTVRQ                          
       .  . ::. :   : : :.. ....:                                
gi|158 IQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL 
           80        90       100       110       120       130  
 
>>gi|71153243|sp|Q39547.1|CUCM1_CUCME RecName: Full=Cucu  (731 aa) 
 initn:  41 init1:  41 opt:  52  Z-score: 70.0  bits: 20.4 E():   63 
Smith-Waterman score: 52; 19.2% identity (53.8% similar) in 78 aa overlap (2-77:132-206) 
 
                                            10          20          
AAD-12                              PTGATLGATVTGV--HLATLDDAGFAALHAA 
                                     .. ..:.  ::.  .  ..:: ::.      
gi|711 FLNEMNELHTTRSWDFLGFPLTVPRRSQVESNIVVGVLDTGIWPESPSFDDEGFSPPPPK 
             110       120       130       140       150       160  
 
      30        40        50        60        70        80          
AAD-12 WLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ          
       :         ....  ...:  :. .   . :. ::. .  .... ::             
gi|711 WKGTCET---SNNFRCNRKIIGARSYHIGRPISPGDVNGPRDTNGHGTHTASTAAGGLVS 
                170       180       190       200       210         
 
gi|711 QANLYGLGLGTARGGVPLARIAAYKVCWNDGCSDTDILAAYDDAIADGVDIISLSVGGAN 
      220       230       240       250       260       270         
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.9  bits: 19.5 E():   64 
Smith-Waterman score: 49; 27.9% identity (55.8% similar) in 43 aa overlap (3-45:324-366) 
 
                                           10        20        30   
AAD-12                             PTGATLGATVTGVHLATLDDAGFAALHAAWLQ 
                                     : .. :.  :    ::. ...:: :.: .  
gi|458 AEVCTIAASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVA 
           300       310       320       330       340       350    
 
             40        50        60        70        80 
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ 
         :. . :   .:                                    
gi|458 AYLMALEGVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV     
           360       370       380       390            
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.9  bits: 19.5 E():   64 
Smith-Waterman score: 49; 27.9% identity (55.8% similar) in 43 aa overlap (3-45:324-366) 
 
                                           10        20        30   
AAD-12                             PTGATLGATVTGVHLATLDDAGFAALHAAWLQ 
                                     : .. :.  :    ::. ...:: :.: .  
gi|668 AEACTIAASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVA 
           300       310       320       330       340       350    
 
             40        50        60        70        80 
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ 
         :. . :   .:                                    
gi|668 AYLMALEGVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV     
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           360       370       380       390            
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 47; 46.7% identity (73.3% similar) in 15 aa overlap (62-76:192-205) 
 
              40        50        60        70        80            
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ            
                                     : ::.::. ..:  :                
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 47; 46.7% identity (73.3% similar) in 15 aa overlap (62-76:192-205) 
 
              40        50        60        70        80            
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ            
                                     : ::.::. ..:  :                
gi|168 CKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGDVVAV-DIKEKGKDKWTELKESWGAVW 
             170       180       190        200       210       220 
 
gi|168 RIDTPDKLTGPFTVRYTTEGGTKSEFEDVIPEGWKADTSYSAK 
              230       240       250       260    
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 69.8  bits: 19.8 E():   65 
Smith-Waterman score: 50; 22.0% identity (52.5% similar) in 59 aa overlap (3-61:276-333) 
 
                                           10        20        30   
AAD-12                             PTGATLGATVTGVHLATLDDAGFAALHAAWLQ 
                                     :.  : . .:  :. .:.  . . :.. :  
gi|505 SLGRIIEFRFYKEITNVFRGNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLG 
         250       260       270       280       290       300      
 
             40        50        60        70        80             
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ             
         .  : :. :.    . .:  .: . :.                                
gi|505 FNINCFEGRLLKAATAFMLAWNYG-VPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNIL 
         310       320        330       340       350       360     
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.4  bits: 19.2 E():   68 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (38-48:90-100) 
 
        10        20        30        40        50        60        
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
        70        80                                                
AAD-12 AISNVKADGTVRQ                                                
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.3  bits: 17.4 E():   69 
Smith-Waterman score: 42; 37.5% identity (62.5% similar) in 24 aa overlap (47-70:79-100) 
 
         20        30        40        50        60        70       
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .  :       
gi|897 QQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQL--AAQLPAMCRLEGGDALLASQ      
       50        60        70        80          90       100       
 
         80 
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AAD-12 TVRQ 
 
>>gi|1336811|gb|AAB36119.1| Sol i 1=antigen {N-terminal}  (25 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.9  bits: 15.3 E():   72 
Smith-Waterman score: 35; 50.0% identity (80.0% similar) in 10 aa overlap (3-12:12-21) 
 
                        10        20        30        40        50  
AAD-12          PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 
                  : .::. :.:                                        
gi|133 WKIPLNNIQYVGHSLGSHVSGFAAK                                    
               10        20                                         
 
>>gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.9  bits: 17.7 E():   72 
Smith-Waterman score: 43; 24.5% identity (58.5% similar) in 53 aa overlap (24-74:48-100) 
 
                      10        20        30        40        50    
AAD-12        PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 
                                     ::.   . . . :   : ::.. . ...   
gi|144 HRLTAAAIIGHDGSVWAQSSSFPQFKSDEVAAIMKDFDEPGSLAPTGLHLGSTKYMVIQG 
        20        30        40        50        60        70        
 
            60          70        80                          
AAD-12 RFGAIER--IGGGDIVAISNVKADGTVRQ                          
       . ::. :   :.: :.. .. .:                                
gi|144 EPGAVIRGKKGSGGITVKKTSQALIIGIYDEPLTPGQCNMIVERLGDYLLEQGM 
        80        90       100       110       120       130  
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 68.5  bits: 19.2 E():   76 
Smith-Waterman score: 50; 28.2% identity (59.2% similar) in 71 aa overlap (2-69:21-85) 
 
                                  10        20        30        40  
AAD-12                    PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                           : ::::  ::   . ..: .:. ..  : .   : .. :: 
gi|215 MATTKSFLILFFMILATTSSTCATLGEMVT---VLSIDGGGIKGIIPAII---LEFLEGQ 
               10        20        30           40           50     
 
                50        60         70        80                   
AAD-12 --HLSNDQQITFAKRFGAIERIG-GGDIVAISNVKADGTVRQ                   
         ...:...  .:  : .:   . :: ..:.                              
gi|215 LQEVDNNKDARLADYFDVIGGTSTGGLLTAMITTPNENNRPFAAAKDIVPFYFEHGPHIF 
           60        70        80        90       100       110     
 
gi|215 NYSGSIFGPRYDGKYLLQVLQEKLGETRVHQALTEVAISSFDIKTNKPVIFTKSNLAESP 
          120       130       140       150       160       170     
 
>>gi|113561|sp|P22285.1|MPA92_POAPR RecName: Full=Pollen  (333 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.1  bits: 18.9 E():   80 
Smith-Waterman score: 47; 41.4% identity (58.6% similar) in 29 aa overlap (1-29:54-82) 
 
                                             10        20        30 
AAD-12                               PTGATLGATVTGVHLATLDDAGFAALHAAW 
                                     :.::.  ::.   .:    .::: :  ::  
gi|113 YAADVGYGAPATLATPATPAAPAAGYTPAAPAGAAPKATTDEQKLIEKINAGFKAAVAAA 
            30        40        50        60        70        80    
 
               40        50        60        70        80           
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ           
                                                                    
gi|113 AGVPAVDKYKTFVATFGTASNKAFAEALSTEPKGAAAASSNAVLTSKLDAAYKLAYKSAE 
            90       100       110       120       130       140    
 
>>gi|886967|emb|CAA59340.1| low molecular weight gluteni  (276 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 68.0  bits: 18.6 E():   81 
Smith-Waterman score: 46; 30.3% identity (63.6% similar) in 33 aa overlap (23-54:57-89) 
 
                       10        20        30        40         50  
AAD-12         PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITF 
                                     :.  .  . :. : :.: :  .:..::  : 
gi|886 PIQQQPQPFPQQPPCSQQQQPPLSQQQQPPFSQQQPPFSQQELPILPQQPPFSQQQQPQF 
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         30        40        50        60        70        80       
 
              60        70        80                                
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQ                                
       ...                                                          
gi|886 SQQQQPFPQQQQPLLLQQPPFSQQRPPFSQQQQQPVLPQQPPFSQQQQQQPILPQQPPFS 
         90       100       110       120       130       140       
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.7  bits: 18.6 E():   84 
Smith-Waterman score: 46; 33.3% identity (57.1% similar) in 21 aa overlap (33-53:79-99) 
 
             10        20        30        40        50        60   
AAD-12 GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG 
                                     : .: :: : : .  . .: .          
gi|624 QSQQQCLQQPQHQFPQPTQQFPQRPLLPFTHPFLTFPDQLLPQPPHQSFPQPPQSYPQPP 
       50        60        70        80        90       100         
 
             70        80                                           
AAD-12 GGDIVAISNVKADGTVRQ                                           
                                                                    
gi|624 LQPFPQPPQQKYPEQPQQPFPWQQPTIQLYLQQQLNPCKEFLLQQCRPVSLLSYLWSKIV 
      110       120       130       140       150       160         
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.7  bits: 18.6 E():   84 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (1-57:25-74) 
 
                                         10        20        30     
AAD-12                         PTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
           40        50        60        70        80               
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ               
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.7  bits: 18.6 E():   84 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (1-57:25-74) 
 
                                         10        20        30     
AAD-12                         PTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
           40        50        60        70        80               
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ               
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.7  bits: 18.6 E():   84 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (1-57:25-74) 
 
                                         10        20        30     
AAD-12                         PTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
           40        50        60        70        80               
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ               
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
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>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.7  bits: 18.6 E():   84 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (1-57:25-74) 
 
                                         10        20        30     
AAD-12                         PTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
           40        50        60        70        80               
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ               
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.7  bits: 18.6 E():   84 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (1-57:25-74) 
 
                                         10        20        30     
AAD-12                         PTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
           40        50        60        70        80               
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ               
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.7  bits: 18.6 E():   84 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (1-57:25-74) 
 
                                         10        20        30     
AAD-12                         PTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
           40        50        60        70        80               
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ               
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.7  bits: 18.6 E():   84 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (1-57:25-74) 
 
                                         10        20        30     
AAD-12                         PTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
           40        50        60        70        80               
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ               
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.7  bits: 18.6 E():   84 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (1-57:25-74) 
 
                                         10        20        30     
AAD-12                         PTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
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                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
           40        50        60        70        80               
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ               
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.7  bits: 18.6 E():   84 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (1-57:25-74) 
 
                                         10        20        30     
AAD-12                         PTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
           40        50        60        70        80               
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ               
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.7  bits: 18.6 E():   84 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (1-57:25-74) 
 
                                         10        20        30     
AAD-12                         PTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
           40        50        60        70        80               
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ               
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.7  bits: 18.6 E():   84 
Smith-Waterman score: 46; 33.9% identity (49.2% similar) in 59 aa overlap (1-57:25-74) 
 
                                         10        20        30     
AAD-12                         PTGATLG--ATVTGVHLATLDDAGFAALHAAWLQHA 
                               :.::  .  ::.   .:    .::: :  ::    : 
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA----A 
               10        20        30        40        50           
 
           40        50        60        70        80               
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ               
         . :.     :.  ::.  :::                                      
gi|217 AGVPPA-----DKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
         60             70        80        90       100       110  
 
>>gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triticum   (439 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.6  bits: 19.2 E():   85 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (38-48:103-113) 
 
        10        20        30        40        50        60        
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|739 FLQQQQIPQQQIPQQHQIPQQPQQFPQQQQFPQQHQSPQQQFPQQQFPQQKLPQQEFPQQ 
             80        90       100       110       120       130   
 
        70        80                                                
AAD-12 AISNVKADGTVRQ                                                
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gi|739 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
            140       150       160       170       180       190   
 
>>gi|46410859|gb|AAR98518.1| major latex allergen Hev b   (366 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.4  bits: 18.9 E():   87 
Smith-Waterman score: 47; 30.8% identity (56.4% similar) in 39 aa overlap (23-61:231-269) 
 
                       10        20        30        40        50   
AAD-12         PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     .:.:::  : . :  .   .:  . . :   
gi|464 ARKFVVENVAPLGLIPFIKQTSDNSTLFYELASLHAMKLPQILEKIQDGYLFPEFNYTVF 
              210       220       230       240       250       260 
 
             60        70        80                                 
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQ                                 
       . :: :..:                                                    
gi|464 NYFGIIKEIIDAPGEHGFKYGDIACCGNSTYRGQACGFLDYEFCVCGNKTEYLFFDGTHN 
              270       280       290       300       310       320 
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.3  bits: 18.0 E():   89 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (51-75:126-150) 
 
               30        40        50        60        70        80 
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ 
                                     ..:.:  . . .:: ..: . . ::      
gi|144 RAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVA 
         100       110       120       130       140       150      
 
gi|144 ILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
         160       170       180       190       200 
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.1  bits: 18.0 E():   90 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (51-75:130-154) 
 
               30        40        50        60        70        80 
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ 
                                     ..:.:  . . .:: ..: . . ::      
gi|622 RAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVA 
     100       110       120       130       140       150          
 
gi|622 ILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
     160       170       180       190       200     
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 66.7  bits: 18.0 E():   95 
Smith-Waterman score: 46; 25.7% identity (65.7% similar) in 35 aa overlap (15-49:54-84) 
 
                               10        20        30        40     
AAD-12                 PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLS 
                                     . ::.: ::      : ..:.: . ... . 
gi|161 FGVNLNLKVTNLMAGEHLTPEFLKMNPQHTIPTLNDNGFCL----WESRAILSYLADQYG 
            30        40        50        60            70          
 
           50        60        70        80                         
AAD-12 NDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ                         
       .:...                                                        
gi|161 KDDSLYPKDPKKRALVDQRLYFDLGTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFL 
      80        90       100       110       120       130          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.5  bits: 19.2 E():   98 
Smith-Waterman score: 48; 26.2% identity (61.9% similar) in 42 aa overlap (23-64:240-281) 
 
                       10        20        30        40        50   
AAD-12         PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     :...   .:..:. .   : ..: .  : . 
gi|370 RQEEREFSPRGQHSRRERAGQEEENEGGNIFSGFTPEFLEQAFQVDDRQIVQNLRGETES 
     210       220       230       240       250       260          
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             60        70        80                                 
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQ                                 
       .. :::  . ::                                                 
gi|370 EEEGAIVTVRGGLRILSPDRKRRADEEEEYDEDEYEYDEEDRRRGRGSRGRGNGIEETIC 
     270       280       290       300       310       320          
 
>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.3  bits: 19.2 E(): 1e 
Smith-Waterman score: 48; 30.0% identity (63.3% similar) in 30 aa overlap (19-48:288-317) 
 
                           10        20        30        40         
AAD-12             PTGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQ 
                                     : :  .:   .. ....:.:   : :..:: 
gi|572 ASLEGLSPNVPLYKVTEGNEPCFFTTFFSWDPAKRSAHGNSFQKKVMLLFGVGHASENQQ 
       260       270       280       290       300       310        
 
       50        60        70        80                             
AAD-12 ITFAKRFGAIERIGGGDIVAISNVKADGTVRQ                             
                                                                    
gi|572 RSNGSGGPTQRASALAALNSAFSSPSPPKSSSAPRPAGTSSASQRAAAIAALSGVLTAEK 
       320       330       340       350       360       370        
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:30 2011 done: Fri Jan 21 00:02:31 2011 
 Total Scan time:  0.080 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 11  - 90 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     3     0:= 
  30     4     2:*= 
  32    10     8:==*= 
  34    14    22:=====  * 
  36    60    44:==============*===== 
  38    77    73:========================*= 
  40    79   102:===========================      * 
  42    99   125:=================================        * 
  44   158   138:=============================================*======= 
  46   130   140:============================================  * 
  48   127   134:=========================================== * 
  50   126   122:========================================*= 
  52    90   108:==============================     * 
  54    70    92:========================      * 
  56   110    77:=========================*=========== 
  58    61    63:====================* 
  60    48    51:================* 
  62    43    41:=============*= 
  64    45    33:==========*==== 
  66    35    26:========*=== 
  68    11    20:====  * 
  70    13    16:=====* 
  72    32    12:===*======= 
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  74     5    10:== * 
  76    13     8:==*== 
  78     5     6:=* 
  80     5     5:=* 
  82     3     3:* 
  84     1     3:* 
  86     1     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     6     1:*= 
  92     1     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.02630.00314; mu= 5.8816 0.161 
 mean_var=39.739010.598, 0's: 2 Z-trim: 2  B-trim: 56 in 1/43 
 Lambda= 0.203454 
 Kolmogorov-Smirnov  statistic: 0.0412 (N=29) at  54 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   60 22.9     3.4 
gi|59895730|gb|AAX11262.1| pectin methylesterase a ( 339)   61 23.1     4.4 
gi|59895728|gb|AAX11261.1| pectin methylesterase a ( 339)   61 23.1     4.4 
gi|225810597|gb|ACO34813.1| Sal k 1 pollen allerge ( 339)   61 23.1     4.4 
gi|886963|emb|CAA59338.1| low molecular weight glu ( 229)   59 22.6     4.4 
gi|21413|emb|CAA45723.1| aspartic proteinase inhib ( 217)   58 22.3     5.1 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   58 22.3     5.2 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   61 23.1     5.9 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   61 23.1     6.2 
gi|51242679|gb|AAT99258.1| pectin-methyltransferas ( 362)   59 22.6       7 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   60 22.8     8.6 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   50 20.0      12 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   53 20.8      12 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   55 21.4      12 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   45 18.5      12 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 20.2      17 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   53 20.8      17 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   54 21.1      17 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   49 19.7      18 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   56 21.7      19 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   53 20.8      21 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   55 21.4      22 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   53 20.8      24 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   53 20.8      24 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   53 20.8      24 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   53 20.8      24 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   53 20.8      24 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   53 20.8      24 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   53 20.8      24 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   53 20.8      24 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   53 20.8      24 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 20.2      24 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 20.2      26 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   47 19.1      28 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   48 19.4      28 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   53 20.8      30 
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gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   52 20.5      30 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   52 20.5      32 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 19.9      32 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 19.9      32 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   49 19.6      32 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   52 20.5      37 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   53 20.8      40 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 18.8      42 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   46 18.8      42 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   46 18.8      42 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   46 18.8      42 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   46 18.8      42 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   46 18.8      42 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 18.8      42 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   46 18.8      42 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   46 18.8      42 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   46 18.8      42 
gi|121244|sp|P12548.1|GLB73_CHITH RecName: Full=Gl ( 161)   46 18.8      43 
gi|56405054|sp|P84298.1|GLB75_CHITH RecName: Full= ( 161)   46 18.8      43 
gi|121248|sp|P12549.1|GLB76_CHITH RecName: Full=Gl ( 161)   46 18.8      43 
gi|56405052|sp|P84296.1|GLB74_CHITH RecName: Full= ( 161)   46 18.8      43 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   44 18.2      44 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   44 18.2      44 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   49 19.6      44 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   47 19.0      45 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   50 19.9      46 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   49 19.6      47 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   47 19.0      48 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   48 19.3      48 
gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Ente ( 233)   47 19.0      50 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   46 18.8      51 
gi|62240392|gb|AAX77384.1| 11S globulin precursor  ( 523)   51 20.2      51 
gi|15809696|gb|AAL07320.1| profilin [Litchi chinen ( 131)   44 18.2      52 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   45 18.5      52 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   45 18.5      52 
gi|11762104|gb|AAG40330.1|AF323974_1 major allerge ( 161)   45 18.5      52 
gi|5726304|gb|AAD48405.1|AF136945_1 major allergen ( 161)   45 18.5      52 
gi|11762102|gb|AAG40329.1|AF323973_1 major allerge ( 161)   45 18.5      52 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   49 19.6      53 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   49 19.6      53 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   53 20.8      54 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   53 20.8      55 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   47 19.0      57 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   47 19.0      57 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   49 19.6      58 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   49 19.6      58 
gi|71153243|sp|Q39547.1|CUCM1_CUCME RecName: Full= ( 731)   52 20.5      59 
gi|1336811|gb|AAB36119.1| Sol i 1=antigen {N-termi (  25)   35 15.6      59 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   50 19.9      59 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   42 17.6      59 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   48 19.3      61 
gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full= ( 131)   43 17.9      63 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   48 19.3      69 
gi|886967|emb|CAA59340.1| low molecular weight glu ( 276)   46 18.7      73 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   46 18.7      75 
gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triti ( 439)   48 19.3      78 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   44 18.2      79 
gi|46410859|gb|AAR98518.1| major latex allergen He ( 366)   47 19.0      79 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   44 18.2      80 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   42 17.6      82 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   44 18.2      85 
gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Sub ( 269)   45 18.5      87 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   48 19.3      90 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   48 19.3      92 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   41 17.3      94 
gi|17224229|gb|AAL29690.1| profilin [Solanum lycop ( 131)   41 17.3      94 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   42 17.6      94 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   42 17.6      94 
gi|11762106|gb|AAG40331.1|AF323975_1 major allerge ( 161)   42 17.6      94 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   44 18.2      94 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   44 18.2      94 
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gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   44 18.2      95 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   42 17.6      98 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   42 17.6      98 
gi|187766749|gb|ACD36975.1| Gly m Bd 28K allergen  ( 373)   46 18.7      98 
gi|187766747|gb|ACD36974.1| Gly m Bd 28K allergen  ( 373)   46 18.7      98 
gi|187766751|gb|ACD36976.1| Gly m Bd 28K allergen  ( 373)   46 18.7      98 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   44 18.2      99 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   48 19.3      99 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 92.9  bits: 22.9 E():  3.4 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (37-68:133-160) 
 
         10        20        30        40        50        60       
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|221 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
            110       120       130       140           150         
 
         70        80                                               
AAD-12 AISNVKADGTVRQH                                               
       :.                                                           
gi|221 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
      160       170       180       190       200       210         
 
>>gi|59895730|gb|AAX11262.1| pectin methylesterase aller  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 91.0  bits: 23.1 E():  4.4 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (12-44:238-270) 
 
                                  10        20        30        40  
AAD-12                    TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|598 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
              50        60        70        80                      
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH                      
       ::.                                                          
gi|598 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|59895728|gb|AAX11261.1| pectin methylesterase aller  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 91.0  bits: 23.1 E():  4.4 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (12-44:238-270) 
 
                                  10        20        30        40  
AAD-12                    TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|598 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
              50        60        70        80                      
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH                      
       ::.                                                          
gi|598 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|225810597|gb|ACO34813.1| Sal k 1 pollen allergen [S  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 91.0  bits: 23.1 E():  4.4 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (12-44:238-270) 
 
                                  10        20        30        40  
AAD-12                    TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|225 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
              50        60        70        80                      
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH                      
       ::.                                                          
gi|225 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
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       270       280       290       300       310       320        
 
>>gi|886963|emb|CAA59338.1| low molecular weight gluteni  (229 aa) 
 initn:  39 init1:  39 opt:  59  Z-score: 90.9  bits: 22.6 E():  4.4 
Smith-Waterman score: 59; 26.4% identity (56.6% similar) in 53 aa overlap (5-53:3-55) 
 
               10        20        30            40        50       
AAD-12 TGATLGATVTGVHLATLDDAGFAALHAAWLQHAL----LIFPGQHLSNDQQITFAKRFGA 
           : :.:.   .: .. . . .:.  : :. :     .:: :.   .::  :...    
gi|886   FALIAVVATSTIAQMETSCIPGLERPWQQQPLPPQQTLFPQQQPFPQQQPPFSQQQPS 
                 10        20        30        40        50         
 
         60        70        80                                     
AAD-12 IERIGGGDIVAISNVKADGTVRQH                                     
                                                                    
gi|886 FSQQQPPFSQQQPILPEPPFSLQQQPVLPQQSPFSQQQLVLPPQQQQQLPQQQISIVQPS 
       60        70        80        90       100       110         
 
>>gi|21413|emb|CAA45723.1| aspartic proteinase inhibitor  (217 aa) 
 initn:  37 init1:  37 opt:  58  Z-score: 89.8  bits: 22.3 E():  5.1 
Smith-Waterman score: 58; 21.4% identity (56.0% similar) in 84 aa overlap (3-79:134-215) 
 
                                             10        20        30 
AAD-12                             TGATLGATV--TGVHLATLDDAGFAALHAAWL 
                                     :.::. .  ::  ..  :.. :  .... . 
gi|214 FENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTIGQADSSWFKIVKSSQF 
           110       120       130       140       150       160    
 
                    40        50        60        70        80  
AAD-12 QHALLIFP-----GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH  
        . ::  :     .  .:.:.:  :  . :.... :   .. ...   : . .:   
gi|214 GYNLLYCPVTSTMSCPFSSDDQ--FCLKVGVVHQNGKRRLALVKDNPLDVSFKQVQ 
           170       180         190       200       210        
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  37 init1:  37 opt:  58  Z-score: 89.6  bits: 22.3 E():  5.2 
Smith-Waterman score: 58; 21.4% identity (56.0% similar) in 84 aa overlap (3-79:138-219) 
 
                                             10        20        30 
AAD-12                             TGATLGATV--TGVHLATLDDAGFAALHAAWL 
                                     :.::. .  ::  ..  :.. :  .... . 
gi|201 FENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTIGQADSSWFKIVKSSQF 
       110       120       130       140       150       160        
 
                    40        50        60        70        80  
AAD-12 QHALLIFP-----GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH  
        . ::  :     .  .:.:.:  :  . :.... :   .. ...   : . .:   
gi|201 GYNLLYCPVTSTMSCPFSSDDQ--FCLKVGVVHQNGKRRLALVKDNPLDVSFKQVQ 
       170       180         190       200       210       220  
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 88.6  bits: 23.1 E():  5.9 
Smith-Waterman score: 61; 38.7% identity (58.1% similar) in 31 aa overlap (38-68:108-138) 
 
        10        20        30        40        50        60        
AAD-12 TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA 
                                     : :  .. :.  :  :   :.:.  :::.: 
gi|259 YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIA 
        80        90       100       110       120       130        
 
        70        80                                                
AAD-12 ISNVKADGTVRQH                                                
       :                                                            
gi|259 IPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGR 
       140       150       160       170       180       190        
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  60 init1:  60 opt:  61  Z-score: 88.2  bits: 23.1 E():  6.2 
Smith-Waterman score: 61; 32.7% identity (59.6% similar) in 52 aa overlap (15-62:83-134) 
 
                               10        20        30        40     
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AAD-12                 TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH--L 
                                     .: :.:: ::.... :.  :  .: ::  . 
gi|215 NPTGGHSKMESKPILNGHGYCHIHFWIGSESTKDEAGVAAIKSVELDDFLGGYPVQHREI 
             60        70        80        90       100       110   
 
             50          60        70        80                     
AAD-12 SNDQQITFAKRF--GAIERIGGGDIVAISNVKADGTVRQH                     
        . ..  :.. :  : :   ::                                       
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
>>gi|51242679|gb|AAT99258.1| pectin-methyltransferase pr  (362 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 87.3  bits: 22.6 E():    7 
Smith-Waterman score: 59; 33.3% identity (57.6% similar) in 33 aa overlap (12-44:261-293) 
 
                                  10        20        30        40  
AAD-12                    TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|512 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFDAARVVFSYCN 
              240       250       260       270       280       290 
 
              50        60        70        80                      
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH                      
       ::.                                                          
gi|512 LSDAAKPEGWSDNNKPEAQKTILFGEYKNTGPGAAPDKRAPYTKQLTEADAKTFTSLEYI 
              300       310       320       330       340       350 
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 85.7  bits: 22.8 E():  8.6 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (37-68:131-158) 
 
         10        20        30        40        50        60       
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|213 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
              110       120       130       140           150       
 
         70        80                                               
AAD-12 AISNVKADGTVRQH                                               
       :.                                                           
gi|213 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
        160       170       180       190       200       210       
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.3  bits: 20.0 E():   12 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (61-76:29-43) 
 
               40        50        60        70        80           
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH           
                                     : :::::. ..:  :.               
gi|105   CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
                 10        20        30         40        50        
 
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
        60        70        80        90          
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 82.9  bits: 20.8 E():   12 
Smith-Waterman score: 53; 21.4% identity (54.3% similar) in 70 aa overlap (8-77:33-101) 
 
                                      10        20        30        
AAD-12                        TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIF 
                                     :: .  :  ::   ..: :..  ..:.:   
gi|697 EQAFCNLKFRQNVNNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILG- 
             10        20        30        40        50        60   
 
        40        50        60        70        80                  
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH                  
       :  .:.  . .  ..  : .. .:    .....:   : .                     
gi|697 PRWNLNAHSALYVTRGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVV 
              70        80        90       100       110       120  
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gi|697 ELKNSDNAVTSPIAGKTSVLNAIPVDVLATAYDISKPEAFKLKNGRRQEIEVFRPFQSRD 
             130       140       150       160       170       180  
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 82.8  bits: 21.4 E():   12 
Smith-Waterman score: 55; 30.4% identity (54.3% similar) in 46 aa overlap (5-47:9-54) 
 
                   10        20        30           40        50    
AAD-12     TGATLGATVTGVHLATLDDAGFAALHAAWLQHAL---LIFPGQHLSNDQQITFAKR 
               : :.:.   .: .: . . .:.  : :. :     :: :   ..::       
gi|219 MKTFLVFALLAVVATSAIAQMDTSCIPGLERPWQQQPLPPQQTFPQQPPFSQQQQQQPFP 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 FGAIERIGGGDIVAISNVKADGTVRQH                                  
                                                                    
gi|219 QQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQQQLILPPQQQQQLPQQQISIVQPSV 
               70        80        90       100       110       120 
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 82.8  bits: 18.5 E():   12 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (46-69:17-38) 
 
          20        30        40        50        60        70      
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .. :       
gi|217               LVSVEHQAARLKVAKAQQL--AAQLPAMCRLEGGDALSASQ      
                             10          20        30               
 
          80 
AAD-12 TVRQH 
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 80.4  bits: 20.2 E():   17 
Smith-Waterman score: 51; 21.5% identity (52.3% similar) in 65 aa overlap (11-75:107-171) 
 
                                   10        20        30        40 
AAD-12                     TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :. .:   .. .:...:.  .    .  .: 
gi|249 NKAIKERHGGAYETYKFIPSLEASRSKQAYGATVARAPEVKYAVFEAGLTKAITAMSEAQ 
         80        90       100       110       120       130       
 
               50        60        70        80 
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH 
       ....  . . :   ::    ::.  :: :   . :      
gi|249 KVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV  
        140       150       160       170       
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 80.2  bits: 20.8 E():   17 
Smith-Waterman score: 53; 30.2% identity (49.1% similar) in 53 aa overlap (28-75:33-85) 
 
                  10        20        30        40         50       
AAD-12    TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFGA 
                                     : .:: .. .  : :  . :: :   . :  
gi|273 MEHYLKTYLSWLTEEQKEKLKEMKEAGQTKAEIQHEVMHYYDQLHGEEKQQATEKLKVGC 
             10        20        30        40        50        60   
 
         60            70        80                                 
AAD-12 IERIGG--GD--IVAISNVKADGTVRQH                                 
          . :  :.  .: . :::  :                                      
gi|273 KMLLKGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIF 
             70        80        90       100       110       120   
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 80.2  bits: 21.1 E():   17 
Smith-Waterman score: 54; 30.4% identity (54.3% similar) in 46 aa overlap (7-52:13-54) 
 
                     10        20        30        40        50     
AAD-12       TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 
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                   : . :.    .: .:    .. :::. :.    : ::.. : :: .   
gi|170 MKTLLILTILAMAITIGTANIQVDPSG----QVQWLQQQLVPQLQQPLSQQPQQTFPQPQ 
               10        20            30        40        50       
 
           60        70        80                                   
AAD-12 GAIERIGGGDIVAISNVKADGTVRQH                                   
                                                                    
gi|170 QTFPHQPQQQVPQPQQPQQPFLQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQP 
         60        70        80        90       100       110       
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.0  bits: 19.7 E():   18 
Smith-Waterman score: 49; 36.4% identity (72.7% similar) in 22 aa overlap (19-40:20-41) 
 
                10        20        30        40        50          
AAD-12  TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                          :.. :.: : . .:..: : .:                    
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQE 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 IGGGDIVAISNVKADGTVRQH                                        
                                                                    
gi|217 IQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLV 
               70        80        90       100       110       120 
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 79.5  bits: 21.7 E():   19 
Smith-Waterman score: 56; 40.6% identity (56.2% similar) in 32 aa overlap (39-68:153-184) 
 
       10        20        30        40        50          60       
AAD-12 VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK--RFGAIERIGGGDIV 
                                     ::.   .::  : .  :    .::  ::.: 
gi|258 QGQQEQQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVV 
            130       140       150       160       170       180   
 
         70        80                                               
AAD-12 AISNVKADGTVRQH                                               
       ::                                                           
gi|258 AIPAGVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQ 
            190       200       210       220       230       240   
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 78.9  bits: 20.8 E():   21 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (26-69:194-239) 
 
                    10        20        30        40         50     
AAD-12      TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|261 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
           170       180       190       200       210       220    
 
           60         70        80                                  
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQH                                  
       .:.:: .::.. :..:                                             
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 78.4  bits: 21.4 E():   22 
Smith-Waterman score: 55; 30.0% identity (57.5% similar) in 80 aa overlap (7-74:44-116) 
 
                                       10        20              30 
AAD-12                         TGATLGATVTGVHLATLDDAGFA------ALHAAWL 
                                     ...: :: ::  :. .:      :....:  
gi|108 YEQPTGLFINNEFVKGQEGKTFDVINPSDESVITQVHEATEKDVDIAVAAARKAFEGSWR 
            20        30        40        50        60        70    
 
                  40        50           60        70        80     
AAD-12 QHALLIFP---GQHLSNDQQITFAKR---FGAIERIGGGDIVAISNVKADGTVRQH     
       :..    :   :. :.:  .. : :    ..:.: . .:   ::: .:.:           
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gi|108 QET----PENRGKLLNNLANL-FEKNIDLLAAVESLDNGK--AISMAKGDISMCVGCLRY 
                80        90        100         110       120       
 
gi|108 YGGWADKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNFPLLMWAWKIGPAIACGNTVVL 
        130       140       150       160       170       180       
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 77.5  bits: 20.8 E():   24 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (26-69:230-275) 
 
                    10        20        30        40         50     
AAD-12      TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLTNIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
           60         70        80                                  
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQH                                  
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 77.5  bits: 20.8 E():   24 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (26-69:230-275) 
 
                    10        20        30        40         50     
AAD-12      TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLANIYPYFTYADNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
           60         70        80                                  
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQH                                  
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 77.5  bits: 20.8 E():   24 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (26-69:230-275) 
 
                    10        20        30        40         50     
AAD-12      TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|270 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
           60         70        80                                  
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQH                                  
       .:.:: .::.. :..:                                             
gi|270 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPDRAIETYL 
     260       270       280       290       300       310          
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 77.5  bits: 20.8 E():   24 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (26-69:230-275) 
 
                    10        20        30        40         50     
AAD-12      TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|118 GFLSSIRSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
           60         70        80                                  
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQH                                  
       .:.:: .::.. :..:                                             
gi|118 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
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 initn:  42 init1:  42 opt:  53  Z-score: 77.5  bits: 20.8 E():   24 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (26-69:230-275) 
 
                    10        20        30        40         50     
AAD-12      TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|327 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
           60         70        80                                  
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQH                                  
       .:.:: .::.. :..:                                             
gi|327 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 77.5  bits: 20.8 E():   24 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (26-69:230-275) 
 
                    10        20        30        40         50     
AAD-12      TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSSXSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
           60         70        80                                  
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQH                                  
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 77.5  bits: 20.8 E():   24 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (26-69:230-275) 
 
                    10        20        30        40         50     
AAD-12      TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|268 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
           60         70        80                                  
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQH                                  
       .:.:: .::.. :..:                                             
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 77.5  bits: 20.8 E():   24 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (26-69:230-275) 
 
                    10        20        30        40         50     
AAD-12      TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
           60         70        80                                  
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQH                                  
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 77.5  bits: 20.8 E():   24 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (26-69:230-275) 
 
                    10        20        30        40         50     
AAD-12      TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
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     200       210       220       230       240       250          
 
           60         70        80                                  
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQH                                  
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 77.5  bits: 20.2 E():   24 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (61-76:181-195) 
 
               40        50        60        70        80           
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH           
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 76.9  bits: 20.2 E():   26 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (61-76:199-213) 
 
               40        50        60        70        80           
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH           
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 76.4  bits: 19.1 E():   28 
Smith-Waterman score: 47; 28.6% identity (68.6% similar) in 35 aa overlap (47-80:93-127) 
 
         20        30        40        50         60        70      
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA-KRFGAIERIGGGDIVAISNVKADG 
                                     :  :. :.   :....: :.:. ..: .   
gi|121 FKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVT 
             70        80        90       100       110       120   
 
          80    
AAD-12 TVRQH    
       .::..    
gi|121 SVRSYKRI 
            130 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 76.3  bits: 19.4 E():   28 
Smith-Waterman score: 48; 25.6% identity (62.8% similar) in 43 aa overlap (28-70:78-119) 
 
                  10        20        30        40        50        
AAD-12    TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ....  .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
        60        70        80                                
AAD-12 ERIGGGDIVAISNVKADGTVRQH                                
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 75.9  bits: 20.8 E():   30 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (44-64:330-350) 
 
            20        30        40        50        60        70    
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AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|149 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
            80                                                      
AAD-12 DGTVRQH                                                      
                                                                    
gi|149 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.9  bits: 20.5 E():   30 
Smith-Waterman score: 52; 44.4% identity (83.3% similar) in 18 aa overlap (2-19:184-201) 
 
                                            10        20        30  
AAD-12                              TGATLGATVTGVHLATLDDAGFAALHAAWLQ 
                                     : . :.:.:....:: ::             
gi|495 INVLECEDITFQHVTVTAPGTSINTDGIHVGISKGVTITNTKIATGDDCISIGPGSQNVT 
           160       170       180       190       200       210    
 
              40        50        60        70        80            
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH            
                                                                    
gi|495 ITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNGVRVKTWPNSPPGAATDLT 
           220       230       240       250       260       270    
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 75.4  bits: 20.5 E():   32 
Smith-Waterman score: 52; 26.1% identity (60.9% similar) in 46 aa overlap (29-72:117-160) 
 
                 10        20        30          40        50       
AAD-12   TGATLGATVTGVHLATLDDAGFAALHAAWL--QHALLIFPGQHLSNDQQITFAKRFGA 
                                     :.  :. ..:.  :..   .. :.  : .  
gi|113 IYMVTSDQDDDVVNPKEGTLRFGATQDRPLWIIFQRDMIIYLQQEMVVTSDKTIDGRGAK 
         90       100       110       120       130       140       
 
         60        70        80                                     
AAD-12 IERIGGGDIVAISNVKADGTVRQH                                     
       .: . ::  ... :::                                             
gi|113 VELVYGG--ITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGDAIHVTGSS 
        150         160       170       180       190       200     
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 75.4  bits: 19.9 E():   32 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (61-76:198-212) 
 
               40        50        60        70        80           
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH           
                                     : :::::. ..:  :.               
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
        230       240       250       260          
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 75.4  bits: 19.9 E():   32 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (61-76:198-212) 
 
               40        50        60        70        80           
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH           
                                     : :::::. ..:  :.               
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
gi|115 RKDSDKPIKGPITVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
        230       240       250       260          
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.3  bits: 19.6 E():   32 
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Smith-Waterman score: 49; 33.3% identity (57.1% similar) in 21 aa overlap (27-47:10-30) 
 
               10        20        30        40        50        60 
AAD-12 TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERI 
                                 :::.      ::: :  ....              
gi|944                  MKTLGVLFIAAWFIACTHSFPGAHDEDSKEERKNVDTVLVLPS 
                                10        20        30        40    
 
               70        80                                         
AAD-12 GGGDIVAISNVKADGTVRQH                                         
                                                                    
gi|944 IERDQMMAATFDFPSLSFEDSDEGSNWNWNTLLRPNFLDGWYQTLQSAISAHMKKVREQM 
            50        60        70        80        90       100    
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 74.2  bits: 20.5 E():   37 
Smith-Waterman score: 52; 25.0% identity (65.6% similar) in 32 aa overlap (37-68:117-148) 
 
         10        20        30        40        50        60       
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : :.. .....  :  .   ....  :::. 
gi|303 APKLYYVTQGRGILGVLMPGCPETFQSMSQFQGSREQEEERGRFQDQHQKVHHLKKGDII 
         90       100       110       120       130       140       
 
         70        80                                               
AAD-12 AISNVKADGTVRQH                                               
       ::                                                           
gi|303 AIPAGVALWCYNDGDEDLVTVLVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLR 
        150       160       170       180       190       200       
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 73.6  bits: 20.8 E():   40 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (44-64:330-350) 
 
            20        30        40        50        60        70    
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|169 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
            80                                                      
AAD-12 DGTVRQH                                                      
                                                                    
gi|169 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.2  bits: 18.8 E():   42 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (61-70:109-118) 
 
               40        50        60        70        80           
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH           
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
gi|534 KAEALFRAVESYLLAHSDAYN 
      140       150          
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 73.2  bits: 18.8 E():   42 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (28-70:77-118) 
 
                  10        20        30        40        50        
AAD-12    TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|402 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
         50        60        70        80        90        100      
 
        60        70        80                                
AAD-12 ERIGGGDIVAISNVKADGTVRQH                                
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          :::.:: ::.                                          
gi|402 AAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
         110       120       130       140       150          
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 73.2  bits: 18.8 E():   42 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (28-70:78-119) 
 
                  10        20        30        40        50        
AAD-12    TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
        60        70        80                                
AAD-12 ERIGGGDIVAISNVKADGTVRQH                                
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 73.2  bits: 18.8 E():   42 
Smith-Waterman score: 46; 23.3% identity (62.8% similar) in 43 aa overlap (28-70:78-119) 
 
                  10        20        30        40        50        
AAD-12    TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :... .   ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLE-KVSHELKIV 
        50        60        70        80        90        100       
 
        60        70        80                                
AAD-12 ERIGGGDIVAISNVKADGTVRQH                                
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 73.2  bits: 18.8 E():   42 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (28-70:78-119) 
 
                  10        20        30        40        50        
AAD-12    TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
        60        70        80                                
AAD-12 ERIGGGDIVAISNVKADGTVRQH                                
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 73.2  bits: 18.8 E():   42 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (28-70:78-119) 
 
                  10        20        30        40        50        
AAD-12    TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|730 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
        60        70        80                                
AAD-12 ERIGGGDIVAISNVKADGTVRQH                                
          :::.:: ::.                                          
gi|730 AAPGGGSIVKISSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.2  bits: 18.8 E():   42 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (61-70:110-119) 
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               40        50        60        70        80           
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH           
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
gi|534 KAEALFRAVESYLLAHSDAYN 
     140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 73.2  bits: 18.8 E():   42 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (28-70:78-119) 
 
                  10        20        30        40        50        
AAD-12    TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
        60        70        80                                
AAD-12 ERIGGGDIVAISNVKADGTVRQH                                
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 73.2  bits: 18.8 E():   42 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (28-70:78-119) 
 
                  10        20        30        40        50        
AAD-12    TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
        60        70        80                                
AAD-12 ERIGGGDIVAISNVKADGTVRQH                                
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 73.2  bits: 18.8 E():   42 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (28-70:78-119) 
 
                  10        20        30        40        50        
AAD-12    TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
        60        70        80                                
AAD-12 ERIGGGDIVAISNVKADGTVRQH                                
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|121244|sp|P12548.1|GLB73_CHITH RecName: Full=Globin  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.1  bits: 18.8 E():   43 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (11-27:61-77) 
 
                                   10        20        30        40 
AAD-12                     TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|121 WKAVSHNEVDILAAVFAAYPDIQAKFPQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
               50        60        70        80                     
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH                     
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gi|121 SGNESNASAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLSNHVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|56405054|sp|P84298.1|GLB75_CHITH RecName: Full=Glob  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.1  bits: 18.8 E():   43 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (11-27:61-77) 
 
                                   10        20        30        40 
AAD-12                     TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|564 WKAVSHNEVEILAAVFAAYPDIQNKFSQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
               50        60        70        80                     
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH                     
                                                                    
gi|564 SGNTSNAAAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLQANVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|121248|sp|P12549.1|GLB76_CHITH RecName: Full=Globin  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.1  bits: 18.8 E():   43 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (11-27:61-77) 
 
                                   10        20        30        40 
AAD-12                     TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|121 WKAVSHNEVEILAAVFAAYPDIQNKFSQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
               50        60        70        80                     
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH                     
                                                                    
gi|121 SGNDSNAAAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLQANVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|56405052|sp|P84296.1|GLB74_CHITH RecName: Full=Glob  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.1  bits: 18.8 E():   43 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (11-27:61-77) 
 
                                   10        20        30        40 
AAD-12                     TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|564 WKAVSHNEVDILAAVFAAYPDIQAKFPQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
               50        60        70        80                     
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH                     
                                                                    
gi|564 SGNASNAAAVEGLLNKLGSDHKARGVSAAQFGEFRTALVSYLSNHVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.8  bits: 18.2 E():   44 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (46-64:35-53) 
 
          20        30        40        50        60        70      
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
          80                                            
AAD-12 TVRQH                                            
                                                        
gi|730 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.8  bits: 18.2 E():   44 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (46-64:35-53) 
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          20        30        40        50        60        70      
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
          80                                            
AAD-12 TVRQH                                            
                                                        
gi|191 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.8  bits: 19.6 E():   44 
Smith-Waterman score: 52; 28.6% identity (61.2% similar) in 49 aa overlap (5-53:9-53) 
 
                   10        20        30        40        50       
AAD-12     TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA 
               : :.:.   .: .. . ...:.  : :. :   : :. : .::  :...    
gi|170 MKTFLVFALIAVVATSAIAQMETSCISGLERPWQQQPL---PPQQ-SFSQQPPFSQQQQQ 
               10        20        30           40         50       
 
         60        70        80                                     
AAD-12 IERIGGGDIVAISNVKADGTVRQH                                     
                                                                    
gi|170 PLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQQQLVLPPQQQQQQLV 
         60        70        80        90       100       110       
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 72.6  bits: 19.0 E():   45 
Smith-Waterman score: 47; 31.8% identity (56.8% similar) in 44 aa overlap (30-73:63-102) 
 
                10        20        30        40        50          
AAD-12  TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|833 HHQTYVNGLNAALEAQKKAAEANDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
             40        50        60        70           80          
 
      60        70        80                                        
AAD-12 IGGGDIVAISNVKADGTVRQH                                        
        ::: :     .::                                               
gi|833 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
       90       100       110       120       130       140         
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 72.5  bits: 19.9 E():   46 
Smith-Waterman score: 50; 26.8% identity (51.2% similar) in 41 aa overlap (33-69:190-230) 
 
             10        20        30        40            50         
AAD-12 ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::  .  :    ::.  
gi|215 NKPVIFTKSNLAKSPELDAKMYDICYSTAAAPIYFPPHHFVTHTSNGARYEFNLVDGAVA 
     160       170       180       190       200       210          
 
       60        70        80                                       
AAD-12 RIGGGDIVAISNVKADGTVRQH                                       
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.3  bits: 19.6 E():   47 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (29-60:176-207) 
 
                 10        20        30        40        50         
AAD-12   TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
         150       160       170       180       190       200      
 
       60        70        80                                       
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AAD-12 RIGGGDIVAISNVKADGTVRQH                                       
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
         210       220       230       240       250       260      
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 72.2  bits: 19.0 E():   48 
Smith-Waterman score: 47; 31.8% identity (56.8% similar) in 44 aa overlap (30-73:74-113) 
 
                10        20        30        40        50          
AAD-12  TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|164 HHQTYVNGLNAALEAQKKAAEATDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
            50        60        70        80           90           
 
      60        70        80                                        
AAD-12 IGGGDIVAISNVKADGTVRQH                                        
        ::: :     .::                                               
gi|164 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
     100       110       120       130       140       150          
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.1  bits: 19.3 E():   48 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (37-47:90-100) 
 
         10        20        30        40        50        60       
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
         70        80                                               
AAD-12 AISNVKADGTVRQH                                               
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Enteroto  (233 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 71.8  bits: 19.0 E():   50 
Smith-Waterman score: 47; 23.3% identity (51.2% similar) in 43 aa overlap (26-65:44-85) 
 
                    10        20        30           40        50   
AAD-12      TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLI---FPGQHLSNDQQITFAK 
                                     :  .:::..:.   :  .   ::  . : . 
gi|163 KKSELQGTALGNLKQIYYYNEKAKTENKESHDQFLQHTILFKGFFTDHSWYNDLLVDFDS 
            20        30        40        50        60        70    
 
             60        70        80                                 
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQH                                 
       .   ...  :  .                                                
gi|163 K-DIVDKYKGKKVDLYGAYYGYQCAGGTPNKTACMYGGVTLHDNNRLTEEKKVPINLWLD 
             80        90       100       110       120       130   
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 71.7  bits: 18.8 E():   51 
Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 42 aa overlap (37-78:98-133) 
 
         10        20        30        40        50        60       
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :::       .. .:..: ::.  : :  : 
gi|223 LADFNKDGEVTVDEFKQAVQKHCQGKKYGDFPGAF-----KVFIANQFKAIDVNGDGK-V 
        70        80        90       100            110       120   
 
         70        80                                               
AAD-12 AISNVKADGTVRQH                                               
       .... . :  .:                                                 
gi|223 GLDEYRLDCITRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCS 
             130       140       150       160       170       180  
 
>>gi|62240392|gb|AAX77384.1| 11S globulin precursor [Sin  (523 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 71.7  bits: 20.2 E():   51 
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Smith-Waterman score: 51; 30.0% identity (63.3% similar) in 30 aa overlap (39-67:173-202) 
 
       10        20        30        40         50        60        
AAD-12 VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQ-QITFAKRFGAIERIGGGDIVA 
                                     ::. ...: :  :   .  .:..  ::..: 
gi|622 QQGQQGQQGQQQGQQGQQGQQGQQGQQGQQGQQGQQQQGQQGFRDMYQKVEHVRHGDVIA 
            150       160       170       180       190       200   
 
        70        80                                                
AAD-12 ISNVKADGTVRQH                                                
                                                                    
gi|622 NTPGSAHWIYNTGDKPLVIISLLDIANYQNQLDRNPRVFRLAGNNPQGGFGGPQQQQPQQ 
            210       220       230       240       250       260   
 
>>gi|15809696|gb|AAL07320.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 71.6  bits: 18.2 E():   52 
Smith-Waterman score: 44; 25.0% identity (58.9% similar) in 56 aa overlap (20-73:45-100) 
 
                          10        20        30        40          
AAD-12            TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 
                                     : .::.   . . . :   : ::.. . .. 
gi|158 TDGQHLTAAAIIGHDGSVWAQSANFPQFKPAEIAAIMKDFDEPGSLAPTGLHLGGTKYMV 
           20        30        40        50        60        70     
 
      50          60        70        80                         
AAD-12 FAKRFGAIER--IGGGDIVAISNVKADGTVRQH                         
       .  . ::. :   : : :.. ....:                                
gi|158 IQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL 
           80        90       100       110       120       130  
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 45; 24.4% identity (61.0% similar) in 41 aa overlap (30-70:80-119) 
 
                10        20        30        40        50          
AAD-12  TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :. :.    ....  .   
gi|730 GPGTIKKITFSEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLG-DKLEKVSHELKIVAA 
      50        60        70        80        90        100         
 
      60        70        80                                
AAD-12 IGGGDIVAISNVKADGTVRQH                                
        :::.:: ::.                                          
gi|730 PGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      110       120       130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 45; 23.3% identity (60.5% similar) in 43 aa overlap (28-70:78-119) 
 
                  10        20        30        40        50        
AAD-12    TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
        60        70        80                                
AAD-12 ERIGGGDIVAISNVKADGTVRQH                                
          :::..: ::.                                          
gi|167 AAPGGGSVVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|11762104|gb|AAG40330.1|AF323974_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (26-70:77-120) 
 
                    10        20        30        40         50     
AAD-12      TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
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           60        70        80                                
AAD-12 GAIERIGGGDIVAISNVKADGTVRQH                                
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|5726304|gb|AAD48405.1|AF136945_1 major allergen Cor  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (26-70:77-120) 
 
                    10        20        30        40         50     
AAD-12      TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|572 GNGGPGTIKKITFAEGNEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
           60        70        80                                
AAD-12 GAIERIGGGDIVAISNVKADGTVRQH                                
       .:  . :::.:. :..                                          
gi|572 AAAPH-GGGSILKITSKYHTKGNASINEEEIKAGKEKAAGLFKAVEAYLLAHPDAYC 
         110        120       130       140       150       160  
 
>>gi|11762102|gb|AAG40329.1|AF323973_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (26-70:77-120) 
 
                    10        20        30        40         50     
AAD-12      TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
           60        70        80                                
AAD-12 GAIERIGGGDIVAISNVKADGTVRQH                                
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 71.4  bits: 19.6 E():   53 
Smith-Waterman score: 49; 25.5% identity (59.6% similar) in 47 aa overlap (2-48:170-215) 
 
                                            10        20        30  
AAD-12                              TGATLGATVTGVHLATLDDAGFAALHAAWLQ 
                                     :  .:: .......  : :.:  ..   .: 
gi|682 GTVDSATLIVESNYFSAVNLKIVNSAPRPDGKRVGAQAAALRISG-DKASFYNVKIYGFQ 
     140       150       160       170       180        190         
 
              40        50        60        70        80            
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH            
        .:    :.:. .:  :                                            
gi|682 DTLCDDKGKHFYKDCYIEGTVDFIFGSGKSIFLNTELHAVPGDQPAIITAQARKTESEDT 
      200       210       220       230       240       250         
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 71.4  bits: 19.6 E():   53 
Smith-Waterman score: 49; 25.5% identity (59.6% similar) in 47 aa overlap (2-48:170-215) 
 
                                            10        20        30  
AAD-12                              TGATLGATVTGVHLATLDDAGFAALHAAWLQ 
                                     :  .:: .......  : :.:  ..   .: 
gi|269 GTVDSATLIVESNYFSAVNLKIVNSAPRPDGKRVGAQAAALRISG-DKASFYNVKIYGFQ 
     140       150       160       170       180        190         
 
              40        50        60        70        80            
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH            
        .:    :.:. .:  :                                            
gi|269 DTLCDDKGKHFYKDCYIEGTVDFIFGSGKSIFLNTELHAVPGDQPAIITAQARKTDSEDT 
      200       210       220       230       240       250         
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>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 71.3  bits: 20.8 E():   54 
Smith-Waterman score: 53; 23.3% identity (55.8% similar) in 43 aa overlap (6-48:675-717) 
 
                                        10        20        30      
AAD-12                          TGATLGATVTGVHLATLDDAGFAALHAAWLQHALL 
                                     :    : . .. ...: .   . ::: .   
gi|170 LQPEQGQQGYYPTSQQQPGQGPQPGQWQQSGQGQQGYYPTSPQQSGQGQQPGQWLQPGQW 
          650       660       670       680       690       700     
 
          40        50        60        70        80                
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH                
       .  : .:.. ::.                                                
gi|170 LQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQ 
          710       720       730       740       750       760     
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 71.2  bits: 20.8 E():   55 
Smith-Waterman score: 53; 23.3% identity (55.8% similar) in 43 aa overlap (6-48:690-732) 
 
                                        10        20        30      
AAD-12                          TGATLGATVTGVHLATLDDAGFAALHAAWLQHALL 
                                     :    : . .. ...: .   . ::: .   
gi|217 LQPEQGQQGYYPTSQQQPGQGPQPGQWQQSGQGQQGYYPTSPQQSGQGQQPGQWLQPGQW 
     660       670       680       690       700       710          
 
          40        50        60        70        80                
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH                
       .  : .:.. ::.                                                
gi|217 LQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQ 
     720       730       740       750       760       770          
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 70.8  bits: 19.0 E():   57 
Smith-Waterman score: 47; 46.7% identity (73.3% similar) in 15 aa overlap (61-75:192-205) 
 
               40        50        60        70        80           
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH           
                                     : ::.::. ..:  :                
gi|168 CKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGDVVAV-DIKEKGKDKWTELKESWGAVW 
             170       180       190        200       210       220 
 
gi|168 RIDTPDKLTGPFTVRYTTEGGTKSEFEDVIPEGWKADTSYSAK 
              230       240       250       260    
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 70.8  bits: 19.0 E():   57 
Smith-Waterman score: 47; 46.7% identity (73.3% similar) in 15 aa overlap (61-75:192-205) 
 
               40        50        60        70        80           
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH           
                                     : ::.::. ..:  :                
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.7  bits: 19.6 E():   58 
Smith-Waterman score: 49; 27.9% identity (55.8% similar) in 43 aa overlap (2-44:324-366) 
 
                                            10        20        30  
AAD-12                              TGATLGATVTGVHLATLDDAGFAALHAAWLQ 
                                     : .. :.  :    ::. ...:: :.: .  
gi|458 AEVCTIAASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVA 
           300       310       320       330       340       350    
 
              40        50        60        70        80 
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH 
         :. . :   .:                                     
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gi|458 AYLMALEGVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV      
           360       370       380       390             
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.7  bits: 19.6 E():   58 
Smith-Waterman score: 49; 27.9% identity (55.8% similar) in 43 aa overlap (2-44:324-366) 
 
                                            10        20        30  
AAD-12                              TGATLGATVTGVHLATLDDAGFAALHAAWLQ 
                                     : .. :.  :    ::. ...:: :.: .  
gi|668 AEACTIAASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVA 
           300       310       320       330       340       350    
 
              40        50        60        70        80 
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH 
         :. . :   .:                                     
gi|668 AYLMALEGVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV      
           360       370       380       390             
 
>>gi|71153243|sp|Q39547.1|CUCM1_CUCME RecName: Full=Cucu  (731 aa) 
 initn:  41 init1:  41 opt:  52  Z-score: 70.6  bits: 20.5 E():   59 
Smith-Waterman score: 52; 19.2% identity (53.8% similar) in 78 aa overlap (1-76:132-206) 
 
                                             10          20         
AAD-12                               TGATLGATVTGV--HLATLDDAGFAALHAA 
                                     .. ..:.  ::.  .  ..:: ::.      
gi|711 FLNEMNELHTTRSWDFLGFPLTVPRRSQVESNIVVGVLDTGIWPESPSFDDEGFSPPPPK 
             110       120       130       140       150       160  
 
       30        40        50        60        70        80         
AAD-12 WLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH         
       :         ....  ...:  :. .   . :. ::. .  .... ::             
gi|711 WKGTCET---SNNFRCNRKIIGARSYHIGRPISPGDVNGPRDTNGHGTHTASTAAGGLVS 
                170       180       190       200       210         
 
gi|711 QANLYGLGLGTARGGVPLARIAAYKVCWNDGCSDTDILAAYDDAIADGVDIISLSVGGAN 
      220       230       240       250       260       270         
 
>>gi|1336811|gb|AAB36119.1| Sol i 1=antigen {N-terminal}  (25 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 70.5  bits: 15.6 E():   59 
Smith-Waterman score: 35; 50.0% identity (80.0% similar) in 10 aa overlap (2-11:12-21) 
 
                         10        20        30        40        50 
AAD-12           TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 
                  : .::. :.:                                        
gi|133 WKIPLNNIQYVGHSLGSHVSGFAAK                                    
               10        20                                         
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 70.5  bits: 19.9 E():   59 
Smith-Waterman score: 50; 22.0% identity (52.5% similar) in 59 aa overlap (2-60:276-333) 
 
                                            10        20        30  
AAD-12                              TGATLGATVTGVHLATLDDAGFAALHAAWLQ 
                                     :.  : . .:  :. .:.  . . :.. :  
gi|505 SLGRIIEFRFYKEITNVFRGNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLG 
         250       260       270       280       290       300      
 
              40        50        60        70        80            
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH            
         .  : :. :.    . .:  .: . :.                                
gi|505 FNINCFEGRLLKAATAFMLAWNYG-VPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNIL 
         310       320        330       340       350       360     
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.5  bits: 17.6 E():   59 
Smith-Waterman score: 42; 37.5% identity (62.5% similar) in 24 aa overlap (46-69:79-100) 
 
          20        30        40        50        60        70      
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .  :       
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gi|897 QQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQL--AAQLPAMCRLEGGDALLASQ      
       50        60        70        80          90       100       
 
          80 
AAD-12 TVRQH 
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.2  bits: 19.3 E():   61 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (37-47:90-100) 
 
         10        20        30        40        50        60       
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
         70        80                                               
AAD-12 AISNVKADGTVRQH                                               
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 43; 24.5% identity (58.5% similar) in 53 aa overlap (23-73:48-100) 
 
                       10        20        30        40        50   
AAD-12         TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 
                                     ::.   . . . :   : ::.. . ...   
gi|144 HRLTAAAIIGHDGSVWAQSSSFPQFKSDEVAAIMKDFDEPGSLAPTGLHLGSTKYMVIQG 
        20        30        40        50        60        70        
 
               60        70        80                         
AAD-12 RFGAIER--IGGGDIVAISNVKADGTVRQH                         
       . ::. :   :.: :.. .. .:                                
gi|144 EPGAVIRGKKGSGGITVKKTSQALIIGIYDEPLTPGQCNMIVERLGDYLLEQGM 
        80        90       100       110       120       130  
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 69.3  bits: 19.3 E():   69 
Smith-Waterman score: 50; 28.2% identity (59.2% similar) in 71 aa overlap (1-68:21-85) 
 
                                   10        20        30        40 
AAD-12                     TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                           : ::::  ::   . ..: .:. ..  : .   : .. :: 
gi|215 MATTKSFLILFFMILATTSSTCATLGEMVT---VLSIDGGGIKGIIPAII---LEFLEGQ 
               10        20        30           40           50     
 
                 50        60         70        80                  
AAD-12 --HLSNDQQITFAKRFGAIERIG-GGDIVAISNVKADGTVRQH                  
         ...:...  .:  : .:   . :: ..:.                              
gi|215 LQEVDNNKDARLADYFDVIGGTSTGGLLTAMITTPNENNRPFAAAKDIVPFYFEHGPHIF 
           60        70        80        90       100       110     
 
gi|215 NYSGSIFGPRYDGKYLLQVLQEKLGETRVHQALTEVAISSFDIKTNKPVIFTKSNLAESP 
          120       130       140       150       160       170     
 
>>gi|886967|emb|CAA59340.1| low molecular weight gluteni  (276 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 68.8  bits: 18.7 E():   73 
Smith-Waterman score: 46; 30.3% identity (63.6% similar) in 33 aa overlap (22-53:57-89) 
 
                        10        20        30        40         50 
AAD-12          TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITF 
                                     :.  .  . :. : :.: :  .:..::  : 
gi|886 PIQQQPQPFPQQPPCSQQQQPPLSQQQQPPFSQQQPPFSQQELPILPQQPPFSQQQQPQF 
         30        40        50        60        70        80       
 
               60        70        80                               
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQH                               
       ...                                                          
gi|886 SQQQQPFPQQQQPLLLQQPPFSQQRPPFSQQQQQPVLPQQPPFSQQQQQQPILPQQPPFS 
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         90       100       110       120       130       140       
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 18.7 E():   75 
Smith-Waterman score: 46; 33.3% identity (57.1% similar) in 21 aa overlap (32-52:79-99) 
 
              10        20        30        40        50        60  
AAD-12 GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG 
                                     : .: :: : : .  . .: .          
gi|624 QSQQQCLQQPQHQFPQPTQQFPQRPLLPFTHPFLTFPDQLLPQPPHQSFPQPPQSYPQPP 
       50        60        70        80        90       100         
 
              70        80                                          
AAD-12 GGDIVAISNVKADGTVRQH                                          
                                                                    
gi|624 LQPFPQPPQQKYPEQPQQPFPWQQPTIQLYLQQQLNPCKEFLLQQCRPVSLLSYLWSKIV 
      110       120       130       140       150       160         
 
>>gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triticum   (439 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.3  bits: 19.3 E():   78 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (37-47:103-113) 
 
         10        20        30        40        50        60       
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|739 FLQQQQIPQQQIPQQHQIPQQPQQFPQQQQFPQQHQSPQQQFPQQQFPQQKLPQQEFPQQ 
             80        90       100       110       120       130   
 
         70        80                                               
AAD-12 AISNVKADGTVRQH                                               
                                                                    
gi|739 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
            140       150       160       170       180       190   
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.2  bits: 18.2 E():   79 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (50-74:126-150) 
 
      20        30        40        50        60        70          
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ 
                                     ..:.:  . . .:: ..: . . ::      
gi|144 RAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVA 
         100       110       120       130       140       150      
 
      80                                             
AAD-12 H                                             
                                                     
gi|144 ILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
         160       170       180       190       200 
 
>>gi|46410859|gb|AAR98518.1| major latex allergen Hev b   (366 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.2  bits: 19.0 E():   79 
Smith-Waterman score: 47; 30.8% identity (56.4% similar) in 39 aa overlap (22-60:231-269) 
 
                        10        20        30        40        50  
AAD-12          TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     .:.:::  : . :  .   .:  . . :   
gi|464 ARKFVVENVAPLGLIPFIKQTSDNSTLFYELASLHAMKLPQILEKIQDGYLFPEFNYTVF 
              210       220       230       240       250       260 
 
              60        70        80                                
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQH                                
       . :: :..:                                                    
gi|464 NYFGIIKEIIDAPGEHGFKYGDIACCGNSTYRGQACGFLDYEFCVCGNKTEYLFFDGTHN 
              270       280       290       300       310       320 
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.1  bits: 18.2 E():   80 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (50-74:130-154) 
 
      20        30        40        50        60        70          
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AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ 
                                     ..:.:  . . .:: ..: . . ::      
gi|622 RAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVA 
     100       110       120       130       140       150          
 
      80                                             
AAD-12 H                                             
                                                     
gi|622 ILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
     160       170       180       190       200     
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 17.6 E():   82 
Smith-Waterman score: 42; 22.2% identity (57.8% similar) in 45 aa overlap (8-52:68-112) 
 
                                      10        20        30        
AAD-12                        TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIF 
                                     ::. . .. : ..::..  .. :.       
gi|291 GLILAGTVIALTLATPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYV 
        40        50        60        70        80        90        
 
        40        50        60        70        80 
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH 
        :.:  . .:.  :.                             
gi|291 TGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVTGSQGS 
       100       110       120       130       140 
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 67.6  bits: 18.2 E():   85 
Smith-Waterman score: 46; 25.7% identity (65.7% similar) in 35 aa overlap (14-48:54-84) 
 
                                10        20        30        40    
AAD-12                  TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLS 
                                     . ::.: ::      : ..:.: . ... . 
gi|161 FGVNLNLKVTNLMAGEHLTPEFLKMNPQHTIPTLNDNGFCL----WESRAILSYLADQYG 
            30        40        50        60            70          
 
            50        60        70        80                        
AAD-12 NDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH                        
       .:...                                                        
gi|161 KDDSLYPKDPKKRALVDQRLYFDLGTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFL 
      80        90       100       110       120       130          
 
>>gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Subtili  (269 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.4  bits: 18.5 E():   87 
Smith-Waterman score: 45; 27.5% identity (65.0% similar) in 40 aa overlap (6-45:20-58) 
 
                             10        20        30        40       
AAD-12               TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQ 
                          : : .::..:.:: .:...     .. .  . ::.  ..:  
gi|267 AQSVPWGISRVQAPAAHNRGLTGSGVKVAVLD-TGISTHPDLNIRGGASFVPGEPSTQDG 
               10        20        30         40        50          
 
         50        60        70        80                           
AAD-12 QITFAKRFGAIERIGGGDIVAISNVKADGTVRQH                           
                                                                    
gi|267 NGHGTHVAGTIAALNNSIGVLGVAPSAELYAVKVLGASGSGSVSSIAQGLEWAGNNGMHV 
      60        70        80        90       100       110          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.2  bits: 19.3 E():   90 
Smith-Waterman score: 48; 26.2% identity (61.9% similar) in 42 aa overlap (22-63:240-281) 
 
                        10        20        30        40        50  
AAD-12          TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     :...   .:..:. .   : ..: .  : . 
gi|370 RQEEREFSPRGQHSRRERAGQEEENEGGNIFSGFTPEFLEQAFQVDDRQIVQNLRGETES 
     210       220       230       240       250       260          
 
              60        70        80                                
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQH                                
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       .. :::  . ::                                                 
gi|370 EEEGAIVTVRGGLRILSPDRKRRADEEEEYDEDEYEYDEEDRRRGRGSRGRGNGIEETIC 
     270       280       290       300       310       320          
 
>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.9  bits: 19.3 E():   92 
Smith-Waterman score: 48; 30.0% identity (63.3% similar) in 30 aa overlap (18-47:288-317) 
 
                            10        20        30        40        
AAD-12              TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQ 
                                     : :  .:   .. ....:.:   : :..:: 
gi|572 ASLEGLSPNVPLYKVTEGNEPCFFTTFFSWDPAKRSAHGNSFQKKVMLLFGVGHASENQQ 
       260       270       280       290       300       310        
 
        50        60        70        80                            
AAD-12 ITFAKRFGAIERIGGGDIVAISNVKADGTVRQH                            
                                                                    
gi|572 RSNGSGGPTQRASALAALNSAFSSPSPPKSSSAPRPAGTSSASQRAAAIAALSGVLTAEK 
       320       330       340       350       360       370        
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 41; 46.2% identity (69.2% similar) in 13 aa overlap (31-43:9-21) 
 
               10        20        30        40        50        60 
AAD-12 TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERI 
                                     .: .  . :::::                  
gi|264                       MSWQAYVDEHLMCEIEGQHLSAAAIVGHDGSVWAQSES 
                                     10        20        30         
 
               70        80                                         
AAD-12 GGGDIVAISNVKADGTVRQH                                         
                                                                    
gi|264 FPELKPEEVAGIIKDFDEPGTLAPTGLFVGGTKYMVIQGEPGVVIRGKKGTGGITIKKTG 
       40        50        60        70        80        90         
 
>>gi|17224229|gb|AAL29690.1| profilin [Solanum lycopersi  (131 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 41; 27.0% identity (64.9% similar) in 37 aa overlap (39-73:64-100) 
 
       10        20        30        40        50          60       
AAD-12 VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER--IGGGDIV 
                                     : ::.. . ...  . ::. :   :.: :. 
gi|172 AQSANFPQFKPEEITAIMNDFAEPGTLAPTGLHLGGTKYMVIQGEAGAVIRGKKGAGGIT 
            40        50        60        70        80        90    
 
         70        80                         
AAD-12 AISNVKADGTVRQH                         
       . .. .:                                
gi|172 VKKTNQALIIGIYDEPMTPGQCNMIVERLGDYIIEQGL 
           100       110       120       130  
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 42; 26.7% identity (64.4% similar) in 45 aa overlap (36-76:19-63) 
 
          10        20        30        40          50        60    
AAD-12 GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQI--TFAKRFGAIERIGG- 
                                     .: .  :..:. :  .  . ....: .::  
gi|167             MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGN 
                           10        20        30        40         
 
             70         80                                          
AAD-12 GDIVAISNVK-ADGTVRQH                                          
       :   .:.:.  :.:.                                              
gi|167 GGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAA 
       50        60        70        80        90       100         
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 43; 42.9% identity (71.4% similar) in 21 aa overlap (62-79:111-131) 
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              40        50        60        70           80         
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVRQH         
                                     ::.:. :::   .:.:  :..          
gi|241 KYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKEEQIKASKEM 
               90       100       110       120       130       140 
 
gi|241 GETLLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|11762106|gb|AAG40331.1|AF323975_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 42; 26.1% identity (63.0% similar) in 46 aa overlap (26-70:77-120) 
 
                    10        20        30        40         50     
AAD-12      TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..: .  .. 
gi|117 GNGGPGTIKKITFAEGNEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKIPYEIKM 
         50        60        70        80         90       100      
 
           60        70        80                                
AAD-12 GAIERIGGGDIVAISNVKADGTVRQH                                
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASINEEEIKAGKEKAAGLFKAVEAYLLAHPDAYC 
         110        120       130       140       150       160  
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 18.2 E():   94 
Smith-Waterman score: 47; 46.7% identity (73.3% similar) in 15 aa overlap (61-75:169-182) 
 
               40        50        60        70        80           
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH           
                                     : ::.::. ..:  :                
gi|331 CKYPEGTKLTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
      140       150       160       170        180       190        
 
gi|331 RVDTPDKLTGPFTVRYTTEGGTKSEVEDVIPEGWKADTSYEAK 
       200       210       220       230       240 
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 18.2 E():   94 
Smith-Waterman score: 49; 33.3% identity (60.6% similar) in 33 aa overlap (43-75:155-182) 
 
             20        30        40        50        60        70   
AAD-12 HLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK 
                                     :: . ...  .: :    : ::.::. ..: 
gi|458 RSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNPNYLALLVKFVA----GDGDVVAV-DIK 
          130       140       150       160           170           
 
             80                                                     
AAD-12 ADGTVRQH                                                     
         :                                                          
gi|458 EKGKDKWIALKESWGAIWRIDTPEVLKGPFTVRYTTEGGTKGEAKDVIPEGWKADTCYES 
     180       190       200       210       220       230          
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 18.2 E():   95 
Smith-Waterman score: 47; 46.7% identity (73.3% similar) in 15 aa overlap (61-75:170-183) 
 
               40        50        60        70        80           
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH           
                                     : ::.::. ..:  :                
gi|283 CKYPEGTKVTFHVEKGSNPNYLALLVKYVNGDGDVVAV-DIKEKGKDKWIELKESWGAIW 
     140       150       160       170        180       190         
 
gi|283 RIDTPDKLTGPFTVRYTTEGGTKTEAEDVIPEGWKADTSYESK 
      200       210       220       230       240  
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 66.4  bits: 17.6 E():   98 
Smith-Waterman score: 42; 30.0% identity (56.7% similar) in 30 aa overlap (44-73:90-117) 
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            20        30        40        50        60        70    
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     ::  .  :  .:  ... : ::. .:.  : 
gi|668 VCSARHVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSA--WGKANQVTGDDILFLSDPDA 
      60        70        80        90         100       110        
 
            80                                             
AAD-12 DGTVRQH                                             
                                                           
gi|668 RFSKSIGWADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
       120       130       140       150       160         
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 66.4  bits: 17.6 E():   98 
Smith-Waterman score: 42; 30.0% identity (56.7% similar) in 30 aa overlap (44-73:90-117) 
 
            20        30        40        50        60        70    
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     ::  .  :  .:  ... : ::. .:.  : 
gi|276 VCSARHVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSA--WGKANQVTGDDILFLSDPDA 
      60        70        80        90         100       110        
 
            80                                             
AAD-12 DGTVRQH                                             
                                                           
gi|276 RFSKSIGWADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
       120       130       140       150       160         
 
>>gi|187766749|gb|ACD36975.1| Gly m Bd 28K allergen [Gly  (373 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.4  bits: 18.7 E():   98 
Smith-Waterman score: 46; 24.1% identity (58.6% similar) in 29 aa overlap (41-69:192-220) 
 
               20        30        40        50        60        70 
AAD-12 GVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN 
                                     .: .:..  : . .:  . . ::.   .:  
gi|187 RSWRKLLETVFGKVNEKIENKDTAGSPASYNLYDDKKADFKNAYGWSKALHGGEYPPLSE 
             170       180       190       200       210       220  
 
               80                                                   
AAD-12 VKADGTVRQH                                                   
                                                                    
gi|187 PDIGVLLVKLSAGSMLAPHVNPISDEYTIVLSGYGELHIGYPNGSKAMKTKIKQGDVFVV 
             230       240       250       260       270       280  
 
>>gi|187766747|gb|ACD36974.1| Gly m Bd 28K allergen [Gly  (373 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.4  bits: 18.7 E():   98 
Smith-Waterman score: 46; 24.1% identity (58.6% similar) in 29 aa overlap (41-69:192-220) 
 
               20        30        40        50        60        70 
AAD-12 GVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN 
                                     .: .:..  : . .:  . . ::.   .:  
gi|187 RSWRKLLETVFGKVNEKIENKDTAGSPASYNLYDDKKADFKNAYGWSKALHGGEYPPLSE 
             170       180       190       200       210       220  
 
               80                                                   
AAD-12 VKADGTVRQH                                                   
                                                                    
gi|187 PDIGVLLVKLSAGSMLAPHVNPISDEYTIVLSGYGELHIGYPNGSKAMKTKIKQGDVFVV 
             230       240       250       260       270       280  
 
>>gi|187766751|gb|ACD36976.1| Gly m Bd 28K allergen [Gly  (373 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.4  bits: 18.7 E():   98 
Smith-Waterman score: 46; 24.1% identity (58.6% similar) in 29 aa overlap (41-69:192-220) 
 
               20        30        40        50        60        70 
AAD-12 GVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN 
                                     .: .:..  : . .:  . . ::.   .:  
gi|187 RSWRKLLETVFGKVNEKIENKDTAGSPASYNLYDDKKADFKNAYGWSKALHGGEYPPLSE 
             170       180       190       200       210       220  
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 320



 

 

               80                                                   
AAD-12 VKADGTVRQH                                                   
                                                                    
gi|187 PDIGVLLVKLSAGSMLAPHVNPISDEYTIVLSGYGELHIGYPNGSKAMKTKIKQGDVFVV 
             230       240       250       260       270       280  
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.2 E():   99 
Smith-Waterman score: 44; 33.3% identity (58.3% similar) in 24 aa overlap (29-52:31-54) 
 
                 10        20        30        40        50         
AAD-12   TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : :.  .  : : .:.. : :: .       
gi|170 MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQTFP 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 RIGGGDIVAISNVKADGTVRQH                                       
                                                                    
gi|170 HQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQQF 
               70        80        90       100       110       120 
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 66.4  bits: 19.3 E():   99 
Smith-Waterman score: 48; 27.9% identity (62.8% similar) in 43 aa overlap (18-59:332-374) 
 
                            10        20        30        40        
AAD-12              TGATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQ 
                                     : :   :   .. ....:.:   : :..:: 
gi|572 ASLEGLSPHVPLYKVMEGNEPCFFTTFFSWDPAKAIAHGNSFQKKVMLLFGVGHASENQQ 
             310       320       330       340       350       360  
 
         50        60        70        80                           
AAD-12 -ITFAKRFGAIERIGGGDIVAISNVKADGTVRQH                           
        .. ... :: .:                                                
gi|572 RFNGTNQGGATQRASALAALNSAFSSSSPAKSSSAPRSAGKSPGSQRAAAIAALSSALSA 
             370       380       390       400       410       420  
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:31 2011 done: Fri Jan 21 00:02:31 2011 
 Total Scan time:  0.070 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 12  - 91 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     3     0:= 
  30     2     2:* 
  32    10     8:==*= 
  34    18    22:====== * 
  36    67    44:==============*======== 
  38    75    73:========================* 
  40    80   102:===========================      * 
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  42    99   125:=================================        * 
  44   169   138:=============================================*=========== 
  46   129   140:===========================================   * 
  48   126   134:==========================================  * 
  50   119   122:========================================* 
  52    92   108:===============================    * 
  54    72    92:========================      * 
  56    92    77:=========================*===== 
  58    52    63:==================  * 
  60    54    51:================*= 
  62    62    41:=============*======= 
  64    43    33:==========*==== 
  66    25    26:========* 
  68    10    20:====  * 
  70    23    16:=====*== 
  72    24    12:===*==== 
  74     5    10:== * 
  76    14     8:==*== 
  78     5     6:=* 
  80     3     5:=* 
  82     4     3:*= 
  84     1     3:* 
  86     2     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     4     1:*= 
  92     1     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.89960.00319; mu= 6.7252 0.164 
 mean_var=40.385410.922, 0's: 2 Z-trim: 2  B-trim: 56 in 1/43 
 Lambda= 0.201819 
 Kolmogorov-Smirnov  statistic: 0.0318 (N=29) at  54 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.080 
 
The best scores are:                                      opt bits E(1491) 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   60 22.8     3.7 
gi|59895730|gb|AAX11262.1| pectin methylesterase a ( 339)   61 23.1     4.7 
gi|59895728|gb|AAX11261.1| pectin methylesterase a ( 339)   61 23.1     4.7 
gi|225810597|gb|ACO34813.1| Sal k 1 pollen allerge ( 339)   61 23.1     4.7 
gi|886963|emb|CAA59338.1| low molecular weight glu ( 229)   59 22.5     4.7 
gi|21413|emb|CAA45723.1| aspartic proteinase inhib ( 217)   58 22.2     5.5 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   58 22.2     5.6 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   61 23.1     6.3 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   61 23.1     6.6 
gi|51242679|gb|AAT99258.1| pectin-methyltransferas ( 362)   59 22.5     7.4 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   60 22.8       9 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   50 19.8      13 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   55 21.3      13 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   53 20.7      13 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   45 18.4      14 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 20.1      18 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   54 21.0      18 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   53 20.7      18 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   49 19.5      19 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   56 21.6      20 
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gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   53 20.7      22 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   55 21.3      23 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   53 20.7      26 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   53 20.7      26 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   53 20.7      26 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   53 20.7      26 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   53 20.7      26 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   53 20.7      26 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   53 20.7      26 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   53 20.7      26 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   53 20.7      26 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 20.1      26 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 20.1      28 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   47 19.0      30 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   48 19.3      30 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   53 20.7      31 
gi|49523394|emb|CAE52833.1| polygalacturonase [Pla ( 377)   52 20.4      31 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   52 20.4      33 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 19.8      34 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 19.8      34 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   49 19.6      34 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   52 20.4      39 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   53 20.7      41 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 18.7      45 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   46 18.7      45 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   46 18.7      45 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   46 18.7      45 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   46 18.7      45 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   46 18.7      45 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 18.7      45 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   46 18.7      45 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   46 18.7      45 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   46 18.7      45 
gi|121244|sp|P12548.1|GLB73_CHITH RecName: Full=Gl ( 161)   46 18.7      45 
gi|56405054|sp|P84298.1|GLB75_CHITH RecName: Full= ( 161)   46 18.7      45 
gi|121248|sp|P12549.1|GLB76_CHITH RecName: Full=Gl ( 161)   46 18.7      45 
gi|56405052|sp|P84296.1|GLB74_CHITH RecName: Full= ( 161)   46 18.7      45 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   49 19.6      46 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   44 18.1      47 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   44 18.1      47 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   50 19.9      48 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   47 19.0      48 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   49 19.6      49 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   47 19.0      51 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   48 19.3      51 
gi|62240392|gb|AAX77384.1| 11S globulin precursor  ( 523)   51 20.1      53 
gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Ente ( 233)   47 19.0      53 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   46 18.7      54 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   53 20.7      55 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   45 18.4      55 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   45 18.4      55 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   44 18.1      55 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   44 18.1      55 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   44 18.1      55 
gi|15809696|gb|AAL07320.1| profilin [Litchi chinen ( 131)   44 18.1      55 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   44 18.1      55 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   49 19.6      55 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   49 19.6      55 
gi|11762104|gb|AAG40330.1|AF323974_1 major allerge ( 161)   45 18.4      55 
gi|11762102|gb|AAG40329.1|AF323973_1 major allerge ( 161)   45 18.4      55 
gi|5726304|gb|AAD48405.1|AF136945_1 major allergen ( 161)   45 18.4      55 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   53 20.7      56 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   47 19.0      60 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   47 19.0      60 
gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penic ( 397)   49 19.6      60 
gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n ( 397)   49 19.6      60 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   50 19.9      61 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   42 17.5      64 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   48 19.3      64 
gi|1336811|gb|AAB36119.1| Sol i 1=antigen {N-termi (  25)   35 15.4      66 
gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full= ( 131)   43 17.8      67 
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gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   48 19.3      71 
gi|71153243|sp|Q39547.1|CUCM1_CUCME RecName: Full= ( 731)   51 20.2      73 
gi|886967|emb|CAA59340.1| low molecular weight glu ( 276)   46 18.7      76 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   46 18.7      79 
gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triti ( 439)   48 19.3      81 
gi|46410859|gb|AAR98518.1| major latex allergen He ( 366)   47 19.0      82 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   44 18.1      83 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   44 18.1      85 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   42 17.5      87 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   44 18.1      89 
gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Sub ( 269)   45 18.4      91 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   48 19.3      92 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   48 19.3      95 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   44 18.1      99 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   44 18.1      99 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   42 17.5      99 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   42 17.5      99 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   44 18.1      99 
gi|2642324|gb|AAB86960.1| profilin [Zea mays]      ( 131)   41 17.2      99 
gi|17224229|gb|AAL29690.1| profilin [Solanum lycop ( 131)   41 17.2      99 
gi|11762106|gb|AAG40331.1|AF323975_1 major allerge ( 161)   42 17.5   1e 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 92.3  bits: 22.8 E():  3.7 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (36-67:133-160) 
 
          10        20        30        40        50        60      
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|221 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
            110       120       130       140           150         
 
          70        80                                              
AAD-12 AISNVKADGTVRQHS                                              
       :.                                                           
gi|221 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
      160       170       180       190       200       210         
 
>>gi|59895730|gb|AAX11262.1| pectin methylesterase aller  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 90.5  bits: 23.1 E():  4.7 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (11-43:238-270) 
 
                                   10        20        30        40 
AAD-12                     GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|598 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
               50        60        70        80                     
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS                     
       ::.                                                          
gi|598 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|59895728|gb|AAX11261.1| pectin methylesterase aller  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 90.5  bits: 23.1 E():  4.7 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (11-43:238-270) 
 
                                   10        20        30        40 
AAD-12                     GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|598 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
               50        60        70        80                     
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS                     
       ::.                                                          
gi|598 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|225810597|gb|ACO34813.1| Sal k 1 pollen allergen [S  (339 aa) 
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 initn:  61 init1:  61 opt:  61  Z-score: 90.5  bits: 23.1 E():  4.7 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (11-43:238-270) 
 
                                   10        20        30        40 
AAD-12                     GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|225 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
               50        60        70        80                     
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS                     
       ::.                                                          
gi|225 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|886963|emb|CAA59338.1| low molecular weight gluteni  (229 aa) 
 initn:  39 init1:  39 opt:  59  Z-score: 90.4  bits: 22.5 E():  4.7 
Smith-Waterman score: 59; 26.4% identity (56.6% similar) in 53 aa overlap (4-52:3-55) 
 
               10        20        30            40        50       
AAD-12 GATLGATVTGVHLATLDDAGFAALHAAWLQHAL----LIFPGQHLSNDQQITFAKRFGAI 
          : :.:.   .: .. . . .:.  : :. :     .:: :.   .::  :...     
gi|886  FALIAVVATSTIAQMETSCIPGLERPWQQQPLPPQQTLFPQQQPFPQQQPPFSQQQPSF 
                10        20        30        40        50          
 
         60        70        80                                     
AAD-12 ERIGGGDIVAISNVKADGTVRQHS                                     
                                                                    
gi|886 SQQQPPFSQQQPILPEPPFSLQQQPVLPQQSPFSQQQLVLPPQQQQQLPQQQISIVQPSV 
      60        70        80        90       100       110          
 
>>gi|21413|emb|CAA45723.1| aspartic proteinase inhibitor  (217 aa) 
 initn:  37 init1:  37 opt:  58  Z-score: 89.2  bits: 22.2 E():  5.5 
Smith-Waterman score: 58; 21.4% identity (56.0% similar) in 84 aa overlap (2-78:134-215) 
 
                                              10        20          
AAD-12                              GATLGATV--TGVHLATLDDAGFAALHAAWL 
                                     :.::. .  ::  ..  :.. :  .... . 
gi|214 FENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTIGQADSSWFKIVKSSQF 
           110       120       130       140       150       160    
 
      30             40        50        60        70        80 
AAD-12 QHALLIFP-----GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS 
        . ::  :     .  .:.:.:  :  . :.... :   .. ...   : . .:   
gi|214 GYNLLYCPVTSTMSCPFSSDDQ--FCLKVGVVHQNGKRRLALVKDNPLDVSFKQVQ 
           170       180         190       200       210        
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  37 init1:  37 opt:  58  Z-score: 89.1  bits: 22.2 E():  5.6 
Smith-Waterman score: 58; 21.4% identity (56.0% similar) in 84 aa overlap (2-78:138-219) 
 
                                              10        20          
AAD-12                              GATLGATV--TGVHLATLDDAGFAALHAAWL 
                                     :.::. .  ::  ..  :.. :  .... . 
gi|201 FENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTIGQADSSWFKIVKSSQF 
       110       120       130       140       150       160        
 
      30             40        50        60        70        80 
AAD-12 QHALLIFP-----GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS 
        . ::  :     .  .:.:.:  :  . :.... :   .. ...   : . .:   
gi|201 GYNLLYCPVTSTMSCPFSSDDQ--FCLKVGVVHQNGKRRLALVKDNPLDVSFKQVQ 
       170       180         190       200       210       220  
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 88.2  bits: 23.1 E():  6.3 
Smith-Waterman score: 61; 38.7% identity (58.1% similar) in 31 aa overlap (37-67:108-138) 
 
         10        20        30        40        50        60       
AAD-12 TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA 
                                     : :  .. :.  :  :   :.:.  :::.: 
gi|259 YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIA 
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        80        90       100       110       120       130        
 
         70        80                                               
AAD-12 ISNVKADGTVRQHS                                               
       :                                                            
gi|259 IPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGR 
       140       150       160       170       180       190        
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  60 init1:  60 opt:  61  Z-score: 87.8  bits: 23.1 E():  6.6 
Smith-Waterman score: 61; 32.7% identity (59.6% similar) in 52 aa overlap (14-61:83-134) 
 
                                10        20        30        40    
AAD-12                  GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH--L 
                                     .: :.:: ::.... :.  :  .: ::  . 
gi|215 NPTGGHSKMESKPILNGHGYCHIHFWIGSESTKDEAGVAAIKSVELDDFLGGYPVQHREI 
             60        70        80        90       100       110   
 
              50          60        70        80                    
AAD-12 SNDQQITFAKRF--GAIERIGGGDIVAISNVKADGTVRQHS                    
        . ..  :.. :  : :   ::                                       
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
>>gi|51242679|gb|AAT99258.1| pectin-methyltransferase pr  (362 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 86.8  bits: 22.5 E():  7.4 
Smith-Waterman score: 59; 33.3% identity (57.6% similar) in 33 aa overlap (11-43:261-293) 
 
                                   10        20        30        40 
AAD-12                     GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|512 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFDAARVVFSYCN 
              240       250       260       270       280       290 
 
               50        60        70        80                     
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS                     
       ::.                                                          
gi|512 LSDAAKPEGWSDNNKPEAQKTILFGEYKNTGPGAAPDKRAPYTKQLTEADAKTFTSLEYI 
              300       310       320       330       340       350 
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 85.4  bits: 22.8 E():    9 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (36-67:131-158) 
 
          10        20        30        40        50        60      
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|213 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
              110       120       130       140           150       
 
          70        80                                              
AAD-12 AISNVKADGTVRQHS                                              
       :.                                                           
gi|213 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
        160       170       180       190       200       210       
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.7  bits: 19.8 E():   13 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (60-75:29-43) 
 
      30        40        50        60        70        80          
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS          
                                     : :::::. ..:  :.               
gi|105   CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
                 10        20        30         40        50        
 
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
        60        70        80        90          
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 82.4  bits: 21.3 E():   13 
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Smith-Waterman score: 55; 30.4% identity (54.3% similar) in 46 aa overlap (4-46:9-54) 
 
                    10        20        30           40        50   
AAD-12      GATLGATVTGVHLATLDDAGFAALHAAWLQHAL---LIFPGQHLSNDQQITFAKR 
               : :.:.   .: .: . . .:.  : :. :     :: :   ..::       
gi|219 MKTFLVFALLAVVATSAIAQMDTSCIPGLERPWQQQPLPPQQTFPQQPPFSQQQQQQPFP 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 FGAIERIGGGDIVAISNVKADGTVRQHS                                 
                                                                    
gi|219 QQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQQQLILPPQQQQQLPQQQISIVQPSV 
               70        80        90       100       110       120 
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 82.3  bits: 20.7 E():   13 
Smith-Waterman score: 53; 21.4% identity (54.3% similar) in 70 aa overlap (7-76:33-101) 
 
                                       10        20        30       
AAD-12                         GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIF 
                                     :: .  :  ::   ..: :..  ..:.:   
gi|697 EQAFCNLKFRQNVNNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILG- 
             10        20        30        40        50        60   
 
         40        50        60        70        80                 
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS                 
       :  .:.  . .  ..  : .. .:    .....:   : .                     
gi|697 PRWNLNAHSALYVTRGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVV 
              70        80        90       100       110       120  
 
gi|697 ELKNSDNAVTSPIAGKTSVLNAIPVDVLATAYDISKPEAFKLKNGRRQEIEVFRPFQSRD 
             130       140       150       160       170       180  
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 82.0  bits: 18.4 E():   14 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (45-68:17-38) 
 
           20        30        40        50        60        70     
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .. :       
gi|217               LVSVEHQAARLKVAKAQQL--AAQLPAMCRLEGGDALSASQ      
                             10          20        30               
 
           80 
AAD-12 TVRQHS 
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 79.8  bits: 20.1 E():   18 
Smith-Waterman score: 51; 21.5% identity (52.3% similar) in 65 aa overlap (10-74:107-171) 
 
                                    10        20        30          
AAD-12                      GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :. .:   .. .:...:.  .    .  .: 
gi|249 NKAIKERHGGAYETYKFIPSLEASRSKQAYGATVARAPEVKYAVFEAGLTKAITAMSEAQ 
         80        90       100       110       120       130       
 
      40        50        60        70        80 
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS 
       ....  . . :   ::    ::.  :: :   . :       
gi|249 KVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV   
        140       150       160       170        
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 79.8  bits: 21.0 E():   18 
Smith-Waterman score: 54; 30.4% identity (54.3% similar) in 46 aa overlap (6-51:13-54) 
 
                      10        20        30        40        50    
AAD-12        GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF 
                   : . :.    .: .:    .. :::. :.    : ::.. : :: .   
gi|170 MKTLLILTILAMAITIGTANIQVDPSG----QVQWLQQQLVPQLQQPLSQQPQQTFPQPQ 
               10        20            30        40        50       
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            60        70        80                                  
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHS                                  
                                                                    
gi|170 QTFPHQPQQQVPQPQQPQQPFLQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQP 
         60        70        80        90       100       110       
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 79.7  bits: 20.7 E():   18 
Smith-Waterman score: 53; 30.2% identity (49.1% similar) in 53 aa overlap (27-74:33-85) 
 
                   10        20        30         40        50      
AAD-12     GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFGA 
                                     : .:: .. .  : :  . :: :   . :  
gi|273 MEHYLKTYLSWLTEEQKEKLKEMKEAGQTKAEIQHEVMHYYDQLHGEEKQQATEKLKVGC 
             10        20        30        40        50        60   
 
          60            70        80                                
AAD-12 IERIGG--GD--IVAISNVKADGTVRQHS                                
          . :  :.  .: . :::  :                                      
gi|273 KMLLKGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIF 
             70        80        90       100       110       120   
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.4  bits: 19.5 E():   19 
Smith-Waterman score: 49; 36.4% identity (72.7% similar) in 22 aa overlap (18-39:20-41) 
 
                 10        20        30        40        50         
AAD-12   GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                          :.. :.: : . .:..: : .:                    
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQE 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 IGGGDIVAISNVKADGTVRQHS                                       
                                                                    
gi|217 IQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLV 
               70        80        90       100       110       120 
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 79.2  bits: 21.6 E():   20 
Smith-Waterman score: 56; 40.6% identity (56.2% similar) in 32 aa overlap (38-67:153-184) 
 
        10        20        30        40        50          60      
AAD-12 VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK--RFGAIERIGGGDIV 
                                     ::.   .::  : .  :    .::  ::.: 
gi|258 QGQQEQQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVV 
            130       140       150       160       170       180   
 
          70        80                                              
AAD-12 AISNVKADGTVRQHS                                              
       ::                                                           
gi|258 AIPAGVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQ 
            190       200       210       220       230       240   
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 78.4  bits: 20.7 E():   22 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (25-68:194-239) 
 
                     10        20        30        40         50    
AAD-12       GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|261 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
           170       180       190       200       210       220    
 
            60         70        80                                 
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHS                                 
       .:.:: .::.. :..:                                             
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
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>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 78.1  bits: 21.3 E():   23 
Smith-Waterman score: 55; 30.0% identity (57.5% similar) in 80 aa overlap (6-73:44-116) 
 
                                        10        20                
AAD-12                          GATLGATVTGVHLATLDDAGFA------ALHAAWL 
                                     ...: :: ::  :. .:      :....:  
gi|108 YEQPTGLFINNEFVKGQEGKTFDVINPSDESVITQVHEATEKDVDIAVAAARKAFEGSWR 
            20        30        40        50        60        70    
 
      30           40        50           60        70        80    
AAD-12 QHALLIFP---GQHLSNDQQITFAKR---FGAIERIGGGDIVAISNVKADGTVRQHS    
       :..    :   :. :.:  .. : :    ..:.: . .:   ::: .:.:           
gi|108 QET----PENRGKLLNNLANL-FEKNIDLLAAVESLDNGK--AISMAKGDISMCVGCLRY 
                80        90        100         110       120       
 
gi|108 YGGWADKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNFPLLMWAWKIGPAIACGNTVVL 
        130       140       150       160       170       180       
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 77.1  bits: 20.7 E():   26 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (25-68:230-275) 
 
                     10        20        30        40         50    
AAD-12       GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLTNIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
            60         70        80                                 
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHS                                 
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 77.1  bits: 20.7 E():   26 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (25-68:230-275) 
 
                     10        20        30        40         50    
AAD-12       GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLANIYPYFTYADNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
            60         70        80                                 
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHS                                 
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 77.1  bits: 20.7 E():   26 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (25-68:230-275) 
 
                     10        20        30        40         50    
AAD-12       GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|270 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
            60         70        80                                 
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHS                                 
       .:.:: .::.. :..:                                             
gi|270 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPDRAIETYL 
     260       270       280       290       300       310          
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 77.1  bits: 20.7 E():   26 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (25-68:230-275) 
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                     10        20        30        40         50    
AAD-12       GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|118 GFLSSIRSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
            60         70        80                                 
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHS                                 
       .:.:: .::.. :..:                                             
gi|118 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 77.1  bits: 20.7 E():   26 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (25-68:230-275) 
 
                     10        20        30        40         50    
AAD-12       GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|327 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
            60         70        80                                 
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHS                                 
       .:.:: .::.. :..:                                             
gi|327 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 77.1  bits: 20.7 E():   26 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (25-68:230-275) 
 
                     10        20        30        40         50    
AAD-12       GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSSXSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
            60         70        80                                 
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHS                                 
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 77.1  bits: 20.7 E():   26 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (25-68:230-275) 
 
                     10        20        30        40         50    
AAD-12       GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|268 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
            60         70        80                                 
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHS                                 
       .:.:: .::.. :..:                                             
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 77.1  bits: 20.7 E():   26 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (25-68:230-275) 
 
                     10        20        30        40         50    
AAD-12       GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
            60         70        80                                 
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AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHS                                 
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 77.1  bits: 20.7 E():   26 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (25-68:230-275) 
 
                     10        20        30        40         50    
AAD-12       GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
            60         70        80                                 
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHS                                 
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 77.0  bits: 20.1 E():   26 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (60-75:181-195) 
 
      30        40        50        60        70        80          
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS          
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 76.5  bits: 20.1 E():   28 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (60-75:199-213) 
 
      30        40        50        60        70        80          
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS          
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 75.8  bits: 19.0 E():   30 
Smith-Waterman score: 47; 28.6% identity (68.6% similar) in 35 aa overlap (46-79:93-127) 
 
          20        30        40        50         60        70     
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA-KRFGAIERIGGGDIVAISNVKADG 
                                     :  :. :.   :....: :.:. ..: .   
gi|121 FKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVT 
             70        80        90       100       110       120   
 
           80   
AAD-12 TVRQHS   
       .::..    
gi|121 SVRSYKRI 
            130 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 75.8  bits: 19.3 E():   30 
Smith-Waterman score: 48; 25.6% identity (62.8% similar) in 43 aa overlap (27-69:78-119) 
 
                   10        20        30        40        50       
AAD-12     GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ....  .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLG-DKLEKVSHELKIV 
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        50        60        70        80        90        100       
 
         60        70        80                               
AAD-12 ERIGGGDIVAISNVKADGTVRQHS                               
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 75.6  bits: 20.7 E():   31 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (43-63:330-350) 
 
             20        30        40        50        60        70   
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|149 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
             80                                                     
AAD-12 DGTVRQHS                                                     
                                                                    
gi|149 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|49523394|emb|CAE52833.1| polygalacturonase [Platanu  (377 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.5  bits: 20.4 E():   31 
Smith-Waterman score: 52; 44.4% identity (83.3% similar) in 18 aa overlap (1-18:184-201) 
 
                                             10        20        30 
AAD-12                               GATLGATVTGVHLATLDDAGFAALHAAWLQ 
                                     : . :.:.:....:: ::             
gi|495 INVLECEDITFQHVTVTAPGTSINTDGIHVGISKGVTITNTKIATGDDCISIGPGSQNVT 
           160       170       180       190       200       210    
 
               40        50        60        70        80           
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS           
                                                                    
gi|495 ITQVNCGPGHGISIGSLGRYNNEKEVRGITVKGCTFSGTMNGVRVKTWPNSPPGAATDLT 
           220       230       240       250       260       270    
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 75.1  bits: 20.4 E():   33 
Smith-Waterman score: 52; 26.1% identity (60.9% similar) in 46 aa overlap (28-71:117-160) 
 
                  10        20          30        40        50      
AAD-12    GATLGATVTGVHLATLDDAGFAALHAAWL--QHALLIFPGQHLSNDQQITFAKRFGA 
                                     :.  :. ..:.  :..   .. :.  : .  
gi|113 IYMVTSDQDDDVVNPKEGTLRFGATQDRPLWIIFQRDMIIYLQQEMVVTSDKTIDGRGAK 
         90       100       110       120       130       140       
 
          60        70        80                                    
AAD-12 IERIGGGDIVAISNVKADGTVRQHS                                    
       .: . ::  ... :::                                             
gi|113 VELVYGG--ITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGDAIHVTGSS 
        150         160       170       180       190       200     
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 75.0  bits: 19.8 E():   34 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (60-75:198-212) 
 
      30        40        50        60        70        80          
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS          
                                     : :::::. ..:  :.               
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
        230       240       250       260          
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 75.0  bits: 19.8 E():   34 
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Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (60-75:198-212) 
 
      30        40        50        60        70        80          
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS          
                                     : :::::. ..:  :.               
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
gi|115 RKDSDKPIKGPITVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
        230       240       250       260          
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.8  bits: 19.6 E():   34 
Smith-Waterman score: 49; 33.3% identity (57.1% similar) in 21 aa overlap (26-46:10-30) 
 
               10        20        30        40        50        60 
AAD-12 GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG 
                                :::.      ::: :  ....               
gi|944                 MKTLGVLFIAAWFIACTHSFPGAHDEDSKEERKNVDTVLVLPSI 
                               10        20        30        40     
 
               70        80                                         
AAD-12 GGDIVAISNVKADGTVRQHS                                         
                                                                    
gi|944 ERDQMMAATFDFPSLSFEDSDEGSNWNWNTLLRPNFLDGWYQTLQSAISAHMKKVREQMA 
           50        60        70        80        90       100     
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 73.9  bits: 20.4 E():   39 
Smith-Waterman score: 52; 25.0% identity (65.6% similar) in 32 aa overlap (36-67:117-148) 
 
          10        20        30        40        50        60      
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : :.. .....  :  .   ....  :::. 
gi|303 APKLYYVTQGRGILGVLMPGCPETFQSMSQFQGSREQEEERGRFQDQHQKVHHLKKGDII 
         90       100       110       120       130       140       
 
          70        80                                              
AAD-12 AISNVKADGTVRQHS                                              
       ::                                                           
gi|303 AIPAGVALWCYNDGDEDLVTVLVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLR 
        150       160       170       180       190       200       
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 73.4  bits: 20.7 E():   41 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (43-63:330-350) 
 
             20        30        40        50        60        70   
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|169 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
             80                                                     
AAD-12 DGTVRQHS                                                     
                                                                    
gi|169 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (60-69:109-118) 
 
      30        40        50        60        70        80          
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS          
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
gi|534 KAEALFRAVESYLLAHSDAYN 
      140       150          

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 333



 

 

 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (27-69:77-118) 
 
                   10        20        30        40        50       
AAD-12     GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|402 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
         50        60        70        80        90        100      
 
         60        70        80                               
AAD-12 ERIGGGDIVAISNVKADGTVRQHS                               
          :::.:: ::.                                          
gi|402 AAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
         110       120       130       140       150          
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (27-69:78-119) 
 
                   10        20        30        40        50       
AAD-12     GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
         60        70        80                               
AAD-12 ERIGGGDIVAISNVKADGTVRQHS                               
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 46; 23.3% identity (62.8% similar) in 43 aa overlap (27-69:78-119) 
 
                   10        20        30        40        50       
AAD-12     GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :... .   ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLE-KVSHELKIV 
        50        60        70        80        90        100       
 
         60        70        80                               
AAD-12 ERIGGGDIVAISNVKADGTVRQHS                               
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (27-69:78-119) 
 
                   10        20        30        40        50       
AAD-12     GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
         60        70        80                               
AAD-12 ERIGGGDIVAISNVKADGTVRQHS                               
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (27-69:78-119) 
 
                   10        20        30        40        50       
AAD-12     GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
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                                     : ...   .. :. :. :.    ....  . 
gi|730 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
         60        70        80                               
AAD-12 ERIGGGDIVAISNVKADGTVRQHS                               
          :::.:: ::.                                          
gi|730 AAPGGGSIVKISSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (60-69:110-119) 
 
      30        40        50        60        70        80          
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS          
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
gi|534 KAEALFRAVESYLLAHSDAYN 
     140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (27-69:78-119) 
 
                   10        20        30        40        50       
AAD-12     GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
         60        70        80                               
AAD-12 ERIGGGDIVAISNVKADGTVRQHS                               
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (27-69:78-119) 
 
                   10        20        30        40        50       
AAD-12     GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
         60        70        80                               
AAD-12 ERIGGGDIVAISNVKADGTVRQHS                               
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (27-69:78-119) 
 
                   10        20        30        40        50       
AAD-12     GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
         60        70        80                               
AAD-12 ERIGGGDIVAISNVKADGTVRQHS                               
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
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>>gi|121244|sp|P12548.1|GLB73_CHITH RecName: Full=Globin  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.6  bits: 18.7 E():   45 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (10-26:61-77) 
 
                                    10        20        30          
AAD-12                      GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|121 WKAVSHNEVDILAAVFAAYPDIQAKFPQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
      40        50        60        70        80                    
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS                    
                                                                    
gi|121 SGNESNASAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLSNHVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|56405054|sp|P84298.1|GLB75_CHITH RecName: Full=Glob  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.6  bits: 18.7 E():   45 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (10-26:61-77) 
 
                                    10        20        30          
AAD-12                      GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|564 WKAVSHNEVEILAAVFAAYPDIQNKFSQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
      40        50        60        70        80                    
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS                    
                                                                    
gi|564 SGNTSNAAAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLQANVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|121248|sp|P12549.1|GLB76_CHITH RecName: Full=Globin  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.6  bits: 18.7 E():   45 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (10-26:61-77) 
 
                                    10        20        30          
AAD-12                      GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|121 WKAVSHNEVEILAAVFAAYPDIQNKFSQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
      40        50        60        70        80                    
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS                    
                                                                    
gi|121 SGNDSNAAAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLQANVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|56405052|sp|P84296.1|GLB74_CHITH RecName: Full=Glob  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.6  bits: 18.7 E():   45 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (10-26:61-77) 
 
                                    10        20        30          
AAD-12                      GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|564 WKAVSHNEVDILAAVFAAYPDIQAKFPQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
      40        50        60        70        80                    
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS                    
                                                                    
gi|564 SGNASNAAAVEGLLNKLGSDHKARGVSAAQFGEFRTALVSYLSNHVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.4  bits: 19.6 E():   46 
Smith-Waterman score: 52; 28.6% identity (61.2% similar) in 49 aa overlap (4-52:9-53) 
 
                    10        20        30        40        50      
AAD-12      GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA 
               : :.:.   .: .. . ...:.  : :. :   : :. : .::  :...    
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gi|170 MKTFLVFALIAVVATSAIAQMETSCISGLERPWQQQPL---PPQQ-SFSQQPPFSQQQQQ 
               10        20        30           40         50       
 
          60        70        80                                    
AAD-12 IERIGGGDIVAISNVKADGTVRQHS                                    
                                                                    
gi|170 PLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQQQLVLPPQQQQQQLV 
         60        70        80        90       100       110       
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.3  bits: 18.1 E():   47 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (45-63:35-53) 
 
           20        30        40        50        60        70     
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
           80                                           
AAD-12 TVRQHS                                           
                                                        
gi|730 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.3  bits: 18.1 E():   47 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (45-63:35-53) 
 
           20        30        40        50        60        70     
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
           80                                           
AAD-12 TVRQHS                                           
                                                        
gi|191 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 72.2  bits: 19.9 E():   48 
Smith-Waterman score: 50; 26.8% identity (51.2% similar) in 41 aa overlap (32-68:190-230) 
 
              10        20        30        40            50        
AAD-12 ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::  .  :    ::.  
gi|215 NKPVIFTKSNLAKSPELDAKMYDICYSTAAAPIYFPPHHFVTHTSNGARYEFNLVDGAVA 
     160       170       180       190       200       210          
 
        60        70        80                                      
AAD-12 RIGGGDIVAISNVKADGTVRQHS                                      
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 72.1  bits: 19.0 E():   48 
Smith-Waterman score: 47; 31.8% identity (56.8% similar) in 44 aa overlap (29-72:63-102) 
 
                 10        20        30        40        50         
AAD-12   GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|833 HHQTYVNGLNAALEAQKKAAEANDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
             40        50        60        70           80          
 
       60        70        80                                       
AAD-12 IGGGDIVAISNVKADGTVRQHS                                       
        ::: :     .::                                               
gi|833 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
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       90       100       110       120       130       140         
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.0  bits: 19.6 E():   49 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (28-59:176-207) 
 
                  10        20        30        40        50        
AAD-12    GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
         150       160       170       180       190       200      
 
        60        70        80                                      
AAD-12 RIGGGDIVAISNVKADGTVRQHS                                      
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
         210       220       230       240       250       260      
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.8  bits: 19.0 E():   51 
Smith-Waterman score: 47; 31.8% identity (56.8% similar) in 44 aa overlap (29-72:74-113) 
 
                 10        20        30        40        50         
AAD-12   GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|164 HHQTYVNGLNAALEAQKKAAEATDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
            50        60        70        80           90           
 
       60        70        80                                       
AAD-12 IGGGDIVAISNVKADGTVRQHS                                       
        ::: :     .::                                               
gi|164 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
     100       110       120       130       140       150          
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.7  bits: 19.3 E():   51 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (36-46:90-100) 
 
          10        20        30        40        50        60      
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
          70        80                                              
AAD-12 AISNVKADGTVRQHS                                              
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|62240392|gb|AAX77384.1| 11S globulin precursor [Sin  (523 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 71.4  bits: 20.1 E():   53 
Smith-Waterman score: 51; 30.0% identity (63.3% similar) in 30 aa overlap (38-66:173-202) 
 
        10        20        30        40         50        60       
AAD-12 VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQ-QITFAKRFGAIERIGGGDIVA 
                                     ::. ...: :  :   .  .:..  ::..: 
gi|622 QQGQQGQQGQQQGQQGQQGQQGQQGQQGQQGQQGQQQQGQQGFRDMYQKVEHVRHGDVIA 
            150       160       170       180       190       200   
 
         70        80                                               
AAD-12 ISNVKADGTVRQHS                                               
                                                                    
gi|622 NTPGSAHWIYNTGDKPLVIISLLDIANYQNQLDRNPRVFRLAGNNPQGGFGGPQQQQPQQ 
            210       220       230       240       250       260   
 
>>gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Enteroto  (233 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 71.3  bits: 19.0 E():   53 
Smith-Waterman score: 47; 23.3% identity (51.2% similar) in 43 aa overlap (25-64:44-85) 
 
                     10        20        30           40        50  
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AAD-12       GATLGATVTGVHLATLDDAGFAALHAAWLQHALLI---FPGQHLSNDQQITFAK 
                                     :  .:::..:.   :  .   ::  . : . 
gi|163 KKSELQGTALGNLKQIYYYNEKAKTENKESHDQFLQHTILFKGFFTDHSWYNDLLVDFDS 
            20        30        40        50        60        70    
 
              60        70        80                                
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHS                                
       .   ...  :  .                                                
gi|163 K-DIVDKYKGKKVDLYGAYYGYQCAGGTPNKTACMYGGVTLHDNNRLTEEKKVPINLWLD 
             80        90       100       110       120       130   
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 71.2  bits: 18.7 E():   54 
Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 42 aa overlap (36-77:98-133) 
 
          10        20        30        40        50        60      
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :::       .. .:..: ::.  : :  : 
gi|223 LADFNKDGEVTVDEFKQAVQKHCQGKKYGDFPGAF-----KVFIANQFKAIDVNGDGK-V 
        70        80        90       100            110       120   
 
          70        80                                              
AAD-12 AISNVKADGTVRQHS                                              
       .... . :  .:                                                 
gi|223 GLDEYRLDCITRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCS 
             130       140       150       160       170       180  
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 71.1  bits: 20.7 E():   55 
Smith-Waterman score: 53; 23.3% identity (55.8% similar) in 43 aa overlap (5-47:675-717) 
 
                                         10        20        30     
AAD-12                           GATLGATVTGVHLATLDDAGFAALHAAWLQHALL 
                                     :    : . .. ...: .   . ::: .   
gi|170 LQPEQGQQGYYPTSQQQPGQGPQPGQWQQSGQGQQGYYPTSPQQSGQGQQPGQWLQPGQW 
          650       660       670       680       690       700     
 
           40        50        60        70        80               
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS               
       .  : .:.. ::.                                                
gi|170 LQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQ 
          710       720       730       740       750       760     
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 45; 23.3% identity (60.5% similar) in 43 aa overlap (27-69:78-119) 
 
                   10        20        30        40        50       
AAD-12     GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
         60        70        80                               
AAD-12 ERIGGGDIVAISNVKADGTVRQHS                               
          :::..: ::.                                          
gi|167 AAPGGGSVVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 45; 24.4% identity (61.0% similar) in 41 aa overlap (29-69:80-119) 
 
                 10        20        30        40        50         
AAD-12   GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :. :.    ....  .   
gi|730 GPGTIKKITFSEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLG-DKLEKVSHELKIVAA 
      50        60        70        80        90        100         
 
       60        70        80                               
AAD-12 IGGGDIVAISNVKADGTVRQHS                               
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        :::.:: ::.                                          
gi|730 PGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      110       120       130       140       150       160 
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.1  bits: 18.1 E():   55 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (59-80:15-36) 
 
       30        40        50        60        70        80         
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS         
                                     : :  ..: . .  ::.:  ::         
gi|604                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
gi|604 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.1  bits: 18.1 E():   55 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (59-80:15-36) 
 
       30        40        50        60        70        80         
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS         
                                     : :  ..: . .  ::.:  ::         
gi|144                 MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
gi|144 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.1  bits: 18.1 E():   55 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (59-80:15-36) 
 
       30        40        50        60        70        80         
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS         
                                     : :  ..: . .  ::.:  ::         
gi|218                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
gi|218 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|15809696|gb|AAL07320.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 71.1  bits: 18.1 E():   55 
Smith-Waterman score: 44; 25.0% identity (58.9% similar) in 56 aa overlap (19-72:45-100) 
 
                           10        20        30        40         
AAD-12             GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 
                                     : .::.   . . . :   : ::.. . .. 
gi|158 TDGQHLTAAAIIGHDGSVWAQSANFPQFKPAEIAAIMKDFDEPGSLAPTGLHLGGTKYMV 
           20        30        40        50        60        70     
 
       50          60        70        80                        
AAD-12 FAKRFGAIER--IGGGDIVAISNVKADGTVRQHS                        
       .  . ::. :   : : :.. ....:                                
gi|158 IQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL 
           80        90       100       110       120       130  
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.1  bits: 18.1 E():   55 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (59-80:15-36) 
 
       30        40        50        60        70        80         
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS         
                                     : :  ..: . .  ::.:  ::         
gi|288                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
gi|288 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
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>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 71.1  bits: 19.6 E():   55 
Smith-Waterman score: 49; 25.5% identity (59.6% similar) in 47 aa overlap (1-47:170-215) 
 
                                             10        20        30 
AAD-12                               GATLGATVTGVHLATLDDAGFAALHAAWLQ 
                                     :  .:: .......  : :.:  ..   .: 
gi|269 GTVDSATLIVESNYFSAVNLKIVNSAPRPDGKRVGAQAAALRISG-DKASFYNVKIYGFQ 
     140       150       160       170       180        190         
 
               40        50        60        70        80           
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS           
        .:    :.:. .:  :                                            
gi|269 DTLCDDKGKHFYKDCYIEGTVDFIFGSGKSIFLNTELHAVPGDQPAIITAQARKTDSEDT 
      200       210       220       230       240       250         
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 71.1  bits: 19.6 E():   55 
Smith-Waterman score: 49; 25.5% identity (59.6% similar) in 47 aa overlap (1-47:170-215) 
 
                                             10        20        30 
AAD-12                               GATLGATVTGVHLATLDDAGFAALHAAWLQ 
                                     :  .:: .......  : :.:  ..   .: 
gi|682 GTVDSATLIVESNYFSAVNLKIVNSAPRPDGKRVGAQAAALRISG-DKASFYNVKIYGFQ 
     140       150       160       170       180        190         
 
               40        50        60        70        80           
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS           
        .:    :.:. .:  :                                            
gi|682 DTLCDDKGKHFYKDCYIEGTVDFIFGSGKSIFLNTELHAVPGDQPAIITAQARKTESEDT 
      200       210       220       230       240       250         
 
>>gi|11762104|gb|AAG40330.1|AF323974_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (25-69:77-120) 
 
                     10        20        30        40         50    
AAD-12       GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
            60        70        80                               
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHS                               
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|11762102|gb|AAG40329.1|AF323973_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (25-69:77-120) 
 
                     10        20        30        40         50    
AAD-12       GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
            60        70        80                               
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHS                               
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|5726304|gb|AAD48405.1|AF136945_1 major allergen Cor  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (25-69:77-120) 
 
                     10        20        30        40         50    
AAD-12       GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
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                                     :: . ..   :. :  :..  ..:..  .. 
gi|572 GNGGPGTIKKITFAEGNEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
            60        70        80                               
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHS                               
       .:  . :::.:. :..                                          
gi|572 AAAPH-GGGSILKITSKYHTKGNASINEEEIKAGKEKAAGLFKAVEAYLLAHPDAYC 
         110        120       130       140       150       160  
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 71.0  bits: 20.7 E():   56 
Smith-Waterman score: 53; 23.3% identity (55.8% similar) in 43 aa overlap (5-47:690-732) 
 
                                         10        20        30     
AAD-12                           GATLGATVTGVHLATLDDAGFAALHAAWLQHALL 
                                     :    : . .. ...: .   . ::: .   
gi|217 LQPEQGQQGYYPTSQQQPGQGPQPGQWQQSGQGQQGYYPTSPQQSGQGQQPGQWLQPGQW 
     660       670       680       690       700       710          
 
           40        50        60        70        80               
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS               
       .  : .:.. ::.                                                
gi|217 LQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQ 
     720       730       740       750       760       770          
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 70.4  bits: 19.0 E():   60 
Smith-Waterman score: 47; 46.7% identity (73.3% similar) in 15 aa overlap (60-74:192-205) 
 
      30        40        50        60        70        80          
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS          
                                     : ::.::. ..:  :                
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 70.4  bits: 19.0 E():   60 
Smith-Waterman score: 47; 46.7% identity (73.3% similar) in 15 aa overlap (60-74:192-205) 
 
      30        40        50        60        70        80          
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS          
                                     : ::.::. ..:  :                
gi|168 CKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGDVVAV-DIKEKGKDKWTELKESWGAVW 
             170       180       190        200       210       220 
 
gi|168 RIDTPDKLTGPFTVRYTTEGGTKSEFEDVIPEGWKADTSYSAK 
              230       240       250       260    
 
>>gi|4587983|gb|AAD25926.1|AF084546_1 Pen c 1 [Penicilli  (397 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.4  bits: 19.6 E():   60 
Smith-Waterman score: 49; 27.9% identity (55.8% similar) in 43 aa overlap (1-43:324-366) 
 
                                             10        20        30 
AAD-12                               GATLGATVTGVHLATLDDAGFAALHAAWLQ 
                                     : .. :.  :    ::. ...:: :.: .  
gi|458 AEVCTIAASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVA 
           300       310       320       330       340       350    
 
               40        50        60        70        80 
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS 
         :. . :   .:                                      
gi|458 AYLMALEGVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV       
           360       370       380       390              
 
>>gi|6684758|gb|AAF23726.1|AF193420_1 allergen Pen n 13   (397 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.4  bits: 19.6 E():   60 
Smith-Waterman score: 49; 27.9% identity (55.8% similar) in 43 aa overlap (1-43:324-366) 
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                                             10        20        30 
AAD-12                               GATLGATVTGVHLATLDDAGFAALHAAWLQ 
                                     : .. :.  :    ::. ...:: :.: .  
gi|668 AEACTIAASTSTDGSASFTNFGSVVDLYAPGQSITAAYPGGGSKTLSGTSMAAPHVAGVA 
           300       310       320       330       340       350    
 
               40        50        60        70        80 
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS 
         :. . :   .:                                      
gi|668 AYLMALEGVSAGNACARIVQLATSSISRAPSGTTSKLLYNGINV       
           360       370       380       390              
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 70.2  bits: 19.9 E():   61 
Smith-Waterman score: 50; 22.0% identity (52.5% similar) in 59 aa overlap (1-59:276-333) 
 
                                             10        20        30 
AAD-12                               GATLGATVTGVHLATLDDAGFAALHAAWLQ 
                                     :.  : . .:  :. .:.  . . :.. :  
gi|505 SLGRIIEFRFYKEITNVFRGNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLG 
         250       260       270       280       290       300      
 
               40        50        60        70        80           
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS           
         .  : :. :.    . .:  .: . :.                                
gi|505 FNINCFEGRLLKAATAFMLAWNYG-VPRVMSSYFWNQIIKDGKDVNDWVGPPSDKNGNIL 
         310       320        330       340       350       360     
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.9  bits: 17.5 E():   64 
Smith-Waterman score: 42; 37.5% identity (62.5% similar) in 24 aa overlap (45-68:79-100) 
 
           20        30        40        50        60        70     
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .  :       
gi|897 QQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQL--AAQLPAMCRLEGGDALLASQ      
       50        60        70        80          90       100       
 
           80 
AAD-12 TVRQHS 
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.9  bits: 19.3 E():   64 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (36-46:90-100) 
 
          10        20        30        40        50        60      
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
          70        80                                              
AAD-12 AISNVKADGTVRQHS                                              
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|1336811|gb|AAB36119.1| Sol i 1=antigen {N-terminal}  (25 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.7  bits: 15.4 E():   66 
Smith-Waterman score: 35; 50.0% identity (80.0% similar) in 10 aa overlap (1-10:12-21) 
 
                          10        20        30        40          
AAD-12            GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 
                  : .::. :.:                                        
gi|133 WKIPLNNIQYVGHSLGSHVSGFAAK                                    
               10        20                                         
 
>>gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.5  bits: 17.8 E():   67 
Smith-Waterman score: 43; 24.5% identity (58.5% similar) in 53 aa overlap (22-72:48-100) 
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                        10        20        30        40        50  
AAD-12          GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 
                                     ::.   . . . :   : ::.. . ...   
gi|144 HRLTAAAIIGHDGSVWAQSSSFPQFKSDEVAAIMKDFDEPGSLAPTGLHLGSTKYMVIQG 
        20        30        40        50        60        70        
 
                60        70        80                        
AAD-12 RFGAIER--IGGGDIVAISNVKADGTVRQHS                        
       . ::. :   :.: :.. .. .:                                
gi|144 EPGAVIRGKKGSGGITVKKTSQALIIGIYDEPLTPGQCNMIVERLGDYLLEQGM 
        80        90       100       110       120       130  
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 69.0  bits: 19.3 E():   71 
Smith-Waterman score: 48; 27.5% identity (59.4% similar) in 69 aa overlap (2-67:23-85) 
 
                                    10        20        30          
AAD-12                      GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                             ::::  ::   . ..: .:. ..  : .   : .. :: 
gi|215 MATTKSFLILFFMILATTSSTCATLGEMVT---VLSIDGGGIKGIIPAII---LEFLEGQ 
               10        20        30           40           50     
 
        40        50        60         70        80                 
AAD-12 --HLSNDQQITFAKRFGAIERIG-GGDIVAISNVKADGTVRQHS                 
         ...:...  .:  : .:   . :: ..:.                              
gi|215 LQEVDNNKDARLADYFDVIGGTSTGGLLTAMITTPNENNRPFAAAKDIVPFYFEHGPHIF 
           60        70        80        90       100       110     
 
gi|215 NYSGSIFGPRYDGKYLLQVLQEKLGETRVHQALTEVAISSFDIKTNKPVIFTKSNLAESP 
          120       130       140       150       160       170     
 
>>gi|71153243|sp|Q39547.1|CUCM1_CUCME RecName: Full=Cucu  (731 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 68.8  bits: 20.2 E():   73 
Smith-Waterman score: 51; 20.3% identity (52.7% similar) in 74 aa overlap (4-75:136-206) 
 
                                          10          20        30  
AAD-12                            GATLGATVTGV--HLATLDDAGFAALHAAWLQH 
                                     .:.  ::.  .  ..:: ::.     :    
gi|711 MNELHTTRSWDFLGFPLTVPRRSQVESNIVVGVLDTGIWPESPSFDDEGFSPPPPKWKGT 
         110       120       130       140       150       160      
 
              40        50        60        70        80            
AAD-12 ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS            
             ....  ...:  :. .   . :. ::. .  .... ::                 
gi|711 CET---SNNFRCNRKIIGARSYHIGRPISPGDVNGPRDTNGHGTHTASTAAGGLVSQANL 
            170       180       190       200       210       220   
 
gi|711 YGLGLGTARGGVPLARIAAYKVCWNDGCSDTDILAAYDDAIADGVDIISLSVGGANPRHY 
            230       240       250       260       270       280   
 
>>gi|886967|emb|CAA59340.1| low molecular weight gluteni  (276 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 68.5  bits: 18.7 E():   76 
Smith-Waterman score: 46; 30.3% identity (63.6% similar) in 33 aa overlap (21-52:57-89) 
 
                         10        20        30        40           
AAD-12           GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITF 
                                     :.  .  . :. : :.: :  .:..::  : 
gi|886 PIQQQPQPFPQQPPCSQQQQPPLSQQQQPPFSQQQPPFSQQELPILPQQPPFSQQQQPQF 
         30        40        50        60        70        80       
 
      50        60        70        80                              
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHS                              
       ...                                                          
gi|886 SQQQQPFPQQQQPLLLQQPPFSQQRPPFSQQQQQPVLPQQPPFSQQQQQQPILPQQPPFS 
         90       100       110       120       130       140       
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.2  bits: 18.7 E():   79 
Smith-Waterman score: 46; 33.3% identity (57.1% similar) in 21 aa overlap (31-51:79-99) 
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               10        20        30        40        50        60 
AAD-12 GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG 
                                     : .: :: : : .  . .: .          
gi|624 QSQQQCLQQPQHQFPQPTQQFPQRPLLPFTHPFLTFPDQLLPQPPHQSFPQPPQSYPQPP 
       50        60        70        80        90       100         
 
               70        80                                         
AAD-12 GGDIVAISNVKADGTVRQHS                                         
                                                                    
gi|624 LQPFPQPPQQKYPEQPQQPFPWQQPTIQLYLQQQLNPCKEFLLQQCRPVSLLSYLWSKIV 
      110       120       130       140       150       160         
 
>>gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triticum   (439 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.0  bits: 19.3 E():   81 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (36-46:103-113) 
 
          10        20        30        40        50        60      
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|739 FLQQQQIPQQQIPQQHQIPQQPQQFPQQQQFPQQHQSPQQQFPQQQFPQQKLPQQEFPQQ 
             80        90       100       110       120       130   
 
          70        80                                              
AAD-12 AISNVKADGTVRQHS                                              
                                                                    
gi|739 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
            140       150       160       170       180       190   
 
>>gi|46410859|gb|AAR98518.1| major latex allergen Hev b   (366 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.9  bits: 19.0 E():   82 
Smith-Waterman score: 47; 30.8% identity (56.4% similar) in 39 aa overlap (21-59:231-269) 
 
                         10        20        30        40        50 
AAD-12           GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     .:.:::  : . :  .   .:  . . :   
gi|464 ARKFVVENVAPLGLIPFIKQTSDNSTLFYELASLHAMKLPQILEKIQDGYLFPEFNYTVF 
              210       220       230       240       250       260 
 
               60        70        80                               
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHS                               
       . :: :..:                                                    
gi|464 NYFGIIKEIIDAPGEHGFKYGDIACCGNSTYRGQACGFLDYEFCVCGNKTEYLFFDGTHN 
              270       280       290       300       310       320 
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.8  bits: 18.1 E():   83 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (49-73:126-150) 
 
       20        30        40        50        60        70         
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ 
                                     ..:.:  . . .:: ..: . . ::      
gi|144 RAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVA 
         100       110       120       130       140       150      
 
       80                                            
AAD-12 HS                                            
                                                     
gi|144 ILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
         160       170       180       190       200 
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.7  bits: 18.1 E():   85 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (49-73:130-154) 
 
       20        30        40        50        60        70         
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ 
                                     ..:.:  . . .:: ..: . . ::      
gi|622 RAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVA 
     100       110       120       130       140       150          
 
       80                                            
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AAD-12 HS                                            
                                                     
gi|622 ILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
     160       170       180       190       200     
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.4  bits: 17.5 E():   87 
Smith-Waterman score: 42; 22.2% identity (57.8% similar) in 45 aa overlap (7-51:68-112) 
 
                                       10        20        30       
AAD-12                         GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIF 
                                     ::. . .. : ..::..  .. :.       
gi|291 GLILAGTVIALTLATPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYV 
        40        50        60        70        80        90        
 
         40        50        60        70        80 
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS 
        :.:  . .:.  :.                              
gi|291 TGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVTGSQGS  
       100       110       120       130       140  
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 67.2  bits: 18.1 E():   89 
Smith-Waterman score: 46; 25.7% identity (65.7% similar) in 35 aa overlap (13-47:54-84) 
 
                                 10        20        30        40   
AAD-12                   GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLS 
                                     . ::.: ::      : ..:.: . ... . 
gi|161 FGVNLNLKVTNLMAGEHLTPEFLKMNPQHTIPTLNDNGFCL----WESRAILSYLADQYG 
            30        40        50        60            70          
 
             50        60        70        80                       
AAD-12 NDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS                       
       .:...                                                        
gi|161 KDDSLYPKDPKKRALVDQRLYFDLGTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFL 
      80        90       100       110       120       130          
 
>>gi|267048|sp|P29600.1|SUBS_BACLE RecName: Full=Subtili  (269 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.1  bits: 18.4 E():   91 
Smith-Waterman score: 45; 27.5% identity (65.0% similar) in 40 aa overlap (5-44:20-58) 
 
                              10        20        30        40      
AAD-12                GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQ 
                          : : .::..:.:: .:...     .. .  . ::.  ..:  
gi|267 AQSVPWGISRVQAPAAHNRGLTGSGVKVAVLD-TGISTHPDLNIRGGASFVPGEPSTQDG 
               10        20        30         40        50          
 
          50        60        70        80                          
AAD-12 QITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS                          
                                                                    
gi|267 NGHGTHVAGTIAALNNSIGVLGVAPSAELYAVKVLGASGSGSVSSIAQGLEWAGNNGMHV 
      60        70        80        90       100       110          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.9  bits: 19.3 E():   92 
Smith-Waterman score: 48; 26.2% identity (61.9% similar) in 42 aa overlap (21-62:240-281) 
 
                         10        20        30        40        50 
AAD-12           GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     :...   .:..:. .   : ..: .  : . 
gi|370 RQEEREFSPRGQHSRRERAGQEEENEGGNIFSGFTPEFLEQAFQVDDRQIVQNLRGETES 
     210       220       230       240       250       260          
 
               60        70        80                               
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHS                               
       .. :::  . ::                                                 
gi|370 EEEGAIVTVRGGLRILSPDRKRRADEEEEYDEDEYEYDEEDRRRGRGSRGRGNGIEETIC 
     270       280       290       300       310       320          
 
>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.7  bits: 19.3 E():   95 
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Smith-Waterman score: 48; 30.0% identity (63.3% similar) in 30 aa overlap (17-46:288-317) 
 
                             10        20        30        40       
AAD-12               GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQ 
                                     : :  .:   .. ....:.:   : :..:: 
gi|572 ASLEGLSPNVPLYKVTEGNEPCFFTTFFSWDPAKRSAHGNSFQKKVMLLFGVGHASENQQ 
       260       270       280       290       300       310        
 
         50        60        70        80                           
AAD-12 ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS                           
                                                                    
gi|572 RSNGSGGPTQRASALAALNSAFSSPSPPKSSSAPRPAGTSSASQRAAAIAALSGVLTAEK 
       320       330       340       350       360       370        
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.1 E():   99 
Smith-Waterman score: 49; 33.3% identity (60.6% similar) in 33 aa overlap (42-74:155-182) 
 
              20        30        40        50        60        70  
AAD-12 HLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK 
                                     :: . ...  .: :    : ::.::. ..: 
gi|458 RSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNPNYLALLVKFVA----GDGDVVAV-DIK 
          130       140       150       160           170           
 
              80                                                    
AAD-12 ADGTVRQHS                                                    
         :                                                          
gi|458 EKGKDKWIALKESWGAIWRIDTPEVLKGPFTVRYTTEGGTKGEAKDVIPEGWKADTCYES 
     180       190       200       210       220       230          
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.1 E():   99 
Smith-Waterman score: 47; 46.7% identity (73.3% similar) in 15 aa overlap (60-74:169-182) 
 
      30        40        50        60        70        80          
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS          
                                     : ::.::. ..:  :                
gi|331 CKYPEGTKLTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
      140       150       160       170        180       190        
 
gi|331 RVDTPDKLTGPFTVRYTTEGGTKSEVEDVIPEGWKADTSYEAK 
       200       210       220       230       240 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 42; 26.7% identity (64.4% similar) in 45 aa overlap (35-75:19-63) 
 
           10        20        30        40          50        60   
AAD-12 GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQI--TFAKRFGAIERIGG- 
                                     .: .  :..:. :  .  . ....: .::  
gi|167             MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGN 
                           10        20        30        40         
 
              70         80                                         
AAD-12 GDIVAISNVK-ADGTVRQHS                                         
       :   .:.:.  :.:.                                              
gi|167 GGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAA 
       50        60        70        80        90       100         
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 43; 42.9% identity (71.4% similar) in 21 aa overlap (61-78:111-131) 
 
               40        50        60           70        80        
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVRQHS        
                                     ::.:. :::   .:.:  :..          
gi|241 KYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKEEQIKASKEM 
               90       100       110       120       130       140 
 
gi|241 GETLLRAVESYLLAHSDAYN 
              150       160 
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>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 18.1 E():   99 
Smith-Waterman score: 47; 46.7% identity (73.3% similar) in 15 aa overlap (60-74:170-183) 
 
      30        40        50        60        70        80          
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS          
                                     : ::.::. ..:  :                
gi|283 CKYPEGTKVTFHVEKGSNPNYLALLVKYVNGDGDVVAV-DIKEKGKDKWIELKESWGAIW 
     140       150       160       170        180       190         
 
gi|283 RIDTPDKLTGPFTVRYTTEGGTKTEAEDVIPEGWKADTSYESK 
      200       210       220       230       240  
 
>>gi|2642324|gb|AAB86960.1| profilin [Zea mays]           (131 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.3  bits: 17.2 E():   99 
Smith-Waterman score: 41; 46.2% identity (69.2% similar) in 13 aa overlap (30-42:9-21) 
 
               10        20        30        40        50        60 
AAD-12 GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG 
                                    .: .  . :::::                   
gi|264                      MSWQAYVDEHLMCEIEGQHLSAAAIVGHDGSVWAQSESF 
                                    10        20        30          
 
               70        80                                         
AAD-12 GGDIVAISNVKADGTVRQHS                                         
                                                                    
gi|264 PELKPEEVAGIIKDFDEPGTLAPTGLFVGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGM 
      40        50        60        70        80        90          
 
>>gi|17224229|gb|AAL29690.1| profilin [Solanum lycopersi  (131 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 66.3  bits: 17.2 E():   99 
Smith-Waterman score: 41; 27.0% identity (64.9% similar) in 37 aa overlap (38-72:64-100) 
 
        10        20        30        40        50          60      
AAD-12 VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER--IGGGDIV 
                                     : ::.. . ...  . ::. :   :.: :. 
gi|172 AQSANFPQFKPEEITAIMNDFAEPGTLAPTGLHLGGTKYMVIQGEAGAVIRGKKGAGGIT 
            40        50        60        70        80        90    
 
          70        80                        
AAD-12 AISNVKADGTVRQHS                        
       . .. .:                                
gi|172 VKKTNQALIIGIYDEPMTPGQCNMIVERLGDYIIEQGL 
           100       110       120       130  
 
>>gi|11762106|gb|AAG40331.1|AF323975_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 66.3  bits: 17.5 E(): 1e 
Smith-Waterman score: 42; 26.1% identity (63.0% similar) in 46 aa overlap (25-69:77-120) 
 
                     10        20        30        40         50    
AAD-12       GATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..: .  .. 
gi|117 GNGGPGTIKKITFAEGNEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKIPYEIKM 
         50        60        70        80         90       100      
 
            60        70        80                               
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHS                               
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASINEEEIKAGKEKAAGLFKAVEAYLLAHPDAYC 
         110        120       130       140       150       160  
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:31 2011 done: Fri Jan 21 00:02:31 2011 
 Total Scan time:  0.080 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
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# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 13  - 92 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     2     0:= 
  30     1     2:* 
  32    11     8:=*= 
  34    15    22:==== * 
  36    43    44:==========* 
  38    75    73:==================* 
  40    92   102:=======================  * 
  42   116   125:=============================  * 
  44   204   138:==================================*================ 
  46   129   140:================================= * 
  48   127   134:================================ * 
  50   119   122:==============================* 
  52    87   108:======================    * 
  54    72    92:==================    * 
  56    65    77:=================  * 
  58    53    63:============== * 
  60    64    51:============*=== 
  62    49    41:==========*== 
  64    49    33:========*==== 
  66    25    26:======* 
  68     8    20:==  * 
  70    21    16:===*== 
  72    20    12:==*== 
  74     8    10:==* 
  76    11     8:=*= 
  78     6     6:=* 
  80     2     5:=* 
  82     3     3:* 
  84     1     3:* 
  86     2     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     4     1:* 
  92     1     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.80420.00309; mu= 7.4830 0.159 
 mean_var=40.408310.484, 0's: 2 Z-trim: 2  B-trim: 0 in 0/44 
 Lambda= 0.201762 
 Kolmogorov-Smirnov  statistic: 0.0313 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
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 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   60 22.7     3.9 
gi|59895730|gb|AAX11262.1| pectin methylesterase a ( 339)   61 23.0     4.9 
gi|59895728|gb|AAX11261.1| pectin methylesterase a ( 339)   61 23.0     4.9 
gi|225810597|gb|ACO34813.1| Sal k 1 pollen allerge ( 339)   61 23.0     4.9 
gi|886963|emb|CAA59338.1| low molecular weight glu ( 229)   59 22.4       5 
gi|21413|emb|CAA45723.1| aspartic proteinase inhib ( 217)   58 22.1     5.8 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   58 22.1     5.9 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   61 23.0     6.5 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   61 23.0     6.8 
gi|51242679|gb|AAT99258.1| pectin-methyltransferas ( 362)   59 22.4     7.7 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   60 22.7     9.3 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   50 19.7      14 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   55 21.2      14 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   53 20.6      14 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   45 18.2      15 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 20.1      19 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   54 21.0      19 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   53 20.7      19 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   56 21.6      20 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   49 19.5      20 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   53 20.7      23 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   55 21.3      23 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   53 20.7      27 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   53 20.7      27 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   53 20.7      27 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   53 20.7      27 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   53 20.7      27 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   53 20.7      27 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   53 20.7      27 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   53 20.7      27 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   53 20.7      27 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 20.1      27 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 20.1      29 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   48 19.2      32 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   47 18.9      32 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   53 20.7      32 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   52 20.4      34 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 19.8      35 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 19.8      35 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   49 19.5      36 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   52 20.4      40 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   53 20.7      43 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 18.6      47 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   46 18.6      47 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   46 18.6      48 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   46 18.6      48 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 18.6      48 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   46 18.6      48 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   46 18.6      48 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   46 18.6      48 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   46 18.6      48 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   46 18.6      48 
gi|121244|sp|P12548.1|GLB73_CHITH RecName: Full=Gl ( 161)   46 18.6      48 
gi|56405054|sp|P84298.1|GLB75_CHITH RecName: Full= ( 161)   46 18.6      48 
gi|121248|sp|P12549.1|GLB76_CHITH RecName: Full=Gl ( 161)   46 18.6      48 
gi|56405052|sp|P84296.1|GLB74_CHITH RecName: Full= ( 161)   46 18.6      48 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   49 19.5      48 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   50 19.8      50 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   44 18.0      50 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   44 18.0      50 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   47 18.9      51 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   49 19.5      51 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   48 19.2      53 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   47 18.9      53 
gi|62240392|gb|AAX77384.1| 11S globulin precursor  ( 523)   51 20.1      55 
gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Ente ( 233)   47 18.9      56 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   53 20.7      56 
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gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   46 18.6      57 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   53 20.7      57 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   45 18.3      58 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   45 18.3      58 
gi|11762104|gb|AAG40330.1|AF323974_1 major allerge ( 161)   45 18.3      58 
gi|11762102|gb|AAG40329.1|AF323973_1 major allerge ( 161)   45 18.3      58 
gi|5726304|gb|AAD48405.1|AF136945_1 major allergen ( 161)   45 18.3      58 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   44 18.0      58 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   44 18.0      58 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   44 18.0      58 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   44 18.0      58 
gi|15809696|gb|AAL07320.1| profilin [Litchi chinen ( 131)   44 18.0      58 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   44 18.0      62 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   47 18.9      63 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   47 18.9      63 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   48 19.2      67 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   42 17.4      68 
gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full= ( 131)   43 17.7      71 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   48 19.2      74 
gi|71153243|sp|Q39547.1|CUCM1_CUCME RecName: Full= ( 731)   51 20.1      75 
gi|886967|emb|CAA59340.1| low molecular weight glu ( 276)   46 18.6      80 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   46 18.6      82 
gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triti ( 439)   48 19.2      83 
gi|46410859|gb|AAR98518.1| major latex allergen He ( 366)   47 18.9      86 
gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 ( 131)   42 17.4      87 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   44 18.0      87 
gi|67975085|gb|AAY84563.1| group 18 allergen prote ( 462)   48 19.2      88 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   44 18.0      89 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   42 17.4      92 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   44 18.0      94 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   48 19.2      96 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   48 19.2      96 
gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana ta ( 520)   48 19.2      98 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 91.9  bits: 22.7 E():  3.9 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (35-66:133-160) 
 
           10        20        30        40        50        60     
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|221 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
            110       120       130       140           150         
 
           70        80                                             
AAD-12 AISNVKADGTVRQHSP                                             
       :.                                                           
gi|221 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
      160       170       180       190       200       210         
 
>>gi|59895730|gb|AAX11262.1| pectin methylesterase aller  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 90.2  bits: 23.0 E():  4.9 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (10-42:238-270) 
 
                                    10        20        30          
AAD-12                      ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|598 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
      40        50        60        70        80                    
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP                    
       ::.                                                          
gi|598 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|59895728|gb|AAX11261.1| pectin methylesterase aller  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 90.2  bits: 23.0 E():  4.9 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (10-42:238-270) 
 
                                    10        20        30          
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AAD-12                      ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|598 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
      40        50        60        70        80                    
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP                    
       ::.                                                          
gi|598 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|225810597|gb|ACO34813.1| Sal k 1 pollen allergen [S  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 90.2  bits: 23.0 E():  4.9 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (10-42:238-270) 
 
                                    10        20        30          
AAD-12                      ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|225 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
      40        50        60        70        80                    
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP                    
       ::.                                                          
gi|225 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|886963|emb|CAA59338.1| low molecular weight gluteni  (229 aa) 
 initn:  39 init1:  39 opt:  59  Z-score: 90.0  bits: 22.4 E():    5 
Smith-Waterman score: 59; 26.4% identity (56.6% similar) in 53 aa overlap (3-51:3-55) 
 
               10        20        30            40        50       
AAD-12 ATLGATVTGVHLATLDDAGFAALHAAWLQHAL----LIFPGQHLSNDQQITFAKRFGAIE 
         : :.:.   .: .. . . .:.  : :. :     .:: :.   .::  :...      
gi|886 FALIAVVATSTIAQMETSCIPGLERPWQQQPLPPQQTLFPQQQPFPQQQPPFSQQQPSFS 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 RIGGGDIVAISNVKADGTVRQHSP                                     
                                                                    
gi|886 QQQPPFSQQQPILPEPPFSLQQQPVLPQQSPFSQQQLVLPPQQQQQLPQQQISIVQPSVL 
               70        80        90       100       110       120 
 
>>gi|21413|emb|CAA45723.1| aspartic proteinase inhibitor  (217 aa) 
 initn:  37 init1:  37 opt:  58  Z-score: 88.8  bits: 22.1 E():  5.8 
Smith-Waterman score: 58; 21.4% identity (56.0% similar) in 84 aa overlap (1-77:134-215) 
 
                                               10        20         
AAD-12                               ATLGATV--TGVHLATLDDAGFAALHAAWL 
                                     :.::. .  ::  ..  :.. :  .... . 
gi|214 FENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTIGQADSSWFKIVKSSQF 
           110       120       130       140       150       160    
 
       30             40        50        60        70        80 
AAD-12 QHALLIFP-----GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP 
        . ::  :     .  .:.:.:  :  . :.... :   .. ...   : . .:    
gi|214 GYNLLYCPVTSTMSCPFSSDDQ--FCLKVGVVHQNGKRRLALVKDNPLDVSFKQVQ  
           170       180         190       200       210         
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  37 init1:  37 opt:  58  Z-score: 88.7  bits: 22.1 E():  5.9 
Smith-Waterman score: 58; 21.4% identity (56.0% similar) in 84 aa overlap (1-77:138-219) 
 
                                               10        20         
AAD-12                               ATLGATV--TGVHLATLDDAGFAALHAAWL 
                                     :.::. .  ::  ..  :.. :  .... . 
gi|201 FENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTIGQADSSWFKIVKSSQF 
       110       120       130       140       150       160        
 
       30             40        50        60        70        80 
AAD-12 QHALLIFP-----GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP 
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        . ::  :     .  .:.:.:  :  . :.... :   .. ...   : . .:    
gi|201 GYNLLYCPVTSTMSCPFSSDDQ--FCLKVGVVHQNGKRRLALVKDNPLDVSFKQVQ  
       170       180         190       200       210       220   
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 87.9  bits: 23.0 E():  6.5 
Smith-Waterman score: 61; 38.7% identity (58.1% similar) in 31 aa overlap (36-66:108-138) 
 
          10        20        30        40        50        60      
AAD-12 TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA 
                                     : :  .. :.  :  :   :.:.  :::.: 
gi|259 YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIA 
        80        90       100       110       120       130        
 
          70        80                                              
AAD-12 ISNVKADGTVRQHSP                                              
       :                                                            
gi|259 IPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGR 
       140       150       160       170       180       190        
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  60 init1:  60 opt:  61  Z-score: 87.5  bits: 23.0 E():  6.8 
Smith-Waterman score: 61; 32.7% identity (59.6% similar) in 52 aa overlap (13-60:83-134) 
 
                                 10        20        30          40 
AAD-12                   ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH--L 
                                     .: :.:: ::.... :.  :  .: ::  . 
gi|215 NPTGGHSKMESKPILNGHGYCHIHFWIGSESTKDEAGVAAIKSVELDDFLGGYPVQHREI 
             60        70        80        90       100       110   
 
               50          60        70        80                   
AAD-12 SNDQQITFAKRF--GAIERIGGGDIVAISNVKADGTVRQHSP                   
        . ..  :.. :  : :   ::                                       
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
>>gi|51242679|gb|AAT99258.1| pectin-methyltransferase pr  (362 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 86.5  bits: 22.4 E():  7.7 
Smith-Waterman score: 59; 33.3% identity (57.6% similar) in 33 aa overlap (10-42:261-293) 
 
                                    10        20        30          
AAD-12                      ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|512 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFDAARVVFSYCN 
              240       250       260       270       280       290 
 
      40        50        60        70        80                    
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP                    
       ::.                                                          
gi|512 LSDAAKPEGWSDNNKPEAQKTILFGEYKNTGPGAAPDKRAPYTKQLTEADAKTFTSLEYI 
              300       310       320       330       340       350 
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 85.1  bits: 22.7 E():  9.3 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (35-66:131-158) 
 
           10        20        30        40        50        60     
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|213 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
              110       120       130       140           150       
 
           70        80                                             
AAD-12 AISNVKADGTVRQHSP                                             
       :.                                                           
gi|213 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
        160       170       180       190       200       210       
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.2  bits: 19.7 E():   14 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (59-74:29-43) 
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       30        40        50        60        70        80         
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP         
                                     : :::::. ..:  :.               
gi|105   CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
                 10        20        30         40        50        
 
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
        60        70        80        90          
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 82.0  bits: 21.2 E():   14 
Smith-Waterman score: 55; 30.4% identity (54.3% similar) in 46 aa overlap (3-45:9-54) 
 
                     10        20        30           40        50  
AAD-12       ATLGATVTGVHLATLDDAGFAALHAAWLQHAL---LIFPGQHLSNDQQITFAKR 
               : :.:.   .: .: . . .:.  : :. :     :: :   ..::       
gi|219 MKTFLVFALLAVVATSAIAQMDTSCIPGLERPWQQQPLPPQQTFPQQPPFSQQQQQQPFP 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 FGAIERIGGGDIVAISNVKADGTVRQHSP                                
                                                                    
gi|219 QQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQQQLILPPQQQQQLPQQQISIVQPSV 
               70        80        90       100       110       120 
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 81.9  bits: 20.6 E():   14 
Smith-Waterman score: 53; 21.4% identity (54.3% similar) in 70 aa overlap (6-75:33-101) 
 
                                        10        20        30      
AAD-12                          ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIF 
                                     :: .  :  ::   ..: :..  ..:.:   
gi|697 EQAFCNLKFRQNVNNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILG- 
             10        20        30        40        50        60   
 
          40        50        60        70        80                
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP                
       :  .:.  . .  ..  : .. .:    .....:   : .                     
gi|697 PRWNLNAHSALYVTRGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVV 
              70        80        90       100       110       120  
 
gi|697 ELKNSDNAVTSPIAGKTSVLNAIPVDVLATAYDISKPEAFKLKNGRRQEIEVFRPFQSRD 
             130       140       150       160       170       180  
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 81.3  bits: 18.2 E():   15 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (44-67:17-38) 
 
            20        30        40        50        60        70    
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .. :       
gi|217               LVSVEHQAARLKVAKAQQL--AAQLPAMCRLEGGDALSASQ      
                             10          20        30               
 
            80 
AAD-12 TVRQHSP 
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 79.4  bits: 20.1 E():   19 
Smith-Waterman score: 51; 21.5% identity (52.3% similar) in 65 aa overlap (9-73:107-171) 
 
                                     10        20        30         
AAD-12                       ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :. .:   .. .:...:.  .    .  .: 
gi|249 NKAIKERHGGAYETYKFIPSLEASRSKQAYGATVARAPEVKYAVFEAGLTKAITAMSEAQ 
         80        90       100       110       120       130       
 
       40        50        60        70        80 
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP 
       ....  . . :   ::    ::.  :: :   . :        
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gi|249 KVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV    
        140       150       160       170         
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 79.4  bits: 21.0 E():   19 
Smith-Waterman score: 55; 21.7% identity (63.3% similar) in 60 aa overlap (21-80:232-284) 
 
                         10        20        30        40        50 
AAD-12           ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 
                                     ::.:.  . :....   :. ...: : .   
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIHS--VVHSIIMQQQQQQQQQQGIDIFL 
             210       220       230         240       250          
 
               60        70        80                               
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSP                               
        ..  :..: :..:     ...: .. ..:                               
gi|170 PLSQHEQVGQGSLV-----QGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSIMR 
     260       270            280       290       300       310     
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 79.4  bits: 20.7 E():   19 
Smith-Waterman score: 53; 30.2% identity (49.1% similar) in 53 aa overlap (26-73:33-85) 
 
                    10        20        30         40        50     
AAD-12      ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFGA 
                                     : .:: .. .  : :  . :: :   . :  
gi|273 MEHYLKTYLSWLTEEQKEKLKEMKEAGQTKAEIQHEVMHYYDQLHGEEKQQATEKLKVGC 
             10        20        30        40        50        60   
 
           60            70        80                               
AAD-12 IERIGG--GD--IVAISNVKADGTVRQHSP                               
          . :  :.  .: . :::  :                                      
gi|273 KMLLKGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIF 
             70        80        90       100       110       120   
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 78.9  bits: 21.6 E():   20 
Smith-Waterman score: 56; 40.6% identity (56.2% similar) in 32 aa overlap (37-66:153-184) 
 
         10        20        30        40        50          60     
AAD-12 VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK--RFGAIERIGGGDIV 
                                     ::.   .::  : .  :    .::  ::.: 
gi|258 QGQQEQQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVV 
            130       140       150       160       170       180   
 
           70        80                                             
AAD-12 AISNVKADGTVRQHSP                                             
       ::                                                           
gi|258 AIPAGVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQ 
            190       200       210       220       230       240   
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.9  bits: 19.5 E():   20 
Smith-Waterman score: 49; 36.4% identity (72.7% similar) in 22 aa overlap (17-38:20-41) 
 
                  10        20        30        40        50        
AAD-12    ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                          :.. :.: : . .:..: : .:                    
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQE 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 IGGGDIVAISNVKADGTVRQHSP                                      
                                                                    
gi|217 IQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLV 
               70        80        90       100       110       120 
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 78.1  bits: 20.7 E():   23 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (24-67:194-239) 
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                      10        20        30         40        50   
AAD-12        ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|261 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
           170       180       190       200       210       220    
 
             60         70        80                                
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSP                                
       .:.:: .::.. :..:                                             
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 77.8  bits: 21.3 E():   23 
Smith-Waterman score: 55; 30.0% identity (57.5% similar) in 80 aa overlap (5-72:44-116) 
 
                                         10        20               
AAD-12                           ATLGATVTGVHLATLDDAGFA------ALHAAWL 
                                     ...: :: ::  :. .:      :....:  
gi|108 YEQPTGLFINNEFVKGQEGKTFDVINPSDESVITQVHEATEKDVDIAVAAARKAFEGSWR 
            20        30        40        50        60        70    
 
       30           40        50           60        70        80   
AAD-12 QHALLIFP---GQHLSNDQQITFAKR---FGAIERIGGGDIVAISNVKADGTVRQHSP   
       :..    :   :. :.:  .. : :    ..:.: . .:   ::: .:.:           
gi|108 QET----PENRGKLLNNLANL-FEKNIDLLAAVESLDNGK--AISMAKGDISMCVGCLRY 
                80        90        100         110       120       
 
gi|108 YGGWADKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNFPLLMWAWKIGPAIACGNTVVL 
        130       140       150       160       170       180       
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.8  bits: 20.7 E():   27 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (24-67:230-275) 
 
                      10        20        30         40        50   
AAD-12        ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLTNIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
             60         70        80                                
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSP                                
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.8  bits: 20.7 E():   27 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (24-67:230-275) 
 
                      10        20        30         40        50   
AAD-12        ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLANIYPYFTYADNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
             60         70        80                                
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSP                                
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.8  bits: 20.7 E():   27 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (24-67:230-275) 
 
                      10        20        30         40        50   
AAD-12        ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|270 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 356



 

 

     200       210       220       230       240       250          
 
             60         70        80                                
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSP                                
       .:.:: .::.. :..:                                             
gi|270 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPDRAIETYL 
     260       270       280       290       300       310          
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.8  bits: 20.7 E():   27 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (24-67:230-275) 
 
                      10        20        30         40        50   
AAD-12        ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|118 GFLSSIRSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
             60         70        80                                
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSP                                
       .:.:: .::.. :..:                                             
gi|118 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.8  bits: 20.7 E():   27 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (24-67:230-275) 
 
                      10        20        30         40        50   
AAD-12        ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|327 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
             60         70        80                                
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSP                                
       .:.:: .::.. :..:                                             
gi|327 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.8  bits: 20.7 E():   27 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (24-67:230-275) 
 
                      10        20        30         40        50   
AAD-12        ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSSXSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
             60         70        80                                
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSP                                
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.8  bits: 20.7 E():   27 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (24-67:230-275) 
 
                      10        20        30         40        50   
AAD-12        ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|268 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
             60         70        80                                
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSP                                
       .:.:: .::.. :..:                                             
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
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>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.8  bits: 20.7 E():   27 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (24-67:230-275) 
 
                      10        20        30         40        50   
AAD-12        ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
             60         70        80                                
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSP                                
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.8  bits: 20.7 E():   27 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (24-67:230-275) 
 
                      10        20        30         40        50   
AAD-12        ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
             60         70        80                                
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSP                                
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 76.7  bits: 20.1 E():   27 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (59-74:181-195) 
 
       30        40        50        60        70        80         
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP         
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 76.1  bits: 20.1 E():   29 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (59-74:199-213) 
 
       30        40        50        60        70        80         
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP         
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 48; 25.6% identity (62.8% similar) in 43 aa overlap (26-68:78-119) 
 
                    10        20        30        40        50      
AAD-12      ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ....  .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
          60        70        80                              
AAD-12 ERIGGGDIVAISNVKADGTVRQHSP                              
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          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 75.4  bits: 18.9 E():   32 
Smith-Waterman score: 47; 28.6% identity (68.6% similar) in 35 aa overlap (45-78:93-127) 
 
           20        30        40         50        60        70    
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA-KRFGAIERIGGGDIVAISNVKADG 
                                     :  :. :.   :....: :.:. ..: .   
gi|121 FKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVT 
             70        80        90       100       110       120   
 
            80  
AAD-12 TVRQHSP  
       .::..    
gi|121 SVRSYKRI 
            130 
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 75.3  bits: 20.7 E():   32 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (42-62:330-350) 
 
              20        30        40        50        60        70  
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|149 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
              80                                                    
AAD-12 DGTVRQHSP                                                    
                                                                    
gi|149 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.8  bits: 20.4 E():   34 
Smith-Waterman score: 52; 26.1% identity (60.9% similar) in 46 aa overlap (27-70:117-160) 
 
                   10        20          30        40        50     
AAD-12     ATLGATVTGVHLATLDDAGFAALHAAWL--QHALLIFPGQHLSNDQQITFAKRFGA 
                                     :.  :. ..:.  :..   .. :.  : .  
gi|113 IYMVTSDQDDDVVNPKEGTLRFGATQDRPLWIIFQRDMIIYLQQEMVVTSDKTIDGRGAK 
         90       100       110       120       130       140       
 
           60        70        80                                   
AAD-12 IERIGGGDIVAISNVKADGTVRQHSP                                   
       .: . ::  ... :::                                             
gi|113 VELVYGG--ITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGDAIHVTGSS 
        150         160       170       180       190       200     
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 74.6  bits: 19.8 E():   35 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (59-74:198-212) 
 
       30        40        50        60        70        80         
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP         
                                     : :::::. ..:  :.               
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
        230       240       250       260          
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 74.6  bits: 19.8 E():   35 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (59-74:198-212) 
 
       30        40        50        60        70        80         
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP         
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                                     : :::::. ..:  :.               
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
gi|115 RKDSDKPIKGPITVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
        230       240       250       260          
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.4  bits: 19.5 E():   36 
Smith-Waterman score: 49; 33.3% identity (57.1% similar) in 21 aa overlap (25-45:10-30) 
 
               10        20        30        40        50        60 
AAD-12 ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGG 
                               :::.      ::: :  ....                
gi|944                MKTLGVLFIAAWFIACTHSFPGAHDEDSKEERKNVDTVLVLPSIE 
                              10        20        30        40      
 
               70        80                                         
AAD-12 GDIVAISNVKADGTVRQHSP                                         
                                                                    
gi|944 RDQMMAATFDFPSLSFEDSDEGSNWNWNTLLRPNFLDGWYQTLQSAISAHMKKVREQMAG 
          50        60        70        80        90       100      
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 73.6  bits: 20.4 E():   40 
Smith-Waterman score: 52; 25.0% identity (65.6% similar) in 32 aa overlap (35-66:117-148) 
 
           10        20        30        40        50        60     
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : :.. .....  :  .   ....  :::. 
gi|303 APKLYYVTQGRGILGVLMPGCPETFQSMSQFQGSREQEEERGRFQDQHQKVHHLKKGDII 
         90       100       110       120       130       140       
 
           70        80                                             
AAD-12 AISNVKADGTVRQHSP                                             
       ::                                                           
gi|303 AIPAGVALWCYNDGDEDLVTVLVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLR 
        150       160       170       180       190       200       
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 73.1  bits: 20.7 E():   43 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (42-62:330-350) 
 
              20        30        40        50        60        70  
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|169 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
              80                                                    
AAD-12 DGTVRQHSP                                                    
                                                                    
gi|169 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (59-68:109-118) 
 
       30        40        50        60        70        80         
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP         
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
gi|534 KAEALFRAVESYLLAHSDAYN 
      140       150          
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (26-68:77-118) 
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                    10        20        30        40        50      
AAD-12      ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|402 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
         50        60        70        80        90        100      
 
          60        70        80                              
AAD-12 ERIGGGDIVAISNVKADGTVRQHSP                              
          :::.:: ::.                                          
gi|402 AAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
         110       120       130       140       150          
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 46; 23.3% identity (62.8% similar) in 43 aa overlap (26-68:78-119) 
 
                    10        20        30        40        50      
AAD-12      ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :... .   ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLE-KVSHELKIV 
        50        60        70        80        90        100       
 
          60        70        80                              
AAD-12 ERIGGGDIVAISNVKADGTVRQHSP                              
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (26-68:78-119) 
 
                    10        20        30        40        50      
AAD-12      ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
          60        70        80                              
AAD-12 ERIGGGDIVAISNVKADGTVRQHSP                              
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (59-68:110-119) 
 
       30        40        50        60        70        80         
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP         
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
gi|534 KAEALFRAVESYLLAHSDAYN 
     140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (26-68:78-119) 
 
                    10        20        30        40        50      
AAD-12      ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
          60        70        80                              
AAD-12 ERIGGGDIVAISNVKADGTVRQHSP                              
          :::.:: ::.                                          
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gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (26-68:78-119) 
 
                    10        20        30        40        50      
AAD-12      ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|730 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
          60        70        80                              
AAD-12 ERIGGGDIVAISNVKADGTVRQHSP                              
          :::.:: ::.                                          
gi|730 AAPGGGSIVKISSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (26-68:78-119) 
 
                    10        20        30        40        50      
AAD-12      ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
          60        70        80                              
AAD-12 ERIGGGDIVAISNVKADGTVRQHSP                              
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (26-68:78-119) 
 
                    10        20        30        40        50      
AAD-12      ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
          60        70        80                              
AAD-12 ERIGGGDIVAISNVKADGTVRQHSP                              
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (26-68:78-119) 
 
                    10        20        30        40        50      
AAD-12      ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
          60        70        80                              
AAD-12 ERIGGGDIVAISNVKADGTVRQHSP                              
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|121244|sp|P12548.1|GLB73_CHITH RecName: Full=Globin  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (9-25:61-77) 
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                                     10        20        30         
AAD-12                       ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|121 WKAVSHNEVDILAAVFAAYPDIQAKFPQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
       40        50        60        70        80                   
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP                   
                                                                    
gi|121 SGNESNASAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLSNHVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|56405054|sp|P84298.1|GLB75_CHITH RecName: Full=Glob  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (9-25:61-77) 
 
                                     10        20        30         
AAD-12                       ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|564 WKAVSHNEVEILAAVFAAYPDIQNKFSQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
       40        50        60        70        80                   
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP                   
                                                                    
gi|564 SGNTSNAAAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLQANVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|121248|sp|P12549.1|GLB76_CHITH RecName: Full=Globin  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (9-25:61-77) 
 
                                     10        20        30         
AAD-12                       ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|121 WKAVSHNEVEILAAVFAAYPDIQNKFSQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
       40        50        60        70        80                   
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP                   
                                                                    
gi|121 SGNDSNAAAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLQANVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|56405052|sp|P84296.1|GLB74_CHITH RecName: Full=Glob  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (9-25:61-77) 
 
                                     10        20        30         
AAD-12                       ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|564 WKAVSHNEVDILAAVFAAYPDIQAKFPQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
       40        50        60        70        80                   
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP                   
                                                                    
gi|564 SGNASNAAAVEGLLNKLGSDHKARGVSAAQFGEFRTALVSYLSNHVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.1  bits: 19.5 E():   48 
Smith-Waterman score: 52; 28.6% identity (61.2% similar) in 49 aa overlap (3-51:9-53) 
 
                     10        20        30        40        50     
AAD-12       ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA 
               : :.:.   .: .. . ...:.  : :. :   : :. : .::  :...    
gi|170 MKTFLVFALIAVVATSAIAQMETSCISGLERPWQQQPL---PPQQ-SFSQQPPFSQQQQQ 
               10        20        30           40         50       
 
           60        70        80                                   
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AAD-12 IERIGGGDIVAISNVKADGTVRQHSP                                   
                                                                    
gi|170 PLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQQQLVLPPQQQQQQLV 
         60        70        80        90       100       110       
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 71.9  bits: 19.8 E():   50 
Smith-Waterman score: 50; 26.8% identity (51.2% similar) in 41 aa overlap (31-67:190-230) 
 
               10        20        30        40            50       
AAD-12 ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::  .  :    ::.  
gi|215 NKPVIFTKSNLAKSPELDAKMYDICYSTAAAPIYFPPHHFVTHTSNGARYEFNLVDGAVA 
     160       170       180       190       200       210          
 
         60        70        80                                     
AAD-12 RIGGGDIVAISNVKADGTVRQHSP                                     
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.8  bits: 18.0 E():   50 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (44-62:35-53) 
 
            20        30        40        50        60        70    
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
            80                                          
AAD-12 TVRQHSP                                          
                                                        
gi|730 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.8  bits: 18.0 E():   50 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (44-62:35-53) 
 
            20        30        40        50        60        70    
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
            80                                          
AAD-12 TVRQHSP                                          
                                                        
gi|191 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.8  bits: 18.9 E():   51 
Smith-Waterman score: 47; 31.8% identity (56.8% similar) in 44 aa overlap (28-71:63-102) 
 
                  10        20        30        40        50        
AAD-12    ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|833 HHQTYVNGLNAALEAQKKAAEANDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
             40        50        60        70           80          
 
        60        70        80                                      
AAD-12 IGGGDIVAISNVKADGTVRQHSP                                      
        ::: :     .::                                               
gi|833 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
       90       100       110       120       130       140         
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.6  bits: 19.5 E():   51 
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Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (27-58:176-207) 
 
                   10        20        30        40        50       
AAD-12     ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
         150       160       170       180       190       200      
 
         60        70        80                                     
AAD-12 RIGGGDIVAISNVKADGTVRQHSP                                     
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
         210       220       230       240       250       260      
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.4  bits: 19.2 E():   53 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (35-45:90-100) 
 
           10        20        30        40        50        60     
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
           70        80                                             
AAD-12 AISNVKADGTVRQHSP                                             
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.4  bits: 18.9 E():   53 
Smith-Waterman score: 47; 31.8% identity (56.8% similar) in 44 aa overlap (28-71:74-113) 
 
                  10        20        30        40        50        
AAD-12    ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|164 HHQTYVNGLNAALEAQKKAAEATDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
            50        60        70        80           90           
 
        60        70        80                                      
AAD-12 IGGGDIVAISNVKADGTVRQHSP                                      
        ::: :     .::                                               
gi|164 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
     100       110       120       130       140       150          
 
>>gi|62240392|gb|AAX77384.1| 11S globulin precursor [Sin  (523 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 71.2  bits: 20.1 E():   55 
Smith-Waterman score: 51; 30.0% identity (63.3% similar) in 30 aa overlap (37-65:173-202) 
 
         10        20        30        40         50        60      
AAD-12 VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQ-QITFAKRFGAIERIGGGDIVA 
                                     ::. ...: :  :   .  .:..  ::..: 
gi|622 QQGQQGQQGQQQGQQGQQGQQGQQGQQGQQGQQGQQQQGQQGFRDMYQKVEHVRHGDVIA 
            150       160       170       180       190       200   
 
          70        80                                              
AAD-12 ISNVKADGTVRQHSP                                              
                                                                    
gi|622 NTPGSAHWIYNTGDKPLVIISLLDIANYQNQLDRNPRVFRLAGNNPQGGFGGPQQQQPQQ 
            210       220       230       240       250       260   
 
>>gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Enteroto  (233 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 71.0  bits: 18.9 E():   56 
Smith-Waterman score: 47; 23.3% identity (51.2% similar) in 43 aa overlap (24-63:44-85) 
 
                      10        20        30           40        50 
AAD-12        ATLGATVTGVHLATLDDAGFAALHAAWLQHALLI---FPGQHLSNDQQITFAK 
                                     :  .:::..:.   :  .   ::  . : . 
gi|163 KKSELQGTALGNLKQIYYYNEKAKTENKESHDQFLQHTILFKGFFTDHSWYNDLLVDFDS 
            20        30        40        50        60        70    
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               60        70        80                               
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSP                               
       .   ...  :  .                                                
gi|163 K-DIVDKYKGKKVDLYGAYYGYQCAGGTPNKTACMYGGVTLHDNNRLTEEKKVPINLWLD 
             80        90       100       110       120       130   
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 70.9  bits: 20.7 E():   56 
Smith-Waterman score: 53; 23.3% identity (55.8% similar) in 43 aa overlap (4-46:675-717) 
 
                                          10        20        30    
AAD-12                            ATLGATVTGVHLATLDDAGFAALHAAWLQHALL 
                                     :    : . .. ...: .   . ::: .   
gi|170 LQPEQGQQGYYPTSQQQPGQGPQPGQWQQSGQGQQGYYPTSPQQSGQGQQPGQWLQPGQW 
          650       660       670       680       690       700     
 
            40        50        60        70        80              
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP              
       .  : .:.. ::.                                                
gi|170 LQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQ 
          710       720       730       740       750       760     
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 70.8  bits: 18.6 E():   57 
Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 42 aa overlap (35-76:98-133) 
 
           10        20        30        40        50        60     
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :::       .. .:..: ::.  : :  : 
gi|223 LADFNKDGEVTVDEFKQAVQKHCQGKKYGDFPGAF-----KVFIANQFKAIDVNGDGK-V 
        70        80        90       100            110       120   
 
           70        80                                             
AAD-12 AISNVKADGTVRQHSP                                             
       .... . :  .:                                                 
gi|223 GLDEYRLDCITRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCS 
             130       140       150       160       170       180  
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 70.8  bits: 20.7 E():   57 
Smith-Waterman score: 53; 23.3% identity (55.8% similar) in 43 aa overlap (4-46:690-732) 
 
                                          10        20        30    
AAD-12                            ATLGATVTGVHLATLDDAGFAALHAAWLQHALL 
                                     :    : . .. ...: .   . ::: .   
gi|217 LQPEQGQQGYYPTSQQQPGQGPQPGQWQQSGQGQQGYYPTSPQQSGQGQQPGQWLQPGQW 
     660       670       680       690       700       710          
 
            40        50        60        70        80              
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP              
       .  : .:.. ::.                                                
gi|217 LQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQ 
     720       730       740       750       760       770          
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 45; 23.3% identity (60.5% similar) in 43 aa overlap (26-68:78-119) 
 
                    10        20        30        40        50      
AAD-12      ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
          60        70        80                              
AAD-12 ERIGGGDIVAISNVKADGTVRQHSP                              
          :::..: ::.                                          
gi|167 AAPGGGSVVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
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>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 45; 24.4% identity (61.0% similar) in 41 aa overlap (28-68:80-119) 
 
                  10        20        30        40        50        
AAD-12    ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :. :.    ....  .   
gi|730 GPGTIKKITFSEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLG-DKLEKVSHELKIVAA 
      50        60        70        80        90        100         
 
        60        70        80                              
AAD-12 IGGGDIVAISNVKADGTVRQHSP                              
        :::.:: ::.                                          
gi|730 PGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      110       120       130       140       150       160 
 
>>gi|11762104|gb|AAG40330.1|AF323974_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (24-68:77-120) 
 
                      10        20        30        40         50   
AAD-12        ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
             60        70        80                              
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSP                              
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|11762102|gb|AAG40329.1|AF323973_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (24-68:77-120) 
 
                      10        20        30        40         50   
AAD-12        ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
             60        70        80                              
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSP                              
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|5726304|gb|AAD48405.1|AF136945_1 major allergen Cor  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (24-68:77-120) 
 
                      10        20        30        40         50   
AAD-12        ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|572 GNGGPGTIKKITFAEGNEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
             60        70        80                              
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSP                              
       .:  . :::.:. :..                                          
gi|572 AAAPH-GGGSILKITSKYHTKGNASINEEEIKAGKEKAAGLFKAVEAYLLAHPDAYC 
         110        120       130       140       150       160  
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.6  bits: 18.0 E():   58 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (58-79:15-36) 
 
        30        40        50        60        70        80        
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP        
                                     : :  ..: . .  ::.:  ::         
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gi|604                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
gi|604 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.6  bits: 18.0 E():   58 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (58-79:15-36) 
 
        30        40        50        60        70        80        
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP        
                                     : :  ..: . .  ::.:  ::         
gi|218                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
gi|218 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.6  bits: 18.0 E():   58 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (58-79:15-36) 
 
        30        40        50        60        70        80        
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP        
                                     : :  ..: . .  ::.:  ::         
gi|288                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
gi|288 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.6  bits: 18.0 E():   58 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (58-79:15-36) 
 
        30        40        50        60        70        80        
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP        
                                     : :  ..: . .  ::.:  ::         
gi|144                 MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
gi|144 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|15809696|gb|AAL07320.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 70.6  bits: 18.0 E():   58 
Smith-Waterman score: 44; 25.0% identity (58.9% similar) in 56 aa overlap (18-71:45-100) 
 
                            10        20        30        40        
AAD-12              ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 
                                     : .::.   . . . :   : ::.. . .. 
gi|158 TDGQHLTAAAIIGHDGSVWAQSANFPQFKPAEIAAIMKDFDEPGSLAPTGLHLGGTKYMV 
           20        30        40        50        60        70     
 
        50          60        70        80                       
AAD-12 FAKRFGAIER--IGGGDIVAISNVKADGTVRQHSP                       
       .  . ::. :   : : :.. ....:                                
gi|158 IQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL 
           80        90       100       110       120       130  
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.1  bits: 18.0 E():   62 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (58-80:15-37) 
 
        30        40        50        60        70        80        
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP        
                                     : : .... . .  ::.:  .::        
gi|100                 MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKP 
                               10        20        30        40     
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gi|100 EENAGIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILG 
           50        60        70        80        90       100     
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 70.1  bits: 18.9 E():   63 
Smith-Waterman score: 47; 46.7% identity (73.3% similar) in 15 aa overlap (59-73:192-205) 
 
       30        40        50        60        70        80         
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP         
                                     : ::.::. ..:  :                
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 70.1  bits: 18.9 E():   63 
Smith-Waterman score: 47; 46.7% identity (73.3% similar) in 15 aa overlap (59-73:192-205) 
 
       30        40        50        60        70        80         
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP         
                                     : ::.::. ..:  :                
gi|168 CKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGDVVAV-DIKEKGKDKWTELKESWGAVW 
             170       180       190        200       210       220 
 
gi|168 RIDTPDKLTGPFTVRYTTEGGTKSEFEDVIPEGWKADTSYSAK 
              230       240       250       260    
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.6  bits: 19.2 E():   67 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (35-45:90-100) 
 
           10        20        30        40        50        60     
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
           70        80                                             
AAD-12 AISNVKADGTVRQHSP                                             
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.4  bits: 17.4 E():   68 
Smith-Waterman score: 42; 37.5% identity (62.5% similar) in 24 aa overlap (44-67:79-100) 
 
            20        30        40        50        60        70    
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .  :       
gi|897 QQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQL--AAQLPAMCRLEGGDALLASQ      
       50        60        70        80          90       100       
 
            80 
AAD-12 TVRQHSP 
 
>>gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.0  bits: 17.7 E():   71 
Smith-Waterman score: 43; 24.5% identity (58.5% similar) in 53 aa overlap (21-71:48-100) 
 
                         10        20        30        40        50 
AAD-12           ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 
                                     ::.   . . . :   : ::.. . ...   
gi|144 HRLTAAAIIGHDGSVWAQSSSFPQFKSDEVAAIMKDFDEPGSLAPTGLHLGSTKYMVIQG 
        20        30        40        50        60        70        
 
                 60        70        80                       
AAD-12 RFGAIER--IGGGDIVAISNVKADGTVRQHSP                       
       . ::. :   :.: :.. .. .:                                
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gi|144 EPGAVIRGKKGSGGITVKKTSQALIIGIYDEPLTPGQCNMIVERLGDYLLEQGM 
        80        90       100       110       120       130  
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 68.7  bits: 19.2 E():   74 
Smith-Waterman score: 48; 27.5% identity (59.4% similar) in 69 aa overlap (1-66:23-85) 
 
                                     10        20        30         
AAD-12                       ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                             ::::  ::   . ..: .:. ..  : .   : .. :: 
gi|215 MATTKSFLILFFMILATTSSTCATLGEMVT---VLSIDGGGIKGIIPAII---LEFLEGQ 
               10        20        30           40           50     
 
         40        50         60        70        80                
AAD-12 --HLSNDQQITFAKRFGAIERIG-GGDIVAISNVKADGTVRQHSP                
         ...:...  .:  : .:   . :: ..:.                              
gi|215 LQEVDNNKDARLADYFDVIGGTSTGGLLTAMITTPNENNRPFAAAKDIVPFYFEHGPHIF 
           60        70        80        90       100       110     
 
gi|215 NYSGSIFGPRYDGKYLLQVLQEKLGETRVHQALTEVAISSFDIKTNKPVIFTKSNLAESP 
          120       130       140       150       160       170     
 
>>gi|71153243|sp|Q39547.1|CUCM1_CUCME RecName: Full=Cucu  (731 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 68.6  bits: 20.1 E():   75 
Smith-Waterman score: 51; 20.3% identity (52.7% similar) in 74 aa overlap (3-74:136-206) 
 
                                           10          20        30 
AAD-12                             ATLGATVTGV--HLATLDDAGFAALHAAWLQH 
                                     .:.  ::.  .  ..:: ::.     :    
gi|711 MNELHTTRSWDFLGFPLTVPRRSQVESNIVVGVLDTGIWPESPSFDDEGFSPPPPKWKGT 
         110       120       130       140       150       160      
 
               40        50        60        70        80           
AAD-12 ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP           
             ....  ...:  :. .   . :. ::. .  .... ::                 
gi|711 CET---SNNFRCNRKIIGARSYHIGRPISPGDVNGPRDTNGHGTHTASTAAGGLVSQANL 
            170       180       190       200       210       220   
 
gi|711 YGLGLGTARGGVPLARIAAYKVCWNDGCSDTDILAAYDDAIADGVDIISLSVGGANPRHY 
            230       240       250       260       270       280   
 
>>gi|886967|emb|CAA59340.1| low molecular weight gluteni  (276 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 68.1  bits: 18.6 E():   80 
Smith-Waterman score: 46; 30.3% identity (63.6% similar) in 33 aa overlap (20-51:57-89) 
 
                          10        20        30         40         
AAD-12            ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITF 
                                     :.  .  . :. : :.: :  .:..::  : 
gi|886 PIQQQPQPFPQQPPCSQQQQPPLSQQQQPPFSQQQPPFSQQELPILPQQPPFSQQQQPQF 
         30        40        50        60        70        80       
 
       50        60        70        80                             
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSP                             
       ...                                                          
gi|886 SQQQQPFPQQQQPLLLQQPPFSQQRPPFSQQQQQPVLPQQPPFSQQQQQQPILPQQPPFS 
         90       100       110       120       130       140       
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.9  bits: 18.6 E():   82 
Smith-Waterman score: 46; 33.3% identity (57.1% similar) in 21 aa overlap (30-50:79-99) 
 
                10        20        30        40        50          
AAD-12  ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG 
                                     : .: :: : : .  . .: .          
gi|624 QSQQQCLQQPQHQFPQPTQQFPQRPLLPFTHPFLTFPDQLLPQPPHQSFPQPPQSYPQPP 
       50        60        70        80        90       100         
 
      60        70        80                                        
AAD-12 GGDIVAISNVKADGTVRQHSP                                        
                                                                    
gi|624 LQPFPQPPQQKYPEQPQQPFPWQQPTIQLYLQQQLNPCKEFLLQQCRPVSLLSYLWSKIV 
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      110       120       130       140       150       160         
 
>>gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triticum   (439 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.8  bits: 19.2 E():   83 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (35-45:103-113) 
 
           10        20        30        40        50        60     
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|739 FLQQQQIPQQQIPQQHQIPQQPQQFPQQQQFPQQHQSPQQQFPQQQFPQQKLPQQEFPQQ 
             80        90       100       110       120       130   
 
           70        80                                             
AAD-12 AISNVKADGTVRQHSP                                             
                                                                    
gi|739 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
            140       150       160       170       180       190   
 
>>gi|46410859|gb|AAR98518.1| major latex allergen Hev b   (366 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.6  bits: 18.9 E():   86 
Smith-Waterman score: 47; 30.8% identity (56.4% similar) in 39 aa overlap (20-58:231-269) 
 
                          10        20        30        40          
AAD-12            ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     .:.:::  : . :  .   .:  . . :   
gi|464 ARKFVVENVAPLGLIPFIKQTSDNSTLFYELASLHAMKLPQILEKIQDGYLFPEFNYTVF 
              210       220       230       240       250       260 
 
      50        60        70        80                              
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSP                              
       . :: :..:                                                    
gi|464 NYFGIIKEIIDAPGEHGFKYGDIACCGNSTYRGQACGFLDYEFCVCGNKTEYLFFDGTHN 
              270       280       290       300       310       320 
 
>>gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 [Ch  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 17.4 E():   87 
Smith-Waterman score: 42; 34.8% identity (60.9% similar) in 23 aa overlap (58-80:15-37) 
 
        30        40        50        60        70        80        
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP        
                                     : :. . . . .  ::::  .::        
gi|294                 MSWQTYVDDHLMCDIEGNHLSSAAILGHDGTVWAQSPSFPQLKP 
                               10        20        30        40     
 
gi|294 EEVSAIMKDFNEPGSLAPTGLHLGGTKYMVIQGEPGDVIRGKKGPGGVTIKKTNQALIIG 
           50        60        70        80        90       100     
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.4  bits: 18.0 E():   87 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (48-72:126-150) 
 
        20        30        40        50        60        70        
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ 
                                     ..:.:  . . .:: ..: . . ::      
gi|144 RAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVA 
         100       110       120       130       140       150      
 
        80                                           
AAD-12 HSP                                           
                                                     
gi|144 ILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
         160       170       180       190       200 
 
>>gi|67975085|gb|AAY84563.1| group 18 allergen protein [  (462 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 67.4  bits: 19.2 E():   88 
Smith-Waterman score: 48; 22.8% identity (56.1% similar) in 57 aa overlap (24-80:320-366) 
 
                      10        20        30        40        50    
AAD-12        ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 
                                     :: :..     :  .:  .:.  ..... : 
gi|679 CVQIQAETNAFSITRDHDNTAIYAVYVHDNHAEWIS-----FEDRHTLGDKARNITEQ-G 
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     290       300       310       320            330       340     
 
            60        70        80                                  
AAD-12 AIERIGGGDIVAISNVKADGTVRQHSP                                  
            :: .. ..::  . :.  ...:                                  
gi|679 ----YGGMSVYTLSNEDVHGVCGDKNPLLHAINSNYFRGIVTEPTVVTVTPVTHTTEHVT 
               350       360       370       380       390          
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.3  bits: 18.0 E():   89 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (48-72:130-154) 
 
        20        30        40        50        60        70        
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ 
                                     ..:.:  . . .:: ..: . . ::      
gi|622 RAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVA 
     100       110       120       130       140       150          
 
        80                                           
AAD-12 HSP                                           
                                                     
gi|622 ILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
     160       170       180       190       200     
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.0  bits: 17.4 E():   92 
Smith-Waterman score: 42; 22.2% identity (57.8% similar) in 45 aa overlap (6-50:68-112) 
 
                                        10        20        30      
AAD-12                          ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIF 
                                     ::. . .. : ..::..  .. :.       
gi|291 GLILAGTVIALTLATPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYV 
        40        50        60        70        80        90        
 
          40        50        60        70        80 
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP 
        :.:  . .:.  :.                               
gi|291 TGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVTGSQGS   
       100       110       120       130       140   
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 66.8  bits: 18.0 E():   94 
Smith-Waterman score: 46; 25.7% identity (65.7% similar) in 35 aa overlap (12-46:54-84) 
 
                                  10        20        30        40  
AAD-12                    ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLS 
                                     . ::.: ::      : ..:.: . ... . 
gi|161 FGVNLNLKVTNLMAGEHLTPEFLKMNPQHTIPTLNDNGFCL----WESRAILSYLADQYG 
            30        40        50        60            70          
 
              50        60        70        80                      
AAD-12 NDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP                      
       .:...                                                        
gi|161 KDDSLYPKDPKKRALVDQRLYFDLGTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFL 
      80        90       100       110       120       130          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.7  bits: 19.2 E():   96 
Smith-Waterman score: 48; 26.2% identity (61.9% similar) in 42 aa overlap (20-61:240-281) 
 
                          10        20        30        40          
AAD-12            ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     :...   .:..:. .   : ..: .  : . 
gi|370 RQEEREFSPRGQHSRRERAGQEEENEGGNIFSGFTPEFLEQAFQVDDRQIVQNLRGETES 
     210       220       230       240       250       260          
 
      50        60        70        80                              
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSP                              
       .. :::  . ::                                                 
gi|370 EEEGAIVTVRGGLRILSPDRKRRADEEEEYDEDEYEYDEEDRRRGRGSRGRGNGIEETIC 
     270       280       290       300       310       320          
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>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 66.6  bits: 19.2 E():   96 
Smith-Waterman score: 48; 28.6% identity (57.1% similar) in 42 aa overlap (20-61:241-281) 
 
                          10        20        30        40          
AAD-12            ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     :...   .::::. .   : . : .  .   
gi|112 YQQQQGSRPHYRQISPRVRGDEQENEGSNIFSGFAQEFLQHAFQV-DRQTVENLRGENER 
              220       230       240       250        260          
 
      50        60        70        80                              
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSP                              
       .. :::  . ::                                                 
gi|112 EEQGAIVTVKGGLRILSPDEEDESSRSPPSRREEFDEDRSRPQQRGKYDENRRGYKNGIE 
     270       280       290       300       310       320          
 
>>gi|57283139|emb|CAE17317.1| villin 2 [Nicotiana tabacu  (520 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.5  bits: 19.2 E():   98 
Smith-Waterman score: 48; 30.0% identity (63.3% similar) in 30 aa overlap (16-45:288-317) 
 
                              10        20        30        40      
AAD-12                ATLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQ 
                                     : :  .:   .. ....:.:   : :..:: 
gi|572 ASLEGLSPNVPLYKVTEGNEPCFFTTFFSWDPAKRSAHGNSFQKKVMLLFGVGHASENQQ 
       260       270       280       290       300       310        
 
          50        60        70        80                          
AAD-12 ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP                          
                                                                    
gi|572 RSNGSGGPTQRASALAALNSAFSSPSPPKSSSAPRPAGTSSASQRAAAIAALSGVLTAEK 
       320       330       340       350       360       370        
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:31 2011 done: Fri Jan 21 00:02:31 2011 
 Total Scan time:  0.070 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 14  - 93 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     2     0:= 
  30     2     2:* 
  32    14     8:=*== 
  34    13    22:==== * 
  36    46    44:==========*= 
  38    79    73:==================*= 
  40    93   102:======================== * 
  42   103   125:==========================     * 
  44   209   138:==================================*================== 
  46   129   140:================================= * 
  48   131   134:=================================* 
  50   120   122:==============================* 
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  52    78   108:====================      * 
  54    70    92:==================    * 
  56    70    77:================== * 
  58    52    63:=============  * 
  60    65    51:============*==== 
  62    48    41:==========*= 
  64    52    33:========*==== 
  66    22    26:======* 
  68     7    20:==  * 
  70    21    16:===*== 
  72    21    12:==*=== 
  74     8    10:==* 
  76    12     8:=*= 
  78     6     6:=* 
  80     2     5:=* 
  82     4     3:* 
  84     1     3:* 
  86     2     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     5     1:*= 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.96940.00319; mu= 6.6944 0.164 
 mean_var=40.557210.560, 0's: 2 Z-trim: 2  B-trim: 0 in 0/44 
 Lambda= 0.201391 
 Kolmogorov-Smirnov  statistic: 0.0326 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   60 22.6       4 
gi|59895730|gb|AAX11262.1| pectin methylesterase a ( 339)   61 22.9     5.1 
gi|59895728|gb|AAX11261.1| pectin methylesterase a ( 339)   61 22.9     5.1 
gi|225810597|gb|ACO34813.1| Sal k 1 pollen allerge ( 339)   61 22.9     5.1 
gi|886963|emb|CAA59338.1| low molecular weight glu ( 229)   59 22.3     5.1 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   61 22.9     6.8 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   61 22.9     7.2 
gi|51242679|gb|AAT99258.1| pectin-methyltransferas ( 362)   59 22.3     8.1 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   60 22.6     9.9 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   50 19.7      14 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   55 21.2      14 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   53 20.6      14 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   45 18.3      15 
gi|21413|emb|CAA45723.1| aspartic proteinase inhib ( 217)   53 20.6      16 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   53 20.6      16 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 20.0      19 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   53 20.6      20 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   54 20.9      20 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   49 19.4      21 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   56 21.5      22 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   53 20.6      23 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   55 21.2      25 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   53 20.6      28 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   53 20.6      28 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   53 20.6      28 
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gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   53 20.6      28 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   53 20.6      28 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   53 20.6      28 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   53 20.6      28 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   53 20.6      28 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   53 20.6      28 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 20.0      28 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 20.0      30 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   47 18.9      32 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   48 19.1      32 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   53 20.6      34 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   52 20.3      36 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 19.7      36 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 19.7      36 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   49 19.4      37 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   53 20.6      41 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   52 20.3      42 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   53 20.6      45 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   46 18.6      48 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 18.6      48 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   46 18.6      48 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   46 18.6      48 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 18.6      48 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   46 18.6      48 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   46 18.6      48 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   46 18.6      48 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   46 18.6      48 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   46 18.6      48 
gi|121244|sp|P12548.1|GLB73_CHITH RecName: Full=Gl ( 161)   46 18.6      49 
gi|121248|sp|P12549.1|GLB76_CHITH RecName: Full=Gl ( 161)   46 18.6      49 
gi|56405054|sp|P84298.1|GLB75_CHITH RecName: Full= ( 161)   46 18.6      49 
gi|56405052|sp|P84296.1|GLB74_CHITH RecName: Full= ( 161)   46 18.6      49 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   49 19.4      50 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   44 18.0      51 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   44 18.0      51 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   47 18.9      52 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   50 19.7      52 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   49 19.4      53 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   47 18.9      54 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   48 19.1      55 
gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Ente ( 233)   47 18.9      57 
gi|62240392|gb|AAX77384.1| 11S globulin precursor  ( 523)   51 20.0      58 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   46 18.6      58 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   45 18.3      59 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   45 18.3      59 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   44 18.0      59 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   44 18.0      59 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   44 18.0      59 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   44 18.0      59 
gi|15809696|gb|AAL07320.1| profilin [Litchi chinen ( 131)   44 18.0      59 
gi|11762104|gb|AAG40330.1|AF323974_1 major allerge ( 161)   45 18.3      59 
gi|11762102|gb|AAG40329.1|AF323973_1 major allerge ( 161)   45 18.3      59 
gi|5726304|gb|AAD48405.1|AF136945_1 major allergen ( 161)   45 18.3      59 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   53 20.6      60 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   53 20.6      61 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   44 18.0      63 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   47 18.9      65 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   47 18.9      65 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   42 17.4      68 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   48 19.1      69 
gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full= ( 131)   43 17.7      72 
gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 ( 131)   43 17.7      72 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   48 19.1      77 
gi|71153243|sp|Q39547.1|CUCM1_CUCME RecName: Full= ( 731)   51 20.0      80 
gi|886967|emb|CAA59340.1| low molecular weight glu ( 276)   46 18.6      82 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   46 18.6      85 
gi|34851176|gb|AAP15200.1| profilin-like protein [ ( 131)   42 17.4      87 
gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triti ( 439)   48 19.1      87 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   44 18.0      89 
gi|46410859|gb|AAR98518.1| major latex allergen He ( 366)   47 18.9      89 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   44 18.0      91 
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gi|67975085|gb|AAY84563.1| group 18 allergen prote ( 462)   48 19.1      92 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   42 17.4      93 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   44 18.0      96 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 91.7  bits: 22.6 E():    4 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (34-65:133-160) 
 
            10        20        30        40        50        60    
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|221 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
            110       120       130       140           150         
 
            70        80                                            
AAD-12 AISNVKADGTVRQHSPA                                            
       :.                                                           
gi|221 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
      160       170       180       190       200       210         
 
>>gi|59895730|gb|AAX11262.1| pectin methylesterase aller  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 89.8  bits: 22.9 E():  5.1 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (9-41:238-270) 
 
                                     10        20        30         
AAD-12                       TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|598 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
       40        50        60        70        80                   
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPA                   
       ::.                                                          
gi|598 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|59895728|gb|AAX11261.1| pectin methylesterase aller  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 89.8  bits: 22.9 E():  5.1 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (9-41:238-270) 
 
                                     10        20        30         
AAD-12                       TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|598 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
       40        50        60        70        80                   
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPA                   
       ::.                                                          
gi|598 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|225810597|gb|ACO34813.1| Sal k 1 pollen allergen [S  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 89.8  bits: 22.9 E():  5.1 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (9-41:238-270) 
 
                                     10        20        30         
AAD-12                       TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|225 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
       40        50        60        70        80                   
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPA                   
       ::.                                                          
gi|225 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|886963|emb|CAA59338.1| low molecular weight gluteni  (229 aa) 
 initn:  39 init1:  39 opt:  59  Z-score: 89.7  bits: 22.3 E():  5.1 
Smith-Waterman score: 59; 26.4% identity (56.6% similar) in 53 aa overlap (2-50:3-55) 
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                10        20        30            40        50      
AAD-12  TLGATVTGVHLATLDDAGFAALHAAWLQHAL----LIFPGQHLSNDQQITFAKRFGAIE 
         : :.:.   .: .. . . .:.  : :. :     .:: :.   .::  :...      
gi|886 FALIAVVATSTIAQMETSCIPGLERPWQQQPLPPQQTLFPQQQPFPQQQPPFSQQQPSFS 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 RIGGGDIVAISNVKADGTVRQHSPA                                    
                                                                    
gi|886 QQQPPFSQQQPILPEPPFSLQQQPVLPQQSPFSQQQLVLPPQQQQQLPQQQISIVQPSVL 
               70        80        90       100       110       120 
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 87.5  bits: 22.9 E():  6.8 
Smith-Waterman score: 61; 38.7% identity (58.1% similar) in 31 aa overlap (35-65:108-138) 
 
           10        20        30        40        50        60     
AAD-12 TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA 
                                     : :  .. :.  :  :   :.:.  :::.: 
gi|259 YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIA 
        80        90       100       110       120       130        
 
           70        80                                             
AAD-12 ISNVKADGTVRQHSPA                                             
       :                                                            
gi|259 IPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGR 
       140       150       160       170       180       190        
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  60 init1:  60 opt:  61  Z-score: 87.1  bits: 22.9 E():  7.2 
Smith-Waterman score: 61; 32.7% identity (59.6% similar) in 52 aa overlap (12-59:83-134) 
 
                                  10        20        30            
AAD-12                    TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH--L 
                                     .: :.:: ::.... :.  :  .: ::  . 
gi|215 NPTGGHSKMESKPILNGHGYCHIHFWIGSESTKDEAGVAAIKSVELDDFLGGYPVQHREI 
             60        70        80        90       100       110   
 
      40        50          60        70        80                  
AAD-12 SNDQQITFAKRF--GAIERIGGGDIVAISNVKADGTVRQHSPA                  
        . ..  :.. :  : :   ::                                       
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
>>gi|51242679|gb|AAT99258.1| pectin-methyltransferase pr  (362 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 86.2  bits: 22.3 E():  8.1 
Smith-Waterman score: 59; 33.3% identity (57.6% similar) in 33 aa overlap (9-41:261-293) 
 
                                     10        20        30         
AAD-12                       TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|512 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFDAARVVFSYCN 
              240       250       260       270       280       290 
 
       40        50        60        70        80                   
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPA                   
       ::.                                                          
gi|512 LSDAAKPEGWSDNNKPEAQKTILFGEYKNTGPGAAPDKRAPYTKQLTEADAKTFTSLEYI 
              300       310       320       330       340       350 
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 84.6  bits: 22.6 E():  9.9 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (34-65:131-158) 
 
            10        20        30        40        50        60    
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|213 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
              110       120       130       140           150       
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            70        80                                            
AAD-12 AISNVKADGTVRQHSPA                                            
       :.                                                           
gi|213 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
        160       170       180       190       200       210       
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.1  bits: 19.7 E():   14 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (58-73:29-43) 
 
        30        40        50        60        70        80        
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPA        
                                     : :::::. ..:  :.               
gi|105   CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
                 10        20        30         40        50        
 
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
        60        70        80        90          
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 81.7  bits: 21.2 E():   14 
Smith-Waterman score: 55; 30.4% identity (54.3% similar) in 46 aa overlap (2-44:9-54) 
 
                      10        20        30           40        50 
AAD-12        TLGATVTGVHLATLDDAGFAALHAAWLQHAL---LIFPGQHLSNDQQITFAKR 
               : :.:.   .: .: . . .:.  : :. :     :: :   ..::       
gi|219 MKTFLVFALLAVVATSAIAQMDTSCIPGLERPWQQQPLPPQQTFPQQPPFSQQQQQQPFP 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 FGAIERIGGGDIVAISNVKADGTVRQHSPA                               
                                                                    
gi|219 QQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQQQLILPPQQQQQLPQQQISIVQPSV 
               70        80        90       100       110       120 
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 81.7  bits: 20.6 E():   14 
Smith-Waterman score: 53; 21.4% identity (54.3% similar) in 70 aa overlap (5-74:33-101) 
 
                                         10        20        30     
AAD-12                           TLGATVTGVHLATLDDAGFAALHAAWLQHALLIF 
                                     :: .  :  ::   ..: :..  ..:.:   
gi|697 EQAFCNLKFRQNVNNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILG- 
             10        20        30        40        50        60   
 
           40        50        60        70        80               
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPA               
       :  .:.  . .  ..  : .. .:    .....:   : .                     
gi|697 PRWNLNAHSALYVTRGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVV 
              70        80        90       100       110       120  
 
gi|697 ELKNSDNAVTSPIAGKTSVLNAIPVDVLATAYDISKPEAFKLKNGRRQEIEVFRPFQSRD 
             130       140       150       160       170       180  
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 81.6  bits: 18.3 E():   15 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (43-66:17-38) 
 
             20        30        40        50        60        70   
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .. :       
gi|217               LVSVEHQAARLKVAKAQQL--AAQLPAMCRLEGGDALSASQ      
                             10          20        30               
 
             80 
AAD-12 TVRQHSPA 
 
>>gi|21413|emb|CAA45723.1| aspartic proteinase inhibitor  (217 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 80.7  bits: 20.6 E():   16 
Smith-Waterman score: 53; 20.5% identity (55.4% similar) in 83 aa overlap (1-76:135-215) 
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                                               10        20         
AAD-12                               TLGATV--TGVHLATLDDAGFAALHAAWLQ 
                                     .::. .  ::  ..  :.. :  .... .  
gi|214 ENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTIGQADSSWFKIVKSSQFG 
          110       120       130       140       150       160     
 
       30             40        50        60        70        80 
AAD-12 HALLIFP-----GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPA 
       . ::  :     .  .:.:.:  :  . :.... :   .. ...   : . .:     
gi|214 YNLLYCPVTSTMSCPFSSDDQ--FCLKVGVVHQNGKRRLALVKDNPLDVSFKQVQ   
          170       180         190       200       210          
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 80.6  bits: 20.6 E():   16 
Smith-Waterman score: 53; 20.5% identity (55.4% similar) in 83 aa overlap (1-76:139-219) 
 
                                               10        20         
AAD-12                               TLGATV--TGVHLATLDDAGFAALHAAWLQ 
                                     .::. .  ::  ..  :.. :  .... .  
gi|201 ENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTIGQADSSWFKIVKSSQFG 
      110       120       130       140       150       160         
 
       30             40        50        60        70        80 
AAD-12 HALLIFP-----GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPA 
       . ::  :     .  .:.:.:  :  . :.... :   .. ...   : . .:     
gi|201 YNLLYCPVTSTMSCPFSSDDQ--FCLKVGVVHQNGKRRLALVKDNPLDVSFKQVQ   
      170       180         190       200       210       220    
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 79.3  bits: 20.0 E():   19 
Smith-Waterman score: 51; 21.5% identity (52.3% similar) in 65 aa overlap (8-72:107-171) 
 
                                      10        20        30        
AAD-12                        TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :. .:   .. .:...:.  .    .  .: 
gi|249 NKAIKERHGGAYETYKFIPSLEASRSKQAYGATVARAPEVKYAVFEAGLTKAITAMSEAQ 
         80        90       100       110       120       130       
 
        40        50        60        70        80 
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPA 
       ....  . . :   ::    ::.  :: :   . :         
gi|249 KVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV     
        140       150       160       170          
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 79.1  bits: 20.6 E():   20 
Smith-Waterman score: 53; 30.2% identity (49.1% similar) in 53 aa overlap (25-72:33-85) 
 
                     10        20        30         40        50    
AAD-12       TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFGA 
                                     : .:: .. .  : :  . :: :   . :  
gi|273 MEHYLKTYLSWLTEEQKEKLKEMKEAGQTKAEIQHEVMHYYDQLHGEEKQQATEKLKVGC 
             10        20        30        40        50        60   
 
              60          70        80                              
AAD-12 IERIGG--GD--IVAISNVKADGTVRQHSPA                              
          . :  :.  .: . :::  :                                      
gi|273 KMLLKGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIF 
             70        80        90       100       110       120   
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 79.1  bits: 20.9 E():   20 
Smith-Waterman score: 60; 23.0% identity (63.9% similar) in 61 aa overlap (20-80:232-285) 
 
                          10        20        30        40          
AAD-12            TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 
                                     ::.:.  . :....   :. ...: : .   
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIHS--VVHSIIMQQQQQQQQQQGIDIFL 
             210       220       230         240       250          
 
      50        60        70        80                              
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AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPA                              
        ..  :..: :..:     ...: .. ..::                              
gi|170 PLSQHEQVGQGSLV-----QGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSIMR 
     260       270            280       290       300       310     
 
gi|170 APFASIVAGIGGQ 
          320        
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.8  bits: 19.4 E():   21 
Smith-Waterman score: 49; 36.4% identity (72.7% similar) in 22 aa overlap (16-37:20-41) 
 
                   10        20        30        40        50       
AAD-12     TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                          :.. :.: : . .:..: : .:                    
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQE 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 IGGGDIVAISNVKADGTVRQHSPA                                     
                                                                    
gi|217 IQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLV 
               70        80        90       100       110       120 
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 78.5  bits: 21.5 E():   22 
Smith-Waterman score: 56; 40.6% identity (56.2% similar) in 32 aa overlap (36-65:153-184) 
 
          10        20        30        40          50        60    
AAD-12 VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK--RFGAIERIGGGDIV 
                                     ::.   .::  : .  :    .::  ::.: 
gi|258 QGQQEQQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVV 
            130       140       150       160       170       180   
 
            70        80                                            
AAD-12 AISNVKADGTVRQHSPA                                            
       ::                                                           
gi|258 AIPAGVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQ 
            190       200       210       220       230       240   
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 77.8  bits: 20.6 E():   23 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (23-66:194-239) 
 
                       10        20        30         40        50  
AAD-12         TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|261 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
           170       180       190       200       210       220    
 
              60         70        80                               
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPA                               
       .:.:: .::.. :..:                                             
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 77.4  bits: 21.2 E():   25 
Smith-Waterman score: 55; 30.0% identity (57.5% similar) in 80 aa overlap (4-71:44-116) 
 
                                          10        20              
AAD-12                            TLGATVTGVHLATLDDAGFA------ALHAAWL 
                                     ...: :: ::  :. .:      :....:  
gi|108 YEQPTGLFINNEFVKGQEGKTFDVINPSDESVITQVHEATEKDVDIAVAAARKAFEGSWR 
            20        30        40        50        60        70    
 
        30           40        50           60        70        80  
AAD-12 QHALLIFP---GQHLSNDQQITFAKR---FGAIERIGGGDIVAISNVKADGTVRQHSPA  
       :..    :   :. :.:  .. : :    ..:.: . .:   ::: .:.:           
gi|108 QET----PENRGKLLNNLANL-FEKNIDLLAAVESLDNGK--AISMAKGDISMCVGCLRY 
                80        90        100         110       120       
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gi|108 YGGWADKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNFPLLMWAWKIGPAIACGNTVVL 
        130       140       150       160       170       180       
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.5  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (23-66:230-275) 
 
                       10        20        30         40        50  
AAD-12         TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLTNIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
              60         70        80                               
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPA                               
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.5  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (23-66:230-275) 
 
                       10        20        30         40        50  
AAD-12         TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLANIYPYFTYADNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
              60         70        80                               
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPA                               
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.5  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (23-66:230-275) 
 
                       10        20        30         40        50  
AAD-12         TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|270 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
              60         70        80                               
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPA                               
       .:.:: .::.. :..:                                             
gi|270 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPDRAIETYL 
     260       270       280       290       300       310          
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.5  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (23-66:230-275) 
 
                       10        20        30         40        50  
AAD-12         TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|118 GFLSSIRSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
              60         70        80                               
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPA                               
       .:.:: .::.. :..:                                             
gi|118 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.5  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (23-66:230-275) 
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                       10        20        30         40        50  
AAD-12         TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|327 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
              60         70        80                               
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPA                               
       .:.:: .::.. :..:                                             
gi|327 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.5  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (23-66:230-275) 
 
                       10        20        30         40        50  
AAD-12         TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSSXSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
              60         70        80                               
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPA                               
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.5  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (23-66:230-275) 
 
                       10        20        30         40        50  
AAD-12         TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|268 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
              60         70        80                               
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPA                               
       .:.:: .::.. :..:                                             
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.5  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (23-66:230-275) 
 
                       10        20        30         40        50  
AAD-12         TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
              60         70        80                               
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPA                               
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.5  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (23-66:230-275) 
 
                       10        20        30         40        50  
AAD-12         TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
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              60         70        80                               
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPA                               
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 76.4  bits: 20.0 E():   28 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (58-73:181-195) 
 
        30        40        50        60        70        80        
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPA        
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 75.9  bits: 20.0 E():   30 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (58-73:199-213) 
 
        30        40        50        60        70        80        
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPA        
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 75.3  bits: 18.9 E():   32 
Smith-Waterman score: 47; 28.6% identity (68.6% similar) in 35 aa overlap (44-77:93-127) 
 
            20        30        40         50        60        70   
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA-KRFGAIERIGGGDIVAISNVKADG 
                                     :  :. :.   :....: :.:. ..: .   
gi|121 FKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVT 
             70        80        90       100       110       120   
 
             80 
AAD-12 TVRQHSPA 
       .::..    
gi|121 SVRSYKRI 
            130 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 75.3  bits: 19.1 E():   32 
Smith-Waterman score: 48; 25.6% identity (62.8% similar) in 43 aa overlap (25-67:78-119) 
 
                     10        20        30        40        50     
AAD-12       TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ....  .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
           60        70        80                             
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPA                             
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 75.0  bits: 20.6 E():   34 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (41-61:330-350) 
 
               20        30        40        50        60        70 
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
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gi|149 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
               80                                                   
AAD-12 DGTVRQHSPA                                                   
                                                                    
gi|149 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.4  bits: 20.3 E():   36 
Smith-Waterman score: 52; 26.1% identity (60.9% similar) in 46 aa overlap (26-69:117-160) 
 
                    10        20          30        40        50    
AAD-12      TLGATVTGVHLATLDDAGFAALHAAWL--QHALLIFPGQHLSNDQQITFAKRFGA 
                                     :.  :. ..:.  :..   .. :.  : .  
gi|113 IYMVTSDQDDDVVNPKEGTLRFGATQDRPLWIIFQRDMIIYLQQEMVVTSDKTIDGRGAK 
         90       100       110       120       130       140       
 
            60        70        80                                  
AAD-12 IERIGGGDIVAISNVKADGTVRQHSPA                                  
       .: . ::  ... :::                                             
gi|113 VELVYGG--ITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGDAIHVTGSS 
        150         160       170       180       190       200     
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 74.3  bits: 19.7 E():   36 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (58-73:198-212) 
 
        30        40        50        60        70        80        
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPA        
                                     : :::::. ..:  :.               
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
        230       240       250       260          
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 74.3  bits: 19.7 E():   36 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (58-73:198-212) 
 
        30        40        50        60        70        80        
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPA        
                                     : :::::. ..:  :.               
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
gi|115 RKDSDKPIKGPITVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
        230       240       250       260          
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.2  bits: 19.4 E():   37 
Smith-Waterman score: 49; 33.3% identity (57.1% similar) in 21 aa overlap (24-44:10-30) 
 
               10        20        30        40        50        60 
AAD-12 TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGG 
                              :::.      ::: :  ....                 
gi|944               MKTLGVLFIAAWFIACTHSFPGAHDEDSKEERKNVDTVLVLPSIER 
                             10        20        30        40       
 
               70        80                                         
AAD-12 DIVAISNVKADGTVRQHSPA                                         
                                                                    
gi|944 DQMMAATFDFPSLSFEDSDEGSNWNWNTLLRPNFLDGWYQTLQSAISAHMKKVREQMAGI 
         50        60        70        80        90       100       
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 73.3  bits: 20.6 E():   41 
Smith-Waterman score: 53; 25.8% identity (56.1% similar) in 66 aa overlap (15-80:332-391) 
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                               10        20        30        40     
AAD-12                 TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQ 
                                     : :   :   .. ....:.:   : :..:: 
gi|572 ASLEGLSPHVPLYKVMEGNEPCFFTTFFSWDPAKAIAHGNSFQKKVMLLFGVGHASENQQ 
             310       320       330       340       350       360  
 
           50        60        70        80                         
AAD-12 ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPA                         
            ::.. .. ::.   : . .  ...  . :::                         
gi|572 -----RFNGTNQ-GGATQRASALAALNSAFSSSSPAKSSSAPRSAGKSPGSQRAAAIAAL 
                   370       380       390       400       410      
 
gi|572 SSALSAEKKQPPEGGSPLRLSRTSSVDAIAPGNEVSTAEIEDSKEVPERKEIETVEPAET 
         420       430       440       450       460       470      
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 73.2  bits: 20.3 E():   42 
Smith-Waterman score: 52; 25.0% identity (65.6% similar) in 32 aa overlap (34-65:117-148) 
 
            10        20        30        40        50        60    
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : :.. .....  :  .   ....  :::. 
gi|303 APKLYYVTQGRGILGVLMPGCPETFQSMSQFQGSREQEEERGRFQDQHQKVHHLKKGDII 
         90       100       110       120       130       140       
 
            70        80                                            
AAD-12 AISNVKADGTVRQHSPA                                            
       ::                                                           
gi|303 AIPAGVALWCYNDGDEDLVTVLVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLR 
        150       160       170       180       190       200       
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 72.7  bits: 20.6 E():   45 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (41-61:330-350) 
 
               20        30        40        50        60        70 
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|169 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
               80                                                   
AAD-12 DGTVRQHSPA                                                   
                                                                    
gi|169 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (25-67:77-118) 
 
                     10        20        30        40        50     
AAD-12       TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|402 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
         50        60        70        80        90        100      
 
           60        70        80                             
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPA                             
          :::.:: ::.                                          
gi|402 AAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
         110       120       130       140       150          
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (58-67:109-118) 
 
        30        40        50        60        70        80        
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPA        
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
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       80        90       100       110       120       130         
 
gi|534 KAEALFRAVESYLLAHSDAYN 
      140       150          
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 46; 23.3% identity (62.8% similar) in 43 aa overlap (25-67:78-119) 
 
                     10        20        30        40        50     
AAD-12       TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :... .   ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLE-KVSHELKIV 
        50        60        70        80        90        100       
 
           60        70        80                             
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPA                             
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (25-67:78-119) 
 
                     10        20        30        40        50     
AAD-12       TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
           60        70        80                             
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPA                             
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (58-67:110-119) 
 
        30        40        50        60        70        80        
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPA        
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
gi|534 KAEALFRAVESYLLAHSDAYN 
     140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (25-67:78-119) 
 
                     10        20        30        40        50     
AAD-12       TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|730 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
           60        70        80                             
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPA                             
          :::.:: ::.                                          
gi|730 AAPGGGSIVKISSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (25-67:78-119) 
 
                     10        20        30        40        50     
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AAD-12       TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
           60        70        80                             
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPA                             
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (25-67:78-119) 
 
                     10        20        30        40        50     
AAD-12       TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
           60        70        80                             
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPA                             
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (25-67:78-119) 
 
                     10        20        30        40        50     
AAD-12       TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
           60        70        80                             
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPA                             
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (25-67:78-119) 
 
                     10        20        30        40        50     
AAD-12       TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
           60        70        80                             
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPA                             
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|121244|sp|P12548.1|GLB73_CHITH RecName: Full=Globin  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.1  bits: 18.6 E():   49 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (8-24:61-77) 
 
                                      10        20        30        
AAD-12                        TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|121 WKAVSHNEVDILAAVFAAYPDIQAKFPQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
        40        50        60        70        80                  
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPA                  
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gi|121 SGNESNASAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLSNHVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|121248|sp|P12549.1|GLB76_CHITH RecName: Full=Globin  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.1  bits: 18.6 E():   49 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (8-24:61-77) 
 
                                      10        20        30        
AAD-12                        TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|121 WKAVSHNEVEILAAVFAAYPDIQNKFSQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
        40        50        60        70        80                  
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPA                  
                                                                    
gi|121 SGNDSNAAAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLQANVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|56405054|sp|P84298.1|GLB75_CHITH RecName: Full=Glob  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.1  bits: 18.6 E():   49 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (8-24:61-77) 
 
                                      10        20        30        
AAD-12                        TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|564 WKAVSHNEVEILAAVFAAYPDIQNKFSQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
        40        50        60        70        80                  
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPA                  
                                                                    
gi|564 SGNTSNAAAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLQANVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|56405052|sp|P84296.1|GLB74_CHITH RecName: Full=Glob  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.1  bits: 18.6 E():   49 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (8-24:61-77) 
 
                                      10        20        30        
AAD-12                        TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|564 WKAVSHNEVDILAAVFAAYPDIQAKFPQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
        40        50        60        70        80                  
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPA                  
                                                                    
gi|564 SGNASNAAAVEGLLNKLGSDHKARGVSAAQFGEFRTALVSYLSNHVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.8  bits: 19.4 E():   50 
Smith-Waterman score: 52; 28.6% identity (61.2% similar) in 49 aa overlap (2-50:9-53) 
 
                      10        20        30        40        50    
AAD-12        TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA 
               : :.:.   .: .. . ...:.  : :. :   : :. : .::  :...    
gi|170 MKTFLVFALIAVVATSAIAQMETSCISGLERPWQQQPL---PPQQ-SFSQQPPFSQQQQQ 
               10        20        30           40         50       
 
            60        70        80                                  
AAD-12 IERIGGGDIVAISNVKADGTVRQHSPA                                  
                                                                    
gi|170 PLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQQQLVLPPQQQQQQLV 
         60        70        80        90       100       110       
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.8  bits: 18.0 E():   51 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (43-61:35-53) 
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             20        30        40        50        60        70   
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
             80                                         
AAD-12 TVRQHSPA                                         
                                                        
gi|730 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.8  bits: 18.0 E():   51 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (43-61:35-53) 
 
             20        30        40        50        60        70   
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
             80                                         
AAD-12 TVRQHSPA                                         
                                                        
gi|191 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.6  bits: 18.9 E():   52 
Smith-Waterman score: 47; 31.8% identity (56.8% similar) in 44 aa overlap (27-70:63-102) 
 
                   10        20        30        40        50       
AAD-12     TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|833 HHQTYVNGLNAALEAQKKAAEANDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
             40        50        60        70           80          
 
         60        70        80                                     
AAD-12 IGGGDIVAISNVKADGTVRQHSPA                                     
        ::: :     .::                                               
gi|833 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
       90       100       110       120       130       140         
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 71.5  bits: 19.7 E():   52 
Smith-Waterman score: 50; 26.8% identity (51.2% similar) in 41 aa overlap (30-66:190-230) 
 
                10        20        30            40        50      
AAD-12  TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::  .  :    ::.  
gi|215 NKPVIFTKSNLAKSPELDAKMYDICYSTAAAPIYFPPHHFVTHTSNGARYEFNLVDGAVA 
     160       170       180       190       200       210          
 
          60        70        80                                    
AAD-12 RIGGGDIVAISNVKADGTVRQHSPA                                    
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.3  bits: 19.4 E():   53 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (26-57:176-207) 
 
                    10        20        30        40        50      
AAD-12      TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
         150       160       170       180       190       200      
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          60        70        80                                    
AAD-12 RIGGGDIVAISNVKADGTVRQHSPA                                    
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
         210       220       230       240       250       260      
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.2  bits: 18.9 E():   54 
Smith-Waterman score: 47; 31.8% identity (56.8% similar) in 44 aa overlap (27-70:74-113) 
 
                   10        20        30        40        50       
AAD-12     TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|164 HHQTYVNGLNAALEAQKKAAEATDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
            50        60        70        80           90           
 
         60        70        80                                     
AAD-12 IGGGDIVAISNVKADGTVRQHSPA                                     
        ::: :     .::                                               
gi|164 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
     100       110       120       130       140       150          
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.1  bits: 19.1 E():   55 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (34-44:90-100) 
 
            10        20        30        40        50        60    
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
            70        80                                            
AAD-12 AISNVKADGTVRQHSPA                                            
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Enteroto  (233 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 70.8  bits: 18.9 E():   57 
Smith-Waterman score: 47; 23.3% identity (51.2% similar) in 43 aa overlap (23-62:44-85) 
 
                       10        20        30           40          
AAD-12         TLGATVTGVHLATLDDAGFAALHAAWLQHALLI---FPGQHLSNDQQITFAK 
                                     :  .:::..:.   :  .   ::  . : . 
gi|163 KKSELQGTALGNLKQIYYYNEKAKTENKESHDQFLQHTILFKGFFTDHSWYNDLLVDFDS 
            20        30        40        50        60        70    
 
      50        60        70        80                              
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPA                              
       .   ...  :  .                                                
gi|163 K-DIVDKYKGKKVDLYGAYYGYQCAGGTPNKTACMYGGVTLHDNNRLTEEKKVPINLWLD 
             80        90       100       110       120       130   
 
>>gi|62240392|gb|AAX77384.1| 11S globulin precursor [Sin  (523 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 70.7  bits: 20.0 E():   58 
Smith-Waterman score: 51; 30.0% identity (63.3% similar) in 30 aa overlap (36-64:173-202) 
 
          10        20        30        40         50        60     
AAD-12 VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQ-QITFAKRFGAIERIGGGDIVA 
                                     ::. ...: :  :   .  .:..  ::..: 
gi|622 QQGQQGQQGQQQGQQGQQGQQGQQGQQGQQGQQGQQQQGQQGFRDMYQKVEHVRHGDVIA 
            150       160       170       180       190       200   
 
           70        80                                             
AAD-12 ISNVKADGTVRQHSPA                                             
                                                                    
gi|622 NTPGSAHWIYNTGDKPLVIISLLDIANYQNQLDRNPRVFRLAGNNPQGGFGGPQQQQPQQ 
            210       220       230       240       250       260   
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
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 initn:  40 init1:  40 opt:  46  Z-score: 70.7  bits: 18.6 E():   58 
Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 42 aa overlap (34-75:98-133) 
 
            10        20        30        40        50        60    
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :::       .. .:..: ::.  : :  : 
gi|223 LADFNKDGEVTVDEFKQAVQKHCQGKKYGDFPGAF-----KVFIANQFKAIDVNGDGK-V 
        70        80        90       100            110       120   
 
            70        80                                            
AAD-12 AISNVKADGTVRQHSPA                                            
       .... . :  .:                                                 
gi|223 GLDEYRLDCITRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCS 
             130       140       150       160       170       180  
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 45; 23.3% identity (60.5% similar) in 43 aa overlap (25-67:78-119) 
 
                     10        20        30        40        50     
AAD-12       TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
           60        70        80                             
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPA                             
          :::..: ::.                                          
gi|167 AAPGGGSVVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 45; 24.4% identity (61.0% similar) in 41 aa overlap (27-67:80-119) 
 
                   10        20        30        40        50       
AAD-12     TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :. :.    ....  .   
gi|730 GPGTIKKITFSEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLG-DKLEKVSHELKIVAA 
      50        60        70        80        90        100         
 
         60        70        80                             
AAD-12 IGGGDIVAISNVKADGTVRQHSPA                             
        :::.:: ::.                                          
gi|730 PGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      110       120       130       140       150       160 
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.5  bits: 18.0 E():   59 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (57-78:15-36) 
 
         30        40        50        60        70        80       
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPA       
                                     : :  ..: . .  ::.:  ::         
gi|604                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
gi|604 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.5  bits: 18.0 E():   59 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (57-78:15-36) 
 
         30        40        50        60        70        80       
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPA       
                                     : :  ..: . .  ::.:  ::         
gi|144                 MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
gi|144 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
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           50        60        70        80        90       100     
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.5  bits: 18.0 E():   59 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (57-78:15-36) 
 
         30        40        50        60        70        80       
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPA       
                                     : :  ..: . .  ::.:  ::         
gi|218                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
gi|218 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.5  bits: 18.0 E():   59 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (57-78:15-36) 
 
         30        40        50        60        70        80       
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPA       
                                     : :  ..: . .  ::.:  ::         
gi|288                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
gi|288 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|15809696|gb|AAL07320.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 70.5  bits: 18.0 E():   59 
Smith-Waterman score: 44; 25.0% identity (58.9% similar) in 56 aa overlap (17-70:45-100) 
 
                             10        20        30        40       
AAD-12               TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 
                                     : .::.   . . . :   : ::.. . .. 
gi|158 TDGQHLTAAAIIGHDGSVWAQSANFPQFKPAEIAAIMKDFDEPGSLAPTGLHLGGTKYMV 
           20        30        40        50        60        70     
 
         50          60        70        80                      
AAD-12 FAKRFGAIER--IGGGDIVAISNVKADGTVRQHSPA                      
       .  . ::. :   : : :.. ....:                                
gi|158 IQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL 
           80        90       100       110       120       130  
 
>>gi|11762104|gb|AAG40330.1|AF323974_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (23-67:77-120) 
 
                       10        20        30        40         50  
AAD-12         TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
              60        70        80                             
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPA                             
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|11762102|gb|AAG40329.1|AF323973_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (23-67:77-120) 
 
                       10        20        30        40         50  
AAD-12         TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
              60        70        80                             
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AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPA                             
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|5726304|gb|AAD48405.1|AF136945_1 major allergen Cor  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (23-67:77-120) 
 
                       10        20        30        40         50  
AAD-12         TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|572 GNGGPGTIKKITFAEGNEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
              60        70        80                             
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPA                             
       .:  . :::.:. :..                                          
gi|572 AAAPH-GGGSILKITSKYHTKGNASINEEEIKAGKEKAAGLFKAVEAYLLAHPDAYC 
         110        120       130       140       150       160  
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 70.4  bits: 20.6 E():   60 
Smith-Waterman score: 53; 23.3% identity (55.8% similar) in 43 aa overlap (3-45:675-717) 
 
                                           10        20        30   
AAD-12                             TLGATVTGVHLATLDDAGFAALHAAWLQHALL 
                                     :    : . .. ...: .   . ::: .   
gi|170 LQPEQGQQGYYPTSQQQPGQGPQPGQWQQSGQGQQGYYPTSPQQSGQGQQPGQWLQPGQW 
          650       660       670       680       690       700     
 
             40        50        60        70        80             
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPA             
       .  : .:.. ::.                                                
gi|170 LQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQ 
          710       720       730       740       750       760     
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 70.3  bits: 20.6 E():   61 
Smith-Waterman score: 53; 23.3% identity (55.8% similar) in 43 aa overlap (3-45:690-732) 
 
                                           10        20        30   
AAD-12                             TLGATVTGVHLATLDDAGFAALHAAWLQHALL 
                                     :    : . .. ...: .   . ::: .   
gi|217 LQPEQGQQGYYPTSQQQPGQGPQPGQWQQSGQGQQGYYPTSPQQSGQGQQPGQWLQPGQW 
     660       670       680       690       700       710          
 
             40        50        60        70        80             
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPA             
       .  : .:.. ::.                                                
gi|217 LQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQ 
     720       730       740       750       760       770          
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (57-79:15-37) 
 
         30        40        50        60        70        80       
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPA       
                                     : : .... . .  ::.:  .::        
gi|100                 MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKP 
                               10        20        30        40     
 
gi|100 EENAGIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILG 
           50        60        70        80        90       100     
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 69.8  bits: 18.9 E():   65 
Smith-Waterman score: 47; 46.7% identity (73.3% similar) in 15 aa overlap (58-72:192-205) 
 
        30        40        50        60        70        80        
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AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPA        
                                     : ::.::. ..:  :                
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 69.8  bits: 18.9 E():   65 
Smith-Waterman score: 47; 46.7% identity (73.3% similar) in 15 aa overlap (58-72:192-205) 
 
        30        40        50        60        70        80        
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPA        
                                     : ::.::. ..:  :                
gi|168 CKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGDVVAV-DIKEKGKDKWTELKESWGAVW 
             170       180       190        200       210       220 
 
gi|168 RIDTPDKLTGPFTVRYTTEGGTKSEFEDVIPEGWKADTSYSAK 
              230       240       250       260    
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.4  bits: 17.4 E():   68 
Smith-Waterman score: 42; 37.5% identity (62.5% similar) in 24 aa overlap (43-66:79-100) 
 
             20        30        40        50        60        70   
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .  :       
gi|897 QQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQL--AAQLPAMCRLEGGDALLASQ      
       50        60        70        80          90       100       
 
             80 
AAD-12 TVRQHSPA 
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.2  bits: 19.1 E():   69 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (34-44:90-100) 
 
            10        20        30        40        50        60    
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
            70        80                                            
AAD-12 AISNVKADGTVRQHSPA                                            
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.0  bits: 17.7 E():   72 
Smith-Waterman score: 43; 24.5% identity (58.5% similar) in 53 aa overlap (20-70:48-100) 
 
                          10        20        30        40          
AAD-12            TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 
                                     ::.   . . . :   : ::.. . ...   
gi|144 HRLTAAAIIGHDGSVWAQSSSFPQFKSDEVAAIMKDFDEPGSLAPTGLHLGSTKYMVIQG 
        20        30        40        50        60        70        
 
      50          60        70        80                      
AAD-12 RFGAIER--IGGGDIVAISNVKADGTVRQHSPA                      
       . ::. :   :.: :.. .. .:                                
gi|144 EPGAVIRGKKGSGGITVKKTSQALIIGIYDEPLTPGQCNMIVERLGDYLLEQGM 
        80        90       100       110       120       130  
 
>>gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 [Ch  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 17.7 E():   72 
Smith-Waterman score: 43; 33.3% identity (62.5% similar) in 24 aa overlap (57-80:15-38) 
 
         30        40        50        60        70        80       
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AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPA       
                                     : :. . . . .  ::::  .::.       
gi|294                 MSWQTYVDDHLMCDIEGNHLSSAAILGHDGTVWAQSPSFPQLKP 
                               10        20        30        40     
 
gi|294 EEVSAIMKDFNEPGSLAPTGLHLGGTKYMVIQGEPGDVIRGKKGPGGVTIKKTNQALIIG 
           50        60        70        80        90       100     
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 68.4  bits: 19.1 E():   77 
Smith-Waterman score: 48; 26.8% identity (48.8% similar) in 41 aa overlap (30-66:190-230) 
 
                10        20        30            40        50      
AAD-12  TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::     :    ::.  
gi|215 NKPVIFTKSNLAESPQLDAKMYDICYSTAAAPIYFPPHHFVTHTSNGATYEFNLVDGAVA 
     160       170       180       190       200       210          
 
          60        70        80                                    
AAD-12 RIGGGDIVAISNVKADGTVRQHSPA                                    
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|71153243|sp|Q39547.1|CUCM1_CUCME RecName: Full=Cucu  (731 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 68.1  bits: 20.0 E():   80 
Smith-Waterman score: 51; 20.3% identity (52.7% similar) in 74 aa overlap (2-73:136-206) 
 
                                              10        20          
AAD-12                              TLGATVTGV--HLATLDDAGFAALHAAWLQH 
                                     .:.  ::.  .  ..:: ::.     :    
gi|711 MNELHTTRSWDFLGFPLTVPRRSQVESNIVVGVLDTGIWPESPSFDDEGFSPPPPKWKGT 
         110       120       130       140       150       160      
 
      30        40        50        60        70        80          
AAD-12 ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPA          
             ....  ...:  :. .   . :. ::. .  .... ::                 
gi|711 CET---SNNFRCNRKIIGARSYHIGRPISPGDVNGPRDTNGHGTHTASTAAGGLVSQANL 
            170       180       190       200       210       220   
 
gi|711 YGLGLGTARGGVPLARIAAYKVCWNDGCSDTDILAAYDDAIADGVDIISLSVGGANPRHY 
            230       240       250       260       270       280   
 
>>gi|886967|emb|CAA59340.1| low molecular weight gluteni  (276 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 67.9  bits: 18.6 E():   82 
Smith-Waterman score: 46; 30.3% identity (63.6% similar) in 33 aa overlap (19-50:57-89) 
 
                           10        20        30         40        
AAD-12             TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITF 
                                     :.  .  . :. : :.: :  .:..::  : 
gi|886 PIQQQPQPFPQQPPCSQQQQPPLSQQQQPPFSQQQPPFSQQELPILPQQPPFSQQQQPQF 
         30        40        50        60        70        80       
 
        50        60        70        80                            
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPA                            
       ...                                                          
gi|886 SQQQQPFPQQQQPLLLQQPPFSQQRPPFSQQQQQPVLPQQPPFSQQQQQQPILPQQPPFS 
         90       100       110       120       130       140       
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.6  bits: 18.6 E():   85 
Smith-Waterman score: 46; 33.3% identity (57.1% similar) in 21 aa overlap (29-49:79-99) 
 
                 10        20        30        40        50         
AAD-12   TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG 
                                     : .: :: : : .  . .: .          
gi|624 QSQQQCLQQPQHQFPQPTQQFPQRPLLPFTHPFLTFPDQLLPQPPHQSFPQPPQSYPQPP 
       50        60        70        80        90       100         
 
       60        70        80                                       
AAD-12 GGDIVAISNVKADGTVRQHSPA                                       
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gi|624 LQPFPQPPQQKYPEQPQQPFPWQQPTIQLYLQQQLNPCKEFLLQQCRPVSLLSYLWSKIV 
      110       120       130       140       150       160         
 
>>gi|34851176|gb|AAP15200.1| profilin-like protein [Humu  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.4  bits: 17.4 E():   87 
Smith-Waterman score: 42; 33.3% identity (58.3% similar) in 24 aa overlap (57-80:15-38) 
 
         30        40        50        60        70        80       
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPA       
                                     : :. . : . .  ::.:  .: :       
gi|348                 MSWQAYVDDHLMCEIDGNHLSAAAIIGHDGSVWAQSAAFPQLKP 
                               10        20        30        40     
 
gi|348 EEVTGIMNDFNEPGTLAPTGLYLGGTKYMVIQGEPGAVIRGKKGAGGVTIKKTSQALIIG 
           50        60        70        80        90       100     
 
>>gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triticum   (439 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.4  bits: 19.1 E():   87 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (34-44:103-113) 
 
            10        20        30        40        50        60    
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|739 FLQQQQIPQQQIPQQHQIPQQPQQFPQQQQFPQQHQSPQQQFPQQQFPQQKLPQQEFPQQ 
             80        90       100       110       120       130   
 
            70        80                                            
AAD-12 AISNVKADGTVRQHSPA                                            
                                                                    
gi|739 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
            140       150       160       170       180       190   
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.2  bits: 18.0 E():   89 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (47-71:126-150) 
 
         20        30        40        50        60        70       
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ 
                                     ..:.:  . . .:: ..: . . ::      
gi|144 RAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVA 
         100       110       120       130       140       150      
 
         80                                          
AAD-12 HSPA                                          
                                                     
gi|144 ILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
         160       170       180       190       200 
 
>>gi|46410859|gb|AAR98518.1| major latex allergen Hev b   (366 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.2  bits: 18.9 E():   89 
Smith-Waterman score: 47; 30.8% identity (56.4% similar) in 39 aa overlap (19-57:231-269) 
 
                           10        20        30        40         
AAD-12             TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     .:.:::  : . :  .   .:  . . :   
gi|464 ARKFVVENVAPLGLIPFIKQTSDNSTLFYELASLHAMKLPQILEKIQDGYLFPEFNYTVF 
              210       220       230       240       250       260 
 
       50        60        70        80                             
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPA                             
       . :: :..:                                                    
gi|464 NYFGIIKEIIDAPGEHGFKYGDIACCGNSTYRGQACGFLDYEFCVCGNKTEYLFFDGTHN 
              270       280       290       300       310       320 
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.1  bits: 18.0 E():   91 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (47-71:130-154) 
 
         20        30        40        50        60        70       
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ 
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                                     ..:.:  . . .:: ..: . . ::      
gi|622 RAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVA 
     100       110       120       130       140       150          
 
         80                                          
AAD-12 HSPA                                          
                                                     
gi|622 ILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
     160       170       180       190       200     
 
>>gi|67975085|gb|AAY84563.1| group 18 allergen protein [  (462 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 67.0  bits: 19.1 E():   92 
Smith-Waterman score: 48; 22.8% identity (56.1% similar) in 57 aa overlap (23-79:320-366) 
 
                       10        20        30        40        50   
AAD-12         TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 
                                     :: :..     :  .:  .:.  ..... : 
gi|679 CVQIQAETNAFSITRDHDNTAIYAVYVHDNHAEWIS-----FEDRHTLGDKARNITEQ-G 
     290       300       310       320            330       340     
 
             60        70        80                                 
AAD-12 AIERIGGGDIVAISNVKADGTVRQHSPA                                 
            :: .. ..::  . :.  ...:                                  
gi|679 ----YGGMSVYTLSNEDVHGVCGDKNPLLHAINSNYFRGIVTEPTVVTVTPVTHTTEHVT 
               350       360       370       380       390          
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.9  bits: 17.4 E():   93 
Smith-Waterman score: 42; 22.2% identity (57.8% similar) in 45 aa overlap (5-49:68-112) 
 
                                         10        20        30     
AAD-12                           TLGATVTGVHLATLDDAGFAALHAAWLQHALLIF 
                                     ::. . .. : ..::..  .. :.       
gi|291 GLILAGTVIALTLATPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYV 
        40        50        60        70        80        90        
 
           40        50        60        70        80 
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPA 
        :.:  . .:.  :.                                
gi|291 TGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVTGSQGS    
       100       110       120       130       140    
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 66.6  bits: 18.0 E():   96 
Smith-Waterman score: 46; 25.7% identity (65.7% similar) in 35 aa overlap (11-45:54-84) 
 
                                   10        20        30        40 
AAD-12                     TLGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLS 
                                     . ::.: ::      : ..:.: . ... . 
gi|161 FGVNLNLKVTNLMAGEHLTPEFLKMNPQHTIPTLNDNGFCL----WESRAILSYLADQYG 
            30        40        50        60            70          
 
               50        60        70        80                     
AAD-12 NDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPA                     
       .:...                                                        
gi|161 KDDSLYPKDPKKRALVDQRLYFDLGTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFL 
      80        90       100       110       120       130          
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:31 2011 done: Fri Jan 21 00:02:31 2011 
 Total Scan time:  0.070 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
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Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 15  - 94 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     2     0:= 
  30     3     2:* 
  32    10     8:=*= 
  34    19    22:=====* 
  36    43    44:==========* 
  38    80    73:==================*= 
  40    93   102:======================== * 
  42   102   125:==========================     * 
  44   215   138:==================================*=================== 
  46   125   140:================================  * 
  48   127   134:================================ * 
  50   123   122:==============================* 
  52    76   108:===================       * 
  54    69    92:==================    * 
  56    72    77:================== * 
  58    51    63:=============  * 
  60    64    51:============*=== 
  62    49    41:==========*== 
  64    56    33:========*===== 
  66    18    26:===== * 
  68    10    20:=== * 
  70    23    16:===*== 
  72    17    12:==*== 
  74     8    10:==* 
  76    12     8:=*= 
  78     8     6:=* 
  80     0     5: * 
  82     4     3:* 
  84     1     3:* 
  86     2     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     5     1:*= 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.96420.00319; mu= 6.7411 0.164 
 mean_var=40.698210.588, 0's: 2 Z-trim: 2  B-trim: 0 in 0/44 
 Lambda= 0.201042 
 Kolmogorov-Smirnov  statistic: 0.0367 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
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gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   60 22.6     4.1 
gi|59895730|gb|AAX11262.1| pectin methylesterase a ( 339)   61 22.9     5.1 
gi|59895728|gb|AAX11261.1| pectin methylesterase a ( 339)   61 22.9     5.1 
gi|225810597|gb|ACO34813.1| Sal k 1 pollen allerge ( 339)   61 22.9     5.1 
gi|886963|emb|CAA59338.1| low molecular weight glu ( 229)   59 22.3     5.2 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   61 22.9     6.9 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   61 22.9     7.3 
gi|51242679|gb|AAT99258.1| pectin-methyltransferas ( 362)   59 22.3     8.2 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   60 22.6      10 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   50 19.7      14 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   55 21.2      14 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   53 20.6      14 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   45 18.3      15 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 20.0      20 
gi|21413|emb|CAA45723.1| aspartic proteinase inhib ( 217)   52 20.3      20 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   53 20.6      20 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   54 20.9      20 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   52 20.3      20 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   49 19.4      21 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   56 21.5      22 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   53 20.6      24 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   55 21.2      25 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   53 20.6      28 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   53 20.6      28 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   53 20.6      28 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   53 20.6      28 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   53 20.6      28 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   53 20.6      28 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   53 20.6      28 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   53 20.6      28 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   53 20.6      28 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 20.0      28 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 20.0      30 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   47 18.8      33 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   48 19.1      33 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   53 20.6      34 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   54 20.9      34 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   52 20.3      36 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 19.7      37 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 19.7      37 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   49 19.4      37 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   52 20.3      42 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   53 20.6      45 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   46 18.6      48 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 18.6      48 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   46 18.6      49 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   46 18.6      49 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 18.6      49 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   46 18.6      49 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   46 18.6      49 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   46 18.6      49 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   46 18.6      49 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   46 18.6      49 
gi|121244|sp|P12548.1|GLB73_CHITH RecName: Full=Gl ( 161)   46 18.6      49 
gi|121248|sp|P12549.1|GLB76_CHITH RecName: Full=Gl ( 161)   46 18.6      49 
gi|56405054|sp|P84298.1|GLB75_CHITH RecName: Full= ( 161)   46 18.6      49 
gi|56405052|sp|P84296.1|GLB74_CHITH RecName: Full= ( 161)   46 18.6      49 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   49 19.4      51 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   44 18.0      51 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   44 18.0      51 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   47 18.8      52 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   50 19.7      52 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   49 19.4      54 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   47 18.8      55 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   48 19.1      55 
gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Ente ( 233)   47 18.8      58 
gi|62240392|gb|AAX77384.1| 11S globulin precursor  ( 523)   51 20.0      58 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   46 18.6      59 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   45 18.3      59 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   45 18.3      59 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   44 18.0      59 
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gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   44 18.0      59 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   44 18.0      59 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   44 18.0      59 
gi|15809696|gb|AAL07320.1| profilin [Litchi chinen ( 131)   44 18.0      59 
gi|11762104|gb|AAG40330.1|AF323974_1 major allerge ( 161)   45 18.3      60 
gi|11762102|gb|AAG40329.1|AF323973_1 major allerge ( 161)   45 18.3      60 
gi|5726304|gb|AAD48405.1|AF136945_1 major allergen ( 161)   45 18.3      60 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   53 20.6      60 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   53 20.6      61 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   44 18.0      63 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   47 18.8      65 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   47 18.8      65 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   42 17.4      68 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   48 19.1      70 
gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full= ( 131)   43 17.7      72 
gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 ( 131)   43 17.7      72 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   48 19.1      78 
gi|71153243|sp|Q39547.1|CUCM1_CUCME RecName: Full= ( 731)   51 20.0      80 
gi|886967|emb|CAA59340.1| low molecular weight glu ( 276)   46 18.6      83 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   49 19.4      84 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   46 18.6      86 
gi|34851176|gb|AAP15200.1| profilin-like protein [ ( 131)   42 17.4      88 
gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triti ( 439)   48 19.1      88 
gi|46410859|gb|AAR98518.1| major latex allergen He ( 366)   47 18.8      90 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   44 18.0      90 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   44 18.0      91 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   46 18.6      92 
gi|67975085|gb|AAY84563.1| group 18 allergen prote ( 462)   48 19.1      92 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   42 17.4      94 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   44 18.0      97 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 91.5  bits: 22.6 E():  4.1 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (33-64:133-160) 
 
             10        20        30        40        50        60   
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|221 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
            110       120       130       140           150         
 
             70        80                                           
AAD-12 AISNVKADGTVRQHSPAE                                           
       :.                                                           
gi|221 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
      160       170       180       190       200       210         
 
>>gi|59895730|gb|AAX11262.1| pectin methylesterase aller  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 89.7  bits: 22.9 E():  5.1 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (8-40:238-270) 
 
                                      10        20        30        
AAD-12                        LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|598 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
        40        50        60        70        80                  
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE                  
       ::.                                                          
gi|598 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|59895728|gb|AAX11261.1| pectin methylesterase aller  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 89.7  bits: 22.9 E():  5.1 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (8-40:238-270) 
 
                                      10        20        30        
AAD-12                        LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|598 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
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       210       220       230       240       250       260        
 
        40        50        60        70        80                  
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE                  
       ::.                                                          
gi|598 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|225810597|gb|ACO34813.1| Sal k 1 pollen allergen [S  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 89.7  bits: 22.9 E():  5.1 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (8-40:238-270) 
 
                                      10        20        30        
AAD-12                        LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|225 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
        40        50        60        70        80                  
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE                  
       ::.                                                          
gi|225 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|886963|emb|CAA59338.1| low molecular weight gluteni  (229 aa) 
 initn:  39 init1:  39 opt:  59  Z-score: 89.6  bits: 22.3 E():  5.2 
Smith-Waterman score: 59; 26.4% identity (56.6% similar) in 53 aa overlap (1-49:3-55) 
 
                 10        20        30            40        50     
AAD-12   LGATVTGVHLATLDDAGFAALHAAWLQHAL----LIFPGQHLSNDQQITFAKRFGAIE 
         : :.:.   .: .. . . .:.  : :. :     .:: :.   .::  :...      
gi|886 FALIAVVATSTIAQMETSCIPGLERPWQQQPLPPQQTLFPQQQPFPQQQPPFSQQQPSFS 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAE                                   
                                                                    
gi|886 QQQPPFSQQQPILPEPPFSLQQQPVLPQQSPFSQQQLVLPPQQQQQLPQQQISIVQPSVL 
               70        80        90       100       110       120 
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 87.4  bits: 22.9 E():  6.9 
Smith-Waterman score: 61; 38.7% identity (58.1% similar) in 31 aa overlap (34-64:108-138) 
 
            10        20        30        40        50        60    
AAD-12 TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA 
                                     : :  .. :.  :  :   :.:.  :::.: 
gi|259 YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIA 
        80        90       100       110       120       130        
 
            70        80                                            
AAD-12 ISNVKADGTVRQHSPAE                                            
       :                                                            
gi|259 IPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGR 
       140       150       160       170       180       190        
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  60 init1:  60 opt:  61  Z-score: 87.0  bits: 22.9 E():  7.3 
Smith-Waterman score: 61; 32.7% identity (59.6% similar) in 52 aa overlap (11-58:83-134) 
 
                                   10        20        30           
AAD-12                     LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH--L 
                                     .: :.:: ::.... :.  :  .: ::  . 
gi|215 NPTGGHSKMESKPILNGHGYCHIHFWIGSESTKDEAGVAAIKSVELDDFLGGYPVQHREI 
             60        70        80        90       100       110   
 
       40        50          60        70        80                 
AAD-12 SNDQQITFAKRF--GAIERIGGGDIVAISNVKADGTVRQHSPAE                 
        . ..  :.. :  : :   ::                                       
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
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>>gi|51242679|gb|AAT99258.1| pectin-methyltransferase pr  (362 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 86.1  bits: 22.3 E():  8.2 
Smith-Waterman score: 59; 33.3% identity (57.6% similar) in 33 aa overlap (8-40:261-293) 
 
                                      10        20        30        
AAD-12                        LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|512 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFDAARVVFSYCN 
              240       250       260       270       280       290 
 
        40        50        60        70        80                  
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE                  
       ::.                                                          
gi|512 LSDAAKPEGWSDNNKPEAQKTILFGEYKNTGPGAAPDKRAPYTKQLTEADAKTFTSLEYI 
              300       310       320       330       340       350 
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 84.6  bits: 22.6 E():   10 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (33-64:131-158) 
 
             10        20        30        40        50        60   
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|213 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
              110       120       130       140           150       
 
             70        80                                           
AAD-12 AISNVKADGTVRQHSPAE                                           
       :.                                                           
gi|213 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
        160       170       180       190       200       210       
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.1  bits: 19.7 E():   14 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (57-72:29-43) 
 
         30        40        50        60        70        80       
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE       
                                     : :::::. ..:  :.               
gi|105   CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
                 10        20        30         40        50        
 
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
        60        70        80        90          
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 81.7  bits: 21.2 E():   14 
Smith-Waterman score: 55; 30.4% identity (54.3% similar) in 46 aa overlap (1-43:9-54) 
 
                       10        20        30           40          
AAD-12         LGATVTGVHLATLDDAGFAALHAAWLQHAL---LIFPGQHLSNDQQITFAKR 
               : :.:.   .: .: . . .:.  : :. :     :: :   ..::       
gi|219 MKTFLVFALLAVVATSAIAQMDTSCIPGLERPWQQQPLPPQQTFPQQPPFSQQQQQQPFP 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 FGAIERIGGGDIVAISNVKADGTVRQHSPAE                              
                                                                    
gi|219 QQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQQQLILPPQQQQQLPQQQISIVQPSV 
               70        80        90       100       110       120 
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 81.6  bits: 20.6 E():   14 
Smith-Waterman score: 53; 21.4% identity (54.3% similar) in 70 aa overlap (4-73:33-101) 
 
                                          10        20        30    
AAD-12                            LGATVTGVHLATLDDAGFAALHAAWLQHALLIF 
                                     :: .  :  ::   ..: :..  ..:.:   
gi|697 EQAFCNLKFRQNVNNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILG- 
             10        20        30        40        50        60   
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            40        50        60        70        80              
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE              
       :  .:.  . .  ..  : .. .:    .....:   : .                     
gi|697 PRWNLNAHSALYVTRGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVV 
              70        80        90       100       110       120  
 
gi|697 ELKNSDNAVTSPIAGKTSVLNAIPVDVLATAYDISKPEAFKLKNGRRQEIEVFRPFQSRD 
             130       140       150       160       170       180  
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 81.5  bits: 18.3 E():   15 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (42-65:17-38) 
 
              20        30        40        50        60        70  
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .. :       
gi|217               LVSVEHQAARLKVAKAQQL--AAQLPAMCRLEGGDALSASQ      
                             10          20        30               
 
              80 
AAD-12 TVRQHSPAE 
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 79.2  bits: 20.0 E():   20 
Smith-Waterman score: 51; 21.5% identity (52.3% similar) in 65 aa overlap (7-71:107-171) 
 
                                       10        20        30       
AAD-12                         LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :. .:   .. .:...:.  .    .  .: 
gi|249 NKAIKERHGGAYETYKFIPSLEASRSKQAYGATVARAPEVKYAVFEAGLTKAITAMSEAQ 
         80        90       100       110       120       130       
 
         40        50        60        70        80 
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE 
       ....  . . :   ::    ::.  :: :   . :          
gi|249 KVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV      
        140       150       160       170           
 
>>gi|21413|emb|CAA45723.1| aspartic proteinase inhibitor  (217 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 79.1  bits: 20.3 E():   20 
Smith-Waterman score: 52; 20.0% identity (54.7% similar) in 75 aa overlap (6-75:143-215) 
 
                                        10        20        30      
AAD-12                          LGATVTGVHLATLDDAGFAALHAAWLQHALLIFP- 
                                     ::  ..  :.. :  .... . . ::  :  
gi|214 FAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTIGQADSSWFKIVKSSQFGYNLLYCPV 
            120       130       140       150       160       170   
 
               40        50        60        70        80 
AAD-12 ----GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE 
           .  .:.:.:  :  . :.... :   .. ...   : . .:      
gi|214 TSTMSCPFSSDDQ--FCLKVGVVHQNGKRRLALVKDNPLDVSFKQVQ    
            180         190       200       210           
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 79.0  bits: 20.6 E():   20 
Smith-Waterman score: 53; 30.2% identity (49.1% similar) in 53 aa overlap (24-71:33-85) 
 
                      10        20        30         40        50   
AAD-12        LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFGA 
                                     : .:: .. .  : :  . :: :   . :  
gi|273 MEHYLKTYLSWLTEEQKEKLKEMKEAGQTKAEIQHEVMHYYDQLHGEEKQQATEKLKVGC 
             10        20        30        40        50        60   
 
               60          70        80                             
AAD-12 IERIGG--GD--IVAISNVKADGTVRQHSPAE                             
          . :  :.  .: . :::  :                                      
gi|273 KMLLKGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIF 
             70        80        90       100       110       120   
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>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 79.0  bits: 20.9 E():   20 
Smith-Waterman score: 62; 22.6% identity (64.5% similar) in 62 aa overlap (19-80:232-286) 
 
                           10        20        30        40         
AAD-12             LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 
                                     ::.:.  . :....   :. ...: : .   
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIHS--VVHSIIMQQQQQQQQQQGIDIFL 
             210       220       230         240       250          
 
       50        60        70        80                             
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAE                             
        ..  :..: :..:     ...: .. ..::.                             
gi|170 PLSQHEQVGQGSLV-----QGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSIMR 
     260       270            280       290       300       310     
 
gi|170 APFASIVAGIGGQ 
          320        
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 78.9  bits: 20.3 E():   20 
Smith-Waterman score: 52; 20.0% identity (54.7% similar) in 75 aa overlap (6-75:147-219) 
 
                                        10        20        30      
AAD-12                          LGATVTGVHLATLDDAGFAALHAAWLQHALLIFP- 
                                     ::  ..  :.. :  .... . . ::  :  
gi|201 FAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTIGQADSSWFKIVKSSQFGYNLLYCPV 
        120       130       140       150       160       170       
 
               40        50        60        70        80 
AAD-12 ----GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE 
           .  .:.:.:  :  . :.... :   .. ...   : . .:      
gi|201 TSTMSCPFSSDDQ--FCLKVGVVHQNGKRRLALVKDNPLDVSFKQVQ    
        180         190       200       210       220     
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.7  bits: 19.4 E():   21 
Smith-Waterman score: 49; 36.4% identity (72.7% similar) in 22 aa overlap (15-36:20-41) 
 
                    10        20        30        40        50      
AAD-12      LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                          :.. :.: : . .:..: : .:                    
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQE 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 IGGGDIVAISNVKADGTVRQHSPAE                                    
                                                                    
gi|217 IQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLV 
               70        80        90       100       110       120 
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 78.4  bits: 21.5 E():   22 
Smith-Waterman score: 56; 40.6% identity (56.2% similar) in 32 aa overlap (35-64:153-184) 
 
           10        20        30        40          50        60   
AAD-12 VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK--RFGAIERIGGGDIV 
                                     ::.   .::  : .  :    .::  ::.: 
gi|258 QGQQEQQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVV 
            130       140       150       160       170       180   
 
             70        80                                           
AAD-12 AISNVKADGTVRQHSPAE                                           
       ::                                                           
gi|258 AIPAGVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQ 
            190       200       210       220       230       240   
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 77.7  bits: 20.6 E():   24 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (22-65:194-239) 
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                        10        20        30         40        50 
AAD-12          LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|261 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
           170       180       190       200       210       220    
 
               60         70        80                              
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAE                              
       .:.:: .::.. :..:                                             
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 77.4  bits: 21.2 E():   25 
Smith-Waterman score: 55; 30.0% identity (57.5% similar) in 80 aa overlap (3-70:44-116) 
 
                                           10              20       
AAD-12                             LGATVTGVHLATLDDAGFA------ALHAAWL 
                                     ...: :: ::  :. .:      :....:  
gi|108 YEQPTGLFINNEFVKGQEGKTFDVINPSDESVITQVHEATEKDVDIAVAAARKAFEGSWR 
            20        30        40        50        60        70    
 
         30           40           50        60        70        80 
AAD-12 QHALLIFP---GQHLSNDQQITFAKR---FGAIERIGGGDIVAISNVKADGTVRQHSPAE 
       :..    :   :. :.:  .. : :    ..:.: . .:   ::: .:.:           
gi|108 QET----PENRGKLLNNLANL-FEKNIDLLAAVESLDNGK--AISMAKGDISMCVGCLRY 
                80        90        100         110       120       
 
gi|108 YGGWADKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNFPLLMWAWKIGPAIACGNTVVL 
        130       140       150       160       170       180       
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.4  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (22-65:230-275) 
 
                        10        20        30         40        50 
AAD-12          LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLTNIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
               60         70        80                              
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAE                              
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.4  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (22-65:230-275) 
 
                        10        20        30         40        50 
AAD-12          LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLANIYPYFTYADNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
               60         70        80                              
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAE                              
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.4  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (22-65:230-275) 
 
                        10        20        30         40        50 
AAD-12          LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|270 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
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     200       210       220       230       240       250          
 
               60         70        80                              
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAE                              
       .:.:: .::.. :..:                                             
gi|270 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPDRAIETYL 
     260       270       280       290       300       310          
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.4  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (22-65:230-275) 
 
                        10        20        30         40        50 
AAD-12          LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|118 GFLSSIRSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
               60         70        80                              
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAE                              
       .:.:: .::.. :..:                                             
gi|118 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.4  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (22-65:230-275) 
 
                        10        20        30         40        50 
AAD-12          LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|327 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
               60         70        80                              
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAE                              
       .:.:: .::.. :..:                                             
gi|327 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.4  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (22-65:230-275) 
 
                        10        20        30         40        50 
AAD-12          LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSSXSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
               60         70        80                              
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAE                              
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.4  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (22-65:230-275) 
 
                        10        20        30         40        50 
AAD-12          LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|268 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
               60         70        80                              
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAE                              
       .:.:: .::.. :..:                                             
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
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>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.4  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (22-65:230-275) 
 
                        10        20        30         40        50 
AAD-12          LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
               60         70        80                              
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAE                              
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.4  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (22-65:230-275) 
 
                        10        20        30         40        50 
AAD-12          LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
               60         70        80                              
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAE                              
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 76.3  bits: 20.0 E():   28 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (57-72:181-195) 
 
         30        40        50        60        70        80       
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE       
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 75.8  bits: 20.0 E():   30 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (57-72:199-213) 
 
         30        40        50        60        70        80       
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE       
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 75.2  bits: 18.8 E():   33 
Smith-Waterman score: 47; 28.6% identity (68.6% similar) in 35 aa overlap (43-76:93-127) 
 
             20        30        40         50        60        70  
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA-KRFGAIERIGGGDIVAISNVKADG 
                                     :  :. :.   :....: :.:. ..: .   
gi|121 FKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVT 
             70        80        90       100       110       120   
 
              80 
AAD-12 TVRQHSPAE 
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       .::..     
gi|121 SVRSYKRI  
            130  
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 75.2  bits: 19.1 E():   33 
Smith-Waterman score: 48; 25.6% identity (62.8% similar) in 43 aa overlap (24-66:78-119) 
 
                      10        20        30        40        50    
AAD-12        LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ....  .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
            60        70        80                            
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAE                            
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 74.9  bits: 20.6 E():   34 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (40-60:330-350) 
 
      10        20        30        40        50        60          
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|149 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
      70        80                                                  
AAD-12 DGTVRQHSPAE                                                  
                                                                    
gi|149 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 74.9  bits: 20.9 E():   34 
Smith-Waterman score: 54; 25.4% identity (56.7% similar) in 67 aa overlap (14-80:332-392) 
 
                                10        20        30        40    
AAD-12                  LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQ 
                                     : :   :   .. ....:.:   : :..:: 
gi|572 ASLEGLSPHVPLYKVMEGNEPCFFTTFFSWDPAKAIAHGNSFQKKVMLLFGVGHASENQQ 
             310       320       330       340       350       360  
 
            50        60        70        80                        
AAD-12 ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE                        
            ::.. .. ::.   : . .  ...  . :::.                        
gi|572 -----RFNGTNQ-GGATQRASALAALNSAFSSSSPAKSSSAPRSAGKSPGSQRAAAIAAL 
                   370       380       390       400       410      
 
gi|572 SSALSAEKKQPPEGGSPLRLSRTSSVDAIAPGNEVSTAEIEDSKEVPERKEIETVEPAET 
         420       430       440       450       460       470      
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.4  bits: 20.3 E():   36 
Smith-Waterman score: 52; 26.1% identity (60.9% similar) in 46 aa overlap (25-68:117-160) 
 
                     10        20          30        40        50   
AAD-12       LGATVTGVHLATLDDAGFAALHAAWL--QHALLIFPGQHLSNDQQITFAKRFGA 
                                     :.  :. ..:.  :..   .. :.  : .  
gi|113 IYMVTSDQDDDVVNPKEGTLRFGATQDRPLWIIFQRDMIIYLQQEMVVTSDKTIDGRGAK 
         90       100       110       120       130       140       
 
             60        70        80                                 
AAD-12 IERIGGGDIVAISNVKADGTVRQHSPAE                                 
       .: . ::  ... :::                                             
gi|113 VELVYGG--ITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGDAIHVTGSS 
        150         160       170       180       190       200     
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>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 74.3  bits: 19.7 E():   37 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (57-72:198-212) 
 
         30        40        50        60        70        80       
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE       
                                     : :::::. ..:  :.               
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
        230       240       250       260          
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 74.3  bits: 19.7 E():   37 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (57-72:198-212) 
 
         30        40        50        60        70        80       
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE       
                                     : :::::. ..:  :.               
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
gi|115 RKDSDKPIKGPITVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
        230       240       250       260          
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.2  bits: 19.4 E():   37 
Smith-Waterman score: 49; 33.3% identity (57.1% similar) in 21 aa overlap (23-43:10-30) 
 
               10        20        30        40        50        60 
AAD-12 LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGD 
                             :::.      ::: :  ....                  
gi|944              MKTLGVLFIAAWFIACTHSFPGAHDEDSKEERKNVDTVLVLPSIERD 
                            10        20        30        40        
 
               70        80                                         
AAD-12 IVAISNVKADGTVRQHSPAE                                         
                                                                    
gi|944 QMMAATFDFPSLSFEDSDEGSNWNWNTLLRPNFLDGWYQTLQSAISAHMKKVREQMAGIL 
        50        60        70        80        90       100        
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 73.2  bits: 20.3 E():   42 
Smith-Waterman score: 52; 25.0% identity (65.6% similar) in 32 aa overlap (33-64:117-148) 
 
             10        20        30        40        50        60   
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : :.. .....  :  .   ....  :::. 
gi|303 APKLYYVTQGRGILGVLMPGCPETFQSMSQFQGSREQEEERGRFQDQHQKVHHLKKGDII 
         90       100       110       120       130       140       
 
             70        80                                           
AAD-12 AISNVKADGTVRQHSPAE                                           
       ::                                                           
gi|303 AIPAGVALWCYNDGDEDLVTVLVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLR 
        150       160       170       180       190       200       
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 72.6  bits: 20.6 E():   45 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (40-60:330-350) 
 
      10        20        30        40        50        60          
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|169 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
      70        80                                                  
AAD-12 DGTVRQHSPAE                                                  
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gi|169 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (24-66:77-118) 
 
                      10        20        30        40        50    
AAD-12        LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|402 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
         50        60        70        80        90        100      
 
            60        70        80                            
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAE                            
          :::.:: ::.                                          
gi|402 AAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
         110       120       130       140       150          
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (57-66:109-118) 
 
         30        40        50        60        70        80       
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE       
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
gi|534 KAEALFRAVESYLLAHSDAYN 
      140       150          
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 46; 23.3% identity (62.8% similar) in 43 aa overlap (24-66:78-119) 
 
                      10        20        30        40        50    
AAD-12        LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :... .   ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLE-KVSHELKIV 
        50        60        70        80        90        100       
 
            60        70        80                            
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAE                            
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (24-66:78-119) 
 
                      10        20        30        40        50    
AAD-12        LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
            60        70        80                            
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAE                            
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (57-66:110-119) 
 
         30        40        50        60        70        80       
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE       
                                     :::.:. :::                     
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gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
gi|534 KAEALFRAVESYLLAHSDAYN 
     140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (24-66:78-119) 
 
                      10        20        30        40        50    
AAD-12        LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|730 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
            60        70        80                            
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAE                            
          :::.:: ::.                                          
gi|730 AAPGGGSIVKISSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (24-66:78-119) 
 
                      10        20        30        40        50    
AAD-12        LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
            60        70        80                            
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAE                            
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (24-66:78-119) 
 
                      10        20        30        40        50    
AAD-12        LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
            60        70        80                            
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAE                            
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (24-66:78-119) 
 
                      10        20        30        40        50    
AAD-12        LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
            60        70        80                            
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAE                            
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
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 initn:  44 init1:  44 opt:  46  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (24-66:78-119) 
 
                      10        20        30        40        50    
AAD-12        LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
            60        70        80                            
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAE                            
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|121244|sp|P12548.1|GLB73_CHITH RecName: Full=Globin  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (7-23:61-77) 
 
                                       10        20        30       
AAD-12                         LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|121 WKAVSHNEVDILAAVFAAYPDIQAKFPQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
         40        50        60        70        80                 
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE                 
                                                                    
gi|121 SGNESNASAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLSNHVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|121248|sp|P12549.1|GLB76_CHITH RecName: Full=Globin  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (7-23:61-77) 
 
                                       10        20        30       
AAD-12                         LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|121 WKAVSHNEVEILAAVFAAYPDIQNKFSQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
         40        50        60        70        80                 
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE                 
                                                                    
gi|121 SGNDSNAAAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLQANVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|56405054|sp|P84298.1|GLB75_CHITH RecName: Full=Glob  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (7-23:61-77) 
 
                                       10        20        30       
AAD-12                         LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|564 WKAVSHNEVEILAAVFAAYPDIQNKFSQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
         40        50        60        70        80                 
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE                 
                                                                    
gi|564 SGNTSNAAAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLQANVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|56405052|sp|P84296.1|GLB74_CHITH RecName: Full=Glob  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (7-23:61-77) 
 
                                       10        20        30       
AAD-12                         LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|564 WKAVSHNEVDILAAVFAAYPDIQAKFPQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
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               40        50        60        70        80        90 
 
         40        50        60        70        80                 
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE                 
                                                                    
gi|564 SGNASNAAAVEGLLNKLGSDHKARGVSAAQFGEFRTALVSYLSNHVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.8  bits: 19.4 E():   51 
Smith-Waterman score: 52; 28.6% identity (61.2% similar) in 49 aa overlap (1-49:9-53) 
 
                       10        20        30        40        50   
AAD-12         LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA 
               : :.:.   .: .. . ...:.  : :. :   : :. : .::  :...    
gi|170 MKTFLVFALIAVVATSAIAQMETSCISGLERPWQQQPL---PPQQ-SFSQQPPFSQQQQQ 
               10        20        30           40         50       
 
             60        70        80                                 
AAD-12 IERIGGGDIVAISNVKADGTVRQHSPAE                                 
                                                                    
gi|170 PLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQQQLVLPPQQQQQQLV 
         60        70        80        90       100       110       
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.7  bits: 18.0 E():   51 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (42-60:35-53) 
 
              20        30        40        50        60        70  
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
              80                                        
AAD-12 TVRQHSPAE                                        
                                                        
gi|730 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.7  bits: 18.0 E():   51 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (42-60:35-53) 
 
              20        30        40        50        60        70  
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
              80                                        
AAD-12 TVRQHSPAE                                        
                                                        
gi|191 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.5  bits: 18.8 E():   52 
Smith-Waterman score: 47; 31.8% identity (56.8% similar) in 44 aa overlap (26-69:63-102) 
 
                    10        20        30        40        50      
AAD-12      LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|833 HHQTYVNGLNAALEAQKKAAEANDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
             40        50        60        70           80          
 
          60        70        80                                    
AAD-12 IGGGDIVAISNVKADGTVRQHSPAE                                    
        ::: :     .::                                               
gi|833 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
       90       100       110       120       130       140         
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>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 71.5  bits: 19.7 E():   52 
Smith-Waterman score: 50; 26.8% identity (51.2% similar) in 41 aa overlap (29-65:190-230) 
 
                 10        20        30            40        50     
AAD-12   LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::  .  :    ::.  
gi|215 NKPVIFTKSNLAKSPELDAKMYDICYSTAAAPIYFPPHHFVTHTSNGARYEFNLVDGAVA 
     160       170       180       190       200       210          
 
           60        70        80                                   
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAE                                   
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.3  bits: 19.4 E():   54 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (25-56:176-207) 
 
                     10        20        30        40        50     
AAD-12       LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
         150       160       170       180       190       200      
 
           60        70        80                                   
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAE                                   
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
         210       220       230       240       250       260      
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.1  bits: 18.8 E():   55 
Smith-Waterman score: 47; 31.8% identity (56.8% similar) in 44 aa overlap (26-69:74-113) 
 
                    10        20        30        40        50      
AAD-12      LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|164 HHQTYVNGLNAALEAQKKAAEATDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
            50        60        70        80           90           
 
          60        70        80                                    
AAD-12 IGGGDIVAISNVKADGTVRQHSPAE                                    
        ::: :     .::                                               
gi|164 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
     100       110       120       130       140       150          
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.1  bits: 19.1 E():   55 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (33-43:90-100) 
 
             10        20        30        40        50        60   
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
             70        80                                           
AAD-12 AISNVKADGTVRQHSPAE                                           
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Enteroto  (233 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 70.7  bits: 18.8 E():   58 
Smith-Waterman score: 47; 23.3% identity (51.2% similar) in 43 aa overlap (22-61:44-85) 
 
                        10        20        30           40         
AAD-12          LGATVTGVHLATLDDAGFAALHAAWLQHALLI---FPGQHLSNDQQITFAK 
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                                     :  .:::..:.   :  .   ::  . : . 
gi|163 KKSELQGTALGNLKQIYYYNEKAKTENKESHDQFLQHTILFKGFFTDHSWYNDLLVDFDS 
            20        30        40        50        60        70    
 
       50        60        70        80                             
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAE                             
       .   ...  :  .                                                
gi|163 K-DIVDKYKGKKVDLYGAYYGYQCAGGTPNKTACMYGGVTLHDNNRLTEEKKVPINLWLD 
             80        90       100       110       120       130   
 
>>gi|62240392|gb|AAX77384.1| 11S globulin precursor [Sin  (523 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 70.7  bits: 20.0 E():   58 
Smith-Waterman score: 51; 30.0% identity (63.3% similar) in 30 aa overlap (35-63:173-202) 
 
           10        20        30        40         50        60    
AAD-12 VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQ-QITFAKRFGAIERIGGGDIVA 
                                     ::. ...: :  :   .  .:..  ::..: 
gi|622 QQGQQGQQGQQQGQQGQQGQQGQQGQQGQQGQQGQQQQGQQGFRDMYQKVEHVRHGDVIA 
            150       160       170       180       190       200   
 
            70        80                                            
AAD-12 ISNVKADGTVRQHSPAE                                            
                                                                    
gi|622 NTPGSAHWIYNTGDKPLVIISLLDIANYQNQLDRNPRVFRLAGNNPQGGFGGPQQQQPQQ 
            210       220       230       240       250       260   
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 70.6  bits: 18.6 E():   59 
Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 42 aa overlap (33-74:98-133) 
 
             10        20        30        40        50        60   
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :::       .. .:..: ::.  : :  : 
gi|223 LADFNKDGEVTVDEFKQAVQKHCQGKKYGDFPGAF-----KVFIANQFKAIDVNGDGK-V 
        70        80        90       100            110       120   
 
             70        80                                           
AAD-12 AISNVKADGTVRQHSPAE                                           
       .... . :  .:                                                 
gi|223 GLDEYRLDCITRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCS 
             130       140       150       160       170       180  
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 45; 23.3% identity (60.5% similar) in 43 aa overlap (24-66:78-119) 
 
                      10        20        30        40        50    
AAD-12        LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
            60        70        80                            
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAE                            
          :::..: ::.                                          
gi|167 AAPGGGSVVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 45; 24.4% identity (61.0% similar) in 41 aa overlap (26-66:80-119) 
 
                    10        20        30        40        50      
AAD-12      LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :. :.    ....  .   
gi|730 GPGTIKKITFSEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLG-DKLEKVSHELKIVAA 
      50        60        70        80        90        100         
 
          60        70        80                            
AAD-12 IGGGDIVAISNVKADGTVRQHSPAE                            
        :::.:: ::.                                          
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gi|730 PGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      110       120       130       140       150       160 
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.5  bits: 18.0 E():   59 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (56-77:15-36) 
 
          30        40        50        60        70        80      
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE      
                                     : :  ..: . .  ::.:  ::         
gi|604                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
gi|604 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.5  bits: 18.0 E():   59 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (56-77:15-36) 
 
          30        40        50        60        70        80      
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE      
                                     : :  ..: . .  ::.:  ::         
gi|144                 MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
gi|144 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.5  bits: 18.0 E():   59 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (56-77:15-36) 
 
          30        40        50        60        70        80      
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE      
                                     : :  ..: . .  ::.:  ::         
gi|218                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
gi|218 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.5  bits: 18.0 E():   59 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (56-77:15-36) 
 
          30        40        50        60        70        80      
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE      
                                     : :  ..: . .  ::.:  ::         
gi|288                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
gi|288 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|15809696|gb|AAL07320.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 70.5  bits: 18.0 E():   59 
Smith-Waterman score: 44; 25.0% identity (58.9% similar) in 56 aa overlap (16-69:45-100) 
 
                              10        20        30        40      
AAD-12                LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 
                                     : .::.   . . . :   : ::.. . .. 
gi|158 TDGQHLTAAAIIGHDGSVWAQSANFPQFKPAEIAAIMKDFDEPGSLAPTGLHLGGTKYMV 
           20        30        40        50        60        70     
 
          50          60        70        80                     
AAD-12 FAKRFGAIER--IGGGDIVAISNVKADGTVRQHSPAE                     
       .  . ::. :   : : :.. ....:                                
gi|158 IQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL 
           80        90       100       110       120       130  
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>>gi|11762104|gb|AAG40330.1|AF323974_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (22-66:77-120) 
 
                        10        20        30        40         50 
AAD-12          LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
               60        70        80                            
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAE                            
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|11762102|gb|AAG40329.1|AF323973_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (22-66:77-120) 
 
                        10        20        30        40         50 
AAD-12          LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
               60        70        80                            
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAE                            
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|5726304|gb|AAD48405.1|AF136945_1 major allergen Cor  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (22-66:77-120) 
 
                        10        20        30        40         50 
AAD-12          LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|572 GNGGPGTIKKITFAEGNEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
               60        70        80                            
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAE                            
       .:  . :::.:. :..                                          
gi|572 AAAPH-GGGSILKITSKYHTKGNASINEEEIKAGKEKAAGLFKAVEAYLLAHPDAYC 
         110        120       130       140       150       160  
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 70.4  bits: 20.6 E():   60 
Smith-Waterman score: 53; 23.3% identity (55.8% similar) in 43 aa overlap (2-44:675-717) 
 
                                            10        20        30  
AAD-12                              LGATVTGVHLATLDDAGFAALHAAWLQHALL 
                                     :    : . .. ...: .   . ::: .   
gi|170 LQPEQGQQGYYPTSQQQPGQGPQPGQWQQSGQGQQGYYPTSPQQSGQGQQPGQWLQPGQW 
          650       660       670       680       690       700     
 
              40        50        60        70        80            
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE            
       .  : .:.. ::.                                                
gi|170 LQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQ 
          710       720       730       740       750       760     
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 70.2  bits: 20.6 E():   61 
Smith-Waterman score: 53; 23.3% identity (55.8% similar) in 43 aa overlap (2-44:690-732) 
 
                                            10        20        30  
AAD-12                              LGATVTGVHLATLDDAGFAALHAAWLQHALL 
                                     :    : . .. ...: .   . ::: .   
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gi|217 LQPEQGQQGYYPTSQQQPGQGPQPGQWQQSGQGQQGYYPTSPQQSGQGQQPGQWLQPGQW 
     660       670       680       690       700       710          
 
              40        50        60        70        80            
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE            
       .  : .:.. ::.                                                
gi|217 LQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQ 
     720       730       740       750       760       770          
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (56-78:15-37) 
 
          30        40        50        60        70        80      
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE      
                                     : : .... . .  ::.:  .::        
gi|100                 MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKP 
                               10        20        30        40     
 
gi|100 EENAGIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILG 
           50        60        70        80        90       100     
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 69.7  bits: 18.8 E():   65 
Smith-Waterman score: 47; 46.7% identity (73.3% similar) in 15 aa overlap (57-71:192-205) 
 
         30        40        50        60        70        80       
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE       
                                     : ::.::. ..:  :                
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 69.7  bits: 18.8 E():   65 
Smith-Waterman score: 47; 46.7% identity (73.3% similar) in 15 aa overlap (57-71:192-205) 
 
         30        40        50        60        70        80       
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE       
                                     : ::.::. ..:  :                
gi|168 CKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGDVVAV-DIKEKGKDKWTELKESWGAVW 
             170       180       190        200       210       220 
 
gi|168 RIDTPDKLTGPFTVRYTTEGGTKSEFEDVIPEGWKADTSYSAK 
              230       240       250       260    
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.4  bits: 17.4 E():   68 
Smith-Waterman score: 42; 37.5% identity (62.5% similar) in 24 aa overlap (42-65:79-100) 
 
              20        30        40        50        60        70  
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .  :       
gi|897 QQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQL--AAQLPAMCRLEGGDALLASQ      
       50        60        70        80          90       100       
 
              80 
AAD-12 TVRQHSPAE 
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.2  bits: 19.1 E():   70 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (33-43:90-100) 
 
             10        20        30        40        50        60   
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
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             70        80                                           
AAD-12 AISNVKADGTVRQHSPAE                                           
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.9  bits: 17.7 E():   72 
Smith-Waterman score: 43; 24.5% identity (58.5% similar) in 53 aa overlap (19-69:48-100) 
 
                           10        20        30        40         
AAD-12             LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 
                                     ::.   . . . :   : ::.. . ...   
gi|144 HRLTAAAIIGHDGSVWAQSSSFPQFKSDEVAAIMKDFDEPGSLAPTGLHLGSTKYMVIQG 
        20        30        40        50        60        70        
 
       50          60        70        80                     
AAD-12 RFGAIER--IGGGDIVAISNVKADGTVRQHSPAE                     
       . ::. :   :.: :.. .. .:                                
gi|144 EPGAVIRGKKGSGGITVKKTSQALIIGIYDEPLTPGQCNMIVERLGDYLLEQGM 
        80        90       100       110       120       130  
 
>>gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 [Ch  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 17.7 E():   72 
Smith-Waterman score: 43; 33.3% identity (62.5% similar) in 24 aa overlap (56-79:15-38) 
 
          30        40        50        60        70        80      
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE      
                                     : :. . . . .  ::::  .::.       
gi|294                 MSWQTYVDDHLMCDIEGNHLSSAAILGHDGTVWAQSPSFPQLKP 
                               10        20        30        40     
 
gi|294 EEVSAIMKDFNEPGSLAPTGLHLGGTKYMVIQGEPGDVIRGKKGPGGVTIKKTNQALIIG 
           50        60        70        80        90       100     
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 68.3  bits: 19.1 E():   78 
Smith-Waterman score: 48; 26.8% identity (48.8% similar) in 41 aa overlap (29-65:190-230) 
 
                 10        20        30            40        50     
AAD-12   LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::     :    ::.  
gi|215 NKPVIFTKSNLAESPQLDAKMYDICYSTAAAPIYFPPHHFVTHTSNGATYEFNLVDGAVA 
     160       170       180       190       200       210          
 
           60        70        80                                   
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAE                                   
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|71153243|sp|Q39547.1|CUCM1_CUCME RecName: Full=Cucu  (731 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 68.1  bits: 20.0 E():   80 
Smith-Waterman score: 51; 20.3% identity (52.7% similar) in 74 aa overlap (1-72:136-206) 
 
                                               10        20         
AAD-12                               LGATVTGV--HLATLDDAGFAALHAAWLQH 
                                     .:.  ::.  .  ..:: ::.     :    
gi|711 MNELHTTRSWDFLGFPLTVPRRSQVESNIVVGVLDTGIWPESPSFDDEGFSPPPPKWKGT 
         110       120       130       140       150       160      
 
       30        40        50        60        70        80         
AAD-12 ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE         
             ....  ...:  :. .   . :. ::. .  .... ::                 
gi|711 CET---SNNFRCNRKIIGARSYHIGRPISPGDVNGPRDTNGHGTHTASTAAGGLVSQANL 
            170       180       190       200       210       220   
 
gi|711 YGLGLGTARGGVPLARIAAYKVCWNDGCSDTDILAAYDDAIADGVDIISLSVGGANPRHY 
            230       240       250       260       270       280   
 
>>gi|886967|emb|CAA59340.1| low molecular weight gluteni  (276 aa) 
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 initn:  38 init1:  38 opt:  46  Z-score: 67.8  bits: 18.6 E():   83 
Smith-Waterman score: 46; 30.3% identity (63.6% similar) in 33 aa overlap (18-49:57-89) 
 
                            10        20        30         40       
AAD-12              LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITF 
                                     :.  .  . :. : :.: :  .:..::  : 
gi|886 PIQQQPQPFPQQPPCSQQQQPPLSQQQQPPFSQQQPPFSQQELPILPQQPPFSQQQQPQF 
         30        40        50        60        70        80       
 
         50        60        70        80                           
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE                           
       ...                                                          
gi|886 SQQQQPFPQQQQPLLLQQPPFSQQRPPFSQQQQQPVLPQQPPFSQQQQQQPILPQQPPFS 
         90       100       110       120       130       140       
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 67.7  bits: 19.4 E():   84 
Smith-Waterman score: 49; 30.2% identity (49.2% similar) in 63 aa overlap (18-80:241-289) 
 
                            10        20        30        40        
AAD-12              LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     :...   .::::. .        :.: .   
gi|112 YQQQQGSRPHYRQISPRVRGDEQENEGSNIFSGFAQEFLQHAFQV--------DRQTVEN 
              220       230       240       250               260   
 
        50        60        70        80                            
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAE                            
        : :  ::   : ::...     : .:  :: :                            
gi|112 LR-GENEREEQGAIVTVK-----GGLRILSPDEEDESSRSPPSRREEFDEDRSRPQQRGK 
             270            280       290       300       310       
 
gi|112 YDENRRGYKNGIEETICSASVKKNLGRSSNPDIYNPQAGSLRSVNELDLPILGWLGLSAQ 
        320       330       340       350       360       370       
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.6  bits: 18.6 E():   86 
Smith-Waterman score: 46; 33.3% identity (57.1% similar) in 21 aa overlap (28-48:79-99) 
 
                  10        20        30        40        50        
AAD-12    LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG 
                                     : .: :: : : .  . .: .          
gi|624 QSQQQCLQQPQHQFPQPTQQFPQRPLLPFTHPFLTFPDQLLPQPPHQSFPQPPQSYPQPP 
       50        60        70        80        90       100         
 
        60        70        80                                      
AAD-12 GGDIVAISNVKADGTVRQHSPAE                                      
                                                                    
gi|624 LQPFPQPPQQKYPEQPQQPFPWQQPTIQLYLQQQLNPCKEFLLQQCRPVSLLSYLWSKIV 
      110       120       130       140       150       160         
 
>>gi|34851176|gb|AAP15200.1| profilin-like protein [Humu  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.3  bits: 17.4 E():   88 
Smith-Waterman score: 42; 33.3% identity (58.3% similar) in 24 aa overlap (56-79:15-38) 
 
          30        40        50        60        70        80      
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE      
                                     : :. . : . .  ::.:  .: :       
gi|348                 MSWQAYVDDHLMCEIDGNHLSAAAIIGHDGSVWAQSAAFPQLKP 
                               10        20        30        40     
 
gi|348 EEVTGIMNDFNEPGTLAPTGLYLGGTKYMVIQGEPGAVIRGKKGAGGVTIKKTSQALIIG 
           50        60        70        80        90       100     
 
>>gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triticum   (439 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.3  bits: 19.1 E():   88 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (33-43:103-113) 
 
             10        20        30        40        50        60   
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|739 FLQQQQIPQQQIPQQHQIPQQPQQFPQQQQFPQQHQSPQQQFPQQQFPQQKLPQQEFPQQ 
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             80        90       100       110       120       130   
 
             70        80                                           
AAD-12 AISNVKADGTVRQHSPAE                                           
                                                                    
gi|739 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
            140       150       160       170       180       190   
 
>>gi|46410859|gb|AAR98518.1| major latex allergen Hev b   (366 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.2  bits: 18.8 E():   90 
Smith-Waterman score: 47; 30.8% identity (56.4% similar) in 39 aa overlap (18-56:231-269) 
 
                            10        20        30        40        
AAD-12              LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     .:.:::  : . :  .   .:  . . :   
gi|464 ARKFVVENVAPLGLIPFIKQTSDNSTLFYELASLHAMKLPQILEKIQDGYLFPEFNYTVF 
              210       220       230       240       250       260 
 
        50        60        70        80                            
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAE                            
       . :: :..:                                                    
gi|464 NYFGIIKEIIDAPGEHGFKYGDIACCGNSTYRGQACGFLDYEFCVCGNKTEYLFFDGTHN 
              270       280       290       300       310       320 
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.2  bits: 18.0 E():   90 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (46-70:126-150) 
 
          20        30        40        50        60        70      
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ 
                                     ..:.:  . . .:: ..: . . ::      
gi|144 RAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVA 
         100       110       120       130       140       150      
 
          80                                         
AAD-12 HSPAE                                         
                                                     
gi|144 ILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
         160       170       180       190       200 
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.0  bits: 18.0 E():   91 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (46-70:130-154) 
 
          20        30        40        50        60        70      
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ 
                                     ..:.:  . . .:: ..: . . ::      
gi|622 RAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVA 
     100       110       120       130       140       150          
 
          80                                         
AAD-12 HSPAE                                         
                                                     
gi|622 ILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
     160       170       180       190       200     
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 67.0  bits: 18.6 E():   92 
Smith-Waterman score: 46; 28.1% identity (59.4% similar) in 32 aa overlap (53-80:81-112) 
 
             30        40        50        60            70         
AAD-12 AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV----AISNVKADGTVRQHSP 
                                     :  .: :...     :. .:  :.:..  : 
gi|324 NFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFP 
               60        70        80        90       100       110 
 
       80                                                           
AAD-12 AE                                                           
       .:                                                           
gi|324 SEFGNDVDRSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASS 
              120       130       140       150       160       170 
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>>gi|67975085|gb|AAY84563.1| group 18 allergen protein [  (462 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 66.9  bits: 19.1 E():   92 
Smith-Waterman score: 48; 22.8% identity (56.1% similar) in 57 aa overlap (22-78:320-366) 
 
                        10        20        30        40        50  
AAD-12          LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 
                                     :: :..     :  .:  .:.  ..... : 
gi|679 CVQIQAETNAFSITRDHDNTAIYAVYVHDNHAEWIS-----FEDRHTLGDKARNITEQ-G 
     290       300       310       320            330       340     
 
              60        70        80                                
AAD-12 AIERIGGGDIVAISNVKADGTVRQHSPAE                                
            :: .. ..::  . :.  ...:                                  
gi|679 ----YGGMSVYTLSNEDVHGVCGDKNPLLHAINSNYFRGIVTEPTVVTVTPVTHTTEHVT 
               350       360       370       380       390          
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.4 E():   94 
Smith-Waterman score: 42; 22.2% identity (57.8% similar) in 45 aa overlap (4-48:68-112) 
 
                                          10        20        30    
AAD-12                            LGATVTGVHLATLDDAGFAALHAAWLQHALLIF 
                                     ::. . .. : ..::..  .. :.       
gi|291 GLILAGTVIALTLATPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYV 
        40        50        60        70        80        90        
 
            40        50        60        70        80 
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE 
        :.:  . .:.  :.                                 
gi|291 TGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVTGSQGS     
       100       110       120       130       140     
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 66.6  bits: 18.0 E():   97 
Smith-Waterman score: 46; 25.7% identity (65.7% similar) in 35 aa overlap (10-44:54-84) 
 
                                    10        20        30          
AAD-12                      LGATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLS 
                                     . ::.: ::      : ..:.: . ... . 
gi|161 FGVNLNLKVTNLMAGEHLTPEFLKMNPQHTIPTLNDNGFCL----WESRAILSYLADQYG 
            30        40        50        60            70          
 
      40        50        60        70        80                    
AAD-12 NDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE                    
       .:...                                                        
gi|161 KDDSLYPKDPKKRALVDQRLYFDLGTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFL 
      80        90       100       110       120       130          
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:31 2011 done: Fri Jan 21 00:02:31 2011 
 Total Scan time:  0.070 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 16  - 95 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
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< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     2     0:= 
  30     4     2:* 
  32    11     8:=*= 
  34    18    22:=====* 
  36    49    44:==========*== 
  38    78    73:==================*= 
  40    93   102:======================== * 
  42   109   125:============================   * 
  44   221   138:==================================*===================== 
  46   116   140:=============================     * 
  48   136   134:=================================* 
  50   103   122:==========================    * 
  52    65   108:=================         * 
  54    75    92:===================   * 
  56    74    77:===================* 
  58    60    63:===============* 
  60    63    51:============*=== 
  62    46    41:==========*= 
  64    52    33:========*==== 
  66    15    26:====  * 
  68    10    20:=== * 
  70    28    16:===*=== 
  72    12    12:==* 
  74    15    10:==*= 
  76    13     8:=*== 
  78     8     6:=* 
  80     3     5:=* 
  82     1     3:* 
  84     1     3:* 
  86     3     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.97650.00327; mu= 6.8069 0.168 
 mean_var=41.686210.757, 0's: 2 Z-trim: 2  B-trim: 11 in 1/43 
 Lambda= 0.198645 
 Kolmogorov-Smirnov  statistic: 0.0488 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.080 
 
The best scores are:                                      opt bits E(1491) 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   60 22.5     4.4 
gi|59895730|gb|AAX11262.1| pectin methylesterase a ( 339)   61 22.8     5.6 
gi|59895728|gb|AAX11261.1| pectin methylesterase a ( 339)   61 22.8     5.6 
gi|225810597|gb|ACO34813.1| Sal k 1 pollen allerge ( 339)   61 22.8     5.6 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   61 22.8     7.5 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   61 22.8     7.9 
gi|51242679|gb|AAT99258.1| pectin-methyltransferas ( 362)   59 22.2     8.9 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   60 22.5      11 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   50 19.6      15 
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gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   53 20.5      16 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   45 18.2      16 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   54 20.8      19 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 19.9      21 
gi|21413|emb|CAA45723.1| aspartic proteinase inhib ( 217)   52 20.2      21 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   54 20.8      22 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   53 20.5      22 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   54 20.8      22 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   52 20.2      22 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   49 19.3      22 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   56 21.4      23 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   53 20.5      25 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   55 21.1      27 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   53 20.5      30 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   53 20.5      30 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   53 20.5      30 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   53 20.5      30 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   53 20.5      30 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   53 20.5      30 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   53 20.5      30 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   53 20.5      30 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   53 20.5      30 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 19.9      30 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   46 18.5      31 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   46 18.5      32 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 19.0      32 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 19.9      32 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   53 20.5      33 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   47 18.8      35 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   48 19.0      35 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   53 20.5      36 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   54 20.8      36 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   52 20.2      39 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 19.6      39 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 19.6      39 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   46 18.5      40 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   46 18.5      40 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   46 18.5      40 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   46 18.5      40 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   49 19.3      40 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   53 20.5      41 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   52 20.2      45 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   53 20.5      48 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   46 18.5      51 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 18.5      51 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   46 18.5      52 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   46 18.5      52 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   46 18.5      52 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   46 18.5      52 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   46 18.5      52 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   46 18.5      52 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 18.5      52 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   46 18.5      52 
gi|121244|sp|P12548.1|GLB73_CHITH RecName: Full=Gl ( 161)   46 18.5      52 
gi|56405054|sp|P84298.1|GLB75_CHITH RecName: Full= ( 161)   46 18.5      52 
gi|121248|sp|P12549.1|GLB76_CHITH RecName: Full=Gl ( 161)   46 18.5      52 
gi|56405052|sp|P84296.1|GLB74_CHITH RecName: Full= ( 161)   46 18.5      52 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   49 19.3      54 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   44 17.9      54 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   44 17.9      54 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   47 18.8      55 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   50 19.6      56 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   49 19.3      57 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   47 18.8      58 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   48 19.1      58 
gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Ente ( 233)   47 18.8      61 
gi|62240392|gb|AAX77384.1| 11S globulin precursor  ( 523)   51 19.9      61 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   46 18.5      62 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   45 18.2      63 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   45 18.2      63 
gi|15809696|gb|AAL07320.1| profilin [Litchi chinen ( 131)   44 17.9      63 
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gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   44 17.9      63 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   44 17.9      63 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   44 17.9      63 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   44 17.9      63 
gi|5726304|gb|AAD48405.1|AF136945_1 major allergen ( 161)   45 18.2      63 
gi|11762104|gb|AAG40330.1|AF323974_1 major allerge ( 161)   45 18.2      63 
gi|11762102|gb|AAG40329.1|AF323973_1 major allerge ( 161)   45 18.2      63 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   53 20.5      64 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   53 20.5      65 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   44 17.9      67 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   47 18.8      69 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   47 18.8      69 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   42 17.3      72 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   48 19.1      74 
gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full= ( 131)   43 17.6      76 
gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 ( 131)   43 17.6      76 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   47 18.8      80 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   48 19.1      82 
gi|886967|emb|CAA59340.1| low molecular weight glu ( 276)   46 18.5      87 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   49 19.3      89 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   46 18.5      90 
gi|34851176|gb|AAP15200.1| profilin-like protein [ ( 131)   42 17.3      92 
gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triti ( 439)   48 19.1      93 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   44 17.9      94 
gi|46410859|gb|AAR98518.1| major latex allergen He ( 366)   47 18.8      94 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   44 17.9      96 
gi|67975085|gb|AAY84563.1| group 18 allergen prote ( 462)   48 19.1      97 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   42 17.3      99 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 90.8  bits: 22.5 E():  4.4 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (32-63:133-160) 
 
              10        20        30        40        50        60  
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|221 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
            110       120       130       140           150         
 
              70        80                                          
AAD-12 AISNVKADGTVRQHSPAEW                                          
       :.                                                           
gi|221 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
      160       170       180       190       200       210         
 
>>gi|59895730|gb|AAX11262.1| pectin methylesterase aller  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 89.0  bits: 22.8 E():  5.6 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (7-39:238-270) 
 
                                       10        20        30       
AAD-12                         GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|598 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
         40        50        60        70        80                 
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEW                 
       ::.                                                          
gi|598 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|59895728|gb|AAX11261.1| pectin methylesterase aller  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 89.0  bits: 22.8 E():  5.6 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (7-39:238-270) 
 
                                       10        20        30       
AAD-12                         GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|598 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
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         40        50        60        70        80                 
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEW                 
       ::.                                                          
gi|598 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|225810597|gb|ACO34813.1| Sal k 1 pollen allergen [S  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 89.0  bits: 22.8 E():  5.6 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (7-39:238-270) 
 
                                       10        20        30       
AAD-12                         GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|225 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
         40        50        60        70        80                 
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEW                 
       ::.                                                          
gi|225 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 86.7  bits: 22.8 E():  7.5 
Smith-Waterman score: 61; 38.7% identity (58.1% similar) in 31 aa overlap (33-63:108-138) 
 
             10        20        30        40        50        60   
AAD-12 TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA 
                                     : :  .. :.  :  :   :.:.  :::.: 
gi|259 YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIA 
        80        90       100       110       120       130        
 
             70        80                                           
AAD-12 ISNVKADGTVRQHSPAEW                                           
       :                                                            
gi|259 IPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGR 
       140       150       160       170       180       190        
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  60 init1:  60 opt:  61  Z-score: 86.4  bits: 22.8 E():  7.9 
Smith-Waterman score: 61; 32.7% identity (59.6% similar) in 52 aa overlap (10-57:83-134) 
 
                                    10        20        30          
AAD-12                      GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH--L 
                                     .: :.:: ::.... :.  :  .: ::  . 
gi|215 NPTGGHSKMESKPILNGHGYCHIHFWIGSESTKDEAGVAAIKSVELDDFLGGYPVQHREI 
             60        70        80        90       100       110   
 
        40          50        60        70        80                
AAD-12 SNDQQITFAKRF--GAIERIGGGDIVAISNVKADGTVRQHSPAEW                
        . ..  :.. :  : :   ::                                       
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
>>gi|51242679|gb|AAT99258.1| pectin-methyltransferase pr  (362 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 85.4  bits: 22.2 E():  8.9 
Smith-Waterman score: 59; 33.3% identity (57.6% similar) in 33 aa overlap (7-39:261-293) 
 
                                       10        20        30       
AAD-12                         GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|512 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFDAARVVFSYCN 
              240       250       260       270       280       290 
 
         40        50        60        70        80                 
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEW                 
       ::.                                                          
gi|512 LSDAAKPEGWSDNNKPEAQKTILFGEYKNTGPGAAPDKRAPYTKQLTEADAKTFTSLEYI 
              300       310       320       330       340       350 
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
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 initn:  43 init1:  43 opt:  60  Z-score: 83.9  bits: 22.5 E():   11 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (32-63:131-158) 
 
              10        20        30        40        50        60  
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|213 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
              110       120       130       140           150       
 
              70        80                                          
AAD-12 AISNVKADGTVRQHSPAEW                                          
       :.                                                           
gi|213 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
        160       170       180       190       200       210       
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 81.5  bits: 19.6 E():   15 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (56-71:29-43) 
 
          30        40        50        60        70        80      
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEW      
                                     : :::::. ..:  :.               
gi|105   CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
                 10        20        30         40        50        
 
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
        60        70        80        90          
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 81.1  bits: 20.5 E():   16 
Smith-Waterman score: 53; 21.4% identity (54.3% similar) in 70 aa overlap (3-72:33-101) 
 
                                           10        20        30   
AAD-12                             GATVTGVHLATLDDAGFAALHAAWLQHALLIF 
                                     :: .  :  ::   ..: :..  ..:.:   
gi|697 EQAFCNLKFRQNVNNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILG- 
             10        20        30        40        50        60   
 
             40        50        60        70        80             
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEW             
       :  .:.  . .  ..  : .. .:    .....:   : .                     
gi|697 PRWNLNAHSALYVTRGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVV 
              70        80        90       100       110       120  
 
gi|697 ELKNSDNAVTSPIAGKTSVLNAIPVDVLATAYDISKPEAFKLKNGRRQEIEVFRPFQSRD 
             130       140       150       160       170       180  
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 80.9  bits: 18.2 E():   16 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (41-64:17-38) 
 
               20        30        40        50        60        70 
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .. :       
gi|217               LVSVEHQAARLKVAKAQQL--AAQLPAMCRLEGGDALSASQ      
                             10          20        30               
 
               80 
AAD-12 TVRQHSPAEW 
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  44 init1:  44 opt:  54  Z-score: 79.5  bits: 20.8 E():   19 
Smith-Waterman score: 54; 29.5% identity (54.5% similar) in 44 aa overlap (2-42:11-54) 
 
                        10        20           30        40         
AAD-12          GATVTGVHLATLDDAGFAALHAAWLQHAL---LIFPGQHLSNDQQITFAKR 
                 :.:.   .: .: . . .:.  : :. :     :: :   ..::       
gi|219 MKTFLVFALLAVVATSAIAQMDTSCIPGLERPWQQQPLPPQQTFPQQPPFSQQQQQQPFP 
               10        20        30        40        50        60 
 
       50        60        70        80                             
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AAD-12 FGAIERIGGGDIVAISNVKADGTVRQHSPAEW                             
                                                                    
gi|219 QQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQQQLILPPQQQQQLPQQQISIVQPSV 
               70        80        90       100       110       120 
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 78.6  bits: 19.9 E():   21 
Smith-Waterman score: 51; 21.5% identity (52.3% similar) in 65 aa overlap (6-70:107-171) 
 
                                        10        20        30      
AAD-12                          GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :. .:   .. .:...:.  .    .  .: 
gi|249 NKAIKERHGGAYETYKFIPSLEASRSKQAYGATVARAPEVKYAVFEAGLTKAITAMSEAQ 
         80        90       100       110       120       130       
 
          40        50        60        70        80 
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEW 
       ....  . . :   ::    ::.  :: :   . :           
gi|249 KVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV       
        140       150       160       170            
 
>>gi|21413|emb|CAA45723.1| aspartic proteinase inhibitor  (217 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 78.5  bits: 20.2 E():   21 
Smith-Waterman score: 52; 20.0% identity (54.7% similar) in 75 aa overlap (5-74:143-215) 
 
                                         10        20        30     
AAD-12                           GATVTGVHLATLDDAGFAALHAAWLQHALLIFP- 
                                     ::  ..  :.. :  .... . . ::  :  
gi|214 FAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTIGQADSSWFKIVKSSQFGYNLLYCPV 
            120       130       140       150       160       170   
 
                40        50        60        70        80 
AAD-12 ----GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEW 
           .  .:.:.:  :  . :.... :   .. ...   : . .:       
gi|214 TSTMSCPFSSDDQ--FCLKVGVVHQNGKRRLALVKDNPLDVSFKQVQ     
            180         190       200       210            
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 78.5  bits: 20.8 E():   22 
Smith-Waterman score: 54; 25.6% identity (48.7% similar) in 39 aa overlap (42-80:191-229) 
 
              20        30        40        50        60        70  
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ::..   .:   :  : :..   .. :    
gi|320 KEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDP 
              170       180       190       200       210       220 
 
              80                                                    
AAD-12 VRQHSPAEW                                                    
       : . . : :                                                    
gi|320 VISFKTALWFWMTPQSPKPSCHNVITGRWTPSAADRAAGRLPGYGVITNIINGGIECGKG 
              230       240       250       260       270       280 
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 78.5  bits: 20.5 E():   22 
Smith-Waterman score: 53; 30.2% identity (49.1% similar) in 53 aa overlap (23-70:33-85) 
 
                       10        20        30         40        50  
AAD-12         GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFGA 
                                     : .:: .. .  : :  . :: :   . :  
gi|273 MEHYLKTYLSWLTEEQKEKLKEMKEAGQTKAEIQHEVMHYYDQLHGEEKQQATEKLKVGC 
             10        20        30        40        50        60   
 
                  60        70        80                            
AAD-12 IERIGG--GD--IVAISNVKADGTVRQHSPAEW                            
          . :  :.  .: . :::  :                                      
gi|273 KMLLKGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIF 
             70        80        90       100       110       120   
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 78.5  bits: 20.8 E():   22 
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Smith-Waterman score: 62; 22.6% identity (64.5% similar) in 62 aa overlap (18-79:232-286) 
 
                            10        20        30        40        
AAD-12              GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 
                                     ::.:.  . :....   :. ...: : .   
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIHS--VVHSIIMQQQQQQQQQQGIDIFL 
             210       220       230         240       250          
 
        50        60        70        80                            
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEW                            
        ..  :..: :..:     ...: .. ..::.                             
gi|170 PLSQHEQVGQGSLV-----QGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSIMR 
     260       270            280       290       300       310     
 
gi|170 APFASIVAGIGGQ 
          320        
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 78.4  bits: 20.2 E():   22 
Smith-Waterman score: 52; 20.0% identity (54.7% similar) in 75 aa overlap (5-74:147-219) 
 
                                         10        20        30     
AAD-12                           GATVTGVHLATLDDAGFAALHAAWLQHALLIFP- 
                                     ::  ..  :.. :  .... . . ::  :  
gi|201 FAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTIGQADSSWFKIVKSSQFGYNLLYCPV 
        120       130       140       150       160       170       
 
                40        50        60        70        80 
AAD-12 ----GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEW 
           .  .:.:.:  :  . :.... :   .. ...   : . .:       
gi|201 TSTMSCPFSSDDQ--FCLKVGVVHQNGKRRLALVKDNPLDVSFKQVQ     
        180         190       200       210       220      
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.2  bits: 19.3 E():   22 
Smith-Waterman score: 49; 36.4% identity (72.7% similar) in 22 aa overlap (14-35:20-41) 
 
                     10        20        30        40        50     
AAD-12       GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                          :.. :.: : . .:..: : .:                    
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQE 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEW                                   
                                                                    
gi|217 IQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLV 
               70        80        90       100       110       120 
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 77.8  bits: 21.4 E():   23 
Smith-Waterman score: 56; 40.6% identity (56.2% similar) in 32 aa overlap (34-63:153-184) 
 
            10        20        30        40          50        60  
AAD-12 VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK--RFGAIERIGGGDIV 
                                     ::.   .::  : .  :    .::  ::.: 
gi|258 QGQQEQQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVV 
            130       140       150       160       170       180   
 
              70        80                                          
AAD-12 AISNVKADGTVRQHSPAEW                                          
       ::                                                           
gi|258 AIPAGVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQ 
            190       200       210       220       230       240   
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 77.2  bits: 20.5 E():   25 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (21-64:194-239) 
 
                         10        20        30         40          
AAD-12           GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
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                                     .: . . ..... ::.  .:  . :.   . 
gi|261 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
           170       180       190       200       210       220    
 
      50        60         70        80                             
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEW                             
       .:.:: .::.. :..:                                             
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 76.8  bits: 21.1 E():   27 
Smith-Waterman score: 55; 30.0% identity (57.5% similar) in 80 aa overlap (2-69:44-116) 
 
                                            10              20      
AAD-12                              GATVTGVHLATLDDAGFA------ALHAAWL 
                                     ...: :: ::  :. .:      :....:  
gi|108 YEQPTGLFINNEFVKGQEGKTFDVINPSDESVITQVHEATEKDVDIAVAAARKAFEGSWR 
            20        30        40        50        60        70    
 
          30           40           50        60        70          
AAD-12 QHALLIFP---GQHLSNDQQITFAKR---FGAIERIGGGDIVAISNVKADGTVRQHSPAE 
       :..    :   :. :.:  .. : :    ..:.: . .:   ::: .:.:           
gi|108 QET----PENRGKLLNNLANL-FEKNIDLLAAVESLDNGK--AISMAKGDISMCVGCLRY 
                80        90        100         110       120       
 
      80                                                            
AAD-12 W                                                            
                                                                    
gi|108 YGGWADKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNFPLLMWAWKIGPAIACGNTVVL 
        130       140       150       160       170       180       
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 75.9  bits: 20.5 E():   30 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (21-64:230-275) 
 
                         10        20        30         40          
AAD-12           GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLTNIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
      50        60         70        80                             
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEW                             
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 75.9  bits: 20.5 E():   30 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (21-64:230-275) 
 
                         10        20        30         40          
AAD-12           GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLANIYPYFTYADNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
      50        60         70        80                             
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEW                             
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 75.9  bits: 20.5 E():   30 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (21-64:230-275) 
 
                         10        20        30         40          
AAD-12           GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
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gi|270 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
      50        60         70        80                             
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEW                             
       .:.:: .::.. :..:                                             
gi|270 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPDRAIETYL 
     260       270       280       290       300       310          
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 75.9  bits: 20.5 E():   30 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (21-64:230-275) 
 
                         10        20        30         40          
AAD-12           GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|118 GFLSSIRSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
      50        60         70        80                             
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEW                             
       .:.:: .::.. :..:                                             
gi|118 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 75.9  bits: 20.5 E():   30 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (21-64:230-275) 
 
                         10        20        30         40          
AAD-12           GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|327 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
      50        60         70        80                             
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEW                             
       .:.:: .::.. :..:                                             
gi|327 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 75.9  bits: 20.5 E():   30 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (21-64:230-275) 
 
                         10        20        30         40          
AAD-12           GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSSXSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
      50        60         70        80                             
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEW                             
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 75.9  bits: 20.5 E():   30 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (21-64:230-275) 
 
                         10        20        30         40          
AAD-12           GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|268 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
      50        60         70        80                             
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEW                             
       .:.:: .::.. :..:                                             
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
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     260       270       280       290       300       310          
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 75.9  bits: 20.5 E():   30 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (21-64:230-275) 
 
                         10        20        30         40          
AAD-12           GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
      50        60         70        80                             
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEW                             
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 75.9  bits: 20.5 E():   30 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (21-64:230-275) 
 
                         10        20        30         40          
AAD-12           GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
      50        60         70        80                             
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEW                             
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 75.8  bits: 19.9 E():   30 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (56-71:181-195) 
 
          30        40        50        60        70        80      
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEW      
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.5  bits: 18.5 E():   31 
Smith-Waterman score: 46; 46.2% identity (69.2% similar) in 13 aa overlap (68-80:30-42) 
 
        40        50        60        70        80                  
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEW                  
                                     :.  .:::.  ::                  
gi|144  VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKKGNLWEVKSSKP 
                10        20        30        40        50          
 
gi|144 LTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
      60        70        80        90       
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.4  bits: 18.5 E():   32 
Smith-Waterman score: 46; 46.2% identity (69.2% similar) in 13 aa overlap (68-80:30-42) 
 
        40        50        60        70        80                  
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEW                  
                                     :.  .:::.  ::                  
gi|126  TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTKKGNLWEVKSAKP 
                10        20        30        40        50          
 
gi|126 LTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
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      60        70        80        90        
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 75.4  bits: 19.0 E():   32 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (64-80:2-19) 
 
            40        50        60         70        80             
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD-GTVRQHSPAEW             
                                     ..: .: :.. ..::.::             
gi|250                              PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPF 
                                            10        20        30  
 
gi|250 PRCRALVKSQCAGGQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDK 
              40        50        60        70        80        90  
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 75.3  bits: 19.9 E():   32 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (56-71:199-213) 
 
          30        40        50        60        70        80      
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEW      
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 75.0  bits: 20.5 E():   33 
Smith-Waterman score: 53; 60.0% identity (80.0% similar) in 15 aa overlap (67-80:89-103) 
 
         40        50        60        70         80                
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEW                
                                     :.::: : : .::.:                
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       60        70        80        90       100       110         
 
gi|114 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      120       130       140       150       160       170         
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 74.7  bits: 18.8 E():   35 
Smith-Waterman score: 47; 28.6% identity (68.6% similar) in 35 aa overlap (42-75:93-127) 
 
              20        30        40         50        60        70 
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA-KRFGAIERIGGGDIVAISNVKADG 
                                     :  :. :.   :....: :.:. ..: .   
gi|121 FKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVT 
             70        80        90       100       110       120   
 
               80 
AAD-12 TVRQHSPAEW 
       .::..      
gi|121 SVRSYKRI   
            130   
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 74.7  bits: 19.0 E():   35 
Smith-Waterman score: 48; 25.6% identity (62.8% similar) in 43 aa overlap (23-65:78-119) 
 
                       10        20        30        40        50   
AAD-12         GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ....  .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
             60        70        80                           
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEW                           
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
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        110       120       130       140       150       160 
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 74.4  bits: 20.5 E():   36 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (39-59:330-350) 
 
       10        20        30        40        50        60         
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|149 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
       70        80                                                 
AAD-12 DGTVRQHSPAEW                                                 
                                                                    
gi|149 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 74.3  bits: 20.8 E():   36 
Smith-Waterman score: 54; 25.4% identity (56.7% similar) in 67 aa overlap (13-79:332-392) 
 
                                 10        20        30        40   
AAD-12                   GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQ 
                                     : :   :   .. ....:.:   : :..:: 
gi|572 ASLEGLSPHVPLYKVMEGNEPCFFTTFFSWDPAKAIAHGNSFQKKVMLLFGVGHASENQQ 
             310       320       330       340       350       360  
 
             50        60        70        80                       
AAD-12 ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEW                       
            ::.. .. ::.   : . .  ...  . :::.                        
gi|572 -----RFNGTNQ-GGATQRASALAALNSAFSSSSPAKSSSAPRSAGKSPGSQRAAAIAAL 
                   370       380       390       400       410      
 
gi|572 SSALSAEKKQPPEGGSPLRLSRTSSVDAIAPGNEVSTAEIEDSKEVPERKEIETVEPAET 
         420       430       440       450       460       470      
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 73.9  bits: 20.2 E():   39 
Smith-Waterman score: 52; 26.1% identity (60.9% similar) in 46 aa overlap (24-67:117-160) 
 
                      10        20          30        40        50  
AAD-12        GATVTGVHLATLDDAGFAALHAAWL--QHALLIFPGQHLSNDQQITFAKRFGA 
                                     :.  :. ..:.  :..   .. :.  : .  
gi|113 IYMVTSDQDDDVVNPKEGTLRFGATQDRPLWIIFQRDMIIYLQQEMVVTSDKTIDGRGAK 
         90       100       110       120       130       140       
 
              60        70        80                                
AAD-12 IERIGGGDIVAISNVKADGTVRQHSPAEW                                
       .: . ::  ... :::                                             
gi|113 VELVYGG--ITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGDAIHVTGSS 
        150         160       170       180       190       200     
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 73.8  bits: 19.6 E():   39 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (56-71:198-212) 
 
          30        40        50        60        70        80      
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEW      
                                     : :::::. ..:  :.               
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
        230       240       250       260          
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 73.8  bits: 19.6 E():   39 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (56-71:198-212) 
 
          30        40        50        60        70        80      
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AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEW      
                                     : :::::. ..:  :.               
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
gi|115 RKDSDKPIKGPITVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
        230       240       250       260          
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.7  bits: 18.5 E():   40 
Smith-Waterman score: 46; 23.1% identity (61.5% similar) in 39 aa overlap (42-80:29-67) 
 
              20        30        40        50        60        70  
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ..::. . :. :.  .  .   ... :.   
gi|400   MSMASSSSSGLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVE 
                 10        20        30        40        50         
 
              80                                                    
AAD-12 VRQHSPAEW                                                    
       .:.:.  ::                                                    
gi|400 LREHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
       60        70        80        90       100       110         
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.7  bits: 18.5 E():   40 
Smith-Waterman score: 46; 23.1% identity (61.5% similar) in 39 aa overlap (42-80:29-67) 
 
              20        30        40        50        60        70  
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ..::. . :. :.  .  .   ... :.   
gi|117   MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVE 
                 10        20        30        40        50         
 
              80                                                    
AAD-12 VRQHSPAEW                                                    
       .:.:.  ::                                                    
gi|117 LREHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
       60        70        80        90       100       110         
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.7  bits: 18.5 E():   40 
Smith-Waterman score: 46; 23.1% identity (61.5% similar) in 39 aa overlap (42-80:29-67) 
 
              20        30        40        50        60        70  
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ..::. . :. :.  .  .   ... :.   
gi|400   MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVE 
                 10        20        30        40        50         
 
              80                                                    
AAD-12 VRQHSPAEW                                                    
       .:.:.  ::                                                    
gi|400 LREHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
       60        70        80        90       100       110         
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.7  bits: 18.5 E():   40 
Smith-Waterman score: 46; 23.1% identity (61.5% similar) in 39 aa overlap (42-80:29-67) 
 
              20        30        40        50        60        70  
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ..::. . :. :.  .  .   ... :.   
gi|400   MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVE 
                 10        20        30        40        50         
 
              80                                                    
AAD-12 VRQHSPAEW                                                    
       .:.:.  ::                                                    
gi|400 LREHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
       60        70        80        90       100       110         
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>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.7  bits: 19.3 E():   40 
Smith-Waterman score: 49; 33.3% identity (57.1% similar) in 21 aa overlap (22-42:10-30) 
 
               10        20        30        40        50        60 
AAD-12 GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDI 
                            :::.      ::: :  ....                   
gi|944             MKTLGVLFIAAWFIACTHSFPGAHDEDSKEERKNVDTVLVLPSIERDQ 
                           10        20        30        40         
 
               70        80                                         
AAD-12 VAISNVKADGTVRQHSPAEW                                         
                                                                    
gi|944 MMAATFDFPSLSFEDSDEGSNWNWNTLLRPNFLDGWYQTLQSAISAHMKKVREQMAGILS 
       50        60        70        80        90       100         
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 73.4  bits: 20.5 E():   41 
Smith-Waterman score: 53; 60.0% identity (80.0% similar) in 15 aa overlap (67-80:119-133) 
 
         40        50        60        70         80                
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEW                
                                     :.::: : : .::.:                
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       90       100       110       120       130       140         
 
gi|476 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      150       160       170       180       190       200         
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.7  bits: 20.2 E():   45 
Smith-Waterman score: 52; 25.0% identity (65.6% similar) in 32 aa overlap (32-63:117-148) 
 
              10        20        30        40        50        60  
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : :.. .....  :  .   ....  :::. 
gi|303 APKLYYVTQGRGILGVLMPGCPETFQSMSQFQGSREQEEERGRFQDQHQKVHHLKKGDII 
         90       100       110       120       130       140       
 
              70        80                                          
AAD-12 AISNVKADGTVRQHSPAEW                                          
       ::                                                           
gi|303 AIPAGVALWCYNDGDEDLVTVLVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLR 
        150       160       170       180       190       200       
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 72.1  bits: 20.5 E():   48 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (39-59:330-350) 
 
       10        20        30        40        50        60         
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|169 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
       70        80                                                 
AAD-12 DGTVRQHSPAEW                                                 
                                                                    
gi|169 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (23-65:77-118) 
 
                       10        20        30        40        50   
AAD-12         GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|402 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
         50        60        70        80        90        100      
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             60        70        80                           
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEW                           
          :::.:: ::.                                          
gi|402 AAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
         110       120       130       140       150          
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (56-65:109-118) 
 
          30        40        50        60        70        80      
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEW      
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
gi|534 KAEALFRAVESYLLAHSDAYN 
      140       150          
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (23-65:78-119) 
 
                       10        20        30        40        50   
AAD-12         GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
             60        70        80                           
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEW                           
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (23-65:78-119) 
 
                       10        20        30        40        50   
AAD-12         GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
             60        70        80                           
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEW                           
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (23-65:78-119) 
 
                       10        20        30        40        50   
AAD-12         GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|730 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
             60        70        80                           
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEW                           
          :::.:: ::.                                          
gi|730 AAPGGGSIVKISSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 46; 23.3% identity (62.8% similar) in 43 aa overlap (23-65:78-119) 
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                       10        20        30        40        50   
AAD-12         GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :... .   ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLE-KVSHELKIV 
        50        60        70        80        90        100       
 
             60        70        80                           
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEW                           
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (23-65:78-119) 
 
                       10        20        30        40        50   
AAD-12         GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
             60        70        80                           
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEW                           
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (23-65:78-119) 
 
                       10        20        30        40        50   
AAD-12         GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
             60        70        80                           
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEW                           
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (56-65:110-119) 
 
          30        40        50        60        70        80      
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEW      
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
gi|534 KAEALFRAVESYLLAHSDAYN 
     140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (23-65:78-119) 
 
                       10        20        30        40        50   
AAD-12         GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
             60        70        80                           
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEW                           
          :::.:: ::.                                          
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gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|121244|sp|P12548.1|GLB73_CHITH RecName: Full=Globin  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (6-22:61-77) 
 
                                        10        20        30      
AAD-12                          GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|121 WKAVSHNEVDILAAVFAAYPDIQAKFPQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
          40        50        60        70        80                
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEW                
                                                                    
gi|121 SGNESNASAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLSNHVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|56405054|sp|P84298.1|GLB75_CHITH RecName: Full=Glob  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (6-22:61-77) 
 
                                        10        20        30      
AAD-12                          GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|564 WKAVSHNEVEILAAVFAAYPDIQNKFSQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
          40        50        60        70        80                
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEW                
                                                                    
gi|564 SGNTSNAAAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLQANVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|121248|sp|P12549.1|GLB76_CHITH RecName: Full=Globin  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (6-22:61-77) 
 
                                        10        20        30      
AAD-12                          GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|121 WKAVSHNEVEILAAVFAAYPDIQNKFSQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
          40        50        60        70        80                
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEW                
                                                                    
gi|121 SGNDSNAAAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLQANVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|56405052|sp|P84296.1|GLB74_CHITH RecName: Full=Glob  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (6-22:61-77) 
 
                                        10        20        30      
AAD-12                          GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|564 WKAVSHNEVDILAAVFAAYPDIQAKFPQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
          40        50        60        70        80                
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEW                
                                                                    
gi|564 SGNASNAAAVEGLLNKLGSDHKARGVSAAQFGEFRTALVSYLSNHVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.3  bits: 19.3 E():   54 
Smith-Waterman score: 51; 27.7% identity (61.7% similar) in 47 aa overlap (2-48:11-53) 
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                        10        20        30        40        50  
AAD-12          GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA 
                 :.:.   .: .. . ...:.  : :. :   : :. : .::  :...    
gi|170 MKTFLVFALIAVVATSAIAQMETSCISGLERPWQQQPL---PPQQ-SFSQQPPFSQQQQQ 
               10        20        30           40         50       
 
              60        70        80                                
AAD-12 IERIGGGDIVAISNVKADGTVRQHSPAEW                                
                                                                    
gi|170 PLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQQQLVLPPQQQQQQLV 
         60        70        80        90       100       110       
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (41-59:35-53) 
 
               20        30        40        50        60        70 
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
               80                                       
AAD-12 TVRQHSPAEW                                       
                                                        
gi|730 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (41-59:35-53) 
 
               20        30        40        50        60        70 
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
               80                                       
AAD-12 TVRQHSPAEW                                       
                                                        
gi|191 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.0  bits: 18.8 E():   55 
Smith-Waterman score: 47; 31.8% identity (56.8% similar) in 44 aa overlap (25-68:63-102) 
 
                     10        20        30        40        50     
AAD-12       GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|833 HHQTYVNGLNAALEAQKKAAEANDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
             40        50        60        70           80          
 
           60        70        80                                   
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEW                                   
        ::: :     .::                                               
gi|833 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
       90       100       110       120       130       140         
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 71.0  bits: 19.6 E():   56 
Smith-Waterman score: 50; 26.8% identity (51.2% similar) in 41 aa overlap (28-64:190-230) 
 
                  10        20        30            40        50    
AAD-12    GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::  .  :    ::.  
gi|215 NKPVIFTKSNLAKSPELDAKMYDICYSTAAAPIYFPPHHFVTHTSNGARYEFNLVDGAVA 
     160       170       180       190       200       210          
 
            60        70        80                                  
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AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEW                                  
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.8  bits: 19.3 E():   57 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (24-55:176-207) 
 
                      10        20        30        40        50    
AAD-12        GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
         150       160       170       180       190       200      
 
            60        70        80                                  
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEW                                  
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
         210       220       230       240       250       260      
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.6  bits: 18.8 E():   58 
Smith-Waterman score: 47; 31.8% identity (56.8% similar) in 44 aa overlap (25-68:74-113) 
 
                     10        20        30        40        50     
AAD-12       GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|164 HHQTYVNGLNAALEAQKKAAEATDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
            50        60        70        80           90           
 
           60        70        80                                   
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEW                                   
        ::: :     .::                                               
gi|164 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
     100       110       120       130       140       150          
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.6  bits: 19.1 E():   58 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (32-42:90-100) 
 
              10        20        30        40        50        60  
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
              70        80                                          
AAD-12 AISNVKADGTVRQHSPAEW                                          
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Enteroto  (233 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 70.2  bits: 18.8 E():   61 
Smith-Waterman score: 47; 23.3% identity (51.2% similar) in 43 aa overlap (21-60:44-85) 
 
                         10        20        30           40        
AAD-12           GATVTGVHLATLDDAGFAALHAAWLQHALLI---FPGQHLSNDQQITFAK 
                                     :  .:::..:.   :  .   ::  . : . 
gi|163 KKSELQGTALGNLKQIYYYNEKAKTENKESHDQFLQHTILFKGFFTDHSWYNDLLVDFDS 
            20        30        40        50        60        70    
 
        50        60        70        80                            
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEW                            
       .   ...  :  .                                                
gi|163 K-DIVDKYKGKKVDLYGAYYGYQCAGGTPNKTACMYGGVTLHDNNRLTEEKKVPINLWLD 
             80        90       100       110       120       130   
 
>>gi|62240392|gb|AAX77384.1| 11S globulin precursor [Sin  (523 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 70.2  bits: 19.9 E():   61 
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Smith-Waterman score: 51; 30.0% identity (63.3% similar) in 30 aa overlap (34-62:173-202) 
 
            10        20        30        40         50        60   
AAD-12 VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQ-QITFAKRFGAIERIGGGDIVA 
                                     ::. ...: :  :   .  .:..  ::..: 
gi|622 QQGQQGQQGQQQGQQGQQGQQGQQGQQGQQGQQGQQQQGQQGFRDMYQKVEHVRHGDVIA 
            150       160       170       180       190       200   
 
             70        80                                           
AAD-12 ISNVKADGTVRQHSPAEW                                           
                                                                    
gi|622 NTPGSAHWIYNTGDKPLVIISLLDIANYQNQLDRNPRVFRLAGNNPQGGFGGPQQQQPQQ 
            210       220       230       240       250       260   
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 70.1  bits: 18.5 E():   62 
Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 42 aa overlap (32-73:98-133) 
 
              10        20        30        40        50        60  
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :::       .. .:..: ::.  : :  : 
gi|223 LADFNKDGEVTVDEFKQAVQKHCQGKKYGDFPGAF-----KVFIANQFKAIDVNGDGK-V 
        70        80        90       100            110       120   
 
              70        80                                          
AAD-12 AISNVKADGTVRQHSPAEW                                          
       .... . :  .:                                                 
gi|223 GLDEYRLDCITRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCS 
             130       140       150       160       170       180  
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 45; 23.3% identity (60.5% similar) in 43 aa overlap (23-65:78-119) 
 
                       10        20        30        40        50   
AAD-12         GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
             60        70        80                           
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEW                           
          :::..: ::.                                          
gi|167 AAPGGGSVVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 45; 24.4% identity (61.0% similar) in 41 aa overlap (25-65:80-119) 
 
                     10        20        30        40        50     
AAD-12       GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :. :.    ....  .   
gi|730 GPGTIKKITFSEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLG-DKLEKVSHELKIVAA 
      50        60        70        80        90        100         
 
           60        70        80                           
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEW                           
        :::.:: ::.                                          
gi|730 PGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      110       120       130       140       150       160 
 
>>gi|15809696|gb|AAL07320.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 44; 25.0% identity (58.9% similar) in 56 aa overlap (15-68:45-100) 
 
                               10        20        30        40     
AAD-12                 GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 
                                     : .::.   . . . :   : ::.. . .. 
gi|158 TDGQHLTAAAIIGHDGSVWAQSANFPQFKPAEIAAIMKDFDEPGSLAPTGLHLGGTKYMV 
           20        30        40        50        60        70     
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           50          60        70        80                    
AAD-12 FAKRFGAIER--IGGGDIVAISNVKADGTVRQHSPAEW                    
       .  . ::. :   : : :.. ....:                                
gi|158 IQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL 
           80        90       100       110       120       130  
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (55-76:15-36) 
 
           30        40        50        60        70        80     
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEW     
                                     : :  ..: . .  ::.:  ::         
gi|218                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
gi|218 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (55-76:15-36) 
 
           30        40        50        60        70        80     
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEW     
                                     : :  ..: . .  ::.:  ::         
gi|144                 MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
gi|144 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (55-76:15-36) 
 
           30        40        50        60        70        80     
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEW     
                                     : :  ..: . .  ::.:  ::         
gi|604                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
gi|604 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (55-76:15-36) 
 
           30        40        50        60        70        80     
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEW     
                                     : :  ..: . .  ::.:  ::         
gi|288                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
gi|288 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|5726304|gb|AAD48405.1|AF136945_1 major allergen Cor  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (21-65:77-120) 
 
                         10        20        30        40           
AAD-12           GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|572 GNGGPGTIKKITFAEGNEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
      50        60        70        80                           
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEW                           
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       .:  . :::.:. :..                                          
gi|572 AAAPH-GGGSILKITSKYHTKGNASINEEEIKAGKEKAAGLFKAVEAYLLAHPDAYC 
         110        120       130       140       150       160  
 
>>gi|11762104|gb|AAG40330.1|AF323974_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (21-65:77-120) 
 
                         10        20        30        40           
AAD-12           GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
      50        60        70        80                           
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEW                           
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|11762102|gb|AAG40329.1|AF323973_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (21-65:77-120) 
 
                         10        20        30        40           
AAD-12           GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
      50        60        70        80                           
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEW                           
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 69.9  bits: 20.5 E():   64 
Smith-Waterman score: 53; 23.3% identity (55.8% similar) in 43 aa overlap (1-43:675-717) 
 
                                             10        20        30 
AAD-12                               GATVTGVHLATLDDAGFAALHAAWLQHALL 
                                     :    : . .. ...: .   . ::: .   
gi|170 LQPEQGQQGYYPTSQQQPGQGPQPGQWQQSGQGQQGYYPTSPQQSGQGQQPGQWLQPGQW 
          650       660       670       680       690       700     
 
               40        50        60        70        80           
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEW           
       .  : .:.. ::.                                                
gi|170 LQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQ 
          710       720       730       740       750       760     
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 69.7  bits: 20.5 E():   65 
Smith-Waterman score: 53; 23.3% identity (55.8% similar) in 43 aa overlap (1-43:690-732) 
 
                                             10        20        30 
AAD-12                               GATVTGVHLATLDDAGFAALHAAWLQHALL 
                                     :    : . .. ...: .   . ::: .   
gi|217 LQPEQGQQGYYPTSQQQPGQGPQPGQWQQSGQGQQGYYPTSPQQSGQGQQPGQWLQPGQW 
     660       670       680       690       700       710          
 
               40        50        60        70        80           
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEW           
       .  : .:.. ::.                                                
gi|217 LQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQ 
     720       730       740       750       760       770          
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.5  bits: 17.9 E():   67 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (55-77:15-37) 
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           30        40        50        60        70        80     
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEW     
                                     : : .... . .  ::.:  .::        
gi|100                 MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKP 
                               10        20        30        40     
 
gi|100 EENAGIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILG 
           50        60        70        80        90       100     
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 47; 46.7% identity (73.3% similar) in 15 aa overlap (56-70:192-205) 
 
          30        40        50        60        70        80      
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEW      
                                     : ::.::. ..:  :                
gi|168 CKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGDVVAV-DIKEKGKDKWTELKESWGAVW 
             170       180       190        200       210       220 
 
gi|168 RIDTPDKLTGPFTVRYTTEGGTKSEFEDVIPEGWKADTSYSAK 
              230       240       250       260    
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 47; 46.7% identity (73.3% similar) in 15 aa overlap (56-70:192-205) 
 
          30        40        50        60        70        80      
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEW      
                                     : ::.::. ..:  :                
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.9  bits: 17.3 E():   72 
Smith-Waterman score: 42; 37.5% identity (62.5% similar) in 24 aa overlap (41-64:79-100) 
 
               20        30        40        50        60        70 
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .  :       
gi|897 QQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQL--AAQLPAMCRLEGGDALLASQ      
       50        60        70        80          90       100       
 
               80 
AAD-12 TVRQHSPAEW 
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.7  bits: 19.1 E():   74 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (32-42:90-100) 
 
              10        20        30        40        50        60  
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
              70        80                                          
AAD-12 AISNVKADGTVRQHSPAEW                                          
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 43; 24.5% identity (58.5% similar) in 53 aa overlap (18-68:48-100) 
 
                            10        20        30        40        
AAD-12              GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 
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                                     ::.   . . . :   : ::.. . ...   
gi|144 HRLTAAAIIGHDGSVWAQSSSFPQFKSDEVAAIMKDFDEPGSLAPTGLHLGSTKYMVIQG 
        20        30        40        50        60        70        
 
        50          60        70        80                    
AAD-12 RFGAIER--IGGGDIVAISNVKADGTVRQHSPAEW                    
       . ::. :   :.: :.. .. .:                                
gi|144 EPGAVIRGKKGSGGITVKKTSQALIIGIYDEPLTPGQCNMIVERLGDYLLEQGM 
        80        90       100       110       120       130  
 
>>gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 [Ch  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 43; 33.3% identity (62.5% similar) in 24 aa overlap (55-78:15-38) 
 
           30        40        50        60        70        80     
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEW     
                                     : :. . . . .  ::::  .::.       
gi|294                 MSWQTYVDDHLMCDIEGNHLSSAAILGHDGTVWAQSPSFPQLKP 
                               10        20        30        40     
 
gi|294 EEVSAIMKDFNEPGSLAPTGLHLGGTKYMVIQGEPGDVIRGKKGPGGVTIKKTNQALIIG 
           50        60        70        80        90       100     
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 68.1  bits: 18.8 E():   80 
Smith-Waterman score: 47; 27.3% identity (60.6% similar) in 33 aa overlap (52-80:81-113) 
 
              30        40        50        60            70        
AAD-12 AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV----AISNVKADGTVRQHSP 
                                     :  .: :...     :. .:  :.:..  : 
gi|324 NFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFP 
               60        70        80        90       100       110 
 
        80                                                          
AAD-12 AEW                                                          
       .:.                                                          
gi|324 SEFGNDVDRSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASS 
              120       130       140       150       160       170 
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 67.9  bits: 19.1 E():   82 
Smith-Waterman score: 48; 26.8% identity (48.8% similar) in 41 aa overlap (28-64:190-230) 
 
                  10        20        30            40        50    
AAD-12    GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::     :    ::.  
gi|215 NKPVIFTKSNLAESPQLDAKMYDICYSTAAAPIYFPPHHFVTHTSNGATYEFNLVDGAVA 
     160       170       180       190       200       210          
 
            60        70        80                                  
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEW                                  
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|886967|emb|CAA59340.1| low molecular weight gluteni  (276 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 67.4  bits: 18.5 E():   87 
Smith-Waterman score: 46; 30.3% identity (63.6% similar) in 33 aa overlap (17-48:57-89) 
 
                             10        20        30         40      
AAD-12               GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITF 
                                     :.  .  . :. : :.: :  .:..::  : 
gi|886 PIQQQPQPFPQQPPCSQQQQPPLSQQQQPPFSQQQPPFSQQELPILPQQPPFSQQQQPQF 
         30        40        50        60        70        80       
 
          50        60        70        80                          
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEW                          
       ...                                                          
gi|886 SQQQQPFPQQQQPLLLQQPPFSQQRPPFSQQQQQPVLPQQPPFSQQQQQQPILPQQPPFS 
         90       100       110       120       130       140       
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>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 67.3  bits: 19.3 E():   89 
Smith-Waterman score: 49; 30.2% identity (49.2% similar) in 63 aa overlap (17-79:241-289) 
 
                             10        20        30        40       
AAD-12               GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     :...   .::::. .        :.: .   
gi|112 YQQQQGSRPHYRQISPRVRGDEQENEGSNIFSGFAQEFLQHAFQV--------DRQTVEN 
              220       230       240       250               260   
 
         50        60        70        80                           
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEW                           
        : :  ::   : ::...     : .:  :: :                            
gi|112 LR-GENEREEQGAIVTVK-----GGLRILSPDEEDESSRSPPSRREEFDEDRSRPQQRGK 
             270            280       290       300       310       
 
gi|112 YDENRRGYKNGIEETICSASVKKNLGRSSNPDIYNPQAGSLRSVNELDLPILGWLGLSAQ 
        320       330       340       350       360       370       
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.1  bits: 18.5 E():   90 
Smith-Waterman score: 46; 33.3% identity (57.1% similar) in 21 aa overlap (27-47:79-99) 
 
                   10        20        30        40        50       
AAD-12     GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG 
                                     : .: :: : : .  . .: .          
gi|624 QSQQQCLQQPQHQFPQPTQQFPQRPLLPFTHPFLTFPDQLLPQPPHQSFPQPPQSYPQPP 
       50        60        70        80        90       100         
 
         60        70        80                                     
AAD-12 GGDIVAISNVKADGTVRQHSPAEW                                     
                                                                    
gi|624 LQPFPQPPQQKYPEQPQQPFPWQQPTIQLYLQQQLNPCKEFLLQQCRPVSLLSYLWSKIV 
      110       120       130       140       150       160         
 
>>gi|34851176|gb|AAP15200.1| profilin-like protein [Humu  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.9  bits: 17.3 E():   92 
Smith-Waterman score: 42; 33.3% identity (58.3% similar) in 24 aa overlap (55-78:15-38) 
 
           30        40        50        60        70        80     
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEW     
                                     : :. . : . .  ::.:  .: :       
gi|348                 MSWQAYVDDHLMCEIDGNHLSAAAIIGHDGSVWAQSAAFPQLKP 
                               10        20        30        40     
 
gi|348 EEVTGIMNDFNEPGTLAPTGLYLGGTKYMVIQGEPGAVIRGKKGAGGVTIKKTSQALIIG 
           50        60        70        80        90       100     
 
>>gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triticum   (439 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.9  bits: 19.1 E():   93 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (32-42:103-113) 
 
              10        20        30        40        50        60  
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|739 FLQQQQIPQQQIPQQHQIPQQPQQFPQQQQFPQQHQSPQQQFPQQQFPQQKLPQQEFPQQ 
             80        90       100       110       120       130   
 
              70        80                                          
AAD-12 AISNVKADGTVRQHSPAEW                                          
                                                                    
gi|739 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
            140       150       160       170       180       190   
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 17.9 E():   94 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (45-69:126-150) 
 
           20        30        40        50        60        70     
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ 
                                     ..:.:  . . .:: ..: . . ::      
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gi|144 RAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVA 
         100       110       120       130       140       150      
 
           80                                        
AAD-12 HSPAEW                                        
                                                     
gi|144 ILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
         160       170       180       190       200 
 
>>gi|46410859|gb|AAR98518.1| major latex allergen Hev b   (366 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.8  bits: 18.8 E():   94 
Smith-Waterman score: 47; 30.8% identity (56.4% similar) in 39 aa overlap (17-55:231-269) 
 
                             10        20        30        40       
AAD-12               GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     .:.:::  : . :  .   .:  . . :   
gi|464 ARKFVVENVAPLGLIPFIKQTSDNSTLFYELASLHAMKLPQILEKIQDGYLFPEFNYTVF 
              210       220       230       240       250       260 
 
         50        60        70        80                           
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEW                           
       . :: :..:                                                    
gi|464 NYFGIIKEIIDAPGEHGFKYGDIACCGNSTYRGQACGFLDYEFCVCGNKTEYLFFDGTHN 
              270       280       290       300       310       320 
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 17.9 E():   96 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (45-69:130-154) 
 
           20        30        40        50        60        70     
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ 
                                     ..:.:  . . .:: ..: . . ::      
gi|622 RAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVA 
     100       110       120       130       140       150          
 
           80                                        
AAD-12 HSPAEW                                        
                                                     
gi|622 ILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
     160       170       180       190       200     
 
>>gi|67975085|gb|AAY84563.1| group 18 allergen protein [  (462 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 66.5  bits: 19.1 E():   97 
Smith-Waterman score: 48; 22.8% identity (56.1% similar) in 57 aa overlap (21-77:320-366) 
 
                         10        20        30        40        50 
AAD-12           GATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 
                                     :: :..     :  .:  .:.  ..... : 
gi|679 CVQIQAETNAFSITRDHDNTAIYAVYVHDNHAEWIS-----FEDRHTLGDKARNITEQ-G 
     290       300       310       320            330       340     
 
               60        70        80                               
AAD-12 AIERIGGGDIVAISNVKADGTVRQHSPAEW                               
            :: .. ..::  . :.  ...:                                  
gi|679 ----YGGMSVYTLSNEDVHGVCGDKNPLLHAINSNYFRGIVTEPTVVTVTPVTHTTEHVT 
               350       360       370       380       390          
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 17.3 E():   99 
Smith-Waterman score: 42; 22.2% identity (57.8% similar) in 45 aa overlap (3-47:68-112) 
 
                                           10        20        30   
AAD-12                             GATVTGVHLATLDDAGFAALHAAWLQHALLIF 
                                     ::. . .. : ..::..  .. :.       
gi|291 GLILAGTVIALTLATPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYV 
        40        50        60        70        80        90        
 
             40        50        60        70        80 
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEW 
        :.:  . .:.  :.                                  
gi|291 TGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVTGSQGS      
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       100       110       120       130       140      
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:32 2011 done: Fri Jan 21 00:02:32 2011 
 Total Scan time:  0.080 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 17  - 96 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     0     0: 
  30     3     2:* 
  32    13     8:=*== 
  34    19    22:=====* 
  36    47    44:==========*= 
  38    79    73:==================*= 
  40    99   102:=========================* 
  42   110   125:============================   * 
  44   219   138:==================================*==================== 
  46   115   140:=============================     * 
  48   138   134:=================================*= 
  50   101   122:==========================    * 
  52    62   108:================          * 
  54    78    92:====================  * 
  56    72    77:================== * 
  58    57    63:===============* 
  60    63    51:============*=== 
  62    47    41:==========*= 
  64    52    33:========*==== 
  66    13    26:====  * 
  68    13    20:====* 
  70    27    16:===*=== 
  72    15    12:==*= 
  74    12    10:==* 
  76    12     8:=*= 
  78    10     6:=*= 
  80     3     5:=* 
  82     1     3:* 
  84     1     3:* 
  86     3     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
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 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.01390.00326; mu= 6.6853 0.168 
 mean_var=41.587210.758, 0's: 2 Z-trim: 2  B-trim: 11 in 1/43 
 Lambda= 0.198882 
 Kolmogorov-Smirnov  statistic: 0.0514 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   60 22.5     4.5 
gi|59895730|gb|AAX11262.1| pectin methylesterase a ( 339)   61 22.8     5.7 
gi|59895728|gb|AAX11261.1| pectin methylesterase a ( 339)   61 22.8     5.7 
gi|225810597|gb|ACO34813.1| Sal k 1 pollen allerge ( 339)   61 22.8     5.7 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   61 22.8     7.7 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   61 22.8       8 
gi|51242679|gb|AAT99258.1| pectin-methyltransferas ( 362)   59 22.2       9 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   60 22.5      11 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   50 19.6      15 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   53 20.5      16 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   45 18.2      16 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   54 20.8      19 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   48 19.0      21 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 19.9      21 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   48 19.0      21 
gi|21413|emb|CAA45723.1| aspartic proteinase inhib ( 217)   52 20.2      22 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   53 20.5      22 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   54 20.8      22 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   54 20.8      22 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   52 20.2      22 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   49 19.3      22 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   56 21.3      24 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   53 20.5      26 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   55 21.0      27 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   53 20.5      30 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   53 20.5      30 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   53 20.5      30 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   53 20.5      30 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   53 20.5      30 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   53 20.5      30 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   53 20.5      30 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   53 20.5      30 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   53 20.5      30 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 19.9      31 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 19.0      32 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 19.9      33 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   53 20.5      34 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   54 20.8      34 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   47 18.7      35 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   48 19.0      35 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   53 20.5      37 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   54 20.8      37 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   52 20.2      39 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 19.6      40 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 19.6      40 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   46 18.5      40 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   46 18.5      40 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   46 18.5      40 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   46 18.5      40 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   49 19.3      40 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   53 20.5      42 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   52 20.2      46 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   53 20.5      49 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 18.5      52 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   46 18.5      52 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   46 18.5      52 
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gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   46 18.5      52 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   46 18.5      52 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   46 18.5      52 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   46 18.5      52 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   46 18.5      52 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   46 18.5      52 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 18.5      52 
gi|121244|sp|P12548.1|GLB73_CHITH RecName: Full=Gl ( 161)   46 18.5      52 
gi|56405054|sp|P84298.1|GLB75_CHITH RecName: Full= ( 161)   46 18.5      52 
gi|121248|sp|P12549.1|GLB76_CHITH RecName: Full=Gl ( 161)   46 18.5      52 
gi|56405052|sp|P84296.1|GLB74_CHITH RecName: Full= ( 161)   46 18.5      52 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   44 17.9      54 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   44 17.9      54 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   49 19.3      54 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   47 18.7      56 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   50 19.6      57 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   49 19.3      58 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   47 18.7      59 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   48 19.0      59 
gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Ente ( 233)   47 18.7      62 
gi|62240392|gb|AAX77384.1| 11S globulin precursor  ( 523)   51 19.9      63 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   46 18.5      63 
gi|15809696|gb|AAL07320.1| profilin [Litchi chinen ( 131)   44 17.9      63 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   44 17.9      63 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   44 17.9      63 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   44 17.9      63 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   44 17.9      63 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   45 18.2      63 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   45 18.2      63 
gi|5726304|gb|AAD48405.1|AF136945_1 major allergen ( 161)   45 18.2      64 
gi|11762104|gb|AAG40330.1|AF323974_1 major allerge ( 161)   45 18.2      64 
gi|11762102|gb|AAG40329.1|AF323973_1 major allerge ( 161)   45 18.2      64 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   49 19.3      67 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   49 19.3      67 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   49 19.3      67 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   44 17.9      68 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   47 18.7      70 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   47 18.7      70 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   42 17.3      73 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   48 19.0      75 
gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full= ( 131)   43 17.6      77 
gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 ( 131)   43 17.6      77 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   52 20.2      79 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   52 20.2      81 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   47 18.7      81 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   48 19.0      83 
gi|886967|emb|CAA59340.1| low molecular weight glu ( 276)   46 18.5      89 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   46 18.5      91 
gi|34851176|gb|AAP15200.1| profilin-like protein [ ( 131)   42 17.3      93 
gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triti ( 439)   48 19.0      94 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   44 17.9      96 
gi|46410859|gb|AAR98518.1| major latex allergen He ( 366)   47 18.7      96 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   44 17.9      97 
gi|67975085|gb|AAY84563.1| group 18 allergen prote ( 462)   48 19.0      99 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   42 17.3      99 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 90.8  bits: 22.5 E():  4.5 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (31-62:133-160) 
 
               10        20        30        40        50        60 
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|221 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
            110       120       130       140           150         
 
               70        80                                         
AAD-12 AISNVKADGTVRQHSPAEWD                                         
       :.                                                           
gi|221 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
      160       170       180       190       200       210         
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>>gi|59895730|gb|AAX11262.1| pectin methylesterase aller  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 88.9  bits: 22.8 E():  5.7 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (6-38:238-270) 
 
                                        10        20        30      
AAD-12                          ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|598 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
          40        50        60        70        80                
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD                
       ::.                                                          
gi|598 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|59895728|gb|AAX11261.1| pectin methylesterase aller  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 88.9  bits: 22.8 E():  5.7 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (6-38:238-270) 
 
                                        10        20        30      
AAD-12                          ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|598 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
          40        50        60        70        80                
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD                
       ::.                                                          
gi|598 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|225810597|gb|ACO34813.1| Sal k 1 pollen allergen [S  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 88.9  bits: 22.8 E():  5.7 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (6-38:238-270) 
 
                                        10        20        30      
AAD-12                          ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|225 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
          40        50        60        70        80                
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD                
       ::.                                                          
gi|225 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 86.6  bits: 22.8 E():  7.7 
Smith-Waterman score: 61; 38.7% identity (58.1% similar) in 31 aa overlap (32-62:108-138) 
 
              10        20        30        40        50        60  
AAD-12 TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA 
                                     : :  .. :.  :  :   :.:.  :::.: 
gi|259 YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIA 
        80        90       100       110       120       130        
 
              70        80                                          
AAD-12 ISNVKADGTVRQHSPAEWD                                          
       :                                                            
gi|259 IPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGR 
       140       150       160       170       180       190        
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  60 init1:  60 opt:  61  Z-score: 86.2  bits: 22.8 E():    8 
Smith-Waterman score: 61; 32.7% identity (59.6% similar) in 52 aa overlap (9-56:83-134) 
 
                                     10        20        30         
AAD-12                       ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH--L 
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                                     .: :.:: ::.... :.  :  .: ::  . 
gi|215 NPTGGHSKMESKPILNGHGYCHIHFWIGSESTKDEAGVAAIKSVELDDFLGGYPVQHREI 
             60        70        80        90       100       110   
 
         40          50        60        70        80               
AAD-12 SNDQQITFAKRF--GAIERIGGGDIVAISNVKADGTVRQHSPAEWD               
        . ..  :.. :  : :   ::                                       
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
>>gi|51242679|gb|AAT99258.1| pectin-methyltransferase pr  (362 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 85.3  bits: 22.2 E():    9 
Smith-Waterman score: 59; 33.3% identity (57.6% similar) in 33 aa overlap (6-38:261-293) 
 
                                        10        20        30      
AAD-12                          ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|512 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFDAARVVFSYCN 
              240       250       260       270       280       290 
 
          40        50        60        70        80                
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD                
       ::.                                                          
gi|512 LSDAAKPEGWSDNNKPEAQKTILFGEYKNTGPGAAPDKRAPYTKQLTEADAKTFTSLEYI 
              300       310       320       330       340       350 
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 83.8  bits: 22.5 E():   11 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (31-62:131-158) 
 
               10        20        30        40        50        60 
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|213 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
              110       120       130       140           150       
 
               70        80                                         
AAD-12 AISNVKADGTVRQHSPAEWD                                         
       :.                                                           
gi|213 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
        160       170       180       190       200       210       
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 81.4  bits: 19.6 E():   15 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (55-70:29-43) 
 
           30        40        50        60        70        80     
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD     
                                     : :::::. ..:  :.               
gi|105   CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
                 10        20        30         40        50        
 
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
        60        70        80        90          
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 81.0  bits: 20.5 E():   16 
Smith-Waterman score: 53; 21.4% identity (54.3% similar) in 70 aa overlap (2-71:33-101) 
 
                                            10        20        30  
AAD-12                              ATVTGVHLATLDDAGFAALHAAWLQHALLIF 
                                     :: .  :  ::   ..: :..  ..:.:   
gi|697 EQAFCNLKFRQNVNNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILG- 
             10        20        30        40        50        60   
 
              40        50        60        70        80            
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD            
       :  .:.  . .  ..  : .. .:    .....:   : .                     
gi|697 PRWNLNAHSALYVTRGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVV 
              70        80        90       100       110       120  
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gi|697 ELKNSDNAVTSPIAGKTSVLNAIPVDVLATAYDISKPEAFKLKNGRRQEIEVFRPFQSRD 
             130       140       150       160       170       180  
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 80.9  bits: 18.2 E():   16 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (40-63:17-38) 
 
      10        20        30        40        50        60          
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .. :       
gi|217               LVSVEHQAARLKVAKAQQL--AAQLPAMCRLEGGDALSASQ      
                             10          20        30               
 
      70        80 
AAD-12 TVRQHSPAEWD 
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  44 init1:  44 opt:  54  Z-score: 79.4  bits: 20.8 E():   19 
Smith-Waterman score: 54; 29.5% identity (54.5% similar) in 44 aa overlap (1-41:11-54) 
 
                         10        20           30        40        
AAD-12           ATVTGVHLATLDDAGFAALHAAWLQHAL---LIFPGQHLSNDQQITFAKR 
                 :.:.   .: .: . . .:.  : :. :     :: :   ..::       
gi|219 MKTFLVFALLAVVATSAIAQMDTSCIPGLERPWQQQPLPPQQTFPQQPPFSQQQQQQPFP 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 FGAIERIGGGDIVAISNVKADGTVRQHSPAEWD                            
                                                                    
gi|219 QQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQQQLILPPQQQQQLPQQQISIVQPSV 
               70        80        90       100       110       120 
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.6  bits: 19.0 E():   21 
Smith-Waterman score: 48; 42.9% identity (71.4% similar) in 14 aa overlap (67-80:30-43) 
 
         40        50        60        70        80                 
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD                 
                                     :.  .:::.  ::.                 
gi|144  VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKKGNLWEVKSSKP 
                10        20        30        40        50          
 
gi|144 LTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
      60        70        80        90       
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 78.6  bits: 19.9 E():   21 
Smith-Waterman score: 51; 21.5% identity (52.3% similar) in 65 aa overlap (5-69:107-171) 
 
                                         10        20        30     
AAD-12                           ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :. .:   .. .:...:.  .    .  .: 
gi|249 NKAIKERHGGAYETYKFIPSLEASRSKQAYGATVARAPEVKYAVFEAGLTKAITAMSEAQ 
         80        90       100       110       120       130       
 
           40        50        60        70        80 
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD 
       ....  . . :   ::    ::.  :: :   . :            
gi|249 KVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV        
        140       150       160       170             
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.5  bits: 19.0 E():   21 
Smith-Waterman score: 48; 42.9% identity (71.4% similar) in 14 aa overlap (67-80:30-43) 
 
         40        50        60        70        80                 
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD                 
                                     :.  .:::.  ::.                 
gi|126  TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTKKGNLWEVKSAKP 
                10        20        30        40        50          
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gi|126 LTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
      60        70        80        90        
 
>>gi|21413|emb|CAA45723.1| aspartic proteinase inhibitor  (217 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 78.4  bits: 20.2 E():   22 
Smith-Waterman score: 52; 20.0% identity (54.7% similar) in 75 aa overlap (4-73:143-215) 
 
                                          10        20        30    
AAD-12                            ATVTGVHLATLDDAGFAALHAAWLQHALLIFP- 
                                     ::  ..  :.. :  .... . . ::  :  
gi|214 FAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTIGQADSSWFKIVKSSQFGYNLLYCPV 
            120       130       140       150       160       170   
 
                 40        50        60        70        80 
AAD-12 ----GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD 
           .  .:.:.:  :  . :.... :   .. ...   : . .:        
gi|214 TSTMSCPFSSDDQ--FCLKVGVVHQNGKRRLALVKDNPLDVSFKQVQ      
            180         190       200       210             
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 78.4  bits: 20.5 E():   22 
Smith-Waterman score: 53; 30.2% identity (49.1% similar) in 53 aa overlap (22-69:33-85) 
 
                        10        20        30         40        50 
AAD-12          ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFGA 
                                     : .:: .. .  : :  . :: :   . :  
gi|273 MEHYLKTYLSWLTEEQKEKLKEMKEAGQTKAEIQHEVMHYYDQLHGEEKQQATEKLKVGC 
             10        20        30        40        50        60   
 
                   60        70        80                           
AAD-12 IERIGG--GD--IVAISNVKADGTVRQHSPAEWD                           
          . :  :.  .: . :::  :                                      
gi|273 KMLLKGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIF 
             70        80        90       100       110       120   
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 78.4  bits: 20.8 E():   22 
Smith-Waterman score: 54; 25.6% identity (48.7% similar) in 39 aa overlap (41-79:191-229) 
 
               20        30        40        50        60        70 
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ::..   .:   :  : :..   .. :    
gi|320 KEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDP 
              170       180       190       200       210       220 
 
               80                                                   
AAD-12 VRQHSPAEWD                                                   
       : . . : :                                                    
gi|320 VISFKTALWFWMTPQSPKPSCHNVITGRWTPSAADRAAGRLPGYGVITNIINGGIECGKG 
              230       240       250       260       270       280 
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 78.4  bits: 20.8 E():   22 
Smith-Waterman score: 62; 22.6% identity (64.5% similar) in 62 aa overlap (17-78:232-286) 
 
                             10        20        30        40       
AAD-12               ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 
                                     ::.:.  . :....   :. ...: : .   
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIHS--VVHSIIMQQQQQQQQQQGIDIFL 
             210       220       230         240       250          
 
         50        60        70        80                           
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD                           
        ..  :..: :..:     ...: .. ..::.                             
gi|170 PLSQHEQVGQGSLV-----QGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSIMR 
     260       270            280       290       300       310     
 
gi|170 APFASIVAGIGGQ 
          320        
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
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 initn:  37 init1:  37 opt:  52  Z-score: 78.3  bits: 20.2 E():   22 
Smith-Waterman score: 52; 20.0% identity (54.7% similar) in 75 aa overlap (4-73:147-219) 
 
                                          10        20        30    
AAD-12                            ATVTGVHLATLDDAGFAALHAAWLQHALLIFP- 
                                     ::  ..  :.. :  .... . . ::  :  
gi|201 FAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTIGQADSSWFKIVKSSQFGYNLLYCPV 
        120       130       140       150       160       170       
 
                 40        50        60        70        80 
AAD-12 ----GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD 
           .  .:.:.:  :  . :.... :   .. ...   : . .:        
gi|201 TSTMSCPFSSDDQ--FCLKVGVVHQNGKRRLALVKDNPLDVSFKQVQ      
        180         190       200       210       220       
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.1  bits: 19.3 E():   22 
Smith-Waterman score: 49; 36.4% identity (72.7% similar) in 22 aa overlap (13-34:20-41) 
 
                      10        20        30        40        50    
AAD-12        ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                          :.. :.: : . .:..: : .:                    
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQE 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWD                                  
                                                                    
gi|217 IQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLV 
               70        80        90       100       110       120 
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 77.7  bits: 21.3 E():   24 
Smith-Waterman score: 56; 40.6% identity (56.2% similar) in 32 aa overlap (33-62:153-184) 
 
             10        20        30        40          50        60 
AAD-12 VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK--RFGAIERIGGGDIV 
                                     ::.   .::  : .  :    .::  ::.: 
gi|258 QGQQEQQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVV 
            130       140       150       160       170       180   
 
               70        80                                         
AAD-12 AISNVKADGTVRQHSPAEWD                                         
       ::                                                           
gi|258 AIPAGVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQ 
            190       200       210       220       230       240   
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 77.1  bits: 20.5 E():   26 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (20-63:194-239) 
 
                          10        20        30         40         
AAD-12            ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|261 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
           170       180       190       200       210       220    
 
       50         60        70        80                            
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWD                            
       .:.:: .::.. :..:                                             
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 76.7  bits: 21.0 E():   27 
Smith-Waterman score: 55; 30.0% identity (57.5% similar) in 80 aa overlap (1-68:44-116) 
 
                                             10              20     
AAD-12                               ATVTGVHLATLDDAGFA------ALHAAWL 
                                     ...: :: ::  :. .:      :....:  
gi|108 YEQPTGLFINNEFVKGQEGKTFDVINPSDESVITQVHEATEKDVDIAVAAARKAFEGSWR 
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            20        30        40        50        60        70    
 
           30           40           50        60        70         
AAD-12 QHALLIFP---GQHLSNDQQITFAKR---FGAIERIGGGDIVAISNVKADGTVRQHSPAE 
       :..    :   :. :.:  .. : :    ..:.: . .:   ::: .:.:           
gi|108 QET----PENRGKLLNNLANL-FEKNIDLLAAVESLDNGK--AISMAKGDISMCVGCLRY 
                80        90        100         110       120       
 
       80                                                           
AAD-12 WD                                                           
                                                                    
gi|108 YGGWADKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNFPLLMWAWKIGPAIACGNTVVL 
        130       140       150       160       170       180       
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 75.8  bits: 20.5 E():   30 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (20-63:230-275) 
 
                          10        20        30         40         
AAD-12            ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLANIYPYFTYADNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
       50         60        70        80                            
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWD                            
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 75.8  bits: 20.5 E():   30 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (20-63:230-275) 
 
                          10        20        30         40         
AAD-12            ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLTNIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
       50         60        70        80                            
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWD                            
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 75.8  bits: 20.5 E():   30 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (20-63:230-275) 
 
                          10        20        30         40         
AAD-12            ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|327 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
       50         60        70        80                            
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWD                            
       .:.:: .::.. :..:                                             
gi|327 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 75.8  bits: 20.5 E():   30 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (20-63:230-275) 
 
                          10        20        30         40         
AAD-12            ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|270 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
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       50         60        70        80                            
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWD                            
       .:.:: .::.. :..:                                             
gi|270 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPDRAIETYL 
     260       270       280       290       300       310          
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 75.8  bits: 20.5 E():   30 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (20-63:230-275) 
 
                          10        20        30         40         
AAD-12            ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|118 GFLSSIRSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
       50         60        70        80                            
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWD                            
       .:.:: .::.. :..:                                             
gi|118 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 75.8  bits: 20.5 E():   30 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (20-63:230-275) 
 
                          10        20        30         40         
AAD-12            ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|268 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
       50         60        70        80                            
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWD                            
       .:.:: .::.. :..:                                             
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 75.8  bits: 20.5 E():   30 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (20-63:230-275) 
 
                          10        20        30         40         
AAD-12            ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
       50         60        70        80                            
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWD                            
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 75.8  bits: 20.5 E():   30 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (20-63:230-275) 
 
                          10        20        30         40         
AAD-12            ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSSXSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
       50         60        70        80                            
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWD                            
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
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>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 75.8  bits: 20.5 E():   30 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (20-63:230-275) 
 
                          10        20        30         40         
AAD-12            ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
       50         60        70        80                            
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWD                            
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 75.7  bits: 19.9 E():   31 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (55-70:181-195) 
 
           30        40        50        60        70        80     
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD     
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 75.3  bits: 19.0 E():   32 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (63-79:2-19) 
 
             40        50        60         70        80            
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD-GTVRQHSPAEWD            
                                     ..: .: :.. ..::.::             
gi|250                              PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPF 
                                            10        20        30  
 
gi|250 PRCRALVKSQCAGGQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDK 
              40        50        60        70        80        90  
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 75.2  bits: 19.9 E():   33 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (55-70:199-213) 
 
           30        40        50        60        70        80     
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD     
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 74.9  bits: 20.5 E():   34 
Smith-Waterman score: 53; 60.0% identity (80.0% similar) in 15 aa overlap (66-79:89-103) 
 
          40        50        60        70         80               
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWD               
                                     :.::: : : .::.:                
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       60        70        80        90       100       110         
 
gi|114 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      120       130       140       150       160       170         
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  37 init1:  37 opt:  54  Z-score: 74.9  bits: 20.8 E():   34 
Smith-Waterman score: 54; 30.8% identity (49.2% similar) in 65 aa overlap (16-80:241-291) 
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                              10        20        30        40      
AAD-12                ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     :...   .::::. .        :.: .   
gi|112 YQQQQGSRPHYRQISPRVRGDEQENEGSNIFSGFAQEFLQHAFQV--------DRQTVEN 
              220       230       240       250               260   
 
          50        60        70        80                          
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD                          
        : :  ::   : ::...     : .:  :: : :                          
gi|112 LR-GENEREEQGAIVTVK-----GGLRILSPDEEDESSRSPPSRREEFDEDRSRPQQRGK 
             270            280       290       300       310       
 
gi|112 YDENRRGYKNGIEETICSASVKKNLGRSSNPDIYNPQAGSLRSVNELDLPILGWLGLSAQ 
        320       330       340       350       360       370       
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 47; 28.6% identity (68.6% similar) in 35 aa overlap (41-74:93-127) 
 
               20        30        40         50        60          
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA-KRFGAIERIGGGDIVAISNVKADG 
                                     :  :. :.   :....: :.:. ..: .   
gi|121 FKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVT 
             70        80        90       100       110       120   
 
      70        80 
AAD-12 TVRQHSPAEWD 
       .::..       
gi|121 SVRSYKRI    
            130    
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 74.6  bits: 19.0 E():   35 
Smith-Waterman score: 48; 25.6% identity (62.8% similar) in 43 aa overlap (22-64:78-119) 
 
                        10        20        30        40        50  
AAD-12          ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ....  .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
              60        70        80                          
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWD                          
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 74.2  bits: 20.5 E():   37 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (38-58:330-350) 
 
        10        20        30        40        50        60        
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|149 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
        70        80                                                
AAD-12 DGTVRQHSPAEWD                                                
                                                                    
gi|149 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 74.2  bits: 20.8 E():   37 
Smith-Waterman score: 54; 25.4% identity (56.7% similar) in 67 aa overlap (12-78:332-392) 
 
                                  10        20        30        40  
AAD-12                    ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQ 
                                     : :   :   .. ....:.:   : :..:: 
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gi|572 ASLEGLSPHVPLYKVMEGNEPCFFTTFFSWDPAKAIAHGNSFQKKVMLLFGVGHASENQQ 
             310       320       330       340       350       360  
 
              50        60        70        80                      
AAD-12 ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD                      
            ::.. .. ::.   : . .  ...  . :::.                        
gi|572 -----RFNGTNQ-GGATQRASALAALNSAFSSSSPAKSSSAPRSAGKSPGSQRAAAIAAL 
                   370       380       390       400       410      
 
gi|572 SSALSAEKKQPPEGGSPLRLSRTSSVDAIAPGNEVSTAEIEDSKEVPERKEIETVEPAET 
         420       430       440       450       460       470      
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 73.7  bits: 20.2 E():   39 
Smith-Waterman score: 52; 26.1% identity (60.9% similar) in 46 aa overlap (23-66:117-160) 
 
                       10        20          30        40        50 
AAD-12         ATVTGVHLATLDDAGFAALHAAWL--QHALLIFPGQHLSNDQQITFAKRFGA 
                                     :.  :. ..:.  :..   .. :.  : .  
gi|113 IYMVTSDQDDDVVNPKEGTLRFGATQDRPLWIIFQRDMIIYLQQEMVVTSDKTIDGRGAK 
         90       100       110       120       130       140       
 
               60        70        80                               
AAD-12 IERIGGGDIVAISNVKADGTVRQHSPAEWD                               
       .: . ::  ... :::                                             
gi|113 VELVYGG--ITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGDAIHVTGSS 
        150         160       170       180       190       200     
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 73.7  bits: 19.6 E():   40 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (55-70:198-212) 
 
           30        40        50        60        70        80     
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD     
                                     : :::::. ..:  :.               
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
        230       240       250       260          
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 73.7  bits: 19.6 E():   40 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (55-70:198-212) 
 
           30        40        50        60        70        80     
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD     
                                     : :::::. ..:  :.               
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
gi|115 RKDSDKPIKGPITVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
        230       240       250       260          
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.6  bits: 18.5 E():   40 
Smith-Waterman score: 46; 23.1% identity (61.5% similar) in 39 aa overlap (41-79:29-67) 
 
               20        30        40        50        60        70 
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ..::. . :. :.  .  .   ... :.   
gi|117   MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVE 
                 10        20        30        40        50         
 
               80                                                   
AAD-12 VRQHSPAEWD                                                   
       .:.:.  ::                                                    
gi|117 LREHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
       60        70        80        90       100       110         
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
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 initn:  46 init1:  46 opt:  46  Z-score: 73.6  bits: 18.5 E():   40 
Smith-Waterman score: 46; 23.1% identity (61.5% similar) in 39 aa overlap (41-79:29-67) 
 
               20        30        40        50        60        70 
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ..::. . :. :.  .  .   ... :.   
gi|400   MSMASSSSSGLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVE 
                 10        20        30        40        50         
 
               80                                                   
AAD-12 VRQHSPAEWD                                                   
       .:.:.  ::                                                    
gi|400 LREHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
       60        70        80        90       100       110         
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.6  bits: 18.5 E():   40 
Smith-Waterman score: 46; 23.1% identity (61.5% similar) in 39 aa overlap (41-79:29-67) 
 
               20        30        40        50        60        70 
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ..::. . :. :.  .  .   ... :.   
gi|400   MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVE 
                 10        20        30        40        50         
 
               80                                                   
AAD-12 VRQHSPAEWD                                                   
       .:.:.  ::                                                    
gi|400 LREHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
       60        70        80        90       100       110         
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.6  bits: 18.5 E():   40 
Smith-Waterman score: 46; 23.1% identity (61.5% similar) in 39 aa overlap (41-79:29-67) 
 
               20        30        40        50        60        70 
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ..::. . :. :.  .  .   ... :.   
gi|400   MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVE 
                 10        20        30        40        50         
 
               80                                                   
AAD-12 VRQHSPAEWD                                                   
       .:.:.  ::                                                    
gi|400 LREHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
       60        70        80        90       100       110         
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.6  bits: 19.3 E():   40 
Smith-Waterman score: 49; 33.3% identity (57.1% similar) in 21 aa overlap (21-41:10-30) 
 
               10        20        30        40        50        60 
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                           :::.      ::: :  ....                    
gi|944            MKTLGVLFIAAWFIACTHSFPGAHDEDSKEERKNVDTVLVLPSIERDQM 
                          10        20        30        40          
 
               70        80                                         
AAD-12 AISNVKADGTVRQHSPAEWD                                         
                                                                    
gi|944 MAATFDFPSLSFEDSDEGSNWNWNTLLRPNFLDGWYQTLQSAISAHMKKVREQMAGILSR 
      50        60        70        80        90       100          
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 73.3  bits: 20.5 E():   42 
Smith-Waterman score: 53; 60.0% identity (80.0% similar) in 15 aa overlap (66-79:119-133) 
 
          40        50        60        70         80               
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWD               
                                     :.::: : : .::.:                
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
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       90       100       110       120       130       140         
 
gi|476 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      150       160       170       180       190       200         
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.5  bits: 20.2 E():   46 
Smith-Waterman score: 52; 25.0% identity (65.6% similar) in 32 aa overlap (31-62:117-148) 
 
               10        20        30        40        50        60 
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : :.. .....  :  .   ....  :::. 
gi|303 APKLYYVTQGRGILGVLMPGCPETFQSMSQFQGSREQEEERGRFQDQHQKVHHLKKGDII 
         90       100       110       120       130       140       
 
               70        80                                         
AAD-12 AISNVKADGTVRQHSPAEWD                                         
       ::                                                           
gi|303 AIPAGVALWCYNDGDEDLVTVLVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLR 
        150       160       170       180       190       200       
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 71.9  bits: 20.5 E():   49 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (38-58:330-350) 
 
        10        20        30        40        50        60        
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|169 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
        70        80                                                
AAD-12 DGTVRQHSPAEWD                                                
                                                                    
gi|169 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (55-64:109-118) 
 
           30        40        50        60        70        80     
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD     
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
gi|534 KAEALFRAVESYLLAHSDAYN 
      140       150          
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (22-64:77-118) 
 
                        10        20        30        40        50  
AAD-12          ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|402 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
         50        60        70        80        90        100      
 
              60        70        80                          
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWD                          
          :::.:: ::.                                          
gi|402 AAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
         110       120       130       140       150          
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (22-64:78-119) 
 
                        10        20        30        40        50  
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AAD-12          ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
              60        70        80                          
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWD                          
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (22-64:78-119) 
 
                        10        20        30        40        50  
AAD-12          ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|730 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
              60        70        80                          
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWD                          
          :::.:: ::.                                          
gi|730 AAPGGGSIVKISSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 23.3% identity (62.8% similar) in 43 aa overlap (22-64:78-119) 
 
                        10        20        30        40        50  
AAD-12          ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :... .   ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLE-KVSHELKIV 
        50        60        70        80        90        100       
 
              60        70        80                          
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWD                          
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (22-64:78-119) 
 
                        10        20        30        40        50  
AAD-12          ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
              60        70        80                          
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWD                          
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (22-64:78-119) 
 
                        10        20        30        40        50  
AAD-12          ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
              60        70        80                          
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWD                          
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          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (22-64:78-119) 
 
                        10        20        30        40        50  
AAD-12          ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
              60        70        80                          
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWD                          
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (22-64:78-119) 
 
                        10        20        30        40        50  
AAD-12          ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
              60        70        80                          
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWD                          
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (55-64:110-119) 
 
           30        40        50        60        70        80     
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD     
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
gi|534 KAEALFRAVESYLLAHSDAYN 
     140       150       160 
 
>>gi|121244|sp|P12548.1|GLB73_CHITH RecName: Full=Globin  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (5-21:61-77) 
 
                                         10        20        30     
AAD-12                           ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|121 WKAVSHNEVDILAAVFAAYPDIQAKFPQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
           40        50        60        70        80               
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD               
                                                                    
gi|121 SGNESNASAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLSNHVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|56405054|sp|P84298.1|GLB75_CHITH RecName: Full=Glob  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (5-21:61-77) 
 
                                         10        20        30     
AAD-12                           ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
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                                     :  ::.. :.:  : ::              
gi|564 WKAVSHNEVEILAAVFAAYPDIQNKFSQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
           40        50        60        70        80               
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD               
                                                                    
gi|564 SGNTSNAAAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLQANVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|121248|sp|P12549.1|GLB76_CHITH RecName: Full=Globin  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (5-21:61-77) 
 
                                         10        20        30     
AAD-12                           ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|121 WKAVSHNEVEILAAVFAAYPDIQNKFSQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
           40        50        60        70        80               
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD               
                                                                    
gi|121 SGNDSNAAAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLQANVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|56405052|sp|P84296.1|GLB74_CHITH RecName: Full=Glob  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (5-21:61-77) 
 
                                         10        20        30     
AAD-12                           ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|564 WKAVSHNEVDILAAVFAAYPDIQAKFPQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
           40        50        60        70        80               
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD               
                                                                    
gi|564 SGNASNAAAVEGLLNKLGSDHKARGVSAAQFGEFRTALVSYLSNHVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (40-58:35-53) 
 
      10        20        30        40        50        60          
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
      70        80                                      
AAD-12 TVRQHSPAEWD                                      
                                                        
gi|730 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (40-58:35-53) 
 
      10        20        30        40        50        60          
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
      70        80                                      
AAD-12 TVRQHSPAEWD                                      
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gi|191 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.2  bits: 19.3 E():   54 
Smith-Waterman score: 51; 27.7% identity (61.7% similar) in 47 aa overlap (1-47:11-53) 
 
                         10        20        30        40        50 
AAD-12           ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGA 
                 :.:.   .: .. . ...:.  : :. :   : :. : .::  :...    
gi|170 MKTFLVFALIAVVATSAIAQMETSCISGLERPWQQQPL---PPQQ-SFSQQPPFSQQQQQ 
               10        20        30           40         50       
 
               60        70        80                               
AAD-12 IERIGGGDIVAISNVKADGTVRQHSPAEWD                               
                                                                    
gi|170 PLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQQQLVLPPQQQQQQLV 
         60        70        80        90       100       110       
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.9  bits: 18.7 E():   56 
Smith-Waterman score: 47; 31.8% identity (56.8% similar) in 44 aa overlap (24-67:63-102) 
 
                      10        20        30        40        50    
AAD-12        ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|833 HHQTYVNGLNAALEAQKKAAEANDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
             40        50        60        70           80          
 
            60        70        80                                  
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWD                                  
        ::: :     .::                                               
gi|833 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
       90       100       110       120       130       140         
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 70.9  bits: 19.6 E():   57 
Smith-Waterman score: 50; 26.8% identity (51.2% similar) in 41 aa overlap (27-63:190-230) 
 
                   10        20        30            40        50   
AAD-12     ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::  .  :    ::.  
gi|215 NKPVIFTKSNLAKSPELDAKMYDICYSTAAAPIYFPPHHFVTHTSNGARYEFNLVDGAVA 
     160       170       180       190       200       210          
 
             60        70        80                                 
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWD                                 
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.7  bits: 19.3 E():   58 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (23-54:176-207) 
 
                       10        20        30        40        50   
AAD-12         ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
         150       160       170       180       190       200      
 
             60        70        80                                 
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWD                                 
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
         210       220       230       240       250       260      
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.5  bits: 18.7 E():   59 
Smith-Waterman score: 47; 31.8% identity (56.8% similar) in 44 aa overlap (24-67:74-113) 
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                      10        20        30        40        50    
AAD-12        ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|164 HHQTYVNGLNAALEAQKKAAEATDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
            50        60        70        80           90           
 
            60        70        80                                  
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWD                                  
        ::: :     .::                                               
gi|164 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
     100       110       120       130       140       150          
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.5  bits: 19.0 E():   59 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (31-41:90-100) 
 
               10        20        30        40        50        60 
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
               70        80                                         
AAD-12 AISNVKADGTVRQHSPAEWD                                         
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Enteroto  (233 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 70.1  bits: 18.7 E():   62 
Smith-Waterman score: 47; 23.3% identity (51.2% similar) in 43 aa overlap (20-59:44-85) 
 
                          10        20        30           40       
AAD-12            ATVTGVHLATLDDAGFAALHAAWLQHALLI---FPGQHLSNDQQITFAK 
                                     :  .:::..:.   :  .   ::  . : . 
gi|163 KKSELQGTALGNLKQIYYYNEKAKTENKESHDQFLQHTILFKGFFTDHSWYNDLLVDFDS 
            20        30        40        50        60        70    
 
         50        60        70        80                           
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD                           
       .   ...  :  .                                                
gi|163 K-DIVDKYKGKKVDLYGAYYGYQCAGGTPNKTACMYGGVTLHDNNRLTEEKKVPINLWLD 
             80        90       100       110       120       130   
 
>>gi|62240392|gb|AAX77384.1| 11S globulin precursor [Sin  (523 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 70.1  bits: 19.9 E():   63 
Smith-Waterman score: 51; 30.0% identity (63.3% similar) in 30 aa overlap (33-61:173-202) 
 
             10        20        30        40         50        60  
AAD-12 VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQ-QITFAKRFGAIERIGGGDIVA 
                                     ::. ...: :  :   .  .:..  ::..: 
gi|622 QQGQQGQQGQQQGQQGQQGQQGQQGQQGQQGQQGQQQQGQQGFRDMYQKVEHVRHGDVIA 
            150       160       170       180       190       200   
 
              70        80                                          
AAD-12 ISNVKADGTVRQHSPAEWD                                          
                                                                    
gi|622 NTPGSAHWIYNTGDKPLVIISLLDIANYQNQLDRNPRVFRLAGNNPQGGFGGPQQQQPQQ 
            210       220       230       240       250       260   
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 70.0  bits: 18.5 E():   63 
Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 42 aa overlap (31-72:98-133) 
 
               10        20        30        40        50        60 
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :::       .. .:..: ::.  : :  : 
gi|223 LADFNKDGEVTVDEFKQAVQKHCQGKKYGDFPGAF-----KVFIANQFKAIDVNGDGK-V 
        70        80        90       100            110       120   
 
               70        80                                         
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AAD-12 AISNVKADGTVRQHSPAEWD                                         
       .... . :  .:                                                 
gi|223 GLDEYRLDCITRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCS 
             130       140       150       160       170       180  
 
>>gi|15809696|gb|AAL07320.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 44; 25.0% identity (58.9% similar) in 56 aa overlap (14-67:45-100) 
 
                                10        20        30        40    
AAD-12                  ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 
                                     : .::.   . . . :   : ::.. . .. 
gi|158 TDGQHLTAAAIIGHDGSVWAQSANFPQFKPAEIAAIMKDFDEPGSLAPTGLHLGGTKYMV 
           20        30        40        50        60        70     
 
            50          60        70        80                   
AAD-12 FAKRFGAIER--IGGGDIVAISNVKADGTVRQHSPAEWD                   
       .  . ::. :   : : :.. ....:                                
gi|158 IQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL 
           80        90       100       110       120       130  
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (54-75:15-36) 
 
            30        40        50        60        70        80    
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD    
                                     : :  ..: . .  ::.:  ::         
gi|288                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
gi|288 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (54-75:15-36) 
 
            30        40        50        60        70        80    
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD    
                                     : :  ..: . .  ::.:  ::         
gi|218                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
gi|218 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (54-75:15-36) 
 
            30        40        50        60        70        80    
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD    
                                     : :  ..: . .  ::.:  ::         
gi|604                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
gi|604 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (54-75:15-36) 
 
            30        40        50        60        70        80    
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD    
                                     : :  ..: . .  ::.:  ::         
gi|144                 MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
gi|144 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
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           50        60        70        80        90       100     
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 45; 24.4% identity (61.0% similar) in 41 aa overlap (24-64:80-119) 
 
                      10        20        30        40        50    
AAD-12        ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :. :.    ....  .   
gi|730 GPGTIKKITFSEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLG-DKLEKVSHELKIVAA 
      50        60        70        80        90        100         
 
            60        70        80                          
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWD                          
        :::.:: ::.                                          
gi|730 PGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      110       120       130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 45; 23.3% identity (60.5% similar) in 43 aa overlap (22-64:78-119) 
 
                        10        20        30        40        50  
AAD-12          ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
              60        70        80                          
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWD                          
          :::..: ::.                                          
gi|167 AAPGGGSVVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|5726304|gb|AAD48405.1|AF136945_1 major allergen Cor  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (20-64:77-120) 
 
                          10        20        30         40         
AAD-12            ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|572 GNGGPGTIKKITFAEGNEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
       50        60        70        80                          
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWD                          
       .:  . :::.:. :..                                          
gi|572 AAAPH-GGGSILKITSKYHTKGNASINEEEIKAGKEKAAGLFKAVEAYLLAHPDAYC 
         110        120       130       140       150       160  
 
>>gi|11762104|gb|AAG40330.1|AF323974_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (20-64:77-120) 
 
                          10        20        30         40         
AAD-12            ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
       50        60        70        80                          
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWD                          
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|11762102|gb|AAG40329.1|AF323973_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (20-64:77-120) 
 
                          10        20        30         40         
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AAD-12            ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
       50        60        70        80                          
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWD                          
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 69.5  bits: 19.3 E():   67 
Smith-Waterman score: 49; 26.3% identity (57.9% similar) in 38 aa overlap (44-80:103-140) 
 
            20        30        40         50        60        70   
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|309 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
             80                                                     
AAD-12 QHSPAEWD                                                     
       .: :: ::                                                     
gi|309 DHPPASWDWRKKGVITQVKYQGGCGSGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 69.5  bits: 19.3 E():   67 
Smith-Waterman score: 49; 26.3% identity (57.9% similar) in 38 aa overlap (44-80:103-140) 
 
            20        30        40         50        60        70   
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|119 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
             80                                                     
AAD-12 QHSPAEWD                                                     
       .: :: ::                                                     
gi|119 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 69.5  bits: 19.3 E():   67 
Smith-Waterman score: 49; 26.3% identity (57.9% similar) in 38 aa overlap (44-80:103-140) 
 
            20        30        40         50        60        70   
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|129 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
             80                                                     
AAD-12 QHSPAEWD                                                     
       .: :: ::                                                     
gi|129 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (54-76:15-37) 
 
            30        40        50        60        70        80    
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD    
                                     : : .... . .  ::.:  .::        
gi|100                 MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKP 
                               10        20        30        40     
 
gi|100 EENAGIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILG 
           50        60        70        80        90       100     
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>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 69.2  bits: 18.7 E():   70 
Smith-Waterman score: 47; 46.7% identity (73.3% similar) in 15 aa overlap (55-69:192-205) 
 
           30        40        50        60        70        80     
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD     
                                     : ::.::. ..:  :                
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 69.2  bits: 18.7 E():   70 
Smith-Waterman score: 47; 46.7% identity (73.3% similar) in 15 aa overlap (55-69:192-205) 
 
           30        40        50        60        70        80     
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD     
                                     : ::.::. ..:  :                
gi|168 CKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGDVVAV-DIKEKGKDKWTELKESWGAVW 
             170       180       190        200       210       220 
 
gi|168 RIDTPDKLTGPFTVRYTTEGGTKSEFEDVIPEGWKADTSYSAK 
              230       240       250       260    
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.9  bits: 17.3 E():   73 
Smith-Waterman score: 42; 37.5% identity (62.5% similar) in 24 aa overlap (40-63:79-100) 
 
      10        20        30        40        50        60          
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .  :       
gi|897 QQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQL--AAQLPAMCRLEGGDALLASQ      
       50        60        70        80          90       100       
 
      70        80 
AAD-12 TVRQHSPAEWD 
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.6  bits: 19.0 E():   75 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (31-41:90-100) 
 
               10        20        30        40        50        60 
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
               70        80                                         
AAD-12 AISNVKADGTVRQHSPAEWD                                         
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 43; 24.5% identity (58.5% similar) in 53 aa overlap (17-67:48-100) 
 
                             10        20        30        40       
AAD-12               ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 
                                     ::.   . . . :   : ::.. . ...   
gi|144 HRLTAAAIIGHDGSVWAQSSSFPQFKSDEVAAIMKDFDEPGSLAPTGLHLGSTKYMVIQG 
        20        30        40        50        60        70        
 
         50          60        70        80                   
AAD-12 RFGAIER--IGGGDIVAISNVKADGTVRQHSPAEWD                   
       . ::. :   :.: :.. .. .:                                
gi|144 EPGAVIRGKKGSGGITVKKTSQALIIGIYDEPLTPGQCNMIVERLGDYLLEQGM 
        80        90       100       110       120       130  
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>>gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 [Ch  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 43; 33.3% identity (62.5% similar) in 24 aa overlap (54-77:15-38) 
 
            30        40        50        60        70        80    
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD    
                                     : :. . . . .  ::::  .::.       
gi|294                 MSWQTYVDDHLMCDIEGNHLSSAAILGHDGTVWAQSPSFPQLKP 
                               10        20        30        40     
 
gi|294 EEVSAIMKDFNEPGSLAPTGLHLGGTKYMVIQGEPGDVIRGKKGPGGVTIKKTNQALIIG 
           50        60        70        80        90       100     
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 68.2  bits: 20.2 E():   79 
Smith-Waterman score: 52; 23.7% identity (60.5% similar) in 38 aa overlap (5-42:680-717) 
 
                                         10        20        30     
AAD-12                           ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     : . .. ...: .   . ::: .  .  :  
gi|170 GQQGYYPTSQQQPGQGPQPGQWQQSGQGQQGYYPTSPQQSGQGQQPGQWLQPGQWLQSGY 
     650       660       670       680       690       700          
 
           40        50        60        70        80               
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD               
       .:.. ::.                                                     
gi|170 YLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQ 
     710       720       730       740       750       760          
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 68.0  bits: 20.2 E():   81 
Smith-Waterman score: 52; 23.7% identity (60.5% similar) in 38 aa overlap (5-42:695-732) 
 
                                         10        20        30     
AAD-12                           ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     : . .. ...: .   . ::: .  .  :  
gi|217 GQQGYYPTSQQQPGQGPQPGQWQQSGQGQQGYYPTSPQQSGQGQQPGQWLQPGQWLQSGY 
          670       680       690       700       710       720     
 
           40        50        60        70        80               
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD               
       .:.. ::.                                                     
gi|217 YLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQ 
          730       740       750       760       770       780     
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 68.0  bits: 18.7 E():   81 
Smith-Waterman score: 47; 27.3% identity (60.6% similar) in 33 aa overlap (51-79:81-113) 
 
               30        40        50        60            70       
AAD-12 AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV----AISNVKADGTVRQHSP 
                                     :  .: :...     :. .:  :.:..  : 
gi|324 NFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFP 
               60        70        80        90       100       110 
 
         80                                                         
AAD-12 AEWD                                                         
       .:.                                                          
gi|324 SEFGNDVDRSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASS 
              120       130       140       150       160       170 
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 67.8  bits: 19.0 E():   83 
Smith-Waterman score: 48; 26.8% identity (48.8% similar) in 41 aa overlap (27-63:190-230) 
 
                   10        20        30            40        50   
AAD-12     ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::     :    ::.  
gi|215 NKPVIFTKSNLAESPQLDAKMYDICYSTAAAPIYFPPHHFVTHTSNGATYEFNLVDGAVA 
     160       170       180       190       200       210          

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 473



 

 

 
             60        70        80                                 
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWD                                 
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|886967|emb|CAA59340.1| low molecular weight gluteni  (276 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 67.3  bits: 18.5 E():   89 
Smith-Waterman score: 46; 30.3% identity (63.6% similar) in 33 aa overlap (16-47:57-89) 
 
                              10        20        30         40     
AAD-12                ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITF 
                                     :.  .  . :. : :.: :  .:..::  : 
gi|886 PIQQQPQPFPQQPPCSQQQQPPLSQQQQPPFSQQQPPFSQQELPILPQQPPFSQQQQPQF 
         30        40        50        60        70        80       
 
           50        60        70        80                         
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD                         
       ...                                                          
gi|886 SQQQQPFPQQQQPLLLQQPPFSQQRPPFSQQQQQPVLPQQPPFSQQQQQQPILPQQPPFS 
         90       100       110       120       130       140       
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.0  bits: 18.5 E():   91 
Smith-Waterman score: 46; 33.3% identity (57.1% similar) in 21 aa overlap (26-46:79-99) 
 
                    10        20        30        40        50      
AAD-12      ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG 
                                     : .: :: : : .  . .: .          
gi|624 QSQQQCLQQPQHQFPQPTQQFPQRPLLPFTHPFLTFPDQLLPQPPHQSFPQPPQSYPQPP 
       50        60        70        80        90       100         
 
          60        70        80                                    
AAD-12 GGDIVAISNVKADGTVRQHSPAEWD                                    
                                                                    
gi|624 LQPFPQPPQQKYPEQPQQPFPWQQPTIQLYLQQQLNPCKEFLLQQCRPVSLLSYLWSKIV 
      110       120       130       140       150       160         
 
>>gi|34851176|gb|AAP15200.1| profilin-like protein [Humu  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 42; 33.3% identity (58.3% similar) in 24 aa overlap (54-77:15-38) 
 
            30        40        50        60        70        80    
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD    
                                     : :. . : . .  ::.:  .: :       
gi|348                 MSWQAYVDDHLMCEIDGNHLSAAAIIGHDGSVWAQSAAFPQLKP 
                               10        20        30        40     
 
gi|348 EEVTGIMNDFNEPGTLAPTGLYLGGTKYMVIQGEPGAVIRGKKGAGGVTIKKTSQALIIG 
           50        60        70        80        90       100     
 
>>gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triticum   (439 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.8  bits: 19.0 E():   94 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (31-41:103-113) 
 
               10        20        30        40        50        60 
AAD-12 ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|739 FLQQQQIPQQQIPQQHQIPQQPQQFPQQQQFPQQHQSPQQQFPQQQFPQQKLPQQEFPQQ 
             80        90       100       110       120       130   
 
               70        80                                         
AAD-12 AISNVKADGTVRQHSPAEWD                                         
                                                                    
gi|739 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
            140       150       160       170       180       190   
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 17.9 E():   96 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (44-68:126-150) 
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            20        30        40        50        60        70    
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ 
                                     ..:.:  . . .:: ..: . . ::      
gi|144 RAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVA 
         100       110       120       130       140       150      
 
            80                                       
AAD-12 HSPAEWD                                       
                                                     
gi|144 ILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
         160       170       180       190       200 
 
>>gi|46410859|gb|AAR98518.1| major latex allergen Hev b   (366 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.6  bits: 18.7 E():   96 
Smith-Waterman score: 47; 30.8% identity (56.4% similar) in 39 aa overlap (16-54:231-269) 
 
                              10        20        30        40      
AAD-12                ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     .:.:::  : . :  .   .:  . . :   
gi|464 ARKFVVENVAPLGLIPFIKQTSDNSTLFYELASLHAMKLPQILEKIQDGYLFPEFNYTVF 
              210       220       230       240       250       260 
 
          50        60        70        80                          
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD                          
       . :: :..:                                                    
gi|464 NYFGIIKEIIDAPGEHGFKYGDIACCGNSTYRGQACGFLDYEFCVCGNKTEYLFFDGTHN 
              270       280       290       300       310       320 
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 17.9 E():   97 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (44-68:130-154) 
 
            20        30        40        50        60        70    
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ 
                                     ..:.:  . . .:: ..: . . ::      
gi|622 RAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVA 
     100       110       120       130       140       150          
 
            80                                       
AAD-12 HSPAEWD                                       
                                                     
gi|622 ILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
     160       170       180       190       200     
 
>>gi|67975085|gb|AAY84563.1| group 18 allergen protein [  (462 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 66.4  bits: 19.0 E():   99 
Smith-Waterman score: 48; 22.8% identity (56.1% similar) in 57 aa overlap (20-76:320-366) 
 
                          10        20        30        40          
AAD-12            ATVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 
                                     :: :..     :  .:  .:.  ..... : 
gi|679 CVQIQAETNAFSITRDHDNTAIYAVYVHDNHAEWIS-----FEDRHTLGDKARNITEQ-G 
     290       300       310       320            330       340     
 
      50        60        70        80                              
AAD-12 AIERIGGGDIVAISNVKADGTVRQHSPAEWD                              
            :: .. ..::  . :.  ...:                                  
gi|679 ----YGGMSVYTLSNEDVHGVCGDKNPLLHAINSNYFRGIVTEPTVVTVTPVTHTTEHVT 
               350       360       370       380       390          
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.3  bits: 17.3 E():   99 
Smith-Waterman score: 42; 22.2% identity (57.8% similar) in 45 aa overlap (2-46:68-112) 
 
                                            10        20        30  
AAD-12                              ATVTGVHLATLDDAGFAALHAAWLQHALLIF 
                                     ::. . .. : ..::..  .. :.       
gi|291 GLILAGTVIALTLATPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYV 
        40        50        60        70        80        90        
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              40        50        60        70        80 
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD 
        :.:  . .:.  :.                                   
gi|291 TGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVTGSQGS       
       100       110       120       130       140       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:32 2011 done: Fri Jan 21 00:02:32 2011 
 Total Scan time:  0.070 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 18  - 97 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     3     2:* 
  32    13     8:=*== 
  34    20    22:=====* 
  36    39    44:==========* 
  38    82    73:==================*== 
  40    99   102:=========================* 
  42   102   125:==========================     * 
  44   227   138:==================================*====================== 
  46   120   140:==============================    * 
  48   132   134:=================================* 
  50   100   122:=========================     * 
  52    67   108:=================         * 
  54    79    92:====================  * 
  56    74    77:===================* 
  58    67    63:===============*= 
  60    52    51:============* 
  62    43    41:==========* 
  64    49    33:========*==== 
  66    14    26:====  * 
  68    17    20:====* 
  70    24    16:===*== 
  72    15    12:==*= 
  74    14    10:==*= 
  76    14     8:=*== 
  78    11     6:=*= 
  80     2     5:=* 
  82     1     3:* 
  84     1     3:* 
  86     3     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
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 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.97240.00328; mu= 6.8898 0.169 
 mean_var=41.680410.921, 0's: 2 Z-trim: 2  B-trim: 11 in 1/43 
 Lambda= 0.198659 
 Kolmogorov-Smirnov  statistic: 0.0488 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.080 
 
The best scores are:                                      opt bits E(1491) 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   60 22.5     4.5 
gi|59895730|gb|AAX11262.1| pectin methylesterase a ( 339)   61 22.8     5.7 
gi|59895728|gb|AAX11261.1| pectin methylesterase a ( 339)   61 22.8     5.7 
gi|225810597|gb|ACO34813.1| Sal k 1 pollen allerge ( 339)   61 22.8     5.7 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   61 22.8     7.6 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   61 22.8       8 
gi|51242679|gb|AAT99258.1| pectin-methyltransferas ( 362)   59 22.2       9 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   60 22.5      11 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   50 19.6      15 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   53 20.5      16 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   45 18.1      16 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 19.9      21 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   48 19.0      21 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   48 19.0      22 
gi|21413|emb|CAA45723.1| aspartic proteinase inhib ( 217)   52 20.2      22 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   54 20.8      22 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   53 20.5      22 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   52 20.2      22 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   49 19.3      23 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   56 21.3      23 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   56 21.3      24 
gi|56405054|sp|P84298.1|GLB75_CHITH RecName: Full= ( 161)   50 19.6      24 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   53 20.5      26 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   55 21.1      27 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   54 20.8      28 
gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   49 19.3      29 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   53 20.5      30 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   53 20.5      30 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   53 20.5      30 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   53 20.5      30 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   53 20.5      30 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   53 20.5      30 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   53 20.5      30 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   53 20.5      30 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   53 20.5      30 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 19.9      31 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 19.0      32 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   52 20.2      32 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 19.9      33 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   54 20.8      34 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   47 18.7      35 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   48 19.0      35 
gi|121244|sp|P12548.1|GLB73_CHITH RecName: Full=Gl ( 161)   48 19.0      36 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   53 20.5      37 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   54 20.8      37 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   49 19.3      38 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   52 20.2      39 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 19.6      40 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 19.6      40 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   49 19.3      40 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   49 19.3      40 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   46 18.4      40 
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gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   46 18.4      40 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   46 18.4      40 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   46 18.4      40 
gi|121248|sp|P12549.1|GLB76_CHITH RecName: Full=Gl ( 161)   47 18.7      43 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   52 20.2      46 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   53 20.5      49 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   46 18.5      52 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 18.5      52 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   46 18.5      52 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   46 18.5      52 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   46 18.5      52 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   46 18.5      52 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   46 18.5      52 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   46 18.5      52 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 18.5      52 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   46 18.5      52 
gi|56405052|sp|P84296.1|GLB74_CHITH RecName: Full= ( 161)   46 18.5      53 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   49 19.3      54 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   44 17.9      55 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   44 17.9      55 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   50 19.6      56 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   49 19.3      58 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   48 19.0      59 
gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Ente ( 233)   47 18.7      62 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   48 19.0      62 
gi|62240392|gb|AAX77384.1| 11S globulin precursor  ( 523)   51 19.9      62 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   46 18.5      63 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   45 18.2      63 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   45 18.2      63 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   44 17.9      64 
gi|15809696|gb|AAL07320.1| profilin [Litchi chinen ( 131)   44 17.9      64 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   44 17.9      64 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   44 17.9      64 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   44 17.9      64 
gi|11762104|gb|AAG40330.1|AF323974_1 major allerge ( 161)   45 18.2      64 
gi|5726304|gb|AAD48405.1|AF136945_1 major allergen ( 161)   45 18.2      64 
gi|11762102|gb|AAG40329.1|AF323973_1 major allerge ( 161)   45 18.2      64 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   48 19.0      67 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   49 19.3      67 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   49 19.3      67 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   49 19.3      67 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   44 17.9      68 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   47 18.7      70 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   47 18.7      70 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   42 17.3      73 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   48 19.0      75 
gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full= ( 131)   43 17.6      77 
gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 ( 131)   43 17.6      77 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   52 20.2      78 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   52 20.2      80 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   44 17.9      81 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   44 17.9      81 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   48 19.0      83 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   45 18.2      85 
gi|886967|emb|CAA59340.1| low molecular weight glu ( 276)   46 18.5      88 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   49 19.3      89 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   46 18.5      91 
gi|34851176|gb|AAP15200.1| profilin-like protein [ ( 131)   42 17.3      94 
gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triti ( 439)   48 19.0      94 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   44 17.9      95 
gi|46410859|gb|AAR98518.1| major latex allergen He ( 366)   47 18.8      96 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   48 19.0      96 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   44 17.9      97 
gi|67975085|gb|AAY84563.1| group 18 allergen prote ( 462)   48 19.0      98 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   42 17.3   1e 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 90.8  bits: 22.5 E():  4.5 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (30-61:133-160) 
 
                10        20        30        40        50          
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AAD-12  TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|221 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
            110       120       130       140           150         
 
      60        70        80                                        
AAD-12 AISNVKADGTVRQHSPAEWDD                                        
       :.                                                           
gi|221 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
      160       170       180       190       200       210         
 
>>gi|59895730|gb|AAX11262.1| pectin methylesterase aller  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 88.9  bits: 22.8 E():  5.7 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (5-37:238-270) 
 
                                         10        20        30     
AAD-12                           TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|598 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
           40        50        60        70        80               
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD               
       ::.                                                          
gi|598 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|59895728|gb|AAX11261.1| pectin methylesterase aller  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 88.9  bits: 22.8 E():  5.7 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (5-37:238-270) 
 
                                         10        20        30     
AAD-12                           TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|598 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
           40        50        60        70        80               
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD               
       ::.                                                          
gi|598 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|225810597|gb|ACO34813.1| Sal k 1 pollen allergen [S  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 88.9  bits: 22.8 E():  5.7 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (5-37:238-270) 
 
                                         10        20        30     
AAD-12                           TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|225 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
           40        50        60        70        80               
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD               
       ::.                                                          
gi|225 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 86.6  bits: 22.8 E():  7.6 
Smith-Waterman score: 61; 38.7% identity (58.1% similar) in 31 aa overlap (31-61:108-138) 
 
               10        20        30        40        50        60 
AAD-12 TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA 
                                     : :  .. :.  :  :   :.:.  :::.: 
gi|259 YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIA 
        80        90       100       110       120       130        
 
               70        80                                         
AAD-12 ISNVKADGTVRQHSPAEWDD                                         
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       :                                                            
gi|259 IPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGR 
       140       150       160       170       180       190        
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  60 init1:  60 opt:  61  Z-score: 86.3  bits: 22.8 E():    8 
Smith-Waterman score: 61; 32.7% identity (59.6% similar) in 52 aa overlap (8-55:83-134) 
 
                                      10        20        30        
AAD-12                        TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH--L 
                                     .: :.:: ::.... :.  :  .: ::  . 
gi|215 NPTGGHSKMESKPILNGHGYCHIHFWIGSESTKDEAGVAAIKSVELDDFLGGYPVQHREI 
             60        70        80        90       100       110   
 
          40          50        60        70        80              
AAD-12 SNDQQITFAKRF--GAIERIGGGDIVAISNVKADGTVRQHSPAEWDD              
        . ..  :.. :  : :   ::                                       
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
>>gi|51242679|gb|AAT99258.1| pectin-methyltransferase pr  (362 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 85.3  bits: 22.2 E():    9 
Smith-Waterman score: 59; 33.3% identity (57.6% similar) in 33 aa overlap (5-37:261-293) 
 
                                         10        20        30     
AAD-12                           TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|512 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFDAARVVFSYCN 
              240       250       260       270       280       290 
 
           40        50        60        70        80               
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD               
       ::.                                                          
gi|512 LSDAAKPEGWSDNNKPEAQKTILFGEYKNTGPGAAPDKRAPYTKQLTEADAKTFTSLEYI 
              300       310       320       330       340       350 
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 83.8  bits: 22.5 E():   11 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (30-61:131-158) 
 
                10        20        30        40        50          
AAD-12  TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|213 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
              110       120       130       140           150       
 
      60        70        80                                        
AAD-12 AISNVKADGTVRQHSPAEWDD                                        
       :.                                                           
gi|213 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
        160       170       180       190       200       210       
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 81.4  bits: 19.6 E():   15 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (54-69:29-43) 
 
            30        40        50        60        70        80    
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD    
                                     : :::::. ..:  :.               
gi|105   CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
                 10        20        30         40        50        
 
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
        60        70        80        90          
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 81.0  bits: 20.5 E():   16 
Smith-Waterman score: 53; 21.4% identity (54.3% similar) in 70 aa overlap (1-70:33-101) 
 
                                             10        20        30 
AAD-12                               TVTGVHLATLDDAGFAALHAAWLQHALLIF 
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                                     :: .  :  ::   ..: :..  ..:.:   
gi|697 EQAFCNLKFRQNVNNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILG- 
             10        20        30        40        50        60   
 
               40        50        60        70        80           
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD           
       :  .:.  . .  ..  : .. .:    .....:   : .                     
gi|697 PRWNLNAHSALYVTRGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVV 
              70        80        90       100       110       120  
 
gi|697 ELKNSDNAVTSPIAGKTSVLNAIPVDVLATAYDISKPEAFKLKNGRRQEIEVFRPFQSRD 
             130       140       150       160       170       180  
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 80.8  bits: 18.1 E():   16 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (39-62:17-38) 
 
       10        20        30        40        50        60         
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .. :       
gi|217               LVSVEHQAARLKVAKAQQL--AAQLPAMCRLEGGDALSASQ      
                             10          20        30               
 
       70        80 
AAD-12 TVRQHSPAEWDD 
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 78.5  bits: 19.9 E():   21 
Smith-Waterman score: 51; 21.5% identity (52.3% similar) in 65 aa overlap (4-68:107-171) 
 
                                          10        20        30    
AAD-12                            TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :. .:   .. .:...:.  .    .  .: 
gi|249 NKAIKERHGGAYETYKFIPSLEASRSKQAYGATVARAPEVKYAVFEAGLTKAITAMSEAQ 
         80        90       100       110       120       130       
 
            40        50        60        70        80 
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD 
       ....  . . :   ::    ::.  :: :   . :             
gi|249 KVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV         
        140       150       160       170              
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.5  bits: 19.0 E():   21 
Smith-Waterman score: 48; 42.9% identity (71.4% similar) in 14 aa overlap (66-79:30-43) 
 
          40        50        60        70        80                
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD                
                                     :.  .:::.  ::.                 
gi|144  VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKKGNLWEVKSSKP 
                10        20        30        40        50          
 
gi|144 LTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
      60        70        80        90       
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.4  bits: 19.0 E():   22 
Smith-Waterman score: 48; 42.9% identity (71.4% similar) in 14 aa overlap (66-79:30-43) 
 
          40        50        60        70        80                
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD                
                                     :.  .:::.  ::.                 
gi|126  TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTKKGNLWEVKSAKP 
                10        20        30        40        50          
 
gi|126 LTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
      60        70        80        90        
 
>>gi|21413|emb|CAA45723.1| aspartic proteinase inhibitor  (217 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 78.4  bits: 20.2 E():   22 
Smith-Waterman score: 52; 20.0% identity (54.7% similar) in 75 aa overlap (3-72:143-215) 
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                                           10        20        30   
AAD-12                             TVTGVHLATLDDAGFAALHAAWLQHALLIFP- 
                                     ::  ..  :.. :  .... . . ::  :  
gi|214 FAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTIGQADSSWFKIVKSSQFGYNLLYCPV 
            120       130       140       150       160       170   
 
                  40        50        60        70        80 
AAD-12 ----GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD 
           .  .:.:.:  :  . :.... :   .. ...   : . .:         
gi|214 TSTMSCPFSSDDQ--FCLKVGVVHQNGKRRLALVKDNPLDVSFKQVQ       
            180         190       200       210              
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 78.4  bits: 20.8 E():   22 
Smith-Waterman score: 54; 25.6% identity (48.7% similar) in 39 aa overlap (40-78:191-229) 
 
      10        20        30        40        50        60          
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ::..   .:   :  : :..   .. :    
gi|320 KEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDP 
              170       180       190       200       210       220 
 
      70        80                                                  
AAD-12 VRQHSPAEWDD                                                  
       : . . : :                                                    
gi|320 VISFKTALWFWMTPQSPKPSCHNVITGRWTPSAADRAAGRLPGYGVITNIINGGIECGKG 
              230       240       250       260       270       280 
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 78.4  bits: 20.5 E():   22 
Smith-Waterman score: 53; 30.2% identity (49.1% similar) in 53 aa overlap (21-68:33-85) 
 
                         10        20        30         40          
AAD-12           TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFGA 
                                     : .:: .. .  : :  . :: :   . :  
gi|273 MEHYLKTYLSWLTEEQKEKLKEMKEAGQTKAEIQHEVMHYYDQLHGEEKQQATEKLKVGC 
             10        20        30        40        50        60   
 
      50            60        70        80                          
AAD-12 IERIGG--GD--IVAISNVKADGTVRQHSPAEWDD                          
          . :  :.  .: . :::  :                                      
gi|273 KMLLKGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIF 
             70        80        90       100       110       120   
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 78.3  bits: 20.2 E():   22 
Smith-Waterman score: 52; 20.0% identity (54.7% similar) in 75 aa overlap (3-72:147-219) 
 
                                           10        20        30   
AAD-12                             TVTGVHLATLDDAGFAALHAAWLQHALLIFP- 
                                     ::  ..  :.. :  .... . . ::  :  
gi|201 FAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTIGQADSSWFKIVKSSQFGYNLLYCPV 
        120       130       140       150       160       170       
 
                  40        50        60        70        80 
AAD-12 ----GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD 
           .  .:.:.:  :  . :.... :   .. ...   : . .:         
gi|201 TSTMSCPFSSDDQ--FCLKVGVVHQNGKRRLALVKDNPLDVSFKQVQ       
        180         190       200       210       220        
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.1  bits: 19.3 E():   23 
Smith-Waterman score: 49; 36.4% identity (72.7% similar) in 22 aa overlap (12-33:20-41) 
 
                       10        20        30        40        50   
AAD-12         TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                          :.. :.: : . .:..: : .:                    
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQE 
               10        20        30        40        50        60 
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             60        70        80                                 
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDD                                 
                                                                    
gi|217 IQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLV 
               70        80        90       100       110       120 
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 78.0  bits: 21.3 E():   23 
Smith-Waterman score: 56; 30.3% identity (50.0% similar) in 66 aa overlap (15-80:241-292) 
 
                               10        20        30        40     
AAD-12                 TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     :...   .::::. .        :.: .   
gi|112 YQQQQGSRPHYRQISPRVRGDEQENEGSNIFSGFAQEFLQHAFQV--------DRQTVEN 
              220       230       240       250               260   
 
           50        60        70        80                         
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD                         
        : :  ::   : ::...     : .:  :: : :.                         
gi|112 LR-GENEREEQGAIVTVK-----GGLRILSPDEEDESSRSPPSRREEFDEDRSRPQQRGK 
             270            280       290       300       310       
 
gi|112 YDENRRGYKNGIEETICSASVKKNLGRSSNPDIYNPQAGSLRSVNELDLPILGWLGLSAQ 
        320       330       340       350       360       370       
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 77.7  bits: 21.3 E():   24 
Smith-Waterman score: 56; 40.6% identity (56.2% similar) in 32 aa overlap (32-61:153-184) 
 
              10        20        30        40          50          
AAD-12 VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK--RFGAIERIGGGDIV 
                                     ::.   .::  : .  :    .::  ::.: 
gi|258 QGQQEQQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVV 
            130       140       150       160       170       180   
 
      60        70        80                                        
AAD-12 AISNVKADGTVRQHSPAEWDD                                        
       ::                                                           
gi|258 AIPAGVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQ 
            190       200       210       220       230       240   
 
>>gi|56405054|sp|P84298.1|GLB75_CHITH RecName: Full=Glob  (161 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 77.6  bits: 19.6 E():   24 
Smith-Waterman score: 50; 20.0% identity (56.2% similar) in 80 aa overlap (4-80:61-140) 
 
                                          10        20          30  
AAD-12                            TVTGVHLATLDDAGFAALHAAWLQHAL--LIFP 
                                     :  ::.. :.:  : ::. .   :  .:   
gi|564 WKAVSHNEVEILAAVFAAYPDIQNKFSQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
              40         50        60        70        80           
AAD-12 GQHLSNDQQI-TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD           
       . . ::   . ......:  ..  : . . ... ..  ..  .. . : :           
gi|564 SGNTSNAAAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLQANVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
gi|564 DNTFAIVVPRL 
              160  
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 77.1  bits: 20.5 E():   26 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (19-62:194-239) 
 
                           10        20        30         40        
AAD-12             TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|261 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
           170       180       190       200       210       220    
 
        50         60        70        80                           
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AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDD                           
       .:.:: .::.. :..:                                             
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  38 init1:  38 opt:  55  Z-score: 76.7  bits: 21.1 E():   27 
Smith-Waterman score: 55; 29.2% identity (53.1% similar) in 96 aa overlap (2-80:46-132) 
 
                                            10              20      
AAD-12                              TVTGVHLATLDDAGFA------ALHAAWLQH 
                                     .: :: ::  :. .:      :....: :. 
gi|108 QPTGLFINNEFVKGQEGKTFDVINPSDESVITQVHEATEKDVDIAVAAARKAFEGSWRQE 
          20        30        40        50        60        70      
 
          30           40           50        60             70     
AAD-12 ALLIFP---GQHLSNDQQITFAKR---FGAIERIGGGDIVAISNVKAD-----GTVRQHS 
       .    :   :. :.:  .. : :    ..:.: . .:   ::: .:.:     : .: .. 
gi|108 T----PENRGKLLNNLANL-FEKNIDLLAAVESLDNGK--AISMAKGDISMCVGCLRYYG 
              80        90        100         110       120         
 
           80                                                       
AAD-12 PAEWDD                                                       
          : :                                                       
gi|108 G--WADKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNFPLLMWAWKIGPAIACGNTVVL 
        130       140       150       160       170       180       
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 76.5  bits: 20.8 E():   28 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (65-80:89-105) 
 
           40        50        60         70        80              
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDD              
                                     :.::: : : .::.: .              
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       60        70        80        90       100       110         
 
gi|114 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      120       130       140       150       160       170         
 
>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 49; 21.2% identity (51.2% similar) in 80 aa overlap (4-80:60-139) 
 
                                          10        20           30 
AAD-12                            TVTGVHLATLDDAGFAALHAAWLQ---HALLIF 
                                     :  : ::  .:  : ::. .      .. . 
gi|170 WAQVKHSEVDILYYIFKANPDIMAKFPQFAGKDLETLKGTGQFATHAGRIVGFVSEIVAL 
      30        40        50        60        70        80          
 
               40        50        60        70        80           
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD           
        :.  .   . :. : ..: ..  :   . ... .:. .   .: . :.:           
gi|170 MGNSANMPAMETLIKDMAANHKARGIPKAQFNEFRASLVSYLQSKVSWNDSLGAAWTQGL 
      90       100       110       120       130       140          
 
gi|170 DNVFNMMFSYL 
     150       160 
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 75.8  bits: 20.5 E():   30 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (19-62:230-275) 
 
                           10        20        30         40        
AAD-12             TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|327 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
        50         60        70        80                           
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDD                           

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 484



 

 

       .:.:: .::.. :..:                                             
gi|327 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 75.8  bits: 20.5 E():   30 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (19-62:230-275) 
 
                           10        20        30         40        
AAD-12             TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLANIYPYFTYADNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
        50         60        70        80                           
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDD                           
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 75.8  bits: 20.5 E():   30 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (19-62:230-275) 
 
                           10        20        30         40        
AAD-12             TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLTNIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
        50         60        70        80                           
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDD                           
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 75.8  bits: 20.5 E():   30 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (19-62:230-275) 
 
                           10        20        30         40        
AAD-12             TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|268 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
        50         60        70        80                           
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDD                           
       .:.:: .::.. :..:                                             
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 75.8  bits: 20.5 E():   30 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (19-62:230-275) 
 
                           10        20        30         40        
AAD-12             TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
        50         60        70        80                           
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDD                           
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 75.8  bits: 20.5 E():   30 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (19-62:230-275) 
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                           10        20        30         40        
AAD-12             TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|270 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
        50         60        70        80                           
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDD                           
       .:.:: .::.. :..:                                             
gi|270 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPDRAIETYL 
     260       270       280       290       300       310          
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 75.8  bits: 20.5 E():   30 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (19-62:230-275) 
 
                           10        20        30         40        
AAD-12             TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|118 GFLSSIRSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
        50         60        70        80                           
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDD                           
       .:.:: .::.. :..:                                             
gi|118 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 75.8  bits: 20.5 E():   30 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (19-62:230-275) 
 
                           10        20        30         40        
AAD-12             TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
        50         60        70        80                           
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDD                           
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 75.8  bits: 20.5 E():   30 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (19-62:230-275) 
 
                           10        20        30         40        
AAD-12             TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSSXSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
        50         60        70        80                           
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDD                           
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 75.7  bits: 19.9 E():   31 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (54-69:181-195) 
 
            30        40        50        60        70        80    
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD    
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
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gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 75.3  bits: 19.0 E():   32 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (62-78:2-19) 
 
              40        50        60         70        80           
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD-GTVRQHSPAEWDD           
                                     ..: .: :.. ..::.::             
gi|250                              PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPF 
                                            10        20        30  
 
gi|250 PRCRALVKSQCAGGQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDK 
              40        50        60        70        80        90  
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.3  bits: 20.2 E():   32 
Smith-Waterman score: 62; 22.6% identity (64.5% similar) in 62 aa overlap (16-77:232-286) 
 
                              10        20        30        40      
AAD-12                TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 
                                     ::.:.  . :....   :. ...: : .   
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIHS--VVHSIIMQQQQQQQQQQGIDIFL 
             210       220       230         240       250          
 
          50        60        70        80                          
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD                          
        ..  :..: :..:     ...: .. ..::.                             
gi|170 PLSQHEQVGQGSLV-----QGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSIMR 
     260       270            280       290       300       310     
 
gi|170 APFASIVAGIGGQ 
          320        
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 75.2  bits: 19.9 E():   33 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (54-69:199-213) 
 
            30        40        50        60        70        80    
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD    
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 74.9  bits: 20.8 E():   34 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (65-80:119-135) 
 
           40        50        60         70        80              
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDD              
                                     :.::: : : .::.: .              
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       90       100       110       120       130       140         
 
gi|476 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      150       160       170       180       190       200         
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 74.6  bits: 18.7 E():   35 
Smith-Waterman score: 47; 28.6% identity (68.6% similar) in 35 aa overlap (40-73:93-127) 
 
      10        20        30        40         50        60         
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA-KRFGAIERIGGGDIVAISNVKADG 
                                     :  :. :.   :....: :.:. ..: .   
gi|121 FKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVT 
             70        80        90       100       110       120   
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       70        80 
AAD-12 TVRQHSPAEWDD 
       .::..        
gi|121 SVRSYKRI     
            130     
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 74.6  bits: 19.0 E():   35 
Smith-Waterman score: 48; 25.6% identity (62.8% similar) in 43 aa overlap (21-63:78-119) 
 
                         10        20        30        40        50 
AAD-12           TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ....  .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
               60        70        80                         
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDD                         
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|121244|sp|P12548.1|GLB73_CHITH RecName: Full=Globin  (161 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 74.5  bits: 19.0 E():   36 
Smith-Waterman score: 48; 17.5% identity (55.0% similar) in 80 aa overlap (4-80:61-140) 
 
                                          10        20           30 
AAD-12                            TVTGVHLATLDDAGFAALHAAWLQHAL---LIF 
                                     :  ::.. :.:  : ::. .   :   . . 
gi|121 WKAVSHNEVDILAAVFAAYPDIQAKFPQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
               40        50        60        70        80           
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD           
        :.. . .   ......:  ..  : . . ... ..  ..   . . : :           
gi|121 SGNESNASAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLSNHVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
gi|121 DNTYAIVVPRL 
              160  
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 74.3  bits: 20.5 E():   37 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (37-57:330-350) 
 
         10        20        30        40        50        60       
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|149 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
         70        80                                               
AAD-12 DGTVRQHSPAEWDD                                               
                                                                    
gi|149 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 74.2  bits: 20.8 E():   37 
Smith-Waterman score: 54; 25.4% identity (56.7% similar) in 67 aa overlap (11-77:332-392) 
 
                                   10        20        30        40 
AAD-12                     TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQ 
                                     : :   :   .. ....:.:   : :..:: 
gi|572 ASLEGLSPHVPLYKVMEGNEPCFFTTFFSWDPAKAIAHGNSFQKKVMLLFGVGHASENQQ 
             310       320       330       340       350       360  
 
               50        60        70        80                     
AAD-12 ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD                     
            ::.. .. ::.   : . .  ...  . :::.                        
gi|572 -----RFNGTNQ-GGATQRASALAALNSAFSSSSPAKSSSAPRSAGKSPGSQRAAAIAAL 
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                   370       380       390       400       410      
 
gi|572 SSALSAEKKQPPEGGSPLRLSRTSSVDAIAPGNEVSTAEIEDSKEVPERKEIETVEPAET 
         420       430       440       450       460       470      
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 74.0  bits: 19.3 E():   38 
Smith-Waterman score: 49; 29.3% identity (51.7% similar) in 58 aa overlap (23-80:63-116) 
 
                       10        20        30        40        50   
AAD-12         TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|833 HHQTYVNGLNAALEAQKKAAEANDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
             40        50        60        70           80          
 
             60        70        80                                 
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDD                                 
        ::: :     .::    :  :  .. :                                 
gi|833 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
       90       100       110       120       130       140         
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 73.8  bits: 20.2 E():   39 
Smith-Waterman score: 52; 26.1% identity (60.9% similar) in 46 aa overlap (22-65:117-160) 
 
                        10        20          30        40          
AAD-12          TVTGVHLATLDDAGFAALHAAWL--QHALLIFPGQHLSNDQQITFAKRFGA 
                                     :.  :. ..:.  :..   .. :.  : .  
gi|113 IYMVTSDQDDDVVNPKEGTLRFGATQDRPLWIIFQRDMIIYLQQEMVVTSDKTIDGRGAK 
         90       100       110       120       130       140       
 
      50        60        70        80                              
AAD-12 IERIGGGDIVAISNVKADGTVRQHSPAEWDD                              
       .: . ::  ... :::                                             
gi|113 VELVYGG--ITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGDAIHVTGSS 
        150         160       170       180       190       200     
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 73.7  bits: 19.6 E():   40 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (54-69:198-212) 
 
            30        40        50        60        70        80    
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD    
                                     : :::::. ..:  :.               
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
gi|115 RKDSDKPIKGPITVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
        230       240       250       260          
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 73.7  bits: 19.6 E():   40 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (54-69:198-212) 
 
            30        40        50        60        70        80    
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD    
                                     : :::::. ..:  :.               
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
        230       240       250       260          
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 73.7  bits: 19.3 E():   40 
Smith-Waterman score: 49; 29.3% identity (51.7% similar) in 58 aa overlap (23-80:74-127) 
 
                       10        20        30        40        50   
AAD-12         TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|164 HHQTYVNGLNAALEAQKKAAEATDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
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            50        60        70        80           90           
 
             60        70        80                                 
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDD                                 
        ::: :     .::    :  :  .. :                                 
gi|164 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
     100       110       120       130       140       150          
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.6  bits: 19.3 E():   40 
Smith-Waterman score: 49; 33.3% identity (57.1% similar) in 21 aa overlap (20-40:10-30) 
 
               10        20        30        40        50        60 
AAD-12 TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA 
                          :::.      ::: :  ....                     
gi|944           MKTLGVLFIAAWFIACTHSFPGAHDEDSKEERKNVDTVLVLPSIERDQMM 
                         10        20        30        40        50 
 
               70        80                                         
AAD-12 ISNVKADGTVRQHSPAEWDD                                         
                                                                    
gi|944 AATFDFPSLSFEDSDEGSNWNWNTLLRPNFLDGWYQTLQSAISAHMKKVREQMAGILSRI 
               60        70        80        90       100       110 
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.6  bits: 18.4 E():   40 
Smith-Waterman score: 46; 23.1% identity (61.5% similar) in 39 aa overlap (40-78:29-67) 
 
      10        20        30        40        50        60          
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ..::. . :. :.  .  .   ... :.   
gi|400   MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVE 
                 10        20        30        40        50         
 
      70        80                                                  
AAD-12 VRQHSPAEWDD                                                  
       .:.:.  ::                                                    
gi|400 LREHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
       60        70        80        90       100       110         
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.6  bits: 18.4 E():   40 
Smith-Waterman score: 46; 23.1% identity (61.5% similar) in 39 aa overlap (40-78:29-67) 
 
      10        20        30        40        50        60          
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ..::. . :. :.  .  .   ... :.   
gi|400   MSMASSSSSGLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVE 
                 10        20        30        40        50         
 
      70        80                                                  
AAD-12 VRQHSPAEWDD                                                  
       .:.:.  ::                                                    
gi|400 LREHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
       60        70        80        90       100       110         
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.6  bits: 18.4 E():   40 
Smith-Waterman score: 46; 23.1% identity (61.5% similar) in 39 aa overlap (40-78:29-67) 
 
      10        20        30        40        50        60          
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ..::. . :. :.  .  .   ... :.   
gi|117   MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVE 
                 10        20        30        40        50         
 
      70        80                                                  
AAD-12 VRQHSPAEWDD                                                  
       .:.:.  ::                                                    
gi|117 LREHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
       60        70        80        90       100       110         
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>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.6  bits: 18.4 E():   40 
Smith-Waterman score: 46; 23.1% identity (61.5% similar) in 39 aa overlap (40-78:29-67) 
 
      10        20        30        40        50        60          
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ..::. . :. :.  .  .   ... :.   
gi|400   MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVE 
                 10        20        30        40        50         
 
      70        80                                                  
AAD-12 VRQHSPAEWDD                                                  
       .:.:.  ::                                                    
gi|400 LREHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
       60        70        80        90       100       110         
 
>>gi|121248|sp|P12549.1|GLB76_CHITH RecName: Full=Globin  (161 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 47; 20.0% identity (56.2% similar) in 80 aa overlap (4-80:61-140) 
 
                                          10        20          30  
AAD-12                            TVTGVHLATLDDAGFAALHAAWLQHAL--LIFP 
                                     :  ::.. :.:  : ::. .   :  .:   
gi|121 WKAVSHNEVEILAAVFAAYPDIQNKFSQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
              40         50        60        70        80           
AAD-12 GQHLSNDQQI-TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD           
       . . ::   . ......:  ..  : . . ... ..  ..  .. . : :           
gi|121 SGNDSNAAAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLQANVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
gi|121 DNTFAIVVPRL 
              160  
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.6  bits: 20.2 E():   46 
Smith-Waterman score: 52; 25.0% identity (65.6% similar) in 32 aa overlap (30-61:117-148) 
 
                10        20        30        40        50          
AAD-12  TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : :.. .....  :  .   ....  :::. 
gi|303 APKLYYVTQGRGILGVLMPGCPETFQSMSQFQGSREQEEERGRFQDQHQKVHHLKKGDII 
         90       100       110       120       130       140       
 
      60        70        80                                        
AAD-12 AISNVKADGTVRQHSPAEWDD                                        
       ::                                                           
gi|303 AIPAGVALWCYNDGDEDLVTVLVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLR 
        150       160       170       180       190       200       
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 72.0  bits: 20.5 E():   49 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (37-57:330-350) 
 
         10        20        30        40        50        60       
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|169 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
         70        80                                               
AAD-12 DGTVRQHSPAEWDD                                               
                                                                    
gi|169 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (21-63:77-118) 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 491



 

 

 
                         10        20        30        40        50 
AAD-12           TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|402 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
         50        60        70        80        90        100      
 
               60        70        80                         
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDD                         
          :::.:: ::.                                          
gi|402 AAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
         110       120       130       140       150          
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (54-63:109-118) 
 
            30        40        50        60        70        80    
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD    
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
gi|534 KAEALFRAVESYLLAHSDAYN 
      140       150          
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 23.3% identity (62.8% similar) in 43 aa overlap (21-63:78-119) 
 
                         10        20        30        40        50 
AAD-12           TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :... .   ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLE-KVSHELKIV 
        50        60        70        80        90        100       
 
               60        70        80                         
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDD                         
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (21-63:78-119) 
 
                         10        20        30        40        50 
AAD-12           TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
               60        70        80                         
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDD                         
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (21-63:78-119) 
 
                         10        20        30        40        50 
AAD-12           TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
               60        70        80                         
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDD                         
          :::.:: ::.                                          
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gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (21-63:78-119) 
 
                         10        20        30        40        50 
AAD-12           TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|730 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
               60        70        80                         
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDD                         
          :::.:: ::.                                          
gi|730 AAPGGGSIVKISSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (21-63:78-119) 
 
                         10        20        30        40        50 
AAD-12           TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
               60        70        80                         
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDD                         
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (21-63:78-119) 
 
                         10        20        30        40        50 
AAD-12           TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
               60        70        80                         
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDD                         
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (54-63:110-119) 
 
            30        40        50        60        70        80    
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD    
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
gi|534 KAEALFRAVESYLLAHSDAYN 
     140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (21-63:78-119) 
 
                         10        20        30        40        50 
AAD-12           TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
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gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
               60        70        80                         
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDD                         
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|56405052|sp|P84296.1|GLB74_CHITH RecName: Full=Glob  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.4  bits: 18.5 E():   53 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (4-20:61-77) 
 
                                          10        20        30    
AAD-12                            TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|564 WKAVSHNEVDILAAVFAAYPDIQAKFPQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
            40        50        60        70        80              
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD              
                                                                    
gi|564 SGNASNAAAVEGLLNKLGSDHKARGVSAAQFGEFRTALVSYLSNHVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.2  bits: 19.3 E():   54 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (22-53:157-188) 
 
                        10        20        30        40        50  
AAD-12          TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
        130       140       150       160       170       180       
 
              60        70        80                                
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDD                                
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
        190       200       210       220       230       240       
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.1  bits: 17.9 E():   55 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (39-57:35-53) 
 
       10        20        30        40        50        60         
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
       70        80                                     
AAD-12 TVRQHSPAEWDD                                     
                                                        
gi|191 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.1  bits: 17.9 E():   55 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (39-57:35-53) 
 
       10        20        30        40        50        60         
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
       70        80                                     
AAD-12 TVRQHSPAEWDD                                     
                                                        
gi|730 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
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           70        80        90       100       110   
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 70.9  bits: 19.6 E():   56 
Smith-Waterman score: 50; 26.8% identity (51.2% similar) in 41 aa overlap (26-62:190-230) 
 
                    10        20        30            40        50  
AAD-12      TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::  .  :    ::.  
gi|215 NKPVIFTKSNLAKSPELDAKMYDICYSTAAAPIYFPPHHFVTHTSNGARYEFNLVDGAVA 
     160       170       180       190       200       210          
 
              60        70        80                                
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDD                                
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.7  bits: 19.3 E():   58 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (22-53:176-207) 
 
                        10        20        30        40        50  
AAD-12          TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
         150       160       170       180       190       200      
 
              60        70        80                                
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDD                                
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
         210       220       230       240       250       260      
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.5  bits: 19.0 E():   59 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (30-40:90-100) 
 
                10        20        30        40        50          
AAD-12  TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
      60        70        80                                        
AAD-12 AISNVKADGTVRQHSPAEWDD                                        
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Enteroto  (233 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 70.1  bits: 18.7 E():   62 
Smith-Waterman score: 47; 23.3% identity (51.2% similar) in 43 aa overlap (19-58:44-85) 
 
                           10        20           30        40      
AAD-12             TVTGVHLATLDDAGFAALHAAWLQHALLI---FPGQHLSNDQQITFAK 
                                     :  .:::..:.   :  .   ::  . : . 
gi|163 KKSELQGTALGNLKQIYYYNEKAKTENKESHDQFLQHTILFKGFFTDHSWYNDLLVDFDS 
            20        30        40        50        60        70    
 
          50        60        70        80                          
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD                          
       .   ...  :  .                                                
gi|163 K-DIVDKYKGKKVDLYGAYYGYQCAGGTPNKTACMYGGVTLHDNNRLTEEKKVPINLWLD 
             80        90       100       110       120       130   
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 70.1  bits: 19.0 E():   62 
Smith-Waterman score: 50; 29.7% identity (54.1% similar) in 37 aa overlap (7-40:18-54) 
 
                          10        20           30        40       
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AAD-12            TVTGVHLATLDDAGFAALHAAWLQHAL---LIFPGQHLSNDQQITFAKR 
                        .: .: . . .:.  : :. :     :: :   ..::       
gi|219 MKTFLVFALLAVVATSAIAQMDTSCIPGLERPWQQQPLPPQQTFPQQPPFSQQQQQQPFP 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD                           
                                                                    
gi|219 QQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQQQLILPPQQQQQLPQQQISIVQPSV 
               70        80        90       100       110       120 
 
>>gi|62240392|gb|AAX77384.1| 11S globulin precursor [Sin  (523 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 70.1  bits: 19.9 E():   62 
Smith-Waterman score: 51; 30.0% identity (63.3% similar) in 30 aa overlap (32-60:173-202) 
 
              10        20        30         40        50        60 
AAD-12 VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQ-QITFAKRFGAIERIGGGDIVA 
                                     ::. ...: :  :   .  .:..  ::..: 
gi|622 QQGQQGQQGQQQGQQGQQGQQGQQGQQGQQGQQGQQQQGQQGFRDMYQKVEHVRHGDVIA 
            150       160       170       180       190       200   
 
               70        80                                         
AAD-12 ISNVKADGTVRQHSPAEWDD                                         
                                                                    
gi|622 NTPGSAHWIYNTGDKPLVIISLLDIANYQNQLDRNPRVFRLAGNNPQGGFGGPQQQQPQQ 
            210       220       230       240       250       260   
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 70.0  bits: 18.5 E():   63 
Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 42 aa overlap (30-71:98-133) 
 
                10        20        30        40        50          
AAD-12  TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :::       .. .:..: ::.  : :  : 
gi|223 LADFNKDGEVTVDEFKQAVQKHCQGKKYGDFPGAF-----KVFIANQFKAIDVNGDGK-V 
        70        80        90       100            110       120   
 
      60        70        80                                        
AAD-12 AISNVKADGTVRQHSPAEWDD                                        
       .... . :  .:                                                 
gi|223 GLDEYRLDCITRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCS 
             130       140       150       160       170       180  
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.9  bits: 18.2 E():   63 
Smith-Waterman score: 45; 23.3% identity (60.5% similar) in 43 aa overlap (21-63:78-119) 
 
                         10        20        30        40        50 
AAD-12           TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
               60        70        80                         
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDD                         
          :::..: ::.                                          
gi|167 AAPGGGSVVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.9  bits: 18.2 E():   63 
Smith-Waterman score: 45; 24.4% identity (61.0% similar) in 41 aa overlap (23-63:80-119) 
 
                       10        20        30        40        50   
AAD-12         TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :. :.    ....  .   
gi|730 GPGTIKKITFSEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLG-DKLEKVSHELKIVAA 
      50        60        70        80        90        100         
 
             60        70        80                         
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDD                         
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        :::.:: ::.                                          
gi|730 PGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      110       120       130       140       150       160 
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (53-74:15-36) 
 
             30        40        50        60        70        80   
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD   
                                     : :  ..: . .  ::.:  ::         
gi|144                 MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
gi|144 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|15809696|gb|AAL07320.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 44; 25.0% identity (58.9% similar) in 56 aa overlap (13-66:45-100) 
 
                                 10        20        30        40   
AAD-12                   TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 
                                     : .::.   . . . :   : ::.. . .. 
gi|158 TDGQHLTAAAIIGHDGSVWAQSANFPQFKPAEIAAIMKDFDEPGSLAPTGLHLGGTKYMV 
           20        30        40        50        60        70     
 
             50          60        70        80                  
AAD-12 FAKRFGAIER--IGGGDIVAISNVKADGTVRQHSPAEWDD                  
       .  . ::. :   : : :.. ....:                                
gi|158 IQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL 
           80        90       100       110       120       130  
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (53-74:15-36) 
 
             30        40        50        60        70        80   
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD   
                                     : :  ..: . .  ::.:  ::         
gi|218                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
gi|218 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (53-74:15-36) 
 
             30        40        50        60        70        80   
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD   
                                     : :  ..: . .  ::.:  ::         
gi|604                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
gi|604 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (53-74:15-36) 
 
             30        40        50        60        70        80   
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD   
                                     : :  ..: . .  ::.:  ::         
gi|288                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
gi|288 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
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>>gi|11762104|gb|AAG40330.1|AF323974_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (19-63:77-120) 
 
                           10        20        30         40        
AAD-12             TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
        50        60        70        80                         
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDD                         
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|5726304|gb|AAD48405.1|AF136945_1 major allergen Cor  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (19-63:77-120) 
 
                           10        20        30         40        
AAD-12             TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|572 GNGGPGTIKKITFAEGNEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
        50        60        70        80                         
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDD                         
       .:  . :::.:. :..                                          
gi|572 AAAPH-GGGSILKITSKYHTKGNASINEEEIKAGKEKAAGLFKAVEAYLLAHPDAYC 
         110        120       130       140       150       160  
 
>>gi|11762102|gb|AAG40329.1|AF323973_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (19-63:77-120) 
 
                           10        20        30         40        
AAD-12             TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
        50        60        70        80                         
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDD                         
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 69.5  bits: 19.0 E():   67 
Smith-Waterman score: 48; 25.7% identity (60.0% similar) in 35 aa overlap (50-80:81-115) 
 
      20        30        40        50            60        70      
AAD-12 AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV----AISNVKADGTVRQHSP 
                                     :  .: :...     :. .:  :.:..  : 
gi|324 NFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFP 
               60        70        80        90       100       110 
 
          80                                                        
AAD-12 AEWDD                                                        
       .:. .                                                        
gi|324 SEFGNDVDRSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASS 
              120       130       140       150       160       170 
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 69.5  bits: 19.3 E():   67 
Smith-Waterman score: 49; 26.3% identity (57.9% similar) in 38 aa overlap (43-79:103-140) 
 
             20        30        40         50        60        70  
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
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                                     :.:..  : . ..    .: ...: .     
gi|119 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
              80                                                    
AAD-12 QHSPAEWDD                                                    
       .: :: ::                                                     
gi|119 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 69.5  bits: 19.3 E():   67 
Smith-Waterman score: 49; 26.3% identity (57.9% similar) in 38 aa overlap (43-79:103-140) 
 
             20        30        40         50        60        70  
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|309 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
              80                                                    
AAD-12 QHSPAEWDD                                                    
       .: :: ::                                                     
gi|309 DHPPASWDWRKKGVITQVKYQGGCGSGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 69.5  bits: 19.3 E():   67 
Smith-Waterman score: 49; 26.3% identity (57.9% similar) in 38 aa overlap (43-79:103-140) 
 
             20        30        40         50        60        70  
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|129 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
              80                                                    
AAD-12 QHSPAEWDD                                                    
       .: :: ::                                                     
gi|129 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (53-75:15-37) 
 
             30        40        50        60        70        80   
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD   
                                     : : .... . .  ::.:  .::        
gi|100                 MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKP 
                               10        20        30        40     
 
gi|100 EENAGIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILG 
           50        60        70        80        90       100     
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 69.2  bits: 18.7 E():   70 
Smith-Waterman score: 47; 46.7% identity (73.3% similar) in 15 aa overlap (54-68:192-205) 
 
            30        40        50        60        70        80    
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD    
                                     : ::.::. ..:  :                
gi|168 CKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGDVVAV-DIKEKGKDKWTELKESWGAVW 
             170       180       190        200       210       220 
 
gi|168 RIDTPDKLTGPFTVRYTTEGGTKSEFEDVIPEGWKADTSYSAK 
              230       240       250       260    
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 69.2  bits: 18.7 E():   70 
Smith-Waterman score: 47; 46.7% identity (73.3% similar) in 15 aa overlap (54-68:192-205) 
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            30        40        50        60        70        80    
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD    
                                     : ::.::. ..:  :                
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.8  bits: 17.3 E():   73 
Smith-Waterman score: 42; 37.5% identity (62.5% similar) in 24 aa overlap (39-62:79-100) 
 
       10        20        30        40        50        60         
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .  :       
gi|897 QQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQL--AAQLPAMCRLEGGDALLASQ      
       50        60        70        80          90       100       
 
       70        80 
AAD-12 TVRQHSPAEWDD 
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.6  bits: 19.0 E():   75 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (30-40:90-100) 
 
                10        20        30        40        50          
AAD-12  TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
      60        70        80                                        
AAD-12 AISNVKADGTVRQHSPAEWDD                                        
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 43; 24.5% identity (58.5% similar) in 53 aa overlap (16-66:48-100) 
 
                              10        20        30        40      
AAD-12                TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 
                                     ::.   . . . :   : ::.. . ...   
gi|144 HRLTAAAIIGHDGSVWAQSSSFPQFKSDEVAAIMKDFDEPGSLAPTGLHLGSTKYMVIQG 
        20        30        40        50        60        70        
 
          50          60        70        80                  
AAD-12 RFGAIER--IGGGDIVAISNVKADGTVRQHSPAEWDD                  
       . ::. :   :.: :.. .. .:                                
gi|144 EPGAVIRGKKGSGGITVKKTSQALIIGIYDEPLTPGQCNMIVERLGDYLLEQGM 
        80        90       100       110       120       130  
 
>>gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 [Ch  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 43; 33.3% identity (62.5% similar) in 24 aa overlap (53-76:15-38) 
 
             30        40        50        60        70        80   
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD   
                                     : :. . . . .  ::::  .::.       
gi|294                 MSWQTYVDDHLMCDIEGNHLSSAAILGHDGTVWAQSPSFPQLKP 
                               10        20        30        40     
 
gi|294 EEVSAIMKDFNEPGSLAPTGLHLGGTKYMVIQGEPGDVIRGKKGPGGVTIKKTNQALIIG 
           50        60        70        80        90       100     
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 68.2  bits: 20.2 E():   78 
Smith-Waterman score: 52; 23.7% identity (60.5% similar) in 38 aa overlap (4-41:680-717) 
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                                          10        20        30    
AAD-12                            TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     : . .. ...: .   . ::: .  .  :  
gi|170 GQQGYYPTSQQQPGQGPQPGQWQQSGQGQQGYYPTSPQQSGQGQQPGQWLQPGQWLQSGY 
     650       660       670       680       690       700          
 
            40        50        60        70        80              
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD              
       .:.. ::.                                                     
gi|170 YLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQ 
     710       720       730       740       750       760          
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 68.1  bits: 20.2 E():   80 
Smith-Waterman score: 52; 23.7% identity (60.5% similar) in 38 aa overlap (4-41:695-732) 
 
                                          10        20        30    
AAD-12                            TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     : . .. ...: .   . ::: .  .  :  
gi|217 GQQGYYPTSQQQPGQGPQPGQWQQSGQGQQGYYPTSPQQSGQGQQPGQWLQPGQWLQSGY 
          670       680       690       700       710       720     
 
            40        50        60        70        80              
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD              
       .:.. ::.                                                     
gi|217 YLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQ 
          730       740       750       760       770       780     
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.0  bits: 17.9 E():   81 
Smith-Waterman score: 44; 27.3% identity (47.7% similar) in 44 aa overlap (37-80:90-127) 
 
         10        20        30        40        50        60       
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     ::  .  :  .:  ... : ::. .:     
gi|668 VCSARHVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSA--WGKANQVTGDDILFLS---- 
      60        70        80        90         100       110        
 
         70        80                                          
AAD-12 DGTVRQHSPAEWDD                                          
       :  .:  .   : :                                          
gi|668 DPDARFSKSIGWADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
           120       130       140       150       160         
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.0  bits: 17.9 E():   81 
Smith-Waterman score: 44; 27.3% identity (47.7% similar) in 44 aa overlap (37-80:90-127) 
 
         10        20        30        40        50        60       
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     ::  .  :  .:  ... : ::. .:     
gi|276 VCSARHVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSA--WGKANQVTGDDILFLS---- 
      60        70        80        90         100       110        
 
         70        80                                          
AAD-12 DGTVRQHSPAEWDD                                          
       :  .:  .   : :                                          
gi|276 DPDARFSKSIGWADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
           120       130       140       150       160         
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 67.8  bits: 19.0 E():   83 
Smith-Waterman score: 48; 26.8% identity (48.8% similar) in 41 aa overlap (26-62:190-230) 
 
                    10        20        30            40        50  
AAD-12      TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::     :    ::.  
gi|215 NKPVIFTKSNLAESPQLDAKMYDICYSTAAAPIYFPPHHFVTHTSNGATYEFNLVDGAVA 
     160       170       180       190       200       210          
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              60        70        80                                
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDD                                
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 67.6  bits: 18.2 E():   85 
Smith-Waterman score: 45; 39.1% identity (73.9% similar) in 23 aa overlap (58-80:9-27) 
 
        30        40        50        60        70        80        
AAD-12 LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD        
                                     :::.....: .    :.:: .::        
gi|144                       MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMV 
                                     10            20        30     
 
gi|144 DQIVKSLTTKKELDPFKIEQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKID 
           40        50        60        70        80        90     
 
>>gi|886967|emb|CAA59340.1| low molecular weight gluteni  (276 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 67.3  bits: 18.5 E():   88 
Smith-Waterman score: 46; 30.3% identity (63.6% similar) in 33 aa overlap (15-46:57-89) 
 
                               10        20        30         40    
AAD-12                 TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITF 
                                     :.  .  . :. : :.: :  .:..::  : 
gi|886 PIQQQPQPFPQQPPCSQQQQPPLSQQQQPPFSQQQPPFSQQELPILPQQPPFSQQQQPQF 
         30        40        50        60        70        80       
 
            50        60        70        80                        
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD                        
       ...                                                          
gi|886 SQQQQPFPQQQQPLLLQQPPFSQQRPPFSQQQQQPVLPQQPPFSQQQQQQPILPQQPPFS 
         90       100       110       120       130       140       
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 67.3  bits: 19.3 E():   89 
Smith-Waterman score: 49; 22.7% identity (53.0% similar) in 66 aa overlap (15-80:240-301) 
 
                               10        20        30        40     
AAD-12                 TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     :...   .:..:. .   : ..: .  : . 
gi|370 RQEEREFSPRGQHSRRERAGQEEENEGGNIFSGFTPEFLEQAFQVDDRQIVQNLRGETES 
     210       220       230       240       250       260          
 
           50        60        70        80                         
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD                         
       .. :::  . ::    .  .. :   :     :.:.                         
gi|370 EEEGAIVTVRGG----LRILSPDRKRRADEEEEYDEDEYEYDEEDRRRGRGSRGRGNGIE 
     270       280           290       300       310       320      
 
gi|370 ETICTASAKKNIGRNRSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAH 
         330       340       350       360       370       380      
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.0  bits: 18.5 E():   91 
Smith-Waterman score: 46; 33.3% identity (57.1% similar) in 21 aa overlap (25-45:79-99) 
 
                     10        20        30        40        50     
AAD-12       TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG 
                                     : .: :: : : .  . .: .          
gi|624 QSQQQCLQQPQHQFPQPTQQFPQRPLLPFTHPFLTFPDQLLPQPPHQSFPQPPQSYPQPP 
       50        60        70        80        90       100         
 
           60        70        80                                   
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDD                                   
                                                                    
gi|624 LQPFPQPPQQKYPEQPQQPFPWQQPTIQLYLQQQLNPCKEFLLQQCRPVSLLSYLWSKIV 
      110       120       130       140       150       160         
 
>>gi|34851176|gb|AAP15200.1| profilin-like protein [Humu  (131 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 42; 33.3% identity (58.3% similar) in 24 aa overlap (53-76:15-38) 
 
             30        40        50        60        70        80   
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD   
                                     : :. . : . .  ::.:  .: :       
gi|348                 MSWQAYVDDHLMCEIDGNHLSAAAIIGHDGSVWAQSAAFPQLKP 
                               10        20        30        40     
 
gi|348 EEVTGIMNDFNEPGTLAPTGLYLGGTKYMVIQGEPGAVIRGKKGAGGVTIKKTSQALIIG 
           50        60        70        80        90       100     
 
>>gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triticum   (439 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.8  bits: 19.0 E():   94 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (30-40:103-113) 
 
                10        20        30        40        50          
AAD-12  TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|739 FLQQQQIPQQQIPQQHQIPQQPQQFPQQQQFPQQHQSPQQQFPQQQFPQQKLPQQEFPQQ 
             80        90       100       110       120       130   
 
      60        70        80                                        
AAD-12 AISNVKADGTVRQHSPAEWDD                                        
                                                                    
gi|739 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
            140       150       160       170       180       190   
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 17.9 E():   95 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (43-67:126-150) 
 
             20        30        40        50        60        70   
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ 
                                     ..:.:  . . .:: ..: . . ::      
gi|144 RAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVA 
         100       110       120       130       140       150      
 
             80                                      
AAD-12 HSPAEWDD                                      
                                                     
gi|144 ILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
         160       170       180       190       200 
 
>>gi|46410859|gb|AAR98518.1| major latex allergen Hev b   (366 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.7  bits: 18.8 E():   96 
Smith-Waterman score: 47; 30.8% identity (56.4% similar) in 39 aa overlap (15-53:231-269) 
 
                               10        20        30        40     
AAD-12                 TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     .:.:::  : . :  .   .:  . . :   
gi|464 ARKFVVENVAPLGLIPFIKQTSDNSTLFYELASLHAMKLPQILEKIQDGYLFPEFNYTVF 
              210       220       230       240       250       260 
 
           50        60        70        80                         
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD                         
       . :: :..:                                                    
gi|464 NYFGIIKEIIDAPGEHGFKYGDIACCGNSTYRGQACGFLDYEFCVCGNKTEYLFFDGTHN 
              270       280       290       300       310       320 
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 66.6  bits: 19.0 E():   96 
Smith-Waterman score: 48; 42.1% identity (68.4% similar) in 19 aa overlap (62-80:216-230) 
 
              40        50        60        70        80            
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD            
                                     :... :: :    :..:::            
gi|253 GHPTHLEHSSTNPNSFHYEHNIVSPSSIHPSTAHFDGEV----PSQWDDSLGHGASTPKV 
         190       200       210       220           230       240  
 
gi|253 RTPSHHVSSNPWAEINEPTGGDNDNLAPVTRPRKPARARRQKKEPRKLSDASQGARSSST 
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             250       260       270       280       290       300  
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 17.9 E():   97 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (43-67:130-154) 
 
             20        30        40        50        60        70   
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ 
                                     ..:.:  . . .:: ..: . . ::      
gi|622 RAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVA 
     100       110       120       130       140       150          
 
             80                                      
AAD-12 HSPAEWDD                                      
                                                     
gi|622 ILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
     160       170       180       190       200     
 
>>gi|67975085|gb|AAY84563.1| group 18 allergen protein [  (462 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 66.4  bits: 19.0 E():   98 
Smith-Waterman score: 48; 22.8% identity (56.1% similar) in 57 aa overlap (19-75:320-366) 
 
                           10        20        30        40         
AAD-12             TVTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 
                                     :: :..     :  .:  .:.  ..... : 
gi|679 CVQIQAETNAFSITRDHDNTAIYAVYVHDNHAEWIS-----FEDRHTLGDKARNITEQ-G 
     290       300       310       320            330       340     
 
       50        60        70        80                             
AAD-12 AIERIGGGDIVAISNVKADGTVRQHSPAEWDD                             
            :: .. ..::  . :.  ...:                                  
gi|679 ----YGGMSVYTLSNEDVHGVCGDKNPLLHAINSNYFRGIVTEPTVVTVTPVTHTTEHVT 
               350       360       370       380       390          
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.3  bits: 17.3 E(): 1e 
Smith-Waterman score: 42; 22.2% identity (57.8% similar) in 45 aa overlap (1-45:68-112) 
 
                                             10        20        30 
AAD-12                               TVTGVHLATLDDAGFAALHAAWLQHALLIF 
                                     ::. . .. : ..::..  .. :.       
gi|291 GLILAGTVIALTLATPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAAVTVLSWIYRYV 
        40        50        60        70        80        90        
 
               40        50        60        70        80 
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD 
        :.:  . .:.  :.                                    
gi|291 TGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVTGSQGS        
       100       110       120       130       140        
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:32 2011 done: Fri Jan 21 00:02:32 2011 
 Total Scan time:  0.080 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 19  - 98 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
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       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     3     2:* 
  32    12     8:=*= 
  34    19    22:=====* 
  36    43    44:==========* 
  38    82    73:==================*== 
  40    97   102:=========================* 
  42   108   125:===========================    * 
  44   221   138:==================================*===================== 
  46   117   140:==============================    * 
  48   130   134:=================================* 
  50   104   122:==========================    * 
  52    68   108:=================         * 
  54    76    92:===================   * 
  56    76    77:===================* 
  58    70    63:===============*== 
  60    52    51:============* 
  62    42    41:==========* 
  64    49    33:========*==== 
  66    12    26:===   * 
  68    18    20:====* 
  70    25    16:===*=== 
  72    12    12:==* 
  74    17    10:==*== 
  76    14     8:=*== 
  78     9     6:=*= 
  80     1     5:=* 
  82     2     3:* 
  84     1     3:* 
  86     3     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.95780.00328; mu= 6.9496 0.169 
 mean_var=41.579810.926, 0's: 2 Z-trim: 2  B-trim: 11 in 1/43 
 Lambda= 0.198899 
 Kolmogorov-Smirnov  statistic: 0.0488 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   60 22.5     4.4 
gi|59895730|gb|AAX11262.1| pectin methylesterase a ( 339)   61 22.8     5.6 
gi|59895728|gb|AAX11261.1| pectin methylesterase a ( 339)   61 22.8     5.6 
gi|225810597|gb|ACO34813.1| Sal k 1 pollen allerge ( 339)   61 22.8     5.6 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   54 20.7     6.6 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   61 22.8     7.5 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   61 22.8     7.9 
gi|51242679|gb|AAT99258.1| pectin-methyltransferas ( 362)   59 22.2     8.9 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 505



 

 

gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   60 22.5      11 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   50 19.6      14 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   50 19.6      15 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   45 18.1      16 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 19.9      21 
gi|21413|emb|CAA45723.1| aspartic proteinase inhib ( 217)   52 20.2      21 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   54 20.8      22 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   53 20.5      22 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   52 20.2      22 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   49 19.3      22 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   56 21.4      23 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   56 21.4      23 
gi|56405054|sp|P84298.1|GLB75_CHITH RecName: Full= ( 161)   50 19.6      24 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   53 20.5      25 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   55 21.1      27 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   54 20.8      28 
gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   49 19.3      29 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   53 20.5      30 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   53 20.5      30 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   53 20.5      30 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   53 20.5      30 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   53 20.5      30 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   53 20.5      30 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   53 20.5      30 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   53 20.5      30 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   53 20.5      30 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 19.9      30 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   52 20.2      32 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 19.0      32 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 19.9      32 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   47 18.7      33 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   47 18.7      33 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   47 18.7      33 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   47 18.7      33 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   54 20.8      34 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   47 18.7      35 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   48 19.0      35 
gi|121244|sp|P12548.1|GLB73_CHITH RecName: Full=Gl ( 161)   48 19.0      35 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   53 20.5      36 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   54 20.8      37 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   49 19.3      38 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   52 20.2      39 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 19.6      39 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 19.6      39 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   49 19.3      39 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   49 19.3      40 
gi|121248|sp|P12549.1|GLB76_CHITH RecName: Full=Gl ( 161)   47 18.7      43 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   52 20.2      45 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   53 20.5      48 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   46 18.5      52 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 18.5      52 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   46 18.5      52 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   46 18.5      52 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   46 18.5      52 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   46 18.5      52 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   46 18.5      52 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   46 18.5      52 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 18.5      52 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   46 18.5      52 
gi|56405052|sp|P84296.1|GLB74_CHITH RecName: Full= ( 161)   46 18.5      52 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   49 19.3      54 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   44 17.9      54 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   44 17.9      54 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   50 19.6      56 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   49 19.3      57 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   48 19.0      59 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   48 19.0      61 
gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Ente ( 233)   47 18.8      61 
gi|62240392|gb|AAX77384.1| 11S globulin precursor  ( 523)   51 19.9      62 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   46 18.5      62 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   45 18.2      63 
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gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   45 18.2      63 
gi|15809696|gb|AAL07320.1| profilin [Litchi chinen ( 131)   44 17.9      63 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   44 17.9      63 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   44 17.9      63 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   44 17.9      63 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   44 17.9      63 
gi|11762104|gb|AAG40330.1|AF323974_1 major allerge ( 161)   45 18.2      63 
gi|5726304|gb|AAD48405.1|AF136945_1 major allergen ( 161)   45 18.2      63 
gi|11762102|gb|AAG40329.1|AF323973_1 major allerge ( 161)   45 18.2      63 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   48 19.0      66 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   49 19.3      67 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   49 19.3      67 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   49 19.3      67 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   44 17.9      67 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   47 18.8      69 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   47 18.8      69 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   42 17.3      73 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   48 19.1      74 
gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full= ( 131)   43 17.6      77 
gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 ( 131)   43 17.6      77 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   52 20.2      78 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   52 20.2      79 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   44 17.9      80 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   44 17.9      80 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   48 19.1      82 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   45 18.2      84 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   46 18.5      86 
gi|886967|emb|CAA59340.1| low molecular weight glu ( 276)   46 18.5      88 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   49 19.3      88 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   46 18.5      91 
gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triti ( 439)   48 19.1      93 
gi|34851176|gb|AAP15200.1| profilin-like protein [ ( 131)   42 17.3      93 
gi|46410859|gb|AAR98518.1| major latex allergen He ( 366)   47 18.8      95 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   44 17.9      95 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   48 19.1      95 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   44 17.9      97 
gi|67975085|gb|AAY84563.1| group 18 allergen prote ( 462)   48 19.1      98 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 90.8  bits: 22.5 E():  4.4 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (29-60:133-160) 
 
                 10        20        30        40        50         
AAD-12   VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|221 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
            110       120       130       140           150         
 
       60        70        80                                       
AAD-12 AISNVKADGTVRQHSPAEWDDM                                       
       :.                                                           
gi|221 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
      160       170       180       190       200       210         
 
>>gi|59895730|gb|AAX11262.1| pectin methylesterase aller  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 89.0  bits: 22.8 E():  5.6 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (4-36:238-270) 
 
                                          10        20        30    
AAD-12                            VTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|598 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
            40        50        60        70        80              
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDM              
       ::.                                                          
gi|598 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|59895728|gb|AAX11261.1| pectin methylesterase aller  (339 aa) 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 507



 

 

 initn:  61 init1:  61 opt:  61  Z-score: 89.0  bits: 22.8 E():  5.6 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (4-36:238-270) 
 
                                          10        20        30    
AAD-12                            VTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|598 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
            40        50        60        70        80              
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDM              
       ::.                                                          
gi|598 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|225810597|gb|ACO34813.1| Sal k 1 pollen allergen [S  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 89.0  bits: 22.8 E():  5.6 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (4-36:238-270) 
 
                                          10        20        30    
AAD-12                            VTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|225 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
            40        50        60        70        80              
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDM              
       ::.                                                          
gi|225 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 87.8  bits: 20.7 E():  6.6 
Smith-Waterman score: 54; 43.8% identity (68.8% similar) in 16 aa overlap (65-80:30-45) 
 
           40        50        60        70        80               
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDM               
                                     :.  .:::.  ::. :               
gi|126  TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTKKGNLWEVKSAKP 
                10        20        30        40        50          
 
gi|126 LTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
      60        70        80        90        
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 86.7  bits: 22.8 E():  7.5 
Smith-Waterman score: 61; 38.7% identity (58.1% similar) in 31 aa overlap (30-60:108-138) 
 
                10        20        30        40        50          
AAD-12  VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA 
                                     : :  .. :.  :  :   :.:.  :::.: 
gi|259 YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIA 
        80        90       100       110       120       130        
 
      60        70        80                                        
AAD-12 ISNVKADGTVRQHSPAEWDDM                                        
       :                                                            
gi|259 IPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGR 
       140       150       160       170       180       190        
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  60 init1:  60 opt:  61  Z-score: 86.4  bits: 22.8 E():  7.9 
Smith-Waterman score: 61; 32.7% identity (59.6% similar) in 52 aa overlap (7-54:83-134) 
 
                                       10        20        30       
AAD-12                         VTGVHLATLDDAGFAALHAAWLQHALLIFPGQH--L 
                                     .: :.:: ::.... :.  :  .: ::  . 
gi|215 NPTGGHSKMESKPILNGHGYCHIHFWIGSESTKDEAGVAAIKSVELDDFLGGYPVQHREI 
             60        70        80        90       100       110   
 
           40          50        60        70        80             
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AAD-12 SNDQQITFAKRF--GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDM             
        . ..  :.. :  : :   ::                                       
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
>>gi|51242679|gb|AAT99258.1| pectin-methyltransferase pr  (362 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 85.4  bits: 22.2 E():  8.9 
Smith-Waterman score: 59; 33.3% identity (57.6% similar) in 33 aa overlap (4-36:261-293) 
 
                                          10        20        30    
AAD-12                            VTGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|512 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFDAARVVFSYCN 
              240       250       260       270       280       290 
 
            40        50        60        70        80              
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDM              
       ::.                                                          
gi|512 LSDAAKPEGWSDNNKPEAQKTILFGEYKNTGPGAAPDKRAPYTKQLTEADAKTFTSLEYI 
              300       310       320       330       340       350 
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 83.9  bits: 22.5 E():   11 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (29-60:131-158) 
 
                 10        20        30        40        50         
AAD-12   VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|213 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
              110       120       130       140           150       
 
       60        70        80                                       
AAD-12 AISNVKADGTVRQHSPAEWDDM                                       
       :.                                                           
gi|213 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
        160       170       180       190       200       210       
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 81.7  bits: 19.6 E():   14 
Smith-Waterman score: 50; 37.5% identity (68.8% similar) in 16 aa overlap (65-80:30-45) 
 
           40        50        60        70        80               
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDM               
                                     :.  .:::.  ::. .               
gi|144  VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKKGNLWEVKSSKP 
                10        20        30        40        50          
 
gi|144 LTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
      60        70        80        90       
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 81.4  bits: 19.6 E():   15 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (53-68:29-43) 
 
             30        40        50        60        70        80   
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDM   
                                     : :::::. ..:  :.               
gi|105   CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
                 10        20        30         40        50        
 
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
        60        70        80        90          
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 80.8  bits: 18.1 E():   16 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (38-61:17-38) 
 
        10        20        30        40        50        60        
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .. :       
gi|217               LVSVEHQAARLKVAKAQQL--AAQLPAMCRLEGGDALSASQ      

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 509



 

 

                             10          20        30               
 
        70        80 
AAD-12 TVRQHSPAEWDDM 
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 78.6  bits: 19.9 E():   21 
Smith-Waterman score: 51; 21.5% identity (52.3% similar) in 65 aa overlap (3-67:107-171) 
 
                                           10        20        30   
AAD-12                             VTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :. .:   .. .:...:.  .    .  .: 
gi|249 NKAIKERHGGAYETYKFIPSLEASRSKQAYGATVARAPEVKYAVFEAGLTKAITAMSEAQ 
         80        90       100       110       120       130       
 
             40        50        60        70        80 
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDM 
       ....  . . :   ::    ::.  :: :   . :              
gi|249 KVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV          
        140       150       160       170               
 
>>gi|21413|emb|CAA45723.1| aspartic proteinase inhibitor  (217 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 78.5  bits: 20.2 E():   21 
Smith-Waterman score: 52; 20.0% identity (54.7% similar) in 75 aa overlap (2-71:143-215) 
 
                                            10        20        30  
AAD-12                              VTGVHLATLDDAGFAALHAAWLQHALLIFP- 
                                     ::  ..  :.. :  .... . . ::  :  
gi|214 FAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTIGQADSSWFKIVKSSQFGYNLLYCPV 
            120       130       140       150       160       170   
 
                   40        50        60        70        80 
AAD-12 ----GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDM 
           .  .:.:.:  :  . :.... :   .. ...   : . .:          
gi|214 TSTMSCPFSSDDQ--FCLKVGVVHQNGKRRLALVKDNPLDVSFKQVQ        
            180         190       200       210               
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 78.5  bits: 20.8 E():   22 
Smith-Waterman score: 54; 25.6% identity (48.7% similar) in 39 aa overlap (39-77:191-229) 
 
       10        20        30        40        50        60         
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ::..   .:   :  : :..   .. :    
gi|320 KEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDP 
              170       180       190       200       210       220 
 
       70        80                                                 
AAD-12 VRQHSPAEWDDM                                                 
       : . . : :                                                    
gi|320 VISFKTALWFWMTPQSPKPSCHNVITGRWTPSAADRAAGRLPGYGVITNIINGGIECGKG 
              230       240       250       260       270       280 
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 78.5  bits: 20.5 E():   22 
Smith-Waterman score: 53; 30.2% identity (49.1% similar) in 53 aa overlap (20-67:33-85) 
 
                          10        20        30         40         
AAD-12            VTGVHLATLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFGA 
                                     : .:: .. .  : :  . :: :   . :  
gi|273 MEHYLKTYLSWLTEEQKEKLKEMKEAGQTKAEIQHEVMHYYDQLHGEEKQQATEKLKVGC 
             10        20        30        40        50        60   
 
       50            60        70        80                         
AAD-12 IERIGG--GD--IVAISNVKADGTVRQHSPAEWDDM                         
          . :  :.  .: . :::  :                                      
gi|273 KMLLKGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIF 
             70        80        90       100       110       120   
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 78.4  bits: 20.2 E():   22 
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Smith-Waterman score: 52; 20.0% identity (54.7% similar) in 75 aa overlap (2-71:147-219) 
 
                                            10        20        30  
AAD-12                              VTGVHLATLDDAGFAALHAAWLQHALLIFP- 
                                     ::  ..  :.. :  .... . . ::  :  
gi|201 FAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTIGQADSSWFKIVKSSQFGYNLLYCPV 
        120       130       140       150       160       170       
 
                   40        50        60        70        80 
AAD-12 ----GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDM 
           .  .:.:.:  :  . :.... :   .. ...   : . .:          
gi|201 TSTMSCPFSSDDQ--FCLKVGVVHQNGKRRLALVKDNPLDVSFKQVQ        
        180         190       200       210       220         
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.2  bits: 19.3 E():   22 
Smith-Waterman score: 49; 36.4% identity (72.7% similar) in 22 aa overlap (11-32:20-41) 
 
                        10        20        30        40        50  
AAD-12          VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                          :.. :.: : . .:..: : .:                    
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQE 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDM                                
                                                                    
gi|217 IQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLV 
               70        80        90       100       110       120 
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 78.1  bits: 21.4 E():   23 
Smith-Waterman score: 56; 30.3% identity (50.0% similar) in 66 aa overlap (14-79:241-292) 
 
                                10        20        30        40    
AAD-12                  VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     :...   .::::. .        :.: .   
gi|112 YQQQQGSRPHYRQISPRVRGDEQENEGSNIFSGFAQEFLQHAFQV--------DRQTVEN 
              220       230       240       250               260   
 
            50        60        70        80                        
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDM                        
        : :  ::   : ::...     : .:  :: : :.                         
gi|112 LR-GENEREEQGAIVTVK-----GGLRILSPDEEDESSRSPPSRREEFDEDRSRPQQRGK 
             270            280       290       300       310       
 
gi|112 YDENRRGYKNGIEETICSASVKKNLGRSSNPDIYNPQAGSLRSVNELDLPILGWLGLSAQ 
        320       330       340       350       360       370       
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 77.8  bits: 21.4 E():   23 
Smith-Waterman score: 56; 40.6% identity (56.2% similar) in 32 aa overlap (31-60:153-184) 
 
               10        20        30        40          50         
AAD-12 VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK--RFGAIERIGGGDIV 
                                     ::.   .::  : .  :    .::  ::.: 
gi|258 QGQQEQQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVV 
            130       140       150       160       170       180   
 
       60        70        80                                       
AAD-12 AISNVKADGTVRQHSPAEWDDM                                       
       ::                                                           
gi|258 AIPAGVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQ 
            190       200       210       220       230       240   
 
>>gi|56405054|sp|P84298.1|GLB75_CHITH RecName: Full=Glob  (161 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 50; 20.0% identity (56.2% similar) in 80 aa overlap (3-79:61-140) 
 
                                           10        20          30 
AAD-12                             VTGVHLATLDDAGFAALHAAWLQHAL--LIFP 
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                                     :  ::.. :.:  : ::. .   :  .:   
gi|564 WKAVSHNEVEILAAVFAAYPDIQNKFSQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
               40         50        60        70        80          
AAD-12 GQHLSNDQQI-TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDM          
       . . ::   . ......:  ..  : . . ... ..  ..  .. . : :           
gi|564 SGNTSNAAAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLQANVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
gi|564 DNTFAIVVPRL 
              160  
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 77.2  bits: 20.5 E():   25 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (18-61:194-239) 
 
                            10        20        30         40       
AAD-12              VTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|261 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
           170       180       190       200       210       220    
 
         50         60        70        80                          
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDM                          
       .:.:: .::.. :..:                                             
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  38 init1:  38 opt:  55  Z-score: 76.8  bits: 21.1 E():   27 
Smith-Waterman score: 55; 29.2% identity (53.1% similar) in 96 aa overlap (1-79:46-132) 
 
                                             10              20     
AAD-12                               VTGVHLATLDDAGFA------ALHAAWLQH 
                                     .: :: ::  :. .:      :....: :. 
gi|108 QPTGLFINNEFVKGQEGKTFDVINPSDESVITQVHEATEKDVDIAVAAARKAFEGSWRQE 
          20        30        40        50        60        70      
 
           30           40           50        60             70    
AAD-12 ALLIFP---GQHLSNDQQITFAKR---FGAIERIGGGDIVAISNVKAD-----GTVRQHS 
       .    :   :. :.:  .. : :    ..:.: . .:   ::: .:.:     : .: .. 
gi|108 T----PENRGKLLNNLANL-FEKNIDLLAAVESLDNGK--AISMAKGDISMCVGCLRYYG 
              80        90        100         110       120         
 
            80                                                      
AAD-12 PAEWDDM                                                      
          : :                                                       
gi|108 G--WADKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNFPLLMWAWKIGPAIACGNTVVL 
        130       140       150       160       170       180       
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 76.5  bits: 20.8 E():   28 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (64-79:89-105) 
 
            40        50        60         70        80             
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDM             
                                     :.::: : : .::.: .              
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       60        70        80        90       100       110         
 
gi|114 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      120       130       140       150       160       170         
 
>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 76.2  bits: 19.3 E():   29 
Smith-Waterman score: 49; 21.2% identity (51.2% similar) in 80 aa overlap (3-79:60-139) 
 
                                           10        20             
AAD-12                             VTGVHLATLDDAGFAALHAAWLQ---HALLIF 
                                     :  : ::  .:  : ::. .      .. . 
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gi|170 WAQVKHSEVDILYYIFKANPDIMAKFPQFAGKDLETLKGTGQFATHAGRIVGFVSEIVAL 
      30        40        50        60        70        80          
 
      30        40        50        60        70        80          
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDM          
        :.  .   . :. : ..: ..  :   . ... .:. .   .: . :.:           
gi|170 MGNSANMPAMETLIKDMAANHKARGIPKAQFNEFRASLVSYLQSKVSWNDSLGAAWTQGL 
      90       100       110       120       130       140          
 
gi|170 DNVFNMMFSYL 
     150       160 
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 75.9  bits: 20.5 E():   30 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (18-61:230-275) 
 
                            10        20        30         40       
AAD-12              VTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLTNIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
         50         60        70        80                          
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDM                          
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 75.9  bits: 20.5 E():   30 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (18-61:230-275) 
 
                            10        20        30         40       
AAD-12              VTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|327 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
         50         60        70        80                          
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDM                          
       .:.:: .::.. :..:                                             
gi|327 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 75.9  bits: 20.5 E():   30 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (18-61:230-275) 
 
                            10        20        30         40       
AAD-12              VTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLANIYPYFTYADNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
         50         60        70        80                          
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDM                          
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 75.9  bits: 20.5 E():   30 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (18-61:230-275) 
 
                            10        20        30         40       
AAD-12              VTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|268 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
         50         60        70        80                          
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AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDM                          
       .:.:: .::.. :..:                                             
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 75.9  bits: 20.5 E():   30 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (18-61:230-275) 
 
                            10        20        30         40       
AAD-12              VTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|118 GFLSSIRSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
         50         60        70        80                          
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDM                          
       .:.:: .::.. :..:                                             
gi|118 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 75.9  bits: 20.5 E():   30 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (18-61:230-275) 
 
                            10        20        30         40       
AAD-12              VTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
         50         60        70        80                          
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDM                          
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 75.9  bits: 20.5 E():   30 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (18-61:230-275) 
 
                            10        20        30         40       
AAD-12              VTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|270 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
         50         60        70        80                          
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDM                          
       .:.:: .::.. :..:                                             
gi|270 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPDRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 75.9  bits: 20.5 E():   30 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (18-61:230-275) 
 
                            10        20        30         40       
AAD-12              VTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSSXSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
         50         60        70        80                          
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDM                          
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 75.9  bits: 20.5 E():   30 
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Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (18-61:230-275) 
 
                            10        20        30         40       
AAD-12              VTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
         50         60        70        80                          
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDM                          
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 75.8  bits: 19.9 E():   30 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (53-68:181-195) 
 
             30        40        50        60        70        80   
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDM   
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.3  bits: 20.2 E():   32 
Smith-Waterman score: 62; 22.6% identity (64.5% similar) in 62 aa overlap (15-76:232-286) 
 
                               10        20        30        40     
AAD-12                 VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 
                                     ::.:.  . :....   :. ...: : .   
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIHS--VVHSIIMQQQQQQQQQQGIDIFL 
             210       220       230         240       250          
 
           50        60        70        80                         
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDM                         
        ..  :..: :..:     ...: .. ..::.                             
gi|170 PLSQHEQVGQGSLV-----QGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSIMR 
     260       270            280       290       300       310     
 
gi|170 APFASIVAGIGGQ 
          320        
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 75.3  bits: 19.0 E():   32 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (61-77:2-19) 
 
               40        50        60         70        80          
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD-GTVRQHSPAEWDDM          
                                     ..: .: :.. ..::.::             
gi|250                              PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPF 
                                            10        20        30  
 
gi|250 PRCRALVKSQCAGGQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDK 
              40        50        60        70        80        90  
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 75.3  bits: 19.9 E():   32 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (53-68:199-213) 
 
             30        40        50        60        70        80   
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDM   
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
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>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.2  bits: 18.7 E():   33 
Smith-Waterman score: 47; 23.8% identity (59.5% similar) in 42 aa overlap (39-80:29-70) 
 
       10        20        30        40        50        60         
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ..::. . :. :.  .  .   ... :.   
gi|400   MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVE 
                 10        20        30        40        50         
 
       70        80                                                 
AAD-12 VRQHSPAEWDDM                                                 
       .:.:.  ::  :                                                 
gi|400 LREHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
       60        70        80        90       100       110         
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.2  bits: 18.7 E():   33 
Smith-Waterman score: 47; 23.8% identity (59.5% similar) in 42 aa overlap (39-80:29-70) 
 
       10        20        30        40        50        60         
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ..::. . :. :.  .  .   ... :.   
gi|400   MSMASSSSSGLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVE 
                 10        20        30        40        50         
 
       70        80                                                 
AAD-12 VRQHSPAEWDDM                                                 
       .:.:.  ::  :                                                 
gi|400 LREHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
       60        70        80        90       100       110         
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.2  bits: 18.7 E():   33 
Smith-Waterman score: 47; 23.8% identity (59.5% similar) in 42 aa overlap (39-80:29-70) 
 
       10        20        30        40        50        60         
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ..::. . :. :.  .  .   ... :.   
gi|117   MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVE 
                 10        20        30        40        50         
 
       70        80                                                 
AAD-12 VRQHSPAEWDDM                                                 
       .:.:.  ::  :                                                 
gi|117 LREHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
       60        70        80        90       100       110         
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.2  bits: 18.7 E():   33 
Smith-Waterman score: 47; 23.8% identity (59.5% similar) in 42 aa overlap (39-80:29-70) 
 
       10        20        30        40        50        60         
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ..::. . :. :.  .  .   ... :.   
gi|400   MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVE 
                 10        20        30        40        50         
 
       70        80                                                 
AAD-12 VRQHSPAEWDDM                                                 
       .:.:.  ::  :                                                 
gi|400 LREHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
       60        70        80        90       100       110         
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 75.0  bits: 20.8 E():   34 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (64-79:119-135) 
 
            40        50        60         70        80             
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDM             
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                                     :.::: : : .::.: .              
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       90       100       110       120       130       140         
 
gi|476 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      150       160       170       180       190       200         
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 47; 28.6% identity (68.6% similar) in 35 aa overlap (39-72:93-127) 
 
       10        20        30        40         50        60        
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA-KRFGAIERIGGGDIVAISNVKADG 
                                     :  :. :.   :....: :.:. ..: .   
gi|121 FKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVT 
             70        80        90       100       110       120   
 
        70        80 
AAD-12 TVRQHSPAEWDDM 
       .::..         
gi|121 SVRSYKRI      
            130      
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 74.6  bits: 19.0 E():   35 
Smith-Waterman score: 48; 25.6% identity (62.8% similar) in 43 aa overlap (20-62:78-119) 
 
                          10        20        30        40          
AAD-12            VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ....  .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
      50        60        70        80                        
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDM                        
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|121244|sp|P12548.1|GLB73_CHITH RecName: Full=Globin  (161 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 74.6  bits: 19.0 E():   35 
Smith-Waterman score: 48; 17.5% identity (55.0% similar) in 80 aa overlap (3-79:61-140) 
 
                                           10        20             
AAD-12                             VTGVHLATLDDAGFAALHAAWLQHAL---LIF 
                                     :  ::.. :.:  : ::. .   :   . . 
gi|121 WKAVSHNEVDILAAVFAAYPDIQAKFPQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
      30        40        50        60        70        80          
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDM          
        :.. . .   ......:  ..  : . . ... ..  ..   . . : :           
gi|121 SGNESNASAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLSNHVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
gi|121 DNTYAIVVPRL 
              160  
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 74.4  bits: 20.5 E():   36 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (36-56:330-350) 
 
          10        20        30        40        50        60      
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|149 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
          70        80                                              
AAD-12 DGTVRQHSPAEWDDM                                              
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gi|149 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 74.3  bits: 20.8 E():   37 
Smith-Waterman score: 54; 25.4% identity (56.7% similar) in 67 aa overlap (10-76:332-392) 
 
                                    10        20        30          
AAD-12                      VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQ 
                                     : :   :   .. ....:.:   : :..:: 
gi|572 ASLEGLSPHVPLYKVMEGNEPCFFTTFFSWDPAKAIAHGNSFQKKVMLLFGVGHASENQQ 
             310       320       330       340       350       360  
 
      40        50        60        70        80                    
AAD-12 ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDM                    
            ::.. .. ::.   : . .  ...  . :::.                        
gi|572 -----RFNGTNQ-GGATQRASALAALNSAFSSSSPAKSSSAPRSAGKSPGSQRAAAIAAL 
                   370       380       390       400       410      
 
gi|572 SSALSAEKKQPPEGGSPLRLSRTSSVDAIAPGNEVSTAEIEDSKEVPERKEIETVEPAET 
         420       430       440       450       460       470      
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 74.1  bits: 19.3 E():   38 
Smith-Waterman score: 49; 29.3% identity (51.7% similar) in 58 aa overlap (22-79:63-116) 
 
                        10        20        30        40        50  
AAD-12          VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|833 HHQTYVNGLNAALEAQKKAAEANDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
             40        50        60        70           80          
 
              60        70        80                                
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDM                                
        ::: :     .::    :  :  .. :                                 
gi|833 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
       90       100       110       120       130       140         
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 73.9  bits: 20.2 E():   39 
Smith-Waterman score: 52; 26.1% identity (60.9% similar) in 46 aa overlap (21-64:117-160) 
 
                         10        20          30        40         
AAD-12           VTGVHLATLDDAGFAALHAAWL--QHALLIFPGQHLSNDQQITFAKRFGA 
                                     :.  :. ..:.  :..   .. :.  : .  
gi|113 IYMVTSDQDDDVVNPKEGTLRFGATQDRPLWIIFQRDMIIYLQQEMVVTSDKTIDGRGAK 
         90       100       110       120       130       140       
 
       50        60        70        80                             
AAD-12 IERIGGGDIVAISNVKADGTVRQHSPAEWDDM                             
       .: . ::  ... :::                                             
gi|113 VELVYGG--ITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGDAIHVTGSS 
        150         160       170       180       190       200     
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 73.7  bits: 19.6 E():   39 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (53-68:198-212) 
 
             30        40        50        60        70        80   
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDM   
                                     : :::::. ..:  :.               
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
gi|115 RKDSDKPIKGPITVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
        230       240       250       260          
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 73.7  bits: 19.6 E():   39 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (53-68:198-212) 
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             30        40        50        60        70        80   
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDM   
                                     : :::::. ..:  :.               
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
        230       240       250       260          
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 73.7  bits: 19.3 E():   39 
Smith-Waterman score: 49; 29.3% identity (51.7% similar) in 58 aa overlap (22-79:74-127) 
 
                        10        20        30        40        50  
AAD-12          VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|164 HHQTYVNGLNAALEAQKKAAEATDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
            50        60        70        80           90           
 
              60        70        80                                
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDM                                
        ::: :     .::    :  :  .. :                                 
gi|164 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
     100       110       120       130       140       150          
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.6  bits: 19.3 E():   40 
Smith-Waterman score: 49; 33.3% identity (57.1% similar) in 21 aa overlap (19-39:10-30) 
 
               10        20        30        40        50        60 
AAD-12 VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAI 
                         :::.      ::: :  ....                      
gi|944          MKTLGVLFIAAWFIACTHSFPGAHDEDSKEERKNVDTVLVLPSIERDQMMA 
                        10        20        30        40        50  
 
               70        80                                         
AAD-12 SNVKADGTVRQHSPAEWDDM                                         
                                                                    
gi|944 ATFDFPSLSFEDSDEGSNWNWNTLLRPNFLDGWYQTLQSAISAHMKKVREQMAGILSRIP 
              60        70        80        90       100       110  
 
>>gi|121248|sp|P12549.1|GLB76_CHITH RecName: Full=Globin  (161 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 47; 20.0% identity (56.2% similar) in 80 aa overlap (3-79:61-140) 
 
                                           10        20          30 
AAD-12                             VTGVHLATLDDAGFAALHAAWLQHAL--LIFP 
                                     :  ::.. :.:  : ::. .   :  .:   
gi|121 WKAVSHNEVEILAAVFAAYPDIQNKFSQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
               40         50        60        70        80          
AAD-12 GQHLSNDQQI-TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDM          
       . . ::   . ......:  ..  : . . ... ..  ..  .. . : :           
gi|121 SGNDSNAAAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLQANVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
gi|121 DNTFAIVVPRL 
              160  
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.6  bits: 20.2 E():   45 
Smith-Waterman score: 52; 25.0% identity (65.6% similar) in 32 aa overlap (29-60:117-148) 
 
                 10        20        30        40        50         
AAD-12   VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : :.. .....  :  .   ....  :::. 
gi|303 APKLYYVTQGRGILGVLMPGCPETFQSMSQFQGSREQEEERGRFQDQHQKVHHLKKGDII 
         90       100       110       120       130       140       
 
       60        70        80                                       
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AAD-12 AISNVKADGTVRQHSPAEWDDM                                       
       ::                                                           
gi|303 AIPAGVALWCYNDGDEDLVTVLVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLR 
        150       160       170       180       190       200       
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 72.1  bits: 20.5 E():   48 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (36-56:330-350) 
 
          10        20        30        40        50        60      
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|169 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
          70        80                                              
AAD-12 DGTVRQHSPAEWDDM                                              
                                                                    
gi|169 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (20-62:77-118) 
 
                          10        20        30        40          
AAD-12            VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|402 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
         50        60        70        80        90        100      
 
      50        60        70        80                        
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDM                        
          :::.:: ::.                                          
gi|402 AAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
         110       120       130       140       150          
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (53-62:109-118) 
 
             30        40        50        60        70        80   
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDM   
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
gi|534 KAEALFRAVESYLLAHSDAYN 
      140       150          
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (20-62:78-119) 
 
                          10        20        30        40          
AAD-12            VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
      50        60        70        80                        
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDM                        
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 23.3% identity (62.8% similar) in 43 aa overlap (20-62:78-119) 
 
                          10        20        30        40          
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AAD-12            VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :... .   ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLE-KVSHELKIV 
        50        60        70        80        90        100       
 
      50        60        70        80                        
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDM                        
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (20-62:78-119) 
 
                          10        20        30        40          
AAD-12            VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
      50        60        70        80                        
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDM                        
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (20-62:78-119) 
 
                          10        20        30        40          
AAD-12            VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
      50        60        70        80                        
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDM                        
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (20-62:78-119) 
 
                          10        20        30        40          
AAD-12            VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|730 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
      50        60        70        80                        
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDM                        
          :::.:: ::.                                          
gi|730 AAPGGGSIVKISSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (20-62:78-119) 
 
                          10        20        30        40          
AAD-12            VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
      50        60        70        80                        
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDM                        
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          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (53-62:110-119) 
 
             30        40        50        60        70        80   
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDM   
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
gi|534 KAEALFRAVESYLLAHSDAYN 
     140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (20-62:78-119) 
 
                          10        20        30        40          
AAD-12            VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
      50        60        70        80                        
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDM                        
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|56405052|sp|P84296.1|GLB74_CHITH RecName: Full=Glob  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (3-19:61-77) 
 
                                           10        20        30   
AAD-12                             VTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|564 WKAVSHNEVDILAAVFAAYPDIQAKFPQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
             40        50        60        70        80             
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDM             
                                                                    
gi|564 SGNASNAAAVEGLLNKLGSDHKARGVSAAQFGEFRTALVSYLSNHVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.3  bits: 19.3 E():   54 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (21-52:157-188) 
 
                         10        20        30        40        50 
AAD-12           VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
        130       140       150       160       170       180       
 
               60        70        80                               
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDM                               
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
        190       200       210       220       230       240       
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (38-56:35-53) 
 
        10        20        30        40        50        60        
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
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                                     . . ::  ::  . .: .:            
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
        70        80                                    
AAD-12 TVRQHSPAEWDDM                                    
                                                        
gi|191 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (38-56:35-53) 
 
        10        20        30        40        50        60        
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
        70        80                                    
AAD-12 TVRQHSPAEWDDM                                    
                                                        
gi|730 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 71.0  bits: 19.6 E():   56 
Smith-Waterman score: 50; 26.8% identity (51.2% similar) in 41 aa overlap (25-61:190-230) 
 
                     10        20        30            40        50 
AAD-12       VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::  .  :    ::.  
gi|215 NKPVIFTKSNLAKSPELDAKMYDICYSTAAAPIYFPPHHFVTHTSNGARYEFNLVDGAVA 
     160       170       180       190       200       210          
 
               60        70        80                               
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDM                               
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.8  bits: 19.3 E():   57 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (21-52:176-207) 
 
                         10        20        30        40        50 
AAD-12           VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
         150       160       170       180       190       200      
 
               60        70        80                               
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDM                               
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
         210       220       230       240       250       260      
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.6  bits: 19.0 E():   59 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (29-39:90-100) 
 
                 10        20        30        40        50         
AAD-12   VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
       60        70        80                                       
AAD-12 AISNVKADGTVRQHSPAEWDDM                                       
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gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 70.2  bits: 19.0 E():   61 
Smith-Waterman score: 50; 29.7% identity (54.1% similar) in 37 aa overlap (6-39:18-54) 
 
                           10        20           30        40      
AAD-12             VTGVHLATLDDAGFAALHAAWLQHAL---LIFPGQHLSNDQQITFAKR 
                        .: .: . . .:.  : :. :     :: :   ..::       
gi|219 MKTFLVFALLAVVATSAIAQMDTSCIPGLERPWQQQPLPPQQTFPQQPPFSQQQQQQPFP 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDM                          
                                                                    
gi|219 QQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQQQLILPPQQQQQLPQQQISIVQPSV 
               70        80        90       100       110       120 
 
>>gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Enteroto  (233 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 70.2  bits: 18.8 E():   61 
Smith-Waterman score: 47; 23.3% identity (51.2% similar) in 43 aa overlap (18-57:44-85) 
 
                            10        20           30        40     
AAD-12              VTGVHLATLDDAGFAALHAAWLQHALLI---FPGQHLSNDQQITFAK 
                                     :  .:::..:.   :  .   ::  . : . 
gi|163 KKSELQGTALGNLKQIYYYNEKAKTENKESHDQFLQHTILFKGFFTDHSWYNDLLVDFDS 
            20        30        40        50        60        70    
 
           50        60        70        80                         
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDM                         
       .   ...  :  .                                                
gi|163 K-DIVDKYKGKKVDLYGAYYGYQCAGGTPNKTACMYGGVTLHDNNRLTEEKKVPINLWLD 
             80        90       100       110       120       130   
 
>>gi|62240392|gb|AAX77384.1| 11S globulin precursor [Sin  (523 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 70.2  bits: 19.9 E():   62 
Smith-Waterman score: 51; 30.0% identity (63.3% similar) in 30 aa overlap (31-59:173-202) 
 
               10        20        30         40        50          
AAD-12 VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQ-QITFAKRFGAIERIGGGDIVA 
                                     ::. ...: :  :   .  .:..  ::..: 
gi|622 QQGQQGQQGQQQGQQGQQGQQGQQGQQGQQGQQGQQQQGQQGFRDMYQKVEHVRHGDVIA 
            150       160       170       180       190       200   
 
      60        70        80                                        
AAD-12 ISNVKADGTVRQHSPAEWDDM                                        
                                                                    
gi|622 NTPGSAHWIYNTGDKPLVIISLLDIANYQNQLDRNPRVFRLAGNNPQGGFGGPQQQQPQQ 
            210       220       230       240       250       260   
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 70.1  bits: 18.5 E():   62 
Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 42 aa overlap (29-70:98-133) 
 
                 10        20        30        40        50         
AAD-12   VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :::       .. .:..: ::.  : :  : 
gi|223 LADFNKDGEVTVDEFKQAVQKHCQGKKYGDFPGAF-----KVFIANQFKAIDVNGDGK-V 
        70        80        90       100            110       120   
 
       60        70        80                                       
AAD-12 AISNVKADGTVRQHSPAEWDDM                                       
       .... . :  .:                                                 
gi|223 GLDEYRLDCITRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCS 
             130       140       150       160       170       180  
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 45; 23.3% identity (60.5% similar) in 43 aa overlap (20-62:78-119) 
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                          10        20        30        40          
AAD-12            VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
      50        60        70        80                        
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDM                        
          :::..: ::.                                          
gi|167 AAPGGGSVVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 45; 24.4% identity (61.0% similar) in 41 aa overlap (22-62:80-119) 
 
                        10        20        30        40        50  
AAD-12          VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :. :.    ....  .   
gi|730 GPGTIKKITFSEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLG-DKLEKVSHELKIVAA 
      50        60        70        80        90        100         
 
              60        70        80                        
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDM                        
        :::.:: ::.                                          
gi|730 PGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      110       120       130       140       150       160 
 
>>gi|15809696|gb|AAL07320.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 44; 25.0% identity (58.9% similar) in 56 aa overlap (12-65:45-100) 
 
                                  10        20        30        40  
AAD-12                    VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 
                                     : .::.   . . . :   : ::.. . .. 
gi|158 TDGQHLTAAAIIGHDGSVWAQSANFPQFKPAEIAAIMKDFDEPGSLAPTGLHLGGTKYMV 
           20        30        40        50        60        70     
 
              50          60        70        80                 
AAD-12 FAKRFGAIER--IGGGDIVAISNVKADGTVRQHSPAEWDDM                 
       .  . ::. :   : : :.. ....:                                
gi|158 IQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL 
           80        90       100       110       120       130  
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (52-73:15-36) 
 
              30        40        50        60        70        80  
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDM  
                                     : :  ..: . .  ::.:  ::         
gi|144                 MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
gi|144 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (52-73:15-36) 
 
              30        40        50        60        70        80  
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDM  
                                     : :  ..: . .  ::.:  ::         
gi|218                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
gi|218 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 525



 

 

 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (52-73:15-36) 
 
              30        40        50        60        70        80  
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDM  
                                     : :  ..: . .  ::.:  ::         
gi|604                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
gi|604 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (52-73:15-36) 
 
              30        40        50        60        70        80  
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDM  
                                     : :  ..: . .  ::.:  ::         
gi|288                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
gi|288 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|11762104|gb|AAG40330.1|AF323974_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.9  bits: 18.2 E():   63 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (18-62:77-120) 
 
                            10        20        30         40       
AAD-12              VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
         50        60        70        80                        
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDM                        
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|5726304|gb|AAD48405.1|AF136945_1 major allergen Cor  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.9  bits: 18.2 E():   63 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (18-62:77-120) 
 
                            10        20        30         40       
AAD-12              VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|572 GNGGPGTIKKITFAEGNEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
         50        60        70        80                        
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDM                        
       .:  . :::.:. :..                                          
gi|572 AAAPH-GGGSILKITSKYHTKGNASINEEEIKAGKEKAAGLFKAVEAYLLAHPDAYC 
         110        120       130       140       150       160  
 
>>gi|11762102|gb|AAG40329.1|AF323973_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.9  bits: 18.2 E():   63 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (18-62:77-120) 
 
                            10        20        30         40       
AAD-12              VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
         50        60        70        80                        
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDM                        
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
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         110        120       130       140       150       160  
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 69.6  bits: 19.0 E():   66 
Smith-Waterman score: 48; 25.7% identity (60.0% similar) in 35 aa overlap (49-79:81-115) 
 
       20        30        40        50            60        70     
AAD-12 AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV----AISNVKADGTVRQHSP 
                                     :  .: :...     :. .:  :.:..  : 
gi|324 NFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFP 
               60        70        80        90       100       110 
 
           80                                                       
AAD-12 AEWDDM                                                       
       .:. .                                                        
gi|324 SEFGNDVDRSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASS 
              120       130       140       150       160       170 
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 69.6  bits: 19.3 E():   67 
Smith-Waterman score: 49; 26.3% identity (57.9% similar) in 38 aa overlap (42-78:103-140) 
 
              20        30        40         50        60        70 
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|119 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
               80                                                   
AAD-12 QHSPAEWDDM                                                   
       .: :: ::                                                     
gi|119 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 69.6  bits: 19.3 E():   67 
Smith-Waterman score: 49; 26.3% identity (57.9% similar) in 38 aa overlap (42-78:103-140) 
 
              20        30        40         50        60        70 
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|309 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
               80                                                   
AAD-12 QHSPAEWDDM                                                   
       .: :: ::                                                     
gi|309 DHPPASWDWRKKGVITQVKYQGGCGSGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 69.6  bits: 19.3 E():   67 
Smith-Waterman score: 49; 26.3% identity (57.9% similar) in 38 aa overlap (42-78:103-140) 
 
              20        30        40         50        60        70 
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|129 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
               80                                                   
AAD-12 QHSPAEWDDM                                                   
       .: :: ::                                                     
gi|129 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.5  bits: 17.9 E():   67 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (52-74:15-37) 
 
              30        40        50        60        70        80  
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AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDM  
                                     : : .... . .  ::.:  .::        
gi|100                 MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKP 
                               10        20        30        40     
 
gi|100 EENAGIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILG 
           50        60        70        80        90       100     
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 47; 46.7% identity (73.3% similar) in 15 aa overlap (53-67:192-205) 
 
             30        40        50        60        70        80   
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDM   
                                     : ::.::. ..:  :                
gi|168 CKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGDVVAV-DIKEKGKDKWTELKESWGAVW 
             170       180       190        200       210       220 
 
gi|168 RIDTPDKLTGPFTVRYTTEGGTKSEFEDVIPEGWKADTSYSAK 
              230       240       250       260    
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 47; 46.7% identity (73.3% similar) in 15 aa overlap (53-67:192-205) 
 
             30        40        50        60        70        80   
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDM   
                                     : ::.::. ..:  :                
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.9  bits: 17.3 E():   73 
Smith-Waterman score: 42; 37.5% identity (62.5% similar) in 24 aa overlap (38-61:79-100) 
 
        10        20        30        40        50        60        
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .  :       
gi|897 QQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQL--AAQLPAMCRLEGGDALLASQ      
       50        60        70        80          90       100       
 
        70        80 
AAD-12 TVRQHSPAEWDDM 
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.7  bits: 19.1 E():   74 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (29-39:90-100) 
 
                 10        20        30        40        50         
AAD-12   VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
       60        70        80                                       
AAD-12 AISNVKADGTVRQHSPAEWDDM                                       
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 43; 24.5% identity (58.5% similar) in 53 aa overlap (15-65:48-100) 
 
                               10        20        30        40     
AAD-12                 VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 
                                     ::.   . . . :   : ::.. . ...   
gi|144 HRLTAAAIIGHDGSVWAQSSSFPQFKSDEVAAIMKDFDEPGSLAPTGLHLGSTKYMVIQG 
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        20        30        40        50        60        70        
 
           50          60        70        80                 
AAD-12 RFGAIER--IGGGDIVAISNVKADGTVRQHSPAEWDDM                 
       . ::. :   :.: :.. .. .:                                
gi|144 EPGAVIRGKKGSGGITVKKTSQALIIGIYDEPLTPGQCNMIVERLGDYLLEQGM 
        80        90       100       110       120       130  
 
>>gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 [Ch  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 43; 33.3% identity (62.5% similar) in 24 aa overlap (52-75:15-38) 
 
              30        40        50        60        70        80  
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDM  
                                     : :. . . . .  ::::  .::.       
gi|294                 MSWQTYVDDHLMCDIEGNHLSSAAILGHDGTVWAQSPSFPQLKP 
                               10        20        30        40     
 
gi|294 EEVSAIMKDFNEPGSLAPTGLHLGGTKYMVIQGEPGDVIRGKKGPGGVTIKKTNQALIIG 
           50        60        70        80        90       100     
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 68.3  bits: 20.2 E():   78 
Smith-Waterman score: 52; 23.7% identity (60.5% similar) in 38 aa overlap (3-40:680-717) 
 
                                           10        20        30   
AAD-12                             VTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     : . .. ...: .   . ::: .  .  :  
gi|170 GQQGYYPTSQQQPGQGPQPGQWQQSGQGQQGYYPTSPQQSGQGQQPGQWLQPGQWLQSGY 
     650       660       670       680       690       700          
 
             40        50        60        70        80             
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDM             
       .:.. ::.                                                     
gi|170 YLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQ 
     710       720       730       740       750       760          
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 68.2  bits: 20.2 E():   79 
Smith-Waterman score: 52; 23.7% identity (60.5% similar) in 38 aa overlap (3-40:695-732) 
 
                                           10        20        30   
AAD-12                             VTGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     : . .. ...: .   . ::: .  .  :  
gi|217 GQQGYYPTSQQQPGQGPQPGQWQQSGQGQQGYYPTSPQQSGQGQQPGQWLQPGQWLQSGY 
          670       680       690       700       710       720     
 
             40        50        60        70        80             
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDM             
       .:.. ::.                                                     
gi|217 YLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQ 
          730       740       750       760       770       780     
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.1  bits: 17.9 E():   80 
Smith-Waterman score: 44; 27.3% identity (47.7% similar) in 44 aa overlap (36-79:90-127) 
 
          10        20        30        40        50        60      
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     ::  .  :  .:  ... : ::. .:     
gi|668 VCSARHVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSA--WGKANQVTGDDILFLS---- 
      60        70        80        90         100       110        
 
          70        80                                         
AAD-12 DGTVRQHSPAEWDDM                                         
       :  .:  .   : :                                          
gi|668 DPDARFSKSIGWADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
           120       130       140       150       160         
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.1  bits: 17.9 E():   80 
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Smith-Waterman score: 44; 27.3% identity (47.7% similar) in 44 aa overlap (36-79:90-127) 
 
          10        20        30        40        50        60      
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     ::  .  :  .:  ... : ::. .:     
gi|276 VCSARHVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSA--WGKANQVTGDDILFLS---- 
      60        70        80        90         100       110        
 
          70        80                                         
AAD-12 DGTVRQHSPAEWDDM                                         
       :  .:  .   : :                                          
gi|276 DPDARFSKSIGWADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
           120       130       140       150       160         
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 67.9  bits: 19.1 E():   82 
Smith-Waterman score: 48; 26.8% identity (48.8% similar) in 41 aa overlap (25-61:190-230) 
 
                     10        20        30            40        50 
AAD-12       VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::     :    ::.  
gi|215 NKPVIFTKSNLAESPQLDAKMYDICYSTAAAPIYFPPHHFVTHTSNGATYEFNLVDGAVA 
     160       170       180       190       200       210          
 
               60        70        80                               
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDM                               
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 67.7  bits: 18.2 E():   84 
Smith-Waterman score: 45; 39.1% identity (73.9% similar) in 23 aa overlap (57-79:9-27) 
 
         30        40        50        60        70        80       
AAD-12 LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDM       
                                     :::.....: .    :.:: .::        
gi|144                       MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMV 
                                     10            20        30     
 
gi|144 DQIVKSLTTKKELDPFKIEQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKID 
           40        50        60        70        80        90     
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.5  bits: 18.5 E():   86 
Smith-Waterman score: 47; 46.7% identity (73.3% similar) in 15 aa overlap (53-67:198-211) 
 
             30        40        50        60        70        80   
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDM   
                                     : ::.::. ..:  :                
gi|249 CKYPDGTKPTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIELKESWGAIW 
       170       180       190       200        210       220       
 
gi|249 RIDTPDKLTGPFTVRYTTEGGTKAEFEDVIPEGWKADTHDASK 
        230       240       250       260          
 
>>gi|886967|emb|CAA59340.1| low molecular weight gluteni  (276 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 67.3  bits: 18.5 E():   88 
Smith-Waterman score: 46; 30.3% identity (63.6% similar) in 33 aa overlap (14-45:57-89) 
 
                                10        20        30         40   
AAD-12                  VTGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITF 
                                     :.  .  . :. : :.: :  .:..::  : 
gi|886 PIQQQPQPFPQQPPCSQQQQPPLSQQQQPPFSQQQPPFSQQELPILPQQPPFSQQQQPQF 
         30        40        50        60        70        80       
 
             50        60        70        80                       
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDM                       
       ...                                                          
gi|886 SQQQQPFPQQQQPLLLQQPPFSQQRPPFSQQQQQPVLPQQPPFSQQQQQQPILPQQPPFS 
         90       100       110       120       130       140       
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>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 67.3  bits: 19.3 E():   88 
Smith-Waterman score: 49; 22.7% identity (53.0% similar) in 66 aa overlap (14-79:240-301) 
 
                                10        20        30        40    
AAD-12                  VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     :...   .:..:. .   : ..: .  : . 
gi|370 RQEEREFSPRGQHSRRERAGQEEENEGGNIFSGFTPEFLEQAFQVDDRQIVQNLRGETES 
     210       220       230       240       250       260          
 
            50        60        70        80                        
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDM                        
       .. :::  . ::    .  .. :   :     :.:.                         
gi|370 EEEGAIVTVRGG----LRILSPDRKRRADEEEEYDEDEYEYDEEDRRRGRGSRGRGNGIE 
     270       280           290       300       310       320      
 
gi|370 ETICTASAKKNIGRNRSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAH 
         330       340       350       360       370       380      
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.1  bits: 18.5 E():   91 
Smith-Waterman score: 46; 33.3% identity (57.1% similar) in 21 aa overlap (24-44:79-99) 
 
                      10        20        30        40        50    
AAD-12        VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG 
                                     : .: :: : : .  . .: .          
gi|624 QSQQQCLQQPQHQFPQPTQQFPQRPLLPFTHPFLTFPDQLLPQPPHQSFPQPPQSYPQPP 
       50        60        70        80        90       100         
 
            60        70        80                                  
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDM                                  
                                                                    
gi|624 LQPFPQPPQQKYPEQPQQPFPWQQPTIQLYLQQQLNPCKEFLLQQCRPVSLLSYLWSKIV 
      110       120       130       140       150       160         
 
>>gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triticum   (439 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.9  bits: 19.1 E():   93 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (29-39:103-113) 
 
                 10        20        30        40        50         
AAD-12   VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|739 FLQQQQIPQQQIPQQHQIPQQPQQFPQQQQFPQQHQSPQQQFPQQQFPQQKLPQQEFPQQ 
             80        90       100       110       120       130   
 
       60        70        80                                       
AAD-12 AISNVKADGTVRQHSPAEWDDM                                       
                                                                    
gi|739 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
            140       150       160       170       180       190   
 
>>gi|34851176|gb|AAP15200.1| profilin-like protein [Humu  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 42; 33.3% identity (58.3% similar) in 24 aa overlap (52-75:15-38) 
 
              30        40        50        60        70        80  
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDM  
                                     : :. . : . .  ::.:  .: :       
gi|348                 MSWQAYVDDHLMCEIDGNHLSAAAIIGHDGSVWAQSAAFPQLKP 
                               10        20        30        40     
 
gi|348 EEVTGIMNDFNEPGTLAPTGLYLGGTKYMVIQGEPGAVIRGKKGAGGVTIKKTSQALIIG 
           50        60        70        80        90       100     
 
>>gi|46410859|gb|AAR98518.1| major latex allergen Hev b   (366 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.7  bits: 18.8 E():   95 
Smith-Waterman score: 47; 30.8% identity (56.4% similar) in 39 aa overlap (14-52:231-269) 
 
                                10        20        30        40    
AAD-12                  VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
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                                     .:.:::  : . :  .   .:  . . :   
gi|464 ARKFVVENVAPLGLIPFIKQTSDNSTLFYELASLHAMKLPQILEKIQDGYLFPEFNYTVF 
              210       220       230       240       250       260 
 
            50        60        70        80                        
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDM                        
       . :: :..:                                                    
gi|464 NYFGIIKEIIDAPGEHGFKYGDIACCGNSTYRGQACGFLDYEFCVCGNKTEYLFFDGTHN 
              270       280       290       300       310       320 
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 17.9 E():   95 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (42-66:126-150) 
 
              20        30        40        50        60        70  
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ 
                                     ..:.:  . . .:: ..: . . ::      
gi|144 RAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVA 
         100       110       120       130       140       150      
 
              80                                     
AAD-12 HSPAEWDDM                                     
                                                     
gi|144 ILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
         160       170       180       190       200 
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 66.7  bits: 19.1 E():   95 
Smith-Waterman score: 48; 42.1% identity (68.4% similar) in 19 aa overlap (61-79:216-230) 
 
               40        50        60        70        80           
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDM           
                                     :... :: :    :..:::            
gi|253 GHPTHLEHSSTNPNSFHYEHNIVSPSSIHPSTAHFDGEV----PSQWDDSLGHGASTPKV 
         190       200       210       220           230       240  
 
gi|253 RTPSHHVSSNPWAEINEPTGGDNDNLAPVTRPRKPARARRQKKEPRKLSDASQGARSSST 
             250       260       270       280       290       300  
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 17.9 E():   97 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (42-66:130-154) 
 
              20        30        40        50        60        70  
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ 
                                     ..:.:  . . .:: ..: . . ::      
gi|622 RAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVA 
     100       110       120       130       140       150          
 
              80                                     
AAD-12 HSPAEWDDM                                     
                                                     
gi|622 ILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
     160       170       180       190       200     
 
>>gi|67975085|gb|AAY84563.1| group 18 allergen protein [  (462 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 66.5  bits: 19.1 E():   98 
Smith-Waterman score: 48; 22.8% identity (56.1% similar) in 57 aa overlap (18-74:320-366) 
 
                            10        20        30        40        
AAD-12              VTGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 
                                     :: :..     :  .:  .:.  ..... : 
gi|679 CVQIQAETNAFSITRDHDNTAIYAVYVHDNHAEWIS-----FEDRHTLGDKARNITEQ-G 
     290       300       310       320            330       340     
 
        50        60        70        80                            
AAD-12 AIERIGGGDIVAISNVKADGTVRQHSPAEWDDM                            
            :: .. ..::  . :.  ...:                                  
gi|679 ----YGGMSVYTLSNEDVHGVCGDKNPLLHAINSNYFRGIVTEPTVVTVTPVTHTTEHVT 
               350       360       370       380       390          
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80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:32 2011 done: Fri Jan 21 00:02:32 2011 
 Total Scan time:  0.070 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 20  - 99 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     4     2:* 
  32    13     8:=*== 
  34    17    22:=====* 
  36    41    44:==========* 
  38    83    73:==================*== 
  40   100   102:=========================* 
  42   108   125:===========================    * 
  44   209   138:==================================*================== 
  46   121   140:===============================   * 
  48   136   134:=================================* 
  50   100   122:=========================     * 
  52    83   108:=====================     * 
  54    76    92:===================   * 
  56    69    77:================== * 
  58    64    63:===============* 
  60    54    51:============*= 
  62    43    41:==========* 
  64    48    33:========*=== 
  66    11    26:===   * 
  68    17    20:====* 
  70    27    16:===*=== 
  72    13    12:==*= 
  74    17    10:==*== 
  76    12     8:=*= 
  78     9     6:=*= 
  80     1     5:=* 
  82     3     3:* 
  84     1     3:* 
  86     4     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
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 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.92230.0033; mu= 7.1359 0.170 
 mean_var=41.725710.943, 0's: 2 Z-trim: 2  B-trim: 11 in 1/43 
 Lambda= 0.198551 
 Kolmogorov-Smirnov  statistic: 0.0420 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   60 22.5     4.5 
gi|59895730|gb|AAX11262.1| pectin methylesterase a ( 339)   61 22.8     5.6 
gi|59895728|gb|AAX11261.1| pectin methylesterase a ( 339)   61 22.8     5.6 
gi|225810597|gb|ACO34813.1| Sal k 1 pollen allerge ( 339)   61 22.8     5.6 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   54 20.7     6.7 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   61 22.8     7.5 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   61 22.8     7.9 
gi|51242679|gb|AAT99258.1| pectin-methyltransferas ( 362)   59 22.2     8.9 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   60 22.5      11 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   56 21.3      12 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   50 19.6      15 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   50 19.6      15 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   45 18.1      16 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 19.9      21 
gi|21413|emb|CAA45723.1| aspartic proteinase inhib ( 217)   52 20.2      22 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   54 20.8      22 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   52 20.2      22 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   56 21.4      23 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   49 19.3      23 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   56 21.4      23 
gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   50 19.6      24 
gi|56405054|sp|P84298.1|GLB75_CHITH RecName: Full= ( 161)   50 19.6      24 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   53 20.5      26 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   54 20.8      28 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   53 20.5      30 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   53 20.5      30 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   53 20.5      30 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   53 20.5      30 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   53 20.5      30 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   53 20.5      30 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   53 20.5      30 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   53 20.5      30 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   53 20.5      30 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 19.9      30 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 19.6      32 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   52 20.2      32 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 19.0      32 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 19.9      32 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   47 18.7      33 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   47 18.7      33 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   47 18.7      33 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   47 18.7      33 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   54 20.8      34 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   47 18.7      35 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   48 19.0      35 
gi|121244|sp|P12548.1|GLB73_CHITH RecName: Full=Gl ( 161)   48 19.0      36 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   53 20.5      36 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   54 20.8      36 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   49 19.3      38 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   52 20.2      39 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 19.6      39 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 19.6      39 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   49 19.3      40 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   49 19.3      40 
gi|121248|sp|P12549.1|GLB76_CHITH RecName: Full=Gl ( 161)   47 18.7      43 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   52 20.2      45 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   53 20.5      48 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   46 18.5      52 
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gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 18.5      52 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   46 18.5      52 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   46 18.5      52 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   46 18.5      52 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   46 18.5      52 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   46 18.5      52 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 18.5      52 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   46 18.5      52 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   46 18.5      52 
gi|56405052|sp|P84296.1|GLB74_CHITH RecName: Full= ( 161)   46 18.5      53 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   49 19.3      54 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   44 17.9      55 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   44 17.9      55 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   50 19.6      56 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   49 19.3      57 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   48 19.0      58 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   48 19.0      59 
gi|62240392|gb|AAX77384.1| 11S globulin precursor  ( 523)   51 19.9      61 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   48 19.0      62 
gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Ente ( 233)   47 18.8      62 
gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full= (  85)   42 17.3      62 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   46 18.5      63 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   45 18.2      63 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   45 18.2      63 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   44 17.9      64 
gi|15809696|gb|AAL07320.1| profilin [Litchi chinen ( 131)   44 17.9      64 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   44 17.9      64 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   44 17.9      64 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   44 17.9      64 
gi|11762104|gb|AAG40330.1|AF323974_1 major allerge ( 161)   45 18.2      64 
gi|5726304|gb|AAD48405.1|AF136945_1 major allergen ( 161)   45 18.2      64 
gi|11762102|gb|AAG40329.1|AF323973_1 major allerge ( 161)   45 18.2      64 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   48 19.0      66 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   49 19.3      67 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   49 19.3      67 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   49 19.3      67 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   44 17.9      68 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   47 18.8      69 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   47 18.8      69 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   42 17.3      73 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   48 19.1      74 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   52 20.2      77 
gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 ( 131)   43 17.6      77 
gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full= ( 131)   43 17.6      77 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   49 19.3      78 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   52 20.2      79 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   44 17.9      81 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   44 17.9      81 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   48 19.1      82 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   49 19.4      88 
gi|886967|emb|CAA59340.1| low molecular weight glu ( 276)   46 18.5      88 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   46 18.5      91 
gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triti ( 439)   48 19.1      93 
gi|34851176|gb|AAP15200.1| profilin-like protein [ ( 131)   42 17.3      94 
gi|46410859|gb|AAR98518.1| major latex allergen He ( 366)   47 18.8      95 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   44 17.9      95 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   44 17.9      97 
gi|67975085|gb|AAY84563.1| group 18 allergen prote ( 462)   48 19.1      97 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 90.8  bits: 22.5 E():  4.5 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (28-59:133-160) 
 
                  10        20        30        40        50        
AAD-12    TGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|221 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
            110       120       130       140           150         
 
        60        70        80                                      
AAD-12 AISNVKADGTVRQHSPAEWDDMM                                      
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       :.                                                           
gi|221 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
      160       170       180       190       200       210         
 
>>gi|59895730|gb|AAX11262.1| pectin methylesterase aller  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 89.0  bits: 22.8 E():  5.6 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (3-35:238-270) 
 
                                           10        20        30   
AAD-12                             TGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|598 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
             40        50        60        70        80             
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM             
       ::.                                                          
gi|598 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|59895728|gb|AAX11261.1| pectin methylesterase aller  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 89.0  bits: 22.8 E():  5.6 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (3-35:238-270) 
 
                                           10        20        30   
AAD-12                             TGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|598 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
             40        50        60        70        80             
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM             
       ::.                                                          
gi|598 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|225810597|gb|ACO34813.1| Sal k 1 pollen allergen [S  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 89.0  bits: 22.8 E():  5.6 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (3-35:238-270) 
 
                                           10        20        30   
AAD-12                             TGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|225 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
             40        50        60        70        80             
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM             
       ::.                                                          
gi|225 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 87.7  bits: 20.7 E():  6.7 
Smith-Waterman score: 54; 43.8% identity (68.8% similar) in 16 aa overlap (64-79:30-45) 
 
            40        50        60        70        80              
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM              
                                     :.  .:::.  ::. :               
gi|126  TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTKKGNLWEVKSAKP 
                10        20        30        40        50          
 
gi|126 LTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
      60        70        80        90        
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 86.7  bits: 22.8 E():  7.5 
Smith-Waterman score: 61; 38.7% identity (58.1% similar) in 31 aa overlap (29-59:108-138) 
 
                 10        20        30        40        50         
AAD-12   TGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA 
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                                     : :  .. :.  :  :   :.:.  :::.: 
gi|259 YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIA 
        80        90       100       110       120       130        
 
       60        70        80                                       
AAD-12 ISNVKADGTVRQHSPAEWDDMM                                       
       :                                                            
gi|259 IPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGR 
       140       150       160       170       180       190        
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  60 init1:  60 opt:  61  Z-score: 86.3  bits: 22.8 E():  7.9 
Smith-Waterman score: 61; 32.7% identity (59.6% similar) in 52 aa overlap (6-53:83-134) 
 
                                        10        20        30      
AAD-12                          TGVHLATLDDAGFAALHAAWLQHALLIFPGQH--L 
                                     .: :.:: ::.... :.  :  .: ::  . 
gi|215 NPTGGHSKMESKPILNGHGYCHIHFWIGSESTKDEAGVAAIKSVELDDFLGGYPVQHREI 
             60        70        80        90       100       110   
 
            40          50        60        70        80            
AAD-12 SNDQQITFAKRF--GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM            
        . ..  :.. :  : :   ::                                       
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
>>gi|51242679|gb|AAT99258.1| pectin-methyltransferase pr  (362 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 85.4  bits: 22.2 E():  8.9 
Smith-Waterman score: 59; 33.3% identity (57.6% similar) in 33 aa overlap (3-35:261-293) 
 
                                           10        20        30   
AAD-12                             TGVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|512 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFDAARVVFSYCN 
              240       250       260       270       280       290 
 
             40        50        60        70        80             
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM             
       ::.                                                          
gi|512 LSDAAKPEGWSDNNKPEAQKTILFGEYKNTGPGAAPDKRAPYTKQLTEADAKTFTSLEYI 
              300       310       320       330       340       350 
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 83.9  bits: 22.5 E():   11 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (28-59:131-158) 
 
                  10        20        30        40        50        
AAD-12    TGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|213 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
              110       120       130       140           150       
 
        60        70        80                                      
AAD-12 AISNVKADGTVRQHSPAEWDDMM                                      
       :.                                                           
gi|213 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
        160       170       180       190       200       210       
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 83.1  bits: 21.3 E():   12 
Smith-Waterman score: 56; 26.9% identity (49.3% similar) in 67 aa overlap (19-80:33-99) 
 
                           10        20        30         40        
AAD-12             TGVHLATLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFGA 
                                     : .:: .. .  : :  . :: :   . :  
gi|273 MEHYLKTYLSWLTEEQKEKLKEMKEAGQTKAEIQHEVMHYYDQLHGEEKQQATEKLKVGC 
             10        20        30        40        50        60   
 
        50            60        70        80                        
AAD-12 IERIGG--GD--IVAISNVKADGTVRQHSPAEWDDMM                        
          . :  :.  .: . :::  :.  :.   . . :.                        
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gi|273 KMLLKGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIF 
             70        80        90       100       110       120   
 
gi|273 GATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKELEAKILHYYDEL 
            130       140       150       160       170       180   
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 81.6  bits: 19.6 E():   15 
Smith-Waterman score: 50; 37.5% identity (68.8% similar) in 16 aa overlap (64-79:30-45) 
 
            40        50        60        70        80              
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM              
                                     :.  .:::.  ::. .               
gi|144  VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKKGNLWEVKSSKP 
                10        20        30        40        50          
 
gi|144 LTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
      60        70        80        90       
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 81.3  bits: 19.6 E():   15 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (52-67:29-43) 
 
              30        40        50        60        70        80  
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM  
                                     : :::::. ..:  :.               
gi|105   CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
                 10        20        30         40        50        
 
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
        60        70        80        90          
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 80.7  bits: 18.1 E():   16 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (37-60:17-38) 
 
         10        20        30        40        50        60       
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .. :       
gi|217               LVSVEHQAARLKVAKAQQL--AAQLPAMCRLEGGDALSASQ      
                             10          20        30               
 
         70        80 
AAD-12 TVRQHSPAEWDDMM 
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 78.5  bits: 19.9 E():   21 
Smith-Waterman score: 51; 21.5% identity (52.3% similar) in 65 aa overlap (2-66:107-171) 
 
                                            10        20        30  
AAD-12                              TGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :. .:   .. .:...:.  .    .  .: 
gi|249 NKAIKERHGGAYETYKFIPSLEASRSKQAYGATVARAPEVKYAVFEAGLTKAITAMSEAQ 
         80        90       100       110       120       130       
 
              40        50        60        70        80 
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
       ....  . . :   ::    ::.  :: :   . :               
gi|249 KVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV           
        140       150       160       170                
 
>>gi|21413|emb|CAA45723.1| aspartic proteinase inhibitor  (217 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 78.5  bits: 20.2 E():   22 
Smith-Waterman score: 52; 20.0% identity (54.7% similar) in 75 aa overlap (1-70:143-215) 
 
                                             10        20           
AAD-12                               TGVHLATLDDAGFAALHAAWLQHALLIFP- 
                                     ::  ..  :.. :  .... . . ::  :  
gi|214 FAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTIGQADSSWFKIVKSSQFGYNLLYCPV 
            120       130       140       150       160       170   
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          30        40        50        60        70        80 
AAD-12 ----GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
           .  .:.:.:  :  . :.... :   .. ...   : . .:           
gi|214 TSTMSCPFSSDDQ--FCLKVGVVHQNGKRRLALVKDNPLDVSFKQVQ         
            180         190       200       210                
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 78.5  bits: 20.8 E():   22 
Smith-Waterman score: 54; 25.6% identity (48.7% similar) in 39 aa overlap (38-76:191-229) 
 
        10        20        30        40        50        60        
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ::..   .:   :  : :..   .. :    
gi|320 KEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDP 
              170       180       190       200       210       220 
 
        70        80                                                
AAD-12 VRQHSPAEWDDMM                                                
       : . . : :                                                    
gi|320 VISFKTALWFWMTPQSPKPSCHNVITGRWTPSAADRAAGRLPGYGVITNIINGGIECGKG 
              230       240       250       260       270       280 
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 78.3  bits: 20.2 E():   22 
Smith-Waterman score: 52; 20.0% identity (54.7% similar) in 75 aa overlap (1-70:147-219) 
 
                                             10        20           
AAD-12                               TGVHLATLDDAGFAALHAAWLQHALLIFP- 
                                     ::  ..  :.. :  .... . . ::  :  
gi|201 FAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTIGQADSSWFKIVKSSQFGYNLLYCPV 
        120       130       140       150       160       170       
 
          30        40        50        60        70        80 
AAD-12 ----GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
           .  .:.:.:  :  . :.... :   .. ...   : . .:           
gi|201 TSTMSCPFSSDDQ--FCLKVGVVHQNGKRRLALVKDNPLDVSFKQVQ         
        180         190       200       210       220          
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 78.1  bits: 21.4 E():   23 
Smith-Waterman score: 56; 30.3% identity (50.0% similar) in 66 aa overlap (13-78:241-292) 
 
                                 10        20        30        40   
AAD-12                   TGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     :...   .::::. .        :.: .   
gi|112 YQQQQGSRPHYRQISPRVRGDEQENEGSNIFSGFAQEFLQHAFQV--------DRQTVEN 
              220       230       240       250               260   
 
             50        60        70        80                       
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM                       
        : :  ::   : ::...     : .:  :: : :.                         
gi|112 LR-GENEREEQGAIVTVK-----GGLRILSPDEEDESSRSPPSRREEFDEDRSRPQQRGK 
             270            280       290       300       310       
 
gi|112 YDENRRGYKNGIEETICSASVKKNLGRSSNPDIYNPQAGSLRSVNELDLPILGWLGLSAQ 
        320       330       340       350       360       370       
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.1  bits: 19.3 E():   23 
Smith-Waterman score: 49; 36.4% identity (72.7% similar) in 22 aa overlap (10-31:20-41) 
 
                         10        20        30        40        50 
AAD-12           TGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                          :.. :.: : . .:..: : .:                    
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQE 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMM                               
                                                                    
gi|217 IQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLV 
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               70        80        90       100       110       120 
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 77.8  bits: 21.4 E():   23 
Smith-Waterman score: 56; 40.6% identity (56.2% similar) in 32 aa overlap (30-59:153-184) 
 
                10        20        30        40          50        
AAD-12  TGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK--RFGAIERIGGGDIV 
                                     ::.   .::  : .  :    .::  ::.: 
gi|258 QGQQEQQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVV 
            130       140       150       160       170       180   
 
        60        70        80                                      
AAD-12 AISNVKADGTVRQHSPAEWDDMM                                      
       ::                                                           
gi|258 AIPAGVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQ 
            190       200       210       220       230       240   
 
>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 50; 20.7% identity (51.2% similar) in 82 aa overlap (2-80:60-141) 
 
                                            10        20            
AAD-12                              TGVHLATLDDAGFAALHAAWLQ---HALLIF 
                                     :  : ::  .:  : ::. .      .. . 
gi|170 WAQVKHSEVDILYYIFKANPDIMAKFPQFAGKDLETLKGTGQFATHAGRIVGFVSEIVAL 
      30        40        50        60        70        80          
 
       30        40        50        60        70        80         
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM         
        :.  .   . :. : ..: ..  :   . ... .:. .   .: . :.: .         
gi|170 MGNSANMPAMETLIKDMAANHKARGIPKAQFNEFRASLVSYLQSKVSWNDSLGAAWTQGL 
      90       100       110       120       130       140          
 
gi|170 DNVFNMMFSYL 
     150       160 
 
>>gi|56405054|sp|P84298.1|GLB75_CHITH RecName: Full=Glob  (161 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 77.6  bits: 19.6 E():   24 
Smith-Waterman score: 50; 20.0% identity (56.2% similar) in 80 aa overlap (2-78:61-140) 
 
                                            10        20            
AAD-12                              TGVHLATLDDAGFAALHAAWLQHAL--LIFP 
                                     :  ::.. :.:  : ::. .   :  .:   
gi|564 WKAVSHNEVEILAAVFAAYPDIQNKFSQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
      30         40        50        60        70        80         
AAD-12 GQHLSNDQQI-TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM         
       . . ::   . ......:  ..  : . . ... ..  ..  .. . : :           
gi|564 SGNTSNAAAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLQANVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
gi|564 DNTFAIVVPRL 
              160  
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 77.1  bits: 20.5 E():   26 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (17-60:194-239) 
 
                             10        20        30         40      
AAD-12               TGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|261 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
           170       180       190       200       210       220    
 
          50         60        70        80                         
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMM                         
       .:.:: .::.. :..:                                             
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
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>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 76.5  bits: 20.8 E():   28 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (63-78:89-105) 
 
             40        50        60         70        80            
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMM            
                                     :.::: : : .::.: .              
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       60        70        80        90       100       110         
 
gi|114 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      120       130       140       150       160       170         
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 75.9  bits: 20.5 E():   30 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (17-60:230-275) 
 
                             10        20        30         40      
AAD-12               TGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLANIYPYFTYADNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
          50         60        70        80                         
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMM                         
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 75.9  bits: 20.5 E():   30 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (17-60:230-275) 
 
                             10        20        30         40      
AAD-12               TGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLTNIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
          50         60        70        80                         
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMM                         
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 75.9  bits: 20.5 E():   30 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (17-60:230-275) 
 
                             10        20        30         40      
AAD-12               TGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|327 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
          50         60        70        80                         
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMM                         
       .:.:: .::.. :..:                                             
gi|327 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 75.9  bits: 20.5 E():   30 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (17-60:230-275) 
 
                             10        20        30         40      
AAD-12               TGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|270 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
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          50         60        70        80                         
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMM                         
       .:.:: .::.. :..:                                             
gi|270 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPDRAIETYL 
     260       270       280       290       300       310          
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 75.9  bits: 20.5 E():   30 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (17-60:230-275) 
 
                             10        20        30         40      
AAD-12               TGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|268 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
          50         60        70        80                         
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMM                         
       .:.:: .::.. :..:                                             
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 75.9  bits: 20.5 E():   30 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (17-60:230-275) 
 
                             10        20        30         40      
AAD-12               TGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSSXSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
          50         60        70        80                         
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMM                         
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 75.9  bits: 20.5 E():   30 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (17-60:230-275) 
 
                             10        20        30         40      
AAD-12               TGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
          50         60        70        80                         
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMM                         
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 75.9  bits: 20.5 E():   30 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (17-60:230-275) 
 
                             10        20        30         40      
AAD-12               TGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|118 GFLSSIRSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
          50         60        70        80                         
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMM                         
       .:.:: .::.. :..:                                             
gi|118 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
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>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 75.9  bits: 20.5 E():   30 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (17-60:230-275) 
 
                             10        20        30         40      
AAD-12               TGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
          50         60        70        80                         
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMM                         
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 75.8  bits: 19.9 E():   30 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (52-67:181-195) 
 
              30        40        50        60        70        80  
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM  
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 75.4  bits: 19.6 E():   32 
Smith-Waterman score: 50; 40.0% identity (72.0% similar) in 25 aa overlap (56-80:9-29) 
 
          30        40        50        60        70        80      
AAD-12 LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM      
                                     :::.....: .    :.:: .:: :      
gi|144                       MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMV 
                                     10            20        30     
 
gi|144 DQIVKSLTTKKELDPFKIEQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKID 
           40        50        60        70        80        90     
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.3  bits: 20.2 E():   32 
Smith-Waterman score: 62; 22.6% identity (64.5% similar) in 62 aa overlap (14-75:232-286) 
 
                                10        20        30        40    
AAD-12                  TGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 
                                     ::.:.  . :....   :. ...: : .   
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIHS--VVHSIIMQQQQQQQQQQGIDIFL 
             210       220       230         240       250          
 
            50        60        70        80                        
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM                        
        ..  :..: :..:     ...: .. ..::.                             
gi|170 PLSQHEQVGQGSLV-----QGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSIMR 
     260       270            280       290       300       310     
 
gi|170 APFASIVAGIGGQ 
          320        
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 75.3  bits: 19.0 E():   32 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (60-76:2-19) 
 
      30        40        50        60         70        80         
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD-GTVRQHSPAEWDDMM         
                                     ..: .: :.. ..::.::             
gi|250                              PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPF 
                                            10        20        30  
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gi|250 PRCRALVKSQCAGGQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDK 
              40        50        60        70        80        90  
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 75.2  bits: 19.9 E():   32 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (52-67:199-213) 
 
              30        40        50        60        70        80  
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM  
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.1  bits: 18.7 E():   33 
Smith-Waterman score: 47; 23.8% identity (59.5% similar) in 42 aa overlap (38-79:29-70) 
 
        10        20        30        40        50        60        
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ..::. . :. :.  .  .   ... :.   
gi|400   MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVE 
                 10        20        30        40        50         
 
        70        80                                                
AAD-12 VRQHSPAEWDDMM                                                
       .:.:.  ::  :                                                 
gi|400 LREHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
       60        70        80        90       100       110         
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.1  bits: 18.7 E():   33 
Smith-Waterman score: 47; 23.8% identity (59.5% similar) in 42 aa overlap (38-79:29-70) 
 
        10        20        30        40        50        60        
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ..::. . :. :.  .  .   ... :.   
gi|400   MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVE 
                 10        20        30        40        50         
 
        70        80                                                
AAD-12 VRQHSPAEWDDMM                                                
       .:.:.  ::  :                                                 
gi|400 LREHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
       60        70        80        90       100       110         
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.1  bits: 18.7 E():   33 
Smith-Waterman score: 47; 23.8% identity (59.5% similar) in 42 aa overlap (38-79:29-70) 
 
        10        20        30        40        50        60        
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ..::. . :. :.  .  .   ... :.   
gi|400   MSMASSSSSGLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVE 
                 10        20        30        40        50         
 
        70        80                                                
AAD-12 VRQHSPAEWDDMM                                                
       .:.:.  ::  :                                                 
gi|400 LREHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
       60        70        80        90       100       110         
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.1  bits: 18.7 E():   33 
Smith-Waterman score: 47; 23.8% identity (59.5% similar) in 42 aa overlap (38-79:29-70) 
 
        10        20        30        40        50        60        
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ..::. . :. :.  .  .   ... :.   
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gi|117   MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVE 
                 10        20        30        40        50         
 
        70        80                                                
AAD-12 VRQHSPAEWDDMM                                                
       .:.:.  ::  :                                                 
gi|117 LREHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
       60        70        80        90       100       110         
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 75.0  bits: 20.8 E():   34 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (63-78:119-135) 
 
             40        50        60         70        80            
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMM            
                                     :.::: : : .::.: .              
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       90       100       110       120       130       140         
 
gi|476 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      150       160       170       180       190       200         
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 74.6  bits: 18.7 E():   35 
Smith-Waterman score: 47; 28.6% identity (68.6% similar) in 35 aa overlap (38-71:93-127) 
 
        10        20        30        40         50        60       
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA-KRFGAIERIGGGDIVAISNVKADG 
                                     :  :. :.   :....: :.:. ..: .   
gi|121 FKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVT 
             70        80        90       100       110       120   
 
         70        80 
AAD-12 TVRQHSPAEWDDMM 
       .::..          
gi|121 SVRSYKRI       
            130       
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 74.6  bits: 19.0 E():   35 
Smith-Waterman score: 48; 25.6% identity (62.8% similar) in 43 aa overlap (19-61:78-119) 
 
                           10        20        30        40         
AAD-12             TGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ....  .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
       50        60        70        80                       
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMM                       
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|121244|sp|P12548.1|GLB73_CHITH RecName: Full=Globin  (161 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 74.5  bits: 19.0 E():   36 
Smith-Waterman score: 48; 17.5% identity (55.0% similar) in 80 aa overlap (2-78:61-140) 
 
                                            10        20            
AAD-12                              TGVHLATLDDAGFAALHAAWLQHAL---LIF 
                                     :  ::.. :.:  : ::. .   :   . . 
gi|121 WKAVSHNEVDILAAVFAAYPDIQAKFPQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
       30        40        50        60        70        80         
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM         
        :.. . .   ......:  ..  : . . ... ..  ..   . . : :           
gi|121 SGNESNASAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLSNHVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
gi|121 DNTYAIVVPRL 
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              160  
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 74.4  bits: 20.5 E():   36 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (35-55:330-350) 
 
           10        20        30        40        50        60     
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|149 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
           70        80                                             
AAD-12 DGTVRQHSPAEWDDMM                                             
                                                                    
gi|149 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 74.3  bits: 20.8 E():   36 
Smith-Waterman score: 54; 25.4% identity (56.7% similar) in 67 aa overlap (9-75:332-392) 
 
                                     10        20        30         
AAD-12                       TGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQ 
                                     : :   :   .. ....:.:   : :..:: 
gi|572 ASLEGLSPHVPLYKVMEGNEPCFFTTFFSWDPAKAIAHGNSFQKKVMLLFGVGHASENQQ 
             310       320       330       340       350       360  
 
       40        50        60        70        80                   
AAD-12 ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM                   
            ::.. .. ::.   : . .  ...  . :::.                        
gi|572 -----RFNGTNQ-GGATQRASALAALNSAFSSSSPAKSSSAPRSAGKSPGSQRAAAIAAL 
                   370       380       390       400       410      
 
gi|572 SSALSAEKKQPPEGGSPLRLSRTSSVDAIAPGNEVSTAEIEDSKEVPERKEIETVEPAET 
         420       430       440       450       460       470      
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 74.1  bits: 19.3 E():   38 
Smith-Waterman score: 49; 29.3% identity (51.7% similar) in 58 aa overlap (21-78:63-116) 
 
                         10        20        30        40        50 
AAD-12           TGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|833 HHQTYVNGLNAALEAQKKAAEANDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
             40        50        60        70           80          
 
               60        70        80                               
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMM                               
        ::: :     .::    :  :  .. :                                 
gi|833 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
       90       100       110       120       130       140         
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 73.9  bits: 20.2 E():   39 
Smith-Waterman score: 52; 26.1% identity (60.9% similar) in 46 aa overlap (20-63:117-160) 
 
                          10        20          30        40        
AAD-12            TGVHLATLDDAGFAALHAAWL--QHALLIFPGQHLSNDQQITFAKRFGA 
                                     :.  :. ..:.  :..   .. :.  : .  
gi|113 IYMVTSDQDDDVVNPKEGTLRFGATQDRPLWIIFQRDMIIYLQQEMVVTSDKTIDGRGAK 
         90       100       110       120       130       140       
 
        50        60        70        80                            
AAD-12 IERIGGGDIVAISNVKADGTVRQHSPAEWDDMM                            
       .: . ::  ... :::                                             
gi|113 VELVYGG--ITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGDAIHVTGSS 
        150         160       170       180       190       200     
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 73.7  bits: 19.6 E():   39 
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Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (52-67:198-212) 
 
              30        40        50        60        70        80  
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM  
                                     : :::::. ..:  :.               
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
gi|115 RKDSDKPIKGPITVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
        230       240       250       260          
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 73.7  bits: 19.6 E():   39 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (52-67:198-212) 
 
              30        40        50        60        70        80  
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM  
                                     : :::::. ..:  :.               
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
        230       240       250       260          
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 73.7  bits: 19.3 E():   40 
Smith-Waterman score: 49; 29.3% identity (51.7% similar) in 58 aa overlap (21-78:74-127) 
 
                         10        20        30        40        50 
AAD-12           TGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|164 HHQTYVNGLNAALEAQKKAAEATDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
            50        60        70        80           90           
 
               60        70        80                               
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMM                               
        ::: :     .::    :  :  .. :                                 
gi|164 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
     100       110       120       130       140       150          
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.6  bits: 19.3 E():   40 
Smith-Waterman score: 49; 33.3% identity (57.1% similar) in 21 aa overlap (18-38:10-30) 
 
               10        20        30        40        50        60 
AAD-12 TGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAIS 
                        :::.      ::: :  ....                       
gi|944         MKTLGVLFIAAWFIACTHSFPGAHDEDSKEERKNVDTVLVLPSIERDQMMAA 
                       10        20        30        40        50   
 
               70        80                                         
AAD-12 NVKADGTVRQHSPAEWDDMM                                         
                                                                    
gi|944 TFDFPSLSFEDSDEGSNWNWNTLLRPNFLDGWYQTLQSAISAHMKKVREQMAGILSRIPE 
             60        70        80        90       100       110   
 
>>gi|121248|sp|P12549.1|GLB76_CHITH RecName: Full=Globin  (161 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 47; 20.0% identity (56.2% similar) in 80 aa overlap (2-78:61-140) 
 
                                            10        20            
AAD-12                              TGVHLATLDDAGFAALHAAWLQHAL--LIFP 
                                     :  ::.. :.:  : ::. .   :  .:   
gi|121 WKAVSHNEVEILAAVFAAYPDIQNKFSQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
      30         40        50        60        70        80         
AAD-12 GQHLSNDQQI-TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM         
       . . ::   . ......:  ..  : . . ... ..  ..  .. . : :           
gi|121 SGNDSNAAAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLQANVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
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gi|121 DNTFAIVVPRL 
              160  
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.7  bits: 20.2 E():   45 
Smith-Waterman score: 52; 25.0% identity (65.6% similar) in 32 aa overlap (28-59:117-148) 
 
                  10        20        30        40        50        
AAD-12    TGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : :.. .....  :  .   ....  :::. 
gi|303 APKLYYVTQGRGILGVLMPGCPETFQSMSQFQGSREQEEERGRFQDQHQKVHHLKKGDII 
         90       100       110       120       130       140       
 
        60        70        80                                      
AAD-12 AISNVKADGTVRQHSPAEWDDMM                                      
       ::                                                           
gi|303 AIPAGVALWCYNDGDEDLVTVLVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLR 
        150       160       170       180       190       200       
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 72.1  bits: 20.5 E():   48 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (35-55:330-350) 
 
           10        20        30        40        50        60     
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|169 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
           70        80                                             
AAD-12 DGTVRQHSPAEWDDMM                                             
                                                                    
gi|169 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (19-61:77-118) 
 
                           10        20        30        40         
AAD-12             TGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|402 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
         50        60        70        80        90        100      
 
       50        60        70        80                       
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMM                       
          :::.:: ::.                                          
gi|402 AAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
         110       120       130       140       150          
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (52-61:109-118) 
 
              30        40        50        60        70        80  
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM  
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
gi|534 KAEALFRAVESYLLAHSDAYN 
      140       150          
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 23.3% identity (62.8% similar) in 43 aa overlap (19-61:78-119) 
 
                           10        20        30        40         
AAD-12             TGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
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                                     : ...   .. :. :... .   ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLE-KVSHELKIV 
        50        60        70        80        90        100       
 
       50        60        70        80                       
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMM                       
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (19-61:78-119) 
 
                           10        20        30        40         
AAD-12             TGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
       50        60        70        80                       
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMM                       
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (19-61:78-119) 
 
                           10        20        30        40         
AAD-12             TGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
       50        60        70        80                       
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMM                       
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (19-61:78-119) 
 
                           10        20        30        40         
AAD-12             TGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
       50        60        70        80                       
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMM                       
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (19-61:78-119) 
 
                           10        20        30        40         
AAD-12             TGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|730 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
       50        60        70        80                       
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMM                       
          :::.:: ::.                                          

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 549



 

 

gi|730 AAPGGGSIVKISSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (52-61:110-119) 
 
              30        40        50        60        70        80  
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM  
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
gi|534 KAEALFRAVESYLLAHSDAYN 
     140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (19-61:78-119) 
 
                           10        20        30        40         
AAD-12             TGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
       50        60        70        80                       
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMM                       
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (19-61:78-119) 
 
                           10        20        30        40         
AAD-12             TGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
       50        60        70        80                       
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMM                       
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|56405052|sp|P84296.1|GLB74_CHITH RecName: Full=Glob  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.4  bits: 18.5 E():   53 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (2-18:61-77) 
 
                                            10        20        30  
AAD-12                              TGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|564 WKAVSHNEVDILAAVFAAYPDIQAKFPQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
              40        50        60        70        80            
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM            
                                                                    
gi|564 SGNASNAAAVEGLLNKLGSDHKARGVSAAQFGEFRTALVSYLSNHVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.2  bits: 19.3 E():   54 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (20-51:157-188) 
 
                          10        20        30        40          
AAD-12            TGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
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gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
        130       140       150       160       170       180       
 
      50        60        70        80                              
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMM                              
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
        190       200       210       220       230       240       
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.1  bits: 17.9 E():   55 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (37-55:35-53) 
 
         10        20        30        40        50        60       
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
         70        80                                   
AAD-12 TVRQHSPAEWDDMM                                   
                                                        
gi|191 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.1  bits: 17.9 E():   55 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (37-55:35-53) 
 
         10        20        30        40        50        60       
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
         70        80                                   
AAD-12 TVRQHSPAEWDDMM                                   
                                                        
gi|730 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 71.0  bits: 19.6 E():   56 
Smith-Waterman score: 50; 26.8% identity (51.2% similar) in 41 aa overlap (24-60:190-230) 
 
                      10        20        30            40          
AAD-12        TGVHLATLDDAGFAALHAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::  .  :    ::.  
gi|215 NKPVIFTKSNLAKSPELDAKMYDICYSTAAAPIYFPPHHFVTHTSNGARYEFNLVDGAVA 
     160       170       180       190       200       210          
 
      50        60        70        80                              
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMM                              
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.8  bits: 19.3 E():   57 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (20-51:176-207) 
 
                          10        20        30        40          
AAD-12            TGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
         150       160       170       180       190       200      
 
      50        60        70        80                              
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMM                              
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
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         210       220       230       240       250       260      
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 70.6  bits: 19.0 E():   58 
Smith-Waterman score: 48; 26.7% identity (60.0% similar) in 45 aa overlap (36-80:213-256) 
 
          10        20        30        40        50        60      
AAD-12 ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|249 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
            190       200       210       220       230        240  
 
          70        80              
AAD-12 GTVRQHSPAEWDDMM              
        :..  . ::..:..              
gi|249 YTTEGGTKAEFEDVIPEGWKADTHDASK 
             250       260          
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.5  bits: 19.0 E():   59 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (28-38:90-100) 
 
                  10        20        30        40        50        
AAD-12    TGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
        60        70        80                                      
AAD-12 AISNVKADGTVRQHSPAEWDDMM                                      
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|62240392|gb|AAX77384.1| 11S globulin precursor [Sin  (523 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 70.2  bits: 19.9 E():   61 
Smith-Waterman score: 51; 30.0% identity (63.3% similar) in 30 aa overlap (30-58:173-202) 
 
                10        20        30         40        50         
AAD-12  TGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQ-QITFAKRFGAIERIGGGDIVA 
                                     ::. ...: :  :   .  .:..  ::..: 
gi|622 QQGQQGQQGQQQGQQGQQGQQGQQGQQGQQGQQGQQQQGQQGFRDMYQKVEHVRHGDVIA 
            150       160       170       180       190       200   
 
       60        70        80                                       
AAD-12 ISNVKADGTVRQHSPAEWDDMM                                       
                                                                    
gi|622 NTPGSAHWIYNTGDKPLVIISLLDIANYQNQLDRNPRVFRLAGNNPQGGFGGPQQQQPQQ 
            210       220       230       240       250       260   
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 70.2  bits: 19.0 E():   62 
Smith-Waterman score: 50; 29.7% identity (54.1% similar) in 37 aa overlap (5-38:18-54) 
 
                            10        20           30        40     
AAD-12              TGVHLATLDDAGFAALHAAWLQHAL---LIFPGQHLSNDQQITFAKR 
                        .: .: . . .:.  : :. :     :: :   ..::       
gi|219 MKTFLVFALLAVVATSAIAQMDTSCIPGLERPWQQQPLPPQQTFPQQPPFSQQQQQQPFP 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM                         
                                                                    
gi|219 QQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQQQLILPPQQQQQLPQQQISIVQPSV 
               70        80        90       100       110       120 
 
>>gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Enteroto  (233 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 70.2  bits: 18.8 E():   62 
Smith-Waterman score: 47; 23.3% identity (51.2% similar) in 43 aa overlap (17-56:44-85) 
 
                             10        20           30        40    
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AAD-12               TGVHLATLDDAGFAALHAAWLQHALLI---FPGQHLSNDQQITFAK 
                                     :  .:::..:.   :  .   ::  . : . 
gi|163 KKSELQGTALGNLKQIYYYNEKAKTENKESHDQFLQHTILFKGFFTDHSWYNDLLVDFDS 
            20        30        40        50        60        70    
 
            50        60        70        80                        
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM                        
       .   ...  :  .                                                
gi|163 K-DIVDKYKGKKVDLYGAYYGYQCAGGTPNKTACMYGGVTLHDNNRLTEEKKVPINLWLD 
             80        90       100       110       120       130   
 
>>gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full=Polc  (85 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 70.1  bits: 17.3 E():   62 
Smith-Waterman score: 42; 36.8% identity (47.4% similar) in 38 aa overlap (43-80:17-51) 
 
             20        30        40        50        60        70   
AAD-12 FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS 
                                     ::: :    : : : :    .:  :. . . 
gi|144               MADDHPQDKAERERIFKRFDAN---GDGKISAAELGEALKTLGSIT 
                             10        20           30        40    
 
             80                                   
AAD-12 PAEWDDMM                                   
       : :   ::                                   
gi|144 PDEVKHMMAEIDTDGDGFISFQEFTDFGRANRGLLKDVAKIF 
            50        60        70        80      
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 70.1  bits: 18.5 E():   63 
Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 42 aa overlap (28-69:98-133) 
 
                  10        20        30        40        50        
AAD-12    TGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :::       .. .:..: ::.  : :  : 
gi|223 LADFNKDGEVTVDEFKQAVQKHCQGKKYGDFPGAF-----KVFIANQFKAIDVNGDGK-V 
        70        80        90       100            110       120   
 
        60        70        80                                      
AAD-12 AISNVKADGTVRQHSPAEWDDMM                                      
       .... . :  .:                                                 
gi|223 GLDEYRLDCITRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCS 
             130       140       150       160       170       180  
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.9  bits: 18.2 E():   63 
Smith-Waterman score: 45; 23.3% identity (60.5% similar) in 43 aa overlap (19-61:78-119) 
 
                           10        20        30        40         
AAD-12             TGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
       50        60        70        80                       
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMM                       
          :::..: ::.                                          
gi|167 AAPGGGSVVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.9  bits: 18.2 E():   63 
Smith-Waterman score: 45; 24.4% identity (61.0% similar) in 41 aa overlap (21-61:80-119) 
 
                         10        20        30        40        50 
AAD-12           TGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :. :.    ....  .   
gi|730 GPGTIKKITFSEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLG-DKLEKVSHELKIVAA 
      50        60        70        80        90        100         
 
               60        70        80                       
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMM                       
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        :::.:: ::.                                          
gi|730 PGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      110       120       130       140       150       160 
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (51-72:15-36) 
 
               30        40        50        60        70        80 
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|288                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
gi|288 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|15809696|gb|AAL07320.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 44; 25.0% identity (58.9% similar) in 56 aa overlap (11-64:45-100) 
 
                                   10        20        30        40 
AAD-12                     TGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 
                                     : .::.   . . . :   : ::.. . .. 
gi|158 TDGQHLTAAAIIGHDGSVWAQSANFPQFKPAEIAAIMKDFDEPGSLAPTGLHLGGTKYMV 
           20        30        40        50        60        70     
 
               50          60        70        80                
AAD-12 FAKRFGAIER--IGGGDIVAISNVKADGTVRQHSPAEWDDMM                
       .  . ::. :   : : :.. ....:                                
gi|158 IQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL 
           80        90       100       110       120       130  
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (51-72:15-36) 
 
               30        40        50        60        70        80 
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|604                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
gi|604 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (51-72:15-36) 
 
               30        40        50        60        70        80 
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|144                 MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
gi|144 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (51-72:15-36) 
 
               30        40        50        60        70        80 
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|218                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
gi|218 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
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>>gi|11762104|gb|AAG40330.1|AF323974_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (17-61:77-120) 
 
                             10        20        30         40      
AAD-12               TGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
          50        60        70        80                       
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM                       
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|5726304|gb|AAD48405.1|AF136945_1 major allergen Cor  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (17-61:77-120) 
 
                             10        20        30         40      
AAD-12               TGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|572 GNGGPGTIKKITFAEGNEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
          50        60        70        80                       
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM                       
       .:  . :::.:. :..                                          
gi|572 AAAPH-GGGSILKITSKYHTKGNASINEEEIKAGKEKAAGLFKAVEAYLLAHPDAYC 
         110        120       130       140       150       160  
 
>>gi|11762102|gb|AAG40329.1|AF323973_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (17-61:77-120) 
 
                             10        20        30         40      
AAD-12               TGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
          50        60        70        80                       
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM                       
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 69.6  bits: 19.0 E():   66 
Smith-Waterman score: 48; 25.7% identity (60.0% similar) in 35 aa overlap (48-78:81-115) 
 
        20        30        40        50            60        70    
AAD-12 AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV----AISNVKADGTVRQHSP 
                                     :  .: :...     :. .:  :.:..  : 
gi|324 NFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFP 
               60        70        80        90       100       110 
 
            80                                                      
AAD-12 AEWDDMM                                                      
       .:. .                                                        
gi|324 SEFGNDVDRSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASS 
              120       130       140       150       160       170 
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 69.6  bits: 19.3 E():   67 
Smith-Waterman score: 49; 26.3% identity (57.9% similar) in 38 aa overlap (41-77:103-140) 
 
               20        30        40         50        60          
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
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                                     :.:..  : . ..    .: ...: .     
gi|119 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
      70        80                                                  
AAD-12 QHSPAEWDDMM                                                  
       .: :: ::                                                     
gi|119 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 69.6  bits: 19.3 E():   67 
Smith-Waterman score: 49; 26.3% identity (57.9% similar) in 38 aa overlap (41-77:103-140) 
 
               20        30        40         50        60          
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|129 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
      70        80                                                  
AAD-12 QHSPAEWDDMM                                                  
       .: :: ::                                                     
gi|129 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 69.6  bits: 19.3 E():   67 
Smith-Waterman score: 49; 26.3% identity (57.9% similar) in 38 aa overlap (41-77:103-140) 
 
               20        30        40         50        60          
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|309 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
      70        80                                                  
AAD-12 QHSPAEWDDMM                                                  
       .: :: ::                                                     
gi|309 DHPPASWDWRKKGVITQVKYQGGCGSGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (51-73:15-37) 
 
               30        40        50        60        70        80 
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : : .... . .  ::.:  .::        
gi|100                 MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKP 
                               10        20        30        40     
 
gi|100 EENAGIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILG 
           50        60        70        80        90       100     
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 47; 46.7% identity (73.3% similar) in 15 aa overlap (52-66:192-205) 
 
              30        40        50        60        70        80  
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM  
                                     : ::.::. ..:  :                
gi|168 CKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGDVVAV-DIKEKGKDKWTELKESWGAVW 
             170       180       190        200       210       220 
 
gi|168 RIDTPDKLTGPFTVRYTTEGGTKSEFEDVIPEGWKADTSYSAK 
              230       240       250       260    
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 47; 46.7% identity (73.3% similar) in 15 aa overlap (52-66:192-205) 
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              30        40        50        60        70        80  
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM  
                                     : ::.::. ..:  :                
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.8  bits: 17.3 E():   73 
Smith-Waterman score: 42; 37.5% identity (62.5% similar) in 24 aa overlap (37-60:79-100) 
 
         10        20        30        40        50        60       
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .  :       
gi|897 QQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQL--AAQLPAMCRLEGGDALLASQ      
       50        60        70        80          90       100       
 
         70        80 
AAD-12 TVRQHSPAEWDDMM 
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.7  bits: 19.1 E():   74 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (28-38:90-100) 
 
                  10        20        30        40        50        
AAD-12    TGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
        60        70        80                                      
AAD-12 AISNVKADGTVRQHSPAEWDDMM                                      
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 68.4  bits: 20.2 E():   77 
Smith-Waterman score: 52; 23.7% identity (60.5% similar) in 38 aa overlap (2-39:680-717) 
 
                                            10        20        30  
AAD-12                              TGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     : . .. ...: .   . ::: .  .  :  
gi|170 GQQGYYPTSQQQPGQGPQPGQWQQSGQGQQGYYPTSPQQSGQGQQPGQWLQPGQWLQSGY 
     650       660       670       680       690       700          
 
              40        50        60        70        80            
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM            
       .:.. ::.                                                     
gi|170 YLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQ 
     710       720       730       740       750       760          
 
>>gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 [Ch  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 43; 33.3% identity (62.5% similar) in 24 aa overlap (51-74:15-38) 
 
               30        40        50        60        70        80 
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :. . . . .  ::::  .::.       
gi|294                 MSWQTYVDDHLMCDIEGNHLSSAAILGHDGTVWAQSPSFPQLKP 
                               10        20        30        40     
 
gi|294 EEVSAIMKDFNEPGSLAPTGLHLGGTKYMVIQGEPGDVIRGKKGPGGVTIKKTNQALIIG 
           50        60        70        80        90       100     
 
>>gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 43; 24.5% identity (58.5% similar) in 53 aa overlap (14-64:48-100) 
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                                10        20        30        40    
AAD-12                  TGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 
                                     ::.   . . . :   : ::.. . ...   
gi|144 HRLTAAAIIGHDGSVWAQSSSFPQFKSDEVAAIMKDFDEPGSLAPTGLHLGSTKYMVIQG 
        20        30        40        50        60        70        
 
            50          60        70        80                
AAD-12 RFGAIER--IGGGDIVAISNVKADGTVRQHSPAEWDDMM                
       . ::. :   :.: :.. .. .:                                
gi|144 EPGAVIRGKKGSGGITVKKTSQALIIGIYDEPLTPGQCNMIVERLGDYLLEQGM 
        80        90       100       110       120       130  
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 68.3  bits: 19.3 E():   78 
Smith-Waterman score: 49; 38.1% identity (66.7% similar) in 21 aa overlap (60-80:216-232) 
 
      30        40        50        60        70        80          
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM          
                                     :... :: :    :..::: .          
gi|253 GHPTHLEHSSTNPNSFHYEHNIVSPSSIHPSTAHFDGEV----PSQWDDSLGHGASTPKV 
         190       200       210       220           230       240  
 
gi|253 RTPSHHVSSNPWAEINEPTGGDNDNLAPVTRPRKPARARRQKKEPRKLSDASQGARSSST 
             250       260       270       280       290       300  
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 68.2  bits: 20.2 E():   79 
Smith-Waterman score: 52; 23.7% identity (60.5% similar) in 38 aa overlap (2-39:695-732) 
 
                                            10        20        30  
AAD-12                              TGVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     : . .. ...: .   . ::: .  .  :  
gi|217 GQQGYYPTSQQQPGQGPQPGQWQQSGQGQQGYYPTSPQQSGQGQQPGQWLQPGQWLQSGY 
          670       680       690       700       710       720     
 
              40        50        60        70        80            
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM            
       .:.. ::.                                                     
gi|217 YLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQ 
          730       740       750       760       770       780     
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.0  bits: 17.9 E():   81 
Smith-Waterman score: 44; 27.3% identity (47.7% similar) in 44 aa overlap (35-78:90-127) 
 
           10        20        30        40        50        60     
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     ::  .  :  .:  ... : ::. .:     
gi|668 VCSARHVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSA--WGKANQVTGDDILFLS---- 
      60        70        80        90         100       110        
 
           70        80                                        
AAD-12 DGTVRQHSPAEWDDMM                                        
       :  .:  .   : :                                          
gi|668 DPDARFSKSIGWADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
           120       130       140       150       160         
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.0  bits: 17.9 E():   81 
Smith-Waterman score: 44; 27.3% identity (47.7% similar) in 44 aa overlap (35-78:90-127) 
 
           10        20        30        40        50        60     
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     ::  .  :  .:  ... : ::. .:     
gi|276 VCSARHVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSA--WGKANQVTGDDILFLS---- 
      60        70        80        90         100       110        
 
           70        80                                        
AAD-12 DGTVRQHSPAEWDDMM                                        
       :  .:  .   : :                                          
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gi|276 DPDARFSKSIGWADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
           120       130       140       150       160         
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 67.9  bits: 19.1 E():   82 
Smith-Waterman score: 48; 26.8% identity (48.8% similar) in 41 aa overlap (24-60:190-230) 
 
                      10        20        30            40          
AAD-12        TGVHLATLDDAGFAALHAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::     :    ::.  
gi|215 NKPVIFTKSNLAESPQLDAKMYDICYSTAAAPIYFPPHHFVTHTSNGATYEFNLVDGAVA 
     160       170       180       190       200       210          
 
      50        60        70        80                              
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMM                              
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 67.3  bits: 19.4 E():   88 
Smith-Waterman score: 49; 22.7% identity (53.0% similar) in 66 aa overlap (13-78:240-301) 
 
                                 10        20        30        40   
AAD-12                   TGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     :...   .:..:. .   : ..: .  : . 
gi|370 RQEEREFSPRGQHSRRERAGQEEENEGGNIFSGFTPEFLEQAFQVDDRQIVQNLRGETES 
     210       220       230       240       250       260          
 
             50        60        70        80                       
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM                       
       .. :::  . ::    .  .. :   :     :.:.                         
gi|370 EEEGAIVTVRGG----LRILSPDRKRRADEEEEYDEDEYEYDEEDRRRGRGSRGRGNGIE 
     270       280           290       300       310       320      
 
gi|370 ETICTASAKKNIGRNRSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAH 
         330       340       350       360       370       380      
 
>>gi|886967|emb|CAA59340.1| low molecular weight gluteni  (276 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 67.3  bits: 18.5 E():   88 
Smith-Waterman score: 46; 30.3% identity (63.6% similar) in 33 aa overlap (13-44:57-89) 
 
                                 10        20        30         40  
AAD-12                   TGVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITF 
                                     :.  .  . :. : :.: :  .:..::  : 
gi|886 PIQQQPQPFPQQPPCSQQQQPPLSQQQQPPFSQQQPPFSQQELPILPQQPPFSQQQQPQF 
         30        40        50        60        70        80       
 
              50        60        70        80                      
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM                      
       ...                                                          
gi|886 SQQQQPFPQQQQPLLLQQPPFSQQRPPFSQQQQQPVLPQQPPFSQQQQQQPILPQQPPFS 
         90       100       110       120       130       140       
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.1  bits: 18.5 E():   91 
Smith-Waterman score: 46; 33.3% identity (57.1% similar) in 21 aa overlap (23-43:79-99) 
 
                       10        20        30        40        50   
AAD-12         TGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG 
                                     : .: :: : : .  . .: .          
gi|624 QSQQQCLQQPQHQFPQPTQQFPQRPLLPFTHPFLTFPDQLLPQPPHQSFPQPPQSYPQPP 
       50        60        70        80        90       100         
 
             60        70        80                                 
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMM                                 
                                                                    
gi|624 LQPFPQPPQQKYPEQPQQPFPWQQPTIQLYLQQQLNPCKEFLLQQCRPVSLLSYLWSKIV 
      110       120       130       140       150       160         
 
>>gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triticum   (439 aa) 
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 initn:  48 init1:  48 opt:  48  Z-score: 66.9  bits: 19.1 E():   93 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (28-38:103-113) 
 
                  10        20        30        40        50        
AAD-12    TGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|739 FLQQQQIPQQQIPQQHQIPQQPQQFPQQQQFPQQHQSPQQQFPQQQFPQQKLPQQEFPQQ 
             80        90       100       110       120       130   
 
        60        70        80                                      
AAD-12 AISNVKADGTVRQHSPAEWDDMM                                      
                                                                    
gi|739 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
            140       150       160       170       180       190   
 
>>gi|34851176|gb|AAP15200.1| profilin-like protein [Humu  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 42; 33.3% identity (58.3% similar) in 24 aa overlap (51-74:15-38) 
 
               30        40        50        60        70        80 
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :. . : . .  ::.:  .: :       
gi|348                 MSWQAYVDDHLMCEIDGNHLSAAAIIGHDGSVWAQSAAFPQLKP 
                               10        20        30        40     
 
gi|348 EEVTGIMNDFNEPGTLAPTGLYLGGTKYMVIQGEPGAVIRGKKGAGGVTIKKTSQALIIG 
           50        60        70        80        90       100     
 
>>gi|46410859|gb|AAR98518.1| major latex allergen Hev b   (366 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.7  bits: 18.8 E():   95 
Smith-Waterman score: 47; 30.8% identity (56.4% similar) in 39 aa overlap (13-51:231-269) 
 
                                 10        20        30        40   
AAD-12                   TGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     .:.:::  : . :  .   .:  . . :   
gi|464 ARKFVVENVAPLGLIPFIKQTSDNSTLFYELASLHAMKLPQILEKIQDGYLFPEFNYTVF 
              210       220       230       240       250       260 
 
             50        60        70        80                       
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM                       
       . :: :..:                                                    
gi|464 NYFGIIKEIIDAPGEHGFKYGDIACCGNSTYRGQACGFLDYEFCVCGNKTEYLFFDGTHN 
              270       280       290       300       310       320 
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 17.9 E():   95 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (41-65:126-150) 
 
               20        30        40        50        60        70 
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ 
                                     ..:.:  . . .:: ..: . . ::      
gi|144 RAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVA 
         100       110       120       130       140       150      
 
               80                                    
AAD-12 HSPAEWDDMM                                    
                                                     
gi|144 ILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
         160       170       180       190       200 
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 17.9 E():   97 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (41-65:130-154) 
 
               20        30        40        50        60        70 
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ 
                                     ..:.:  . . .:: ..: . . ::      
gi|622 RAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVA 
     100       110       120       130       140       150          
 
               80                                    
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AAD-12 HSPAEWDDMM                                    
                                                     
gi|622 ILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
     160       170       180       190       200     
 
>>gi|67975085|gb|AAY84563.1| group 18 allergen protein [  (462 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 66.5  bits: 19.1 E():   97 
Smith-Waterman score: 48; 22.8% identity (56.1% similar) in 57 aa overlap (17-73:320-366) 
 
                             10        20        30        40       
AAD-12               TGVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 
                                     :: :..     :  .:  .:.  ..... : 
gi|679 CVQIQAETNAFSITRDHDNTAIYAVYVHDNHAEWIS-----FEDRHTLGDKARNITEQ-G 
     290       300       310       320            330       340     
 
         50        60        70        80                           
AAD-12 AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM                           
            :: .. ..::  . :.  ...:                                  
gi|679 ----YGGMSVYTLSNEDVHGVCGDKNPLLHAINSNYFRGIVTEPTVVTVTPVTHTTEHVT 
               350       360       370       380       390          
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:32 2011 done: Fri Jan 21 00:02:32 2011 
 Total Scan time:  0.070 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 21  - 100 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     2     2:* 
  32    14     8:=*== 
  34    17    22:=====* 
  36    47    44:==========*= 
  38    82    73:==================*== 
  40    97   102:=========================* 
  42   101   125:==========================     * 
  44   215   138:==================================*=================== 
  46   131   140:================================= * 
  48   133   134:=================================* 
  50   100   122:=========================     * 
  52    77   108:====================      * 
  54    83    92:===================== * 
  56    65    77:=================  * 
  58    63    63:===============* 
  60    52    51:============* 
  62    45    41:==========*= 
  64    48    33:========*=== 
  66    11    26:===   * 
  68    16    20:====* 
  70    28    16:===*=== 
  72    11    12:==* 
  74    14    10:==*= 
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  76    13     8:=*== 
  78     7     6:=* 
  80     1     5:=* 
  82     6     3:*= 
  84     1     3:* 
  86     3     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.83550.00328; mu= 7.6326 0.169 
 mean_var=41.388710.829, 0's: 2 Z-trim: 2  B-trim: 11 in 1/43 
 Lambda= 0.199358 
 Kolmogorov-Smirnov  statistic: 0.0414 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.080 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   59 22.2     2.5 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   60 22.5     4.4 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   55 21.0     5.4 
gi|59895730|gb|AAX11262.1| pectin methylesterase a ( 339)   61 22.8     5.5 
gi|59895728|gb|AAX11261.1| pectin methylesterase a ( 339)   61 22.8     5.5 
gi|225810597|gb|ACO34813.1| Sal k 1 pollen allerge ( 339)   61 22.8     5.5 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   61 22.8     7.4 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   61 22.8     7.7 
gi|51242679|gb|AAT99258.1| pectin-methyltransferas ( 362)   59 22.2     8.8 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   60 22.5      11 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   56 21.4      12 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   52 20.2      12 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   52 20.2      12 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   52 20.2      12 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   52 20.2      12 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   50 19.6      15 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   45 18.1      17 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   51 19.9      21 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   54 20.8      21 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   56 21.4      22 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   49 19.3      23 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   56 21.4      23 
gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   50 19.6      24 
gi|56405054|sp|P84298.1|GLB75_CHITH RecName: Full= ( 161)   50 19.6      24 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   53 20.5      25 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   54 20.8      27 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   53 20.5      30 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   53 20.5      30 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   53 20.5      30 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   53 20.5      30 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   53 20.5      30 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   53 20.5      30 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   53 20.5      30 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   53 20.5      30 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   53 20.5      30 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 19.9      30 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 19.6      32 
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gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   52 20.2      32 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 19.9      32 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 19.0      32 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   54 20.8      33 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   47 18.7      35 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   48 19.0      35 
gi|121244|sp|P12548.1|GLB73_CHITH RecName: Full=Gl ( 161)   48 19.0      35 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   54 20.8      36 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   53 20.5      36 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   49 19.3      38 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   52 20.2      38 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 19.6      39 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 19.6      39 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   49 19.3      39 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   49 19.3      40 
gi|121248|sp|P12549.1|GLB76_CHITH RecName: Full=Gl ( 161)   47 18.7      43 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   52 20.2      44 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   53 20.5      47 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   46 18.5      52 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 18.5      52 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   46 18.5      52 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   46 18.5      52 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   46 18.5      52 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   46 18.5      52 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 18.5      52 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   46 18.5      52 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   46 18.5      52 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   46 18.5      52 
gi|56405052|sp|P84296.1|GLB74_CHITH RecName: Full= ( 161)   46 18.5      53 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   49 19.3      53 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   50 19.6      55 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   44 17.9      55 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   44 17.9      55 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   49 19.4      56 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   48 19.1      58 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   48 19.1      58 
gi|62240392|gb|AAX77384.1| 11S globulin precursor  ( 523)   51 20.0      60 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   48 19.1      61 
gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Ente ( 233)   47 18.8      61 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   46 18.5      62 
gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full= (  85)   42 17.3      63 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   45 18.2      64 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   45 18.2      64 
gi|11762104|gb|AAG40330.1|AF323974_1 major allerge ( 161)   45 18.2      64 
gi|11762102|gb|AAG40329.1|AF323973_1 major allerge ( 161)   45 18.2      64 
gi|5726304|gb|AAD48405.1|AF136945_1 major allergen ( 161)   45 18.2      64 
gi|15809696|gb|AAL07320.1| profilin [Litchi chinen ( 131)   44 17.9      64 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   44 17.9      64 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   44 17.9      64 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   44 17.9      64 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   44 17.9      64 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   48 19.1      66 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   49 19.4      66 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   49 19.4      66 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   49 19.4      66 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   44 17.9      68 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   47 18.8      69 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   47 18.8      69 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   48 19.1      73 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   42 17.3      74 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   52 20.3      75 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   52 20.3      77 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   49 19.4      77 
gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full= ( 131)   43 17.6      78 
gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 ( 131)   43 17.6      78 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   44 17.9      81 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   44 17.9      81 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   48 19.1      81 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   49 19.4      86 
gi|886967|emb|CAA59340.1| low molecular weight glu ( 276)   46 18.5      87 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   46 18.5      90 
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gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triti ( 439)   48 19.1      92 
gi|46410859|gb|AAR98518.1| major latex allergen He ( 366)   47 18.8      94 
gi|34851176|gb|AAP15200.1| profilin-like protein [ ( 131)   42 17.3      94 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   44 17.9      95 
gi|67975085|gb|AAY84563.1| group 18 allergen prote ( 462)   48 19.1      96 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   44 17.9      97 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 95.5  bits: 22.2 E():  2.5 
Smith-Waterman score: 59; 44.4% identity (66.7% similar) in 18 aa overlap (63-80:30-47) 
 
             40        50        60        70        80             
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK             
                                     :.  .:::.  ::. : :             
gi|126  TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTKKGNLWEVKSAKP 
                10        20        30        40        50          
 
gi|126 LTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
      60        70        80        90        
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 90.9  bits: 22.5 E():  4.4 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (27-58:133-160) 
 
                   10        20        30        40        50       
AAD-12     GVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|221 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
            110       120       130       140           150         
 
         60        70        80                                     
AAD-12 AISNVKADGTVRQHSPAEWDDMMK                                     
       :.                                                           
gi|221 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
      160       170       180       190       200       210         
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 89.3  bits: 21.0 E():  5.4 
Smith-Waterman score: 55; 38.9% identity (66.7% similar) in 18 aa overlap (63-80:30-47) 
 
             40        50        60        70        80             
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK             
                                     :.  .:::.  ::. . :             
gi|144  VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKKGNLWEVKSSKP 
                10        20        30        40        50          
 
gi|144 LTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
      60        70        80        90       
 
>>gi|59895730|gb|AAX11262.1| pectin methylesterase aller  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 89.2  bits: 22.8 E():  5.5 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (2-34:238-270) 
 
                                            10        20        30  
AAD-12                              GVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|598 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
              40        50        60        70        80            
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK            
       ::.                                                          
gi|598 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|59895728|gb|AAX11261.1| pectin methylesterase aller  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 89.2  bits: 22.8 E():  5.5 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (2-34:238-270) 
 
                                            10        20        30  
AAD-12                              GVHLATLDDAGFAALHAAWLQHALLIFPGQH 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 564



 

 

                                     ::  .   .: : :  ::.. : ..:   . 
gi|598 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
              40        50        60        70        80            
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK            
       ::.                                                          
gi|598 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|225810597|gb|ACO34813.1| Sal k 1 pollen allergen [S  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 89.2  bits: 22.8 E():  5.5 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (2-34:238-270) 
 
                                            10        20        30  
AAD-12                              GVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|225 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
              40        50        60        70        80            
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK            
       ::.                                                          
gi|225 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 86.9  bits: 22.8 E():  7.4 
Smith-Waterman score: 61; 38.7% identity (58.1% similar) in 31 aa overlap (28-58:108-138) 
 
                  10        20        30        40        50        
AAD-12    GVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA 
                                     : :  .. :.  :  :   :.:.  :::.: 
gi|259 YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIA 
        80        90       100       110       120       130        
 
        60        70        80                                      
AAD-12 ISNVKADGTVRQHSPAEWDDMMK                                      
       :                                                            
gi|259 IPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGR 
       140       150       160       170       180       190        
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  60 init1:  60 opt:  61  Z-score: 86.5  bits: 22.8 E():  7.7 
Smith-Waterman score: 61; 32.7% identity (59.6% similar) in 52 aa overlap (5-52:83-134) 
 
                                         10        20        30     
AAD-12                           GVHLATLDDAGFAALHAAWLQHALLIFPGQH--L 
                                     .: :.:: ::.... :.  :  .: ::  . 
gi|215 NPTGGHSKMESKPILNGHGYCHIHFWIGSESTKDEAGVAAIKSVELDDFLGGYPVQHREI 
             60        70        80        90       100       110   
 
             40          50        60        70        80           
AAD-12 SNDQQITFAKRF--GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK           
        . ..  :.. :  : :   ::                                       
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
>>gi|51242679|gb|AAT99258.1| pectin-methyltransferase pr  (362 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 85.6  bits: 22.2 E():  8.8 
Smith-Waterman score: 59; 33.3% identity (57.6% similar) in 33 aa overlap (2-34:261-293) 
 
                                            10        20        30  
AAD-12                              GVHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|512 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFDAARVVFSYCN 
              240       250       260       270       280       290 
 
              40        50        60        70        80            
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK            
       ::.                                                          
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gi|512 LSDAAKPEGWSDNNKPEAQKTILFGEYKNTGPGAAPDKRAPYTKQLTEADAKTFTSLEYI 
              300       310       320       330       340       350 
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 84.1  bits: 22.5 E():   11 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (27-58:131-158) 
 
                   10        20        30        40        50       
AAD-12     GVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|213 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
              110       120       130       140           150       
 
         60        70        80                                     
AAD-12 AISNVKADGTVRQHSPAEWDDMMK                                     
       :.                                                           
gi|213 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
        160       170       180       190       200       210       
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 83.2  bits: 21.4 E():   12 
Smith-Waterman score: 56; 26.9% identity (49.3% similar) in 67 aa overlap (18-79:33-99) 
 
                            10        20        30         40       
AAD-12              GVHLATLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFGA 
                                     : .:: .. .  : :  . :: :   . :  
gi|273 MEHYLKTYLSWLTEEQKEKLKEMKEAGQTKAEIQHEVMHYYDQLHGEEKQQATEKLKVGC 
             10        20        30        40        50        60   
 
         50            60        70        80                       
AAD-12 IERIGG--GD--IVAISNVKADGTVRQHSPAEWDDMMK                       
          . :  :.  .: . :::  :.  :.   . . :.                        
gi|273 KMLLKGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIF 
             70        80        90       100       110       120   
 
gi|273 GATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKELEAKILHYYDEL 
            130       140       150       160       170       180   
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.9  bits: 20.2 E():   12 
Smith-Waterman score: 52; 25.0% identity (59.1% similar) in 44 aa overlap (37-80:29-72) 
 
         10        20        30        40        50        60       
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ..::. . :. :.  .  .   ... :.   
gi|400   MSMASSSSSGLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVE 
                 10        20        30        40        50         
 
         70        80                                               
AAD-12 VRQHSPAEWDDMMK                                               
       .:.:.  ::  : :                                               
gi|400 LREHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
       60        70        80        90       100       110         
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.9  bits: 20.2 E():   12 
Smith-Waterman score: 52; 25.0% identity (59.1% similar) in 44 aa overlap (37-80:29-72) 
 
         10        20        30        40        50        60       
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ..::. . :. :.  .  .   ... :.   
gi|117   MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVE 
                 10        20        30        40        50         
 
         70        80                                               
AAD-12 VRQHSPAEWDDMMK                                               
       .:.:.  ::  : :                                               
gi|117 LREHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
       60        70        80        90       100       110         
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
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 initn:  52 init1:  52 opt:  52  Z-score: 82.9  bits: 20.2 E():   12 
Smith-Waterman score: 52; 25.0% identity (59.1% similar) in 44 aa overlap (37-80:29-72) 
 
         10        20        30        40        50        60       
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ..::. . :. :.  .  .   ... :.   
gi|400   MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVE 
                 10        20        30        40        50         
 
         70        80                                               
AAD-12 VRQHSPAEWDDMMK                                               
       .:.:.  ::  : :                                               
gi|400 LREHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
       60        70        80        90       100       110         
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.9  bits: 20.2 E():   12 
Smith-Waterman score: 52; 25.0% identity (59.1% similar) in 44 aa overlap (37-80:29-72) 
 
         10        20        30        40        50        60       
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ..::. . :. :.  .  .   ... :.   
gi|400   MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVE 
                 10        20        30        40        50         
 
         70        80                                               
AAD-12 VRQHSPAEWDDMMK                                               
       .:.:.  ::  : :                                               
gi|400 LREHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
       60        70        80        90       100       110         
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 81.3  bits: 19.6 E():   15 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (51-66:29-43) 
 
               30        40        50        60        70        80 
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105   CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
                 10        20        30         40        50        
 
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
        60        70        80        90          
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 80.5  bits: 18.1 E():   17 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (36-59:17-38) 
 
          10        20        30        40        50        60      
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .. :       
gi|217               LVSVEHQAARLKVAKAQQL--AAQLPAMCRLEGGDALSASQ      
                             10          20        30               
 
          70        80 
AAD-12 TVRQHSPAEWDDMMK 
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 78.6  bits: 19.9 E():   21 
Smith-Waterman score: 51; 21.5% identity (52.3% similar) in 65 aa overlap (1-65:107-171) 
 
                                             10        20        30 
AAD-12                               GVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :. .:   .. .:...:.  .    .  .: 
gi|249 NKAIKERHGGAYETYKFIPSLEASRSKQAYGATVARAPEVKYAVFEAGLTKAITAMSEAQ 
         80        90       100       110       120       130       
 
               40        50        60        70        80 
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
       ....  . . :   ::    ::.  :: :   . :                
gi|249 KVAKPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV            
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        140       150       160       170                 
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 78.6  bits: 20.8 E():   21 
Smith-Waterman score: 54; 25.6% identity (48.7% similar) in 39 aa overlap (37-75:191-229) 
 
         10        20        30        40        50        60       
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ::..   .:   :  : :..   .. :    
gi|320 KEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDP 
              170       180       190       200       210       220 
 
         70        80                                               
AAD-12 VRQHSPAEWDDMMK                                               
       : . . : :                                                    
gi|320 VISFKTALWFWMTPQSPKPSCHNVITGRWTPSAADRAAGRLPGYGVITNIINGGIECGKG 
              230       240       250       260       270       280 
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 78.3  bits: 21.4 E():   22 
Smith-Waterman score: 56; 30.3% identity (50.0% similar) in 66 aa overlap (12-77:241-292) 
 
                                  10        20        30        40  
AAD-12                    GVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     :...   .::::. .        :.: .   
gi|112 YQQQQGSRPHYRQISPRVRGDEQENEGSNIFSGFAQEFLQHAFQV--------DRQTVEN 
              220       230       240       250               260   
 
              50        60        70        80                      
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK                      
        : :  ::   : ::...     : .:  :: : :.                         
gi|112 LR-GENEREEQGAIVTVK-----GGLRILSPDEEDESSRSPPSRREEFDEDRSRPQQRGK 
             270            280       290       300       310       
 
gi|112 YDENRRGYKNGIEETICSASVKKNLGRSSNPDIYNPQAGSLRSVNELDLPILGWLGLSAQ 
        320       330       340       350       360       370       
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.1  bits: 19.3 E():   23 
Smith-Waterman score: 49; 36.4% identity (72.7% similar) in 22 aa overlap (9-30:20-41) 
 
                          10        20        30        40          
AAD-12            GVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                          :.. :.: : . .:..: : .:                    
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQE 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMK                              
                                                                    
gi|217 IQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLV 
               70        80        90       100       110       120 
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 78.0  bits: 21.4 E():   23 
Smith-Waterman score: 56; 40.6% identity (56.2% similar) in 32 aa overlap (29-58:153-184) 
 
                 10        20        30        40          50       
AAD-12   GVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK--RFGAIERIGGGDIV 
                                     ::.   .::  : .  :    .::  ::.: 
gi|258 QGQQEQQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVV 
            130       140       150       160       170       180   
 
         60        70        80                                     
AAD-12 AISNVKADGTVRQHSPAEWDDMMK                                     
       ::                                                           
gi|258 AIPAGVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQ 
            190       200       210       220       230       240   
 
>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 77.7  bits: 19.6 E():   24 
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Smith-Waterman score: 50; 20.7% identity (51.2% similar) in 82 aa overlap (1-79:60-141) 
 
                                             10        20           
AAD-12                               GVHLATLDDAGFAALHAAWLQ---HALLIF 
                                     :  : ::  .:  : ::. .      .. . 
gi|170 WAQVKHSEVDILYYIFKANPDIMAKFPQFAGKDLETLKGTGQFATHAGRIVGFVSEIVAL 
      30        40        50        60        70        80          
 
        30        40        50        60        70        80        
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK        
        :.  .   . :. : ..: ..  :   . ... .:. .   .: . :.: .         
gi|170 MGNSANMPAMETLIKDMAANHKARGIPKAQFNEFRASLVSYLQSKVSWNDSLGAAWTQGL 
      90       100       110       120       130       140          
 
gi|170 DNVFNMMFSYL 
     150       160 
 
>>gi|56405054|sp|P84298.1|GLB75_CHITH RecName: Full=Glob  (161 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 50; 20.0% identity (56.2% similar) in 80 aa overlap (1-77:61-140) 
 
                                             10        20           
AAD-12                               GVHLATLDDAGFAALHAAWLQHAL--LIFP 
                                     :  ::.. :.:  : ::. .   :  .:   
gi|564 WKAVSHNEVEILAAVFAAYPDIQNKFSQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
       30         40        50        60        70        80        
AAD-12 GQHLSNDQQI-TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK        
       . . ::   . ......:  ..  : . . ... ..  ..  .. . : :           
gi|564 SGNTSNAAAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLQANVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
gi|564 DNTFAIVVPRL 
              160  
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 77.3  bits: 20.5 E():   25 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (16-59:194-239) 
 
                              10        20        30         40     
AAD-12                GVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|261 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
           170       180       190       200       210       220    
 
           50         60        70        80                        
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMK                        
       .:.:: .::.. :..:                                             
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 76.7  bits: 20.8 E():   27 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (62-77:89-105) 
 
              40        50        60         70        80           
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMK           
                                     :.::: : : .::.: .              
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       60        70        80        90       100       110         
 
gi|114 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      120       130       140       150       160       170         
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.0  bits: 20.5 E():   30 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (16-59:230-275) 
 
                              10        20        30         40     
AAD-12                GVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
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                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLANIYPYFTYADNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
           50         60        70        80                        
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMK                        
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.0  bits: 20.5 E():   30 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (16-59:230-275) 
 
                              10        20        30         40     
AAD-12                GVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|268 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
           50         60        70        80                        
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMK                        
       .:.:: .::.. :..:                                             
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.0  bits: 20.5 E():   30 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (16-59:230-275) 
 
                              10        20        30         40     
AAD-12                GVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|118 GFLSSIRSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
           50         60        70        80                        
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMK                        
       .:.:: .::.. :..:                                             
gi|118 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.0  bits: 20.5 E():   30 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (16-59:230-275) 
 
                              10        20        30         40     
AAD-12                GVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSSXSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
           50         60        70        80                        
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMK                        
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.0  bits: 20.5 E():   30 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (16-59:230-275) 
 
                              10        20        30         40     
AAD-12                GVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|270 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
           50         60        70        80                        
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMK                        
       .:.:: .::.. :..:                                             
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gi|270 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPDRAIETYL 
     260       270       280       290       300       310          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.0  bits: 20.5 E():   30 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (16-59:230-275) 
 
                              10        20        30         40     
AAD-12                GVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|327 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
           50         60        70        80                        
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMK                        
       .:.:: .::.. :..:                                             
gi|327 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.0  bits: 20.5 E():   30 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (16-59:230-275) 
 
                              10        20        30         40     
AAD-12                GVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
           50         60        70        80                        
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMK                        
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.0  bits: 20.5 E():   30 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (16-59:230-275) 
 
                              10        20        30         40     
AAD-12                GVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLTNIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
           50         60        70        80                        
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMK                        
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.0  bits: 20.5 E():   30 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (16-59:230-275) 
 
                              10        20        30         40     
AAD-12                GVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
           50         60        70        80                        
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMK                        
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 75.8  bits: 19.9 E():   30 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (51-66:181-195) 
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               30        40        50        60        70        80 
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 75.5  bits: 19.6 E():   32 
Smith-Waterman score: 50; 40.0% identity (72.0% similar) in 25 aa overlap (55-79:9-29) 
 
           30        40        50        60        70        80     
AAD-12 LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK     
                                     :::.....: .    :.:: .:: :      
gi|144                       MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMV 
                                     10            20        30     
 
gi|144 DQIVKSLTTKKELDPFKIEQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKID 
           40        50        60        70        80        90     
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.4  bits: 20.2 E():   32 
Smith-Waterman score: 62; 22.6% identity (64.5% similar) in 62 aa overlap (13-74:232-286) 
 
                                 10        20        30        40   
AAD-12                   GVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 
                                     ::.:.  . :....   :. ...: : .   
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIHS--VVHSIIMQQQQQQQQQQGIDIFL 
             210       220       230         240       250          
 
             50        60        70        80                       
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK                       
        ..  :..: :..:     ...: .. ..::.                             
gi|170 PLSQHEQVGQGSLV-----QGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSIMR 
     260       270            280       290       300       310     
 
gi|170 APFASIVAGIGGQ 
          320        
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 75.3  bits: 19.9 E():   32 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (51-66:199-213) 
 
               30        40        50        60        70        80 
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 75.3  bits: 19.0 E():   32 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (59-75:2-19) 
 
       30        40        50        60         70        80        
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD-GTVRQHSPAEWDDMMK        
                                     ..: .: :.. ..::.::             
gi|250                              PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPF 
                                            10        20        30  
 
gi|250 PRCRALVKSQCAGGQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDK 
              40        50        60        70        80        90  
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 75.2  bits: 20.8 E():   33 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (62-77:119-135) 
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              40        50        60         70        80           
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMK           
                                     :.::: : : .::.: .              
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       90       100       110       120       130       140         
 
gi|476 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      150       160       170       180       190       200         
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 74.6  bits: 18.7 E():   35 
Smith-Waterman score: 47; 28.6% identity (68.6% similar) in 35 aa overlap (37-70:93-127) 
 
         10        20        30        40         50        60      
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA-KRFGAIERIGGGDIVAISNVKADG 
                                     :  :. :.   :....: :.:. ..: .   
gi|121 FKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVT 
             70        80        90       100       110       120   
 
          70        80 
AAD-12 TVRQHSPAEWDDMMK 
       .::..           
gi|121 SVRSYKRI        
            130        
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 74.6  bits: 19.0 E():   35 
Smith-Waterman score: 48; 25.6% identity (62.8% similar) in 43 aa overlap (18-60:78-119) 
 
                            10        20        30        40        
AAD-12              GVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ....  .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
        50        60        70        80                      
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK                      
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|121244|sp|P12548.1|GLB73_CHITH RecName: Full=Globin  (161 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 74.6  bits: 19.0 E():   35 
Smith-Waterman score: 48; 17.5% identity (55.0% similar) in 80 aa overlap (1-77:61-140) 
 
                                             10        20           
AAD-12                               GVHLATLDDAGFAALHAAWLQHAL---LIF 
                                     :  ::.. :.:  : ::. .   :   . . 
gi|121 WKAVSHNEVDILAAVFAAYPDIQAKFPQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
        30        40        50        60        70        80        
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK        
        :.. . .   ......:  ..  : . . ... ..  ..   . . : :           
gi|121 SGNESNASAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLSNHVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
gi|121 DNTYAIVVPRL 
              160  
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 74.5  bits: 20.8 E():   36 
Smith-Waterman score: 54; 25.4% identity (56.7% similar) in 67 aa overlap (8-74:332-392) 
 
                                      10        20        30        
AAD-12                        GVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQ 
                                     : :   :   .. ....:.:   : :..:: 
gi|572 ASLEGLSPHVPLYKVMEGNEPCFFTTFFSWDPAKAIAHGNSFQKKVMLLFGVGHASENQQ 
             310       320       330       340       350       360  
 
        40        50        60        70        80                  
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AAD-12 ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK                  
            ::.. .. ::.   : . .  ...  . :::.                        
gi|572 -----RFNGTNQ-GGATQRASALAALNSAFSSSSPAKSSSAPRSAGKSPGSQRAAAIAAL 
                   370       380       390       400       410      
 
gi|572 SSALSAEKKQPPEGGSPLRLSRTSSVDAIAPGNEVSTAEIEDSKEVPERKEIETVEPAET 
         420       430       440       450       460       470      
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 74.5  bits: 20.5 E():   36 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (34-54:330-350) 
 
            10        20        30        40        50        60    
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|149 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
            70        80                                            
AAD-12 DGTVRQHSPAEWDDMMK                                            
                                                                    
gi|149 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 74.1  bits: 19.3 E():   38 
Smith-Waterman score: 49; 29.3% identity (51.7% similar) in 58 aa overlap (20-77:63-116) 
 
                          10        20        30        40          
AAD-12            GVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|833 HHQTYVNGLNAALEAQKKAAEANDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
             40        50        60        70           80          
 
      50        60        70        80                              
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMK                              
        ::: :     .::    :  :  .. :                                 
gi|833 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
       90       100       110       120       130       140         
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.0  bits: 20.2 E():   38 
Smith-Waterman score: 52; 26.1% identity (60.9% similar) in 46 aa overlap (19-62:117-160) 
 
                           10        20          30        40       
AAD-12             GVHLATLDDAGFAALHAAWL--QHALLIFPGQHLSNDQQITFAKRFGA 
                                     :.  :. ..:.  :..   .. :.  : .  
gi|113 IYMVTSDQDDDVVNPKEGTLRFGATQDRPLWIIFQRDMIIYLQQEMVVTSDKTIDGRGAK 
         90       100       110       120       130       140       
 
         50        60        70        80                           
AAD-12 IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK                           
       .: . ::  ... :::                                             
gi|113 VELVYGG--ITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGDAIHVTGSS 
        150         160       170       180       190       200     
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 73.8  bits: 19.6 E():   39 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (51-66:198-212) 
 
               30        40        50        60        70        80 
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
gi|115 RKDSDKPIKGPITVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
        230       240       250       260          
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 73.8  bits: 19.6 E():   39 
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Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (51-66:198-212) 
 
               30        40        50        60        70        80 
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
        230       240       250       260          
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 73.7  bits: 19.3 E():   39 
Smith-Waterman score: 49; 29.3% identity (51.7% similar) in 58 aa overlap (20-77:74-127) 
 
                          10        20        30        40          
AAD-12            GVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|164 HHQTYVNGLNAALEAQKKAAEATDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
            50        60        70        80           90           
 
      50        60        70        80                              
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMK                              
        ::: :     .::    :  :  .. :                                 
gi|164 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
     100       110       120       130       140       150          
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.7  bits: 19.3 E():   40 
Smith-Waterman score: 49; 33.3% identity (57.1% similar) in 21 aa overlap (17-37:10-30) 
 
               10        20        30        40        50        60 
AAD-12 GVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN 
                       :::.      ::: :  ....                        
gi|944        MKTLGVLFIAAWFIACTHSFPGAHDEDSKEERKNVDTVLVLPSIERDQMMAAT 
                      10        20        30        40        50    
 
               70        80                                         
AAD-12 VKADGTVRQHSPAEWDDMMK                                         
                                                                    
gi|944 FDFPSLSFEDSDEGSNWNWNTLLRPNFLDGWYQTLQSAISAHMKKVREQMAGILSRIPEQ 
            60        70        80        90       100       110    
 
>>gi|121248|sp|P12549.1|GLB76_CHITH RecName: Full=Globin  (161 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 47; 20.0% identity (56.2% similar) in 80 aa overlap (1-77:61-140) 
 
                                             10        20           
AAD-12                               GVHLATLDDAGFAALHAAWLQHAL--LIFP 
                                     :  ::.. :.:  : ::. .   :  .:   
gi|121 WKAVSHNEVEILAAVFAAYPDIQNKFSQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
       30         40        50        60        70        80        
AAD-12 GQHLSNDQQI-TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK        
       . . ::   . ......:  ..  : . . ... ..  ..  .. . : :           
gi|121 SGNDSNAAAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLQANVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
gi|121 DNTFAIVVPRL 
              160  
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.8  bits: 20.2 E():   44 
Smith-Waterman score: 52; 25.0% identity (65.6% similar) in 32 aa overlap (27-58:117-148) 
 
                   10        20        30        40        50       
AAD-12     GVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : :.. .....  :  .   ....  :::. 
gi|303 APKLYYVTQGRGILGVLMPGCPETFQSMSQFQGSREQEEERGRFQDQHQKVHHLKKGDII 
         90       100       110       120       130       140       
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         60        70        80                                     
AAD-12 AISNVKADGTVRQHSPAEWDDMMK                                     
       ::                                                           
gi|303 AIPAGVALWCYNDGDEDLVTVLVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLR 
        150       160       170       180       190       200       
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 72.3  bits: 20.5 E():   47 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (34-54:330-350) 
 
            10        20        30        40        50        60    
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|169 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
            70        80                                            
AAD-12 DGTVRQHSPAEWDDMMK                                            
                                                                    
gi|169 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (18-60:77-118) 
 
                            10        20        30        40        
AAD-12              GVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|402 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
         50        60        70        80        90        100      
 
        50        60        70        80                      
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK                      
          :::.:: ::.                                          
gi|402 AAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
         110       120       130       140       150          
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (51-60:109-118) 
 
               30        40        50        60        70        80 
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
gi|534 KAEALFRAVESYLLAHSDAYN 
      140       150          
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 23.3% identity (62.8% similar) in 43 aa overlap (18-60:78-119) 
 
                            10        20        30        40        
AAD-12              GVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :... .   ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLE-KVSHELKIV 
        50        60        70        80        90        100       
 
        50        60        70        80                      
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK                      
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (18-60:78-119) 
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                            10        20        30        40        
AAD-12              GVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
        50        60        70        80                      
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK                      
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (18-60:78-119) 
 
                            10        20        30        40        
AAD-12              GVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
        50        60        70        80                      
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK                      
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (18-60:78-119) 
 
                            10        20        30        40        
AAD-12              GVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
        50        60        70        80                      
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK                      
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (51-60:110-119) 
 
               30        40        50        60        70        80 
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
gi|534 KAEALFRAVESYLLAHSDAYN 
     140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (18-60:78-119) 
 
                            10        20        30        40        
AAD-12              GVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
        50        60        70        80                      
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK                      
          :::.:: ::.                                          
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gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (18-60:78-119) 
 
                            10        20        30        40        
AAD-12              GVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|730 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
        50        60        70        80                      
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK                      
          :::.:: ::.                                          
gi|730 AAPGGGSIVKISSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (18-60:78-119) 
 
                            10        20        30        40        
AAD-12              GVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
        50        60        70        80                      
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK                      
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|56405052|sp|P84296.1|GLB74_CHITH RecName: Full=Glob  (161 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.4  bits: 18.5 E():   53 
Smith-Waterman score: 46; 47.1% identity (64.7% similar) in 17 aa overlap (1-17:61-77) 
 
                                             10        20        30 
AAD-12                               GVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     :  ::.. :.:  : ::              
gi|564 WKAVSHNEVDILAAVFAAYPDIQAKFPQFAGKDLASIKDTGAFATHATRIVSFLSEVIAL 
               40        50        60        70        80        90 
 
               40        50        60        70        80           
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK           
                                                                    
gi|564 SGNASNAAAVEGLLNKLGSDHKARGVSAAQFGEFRTALVSYLSNHVSWGDNVAAAWNKAL 
              100       110       120       130       140       150 
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.3  bits: 19.3 E():   53 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (19-50:157-188) 
 
                           10        20        30        40         
AAD-12             GVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
        130       140       150       160       170       180       
 
       50        60        70        80                             
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMK                             
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
        190       200       210       220       230       240       
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 71.1  bits: 19.6 E():   55 
Smith-Waterman score: 50; 26.8% identity (51.2% similar) in 41 aa overlap (23-59:190-230) 
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                       10        20        30            40         
AAD-12         GVHLATLDDAGFAALHAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::  .  :    ::.  
gi|215 NKPVIFTKSNLAKSPELDAKMYDICYSTAAAPIYFPPHHFVTHTSNGARYEFNLVDGAVA 
     160       170       180       190       200       210          
 
       50        60        70        80                             
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMK                             
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.1  bits: 17.9 E():   55 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (36-54:35-53) 
 
          10        20        30        40        50        60      
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
          70        80                                  
AAD-12 TVRQHSPAEWDDMMK                                  
                                                        
gi|191 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.1  bits: 17.9 E():   55 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (36-54:35-53) 
 
          10        20        30        40        50        60      
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
          70        80                                  
AAD-12 TVRQHSPAEWDDMMK                                  
                                                        
gi|730 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.9  bits: 19.4 E():   56 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (19-50:176-207) 
 
                           10        20        30        40         
AAD-12             GVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
         150       160       170       180       190       200      
 
       50        60        70        80                             
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMK                             
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
         210       220       230       240       250       260      
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 48; 26.7% identity (60.0% similar) in 45 aa overlap (35-79:213-256) 
 
           10        20        30        40        50        60     
AAD-12 ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|249 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
            190       200       210       220       230        240  
 
           70        80             
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AAD-12 GTVRQHSPAEWDDMMK             
        :..  . ::..:..              
gi|249 YTTEGGTKAEFEDVIPEGWKADTHDASK 
             250       260          
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.6  bits: 19.1 E():   58 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (27-37:90-100) 
 
                   10        20        30        40        50       
AAD-12     GVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
         60        70        80                                     
AAD-12 AISNVKADGTVRQHSPAEWDDMMK                                     
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|62240392|gb|AAX77384.1| 11S globulin precursor [Sin  (523 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 70.4  bits: 20.0 E():   60 
Smith-Waterman score: 51; 30.0% identity (63.3% similar) in 30 aa overlap (29-57:173-202) 
 
                 10        20        30         40        50        
AAD-12   GVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQ-QITFAKRFGAIERIGGGDIVA 
                                     ::. ...: :  :   .  .:..  ::..: 
gi|622 QQGQQGQQGQQQGQQGQQGQQGQQGQQGQQGQQGQQQQGQQGFRDMYQKVEHVRHGDVIA 
            150       160       170       180       190       200   
 
        60        70        80                                      
AAD-12 ISNVKADGTVRQHSPAEWDDMMK                                      
                                                                    
gi|622 NTPGSAHWIYNTGDKPLVIISLLDIANYQNQLDRNPRVFRLAGNNPQGGFGGPQQQQPQQ 
            210       220       230       240       250       260   
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 50; 29.7% identity (54.1% similar) in 37 aa overlap (4-37:18-54) 
 
                             10        20           30        40    
AAD-12               GVHLATLDDAGFAALHAAWLQHAL---LIFPGQHLSNDQQITFAKR 
                        .: .: . . .:.  : :. :     :: :   ..::       
gi|219 MKTFLVFALLAVVATSAIAQMDTSCIPGLERPWQQQPLPPQQTFPQQPPFSQQQQQQPFP 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK                        
                                                                    
gi|219 QQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQQQLILPPQQQQQLPQQQISIVQPSV 
               70        80        90       100       110       120 
 
>>gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Enteroto  (233 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 70.2  bits: 18.8 E():   61 
Smith-Waterman score: 47; 23.3% identity (51.2% similar) in 43 aa overlap (16-55:44-85) 
 
                              10        20           30        40   
AAD-12                GVHLATLDDAGFAALHAAWLQHALLI---FPGQHLSNDQQITFAK 
                                     :  .:::..:.   :  .   ::  . : . 
gi|163 KKSELQGTALGNLKQIYYYNEKAKTENKESHDQFLQHTILFKGFFTDHSWYNDLLVDFDS 
            20        30        40        50        60        70    
 
             50        60        70        80                       
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK                       
       .   ...  :  .                                                
gi|163 K-DIVDKYKGKKVDLYGAYYGYQCAGGTPNKTACMYGGVTLHDNNRLTEEKKVPINLWLD 
             80        90       100       110       120       130   
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 70.1  bits: 18.5 E():   62 
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Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 42 aa overlap (27-68:98-133) 
 
                   10        20        30        40        50       
AAD-12     GVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :::       .. .:..: ::.  : :  : 
gi|223 LADFNKDGEVTVDEFKQAVQKHCQGKKYGDFPGAF-----KVFIANQFKAIDVNGDGK-V 
        70        80        90       100            110       120   
 
         60        70        80                                     
AAD-12 AISNVKADGTVRQHSPAEWDDMMK                                     
       .... . :  .:                                                 
gi|223 GLDEYRLDCITRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCS 
             130       140       150       160       170       180  
 
>>gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full=Polc  (85 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 70.0  bits: 17.3 E():   63 
Smith-Waterman score: 42; 36.8% identity (47.4% similar) in 38 aa overlap (42-79:17-51) 
 
              20        30        40        50        60        70  
AAD-12 FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS 
                                     ::: :    : : : :    .:  :. . . 
gi|144               MADDHPQDKAERERIFKRFDAN---GDGKISAAELGEALKTLGSIT 
                             10        20           30        40    
 
              80                                  
AAD-12 PAEWDDMMK                                  
       : :   ::                                   
gi|144 PDEVKHMMAEIDTDGDGFISFQEFTDFGRANRGLLKDVAKIF 
            50        60        70        80      
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 45; 23.3% identity (60.5% similar) in 43 aa overlap (18-60:78-119) 
 
                            10        20        30        40        
AAD-12              GVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
        50        60        70        80                      
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK                      
          :::..: ::.                                          
gi|167 AAPGGGSVVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 45; 24.4% identity (61.0% similar) in 41 aa overlap (20-60:80-119) 
 
                          10        20        30        40          
AAD-12            GVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :. :.    ....  .   
gi|730 GPGTIKKITFSEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLG-DKLEKVSHELKIVAA 
      50        60        70        80        90        100         
 
      50        60        70        80                      
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMK                      
        :::.:: ::.                                          
gi|730 PGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      110       120       130       140       150       160 
 
>>gi|11762104|gb|AAG40330.1|AF323974_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (16-60:77-120) 
 
                              10        20        30         40     
AAD-12                GVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
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           50        60        70        80                      
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK                      
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|11762102|gb|AAG40329.1|AF323973_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (16-60:77-120) 
 
                              10        20        30         40     
AAD-12                GVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
           50        60        70        80                      
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK                      
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|5726304|gb|AAD48405.1|AF136945_1 major allergen Cor  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (16-60:77-120) 
 
                              10        20        30         40     
AAD-12                GVHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|572 GNGGPGTIKKITFAEGNEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
           50        60        70        80                      
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK                      
       .:  . :::.:. :..                                          
gi|572 AAAPH-GGGSILKITSKYHTKGNASINEEEIKAGKEKAAGLFKAVEAYLLAHPDAYC 
         110        120       130       140       150       160  
 
>>gi|15809696|gb|AAL07320.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 44; 25.0% identity (58.9% similar) in 56 aa overlap (10-63:45-100) 
 
                                    10        20        30          
AAD-12                      GVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 
                                     : .::.   . . . :   : ::.. . .. 
gi|158 TDGQHLTAAAIIGHDGSVWAQSANFPQFKPAEIAAIMKDFDEPGSLAPTGLHLGGTKYMV 
           20        30        40        50        60        70     
 
      40          50        60        70        80               
AAD-12 FAKRFGAIER--IGGGDIVAISNVKADGTVRQHSPAEWDDMMK               
       .  . ::. :   : : :.. ....:                                
gi|158 IQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL 
           80        90       100       110       120       130  
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (50-71:15-36) 
 
      20        30        40        50        60        70          
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|604                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
      80                                                            
AAD-12 K                                                            
                                                                    
gi|604 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
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>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (50-71:15-36) 
 
      20        30        40        50        60        70          
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|144                 MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
      80                                                            
AAD-12 K                                                            
                                                                    
gi|144 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (50-71:15-36) 
 
      20        30        40        50        60        70          
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|288                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
      80                                                            
AAD-12 K                                                            
                                                                    
gi|288 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (50-71:15-36) 
 
      20        30        40        50        60        70          
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|218                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
      80                                                            
AAD-12 K                                                            
                                                                    
gi|218 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 69.7  bits: 19.1 E():   66 
Smith-Waterman score: 48; 25.7% identity (60.0% similar) in 35 aa overlap (47-77:81-115) 
 
         20        30        40        50            60        70   
AAD-12 AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV----AISNVKADGTVRQHSP 
                                     :  .: :...     :. .:  :.:..  : 
gi|324 NFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFP 
               60        70        80        90       100       110 
 
             80                                                     
AAD-12 AEWDDMMK                                                     
       .:. .                                                        
gi|324 SEFGNDVDRSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASS 
              120       130       140       150       160       170 
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 69.7  bits: 19.4 E():   66 
Smith-Waterman score: 49; 26.3% identity (57.9% similar) in 38 aa overlap (40-76:103-140) 
 
      10        20        30        40         50        60         
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
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gi|119 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
       70        80                                                 
AAD-12 QHSPAEWDDMMK                                                 
       .: :: ::                                                     
gi|119 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 69.7  bits: 19.4 E():   66 
Smith-Waterman score: 49; 26.3% identity (57.9% similar) in 38 aa overlap (40-76:103-140) 
 
      10        20        30        40         50        60         
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|309 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
       70        80                                                 
AAD-12 QHSPAEWDDMMK                                                 
       .: :: ::                                                     
gi|309 DHPPASWDWRKKGVITQVKYQGGCGSGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 69.7  bits: 19.4 E():   66 
Smith-Waterman score: 49; 26.3% identity (57.9% similar) in 38 aa overlap (40-76:103-140) 
 
      10        20        30        40         50        60         
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|129 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
       70        80                                                 
AAD-12 QHSPAEWDDMMK                                                 
       .: :: ::                                                     
gi|129 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (50-72:15-37) 
 
      20        30        40        50        60        70          
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : : .... . .  ::.:  .::        
gi|100                 MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKP 
                               10        20        30        40     
 
      80                                                            
AAD-12 K                                                            
                                                                    
gi|100 EENAGIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILG 
           50        60        70        80        90       100     
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 47; 46.7% identity (73.3% similar) in 15 aa overlap (51-65:192-205) 
 
               30        40        50        60        70        80 
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : ::.::. ..:  :                
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
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 initn:  41 init1:  41 opt:  47  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 47; 46.7% identity (73.3% similar) in 15 aa overlap (51-65:192-205) 
 
               30        40        50        60        70        80 
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : ::.::. ..:  :                
gi|168 CKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGDVVAV-DIKEKGKDKWTELKESWGAVW 
             170       180       190        200       210       220 
 
gi|168 RIDTPDKLTGPFTVRYTTEGGTKSEFEDVIPEGWKADTSYSAK 
              230       240       250       260    
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.8  bits: 19.1 E():   73 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (27-37:90-100) 
 
                   10        20        30        40        50       
AAD-12     GVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
         60        70        80                                     
AAD-12 AISNVKADGTVRQHSPAEWDDMMK                                     
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.7  bits: 17.3 E():   74 
Smith-Waterman score: 42; 37.5% identity (62.5% similar) in 24 aa overlap (36-59:79-100) 
 
          10        20        30        40        50        60      
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .  :       
gi|897 QQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQL--AAQLPAMCRLEGGDALLASQ      
       50        60        70        80          90       100       
 
          70        80 
AAD-12 TVRQHSPAEWDDMMK 
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 68.6  bits: 20.3 E():   75 
Smith-Waterman score: 52; 23.7% identity (60.5% similar) in 38 aa overlap (1-38:680-717) 
 
                                             10        20        30 
AAD-12                               GVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     : . .. ...: .   . ::: .  .  :  
gi|170 GQQGYYPTSQQQPGQGPQPGQWQQSGQGQQGYYPTSPQQSGQGQQPGQWLQPGQWLQSGY 
     650       660       670       680       690       700          
 
               40        50        60        70        80           
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK           
       .:.. ::.                                                     
gi|170 YLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQ 
     710       720       730       740       750       760          
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 68.4  bits: 20.3 E():   77 
Smith-Waterman score: 52; 23.7% identity (60.5% similar) in 38 aa overlap (1-38:695-732) 
 
                                             10        20        30 
AAD-12                               GVHLATLDDAGFAALHAAWLQHALLIFPGQ 
                                     : . .. ...: .   . ::: .  .  :  
gi|217 GQQGYYPTSQQQPGQGPQPGQWQQSGQGQQGYYPTSPQQSGQGQQPGQWLQPGQWLQSGY 
          670       680       690       700       710       720     
 
               40        50        60        70        80           
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK           
       .:.. ::.                                                     
gi|217 YLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQ 
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          730       740       750       760       770       780     
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 68.4  bits: 19.4 E():   77 
Smith-Waterman score: 49; 38.1% identity (66.7% similar) in 21 aa overlap (59-79:216-232) 
 
       30        40        50        60        70        80         
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK         
                                     :... :: :    :..::: .          
gi|253 GHPTHLEHSSTNPNSFHYEHNIVSPSSIHPSTAHFDGEV----PSQWDDSLGHGASTPKV 
         190       200       210       220           230       240  
 
gi|253 RTPSHHVSSNPWAEINEPTGGDNDNLAPVTRPRKPARARRQKKEPRKLSDASQGARSSST 
             250       260       270       280       290       300  
 
>>gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 43; 24.5% identity (58.5% similar) in 53 aa overlap (13-63:48-100) 
 
                                 10        20        30        40   
AAD-12                   GVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 
                                     ::.   . . . :   : ::.. . ...   
gi|144 HRLTAAAIIGHDGSVWAQSSSFPQFKSDEVAAIMKDFDEPGSLAPTGLHLGSTKYMVIQG 
        20        30        40        50        60        70        
 
               50        60        70        80               
AAD-12 RFGAIER--IGGGDIVAISNVKADGTVRQHSPAEWDDMMK               
       . ::. :   :.: :.. .. .:                                
gi|144 EPGAVIRGKKGSGGITVKKTSQALIIGIYDEPLTPGQCNMIVERLGDYLLEQGM 
        80        90       100       110       120       130  
 
>>gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 [Ch  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 43; 33.3% identity (62.5% similar) in 24 aa overlap (50-73:15-38) 
 
      20        30        40        50        60        70          
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :. . . . .  ::::  .::.       
gi|294                 MSWQTYVDDHLMCDIEGNHLSSAAILGHDGTVWAQSPSFPQLKP 
                               10        20        30        40     
 
      80                                                            
AAD-12 K                                                            
                                                                    
gi|294 EEVSAIMKDFNEPGSLAPTGLHLGGTKYMVIQGEPGDVIRGKKGPGGVTIKKTNQALIIG 
           50        60        70        80        90       100     
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.0  bits: 17.9 E():   81 
Smith-Waterman score: 44; 27.3% identity (47.7% similar) in 44 aa overlap (34-77:90-127) 
 
            10        20        30        40        50        60    
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     ::  .  :  .:  ... : ::. .:     
gi|276 VCSARHVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSA--WGKANQVTGDDILFLS---- 
      60        70        80        90         100       110        
 
            70        80                                       
AAD-12 DGTVRQHSPAEWDDMMK                                       
       :  .:  .   : :                                          
gi|276 DPDARFSKSIGWADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
           120       130       140       150       160         
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.0  bits: 17.9 E():   81 
Smith-Waterman score: 44; 27.3% identity (47.7% similar) in 44 aa overlap (34-77:90-127) 
 
            10        20        30        40        50        60    
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     ::  .  :  .:  ... : ::. .:     
gi|668 VCSARHVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSA--WGKANQVTGDDILFLS---- 
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      60        70        80        90         100       110        
 
            70        80                                       
AAD-12 DGTVRQHSPAEWDDMMK                                       
       :  .:  .   : :                                          
gi|668 DPDARFSKSIGWADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
           120       130       140       150       160         
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 68.0  bits: 19.1 E():   81 
Smith-Waterman score: 48; 26.8% identity (48.8% similar) in 41 aa overlap (23-59:190-230) 
 
                       10        20        30            40         
AAD-12         GVHLATLDDAGFAALHAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::     :    ::.  
gi|215 NKPVIFTKSNLAESPQLDAKMYDICYSTAAAPIYFPPHHFVTHTSNGATYEFNLVDGAVA 
     160       170       180       190       200       210          
 
       50        60        70        80                             
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMK                             
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 67.5  bits: 19.4 E():   86 
Smith-Waterman score: 49; 22.7% identity (53.0% similar) in 66 aa overlap (12-77:240-301) 
 
                                  10        20        30        40  
AAD-12                    GVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     :...   .:..:. .   : ..: .  : . 
gi|370 RQEEREFSPRGQHSRRERAGQEEENEGGNIFSGFTPEFLEQAFQVDDRQIVQNLRGETES 
     210       220       230       240       250       260          
 
              50        60        70        80                      
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK                      
       .. :::  . ::    .  .. :   :     :.:.                         
gi|370 EEEGAIVTVRGG----LRILSPDRKRRADEEEEYDEDEYEYDEEDRRRGRGSRGRGNGIE 
     270       280           290       300       310       320      
 
gi|370 ETICTASAKKNIGRNRSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAH 
         330       340       350       360       370       380      
 
>>gi|886967|emb|CAA59340.1| low molecular weight gluteni  (276 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 67.4  bits: 18.5 E():   87 
Smith-Waterman score: 46; 30.3% identity (63.6% similar) in 33 aa overlap (12-43:57-89) 
 
                                  10        20        30         40 
AAD-12                    GVHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITF 
                                     :.  .  . :. : :.: :  .:..::  : 
gi|886 PIQQQPQPFPQQPPCSQQQQPPLSQQQQPPFSQQQPPFSQQELPILPQQPPFSQQQQPQF 
         30        40        50        60        70        80       
 
               50        60        70        80                     
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK                     
       ...                                                          
gi|886 SQQQQPFPQQQQPLLLQQPPFSQQRPPFSQQQQQPVLPQQPPFSQQQQQQPILPQQPPFS 
         90       100       110       120       130       140       
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.2  bits: 18.5 E():   90 
Smith-Waterman score: 46; 33.3% identity (57.1% similar) in 21 aa overlap (22-42:79-99) 
 
                        10        20        30        40        50  
AAD-12          GVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG 
                                     : .: :: : : .  . .: .          
gi|624 QSQQQCLQQPQHQFPQPTQQFPQRPLLPFTHPFLTFPDQLLPQPPHQSFPQPPQSYPQPP 
       50        60        70        80        90       100         
 
              60        70        80                                
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMK                                
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gi|624 LQPFPQPPQQKYPEQPQQPFPWQQPTIQLYLQQQLNPCKEFLLQQCRPVSLLSYLWSKIV 
      110       120       130       140       150       160         
 
>>gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triticum   (439 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.0  bits: 19.1 E():   92 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (27-37:103-113) 
 
                   10        20        30        40        50       
AAD-12     GVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|739 FLQQQQIPQQQIPQQHQIPQQPQQFPQQQQFPQQHQSPQQQFPQQQFPQQKLPQQEFPQQ 
             80        90       100       110       120       130   
 
         60        70        80                                     
AAD-12 AISNVKADGTVRQHSPAEWDDMMK                                     
                                                                    
gi|739 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
            140       150       160       170       180       190   
 
>>gi|46410859|gb|AAR98518.1| major latex allergen Hev b   (366 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.8  bits: 18.8 E():   94 
Smith-Waterman score: 47; 30.8% identity (56.4% similar) in 39 aa overlap (12-50:231-269) 
 
                                  10        20        30        40  
AAD-12                    GVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     .:.:::  : . :  .   .:  . . :   
gi|464 ARKFVVENVAPLGLIPFIKQTSDNSTLFYELASLHAMKLPQILEKIQDGYLFPEFNYTVF 
              210       220       230       240       250       260 
 
              50        60        70        80                      
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK                      
       . :: :..:                                                    
gi|464 NYFGIIKEIIDAPGEHGFKYGDIACCGNSTYRGQACGFLDYEFCVCGNKTEYLFFDGTHN 
              270       280       290       300       310       320 
 
>>gi|34851176|gb|AAP15200.1| profilin-like protein [Humu  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 42; 33.3% identity (58.3% similar) in 24 aa overlap (50-73:15-38) 
 
      20        30        40        50        60        70          
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :. . : . .  ::.:  .: :       
gi|348                 MSWQAYVDDHLMCEIDGNHLSAAAIIGHDGSVWAQSAAFPQLKP 
                               10        20        30        40     
 
      80                                                            
AAD-12 K                                                            
                                                                    
gi|348 EEVTGIMNDFNEPGTLAPTGLYLGGTKYMVIQGEPGAVIRGKKGAGGVTIKKTSQALIIG 
           50        60        70        80        90       100     
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 17.9 E():   95 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (40-64:126-150) 
 
      10        20        30        40        50        60          
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ 
                                     ..:.:  . . .:: ..: . . ::      
gi|144 RAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVA 
         100       110       120       130       140       150      
 
      70        80                                   
AAD-12 HSPAEWDDMMK                                   
                                                     
gi|144 ILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
         160       170       180       190       200 
 
>>gi|67975085|gb|AAY84563.1| group 18 allergen protein [  (462 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 66.6  bits: 19.1 E():   96 
Smith-Waterman score: 48; 22.8% identity (56.1% similar) in 57 aa overlap (16-72:320-366) 
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                              10        20        30        40      
AAD-12                GVHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 
                                     :: :..     :  .:  .:.  ..... : 
gi|679 CVQIQAETNAFSITRDHDNTAIYAVYVHDNHAEWIS-----FEDRHTLGDKARNITEQ-G 
     290       300       310       320            330       340     
 
          50        60        70        80                          
AAD-12 AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK                          
            :: .. ..::  . :.  ...:                                  
gi|679 ----YGGMSVYTLSNEDVHGVCGDKNPLLHAINSNYFRGIVTEPTVVTVTPVTHTTEHVT 
               350       360       370       380       390          
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 17.9 E():   97 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (40-64:130-154) 
 
      10        20        30        40        50        60          
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ 
                                     ..:.:  . . .:: ..: . . ::      
gi|622 RAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVA 
     100       110       120       130       140       150          
 
      70        80                                   
AAD-12 HSPAEWDDMMK                                   
                                                     
gi|622 ILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
     160       170       180       190       200     
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:32 2011 done: Fri Jan 21 00:02:32 2011 
 Total Scan time:  0.080 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 22  - 101 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     2     2:* 
  32    12     8:=*= 
  34    19    22:=====* 
  36    48    44:==========*= 
  38    75    73:==================* 
  40   109   102:=========================*== 
  42   117   125:============================== * 
  44   196   138:==================================*============== 
  46   132   140:================================= * 
  48   126   134:================================ * 
  50   103   122:==========================    * 
  52    82   108:=====================     * 
  54    79    92:====================  * 
  56    64    77:================   * 
  58    60    63:===============* 
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  60    53    51:============*= 
  62    44    41:==========* 
  64    52    33:========*==== 
  66    14    26:====  * 
  68    12    20:=== * 
  70    30    16:===*==== 
  72    11    12:==* 
  74    13    10:==*= 
  76    15     8:=*== 
  78     4     6:=* 
  80     1     5:=* 
  82     6     3:*= 
  84     1     3:* 
  86     3     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.81200.0033; mu= 7.7187 0.170 
 mean_var=41.330910.824, 0's: 2 Z-trim: 2  B-trim: 11 in 1/43 
 Lambda= 0.199497 
 Kolmogorov-Smirnov  statistic: 0.0434 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   59 22.2     2.4 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   60 22.5     4.4 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   55 21.0     5.4 
gi|59895730|gb|AAX11262.1| pectin methylesterase a ( 339)   61 22.8     5.4 
gi|59895728|gb|AAX11261.1| pectin methylesterase a ( 339)   61 22.8     5.4 
gi|225810597|gb|ACO34813.1| Sal k 1 pollen allerge ( 339)   61 22.8     5.4 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   61 22.8     7.2 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   61 22.8     7.6 
gi|51242679|gb|AAT99258.1| pectin-methyltransferas ( 362)   59 22.3     8.6 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   60 22.6      10 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   56 21.4      12 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   52 20.2      12 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   52 20.2      12 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   52 20.2      12 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   52 20.2      12 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   50 19.6      15 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   45 18.1      17 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   54 20.8      21 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   56 21.4      22 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   56 21.4      23 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   49 19.3      23 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   53 20.5      25 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   54 20.8      27 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   53 20.5      29 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   53 20.5      29 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   53 20.5      29 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   53 20.5      29 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   53 20.5      29 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   53 20.5      29 
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gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   53 20.5      29 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   53 20.5      29 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   53 20.5      29 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 19.9      30 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   51 19.9      31 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   52 20.2      31 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 19.6      31 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 19.9      32 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 19.0      32 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   54 20.8      32 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   48 19.0      35 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   47 18.7      35 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   54 20.8      35 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   53 20.5      35 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   49 19.3      37 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   52 20.2      38 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 19.6      39 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 19.6      39 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   49 19.3      39 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   49 19.3      39 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   52 20.3      44 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 19.4      46 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   53 20.6      46 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   46 18.5      51 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 18.5      51 
gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   46 18.5      52 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   46 18.5      52 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   46 18.5      52 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   46 18.5      52 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   46 18.5      52 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 18.5      52 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   46 18.5      52 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   46 18.5      52 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   46 18.5      52 
gi|56405054|sp|P84298.1|GLB75_CHITH RecName: Full= ( 161)   46 18.5      52 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   49 19.4      53 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   50 19.7      54 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   44 17.9      55 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   44 17.9      55 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   49 19.4      56 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   48 19.1      57 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   48 19.1      58 
gi|62240392|gb|AAX77384.1| 11S globulin precursor  ( 523)   51 20.0      59 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   48 19.1      60 
gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Ente ( 233)   47 18.8      61 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   46 18.5      62 
gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full= (  85)   42 17.3      62 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   45 18.2      63 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   45 18.2      63 
gi|5726304|gb|AAD48405.1|AF136945_1 major allergen ( 161)   45 18.2      63 
gi|11762104|gb|AAG40330.1|AF323974_1 major allerge ( 161)   45 18.2      63 
gi|11762102|gb|AAG40329.1|AF323973_1 major allerge ( 161)   45 18.2      63 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   44 17.9      63 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   44 17.9      63 
gi|15809696|gb|AAL07320.1| profilin [Litchi chinen ( 131)   44 17.9      63 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   44 17.9      63 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   44 17.9      63 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   49 19.4      65 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   49 19.4      65 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   49 19.4      65 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   48 19.1      65 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   44 17.9      68 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   45 18.2      69 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   48 19.1      72 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   42 17.3      73 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   49 19.4      76 
gi|121244|sp|P12548.1|GLB73_CHITH RecName: Full=Gl ( 161)   44 17.9      77 
gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full= ( 131)   43 17.6      77 
gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 ( 131)   43 17.6      77 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   44 17.9      80 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   44 17.9      80 
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gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   48 19.1      80 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   49 19.4      85 
gi|886967|emb|CAA59340.1| low molecular weight glu ( 276)   46 18.5      86 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   46 18.5      89 
gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triti ( 439)   48 19.1      90 
gi|46410859|gb|AAR98518.1| major latex allergen He ( 366)   47 18.8      93 
gi|121248|sp|P12549.1|GLB76_CHITH RecName: Full=Gl ( 161)   43 17.6      93 
gi|34851176|gb|AAP15200.1| profilin-like protein [ ( 131)   42 17.3      94 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   43 17.6      94 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   44 17.9      94 
gi|67975085|gb|AAY84563.1| group 18 allergen prote ( 462)   48 19.1      95 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   44 17.9      96 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 95.5  bits: 22.2 E():  2.4 
Smith-Waterman score: 59; 44.4% identity (66.7% similar) in 18 aa overlap (62-79:30-47) 
 
              40        50        60        70        80            
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV            
                                     :.  .:::.  ::. : :             
gi|126  TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTKKGNLWEVKSAKP 
                10        20        30        40        50          
 
gi|126 LTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
      60        70        80        90        
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 91.0  bits: 22.5 E():  4.4 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (26-57:133-160) 
 
                    10        20        30        40        50      
AAD-12      VHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|221 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
            110       120       130       140           150         
 
          60        70        80                                    
AAD-12 AISNVKADGTVRQHSPAEWDDMMKV                                    
       :.                                                           
gi|221 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
      160       170       180       190       200       210         
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 89.4  bits: 21.0 E():  5.4 
Smith-Waterman score: 55; 38.9% identity (66.7% similar) in 18 aa overlap (62-79:30-47) 
 
              40        50        60        70        80            
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV            
                                     :.  .:::.  ::. . :             
gi|144  VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKKGNLWEVKSSKP 
                10        20        30        40        50          
 
gi|144 LTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
      60        70        80        90       
 
>>gi|59895730|gb|AAX11262.1| pectin methylesterase aller  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 89.3  bits: 22.8 E():  5.4 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (1-33:238-270) 
 
                                             10        20        30 
AAD-12                               VHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|598 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
               40        50        60        70        80           
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV           
       ::.                                                          
gi|598 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
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>>gi|59895728|gb|AAX11261.1| pectin methylesterase aller  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 89.3  bits: 22.8 E():  5.4 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (1-33:238-270) 
 
                                             10        20        30 
AAD-12                               VHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|598 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
               40        50        60        70        80           
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV           
       ::.                                                          
gi|598 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|225810597|gb|ACO34813.1| Sal k 1 pollen allergen [S  (339 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 89.3  bits: 22.8 E():  5.4 
Smith-Waterman score: 61; 33.3% identity (57.6% similar) in 33 aa overlap (1-33:238-270) 
 
                                             10        20        30 
AAD-12                               VHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
gi|225 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCN 
       210       220       230       240       250       260        
 
               40        50        60        70        80           
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV           
       ::.                                                          
gi|225 LSDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYI 
       270       280       290       300       310       320        
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 87.0  bits: 22.8 E():  7.2 
Smith-Waterman score: 61; 38.7% identity (58.1% similar) in 31 aa overlap (27-57:108-138) 
 
                   10        20        30        40        50       
AAD-12     VHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA 
                                     : :  .. :.  :  :   :.:.  :::.: 
gi|259 YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIA 
        80        90       100       110       120       130        
 
         60        70        80                                     
AAD-12 ISNVKADGTVRQHSPAEWDDMMKV                                     
       :                                                            
gi|259 IPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGR 
       140       150       160       170       180       190        
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  60 init1:  60 opt:  61  Z-score: 86.7  bits: 22.8 E():  7.6 
Smith-Waterman score: 61; 32.7% identity (59.6% similar) in 52 aa overlap (4-51:83-134) 
 
                                          10        20        30    
AAD-12                            VHLATLDDAGFAALHAAWLQHALLIFPGQH--L 
                                     .: :.:: ::.... :.  :  .: ::  . 
gi|215 NPTGGHSKMESKPILNGHGYCHIHFWIGSESTKDEAGVAAIKSVELDDFLGGYPVQHREI 
             60        70        80        90       100       110   
 
              40          50        60        70        80          
AAD-12 SNDQQITFAKRF--GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV          
        . ..  :.. :  : :   ::                                       
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
>>gi|51242679|gb|AAT99258.1| pectin-methyltransferase pr  (362 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 85.7  bits: 22.3 E():  8.6 
Smith-Waterman score: 59; 33.3% identity (57.6% similar) in 33 aa overlap (1-33:261-293) 
 
                                             10        20        30 
AAD-12                               VHLATLDDAGFAALHAAWLQHALLIFPGQH 
                                     ::  .   .: : :  ::.. : ..:   . 
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gi|512 TELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFDAARVVFSYCN 
              240       250       260       270       280       290 
 
               40        50        60        70        80           
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV           
       ::.                                                          
gi|512 LSDAAKPEGWSDNNKPEAQKTILFGEYKNTGPGAAPDKRAPYTKQLTEADAKTFTSLEYI 
              300       310       320       330       340       350 
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 84.3  bits: 22.6 E():   10 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (26-57:131-158) 
 
                    10        20        30        40        50      
AAD-12      VHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|213 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
              110       120       130       140           150       
 
          60        70        80                                    
AAD-12 AISNVKADGTVRQHSPAEWDDMMKV                                    
       :.                                                           
gi|213 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
        160       170       180       190       200       210       
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 83.3  bits: 21.4 E():   12 
Smith-Waterman score: 56; 26.9% identity (49.3% similar) in 67 aa overlap (17-78:33-99) 
 
                             10        20         30        40      
AAD-12               VHLATLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFGA 
                                     : .:: .. .  : :  . :: :   . :  
gi|273 MEHYLKTYLSWLTEEQKEKLKEMKEAGQTKAEIQHEVMHYYDQLHGEEKQQATEKLKVGC 
             10        20        30        40        50        60   
 
          50            60        70        80                      
AAD-12 IERIGG--GD--IVAISNVKADGTVRQHSPAEWDDMMKV                      
          . :  :.  .: . :::  :.  :.   . . :.                        
gi|273 KMLLKGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIF 
             70        80        90       100       110       120   
 
gi|273 GATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKELEAKILHYYDEL 
            130       140       150       160       170       180   
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.9  bits: 20.2 E():   12 
Smith-Waterman score: 52; 25.0% identity (59.1% similar) in 44 aa overlap (36-79:29-72) 
 
          10        20        30        40        50        60      
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ..::. . :. :.  .  .   ... :.   
gi|400   MSMASSSSSGLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVE 
                 10        20        30        40        50         
 
          70        80                                              
AAD-12 VRQHSPAEWDDMMKV                                              
       .:.:.  ::  : :                                               
gi|400 LREHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
       60        70        80        90       100       110         
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.9  bits: 20.2 E():   12 
Smith-Waterman score: 52; 25.0% identity (59.1% similar) in 44 aa overlap (36-79:29-72) 
 
          10        20        30        40        50        60      
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ..::. . :. :.  .  .   ... :.   
gi|117   MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVE 
                 10        20        30        40        50         
 
          70        80                                              
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AAD-12 VRQHSPAEWDDMMKV                                              
       .:.:.  ::  : :                                               
gi|117 LREHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
       60        70        80        90       100       110         
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.9  bits: 20.2 E():   12 
Smith-Waterman score: 52; 25.0% identity (59.1% similar) in 44 aa overlap (36-79:29-72) 
 
          10        20        30        40        50        60      
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ..::. . :. :.  .  .   ... :.   
gi|400   MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVE 
                 10        20        30        40        50         
 
          70        80                                              
AAD-12 VRQHSPAEWDDMMKV                                              
       .:.:.  ::  : :                                               
gi|400 LREHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
       60        70        80        90       100       110         
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.9  bits: 20.2 E():   12 
Smith-Waterman score: 52; 25.0% identity (59.1% similar) in 44 aa overlap (36-79:29-72) 
 
          10        20        30        40        50        60      
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ..::. . :. :.  .  .   ... :.   
gi|400   MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVE 
                 10        20        30        40        50         
 
          70        80                                              
AAD-12 VRQHSPAEWDDMMKV                                              
       .:.:.  ::  : :                                               
gi|400 LREHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
       60        70        80        90       100       110         
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 81.4  bits: 19.6 E():   15 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (50-65:29-43) 
 
      20        30        40        50        60        70          
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105   CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
                 10        20        30         40        50        
 
      80                                          
AAD-12 V                                          
                                                  
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
        60        70        80        90          
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 80.6  bits: 18.1 E():   17 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (35-58:17-38) 
 
           10        20        30        40        50        60     
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .. :       
gi|217               LVSVEHQAARLKVAKAQQL--AAQLPAMCRLEGGDALSASQ      
                             10          20        30               
 
           70        80 
AAD-12 TVRQHSPAEWDDMMKV 
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 78.7  bits: 20.8 E():   21 
Smith-Waterman score: 54; 25.6% identity (48.7% similar) in 39 aa overlap (36-74:191-229) 
 
          10        20        30        40        50        60      
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AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ::..   .:   :  : :..   .. :    
gi|320 KEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDP 
              170       180       190       200       210       220 
 
          70        80                                              
AAD-12 VRQHSPAEWDDMMKV                                              
       : . . : :                                                    
gi|320 VISFKTALWFWMTPQSPKPSCHNVITGRWTPSAADRAAGRLPGYGVITNIINGGIECGKG 
              230       240       250       260       270       280 
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 78.4  bits: 21.4 E():   22 
Smith-Waterman score: 56; 30.3% identity (50.0% similar) in 66 aa overlap (11-76:241-292) 
 
                                   10        20        30        40 
AAD-12                     VHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     :...   .::::. .        :.: .   
gi|112 YQQQQGSRPHYRQISPRVRGDEQENEGSNIFSGFAQEFLQHAFQV--------DRQTVEN 
              220       230       240       250               260   
 
               50        60        70        80                     
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV                     
        : :  ::   : ::...     : .:  :: : :.                         
gi|112 LR-GENEREEQGAIVTVK-----GGLRILSPDEEDESSRSPPSRREEFDEDRSRPQQRGK 
             270            280       290       300       310       
 
gi|112 YDENRRGYKNGIEETICSASVKKNLGRSSNPDIYNPQAGSLRSVNELDLPILGWLGLSAQ 
        320       330       340       350       360       370       
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 78.1  bits: 21.4 E():   23 
Smith-Waterman score: 56; 40.6% identity (56.2% similar) in 32 aa overlap (28-57:153-184) 
 
                  10        20        30        40          50      
AAD-12    VHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK--RFGAIERIGGGDIV 
                                     ::.   .::  : .  :    .::  ::.: 
gi|258 QGQQEQQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVV 
            130       140       150       160       170       180   
 
          60        70        80                                    
AAD-12 AISNVKADGTVRQHSPAEWDDMMKV                                    
       ::                                                           
gi|258 AIPAGVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQ 
            190       200       210       220       230       240   
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.1  bits: 19.3 E():   23 
Smith-Waterman score: 49; 36.4% identity (72.7% similar) in 22 aa overlap (8-29:20-41) 
 
                           10        20        30        40         
AAD-12             VHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                          :.. :.: : . .:..: : .:                    
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQE 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKV                             
                                                                    
gi|217 IQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLV 
               70        80        90       100       110       120 
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 77.4  bits: 20.5 E():   25 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (15-58:194-239) 
 
                               10        20        30         40    
AAD-12                 VHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|261 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
           170       180       190       200       210       220    
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            50         60        70        80                       
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKV                       
       .:.:: .::.. :..:                                             
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 76.8  bits: 20.8 E():   27 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (61-76:89-105) 
 
               40        50        60         70        80          
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKV          
                                     :.::: : : .::.: .              
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       60        70        80        90       100       110         
 
gi|114 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      120       130       140       150       160       170         
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.1  bits: 20.5 E():   29 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (15-58:230-275) 
 
                               10        20        30         40    
AAD-12                 VHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLANIYPYFTYADNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
            50         60        70        80                       
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKV                       
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.1  bits: 20.5 E():   29 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (15-58:230-275) 
 
                               10        20        30         40    
AAD-12                 VHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLTNIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
            50         60        70        80                       
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKV                       
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.1  bits: 20.5 E():   29 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (15-58:230-275) 
 
                               10        20        30         40    
AAD-12                 VHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|268 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
            50         60        70        80                       
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKV                       
       .:.:: .::.. :..:                                             
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.1  bits: 20.5 E():   29 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (15-58:230-275) 
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                               10        20        30         40    
AAD-12                 VHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|118 GFLSSIRSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
            50         60        70        80                       
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKV                       
       .:.:: .::.. :..:                                             
gi|118 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.1  bits: 20.5 E():   29 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (15-58:230-275) 
 
                               10        20        30         40    
AAD-12                 VHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|270 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
            50         60        70        80                       
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKV                       
       .:.:: .::.. :..:                                             
gi|270 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPDRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.1  bits: 20.5 E():   29 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (15-58:230-275) 
 
                               10        20        30         40    
AAD-12                 VHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
            50         60        70        80                       
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKV                       
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.1  bits: 20.5 E():   29 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (15-58:230-275) 
 
                               10        20        30         40    
AAD-12                 VHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSSXSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
            50         60        70        80                       
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKV                       
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.1  bits: 20.5 E():   29 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (15-58:230-275) 
 
                               10        20        30         40    
AAD-12                 VHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|327 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
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            50         60        70        80                       
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKV                       
       .:.:: .::.. :..:                                             
gi|327 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.1  bits: 20.5 E():   29 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (15-58:230-275) 
 
                               10        20        30         40    
AAD-12                 VHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
            50         60        70        80                       
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKV                       
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 75.9  bits: 19.9 E():   30 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (50-65:181-195) 
 
      20        30        40        50        60        70          
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
      80                                           
AAD-12 V                                           
                                                   
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 75.6  bits: 19.9 E():   31 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (50-80:192-222) 
 
      20        30        40        50        60        70          
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : : ..  
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
       80                                          
AAD-12 KV                                          
       .:                                          
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.5  bits: 20.2 E():   31 
Smith-Waterman score: 62; 22.6% identity (64.5% similar) in 62 aa overlap (12-73:232-286) 
 
                                  10        20        30        40  
AAD-12                    VHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 
                                     ::.:.  . :....   :. ...: : .   
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIHS--VVHSIIMQQQQQQQQQQGIDIFL 
             210       220       230         240       250          
 
              50        60        70        80                      
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV                      
        ..  :..: :..:     ...: .. ..::.                             
gi|170 PLSQHEQVGQGSLV-----QGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSIMR 
     260       270            280       290       300       310     
 
gi|170 APFASIVAGIGGQ 
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          320        
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 75.5  bits: 19.6 E():   31 
Smith-Waterman score: 50; 40.0% identity (72.0% similar) in 25 aa overlap (54-78:9-29) 
 
            30        40        50        60        70        80    
AAD-12 LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV    
                                     :::.....: .    :.:: .:: :      
gi|144                       MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMV 
                                     10            20        30     
 
gi|144 DQIVKSLTTKKELDPFKIEQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKID 
           40        50        60        70        80        90     
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 75.4  bits: 19.9 E():   32 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (50-65:199-213) 
 
      20        30        40        50        60        70          
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
      80                                           
AAD-12 V                                           
                                                   
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 75.4  bits: 19.0 E():   32 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (58-74:2-19) 
 
        30        40        50        60         70        80       
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD-GTVRQHSPAEWDDMMKV       
                                     ..: .: :.. ..::.::             
gi|250                              PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPF 
                                            10        20        30  
 
gi|250 PRCRALVKSQCAGGQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDK 
              40        50        60        70        80        90  
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 75.3  bits: 20.8 E():   32 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (61-76:119-135) 
 
               40        50        60         70        80          
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKV          
                                     :.::: : : .::.: .              
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       90       100       110       120       130       140         
 
gi|476 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      150       160       170       180       190       200         
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 74.7  bits: 19.0 E():   35 
Smith-Waterman score: 48; 25.6% identity (62.8% similar) in 43 aa overlap (17-59:78-119) 
 
                             10        20        30        40       
AAD-12               VHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ....  .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
         50        60        70        80                     
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV                     
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
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        110       120       130       140       150       160 
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 47; 28.6% identity (68.6% similar) in 35 aa overlap (36-69:93-127) 
 
          10        20        30        40         50        60     
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA-KRFGAIERIGGGDIVAISNVKADG 
                                     :  :. :.   :....: :.:. ..: .   
gi|121 FKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVT 
             70        80        90       100       110       120   
 
           70        80 
AAD-12 TVRQHSPAEWDDMMKV 
       .::..            
gi|121 SVRSYKRI         
            130         
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 74.6  bits: 20.8 E():   35 
Smith-Waterman score: 54; 25.4% identity (56.7% similar) in 67 aa overlap (7-73:332-392) 
 
                                       10        20        30       
AAD-12                         VHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQ 
                                     : :   :   .. ....:.:   : :..:: 
gi|572 ASLEGLSPHVPLYKVMEGNEPCFFTTFFSWDPAKAIAHGNSFQKKVMLLFGVGHASENQQ 
             310       320       330       340       350       360  
 
         40        50        60        70        80                 
AAD-12 ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV                 
            ::.. .. ::.   : . .  ...  . :::.                        
gi|572 -----RFNGTNQ-GGATQRASALAALNSAFSSSSPAKSSSAPRSAGKSPGSQRAAAIAAL 
                   370       380       390       400       410      
 
gi|572 SSALSAEKKQPPEGGSPLRLSRTSSVDAIAPGNEVSTAEIEDSKEVPERKEIETVEPAET 
         420       430       440       450       460       470      
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 74.6  bits: 20.5 E():   35 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (33-53:330-350) 
 
             10        20        30        40        50        60   
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|149 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
             70        80                                           
AAD-12 DGTVRQHSPAEWDDMMKV                                           
                                                                    
gi|149 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 74.2  bits: 19.3 E():   37 
Smith-Waterman score: 49; 29.3% identity (51.7% similar) in 58 aa overlap (19-76:63-116) 
 
                           10        20        30        40         
AAD-12             VHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|833 HHQTYVNGLNAALEAQKKAAEANDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
             40        50        60        70           80          
 
       50        60        70        80                             
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKV                             
        ::: :     .::    :  :  .. :                                 
gi|833 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
       90       100       110       120       130       140         
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.1  bits: 20.2 E():   38 
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Smith-Waterman score: 52; 26.1% identity (60.9% similar) in 46 aa overlap (18-61:117-160) 
 
                            10          20        30        40      
AAD-12              VHLATLDDAGFAALHAAWL--QHALLIFPGQHLSNDQQITFAKRFGA 
                                     :.  :. ..:.  :..   .. :.  : .  
gi|113 IYMVTSDQDDDVVNPKEGTLRFGATQDRPLWIIFQRDMIIYLQQEMVVTSDKTIDGRGAK 
         90       100       110       120       130       140       
 
          50        60        70        80                          
AAD-12 IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV                          
       .: . ::  ... :::                                             
gi|113 VELVYGG--ITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGDAIHVTGSS 
        150         160       170       180       190       200     
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 73.9  bits: 19.6 E():   39 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (50-65:198-212) 
 
      20        30        40        50        60        70          
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
      80                                           
AAD-12 V                                           
                                                   
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
        230       240       250       260          
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 73.9  bits: 19.6 E():   39 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (50-65:198-212) 
 
      20        30        40        50        60        70          
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
      80                                           
AAD-12 V                                           
                                                   
gi|115 RKDSDKPIKGPITVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
        230       240       250       260          
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 73.8  bits: 19.3 E():   39 
Smith-Waterman score: 49; 29.3% identity (51.7% similar) in 58 aa overlap (19-76:74-127) 
 
                           10        20        30        40         
AAD-12             VHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|164 HHQTYVNGLNAALEAQKKAAEATDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
            50        60        70        80           90           
 
       50        60        70        80                             
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKV                             
        ::: :     .::    :  :  .. :                                 
gi|164 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
     100       110       120       130       140       150          
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.7  bits: 19.3 E():   39 
Smith-Waterman score: 49; 33.3% identity (57.1% similar) in 21 aa overlap (16-36:10-30) 
 
               10        20        30        40        50        60 
AAD-12 VHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNV 
                      :::.      ::: :  ....                         
gi|944       MKTLGVLFIAAWFIACTHSFPGAHDEDSKEERKNVDTVLVLPSIERDQMMAATF 
                     10        20        30        40        50     
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               70        80                                         
AAD-12 KADGTVRQHSPAEWDDMMKV                                         
                                                                    
gi|944 DFPSLSFEDSDEGSNWNWNTLLRPNFLDGWYQTLQSAISAHMKKVREQMAGILSRIPEQG 
           60        70        80        90       100       110     
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.9  bits: 20.3 E():   44 
Smith-Waterman score: 52; 25.0% identity (65.6% similar) in 32 aa overlap (26-57:117-148) 
 
                    10        20        30        40        50      
AAD-12      VHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : :.. .....  :  .   ....  :::. 
gi|303 APKLYYVTQGRGILGVLMPGCPETFQSMSQFQGSREQEEERGRFQDQHQKVHHLKKGDII 
         90       100       110       120       130       140       
 
          60        70        80                                    
AAD-12 AISNVKADGTVRQHSPAEWDDMMKV                                    
       ::                                                           
gi|303 AIPAGVALWCYNDGDEDLVTVLVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLR 
        150       160       170       180       190       200       
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 72.5  bits: 19.4 E():   46 
Smith-Waterman score: 49; 28.1% identity (53.1% similar) in 32 aa overlap (50-80:192-222) 
 
      20        30        40        50        60        70          
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|168 CKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGDVVAV-DIKEKGKDKWTELKESWGAVW 
             170       180       190        200       210       220 
 
       80                                          
AAD-12 KV                                          
       ..                                          
gi|168 RIDTPDKLTGPFTVRYTTEGGTKSEFEDVIPEGWKADTSYSAK 
              230       240       250       260    
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 72.4  bits: 20.6 E():   46 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (33-53:330-350) 
 
             10        20        30        40        50        60   
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|169 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
             70        80                                           
AAD-12 DGTVRQHSPAEWDDMMKV                                           
                                                                    
gi|169 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (17-59:77-118) 
 
                             10        20        30        40       
AAD-12               VHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|402 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
         50        60        70        80        90        100      
 
         50        60        70        80                     
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV                     
          :::.:: ::.                                          
gi|402 AAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
         110       120       130       140       150          
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>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (50-59:109-118) 
 
      20        30        40        50        60        70          
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
      80                     
AAD-12 V                     
                             
gi|534 KAEALFRAVESYLLAHSDAYN 
      140       150          
 
>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 46; 20.3% identity (51.9% similar) in 79 aa overlap (3-78:63-141) 
 
                                           10        20             
AAD-12                             VHLATLDDAGFAALHAAWLQ---HALLIFPGQ 
                                     : ::  .:  : ::. .      .. . :. 
gi|170 VKHSEVDILYYIFKANPDIMAKFPQFAGKDLETLKGTGQFATHAGRIVGFVSEIVALMGN 
             40        50        60        70        80        90   
 
      30        40        50        60        70        80          
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV          
         .   . :. : ..: ..  :   . ... .:. .   .: . :.: .            
gi|170 SANMPAMETLIKDMAANHKARGIPKAQFNEFRASLVSYLQSKVSWNDSLGAAWTQGLDNV 
            100       110       120       130       140       150   
 
gi|170 FNMMFSYL 
            160 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 46; 23.3% identity (62.8% similar) in 43 aa overlap (17-59:78-119) 
 
                             10        20        30        40       
AAD-12               VHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :... .   ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLE-KVSHELKIV 
        50        60        70        80        90        100       
 
         50        60        70        80                     
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV                     
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (17-59:78-119) 
 
                             10        20        30        40       
AAD-12               VHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
         50        60        70        80                     
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV                     
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (17-59:78-119) 
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                             10        20        30        40       
AAD-12               VHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
         50        60        70        80                     
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV                     
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (17-59:78-119) 
 
                             10        20        30        40       
AAD-12               VHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
         50        60        70        80                     
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV                     
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (50-59:110-119) 
 
      20        30        40        50        60        70          
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
      80                     
AAD-12 V                     
                             
gi|534 KAEALFRAVESYLLAHSDAYN 
     140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (17-59:78-119) 
 
                             10        20        30        40       
AAD-12               VHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
         50        60        70        80                     
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV                     
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (17-59:78-119) 
 
                             10        20        30        40       
AAD-12               VHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
         50        60        70        80                     
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AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV                     
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (17-59:78-119) 
 
                             10        20        30        40       
AAD-12               VHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|730 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
         50        60        70        80                     
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV                     
          :::.:: ::.                                          
gi|730 AAPGGGSIVKISSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|56405054|sp|P84298.1|GLB75_CHITH RecName: Full=Glob  (161 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 19.5% identity (57.1% similar) in 77 aa overlap (3-76:64-140) 
 
                                           10        20          30 
AAD-12                             VHLATLDDAGFAALHAAWLQHAL--LIFPGQH 
                                     ::.. :.:  : ::. .   :  .:  . . 
gi|564 VSHNEVEILAAVFAAYPDIQNKFSQFAGKDLASIKDTGAFATHATRIVSFLSEVIALSGN 
            40        50        60        70        80        90    
 
                40        50        60        70        80          
AAD-12 LSNDQQI-TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV          
        ::   . ......:  ..  : . . ... ..  ..  .. . : :              
gi|564 TSNAAAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLQANVSWGDNVAAAWNKALDNT 
           100       110       120       130       140       150    
 
gi|564 FAIVVPRL 
           160  
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.4  bits: 19.4 E():   53 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (18-49:157-188) 
 
                            10        20        30        40        
AAD-12              VHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
        130       140       150       160       170       180       
 
        50        60        70        80                            
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV                            
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
        190       200       210       220       230       240       
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 71.2  bits: 19.7 E():   54 
Smith-Waterman score: 50; 26.8% identity (51.2% similar) in 41 aa overlap (22-58:190-230) 
 
                        10        20        30            40        
AAD-12          VHLATLDDAGFAALHAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::  .  :    ::.  
gi|215 NKPVIFTKSNLAKSPELDAKMYDICYSTAAAPIYFPPHHFVTHTSNGARYEFNLVDGAVA 
     160       170       180       190       200       210          
 
        50        60        70        80                            
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV                            
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
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>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.1  bits: 17.9 E():   55 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (35-53:35-53) 
 
           10        20        30        40        50        60     
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
           70        80                                 
AAD-12 TVRQHSPAEWDDMMKV                                 
                                                        
gi|191 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.1  bits: 17.9 E():   55 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (35-53:35-53) 
 
           10        20        30        40        50        60     
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
           70        80                                 
AAD-12 TVRQHSPAEWDDMMKV                                 
                                                        
gi|730 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.0  bits: 19.4 E():   56 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (18-49:176-207) 
 
                            10        20        30        40        
AAD-12              VHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
         150       160       170       180       190       200      
 
        50        60        70        80                            
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV                            
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
         210       220       230       240       250       260      
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 70.8  bits: 19.1 E():   57 
Smith-Waterman score: 48; 28.1% identity (53.1% similar) in 32 aa overlap (50-80:198-228) 
 
      20        30        40        50        60        70          
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|249 CKYPDGTKPTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIELKESWGAIW 
       170       180       190       200        210       220       
 
       80                                          
AAD-12 KV                                          
       ..                                          
gi|249 RIDTPDKLTGPFTVRYTTEGGTKAEFEDVIPEGWKADTHDASK 
        230       240       250       260          
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (26-36:90-100) 
 
                    10        20        30        40        50      
AAD-12      VHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
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                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
          60        70        80                                    
AAD-12 AISNVKADGTVRQHSPAEWDDMMKV                                    
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|62240392|gb|AAX77384.1| 11S globulin precursor [Sin  (523 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 70.5  bits: 20.0 E():   59 
Smith-Waterman score: 51; 30.0% identity (63.3% similar) in 30 aa overlap (28-56:173-202) 
 
                  10        20        30         40        50       
AAD-12    VHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQ-QITFAKRFGAIERIGGGDIVA 
                                     ::. ...: :  :   .  .:..  ::..: 
gi|622 QQGQQGQQGQQQGQQGQQGQQGQQGQQGQQGQQGQQQQGQQGFRDMYQKVEHVRHGDVIA 
            150       160       170       180       190       200   
 
         60        70        80                                     
AAD-12 ISNVKADGTVRQHSPAEWDDMMKV                                     
                                                                    
gi|622 NTPGSAHWIYNTGDKPLVIISLLDIANYQNQLDRNPRVFRLAGNNPQGGFGGPQQQQPQQ 
            210       220       230       240       250       260   
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 70.3  bits: 19.1 E():   60 
Smith-Waterman score: 50; 29.7% identity (54.1% similar) in 37 aa overlap (3-36:18-54) 
 
                              10        20           30        40   
AAD-12                VHLATLDDAGFAALHAAWLQHAL---LIFPGQHLSNDQQITFAKR 
                        .: .: . . .:.  : :. :     :: :   ..::       
gi|219 MKTFLVFALLAVVATSAIAQMDTSCIPGLERPWQQQPLPPQQTFPQQPPFSQQQQQQPFP 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV                       
                                                                    
gi|219 QQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQQQLILPPQQQQQLPQQQISIVQPSV 
               70        80        90       100       110       120 
 
>>gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Enteroto  (233 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 70.3  bits: 18.8 E():   61 
Smith-Waterman score: 47; 23.3% identity (51.2% similar) in 43 aa overlap (15-54:44-85) 
 
                               10        20           30        40  
AAD-12                 VHLATLDDAGFAALHAAWLQHALLI---FPGQHLSNDQQITFAK 
                                     :  .:::..:.   :  .   ::  . : . 
gi|163 KKSELQGTALGNLKQIYYYNEKAKTENKESHDQFLQHTILFKGFFTDHSWYNDLLVDFDS 
            20        30        40        50        60        70    
 
              50        60        70        80                      
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV                      
       .   ...  :  .                                                
gi|163 K-DIVDKYKGKKVDLYGAYYGYQCAGGTPNKTACMYGGVTLHDNNRLTEEKKVPINLWLD 
             80        90       100       110       120       130   
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 70.2  bits: 18.5 E():   62 
Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 42 aa overlap (26-67:98-133) 
 
                    10        20        30        40        50      
AAD-12      VHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :::       .. .:..: ::.  : :  : 
gi|223 LADFNKDGEVTVDEFKQAVQKHCQGKKYGDFPGAF-----KVFIANQFKAIDVNGDGK-V 
        70        80        90       100            110       120   
 
          60        70        80                                    
AAD-12 AISNVKADGTVRQHSPAEWDDMMKV                                    
       .... . :  .:                                                 
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gi|223 GLDEYRLDCITRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCS 
             130       140       150       160       170       180  
 
>>gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full=Polc  (85 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 70.1  bits: 17.3 E():   62 
Smith-Waterman score: 42; 36.8% identity (47.4% similar) in 38 aa overlap (41-78:17-51) 
 
               20        30        40        50        60        70 
AAD-12 FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS 
                                     ::: :    : : : :    .:  :. . . 
gi|144               MADDHPQDKAERERIFKRFDAN---GDGKISAAELGEALKTLGSIT 
                             10        20           30        40    
 
               80                                 
AAD-12 PAEWDDMMKV                                 
       : :   ::                                   
gi|144 PDEVKHMMAEIDTDGDGFISFQEFTDFGRANRGLLKDVAKIF 
            50        60        70        80      
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 45; 23.3% identity (60.5% similar) in 43 aa overlap (17-59:78-119) 
 
                             10        20        30        40       
AAD-12               VHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
         50        60        70        80                     
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV                     
          :::..: ::.                                          
gi|167 AAPGGGSVVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 45; 24.4% identity (61.0% similar) in 41 aa overlap (19-59:80-119) 
 
                           10        20        30        40         
AAD-12             VHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :. :.    ....  .   
gi|730 GPGTIKKITFSEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLG-DKLEKVSHELKIVAA 
      50        60        70        80        90        100         
 
       50        60        70        80                     
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKV                     
        :::.:: ::.                                          
gi|730 PGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      110       120       130       140       150       160 
 
>>gi|5726304|gb|AAD48405.1|AF136945_1 major allergen Cor  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (15-59:77-120) 
 
                               10        20        30         40    
AAD-12                 VHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|572 GNGGPGTIKKITFAEGNEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
            50        60        70        80                     
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV                     
       .:  . :::.:. :..                                          
gi|572 AAAPH-GGGSILKITSKYHTKGNASINEEEIKAGKEKAAGLFKAVEAYLLAHPDAYC 
         110        120       130       140       150       160  
 
>>gi|11762104|gb|AAG40330.1|AF323974_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (15-59:77-120) 
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                               10        20        30         40    
AAD-12                 VHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
            50        60        70        80                     
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV                     
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|11762102|gb|AAG40329.1|AF323973_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (15-59:77-120) 
 
                               10        20        30         40    
AAD-12                 VHLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
            50        60        70        80                     
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV                     
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.9  bits: 17.9 E():   63 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (49-70:15-36) 
 
       20        30        40        50        60        70         
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|604                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
       80                                                           
AAD-12 KV                                                           
                                                                    
gi|604 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.9  bits: 17.9 E():   63 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (49-70:15-36) 
 
       20        30        40        50        60        70         
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|144                 MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
       80                                                           
AAD-12 KV                                                           
                                                                    
gi|144 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|15809696|gb|AAL07320.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 69.9  bits: 17.9 E():   63 
Smith-Waterman score: 44; 25.0% identity (58.9% similar) in 56 aa overlap (9-62:45-100) 
 
                                     10        20        30         
AAD-12                       VHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 
                                     : .::.   . . . :   : ::.. . .. 
gi|158 TDGQHLTAAAIIGHDGSVWAQSANFPQFKPAEIAAIMKDFDEPGSLAPTGLHLGGTKYMV 
           20        30        40        50        60        70     
 
       40          50        60        70        80              
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AAD-12 FAKRFGAIER--IGGGDIVAISNVKADGTVRQHSPAEWDDMMKV              
       .  . ::. :   : : :.. ....:                                
gi|158 IQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL 
           80        90       100       110       120       130  
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.9  bits: 17.9 E():   63 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (49-70:15-36) 
 
       20        30        40        50        60        70         
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|218                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
       80                                                           
AAD-12 KV                                                           
                                                                    
gi|218 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.9  bits: 17.9 E():   63 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (49-70:15-36) 
 
       20        30        40        50        60        70         
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|288                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
       80                                                           
AAD-12 KV                                                           
                                                                    
gi|288 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 69.8  bits: 19.4 E():   65 
Smith-Waterman score: 49; 26.3% identity (57.9% similar) in 38 aa overlap (39-75:103-140) 
 
       10        20        30        40         50        60        
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|119 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
        70        80                                                
AAD-12 QHSPAEWDDMMKV                                                
       .: :: ::                                                     
gi|119 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 69.8  bits: 19.4 E():   65 
Smith-Waterman score: 49; 26.3% identity (57.9% similar) in 38 aa overlap (39-75:103-140) 
 
       10        20        30        40         50        60        
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|309 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
        70        80                                                
AAD-12 QHSPAEWDDMMKV                                                
       .: :: ::                                                     
gi|309 DHPPASWDWRKKGVITQVKYQGGCGSGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 69.8  bits: 19.4 E():   65 
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Smith-Waterman score: 49; 26.3% identity (57.9% similar) in 38 aa overlap (39-75:103-140) 
 
       10        20        30        40         50        60        
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|129 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
        70        80                                                
AAD-12 QHSPAEWDDMMKV                                                
       .: :: ::                                                     
gi|129 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 69.8  bits: 19.1 E():   65 
Smith-Waterman score: 48; 25.7% identity (60.0% similar) in 35 aa overlap (46-76:81-115) 
 
          20        30        40        50            60        70  
AAD-12 AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV----AISNVKADGTVRQHSP 
                                     :  .: :...     :. .:  :.:..  : 
gi|324 NFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFP 
               60        70        80        90       100       110 
 
              80                                                    
AAD-12 AEWDDMMKV                                                    
       .:. .                                                        
gi|324 SEFGNDVDRSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASS 
              120       130       140       150       160       170 
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (49-71:15-37) 
 
       20        30        40        50        60        70         
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : : .... . .  ::.:  .::        
gi|100                 MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKP 
                               10        20        30        40     
 
       80                                                           
AAD-12 KV                                                           
                                                                    
gi|100 EENAGIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILG 
           50        60        70        80        90       100     
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.3  bits: 18.2 E():   69 
Smith-Waterman score: 45; 21.0% identity (51.6% similar) in 62 aa overlap (3-64:110-171) 
 
                                           10        20        30   
AAD-12                             VHLATLDDAGFAALHAAWLQHALLIFPGQHLS 
                                     .:   .. .:...:.  .    .  .:... 
gi|249 IKERHGGAYETYKFIPSLEASRSKQAYGATVARAPEVKYAVFEAGLTKAITAMSEAQKVA 
      80        90       100       110       120       130          
 
             40        50        60        70        80 
AAD-12 NDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV 
       .  . . :   ::    ::.  :: :   . :                 
gi|249 KPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV             
     140       150       160       170                  
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.9  bits: 19.1 E():   72 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (26-36:90-100) 
 
                    10        20        30        40        50      
AAD-12      VHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
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          60        70        80                                    
AAD-12 AISNVKADGTVRQHSPAEWDDMMKV                                    
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.8  bits: 17.3 E():   73 
Smith-Waterman score: 42; 37.5% identity (62.5% similar) in 24 aa overlap (35-58:79-100) 
 
           10        20        30        40        50        60     
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .  :       
gi|897 QQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQL--AAQLPAMCRLEGGDALLASQ      
       50        60        70        80          90       100       
 
           70        80 
AAD-12 TVRQHSPAEWDDMMKV 
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 68.5  bits: 19.4 E():   76 
Smith-Waterman score: 49; 38.1% identity (66.7% similar) in 21 aa overlap (58-78:216-232) 
 
        30        40        50        60        70        80        
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV        
                                     :... :: :    :..::: .          
gi|253 GHPTHLEHSSTNPNSFHYEHNIVSPSSIHPSTAHFDGEV----PSQWDDSLGHGASTPKV 
         190       200       210       220           230       240  
 
gi|253 RTPSHHVSSNPWAEINEPTGGDNDNLAPVTRPRKPARARRQKKEPRKLSDASQGARSSST 
             250       260       270       280       290       300  
 
>>gi|121244|sp|P12548.1|GLB73_CHITH RecName: Full=Globin  (161 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 44; 16.9% identity (55.8% similar) in 77 aa overlap (3-76:64-140) 
 
                                           10        20             
AAD-12                             VHLATLDDAGFAALHAAWLQHAL---LIFPGQ 
                                     ::.. :.:  : ::. .   :   . . :. 
gi|121 VSHNEVDILAAVFAAYPDIQAKFPQFAGKDLASIKDTGAFATHATRIVSFLSEVIALSGN 
            40        50        60        70        80        90    
 
      30        40        50        60        70        80          
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV          
       . . .   ......:  ..  : . . ... ..  ..   . . : :              
gi|121 ESNASAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLSNHVSWGDNVAAAWNKALDNT 
           100       110       120       130       140       150    
 
gi|121 YAIVVPRL 
           160  
 
>>gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 43; 24.5% identity (58.5% similar) in 53 aa overlap (12-62:48-100) 
 
                                  10        20        30        40  
AAD-12                    VHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 
                                     ::.   . . . :   : ::.. . ...   
gi|144 HRLTAAAIIGHDGSVWAQSSSFPQFKSDEVAAIMKDFDEPGSLAPTGLHLGSTKYMVIQG 
        20        30        40        50        60        70        
 
                50        60        70        80              
AAD-12 RFGAIER--IGGGDIVAISNVKADGTVRQHSPAEWDDMMKV              
       . ::. :   :.: :.. .. .:                                
gi|144 EPGAVIRGKKGSGGITVKKTSQALIIGIYDEPLTPGQCNMIVERLGDYLLEQGM 
        80        90       100       110       120       130  
 
>>gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 [Ch  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 43; 33.3% identity (62.5% similar) in 24 aa overlap (49-72:15-38) 
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       20        30        40        50        60        70         
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :. . . . .  ::::  .::.       
gi|294                 MSWQTYVDDHLMCDIEGNHLSSAAILGHDGTVWAQSPSFPQLKP 
                               10        20        30        40     
 
       80                                                           
AAD-12 KV                                                           
                                                                    
gi|294 EEVSAIMKDFNEPGSLAPTGLHLGGTKYMVIQGEPGDVIRGKKGPGGVTIKKTNQALIIG 
           50        60        70        80        90       100     
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.1  bits: 17.9 E():   80 
Smith-Waterman score: 44; 27.3% identity (47.7% similar) in 44 aa overlap (33-76:90-127) 
 
             10        20        30        40        50        60   
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     ::  .  :  .:  ... : ::. .:     
gi|668 VCSARHVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSA--WGKANQVTGDDILFLS---- 
      60        70        80        90         100       110        
 
             70        80                                      
AAD-12 DGTVRQHSPAEWDDMMKV                                      
       :  .:  .   : :                                          
gi|668 DPDARFSKSIGWADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
           120       130       140       150       160         
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.1  bits: 17.9 E():   80 
Smith-Waterman score: 44; 27.3% identity (47.7% similar) in 44 aa overlap (33-76:90-127) 
 
             10        20        30        40        50        60   
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     ::  .  :  .:  ... : ::. .:     
gi|276 VCSARHVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSA--WGKANQVTGDDILFLS---- 
      60        70        80        90         100       110        
 
             70        80                                      
AAD-12 DGTVRQHSPAEWDDMMKV                                      
       :  .:  .   : :                                          
gi|276 DPDARFSKSIGWADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
           120       130       140       150       160         
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 68.1  bits: 19.1 E():   80 
Smith-Waterman score: 48; 26.8% identity (48.8% similar) in 41 aa overlap (22-58:190-230) 
 
                        10        20        30            40        
AAD-12          VHLATLDDAGFAALHAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::     :    ::.  
gi|215 NKPVIFTKSNLAESPQLDAKMYDICYSTAAAPIYFPPHHFVTHTSNGATYEFNLVDGAVA 
     160       170       180       190       200       210          
 
        50        60        70        80                            
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV                            
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 67.6  bits: 19.4 E():   85 
Smith-Waterman score: 49; 22.7% identity (53.0% similar) in 66 aa overlap (11-76:240-301) 
 
                                   10        20        30        40 
AAD-12                     VHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     :...   .:..:. .   : ..: .  : . 
gi|370 RQEEREFSPRGQHSRRERAGQEEENEGGNIFSGFTPEFLEQAFQVDDRQIVQNLRGETES 
     210       220       230       240       250       260          
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               50        60        70        80                     
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV                     
       .. :::  . ::    .  .. :   :     :.:.                         
gi|370 EEEGAIVTVRGG----LRILSPDRKRRADEEEEYDEDEYEYDEEDRRRGRGSRGRGNGIE 
     270       280           290       300       310       320      
 
gi|370 ETICTASAKKNIGRNRSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAH 
         330       340       350       360       370       380      
 
>>gi|886967|emb|CAA59340.1| low molecular weight gluteni  (276 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 67.5  bits: 18.5 E():   86 
Smith-Waterman score: 46; 30.3% identity (63.6% similar) in 33 aa overlap (11-42:57-89) 
 
                                   10        20        30           
AAD-12                     VHLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITF 
                                     :.  .  . :. : :.: :  .:..::  : 
gi|886 PIQQQPQPFPQQPPCSQQQQPPLSQQQQPPFSQQQPPFSQQELPILPQQPPFSQQQQPQF 
         30        40        50        60        70        80       
 
      40        50        60        70        80                    
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV                    
       ...                                                          
gi|886 SQQQQPFPQQQQPLLLQQPPFSQQRPPFSQQQQQPVLPQQPPFSQQQQQQPILPQQPPFS 
         90       100       110       120       130       140       
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.2  bits: 18.5 E():   89 
Smith-Waterman score: 46; 33.3% identity (57.1% similar) in 21 aa overlap (21-41:79-99) 
 
                         10        20        30        40        50 
AAD-12           VHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG 
                                     : .: :: : : .  . .: .          
gi|624 QSQQQCLQQPQHQFPQPTQQFPQRPLLPFTHPFLTFPDQLLPQPPHQSFPQPPQSYPQPP 
       50        60        70        80        90       100         
 
               60        70        80                               
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKV                               
                                                                    
gi|624 LQPFPQPPQQKYPEQPQQPFPWQQPTIQLYLQQQLNPCKEFLLQQCRPVSLLSYLWSKIV 
      110       120       130       140       150       160         
 
>>gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triticum   (439 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.1  bits: 19.1 E():   90 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (26-36:103-113) 
 
                    10        20        30        40        50      
AAD-12      VHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|739 FLQQQQIPQQQIPQQHQIPQQPQQFPQQQQFPQQHQSPQQQFPQQQFPQQKLPQQEFPQQ 
             80        90       100       110       120       130   
 
          60        70        80                                    
AAD-12 AISNVKADGTVRQHSPAEWDDMMKV                                    
                                                                    
gi|739 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
            140       150       160       170       180       190   
 
>>gi|46410859|gb|AAR98518.1| major latex allergen Hev b   (366 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.9  bits: 18.8 E():   93 
Smith-Waterman score: 47; 30.8% identity (56.4% similar) in 39 aa overlap (11-49:231-269) 
 
                                   10        20        30        40 
AAD-12                     VHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     .:.:::  : . :  .   .:  . . :   
gi|464 ARKFVVENVAPLGLIPFIKQTSDNSTLFYELASLHAMKLPQILEKIQDGYLFPEFNYTVF 
              210       220       230       240       250       260 
 
               50        60        70        80                     
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV                     
       . :: :..:                                                    
gi|464 NYFGIIKEIIDAPGEHGFKYGDIACCGNSTYRGQACGFLDYEFCVCGNKTEYLFFDGTHN 
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              270       280       290       300       310       320 
 
>>gi|121248|sp|P12549.1|GLB76_CHITH RecName: Full=Globin  (161 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.8  bits: 17.6 E():   93 
Smith-Waterman score: 43; 19.5% identity (57.1% similar) in 77 aa overlap (3-76:64-140) 
 
                                           10        20          30 
AAD-12                             VHLATLDDAGFAALHAAWLQHAL--LIFPGQH 
                                     ::.. :.:  : ::. .   :  .:  . . 
gi|121 VSHNEVEILAAVFAAYPDIQNKFSQFAGKDLASIKDTGAFATHATRIVSFLSEVIALSGN 
            40        50        60        70        80        90    
 
                40        50        60        70        80          
AAD-12 LSNDQQI-TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV          
        ::   . ......:  ..  : . . ... ..  ..  .. . : :              
gi|121 DSNAAAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLQANVSWGDNVAAAWNKALDNT 
           100       110       120       130       140       150    
 
gi|121 FAIVVPRL 
           160  
 
>>gi|34851176|gb|AAP15200.1| profilin-like protein [Humu  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 42; 33.3% identity (58.3% similar) in 24 aa overlap (49-72:15-38) 
 
       20        30        40        50        60        70         
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :. . : . .  ::.:  .: :       
gi|348                 MSWQAYVDDHLMCEIDGNHLSAAAIIGHDGSVWAQSAAFPQLKP 
                               10        20        30        40     
 
       80                                                           
AAD-12 KV                                                           
                                                                    
gi|348 EEVTGIMNDFNEPGTLAPTGLYLGGTKYMVIQGEPGAVIRGKKGAGGVTIKKTSQALIIG 
           50        60        70        80        90       100     
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 43; 33.3% identity (62.5% similar) in 24 aa overlap (60-80:38-61) 
 
      30        40        50        60           70        80       
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ---HSPAEWDDMMKV       
                                     :.: . .:.    .:  ::.. ::       
gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKVAQAWAE 
        10        20        30        40        50        60        
 
gi|148 TRTPDCSLIHSDRCGENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQIVWAN 
        70        80        90       100       110       120        
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 17.9 E():   94 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (39-63:126-150) 
 
       10        20        30        40        50        60         
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ 
                                     ..:.:  . . .:: ..: . . ::      
gi|144 RAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVA 
         100       110       120       130       140       150      
 
       70        80                                  
AAD-12 HSPAEWDDMMKV                                  
                                                     
gi|144 ILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
         160       170       180       190       200 
 
>>gi|67975085|gb|AAY84563.1| group 18 allergen protein [  (462 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 66.7  bits: 19.1 E():   95 
Smith-Waterman score: 48; 22.8% identity (56.1% similar) in 57 aa overlap (15-71:320-366) 
 
                               10        20        30        40     
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AAD-12                 VHLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 
                                     :: :..     :  .:  .:.  ..... : 
gi|679 CVQIQAETNAFSITRDHDNTAIYAVYVHDNHAEWIS-----FEDRHTLGDKARNITEQ-G 
     290       300       310       320            330       340     
 
           50        60        70        80                         
AAD-12 AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV                         
            :: .. ..::  . :.  ...:                                  
gi|679 ----YGGMSVYTLSNEDVHGVCGDKNPLLHAINSNYFRGIVTEPTVVTVTPVTHTTEHVT 
               350       360       370       380       390          
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 17.9 E():   96 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (39-63:130-154) 
 
       10        20        30        40        50        60         
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ 
                                     ..:.:  . . .:: ..: . . ::      
gi|622 RAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVA 
     100       110       120       130       140       150          
 
       70        80                                  
AAD-12 HSPAEWDDMMKV                                  
                                                     
gi|622 ILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
     160       170       180       190       200     
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:33 2011 done: Fri Jan 21 00:02:33 2011 
 Total Scan time:  0.070 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 23  - 102 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     2     2:* 
  32    16     8:=*== 
  34    17    22:=====* 
  36    43    44:==========* 
  38    82    73:==================*== 
  40   107   102:=========================*= 
  42   116   125:=============================  * 
  44   206   138:==================================*================= 
  46   127   140:================================  * 
  48   128   134:================================ * 
  50   102   122:==========================    * 
  52    71   108:==================        * 
  54    81    92:===================== * 
  56    66    77:=================  * 
  58    59    63:===============* 
  60    53    51:============*= 
  62    42    41:==========* 
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  64    53    33:========*===== 
  66    14    26:====  * 
  68    12    20:=== * 
  70    29    16:===*==== 
  72    14    12:==*= 
  74    11    10:==* 
  76    17     8:=*=== 
  78     5     6:=* 
  80     1     5:=* 
  82     8     3:*= 
  84     2     3:* 
  86     1     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.76150.00334; mu= 7.9971 0.172 
 mean_var=40.714710.676, 0's: 2 Z-trim: 2  B-trim: 11 in 1/43 
 Lambda= 0.201001 
 Kolmogorov-Smirnov  statistic: 0.0508 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.080 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   59 22.2     2.4 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   60 22.6     4.2 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   55 21.1     5.2 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   61 22.9     6.9 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   61 22.9     7.3 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   57 21.7     9.3 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   60 22.6     9.9 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   52 20.2      12 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   52 20.2      12 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   52 20.2      12 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   52 20.2      12 
gi|59895730|gb|AAX11262.1| pectin methylesterase a ( 339)   56 21.4      14 
gi|59895728|gb|AAX11261.1| pectin methylesterase a ( 339)   56 21.4      14 
gi|225810597|gb|ACO34813.1| Sal k 1 pollen allerge ( 339)   56 21.4      14 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   50 19.6      15 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   45 18.1      16 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   54 20.9      20 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   56 21.5      21 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   56 21.5      22 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   49 19.3      22 
gi|51242679|gb|AAT99258.1| pectin-methyltransferas ( 362)   54 20.9      23 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   53 20.6      24 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   54 20.9      26 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   53 20.6      28 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   53 20.6      28 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   53 20.6      28 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   53 20.6      28 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   53 20.6      28 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   53 20.6      28 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   53 20.6      28 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   53 20.6      28 
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gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   53 20.6      28 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 20.0      29 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   51 20.0      30 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   52 20.3      30 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 19.7      31 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 20.0      31 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   54 20.9      31 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 19.1      31 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   54 20.9      34 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   53 20.6      34 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   48 19.1      34 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   47 18.8      34 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   49 19.4      36 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   52 20.3      37 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 19.7      38 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 19.7      38 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   49 19.4      38 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   49 19.4      38 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   52 20.3      42 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 19.4      45 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   53 20.6      45 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   46 18.5      51 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 18.5      51 
gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full= (  85)   43 17.6      51 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   46 18.5      51 
gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   46 18.5      51 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   46 18.5      51 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 18.5      51 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   46 18.5      51 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   46 18.5      51 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   46 18.5      51 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   46 18.5      51 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   46 18.5      51 
gi|56405054|sp|P84298.1|GLB75_CHITH RecName: Full= ( 161)   46 18.5      51 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   49 19.4      52 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   50 19.7      53 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   44 17.9      54 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   44 17.9      54 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   49 19.4      55 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   48 19.1      56 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   48 19.1      57 
gi|62240392|gb|AAX77384.1| 11S globulin precursor  ( 523)   51 20.0      58 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   48 19.1      59 
gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Ente ( 233)   47 18.8      60 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   46 18.5      61 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   45 18.2      62 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   45 18.2      62 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   45 18.2      62 
gi|5726304|gb|AAD48405.1|AF136945_1 major allergen ( 161)   45 18.2      62 
gi|11762104|gb|AAG40330.1|AF323974_1 major allerge ( 161)   45 18.2      62 
gi|11762102|gb|AAG40329.1|AF323973_1 major allerge ( 161)   45 18.2      62 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   44 17.9      63 
gi|15809696|gb|AAL07320.1| profilin [Litchi chinen ( 131)   44 17.9      63 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   44 17.9      63 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   44 17.9      63 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   44 17.9      63 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   49 19.4      63 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   49 19.4      63 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   49 19.4      63 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   48 19.1      64 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   44 17.9      67 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   45 18.2      68 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   48 19.1      71 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   42 17.3      73 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   49 19.4      74 
gi|121244|sp|P12548.1|GLB73_CHITH RecName: Full=Gl ( 161)   44 17.9      76 
gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full= ( 131)   43 17.6      76 
gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 ( 131)   43 17.6      76 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   48 19.1      78 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   44 17.9      79 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   44 17.9      79 
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gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   49 19.4      83 
gi|886967|emb|CAA59340.1| low molecular weight glu ( 276)   46 18.5      85 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   46 18.5      87 
gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triti ( 439)   48 19.1      88 
gi|46410859|gb|AAR98518.1| major latex allergen He ( 366)   47 18.8      91 
gi|121248|sp|P12549.1|GLB76_CHITH RecName: Full=Gl ( 161)   43 17.6      92 
gi|34851176|gb|AAP15200.1| profilin-like protein [ ( 131)   42 17.3      93 
gi|67975085|gb|AAY84563.1| group 18 allergen prote ( 462)   48 19.1      93 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   43 17.6      93 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   44 17.9      93 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   44 17.9      95 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 95.8  bits: 22.2 E():  2.4 
Smith-Waterman score: 59; 44.4% identity (66.7% similar) in 18 aa overlap (61-78:30-47) 
 
               40        50        60        70        80           
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI           
                                     :.  .:::.  ::. : :             
gi|126  TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTKKGNLWEVKSAKP 
                10        20        30        40        50          
 
gi|126 LTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
      60        70        80        90        
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 91.3  bits: 22.6 E():  4.2 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (25-56:133-160) 
 
                     10        20        30        40        50     
AAD-12       HLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|221 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
            110       120       130       140           150         
 
           60        70        80                                   
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVI                                   
       :.                                                           
gi|221 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
      160       170       180       190       200       210         
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 89.6  bits: 21.1 E():  5.2 
Smith-Waterman score: 55; 38.9% identity (66.7% similar) in 18 aa overlap (61-78:30-47) 
 
               40        50        60        70        80           
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI           
                                     :.  .:::.  ::. . :             
gi|144  VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKKGNLWEVKSSKP 
                10        20        30        40        50          
 
gi|144 LTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
      60        70        80        90       
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 87.4  bits: 22.9 E():  6.9 
Smith-Waterman score: 61; 38.7% identity (58.1% similar) in 31 aa overlap (26-56:108-138) 
 
                    10        20        30        40        50      
AAD-12      HLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA 
                                     : :  .. :.  :  :   :.:.  :::.: 
gi|259 YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIA 
        80        90       100       110       120       130        
 
          60        70        80                                    
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVI                                    
       :                                                            
gi|259 IPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGR 
       140       150       160       170       180       190        
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
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 initn:  60 init1:  60 opt:  61  Z-score: 87.0  bits: 22.9 E():  7.3 
Smith-Waterman score: 61; 32.7% identity (59.6% similar) in 52 aa overlap (3-50:83-134) 
 
                                           10        20          30 
AAD-12                             HLATLDDAGFAALHAAWLQHALLIFPGQH--L 
                                     .: :.:: ::.... :.  :  .: ::  . 
gi|215 NPTGGHSKMESKPILNGHGYCHIHFWIGSESTKDEAGVAAIKSVELDDFLGGYPVQHREI 
             60        70        80        90       100       110   
 
               40          50        60        70        80         
AAD-12 SNDQQITFAKRF--GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI         
        . ..  :.. :  : :   ::                                       
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  57  Z-score: 85.1  bits: 21.7 E():  9.3 
Smith-Waterman score: 57; 25.7% identity (50.0% similar) in 70 aa overlap (16-80:33-102) 
 
                              10        20         30        40     
AAD-12                HLATLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFGA 
                                     : .:: .. .  : :  . :: :   . :  
gi|273 MEHYLKTYLSWLTEEQKEKLKEMKEAGQTKAEIQHEVMHYYDQLHGEEKQQATEKLKVGC 
             10        20        30        40        50        60   
 
           50            60        70        80                     
AAD-12 IERIGG--GD--IVAISNVKADGTVRQHSPAEWDDMMKVI                     
          . :  :.  .: . :::  :.  :.   . . :.. .                     
gi|273 KMLLKGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIF 
             70        80        90       100       110       120   
 
gi|273 GATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKELEAKILHYYDEL 
            130       140       150       160       170       180   
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 84.6  bits: 22.6 E():  9.9 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (25-56:131-158) 
 
                     10        20        30        40        50     
AAD-12       HLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|213 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
              110       120       130       140           150       
 
           60        70        80                                   
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVI                                   
       :.                                                           
gi|213 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
        160       170       180       190       200       210       
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.1  bits: 20.2 E():   12 
Smith-Waterman score: 52; 25.0% identity (59.1% similar) in 44 aa overlap (35-78:29-72) 
 
           10        20        30        40        50        60     
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ..::. . :. :.  .  .   ... :.   
gi|400   MSMASSSSSGLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVE 
                 10        20        30        40        50         
 
           70        80                                             
AAD-12 VRQHSPAEWDDMMKVI                                             
       .:.:.  ::  : :                                               
gi|400 LREHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
       60        70        80        90       100       110         
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.1  bits: 20.2 E():   12 
Smith-Waterman score: 52; 25.0% identity (59.1% similar) in 44 aa overlap (35-78:29-72) 
 
           10        20        30        40        50        60     
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AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ..::. . :. :.  .  .   ... :.   
gi|400   MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVE 
                 10        20        30        40        50         
 
           70        80                                             
AAD-12 VRQHSPAEWDDMMKVI                                             
       .:.:.  ::  : :                                               
gi|400 LREHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
       60        70        80        90       100       110         
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.1  bits: 20.2 E():   12 
Smith-Waterman score: 52; 25.0% identity (59.1% similar) in 44 aa overlap (35-78:29-72) 
 
           10        20        30        40        50        60     
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ..::. . :. :.  .  .   ... :.   
gi|117   MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVE 
                 10        20        30        40        50         
 
           70        80                                             
AAD-12 VRQHSPAEWDDMMKVI                                             
       .:.:.  ::  : :                                               
gi|117 LREHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
       60        70        80        90       100       110         
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.1  bits: 20.2 E():   12 
Smith-Waterman score: 52; 25.0% identity (59.1% similar) in 44 aa overlap (35-78:29-72) 
 
           10        20        30        40        50        60     
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ..::. . :. :.  .  .   ... :.   
gi|400   MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVE 
                 10        20        30        40        50         
 
           70        80                                             
AAD-12 VRQHSPAEWDDMMKVI                                             
       .:.:.  ::  : :                                               
gi|400 LREHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
       60        70        80        90       100       110         
 
>>gi|59895730|gb|AAX11262.1| pectin methylesterase aller  (339 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.8  bits: 21.4 E():   14 
Smith-Waterman score: 56; 31.2% identity (56.2% similar) in 32 aa overlap (1-32:239-270) 
 
                                             10        20        30 
AAD-12                               HLATLDDAGFAALHAAWLQHALLIFPGQHL 
                                     :  .   .: : :  ::.. : ..:   .: 
gi|598 ELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCNL 
      210       220       230       240       250       260         
 
               40        50        60        70        80           
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI           
       :.                                                           
gi|598 SDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYIE 
      270       280       290       300       310       320         
 
>>gi|59895728|gb|AAX11261.1| pectin methylesterase aller  (339 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.8  bits: 21.4 E():   14 
Smith-Waterman score: 56; 31.2% identity (56.2% similar) in 32 aa overlap (1-32:239-270) 
 
                                             10        20        30 
AAD-12                               HLATLDDAGFAALHAAWLQHALLIFPGQHL 
                                     :  .   .: : :  ::.. : ..:   .: 
gi|598 ELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCNL 
      210       220       230       240       250       260         
 
               40        50        60        70        80           
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI           
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       :.                                                           
gi|598 SDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYIE 
      270       280       290       300       310       320         
 
>>gi|225810597|gb|ACO34813.1| Sal k 1 pollen allergen [S  (339 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.8  bits: 21.4 E():   14 
Smith-Waterman score: 56; 31.2% identity (56.2% similar) in 32 aa overlap (1-32:239-270) 
 
                                             10        20        30 
AAD-12                               HLATLDDAGFAALHAAWLQHALLIFPGQHL 
                                     :  .   .: : :  ::.. : ..:   .: 
gi|225 ELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCNL 
      210       220       230       240       250       260         
 
               40        50        60        70        80           
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI           
       :.                                                           
gi|225 SDAVKPEGWSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYIE 
      270       280       290       300       310       320         
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 81.5  bits: 19.6 E():   15 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (49-64:29-43) 
 
       20        30        40        50        60        70         
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105   CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
                 10        20        30         40        50        
 
       80                                         
AAD-12 VI                                         
                                                  
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
        60        70        80        90          
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 80.7  bits: 18.1 E():   16 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (34-57:17-38) 
 
            10        20        30        40        50        60    
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .. :       
gi|217               LVSVEHQAARLKVAKAQQL--AAQLPAMCRLEGGDALSASQ      
                             10          20        30               
 
            70        80 
AAD-12 TVRQHSPAEWDDMMKVI 
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 78.9  bits: 20.9 E():   20 
Smith-Waterman score: 54; 25.6% identity (48.7% similar) in 39 aa overlap (35-73:191-229) 
 
           10        20        30        40        50        60     
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ::..   .:   :  : :..   .. :    
gi|320 KEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDP 
              170       180       190       200       210       220 
 
           70        80                                             
AAD-12 VRQHSPAEWDDMMKVI                                             
       : . . : :                                                    
gi|320 VISFKTALWFWMTPQSPKPSCHNVITGRWTPSAADRAAGRLPGYGVITNIINGGIECGKG 
              230       240       250       260       270       280 
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 78.7  bits: 21.5 E():   21 
Smith-Waterman score: 56; 30.3% identity (50.0% similar) in 66 aa overlap (10-75:241-292) 
 
                                    10        20        30          
AAD-12                      HLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
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                                     :...   .::::. .        :.: .   
gi|112 YQQQQGSRPHYRQISPRVRGDEQENEGSNIFSGFAQEFLQHAFQV--------DRQTVEN 
              220       230       240       250               260   
 
      40        50        60        70        80                    
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI                    
        : :  ::   : ::...     : .:  :: : :.                         
gi|112 LR-GENEREEQGAIVTVK-----GGLRILSPDEEDESSRSPPSRREEFDEDRSRPQQRGK 
             270            280       290       300       310       
 
gi|112 YDENRRGYKNGIEETICSASVKKNLGRSSNPDIYNPQAGSLRSVNELDLPILGWLGLSAQ 
        320       330       340       350       360       370       
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 78.4  bits: 21.5 E():   22 
Smith-Waterman score: 56; 40.6% identity (56.2% similar) in 32 aa overlap (27-56:153-184) 
 
                   10        20        30        40          50     
AAD-12     HLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK--RFGAIERIGGGDIV 
                                     ::.   .::  : .  :    .::  ::.: 
gi|258 QGQQEQQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVV 
            130       140       150       160       170       180   
 
           60        70        80                                   
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVI                                   
       ::                                                           
gi|258 AIPAGVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQ 
            190       200       210       220       230       240   
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.3  bits: 19.3 E():   22 
Smith-Waterman score: 49; 36.4% identity (72.7% similar) in 22 aa overlap (7-28:20-41) 
 
                            10        20        30        40        
AAD-12              HLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                          :.. :.: : . .:..: : .:                    
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQE 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI                            
                                                                    
gi|217 IQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLV 
               70        80        90       100       110       120 
 
>>gi|51242679|gb|AAT99258.1| pectin-methyltransferase pr  (362 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 78.1  bits: 20.9 E():   23 
Smith-Waterman score: 54; 31.2% identity (56.2% similar) in 32 aa overlap (1-32:262-293) 
 
                                             10        20        30 
AAD-12                               HLATLDDAGFAALHAAWLQHALLIFPGQHL 
                                     :  .   .: : :  ::.. : ..:   .: 
gi|512 ELHVVPGDPMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFDAARVVFSYCNL 
             240       250       260       270       280       290  
 
               40        50        60        70        80           
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI           
       :.                                                           
gi|512 SDAAKPEGWSDNNKPEAQKTILFGEYKNTGPGAAPDKRAPYTKQLTEADAKTFTSLEYIE 
             300       310       320       330       340       350  
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 77.6  bits: 20.6 E():   24 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (14-57:194-239) 
 
                                10        20         30        40   
AAD-12                  HLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|261 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
           170       180       190       200       210       220    
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             50         60        70        80                      
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVI                      
       .:.:: .::.. :..:                                             
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 77.0  bits: 20.9 E():   26 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (60-75:89-105) 
 
      30        40        50        60         70        80         
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVI         
                                     :.::: : : .::.: .              
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       60        70        80        90       100       110         
 
gi|114 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      120       130       140       150       160       170         
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.3  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (14-57:230-275) 
 
                                10        20         30        40   
AAD-12                  HLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLANIYPYFTYADNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
             50         60        70        80                      
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVI                      
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.3  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (14-57:230-275) 
 
                                10        20         30        40   
AAD-12                  HLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLTNIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
             50         60        70        80                      
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVI                      
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.3  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (14-57:230-275) 
 
                                10        20         30        40   
AAD-12                  HLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|268 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
             50         60        70        80                      
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVI                      
       .:.:: .::.. :..:                                             
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.3  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (14-57:230-275) 
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                                10        20         30        40   
AAD-12                  HLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|118 GFLSSIRSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
             50         60        70        80                      
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVI                      
       .:.:: .::.. :..:                                             
gi|118 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.3  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (14-57:230-275) 
 
                                10        20         30        40   
AAD-12                  HLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|270 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
             50         60        70        80                      
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVI                      
       .:.:: .::.. :..:                                             
gi|270 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPDRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.3  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (14-57:230-275) 
 
                                10        20         30        40   
AAD-12                  HLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
             50         60        70        80                      
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVI                      
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.3  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (14-57:230-275) 
 
                                10        20         30        40   
AAD-12                  HLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSSXSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
             50         60        70        80                      
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVI                      
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.3  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (14-57:230-275) 
 
                                10        20         30        40   
AAD-12                  HLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|327 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
             50         60        70        80                      
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AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVI                      
       .:.:: .::.. :..:                                             
gi|327 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.3  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (14-57:230-275) 
 
                                10        20         30        40   
AAD-12                  HLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
             50         60        70        80                      
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVI                      
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 76.1  bits: 20.0 E():   29 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (49-64:181-195) 
 
       20        30        40        50        60        70         
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
       80                                          
AAD-12 VI                                          
                                                   
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 75.8  bits: 20.0 E():   30 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (49-79:192-222) 
 
       20        30        40        50        60        70         
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : : ..  
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
        80                                         
AAD-12 KVI                                         
       .:                                          
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.8  bits: 20.3 E():   30 
Smith-Waterman score: 65; 20.0% identity (64.3% similar) in 70 aa overlap (11-80:232-294) 
 
                                   10        20        30        40 
AAD-12                     HLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 
                                     ::.:.  . :....   :. ...: : .   
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIHS--VVHSIIMQQQQQQQQQQGIDIFL 
             210       220       230         240       250          
 
               50        60        70        80                     
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI                     
        ..  :..: :..:     ...: .. ..::. . . ...                     
gi|170 PLSQHEQVGQGSLV-----QGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSIMR 
     260       270            280       290       300       310     
 
gi|170 APFASIVAGIGGQ 
          320        
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>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 75.7  bits: 19.7 E():   31 
Smith-Waterman score: 50; 40.0% identity (72.0% similar) in 25 aa overlap (53-77:9-29) 
 
             30        40        50        60        70        80   
AAD-12 LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI   
                                     :::.....: .    :.:: .:: :      
gi|144                       MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMV 
                                     10            20        30     
 
gi|144 DQIVKSLTTKKELDPFKIEQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKID 
           40        50        60        70        80        90     
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 75.6  bits: 20.0 E():   31 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (49-64:199-213) 
 
       20        30        40        50        60        70         
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
       80                                          
AAD-12 VI                                          
                                                   
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 75.5  bits: 20.9 E():   31 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (60-75:119-135) 
 
      30        40        50        60         70        80         
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVI         
                                     :.::: : : .::.: .              
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       90       100       110       120       130       140         
 
gi|476 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      150       160       170       180       190       200         
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 75.5  bits: 19.1 E():   31 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (57-73:2-19) 
 
         30        40        50        60         70        80      
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD-GTVRQHSPAEWDDMMKVI      
                                     ..: .: :.. ..::.::             
gi|250                              PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPF 
                                            10        20        30  
 
gi|250 PRCRALVKSQCAGGQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDK 
              40        50        60        70        80        90  
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 74.9  bits: 20.9 E():   34 
Smith-Waterman score: 54; 25.4% identity (56.7% similar) in 67 aa overlap (6-72:332-392) 
 
                                        10        20        30      
AAD-12                          HLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQ 
                                     : :   :   .. ....:.:   : :..:: 
gi|572 ASLEGLSPHVPLYKVMEGNEPCFFTTFFSWDPAKAIAHGNSFQKKVMLLFGVGHASENQQ 
             310       320       330       340       350       360  
 
          40        50        60        70        80                
AAD-12 ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI                
            ::.. .. ::.   : . .  ...  . :::.                        
gi|572 -----RFNGTNQ-GGATQRASALAALNSAFSSSSPAKSSSAPRSAGKSPGSQRAAAIAAL 
                   370       380       390       400       410      
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gi|572 SSALSAEKKQPPEGGSPLRLSRTSSVDAIAPGNEVSTAEIEDSKEVPERKEIETVEPAET 
         420       430       440       450       460       470      
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 74.9  bits: 20.6 E():   34 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (32-52:330-350) 
 
              10        20        30        40        50        60  
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|149 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
              70        80                                          
AAD-12 DGTVRQHSPAEWDDMMKVI                                          
                                                                    
gi|149 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 74.8  bits: 19.1 E():   34 
Smith-Waterman score: 48; 25.6% identity (62.8% similar) in 43 aa overlap (16-58:78-119) 
 
                              10        20        30        40      
AAD-12                HLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ....  .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
          50        60        70        80                    
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI                    
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 74.8  bits: 18.8 E():   34 
Smith-Waterman score: 47; 28.6% identity (68.6% similar) in 35 aa overlap (35-68:93-127) 
 
           10        20        30         40        50        60    
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA-KRFGAIERIGGGDIVAISNVKADG 
                                     :  :. :.   :....: :.:. ..: .   
gi|121 FKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVT 
             70        80        90       100       110       120   
 
            70        80 
AAD-12 TVRQHSPAEWDDMMKVI 
       .::..             
gi|121 SVRSYKRI          
            130          
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 74.4  bits: 19.4 E():   36 
Smith-Waterman score: 49; 29.3% identity (51.7% similar) in 58 aa overlap (18-75:63-116) 
 
                            10        20        30        40        
AAD-12              HLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|833 HHQTYVNGLNAALEAQKKAAEANDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
             40        50        60        70           80          
 
        50        60        70        80                            
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI                            
        ::: :     .::    :  :  .. :                                 
gi|833 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
       90       100       110       120       130       140         
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.3  bits: 20.3 E():   37 
Smith-Waterman score: 52; 26.1% identity (60.9% similar) in 46 aa overlap (17-60:117-160) 
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                             10          20        30        40     
AAD-12               HLATLDDAGFAALHAAWL--QHALLIFPGQHLSNDQQITFAKRFGA 
                                     :.  :. ..:.  :..   .. :.  : .  
gi|113 IYMVTSDQDDDVVNPKEGTLRFGATQDRPLWIIFQRDMIIYLQQEMVVTSDKTIDGRGAK 
         90       100       110       120       130       140       
 
           50        60        70        80                         
AAD-12 IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI                         
       .: . ::  ... :::                                             
gi|113 VELVYGG--ITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGDAIHVTGSS 
        150         160       170       180       190       200     
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 74.1  bits: 19.7 E():   38 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (49-64:198-212) 
 
       20        30        40        50        60        70         
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
       80                                          
AAD-12 VI                                          
                                                   
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
        230       240       250       260          
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 74.1  bits: 19.7 E():   38 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (49-64:198-212) 
 
       20        30        40        50        60        70         
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
       80                                          
AAD-12 VI                                          
                                                   
gi|115 RKDSDKPIKGPITVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
        230       240       250       260          
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 74.0  bits: 19.4 E():   38 
Smith-Waterman score: 49; 29.3% identity (51.7% similar) in 58 aa overlap (18-75:74-127) 
 
                            10        20        30        40        
AAD-12              HLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|164 HHQTYVNGLNAALEAQKKAAEATDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
            50        60        70        80           90           
 
        50        60        70        80                            
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI                            
        ::: :     .::    :  :  .. :                                 
gi|164 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
     100       110       120       130       140       150          
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.9  bits: 19.4 E():   38 
Smith-Waterman score: 49; 33.3% identity (57.1% similar) in 21 aa overlap (15-35:10-30) 
 
               10        20        30        40        50        60 
AAD-12 HLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK 
                     :::.      ::: :  ....                          
gi|944      MKTLGVLFIAAWFIACTHSFPGAHDEDSKEERKNVDTVLVLPSIERDQMMAATFD 
                    10        20        30        40        50      
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               70        80                                         
AAD-12 ADGTVRQHSPAEWDDMMKVI                                         
                                                                    
gi|944 FPSLSFEDSDEGSNWNWNTLLRPNFLDGWYQTLQSAISAHMKKVREQMAGILSRIPEQGV 
          60        70        80        90       100       110      
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 73.1  bits: 20.3 E():   42 
Smith-Waterman score: 52; 25.0% identity (65.6% similar) in 32 aa overlap (25-56:117-148) 
 
                     10        20        30        40        50     
AAD-12       HLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : :.. .....  :  .   ....  :::. 
gi|303 APKLYYVTQGRGILGVLMPGCPETFQSMSQFQGSREQEEERGRFQDQHQKVHHLKKGDII 
         90       100       110       120       130       140       
 
           60        70        80                                   
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVI                                   
       ::                                                           
gi|303 AIPAGVALWCYNDGDEDLVTVLVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLR 
        150       160       170       180       190       200       
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 72.7  bits: 19.4 E():   45 
Smith-Waterman score: 49; 28.1% identity (53.1% similar) in 32 aa overlap (49-79:192-222) 
 
       20        30        40        50        60        70         
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|168 CKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGDVVAV-DIKEKGKDKWTELKESWGAVW 
             170       180       190        200       210       220 
 
        80                                         
AAD-12 KVI                                         
       ..                                          
gi|168 RIDTPDKLTGPFTVRYTTEGGTKSEFEDVIPEGWKADTSYSAK 
              230       240       250       260    
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 72.7  bits: 20.6 E():   45 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (32-52:330-350) 
 
              10        20        30        40        50        60  
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|169 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
              70        80                                          
AAD-12 DGTVRQHSPAEWDDMMKVI                                          
                                                                    
gi|169 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (16-58:77-118) 
 
                              10        20        30        40      
AAD-12                HLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|402 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
         50        60        70        80        90        100      
 
          50        60        70        80                    
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI                    
          :::.:: ::.                                          
gi|402 AAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
         110       120       130       140       150          
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
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 initn:  46 init1:  46 opt:  46  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (49-58:109-118) 
 
       20        30        40        50        60        70         
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
       80                    
AAD-12 VI                    
                             
gi|534 KAEALFRAVESYLLAHSDAYN 
      140       150          
 
>>gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full=Polc  (85 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.7  bits: 17.6 E():   51 
Smith-Waterman score: 43; 36.6% identity (46.3% similar) in 41 aa overlap (40-80:17-54) 
 
      10        20        30        40        50        60          
AAD-12 FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS 
                                     ::: :    : : : :    .:  :. . . 
gi|144               MADDHPQDKAERERIFKRFDAN---GDGKISAAELGEALKTLGSIT 
                             10        20           30        40    
 
      70        80                                
AAD-12 PAEWDDMMKVI                                
       : :   ::  :                                
gi|144 PDEVKHMMAEIDTDGDGFISFQEFTDFGRANRGLLKDVAKIF 
            50        60        70        80      
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 46; 23.3% identity (62.8% similar) in 43 aa overlap (16-58:78-119) 
 
                              10        20        30        40      
AAD-12                HLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :... .   ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLE-KVSHELKIV 
        50        60        70        80        90        100       
 
          50        60        70        80                    
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI                    
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 46; 20.3% identity (51.9% similar) in 79 aa overlap (2-77:63-141) 
 
                                            10           20         
AAD-12                              HLATLDDAGFAALHAAWLQ---HALLIFPGQ 
                                     : ::  .:  : ::. .      .. . :. 
gi|170 VKHSEVDILYYIFKANPDIMAKFPQFAGKDLETLKGTGQFATHAGRIVGFVSEIVALMGN 
             40        50        60        70        80        90   
 
       30        40        50        60        70        80         
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI         
         .   . :. : ..: ..  :   . ... .:. .   .: . :.: .            
gi|170 SANMPAMETLIKDMAANHKARGIPKAQFNEFRASLVSYLQSKVSWNDSLGAAWTQGLDNV 
            100       110       120       130       140       150   
 
gi|170 FNMMFSYL 
            160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (16-58:78-119) 
 
                              10        20        30        40      
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AAD-12                HLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
          50        60        70        80                    
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI                    
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (49-58:110-119) 
 
       20        30        40        50        60        70         
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
       80                    
AAD-12 VI                    
                             
gi|534 KAEALFRAVESYLLAHSDAYN 
     140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (16-58:78-119) 
 
                              10        20        30        40      
AAD-12                HLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
          50        60        70        80                    
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI                    
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (16-58:78-119) 
 
                              10        20        30        40      
AAD-12                HLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
          50        60        70        80                    
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI                    
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (16-58:78-119) 
 
                              10        20        30        40      
AAD-12                HLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
          50        60        70        80                    
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI                    
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          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (16-58:78-119) 
 
                              10        20        30        40      
AAD-12                HLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|730 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
          50        60        70        80                    
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI                    
          :::.:: ::.                                          
gi|730 AAPGGGSIVKISSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (16-58:78-119) 
 
                              10        20        30        40      
AAD-12                HLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
          50        60        70        80                    
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI                    
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|56405054|sp|P84298.1|GLB75_CHITH RecName: Full=Glob  (161 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 46; 19.5% identity (57.1% similar) in 77 aa overlap (2-75:64-140) 
 
                                            10        20            
AAD-12                              HLATLDDAGFAALHAAWLQHAL--LIFPGQH 
                                     ::.. :.:  : ::. .   :  .:  . . 
gi|564 VSHNEVEILAAVFAAYPDIQNKFSQFAGKDLASIKDTGAFATHATRIVSFLSEVIALSGN 
            40        50        60        70        80        90    
 
      30         40        50        60        70        80         
AAD-12 LSNDQQI-TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI         
        ::   . ......:  ..  : . . ... ..  ..  .. . : :              
gi|564 TSNAAAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLQANVSWGDNVAAAWNKALDNT 
           100       110       120       130       140       150    
 
gi|564 FAIVVPRL 
           160  
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.6  bits: 19.4 E():   52 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (17-48:157-188) 
 
                             10        20        30        40       
AAD-12               HLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
        130       140       150       160       170       180       
 
         50        60        70        80                           
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI                           
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
        190       200       210       220       230       240       
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 634



 

 

>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 71.4  bits: 19.7 E():   53 
Smith-Waterman score: 50; 26.8% identity (51.2% similar) in 41 aa overlap (21-57:190-230) 
 
                         10        20        30            40       
AAD-12           HLATLDDAGFAALHAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::  .  :    ::.  
gi|215 NKPVIFTKSNLAKSPELDAKMYDICYSTAAAPIYFPPHHFVTHTSNGARYEFNLVDGAVA 
     160       170       180       190       200       210          
 
         50        60        70        80                           
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI                           
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (34-52:35-53) 
 
            10        20        30        40        50        60    
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
            70        80                                
AAD-12 TVRQHSPAEWDDMMKVI                                
                                                        
gi|191 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (34-52:35-53) 
 
            10        20        30        40        50        60    
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
            70        80                                
AAD-12 TVRQHSPAEWDDMMKVI                                
                                                        
gi|730 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.1  bits: 19.4 E():   55 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (17-48:176-207) 
 
                             10        20        30        40       
AAD-12               HLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
         150       160       170       180       190       200      
 
         50        60        70        80                           
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI                           
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
         210       220       230       240       250       260      
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 70.9  bits: 19.1 E():   56 
Smith-Waterman score: 48; 28.1% identity (53.1% similar) in 32 aa overlap (49-79:198-228) 
 
       20        30        40        50        60        70         
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
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gi|249 CKYPDGTKPTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIELKESWGAIW 
       170       180       190       200        210       220       
 
        80                                         
AAD-12 KVI                                         
       ..                                          
gi|249 RIDTPDKLTGPFTVRYTTEGGTKAEFEDVIPEGWKADTHDASK 
        230       240       250       260          
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.9  bits: 19.1 E():   57 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (25-35:90-100) 
 
                     10        20        30        40        50     
AAD-12       HLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
           60        70        80                                   
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVI                                   
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|62240392|gb|AAX77384.1| 11S globulin precursor [Sin  (523 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 70.7  bits: 20.0 E():   58 
Smith-Waterman score: 51; 30.0% identity (63.3% similar) in 30 aa overlap (27-55:173-202) 
 
                   10        20        30         40        50      
AAD-12     HLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQ-QITFAKRFGAIERIGGGDIVA 
                                     ::. ...: :  :   .  .:..  ::..: 
gi|622 QQGQQGQQGQQQGQQGQQGQQGQQGQQGQQGQQGQQQQGQQGFRDMYQKVEHVRHGDVIA 
            150       160       170       180       190       200   
 
          60        70        80                                    
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVI                                    
                                                                    
gi|622 NTPGSAHWIYNTGDKPLVIISLLDIANYQNQLDRNPRVFRLAGNNPQGGFGGPQQQQPQQ 
            210       220       230       240       250       260   
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 70.5  bits: 19.1 E():   59 
Smith-Waterman score: 50; 29.7% identity (54.1% similar) in 37 aa overlap (2-35:18-54) 
 
                               10        20           30        40  
AAD-12                 HLATLDDAGFAALHAAWLQHAL---LIFPGQHLSNDQQITFAKR 
                        .: .: . . .:.  : :. :     :: :   ..::       
gi|219 MKTFLVFALLAVVATSAIAQMDTSCIPGLERPWQQQPLPPQQTFPQQPPFSQQQQQQPFP 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI                      
                                                                    
gi|219 QQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQQQLILPPQQQQQLPQQQISIVQPSV 
               70        80        90       100       110       120 
 
>>gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Enteroto  (233 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 70.4  bits: 18.8 E():   60 
Smith-Waterman score: 47; 23.3% identity (51.2% similar) in 43 aa overlap (14-53:44-85) 
 
                                10        20           30        40 
AAD-12                  HLATLDDAGFAALHAAWLQHALLI---FPGQHLSNDQQITFAK 
                                     :  .:::..:.   :  .   ::  . : . 
gi|163 KKSELQGTALGNLKQIYYYNEKAKTENKESHDQFLQHTILFKGFFTDHSWYNDLLVDFDS 
            20        30        40        50        60        70    
 
               50        60        70        80                     
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI                     
       .   ...  :  .                                                
gi|163 K-DIVDKYKGKKVDLYGAYYGYQCAGGTPNKTACMYGGVTLHDNNRLTEEKKVPINLWLD 
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             80        90       100       110       120       130   
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 70.3  bits: 18.5 E():   61 
Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 42 aa overlap (25-66:98-133) 
 
                     10        20        30        40        50     
AAD-12       HLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :::       .. .:..: ::.  : :  : 
gi|223 LADFNKDGEVTVDEFKQAVQKHCQGKKYGDFPGAF-----KVFIANQFKAIDVNGDGK-V 
        70        80        90       100            110       120   
 
           60        70        80                                   
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVI                                   
       .... . :  .:                                                 
gi|223 GLDEYRLDCITRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCS 
             130       140       150       160       170       180  
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 45; 33.3% identity (57.8% similar) in 45 aa overlap (43-80:52-96) 
 
             20        30        40        50        60             
AAD-12 LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK--ADGT-----V 
                                     :.:..:. :.  . : ::   ::.     : 
gi|602 AFVLDADNLIPKIAPQAVKSTEILEGDGGVGTIKKINFGEGSTYSYVKHKIDGVDKDNFV 
              30        40        50        60        70        80  
 
          70        80                                              
AAD-12 RQHSPAEWDDMMKVI                                              
        :.:  : : . ..:                                              
gi|602 YQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISHYHTKGDVEIKEEHVKAGKEKAS 
              90       100       110       120       130       140  
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 45; 23.3% identity (60.5% similar) in 43 aa overlap (16-58:78-119) 
 
                              10        20        30        40      
AAD-12                HLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
          50        60        70        80                    
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI                    
          :::..: ::.                                          
gi|167 AAPGGGSVVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 45; 24.4% identity (61.0% similar) in 41 aa overlap (18-58:80-119) 
 
                            10        20        30        40        
AAD-12              HLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :. :.    ....  .   
gi|730 GPGTIKKITFSEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLG-DKLEKVSHELKIVAA 
      50        60        70        80        90        100         
 
        50        60        70        80                    
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI                    
        :::.:: ::.                                          
gi|730 PGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      110       120       130       140       150       160 
 
>>gi|5726304|gb|AAD48405.1|AF136945_1 major allergen Cor  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (14-58:77-120) 
 
                                10        20        30         40   
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AAD-12                  HLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|572 GNGGPGTIKKITFAEGNEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
             50        60        70        80                    
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI                    
       .:  . :::.:. :..                                          
gi|572 AAAPH-GGGSILKITSKYHTKGNASINEEEIKAGKEKAAGLFKAVEAYLLAHPDAYC 
         110        120       130       140       150       160  
 
>>gi|11762104|gb|AAG40330.1|AF323974_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (14-58:77-120) 
 
                                10        20        30         40   
AAD-12                  HLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
             50        60        70        80                    
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI                    
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|11762102|gb|AAG40329.1|AF323973_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (14-58:77-120) 
 
                                10        20        30         40   
AAD-12                  HLATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
             50        60        70        80                    
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI                    
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (48-69:15-36) 
 
        20        30        40        50        60        70        
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|604                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
        80                                                          
AAD-12 KVI                                                          
                                                                    
gi|604 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|15809696|gb|AAL07320.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 44; 25.0% identity (58.9% similar) in 56 aa overlap (8-61:45-100) 
 
                                      10        20        30        
AAD-12                        HLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 
                                     : .::.   . . . :   : ::.. . .. 
gi|158 TDGQHLTAAAIIGHDGSVWAQSANFPQFKPAEIAAIMKDFDEPGSLAPTGLHLGGTKYMV 
           20        30        40        50        60        70     
 
        40          50        60        70        80             
AAD-12 FAKRFGAIER--IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI             
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       .  . ::. :   : : :.. ....:                                
gi|158 IQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL 
           80        90       100       110       120       130  
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (48-69:15-36) 
 
        20        30        40        50        60        70        
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|144                 MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
        80                                                          
AAD-12 KVI                                                          
                                                                    
gi|144 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (48-69:15-36) 
 
        20        30        40        50        60        70        
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|288                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
        80                                                          
AAD-12 KVI                                                          
                                                                    
gi|288 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (48-69:15-36) 
 
        20        30        40        50        60        70        
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|218                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
        80                                                          
AAD-12 KVI                                                          
                                                                    
gi|218 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 70.0  bits: 19.4 E():   63 
Smith-Waterman score: 49; 26.3% identity (57.9% similar) in 38 aa overlap (38-74:103-140) 
 
        10        20        30        40         50        60       
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|119 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
         70        80                                               
AAD-12 QHSPAEWDDMMKVI                                               
       .: :: ::                                                     
gi|119 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 70.0  bits: 19.4 E():   63 
Smith-Waterman score: 49; 26.3% identity (57.9% similar) in 38 aa overlap (38-74:103-140) 
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        10        20        30        40         50        60       
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|309 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
         70        80                                               
AAD-12 QHSPAEWDDMMKVI                                               
       .: :: ::                                                     
gi|309 DHPPASWDWRKKGVITQVKYQGGCGSGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 70.0  bits: 19.4 E():   63 
Smith-Waterman score: 49; 26.3% identity (57.9% similar) in 38 aa overlap (38-74:103-140) 
 
        10        20        30        40         50        60       
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|129 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
         70        80                                               
AAD-12 QHSPAEWDDMMKVI                                               
       .: :: ::                                                     
gi|129 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 69.9  bits: 19.1 E():   64 
Smith-Waterman score: 48; 25.7% identity (60.0% similar) in 35 aa overlap (45-75:81-115) 
 
           20        30        40        50            60        70 
AAD-12 AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV----AISNVKADGTVRQHSP 
                                     :  .: :...     :. .:  :.:..  : 
gi|324 NFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFP 
               60        70        80        90       100       110 
 
               80                                                   
AAD-12 AEWDDMMKVI                                                   
       .:. .                                                        
gi|324 SEFGNDVDRSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASS 
              120       130       140       150       160       170 
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.5  bits: 17.9 E():   67 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (48-70:15-37) 
 
        20        30        40        50        60        70        
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : : .... . .  ::.:  .::        
gi|100                 MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKP 
                               10        20        30        40     
 
        80                                                          
AAD-12 KVI                                                          
                                                                    
gi|100 EENAGIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILG 
           50        60        70        80        90       100     
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.4  bits: 18.2 E():   68 
Smith-Waterman score: 45; 21.0% identity (51.6% similar) in 62 aa overlap (2-63:110-171) 
 
                                            10        20        30  
AAD-12                              HLATLDDAGFAALHAAWLQHALLIFPGQHLS 
                                     .:   .. .:...:.  .    .  .:... 
gi|249 IKERHGGAYETYKFIPSLEASRSKQAYGATVARAPEVKYAVFEAGLTKAITAMSEAQKVA 
      80        90       100       110       120       130          
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              40        50        60        70        80 
AAD-12 NDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI 
       .  . . :   ::    ::.  :: :   . :                  
gi|249 KPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV              
     140       150       160       170                   
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.1  bits: 19.1 E():   71 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (25-35:90-100) 
 
                     10        20        30        40        50     
AAD-12       HLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
           60        70        80                                   
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVI                                   
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.9  bits: 17.3 E():   73 
Smith-Waterman score: 42; 37.5% identity (62.5% similar) in 24 aa overlap (34-57:79-100) 
 
            10        20        30        40        50        60    
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .  :       
gi|897 QQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQL--AAQLPAMCRLEGGDALLASQ      
       50        60        70        80          90       100       
 
            70        80 
AAD-12 TVRQHSPAEWDDMMKVI 
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 68.7  bits: 19.4 E():   74 
Smith-Waterman score: 49; 38.1% identity (66.7% similar) in 21 aa overlap (57-77:216-232) 
 
         30        40        50        60        70        80       
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI       
                                     :... :: :    :..::: .          
gi|253 GHPTHLEHSSTNPNSFHYEHNIVSPSSIHPSTAHFDGEV----PSQWDDSLGHGASTPKV 
         190       200       210       220           230       240  
 
gi|253 RTPSHHVSSNPWAEINEPTGGDNDNLAPVTRPRKPARARRQKKEPRKLSDASQGARSSST 
             250       260       270       280       290       300  
 
>>gi|121244|sp|P12548.1|GLB73_CHITH RecName: Full=Globin  (161 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 44; 16.9% identity (55.8% similar) in 77 aa overlap (2-75:64-140) 
 
                                            10        20            
AAD-12                              HLATLDDAGFAALHAAWLQHAL---LIFPGQ 
                                     ::.. :.:  : ::. .   :   . . :. 
gi|121 VSHNEVDILAAVFAAYPDIQAKFPQFAGKDLASIKDTGAFATHATRIVSFLSEVIALSGN 
            40        50        60        70        80        90    
 
       30        40        50        60        70        80         
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI         
       . . .   ......:  ..  : . . ... ..  ..   . . : :              
gi|121 ESNASAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLSNHVSWGDNVAAAWNKALDNT 
           100       110       120       130       140       150    
 
gi|121 YAIVVPRL 
           160  
 
>>gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 43; 24.5% identity (58.5% similar) in 53 aa overlap (11-61:48-100) 
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                                   10        20        30        40 
AAD-12                     HLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 
                                     ::.   . . . :   : ::.. . ...   
gi|144 HRLTAAAIIGHDGSVWAQSSSFPQFKSDEVAAIMKDFDEPGSLAPTGLHLGSTKYMVIQG 
        20        30        40        50        60        70        
 
                 50        60        70        80             
AAD-12 RFGAIER--IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI             
       . ::. :   :.: :.. .. .:                                
gi|144 EPGAVIRGKKGSGGITVKKTSQALIIGIYDEPLTPGQCNMIVERLGDYLLEQGM 
        80        90       100       110       120       130  
 
>>gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 [Ch  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 43; 33.3% identity (62.5% similar) in 24 aa overlap (48-71:15-38) 
 
        20        30        40        50        60        70        
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :. . . . .  ::::  .::.       
gi|294                 MSWQTYVDDHLMCDIEGNHLSSAAILGHDGTVWAQSPSFPQLKP 
                               10        20        30        40     
 
        80                                                          
AAD-12 KVI                                                          
                                                                    
gi|294 EEVSAIMKDFNEPGSLAPTGLHLGGTKYMVIQGEPGDVIRGKKGPGGVTIKKTNQALIIG 
           50        60        70        80        90       100     
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 68.2  bits: 19.1 E():   78 
Smith-Waterman score: 48; 26.8% identity (48.8% similar) in 41 aa overlap (21-57:190-230) 
 
                         10        20        30            40       
AAD-12           HLATLDDAGFAALHAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::     :    ::.  
gi|215 NKPVIFTKSNLAESPQLDAKMYDICYSTAAAPIYFPPHHFVTHTSNGATYEFNLVDGAVA 
     160       170       180       190       200       210          
 
         50        60        70        80                           
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI                           
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.2  bits: 17.9 E():   79 
Smith-Waterman score: 44; 27.3% identity (47.7% similar) in 44 aa overlap (32-75:90-127) 
 
              10        20        30        40        50        60  
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     ::  .  :  .:  ... : ::. .:     
gi|276 VCSARHVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSA--WGKANQVTGDDILFLS---- 
      60        70        80        90         100       110        
 
              70        80                                     
AAD-12 DGTVRQHSPAEWDDMMKVI                                     
       :  .:  .   : :                                          
gi|276 DPDARFSKSIGWADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
           120       130       140       150       160         
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.2  bits: 17.9 E():   79 
Smith-Waterman score: 44; 27.3% identity (47.7% similar) in 44 aa overlap (32-75:90-127) 
 
              10        20        30        40        50        60  
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     ::  .  :  .:  ... : ::. .:     
gi|668 VCSARHVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSA--WGKANQVTGDDILFLS---- 
      60        70        80        90         100       110        
 
              70        80                                     
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AAD-12 DGTVRQHSPAEWDDMMKVI                                     
       :  .:  .   : :                                          
gi|668 DPDARFSKSIGWADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
           120       130       140       150       160         
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 67.8  bits: 19.4 E():   83 
Smith-Waterman score: 49; 22.7% identity (53.0% similar) in 66 aa overlap (10-75:240-301) 
 
                                    10        20        30          
AAD-12                      HLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     :...   .:..:. .   : ..: .  : . 
gi|370 RQEEREFSPRGQHSRRERAGQEEENEGGNIFSGFTPEFLEQAFQVDDRQIVQNLRGETES 
     210       220       230       240       250       260          
 
      40        50        60        70        80                    
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI                    
       .. :::  . ::    .  .. :   :     :.:.                         
gi|370 EEEGAIVTVRGG----LRILSPDRKRRADEEEEYDEDEYEYDEEDRRRGRGSRGRGNGIE 
     270       280           290       300       310       320      
 
gi|370 ETICTASAKKNIGRNRSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAH 
         330       340       350       360       370       380      
 
>>gi|886967|emb|CAA59340.1| low molecular weight gluteni  (276 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 67.6  bits: 18.5 E():   85 
Smith-Waterman score: 46; 30.3% identity (63.6% similar) in 33 aa overlap (10-41:57-89) 
 
                                    10        20         30         
AAD-12                      HLATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITF 
                                     :.  .  . :. : :.: :  .:..::  : 
gi|886 PIQQQPQPFPQQPPCSQQQQPPLSQQQQPPFSQQQPPFSQQELPILPQQPPFSQQQQPQF 
         30        40        50        60        70        80       
 
       40        50        60        70        80                   
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI                   
       ...                                                          
gi|886 SQQQQPFPQQQQPLLLQQPPFSQQRPPFSQQQQQPVLPQQPPFSQQQQQQPILPQQPPFS 
         90       100       110       120       130       140       
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.4  bits: 18.5 E():   87 
Smith-Waterman score: 46; 33.3% identity (57.1% similar) in 21 aa overlap (20-40:79-99) 
 
                          10        20        30        40          
AAD-12            HLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG 
                                     : .: :: : : .  . .: .          
gi|624 QSQQQCLQQPQHQFPQPTQQFPQRPLLPFTHPFLTFPDQLLPQPPHQSFPQPPQSYPQPP 
       50        60        70        80        90       100         
 
      50        60        70        80                              
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVI                              
                                                                    
gi|624 LQPFPQPPQQKYPEQPQQPFPWQQPTIQLYLQQQLNPCKEFLLQQCRPVSLLSYLWSKIV 
      110       120       130       140       150       160         
 
>>gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triticum   (439 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.3  bits: 19.1 E():   88 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (25-35:103-113) 
 
                     10        20        30        40        50     
AAD-12       HLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|739 FLQQQQIPQQQIPQQHQIPQQPQQFPQQQQFPQQHQSPQQQFPQQQFPQQKLPQQEFPQQ 
             80        90       100       110       120       130   
 
           60        70        80                                   
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVI                                   
                                                                    
gi|739 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
            140       150       160       170       180       190   
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>>gi|46410859|gb|AAR98518.1| major latex allergen Hev b   (366 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.1  bits: 18.8 E():   91 
Smith-Waterman score: 47; 30.8% identity (56.4% similar) in 39 aa overlap (10-48:231-269) 
 
                                    10        20        30          
AAD-12                      HLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     .:.:::  : . :  .   .:  . . :   
gi|464 ARKFVVENVAPLGLIPFIKQTSDNSTLFYELASLHAMKLPQILEKIQDGYLFPEFNYTVF 
              210       220       230       240       250       260 
 
      40        50        60        70        80                    
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI                    
       . :: :..:                                                    
gi|464 NYFGIIKEIIDAPGEHGFKYGDIACCGNSTYRGQACGFLDYEFCVCGNKTEYLFFDGTHN 
              270       280       290       300       310       320 
 
>>gi|121248|sp|P12549.1|GLB76_CHITH RecName: Full=Globin  (161 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.9  bits: 17.6 E():   92 
Smith-Waterman score: 43; 19.5% identity (57.1% similar) in 77 aa overlap (2-75:64-140) 
 
                                            10        20            
AAD-12                              HLATLDDAGFAALHAAWLQHAL--LIFPGQH 
                                     ::.. :.:  : ::. .   :  .:  . . 
gi|121 VSHNEVEILAAVFAAYPDIQNKFSQFAGKDLASIKDTGAFATHATRIVSFLSEVIALSGN 
            40        50        60        70        80        90    
 
      30         40        50        60        70        80         
AAD-12 LSNDQQI-TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI         
        ::   . ......:  ..  : . . ... ..  ..  .. . : :              
gi|121 DSNAAAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLQANVSWGDNVAAAWNKALDNT 
           100       110       120       130       140       150    
 
gi|121 FAIVVPRL 
           160  
 
>>gi|34851176|gb|AAP15200.1| profilin-like protein [Humu  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 42; 33.3% identity (58.3% similar) in 24 aa overlap (48-71:15-38) 
 
        20        30        40        50        60        70        
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :. . : . .  ::.:  .: :       
gi|348                 MSWQAYVDDHLMCEIDGNHLSAAAIIGHDGSVWAQSAAFPQLKP 
                               10        20        30        40     
 
        80                                                          
AAD-12 KVI                                                          
                                                                    
gi|348 EEVTGIMNDFNEPGTLAPTGLYLGGTKYMVIQGEPGAVIRGKKGAGGVTIKKTSQALIIG 
           50        60        70        80        90       100     
 
>>gi|67975085|gb|AAY84563.1| group 18 allergen protein [  (462 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 66.9  bits: 19.1 E():   93 
Smith-Waterman score: 48; 22.8% identity (56.1% similar) in 57 aa overlap (14-70:320-366) 
 
                                10        20        30        40    
AAD-12                  HLATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 
                                     :: :..     :  .:  .:.  ..... : 
gi|679 CVQIQAETNAFSITRDHDNTAIYAVYVHDNHAEWIS-----FEDRHTLGDKARNITEQ-G 
     290       300       310       320            330       340     
 
            50        60        70        80                        
AAD-12 AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI                        
            :: .. ..::  . :.  ...:                                  
gi|679 ----YGGMSVYTLSNEDVHGVCGDKNPLLHAINSNYFRGIVTEPTVVTVTPVTHTTEHVT 
               350       360       370       380       390          
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 43; 33.3% identity (62.5% similar) in 24 aa overlap (59-79:38-61) 
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       30        40        50        60           70        80      
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ---HSPAEWDDMMKVI      
                                     :.: . .:.    .:  ::.. ::       
gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKVAQAWAE 
        10        20        30        40        50        60        
 
gi|148 TRTPDCSLIHSDRCGENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQIVWAN 
        70        80        90       100       110       120        
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.9  bits: 17.9 E():   93 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (38-62:126-150) 
 
        10        20        30        40        50        60        
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ 
                                     ..:.:  . . .:: ..: . . ::      
gi|144 RAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVA 
         100       110       120       130       140       150      
 
        70        80                                 
AAD-12 HSPAEWDDMMKVI                                 
                                                     
gi|144 ILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
         160       170       180       190       200 
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 17.9 E():   95 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (38-62:130-154) 
 
        10        20        30        40        50        60        
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ 
                                     ..:.:  . . .:: ..: . . ::      
gi|622 RAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVA 
     100       110       120       130       140       150          
 
        70        80                                 
AAD-12 HSPAEWDDMMKVI                                 
                                                     
gi|622 ILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
     160       170       180       190       200     
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:33 2011 done: Fri Jan 21 00:02:33 2011 
 Total Scan time:  0.080 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 24  - 103 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     3     2:* 
  32    16     8:=*== 
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  34    18    22:=====* 
  36    45    44:==========*= 
  38    82    73:==================*== 
  40   104   102:=========================* 
  42   117   125:============================== * 
  44   205   138:==================================*================= 
  46   134   140:==================================* 
  48   123   134:===============================  * 
  50   103   122:==========================    * 
  52    67   108:=================         * 
  54    82    92:===================== * 
  56    63    77:================   * 
  58    60    63:===============* 
  60    52    51:============* 
  62    40    41:==========* 
  64    54    33:========*===== 
  66    17    26:===== * 
  68    12    20:=== * 
  70    28    16:===*=== 
  72    16    12:==*= 
  74    12    10:==* 
  76    19     8:=*=== 
  78     4     6:=* 
  80     1     5:=* 
  82     5     3:*= 
  84     2     3:* 
  86     1     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.70240.00334; mu= 8.3083 0.172 
 mean_var=40.689710.643, 0's: 2 Z-trim: 2  B-trim: 11 in 1/43 
 Lambda= 0.201063 
 Kolmogorov-Smirnov  statistic: 0.0514 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   59 22.2     2.4 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   60 22.6     4.2 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   55 21.1     5.2 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   61 22.9     6.9 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   61 22.9     7.2 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   57 21.7     9.2 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   60 22.6     9.8 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   52 20.2      12 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   52 20.2      12 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   52 20.2      12 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   52 20.2      12 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   50 19.6      15 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   45 18.1      17 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   54 20.9      20 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   56 21.5      21 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   56 21.5      21 
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gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   49 19.3      22 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   53 20.6      24 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   54 20.9      26 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   53 20.6      28 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   53 20.6      28 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   53 20.6      28 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   53 20.6      28 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   53 20.6      28 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   53 20.6      28 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   53 20.6      28 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   53 20.6      28 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   53 20.6      28 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 20.0      29 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   51 20.0      30 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   52 20.3      30 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 19.7      31 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 20.0      31 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   54 20.9      31 
gi|59895728|gb|AAX11261.1| pectin methylesterase a ( 339)   52 20.3      31 
gi|225810597|gb|ACO34813.1| Sal k 1 pollen allerge ( 339)   52 20.3      31 
gi|59895730|gb|AAX11262.1| pectin methylesterase a ( 339)   52 20.3      31 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 19.1      32 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   54 20.9      34 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   53 20.6      34 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   48 19.1      34 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   47 18.8      34 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   52 20.3      36 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   49 19.4      36 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 19.7      37 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 19.7      37 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   49 19.4      38 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   49 19.4      38 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   52 20.3      42 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   53 20.6      44 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 19.4      45 
gi|51242679|gb|AAT99258.1| pectin-methyltransferas ( 362)   50 19.7      49 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   46 18.5      51 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 18.5      51 
gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   46 18.5      51 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   46 18.5      51 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   46 18.5      51 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   46 18.5      51 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   46 18.5      51 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 18.5      51 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   46 18.5      51 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   46 18.5      51 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   46 18.5      51 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   49 19.4      51 
gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full= (  85)   43 17.6      51 
gi|56405054|sp|P84298.1|GLB75_CHITH RecName: Full= ( 161)   46 18.5      51 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   50 19.7      52 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   50 19.7      52 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   50 19.7      52 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   50 19.7      52 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   49 19.4      54 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   44 17.9      54 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   44 17.9      54 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   48 19.1      56 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   48 19.1      56 
gi|62240392|gb|AAX77384.1| 11S globulin precursor  ( 523)   51 20.0      57 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   48 19.1      59 
gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Ente ( 233)   47 18.8      59 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   46 18.5      61 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   45 18.2      62 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   45 18.2      62 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   45 18.2      62 
gi|5726304|gb|AAD48405.1|AF136945_1 major allergen ( 161)   45 18.2      63 
gi|11762104|gb|AAG40330.1|AF323974_1 major allerge ( 161)   45 18.2      63 
gi|11762102|gb|AAG40329.1|AF323973_1 major allerge ( 161)   45 18.2      63 
gi|15809696|gb|AAL07320.1| profilin [Litchi chinen ( 131)   44 17.9      63 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   44 17.9      63 
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gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   44 17.9      63 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   44 17.9      63 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   44 17.9      63 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   48 19.1      63 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   44 17.9      67 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   45 18.2      68 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   48 19.1      70 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   42 17.3      73 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   49 19.4      74 
gi|121244|sp|P12548.1|GLB73_CHITH RecName: Full=Gl ( 161)   44 17.9      76 
gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full= ( 131)   43 17.6      77 
gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 ( 131)   43 17.6      77 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   48 19.1      78 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   44 17.9      79 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   44 17.9      79 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   49 19.4      82 
gi|886967|emb|CAA59340.1| low molecular weight glu ( 276)   46 18.5      84 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   46 18.5      87 
gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triti ( 439)   48 19.1      88 
gi|46410859|gb|AAR98518.1| major latex allergen He ( 366)   47 18.8      90 
gi|67975085|gb|AAY84563.1| group 18 allergen prote ( 462)   48 19.2      92 
gi|121248|sp|P12549.1|GLB76_CHITH RecName: Full=Gl ( 161)   43 17.6      93 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   44 17.9      93 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   43 17.6      93 
gi|34851176|gb|AAP15200.1| profilin-like protein [ ( 131)   42 17.3      93 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   44 17.9      95 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 95.7  bits: 22.2 E():  2.4 
Smith-Waterman score: 59; 44.4% identity (66.7% similar) in 18 aa overlap (60-77:30-47) 
 
      30        40        50        60        70        80          
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV          
                                     :.  .:::.  ::. : :             
gi|126  TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTKKGNLWEVKSAKP 
                10        20        30        40        50          
 
gi|126 LTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
      60        70        80        90        
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 91.3  bits: 22.6 E():  4.2 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (24-55:133-160) 
 
                      10        20        30        40        50    
AAD-12        LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|221 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
            110       120       130       140           150         
 
            60        70        80                                  
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIV                                  
       :.                                                           
gi|221 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
      160       170       180       190       200       210         
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 89.6  bits: 21.1 E():  5.2 
Smith-Waterman score: 55; 38.9% identity (66.7% similar) in 18 aa overlap (60-77:30-47) 
 
      30        40        50        60        70        80          
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV          
                                     :.  .:::.  ::. . :             
gi|144  VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKKGNLWEVKSSKP 
                10        20        30        40        50          
 
gi|144 LTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
      60        70        80        90       
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 87.5  bits: 22.9 E():  6.9 
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Smith-Waterman score: 61; 38.7% identity (58.1% similar) in 31 aa overlap (25-55:108-138) 
 
                     10        20        30        40        50     
AAD-12       LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA 
                                     : :  .. :.  :  :   :.:.  :::.: 
gi|259 YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIA 
        80        90       100       110       120       130        
 
           60        70        80                                   
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIV                                   
       :                                                            
gi|259 IPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGR 
       140       150       160       170       180       190        
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  60 init1:  60 opt:  61  Z-score: 87.1  bits: 22.9 E():  7.2 
Smith-Waterman score: 61; 32.7% identity (59.6% similar) in 52 aa overlap (2-49:83-134) 
 
                                            10        20            
AAD-12                              LATLDDAGFAALHAAWLQHALLIFPGQH--L 
                                     .: :.:: ::.... :.  :  .: ::  . 
gi|215 NPTGGHSKMESKPILNGHGYCHIHFWIGSESTKDEAGVAAIKSVELDDFLGGYPVQHREI 
             60        70        80        90       100       110   
 
      30        40          50        60        70        80        
AAD-12 SNDQQITFAKRF--GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV        
        . ..  :.. :  : :   ::                                       
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  57  Z-score: 85.1  bits: 21.7 E():  9.2 
Smith-Waterman score: 57; 25.7% identity (50.0% similar) in 70 aa overlap (15-79:33-102) 
 
                               10        20         30        40    
AAD-12                 LATLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFGA 
                                     : .:: .. .  : :  . :: :   . :  
gi|273 MEHYLKTYLSWLTEEQKEKLKEMKEAGQTKAEIQHEVMHYYDQLHGEEKQQATEKLKVGC 
             10        20        30        40        50        60   
 
              50          60        70        80                    
AAD-12 IERIGG--GD--IVAISNVKADGTVRQHSPAEWDDMMKVIV                    
          . :  :.  .: . :::  :.  :.   . . :.. .                     
gi|273 KMLLKGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIF 
             70        80        90       100       110       120   
 
gi|273 GATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKELEAKILHYYDEL 
            130       140       150       160       170       180   
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 84.7  bits: 22.6 E():  9.8 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (24-55:131-158) 
 
                      10        20        30        40        50    
AAD-12        LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|213 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
              110       120       130       140           150       
 
            60        70        80                                  
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIV                                  
       :.                                                           
gi|213 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
        160       170       180       190       200       210       
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.1  bits: 20.2 E():   12 
Smith-Waterman score: 52; 25.0% identity (59.1% similar) in 44 aa overlap (34-77:29-72) 
 
            10        20        30        40        50        60    
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
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                                     ..::. . :. :.  .  .   ... :.   
gi|400   MSMASSSSSGLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVE 
                 10        20        30        40        50         
 
            70        80                                            
AAD-12 VRQHSPAEWDDMMKVIV                                            
       .:.:.  ::  : :                                               
gi|400 LREHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
       60        70        80        90       100       110         
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.1  bits: 20.2 E():   12 
Smith-Waterman score: 52; 25.0% identity (59.1% similar) in 44 aa overlap (34-77:29-72) 
 
            10        20        30        40        50        60    
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ..::. . :. :.  .  .   ... :.   
gi|400   MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVE 
                 10        20        30        40        50         
 
            70        80                                            
AAD-12 VRQHSPAEWDDMMKVIV                                            
       .:.:.  ::  : :                                               
gi|400 LREHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
       60        70        80        90       100       110         
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.1  bits: 20.2 E():   12 
Smith-Waterman score: 52; 25.0% identity (59.1% similar) in 44 aa overlap (34-77:29-72) 
 
            10        20        30        40        50        60    
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ..::. . :. :.  .  .   ... :.   
gi|117   MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVE 
                 10        20        30        40        50         
 
            70        80                                            
AAD-12 VRQHSPAEWDDMMKVIV                                            
       .:.:.  ::  : :                                               
gi|117 LREHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
       60        70        80        90       100       110         
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.1  bits: 20.2 E():   12 
Smith-Waterman score: 52; 25.0% identity (59.1% similar) in 44 aa overlap (34-77:29-72) 
 
            10        20        30        40        50        60    
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ..::. . :. :.  .  .   ... :.   
gi|400   MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVE 
                 10        20        30        40        50         
 
            70        80                                            
AAD-12 VRQHSPAEWDDMMKVIV                                            
       .:.:.  ::  : :                                               
gi|400 LREHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
       60        70        80        90       100       110         
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 81.5  bits: 19.6 E():   15 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (48-63:29-43) 
 
        20        30        40        50        60        70        
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105   CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
                 10        20        30         40        50        
 
        80                                        
AAD-12 VIV                                        
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gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
        60        70        80        90          
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 80.5  bits: 18.1 E():   17 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (33-56:17-38) 
 
             10        20        30        40        50        60   
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .. :       
gi|217               LVSVEHQAARLKVAKAQQL--AAQLPAMCRLEGGDALSASQ      
                             10          20        30               
 
             70        80 
AAD-12 TVRQHSPAEWDDMMKVIV 
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 79.0  bits: 20.9 E():   20 
Smith-Waterman score: 54; 25.6% identity (48.7% similar) in 39 aa overlap (34-72:191-229) 
 
            10        20        30        40        50        60    
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ::..   .:   :  : :..   .. :    
gi|320 KEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDP 
              170       180       190       200       210       220 
 
            70        80                                            
AAD-12 VRQHSPAEWDDMMKVIV                                            
       : . . : :                                                    
gi|320 VISFKTALWFWMTPQSPKPSCHNVITGRWTPSAADRAAGRLPGYGVITNIINGGIECGKG 
              230       240       250       260       270       280 
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 78.8  bits: 21.5 E():   21 
Smith-Waterman score: 56; 30.3% identity (50.0% similar) in 66 aa overlap (9-74:241-292) 
 
                                     10        20        30         
AAD-12                       LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     :...   .::::. .        :.: .   
gi|112 YQQQQGSRPHYRQISPRVRGDEQENEGSNIFSGFAQEFLQHAFQV--------DRQTVEN 
              220       230       240       250               260   
 
       40        50        60        70        80                   
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV                   
        : :  ::   : ::...     : .:  :: : :.                         
gi|112 LR-GENEREEQGAIVTVK-----GGLRILSPDEEDESSRSPPSRREEFDEDRSRPQQRGK 
             270            280       290       300       310       
 
gi|112 YDENRRGYKNGIEETICSASVKKNLGRSSNPDIYNPQAGSLRSVNELDLPILGWLGLSAQ 
        320       330       340       350       360       370       
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 78.5  bits: 21.5 E():   21 
Smith-Waterman score: 56; 40.6% identity (56.2% similar) in 32 aa overlap (26-55:153-184) 
 
                    10        20        30          40        50    
AAD-12      LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK--RFGAIERIGGGDIV 
                                     ::.   .::  : .  :    .::  ::.: 
gi|258 QGQQEQQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVV 
            130       140       150       160       170       180   
 
            60        70        80                                  
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIV                                  
       ::                                                           
gi|258 AIPAGVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQ 
            190       200       210       220       230       240   
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.3  bits: 19.3 E():   22 
Smith-Waterman score: 49; 36.4% identity (72.7% similar) in 22 aa overlap (6-27:20-41) 
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                             10        20        30        40       
AAD-12               LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                          :.. :.: : . .:..: : .:                    
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQE 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV                           
                                                                    
gi|217 IQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLV 
               70        80        90       100       110       120 
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 77.6  bits: 20.6 E():   24 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (13-56:194-239) 
 
                                 10        20         30        40  
AAD-12                   LATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|261 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
           170       180       190       200       210       220    
 
              50         60        70        80                     
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIV                     
       .:.:: .::.. :..:                                             
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 77.1  bits: 20.9 E():   26 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (59-74:89-105) 
 
       30        40        50        60         70        80        
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIV        
                                     :.::: : : .::.: .              
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       60        70        80        90       100       110         
 
gi|114 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      120       130       140       150       160       170         
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.4  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (13-56:230-275) 
 
                                 10        20         30        40  
AAD-12                   LATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|268 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
              50         60        70        80                     
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIV                     
       .:.:: .::.. :..:                                             
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.4  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (13-56:230-275) 
 
                                 10        20         30        40  
AAD-12                   LATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLANIYPYFTYADNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
              50         60        70        80                     
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIV                     
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
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     260       270       280       290       300       310          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.4  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (13-56:230-275) 
 
                                 10        20         30        40  
AAD-12                   LATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|270 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
              50         60        70        80                     
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIV                     
       .:.:: .::.. :..:                                             
gi|270 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPDRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.4  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (13-56:230-275) 
 
                                 10        20         30        40  
AAD-12                   LATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
              50         60        70        80                     
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIV                     
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.4  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (13-56:230-275) 
 
                                 10        20         30        40  
AAD-12                   LATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLTNIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
              50         60        70        80                     
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIV                     
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.4  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (13-56:230-275) 
 
                                 10        20         30        40  
AAD-12                   LATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSSXSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
              50         60        70        80                     
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIV                     
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.4  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (13-56:230-275) 
 
                                 10        20         30        40  
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AAD-12                   LATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|118 GFLSSIRSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
              50         60        70        80                     
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIV                     
       .:.:: .::.. :..:                                             
gi|118 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.4  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (13-56:230-275) 
 
                                 10        20         30        40  
AAD-12                   LATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|327 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
              50         60        70        80                     
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIV                     
       .:.:: .::.. :..:                                             
gi|327 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.4  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (13-56:230-275) 
 
                                 10        20         30        40  
AAD-12                   LATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
              50         60        70        80                     
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIV                     
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 76.2  bits: 20.0 E():   29 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (48-63:181-195) 
 
        20        30        40        50        60        70        
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
        80                                         
AAD-12 VIV                                         
                                                   
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 75.9  bits: 20.0 E():   30 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (48-78:192-222) 
 
        20        30        40        50        60        70        
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : : ..  
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
         80                                        
AAD-12 KVIV                                        
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       .:                                          
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.8  bits: 20.3 E():   30 
Smith-Waterman score: 66; 19.7% identity (64.8% similar) in 71 aa overlap (10-80:232-295) 
 
                                    10        20        30          
AAD-12                      LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 
                                     ::.:.  . :....   :. ...: : .   
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIHS--VVHSIIMQQQQQQQQQQGIDIFL 
             210       220       230         240       250          
 
      40        50        60        70        80                    
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV                    
        ..  :..: :..:     ...: .. ..::. . . ....                    
gi|170 PLSQHEQVGQGSLV-----QGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSIMR 
     260       270            280       290       300       310     
 
gi|170 APFASIVAGIGGQ 
          320        
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 75.7  bits: 19.7 E():   31 
Smith-Waterman score: 50; 40.0% identity (72.0% similar) in 25 aa overlap (52-76:9-29) 
 
              30        40        50        60        70        80  
AAD-12 LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV  
                                     :::.....: .    :.:: .:: :      
gi|144                       MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMV 
                                     10            20        30     
 
gi|144 DQIVKSLTTKKELDPFKIEQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKID 
           40        50        60        70        80        90     
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 75.7  bits: 20.0 E():   31 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (48-63:199-213) 
 
        20        30        40        50        60        70        
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
        80                                         
AAD-12 VIV                                         
                                                   
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 75.6  bits: 20.9 E():   31 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (59-74:119-135) 
 
       30        40        50        60         70        80        
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIV        
                                     :.::: : : .::.: .              
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       90       100       110       120       130       140         
 
gi|476 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      150       160       170       180       190       200         
 
>>gi|59895728|gb|AAX11261.1| pectin methylesterase aller  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.5  bits: 20.3 E():   31 
Smith-Waterman score: 52; 37.5% identity (62.5% similar) in 24 aa overlap (8-31:247-270) 
 
                                      10        20        30        
AAD-12                        LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 
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                                     : : :  ::.. : ..:   .::.       
gi|598 PMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCNLSDAVKPEG 
        220       230       240       250       260       270       
 
        40        50        60        70        80                  
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV                  
                                                                    
gi|598 WSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYIEAAKWLPPP 
        280       290       300       310       320       330       
 
>>gi|225810597|gb|ACO34813.1| Sal k 1 pollen allergen [S  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.5  bits: 20.3 E():   31 
Smith-Waterman score: 52; 37.5% identity (62.5% similar) in 24 aa overlap (8-31:247-270) 
 
                                      10        20        30        
AAD-12                        LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 
                                     : : :  ::.. : ..:   .::.       
gi|225 PMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCNLSDAVKPEG 
        220       230       240       250       260       270       
 
        40        50        60        70        80                  
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV                  
                                                                    
gi|225 WSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYIEAAKWLPPP 
        280       290       300       310       320       330       
 
>>gi|59895730|gb|AAX11262.1| pectin methylesterase aller  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.5  bits: 20.3 E():   31 
Smith-Waterman score: 52; 37.5% identity (62.5% similar) in 24 aa overlap (8-31:247-270) 
 
                                      10        20        30        
AAD-12                        LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 
                                     : : :  ::.. : ..:   .::.       
gi|598 PMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCNLSDAVKPEG 
        220       230       240       250       260       270       
 
        40        50        60        70        80                  
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV                  
                                                                    
gi|598 WSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYIEAAKWLLPP 
        280       290       300       310       320       330       
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 75.5  bits: 19.1 E():   32 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (56-72:2-19) 
 
          30        40        50        60         70        80     
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD-GTVRQHSPAEWDDMMKVIV     
                                     ..: .: :.. ..::.::             
gi|250                              PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPF 
                                            10        20        30  
 
gi|250 PRCRALVKSQCAGGQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDK 
              40        50        60        70        80        90  
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 75.0  bits: 20.9 E():   34 
Smith-Waterman score: 54; 25.4% identity (56.7% similar) in 67 aa overlap (5-71:332-392) 
 
                                         10        20        30     
AAD-12                           LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQ 
                                     : :   :   .. ....:.:   : :..:: 
gi|572 ASLEGLSPHVPLYKVMEGNEPCFFTTFFSWDPAKAIAHGNSFQKKVMLLFGVGHASENQQ 
             310       320       330       340       350       360  
 
           40        50        60        70        80               
AAD-12 ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV               
            ::.. .. ::.   : . .  ...  . :::.                        
gi|572 -----RFNGTNQ-GGATQRASALAALNSAFSSSSPAKSSSAPRSAGKSPGSQRAAAIAAL 
                   370       380       390       400       410      
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gi|572 SSALSAEKKQPPEGGSPLRLSRTSSVDAIAPGNEVSTAEIEDSKEVPERKEIETVEPAET 
         420       430       440       450       460       470      
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 74.9  bits: 20.6 E():   34 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (31-51:330-350) 
 
               10        20        30        40        50        60 
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|149 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
               70        80                                         
AAD-12 DGTVRQHSPAEWDDMMKVIV                                         
                                                                    
gi|149 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 74.8  bits: 19.1 E():   34 
Smith-Waterman score: 48; 25.6% identity (62.8% similar) in 43 aa overlap (15-57:78-119) 
 
                               10        20        30        40     
AAD-12                 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ....  .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
           50        60        70        80                   
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV                   
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 74.8  bits: 18.8 E():   34 
Smith-Waterman score: 47; 28.6% identity (68.6% similar) in 35 aa overlap (34-67:93-127) 
 
            10        20        30         40        50        60   
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA-KRFGAIERIGGGDIVAISNVKADG 
                                     :  :. :.   :....: :.:. ..: .   
gi|121 FKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVT 
             70        80        90       100       110       120   
 
             70        80 
AAD-12 TVRQHSPAEWDDMMKVIV 
       .::..              
gi|121 SVRSYKRI           
            130           
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.4  bits: 20.3 E():   36 
Smith-Waterman score: 52; 26.1% identity (60.9% similar) in 46 aa overlap (16-59:117-160) 
 
                              10          20        30        40    
AAD-12                LATLDDAGFAALHAAWL--QHALLIFPGQHLSNDQQITFAKRFGA 
                                     :.  :. ..:.  :..   .. :.  : .  
gi|113 IYMVTSDQDDDVVNPKEGTLRFGATQDRPLWIIFQRDMIIYLQQEMVVTSDKTIDGRGAK 
         90       100       110       120       130       140       
 
            50        60        70        80                        
AAD-12 IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV                        
       .: . ::  ... :::                                             
gi|113 VELVYGG--ITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGDAIHVTGSS 
        150         160       170       180       190       200     
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 74.4  bits: 19.4 E():   36 
Smith-Waterman score: 49; 29.3% identity (51.7% similar) in 58 aa overlap (17-74:63-116) 
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                             10        20        30        40       
AAD-12               LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|833 HHQTYVNGLNAALEAQKKAAEANDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
             40        50        60        70           80          
 
         50        60        70        80                           
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV                           
        ::: :     .::    :  :  .. :                                 
gi|833 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
       90       100       110       120       130       140         
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 74.1  bits: 19.7 E():   37 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (48-63:198-212) 
 
        20        30        40        50        60        70        
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
        80                                         
AAD-12 VIV                                         
                                                   
gi|115 RKDSDKPIKGPITVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
        230       240       250       260          
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 74.1  bits: 19.7 E():   37 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (48-63:198-212) 
 
        20        30        40        50        60        70        
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
        80                                         
AAD-12 VIV                                         
                                                   
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
        230       240       250       260          
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 74.0  bits: 19.4 E():   38 
Smith-Waterman score: 49; 29.3% identity (51.7% similar) in 58 aa overlap (17-74:74-127) 
 
                             10        20        30        40       
AAD-12               LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|164 HHQTYVNGLNAALEAQKKAAEATDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
            50        60        70        80           90           
 
         50        60        70        80                           
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV                           
        ::: :     .::    :  :  .. :                                 
gi|164 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
     100       110       120       130       140       150          
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.9  bits: 19.4 E():   38 
Smith-Waterman score: 49; 33.3% identity (57.1% similar) in 21 aa overlap (14-34:10-30) 
 
               10        20        30        40        50        60 
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                    :::.      ::: :  ....                           
gi|944     MKTLGVLFIAAWFIACTHSFPGAHDEDSKEERKNVDTVLVLPSIERDQMMAATFDF 
                   10        20        30        40        50       
 
               70        80                                         
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AAD-12 DGTVRQHSPAEWDDMMKVIV                                         
                                                                    
gi|944 PSLSFEDSDEGSNWNWNTLLRPNFLDGWYQTLQSAISAHMKKVREQMAGILSRIPEQGVV 
         60        70        80        90       100       110       
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 73.2  bits: 20.3 E():   42 
Smith-Waterman score: 52; 25.0% identity (65.6% similar) in 32 aa overlap (24-55:117-148) 
 
                      10        20        30        40        50    
AAD-12        LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : :.. .....  :  .   ....  :::. 
gi|303 APKLYYVTQGRGILGVLMPGCPETFQSMSQFQGSREQEEERGRFQDQHQKVHHLKKGDII 
         90       100       110       120       130       140       
 
            60        70        80                                  
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIV                                  
       ::                                                           
gi|303 AIPAGVALWCYNDGDEDLVTVLVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLR 
        150       160       170       180       190       200       
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 72.8  bits: 20.6 E():   44 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (31-51:330-350) 
 
               10        20        30        40        50        60 
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|169 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
               70        80                                         
AAD-12 DGTVRQHSPAEWDDMMKVIV                                         
                                                                    
gi|169 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 72.7  bits: 19.4 E():   45 
Smith-Waterman score: 49; 28.1% identity (53.1% similar) in 32 aa overlap (48-78:192-222) 
 
        20        30        40        50        60        70        
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|168 CKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGDVVAV-DIKEKGKDKWTELKESWGAVW 
             170       180       190        200       210       220 
 
         80                                        
AAD-12 KVIV                                        
       ..                                          
gi|168 RIDTPDKLTGPFTVRYTTEGGTKSEFEDVIPEGWKADTSYSAK 
              230       240       250       260    
 
>>gi|51242679|gb|AAT99258.1| pectin-methyltransferase pr  (362 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 71.9  bits: 19.7 E():   49 
Smith-Waterman score: 50; 37.5% identity (62.5% similar) in 24 aa overlap (8-31:270-293) 
 
                                      10        20        30        
AAD-12                        LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 
                                     : : :  ::.. : ..:   .::.       
gi|512 PMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFDAARVVFSYCNLSDAAKPEG 
     240       250       260       270       280       290          
 
        40        50        60        70        80                  
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV                  
                                                                    
gi|512 WSDNNKPEAQKTILFGEYKNTGPGAAPDKRAPYTKQLTEADAKTFTSLEYIEAAKWLLPP 
     300       310       320       330       340       350          
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.7  bits: 18.5 E():   51 
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Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (15-57:77-118) 
 
                               10        20        30        40     
AAD-12                 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|402 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
         50        60        70        80        90        100      
 
           50        60        70        80                   
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV                   
          :::.:: ::.                                          
gi|402 AAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
         110       120       130       140       150          
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (48-57:109-118) 
 
        20        30        40        50        60        70        
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
        80                   
AAD-12 VIV                   
                             
gi|534 KAEALFRAVESYLLAHSDAYN 
      140       150          
 
>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 46; 20.3% identity (51.9% similar) in 79 aa overlap (1-76:63-141) 
 
                                             10           20        
AAD-12                               LATLDDAGFAALHAAWLQ---HALLIFPGQ 
                                     : ::  .:  : ::. .      .. . :. 
gi|170 VKHSEVDILYYIFKANPDIMAKFPQFAGKDLETLKGTGQFATHAGRIVGFVSEIVALMGN 
             40        50        60        70        80        90   
 
        30        40        50        60        70        80        
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV        
         .   . :. : ..: ..  :   . ... .:. .   .: . :.: .            
gi|170 SANMPAMETLIKDMAANHKARGIPKAQFNEFRASLVSYLQSKVSWNDSLGAAWTQGLDNV 
            100       110       120       130       140       150   
 
gi|170 FNMMFSYL 
            160 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 46; 23.3% identity (62.8% similar) in 43 aa overlap (15-57:78-119) 
 
                               10        20        30        40     
AAD-12                 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :... .   ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLE-KVSHELKIV 
        50        60        70        80        90        100       
 
           50        60        70        80                   
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV                   
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (15-57:78-119) 
 
                               10        20        30        40     
AAD-12                 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
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                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
           50        60        70        80                   
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV                   
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (15-57:78-119) 
 
                               10        20        30        40     
AAD-12                 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
           50        60        70        80                   
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV                   
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (15-57:78-119) 
 
                               10        20        30        40     
AAD-12                 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
           50        60        70        80                   
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV                   
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (48-57:110-119) 
 
        20        30        40        50        60        70        
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
        80                   
AAD-12 VIV                   
                             
gi|534 KAEALFRAVESYLLAHSDAYN 
     140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (15-57:78-119) 
 
                               10        20        30        40     
AAD-12                 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
           50        60        70        80                   
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV                   
          :::.:: ::.                                          
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gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (15-57:78-119) 
 
                               10        20        30        40     
AAD-12                 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
           50        60        70        80                   
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV                   
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (15-57:78-119) 
 
                               10        20        30        40     
AAD-12                 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|730 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
           50        60        70        80                   
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV                   
          :::.:: ::.                                          
gi|730 AAPGGGSIVKISSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.6  bits: 19.4 E():   51 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (16-47:157-188) 
 
                              10        20        30        40      
AAD-12                LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
        130       140       150       160       170       180       
 
          50        60        70        80                          
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV                          
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
        190       200       210       220       230       240       
 
>>gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full=Polc  (85 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.6  bits: 17.6 E():   51 
Smith-Waterman score: 43; 36.6% identity (46.3% similar) in 41 aa overlap (39-79:17-54) 
 
       10        20        30        40        50        60         
AAD-12 FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS 
                                     ::: :    : : : :    .:  :. . . 
gi|144               MADDHPQDKAERERIFKRFDAN---GDGKISAAELGEALKTLGSIT 
                             10        20           30        40    
 
       70        80                               
AAD-12 PAEWDDMMKVIV                               
       : :   ::  :                                
gi|144 PDEVKHMMAEIDTDGDGFISFQEFTDFGRANRGLLKDVAKIF 
            50        60        70        80      
 
>>gi|56405054|sp|P84298.1|GLB75_CHITH RecName: Full=Glob  (161 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 46; 19.5% identity (57.1% similar) in 77 aa overlap (1-74:64-140) 
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                                             10        20           
AAD-12                               LATLDDAGFAALHAAWLQHAL--LIFPGQH 
                                     ::.. :.:  : ::. .   :  .:  . . 
gi|564 VSHNEVEILAAVFAAYPDIQNKFSQFAGKDLASIKDTGAFATHATRIVSFLSEVIALSGN 
            40        50        60        70        80        90    
 
       30         40        50        60        70        80        
AAD-12 LSNDQQI-TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV        
        ::   . ......:  ..  : . . ... ..  ..  .. . : :              
gi|564 TSNAAAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLQANVSWGDNVAAAWNKALDNT 
           100       110       120       130       140       150    
 
gi|564 FAIVVPRL 
           160  
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 71.6  bits: 19.7 E():   52 
Smith-Waterman score: 50; 24.4% identity (55.6% similar) in 45 aa overlap (37-80:103-147) 
 
         10        20        30        40         50        60      
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|119 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
          70        80                                              
AAD-12 QHSPAEWDDMMKVIV                                              
       .: :: ::   : ..                                              
gi|119 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 71.6  bits: 19.7 E():   52 
Smith-Waterman score: 50; 24.4% identity (55.6% similar) in 45 aa overlap (37-80:103-147) 
 
         10        20        30        40         50        60      
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|309 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
          70        80                                              
AAD-12 QHSPAEWDDMMKVIV                                              
       .: :: ::   : ..                                              
gi|309 DHPPASWDWRKKGVITQVKYQGGCGSGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 71.6  bits: 19.7 E():   52 
Smith-Waterman score: 50; 24.4% identity (55.6% similar) in 45 aa overlap (37-80:103-147) 
 
         10        20        30        40         50        60      
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|129 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
          70        80                                              
AAD-12 QHSPAEWDDMMKVIV                                              
       .: :: ::   : ..                                              
gi|129 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 71.5  bits: 19.7 E():   52 
Smith-Waterman score: 50; 26.8% identity (51.2% similar) in 41 aa overlap (20-56:190-230) 
 
                          10        20            30        40      
AAD-12            LATLDDAGFAALHAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::  .  :    ::.  
gi|215 NKPVIFTKSNLAKSPELDAKMYDICYSTAAAPIYFPPHHFVTHTSNGARYEFNLVDGAVA 
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     160       170       180       190       200       210          
 
          50        60        70        80                          
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV                          
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.2  bits: 19.4 E():   54 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (16-47:176-207) 
 
                              10        20        30        40      
AAD-12                LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
         150       160       170       180       190       200      
 
          50        60        70        80                          
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV                          
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
         210       220       230       240       250       260      
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (33-51:35-53) 
 
             10        20        30        40        50        60   
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
             70        80                               
AAD-12 TVRQHSPAEWDDMMKVIV                               
                                                        
gi|191 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (33-51:35-53) 
 
             10        20        30        40        50        60   
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
             70        80                               
AAD-12 TVRQHSPAEWDDMMKVIV                               
                                                        
gi|730 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 71.0  bits: 19.1 E():   56 
Smith-Waterman score: 48; 28.1% identity (53.1% similar) in 32 aa overlap (48-78:198-228) 
 
        20        30        40        50        60        70        
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|249 CKYPDGTKPTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIELKESWGAIW 
       170       180       190       200        210       220       
 
         80                                        
AAD-12 KVIV                                        
       ..                                          
gi|249 RIDTPDKLTGPFTVRYTTEGGTKAEFEDVIPEGWKADTHDASK 
        230       240       250       260          
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>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.9  bits: 19.1 E():   56 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (24-34:90-100) 
 
                      10        20        30        40        50    
AAD-12        LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
            60        70        80                                  
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIV                                  
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|62240392|gb|AAX77384.1| 11S globulin precursor [Sin  (523 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 70.8  bits: 20.0 E():   57 
Smith-Waterman score: 51; 30.0% identity (63.3% similar) in 30 aa overlap (26-54:173-202) 
 
                    10        20        30         40        50     
AAD-12      LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQ-QITFAKRFGAIERIGGGDIVA 
                                     ::. ...: :  :   .  .:..  ::..: 
gi|622 QQGQQGQQGQQQGQQGQQGQQGQQGQQGQQGQQGQQQQGQQGFRDMYQKVEHVRHGDVIA 
            150       160       170       180       190       200   
 
           60        70        80                                   
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIV                                   
                                                                    
gi|622 NTPGSAHWIYNTGDKPLVIISLLDIANYQNQLDRNPRVFRLAGNNPQGGFGGPQQQQPQQ 
            210       220       230       240       250       260   
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 70.6  bits: 19.1 E():   59 
Smith-Waterman score: 50; 29.7% identity (54.1% similar) in 37 aa overlap (1-34:18-54) 
 
                                10        20           30        40 
AAD-12                  LATLDDAGFAALHAAWLQHAL---LIFPGQHLSNDQQITFAKR 
                        .: .: . . .:.  : :. :     :: :   ..::       
gi|219 MKTFLVFALLAVVATSAIAQMDTSCIPGLERPWQQQPLPPQQTFPQQPPFSQQQQQQPFP 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV                     
                                                                    
gi|219 QQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQQQLILPPQQQQQLPQQQISIVQPSV 
               70        80        90       100       110       120 
 
>>gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Enteroto  (233 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 70.5  bits: 18.8 E():   59 
Smith-Waterman score: 47; 23.3% identity (51.2% similar) in 43 aa overlap (13-52:44-85) 
 
                                 10        20           30          
AAD-12                   LATLDDAGFAALHAAWLQHALLI---FPGQHLSNDQQITFAK 
                                     :  .:::..:.   :  .   ::  . : . 
gi|163 KKSELQGTALGNLKQIYYYNEKAKTENKESHDQFLQHTILFKGFFTDHSWYNDLLVDFDS 
            20        30        40        50        60        70    
 
      40        50        60        70        80                    
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV                    
       .   ...  :  .                                                
gi|163 K-DIVDKYKGKKVDLYGAYYGYQCAGGTPNKTACMYGGVTLHDNNRLTEEKKVPINLWLD 
             80        90       100       110       120       130   
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 70.3  bits: 18.5 E():   61 
Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 42 aa overlap (24-65:98-133) 
 
                      10        20        30        40        50    
AAD-12        LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
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                                     :::       .. .:..: ::.  : :  : 
gi|223 LADFNKDGEVTVDEFKQAVQKHCQGKKYGDFPGAF-----KVFIANQFKAIDVNGDGK-V 
        70        80        90       100            110       120   
 
            60        70        80                                  
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIV                                  
       .... . :  .:                                                 
gi|223 GLDEYRLDCITRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCS 
             130       140       150       160       170       180  
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 45; 33.3% identity (57.8% similar) in 45 aa overlap (42-79:52-96) 
 
              20        30        40        50          60          
AAD-12 LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK--ADGT-----V 
                                     :.:..:. :.  . : ::   ::.     : 
gi|602 AFVLDADNLIPKIAPQAVKSTEILEGDGGVGTIKKINFGEGSTYSYVKHKIDGVDKDNFV 
              30        40        50        60        70        80  
 
           70        80                                             
AAD-12 RQHSPAEWDDMMKVIV                                             
        :.:  : : . ..:                                              
gi|602 YQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISHYHTKGDVEIKEEHVKAGKEKAS 
              90       100       110       120       130       140  
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 45; 24.4% identity (61.0% similar) in 41 aa overlap (17-57:80-119) 
 
                             10        20        30        40       
AAD-12               LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :. :.    ....  .   
gi|730 GPGTIKKITFSEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLG-DKLEKVSHELKIVAA 
      50        60        70        80        90        100         
 
         50        60        70        80                   
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV                   
        :::.:: ::.                                          
gi|730 PGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      110       120       130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 45; 23.3% identity (60.5% similar) in 43 aa overlap (15-57:78-119) 
 
                               10        20        30        40     
AAD-12                 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
           50        60        70        80                   
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV                   
          :::..: ::.                                          
gi|167 AAPGGGSVVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|5726304|gb|AAD48405.1|AF136945_1 major allergen Cor  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.1  bits: 18.2 E():   63 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (13-57:77-120) 
 
                                 10        20        30         40  
AAD-12                   LATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|572 GNGGPGTIKKITFAEGNEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
              50        60        70        80                   
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV                   
       .:  . :::.:. :..                                          
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gi|572 AAAPH-GGGSILKITSKYHTKGNASINEEEIKAGKEKAAGLFKAVEAYLLAHPDAYC 
         110        120       130       140       150       160  
 
>>gi|11762104|gb|AAG40330.1|AF323974_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.1  bits: 18.2 E():   63 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (13-57:77-120) 
 
                                 10        20        30         40  
AAD-12                   LATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
              50        60        70        80                   
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV                   
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|11762102|gb|AAG40329.1|AF323973_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.1  bits: 18.2 E():   63 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (13-57:77-120) 
 
                                 10        20        30         40  
AAD-12                   LATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
              50        60        70        80                   
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV                   
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|15809696|gb|AAL07320.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 44; 25.0% identity (58.9% similar) in 56 aa overlap (7-60:45-100) 
 
                                       10        20        30       
AAD-12                         LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 
                                     : .::.   . . . :   : ::.. . .. 
gi|158 TDGQHLTAAAIIGHDGSVWAQSANFPQFKPAEIAAIMKDFDEPGSLAPTGLHLGGTKYMV 
           20        30        40        50        60        70     
 
         40          50        60        70        80            
AAD-12 FAKRFGAIER--IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV            
       .  . ::. :   : : :.. ....:                                
gi|158 IQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL 
           80        90       100       110       120       130  
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (47-68:15-36) 
 
         20        30        40        50        60        70       
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|144                 MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
         80                                                         
AAD-12 KVIV                                                         
                                                                    
gi|144 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (47-68:15-36) 
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         20        30        40        50        60        70       
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|288                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
         80                                                         
AAD-12 KVIV                                                         
                                                                    
gi|288 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (47-68:15-36) 
 
         20        30        40        50        60        70       
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|218                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
         80                                                         
AAD-12 KVIV                                                         
                                                                    
gi|218 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (47-68:15-36) 
 
         20        30        40        50        60        70       
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|604                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
         80                                                         
AAD-12 KVIV                                                         
                                                                    
gi|604 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 70.0  bits: 19.1 E():   63 
Smith-Waterman score: 48; 25.7% identity (60.0% similar) in 35 aa overlap (44-74:81-115) 
 
            20        30        40        50            60          
AAD-12 AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV----AISNVKADGTVRQHSP 
                                     :  .: :...     :. .:  :.:..  : 
gi|324 NFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFP 
               60        70        80        90       100       110 
 
      70        80                                                  
AAD-12 AEWDDMMKVIV                                                  
       .:. .                                                        
gi|324 SEFGNDVDRSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASS 
              120       130       140       150       160       170 
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.5  bits: 17.9 E():   67 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (47-69:15-37) 
 
         20        30        40        50        60        70       
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : : .... . .  ::.:  .::        
gi|100                 MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKP 
                               10        20        30        40     
 
         80                                                         
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AAD-12 KVIV                                                         
                                                                    
gi|100 EENAGIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILG 
           50        60        70        80        90       100     
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.4  bits: 18.2 E():   68 
Smith-Waterman score: 45; 21.0% identity (51.6% similar) in 62 aa overlap (1-62:110-171) 
 
                                             10        20        30 
AAD-12                               LATLDDAGFAALHAAWLQHALLIFPGQHLS 
                                     .:   .. .:...:.  .    .  .:... 
gi|249 IKERHGGAYETYKFIPSLEASRSKQAYGATVARAPEVKYAVFEAGLTKAITAMSEAQKVA 
      80        90       100       110       120       130          
 
               40        50        60        70        80 
AAD-12 NDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV 
       .  . . :   ::    ::.  :: :   . :                   
gi|249 KPVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV               
     140       150       160       170                    
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.1  bits: 19.1 E():   70 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (24-34:90-100) 
 
                      10        20        30        40        50    
AAD-12        LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
            60        70        80                                  
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIV                                  
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.8  bits: 17.3 E():   73 
Smith-Waterman score: 42; 37.5% identity (62.5% similar) in 24 aa overlap (33-56:79-100) 
 
             10        20        30        40        50        60   
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .  :       
gi|897 QQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQL--AAQLPAMCRLEGGDALLASQ      
       50        60        70        80          90       100       
 
             70        80 
AAD-12 TVRQHSPAEWDDMMKVIV 
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 68.8  bits: 19.4 E():   74 
Smith-Waterman score: 49; 38.1% identity (66.7% similar) in 21 aa overlap (56-76:216-232) 
 
          30        40        50        60        70        80      
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV      
                                     :... :: :    :..::: .          
gi|253 GHPTHLEHSSTNPNSFHYEHNIVSPSSIHPSTAHFDGEV----PSQWDDSLGHGASTPKV 
         190       200       210       220           230       240  
 
gi|253 RTPSHHVSSNPWAEINEPTGGDNDNLAPVTRPRKPARARRQKKEPRKLSDASQGARSSST 
             250       260       270       280       290       300  
 
>>gi|121244|sp|P12548.1|GLB73_CHITH RecName: Full=Globin  (161 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 44; 16.9% identity (55.8% similar) in 77 aa overlap (1-74:64-140) 
 
                                             10        20           
AAD-12                               LATLDDAGFAALHAAWLQHAL---LIFPGQ 
                                     ::.. :.:  : ::. .   :   . . :. 
gi|121 VSHNEVDILAAVFAAYPDIQAKFPQFAGKDLASIKDTGAFATHATRIVSFLSEVIALSGN 
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            40        50        60        70        80        90    
 
        30        40        50        60        70        80        
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV        
       . . .   ......:  ..  : . . ... ..  ..   . . : :              
gi|121 ESNASAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLSNHVSWGDNVAAAWNKALDNT 
           100       110       120       130       140       150    
 
gi|121 YAIVVPRL 
           160  
 
>>gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 43; 24.5% identity (58.5% similar) in 53 aa overlap (10-60:48-100) 
 
                                    10        20        30          
AAD-12                      LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 
                                     ::.   . . . :   : ::.. . ...   
gi|144 HRLTAAAIIGHDGSVWAQSSSFPQFKSDEVAAIMKDFDEPGSLAPTGLHLGSTKYMVIQG 
        20        30        40        50        60        70        
 
      40          50        60        70        80            
AAD-12 RFGAIER--IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV            
       . ::. :   :.: :.. .. .:                                
gi|144 EPGAVIRGKKGSGGITVKKTSQALIIGIYDEPLTPGQCNMIVERLGDYLLEQGM 
        80        90       100       110       120       130  
 
>>gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 [Ch  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 43; 33.3% identity (62.5% similar) in 24 aa overlap (47-70:15-38) 
 
         20        30        40        50        60        70       
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :. . . . .  ::::  .::.       
gi|294                 MSWQTYVDDHLMCDIEGNHLSSAAILGHDGTVWAQSPSFPQLKP 
                               10        20        30        40     
 
         80                                                         
AAD-12 KVIV                                                         
                                                                    
gi|294 EEVSAIMKDFNEPGSLAPTGLHLGGTKYMVIQGEPGDVIRGKKGPGGVTIKKTNQALIIG 
           50        60        70        80        90       100     
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 68.3  bits: 19.1 E():   78 
Smith-Waterman score: 48; 26.8% identity (48.8% similar) in 41 aa overlap (20-56:190-230) 
 
                          10        20            30        40      
AAD-12            LATLDDAGFAALHAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::     :    ::.  
gi|215 NKPVIFTKSNLAESPQLDAKMYDICYSTAAAPIYFPPHHFVTHTSNGATYEFNLVDGAVA 
     160       170       180       190       200       210          
 
          50        60        70        80                          
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV                          
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.2  bits: 17.9 E():   79 
Smith-Waterman score: 44; 27.3% identity (47.7% similar) in 44 aa overlap (31-74:90-127) 
 
               10        20        30        40        50        60 
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     ::  .  :  .:  ... : ::. .:     
gi|276 VCSARHVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSA--WGKANQVTGDDILFLS---- 
      60        70        80        90         100       110        
 
               70        80                                    
AAD-12 DGTVRQHSPAEWDDMMKVIV                                    
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       :  .:  .   : :                                          
gi|276 DPDARFSKSIGWADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
           120       130       140       150       160         
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.2  bits: 17.9 E():   79 
Smith-Waterman score: 44; 27.3% identity (47.7% similar) in 44 aa overlap (31-74:90-127) 
 
               10        20        30        40        50        60 
AAD-12 LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     ::  .  :  .:  ... : ::. .:     
gi|668 VCSARHVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSA--WGKANQVTGDDILFLS---- 
      60        70        80        90         100       110        
 
               70        80                                    
AAD-12 DGTVRQHSPAEWDDMMKVIV                                    
       :  .:  .   : :                                          
gi|668 DPDARFSKSIGWADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
           120       130       140       150       160         
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 67.9  bits: 19.4 E():   82 
Smith-Waterman score: 49; 22.7% identity (53.0% similar) in 66 aa overlap (9-74:240-301) 
 
                                     10        20        30         
AAD-12                       LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     :...   .:..:. .   : ..: .  : . 
gi|370 RQEEREFSPRGQHSRRERAGQEEENEGGNIFSGFTPEFLEQAFQVDDRQIVQNLRGETES 
     210       220       230       240       250       260          
 
       40        50        60        70        80                   
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV                   
       .. :::  . ::    .  .. :   :     :.:.                         
gi|370 EEEGAIVTVRGG----LRILSPDRKRRADEEEEYDEDEYEYDEEDRRRGRGSRGRGNGIE 
     270       280           290       300       310       320      
 
gi|370 ETICTASAKKNIGRNRSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAH 
         330       340       350       360       370       380      
 
>>gi|886967|emb|CAA59340.1| low molecular weight gluteni  (276 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 46; 30.3% identity (63.6% similar) in 33 aa overlap (9-40:57-89) 
 
                                     10        20         30        
AAD-12                       LATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITF 
                                     :.  .  . :. : :.: :  .:..::  : 
gi|886 PIQQQPQPFPQQPPCSQQQQPPLSQQQQPPFSQQQPPFSQQELPILPQQPPFSQQQQPQF 
         30        40        50        60        70        80       
 
        40        50        60        70        80                  
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV                  
       ...                                                          
gi|886 SQQQQPFPQQQQPLLLQQPPFSQQRPPFSQQQQQPVLPQQPPFSQQQQQQPILPQQPPFS 
         90       100       110       120       130       140       
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.4  bits: 18.5 E():   87 
Smith-Waterman score: 46; 33.3% identity (57.1% similar) in 21 aa overlap (19-39:79-99) 
 
                           10        20        30        40         
AAD-12             LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG 
                                     : .: :: : : .  . .: .          
gi|624 QSQQQCLQQPQHQFPQPTQQFPQRPLLPFTHPFLTFPDQLLPQPPHQSFPQPPQSYPQPP 
       50        60        70        80        90       100         
 
       50        60        70        80                             
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIV                             
                                                                    
gi|624 LQPFPQPPQQKYPEQPQQPFPWQQPTIQLYLQQQLNPCKEFLLQQCRPVSLLSYLWSKIV 
      110       120       130       140       150       160         
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>>gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triticum   (439 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.4  bits: 19.1 E():   88 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (24-34:103-113) 
 
                      10        20        30        40        50    
AAD-12        LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|739 FLQQQQIPQQQIPQQHQIPQQPQQFPQQQQFPQQHQSPQQQFPQQQFPQQKLPQQEFPQQ 
             80        90       100       110       120       130   
 
            60        70        80                                  
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIV                                  
                                                                    
gi|739 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
            140       150       160       170       180       190   
 
>>gi|46410859|gb|AAR98518.1| major latex allergen Hev b   (366 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.1  bits: 18.8 E():   90 
Smith-Waterman score: 47; 30.8% identity (56.4% similar) in 39 aa overlap (9-47:231-269) 
 
                                     10        20        30         
AAD-12                       LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     .:.:::  : . :  .   .:  . . :   
gi|464 ARKFVVENVAPLGLIPFIKQTSDNSTLFYELASLHAMKLPQILEKIQDGYLFPEFNYTVF 
              210       220       230       240       250       260 
 
       40        50        60        70        80                   
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV                   
       . :: :..:                                                    
gi|464 NYFGIIKEIIDAPGEHGFKYGDIACCGNSTYRGQACGFLDYEFCVCGNKTEYLFFDGTHN 
              270       280       290       300       310       320 
 
>>gi|67975085|gb|AAY84563.1| group 18 allergen protein [  (462 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 67.0  bits: 19.2 E():   92 
Smith-Waterman score: 48; 22.8% identity (56.1% similar) in 57 aa overlap (13-69:320-366) 
 
                                 10        20        30        40   
AAD-12                   LATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 
                                     :: :..     :  .:  .:.  ..... : 
gi|679 CVQIQAETNAFSITRDHDNTAIYAVYVHDNHAEWIS-----FEDRHTLGDKARNITEQ-G 
     290       300       310       320            330       340     
 
             50        60        70        80                       
AAD-12 AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV                       
            :: .. ..::  . :.  ...:                                  
gi|679 ----YGGMSVYTLSNEDVHGVCGDKNPLLHAINSNYFRGIVTEPTVVTVTPVTHTTEHVT 
               350       360       370       380       390          
 
>>gi|121248|sp|P12549.1|GLB76_CHITH RecName: Full=Globin  (161 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 43; 19.5% identity (57.1% similar) in 77 aa overlap (1-74:64-140) 
 
                                             10        20           
AAD-12                               LATLDDAGFAALHAAWLQHAL--LIFPGQH 
                                     ::.. :.:  : ::. .   :  .:  . . 
gi|121 VSHNEVEILAAVFAAYPDIQNKFSQFAGKDLASIKDTGAFATHATRIVSFLSEVIALSGN 
            40        50        60        70        80        90    
 
       30         40        50        60        70        80        
AAD-12 LSNDQQI-TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV        
        ::   . ......:  ..  : . . ... ..  ..  .. . : :              
gi|121 DSNAAAVNSLVSKLGDDHKARGVSAAQFGEFRTALVAYLQANVSWGDNVAAAWNKALDNT 
           100       110       120       130       140       150    
 
gi|121 FAIVVPRL 
           160  
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.9  bits: 17.9 E():   93 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (37-61:126-150) 
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         10        20        30        40        50        60       
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ 
                                     ..:.:  . . .:: ..: . . ::      
gi|144 RAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVA 
         100       110       120       130       140       150      
 
         70        80                                
AAD-12 HSPAEWDDMMKVIV                                
                                                     
gi|144 ILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
         160       170       180       190       200 
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 43; 33.3% identity (62.5% similar) in 24 aa overlap (58-78:38-61) 
 
        30        40        50        60           70        80     
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ---HSPAEWDDMMKVIV     
                                     :.: . .:.    .:  ::.. ::       
gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKVAQAWAE 
        10        20        30        40        50        60        
 
gi|148 TRTPDCSLIHSDRCGENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQIVWAN 
        70        80        90       100       110       120        
 
>>gi|34851176|gb|AAP15200.1| profilin-like protein [Humu  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 42; 33.3% identity (58.3% similar) in 24 aa overlap (47-70:15-38) 
 
         20        30        40        50        60        70       
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :. . : . .  ::.:  .: :       
gi|348                 MSWQAYVDDHLMCEIDGNHLSAAAIIGHDGSVWAQSAAFPQLKP 
                               10        20        30        40     
 
         80                                                         
AAD-12 KVIV                                                         
                                                                    
gi|348 EEVTGIMNDFNEPGTLAPTGLYLGGTKYMVIQGEPGAVIRGKKGAGGVTIKKTSQALIIG 
           50        60        70        80        90       100     
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 17.9 E():   95 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (37-61:130-154) 
 
         10        20        30        40        50        60       
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ 
                                     ..:.:  . . .:: ..: . . ::      
gi|622 RAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVA 
     100       110       120       130       140       150          
 
         70        80                                
AAD-12 HSPAEWDDMMKVIV                                
                                                     
gi|622 ILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
     160       170       180       190       200     
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:33 2011 done: Fri Jan 21 00:02:33 2011 
 Total Scan time:  0.070 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
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 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 25  - 104 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     4     2:* 
  32    17     8:=*=== 
  34    19    22:=====* 
  36    42    44:==========* 
  38    77    73:==================*= 
  40   100   102:=========================* 
  42   119   125:============================== * 
  44   206   138:==================================*================= 
  46   130   140:================================= * 
  48   124   134:===============================  * 
  50   107   122:===========================   * 
  52    69   108:==================        * 
  54    77    92:====================  * 
  56    61    77:================   * 
  58    72    63:===============*== 
  60    51    51:============* 
  62    38    41:==========* 
  64    55    33:========*===== 
  66    20    26:===== * 
  68    12    20:=== * 
  70    26    16:===*=== 
  72    15    12:==*= 
  74    11    10:==* 
  76    19     8:=*=== 
  78     5     6:=* 
  80     1     5:=* 
  82     5     3:*= 
  84     2     3:* 
  86     1     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.80370.00335; mu= 7.7396 0.173 
 mean_var=40.371010.487, 0's: 2 Z-trim: 2  B-trim: 11 in 1/43 
 Lambda= 0.201855 
 Kolmogorov-Smirnov  statistic: 0.0474 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   59 22.3     2.3 
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gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   60 22.6     4.1 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   55 21.1       5 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   61 22.9     6.8 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   61 22.9     7.1 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   57 21.7     9.1 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   60 22.6     9.8 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   52 20.3      12 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   52 20.3      12 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   52 20.3      12 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   52 20.3      12 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   50 19.7      14 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   45 18.2      16 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   54 20.9      20 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   56 21.5      21 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   56 21.5      21 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   49 19.4      22 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   53 20.6      24 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   54 20.9      25 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   53 20.6      28 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   53 20.6      28 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   53 20.6      28 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   53 20.6      28 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   53 20.6      28 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   53 20.6      28 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   53 20.6      28 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   53 20.6      28 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   53 20.6      28 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 20.0      28 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   51 20.0      30 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   52 20.3      30 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 19.7      30 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 20.0      30 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 19.1      31 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   54 20.9      31 
gi|59895728|gb|AAX11261.1| pectin methylesterase a ( 339)   52 20.3      31 
gi|225810597|gb|ACO34813.1| Sal k 1 pollen allerge ( 339)   52 20.3      31 
gi|59895730|gb|AAX11262.1| pectin methylesterase a ( 339)   52 20.3      31 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   48 19.1      34 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   47 18.8      34 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   54 20.9      34 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   53 20.6      34 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   49 19.4      36 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   52 20.3      36 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 19.7      37 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 19.7      37 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   49 19.4      37 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   49 19.4      38 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   52 20.3      42 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 19.4      44 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   53 20.6      45 
gi|51242679|gb|AAT99258.1| pectin-methyltransferas ( 362)   50 19.7      49 
gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full= (  85)   43 17.6      50 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   46 18.5      50 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 18.5      50 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   46 18.5      50 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   46 18.5      50 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   46 18.5      50 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 18.5      50 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   46 18.5      50 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   46 18.5      50 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   46 18.5      50 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   46 18.5      50 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   49 19.4      51 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   50 19.7      51 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   50 19.7      51 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   50 19.7      51 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   50 19.7      52 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   44 17.9      53 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   44 17.9      53 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   49 19.4      54 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   48 19.1      55 
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gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   48 19.1      56 
gi|62240392|gb|AAX77384.1| 11S globulin precursor  ( 523)   51 20.0      57 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   48 19.1      58 
gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Ente ( 233)   47 18.8      59 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   46 18.5      60 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   45 18.2      61 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   45 18.2      61 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   45 18.2      61 
gi|5726304|gb|AAD48405.1|AF136945_1 major allergen ( 161)   45 18.2      61 
gi|11762104|gb|AAG40330.1|AF323974_1 major allerge ( 161)   45 18.2      61 
gi|11762102|gb|AAG40329.1|AF323973_1 major allerge ( 161)   45 18.2      61 
gi|15809696|gb|AAL07320.1| profilin [Litchi chinen ( 131)   44 17.9      61 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   44 17.9      61 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   44 17.9      61 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   44 17.9      61 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   44 17.9      61 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   48 19.1      63 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   44 17.9      65 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   48 19.1      70 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   42 17.3      71 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   49 19.4      74 
gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full= ( 131)   43 17.6      75 
gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 ( 131)   43 17.6      75 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   48 19.1      78 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   44 17.9      78 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   44 17.9      78 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   44 17.9      81 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   49 19.4      82 
gi|886967|emb|CAA59340.1| low molecular weight glu ( 276)   46 18.5      84 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   46 18.5      86 
gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triti ( 439)   48 19.1      88 
gi|46410859|gb|AAR98518.1| major latex allergen He ( 366)   47 18.8      90 
gi|34851176|gb|AAP15200.1| profilin-like protein [ ( 131)   42 17.3      91 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   43 17.6      91 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   44 17.9      92 
gi|67975085|gb|AAY84563.1| group 18 allergen prote ( 462)   48 19.1      92 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   44 17.9      93 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   49 19.4      94 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   49 19.5      98 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 96.1  bits: 22.3 E():  2.3 
Smith-Waterman score: 59; 44.4% identity (66.7% similar) in 18 aa overlap (59-76:30-47) 
 
       30        40        50        60        70        80         
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG         
                                     :.  .:::.  ::. : :             
gi|126  TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTKKGNLWEVKSAKP 
                10        20        30        40        50          
 
gi|126 LTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
      60        70        80        90        
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 91.5  bits: 22.6 E():  4.1 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (23-54:133-160) 
 
                       10        20        30        40        50   
AAD-12         ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|221 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
            110       120       130       140           150         
 
             60        70        80                                 
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVG                                 
       :.                                                           
gi|221 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
      160       170       180       190       200       210         
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 89.9  bits: 21.1 E():    5 
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Smith-Waterman score: 55; 38.9% identity (66.7% similar) in 18 aa overlap (59-76:30-47) 
 
       30        40        50        60        70        80         
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG         
                                     :.  .:::.  ::. . :             
gi|144  VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKKGNLWEVKSSKP 
                10        20        30        40        50          
 
gi|144 LTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
      60        70        80        90       
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 87.5  bits: 22.9 E():  6.8 
Smith-Waterman score: 61; 38.7% identity (58.1% similar) in 31 aa overlap (24-54:108-138) 
 
                      10        20        30        40        50    
AAD-12        ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA 
                                     : :  .. :.  :  :   :.:.  :::.: 
gi|259 YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIA 
        80        90       100       110       120       130        
 
            60        70        80                                  
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVG                                  
       :                                                            
gi|259 IPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGR 
       140       150       160       170       180       190        
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  60 init1:  60 opt:  61  Z-score: 87.1  bits: 22.9 E():  7.1 
Smith-Waterman score: 61; 32.7% identity (59.6% similar) in 52 aa overlap (1-48:83-134) 
 
                                             10        20           
AAD-12                               ATLDDAGFAALHAAWLQHALLIFPGQH--L 
                                     .: :.:: ::.... :.  :  .: ::  . 
gi|215 NPTGGHSKMESKPILNGHGYCHIHFWIGSESTKDEAGVAAIKSVELDDFLGGYPVQHREI 
             60        70        80        90       100       110   
 
       30        40          50        60        70        80       
AAD-12 SNDQQITFAKRF--GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG       
        . ..  :.. :  : :   ::                                       
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  57  Z-score: 85.3  bits: 21.7 E():  9.1 
Smith-Waterman score: 57; 25.7% identity (50.0% similar) in 70 aa overlap (14-78:33-102) 
 
                                10        20         30        40   
AAD-12                  ATLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFGA 
                                     : .:: .. .  : :  . :: :   . :  
gi|273 MEHYLKTYLSWLTEEQKEKLKEMKEAGQTKAEIQHEVMHYYDQLHGEEKQQATEKLKVGC 
             10        20        30        40        50        60   
 
               50          60        70        80                   
AAD-12 IERIGG--GD--IVAISNVKADGTVRQHSPAEWDDMMKVIVG                   
          . :  :.  .: . :::  :.  :.   . . :.. .                     
gi|273 KMLLKGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIF 
             70        80        90       100       110       120   
 
gi|273 GATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKELEAKILHYYDEL 
            130       140       150       160       170       180   
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 84.7  bits: 22.6 E():  9.8 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (23-54:131-158) 
 
                       10        20        30        40        50   
AAD-12         ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|213 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
              110       120       130       140           150       
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             60        70        80                                 
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVG                                 
       :.                                                           
gi|213 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
        160       170       180       190       200       210       
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.3  bits: 20.3 E():   12 
Smith-Waterman score: 52; 25.0% identity (59.1% similar) in 44 aa overlap (33-76:29-72) 
 
             10        20        30        40        50        60   
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ..::. . :. :.  .  .   ... :.   
gi|400   MSMASSSSSGLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVE 
                 10        20        30        40        50         
 
             70        80                                           
AAD-12 VRQHSPAEWDDMMKVIVG                                           
       .:.:.  ::  : :                                               
gi|400 LREHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
       60        70        80        90       100       110         
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.3  bits: 20.3 E():   12 
Smith-Waterman score: 52; 25.0% identity (59.1% similar) in 44 aa overlap (33-76:29-72) 
 
             10        20        30        40        50        60   
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ..::. . :. :.  .  .   ... :.   
gi|400   MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVE 
                 10        20        30        40        50         
 
             70        80                                           
AAD-12 VRQHSPAEWDDMMKVIVG                                           
       .:.:.  ::  : :                                               
gi|400 LREHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
       60        70        80        90       100       110         
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.3  bits: 20.3 E():   12 
Smith-Waterman score: 52; 25.0% identity (59.1% similar) in 44 aa overlap (33-76:29-72) 
 
             10        20        30        40        50        60   
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ..::. . :. :.  .  .   ... :.   
gi|117   MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVE 
                 10        20        30        40        50         
 
             70        80                                           
AAD-12 VRQHSPAEWDDMMKVIVG                                           
       .:.:.  ::  : :                                               
gi|117 LREHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
       60        70        80        90       100       110         
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.3  bits: 20.3 E():   12 
Smith-Waterman score: 52; 25.0% identity (59.1% similar) in 44 aa overlap (33-76:29-72) 
 
             10        20        30        40        50        60   
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ..::. . :. :.  .  .   ... :.   
gi|400   MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVE 
                 10        20        30        40        50         
 
             70        80                                           
AAD-12 VRQHSPAEWDDMMKVIVG                                           
       .:.:.  ::  : :                                               
gi|400 LREHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
       60        70        80        90       100       110         
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>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 81.8  bits: 19.7 E():   14 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (47-62:29-43) 
 
         20        30        40        50        60        70       
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105   CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
                 10        20        30         40        50        
 
         80                                       
AAD-12 VIVG                                       
                                                  
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
        60        70        80        90          
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 80.9  bits: 18.2 E():   16 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (32-55:17-38) 
 
              10        20        30        40        50        60  
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .. :       
gi|217               LVSVEHQAARLKVAKAQQL--AAQLPAMCRLEGGDALSASQ      
                             10          20        30               
 
              70        80 
AAD-12 TVRQHSPAEWDDMMKVIVG 
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 79.1  bits: 20.9 E():   20 
Smith-Waterman score: 54; 25.6% identity (48.7% similar) in 39 aa overlap (33-71:191-229) 
 
             10        20        30        40        50        60   
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ::..   .:   :  : :..   .. :    
gi|320 KEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDP 
              170       180       190       200       210       220 
 
             70        80                                           
AAD-12 VRQHSPAEWDDMMKVIVG                                           
       : . . : :                                                    
gi|320 VISFKTALWFWMTPQSPKPSCHNVITGRWTPSAADRAAGRLPGYGVITNIINGGIECGKG 
              230       240       250       260       270       280 
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 78.8  bits: 21.5 E():   21 
Smith-Waterman score: 56; 30.3% identity (50.0% similar) in 66 aa overlap (8-73:241-292) 
 
                                      10        20        30        
AAD-12                        ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     :...   .::::. .        :.: .   
gi|112 YQQQQGSRPHYRQISPRVRGDEQENEGSNIFSGFAQEFLQHAFQV--------DRQTVEN 
              220       230       240       250               260   
 
        40        50        60        70        80                  
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG                  
        : :  ::   : ::...     : .:  :: : :.                         
gi|112 LR-GENEREEQGAIVTVK-----GGLRILSPDEEDESSRSPPSRREEFDEDRSRPQQRGK 
             270            280       290       300       310       
 
gi|112 YDENRRGYKNGIEETICSASVKKNLGRSSNPDIYNPQAGSLRSVNELDLPILGWLGLSAQ 
        320       330       340       350       360       370       
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 78.5  bits: 21.5 E():   21 
Smith-Waterman score: 56; 40.6% identity (56.2% similar) in 32 aa overlap (25-54:153-184) 
 
                     10        20        30          40        50   
AAD-12       ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK--RFGAIERIGGGDIV 
                                     ::.   .::  : .  :    .::  ::.: 
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gi|258 QGQQEQQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVV 
            130       140       150       160       170       180   
 
             60        70        80                                 
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVG                                 
       ::                                                           
gi|258 AIPAGVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQ 
            190       200       210       220       230       240   
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.5  bits: 19.4 E():   22 
Smith-Waterman score: 49; 36.4% identity (72.7% similar) in 22 aa overlap (5-26:20-41) 
 
                              10        20        30        40      
AAD-12                ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                          :.. :.: : . .:..: : .:                    
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQE 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG                          
                                                                    
gi|217 IQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLV 
               70        80        90       100       110       120 
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 77.7  bits: 20.6 E():   24 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (12-55:194-239) 
 
                                  10        20         30        40 
AAD-12                    ATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|261 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
           170       180       190       200       210       220    
 
               50         60        70        80                    
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIVG                    
       .:.:: .::.. :..:                                             
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 77.2  bits: 20.9 E():   25 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (58-73:89-105) 
 
        30        40        50        60         70        80       
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVG       
                                     :.::: : : .::.: .              
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       60        70        80        90       100       110         
 
gi|114 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      120       130       140       150       160       170         
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.4  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (12-55:230-275) 
 
                                  10        20         30        40 
AAD-12                    ATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|268 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
               50         60        70        80                    
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIVG                    
       .:.:: .::.. :..:                                             
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 680



 

 

 initn:  42 init1:  42 opt:  53  Z-score: 76.4  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (12-55:230-275) 
 
                                  10        20         30        40 
AAD-12                    ATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLANIYPYFTYADNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
               50         60        70        80                    
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIVG                    
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.4  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (12-55:230-275) 
 
                                  10        20         30        40 
AAD-12                    ATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|270 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
               50         60        70        80                    
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIVG                    
       .:.:: .::.. :..:                                             
gi|270 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPDRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.4  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (12-55:230-275) 
 
                                  10        20         30        40 
AAD-12                    ATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
               50         60        70        80                    
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIVG                    
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.4  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (12-55:230-275) 
 
                                  10        20         30        40 
AAD-12                    ATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLTNIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
               50         60        70        80                    
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIVG                    
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.4  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (12-55:230-275) 
 
                                  10        20         30        40 
AAD-12                    ATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSSXSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
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     200       210       220       230       240       250          
 
               50         60        70        80                    
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIVG                    
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.4  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (12-55:230-275) 
 
                                  10        20         30        40 
AAD-12                    ATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|118 GFLSSIRSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
               50         60        70        80                    
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIVG                    
       .:.:: .::.. :..:                                             
gi|118 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.4  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (12-55:230-275) 
 
                                  10        20         30        40 
AAD-12                    ATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|327 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
               50         60        70        80                    
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIVG                    
       .:.:: .::.. :..:                                             
gi|327 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.4  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (12-55:230-275) 
 
                                  10        20         30        40 
AAD-12                    ATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
               50         60        70        80                    
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIVG                    
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 76.3  bits: 20.0 E():   28 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (47-62:181-195) 
 
         20        30        40        50        60        70       
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
         80                                        
AAD-12 VIVG                                        
                                                   
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
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>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 76.0  bits: 20.0 E():   30 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (47-77:192-222) 
 
         20        30        40        50        60        70       
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : : ..  
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
          80                                       
AAD-12 KVIVG                                       
       .:                                          
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.9  bits: 20.3 E():   30 
Smith-Waterman score: 66; 19.7% identity (64.8% similar) in 71 aa overlap (9-79:232-295) 
 
                                     10        20        30         
AAD-12                       ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 
                                     ::.:.  . :....   :. ...: : .   
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIHS--VVHSIIMQQQQQQQQQQGIDIFL 
             210       220       230         240       250          
 
       40        50        60        70        80                   
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG                   
        ..  :..: :..:     ...: .. ..::. . . ....                    
gi|170 PLSQHEQVGQGSLV-----QGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSIMR 
     260       270            280       290       300       310     
 
gi|170 APFASIVAGIGGQ 
          320        
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 75.9  bits: 19.7 E():   30 
Smith-Waterman score: 50; 40.0% identity (72.0% similar) in 25 aa overlap (51-75:9-29) 
 
               30        40        50        60        70        80 
AAD-12 LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG 
                                     :::.....: .    :.:: .:: :      
gi|144                       MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMV 
                                     10            20        30     
 
gi|144 DQIVKSLTTKKELDPFKIEQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKID 
           40        50        60        70        80        90     
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 75.8  bits: 20.0 E():   30 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (47-62:199-213) 
 
         20        30        40        50        60        70       
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
         80                                        
AAD-12 VIVG                                        
                                                   
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 75.7  bits: 19.1 E():   31 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (55-71:2-19) 
 
           30        40        50        60         70        80    
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD-GTVRQHSPAEWDDMMKVIVG    
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                                     ..: .: :.. ..::.::             
gi|250                              PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPF 
                                            10        20        30  
 
gi|250 PRCRALVKSQCAGGQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDK 
              40        50        60        70        80        90  
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 75.6  bits: 20.9 E():   31 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (58-73:119-135) 
 
        30        40        50        60         70        80       
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVG       
                                     :.::: : : .::.: .              
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       90       100       110       120       130       140         
 
gi|476 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      150       160       170       180       190       200         
 
>>gi|59895728|gb|AAX11261.1| pectin methylesterase aller  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.6  bits: 20.3 E():   31 
Smith-Waterman score: 52; 37.5% identity (62.5% similar) in 24 aa overlap (7-30:247-270) 
 
                                       10        20        30       
AAD-12                         ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 
                                     : : :  ::.. : ..:   .::.       
gi|598 PMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCNLSDAVKPEG 
        220       230       240       250       260       270       
 
         40        50        60        70        80                 
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG                 
                                                                    
gi|598 WSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYIEAAKWLPPP 
        280       290       300       310       320       330       
 
>>gi|225810597|gb|ACO34813.1| Sal k 1 pollen allergen [S  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.6  bits: 20.3 E():   31 
Smith-Waterman score: 52; 37.5% identity (62.5% similar) in 24 aa overlap (7-30:247-270) 
 
                                       10        20        30       
AAD-12                         ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 
                                     : : :  ::.. : ..:   .::.       
gi|225 PMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCNLSDAVKPEG 
        220       230       240       250       260       270       
 
         40        50        60        70        80                 
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG                 
                                                                    
gi|225 WSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYIEAAKWLPPP 
        280       290       300       310       320       330       
 
>>gi|59895730|gb|AAX11262.1| pectin methylesterase aller  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.6  bits: 20.3 E():   31 
Smith-Waterman score: 52; 37.5% identity (62.5% similar) in 24 aa overlap (7-30:247-270) 
 
                                       10        20        30       
AAD-12                         ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 
                                     : : :  ::.. : ..:   .::.       
gi|598 PMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCNLSDAVKPEG 
        220       230       240       250       260       270       
 
         40        50        60        70        80                 
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG                 
                                                                    
gi|598 WSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYIEAAKWLLPP 
        280       290       300       310       320       330       
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 75.0  bits: 19.1 E():   34 
Smith-Waterman score: 48; 25.6% identity (62.8% similar) in 43 aa overlap (14-56:78-119) 
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                                10        20        30        40    
AAD-12                  ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ....  .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
            50        60        70        80                  
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG                  
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 75.0  bits: 18.8 E():   34 
Smith-Waterman score: 47; 28.6% identity (68.6% similar) in 35 aa overlap (33-66:93-127) 
 
             10        20        30         40        50        60  
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA-KRFGAIERIGGGDIVAISNVKADG 
                                     :  :. :.   :....: :.:. ..: .   
gi|121 FKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVT 
             70        80        90       100       110       120   
 
              70        80 
AAD-12 TVRQHSPAEWDDMMKVIVG 
       .::..               
gi|121 SVRSYKRI            
            130            
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 75.0  bits: 20.9 E():   34 
Smith-Waterman score: 54; 25.4% identity (56.7% similar) in 67 aa overlap (4-70:332-392) 
 
                                          10        20        30    
AAD-12                            ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQ 
                                     : :   :   .. ....:.:   : :..:: 
gi|572 ASLEGLSPHVPLYKVMEGNEPCFFTTFFSWDPAKAIAHGNSFQKKVMLLFGVGHASENQQ 
             310       320       330       340       350       360  
 
            40        50        60        70        80              
AAD-12 ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG              
            ::.. .. ::.   : . .  ...  . :::.                        
gi|572 -----RFNGTNQ-GGATQRASALAALNSAFSSSSPAKSSSAPRSAGKSPGSQRAAAIAAL 
                   370       380       390       400       410      
 
gi|572 SSALSAEKKQPPEGGSPLRLSRTSSVDAIAPGNEVSTAEIEDSKEVPERKEIETVEPAET 
         420       430       440       450       460       470      
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 75.0  bits: 20.6 E():   34 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (30-50:330-350) 
 
                10        20        30        40        50          
AAD-12  ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|149 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
      60        70        80                                        
AAD-12 DGTVRQHSPAEWDDMMKVIVG                                        
                                                                    
gi|149 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 74.5  bits: 19.4 E():   36 
Smith-Waterman score: 49; 29.3% identity (51.7% similar) in 58 aa overlap (16-73:63-116) 
 
                              10        20        30        40      
AAD-12                ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
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gi|833 HHQTYVNGLNAALEAQKKAAEANDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
             40        50        60        70           80          
 
          50        60        70        80                          
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG                          
        ::: :     .::    :  :  .. :                                 
gi|833 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
       90       100       110       120       130       140         
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.4  bits: 20.3 E():   36 
Smith-Waterman score: 52; 26.1% identity (60.9% similar) in 46 aa overlap (15-58:117-160) 
 
                               10          20        30        40   
AAD-12                 ATLDDAGFAALHAAWL--QHALLIFPGQHLSNDQQITFAKRFGA 
                                     :.  :. ..:.  :..   .. :.  : .  
gi|113 IYMVTSDQDDDVVNPKEGTLRFGATQDRPLWIIFQRDMIIYLQQEMVVTSDKTIDGRGAK 
         90       100       110       120       130       140       
 
             50        60        70        80                       
AAD-12 IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG                       
       .: . ::  ... :::                                             
gi|113 VELVYGG--ITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGDAIHVTGSS 
        150         160       170       180       190       200     
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 74.2  bits: 19.7 E():   37 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (47-62:198-212) 
 
         20        30        40        50        60        70       
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
         80                                        
AAD-12 VIVG                                        
                                                   
gi|115 RKDSDKPIKGPITVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
        230       240       250       260          
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 74.2  bits: 19.7 E():   37 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (47-62:198-212) 
 
         20        30        40        50        60        70       
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
         80                                        
AAD-12 VIVG                                        
                                                   
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
        230       240       250       260          
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 74.1  bits: 19.4 E():   37 
Smith-Waterman score: 49; 29.3% identity (51.7% similar) in 58 aa overlap (16-73:74-127) 
 
                              10        20        30        40      
AAD-12                ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|164 HHQTYVNGLNAALEAQKKAAEATDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
            50        60        70        80           90           
 
          50        60        70        80                          
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG                          
        ::: :     .::    :  :  .. :                                 
gi|164 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 686



 

 

     100       110       120       130       140       150          
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.1  bits: 19.4 E():   38 
Smith-Waterman score: 49; 33.3% identity (57.1% similar) in 21 aa overlap (13-33:10-30) 
 
               10        20        30        40        50        60 
AAD-12 ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                   :::.      ::: :  ....                            
gi|944    MKTLGVLFIAAWFIACTHSFPGAHDEDSKEERKNVDTVLVLPSIERDQMMAATFDFP 
                  10        20        30        40        50        
 
               70        80                                         
AAD-12 GTVRQHSPAEWDDMMKVIVG                                         
                                                                    
gi|944 SLSFEDSDEGSNWNWNTLLRPNFLDGWYQTLQSAISAHMKKVREQMAGILSRIPEQGVVN 
        60        70        80        90       100       110        
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 73.2  bits: 20.3 E():   42 
Smith-Waterman score: 52; 25.0% identity (65.6% similar) in 32 aa overlap (23-54:117-148) 
 
                       10        20        30        40        50   
AAD-12         ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : :.. .....  :  .   ....  :::. 
gi|303 APKLYYVTQGRGILGVLMPGCPETFQSMSQFQGSREQEEERGRFQDQHQKVHHLKKGDII 
         90       100       110       120       130       140       
 
             60        70        80                                 
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVG                                 
       ::                                                           
gi|303 AIPAGVALWCYNDGDEDLVTVLVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLR 
        150       160       170       180       190       200       
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 72.8  bits: 19.4 E():   44 
Smith-Waterman score: 49; 28.1% identity (53.1% similar) in 32 aa overlap (47-77:192-222) 
 
         20        30        40        50        60        70       
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|168 CKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGDVVAV-DIKEKGKDKWTELKESWGAVW 
             170       180       190        200       210       220 
 
          80                                       
AAD-12 KVIVG                                       
       ..                                          
gi|168 RIDTPDKLTGPFTVRYTTEGGTKSEFEDVIPEGWKADTSYSAK 
              230       240       250       260    
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 72.7  bits: 20.6 E():   45 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (30-50:330-350) 
 
                10        20        30        40        50          
AAD-12  ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|169 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
      60        70        80                                        
AAD-12 DGTVRQHSPAEWDDMMKVIVG                                        
                                                                    
gi|169 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|51242679|gb|AAT99258.1| pectin-methyltransferase pr  (362 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 72.0  bits: 19.7 E():   49 
Smith-Waterman score: 50; 37.5% identity (62.5% similar) in 24 aa overlap (7-30:270-293) 
 
                                       10        20        30       
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AAD-12                         ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 
                                     : : :  ::.. : ..:   .::.       
gi|512 PMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFDAARVVFSYCNLSDAAKPEG 
     240       250       260       270       280       290          
 
         40        50        60        70        80                 
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG                 
                                                                    
gi|512 WSDNNKPEAQKTILFGEYKNTGPGAAPDKRAPYTKQLTEADAKTFTSLEYIEAAKWLLPP 
     300       310       320       330       340       350          
 
>>gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full=Polc  (85 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.9  bits: 17.6 E():   50 
Smith-Waterman score: 43; 36.6% identity (46.3% similar) in 41 aa overlap (38-78:17-54) 
 
        10        20        30        40        50        60        
AAD-12 FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS 
                                     ::: :    : : : :    .:  :. . . 
gi|144               MADDHPQDKAERERIFKRFDAN---GDGKISAAELGEALKTLGSIT 
                             10        20           30        40    
 
        70        80                              
AAD-12 PAEWDDMMKVIVG                              
       : :   ::  :                                
gi|144 PDEVKHMMAEIDTDGDGFISFQEFTDFGRANRGLLKDVAKIF 
            50        60        70        80      
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (14-56:77-118) 
 
                                10        20        30        40    
AAD-12                  ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|402 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
         50        60        70        80        90        100      
 
            50        60        70        80                  
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG                  
          :::.:: ::.                                          
gi|402 AAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
         110       120       130       140       150          
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (47-56:109-118) 
 
         20        30        40        50        60        70       
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
         80                  
AAD-12 VIVG                  
                             
gi|534 KAEALFRAVESYLLAHSDAYN 
      140       150          
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 46; 23.3% identity (62.8% similar) in 43 aa overlap (14-56:78-119) 
 
                                10        20        30        40    
AAD-12                  ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :... .   ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLE-KVSHELKIV 
        50        60        70        80        90        100       
 
            50        60        70        80                  
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG                  
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          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (14-56:78-119) 
 
                                10        20        30        40    
AAD-12                  ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
            50        60        70        80                  
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG                  
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (14-56:78-119) 
 
                                10        20        30        40    
AAD-12                  ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
            50        60        70        80                  
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG                  
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (47-56:110-119) 
 
         20        30        40        50        60        70       
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
         80                  
AAD-12 VIVG                  
                             
gi|534 KAEALFRAVESYLLAHSDAYN 
     140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (14-56:78-119) 
 
                                10        20        30        40    
AAD-12                  ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|730 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
            50        60        70        80                  
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG                  
          :::.:: ::.                                          
gi|730 AAPGGGSIVKISSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (14-56:78-119) 
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                                10        20        30        40    
AAD-12                  ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
            50        60        70        80                  
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG                  
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (14-56:78-119) 
 
                                10        20        30        40    
AAD-12                  ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
            50        60        70        80                  
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG                  
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (14-56:78-119) 
 
                                10        20        30        40    
AAD-12                  ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
            50        60        70        80                  
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG                  
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.7  bits: 19.4 E():   51 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (15-46:157-188) 
 
                               10        20        30        40     
AAD-12                 ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
        130       140       150       160       170       180       
 
           50        60        70        80                         
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG                         
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
        190       200       210       220       230       240       
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 71.6  bits: 19.7 E():   51 
Smith-Waterman score: 50; 24.4% identity (55.6% similar) in 45 aa overlap (36-79:103-147) 
 
          10        20        30        40         50        60     
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|129 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
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           70        80                                             
AAD-12 QHSPAEWDDMMKVIVG                                             
       .: :: ::   : ..                                              
gi|129 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 71.6  bits: 19.7 E():   51 
Smith-Waterman score: 50; 24.4% identity (55.6% similar) in 45 aa overlap (36-79:103-147) 
 
          10        20        30        40         50        60     
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|119 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
           70        80                                             
AAD-12 QHSPAEWDDMMKVIVG                                             
       .: :: ::   : ..                                              
gi|119 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 71.6  bits: 19.7 E():   51 
Smith-Waterman score: 50; 24.4% identity (55.6% similar) in 45 aa overlap (36-79:103-147) 
 
          10        20        30        40         50        60     
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|309 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
           70        80                                             
AAD-12 QHSPAEWDDMMKVIVG                                             
       .: :: ::   : ..                                              
gi|309 DHPPASWDWRKKGVITQVKYQGGCGSGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 71.5  bits: 19.7 E():   52 
Smith-Waterman score: 50; 26.8% identity (51.2% similar) in 41 aa overlap (19-55:190-230) 
 
                           10        20            30        40     
AAD-12             ATLDDAGFAALHAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::  .  :    ::.  
gi|215 NKPVIFTKSNLAKSPELDAKMYDICYSTAAAPIYFPPHHFVTHTSNGARYEFNLVDGAVA 
     160       170       180       190       200       210          
 
           50        60        70        80                         
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG                         
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.4  bits: 17.9 E():   53 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (32-50:35-53) 
 
              10        20        30        40        50        60  
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
              70        80                              
AAD-12 TVRQHSPAEWDDMMKVIVG                              
                                                        
gi|191 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
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 initn:  44 init1:  44 opt:  44  Z-score: 71.4  bits: 17.9 E():   53 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (32-50:35-53) 
 
              10        20        30        40        50        60  
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
              70        80                              
AAD-12 TVRQHSPAEWDDMMKVIVG                              
                                                        
gi|730 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.3  bits: 19.4 E():   54 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (15-46:176-207) 
 
                               10        20        30        40     
AAD-12                 ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
         150       160       170       180       190       200      
 
           50        60        70        80                         
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG                         
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
         210       220       230       240       250       260      
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 71.1  bits: 19.1 E():   55 
Smith-Waterman score: 48; 28.1% identity (53.1% similar) in 32 aa overlap (47-77:198-228) 
 
         20        30        40        50        60        70       
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|249 CKYPDGTKPTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIELKESWGAIW 
       170       180       190       200        210       220       
 
          80                                       
AAD-12 KVIVG                                       
       ..                                          
gi|249 RIDTPDKLTGPFTVRYTTEGGTKAEFEDVIPEGWKADTHDASK 
        230       240       250       260          
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.0  bits: 19.1 E():   56 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (23-33:90-100) 
 
                       10        20        30        40        50   
AAD-12         ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
             60        70        80                                 
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVG                                 
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|62240392|gb|AAX77384.1| 11S globulin precursor [Sin  (523 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 70.8  bits: 20.0 E():   57 
Smith-Waterman score: 51; 30.0% identity (63.3% similar) in 30 aa overlap (25-53:173-202) 
 
                     10        20        30         40        50    
AAD-12       ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQ-QITFAKRFGAIERIGGGDIVA 
                                     ::. ...: :  :   .  .:..  ::..: 
gi|622 QQGQQGQQGQQQGQQGQQGQQGQQGQQGQQGQQGQQQQGQQGFRDMYQKVEHVRHGDVIA 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 692



 

 

            150       160       170       180       190       200   
 
            60        70        80                                  
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVG                                  
                                                                    
gi|622 NTPGSAHWIYNTGDKPLVIISLLDIANYQNQLDRNPRVFRLAGNNPQGGFGGPQQQQPQQ 
            210       220       230       240       250       260   
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 70.6  bits: 19.1 E():   58 
Smith-Waterman score: 48; 30.6% identity (52.8% similar) in 36 aa overlap (1-33:19-54) 
 
                                 10        20           30          
AAD-12                   ATLDDAGFAALHAAWLQHAL---LIFPGQHLSNDQQITFAKR 
                         : .: . . .:.  : :. :     :: :   ..::       
gi|219 MKTFLVFALLAVVATSAIAQMDTSCIPGLERPWQQQPLPPQQTFPQQPPFSQQQQQQPFP 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG                    
                                                                    
gi|219 QQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQQQLILPPQQQQQLPQQQISIVQPSV 
               70        80        90       100       110       120 
 
>>gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Enteroto  (233 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 70.6  bits: 18.8 E():   59 
Smith-Waterman score: 47; 23.3% identity (51.2% similar) in 43 aa overlap (12-51:44-85) 
 
                                  10        20           30         
AAD-12                    ATLDDAGFAALHAAWLQHALLI---FPGQHLSNDQQITFAK 
                                     :  .:::..:.   :  .   ::  . : . 
gi|163 KKSELQGTALGNLKQIYYYNEKAKTENKESHDQFLQHTILFKGFFTDHSWYNDLLVDFDS 
            20        30        40        50        60        70    
 
       40        50        60        70        80                   
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG                   
       .   ...  :  .                                                
gi|163 K-DIVDKYKGKKVDLYGAYYGYQCAGGTPNKTACMYGGVTLHDNNRLTEEKKVPINLWLD 
             80        90       100       110       120       130   
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 70.4  bits: 18.5 E():   60 
Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 42 aa overlap (23-64:98-133) 
 
                       10        20        30        40        50   
AAD-12         ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :::       .. .:..: ::.  : :  : 
gi|223 LADFNKDGEVTVDEFKQAVQKHCQGKKYGDFPGAF-----KVFIANQFKAIDVNGDGK-V 
        70        80        90       100            110       120   
 
             60        70        80                                 
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVG                                 
       .... . :  .:                                                 
gi|223 GLDEYRLDCITRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCS 
             130       140       150       160       170       180  
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 45; 33.3% identity (57.8% similar) in 45 aa overlap (41-78:52-96) 
 
               20        30        40        50          60         
AAD-12 LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK--ADGT-----V 
                                     :.:..:. :.  . : ::   ::.     : 
gi|602 AFVLDADNLIPKIAPQAVKSTEILEGDGGVGTIKKINFGEGSTYSYVKHKIDGVDKDNFV 
              30        40        50        60        70        80  
 
            70        80                                            
AAD-12 RQHSPAEWDDMMKVIVG                                            
        :.:  : : . ..:                                              
gi|602 YQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISHYHTKGDVEIKEEHVKAGKEKAS 
              90       100       110       120       130       140  
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>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 45; 24.4% identity (61.0% similar) in 41 aa overlap (16-56:80-119) 
 
                              10        20        30        40      
AAD-12                ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :. :.    ....  .   
gi|730 GPGTIKKITFSEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLG-DKLEKVSHELKIVAA 
      50        60        70        80        90        100         
 
          50        60        70        80                  
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG                  
        :::.:: ::.                                          
gi|730 PGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      110       120       130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 45; 23.3% identity (60.5% similar) in 43 aa overlap (14-56:78-119) 
 
                                10        20        30        40    
AAD-12                  ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
            50        60        70        80                  
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG                  
          :::..: ::.                                          
gi|167 AAPGGGSVVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|5726304|gb|AAD48405.1|AF136945_1 major allergen Cor  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (12-56:77-120) 
 
                                  10        20        30         40 
AAD-12                    ATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|572 GNGGPGTIKKITFAEGNEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
               50        60        70        80                  
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG                  
       .:  . :::.:. :..                                          
gi|572 AAAPH-GGGSILKITSKYHTKGNASINEEEIKAGKEKAAGLFKAVEAYLLAHPDAYC 
         110        120       130       140       150       160  
 
>>gi|11762104|gb|AAG40330.1|AF323974_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (12-56:77-120) 
 
                                  10        20        30         40 
AAD-12                    ATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
               50        60        70        80                  
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG                  
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|11762102|gb|AAG40329.1|AF323973_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (12-56:77-120) 
 
                                  10        20        30         40 
AAD-12                    ATLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
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                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
               50        60        70        80                  
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG                  
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|15809696|gb|AAL07320.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 70.2  bits: 17.9 E():   61 
Smith-Waterman score: 44; 25.0% identity (58.9% similar) in 56 aa overlap (6-59:45-100) 
 
                                        10        20        30      
AAD-12                          ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 
                                     : .::.   . . . :   : ::.. . .. 
gi|158 TDGQHLTAAAIIGHDGSVWAQSANFPQFKPAEIAAIMKDFDEPGSLAPTGLHLGGTKYMV 
           20        30        40        50        60        70     
 
          40          50        60        70        80           
AAD-12 FAKRFGAIER--IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG           
       .  . ::. :   : : :.. ....:                                
gi|158 IQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL 
           80        90       100       110       120       130  
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.2  bits: 17.9 E():   61 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (46-67:15-36) 
 
          20        30        40        50        60        70      
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|144                 MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
          80                                                        
AAD-12 KVIVG                                                        
                                                                    
gi|144 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.2  bits: 17.9 E():   61 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (46-67:15-36) 
 
          20        30        40        50        60        70      
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|604                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
          80                                                        
AAD-12 KVIVG                                                        
                                                                    
gi|604 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.2  bits: 17.9 E():   61 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (46-67:15-36) 
 
          20        30        40        50        60        70      
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|288                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
          80                                                        
AAD-12 KVIVG                                                        
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gi|288 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.2  bits: 17.9 E():   61 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (46-67:15-36) 
 
          20        30        40        50        60        70      
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|218                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
          80                                                        
AAD-12 KVIVG                                                        
                                                                    
gi|218 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 70.0  bits: 19.1 E():   63 
Smith-Waterman score: 48; 25.7% identity (60.0% similar) in 35 aa overlap (43-73:81-115) 
 
             20        30        40        50            60         
AAD-12 AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV----AISNVKADGTVRQHSP 
                                     :  .: :...     :. .:  :.:..  : 
gi|324 NFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFP 
               60        70        80        90       100       110 
 
       70        80                                                 
AAD-12 AEWDDMMKVIVG                                                 
       .:. .                                                        
gi|324 SEFGNDVDRSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASS 
              120       130       140       150       160       170 
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.7  bits: 17.9 E():   65 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (46-68:15-37) 
 
          20        30        40        50        60        70      
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : : .... . .  ::.:  .::        
gi|100                 MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKP 
                               10        20        30        40     
 
          80                                                        
AAD-12 KVIVG                                                        
                                                                    
gi|100 EENAGIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILG 
           50        60        70        80        90       100     
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.2  bits: 19.1 E():   70 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (23-33:90-100) 
 
                       10        20        30        40        50   
AAD-12         ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
             60        70        80                                 
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVG                                 
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.0  bits: 17.3 E():   71 
Smith-Waterman score: 42; 37.5% identity (62.5% similar) in 24 aa overlap (32-55:79-100) 
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              10        20        30        40        50        60  
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .  :       
gi|897 QQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQL--AAQLPAMCRLEGGDALLASQ      
       50        60        70        80          90       100       
 
              70        80 
AAD-12 TVRQHSPAEWDDMMKVIVG 
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 68.8  bits: 19.4 E():   74 
Smith-Waterman score: 49; 38.1% identity (66.7% similar) in 21 aa overlap (55-75:216-232) 
 
           30        40        50        60        70        80     
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG     
                                     :... :: :    :..::: .          
gi|253 GHPTHLEHSSTNPNSFHYEHNIVSPSSIHPSTAHFDGEV----PSQWDDSLGHGASTPKV 
         190       200       210       220           230       240  
 
gi|253 RTPSHHVSSNPWAEINEPTGGDNDNLAPVTRPRKPARARRQKKEPRKLSDASQGARSSST 
             250       260       270       280       290       300  
 
>>gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.6  bits: 17.6 E():   75 
Smith-Waterman score: 43; 24.5% identity (58.5% similar) in 53 aa overlap (9-59:48-100) 
 
                                     10        20        30         
AAD-12                       ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 
                                     ::.   . . . :   : ::.. . ...   
gi|144 HRLTAAAIIGHDGSVWAQSSSFPQFKSDEVAAIMKDFDEPGSLAPTGLHLGSTKYMVIQG 
        20        30        40        50        60        70        
 
       40          50        60        70        80           
AAD-12 RFGAIER--IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG           
       . ::. :   :.: :.. .. .:                                
gi|144 EPGAVIRGKKGSGGITVKKTSQALIIGIYDEPLTPGQCNMIVERLGDYLLEQGM 
        80        90       100       110       120       130  
 
>>gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 [Ch  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 17.6 E():   75 
Smith-Waterman score: 43; 33.3% identity (62.5% similar) in 24 aa overlap (46-69:15-38) 
 
          20        30        40        50        60        70      
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :. . . . .  ::::  .::.       
gi|294                 MSWQTYVDDHLMCDIEGNHLSSAAILGHDGTVWAQSPSFPQLKP 
                               10        20        30        40     
 
          80                                                        
AAD-12 KVIVG                                                        
                                                                    
gi|294 EEVSAIMKDFNEPGSLAPTGLHLGGTKYMVIQGEPGDVIRGKKGPGGVTIKKTNQALIIG 
           50        60        70        80        90       100     
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 68.3  bits: 19.1 E():   78 
Smith-Waterman score: 48; 26.8% identity (48.8% similar) in 41 aa overlap (19-55:190-230) 
 
                           10        20            30        40     
AAD-12             ATLDDAGFAALHAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::     :    ::.  
gi|215 NKPVIFTKSNLAESPQLDAKMYDICYSTAAAPIYFPPHHFVTHTSNGATYEFNLVDGAVA 
     160       170       180       190       200       210          
 
           50        60        70        80                         
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG                         
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
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 initn:  38 init1:  38 opt:  44  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 44; 27.3% identity (47.7% similar) in 44 aa overlap (30-73:90-127) 
 
                10        20        30        40        50          
AAD-12  ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     ::  .  :  .:  ... : ::. .:     
gi|276 VCSARHVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSA--WGKANQVTGDDILFLS---- 
      60        70        80        90         100       110        
 
      60        70        80                                   
AAD-12 DGTVRQHSPAEWDDMMKVIVG                                   
       :  .:  .   : :                                          
gi|276 DPDARFSKSIGWADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
           120       130       140       150       160         
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 44; 27.3% identity (47.7% similar) in 44 aa overlap (30-73:90-127) 
 
                10        20        30        40        50          
AAD-12  ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     ::  .  :  .:  ... : ::. .:     
gi|668 VCSARHVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSA--WGKANQVTGDDILFLS---- 
      60        70        80        90         100       110        
 
      60        70        80                                   
AAD-12 DGTVRQHSPAEWDDMMKVIVG                                   
       :  .:  .   : :                                          
gi|668 DPDARFSKSIGWADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
           120       130       140       150       160         
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 68.0  bits: 17.9 E():   81 
Smith-Waterman score: 44; 21.3% identity (50.8% similar) in 61 aa overlap (1-61:111-171) 
 
                                             10        20        30 
AAD-12                               ATLDDAGFAALHAAWLQHALLIFPGQHLSN 
                                     :   .. .:...:.  .    .  .:.... 
gi|249 KERHGGAYETYKFIPSLEASRSKQAYGATVARAPEVKYAVFEAGLTKAITAMSEAQKVAK 
               90       100       110       120       130       140 
 
               40        50        60        70        80 
AAD-12 DQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG 
         . . :   ::    ::.  :: :   . :                    
gi|249 PVRSVTAAAAGAATAAGGAATVAASRPTSAGGYKV                
              150       160       170                     
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 67.8  bits: 19.4 E():   82 
Smith-Waterman score: 49; 22.7% identity (53.0% similar) in 66 aa overlap (8-73:240-301) 
 
                                      10        20        30        
AAD-12                        ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     :...   .:..:. .   : ..: .  : . 
gi|370 RQEEREFSPRGQHSRRERAGQEEENEGGNIFSGFTPEFLEQAFQVDDRQIVQNLRGETES 
     210       220       230       240       250       260          
 
        40        50        60        70        80                  
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG                  
       .. :::  . ::    .  .. :   :     :.:.                         
gi|370 EEEGAIVTVRGG----LRILSPDRKRRADEEEEYDEDEYEYDEEDRRRGRGSRGRGNGIE 
     270       280           290       300       310       320      
 
gi|370 ETICTASAKKNIGRNRSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAH 
         330       340       350       360       370       380      
 
>>gi|886967|emb|CAA59340.1| low molecular weight gluteni  (276 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 46; 30.3% identity (63.6% similar) in 33 aa overlap (8-39:57-89) 
 
                                      10        20         30       

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 698



 

 

AAD-12                        ATLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITF 
                                     :.  .  . :. : :.: :  .:..::  : 
gi|886 PIQQQPQPFPQQPPCSQQQQPPLSQQQQPPFSQQQPPFSQQELPILPQQPPFSQQQQPQF 
         30        40        50        60        70        80       
 
         40        50        60        70        80                 
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG                 
       ...                                                          
gi|886 SQQQQPFPQQQQPLLLQQPPFSQQRPPFSQQQQQPVLPQQPPFSQQQQQQPILPQQPPFS 
         90       100       110       120       130       140       
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.5  bits: 18.5 E():   86 
Smith-Waterman score: 46; 33.3% identity (57.1% similar) in 21 aa overlap (18-38:79-99) 
 
                            10        20        30        40        
AAD-12              ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG 
                                     : .: :: : : .  . .: .          
gi|624 QSQQQCLQQPQHQFPQPTQQFPQRPLLPFTHPFLTFPDQLLPQPPHQSFPQPPQSYPQPP 
       50        60        70        80        90       100         
 
        50        60        70        80                            
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG                            
                                                                    
gi|624 LQPFPQPPQQKYPEQPQQPFPWQQPTIQLYLQQQLNPCKEFLLQQCRPVSLLSYLWSKIV 
      110       120       130       140       150       160         
 
>>gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triticum   (439 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.4  bits: 19.1 E():   88 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (23-33:103-113) 
 
                       10        20        30        40        50   
AAD-12         ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|739 FLQQQQIPQQQIPQQHQIPQQPQQFPQQQQFPQQHQSPQQQFPQQQFPQQKLPQQEFPQQ 
             80        90       100       110       120       130   
 
             60        70        80                                 
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVG                                 
                                                                    
gi|739 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
            140       150       160       170       180       190   
 
>>gi|46410859|gb|AAR98518.1| major latex allergen Hev b   (366 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.2  bits: 18.8 E():   90 
Smith-Waterman score: 47; 30.8% identity (56.4% similar) in 39 aa overlap (8-46:231-269) 
 
                                      10        20        30        
AAD-12                        ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     .:.:::  : . :  .   .:  . . :   
gi|464 ARKFVVENVAPLGLIPFIKQTSDNSTLFYELASLHAMKLPQILEKIQDGYLFPEFNYTVF 
              210       220       230       240       250       260 
 
        40        50        60        70        80                  
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG                  
       . :: :..:                                                    
gi|464 NYFGIIKEIIDAPGEHGFKYGDIACCGNSTYRGQACGFLDYEFCVCGNKTEYLFFDGTHN 
              270       280       290       300       310       320 
 
>>gi|34851176|gb|AAP15200.1| profilin-like protein [Humu  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.1  bits: 17.3 E():   91 
Smith-Waterman score: 42; 33.3% identity (58.3% similar) in 24 aa overlap (46-69:15-38) 
 
          20        30        40        50        60        70      
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :. . : . .  ::.:  .: :       
gi|348                 MSWQAYVDDHLMCEIDGNHLSAAAIIGHDGSVWAQSAAFPQLKP 
                               10        20        30        40     
 
          80                                                        
AAD-12 KVIVG                                                        
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gi|348 EEVTGIMNDFNEPGTLAPTGLYLGGTKYMVIQGEPGAVIRGKKGAGGVTIKKTSQALIIG 
           50        60        70        80        90       100     
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.0  bits: 17.6 E():   91 
Smith-Waterman score: 43; 33.3% identity (62.5% similar) in 24 aa overlap (57-77:38-61) 
 
         30        40        50        60           70        80    
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ---HSPAEWDDMMKVIVG    
                                     :.: . .:.    .:  ::.. ::       
gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKVAQAWAE 
        10        20        30        40        50        60        
 
gi|148 TRTPDCSLIHSDRCGENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQIVWAN 
        70        80        90       100       110       120        
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.0  bits: 17.9 E():   92 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (36-60:126-150) 
 
          10        20        30        40        50        60      
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ 
                                     ..:.:  . . .:: ..: . . ::      
gi|144 RAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVA 
         100       110       120       130       140       150      
 
          70        80                               
AAD-12 HSPAEWDDMMKVIVG                               
                                                     
gi|144 ILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
         160       170       180       190       200 
 
>>gi|67975085|gb|AAY84563.1| group 18 allergen protein [  (462 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 67.0  bits: 19.1 E():   92 
Smith-Waterman score: 48; 22.8% identity (56.1% similar) in 57 aa overlap (12-68:320-366) 
 
                                  10        20        30        40  
AAD-12                    ATLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 
                                     :: :..     :  .:  .:.  ..... : 
gi|679 CVQIQAETNAFSITRDHDNTAIYAVYVHDNHAEWIS-----FEDRHTLGDKARNITEQ-G 
     290       300       310       320            330       340     
 
              50        60        70        80                      
AAD-12 AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG                      
            :: .. ..::  . :.  ...:                                  
gi|679 ----YGGMSVYTLSNEDVHGVCGDKNPLLHAINSNYFRGIVTEPTVVTVTPVTHTTEHVT 
               350       360       370       380       390          
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.9  bits: 17.9 E():   93 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (36-60:130-154) 
 
          10        20        30        40        50        60      
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ 
                                     ..:.:  . . .:: ..: . . ::      
gi|622 RAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVA 
     100       110       120       130       140       150          
 
          70        80                               
AAD-12 HSPAEWDDMMKVIVG                               
                                                     
gi|622 ILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
     160       170       180       190       200     
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 66.8  bits: 19.4 E():   94 
Smith-Waterman score: 49; 31.2% identity (81.2% similar) in 16 aa overlap (65-80:535-550) 
 
           40        50        60        70        80               
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG               
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                                     .:.:   :...:...:               
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
gi|331 KEGCFSEEGPKLVAAAQAALV 
          570       580      
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 66.5  bits: 19.5 E():   98 
Smith-Waterman score: 49; 31.2% identity (81.2% similar) in 16 aa overlap (65-80:558-573) 
 
           40        50        60        70        80               
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG               
                                     .:.:   :...:...:               
gi|668 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
       530       540       550       560       570       580        
 
gi|668 KEGCFSEEGPKLVAAAQAALV 
       590       600         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:33 2011 done: Fri Jan 21 00:02:33 2011 
 Total Scan time:  0.070 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 26  - 105 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     4     2:* 
  32    17     8:=*=== 
  34    23    22:=====* 
  36    39    44:==========* 
  38    79    73:==================*= 
  40    95   102:======================== * 
  42   115   125:=============================  * 
  44   200   138:==================================*=============== 
  46   129   140:================================= * 
  48   127   134:================================ * 
  50   116   122:============================= * 
  52    75   108:===================       * 
  54    78    92:====================  * 
  56    60    77:===============    * 
  58    64    63:===============* 
  60    50    51:============* 
  62    39    41:==========* 
  64    58    33:========*====== 
  66    19    26:===== * 
  68    11    20:=== * 
  70    28    16:===*=== 
  72    15    12:==*= 
  74    11    10:==* 
  76    19     8:=*=== 
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  78     5     6:=* 
  80     1     5:=* 
  82     5     3:*= 
  84     3     3:* 
  86     0     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.82880.00336; mu= 7.5585 0.173 
 mean_var=40.375610.469, 0's: 2 Z-trim: 2  B-trim: 11 in 1/43 
 Lambda= 0.201844 
 Kolmogorov-Smirnov  statistic: 0.0394 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   59 22.3     2.2 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   60 22.6       4 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   55 21.1       5 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   61 22.9     6.8 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   60 22.7     8.7 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   57 21.8       9 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   60 22.7     9.7 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   52 20.3      11 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   52 20.3      11 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   52 20.3      11 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   52 20.3      11 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   50 19.7      14 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   45 18.2      15 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   54 20.9      20 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   56 21.5      21 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   49 19.4      21 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   56 21.5      21 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   53 20.6      24 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   54 20.9      25 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   53 20.6      28 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   53 20.6      28 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   53 20.6      28 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   53 20.6      28 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   53 20.6      28 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   53 20.6      28 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   53 20.6      28 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   53 20.6      28 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   53 20.6      28 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 20.0      28 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   51 20.0      29 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 19.7      30 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   52 20.3      30 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 20.0      30 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 19.1      30 
gi|59895728|gb|AAX11261.1| pectin methylesterase a ( 339)   52 20.3      31 
gi|59895730|gb|AAX11262.1| pectin methylesterase a ( 339)   52 20.3      31 
gi|225810597|gb|ACO34813.1| Sal k 1 pollen allerge ( 339)   52 20.3      31 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   54 20.9      31 
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gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   47 18.8      33 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   48 19.1      33 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   54 20.9      33 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   53 20.6      34 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   49 19.4      35 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   52 20.3      36 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 19.7      37 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 19.7      37 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   49 19.4      37 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   49 19.4      37 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   52 20.3      42 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 19.4      44 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   53 20.6      44 
gi|51242679|gb|AAT99258.1| pectin-methyltransferas ( 362)   50 19.7      49 
gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full= (  85)   43 17.6      49 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   46 18.5      49 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 18.5      49 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   46 18.5      49 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   46 18.5      49 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   46 18.5      49 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 18.5      49 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   46 18.5      49 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   46 18.5      49 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   46 18.5      49 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   46 18.5      49 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   49 19.4      50 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   50 19.7      51 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   50 19.7      51 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   50 19.7      51 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   50 19.7      52 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   44 17.9      52 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   44 17.9      52 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   49 19.4      53 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   48 19.1      55 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   48 19.1      55 
gi|62240392|gb|AAX77384.1| 11S globulin precursor  ( 523)   51 20.0      57 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   48 19.1      58 
gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Ente ( 233)   47 18.8      58 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   46 18.5      59 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   45 18.2      60 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   45 18.2      60 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   45 18.2      60 
gi|5726304|gb|AAD48405.1|AF136945_1 major allergen ( 161)   45 18.2      61 
gi|11762104|gb|AAG40330.1|AF323974_1 major allerge ( 161)   45 18.2      61 
gi|11762102|gb|AAG40329.1|AF323973_1 major allerge ( 161)   45 18.2      61 
gi|15809696|gb|AAL07320.1| profilin [Litchi chinen ( 131)   44 17.9      61 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   44 17.9      61 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   44 17.9      61 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   44 17.9      61 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   44 17.9      61 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   48 19.1      62 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   51 20.0      63 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   44 17.9      65 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   51 20.0      66 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   48 19.1      70 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   42 17.4      70 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   49 19.4      73 
gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full= ( 131)   43 17.7      74 
gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 ( 131)   43 17.7      74 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   44 18.0      77 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   44 18.0      77 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   48 19.1      77 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   49 19.5      82 
gi|886967|emb|CAA59340.1| low molecular weight glu ( 276)   46 18.6      83 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   46 18.6      86 
gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triti ( 439)   48 19.2      87 
gi|46410859|gb|AAR98518.1| major latex allergen He ( 366)   47 18.9      89 
gi|34851176|gb|AAP15200.1| profilin-like protein [ ( 131)   42 17.4      90 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   43 17.7      90 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   44 18.0      91 
gi|67975085|gb|AAY84563.1| group 18 allergen prote ( 462)   48 19.2      91 
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gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   44 18.0      92 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   43 17.7      97 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 96.2  bits: 22.3 E():  2.2 
Smith-Waterman score: 59; 44.4% identity (66.7% similar) in 18 aa overlap (58-75:30-47) 
 
        30        40        50        60        70        80        
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN        
                                     :.  .:::.  ::. : :             
gi|126  TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTKKGNLWEVKSAKP 
                10        20        30        40        50          
 
gi|126 LTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
      60        70        80        90        
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 91.6  bits: 22.6 E():    4 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (22-53:133-160) 
 
                        10        20        30        40        50  
AAD-12          TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|221 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
            110       120       130       140           150         
 
              60        70        80                                
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGN                                
       :.                                                           
gi|221 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
      160       170       180       190       200       210         
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 90.0  bits: 21.1 E():    5 
Smith-Waterman score: 55; 38.9% identity (66.7% similar) in 18 aa overlap (58-75:30-47) 
 
        30        40        50        60        70        80        
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN        
                                     :.  .:::.  ::. . :             
gi|144  VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKKGNLWEVKSSKP 
                10        20        30        40        50          
 
gi|144 LTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
      60        70        80        90       
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 87.6  bits: 22.9 E():  6.8 
Smith-Waterman score: 61; 38.7% identity (58.1% similar) in 31 aa overlap (23-53:108-138) 
 
                       10        20        30        40        50   
AAD-12         TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA 
                                     : :  .. :.  :  :   :.:.  :::.: 
gi|259 YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIA 
        80        90       100       110       120       130        
 
             60        70        80                                 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGN                                 
       :                                                            
gi|259 IPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGR 
       140       150       160       170       180       190        
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  59 init1:  59 opt:  60  Z-score: 85.6  bits: 22.7 E():  8.7 
Smith-Waterman score: 60; 33.3% identity (58.8% similar) in 51 aa overlap (1-47:84-134) 
 
                                             10        20           
AAD-12                               TLDDAGFAALHAAWLQHALLIFPGQH--LS 
                                     : :.:: ::.... :.  :  .: ::  .  
gi|215 PTGGHSKMESKPILNGHGYCHIHFWIGSESTKDEAGVAAIKSVELDDFLGGYPVQHREIE 
            60        70        80        90       100       110    
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       30          40        50        60        70        80       
AAD-12 NDQQITFAKRF--GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN       
       . ..  :.. :  : :   ::                                        
gi|215 EFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVMN 
           120       130       140       150       160       170    
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  57  Z-score: 85.3  bits: 21.8 E():    9 
Smith-Waterman score: 57; 25.7% identity (50.0% similar) in 70 aa overlap (13-77:33-102) 
 
                                 10        20         30        40  
AAD-12                   TLDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFGA 
                                     : .:: .. .  : :  . :: :   . :  
gi|273 MEHYLKTYLSWLTEEQKEKLKEMKEAGQTKAEIQHEVMHYYDQLHGEEKQQATEKLKVGC 
             10        20        30        40        50        60   
 
                  50        60        70        80                  
AAD-12 IERIGG--GD--IVAISNVKADGTVRQHSPAEWDDMMKVIVGN                  
          . :  :.  .: . :::  :.  :.   . . :.. .                     
gi|273 KMLLKGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIF 
             70        80        90       100       110       120   
 
gi|273 GATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKELEAKILHYYDEL 
            130       140       150       160       170       180   
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 84.7  bits: 22.7 E():  9.7 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (22-53:131-158) 
 
                        10        20        30        40        50  
AAD-12          TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|213 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
              110       120       130       140           150       
 
              60        70        80                                
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGN                                
       :.                                                           
gi|213 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
        160       170       180       190       200       210       
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.4  bits: 20.3 E():   11 
Smith-Waterman score: 52; 25.0% identity (59.1% similar) in 44 aa overlap (32-75:29-72) 
 
              10        20        30        40        50        60  
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ..::. . :. :.  .  .   ... :.   
gi|400   MSMASSSSSGLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVE 
                 10        20        30        40        50         
 
              70        80                                          
AAD-12 VRQHSPAEWDDMMKVIVGN                                          
       .:.:.  ::  : :                                               
gi|400 LREHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
       60        70        80        90       100       110         
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.4  bits: 20.3 E():   11 
Smith-Waterman score: 52; 25.0% identity (59.1% similar) in 44 aa overlap (32-75:29-72) 
 
              10        20        30        40        50        60  
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ..::. . :. :.  .  .   ... :.   
gi|400   MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVE 
                 10        20        30        40        50         
 
              70        80                                          
AAD-12 VRQHSPAEWDDMMKVIVGN                                          
       .:.:.  ::  : :                                               
gi|400 LREHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
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       60        70        80        90       100       110         
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.4  bits: 20.3 E():   11 
Smith-Waterman score: 52; 25.0% identity (59.1% similar) in 44 aa overlap (32-75:29-72) 
 
              10        20        30        40        50        60  
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ..::. . :. :.  .  .   ... :.   
gi|117   MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVE 
                 10        20        30        40        50         
 
              70        80                                          
AAD-12 VRQHSPAEWDDMMKVIVGN                                          
       .:.:.  ::  : :                                               
gi|117 LREHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
       60        70        80        90       100       110         
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.4  bits: 20.3 E():   11 
Smith-Waterman score: 52; 25.0% identity (59.1% similar) in 44 aa overlap (32-75:29-72) 
 
              10        20        30        40        50        60  
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ..::. . :. :.  .  .   ... :.   
gi|400   MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVE 
                 10        20        30        40        50         
 
              70        80                                          
AAD-12 VRQHSPAEWDDMMKVIVGN                                          
       .:.:.  ::  : :                                               
gi|400 LREHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
       60        70        80        90       100       110         
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 81.9  bits: 19.7 E():   14 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (46-61:29-43) 
 
          20        30        40        50        60        70      
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105   CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
                 10        20        30         40        50        
 
          80                                      
AAD-12 VIVGN                                      
                                                  
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
        60        70        80        90          
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 81.1  bits: 18.2 E():   15 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (31-54:17-38) 
 
               10        20        30        40        50        60 
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .. :       
gi|217               LVSVEHQAARLKVAKAQQL--AAQLPAMCRLEGGDALSASQ      
                             10          20        30               
 
               70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGN 
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 79.1  bits: 20.9 E():   20 
Smith-Waterman score: 54; 25.6% identity (48.7% similar) in 39 aa overlap (32-70:191-229) 
 
              10        20        30        40        50        60  
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ::..   .:   :  : :..   .. :    
gi|320 KEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDP 
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              170       180       190       200       210       220 
 
              70        80                                          
AAD-12 VRQHSPAEWDDMMKVIVGN                                          
       : . . : :                                                    
gi|320 VISFKTALWFWMTPQSPKPSCHNVITGRWTPSAADRAAGRLPGYGVITNIINGGIECGKG 
              230       240       250       260       270       280 
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 78.8  bits: 21.5 E():   21 
Smith-Waterman score: 56; 30.3% identity (50.0% similar) in 66 aa overlap (7-72:241-292) 
 
                                       10        20        30       
AAD-12                         TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     :...   .::::. .        :.: .   
gi|112 YQQQQGSRPHYRQISPRVRGDEQENEGSNIFSGFAQEFLQHAFQV--------DRQTVEN 
              220       230       240       250               260   
 
         40        50        60        70        80                 
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN                 
        : :  ::   : ::...     : .:  :: : :.                         
gi|112 LR-GENEREEQGAIVTVK-----GGLRILSPDEEDESSRSPPSRREEFDEDRSRPQQRGK 
             270            280       290       300       310       
 
gi|112 YDENRRGYKNGIEETICSASVKKNLGRSSNPDIYNPQAGSLRSVNELDLPILGWLGLSAQ 
        320       330       340       350       360       370       
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.6  bits: 19.4 E():   21 
Smith-Waterman score: 49; 36.4% identity (72.7% similar) in 22 aa overlap (4-25:20-41) 
 
                               10        20        30        40     
AAD-12                 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                          :.. :.: : . .:..: : .:                    
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQE 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN                         
                                                                    
gi|217 IQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLV 
               70        80        90       100       110       120 
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 78.6  bits: 21.5 E():   21 
Smith-Waterman score: 56; 40.6% identity (56.2% similar) in 32 aa overlap (24-53:153-184) 
 
                      10        20        30          40        50  
AAD-12        TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK--RFGAIERIGGGDIV 
                                     ::.   .::  : .  :    .::  ::.: 
gi|258 QGQQEQQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVV 
            130       140       150       160       170       180   
 
              60        70        80                                
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGN                                
       ::                                                           
gi|258 AIPAGVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQ 
            190       200       210       220       230       240   
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 77.8  bits: 20.6 E():   24 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (11-54:194-239) 
 
                                   10        20         30          
AAD-12                     TLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|261 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
           170       180       190       200       210       220    
 
      40        50         60        70        80                   
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIVGN                   
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       .:.:: .::.. :..:                                             
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 77.2  bits: 20.9 E():   25 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (57-72:89-105) 
 
         30        40        50        60         70        80      
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGN      
                                     :.::: : : .::.: .              
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       60        70        80        90       100       110         
 
gi|114 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      120       130       140       150       160       170         
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.5  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (11-54:230-275) 
 
                                   10        20         30          
AAD-12                     TLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|268 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
      40        50         60        70        80                   
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIVGN                   
       .:.:: .::.. :..:                                             
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.5  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (11-54:230-275) 
 
                                   10        20         30          
AAD-12                     TLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLANIYPYFTYADNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
      40        50         60        70        80                   
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIVGN                   
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.5  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (11-54:230-275) 
 
                                   10        20         30          
AAD-12                     TLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|270 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
      40        50         60        70        80                   
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIVGN                   
       .:.:: .::.. :..:                                             
gi|270 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPDRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.5  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (11-54:230-275) 
 
                                   10        20         30          
AAD-12                     TLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
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                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
      40        50         60        70        80                   
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIVGN                   
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.5  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (11-54:230-275) 
 
                                   10        20         30          
AAD-12                     TLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLTNIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
      40        50         60        70        80                   
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIVGN                   
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.5  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (11-54:230-275) 
 
                                   10        20         30          
AAD-12                     TLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSSXSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
      40        50         60        70        80                   
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIVGN                   
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.5  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (11-54:230-275) 
 
                                   10        20         30          
AAD-12                     TLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|118 GFLSSIRSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
      40        50         60        70        80                   
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIVGN                   
       .:.:: .::.. :..:                                             
gi|118 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.5  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (11-54:230-275) 
 
                                   10        20         30          
AAD-12                     TLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|327 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
      40        50         60        70        80                   
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIVGN                   
       .:.:: .::.. :..:                                             
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gi|327 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.5  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (11-54:230-275) 
 
                                   10        20         30          
AAD-12                     TLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
      40        50         60        70        80                   
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIVGN                   
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 76.3  bits: 20.0 E():   28 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (46-61:181-195) 
 
          20        30        40        50        60        70      
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
          80                                       
AAD-12 VIVGN                                       
                                                   
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 76.0  bits: 20.0 E():   29 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (46-76:192-222) 
 
          20        30        40        50        60         70     
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : : ..  
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
           80                                      
AAD-12 KVIVGN                                      
       .:                                          
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 75.9  bits: 19.7 E():   30 
Smith-Waterman score: 50; 40.0% identity (72.0% similar) in 25 aa overlap (50-74:9-29) 
 
      20        30        40        50        60        70          
AAD-12 LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG 
                                     :::.....: .    :.:: .:: :      
gi|144                       MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMV 
                                     10            20        30     
 
      80                                                            
AAD-12 N                                                            
                                                                    
gi|144 DQIVKSLTTKKELDPFKIEQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKID 
           40        50        60        70        80        90     
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.9  bits: 20.3 E():   30 
Smith-Waterman score: 66; 19.7% identity (64.8% similar) in 71 aa overlap (8-78:232-295) 
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                                      10        20        30        
AAD-12                        TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 
                                     ::.:.  . :....   :. ...: : .   
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIHS--VVHSIIMQQQQQQQQQQGIDIFL 
             210       220       230         240       250          
 
        40        50        60        70        80                  
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN                  
        ..  :..: :..:     ...: .. ..::. . . ....                    
gi|170 PLSQHEQVGQGSLV-----QGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSIMR 
     260       270            280       290       300       310     
 
gi|170 APFASIVAGIGGQ 
          320        
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 75.8  bits: 20.0 E():   30 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (46-61:199-213) 
 
          20        30        40        50        60        70      
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
          80                                       
AAD-12 VIVGN                                       
                                                   
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 75.8  bits: 19.1 E():   30 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (54-70:2-19) 
 
            30        40        50         60        70        80   
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD-GTVRQHSPAEWDDMMKVIVGN   
                                     ..: .: :.. ..::.::             
gi|250                              PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPF 
                                            10        20        30  
 
gi|250 PRCRALVKSQCAGGQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDK 
              40        50        60        70        80        90  
 
>>gi|59895728|gb|AAX11261.1| pectin methylesterase aller  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.7  bits: 20.3 E():   31 
Smith-Waterman score: 52; 37.5% identity (62.5% similar) in 24 aa overlap (6-29:247-270) 
 
                                        10        20        30      
AAD-12                          TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 
                                     : : :  ::.. : ..:   .::.       
gi|598 PMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCNLSDAVKPEG 
        220       230       240       250       260       270       
 
          40        50        60        70        80                
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN                
                                                                    
gi|598 WSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYIEAAKWLPPP 
        280       290       300       310       320       330       
 
>>gi|59895730|gb|AAX11262.1| pectin methylesterase aller  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.7  bits: 20.3 E():   31 
Smith-Waterman score: 52; 37.5% identity (62.5% similar) in 24 aa overlap (6-29:247-270) 
 
                                        10        20        30      
AAD-12                          TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 
                                     : : :  ::.. : ..:   .::.       
gi|598 PMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCNLSDAVKPEG 
        220       230       240       250       260       270       
 
          40        50        60        70        80                
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AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN                
                                                                    
gi|598 WSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYIEAAKWLLPP 
        280       290       300       310       320       330       
 
>>gi|225810597|gb|ACO34813.1| Sal k 1 pollen allergen [S  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.7  bits: 20.3 E():   31 
Smith-Waterman score: 52; 37.5% identity (62.5% similar) in 24 aa overlap (6-29:247-270) 
 
                                        10        20        30      
AAD-12                          TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 
                                     : : :  ::.. : ..:   .::.       
gi|225 PMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCNLSDAVKPEG 
        220       230       240       250       260       270       
 
          40        50        60        70        80                
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN                
                                                                    
gi|225 WSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYIEAAKWLPPP 
        280       290       300       310       320       330       
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 75.7  bits: 20.9 E():   31 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (57-72:119-135) 
 
         30        40        50        60         70        80      
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGN      
                                     :.::: : : .::.: .              
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       90       100       110       120       130       140         
 
gi|476 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      150       160       170       180       190       200         
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 75.1  bits: 18.8 E():   33 
Smith-Waterman score: 47; 28.6% identity (68.6% similar) in 35 aa overlap (32-65:93-127) 
 
              10        20        30         40        50        60 
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA-KRFGAIERIGGGDIVAISNVKADG 
                                     :  :. :.   :....: :.:. ..: .   
gi|121 FKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVT 
             70        80        90       100       110       120   
 
               70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGN 
       .::..                
gi|121 SVRSYKRI             
            130             
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 48; 25.6% identity (62.8% similar) in 43 aa overlap (13-55:78-119) 
 
                                 10        20        30        40   
AAD-12                   TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ....  .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
             50        60        70        80                 
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN                 
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 75.0  bits: 20.9 E():   33 
Smith-Waterman score: 54; 25.4% identity (56.7% similar) in 67 aa overlap (3-69:332-392) 
 
                                           10        20        30   
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AAD-12                             TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQ 
                                     : :   :   .. ....:.:   : :..:: 
gi|572 ASLEGLSPHVPLYKVMEGNEPCFFTTFFSWDPAKAIAHGNSFQKKVMLLFGVGHASENQQ 
             310       320       330       340       350       360  
 
             40        50        60        70        80             
AAD-12 ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN             
            ::.. .. ::.   : . .  ...  . :::.                        
gi|572 -----RFNGTNQ-GGATQRASALAALNSAFSSSSPAKSSSAPRSAGKSPGSQRAAAIAAL 
                   370       380       390       400       410      
 
gi|572 SSALSAEKKQPPEGGSPLRLSRTSSVDAIAPGNEVSTAEIEDSKEVPERKEIETVEPAET 
         420       430       440       450       460       470      
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 75.0  bits: 20.6 E():   34 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (29-49:330-350) 
 
                 10        20        30        40        50         
AAD-12   TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|149 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
       60        70        80                                       
AAD-12 DGTVRQHSPAEWDDMMKVIVGN                                       
                                                                    
gi|149 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 74.6  bits: 19.4 E():   35 
Smith-Waterman score: 49; 29.3% identity (51.7% similar) in 58 aa overlap (15-72:63-116) 
 
                               10        20        30        40     
AAD-12                 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|833 HHQTYVNGLNAALEAQKKAAEANDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
             40        50        60        70           80          
 
           50        60        70        80                         
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN                         
        ::: :     .::    :  :  .. :                                 
gi|833 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
       90       100       110       120       130       140         
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.5  bits: 20.3 E():   36 
Smith-Waterman score: 52; 26.1% identity (60.9% similar) in 46 aa overlap (14-57:117-160) 
 
                                10          20        30        40  
AAD-12                  TLDDAGFAALHAAWL--QHALLIFPGQHLSNDQQITFAKRFGA 
                                     :.  :. ..:.  :..   .. :.  : .  
gi|113 IYMVTSDQDDDVVNPKEGTLRFGATQDRPLWIIFQRDMIIYLQQEMVVTSDKTIDGRGAK 
         90       100       110       120       130       140       
 
              50        60        70        80                      
AAD-12 IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN                      
       .: . ::  ... :::                                             
gi|113 VELVYGG--ITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGDAIHVTGSS 
        150         160       170       180       190       200     
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 74.3  bits: 19.7 E():   37 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (46-61:198-212) 
 
          20        30        40        50        60        70      
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
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          80                                       
AAD-12 VIVGN                                       
                                                   
gi|115 RKDSDKPIKGPITVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
        230       240       250       260          
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 74.3  bits: 19.7 E():   37 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (46-61:198-212) 
 
          20        30        40        50        60        70      
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
          80                                       
AAD-12 VIVGN                                       
                                                   
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
        230       240       250       260          
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 74.2  bits: 19.4 E():   37 
Smith-Waterman score: 49; 29.3% identity (51.7% similar) in 58 aa overlap (15-72:74-127) 
 
                               10        20        30        40     
AAD-12                 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|164 HHQTYVNGLNAALEAQKKAAEATDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
            50        60        70        80           90           
 
           50        60        70        80                         
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN                         
        ::: :     .::    :  :  .. :                                 
gi|164 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
     100       110       120       130       140       150          
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.1  bits: 19.4 E():   37 
Smith-Waterman score: 49; 33.3% identity (57.1% similar) in 21 aa overlap (12-32:10-30) 
 
               10        20        30        40        50        60 
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                  :::.      ::: :  ....                             
gi|944   MKTLGVLFIAAWFIACTHSFPGAHDEDSKEERKNVDTVLVLPSIERDQMMAATFDFPS 
                 10        20        30        40        50         
 
               70        80                                         
AAD-12 TVRQHSPAEWDDMMKVIVGN                                         
                                                                    
gi|944 LSFEDSDEGSNWNWNTLLRPNFLDGWYQTLQSAISAHMKKVREQMAGILSRIPEQGVVNW 
       60        70        80        90       100       110         
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 73.3  bits: 20.3 E():   42 
Smith-Waterman score: 52; 25.0% identity (65.6% similar) in 32 aa overlap (22-53:117-148) 
 
                        10        20        30        40        50  
AAD-12          TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : :.. .....  :  .   ....  :::. 
gi|303 APKLYYVTQGRGILGVLMPGCPETFQSMSQFQGSREQEEERGRFQDQHQKVHHLKKGDII 
         90       100       110       120       130       140       
 
              60        70        80                                
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGN                                
       ::                                                           
gi|303 AIPAGVALWCYNDGDEDLVTVLVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLR 
        150       160       170       180       190       200       
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>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 72.9  bits: 19.4 E():   44 
Smith-Waterman score: 49; 28.1% identity (53.1% similar) in 32 aa overlap (46-76:192-222) 
 
          20        30        40        50        60         70     
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|168 CKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGDVVAV-DIKEKGKDKWTELKESWGAVW 
             170       180       190        200       210       220 
 
           80                                      
AAD-12 KVIVGN                                      
       ..                                          
gi|168 RIDTPDKLTGPFTVRYTTEGGTKSEFEDVIPEGWKADTSYSAK 
              230       240       250       260    
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 72.8  bits: 20.6 E():   44 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (29-49:330-350) 
 
                 10        20        30        40        50         
AAD-12   TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|169 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
       60        70        80                                       
AAD-12 DGTVRQHSPAEWDDMMKVIVGN                                       
                                                                    
gi|169 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|51242679|gb|AAT99258.1| pectin-methyltransferase pr  (362 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 72.0  bits: 19.7 E():   49 
Smith-Waterman score: 50; 37.5% identity (62.5% similar) in 24 aa overlap (6-29:270-293) 
 
                                        10        20        30      
AAD-12                          TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 
                                     : : :  ::.. : ..:   .::.       
gi|512 PMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFDAARVVFSYCNLSDAAKPEG 
     240       250       260       270       280       290          
 
          40        50        60        70        80                
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN                
                                                                    
gi|512 WSDNNKPEAQKTILFGEYKNTGPGAAPDKRAPYTKQLTEADAKTFTSLEYIEAAKWLLPP 
     300       310       320       330       340       350          
 
>>gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full=Polc  (85 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 72.0  bits: 17.6 E():   49 
Smith-Waterman score: 43; 36.6% identity (46.3% similar) in 41 aa overlap (37-77:17-54) 
 
         10        20        30        40        50        60       
AAD-12 FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS 
                                     ::: :    : : : :    .:  :. . . 
gi|144               MADDHPQDKAERERIFKRFDAN---GDGKISAAELGEALKTLGSIT 
                             10        20           30        40    
 
         70        80                             
AAD-12 PAEWDDMMKVIVGN                             
       : :   ::  :                                
gi|144 PDEVKHMMAEIDTDGDGFISFQEFTDFGRANRGLLKDVAKIF 
            50        60        70        80      
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (13-55:77-118) 
 
                                 10        20        30        40   
AAD-12                   TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
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gi|402 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
         50        60        70        80        90        100      
 
             50        60        70        80                 
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN                 
          :::.:: ::.                                          
gi|402 AAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
         110       120       130       140       150          
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (46-55:109-118) 
 
          20        30        40        50        60        70      
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
          80                 
AAD-12 VIVGN                 
                             
gi|534 KAEALFRAVESYLLAHSDAYN 
      140       150          
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.9  bits: 18.5 E():   49 
Smith-Waterman score: 46; 23.3% identity (62.8% similar) in 43 aa overlap (13-55:78-119) 
 
                                 10        20        30        40   
AAD-12                   TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :... .   ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLE-KVSHELKIV 
        50        60        70        80        90        100       
 
             50        60        70        80                 
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN                 
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.9  bits: 18.5 E():   49 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (13-55:78-119) 
 
                                 10        20        30        40   
AAD-12                   TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
             50        60        70        80                 
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN                 
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.9  bits: 18.5 E():   49 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (13-55:78-119) 
 
                                 10        20        30        40   
AAD-12                   TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
             50        60        70        80                 
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN                 
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
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        110       120       130       140       150       160 
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.9  bits: 18.5 E():   49 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (46-55:110-119) 
 
          20        30        40        50        60        70      
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
          80                 
AAD-12 VIVGN                 
                             
gi|534 KAEALFRAVESYLLAHSDAYN 
     140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.9  bits: 18.5 E():   49 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (13-55:78-119) 
 
                                 10        20        30        40   
AAD-12                   TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|730 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
             50        60        70        80                 
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN                 
          :::.:: ::.                                          
gi|730 AAPGGGSIVKISSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.9  bits: 18.5 E():   49 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (13-55:78-119) 
 
                                 10        20        30        40   
AAD-12                   TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
             50        60        70        80                 
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN                 
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.9  bits: 18.5 E():   49 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (13-55:78-119) 
 
                                 10        20        30        40   
AAD-12                   TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
             50        60        70        80                 
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN                 
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.9  bits: 18.5 E():   49 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (13-55:78-119) 
 
                                 10        20        30        40   
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AAD-12                   TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
             50        60        70        80                 
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN                 
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.8  bits: 19.4 E():   50 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (14-45:157-188) 
 
                                10        20        30        40    
AAD-12                  TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
        130       140       150       160       170       180       
 
            50        60        70        80                        
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN                        
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
        190       200       210       220       230       240       
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 71.7  bits: 19.7 E():   51 
Smith-Waterman score: 50; 24.4% identity (55.6% similar) in 45 aa overlap (35-78:103-147) 
 
           10        20        30         40        50        60    
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|129 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
            70        80                                            
AAD-12 QHSPAEWDDMMKVIVGN                                            
       .: :: ::   : ..                                              
gi|129 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 71.7  bits: 19.7 E():   51 
Smith-Waterman score: 50; 24.4% identity (55.6% similar) in 45 aa overlap (35-78:103-147) 
 
           10        20        30         40        50        60    
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|119 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
            70        80                                            
AAD-12 QHSPAEWDDMMKVIVGN                                            
       .: :: ::   : ..                                              
gi|119 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 71.7  bits: 19.7 E():   51 
Smith-Waterman score: 50; 24.4% identity (55.6% similar) in 45 aa overlap (35-78:103-147) 
 
           10        20        30         40        50        60    
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|309 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
            70        80                                            
AAD-12 QHSPAEWDDMMKVIVGN                                            
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       .: :: ::   : ..                                              
gi|309 DHPPASWDWRKKGVITQVKYQGGCGSGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 71.5  bits: 19.7 E():   52 
Smith-Waterman score: 50; 26.8% identity (51.2% similar) in 41 aa overlap (18-54:190-230) 
 
                            10        20            30        40    
AAD-12              TLDDAGFAALHAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::  .  :    ::.  
gi|215 NKPVIFTKSNLAKSPELDAKMYDICYSTAAAPIYFPPHHFVTHTSNGARYEFNLVDGAVA 
     160       170       180       190       200       210          
 
            50        60        70        80                        
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN                        
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.5  bits: 17.9 E():   52 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (31-49:35-53) 
 
               10        20        30        40        50        60 
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
               70        80                             
AAD-12 TVRQHSPAEWDDMMKVIVGN                             
                                                        
gi|191 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.5  bits: 17.9 E():   52 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (31-49:35-53) 
 
               10        20        30        40        50        60 
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
               70        80                             
AAD-12 TVRQHSPAEWDDMMKVIVGN                             
                                                        
gi|730 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.3  bits: 19.4 E():   53 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (14-45:176-207) 
 
                                10        20        30        40    
AAD-12                  TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
         150       160       170       180       190       200      
 
            50        60        70        80                        
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN                        
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
         210       220       230       240       250       260      
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 71.1  bits: 19.1 E():   55 
Smith-Waterman score: 48; 28.1% identity (53.1% similar) in 32 aa overlap (46-76:198-228) 
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          20        30        40        50        60         70     
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|249 CKYPDGTKPTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIELKESWGAIW 
       170       180       190       200        210       220       
 
           80                                      
AAD-12 KVIVGN                                      
       ..                                          
gi|249 RIDTPDKLTGPFTVRYTTEGGTKAEFEDVIPEGWKADTHDASK 
        230       240       250       260          
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.0  bits: 19.1 E():   55 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (22-32:90-100) 
 
                        10        20        30        40        50  
AAD-12          TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
              60        70        80                                
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGN                                
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|62240392|gb|AAX77384.1| 11S globulin precursor [Sin  (523 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 70.8  bits: 20.0 E():   57 
Smith-Waterman score: 51; 30.0% identity (63.3% similar) in 30 aa overlap (24-52:173-202) 
 
                      10        20        30         40        50   
AAD-12        TLDDAGFAALHAAWLQHALLIFPGQHLSNDQ-QITFAKRFGAIERIGGGDIVA 
                                     ::. ...: :  :   .  .:..  ::..: 
gi|622 QQGQQGQQGQQQGQQGQQGQQGQQGQQGQQGQQGQQQQGQQGFRDMYQKVEHVRHGDVIA 
            150       160       170       180       190       200   
 
             60        70        80                                 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGN                                 
                                                                    
gi|622 NTPGSAHWIYNTGDKPLVIISLLDIANYQNQLDRNPRVFRLAGNNPQGGFGGPQQQQPQQ 
            210       220       230       240       250       260   
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 48; 23.2% identity (51.8% similar) in 56 aa overlap (14-69:150-202) 
 
                                10        20        30        40    
AAD-12                  TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. .::   .:. ::. 
gi|219 VLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSCHVMQQQCCQQLSQIPEQSRYDAIR 
     120       130       140       150       160       170          
 
            50        60        70        80                        
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN                        
        :       : . . .:  .:..: .                                   
gi|219 AI---TYSIILQEQQQGQSQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQ 
     180          190       200       210       220       230       
 
>>gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Enteroto  (233 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 70.6  bits: 18.8 E():   58 
Smith-Waterman score: 47; 23.3% identity (51.2% similar) in 43 aa overlap (11-50:44-85) 
 
                                   10        20           30        
AAD-12                     TLDDAGFAALHAAWLQHALLI---FPGQHLSNDQQITFAK 
                                     :  .:::..:.   :  .   ::  . : . 
gi|163 KKSELQGTALGNLKQIYYYNEKAKTENKESHDQFLQHTILFKGFFTDHSWYNDLLVDFDS 
            20        30        40        50        60        70    
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        40        50        60        70        80                  
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN                  
       .   ...  :  .                                                
gi|163 K-DIVDKYKGKKVDLYGAYYGYQCAGGTPNKTACMYGGVTLHDNNRLTEEKKVPINLWLD 
             80        90       100       110       120       130   
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 70.5  bits: 18.5 E():   59 
Smith-Waterman score: 46; 28.6% identity (57.1% similar) in 42 aa overlap (22-63:98-133) 
 
                        10        20        30        40        50  
AAD-12          TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :::       .. .:..: ::.  : :  : 
gi|223 LADFNKDGEVTVDEFKQAVQKHCQGKKYGDFPGAF-----KVFIANQFKAIDVNGDGK-V 
        70        80        90       100            110       120   
 
              60        70        80                                
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGN                                
       .... . :  .:                                                 
gi|223 GLDEYRLDCITRSAFAEVKEIDDAYNKLTTEDDRKAGGLTLERYQDLYAQFISNPDESCS 
             130       140       150       160       170       180  
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 45; 33.3% identity (57.8% similar) in 45 aa overlap (40-77:52-96) 
 
      10        20        30        40        50          60        
AAD-12 LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK--ADGT-----V 
                                     :.:..:. :.  . : ::   ::.     : 
gi|602 AFVLDADNLIPKIAPQAVKSTEILEGDGGVGTIKKINFGEGSTYSYVKHKIDGVDKDNFV 
              30        40        50        60        70        80  
 
             70        80                                           
AAD-12 RQHSPAEWDDMMKVIVGN                                           
        :.:  : : . ..:                                              
gi|602 YQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISHYHTKGDVEIKEEHVKAGKEKAS 
              90       100       110       120       130       140  
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 45; 24.4% identity (61.0% similar) in 41 aa overlap (15-55:80-119) 
 
                               10        20        30        40     
AAD-12                 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :. :.    ....  .   
gi|730 GPGTIKKITFSEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLG-DKLEKVSHELKIVAA 
      50        60        70        80        90        100         
 
           50        60        70        80                 
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN                 
        :::.:: ::.                                          
gi|730 PGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      110       120       130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 45; 23.3% identity (60.5% similar) in 43 aa overlap (13-55:78-119) 
 
                                 10        20        30        40   
AAD-12                   TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
             50        60        70        80                 
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN                 
          :::..: ::.                                          
gi|167 AAPGGGSVVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|5726304|gb|AAD48405.1|AF136945_1 major allergen Cor  (161 aa) 
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 initn:  37 init1:  37 opt:  45  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (11-55:77-120) 
 
                                   10        20        30           
AAD-12                     TLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|572 GNGGPGTIKKITFAEGNEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
      40        50        60        70        80                 
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN                 
       .:  . :::.:. :..                                          
gi|572 AAAPH-GGGSILKITSKYHTKGNASINEEEIKAGKEKAAGLFKAVEAYLLAHPDAYC 
         110        120       130       140       150       160  
 
>>gi|11762104|gb|AAG40330.1|AF323974_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (11-55:77-120) 
 
                                   10        20        30           
AAD-12                     TLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
      40        50        60        70        80                 
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN                 
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|11762102|gb|AAG40329.1|AF323973_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (11-55:77-120) 
 
                                   10        20        30           
AAD-12                     TLDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
      40        50        60        70        80                 
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN                 
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|15809696|gb|AAL07320.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 70.3  bits: 17.9 E():   61 
Smith-Waterman score: 44; 25.0% identity (58.9% similar) in 56 aa overlap (5-58:45-100) 
 
                                         10        20        30     
AAD-12                           TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 
                                     : .::.   . . . :   : ::.. . .. 
gi|158 TDGQHLTAAAIIGHDGSVWAQSANFPQFKPAEIAAIMKDFDEPGSLAPTGLHLGGTKYMV 
           20        30        40        50        60        70     
 
           40          50        60        70        80          
AAD-12 FAKRFGAIER--IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN          
       .  . ::. :   : : :.. ....:                                
gi|158 IQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL 
           80        90       100       110       120       130  
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.3  bits: 17.9 E():   61 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (45-66:15-36) 
 
           20        30        40        50        60        70     
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|144                 MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
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                               10        20        30        40     
 
           80                                                       
AAD-12 KVIVGN                                                       
                                                                    
gi|144 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.3  bits: 17.9 E():   61 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (45-66:15-36) 
 
           20        30        40        50        60        70     
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|604                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
           80                                                       
AAD-12 KVIVGN                                                       
                                                                    
gi|604 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.3  bits: 17.9 E():   61 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (45-66:15-36) 
 
           20        30        40        50        60        70     
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|288                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
           80                                                       
AAD-12 KVIVGN                                                       
                                                                    
gi|288 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.3  bits: 17.9 E():   61 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (45-66:15-36) 
 
           20        30        40        50        60        70     
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|218                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
           80                                                       
AAD-12 KVIVGN                                                       
                                                                    
gi|218 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 70.1  bits: 19.1 E():   62 
Smith-Waterman score: 48; 25.7% identity (60.0% similar) in 35 aa overlap (42-72:81-115) 
 
              20        30        40        50            60        
AAD-12 AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV----AISNVKADGTVRQHSP 
                                     :  .: :...     :. .:  :.:..  : 
gi|324 NFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFP 
               60        70        80        90       100       110 
 
        70        80                                                
AAD-12 AEWDDMMKVIVGN                                                
       .:. .                                                        
gi|324 SEFGNDVDRSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASS 
              120       130       140       150       160       170 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 723



 

 

 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  49 init1:  49 opt:  51  Z-score: 69.9  bits: 20.0 E():   63 
Smith-Waterman score: 51; 29.4% identity (82.4% similar) in 17 aa overlap (64-80:535-551) 
 
            40        50        60        70        80              
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN              
                                     .:.:   :...:...:.              
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
gi|331 KEGCFSEEGPKLVAAAQAALV 
          570       580      
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.8  bits: 17.9 E():   65 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (45-67:15-37) 
 
           20        30        40        50        60        70     
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : : .... . .  ::.:  .::        
gi|100                 MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKP 
                               10        20        30        40     
 
           80                                                       
AAD-12 KVIVGN                                                       
                                                                    
gi|100 EENAGIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILG 
           50        60        70        80        90       100     
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  49 init1:  49 opt:  51  Z-score: 69.7  bits: 20.0 E():   66 
Smith-Waterman score: 51; 29.4% identity (82.4% similar) in 17 aa overlap (64-80:558-574) 
 
            40        50        60        70        80              
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN              
                                     .:.:   :...:...:.              
gi|668 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
       530       540       550       560       570       580        
 
gi|668 KEGCFSEEGPKLVAAAQAALV 
       590       600         
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.2  bits: 19.1 E():   70 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (22-32:90-100) 
 
                        10        20        30        40        50  
AAD-12          TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
              60        70        80                                
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGN                                
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.1  bits: 17.4 E():   70 
Smith-Waterman score: 42; 37.5% identity (62.5% similar) in 24 aa overlap (31-54:79-100) 
 
               10        20        30        40        50        60 
AAD-12 TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .  :       
gi|897 QQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQL--AAQLPAMCRLEGGDALLASQ      
       50        60        70        80          90       100       
 
               70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGN 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 724



 

 

 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 68.8  bits: 19.4 E():   73 
Smith-Waterman score: 49; 38.1% identity (66.7% similar) in 21 aa overlap (54-74:216-232) 
 
            30        40        50        60        70        80    
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN    
                                     :... :: :    :..::: .          
gi|253 GHPTHLEHSSTNPNSFHYEHNIVSPSSIHPSTAHFDGEV----PSQWDDSLGHGASTPKV 
         190       200       210       220           230       240  
 
gi|253 RTPSHHVSSNPWAEINEPTGGDNDNLAPVTRPRKPARARRQKKEPRKLSDASQGARSSST 
             250       260       270       280       290       300  
 
>>gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 43; 24.5% identity (58.5% similar) in 53 aa overlap (8-58:48-100) 
 
                                      10        20        30        
AAD-12                        TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 
                                     ::.   . . . :   : ::.. . ...   
gi|144 HRLTAAAIIGHDGSVWAQSSSFPQFKSDEVAAIMKDFDEPGSLAPTGLHLGSTKYMVIQG 
        20        30        40        50        60        70        
 
        40          50        60        70        80          
AAD-12 RFGAIER--IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN          
       . ::. :   :.: :.. .. .:                                
gi|144 EPGAVIRGKKGSGGITVKKTSQALIIGIYDEPLTPGQCNMIVERLGDYLLEQGM 
        80        90       100       110       120       130  
 
>>gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 [Ch  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 43; 33.3% identity (62.5% similar) in 24 aa overlap (45-68:15-38) 
 
           20        30        40        50        60        70     
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :. . . . .  ::::  .::.       
gi|294                 MSWQTYVDDHLMCDIEGNHLSSAAILGHDGTVWAQSPSFPQLKP 
                               10        20        30        40     
 
           80                                                       
AAD-12 KVIVGN                                                       
                                                                    
gi|294 EEVSAIMKDFNEPGSLAPTGLHLGGTKYMVIQGEPGDVIRGKKGPGGVTIKKTNQALIIG 
           50        60        70        80        90       100     
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.4  bits: 18.0 E():   77 
Smith-Waterman score: 44; 27.3% identity (47.7% similar) in 44 aa overlap (29-72:90-127) 
 
                 10        20        30        40        50         
AAD-12   TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     ::  .  :  .:  ... : ::. .:     
gi|276 VCSARHVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSA--WGKANQVTGDDILFLS---- 
      60        70        80        90         100       110        
 
       60        70        80                                  
AAD-12 DGTVRQHSPAEWDDMMKVIVGN                                  
       :  .:  .   : :                                          
gi|276 DPDARFSKSIGWADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
           120       130       140       150       160         
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.4  bits: 18.0 E():   77 
Smith-Waterman score: 44; 27.3% identity (47.7% similar) in 44 aa overlap (29-72:90-127) 
 
                 10        20        30        40        50         
AAD-12   TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     ::  .  :  .:  ... : ::. .:     
gi|668 VCSARHVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSA--WGKANQVTGDDILFLS---- 
      60        70        80        90         100       110        
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       60        70        80                                  
AAD-12 DGTVRQHSPAEWDDMMKVIVGN                                  
       :  .:  .   : :                                          
gi|668 DPDARFSKSIGWADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
           120       130       140       150       160         
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 68.4  bits: 19.1 E():   77 
Smith-Waterman score: 48; 26.8% identity (48.8% similar) in 41 aa overlap (18-54:190-230) 
 
                            10        20            30        40    
AAD-12              TLDDAGFAALHAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::     :    ::.  
gi|215 NKPVIFTKSNLAESPQLDAKMYDICYSTAAAPIYFPPHHFVTHTSNGATYEFNLVDGAVA 
     160       170       180       190       200       210          
 
            50        60        70        80                        
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN                        
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 67.9  bits: 19.5 E():   82 
Smith-Waterman score: 49; 22.7% identity (53.0% similar) in 66 aa overlap (7-72:240-301) 
 
                                       10        20        30       
AAD-12                         TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     :...   .:..:. .   : ..: .  : . 
gi|370 RQEEREFSPRGQHSRRERAGQEEENEGGNIFSGFTPEFLEQAFQVDDRQIVQNLRGETES 
     210       220       230       240       250       260          
 
         40        50        60        70        80                 
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN                 
       .. :::  . ::    .  .. :   :     :.:.                         
gi|370 EEEGAIVTVRGG----LRILSPDRKRRADEEEEYDEDEYEYDEEDRRRGRGSRGRGNGIE 
     270       280           290       300       310       320      
 
gi|370 ETICTASAKKNIGRNRSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAH 
         330       340       350       360       370       380      
 
>>gi|886967|emb|CAA59340.1| low molecular weight gluteni  (276 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 67.8  bits: 18.6 E():   83 
Smith-Waterman score: 46; 30.3% identity (63.6% similar) in 33 aa overlap (7-38:57-89) 
 
                                       10        20         30      
AAD-12                         TLDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITF 
                                     :.  .  . :. : :.: :  .:..::  : 
gi|886 PIQQQPQPFPQQPPCSQQQQPPLSQQQQPPFSQQQPPFSQQELPILPQQPPFSQQQQPQF 
         30        40        50        60        70        80       
 
          40        50        60        70        80                
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN                
       ...                                                          
gi|886 SQQQQPFPQQQQPLLLQQPPFSQQRPPFSQQQQQPVLPQQPPFSQQQQQQPILPQQPPFS 
         90       100       110       120       130       140       
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.5  bits: 18.6 E():   86 
Smith-Waterman score: 46; 33.3% identity (57.1% similar) in 21 aa overlap (17-37:79-99) 
 
                             10        20        30        40       
AAD-12               TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG 
                                     : .: :: : : .  . .: .          
gi|624 QSQQQCLQQPQHQFPQPTQQFPQRPLLPFTHPFLTFPDQLLPQPPHQSFPQPPQSYPQPP 
       50        60        70        80        90       100         
 
         50        60        70        80                           
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN                           
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gi|624 LQPFPQPPQQKYPEQPQQPFPWQQPTIQLYLQQQLNPCKEFLLQQCRPVSLLSYLWSKIV 
      110       120       130       140       150       160         
 
>>gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triticum   (439 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.4  bits: 19.2 E():   87 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (22-32:103-113) 
 
                        10        20        30        40        50  
AAD-12          TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|739 FLQQQQIPQQQIPQQHQIPQQPQQFPQQQQFPQQHQSPQQQFPQQQFPQQKLPQQEFPQQ 
             80        90       100       110       120       130   
 
              60        70        80                                
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGN                                
                                                                    
gi|739 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
            140       150       160       170       180       190   
 
>>gi|46410859|gb|AAR98518.1| major latex allergen Hev b   (366 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.2  bits: 18.9 E():   89 
Smith-Waterman score: 47; 30.8% identity (56.4% similar) in 39 aa overlap (7-45:231-269) 
 
                                       10        20        30       
AAD-12                         TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     .:.:::  : . :  .   .:  . . :   
gi|464 ARKFVVENVAPLGLIPFIKQTSDNSTLFYELASLHAMKLPQILEKIQDGYLFPEFNYTVF 
              210       220       230       240       250       260 
 
         40        50        60        70        80                 
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN                 
       . :: :..:                                                    
gi|464 NYFGIIKEIIDAPGEHGFKYGDIACCGNSTYRGQACGFLDYEFCVCGNKTEYLFFDGTHN 
              270       280       290       300       310       320 
 
>>gi|34851176|gb|AAP15200.1| profilin-like protein [Humu  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 17.4 E():   90 
Smith-Waterman score: 42; 33.3% identity (58.3% similar) in 24 aa overlap (45-68:15-38) 
 
           20        30        40        50        60        70     
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :. . : . .  ::.:  .: :       
gi|348                 MSWQAYVDDHLMCEIDGNHLSAAAIIGHDGSVWAQSAAFPQLKP 
                               10        20        30        40     
 
           80                                                       
AAD-12 KVIVGN                                                       
                                                                    
gi|348 EEVTGIMNDFNEPGTLAPTGLYLGGTKYMVIQGEPGAVIRGKKGAGGVTIKKTSQALIIG 
           50        60        70        80        90       100     
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.1  bits: 17.7 E():   90 
Smith-Waterman score: 43; 33.3% identity (62.5% similar) in 24 aa overlap (56-76:38-61) 
 
          30        40        50        60           70        80   
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ---HSPAEWDDMMKVIVGN   
                                     :.: . .:.    .:  ::.. ::       
gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKVAQAWAE 
        10        20        30        40        50        60        
 
gi|148 TRTPDCSLIHSDRCGENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQIVWAN 
        70        80        90       100       110       120        
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.1  bits: 18.0 E():   91 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (35-59:126-150) 
 
           10        20        30        40        50        60     
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ 
                                     ..:.:  . . .:: ..: . . ::      
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gi|144 RAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVA 
         100       110       120       130       140       150      
 
           70        80                              
AAD-12 HSPAEWDDMMKVIVGN                              
                                                     
gi|144 ILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
         160       170       180       190       200 
 
>>gi|67975085|gb|AAY84563.1| group 18 allergen protein [  (462 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 67.0  bits: 19.2 E():   91 
Smith-Waterman score: 48; 22.8% identity (56.1% similar) in 57 aa overlap (11-67:320-366) 
 
                                   10        20        30        40 
AAD-12                     TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 
                                     :: :..     :  .:  .:.  ..... : 
gi|679 CVQIQAETNAFSITRDHDNTAIYAVYVHDNHAEWIS-----FEDRHTLGDKARNITEQ-G 
     290       300       310       320            330       340     
 
               50        60        70        80                     
AAD-12 AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN                     
            :: .. ..::  . :.  ...:                                  
gi|679 ----YGGMSVYTLSNEDVHGVCGDKNPLLHAINSNYFRGIVTEPTVVTVTPVTHTTEHVT 
               350       360       370       380       390          
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.9  bits: 18.0 E():   92 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (35-59:130-154) 
 
           10        20        30        40        50        60     
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ 
                                     ..:.:  . . .:: ..: . . ::      
gi|622 RAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVA 
     100       110       120       130       140       150          
 
           70        80                              
AAD-12 HSPAEWDDMMKVIVGN                              
                                                     
gi|622 ILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
     160       170       180       190       200     
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.5  bits: 17.7 E():   97 
Smith-Waterman score: 43; 22.2% identity (51.9% similar) in 54 aa overlap (7-60:118-171) 
 
                                       10        20        30       
AAD-12                         TLDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     .:...:.  .    .  .:....  . . : 
gi|249 YETYKFIPSLEASRSKQAYGATVARAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTA 
        90       100       110       120       130       140        
 
         40        50        60        70        80 
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
          ::    ::.  :: :   . :                     
gi|249 AAAGAATAAGGAATVAASRPTSAGGYKV                 
       150       160       170                      
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:33 2011 done: Fri Jan 21 00:02:33 2011 
 Total Scan time:  0.060 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
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 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 27  - 106 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     4     2:* 
  32    18     8:=*=== 
  34    21    22:=====* 
  36    41    44:==========* 
  38    75    73:==================* 
  40    91   102:=======================  * 
  42   114   125:=============================  * 
  44   200   138:==================================*=============== 
  46   133   140:==================================* 
  48   129   134:=================================* 
  50   116   122:============================= * 
  52    78   108:====================      * 
  54    74    92:===================   * 
  56    60    77:===============    * 
  58    66    63:===============*= 
  60    51    51:============* 
  62    36    41:========= * 
  64    58    33:========*====== 
  66    20    26:===== * 
  68    14    20:====* 
  70    26    16:===*=== 
  72    16    12:==*= 
  74    11    10:==* 
  76    19     8:=*=== 
  78     5     6:=* 
  80     1     5:=* 
  82     4     3:* 
  84     4     3:* 
  86     0     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     2     1:*         :*= 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.89490.00334; mu= 7.2190 0.172 
 mean_var=40.111810.391, 0's: 2 Z-trim: 2  B-trim: 11 in 1/43 
 Lambda= 0.202506 
 Kolmogorov-Smirnov  statistic: 0.0340 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   60 22.6     1.8 
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gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   56 21.5       4 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   60 22.6       4 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   61 22.9     6.8 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   57 21.8     8.9 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   60 22.7     9.7 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   52 20.3      11 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   52 20.3      11 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   52 20.3      11 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   52 20.3      11 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   58 22.1      13 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   50 19.7      14 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   45 18.2      15 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   54 20.9      20 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   56 21.5      21 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   49 19.4      21 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   56 21.5      21 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   53 20.6      23 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   54 20.9      25 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   53 20.6      28 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   53 20.6      28 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   53 20.6      28 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   53 20.6      28 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   53 20.6      28 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   53 20.6      28 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   53 20.6      28 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   53 20.6      28 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   53 20.6      28 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 20.0      28 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   51 20.0      29 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 19.7      30 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   52 20.3      30 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 19.1      30 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 20.0      30 
gi|59895728|gb|AAX11261.1| pectin methylesterase a ( 339)   52 20.3      31 
gi|59895730|gb|AAX11262.1| pectin methylesterase a ( 339)   52 20.3      31 
gi|225810597|gb|ACO34813.1| Sal k 1 pollen allerge ( 339)   52 20.3      31 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   54 20.9      31 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   47 18.8      33 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   48 19.1      33 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   53 20.6      34 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   54 20.9      34 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   49 19.4      35 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   52 20.3      36 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 19.7      37 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 19.7      37 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   49 19.4      37 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   49 19.4      37 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   52 20.3      42 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 19.4      44 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   53 20.6      45 
gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full= (  85)   43 17.7      48 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   46 18.5      49 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 18.5      49 
gi|51242679|gb|AAT99258.1| pectin-methyltransferas ( 362)   50 19.7      49 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   46 18.5      49 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   46 18.5      49 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   46 18.5      49 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 18.5      49 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   46 18.5      49 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   46 18.5      49 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   46 18.5      49 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   46 18.5      49 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   49 19.4      50 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   50 19.7      51 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   50 19.7      51 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   50 19.7      51 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   44 18.0      51 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   44 18.0      51 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   50 19.7      52 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   49 19.4      53 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   48 19.1      55 
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gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   48 19.1      55 
gi|62240392|gb|AAX77384.1| 11S globulin precursor  ( 523)   51 20.0      57 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   48 19.1      58 
gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Ente ( 233)   47 18.8      58 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   45 18.3      59 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   45 18.3      60 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   45 18.3      60 
gi|15809696|gb|AAL07320.1| profilin [Litchi chinen ( 131)   44 18.0      60 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   44 18.0      60 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   44 18.0      60 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   44 18.0      60 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   44 18.0      60 
gi|11762104|gb|AAG40330.1|AF323974_1 major allerge ( 161)   45 18.3      60 
gi|11762102|gb|AAG40329.1|AF323973_1 major allerge ( 161)   45 18.3      60 
gi|5726304|gb|AAD48405.1|AF136945_1 major allergen ( 161)   45 18.3      60 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   48 19.1      62 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   51 20.0      64 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   44 18.0      64 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   51 20.0      66 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   42 17.4      69 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   48 19.1      70 
gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full= ( 131)   43 17.7      73 
gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 ( 131)   43 17.7      73 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   49 19.4      74 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   48 19.1      75 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   48 19.1      75 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   48 19.1      75 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   44 18.0      76 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   44 18.0      76 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   48 19.1      77 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   49 19.4      83 
gi|886967|emb|CAA59340.1| low molecular weight glu ( 276)   46 18.6      83 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   46 18.6      86 
gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triti ( 439)   48 19.1      88 
gi|34851176|gb|AAP15200.1| profilin-like protein [ ( 131)   42 17.4      89 
gi|46410859|gb|AAR98518.1| major latex allergen He ( 366)   47 18.9      90 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   43 17.7      90 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   44 18.0      90 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   44 18.0      92 
gi|67975085|gb|AAY84563.1| group 18 allergen prote ( 462)   48 19.1      92 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   43 17.7      97 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  60  Z-score: 98.0  bits: 22.6 E():  1.8 
Smith-Waterman score: 60; 41.7% identity (62.5% similar) in 24 aa overlap (57-80:30-51) 
 
         30        40        50        60        70        80       
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM       
                                     :.  .:::.  ::. : :   ::.       
gi|126  TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTKK--GNLWEVKSA 
                10        20        30        40          50        
 
gi|126 KPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
        60        70        80        90        
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 91.7  bits: 21.5 E():    4 
Smith-Waterman score: 56; 37.5% identity (62.5% similar) in 24 aa overlap (57-80:30-51) 
 
         30        40        50        60        70        80       
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM       
                                     :.  .:::.  ::. . :   ::.       
gi|144  VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNLWEVKSS 
                10        20        30        40          50        
 
gi|144 KPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
        60        70        80        90       
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 91.7  bits: 22.6 E():    4 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (21-52:133-160) 
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                         10        20        30        40        50 
AAD-12           LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|221 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
            110       120       130       140           150         
 
               60        70        80                               
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNM                               
       :.                                                           
gi|221 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
      160       170       180       190       200       210         
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 87.6  bits: 22.9 E():  6.8 
Smith-Waterman score: 61; 38.7% identity (58.1% similar) in 31 aa overlap (22-52:108-138) 
 
                        10        20        30        40        50  
AAD-12          LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA 
                                     : :  .. :.  :  :   :.:.  :::.: 
gi|259 YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIA 
        80        90       100       110       120       130        
 
              60        70        80                                
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNM                                
       :                                                            
gi|259 IPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGR 
       140       150       160       170       180       190        
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  57  Z-score: 85.4  bits: 21.8 E():  8.9 
Smith-Waterman score: 57; 25.7% identity (50.0% similar) in 70 aa overlap (12-76:33-102) 
 
                                  10        20         30        40 
AAD-12                    LDDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFGA 
                                     : .:: .. .  : :  . :: :   . :  
gi|273 MEHYLKTYLSWLTEEQKEKLKEMKEAGQTKAEIQHEVMHYYDQLHGEEKQQATEKLKVGC 
             10        20        30        40        50        60   
 
                   50        60        70        80                 
AAD-12 IERIGG--GD--IVAISNVKADGTVRQHSPAEWDDMMKVIVGNM                 
          . :  :.  .: . :::  :.  :.   . . :.. .                     
gi|273 KMLLKGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIF 
             70        80        90       100       110       120   
 
gi|273 GATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKELEAKILHYYDEL 
            130       140       150       160       170       180   
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 84.7  bits: 22.7 E():  9.7 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (21-52:131-158) 
 
                         10        20        30        40        50 
AAD-12           LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|213 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
              110       120       130       140           150       
 
               60        70        80                               
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNM                               
       :.                                                           
gi|213 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
        160       170       180       190       200       210       
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.6  bits: 20.3 E():   11 
Smith-Waterman score: 52; 25.0% identity (59.1% similar) in 44 aa overlap (31-74:29-72) 
 
               10        20        30        40        50        60 
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ..::. . :. :.  .  .   ... :.   
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gi|400   MSMASSSSSGLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVE 
                 10        20        30        40        50         
 
               70        80                                         
AAD-12 VRQHSPAEWDDMMKVIVGNM                                         
       .:.:.  ::  : :                                               
gi|400 LREHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
       60        70        80        90       100       110         
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.6  bits: 20.3 E():   11 
Smith-Waterman score: 52; 25.0% identity (59.1% similar) in 44 aa overlap (31-74:29-72) 
 
               10        20        30        40        50        60 
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ..::. . :. :.  .  .   ... :.   
gi|400   MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVE 
                 10        20        30        40        50         
 
               70        80                                         
AAD-12 VRQHSPAEWDDMMKVIVGNM                                         
       .:.:.  ::  : :                                               
gi|400 LREHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
       60        70        80        90       100       110         
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.6  bits: 20.3 E():   11 
Smith-Waterman score: 52; 25.0% identity (59.1% similar) in 44 aa overlap (31-74:29-72) 
 
               10        20        30        40        50        60 
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ..::. . :. :.  .  .   ... :.   
gi|117   MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVE 
                 10        20        30        40        50         
 
               70        80                                         
AAD-12 VRQHSPAEWDDMMKVIVGNM                                         
       .:.:.  ::  : :                                               
gi|117 LREHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
       60        70        80        90       100       110         
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.6  bits: 20.3 E():   11 
Smith-Waterman score: 52; 25.0% identity (59.1% similar) in 44 aa overlap (31-74:29-72) 
 
               10        20        30        40        50        60 
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ..::. . :. :.  .  .   ... :.   
gi|400   MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVE 
                 10        20        30        40        50         
 
               70        80                                         
AAD-12 VRQHSPAEWDDMMKVIVGNM                                         
       .:.:.  ::  : :                                               
gi|400 LREHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
       60        70        80        90       100       110         
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  57 init1:  57 opt:  58  Z-score: 82.5  bits: 22.1 E():   13 
Smith-Waterman score: 58; 32.7% identity (59.2% similar) in 49 aa overlap (2-46:86-134) 
 
                                            10        20            
AAD-12                              LDDAGFAALHAAWLQHALLIFPGQH--LSND 
                                     :.:: ::.... :.  :  .: ::  . .  
gi|215 GGHSKMESKPILNGHGYCHIHFWIGSESTKDEAGVAAIKSVELDDFLGGYPVQHREIEEF 
          60        70        80        90       100       110      
 
      30          40        50        60        70        80        
AAD-12 QQITFAKRF--GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM        
       ..  :.. :  : :   ::                                          
gi|215 ESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVMNNG 
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         120       130       140       150       160       170      
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.0  bits: 19.7 E():   14 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (45-60:29-43) 
 
           20        30        40        50        60        70     
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105   CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
                 10        20        30         40        50        
 
           80                                     
AAD-12 VIVGNM                                     
                                                  
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
        60        70        80        90          
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 81.3  bits: 18.2 E():   15 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (30-53:17-38) 
 
               10        20        30        40        50        60 
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                    ::.  : .. :. :. ::: .. :        
gi|217              LVSVEHQAARLKVAKAQQL--AAQLPAMCRLEGGDALSASQ       
                            10          20        30                
 
               70        80 
AAD-12 VRQHSPAEWDDMMKVIVGNM 
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 79.1  bits: 20.9 E():   20 
Smith-Waterman score: 54; 25.6% identity (48.7% similar) in 39 aa overlap (31-69:191-229) 
 
               10        20        30        40        50        60 
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ::..   .:   :  : :..   .. :    
gi|320 KEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDP 
              170       180       190       200       210       220 
 
               70        80                                         
AAD-12 VRQHSPAEWDDMMKVIVGNM                                         
       : . . : :                                                    
gi|320 VISFKTALWFWMTPQSPKPSCHNVITGRWTPSAADRAAGRLPGYGVITNIINGGIECGKG 
              230       240       250       260       270       280 
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 78.8  bits: 21.5 E():   21 
Smith-Waterman score: 56; 30.3% identity (50.0% similar) in 66 aa overlap (6-71:241-292) 
 
                                        10        20        30      
AAD-12                          LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     :...   .::::. .        :.: .   
gi|112 YQQQQGSRPHYRQISPRVRGDEQENEGSNIFSGFAQEFLQHAFQV--------DRQTVEN 
              220       230       240       250               260   
 
          40        50        60        70        80                
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM                
        : :  ::   : ::...     : .:  :: : :.                         
gi|112 LR-GENEREEQGAIVTVK-----GGLRILSPDEEDESSRSPPSRREEFDEDRSRPQQRGK 
             270            280       290       300       310       
 
gi|112 YDENRRGYKNGIEETICSASVKKNLGRSSNPDIYNPQAGSLRSVNELDLPILGWLGLSAQ 
        320       330       340       350       360       370       
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.7  bits: 19.4 E():   21 
Smith-Waterman score: 49; 36.4% identity (72.7% similar) in 22 aa overlap (3-24:20-41) 
 
                                10        20        30        40    
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AAD-12                  LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                          :.. :.: : . .:..: : .:                    
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQE 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM                        
                                                                    
gi|217 IQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLV 
               70        80        90       100       110       120 
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 78.5  bits: 21.5 E():   21 
Smith-Waterman score: 56; 40.6% identity (56.2% similar) in 32 aa overlap (23-52:153-184) 
 
                       10        20        30          40        50 
AAD-12         LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK--RFGAIERIGGGDIV 
                                     ::.   .::  : .  :    .::  ::.: 
gi|258 QGQQEQQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVV 
            130       140       150       160       170       180   
 
               60        70        80                               
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNM                               
       ::                                                           
gi|258 AIPAGVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQ 
            190       200       210       220       230       240   
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 77.8  bits: 20.6 E():   23 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (10-53:194-239) 
 
                                    10        20         30         
AAD-12                      LDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|261 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
           170       180       190       200       210       220    
 
       40         50        60        70        80                  
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIVGNM                  
       .:.:: .::.. :..:                                             
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 77.2  bits: 20.9 E():   25 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (56-71:89-105) 
 
          30        40        50        60         70        80     
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNM     
                                     :.::: : : .::.: .              
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       60        70        80        90       100       110         
 
gi|114 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      120       130       140       150       160       170         
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.5  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (10-53:230-275) 
 
                                    10        20         30         
AAD-12                      LDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|268 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
       40         50        60        70        80                  
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIVGNM                  
       .:.:: .::.. :..:                                             
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
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>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.5  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (10-53:230-275) 
 
                                    10        20         30         
AAD-12                      LDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLANIYPYFTYADNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
       40         50        60        70        80                  
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIVGNM                  
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.5  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (10-53:230-275) 
 
                                    10        20         30         
AAD-12                      LDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|270 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
       40         50        60        70        80                  
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIVGNM                  
       .:.:: .::.. :..:                                             
gi|270 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPDRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.5  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (10-53:230-275) 
 
                                    10        20         30         
AAD-12                      LDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
       40         50        60        70        80                  
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIVGNM                  
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.5  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (10-53:230-275) 
 
                                    10        20         30         
AAD-12                      LDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLTNIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
       40         50        60        70        80                  
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIVGNM                  
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.5  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (10-53:230-275) 
 
                                    10        20         30         
AAD-12                      LDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
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                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSSXSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
       40         50        60        70        80                  
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIVGNM                  
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.5  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (10-53:230-275) 
 
                                    10        20         30         
AAD-12                      LDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|118 GFLSSIRSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
       40         50        60        70        80                  
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIVGNM                  
       .:.:: .::.. :..:                                             
gi|118 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.5  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (10-53:230-275) 
 
                                    10        20         30         
AAD-12                      LDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|327 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
       40         50        60        70        80                  
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIVGNM                  
       .:.:: .::.. :..:                                             
gi|327 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.5  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (10-53:230-275) 
 
                                    10        20         30         
AAD-12                      LDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
       40         50        60        70        80                  
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIVGNM                  
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 76.4  bits: 20.0 E():   28 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (45-60:181-195) 
 
           20        30        40        50        60        70     
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
           80                                      
AAD-12 VIVGNM                                      
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gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 76.1  bits: 20.0 E():   29 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (45-75:192-222) 
 
           20        30        40        50        60         70    
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : : ..  
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
            80                                     
AAD-12 KVIVGNM                                     
       .:                                          
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 76.0  bits: 19.7 E():   30 
Smith-Waterman score: 50; 40.0% identity (72.0% similar) in 25 aa overlap (49-73:9-29) 
 
       20        30        40        50        60        70         
AAD-12 LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG 
                                     :::.....: .    :.:: .:: :      
gi|144                       MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMV 
                                     10            20        30     
 
       80                                                           
AAD-12 NM                                                           
                                                                    
gi|144 DQIVKSLTTKKELDPFKIEQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKID 
           40        50        60        70        80        90     
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 76.0  bits: 20.3 E():   30 
Smith-Waterman score: 67; 18.9% identity (64.9% similar) in 74 aa overlap (7-80:232-298) 
 
                                       10        20        30       
AAD-12                         LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 
                                     ::.:.  . :....   :. ...: : .   
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIHS--VVHSIIMQQQQQQQQQQGIDIFL 
             210       220       230         240       250          
 
         40        50        60        70        80                 
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM                 
        ..  :..: :..:     ...: .. ..::. . . .... ..                 
gi|170 PLSQHEQVGQGSLV-----QGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSIMR 
     260       270            280       290       300       310     
 
gi|170 APFASIVAGIGGQ 
          320        
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 75.9  bits: 19.1 E():   30 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (53-69:2-19) 
 
             30        40        50         60        70        80  
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD-GTVRQHSPAEWDDMMKVIVGNM  
                                     ..: .: :.. ..::.::             
gi|250                              PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPF 
                                            10        20        30  
 
gi|250 PRCRALVKSQCAGGQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDK 
              40        50        60        70        80        90  
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 75.9  bits: 20.0 E():   30 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (45-60:199-213) 
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           20        30        40        50        60        70     
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
           80                                      
AAD-12 VIVGNM                                      
                                                   
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|59895728|gb|AAX11261.1| pectin methylesterase aller  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.7  bits: 20.3 E():   31 
Smith-Waterman score: 52; 37.5% identity (62.5% similar) in 24 aa overlap (5-28:247-270) 
 
                                         10        20        30     
AAD-12                           LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 
                                     : : :  ::.. : ..:   .::.       
gi|598 PMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCNLSDAVKPEG 
        220       230       240       250       260       270       
 
           40        50        60        70        80               
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM               
                                                                    
gi|598 WSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYIEAAKWLPPP 
        280       290       300       310       320       330       
 
>>gi|59895730|gb|AAX11262.1| pectin methylesterase aller  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.7  bits: 20.3 E():   31 
Smith-Waterman score: 52; 37.5% identity (62.5% similar) in 24 aa overlap (5-28:247-270) 
 
                                         10        20        30     
AAD-12                           LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 
                                     : : :  ::.. : ..:   .::.       
gi|598 PMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCNLSDAVKPEG 
        220       230       240       250       260       270       
 
           40        50        60        70        80               
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM               
                                                                    
gi|598 WSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYIEAAKWLLPP 
        280       290       300       310       320       330       
 
>>gi|225810597|gb|ACO34813.1| Sal k 1 pollen allergen [S  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.7  bits: 20.3 E():   31 
Smith-Waterman score: 52; 37.5% identity (62.5% similar) in 24 aa overlap (5-28:247-270) 
 
                                         10        20        30     
AAD-12                           LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 
                                     : : :  ::.. : ..:   .::.       
gi|225 PMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCNLSDAVKPEG 
        220       230       240       250       260       270       
 
           40        50        60        70        80               
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM               
                                                                    
gi|225 WSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYIEAAKWLPPP 
        280       290       300       310       320       330       
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 75.6  bits: 20.9 E():   31 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (56-71:119-135) 
 
          30        40        50        60         70        80     
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNM     
                                     :.::: : : .::.: .              
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       90       100       110       120       130       140         
 
gi|476 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
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      150       160       170       180       190       200         
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 75.2  bits: 18.8 E():   33 
Smith-Waterman score: 47; 28.6% identity (68.6% similar) in 35 aa overlap (31-64:93-127) 
 
               10        20        30         40        50          
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA-KRFGAIERIGGGDIVAISNVKADG 
                                     :  :. :.   :....: :.:. ..: .   
gi|121 FKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVT 
             70        80        90       100       110       120   
 
      60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNM 
       .::..                 
gi|121 SVRSYKRI              
            130              
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 75.2  bits: 19.1 E():   33 
Smith-Waterman score: 48; 25.6% identity (62.8% similar) in 43 aa overlap (12-54:78-119) 
 
                                  10        20        30        40  
AAD-12                    LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ....  .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
              50        60        70        80                
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM                
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 75.0  bits: 20.6 E():   34 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (28-48:330-350) 
 
                  10        20        30        40        50        
AAD-12    LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|149 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
        60        70        80                                      
AAD-12 DGTVRQHSPAEWDDMMKVIVGNM                                      
                                                                    
gi|149 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 75.0  bits: 20.9 E():   34 
Smith-Waterman score: 54; 25.4% identity (56.7% similar) in 67 aa overlap (2-68:332-392) 
 
                                            10        20        30  
AAD-12                              LDDAGFAALHAAWLQHALLIFPGQHLSNDQQ 
                                     : :   :   .. ....:.:   : :..:: 
gi|572 ASLEGLSPHVPLYKVMEGNEPCFFTTFFSWDPAKAIAHGNSFQKKVMLLFGVGHASENQQ 
             310       320       330       340       350       360  
 
              40        50        60        70        80            
AAD-12 ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM            
            ::.. .. ::.   : . .  ...  . :::.                        
gi|572 -----RFNGTNQ-GGATQRASALAALNSAFSSSSPAKSSSAPRSAGKSPGSQRAAAIAAL 
                   370       380       390       400       410      
 
gi|572 SSALSAEKKQPPEGGSPLRLSRTSSVDAIAPGNEVSTAEIEDSKEVPERKEIETVEPAET 
         420       430       440       450       460       470      
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 74.6  bits: 19.4 E():   35 
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Smith-Waterman score: 49; 29.3% identity (51.7% similar) in 58 aa overlap (14-71:63-116) 
 
                                10        20        30        40    
AAD-12                  LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|833 HHQTYVNGLNAALEAQKKAAEANDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
             40        50        60        70           80          
 
            50        60        70        80                        
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM                        
        ::: :     .::    :  :  .. :                                 
gi|833 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
       90       100       110       120       130       140         
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.5  bits: 20.3 E():   36 
Smith-Waterman score: 52; 26.1% identity (60.9% similar) in 46 aa overlap (13-56:117-160) 
 
                                 10          20        30        40 
AAD-12                   LDDAGFAALHAAWL--QHALLIFPGQHLSNDQQITFAKRFGA 
                                     :.  :. ..:.  :..   .. :.  : .  
gi|113 IYMVTSDQDDDVVNPKEGTLRFGATQDRPLWIIFQRDMIIYLQQEMVVTSDKTIDGRGAK 
         90       100       110       120       130       140       
 
               50        60        70        80                     
AAD-12 IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM                     
       .: . ::  ... :::                                             
gi|113 VELVYGG--ITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGDAIHVTGSS 
        150         160       170       180       190       200     
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 74.3  bits: 19.7 E():   37 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (45-60:198-212) 
 
           20        30        40        50        60        70     
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
           80                                      
AAD-12 VIVGNM                                      
                                                   
gi|115 RKDSDKPIKGPITVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
        230       240       250       260          
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 74.3  bits: 19.7 E():   37 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (45-60:198-212) 
 
           20        30        40        50        60        70     
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
           80                                      
AAD-12 VIVGNM                                      
                                                   
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
        230       240       250       260          
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 74.2  bits: 19.4 E():   37 
Smith-Waterman score: 49; 29.3% identity (51.7% similar) in 58 aa overlap (14-71:74-127) 
 
                                10        20        30        40    
AAD-12                  LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|164 HHQTYVNGLNAALEAQKKAAEATDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
            50        60        70        80           90           
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            50        60        70        80                        
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM                        
        ::: :     .::    :  :  .. :                                 
gi|164 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
     100       110       120       130       140       150          
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.2  bits: 19.4 E():   37 
Smith-Waterman score: 49; 33.3% identity (57.1% similar) in 21 aa overlap (11-31:10-30) 
 
               10        20        30        40        50        60 
AAD-12 LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                 :::.      ::: :  ....                              
gi|944  MKTLGVLFIAAWFIACTHSFPGAHDEDSKEERKNVDTVLVLPSIERDQMMAATFDFPSL 
                10        20        30        40        50          
 
               70        80                                         
AAD-12 VRQHSPAEWDDMMKVIVGNM                                         
                                                                    
gi|944 SFEDSDEGSNWNWNTLLRPNFLDGWYQTLQSAISAHMKKVREQMAGILSRIPEQGVVNWN 
      60        70        80        90       100       110          
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 73.2  bits: 20.3 E():   42 
Smith-Waterman score: 52; 25.0% identity (65.6% similar) in 32 aa overlap (21-52:117-148) 
 
                         10        20        30        40        50 
AAD-12           LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : :.. .....  :  .   ....  :::. 
gi|303 APKLYYVTQGRGILGVLMPGCPETFQSMSQFQGSREQEEERGRFQDQHQKVHHLKKGDII 
         90       100       110       120       130       140       
 
               60        70        80                               
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNM                               
       ::                                                           
gi|303 AIPAGVALWCYNDGDEDLVTVLVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLR 
        150       160       170       180       190       200       
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 72.9  bits: 19.4 E():   44 
Smith-Waterman score: 49; 28.1% identity (53.1% similar) in 32 aa overlap (45-75:192-222) 
 
           20        30        40        50        60         70    
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|168 CKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGDVVAV-DIKEKGKDKWTELKESWGAVW 
             170       180       190        200       210       220 
 
            80                                     
AAD-12 KVIVGNM                                     
       ..                                          
gi|168 RIDTPDKLTGPFTVRYTTEGGTKSEFEDVIPEGWKADTSYSAK 
              230       240       250       260    
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 72.7  bits: 20.6 E():   45 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (28-48:330-350) 
 
                  10        20        30        40        50        
AAD-12    LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|169 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
        60        70        80                                      
AAD-12 DGTVRQHSPAEWDDMMKVIVGNM                                      
                                                                    
gi|169 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
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>>gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full=Polc  (85 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 72.2  bits: 17.7 E():   48 
Smith-Waterman score: 43; 36.6% identity (46.3% similar) in 41 aa overlap (36-76:17-54) 
 
          10        20        30        40        50        60      
AAD-12 FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS 
                                     ::: :    : : : :    .:  :. . . 
gi|144               MADDHPQDKAERERIFKRFDAN---GDGKISAAELGEALKTLGSIT 
                             10        20           30        40    
 
          70        80                            
AAD-12 PAEWDDMMKVIVGNM                            
       : :   ::  :                                
gi|144 PDEVKHMMAEIDTDGDGFISFQEFTDFGRANRGLLKDVAKIF 
            50        60        70        80      
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.1  bits: 18.5 E():   49 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (12-54:77-118) 
 
                                  10        20        30        40  
AAD-12                    LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|402 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
         50        60        70        80        90        100      
 
              50        60        70        80                
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM                
          :::.:: ::.                                          
gi|402 AAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
         110       120       130       140       150          
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.1  bits: 18.5 E():   49 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (45-54:109-118) 
 
           20        30        40        50        60        70     
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
           80                
AAD-12 VIVGNM                
                             
gi|534 KAEALFRAVESYLLAHSDAYN 
      140       150          
 
>>gi|51242679|gb|AAT99258.1| pectin-methyltransferase pr  (362 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 72.0  bits: 19.7 E():   49 
Smith-Waterman score: 50; 37.5% identity (62.5% similar) in 24 aa overlap (5-28:270-293) 
 
                                         10        20        30     
AAD-12                           LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 
                                     : : :  ::.. : ..:   .::.       
gi|512 PMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFDAARVVFSYCNLSDAAKPEG 
     240       250       260       270       280       290          
 
           40        50        60        70        80               
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM               
                                                                    
gi|512 WSDNNKPEAQKTILFGEYKNTGPGAAPDKRAPYTKQLTEADAKTFTSLEYIEAAKWLLPP 
     300       310       320       330       340       350          
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 46; 23.3% identity (62.8% similar) in 43 aa overlap (12-54:78-119) 
 
                                  10        20        30        40  
AAD-12                    LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :... .   ....  . 
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gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLE-KVSHELKIV 
        50        60        70        80        90        100       
 
              50        60        70        80                
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM                
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (12-54:78-119) 
 
                                  10        20        30        40  
AAD-12                    LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
              50        60        70        80                
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM                
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (12-54:78-119) 
 
                                  10        20        30        40  
AAD-12                    LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
              50        60        70        80                
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM                
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (45-54:110-119) 
 
           20        30        40        50        60        70     
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
           80                
AAD-12 VIVGNM                
                             
gi|534 KAEALFRAVESYLLAHSDAYN 
     140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (12-54:78-119) 
 
                                  10        20        30        40  
AAD-12                    LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|730 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
              50        60        70        80                
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM                
          :::.:: ::.                                          
gi|730 AAPGGGSIVKISSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
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        110       120       130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (12-54:78-119) 
 
                                  10        20        30        40  
AAD-12                    LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
              50        60        70        80                
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM                
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (12-54:78-119) 
 
                                  10        20        30        40  
AAD-12                    LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
              50        60        70        80                
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM                
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (12-54:78-119) 
 
                                  10        20        30        40  
AAD-12                    LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
              50        60        70        80                
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM                
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.8  bits: 19.4 E():   50 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (13-44:157-188) 
 
                                 10        20        30        40   
AAD-12                   LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
        130       140       150       160       170       180       
 
             50        60        70        80                       
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM                       
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
        190       200       210       220       230       240       
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 71.7  bits: 19.7 E():   51 
Smith-Waterman score: 50; 24.4% identity (55.6% similar) in 45 aa overlap (34-77:103-147) 
 
            10        20        30         40        50        60   
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AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|129 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
             70        80                                           
AAD-12 QHSPAEWDDMMKVIVGNM                                           
       .: :: ::   : ..                                              
gi|129 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 71.7  bits: 19.7 E():   51 
Smith-Waterman score: 50; 24.4% identity (55.6% similar) in 45 aa overlap (34-77:103-147) 
 
            10        20        30         40        50        60   
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|119 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
             70        80                                           
AAD-12 QHSPAEWDDMMKVIVGNM                                           
       .: :: ::   : ..                                              
gi|119 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 71.7  bits: 19.7 E():   51 
Smith-Waterman score: 50; 24.4% identity (55.6% similar) in 45 aa overlap (34-77:103-147) 
 
            10        20        30         40        50        60   
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|309 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
             70        80                                           
AAD-12 QHSPAEWDDMMKVIVGNM                                           
       .: :: ::   : ..                                              
gi|309 DHPPASWDWRKKGVITQVKYQGGCGSGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.6  bits: 18.0 E():   51 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (30-48:35-53) 
 
                10        20        30        40        50          
AAD-12  LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
      60        70        80                            
AAD-12 TVRQHSPAEWDDMMKVIVGNM                            
                                                        
gi|191 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.6  bits: 18.0 E():   51 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (30-48:35-53) 
 
                10        20        30        40        50          
AAD-12  LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
      60        70        80                            
AAD-12 TVRQHSPAEWDDMMKVIVGNM                            
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gi|730 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 71.5  bits: 19.7 E():   52 
Smith-Waterman score: 50; 26.8% identity (51.2% similar) in 41 aa overlap (17-53:190-230) 
 
                             10        20            30        40   
AAD-12               LDDAGFAALHAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::  .  :    ::.  
gi|215 NKPVIFTKSNLAKSPELDAKMYDICYSTAAAPIYFPPHHFVTHTSNGARYEFNLVDGAVA 
     160       170       180       190       200       210          
 
             50        60        70        80                       
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM                       
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.3  bits: 19.4 E():   53 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (13-44:176-207) 
 
                                 10        20        30        40   
AAD-12                   LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
         150       160       170       180       190       200      
 
             50        60        70        80                       
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM                       
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
         210       220       230       240       250       260      
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 71.2  bits: 19.1 E():   55 
Smith-Waterman score: 48; 28.1% identity (53.1% similar) in 32 aa overlap (45-75:198-228) 
 
           20        30        40        50        60         70    
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|249 CKYPDGTKPTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIELKESWGAIW 
       170       180       190       200        210       220       
 
            80                                     
AAD-12 KVIVGNM                                     
       ..                                          
gi|249 RIDTPDKLTGPFTVRYTTEGGTKAEFEDVIPEGWKADTHDASK 
        230       240       250       260          
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.1  bits: 19.1 E():   55 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (21-31:90-100) 
 
                         10        20        30        40        50 
AAD-12           LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
               60        70        80                               
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNM                               
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|62240392|gb|AAX77384.1| 11S globulin precursor [Sin  (523 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 70.7  bits: 20.0 E():   57 
Smith-Waterman score: 51; 30.0% identity (63.3% similar) in 30 aa overlap (23-51:173-202) 
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                       10        20        30         40        50  
AAD-12         LDDAGFAALHAAWLQHALLIFPGQHLSNDQ-QITFAKRFGAIERIGGGDIVA 
                                     ::. ...: :  :   .  .:..  ::..: 
gi|622 QQGQQGQQGQQQGQQGQQGQQGQQGQQGQQGQQGQQQQGQQGFRDMYQKVEHVRHGDVIA 
            150       160       170       180       190       200   
 
              60        70        80                                
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNM                                
                                                                    
gi|622 NTPGSAHWIYNTGDKPLVIISLLDIANYQNQLDRNPRVFRLAGNNPQGGFGGPQQQQPQQ 
            210       220       230       240       250       260   
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 48; 23.2% identity (51.8% similar) in 56 aa overlap (13-68:150-202) 
 
                                 10        20        30        40   
AAD-12                   LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. .::   .:. ::. 
gi|219 VLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSCHVMQQQCCQQLSQIPEQSRYDAIR 
     120       130       140       150       160       170          
 
             50        60        70        80                       
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM                       
        :       : . . .:  .:..: .                                   
gi|219 AI---TYSIILQEQQQGQSQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQ 
     180          190       200       210       220       230       
 
>>gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Enteroto  (233 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 70.7  bits: 18.8 E():   58 
Smith-Waterman score: 47; 23.3% identity (51.2% similar) in 43 aa overlap (10-49:44-85) 
 
                                    10        20           30       
AAD-12                      LDDAGFAALHAAWLQHALLI---FPGQHLSNDQQITFAK 
                                     :  .:::..:.   :  .   ::  . : . 
gi|163 KKSELQGTALGNLKQIYYYNEKAKTENKESHDQFLQHTILFKGFFTDHSWYNDLLVDFDS 
            20        30        40        50        60        70    
 
         40        50        60        70        80                 
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM                 
       .   ...  :  .                                                
gi|163 K-DIVDKYKGKKVDLYGAYYGYQCAGGTPNKTACMYGGVTLHDNNRLTEEKKVPINLWLD 
             80        90       100       110       120       130   
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 45; 33.3% identity (57.8% similar) in 45 aa overlap (39-76:52-96) 
 
       10        20        30        40        50          60       
AAD-12 LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK--ADGT-----V 
                                     :.:..:. :.  . : ::   ::.     : 
gi|602 AFVLDADNLIPKIAPQAVKSTEILEGDGGVGTIKKINFGEGSTYSYVKHKIDGVDKDNFV 
              30        40        50        60        70        80  
 
              70        80                                          
AAD-12 RQHSPAEWDDMMKVIVGNM                                          
        :.:  : : . ..:                                              
gi|602 YQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISHYHTKGDVEIKEEHVKAGKEKAS 
              90       100       110       120       130       140  
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 45; 24.4% identity (61.0% similar) in 41 aa overlap (14-54:80-119) 
 
                                10        20        30        40    
AAD-12                  LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :. :.    ....  .   
gi|730 GPGTIKKITFSEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLG-DKLEKVSHELKIVAA 
      50        60        70        80        90        100         
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            50        60        70        80                
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM                
        :::.:: ::.                                          
gi|730 PGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      110       120       130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 45; 23.3% identity (60.5% similar) in 43 aa overlap (12-54:78-119) 
 
                                  10        20        30        40  
AAD-12                    LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
              50        60        70        80                
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM                
          :::..: ::.                                          
gi|167 AAPGGGSVVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|15809696|gb|AAL07320.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 70.4  bits: 18.0 E():   60 
Smith-Waterman score: 44; 25.0% identity (58.9% similar) in 56 aa overlap (4-57:45-100) 
 
                                          10        20        30    
AAD-12                            LDDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 
                                     : .::.   . . . :   : ::.. . .. 
gi|158 TDGQHLTAAAIIGHDGSVWAQSANFPQFKPAEIAAIMKDFDEPGSLAPTGLHLGGTKYMV 
           20        30        40        50        60        70     
 
            40          50        60        70        80         
AAD-12 FAKRFGAIER--IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM         
       .  . ::. :   : : :.. ....:                                
gi|158 IQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL 
           80        90       100       110       120       130  
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.4  bits: 18.0 E():   60 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (44-65:15-36) 
 
            20        30        40        50        60        70    
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|604                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
            80                                                      
AAD-12 KVIVGNM                                                      
                                                                    
gi|604 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.4  bits: 18.0 E():   60 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (44-65:15-36) 
 
            20        30        40        50        60        70    
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|144                 MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
            80                                                      
AAD-12 KVIVGNM                                                      
                                                                    
gi|144 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
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 initn:  44 init1:  44 opt:  44  Z-score: 70.4  bits: 18.0 E():   60 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (44-65:15-36) 
 
            20        30        40        50        60        70    
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|288                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
            80                                                      
AAD-12 KVIVGNM                                                      
                                                                    
gi|288 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.4  bits: 18.0 E():   60 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (44-65:15-36) 
 
            20        30        40        50        60        70    
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|218                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
            80                                                      
AAD-12 KVIVGNM                                                      
                                                                    
gi|218 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|11762104|gb|AAG40330.1|AF323974_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (10-54:77-120) 
 
                                    10        20         30         
AAD-12                      LDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
       40        50        60        70        80                
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM                
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|11762102|gb|AAG40329.1|AF323973_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (10-54:77-120) 
 
                                    10        20         30         
AAD-12                      LDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
       40        50        60        70        80                
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM                
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|5726304|gb|AAD48405.1|AF136945_1 major allergen Cor  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (10-54:77-120) 
 
                                    10        20         30         
AAD-12                      LDDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|572 GNGGPGTIKKITFAEGNEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
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         50        60        70        80         90       100      
 
       40        50        60        70        80                
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM                
       .:  . :::.:. :..                                          
gi|572 AAAPH-GGGSILKITSKYHTKGNASINEEEIKAGKEKAAGLFKAVEAYLLAHPDAYC 
         110        120       130       140       150       160  
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 70.1  bits: 19.1 E():   62 
Smith-Waterman score: 48; 25.7% identity (60.0% similar) in 35 aa overlap (41-71:81-115) 
 
               20        30        40        50            60       
AAD-12 AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV----AISNVKADGTVRQHSP 
                                     :  .: :...     :. .:  :.:..  : 
gi|324 NFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFP 
               60        70        80        90       100       110 
 
         70        80                                               
AAD-12 AEWDDMMKVIVGNM                                               
       .:. .                                                        
gi|324 SEFGNDVDRSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASS 
              120       130       140       150       160       170 
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  49 init1:  49 opt:  51  Z-score: 69.9  bits: 20.0 E():   64 
Smith-Waterman score: 51; 29.4% identity (82.4% similar) in 17 aa overlap (63-79:535-551) 
 
             40        50        60        70        80             
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM             
                                     .:.:   :...:...:.              
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
gi|331 KEGCFSEEGPKLVAAAQAALV 
          570       580      
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.9  bits: 18.0 E():   64 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (44-66:15-37) 
 
            20        30        40        50        60        70    
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : : .... . .  ::.:  .::        
gi|100                 MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKP 
                               10        20        30        40     
 
            80                                                      
AAD-12 KVIVGNM                                                      
                                                                    
gi|100 EENAGIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILG 
           50        60        70        80        90       100     
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  49 init1:  49 opt:  51  Z-score: 69.6  bits: 20.0 E():   66 
Smith-Waterman score: 51; 29.4% identity (82.4% similar) in 17 aa overlap (63-79:558-574) 
 
             40        50        60        70        80             
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM             
                                     .:.:   :...:...:.              
gi|668 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
       530       540       550       560       570       580        
 
gi|668 KEGCFSEEGPKLVAAAQAALV 
       590       600         
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.2  bits: 17.4 E():   69 
Smith-Waterman score: 42; 37.5% identity (62.5% similar) in 24 aa overlap (30-53:79-100) 
 
                10        20        30        40        50          
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AAD-12  LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .  :       
gi|897 QQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQL--AAQLPAMCRLEGGDALLASQ      
       50        60        70        80          90       100       
 
      60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNM 
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.2  bits: 19.1 E():   70 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (21-31:90-100) 
 
                         10        20        30        40        50 
AAD-12           LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
               60        70        80                               
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNM                               
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 43; 24.5% identity (58.5% similar) in 53 aa overlap (7-57:48-100) 
 
                                       10        20        30       
AAD-12                         LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 
                                     ::.   . . . :   : ::.. . ...   
gi|144 HRLTAAAIIGHDGSVWAQSSSFPQFKSDEVAAIMKDFDEPGSLAPTGLHLGSTKYMVIQG 
        20        30        40        50        60        70        
 
         40          50        60        70        80         
AAD-12 RFGAIER--IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM         
       . ::. :   :.: :.. .. .:                                
gi|144 EPGAVIRGKKGSGGITVKKTSQALIIGIYDEPLTPGQCNMIVERLGDYLLEQGM 
        80        90       100       110       120       130  
 
>>gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 [Ch  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 43; 33.3% identity (62.5% similar) in 24 aa overlap (44-67:15-38) 
 
            20        30        40        50        60        70    
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :. . . . .  ::::  .::.       
gi|294                 MSWQTYVDDHLMCDIEGNHLSSAAILGHDGTVWAQSPSFPQLKP 
                               10        20        30        40     
 
            80                                                      
AAD-12 KVIVGNM                                                      
                                                                    
gi|294 EEVSAIMKDFNEPGSLAPTGLHLGGTKYMVIQGEPGDVIRGKKGPGGVTIKKTNQALIIG 
           50        60        70        80        90       100     
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 68.8  bits: 19.4 E():   74 
Smith-Waterman score: 49; 38.1% identity (66.7% similar) in 21 aa overlap (53-73:216-232) 
 
             30        40        50        60        70        80   
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM   
                                     :... :: :    :..::: .          
gi|253 GHPTHLEHSSTNPNSFHYEHNIVSPSSIHPSTAHFDGEV----PSQWDDSLGHGASTPKV 
         190       200       210       220           230       240  
 
gi|253 RTPSHHVSSNPWAEINEPTGGDNDNLAPVTRPRKPARARRQKKEPRKLSDASQGARSSST 
             250       260       270       280       290       300  
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 68.6  bits: 19.1 E():   75 
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Smith-Waterman score: 48; 33.3% identity (49.0% similar) in 51 aa overlap (38-80:49-97) 
 
        10        20        30        40         50              60 
AAD-12 ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|195 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
               70         80                                        
AAD-12 VRQHSPAEWDDMMKVIV-GNM                                        
       .:    :  :  . .:  :::                                        
gi|195 LRYG--ATRDRPLWIIFSGNMNIKLKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKRVSN 
       80          90       100       110       120       130       
 
>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 68.6  bits: 19.1 E():   75 
Smith-Waterman score: 48; 33.3% identity (49.0% similar) in 51 aa overlap (38-80:49-97) 
 
        10        20        30        40         50              60 
AAD-12 ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|493 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
               70         80                                        
AAD-12 VRQHSPAEWDDMMKVIV-GNM                                        
       .:    :  :  . .:  :::                                        
gi|493 LRYG--ATRDRPLWIIFSGNMNIKLKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKRVSN 
       80          90       100       110       120       130       
 
>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 68.6  bits: 19.1 E():   75 
Smith-Waterman score: 48; 33.3% identity (49.0% similar) in 51 aa overlap (38-80:49-97) 
 
        10        20        30        40         50              60 
AAD-12 ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|117 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
               70         80                                        
AAD-12 VRQHSPAEWDDMMKVIV-GNM                                        
       .:    :  :  . .:  :::                                        
gi|117 LRYG--ATRDRPLWIIFSGNMNIKLKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKRVSN 
       80          90       100       110       120       130       
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.5  bits: 18.0 E():   76 
Smith-Waterman score: 44; 27.3% identity (47.7% similar) in 44 aa overlap (28-71:90-127) 
 
                  10        20        30        40        50        
AAD-12    LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     ::  .  :  .:  ... : ::. .:     
gi|276 VCSARHVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSA--WGKANQVTGDDILFLS---- 
      60        70        80        90         100       110        
 
        60        70        80                                 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNM                                 
       :  .:  .   : :                                          
gi|276 DPDARFSKSIGWADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
           120       130       140       150       160         
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.5  bits: 18.0 E():   76 
Smith-Waterman score: 44; 27.3% identity (47.7% similar) in 44 aa overlap (28-71:90-127) 
 
                  10        20        30        40        50        
AAD-12    LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     ::  .  :  .:  ... : ::. .:     
gi|668 VCSARHVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSA--WGKANQVTGDDILFLS---- 
      60        70        80        90         100       110        
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        60        70        80                                 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNM                                 
       :  .:  .   : :                                          
gi|668 DPDARFSKSIGWADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
           120       130       140       150       160         
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 68.4  bits: 19.1 E():   77 
Smith-Waterman score: 48; 26.8% identity (48.8% similar) in 41 aa overlap (17-53:190-230) 
 
                             10        20            30        40   
AAD-12               LDDAGFAALHAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::     :    ::.  
gi|215 NKPVIFTKSNLAESPQLDAKMYDICYSTAAAPIYFPPHHFVTHTSNGATYEFNLVDGAVA 
     160       170       180       190       200       210          
 
             50        60        70        80                       
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM                       
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 67.8  bits: 19.4 E():   83 
Smith-Waterman score: 49; 22.7% identity (53.0% similar) in 66 aa overlap (6-71:240-301) 
 
                                        10        20        30      
AAD-12                          LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     :...   .:..:. .   : ..: .  : . 
gi|370 RQEEREFSPRGQHSRRERAGQEEENEGGNIFSGFTPEFLEQAFQVDDRQIVQNLRGETES 
     210       220       230       240       250       260          
 
          40        50        60        70        80                
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM                
       .. :::  . ::    .  .. :   :     :.:.                         
gi|370 EEEGAIVTVRGG----LRILSPDRKRRADEEEEYDEDEYEYDEEDRRRGRGSRGRGNGIE 
     270       280           290       300       310       320      
 
gi|370 ETICTASAKKNIGRNRSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAH 
         330       340       350       360       370       380      
 
>>gi|886967|emb|CAA59340.1| low molecular weight gluteni  (276 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 67.8  bits: 18.6 E():   83 
Smith-Waterman score: 46; 30.3% identity (63.6% similar) in 33 aa overlap (6-37:57-89) 
 
                                        10        20         30     
AAD-12                          LDDAGFAALHAAWLQHALLIFPGQH-LSNDQQITF 
                                     :.  .  . :. : :.: :  .:..::  : 
gi|886 PIQQQPQPFPQQPPCSQQQQPPLSQQQQPPFSQQQPPFSQQELPILPQQPPFSQQQQPQF 
         30        40        50        60        70        80       
 
           40        50        60        70        80               
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM               
       ...                                                          
gi|886 SQQQQPFPQQQQPLLLQQPPFSQQRPPFSQQQQQPVLPQQPPFSQQQQQQPILPQQPPFS 
         90       100       110       120       130       140       
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.5  bits: 18.6 E():   86 
Smith-Waterman score: 46; 33.3% identity (57.1% similar) in 21 aa overlap (16-36:79-99) 
 
                              10        20        30        40      
AAD-12                LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG 
                                     : .: :: : : .  . .: .          
gi|624 QSQQQCLQQPQHQFPQPTQQFPQRPLLPFTHPFLTFPDQLLPQPPHQSFPQPPQSYPQPP 
       50        60        70        80        90       100         
 
          50        60        70        80                          
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM                          
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gi|624 LQPFPQPPQQKYPEQPQQPFPWQQPTIQLYLQQQLNPCKEFLLQQCRPVSLLSYLWSKIV 
      110       120       130       140       150       160         
 
>>gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triticum   (439 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.4  bits: 19.1 E():   88 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (21-31:103-113) 
 
                         10        20        30        40        50 
AAD-12           LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|739 FLQQQQIPQQQIPQQHQIPQQPQQFPQQQQFPQQHQSPQQQFPQQQFPQQKLPQQEFPQQ 
             80        90       100       110       120       130   
 
               60        70        80                               
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNM                               
                                                                    
gi|739 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
            140       150       160       170       180       190   
 
>>gi|34851176|gb|AAP15200.1| profilin-like protein [Humu  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 17.4 E():   89 
Smith-Waterman score: 42; 33.3% identity (58.3% similar) in 24 aa overlap (44-67:15-38) 
 
            20        30        40        50        60        70    
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :. . : . .  ::.:  .: :       
gi|348                 MSWQAYVDDHLMCEIDGNHLSAAAIIGHDGSVWAQSAAFPQLKP 
                               10        20        30        40     
 
            80                                                      
AAD-12 KVIVGNM                                                      
                                                                    
gi|348 EEVTGIMNDFNEPGTLAPTGLYLGGTKYMVIQGEPGAVIRGKKGAGGVTIKKTSQALIIG 
           50        60        70        80        90       100     
 
>>gi|46410859|gb|AAR98518.1| major latex allergen Hev b   (366 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.2  bits: 18.9 E():   90 
Smith-Waterman score: 47; 30.8% identity (56.4% similar) in 39 aa overlap (6-44:231-269) 
 
                                        10        20        30      
AAD-12                          LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     .:.:::  : . :  .   .:  . . :   
gi|464 ARKFVVENVAPLGLIPFIKQTSDNSTLFYELASLHAMKLPQILEKIQDGYLFPEFNYTVF 
              210       220       230       240       250       260 
 
          40        50        60        70        80                
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM                
       . :: :..:                                                    
gi|464 NYFGIIKEIIDAPGEHGFKYGDIACCGNSTYRGQACGFLDYEFCVCGNKTEYLFFDGTHN 
              270       280       290       300       310       320 
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 43; 33.3% identity (62.5% similar) in 24 aa overlap (55-75:38-61) 
 
           30        40        50        60           70        80  
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ---HSPAEWDDMMKVIVGNM  
                                     :.: . .:.    .:  ::.. ::       
gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKVAQAWAE 
        10        20        30        40        50        60        
 
gi|148 TRTPDCSLIHSDRCGENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQIVWAN 
        70        80        90       100       110       120        
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.1  bits: 18.0 E():   90 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (34-58:126-150) 
 
            10        20        30        40        50        60    
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ 
                                     ..:.:  . . .:: ..: . . ::      

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 755



 

 

gi|144 RAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVA 
         100       110       120       130       140       150      
 
            70        80                             
AAD-12 HSPAEWDDMMKVIVGNM                             
                                                     
gi|144 ILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
         160       170       180       190       200 
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.0  bits: 18.0 E():   92 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (34-58:130-154) 
 
            10        20        30        40        50        60    
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ 
                                     ..:.:  . . .:: ..: . . ::      
gi|622 RAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVA 
     100       110       120       130       140       150          
 
            70        80                             
AAD-12 HSPAEWDDMMKVIVGNM                             
                                                     
gi|622 ILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
     160       170       180       190       200     
 
>>gi|67975085|gb|AAY84563.1| group 18 allergen protein [  (462 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 67.0  bits: 19.1 E():   92 
Smith-Waterman score: 48; 22.8% identity (56.1% similar) in 57 aa overlap (10-66:320-366) 
 
                                    10        20        30          
AAD-12                      LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 
                                     :: :..     :  .:  .:.  ..... : 
gi|679 CVQIQAETNAFSITRDHDNTAIYAVYVHDNHAEWIS-----FEDRHTLGDKARNITEQ-G 
     290       300       310       320            330       340     
 
      40        50        60        70        80                    
AAD-12 AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM                    
            :: .. ..::  . :.  ...:                                  
gi|679 ----YGGMSVYTLSNEDVHGVCGDKNPLLHAINSNYFRGIVTEPTVVTVTPVTHTTEHVT 
               350       360       370       380       390          
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.6  bits: 17.7 E():   97 
Smith-Waterman score: 43; 22.2% identity (51.9% similar) in 54 aa overlap (6-59:118-171) 
 
                                        10        20        30      
AAD-12                          LDDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     .:...:.  .    .  .:....  . . : 
gi|249 YETYKFIPSLEASRSKQAYGATVARAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTA 
        90       100       110       120       130       140        
 
          40        50        60        70        80 
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM 
          ::    ::.  :: :   . :                      
gi|249 AAAGAATAAGGAATVAASRPTSAGGYKV                  
       150       160       170                       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:33 2011 done: Fri Jan 21 00:02:33 2011 
 Total Scan time:  0.060 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
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 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 28  - 107 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     3     2:* 
  32    19     8:=*=== 
  34    20    22:=====* 
  36    42    44:==========* 
  38    77    73:==================*= 
  40    87   102:======================   * 
  42   118   125:============================== * 
  44   201   138:==================================*================ 
  46   126   140:================================  * 
  48   134   134:=================================* 
  50   114   122:============================= * 
  52    79   108:====================      * 
  54    71    92:==================    * 
  56    61    77:================   * 
  58    68    63:===============*= 
  60    55    51:============*= 
  62    32    41:========  * 
  64    59    33:========*====== 
  66    19    26:===== * 
  68    15    20:====* 
  70    25    16:===*=== 
  72    16    12:==*= 
  74    11    10:==* 
  76    19     8:=*=== 
  78     5     6:=* 
  80     1     5:=* 
  82     5     3:*= 
  84     3     3:* 
  86     0     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     1     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.88710.00332; mu= 7.2711 0.171 
 mean_var=40.230810.408, 0's: 2 Z-trim: 2  B-trim: 11 in 1/43 
 Lambda= 0.202206 
 Kolmogorov-Smirnov  statistic: 0.0360 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   60 22.6     1.8 
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gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   56 21.4       4 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   60 22.6       4 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   61 22.9     6.8 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   57 21.8       9 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   60 22.6     9.8 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   52 20.3      11 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   52 20.3      11 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   52 20.3      11 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   52 20.3      11 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   58 22.1      13 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   50 19.7      14 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   45 18.2      15 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   54 20.9      20 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   56 21.5      21 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   49 19.4      21 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   56 21.5      22 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   53 20.6      24 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   54 20.9      26 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   53 20.6      28 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   53 20.6      28 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   53 20.6      28 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   53 20.6      28 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   53 20.6      28 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   53 20.6      28 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   53 20.6      28 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   53 20.6      28 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   53 20.6      28 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 20.0      28 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   51 20.0      29 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 19.7      30 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   52 20.3      30 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 19.1      30 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 20.0      30 
gi|59895728|gb|AAX11261.1| pectin methylesterase a ( 339)   52 20.3      31 
gi|59895730|gb|AAX11262.1| pectin methylesterase a ( 339)   52 20.3      31 
gi|225810597|gb|ACO34813.1| Sal k 1 pollen allerge ( 339)   52 20.3      31 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   54 20.9      31 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   47 18.8      33 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   48 19.1      33 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   53 20.6      34 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   54 20.9      34 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   49 19.4      35 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   52 20.3      36 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 19.7      37 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 19.7      37 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   49 19.4      37 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   49 19.4      37 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   52 20.3      42 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 19.4      44 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   53 20.6      45 
gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full= (  85)   43 17.7      48 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   46 18.5      49 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 18.5      49 
gi|51242679|gb|AAT99258.1| pectin-methyltransferas ( 362)   50 19.7      49 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   46 18.5      49 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   46 18.5      49 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   46 18.5      49 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 18.5      49 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   46 18.5      49 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   46 18.5      49 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   46 18.5      49 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   46 18.5      49 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   49 19.4      51 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   50 19.7      51 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   50 19.7      51 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   50 19.7      51 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   44 17.9      52 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   44 17.9      52 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   50 19.7      52 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   49 19.4      54 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   48 19.1      55 
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gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   48 19.1      55 
gi|62240392|gb|AAX77384.1| 11S globulin precursor  ( 523)   51 20.0      58 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   48 19.1      58 
gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Ente ( 233)   47 18.8      58 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   45 18.2      60 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   45 18.2      60 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   45 18.2      60 
gi|15809696|gb|AAL07320.1| profilin [Litchi chinen ( 131)   44 18.0      60 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   44 18.0      60 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   44 18.0      60 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   44 18.0      60 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   44 18.0      60 
gi|11762104|gb|AAG40330.1|AF323974_1 major allerge ( 161)   45 18.2      60 
gi|11762102|gb|AAG40329.1|AF323973_1 major allerge ( 161)   45 18.2      60 
gi|5726304|gb|AAD48405.1|AF136945_1 major allergen ( 161)   45 18.2      60 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   48 19.1      63 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   51 20.0      64 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   44 18.0      64 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   51 20.0      67 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   42 17.4      70 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   48 19.1      70 
gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full= ( 131)   43 17.7      74 
gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 ( 131)   43 17.7      74 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   49 19.4      74 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   48 19.1      75 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   48 19.1      75 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   48 19.1      75 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   44 18.0      77 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   44 18.0      77 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   48 19.1      78 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   49 19.4      83 
gi|886967|emb|CAA59340.1| low molecular weight glu ( 276)   46 18.5      83 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   46 18.5      86 
gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triti ( 439)   48 19.1      88 
gi|34851176|gb|AAP15200.1| profilin-like protein [ ( 131)   42 17.4      90 
gi|46410859|gb|AAR98518.1| major latex allergen He ( 366)   47 18.8      90 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   43 17.7      90 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   44 18.0      91 
gi|67975085|gb|AAY84563.1| group 18 allergen prote ( 462)   48 19.1      92 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   44 18.0      92 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   43 17.7      97 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  60  Z-score: 97.9  bits: 22.6 E():  1.8 
Smith-Waterman score: 60; 41.7% identity (62.5% similar) in 24 aa overlap (56-79:30-51) 
 
          30        40        50        60        70        80      
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA      
                                     :.  .:::.  ::. : :   ::.       
gi|126  TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTKK--GNLWEVKSA 
                10        20        30        40          50        
 
gi|126 KPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
        60        70        80        90        
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 91.7  bits: 21.4 E():    4 
Smith-Waterman score: 56; 37.5% identity (62.5% similar) in 24 aa overlap (56-79:30-51) 
 
          30        40        50        60        70        80      
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA      
                                     :.  .:::.  ::. . :   ::.       
gi|144  VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNLWEVKSS 
                10        20        30        40          50        
 
gi|144 KPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
        60        70        80        90       
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 91.6  bits: 22.6 E():    4 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (20-51:133-160) 
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                          10        20        30        40          
AAD-12            DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|221 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
            110       120       130       140           150         
 
      50        60        70        80                              
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMA                              
       :.                                                           
gi|221 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
      160       170       180       190       200       210         
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 87.5  bits: 22.9 E():  6.8 
Smith-Waterman score: 61; 38.7% identity (58.1% similar) in 31 aa overlap (21-51:108-138) 
 
                         10        20        30        40        50 
AAD-12           DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA 
                                     : :  .. :.  :  :   :.:.  :::.: 
gi|259 YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIA 
        80        90       100       110       120       130        
 
               60        70        80                               
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMA                               
       :                                                            
gi|259 IPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGR 
       140       150       160       170       180       190        
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  57  Z-score: 85.4  bits: 21.8 E():    9 
Smith-Waterman score: 57; 25.7% identity (50.0% similar) in 70 aa overlap (11-75:33-102) 
 
                                   10        20         30          
AAD-12                     DDAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFGA 
                                     : .:: .. .  : :  . :: :   . :  
gi|273 MEHYLKTYLSWLTEEQKEKLKEMKEAGQTKAEIQHEVMHYYDQLHGEEKQQATEKLKVGC 
             10        20        30        40        50        60   
 
      40            50        60        70        80                
AAD-12 IERIGG--GD--IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA                
          . :  :.  .: . :::  :.  :.   . . :.. .                     
gi|273 KMLLKGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIF 
             70        80        90       100       110       120   
 
gi|273 GATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKELEAKILHYYDEL 
            130       140       150       160       170       180   
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 84.7  bits: 22.6 E():  9.8 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (20-51:131-158) 
 
                          10        20        30        40          
AAD-12            DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|213 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
              110       120       130       140           150       
 
      50        60        70        80                              
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMA                              
       :.                                                           
gi|213 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
        160       170       180       190       200       210       
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.5  bits: 20.3 E():   11 
Smith-Waterman score: 52; 25.0% identity (59.1% similar) in 44 aa overlap (30-73:29-72) 
 
               10        20        30        40        50        60 
AAD-12 DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV 
                                    ..::. . :. :.  .  .   ... :.  . 
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gi|400  MSMASSSSSGLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVEL 
                10        20        30        40        50          
 
               70        80                                         
AAD-12 RQHSPAEWDDMMKVIVGNMA                                         
       :.:.  ::  : :                                                
gi|400 REHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATYA 
      60        70        80        90       100       110          
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.5  bits: 20.3 E():   11 
Smith-Waterman score: 52; 25.0% identity (59.1% similar) in 44 aa overlap (30-73:29-72) 
 
               10        20        30        40        50        60 
AAD-12 DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV 
                                    ..::. . :. :.  .  .   ... :.  . 
gi|400  MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVEL 
                10        20        30        40        50          
 
               70        80                                         
AAD-12 RQHSPAEWDDMMKVIVGNMA                                         
       :.:.  ::  : :                                                
gi|400 REHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATYA 
      60        70        80        90       100       110          
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.5  bits: 20.3 E():   11 
Smith-Waterman score: 52; 25.0% identity (59.1% similar) in 44 aa overlap (30-73:29-72) 
 
               10        20        30        40        50        60 
AAD-12 DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV 
                                    ..::. . :. :.  .  .   ... :.  . 
gi|117  MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVEL 
                10        20        30        40        50          
 
               70        80                                         
AAD-12 RQHSPAEWDDMMKVIVGNMA                                         
       :.:.  ::  : :                                                
gi|117 REHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATYA 
      60        70        80        90       100       110          
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.5  bits: 20.3 E():   11 
Smith-Waterman score: 52; 25.0% identity (59.1% similar) in 44 aa overlap (30-73:29-72) 
 
               10        20        30        40        50        60 
AAD-12 DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV 
                                    ..::. . :. :.  .  .   ... :.  . 
gi|400  MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVEL 
                10        20        30        40        50          
 
               70        80                                         
AAD-12 RQHSPAEWDDMMKVIVGNMA                                         
       :.:.  ::  : :                                                
gi|400 REHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATYA 
      60        70        80        90       100       110          
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  57 init1:  57 opt:  58  Z-score: 82.4  bits: 22.1 E():   13 
Smith-Waterman score: 58; 32.7% identity (59.2% similar) in 49 aa overlap (1-45:86-134) 
 
                                             10        20           
AAD-12                               DDAGFAALHAAWLQHALLIFPGQH--LSND 
                                     :.:: ::.... :.  :  .: ::  . .  
gi|215 GGHSKMESKPILNGHGYCHIHFWIGSESTKDEAGVAAIKSVELDDFLGGYPVQHREIEEF 
          60        70        80        90       100       110      
 
       30          40        50        60        70        80       
AAD-12 QQITFAKRF--GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA       
       ..  :.. :  : :   ::                                          
gi|215 ESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVMNNG 
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         120       130       140       150       160       170      
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.0  bits: 19.7 E():   14 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (44-59:29-43) 
 
            20        30        40        50        60        70    
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105   CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
                 10        20        30         40        50        
 
            80                                    
AAD-12 VIVGNMA                                    
                                                  
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
        60        70        80        90          
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 81.3  bits: 18.2 E():   15 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (29-52:17-38) 
 
               10        20        30        40        50        60 
AAD-12 DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV 
                                   ::.  : .. :. :. ::: .. :         
gi|217             LVSVEHQAARLKVAKAQQL--AAQLPAMCRLEGGDALSASQ        
                           10          20        30                 
 
               70        80 
AAD-12 RQHSPAEWDDMMKVIVGNMA 
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 79.1  bits: 20.9 E():   20 
Smith-Waterman score: 54; 25.6% identity (48.7% similar) in 39 aa overlap (30-68:191-229) 
 
                10        20        30        40        50          
AAD-12  DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ::..   .:   :  : :..   .. :    
gi|320 KEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDP 
              170       180       190       200       210       220 
 
      60        70        80                                        
AAD-12 VRQHSPAEWDDMMKVIVGNMA                                        
       : . . : :                                                    
gi|320 VISFKTALWFWMTPQSPKPSCHNVITGRWTPSAADRAAGRLPGYGVITNIINGGIECGKG 
              230       240       250       260       270       280 
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 78.8  bits: 21.5 E():   21 
Smith-Waterman score: 56; 30.3% identity (50.0% similar) in 66 aa overlap (5-70:241-292) 
 
                                         10        20        30     
AAD-12                           DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     :...   .::::. .        :.: .   
gi|112 YQQQQGSRPHYRQISPRVRGDEQENEGSNIFSGFAQEFLQHAFQV--------DRQTVEN 
              220       230       240       250               260   
 
           40        50        60        70        80               
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA               
        : :  ::   : ::...     : .:  :: : :.                         
gi|112 LR-GENEREEQGAIVTVK-----GGLRILSPDEEDESSRSPPSRREEFDEDRSRPQQRGK 
             270            280       290       300       310       
 
gi|112 YDENRRGYKNGIEETICSASVKKNLGRSSNPDIYNPQAGSLRSVNELDLPILGWLGLSAQ 
        320       330       340       350       360       370       
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.6  bits: 19.4 E():   21 
Smith-Waterman score: 49; 36.4% identity (72.7% similar) in 22 aa overlap (2-23:20-41) 
 
                                 10        20        30        40   
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AAD-12                   DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                          :.. :.: : . .:..: : .:                    
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQE 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA                       
                                                                    
gi|217 IQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLV 
               70        80        90       100       110       120 
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 78.5  bits: 21.5 E():   22 
Smith-Waterman score: 56; 40.6% identity (56.2% similar) in 32 aa overlap (22-51:153-184) 
 
                        10        20        30          40          
AAD-12          DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK--RFGAIERIGGGDIV 
                                     ::.   .::  : .  :    .::  ::.: 
gi|258 QGQQEQQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVV 
            130       140       150       160       170       180   
 
      50        60        70        80                              
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMA                              
       ::                                                           
gi|258 AIPAGVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQ 
            190       200       210       220       230       240   
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 77.7  bits: 20.6 E():   24 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (9-52:194-239) 
 
                                     10        20         30        
AAD-12                       DDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|261 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
           170       180       190       200       210       220    
 
        40         50        60        70        80                 
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIVGNMA                 
       .:.:: .::.. :..:                                             
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 77.2  bits: 20.9 E():   26 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (55-70:89-105) 
 
           30        40        50         60        70        80    
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMA    
                                     :.::: : : .::.: .              
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       60        70        80        90       100       110         
 
gi|114 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      120       130       140       150       160       170         
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.4  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (9-52:230-275) 
 
                                     10        20         30        
AAD-12                       DDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|268 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
        40         50        60        70        80                 
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIVGNMA                 
       .:.:: .::.. :..:                                             
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
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>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.4  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (9-52:230-275) 
 
                                     10        20         30        
AAD-12                       DDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLANIYPYFTYADNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
        40         50        60        70        80                 
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIVGNMA                 
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.4  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (9-52:230-275) 
 
                                     10        20         30        
AAD-12                       DDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|270 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
        40         50        60        70        80                 
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIVGNMA                 
       .:.:: .::.. :..:                                             
gi|270 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPDRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.4  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (9-52:230-275) 
 
                                     10        20         30        
AAD-12                       DDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
        40         50        60        70        80                 
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIVGNMA                 
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.4  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (9-52:230-275) 
 
                                     10        20         30        
AAD-12                       DDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLTNIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
        40         50        60        70        80                 
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIVGNMA                 
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.4  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (9-52:230-275) 
 
                                     10        20         30        
AAD-12                       DDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
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                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSSXSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
        40         50        60        70        80                 
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIVGNMA                 
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.4  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (9-52:230-275) 
 
                                     10        20         30        
AAD-12                       DDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|118 GFLSSIRSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
        40         50        60        70        80                 
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIVGNMA                 
       .:.:: .::.. :..:                                             
gi|118 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.4  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (9-52:230-275) 
 
                                     10        20         30        
AAD-12                       DDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|327 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
        40         50        60        70        80                 
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIVGNMA                 
       .:.:: .::.. :..:                                             
gi|327 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.4  bits: 20.6 E():   28 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (9-52:230-275) 
 
                                     10        20         30        
AAD-12                       DDAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
        40         50        60        70        80                 
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIVGNMA                 
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 76.3  bits: 20.0 E():   28 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (44-59:181-195) 
 
            20        30        40        50        60        70    
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
            80                                     
AAD-12 VIVGNMA                                     
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gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 76.0  bits: 20.0 E():   29 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (44-74:192-222) 
 
            20        30        40        50        60         70   
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : : ..  
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
             80                                    
AAD-12 KVIVGNMA                                    
       .:                                          
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 75.9  bits: 19.7 E():   30 
Smith-Waterman score: 50; 40.0% identity (72.0% similar) in 25 aa overlap (48-72:9-29) 
 
        20        30        40        50        60        70        
AAD-12 LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG 
                                     :::.....: .    :.:: .:: :      
gi|144                       MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMV 
                                     10            20        30     
 
        80                                                          
AAD-12 NMA                                                          
                                                                    
gi|144 DQIVKSLTTKKELDPFKIEQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKID 
           40        50        60        70        80        90     
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.9  bits: 20.3 E():   30 
Smith-Waterman score: 67; 18.9% identity (64.9% similar) in 74 aa overlap (6-79:232-298) 
 
                                        10        20        30      
AAD-12                          DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 
                                     ::.:.  . :....   :. ...: : .   
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIHS--VVHSIIMQQQQQQQQQQGIDIFL 
             210       220       230         240       250          
 
          40        50        60        70        80                
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA                
        ..  :..: :..:     ...: .. ..::. . . .... ..                 
gi|170 PLSQHEQVGQGSLV-----QGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSIMR 
     260       270            280       290       300       310     
 
gi|170 APFASIVAGIGGQ 
          320        
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 75.8  bits: 19.1 E():   30 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (52-68:2-19) 
 
              30        40        50         60        70        80 
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD-GTVRQHSPAEWDDMMKVIVGNMA 
                                     ..: .: :.. ..::.::             
gi|250                              PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPF 
                                            10        20        30  
 
gi|250 PRCRALVKSQCAGGQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDK 
              40        50        60        70        80        90  
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 75.8  bits: 20.0 E():   30 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (44-59:199-213) 
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            20        30        40        50        60        70    
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
            80                                     
AAD-12 VIVGNMA                                     
                                                   
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|59895728|gb|AAX11261.1| pectin methylesterase aller  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.6  bits: 20.3 E():   31 
Smith-Waterman score: 52; 37.5% identity (62.5% similar) in 24 aa overlap (4-27:247-270) 
 
                                          10        20        30    
AAD-12                            DDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 
                                     : : :  ::.. : ..:   .::.       
gi|598 PMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCNLSDAVKPEG 
        220       230       240       250       260       270       
 
            40        50        60        70        80              
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA              
                                                                    
gi|598 WSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYIEAAKWLPPP 
        280       290       300       310       320       330       
 
>>gi|59895730|gb|AAX11262.1| pectin methylesterase aller  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.6  bits: 20.3 E():   31 
Smith-Waterman score: 52; 37.5% identity (62.5% similar) in 24 aa overlap (4-27:247-270) 
 
                                          10        20        30    
AAD-12                            DDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 
                                     : : :  ::.. : ..:   .::.       
gi|598 PMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCNLSDAVKPEG 
        220       230       240       250       260       270       
 
            40        50        60        70        80              
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA              
                                                                    
gi|598 WSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYIEAAKWLLPP 
        280       290       300       310       320       330       
 
>>gi|225810597|gb|ACO34813.1| Sal k 1 pollen allergen [S  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.6  bits: 20.3 E():   31 
Smith-Waterman score: 52; 37.5% identity (62.5% similar) in 24 aa overlap (4-27:247-270) 
 
                                          10        20        30    
AAD-12                            DDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 
                                     : : :  ::.. : ..:   .::.       
gi|225 PMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCNLSDAVKPEG 
        220       230       240       250       260       270       
 
            40        50        60        70        80              
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA              
                                                                    
gi|225 WSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYIEAAKWLPPP 
        280       290       300       310       320       330       
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 75.6  bits: 20.9 E():   31 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (55-70:119-135) 
 
           30        40        50         60        70        80    
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMA    
                                     :.::: : : .::.: .              
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       90       100       110       120       130       140         
 
gi|476 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
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      150       160       170       180       190       200         
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 75.1  bits: 18.8 E():   33 
Smith-Waterman score: 47; 28.6% identity (68.6% similar) in 35 aa overlap (30-63:93-127) 
 
                10        20        30         40        50         
AAD-12  DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA-KRFGAIERIGGGDIVAISNVKADG 
                                     :  :. :.   :....: :.:. ..: .   
gi|121 FKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVT 
             70        80        90       100       110       120   
 
       60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMA 
       .::..                  
gi|121 SVRSYKRI               
            130               
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 48; 25.6% identity (62.8% similar) in 43 aa overlap (11-53:78-119) 
 
                                   10        20        30        40 
AAD-12                     DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ....  .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
               50        60        70        80               
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA               
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 74.9  bits: 20.6 E():   34 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (27-47:330-350) 
 
                   10        20        30        40        50       
AAD-12     DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|149 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
         60        70        80                                     
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMA                                     
                                                                    
gi|149 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  46 init1:  46 opt:  54  Z-score: 74.9  bits: 20.9 E():   34 
Smith-Waterman score: 54; 25.4% identity (56.7% similar) in 67 aa overlap (1-67:332-392) 
 
                                             10        20        30 
AAD-12                               DDAGFAALHAAWLQHALLIFPGQHLSNDQQ 
                                     : :   :   .. ....:.:   : :..:: 
gi|572 ASLEGLSPHVPLYKVMEGNEPCFFTTFFSWDPAKAIAHGNSFQKKVMLLFGVGHASENQQ 
             310       320       330       340       350       360  
 
               40        50        60        70        80           
AAD-12 ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA           
            ::.. .. ::.   : . .  ...  . :::.                        
gi|572 -----RFNGTNQ-GGATQRASALAALNSAFSSSSPAKSSSAPRSAGKSPGSQRAAAIAAL 
                   370       380       390       400       410      
 
gi|572 SSALSAEKKQPPEGGSPLRLSRTSSVDAIAPGNEVSTAEIEDSKEVPERKEIETVEPAET 
         420       430       440       450       460       470      
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 74.6  bits: 19.4 E():   35 
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Smith-Waterman score: 49; 29.3% identity (51.7% similar) in 58 aa overlap (13-70:63-116) 
 
                                 10        20        30        40   
AAD-12                   DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|833 HHQTYVNGLNAALEAQKKAAEANDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
             40        50        60        70           80          
 
             50        60        70        80                       
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA                       
        ::: :     .::    :  :  .. :                                 
gi|833 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
       90       100       110       120       130       140         
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.4  bits: 20.3 E():   36 
Smith-Waterman score: 52; 26.1% identity (60.9% similar) in 46 aa overlap (12-55:117-160) 
 
                                  10          20        30          
AAD-12                    DDAGFAALHAAWL--QHALLIFPGQHLSNDQQITFAKRFGA 
                                     :.  :. ..:.  :..   .. :.  : .  
gi|113 IYMVTSDQDDDVVNPKEGTLRFGATQDRPLWIIFQRDMIIYLQQEMVVTSDKTIDGRGAK 
         90       100       110       120       130       140       
 
      40        50        60        70        80                    
AAD-12 IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA                    
       .: . ::  ... :::                                             
gi|113 VELVYGG--ITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGDAIHVTGSS 
        150         160       170       180       190       200     
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 74.3  bits: 19.7 E():   37 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (44-59:198-212) 
 
            20        30        40        50        60        70    
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
            80                                     
AAD-12 VIVGNMA                                     
                                                   
gi|115 RKDSDKPIKGPITVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
        230       240       250       260          
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 74.3  bits: 19.7 E():   37 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (44-59:198-212) 
 
            20        30        40        50        60        70    
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
            80                                     
AAD-12 VIVGNMA                                     
                                                   
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
        230       240       250       260          
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 74.2  bits: 19.4 E():   37 
Smith-Waterman score: 49; 29.3% identity (51.7% similar) in 58 aa overlap (13-70:74-127) 
 
                                 10        20        30        40   
AAD-12                   DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|164 HHQTYVNGLNAALEAQKKAAEATDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
            50        60        70        80           90           
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             50        60        70        80                       
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA                       
        ::: :     .::    :  :  .. :                                 
gi|164 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
     100       110       120       130       140       150          
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.1  bits: 19.4 E():   37 
Smith-Waterman score: 49; 33.3% identity (57.1% similar) in 21 aa overlap (10-30:10-30) 
 
               10        20        30        40        50        60 
AAD-12 DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV 
                :::.      ::: :  ....                               
gi|944 MKTLGVLFIAAWFIACTHSFPGAHDEDSKEERKNVDTVLVLPSIERDQMMAATFDFPSLS 
               10        20        30        40        50        60 
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 73.2  bits: 20.3 E():   42 
Smith-Waterman score: 52; 25.0% identity (65.6% similar) in 32 aa overlap (20-51:117-148) 
 
                          10        20        30        40          
AAD-12            DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : :.. .....  :  .   ....  :::. 
gi|303 APKLYYVTQGRGILGVLMPGCPETFQSMSQFQGSREQEEERGRFQDQHQKVHHLKKGDII 
         90       100       110       120       130       140       
 
      50        60        70        80                              
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMA                              
       ::                                                           
gi|303 AIPAGVALWCYNDGDEDLVTVLVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLR 
        150       160       170       180       190       200       
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 72.9  bits: 19.4 E():   44 
Smith-Waterman score: 49; 28.1% identity (53.1% similar) in 32 aa overlap (44-74:192-222) 
 
            20        30        40        50        60         70   
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|168 CKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGDVVAV-DIKEKGKDKWTELKESWGAVW 
             170       180       190        200       210       220 
 
             80                                    
AAD-12 KVIVGNMA                                    
       ..                                          
gi|168 RIDTPDKLTGPFTVRYTTEGGTKSEFEDVIPEGWKADTSYSAK 
              230       240       250       260    
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 72.7  bits: 20.6 E():   45 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (27-47:330-350) 
 
                   10        20        30        40        50       
AAD-12     DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|169 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
         60        70        80                                     
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMA                                     
                                                                    
gi|169 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full=Polc  (85 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 72.1  bits: 17.7 E():   48 
Smith-Waterman score: 43; 36.6% identity (46.3% similar) in 41 aa overlap (35-75:17-54) 
 
           10        20        30        40        50        60     
AAD-12 FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS 
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                                     ::: :    : : : :    .:  :. . . 
gi|144               MADDHPQDKAERERIFKRFDAN---GDGKISAAELGEALKTLGSIT 
                             10        20           30        40    
 
           70        80                           
AAD-12 PAEWDDMMKVIVGNMA                           
       : :   ::  :                                
gi|144 PDEVKHMMAEIDTDGDGFISFQEFTDFGRANRGLLKDVAKIF 
            50        60        70        80      
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (11-53:77-118) 
 
                                   10        20        30        40 
AAD-12                     DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|402 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
         50        60        70        80        90        100      
 
               50        60        70        80               
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA               
          :::.:: ::.                                          
gi|402 AAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
         110       120       130       140       150          
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (44-53:109-118) 
 
            20        30        40        50        60        70    
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
            80               
AAD-12 VIVGNMA               
                             
gi|534 KAEALFRAVESYLLAHSDAYN 
      140       150          
 
>>gi|51242679|gb|AAT99258.1| pectin-methyltransferase pr  (362 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 72.0  bits: 19.7 E():   49 
Smith-Waterman score: 50; 37.5% identity (62.5% similar) in 24 aa overlap (4-27:270-293) 
 
                                          10        20        30    
AAD-12                            DDAGFAALHAAWLQHALLIFPGQHLSNDQQITF 
                                     : : :  ::.. : ..:   .::.       
gi|512 PMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFDAARVVFSYCNLSDAAKPEG 
     240       250       260       270       280       290          
 
            40        50        60        70        80              
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA              
                                                                    
gi|512 WSDNNKPEAQKTILFGEYKNTGPGAAPDKRAPYTKQLTEADAKTFTSLEYIEAAKWLLPP 
     300       310       320       330       340       350          
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 46; 23.3% identity (62.8% similar) in 43 aa overlap (11-53:78-119) 
 
                                   10        20        30        40 
AAD-12                     DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :... .   ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLE-KVSHELKIV 
        50        60        70        80        90        100       
 
               50        60        70        80               
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA               
          :::.:: ::.                                          
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gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (11-53:78-119) 
 
                                   10        20        30        40 
AAD-12                     DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
               50        60        70        80               
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA               
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (11-53:78-119) 
 
                                   10        20        30        40 
AAD-12                     DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
               50        60        70        80               
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA               
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (44-53:110-119) 
 
            20        30        40        50        60        70    
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
            80               
AAD-12 VIVGNMA               
                             
gi|534 KAEALFRAVESYLLAHSDAYN 
     140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (11-53:78-119) 
 
                                   10        20        30        40 
AAD-12                     DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|730 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
               50        60        70        80               
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA               
          :::.:: ::.                                          
gi|730 AAPGGGSIVKISSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (11-53:78-119) 
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                                   10        20        30        40 
AAD-12                     DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
               50        60        70        80               
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA               
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (11-53:78-119) 
 
                                   10        20        30        40 
AAD-12                     DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
               50        60        70        80               
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA               
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (11-53:78-119) 
 
                                   10        20        30        40 
AAD-12                     DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
               50        60        70        80               
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA               
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.7  bits: 19.4 E():   51 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (12-43:157-188) 
 
                                  10        20        30        40  
AAD-12                    DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
        130       140       150       160       170       180       
 
              50        60        70        80                      
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA                      
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
        190       200       210       220       230       240       
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 71.6  bits: 19.7 E():   51 
Smith-Waterman score: 50; 24.4% identity (55.6% similar) in 45 aa overlap (33-76:103-147) 
 
             10        20        30         40        50        60  
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|129 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
              70        80                                          
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AAD-12 QHSPAEWDDMMKVIVGNMA                                          
       .: :: ::   : ..                                              
gi|129 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 71.6  bits: 19.7 E():   51 
Smith-Waterman score: 50; 24.4% identity (55.6% similar) in 45 aa overlap (33-76:103-147) 
 
             10        20        30         40        50        60  
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|119 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
              70        80                                          
AAD-12 QHSPAEWDDMMKVIVGNMA                                          
       .: :: ::   : ..                                              
gi|119 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 71.6  bits: 19.7 E():   51 
Smith-Waterman score: 50; 24.4% identity (55.6% similar) in 45 aa overlap (33-76:103-147) 
 
             10        20        30         40        50        60  
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|309 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
              70        80                                          
AAD-12 QHSPAEWDDMMKVIVGNMA                                          
       .: :: ::   : ..                                              
gi|309 DHPPASWDWRKKGVITQVKYQGGCGSGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.6  bits: 17.9 E():   52 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (29-47:35-53) 
 
                 10        20        30        40        50         
AAD-12   DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
       60        70        80                           
AAD-12 TVRQHSPAEWDDMMKVIVGNMA                           
                                                        
gi|191 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.6  bits: 17.9 E():   52 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (29-47:35-53) 
 
                 10        20        30        40        50         
AAD-12   DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
       60        70        80                           
AAD-12 TVRQHSPAEWDDMMKVIVGNMA                           
                                                        
gi|730 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 71.5  bits: 19.7 E():   52 
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Smith-Waterman score: 50; 26.8% identity (51.2% similar) in 41 aa overlap (16-52:190-230) 
 
                              10        20            30        40  
AAD-12                DDAGFAALHAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::  .  :    ::.  
gi|215 NKPVIFTKSNLAKSPELDAKMYDICYSTAAAPIYFPPHHFVTHTSNGARYEFNLVDGAVA 
     160       170       180       190       200       210          
 
              50        60        70        80                      
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA                      
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.3  bits: 19.4 E():   54 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (12-43:176-207) 
 
                                  10        20        30        40  
AAD-12                    DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
         150       160       170       180       190       200      
 
              50        60        70        80                      
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA                      
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
         210       220       230       240       250       260      
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 71.1  bits: 19.1 E():   55 
Smith-Waterman score: 48; 28.1% identity (53.1% similar) in 32 aa overlap (44-74:198-228) 
 
            20        30        40        50        60         70   
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|249 CKYPDGTKPTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIELKESWGAIW 
       170       180       190       200        210       220       
 
             80                                    
AAD-12 KVIVGNMA                                    
       ..                                          
gi|249 RIDTPDKLTGPFTVRYTTEGGTKAEFEDVIPEGWKADTHDASK 
        230       240       250       260          
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.0  bits: 19.1 E():   55 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (20-30:90-100) 
 
                          10        20        30        40          
AAD-12            DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
      50        60        70        80                              
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMA                              
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|62240392|gb|AAX77384.1| 11S globulin precursor [Sin  (523 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 70.7  bits: 20.0 E():   58 
Smith-Waterman score: 51; 30.0% identity (63.3% similar) in 30 aa overlap (22-50:173-202) 
 
                        10        20         30        40        50 
AAD-12          DDAGFAALHAAWLQHALLIFPGQHLSNDQ-QITFAKRFGAIERIGGGDIVA 
                                     ::. ...: :  :   .  .:..  ::..: 
gi|622 QQGQQGQQGQQQGQQGQQGQQGQQGQQGQQGQQGQQQQGQQGFRDMYQKVEHVRHGDVIA 
            150       160       170       180       190       200   
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               60        70        80                               
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMA                               
                                                                    
gi|622 NTPGSAHWIYNTGDKPLVIISLLDIANYQNQLDRNPRVFRLAGNNPQGGFGGPQQQQPQQ 
            210       220       230       240       250       260   
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 48; 23.2% identity (51.8% similar) in 56 aa overlap (12-67:150-202) 
 
                                  10        20        30        40  
AAD-12                    DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. .::   .:. ::. 
gi|219 VLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSCHVMQQQCCQQLSQIPEQSRYDAIR 
     120       130       140       150       160       170          
 
              50        60        70        80                      
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA                      
        :       : . . .:  .:..: .                                   
gi|219 AI---TYSIILQEQQQGQSQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQ 
     180          190       200       210       220       230       
 
>>gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Enteroto  (233 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 70.6  bits: 18.8 E():   58 
Smith-Waterman score: 47; 23.3% identity (51.2% similar) in 43 aa overlap (9-48:44-85) 
 
                                     10           20        30      
AAD-12                       DDAGFAALHAAWLQHALLI---FPGQHLSNDQQITFAK 
                                     :  .:::..:.   :  .   ::  . : . 
gi|163 KKSELQGTALGNLKQIYYYNEKAKTENKESHDQFLQHTILFKGFFTDHSWYNDLLVDFDS 
            20        30        40        50        60        70    
 
          40        50        60        70        80                
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA                
       .   ...  :  .                                                
gi|163 K-DIVDKYKGKKVDLYGAYYGYQCAGGTPNKTACMYGGVTLHDNNRLTEEKKVPINLWLD 
             80        90       100       110       120       130   
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 45; 33.3% identity (57.8% similar) in 45 aa overlap (38-75:52-96) 
 
        10        20        30        40        50               60 
AAD-12 LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK--ADGT-----V 
                                     :.:..:. :.  . : ::   ::.     : 
gi|602 AFVLDADNLIPKIAPQAVKSTEILEGDGGVGTIKKINFGEGSTYSYVKHKIDGVDKDNFV 
              30        40        50        60        70        80  
 
               70        80                                         
AAD-12 RQHSPAEWDDMMKVIVGNMA                                         
        :.:  : : . ..:                                              
gi|602 YQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISHYHTKGDVEIKEEHVKAGKEKAS 
              90       100       110       120       130       140  
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 45; 24.4% identity (61.0% similar) in 41 aa overlap (13-53:80-119) 
 
                                 10        20        30        40   
AAD-12                   DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :. :.    ....  .   
gi|730 GPGTIKKITFSEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLG-DKLEKVSHELKIVAA 
      50        60        70        80        90        100         
 
             50        60        70        80               
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA               
        :::.:: ::.                                          
gi|730 PGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      110       120       130       140       150       160 
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>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 45; 23.3% identity (60.5% similar) in 43 aa overlap (11-53:78-119) 
 
                                   10        20        30        40 
AAD-12                     DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
               50        60        70        80               
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA               
          :::..: ::.                                          
gi|167 AAPGGGSVVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|15809696|gb|AAL07320.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 70.3  bits: 18.0 E():   60 
Smith-Waterman score: 44; 25.0% identity (58.9% similar) in 56 aa overlap (3-56:45-100) 
 
                                           10        20        30   
AAD-12                             DDAGFAALHAAWLQHALLIFPGQHLSNDQQIT 
                                     : .::.   . . . :   : ::.. . .. 
gi|158 TDGQHLTAAAIIGHDGSVWAQSANFPQFKPAEIAAIMKDFDEPGSLAPTGLHLGGTKYMV 
           20        30        40        50        60        70     
 
             40          50        60        70        80        
AAD-12 FAKRFGAIER--IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA        
       .  . ::. :   : : :.. ....:                                
gi|158 IQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL 
           80        90       100       110       120       130  
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.3  bits: 18.0 E():   60 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (43-64:15-36) 
 
             20        30        40        50        60        70   
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|604                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
             80                                                     
AAD-12 KVIVGNMA                                                     
                                                                    
gi|604 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.3  bits: 18.0 E():   60 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (43-64:15-36) 
 
             20        30        40        50        60        70   
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|144                 MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
             80                                                     
AAD-12 KVIVGNMA                                                     
                                                                    
gi|144 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.3  bits: 18.0 E():   60 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (43-64:15-36) 
 
             20        30        40        50        60        70   
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
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gi|288                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
             80                                                     
AAD-12 KVIVGNMA                                                     
                                                                    
gi|288 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.3  bits: 18.0 E():   60 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (43-64:15-36) 
 
             20        30        40        50        60        70   
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|218                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
             80                                                     
AAD-12 KVIVGNMA                                                     
                                                                    
gi|218 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|11762104|gb|AAG40330.1|AF323974_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.3  bits: 18.2 E():   60 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (9-53:77-120) 
 
                                     10        20         30        
AAD-12                       DDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
        40        50        60        70        80               
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA               
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|11762102|gb|AAG40329.1|AF323973_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.3  bits: 18.2 E():   60 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (9-53:77-120) 
 
                                     10        20         30        
AAD-12                       DDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
        40        50        60        70        80               
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA               
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|5726304|gb|AAD48405.1|AF136945_1 major allergen Cor  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.3  bits: 18.2 E():   60 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (9-53:77-120) 
 
                                     10        20         30        
AAD-12                       DDAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|572 GNGGPGTIKKITFAEGNEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
        40        50        60        70        80               
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA               
       .:  . :::.:. :..                                          
gi|572 AAAPH-GGGSILKITSKYHTKGNASINEEEIKAGKEKAAGLFKAVEAYLLAHPDAYC 
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         110        120       130       140       150       160  
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 70.1  bits: 19.1 E():   63 
Smith-Waterman score: 48; 25.7% identity (60.0% similar) in 35 aa overlap (40-70:81-115) 
 
      10        20        30        40            50        60      
AAD-12 AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV----AISNVKADGTVRQHSP 
                                     :  .: :...     :. .:  :.:..  : 
gi|324 NFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFP 
               60        70        80        90       100       110 
 
          70        80                                              
AAD-12 AEWDDMMKVIVGNMA                                              
       .:. .                                                        
gi|324 SEFGNDVDRSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASS 
              120       130       140       150       160       170 
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  49 init1:  49 opt:  51  Z-score: 69.8  bits: 20.0 E():   64 
Smith-Waterman score: 51; 29.4% identity (82.4% similar) in 17 aa overlap (62-78:535-551) 
 
              40        50        60        70        80            
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA            
                                     .:.:   :...:...:.              
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
gi|331 KEGCFSEEGPKLVAAAQAALV 
          570       580      
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.8  bits: 18.0 E():   64 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (43-65:15-37) 
 
             20        30        40        50        60        70   
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : : .... . .  ::.:  .::        
gi|100                 MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKP 
                               10        20        30        40     
 
             80                                                     
AAD-12 KVIVGNMA                                                     
                                                                    
gi|100 EENAGIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILG 
           50        60        70        80        90       100     
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  49 init1:  49 opt:  51  Z-score: 69.6  bits: 20.0 E():   67 
Smith-Waterman score: 51; 29.4% identity (82.4% similar) in 17 aa overlap (62-78:558-574) 
 
              40        50        60        70        80            
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA            
                                     .:.:   :...:...:.              
gi|668 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
       530       540       550       560       570       580        
 
gi|668 KEGCFSEEGPKLVAAAQAALV 
       590       600         
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.2  bits: 17.4 E():   70 
Smith-Waterman score: 42; 37.5% identity (62.5% similar) in 24 aa overlap (29-52:79-100) 
 
                 10        20        30        40        50         
AAD-12   DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .  :       
gi|897 QQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQL--AAQLPAMCRLEGGDALLASQ      
       50        60        70        80          90       100       
 
       60        70        80 
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AAD-12 TVRQHSPAEWDDMMKVIVGNMA 
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.2  bits: 19.1 E():   70 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (20-30:90-100) 
 
                          10        20        30        40          
AAD-12            DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
      50        60        70        80                              
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMA                              
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.8  bits: 17.7 E():   74 
Smith-Waterman score: 43; 24.5% identity (58.5% similar) in 53 aa overlap (6-56:48-100) 
 
                                        10        20        30      
AAD-12                          DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 
                                     ::.   . . . :   : ::.. . ...   
gi|144 HRLTAAAIIGHDGSVWAQSSSFPQFKSDEVAAIMKDFDEPGSLAPTGLHLGSTKYMVIQG 
        20        30        40        50        60        70        
 
          40          50        60        70        80        
AAD-12 RFGAIER--IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA        
       . ::. :   :.: :.. .. .:                                
gi|144 EPGAVIRGKKGSGGITVKKTSQALIIGIYDEPLTPGQCNMIVERLGDYLLEQGM 
        80        90       100       110       120       130  
 
>>gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 [Ch  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 17.7 E():   74 
Smith-Waterman score: 43; 33.3% identity (62.5% similar) in 24 aa overlap (43-66:15-38) 
 
             20        30        40        50        60        70   
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :. . . . .  ::::  .::.       
gi|294                 MSWQTYVDDHLMCDIEGNHLSSAAILGHDGTVWAQSPSFPQLKP 
                               10        20        30        40     
 
             80                                                     
AAD-12 KVIVGNMA                                                     
                                                                    
gi|294 EEVSAIMKDFNEPGSLAPTGLHLGGTKYMVIQGEPGDVIRGKKGPGGVTIKKTNQALIIG 
           50        60        70        80        90       100     
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 68.7  bits: 19.4 E():   74 
Smith-Waterman score: 49; 38.1% identity (66.7% similar) in 21 aa overlap (52-72:216-232) 
 
              30        40        50        60        70        80  
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA  
                                     :... :: :    :..::: .          
gi|253 GHPTHLEHSSTNPNSFHYEHNIVSPSSIHPSTAHFDGEV----PSQWDDSLGHGASTPKV 
         190       200       210       220           230       240  
 
gi|253 RTPSHHVSSNPWAEINEPTGGDNDNLAPVTRPRKPARARRQKKEPRKLSDASQGARSSST 
             250       260       270       280       290       300  
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 68.6  bits: 19.1 E():   75 
Smith-Waterman score: 48; 33.3% identity (49.0% similar) in 51 aa overlap (37-79:49-97) 
 
         10        20        30        40         50                
AAD-12 ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|195 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
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       20        30        40        50        60        70         
 
      60        70         80                                       
AAD-12 VRQHSPAEWDDMMKVIV-GNMA                                       
       .:    :  :  . .:  :::                                        
gi|195 LRYG--ATRDRPLWIIFSGNMNIKLKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKRVSN 
       80          90       100       110       120       130       
 
>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 68.6  bits: 19.1 E():   75 
Smith-Waterman score: 48; 33.3% identity (49.0% similar) in 51 aa overlap (37-79:49-97) 
 
         10        20        30        40         50                
AAD-12 ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|493 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
      60        70         80                                       
AAD-12 VRQHSPAEWDDMMKVIV-GNMA                                       
       .:    :  :  . .:  :::                                        
gi|493 LRYG--ATRDRPLWIIFSGNMNIKLKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKRVSN 
       80          90       100       110       120       130       
 
>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 68.6  bits: 19.1 E():   75 
Smith-Waterman score: 48; 33.3% identity (49.0% similar) in 51 aa overlap (37-79:49-97) 
 
         10        20        30        40         50                
AAD-12 ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|117 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
      60        70         80                                       
AAD-12 VRQHSPAEWDDMMKVIV-GNMA                                       
       .:    :  :  . .:  :::                                        
gi|117 LRYG--ATRDRPLWIIFSGNMNIKLKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKRVSN 
       80          90       100       110       120       130       
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.4  bits: 18.0 E():   77 
Smith-Waterman score: 44; 27.3% identity (47.7% similar) in 44 aa overlap (27-70:90-127) 
 
                   10        20        30        40        50       
AAD-12     DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     ::  .  :  .:  ... : ::. .:     
gi|276 VCSARHVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSA--WGKANQVTGDDILFLS---- 
      60        70        80        90         100       110        
 
         60        70        80                                
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMA                                
       :  .:  .   : :                                          
gi|276 DPDARFSKSIGWADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
           120       130       140       150       160         
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.4  bits: 18.0 E():   77 
Smith-Waterman score: 44; 27.3% identity (47.7% similar) in 44 aa overlap (27-70:90-127) 
 
                   10        20        30        40        50       
AAD-12     DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     ::  .  :  .:  ... : ::. .:     
gi|668 VCSARHVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSA--WGKANQVTGDDILFLS---- 
      60        70        80        90         100       110        
 
         60        70        80                                
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMA                                
       :  .:  .   : :                                          
gi|668 DPDARFSKSIGWADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
           120       130       140       150       160         
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>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 68.3  bits: 19.1 E():   78 
Smith-Waterman score: 48; 26.8% identity (48.8% similar) in 41 aa overlap (16-52:190-230) 
 
                              10        20            30        40  
AAD-12                DDAGFAALHAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::     :    ::.  
gi|215 NKPVIFTKSNLAESPQLDAKMYDICYSTAAAPIYFPPHHFVTHTSNGATYEFNLVDGAVA 
     160       170       180       190       200       210          
 
              50        60        70        80                      
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA                      
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 67.8  bits: 19.4 E():   83 
Smith-Waterman score: 49; 22.7% identity (53.0% similar) in 66 aa overlap (5-70:240-301) 
 
                                         10        20        30     
AAD-12                           DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     :...   .:..:. .   : ..: .  : . 
gi|370 RQEEREFSPRGQHSRRERAGQEEENEGGNIFSGFTPEFLEQAFQVDDRQIVQNLRGETES 
     210       220       230       240       250       260          
 
           40        50        60        70        80               
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA               
       .. :::  . ::    .  .. :   :     :.:.                         
gi|370 EEEGAIVTVRGG----LRILSPDRKRRADEEEEYDEDEYEYDEEDRRRGRGSRGRGNGIE 
     270       280           290       300       310       320      
 
gi|370 ETICTASAKKNIGRNRSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAH 
         330       340       350       360       370       380      
 
>>gi|886967|emb|CAA59340.1| low molecular weight gluteni  (276 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 67.8  bits: 18.5 E():   83 
Smith-Waterman score: 46; 30.3% identity (63.6% similar) in 33 aa overlap (5-36:57-89) 
 
                                         10        20         30    
AAD-12                           DDAGFAALHAAWLQHALLIFPGQH-LSNDQQITF 
                                     :.  .  . :. : :.: :  .:..::  : 
gi|886 PIQQQPQPFPQQPPCSQQQQPPLSQQQQPPFSQQQPPFSQQELPILPQQPPFSQQQQPQF 
         30        40        50        60        70        80       
 
            40        50        60        70        80              
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA              
       ...                                                          
gi|886 SQQQQPFPQQQQPLLLQQPPFSQQRPPFSQQQQQPVLPQQPPFSQQQQQQPILPQQPPFS 
         90       100       110       120       130       140       
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.5  bits: 18.5 E():   86 
Smith-Waterman score: 46; 33.3% identity (57.1% similar) in 21 aa overlap (15-35:79-99) 
 
                               10        20        30        40     
AAD-12                 DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG 
                                     : .: :: : : .  . .: .          
gi|624 QSQQQCLQQPQHQFPQPTQQFPQRPLLPFTHPFLTFPDQLLPQPPHQSFPQPPQSYPQPP 
       50        60        70        80        90       100         
 
           50        60        70        80                         
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA                         
                                                                    
gi|624 LQPFPQPPQQKYPEQPQQPFPWQQPTIQLYLQQQLNPCKEFLLQQCRPVSLLSYLWSKIV 
      110       120       130       140       150       160         
 
>>gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triticum   (439 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.3  bits: 19.1 E():   88 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (20-30:103-113) 
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                          10        20        30        40          
AAD-12            DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|739 FLQQQQIPQQQIPQQHQIPQQPQQFPQQQQFPQQHQSPQQQFPQQQFPQQKLPQQEFPQQ 
             80        90       100       110       120       130   
 
      50        60        70        80                              
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMA                              
                                                                    
gi|739 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
            140       150       160       170       180       190   
 
>>gi|34851176|gb|AAP15200.1| profilin-like protein [Humu  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 17.4 E():   90 
Smith-Waterman score: 42; 33.3% identity (58.3% similar) in 24 aa overlap (43-66:15-38) 
 
             20        30        40        50        60        70   
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :. . : . .  ::.:  .: :       
gi|348                 MSWQAYVDDHLMCEIDGNHLSAAAIIGHDGSVWAQSAAFPQLKP 
                               10        20        30        40     
 
             80                                                     
AAD-12 KVIVGNMA                                                     
                                                                    
gi|348 EEVTGIMNDFNEPGTLAPTGLYLGGTKYMVIQGEPGAVIRGKKGAGGVTIKKTSQALIIG 
           50        60        70        80        90       100     
 
>>gi|46410859|gb|AAR98518.1| major latex allergen Hev b   (366 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 67.2  bits: 18.8 E():   90 
Smith-Waterman score: 47; 30.8% identity (56.4% similar) in 39 aa overlap (5-43:231-269) 
 
                                         10        20        30     
AAD-12                           DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     .:.:::  : . :  .   .:  . . :   
gi|464 ARKFVVENVAPLGLIPFIKQTSDNSTLFYELASLHAMKLPQILEKIQDGYLFPEFNYTVF 
              210       220       230       240       250       260 
 
           40        50        60        70        80               
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA               
       . :: :..:                                                    
gi|464 NYFGIIKEIIDAPGEHGFKYGDIACCGNSTYRGQACGFLDYEFCVCGNKTEYLFFDGTHN 
              270       280       290       300       310       320 
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 67.1  bits: 17.7 E():   90 
Smith-Waterman score: 43; 33.3% identity (62.5% similar) in 24 aa overlap (54-74:38-61) 
 
            30        40        50        60           70        80 
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ---HSPAEWDDMMKVIVGNMA 
                                     :.: . .:.    .:  ::.. ::       
gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKVAQAWAE 
        10        20        30        40        50        60        
 
gi|148 TRTPDCSLIHSDRCGENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQIVWAN 
        70        80        90       100       110       120        
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.1  bits: 18.0 E():   91 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (33-57:126-150) 
 
             10        20        30        40        50        60   
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ 
                                     ..:.:  . . .:: ..: . . ::      
gi|144 RAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVA 
         100       110       120       130       140       150      
 
             70        80                            
AAD-12 HSPAEWDDMMKVIVGNMA                            
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gi|144 ILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
         160       170       180       190       200 
 
>>gi|67975085|gb|AAY84563.1| group 18 allergen protein [  (462 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 66.9  bits: 19.1 E():   92 
Smith-Waterman score: 48; 22.8% identity (56.1% similar) in 57 aa overlap (9-65:320-366) 
 
                                     10        20        30         
AAD-12                       DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 
                                     :: :..     :  .:  .:.  ..... : 
gi|679 CVQIQAETNAFSITRDHDNTAIYAVYVHDNHAEWIS-----FEDRHTLGDKARNITEQ-G 
     290       300       310       320            330       340     
 
       40        50        60        70        80                   
AAD-12 AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA                   
            :: .. ..::  . :.  ...:                                  
gi|679 ----YGGMSVYTLSNEDVHGVCGDKNPLLHAINSNYFRGIVTEPTVVTVTPVTHTTEHVT 
               350       360       370       380       390          
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.9  bits: 18.0 E():   92 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (33-57:130-154) 
 
             10        20        30        40        50        60   
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ 
                                     ..:.:  . . .:: ..: . . ::      
gi|622 RAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVA 
     100       110       120       130       140       150          
 
             70        80                            
AAD-12 HSPAEWDDMMKVIVGNMA                            
                                                     
gi|622 ILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
     160       170       180       190       200     
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.5  bits: 17.7 E():   97 
Smith-Waterman score: 43; 22.2% identity (51.9% similar) in 54 aa overlap (5-58:118-171) 
 
                                         10        20        30     
AAD-12                           DDAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     .:...:.  .    .  .:....  . . : 
gi|249 YETYKFIPSLEASRSKQAYGATVARAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTA 
        90       100       110       120       130       140        
 
           40        50        60        70        80 
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA 
          ::    ::.  :: :   . :                       
gi|249 AAAGAATAAGGAATVAASRPTSAGGYKV                   
       150       160       170                        
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:34 2011 done: Fri Jan 21 00:02:34 2011 
 Total Scan time:  0.070 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 29  - 108 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
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       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     5     2:*= 
  32    20     8:=*=== 
  34    22    22:=====* 
  36    50    44:==========*== 
  38    68    73:================= * 
  40    85   102:======================   * 
  42   115   125:=============================  * 
  44   207   138:==================================*================= 
  46   125   140:================================  * 
  48   133   134:=================================* 
  50   112   122:============================  * 
  52    77   108:====================      * 
  54    72    92:==================    * 
  56    60    77:===============    * 
  58    71    63:===============*== 
  60    50    51:============* 
  62    38    41:==========* 
  64    57    33:========*====== 
  66    15    26:====  * 
  68    18    20:====* 
  70    28    16:===*=== 
  72    15    12:==*= 
  74    11    10:==* 
  76    19     8:=*=== 
  78     4     6:=* 
  80     1     5:=* 
  82     5     3:*= 
  84     2     3:* 
  86     0     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.95400.00333; mu= 6.9979 0.171 
 mean_var=40.453010.465, 0's: 2 Z-trim: 2  B-trim: 11 in 1/43 
 Lambda= 0.201650 
 Kolmogorov-Smirnov  statistic: 0.0394 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   63 23.5       1 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   59 22.3     2.2 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   60 22.6     4.2 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   61 22.9     7.1 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   57 21.7     9.3 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   60 22.6      10 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   52 20.3      12 
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gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   52 20.3      12 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   52 20.3      12 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   52 20.3      12 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   50 19.7      14 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   45 18.2      15 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   54 20.8      21 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   49 19.4      22 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   56 21.4      22 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   56 21.4      22 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   53 20.5      24 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   54 20.8      26 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   53 20.5      29 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   53 20.5      29 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   53 20.5      29 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   53 20.5      29 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   53 20.5      29 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   53 20.5      29 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   53 20.5      29 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   53 20.5      29 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   53 20.5      29 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 20.0      29 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   51 20.0      30 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 19.7      31 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   52 20.3      31 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 19.1      31 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 20.0      31 
gi|59895730|gb|AAX11262.1| pectin methylesterase a ( 339)   52 20.3      32 
gi|225810597|gb|ACO34813.1| Sal k 1 pollen allerge ( 339)   52 20.3      32 
gi|59895728|gb|AAX11261.1| pectin methylesterase a ( 339)   52 20.3      32 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   54 20.8      32 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   47 18.8      34 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   48 19.1      34 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   53 20.5      35 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   49 19.4      36 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   52 20.3      37 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 19.7      38 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 19.7      38 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   49 19.4      38 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   49 19.4      38 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   53 20.5      43 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   52 20.3      44 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 19.4      45 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   53 20.5      47 
gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full= (  85)   43 17.6      49 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   46 18.5      50 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 18.5      50 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   46 18.5      50 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   46 18.5      50 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 18.5      50 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   46 18.5      50 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   46 18.5      50 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   46 18.5      50 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   46 18.5      50 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   46 18.5      50 
gi|51242679|gb|AAT99258.1| pectin-methyltransferas ( 362)   50 19.7      51 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   46 18.5      51 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   49 19.4      52 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   44 17.9      53 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   44 17.9      53 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   50 19.7      53 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   50 19.7      53 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   50 19.7      53 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   50 19.7      54 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   49 19.4      55 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   48 19.1      56 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   48 19.1      57 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   48 19.1      60 
gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Ente ( 233)   47 18.8      60 
gi|62240392|gb|AAX77384.1| 11S globulin precursor  ( 523)   51 20.0      60 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   45 18.2      61 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   45 18.2      61 
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gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   45 18.2      61 
gi|15809696|gb|AAL07320.1| profilin [Litchi chinen ( 131)   44 17.9      61 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   44 17.9      61 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   44 17.9      61 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   44 17.9      61 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   44 17.9      61 
gi|11762104|gb|AAG40330.1|AF323974_1 major allerge ( 161)   45 18.2      62 
gi|5726304|gb|AAD48405.1|AF136945_1 major allergen ( 161)   45 18.2      62 
gi|11762102|gb|AAG40329.1|AF323973_1 major allerge ( 161)   45 18.2      62 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   48 19.1      64 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   44 17.9      66 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   51 20.0      67 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   50 19.7      67 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   51 20.0      69 
gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin pre ( 148)   44 17.9      69 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   42 17.3      71 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   48 19.1      72 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   44 17.9      74 
gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full= ( 131)   43 17.6      75 
gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 ( 131)   43 17.6      75 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   49 19.4      76 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   48 19.1      78 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   48 19.1      78 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   48 19.1      78 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   44 17.9      78 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   44 17.9      78 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   48 19.1      80 
gi|886967|emb|CAA59340.1| low molecular weight glu ( 276)   46 18.5      86 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   49 19.4      86 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   46 18.5      88 
gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triti ( 439)   48 19.1      91 
gi|34851176|gb|AAP15200.1| profilin-like protein [ ( 131)   42 17.3      91 
gi|46410859|gb|AAR98518.1| major latex allergen He ( 366)   47 18.8      93 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   44 17.9      93 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   44 17.9      95 
gi|67975085|gb|AAY84563.1| group 18 allergen prote ( 462)   48 19.1      95 
gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=M ( 175)   43 17.6      99 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  63  Z-score: 102.4  bits: 23.5 E():    1 
Smith-Waterman score: 63; 42.3% identity (61.5% similar) in 26 aa overlap (55-80:30-52) 
 
           30        40        50        60        70        80     
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW     
                                     :.  .:::.  ::. : :   ::. :     
gi|126  TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTKK--GNL-WEVKS 
                10        20        30        40          50        
 
gi|126 AKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
         60        70        80        90        
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  59  Z-score: 96.2  bits: 22.3 E():  2.2 
Smith-Waterman score: 59; 38.5% identity (61.5% similar) in 26 aa overlap (55-80:30-52) 
 
           30        40        50        60        70        80     
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW     
                                     :.  .:::.  ::. . :   ::. :     
gi|144  VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKS 
                10        20        30        40          50        
 
gi|144 SKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
         60        70        80        90       
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 91.4  bits: 22.6 E():  4.2 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (19-50:133-160) 
 
                           10        20        30        40         
AAD-12             DAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
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gi|221 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
            110       120       130       140           150         
 
       50        60        70        80                             
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAW                             
       :.                                                           
gi|221 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
      160       170       180       190       200       210         
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 87.2  bits: 22.9 E():  7.1 
Smith-Waterman score: 61; 38.7% identity (58.1% similar) in 31 aa overlap (20-50:108-138) 
 
                          10        20        30        40          
AAD-12            DAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA 
                                     : :  .. :.  :  :   :.:.  :::.: 
gi|259 YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIA 
        80        90       100       110       120       130        
 
      50        60        70        80                              
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAW                              
       :                                                            
gi|259 IPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGR 
       140       150       160       170       180       190        
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  57  Z-score: 85.1  bits: 21.7 E():  9.3 
Smith-Waterman score: 57; 25.7% identity (50.0% similar) in 70 aa overlap (10-74:33-102) 
 
                                    10        20         30         
AAD-12                      DAGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFGA 
                                     : .:: .. .  : :  . :: :   . :  
gi|273 MEHYLKTYLSWLTEEQKEKLKEMKEAGQTKAEIQHEVMHYYDQLHGEEKQQATEKLKVGC 
             10        20        30        40        50        60   
 
       40            50        60        70        80               
AAD-12 IERIGG--GD--IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW               
          . :  :.  .: . :::  :.  :.   . . :.. .                     
gi|273 KMLLKGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIF 
             70        80        90       100       110       120   
 
gi|273 GATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKELEAKILHYYDEL 
            130       140       150       160       170       180   
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 84.4  bits: 22.6 E():   10 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (19-50:131-158) 
 
                           10        20        30        40         
AAD-12             DAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|213 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
              110       120       130       140           150       
 
       50        60        70        80                             
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAW                             
       :.                                                           
gi|213 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
        160       170       180       190       200       210       
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.3  bits: 20.3 E():   12 
Smith-Waterman score: 52; 25.0% identity (59.1% similar) in 44 aa overlap (29-72:29-72) 
 
               10        20        30        40        50        60 
AAD-12 DAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSGLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
               70        80                                         
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AAD-12 QHSPAEWDDMMKVIVGNMAW                                         
       .:.  ::  : :                                                 
gi|400 EHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATYAP 
               70        80        90       100       110       120 
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.3  bits: 20.3 E():   12 
Smith-Waterman score: 52; 25.0% identity (59.1% similar) in 44 aa overlap (29-72:29-72) 
 
               10        20        30        40        50        60 
AAD-12 DAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 QHSPAEWDDMMKVIVGNMAW                                         
       .:.  ::  : :                                                 
gi|400 EHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATYAP 
               70        80        90       100       110       120 
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.3  bits: 20.3 E():   12 
Smith-Waterman score: 52; 25.0% identity (59.1% similar) in 44 aa overlap (29-72:29-72) 
 
               10        20        30        40        50        60 
AAD-12 DAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|117 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 QHSPAEWDDMMKVIVGNMAW                                         
       .:.  ::  : :                                                 
gi|117 EHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATYAP 
               70        80        90       100       110       120 
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.3  bits: 20.3 E():   12 
Smith-Waterman score: 52; 25.0% identity (59.1% similar) in 44 aa overlap (29-72:29-72) 
 
               10        20        30        40        50        60 
AAD-12 DAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 QHSPAEWDDMMKVIVGNMAW                                         
       .:.  ::  : :                                                 
gi|400 EHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATYAP 
               70        80        90       100       110       120 
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 81.8  bits: 19.7 E():   14 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (43-58:29-43) 
 
             20        30        40        50        60        70   
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105   CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
                 10        20        30         40        50        
 
             80                                   
AAD-12 VIVGNMAW                                   
                                                  
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
        60        70        80        90          
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 81.2  bits: 18.2 E():   15 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 789



 

 

Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (28-51:17-38) 
 
               10        20        30        40        50        60 
AAD-12 DAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                  ::.  : .. :. :. ::: .. :          
gi|217            LVSVEHQAARLKVAKAQQL--AAQLPAMCRLEGGDALSASQ         
                          10          20        30                  
 
               70        80 
AAD-12 QHSPAEWDDMMKVIVGNMAW 
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 78.8  bits: 20.8 E():   21 
Smith-Waterman score: 54; 25.6% identity (48.7% similar) in 39 aa overlap (29-67:191-229) 
 
                 10        20        30        40        50         
AAD-12   DAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ::..   .:   :  : :..   .. :    
gi|320 KEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDP 
              170       180       190       200       210       220 
 
       60        70        80                                       
AAD-12 VRQHSPAEWDDMMKVIVGNMAW                                       
       : . . : :                                                    
gi|320 VISFKTALWFWMTPQSPKPSCHNVITGRWTPSAADRAAGRLPGYGVITNIINGGIECGKG 
              230       240       250       260       270       280 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.5  bits: 19.4 E():   22 
Smith-Waterman score: 49; 36.4% identity (72.7% similar) in 22 aa overlap (1-22:20-41) 
 
                                  10        20        30        40  
AAD-12                    DAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                          :.. :.: : . .:..: : .:                    
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQE 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW                      
                                                                    
gi|217 IQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLV 
               70        80        90       100       110       120 
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 78.5  bits: 21.4 E():   22 
Smith-Waterman score: 56; 30.3% identity (50.0% similar) in 66 aa overlap (4-69:241-292) 
 
                                          10        20        30    
AAD-12                            DAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     :...   .::::. .        :.: .   
gi|112 YQQQQGSRPHYRQISPRVRGDEQENEGSNIFSGFAQEFLQHAFQV--------DRQTVEN 
              220       230       240       250               260   
 
            40        50        60        70        80              
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW              
        : :  ::   : ::...     : .:  :: : :.                         
gi|112 LR-GENEREEQGAIVTVK-----GGLRILSPDEEDESSRSPPSRREEFDEDRSRPQQRGK 
             270            280       290       300       310       
 
gi|112 YDENRRGYKNGIEETICSASVKKNLGRSSNPDIYNPQAGSLRSVNELDLPILGWLGLSAQ 
        320       330       340       350       360       370       
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 78.2  bits: 21.4 E():   22 
Smith-Waterman score: 56; 40.6% identity (56.2% similar) in 32 aa overlap (21-50:153-184) 
 
                         10        20        30          40         
AAD-12           DAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK--RFGAIERIGGGDIV 
                                     ::.   .::  : .  :    .::  ::.: 
gi|258 QGQQEQQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVV 
            130       140       150       160       170       180   
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       50        60        70        80                             
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAW                             
       ::                                                           
gi|258 AIPAGVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQ 
            190       200       210       220       230       240   
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 77.5  bits: 20.5 E():   24 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (8-51:194-239) 
 
                                      10        20         30       
AAD-12                        DAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|261 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
           170       180       190       200       210       220    
 
         40         50        60        70        80                
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW                
       .:.:: .::.. :..:                                             
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 76.9  bits: 20.8 E():   26 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (54-69:89-105) 
 
            30        40        50         60        70        80   
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAW   
                                     :.::: : : .::.: .              
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       60        70        80        90       100       110         
 
gi|114 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      120       130       140       150       160       170         
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.2  bits: 20.5 E():   29 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (8-51:230-275) 
 
                                      10        20         30       
AAD-12                        DAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|268 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
         40         50        60        70        80                
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW                
       .:.:: .::.. :..:                                             
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.2  bits: 20.5 E():   29 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (8-51:230-275) 
 
                                      10        20         30       
AAD-12                        DAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|270 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
         40         50        60        70        80                
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW                
       .:.:: .::.. :..:                                             
gi|270 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPDRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.2  bits: 20.5 E():   29 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (8-51:230-275) 
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                                      10        20         30       
AAD-12                        DAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLANIYPYFTYADNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
         40         50        60        70        80                
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW                
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.2  bits: 20.5 E():   29 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (8-51:230-275) 
 
                                      10        20         30       
AAD-12                        DAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSSXSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
         40         50        60        70        80                
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW                
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.2  bits: 20.5 E():   29 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (8-51:230-275) 
 
                                      10        20         30       
AAD-12                        DAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
         40         50        60        70        80                
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW                
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.2  bits: 20.5 E():   29 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (8-51:230-275) 
 
                                      10        20         30       
AAD-12                        DAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLTNIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
         40         50        60        70        80                
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW                
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.2  bits: 20.5 E():   29 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (8-51:230-275) 
 
                                      10        20         30       
AAD-12                        DAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|327 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
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         40         50        60        70        80                
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW                
       .:.:: .::.. :..:                                             
gi|327 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.2  bits: 20.5 E():   29 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (8-51:230-275) 
 
                                      10        20         30       
AAD-12                        DAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|118 GFLSSIRSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
         40         50        60        70        80                
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW                
       .:.:: .::.. :..:                                             
gi|118 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 76.2  bits: 20.5 E():   29 
Smith-Waterman score: 53; 26.1% identity (69.6% similar) in 46 aa overlap (8-51:230-275) 
 
                                      10        20         30       
AAD-12                        DAGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
         40         50        60        70        80                
AAD-12 GAIERIGGGDI-VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW                
       .:.:: .::.. :..:                                             
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 76.1  bits: 20.0 E():   29 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (43-58:181-195) 
 
             20        30        40        50        60        70   
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
             80                                    
AAD-12 VIVGNMAW                                    
                                                   
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 75.8  bits: 20.0 E():   30 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (43-73:192-222) 
 
             20        30        40        50        60         70  
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : : ..  
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
              80                                   
AAD-12 KVIVGNMAW                                   
       .:                                          
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
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 initn:  46 init1:  46 opt:  50  Z-score: 75.7  bits: 19.7 E():   31 
Smith-Waterman score: 50; 40.0% identity (72.0% similar) in 25 aa overlap (47-71:9-29) 
 
         20        30        40        50        60        70       
AAD-12 LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG 
                                     :::.....: .    :.:: .:: :      
gi|144                       MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMV 
                                     10            20        30     
 
         80                                                         
AAD-12 NMAW                                                         
                                                                    
gi|144 DQIVKSLTTKKELDPFKIEQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKID 
           40        50        60        70        80        90     
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.7  bits: 20.3 E():   31 
Smith-Waterman score: 67; 18.9% identity (64.9% similar) in 74 aa overlap (5-78:232-298) 
 
                                         10        20        30     
AAD-12                           DAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 
                                     ::.:.  . :....   :. ...: : .   
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIHS--VVHSIIMQQQQQQQQQQGIDIFL 
             210       220       230         240       250          
 
           40        50        60        70        80               
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW               
        ..  :..: :..:     ...: .. ..::. . . .... ..                 
gi|170 PLSQHEQVGQGSLV-----QGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSIMR 
     260       270            280       290       300       310     
 
gi|170 APFASIVAGIGGQ 
          320        
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 75.6  bits: 19.1 E():   31 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (51-67:2-19) 
 
               30        40        50         60        70          
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD-GTVRQHSPAEWDDMMKVIVGNMA 
                                     ..: .: :.. ..::.::             
gi|250                              PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPF 
                                            10        20        30  
 
      80                                                            
AAD-12 W                                                            
                                                                    
gi|250 PRCRALVKSQCAGGQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDK 
              40        50        60        70        80        90  
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 75.6  bits: 20.0 E():   31 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (43-58:199-213) 
 
             20        30        40        50        60        70   
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
             80                                    
AAD-12 VIVGNMAW                                    
                                                   
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|59895730|gb|AAX11262.1| pectin methylesterase aller  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.4  bits: 20.3 E():   32 
Smith-Waterman score: 52; 37.5% identity (62.5% similar) in 24 aa overlap (3-26:247-270) 
 
                                           10        20        30   
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AAD-12                             DAGFAALHAAWLQHALLIFPGQHLSNDQQITF 
                                     : : :  ::.. : ..:   .::.       
gi|598 PMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCNLSDAVKPEG 
        220       230       240       250       260       270       
 
             40        50        60        70        80             
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW             
                                                                    
gi|598 WSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYIEAAKWLLPP 
        280       290       300       310       320       330       
 
>>gi|225810597|gb|ACO34813.1| Sal k 1 pollen allergen [S  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.4  bits: 20.3 E():   32 
Smith-Waterman score: 52; 37.5% identity (62.5% similar) in 24 aa overlap (3-26:247-270) 
 
                                           10        20        30   
AAD-12                             DAGFAALHAAWLQHALLIFPGQHLSNDQQITF 
                                     : : :  ::.. : ..:   .::.       
gi|225 PMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCNLSDAVKPEG 
        220       230       240       250       260       270       
 
             40        50        60        70        80             
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW             
                                                                    
gi|225 WSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYIEAAKWLPPP 
        280       290       300       310       320       330       
 
>>gi|59895728|gb|AAX11261.1| pectin methylesterase aller  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.4  bits: 20.3 E():   32 
Smith-Waterman score: 52; 37.5% identity (62.5% similar) in 24 aa overlap (3-26:247-270) 
 
                                           10        20        30   
AAD-12                             DAGFAALHAAWLQHALLIFPGQHLSNDQQITF 
                                     : : :  ::.. : ..:   .::.       
gi|598 PMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCNLSDAVKPEG 
        220       230       240       250       260       270       
 
             40        50        60        70        80             
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW             
                                                                    
gi|598 WSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYIEAAKWLPPP 
        280       290       300       310       320       330       
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 75.3  bits: 20.8 E():   32 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (54-69:119-135) 
 
            30        40        50         60        70        80   
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAW   
                                     :.::: : : .::.: .              
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       90       100       110       120       130       140         
 
gi|476 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      150       160       170       180       190       200         
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 75.0  bits: 18.8 E():   34 
Smith-Waterman score: 47; 28.6% identity (68.6% similar) in 35 aa overlap (29-62:93-127) 
 
                 10        20        30         40        50        
AAD-12   DAGFAALHAAWLQHALLIFPGQHLSNDQQITFA-KRFGAIERIGGGDIVAISNVKADG 
                                     :  :. :.   :....: :.:. ..: .   
gi|121 FKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVT 
             70        80        90       100       110       120   
 
        60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAW 
       .::..                   
gi|121 SVRSYKRI                
            130                
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>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 74.9  bits: 19.1 E():   34 
Smith-Waterman score: 48; 25.6% identity (62.8% similar) in 43 aa overlap (10-52:78-119) 
 
                                    10        20        30          
AAD-12                      DAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ....  .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
      40        50        60        70        80              
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW              
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 74.7  bits: 20.5 E():   35 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (26-46:330-350) 
 
                    10        20        30        40        50      
AAD-12      DAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|149 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
          60        70        80                                    
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAW                                    
                                                                    
gi|149 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 74.4  bits: 19.4 E():   36 
Smith-Waterman score: 49; 29.3% identity (51.7% similar) in 58 aa overlap (12-69:63-116) 
 
                                  10        20        30        40  
AAD-12                    DAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|833 HHQTYVNGLNAALEAQKKAAEANDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
             40        50        60        70           80          
 
              50        60        70        80                      
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW                      
        ::: :     .::    :  :  .. :                                 
gi|833 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
       90       100       110       120       130       140         
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.1  bits: 20.3 E():   37 
Smith-Waterman score: 52; 26.1% identity (60.9% similar) in 46 aa overlap (11-54:117-160) 
 
                                   10          20        30         
AAD-12                     DAGFAALHAAWL--QHALLIFPGQHLSNDQQITFAKRFGA 
                                     :.  :. ..:.  :..   .. :.  : .  
gi|113 IYMVTSDQDDDVVNPKEGTLRFGATQDRPLWIIFQRDMIIYLQQEMVVTSDKTIDGRGAK 
         90       100       110       120       130       140       
 
       40        50        60        70        80                   
AAD-12 IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW                   
       .: . ::  ... :::                                             
gi|113 VELVYGG--ITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGDAIHVTGSS 
        150         160       170       180       190       200     
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 74.0  bits: 19.7 E():   38 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (43-58:198-212) 
 
             20        30        40        50        60        70   
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
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                                     : :::::. ..:  :.               
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
             80                                    
AAD-12 VIVGNMAW                                    
                                                   
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
        230       240       250       260          
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 74.0  bits: 19.7 E():   38 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (43-58:198-212) 
 
             20        30        40        50        60        70   
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
             80                                    
AAD-12 VIVGNMAW                                    
                                                   
gi|115 RKDSDKPIKGPITVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
        230       240       250       260          
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 74.0  bits: 19.4 E():   38 
Smith-Waterman score: 49; 29.3% identity (51.7% similar) in 58 aa overlap (12-69:74-127) 
 
                                  10        20        30        40  
AAD-12                    DAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|164 HHQTYVNGLNAALEAQKKAAEATDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
            50        60        70        80           90           
 
              50        60        70        80                      
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW                      
        ::: :     .::    :  :  .. :                                 
gi|164 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
     100       110       120       130       140       150          
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.9  bits: 19.4 E():   38 
Smith-Waterman score: 49; 33.3% identity (57.1% similar) in 21 aa overlap (9-29:10-30) 
 
                10        20        30        40        50          
AAD-12  DAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV 
                :::.      ::: :  ....                               
gi|944 MKTLGVLFIAAWFIACTHSFPGAHDEDSKEERKNVDTVLVLPSIERDQMMAATFDFPSLS 
               10        20        30        40        50        60 
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 73.1  bits: 20.5 E():   43 
Smith-Waterman score: 53; 26.9% identity (58.2% similar) in 67 aa overlap (1-66:332-392) 
 
                                             10         20          
AAD-12                               DAGFAALHAAWLQH-ALLIFPGQHLSNDQQ 
                                     : . :  :.  .:. ..:.:   : :..:: 
gi|572 ASLEGLSPHVPLYKVMEGNEPCFFTTFFSWDPAKAIAHGNSFQKKVMLLFGVGHASENQQ 
             310       320       330       340       350       360  
 
      30        40        50        60        70        80          
AAD-12 ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW          
            ::.. .. ::.   : . .  ...  . :::.                        
gi|572 -----RFNGTNQ-GGATQRASALAALNSAFSSSSPAKSSSAPRSAGKSPGSQRAAAIAAL 
                   370       380       390       400       410      
 
gi|572 SSALSAEKKQPPEGGSPLRLSRTSSVDAIAPGNEVSTAEIEDSKEVPERKEIETVEPAET 
         420       430       440       450       460       470      
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>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.9  bits: 20.3 E():   44 
Smith-Waterman score: 52; 25.0% identity (65.6% similar) in 32 aa overlap (19-50:117-148) 
 
                           10        20        30        40         
AAD-12             DAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : :.. .....  :  .   ....  :::. 
gi|303 APKLYYVTQGRGILGVLMPGCPETFQSMSQFQGSREQEEERGRFQDQHQKVHHLKKGDII 
         90       100       110       120       130       140       
 
       50        60        70        80                             
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAW                             
       ::                                                           
gi|303 AIPAGVALWCYNDGDEDLVTVLVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLR 
        150       160       170       180       190       200       
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 72.6  bits: 19.4 E():   45 
Smith-Waterman score: 49; 28.1% identity (53.1% similar) in 32 aa overlap (43-73:192-222) 
 
             20        30        40        50        60         70  
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|168 CKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGDVVAV-DIKEKGKDKWTELKESWGAVW 
             170       180       190        200       210       220 
 
              80                                   
AAD-12 KVIVGNMAW                                   
       ..                                          
gi|168 RIDTPDKLTGPFTVRYTTEGGTKSEFEDVIPEGWKADTSYSAK 
              230       240       250       260    
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 72.4  bits: 20.5 E():   47 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (26-46:330-350) 
 
                    10        20        30        40        50      
AAD-12      DAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|169 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
          60        70        80                                    
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAW                                    
                                                                    
gi|169 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full=Polc  (85 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 72.0  bits: 17.6 E():   49 
Smith-Waterman score: 43; 36.6% identity (46.3% similar) in 41 aa overlap (34-74:17-54) 
 
            10        20        30        40        50        60    
AAD-12 FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS 
                                     ::: :    : : : :    .:  :. . . 
gi|144               MADDHPQDKAERERIFKRFDAN---GDGKISAAELGEALKTLGSIT 
                             10        20           30        40    
 
            70        80                          
AAD-12 PAEWDDMMKVIVGNMAW                          
       : :   ::  :                                
gi|144 PDEVKHMMAEIDTDGDGFISFQEFTDFGRANRGLLKDVAKIF 
            50        60        70        80      
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (10-52:77-118) 
 
                                    10        20        30          
AAD-12                      DAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
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gi|402 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
         50        60        70        80        90        100      
 
      40        50        60        70        80              
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW              
          :::.:: ::.                                          
gi|402 AAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
         110       120       130       140       150          
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (43-52:109-118) 
 
             20        30        40        50        60        70   
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
             80              
AAD-12 VIVGNMAW              
                             
gi|534 KAEALFRAVESYLLAHSDAYN 
      140       150          
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (10-52:78-119) 
 
                                    10        20        30          
AAD-12                      DAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|730 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
      40        50        60        70        80              
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW              
          :::.:: ::.                                          
gi|730 AAPGGGSIVKISSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 46; 23.3% identity (62.8% similar) in 43 aa overlap (10-52:78-119) 
 
                                    10        20        30          
AAD-12                      DAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :... .   ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLE-KVSHELKIV 
        50        60        70        80        90        100       
 
      40        50        60        70        80              
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW              
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (43-52:110-119) 
 
             20        30        40        50        60        70   
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
             80              
AAD-12 VIVGNMAW              
                             
gi|534 KAEALFRAVESYLLAHSDAYN 
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     140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (10-52:78-119) 
 
                                    10        20        30          
AAD-12                      DAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
      40        50        60        70        80              
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW              
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (10-52:78-119) 
 
                                    10        20        30          
AAD-12                      DAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
      40        50        60        70        80              
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW              
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (10-52:78-119) 
 
                                    10        20        30          
AAD-12                      DAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
      40        50        60        70        80              
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW              
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (10-52:78-119) 
 
                                    10        20        30          
AAD-12                      DAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
      40        50        60        70        80              
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW              
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (10-52:78-119) 
 
                                    10        20        30          
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AAD-12                      DAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
      40        50        60        70        80              
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW              
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|51242679|gb|AAT99258.1| pectin-methyltransferase pr  (362 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 71.7  bits: 19.7 E():   51 
Smith-Waterman score: 50; 37.5% identity (62.5% similar) in 24 aa overlap (3-26:270-293) 
 
                                           10        20        30   
AAD-12                             DAGFAALHAAWLQHALLIFPGQHLSNDQQITF 
                                     : : :  ::.. : ..:   .::.       
gi|512 PMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFDAARVVFSYCNLSDAAKPEG 
     240       250       260       270       280       290          
 
             40        50        60        70        80             
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW             
                                                                    
gi|512 WSDNNKPEAQKTILFGEYKNTGPGAAPDKRAPYTKQLTEADAKTFTSLEYIEAAKWLLPP 
     300       310       320       330       340       350          
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 46; 32.3% identity (58.1% similar) in 31 aa overlap (53-80:38-65) 
 
             30        40        50        60           70          
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ---HSPAEWDDMMKVIVGNMA 
                                     :.: . .:.    .:  ::.. ::    .: 
gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKV---AQA 
        10        20        30        40        50        60        
 
      80                                                            
AAD-12 W                                                            
       :                                                            
gi|148 WAETRTPDCSLIHSDRCGENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQIV 
           70        80        90       100       110       120     
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.5  bits: 19.4 E():   52 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (11-42:157-188) 
 
                                   10        20        30        40 
AAD-12                     DAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
        130       140       150       160       170       180       
 
               50        60        70        80                     
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW                     
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
        190       200       210       220       230       240       
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.4  bits: 17.9 E():   53 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (28-46:35-53) 
 
                  10        20        30        40        50        
AAD-12    DAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
        60        70        80                          
AAD-12 TVRQHSPAEWDDMMKVIVGNMAW                          
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gi|730 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.4  bits: 17.9 E():   53 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (28-46:35-53) 
 
                  10        20        30        40        50        
AAD-12    DAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
        60        70        80                          
AAD-12 TVRQHSPAEWDDMMKVIVGNMAW                          
                                                        
gi|191 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 71.4  bits: 19.7 E():   53 
Smith-Waterman score: 50; 24.4% identity (55.6% similar) in 45 aa overlap (32-75:103-147) 
 
              10        20        30         40        50        60 
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|129 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
               70        80                                         
AAD-12 QHSPAEWDDMMKVIVGNMAW                                         
       .: :: ::   : ..                                              
gi|129 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 71.4  bits: 19.7 E():   53 
Smith-Waterman score: 50; 24.4% identity (55.6% similar) in 45 aa overlap (32-75:103-147) 
 
              10        20        30         40        50        60 
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|119 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
               70        80                                         
AAD-12 QHSPAEWDDMMKVIVGNMAW                                         
       .: :: ::   : ..                                              
gi|119 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 71.4  bits: 19.7 E():   53 
Smith-Waterman score: 50; 24.4% identity (55.6% similar) in 45 aa overlap (32-75:103-147) 
 
              10        20        30         40        50        60 
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|309 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
               70        80                                         
AAD-12 QHSPAEWDDMMKVIVGNMAW                                         
       .: :: ::   : ..                                              
gi|309 DHPPASWDWRKKGVITQVKYQGGCGSGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 71.2  bits: 19.7 E():   54 
Smith-Waterman score: 50; 26.8% identity (51.2% similar) in 41 aa overlap (15-51:190-230) 
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                               10        20            30        40 
AAD-12                 DAGFAALHAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::  .  :    ::.  
gi|215 NKPVIFTKSNLAKSPELDAKMYDICYSTAAAPIYFPPHHFVTHTSNGARYEFNLVDGAVA 
     160       170       180       190       200       210          
 
               50        60        70        80                     
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW                     
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.0  bits: 19.4 E():   55 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (11-42:176-207) 
 
                                   10        20        30        40 
AAD-12                     DAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
         150       160       170       180       190       200      
 
               50        60        70        80                     
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW                     
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
         210       220       230       240       250       260      
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 70.9  bits: 19.1 E():   56 
Smith-Waterman score: 48; 28.1% identity (53.1% similar) in 32 aa overlap (43-73:198-228) 
 
             20        30        40        50        60         70  
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|249 CKYPDGTKPTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIELKESWGAIW 
       170       180       190       200        210       220       
 
              80                                   
AAD-12 KVIVGNMAW                                   
       ..                                          
gi|249 RIDTPDKLTGPFTVRYTTEGGTKAEFEDVIPEGWKADTHDASK 
        230       240       250       260          
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.8  bits: 19.1 E():   57 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (19-29:90-100) 
 
                           10        20        30        40         
AAD-12             DAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
       50        60        70        80                             
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAW                             
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 48; 23.2% identity (51.8% similar) in 56 aa overlap (11-66:150-202) 
 
                                   10        20        30        40 
AAD-12                     DAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. .::   .:. ::. 
gi|219 VLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSCHVMQQQCCQQLSQIPEQSRYDAIR 
     120       130       140       150       160       170          
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               50        60        70        80                     
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW                     
        :       : . . .:  .:..: .                                   
gi|219 AI---TYSIILQEQQQGQSQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQ 
     180          190       200       210       220       230       
 
>>gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Enteroto  (233 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 70.4  bits: 18.8 E():   60 
Smith-Waterman score: 47; 23.3% identity (51.2% similar) in 43 aa overlap (8-47:44-85) 
 
                                      10           20        30     
AAD-12                        DAGFAALHAAWLQHALLI---FPGQHLSNDQQITFAK 
                                     :  .:::..:.   :  .   ::  . : . 
gi|163 KKSELQGTALGNLKQIYYYNEKAKTENKESHDQFLQHTILFKGFFTDHSWYNDLLVDFDS 
            20        30        40        50        60        70    
 
           40        50        60        70        80               
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW               
       .   ...  :  .                                                
gi|163 K-DIVDKYKGKKVDLYGAYYGYQCAGGTPNKTACMYGGVTLHDNNRLTEEKKVPINLWLD 
             80        90       100       110       120       130   
 
>>gi|62240392|gb|AAX77384.1| 11S globulin precursor [Sin  (523 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 70.4  bits: 20.0 E():   60 
Smith-Waterman score: 51; 30.0% identity (63.3% similar) in 30 aa overlap (21-49:173-202) 
 
                         10        20         30        40          
AAD-12           DAGFAALHAAWLQHALLIFPGQHLSNDQ-QITFAKRFGAIERIGGGDIVA 
                                     ::. ...: :  :   .  .:..  ::..: 
gi|622 QQGQQGQQGQQQGQQGQQGQQGQQGQQGQQGQQGQQQQGQQGFRDMYQKVEHVRHGDVIA 
            150       160       170       180       190       200   
 
      50        60        70        80                              
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAW                              
                                                                    
gi|622 NTPGSAHWIYNTGDKPLVIISLLDIANYQNQLDRNPRVFRLAGNNPQGGFGGPQQQQPQQ 
            210       220       230       240       250       260   
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 45; 33.3% identity (57.8% similar) in 45 aa overlap (37-74:52-96) 
 
         10        20        30        40        50                 
AAD-12 LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK--ADGT-----V 
                                     :.:..:. :.  . : ::   ::.     : 
gi|602 AFVLDADNLIPKIAPQAVKSTEILEGDGGVGTIKKINFGEGSTYSYVKHKIDGVDKDNFV 
              30        40        50        60        70        80  
 
      60        70        80                                        
AAD-12 RQHSPAEWDDMMKVIVGNMAW                                        
        :.:  : : . ..:                                              
gi|602 YQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISHYHTKGDVEIKEEHVKAGKEKAS 
              90       100       110       120       130       140  
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 45; 24.4% identity (61.0% similar) in 41 aa overlap (12-52:80-119) 
 
                                  10        20        30        40  
AAD-12                    DAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :. :.    ....  .   
gi|730 GPGTIKKITFSEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLG-DKLEKVSHELKIVAA 
      50        60        70        80        90        100         
 
              50        60        70        80              
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW              
        :::.:: ::.                                          
gi|730 PGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      110       120       130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
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 initn:  43 init1:  43 opt:  45  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 45; 23.3% identity (60.5% similar) in 43 aa overlap (10-52:78-119) 
 
                                    10        20        30          
AAD-12                      DAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
      40        50        60        70        80              
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW              
          :::..: ::.                                          
gi|167 AAPGGGSVVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|15809696|gb|AAL07320.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 70.2  bits: 17.9 E():   61 
Smith-Waterman score: 44; 25.0% identity (58.9% similar) in 56 aa overlap (2-55:45-100) 
 
                                            10        20        30  
AAD-12                              DAGFAALHAAWLQHALLIFPGQHLSNDQQIT 
                                     : .::.   . . . :   : ::.. . .. 
gi|158 TDGQHLTAAAIIGHDGSVWAQSANFPQFKPAEIAAIMKDFDEPGSLAPTGLHLGGTKYMV 
           20        30        40        50        60        70     
 
              40          50        60        70        80       
AAD-12 FAKRFGAIER--IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW       
       .  . ::. :   : : :.. ....:                                
gi|158 IQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL 
           80        90       100       110       120       130  
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.2  bits: 17.9 E():   61 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (42-63:15-36) 
 
              20        30        40        50        60        70  
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|604                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
              80                                                    
AAD-12 KVIVGNMAW                                                    
                                                                    
gi|604 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.2  bits: 17.9 E():   61 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (42-63:15-36) 
 
              20        30        40        50        60        70  
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|218                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
              80                                                    
AAD-12 KVIVGNMAW                                                    
                                                                    
gi|218 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.2  bits: 17.9 E():   61 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (42-63:15-36) 
 
              20        30        40        50        60        70  
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|144                 MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
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                               10        20        30        40     
 
              80                                                    
AAD-12 KVIVGNMAW                                                    
                                                                    
gi|144 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.2  bits: 17.9 E():   61 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (42-63:15-36) 
 
              20        30        40        50        60        70  
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|288                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
              80                                                    
AAD-12 KVIVGNMAW                                                    
                                                                    
gi|288 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|11762104|gb|AAG40330.1|AF323974_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (8-52:77-120) 
 
                                      10        20         30       
AAD-12                        DAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
         40        50        60        70        80              
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW              
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|5726304|gb|AAD48405.1|AF136945_1 major allergen Cor  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (8-52:77-120) 
 
                                      10        20         30       
AAD-12                        DAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|572 GNGGPGTIKKITFAEGNEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
         40        50        60        70        80              
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW              
       .:  . :::.:. :..                                          
gi|572 AAAPH-GGGSILKITSKYHTKGNASINEEEIKAGKEKAAGLFKAVEAYLLAHPDAYC 
         110        120       130       140       150       160  
 
>>gi|11762102|gb|AAG40329.1|AF323973_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (8-52:77-120) 
 
                                      10        20         30       
AAD-12                        DAGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
         40        50        60        70        80              
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW              
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
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>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 69.8  bits: 19.1 E():   64 
Smith-Waterman score: 48; 25.7% identity (60.0% similar) in 35 aa overlap (39-69:81-115) 
 
       10        20        30        40            50        60     
AAD-12 AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV----AISNVKADGTVRQHSP 
                                     :  .: :...     :. .:  :.:..  : 
gi|324 NFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFP 
               60        70        80        90       100       110 
 
           70        80                                             
AAD-12 AEWDDMMKVIVGNMAW                                             
       .:. .                                                        
gi|324 SEFGNDVDRSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASS 
              120       130       140       150       160       170 
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.7  bits: 17.9 E():   66 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (42-64:15-37) 
 
              20        30        40        50        60        70  
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : : .... . .  ::.:  .::        
gi|100                 MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKP 
                               10        20        30        40     
 
              80                                                    
AAD-12 KVIVGNMAW                                                    
                                                                    
gi|100 EENAGIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILG 
           50        60        70        80        90       100     
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  49 init1:  49 opt:  51  Z-score: 69.6  bits: 20.0 E():   67 
Smith-Waterman score: 51; 29.4% identity (82.4% similar) in 17 aa overlap (61-77:535-551) 
 
               40        50        60        70        80           
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW           
                                     .:.:   :...:...:.              
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
gi|331 KEGCFSEEGPKLVAAAQAALV 
          570       580      
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  49 init1:  49 opt:  50  Z-score: 69.5  bits: 19.7 E():   67 
Smith-Waterman score: 51; 28.3% identity (56.7% similar) in 60 aa overlap (16-74:186-244) 
 
                              10        20        30        40      
AAD-12                DAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGG 
                                     .... :.: :: .. : : : .   .   . 
gi|215 KKRPIVYECAEISWKVMNNGDVFILLVPNFVFVWTGKH-SNRMERTTAIRVANDLKSELN 
         160       170       180       190        200       210     
 
          50         60        70        80                         
AAD-12 DIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAW                         
        .   : .  ::  :.: : ::.: . :..                               
gi|215 RFKLSSVILEDGKEVEQTSGAEYDAFNKALSLDKKDIDLKQMPKGYDYAASDKSFESHER 
          220       230       240       250       260       270     
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  49 init1:  49 opt:  51  Z-score: 69.3  bits: 20.0 E():   69 
Smith-Waterman score: 51; 29.4% identity (82.4% similar) in 17 aa overlap (61-77:558-574) 
 
               40        50        60        70        80           
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW           
                                     .:.:   :...:...:.              
gi|668 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
       530       540       550       560       570       580        
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gi|668 KEGCFSEEGPKLVAAAQAALV 
       590       600         
 
>>gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin precurs  (148 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.3  bits: 17.9 E():   69 
Smith-Waterman score: 44; 21.2% identity (54.5% similar) in 33 aa overlap (48-80:25-57) 
 
        20        30        40        50        60        70        
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     :. ..:  .:  ...   ::.. .  .    
gi|538       MARFTIVLAVLFAAALVSASAHKTVVTTSVAEEGEEENQRGCEWESRQCQMRHC 
                     10        20        30        40        50     
 
        80                                                          
AAD-12 MAW                                                          
       : :                                                          
gi|538 MQWMRSMRGQYEESFLRSAEANQGQFEHFRECCNELRDVKSHCRCEALRCMMRQMQQEYG 
           60        70        80        90       100       110     
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.1  bits: 17.3 E():   71 
Smith-Waterman score: 42; 37.5% identity (62.5% similar) in 24 aa overlap (28-51:79-100) 
 
                  10        20        30        40        50        
AAD-12    DAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .  :       
gi|897 QQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQL--AAQLPAMCRLEGGDALLASQ      
       50        60        70        80          90       100       
 
        60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAW 
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.9  bits: 19.1 E():   72 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (19-29:90-100) 
 
                           10        20        30        40         
AAD-12             DAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
       50        60        70        80                             
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAW                             
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 44; 24.5% identity (50.0% similar) in 98 aa overlap (1-80:38-135) 
 
                                             10         20          
AAD-12                               DAGFAALHAAW-LQHALLIFPGQHLSNDQQ 
                                     :  .:...:   .: :.  : :. :.. .  
gi|250 LCVAAAMAGPSGDQIAAAKASWNTVKNNQVDILYAVFKANPDIQTAFSQFAGKDLDSIKG 
        10        20        30        40        50        60        
 
      30                40        50         60            70       
AAD-12 IT-FAKR-------FGAIERIGGGDIVAISNV-KADGTVRQH----SPAEWDDMMKVIV- 
          :.:.       :. .  . :.:  . . . ::    ..:    :::. :.. : .:  
gi|250 TPDFSKHAGRVVGLFSEVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVV 
        70        80        90       100       110       120        
 
             80                        
AAD-12 ---GNMAW                        
          :   :                        
gi|250 YLKGATKWDSAVESSWAPVLDFVFSTLKNEL 
       130       140       150         
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>>gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.6  bits: 17.6 E():   75 
Smith-Waterman score: 43; 24.5% identity (58.5% similar) in 53 aa overlap (5-55:48-100) 
 
                                         10        20        30     
AAD-12                           DAGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 
                                     ::.   . . . :   : ::.. . ...   
gi|144 HRLTAAAIIGHDGSVWAQSSSFPQFKSDEVAAIMKDFDEPGSLAPTGLHLGSTKYMVIQG 
        20        30        40        50        60        70        
 
           40          50        60        70        80       
AAD-12 RFGAIER--IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW       
       . ::. :   :.: :.. .. .:                                
gi|144 EPGAVIRGKKGSGGITVKKTSQALIIGIYDEPLTPGQCNMIVERLGDYLLEQGM 
        80        90       100       110       120       130  
 
>>gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 [Ch  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 17.6 E():   75 
Smith-Waterman score: 43; 33.3% identity (62.5% similar) in 24 aa overlap (42-65:15-38) 
 
              20        30        40        50        60        70  
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :. . . . .  ::::  .::.       
gi|294                 MSWQTYVDDHLMCDIEGNHLSSAAILGHDGTVWAQSPSFPQLKP 
                               10        20        30        40     
 
              80                                                    
AAD-12 KVIVGNMAW                                                    
                                                                    
gi|294 EEVSAIMKDFNEPGSLAPTGLHLGGTKYMVIQGEPGDVIRGKKGPGGVTIKKTNQALIIG 
           50        60        70        80        90       100     
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 68.5  bits: 19.4 E():   76 
Smith-Waterman score: 49; 38.1% identity (66.7% similar) in 21 aa overlap (51-71:216-232) 
 
               30        40        50        60        70        80 
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     :... :: :    :..::: .          
gi|253 GHPTHLEHSSTNPNSFHYEHNIVSPSSIHPSTAHFDGEV----PSQWDDSLGHGASTPKV 
         190       200       210       220           230       240  
 
gi|253 RTPSHHVSSNPWAEINEPTGGDNDNLAPVTRPRKPARARRQKKEPRKLSDASQGARSSST 
             250       260       270       280       290       300  
 
>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 68.3  bits: 19.1 E():   78 
Smith-Waterman score: 48; 33.3% identity (49.0% similar) in 51 aa overlap (36-78:49-97) 
 
          10        20        30        40         50               
AAD-12 ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|493 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
       60        70         80                                      
AAD-12 VRQHSPAEWDDMMKVIV-GNMAW                                      
       .:    :  :  . .:  :::                                        
gi|493 LRYG--ATRDRPLWIIFSGNMNIKLKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKRVSN 
       80          90       100       110       120       130       
 
>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 68.3  bits: 19.1 E():   78 
Smith-Waterman score: 48; 33.3% identity (49.0% similar) in 51 aa overlap (36-78:49-97) 
 
          10        20        30        40         50               
AAD-12 ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|117 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
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       60        70         80                                      
AAD-12 VRQHSPAEWDDMMKVIV-GNMAW                                      
       .:    :  :  . .:  :::                                        
gi|117 LRYG--ATRDRPLWIIFSGNMNIKLKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKRVSN 
       80          90       100       110       120       130       
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 68.3  bits: 19.1 E():   78 
Smith-Waterman score: 48; 33.3% identity (49.0% similar) in 51 aa overlap (36-78:49-97) 
 
          10        20        30        40         50               
AAD-12 ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|195 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
       60        70         80                                      
AAD-12 VRQHSPAEWDDMMKVIV-GNMAW                                      
       .:    :  :  . .:  :::                                        
gi|195 LRYG--ATRDRPLWIIFSGNMNIKLKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKRVSN 
       80          90       100       110       120       130       
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 44; 27.3% identity (47.7% similar) in 44 aa overlap (26-69:90-127) 
 
                    10        20        30        40        50      
AAD-12      DAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     ::  .  :  .:  ... : ::. .:     
gi|276 VCSARHVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSA--WGKANQVTGDDILFLS---- 
      60        70        80        90         100       110        
 
          60        70        80                               
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAW                               
       :  .:  .   : :                                          
gi|276 DPDARFSKSIGWADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
           120       130       140       150       160         
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 44; 27.3% identity (47.7% similar) in 44 aa overlap (26-69:90-127) 
 
                    10        20        30        40        50      
AAD-12      DAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     ::  .  :  .:  ... : ::. .:     
gi|668 VCSARHVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSA--WGKANQVTGDDILFLS---- 
      60        70        80        90         100       110        
 
          60        70        80                               
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAW                               
       :  .:  .   : :                                          
gi|668 DPDARFSKSIGWADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
           120       130       140       150       160         
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 68.1  bits: 19.1 E():   80 
Smith-Waterman score: 48; 26.8% identity (48.8% similar) in 41 aa overlap (15-51:190-230) 
 
                               10        20            30        40 
AAD-12                 DAGFAALHAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::     :    ::.  
gi|215 NKPVIFTKSNLAESPQLDAKMYDICYSTAAAPIYFPPHHFVTHTSNGATYEFNLVDGAVA 
     160       170       180       190       200       210          
 
               50        60        70        80                     
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW                     
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|886967|emb|CAA59340.1| low molecular weight gluteni  (276 aa) 
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 initn:  38 init1:  38 opt:  46  Z-score: 67.5  bits: 18.5 E():   86 
Smith-Waterman score: 46; 30.3% identity (63.6% similar) in 33 aa overlap (4-35:57-89) 
 
                                          10        20         30   
AAD-12                            DAGFAALHAAWLQHALLIFPGQH-LSNDQQITF 
                                     :.  .  . :. : :.: :  .:..::  : 
gi|886 PIQQQPQPFPQQPPCSQQQQPPLSQQQQPPFSQQQPPFSQQELPILPQQPPFSQQQQPQF 
         30        40        50        60        70        80       
 
             40        50        60        70        80             
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW             
       ...                                                          
gi|886 SQQQQPFPQQQQPLLLQQPPFSQQRPPFSQQQQQPVLPQQPPFSQQQQQQPILPQQPPFS 
         90       100       110       120       130       140       
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 67.5  bits: 19.4 E():   86 
Smith-Waterman score: 49; 22.7% identity (53.0% similar) in 66 aa overlap (4-69:240-301) 
 
                                          10        20        30    
AAD-12                            DAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     :...   .:..:. .   : ..: .  : . 
gi|370 RQEEREFSPRGQHSRRERAGQEEENEGGNIFSGFTPEFLEQAFQVDDRQIVQNLRGETES 
     210       220       230       240       250       260          
 
            40        50        60        70        80              
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW              
       .. :::  . ::    .  .. :   :     :.:.                         
gi|370 EEEGAIVTVRGG----LRILSPDRKRRADEEEEYDEDEYEYDEEDRRRGRGSRGRGNGIE 
     270       280           290       300       310       320      
 
gi|370 ETICTASAKKNIGRNRSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAH 
         330       340       350       360       370       380      
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.3  bits: 18.5 E():   88 
Smith-Waterman score: 46; 33.3% identity (57.1% similar) in 21 aa overlap (14-34:79-99) 
 
                                10        20        30        40    
AAD-12                  DAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG 
                                     : .: :: : : .  . .: .          
gi|624 QSQQQCLQQPQHQFPQPTQQFPQRPLLPFTHPFLTFPDQLLPQPPHQSFPQPPQSYPQPP 
       50        60        70        80        90       100         
 
            50        60        70        80                        
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW                        
                                                                    
gi|624 LQPFPQPPQQKYPEQPQQPFPWQQPTIQLYLQQQLNPCKEFLLQQCRPVSLLSYLWSKIV 
      110       120       130       140       150       160         
 
>>gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triticum   (439 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.1  bits: 19.1 E():   91 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (19-29:103-113) 
 
                           10        20        30        40         
AAD-12             DAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|739 FLQQQQIPQQQIPQQHQIPQQPQQFPQQQQFPQQHQSPQQQFPQQQFPQQKLPQQEFPQQ 
             80        90       100       110       120       130   
 
       50        60        70        80                             
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAW                             
                                                                    
gi|739 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
            140       150       160       170       180       190   
 
>>gi|34851176|gb|AAP15200.1| profilin-like protein [Humu  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.1  bits: 17.3 E():   91 
Smith-Waterman score: 42; 33.3% identity (58.3% similar) in 24 aa overlap (42-65:15-38) 
 
              20        30        40        50        60        70  

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 811



 

 

AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :. . : . .  ::.:  .: :       
gi|348                 MSWQAYVDDHLMCEIDGNHLSAAAIIGHDGSVWAQSAAFPQLKP 
                               10        20        30        40     
 
              80                                                    
AAD-12 KVIVGNMAW                                                    
                                                                    
gi|348 EEVTGIMNDFNEPGTLAPTGLYLGGTKYMVIQGEPGAVIRGKKGAGGVTIKKTSQALIIG 
           50        60        70        80        90       100     
 
>>gi|46410859|gb|AAR98518.1| major latex allergen Hev b   (366 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.9  bits: 18.8 E():   93 
Smith-Waterman score: 47; 30.8% identity (56.4% similar) in 39 aa overlap (4-42:231-269) 
 
                                          10        20        30    
AAD-12                            DAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     .:.:::  : . :  .   .:  . . :   
gi|464 ARKFVVENVAPLGLIPFIKQTSDNSTLFYELASLHAMKLPQILEKIQDGYLFPEFNYTVF 
              210       220       230       240       250       260 
 
            40        50        60        70        80              
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW              
       . :: :..:                                                    
gi|464 NYFGIIKEIIDAPGEHGFKYGDIACCGNSTYRGQACGFLDYEFCVCGNKTEYLFFDGTHN 
              270       280       290       300       310       320 
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.9  bits: 17.9 E():   93 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (32-56:126-150) 
 
              10        20        30        40        50        60  
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ 
                                     ..:.:  . . .:: ..: . . ::      
gi|144 RAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVA 
         100       110       120       130       140       150      
 
              70        80                           
AAD-12 HSPAEWDDMMKVIVGNMAW                           
                                                     
gi|144 ILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
         160       170       180       190       200 
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 17.9 E():   95 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (32-56:130-154) 
 
              10        20        30        40        50        60  
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ 
                                     ..:.:  . . .:: ..: . . ::      
gi|622 RAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVA 
     100       110       120       130       140       150          
 
              70        80                           
AAD-12 HSPAEWDDMMKVIVGNMAW                           
                                                     
gi|622 ILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
     160       170       180       190       200     
 
>>gi|67975085|gb|AAY84563.1| group 18 allergen protein [  (462 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 66.7  bits: 19.1 E():   95 
Smith-Waterman score: 48; 22.8% identity (56.1% similar) in 57 aa overlap (8-64:320-366) 
 
                                      10        20        30        
AAD-12                        DAGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 
                                     :: :..     :  .:  .:.  ..... : 
gi|679 CVQIQAETNAFSITRDHDNTAIYAVYVHDNHAEWIS-----FEDRHTLGDKARNITEQ-G 
     290       300       310       320            330       340     
 
        40        50        60        70        80                  
AAD-12 AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW                  
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            :: .. ..::  . :.  ...:                                  
gi|679 ----YGGMSVYTLSNEDVHGVCGDKNPLLHAINSNYFRGIVTEPTVVTVTPVTHTTEHVT 
               350       360       370       380       390          
 
>>gi|2498580|sp|P56167.1|MPA54_PHAAQ RecName: Full=Major  (175 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.4  bits: 17.6 E():   99 
Smith-Waterman score: 43; 22.2% identity (51.9% similar) in 54 aa overlap (4-57:118-171) 
 
                                          10        20        30    
AAD-12                            DAGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     .:...:.  .    .  .:....  . . : 
gi|249 YETYKFIPSLEASRSKQAYGATVARAPEVKYAVFEAGLTKAITAMSEAQKVAKPVRSVTA 
        90       100       110       120       130       140        
 
            40        50        60        70        80 
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
          ::    ::.  :: :   . :                        
gi|249 AAAGAATAAGGAATVAASRPTSAGGYKV                    
       150       160       170                         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:34 2011 done: Fri Jan 21 00:02:34 2011 
 Total Scan time:  0.070 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 30  - 109 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     3     2:* 
  32    18     8:=*=== 
  34    17    22:=====* 
  36    46    44:==========*= 
  38    79    73:==================*= 
  40    85   102:======================   * 
  42   114   125:=============================  * 
  44   201   138:==================================*================ 
  46   136   140:==================================* 
  48   132   134:=================================* 
  50   113   122:============================= * 
  52    72   108:==================        * 
  54    92    92:======================* 
  56    62    77:================   * 
  58    54    63:============== * 
  60    50    51:============* 
  62    36    41:========= * 
  64    57    33:========*====== 
  66    17    26:===== * 
  68    17    20:====* 
  70    27    16:===*=== 
  72    16    12:==*= 
  74    14    10:==*= 
  76     6     8:=* 
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  78     3     6:=* 
  80     1     5:=* 
  82    15     3:*=== 
  84     2     3:* 
  86     1     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.87360.00328; mu= 7.4166 0.169 
 mean_var=41.170410.811, 0's: 2 Z-trim: 2  B-trim: 11 in 1/43 
 Lambda= 0.199886 
 Kolmogorov-Smirnov  statistic: 0.0333 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.080 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   63 23.4     1.1 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   59 22.2     2.4 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   60 22.5     4.3 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   61 22.8     7.3 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   57 21.7     9.6 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   60 22.6      10 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   57 21.7      11 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   52 20.2      12 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   52 20.2      12 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   52 20.2      12 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   52 20.2      12 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   57 21.7      13 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   57 21.7      13 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   57 21.7      13 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   57 21.7      13 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   57 21.7      13 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   57 21.7      13 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   57 21.7      13 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   57 21.7      13 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   57 21.7      13 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   50 19.6      15 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   45 18.1      16 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   54 20.8      21 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   56 21.4      22 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   56 21.4      23 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   54 20.8      27 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 19.9      30 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   51 19.9      31 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 19.6      31 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   52 20.2      31 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 19.9      32 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 19.0      32 
gi|59895730|gb|AAX11262.1| pectin methylesterase a ( 339)   52 20.2      33 
gi|225810597|gb|ACO34813.1| Sal k 1 pollen allerge ( 339)   52 20.2      33 
gi|59895728|gb|AAX11261.1| pectin methylesterase a ( 339)   52 20.2      33 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   54 20.8      33 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   47 18.8      35 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   48 19.0      35 
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gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   53 20.5      35 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   49 19.3      37 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   52 20.2      38 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 19.6      39 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 19.6      39 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   49 19.3      39 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   49 19.3      39 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   52 20.2      44 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   51 19.9      44 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   51 19.9      44 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   51 19.9      44 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 19.4      46 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   53 20.5      47 
gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full= (  85)   43 17.6      51 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 18.5      51 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   46 18.5      51 
gi|51242679|gb|AAT99258.1| pectin-methyltransferas ( 362)   50 19.7      51 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   46 18.5      52 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 18.5      52 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   46 18.5      52 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   46 18.5      52 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   46 18.5      52 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   46 18.5      52 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   46 18.5      52 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   46 18.5      52 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   46 18.5      52 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   46 18.5      52 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   49 19.4      53 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   44 17.9      54 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   44 17.9      54 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   50 19.7      55 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   49 19.4      56 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   48 19.1      57 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   48 19.1      58 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   44 17.9      60 
gi|62240392|gb|AAX77384.1| 11S globulin precursor  ( 523)   51 20.0      60 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   48 19.1      61 
gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Ente ( 233)   47 18.8      61 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   45 18.2      62 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   45 18.2      63 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   45 18.2      63 
gi|15809696|gb|AAL07320.1| profilin [Litchi chinen ( 131)   44 17.9      63 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   44 17.9      63 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   44 17.9      63 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   44 17.9      63 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   44 17.9      63 
gi|11762104|gb|AAG40330.1|AF323974_1 major allerge ( 161)   45 18.2      63 
gi|5726304|gb|AAD48405.1|AF136945_1 major allergen ( 161)   45 18.2      63 
gi|11762102|gb|AAG40329.1|AF323973_1 major allerge ( 161)   45 18.2      63 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   48 19.1      65 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   51 20.0      67 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   44 17.9      67 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   51 20.0      69 
gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin pre ( 148)   44 17.9      71 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   42 17.3      73 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   48 19.1      73 
gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 ( 131)   43 17.6      77 
gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full= ( 131)   43 17.6      77 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   49 19.4      77 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   50 19.7      78 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   48 19.1      78 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   48 19.1      78 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   48 19.1      78 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   44 17.9      80 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   44 17.9      80 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   48 19.1      81 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   49 19.4      84 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   49 19.4      86 
gi|886967|emb|CAA59340.1| low molecular weight glu ( 276)   46 18.5      87 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   46 18.5      89 
gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triti ( 439)   48 19.1      91 
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gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   43 17.6      92 
gi|34851176|gb|AAP15200.1| profilin-like protein [ ( 131)   42 17.3      93 
gi|46410859|gb|AAR98518.1| major latex allergen He ( 366)   47 18.8      93 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   44 17.9      94 
gi|67975085|gb|AAY84563.1| group 18 allergen prote ( 462)   48 19.1      96 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   44 17.9      96 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   48 19.1      99 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  63  Z-score: 101.9  bits: 23.4 E():  1.1 
Smith-Waterman score: 63; 42.3% identity (61.5% similar) in 26 aa overlap (54-79:30-52) 
 
            30        40        50        60        70        80    
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH    
                                     :.  .:::.  ::. : :   ::. :     
gi|126  TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTKK--GNL-WEVKS 
                10        20        30        40          50        
 
gi|126 AKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
         60        70        80        90        
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  59  Z-score: 95.7  bits: 22.2 E():  2.4 
Smith-Waterman score: 59; 38.5% identity (61.5% similar) in 26 aa overlap (54-79:30-52) 
 
            30        40        50        60        70        80    
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH    
                                     :.  .:::.  ::. . :   ::. :     
gi|144  VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKS 
                10        20        30        40          50        
 
gi|144 SKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
         60        70        80        90       
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 91.0  bits: 22.5 E():  4.3 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (18-49:133-160) 
 
                            10        20        30        40        
AAD-12              AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|221 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
            110       120       130       140           150         
 
        50        60        70        80                            
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH                            
       :.                                                           
gi|221 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
      160       170       180       190       200       210         
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 87.0  bits: 22.8 E():  7.3 
Smith-Waterman score: 61; 38.7% identity (58.1% similar) in 31 aa overlap (19-49:108-138) 
 
                           10        20        30        40         
AAD-12             AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA 
                                     : :  .. :.  :  :   :.:.  :::.: 
gi|259 YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIA 
        80        90       100       110       120       130        
 
       50        60        70        80                             
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH                             
       :                                                            
gi|259 IPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGR 
       140       150       160       170       180       190        
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  57  Z-score: 84.8  bits: 21.7 E():  9.6 
Smith-Waterman score: 57; 25.7% identity (50.0% similar) in 70 aa overlap (9-73:33-102) 
 
                                     10        20         30        
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AAD-12                       AGFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFGA 
                                     : .:: .. .  : :  . :: :   . :  
gi|273 MEHYLKTYLSWLTEEQKEKLKEMKEAGQTKAEIQHEVMHYYDQLHGEEKQQATEKLKVGC 
             10        20        30        40        50        60   
 
        40            50        60        70        80              
AAD-12 IERIGG--GD--IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH              
          . :  :.  .: . :::  :.  :.   . . :.. .                     
gi|273 KMLLKGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIF 
             70        80        90       100       110       120   
 
gi|273 GATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKELEAKILHYYDEL 
            130       140       150       160       170       180   
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 84.2  bits: 22.6 E():   10 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (18-49:131-158) 
 
                            10        20        30        40        
AAD-12              AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|213 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
              110       120       130       140           150       
 
        50        60        70        80                            
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH                            
       :.                                                           
gi|213 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
        160       170       180       190       200       210       
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 83.6  bits: 21.7 E():   11 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (7-80:194-266) 
 
                                       10        20         30      
AAD-12                         AGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|261 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
           170       180       190       200       210       220    
 
          40        50        60        70        80                
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH                
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|261 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIET 
           230         240       250       260       270       280  
 
gi|261 YLFAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFS 
             290       300       310       
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.0  bits: 20.2 E():   12 
Smith-Waterman score: 52; 25.0% identity (59.1% similar) in 44 aa overlap (28-71:29-72) 
 
                10        20        30        40        50          
AAD-12  AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSGLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 QHSPAEWDDMMKVIVGNMAWH                                        
       .:.  ::  : :                                                 
gi|400 EHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATYAP 
               70        80        90       100       110       120 
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.0  bits: 20.2 E():   12 
Smith-Waterman score: 52; 25.0% identity (59.1% similar) in 44 aa overlap (28-71:29-72) 
 
                10        20        30        40        50          
AAD-12  AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
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                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 QHSPAEWDDMMKVIVGNMAWH                                        
       .:.  ::  : :                                                 
gi|400 EHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATYAP 
               70        80        90       100       110       120 
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.0  bits: 20.2 E():   12 
Smith-Waterman score: 52; 25.0% identity (59.1% similar) in 44 aa overlap (28-71:29-72) 
 
                10        20        30        40        50          
AAD-12  AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 QHSPAEWDDMMKVIVGNMAWH                                        
       .:.  ::  : :                                                 
gi|400 EHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATYAP 
               70        80        90       100       110       120 
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.0  bits: 20.2 E():   12 
Smith-Waterman score: 52; 25.0% identity (59.1% similar) in 44 aa overlap (28-71:29-72) 
 
                10        20        30        40        50          
AAD-12  AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|117 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 QHSPAEWDDMMKVIVGNMAWH                                        
       .:.  ::  : :                                                 
gi|117 EHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATYAP 
               70        80        90       100       110       120 
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 82.3  bits: 21.7 E():   13 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (7-80:230-302) 
 
                                       10        20         30      
AAD-12                         AGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|268 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
          40        50        60        70        80                
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH                
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|268 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIET 
     260       270         280       290       300       310        
 
gi|268 YLFAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
       320       330       340       350       360       370     
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 82.3  bits: 21.7 E():   13 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (7-80:230-302) 
 
                                       10        20         30      
AAD-12                         AGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
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          40        50        60        70        80                
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH                
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|124 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIET 
     260       270         280       290       300       310        
 
gi|124 YLFAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
       320       330       340       350       360       370     
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 82.3  bits: 21.7 E():   13 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (7-80:230-302) 
 
                                       10        20         30      
AAD-12                         AGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLANIYPYFTYADNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
          40        50        60        70        80                
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH                
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|124 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIET 
     260       270         280       290       300       310        
 
gi|124 YLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHDATILFLKSDM 
       320       330       340       350       360       370     
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 82.3  bits: 21.7 E():   13 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (7-80:230-302) 
 
                                       10        20         30      
AAD-12                         AGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|118 GFLSSIRSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
          40        50        60        70        80                
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH                
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|118 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIET 
     260       270         280       290       300       310        
 
gi|118 YLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
       320       330       340       350       360       370     
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 82.3  bits: 21.7 E():   13 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (7-80:230-302) 
 
                                       10        20         30      
AAD-12                         AGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSSXSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
          40        50        60        70        80                
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH                
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|124 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIET 
     260       270         280       290       300       310        
 
gi|124 YLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
       320       330       340       350       360       370     
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 82.3  bits: 21.7 E():   13 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (7-80:230-302) 
 
                                       10        20         30      
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AAD-12                         AGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLTNIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
          40        50        60        70        80                
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH                
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|124 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIET 
     260       270         280       290       300       310        
 
gi|124 YLFATFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
       320       330       340       350       360       370     
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 82.3  bits: 21.7 E():   13 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (7-80:230-302) 
 
                                       10        20         30      
AAD-12                         AGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|270 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
          40        50        60        70        80                
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH                
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|270 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPDRAIET 
     260       270         280       290       300       310        
 
gi|270 YLFAMFDENQKQPEVEKHFGLFFPDKRPKYNLNFSAKKNWDISTEHNATVLFLKSDM 
       320       330       340       350       360       370     
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 82.3  bits: 21.7 E():   13 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (7-80:230-302) 
 
                                       10        20         30      
AAD-12                         AGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
          40        50        60        70        80                
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH                
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|124 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIET 
     260       270         280       290       300       310        
 
gi|124 YLFAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
       320       330       340       350       360       370     
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 82.3  bits: 21.7 E():   13 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (7-80:230-302) 
 
                                       10        20         30      
AAD-12                         AGFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|327 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
          40        50        60        70        80                
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH                
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|327 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIET 
     260       270         280       290       300       310        
 
gi|327 YLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
       320       330       340       350       360       370     
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>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 81.5  bits: 19.6 E():   15 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (42-57:29-43) 
 
              20        30        40        50        60        70  
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105   CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
                 10        20        30         40        50        
 
              80                                  
AAD-12 VIVGNMAWH                                  
                                                  
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
        60        70        80        90          
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 80.7  bits: 18.1 E():   16 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (27-50:17-38) 
 
               10        20        30        40        50        60 
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ 
                                 ::.  : .. :. :. ::: .. :           
gi|217           LVSVEHQAARLKVAKAQQL--AAQLPAMCRLEGGDALSASQ          
                         10          20        30                   
 
               70        80 
AAD-12 HSPAEWDDMMKVIVGNMAWH 
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 78.6  bits: 20.8 E():   21 
Smith-Waterman score: 54; 25.6% identity (48.7% similar) in 39 aa overlap (28-66:191-229) 
 
                  10        20        30        40        50        
AAD-12    AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ::..   .:   :  : :..   .. :    
gi|320 KEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDP 
              170       180       190       200       210       220 
 
        60        70        80                                      
AAD-12 VRQHSPAEWDDMMKVIVGNMAWH                                      
       : . . : :                                                    
gi|320 VISFKTALWFWMTPQSPKPSCHNVITGRWTPSAADRAAGRLPGYGVITNIINGGIECGKG 
              230       240       250       260       270       280 
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 78.3  bits: 21.4 E():   22 
Smith-Waterman score: 56; 30.3% identity (50.0% similar) in 66 aa overlap (3-68:241-292) 
 
                                           10        20        30   
AAD-12                             AGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     :...   .::::. .        :.: .   
gi|112 YQQQQGSRPHYRQISPRVRGDEQENEGSNIFSGFAQEFLQHAFQV--------DRQTVEN 
              220       230       240       250               260   
 
             40        50        60        70        80             
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH             
        : :  ::   : ::...     : .:  :: : :.                         
gi|112 LR-GENEREEQGAIVTVK-----GGLRILSPDEEDESSRSPPSRREEFDEDRSRPQQRGK 
             270            280       290       300       310       
 
gi|112 YDENRRGYKNGIEETICSASVKKNLGRSSNPDIYNPQAGSLRSVNELDLPILGWLGLSAQ 
        320       330       340       350       360       370       
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 78.1  bits: 21.4 E():   23 
Smith-Waterman score: 56; 40.6% identity (56.2% similar) in 32 aa overlap (20-49:153-184) 
 
                          10        20        30          40        
AAD-12            AGFAALHAAWLQHALLIFPGQHLSNDQQITFAK--RFGAIERIGGGDIV 
                                     ::.   .::  : .  :    .::  ::.: 
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gi|258 QGQQEQQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVV 
            130       140       150       160       170       180   
 
        50        60        70        80                            
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH                            
       ::                                                           
gi|258 AIPAGVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQ 
            190       200       210       220       230       240   
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 76.7  bits: 20.8 E():   27 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (53-68:89-105) 
 
             30        40        50         60        70        80  
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWH  
                                     :.::: : : .::.: .              
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       60        70        80        90       100       110         
 
gi|114 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      120       130       140       150       160       170         
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 75.9  bits: 19.9 E():   30 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (42-57:181-195) 
 
              20        30        40        50        60        70  
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
              80                                   
AAD-12 VIVGNMAWH                                   
                                                   
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 75.6  bits: 19.9 E():   31 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (42-72:192-222) 
 
              20        30        40        50        60         70 
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : : ..  
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
               80                                  
AAD-12 KVIVGNMAWH                                  
       .:                                          
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 75.5  bits: 19.6 E():   31 
Smith-Waterman score: 50; 40.0% identity (72.0% similar) in 25 aa overlap (46-70:9-29) 
 
          20        30        40        50        60        70      
AAD-12 LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG 
                                     :::.....: .    :.:: .:: :      
gi|144                       MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMV 
                                     10            20        30     
 
          80                                                        
AAD-12 NMAWH                                                        
                                                                    
gi|144 DQIVKSLTTKKELDPFKIEQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKID 
           40        50        60        70        80        90     
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
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 initn:  52 init1:  52 opt:  52  Z-score: 75.5  bits: 20.2 E():   31 
Smith-Waterman score: 67; 18.9% identity (64.9% similar) in 74 aa overlap (4-77:232-298) 
 
                                          10        20        30    
AAD-12                            AGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 
                                     ::.:.  . :....   :. ...: : .   
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIHS--VVHSIIMQQQQQQQQQQGIDIFL 
             210       220       230         240       250          
 
            40        50        60        70        80              
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH              
        ..  :..: :..:     ...: .. ..::. . . .... ..                 
gi|170 PLSQHEQVGQGSLV-----QGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSIMR 
     260       270            280       290       300       310     
 
gi|170 APFASIVAGIGGQ 
          320        
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 75.4  bits: 19.9 E():   32 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (42-57:199-213) 
 
              20        30        40        50        60        70  
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
              80                                   
AAD-12 VIVGNMAWH                                   
                                                   
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 75.4  bits: 19.0 E():   32 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (50-66:2-19) 
 
      20        30        40        50         60        70         
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD-GTVRQHSPAEWDDMMKVIVGNMA 
                                     ..: .: :.. ..::.::             
gi|250                              PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPF 
                                            10        20        30  
 
       80                                                           
AAD-12 WH                                                           
                                                                    
gi|250 PRCRALVKSQCAGGQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDK 
              40        50        60        70        80        90  
 
>>gi|59895730|gb|AAX11262.1| pectin methylesterase aller  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.2  bits: 20.2 E():   33 
Smith-Waterman score: 52; 37.5% identity (62.5% similar) in 24 aa overlap (2-25:247-270) 
 
                                            10        20        30  
AAD-12                              AGFAALHAAWLQHALLIFPGQHLSNDQQITF 
                                     : : :  ::.. : ..:   .::.       
gi|598 PMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCNLSDAVKPEG 
        220       230       240       250       260       270       
 
              40        50        60        70        80            
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH            
                                                                    
gi|598 WSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYIEAAKWLLPP 
        280       290       300       310       320       330       
 
>>gi|225810597|gb|ACO34813.1| Sal k 1 pollen allergen [S  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.2  bits: 20.2 E():   33 
Smith-Waterman score: 52; 37.5% identity (62.5% similar) in 24 aa overlap (2-25:247-270) 
 
                                            10        20        30  
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AAD-12                              AGFAALHAAWLQHALLIFPGQHLSNDQQITF 
                                     : : :  ::.. : ..:   .::.       
gi|225 PMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCNLSDAVKPEG 
        220       230       240       250       260       270       
 
              40        50        60        70        80            
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH            
                                                                    
gi|225 WSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYIEAAKWLPPP 
        280       290       300       310       320       330       
 
>>gi|59895728|gb|AAX11261.1| pectin methylesterase aller  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.2  bits: 20.2 E():   33 
Smith-Waterman score: 52; 37.5% identity (62.5% similar) in 24 aa overlap (2-25:247-270) 
 
                                            10        20        30  
AAD-12                              AGFAALHAAWLQHALLIFPGQHLSNDQQITF 
                                     : : :  ::.. : ..:   .::.       
gi|598 PMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCNLSDAVKPEG 
        220       230       240       250       260       270       
 
              40        50        60        70        80            
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH            
                                                                    
gi|598 WSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYIEAAKWLPPP 
        280       290       300       310       320       330       
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 75.2  bits: 20.8 E():   33 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (53-68:119-135) 
 
             30        40        50         60        70        80  
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWH  
                                     :.::: : : .::.: .              
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       90       100       110       120       130       140         
 
gi|476 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      150       160       170       180       190       200         
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 74.7  bits: 18.8 E():   35 
Smith-Waterman score: 47; 28.6% identity (68.6% similar) in 35 aa overlap (28-61:93-127) 
 
                  10        20        30         40        50       
AAD-12    AGFAALHAAWLQHALLIFPGQHLSNDQQITFA-KRFGAIERIGGGDIVAISNVKADG 
                                     :  :. :.   :....: :.:. ..: .   
gi|121 FKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVT 
             70        80        90       100       110       120   
 
         60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWH 
       .::..                    
gi|121 SVRSYKRI                 
            130                 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 74.7  bits: 19.0 E():   35 
Smith-Waterman score: 48; 25.6% identity (62.8% similar) in 43 aa overlap (9-51:78-119) 
 
                                     10        20        30         
AAD-12                       AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ....  .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
       40        50        60        70        80             
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH             
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
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>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 74.6  bits: 20.5 E():   35 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (25-45:330-350) 
 
                     10        20        30        40        50     
AAD-12       AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|149 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
           60        70        80                                   
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWH                                   
                                                                    
gi|149 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 74.2  bits: 19.3 E():   37 
Smith-Waterman score: 49; 29.3% identity (51.7% similar) in 58 aa overlap (11-68:63-116) 
 
                                   10        20        30        40 
AAD-12                     AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|833 HHQTYVNGLNAALEAQKKAAEANDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
             40        50        60        70           80          
 
               50        60        70        80                     
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH                     
        ::: :     .::    :  :  .. :                                 
gi|833 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
       90       100       110       120       130       140         
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.0  bits: 20.2 E():   38 
Smith-Waterman score: 52; 26.1% identity (60.9% similar) in 46 aa overlap (10-53:117-160) 
 
                                    10          20        30        
AAD-12                      AGFAALHAAWL--QHALLIFPGQHLSNDQQITFAKRFGA 
                                     :.  :. ..:.  :..   .. :.  : .  
gi|113 IYMVTSDQDDDVVNPKEGTLRFGATQDRPLWIIFQRDMIIYLQQEMVVTSDKTIDGRGAK 
         90       100       110       120       130       140       
 
        40        50        60        70        80                  
AAD-12 IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH                  
       .: . ::  ... :::                                             
gi|113 VELVYGG--ITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGDAIHVTGSS 
        150         160       170       180       190       200     
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 73.9  bits: 19.6 E():   39 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (42-57:198-212) 
 
              20        30        40        50        60        70  
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
              80                                   
AAD-12 VIVGNMAWH                                   
                                                   
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
        230       240       250       260          
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 73.9  bits: 19.6 E():   39 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (42-57:198-212) 
 
              20        30        40        50        60        70  
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
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                                     : :::::. ..:  :.               
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
              80                                   
AAD-12 VIVGNMAWH                                   
                                                   
gi|115 RKDSDKPIKGPITVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
        230       240       250       260          
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 73.8  bits: 19.3 E():   39 
Smith-Waterman score: 49; 29.3% identity (51.7% similar) in 58 aa overlap (11-68:74-127) 
 
                                   10        20        30        40 
AAD-12                     AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|164 HHQTYVNGLNAALEAQKKAAEATDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
            50        60        70        80           90           
 
               50        60        70        80                     
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH                     
        ::: :     .::    :  :  .. :                                 
gi|164 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
     100       110       120       130       140       150          
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.7  bits: 19.3 E():   39 
Smith-Waterman score: 49; 33.3% identity (57.1% similar) in 21 aa overlap (8-28:10-30) 
 
                 10        20        30        40        50         
AAD-12   AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV 
                :::.      ::: :  ....                               
gi|944 MKTLGVLFIAAWFIACTHSFPGAHDEDSKEERKNVDTVLVLPSIERDQMMAATFDFPSLS 
               10        20        30        40        50        60 
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.8  bits: 20.2 E():   44 
Smith-Waterman score: 52; 25.0% identity (65.6% similar) in 32 aa overlap (18-49:117-148) 
 
                            10        20        30        40        
AAD-12              AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : :.. .....  :  .   ....  :::. 
gi|303 APKLYYVTQGRGILGVLMPGCPETFQSMSQFQGSREQEEERGRFQDQHQKVHHLKKGDII 
         90       100       110       120       130       140       
 
        50        60        70        80                            
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH                            
       ::                                                           
gi|303 AIPAGVALWCYNDGDEDLVTVLVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLR 
        150       160       170       180       190       200       
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 72.8  bits: 19.9 E():   44 
Smith-Waterman score: 51; 21.6% identity (56.9% similar) in 51 aa overlap (31-80:103-153) 
 
               10        20        30         40        50          
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|309 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
      60        70        80                                        
AAD-12 QHSPAEWDDMMKVIVGNMAWH                                        
       .: :: ::   : .. .. ..                                        
gi|309 DHPPASWDWRKKGVITQVKYQGGCGSGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 72.8  bits: 19.9 E():   44 
Smith-Waterman score: 51; 21.6% identity (56.9% similar) in 51 aa overlap (31-80:103-153) 
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               10        20        30         40        50          
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|129 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
      60        70        80                                        
AAD-12 QHSPAEWDDMMKVIVGNMAWH                                        
       .: :: ::   : .. .. ..                                        
gi|129 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 72.8  bits: 19.9 E():   44 
Smith-Waterman score: 51; 21.6% identity (56.9% similar) in 51 aa overlap (31-80:103-153) 
 
               10        20        30         40        50          
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|119 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
      60        70        80                                        
AAD-12 QHSPAEWDDMMKVIVGNMAWH                                        
       .: :: ::   : .. .. ..                                        
gi|119 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 72.5  bits: 19.4 E():   46 
Smith-Waterman score: 49; 28.1% identity (53.1% similar) in 32 aa overlap (42-72:192-222) 
 
              20        30        40        50        60         70 
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|168 CKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGDVVAV-DIKEKGKDKWTELKESWGAVW 
             170       180       190        200       210       220 
 
               80                                  
AAD-12 KVIVGNMAWH                                  
       ..                                          
gi|168 RIDTPDKLTGPFTVRYTTEGGTKSEFEDVIPEGWKADTSYSAK 
              230       240       250       260    
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 72.3  bits: 20.5 E():   47 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (25-45:330-350) 
 
                     10        20        30        40        50     
AAD-12       AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|169 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
           60        70        80                                   
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWH                                   
                                                                    
gi|169 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full=Polc  (85 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.7  bits: 17.6 E():   51 
Smith-Waterman score: 43; 36.6% identity (46.3% similar) in 41 aa overlap (33-73:17-54) 
 
             10        20        30        40        50        60   
AAD-12 FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS 
                                     ::: :    : : : :    .:  :. . . 
gi|144               MADDHPQDKAERERIFKRFDAN---GDGKISAAELGEALKTLGSIT 
                             10        20           30        40    
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             70        80                         
AAD-12 PAEWDDMMKVIVGNMAWH                         
       : :   ::  :                                
gi|144 PDEVKHMMAEIDTDGDGFISFQEFTDFGRANRGLLKDVAKIF 
            50        60        70        80      
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (42-51:109-118) 
 
              20        30        40        50        60        70  
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
              80             
AAD-12 VIVGNMAWH             
                             
gi|534 KAEALFRAVESYLLAHSDAYN 
      140       150          
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (9-51:77-118) 
 
                                     10        20        30         
AAD-12                       AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|402 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
         50        60        70        80        90        100      
 
       40        50        60        70        80             
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH             
          :::.:: ::.                                          
gi|402 AAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
         110       120       130       140       150          
 
>>gi|51242679|gb|AAT99258.1| pectin-methyltransferase pr  (362 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 71.6  bits: 19.7 E():   51 
Smith-Waterman score: 50; 37.5% identity (62.5% similar) in 24 aa overlap (2-25:270-293) 
 
                                            10        20        30  
AAD-12                              AGFAALHAAWLQHALLIFPGQHLSNDQQITF 
                                     : : :  ::.. : ..:   .::.       
gi|512 PMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFDAARVVFSYCNLSDAAKPEG 
     240       250       260       270       280       290          
 
              40        50        60        70        80            
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH            
                                                                    
gi|512 WSDNNKPEAQKTILFGEYKNTGPGAAPDKRAPYTKQLTEADAKTFTSLEYIEAAKWLLPP 
     300       310       320       330       340       350          
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 46; 23.3% identity (62.8% similar) in 43 aa overlap (9-51:78-119) 
 
                                     10        20        30         
AAD-12                       AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :... .   ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLE-KVSHELKIV 
        50        60        70        80        90        100       
 
       40        50        60        70        80             
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH             
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 828



 

 

 initn:  46 init1:  46 opt:  46  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (42-51:110-119) 
 
              20        30        40        50        60        70  
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
              80             
AAD-12 VIVGNMAWH             
                             
gi|534 KAEALFRAVESYLLAHSDAYN 
     140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (9-51:78-119) 
 
                                     10        20        30         
AAD-12                       AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|730 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
       40        50        60        70        80             
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH             
          :::.:: ::.                                          
gi|730 AAPGGGSIVKISSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (9-51:78-119) 
 
                                     10        20        30         
AAD-12                       AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
       40        50        60        70        80             
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH             
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (9-51:78-119) 
 
                                     10        20        30         
AAD-12                       AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
       40        50        60        70        80             
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH             
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (9-51:78-119) 
 
                                     10        20        30         
AAD-12                       AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
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        50        60        70        80        90        100       
 
       40        50        60        70        80             
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH             
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (9-51:78-119) 
 
                                     10        20        30         
AAD-12                       AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
       40        50        60        70        80             
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH             
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 46; 26.7% identity (55.6% similar) in 45 aa overlap (43-80:111-155) 
 
             20        30        40        50               60      
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|400 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
          70        80      
AAD-12 WDDMMKVIVGNMAWH      
        . ..... : .  :      
gi|400 GETLLRAVEGYLLAHSDAYN 
              150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (9-51:78-119) 
 
                                     10        20        30         
AAD-12                       AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
       40        50        60        70        80             
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH             
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 71.5  bits: 18.5 E():   52 
Smith-Waterman score: 46; 32.3% identity (58.1% similar) in 31 aa overlap (52-79:38-65) 
 
              30        40        50        60           70         
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ---HSPAEWDDMMKVIVGNMA 
                                     :.: . .:.    .:  ::.. ::    .: 
gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKV---AQA 
        10        20        30        40        50        60        
 
       80                                                           
AAD-12 WH                                                           
       :                                                            
gi|148 WAETRTPDCSLIHSDRCGENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQIV 
           70        80        90       100       110       120     
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>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.4  bits: 19.4 E():   53 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (10-41:157-188) 
 
                                    10        20        30          
AAD-12                      AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
        130       140       150       160       170       180       
 
      40        50        60        70        80                    
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH                    
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
        190       200       210       220       230       240       
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (27-45:35-53) 
 
                   10        20        30        40        50       
AAD-12     AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
         60        70        80                         
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWH                         
                                                        
gi|730 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (27-45:35-53) 
 
                   10        20        30        40        50       
AAD-12     AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
         60        70        80                         
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWH                         
                                                        
gi|191 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 71.1  bits: 19.7 E():   55 
Smith-Waterman score: 50; 26.8% identity (51.2% similar) in 41 aa overlap (14-50:190-230) 
 
                                10        20            30          
AAD-12                  AGFAALHAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::  .  :    ::.  
gi|215 NKPVIFTKSNLAKSPELDAKMYDICYSTAAAPIYFPPHHFVTHTSNGARYEFNLVDGAVA 
     160       170       180       190       200       210          
 
      40        50        60        70        80                    
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH                    
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.9  bits: 19.4 E():   56 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (10-41:176-207) 
 
                                    10        20        30          
AAD-12                      AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
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                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
         150       160       170       180       190       200      
 
      40        50        60        70        80                    
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH                    
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
         210       220       230       240       250       260      
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 70.8  bits: 19.1 E():   57 
Smith-Waterman score: 48; 28.1% identity (53.1% similar) in 32 aa overlap (42-72:198-228) 
 
              20        30        40        50        60         70 
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|249 CKYPDGTKPTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIELKESWGAIW 
       170       180       190       200        210       220       
 
               80                                  
AAD-12 KVIVGNMAWH                                  
       ..                                          
gi|249 RIDTPDKLTGPFTVRYTTEGGTKAEFEDVIPEGWKADTHDASK 
        230       240       250       260          
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (18-28:90-100) 
 
                            10        20        30        40        
AAD-12              AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
        50        60        70        80                            
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH                            
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.4  bits: 17.9 E():   60 
Smith-Waterman score: 44; 38.9% identity (72.2% similar) in 18 aa overlap (4-21:24-41) 
 
                                   10        20        30        40 
AAD-12                     AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                              :.: : . .:..: : .:                    
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQE 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH                     
                                                                    
gi|217 IQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLV 
               70        80        90       100       110       120 
 
>>gi|62240392|gb|AAX77384.1| 11S globulin precursor [Sin  (523 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 70.4  bits: 20.0 E():   60 
Smith-Waterman score: 51; 30.0% identity (63.3% similar) in 30 aa overlap (20-48:173-202) 
 
                          10        20         30        40         
AAD-12            AGFAALHAAWLQHALLIFPGQHLSNDQ-QITFAKRFGAIERIGGGDIVA 
                                     ::. ...: :  :   .  .:..  ::..: 
gi|622 QQGQQGQQGQQQGQQGQQGQQGQQGQQGQQGQQGQQQQGQQGFRDMYQKVEHVRHGDVIA 
            150       160       170       180       190       200   
 
       50        60        70        80                             
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH                             
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gi|622 NTPGSAHWIYNTGDKPLVIISLLDIANYQNQLDRNPRVFRLAGNNPQGGFGGPQQQQPQQ 
            210       220       230       240       250       260   
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 48; 23.2% identity (51.8% similar) in 56 aa overlap (10-65:150-202) 
 
                                    10        20        30          
AAD-12                      AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. .::   .:. ::. 
gi|219 VLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSCHVMQQQCCQQLSQIPEQSRYDAIR 
     120       130       140       150       160       170          
 
      40        50        60        70        80                    
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH                    
        :       : . . .:  .:..: .                                   
gi|219 AI---TYSIILQEQQQGQSQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQ 
     180          190       200       210       220       230       
 
>>gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Enteroto  (233 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 70.3  bits: 18.8 E():   61 
Smith-Waterman score: 47; 23.3% identity (51.2% similar) in 43 aa overlap (7-46:44-85) 
 
                                       10           20        30    
AAD-12                         AGFAALHAAWLQHALLI---FPGQHLSNDQQITFAK 
                                     :  .:::..:.   :  .   ::  . : . 
gi|163 KKSELQGTALGNLKQIYYYNEKAKTENKESHDQFLQHTILFKGFFTDHSWYNDLLVDFDS 
            20        30        40        50        60        70    
 
            40        50        60        70        80              
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH              
       .   ...  :  .                                                
gi|163 K-DIVDKYKGKKVDLYGAYYGYQCAGGTPNKTACMYGGVTLHDNNRLTEEKKVPINLWLD 
             80        90       100       110       120       130   
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 45; 33.3% identity (57.8% similar) in 45 aa overlap (36-73:52-96) 
 
          10        20        30        40        50                
AAD-12 LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK--ADGT-----V 
                                     :.:..:. :.  . : ::   ::.     : 
gi|602 AFVLDADNLIPKIAPQAVKSTEILEGDGGVGTIKKINFGEGSTYSYVKHKIDGVDKDNFV 
              30        40        50        60        70        80  
 
       60        70        80                                       
AAD-12 RQHSPAEWDDMMKVIVGNMAWH                                       
        :.:  : : . ..:                                              
gi|602 YQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISHYHTKGDVEIKEEHVKAGKEKAS 
              90       100       110       120       130       140  
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 45; 24.4% identity (61.0% similar) in 41 aa overlap (11-51:80-119) 
 
                                   10        20        30        40 
AAD-12                     AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :. :.    ....  .   
gi|730 GPGTIKKITFSEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLG-DKLEKVSHELKIVAA 
      50        60        70        80        90        100         
 
               50        60        70        80             
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH             
        :::.:: ::.                                          
gi|730 PGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      110       120       130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 45; 23.3% identity (60.5% similar) in 43 aa overlap (9-51:78-119) 
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                                     10        20        30         
AAD-12                       AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
       40        50        60        70        80             
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH             
          :::..: ::.                                          
gi|167 AAPGGGSVVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|15809696|gb|AAL07320.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 44; 25.0% identity (58.9% similar) in 56 aa overlap (1-54:45-100) 
 
                                             10        20        30 
AAD-12                               AGFAALHAAWLQHALLIFPGQHLSNDQQIT 
                                     : .::.   . . . :   : ::.. . .. 
gi|158 TDGQHLTAAAIIGHDGSVWAQSANFPQFKPAEIAAIMKDFDEPGSLAPTGLHLGGTKYMV 
           20        30        40        50        60        70     
 
               40          50        60        70        80      
AAD-12 FAKRFGAIER--IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH      
       .  . ::. :   : : :.. ....:                                
gi|158 IQGEPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL 
           80        90       100       110       120       130  
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (41-62:15-36) 
 
               20        30        40        50        60        70 
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|604                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
               80                                                   
AAD-12 KVIVGNMAWH                                                   
                                                                    
gi|604 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (41-62:15-36) 
 
               20        30        40        50        60        70 
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|218                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
               80                                                   
AAD-12 KVIVGNMAWH                                                   
                                                                    
gi|218 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (41-62:15-36) 
 
               20        30        40        50        60        70 
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|144                 MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
               80                                                   
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AAD-12 KVIVGNMAWH                                                   
                                                                    
gi|144 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (41-62:15-36) 
 
               20        30        40        50        60        70 
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|288                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
               80                                                   
AAD-12 KVIVGNMAWH                                                   
                                                                    
gi|288 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|11762104|gb|AAG40330.1|AF323974_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (7-51:77-120) 
 
                                       10        20         30      
AAD-12                         AGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
          40        50        60        70        80             
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH             
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|5726304|gb|AAD48405.1|AF136945_1 major allergen Cor  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (7-51:77-120) 
 
                                       10        20         30      
AAD-12                         AGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|572 GNGGPGTIKKITFAEGNEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
          40        50        60        70        80             
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH             
       .:  . :::.:. :..                                          
gi|572 AAAPH-GGGSILKITSKYHTKGNASINEEEIKAGKEKAAGLFKAVEAYLLAHPDAYC 
         110        120       130       140       150       160  
 
>>gi|11762102|gb|AAG40329.1|AF323973_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (7-51:77-120) 
 
                                       10        20         30      
AAD-12                         AGFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
          40        50        60        70        80             
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH             
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 69.7  bits: 19.1 E():   65 
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Smith-Waterman score: 48; 25.7% identity (60.0% similar) in 35 aa overlap (38-68:81-115) 
 
        10        20        30        40            50        60    
AAD-12 AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV----AISNVKADGTVRQHSP 
                                     :  .: :...     :. .:  :.:..  : 
gi|324 NFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFP 
               60        70        80        90       100       110 
 
            70        80                                            
AAD-12 AEWDDMMKVIVGNMAWH                                            
       .:. .                                                        
gi|324 SEFGNDVDRSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASS 
              120       130       140       150       160       170 
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  49 init1:  49 opt:  51  Z-score: 69.5  bits: 20.0 E():   67 
Smith-Waterman score: 51; 29.4% identity (82.4% similar) in 17 aa overlap (60-76:535-551) 
 
      30        40        50        60        70        80          
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH          
                                     .:.:   :...:...:.              
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
gi|331 KEGCFSEEGPKLVAAAQAALV 
          570       580      
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.5  bits: 17.9 E():   67 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (41-63:15-37) 
 
               20        30        40        50        60        70 
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : : .... . .  ::.:  .::        
gi|100                 MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKP 
                               10        20        30        40     
 
               80                                                   
AAD-12 KVIVGNMAWH                                                   
                                                                    
gi|100 EENAGIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILG 
           50        60        70        80        90       100     
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  49 init1:  49 opt:  51  Z-score: 69.2  bits: 20.0 E():   69 
Smith-Waterman score: 51; 29.4% identity (82.4% similar) in 17 aa overlap (60-76:558-574) 
 
      30        40        50        60        70        80          
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH          
                                     .:.:   :...:...:.              
gi|668 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
       530       540       550       560       570       580        
 
gi|668 KEGCFSEEGPKLVAAAQAALV 
       590       600         
 
>>gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin precurs  (148 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.1  bits: 17.9 E():   71 
Smith-Waterman score: 44; 21.2% identity (54.5% similar) in 33 aa overlap (47-79:25-57) 
 
         20        30        40        50        60        70       
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     :. ..:  .:  ...   ::.. .  .    
gi|538       MARFTIVLAVLFAAALVSASAHKTVVTTSVAEEGEEENQRGCEWESRQCQMRHC 
                     10        20        30        40        50     
 
         80                                                         
AAD-12 MAWH                                                         
       : :                                                          
gi|538 MQWMRSMRGQYEESFLRSAEANQGQFEHFRECCNELRDVKSHCRCEALRCMMRQMQQEYG 
           60        70        80        90       100       110     
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>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.8  bits: 17.3 E():   73 
Smith-Waterman score: 42; 37.5% identity (62.5% similar) in 24 aa overlap (27-50:79-100) 
 
                   10        20        30        40        50       
AAD-12     AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .  :       
gi|897 QQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQL--AAQLPAMCRLEGGDALLASQ      
       50        60        70        80          90       100       
 
         60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWH 
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.8  bits: 19.1 E():   73 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (18-28:90-100) 
 
                            10        20        30        40        
AAD-12              AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
        50        60        70        80                            
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH                            
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 [Ch  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 43; 33.3% identity (62.5% similar) in 24 aa overlap (41-64:15-38) 
 
               20        30        40        50        60        70 
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :. . . . .  ::::  .::.       
gi|294                 MSWQTYVDDHLMCDIEGNHLSSAAILGHDGTVWAQSPSFPQLKP 
                               10        20        30        40     
 
               80                                                   
AAD-12 KVIVGNMAWH                                                   
                                                                    
gi|294 EEVSAIMKDFNEPGSLAPTGLHLGGTKYMVIQGEPGDVIRGKKGPGGVTIKKTNQALIIG 
           50        60        70        80        90       100     
 
>>gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 43; 24.5% identity (58.5% similar) in 53 aa overlap (4-54:48-100) 
 
                                          10        20        30    
AAD-12                            AGFAALHAAWLQHALLIFPGQHLSNDQQITFAK 
                                     ::.   . . . :   : ::.. . ...   
gi|144 HRLTAAAIIGHDGSVWAQSSSFPQFKSDEVAAIMKDFDEPGSLAPTGLHLGSTKYMVIQG 
        20        30        40        50        60        70        
 
            40          50        60        70        80      
AAD-12 RFGAIER--IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH      
       . ::. :   :.: :.. .. .:                                
gi|144 EPGAVIRGKKGSGGITVKKTSQALIIGIYDEPLTPGQCNMIVERLGDYLLEQGM 
        80        90       100       110       120       130  
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 68.4  bits: 19.4 E():   77 
Smith-Waterman score: 49; 38.1% identity (66.7% similar) in 21 aa overlap (50-70:216-232) 
 
      20        30        40        50        60        70          
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     :... :: :    :..::: .          
gi|253 GHPTHLEHSSTNPNSFHYEHNIVSPSSIHPSTAHFDGEV----PSQWDDSLGHGASTPKV 
         190       200       210       220           230       240  
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      80                                                            
AAD-12 H                                                            
                                                                    
gi|253 RTPSHHVSSNPWAEINEPTGGDNDNLAPVTRPRKPARARRQKKEPRKLSDASQGARSSST 
             250       260       270       280       290       300  
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 68.3  bits: 19.7 E():   78 
Smith-Waterman score: 50; 27.0% identity (58.7% similar) in 63 aa overlap (4-65:336-392) 
 
                                          10         20        30   
AAD-12                            AGFAALHAAWLQH-ALLIFPGQHLSNDQQITFA 
                                     :  :.  .:. ..:.:   : :..::     
gi|572 GLSPHVPLYKVMEGNEPCFFTTFFSWDPAKAIAHGNSFQKKVMLLFGVGHASENQQ---- 
         310       320       330       340       350       360      
 
             40        50        60        70        80             
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH             
        ::.. .. ::.   : . .  ...  . :::.                            
gi|572 -RFNGTNQ-GGATQRASALAALNSAFSSSSPAKSSSAPRSAGKSPGSQRAAAIAALSSAL 
               370       380       390       400       410          
 
gi|572 SAEKKQPPEGGSPLRLSRTSSVDAIAPGNEVSTAEIEDSKEVPERKEIETVEPAETDGED 
     420       430       440       450       460       470          
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 68.3  bits: 19.1 E():   78 
Smith-Waterman score: 48; 33.3% identity (49.0% similar) in 51 aa overlap (35-77:49-97) 
 
           10        20        30        40         50              
AAD-12 ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|195 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
        60        70         80                                     
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWH                                     
       .:    :  :  . .:  :::                                        
gi|195 LRYG--ATRDRPLWIIFSGNMNIKLKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKRVSN 
       80          90       100       110       120       130       
 
>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 68.3  bits: 19.1 E():   78 
Smith-Waterman score: 48; 33.3% identity (49.0% similar) in 51 aa overlap (35-77:49-97) 
 
           10        20        30        40         50              
AAD-12 ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|117 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
        60        70         80                                     
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWH                                     
       .:    :  :  . .:  :::                                        
gi|117 LRYG--ATRDRPLWIIFSGNMNIKLKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKRVSN 
       80          90       100       110       120       130       
 
>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 68.3  bits: 19.1 E():   78 
Smith-Waterman score: 48; 33.3% identity (49.0% similar) in 51 aa overlap (35-77:49-97) 
 
           10        20        30        40         50              
AAD-12 ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|493 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
        60        70         80                                     
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWH                                     
       .:    :  :  . .:  :::                                        
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gi|493 LRYG--ATRDRPLWIIFSGNMNIKLKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKRVSN 
       80          90       100       110       120       130       
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.1  bits: 17.9 E():   80 
Smith-Waterman score: 44; 27.3% identity (47.7% similar) in 44 aa overlap (25-68:90-127) 
 
                     10        20        30        40        50     
AAD-12       AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     ::  .  :  .:  ... : ::. .:     
gi|276 VCSARHVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSA--WGKANQVTGDDILFLS---- 
      60        70        80        90         100       110        
 
           60        70        80                              
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWH                              
       :  .:  .   : :                                          
gi|276 DPDARFSKSIGWADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
           120       130       140       150       160         
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.1  bits: 17.9 E():   80 
Smith-Waterman score: 44; 27.3% identity (47.7% similar) in 44 aa overlap (25-68:90-127) 
 
                     10        20        30        40        50     
AAD-12       AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     ::  .  :  .:  ... : ::. .:     
gi|668 VCSARHVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSA--WGKANQVTGDDILFLS---- 
      60        70        80        90         100       110        
 
           60        70        80                              
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWH                              
       :  .:  .   : :                                          
gi|668 DPDARFSKSIGWADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
           120       130       140       150       160         
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 68.0  bits: 19.1 E():   81 
Smith-Waterman score: 48; 26.8% identity (48.8% similar) in 41 aa overlap (14-50:190-230) 
 
                                10        20            30          
AAD-12                  AGFAALHAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::     :    ::.  
gi|215 NKPVIFTKSNLAESPQLDAKMYDICYSTAAAPIYFPPHHFVTHTSNGATYEFNLVDGAVA 
     160       170       180       190       200       210          
 
      40        50        60        70        80                    
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH                    
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 67.7  bits: 19.4 E():   84 
Smith-Waterman score: 49; 24.4% identity (56.1% similar) in 41 aa overlap (43-80:438-478) 
 
             20        30        40        50        60         70  
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP-AEWDDMMK 
                                     ::  .  ... :::  . :.  .  .: .  
gi|796 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHNAETTVEDRIG 
       410       420       430       440       450       460        
 
                80                 
AAD-12 VIVGNM--AWH                 
       .:. .   :.:                 
gi|796 IIIDSAEKAFHKELGAIYSEIKDAVSV 
       470       480       490     
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 67.5  bits: 19.4 E():   86 
Smith-Waterman score: 49; 22.7% identity (53.0% similar) in 66 aa overlap (3-68:240-301) 
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                                           10        20        30   
AAD-12                             AGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     :...   .:..:. .   : ..: .  : . 
gi|370 RQEEREFSPRGQHSRRERAGQEEENEGGNIFSGFTPEFLEQAFQVDDRQIVQNLRGETES 
     210       220       230       240       250       260          
 
             40        50        60        70        80             
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH             
       .. :::  . ::    .  .. :   :     :.:.                         
gi|370 EEEGAIVTVRGG----LRILSPDRKRRADEEEEYDEDEYEYDEEDRRRGRGSRGRGNGIE 
     270       280           290       300       310       320      
 
gi|370 ETICTASAKKNIGRNRSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAH 
         330       340       350       360       370       380      
 
>>gi|886967|emb|CAA59340.1| low molecular weight gluteni  (276 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 67.4  bits: 18.5 E():   87 
Smith-Waterman score: 46; 30.3% identity (63.6% similar) in 33 aa overlap (3-34:57-89) 
 
                                           10        20         30  
AAD-12                             AGFAALHAAWLQHALLIFPGQH-LSNDQQITF 
                                     :.  .  . :. : :.: :  .:..::  : 
gi|886 PIQQQPQPFPQQPPCSQQQQPPLSQQQQPPFSQQQPPFSQQELPILPQQPPFSQQQQPQF 
         30        40        50        60        70        80       
 
              40        50        60        70        80            
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH            
       ...                                                          
gi|886 SQQQQPFPQQQQPLLLQQPPFSQQRPPFSQQQQQPVLPQQPPFSQQQQQQPILPQQPPFS 
         90       100       110       120       130       140       
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.2  bits: 18.5 E():   89 
Smith-Waterman score: 46; 33.3% identity (57.1% similar) in 21 aa overlap (13-33:79-99) 
 
                                 10        20        30        40   
AAD-12                   AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG 
                                     : .: :: : : .  . .: .          
gi|624 QSQQQCLQQPQHQFPQPTQQFPQRPLLPFTHPFLTFPDQLLPQPPHQSFPQPPQSYPQPP 
       50        60        70        80        90       100         
 
             50        60        70        80                       
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH                       
                                                                    
gi|624 LQPFPQPPQQKYPEQPQQPFPWQQPTIQLYLQQQLNPCKEFLLQQCRPVSLLSYLWSKIV 
      110       120       130       140       150       160         
 
>>gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triticum   (439 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.0  bits: 19.1 E():   91 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (18-28:103-113) 
 
                            10        20        30        40        
AAD-12              AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|739 FLQQQQIPQQQIPQQHQIPQQPQQFPQQQQFPQQHQSPQQQFPQQQFPQQKLPQQEFPQQ 
             80        90       100       110       120       130   
 
        50        60        70        80                            
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH                            
                                                                    
gi|739 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
            140       150       160       170       180       190   
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 43; 24.4% identity (48.8% similar) in 86 aa overlap (11-79:50-135) 
 
                                   10        20        30           
AAD-12                     AGFAALHAAWLQHALLIFPGQHLSNDQQIT-FAKR----- 
                                     .: :.  : :. :.. .    :.:.      
gi|250 DQIAAAKASWNTVKNNQVDILYAVFKANPDIQTAFSQFAGKDLDSIKGTPDFSKHAGRVV 
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      20        30        40        50        60        70          
 
             40        50         60            70            80    
AAD-12 --FGAIERIGGGDIVAISNV-KADGTVRQH----SPAEWDDMMKVIV----GNMAWH    
         :. .  . :.:  . . . ::    ..:    :::. :.. : .:    :   :     
gi|250 GLFSEVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAV 
      80        90       100       110       120       130          
 
gi|250 ESSWAPVLDFVFSTLKNEL 
     140       150         
 
>>gi|34851176|gb|AAP15200.1| profilin-like protein [Humu  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 42; 33.3% identity (58.3% similar) in 24 aa overlap (41-64:15-38) 
 
               20        30        40        50        60        70 
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :. . : . .  ::.:  .: :       
gi|348                 MSWQAYVDDHLMCEIDGNHLSAAAIIGHDGSVWAQSAAFPQLKP 
                               10        20        30        40     
 
               80                                                   
AAD-12 KVIVGNMAWH                                                   
                                                                    
gi|348 EEVTGIMNDFNEPGTLAPTGLYLGGTKYMVIQGEPGAVIRGKKGAGGVTIKKTSQALIIG 
           50        60        70        80        90       100     
 
>>gi|46410859|gb|AAR98518.1| major latex allergen Hev b   (366 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.9  bits: 18.8 E():   93 
Smith-Waterman score: 47; 30.8% identity (56.4% similar) in 39 aa overlap (3-41:231-269) 
 
                                           10        20        30   
AAD-12                             AGFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     .:.:::  : . :  .   .:  . . :   
gi|464 ARKFVVENVAPLGLIPFIKQTSDNSTLFYELASLHAMKLPQILEKIQDGYLFPEFNYTVF 
              210       220       230       240       250       260 
 
             40        50        60        70        80             
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH             
       . :: :..:                                                    
gi|464 NYFGIIKEIIDAPGEHGFKYGDIACCGNSTYRGQACGFLDYEFCVCGNKTEYLFFDGTHN 
              270       280       290       300       310       320 
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 17.9 E():   94 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (31-55:126-150) 
 
               10        20        30        40        50        60 
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ 
                                     ..:.:  . . .:: ..: . . ::      
gi|144 RAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVA 
         100       110       120       130       140       150      
 
               70        80                          
AAD-12 HSPAEWDDMMKVIVGNMAWH                          
                                                     
gi|144 ILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
         160       170       180       190       200 
 
>>gi|67975085|gb|AAY84563.1| group 18 allergen protein [  (462 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 66.6  bits: 19.1 E():   96 
Smith-Waterman score: 48; 22.8% identity (56.1% similar) in 57 aa overlap (7-63:320-366) 
 
                                       10        20        30       
AAD-12                         AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFG 
                                     :: :..     :  .:  .:.  ..... : 
gi|679 CVQIQAETNAFSITRDHDNTAIYAVYVHDNHAEWIS-----FEDRHTLGDKARNITEQ-G 
     290       300       310       320            330       340     
 
         40        50        60        70        80                 
AAD-12 AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH                 
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            :: .. ..::  . :.  ...:                                  
gi|679 ----YGGMSVYTLSNEDVHGVCGDKNPLLHAINSNYFRGIVTEPTVVTVTPVTHTTEHVT 
               350       360       370       380       390          
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 17.9 E():   96 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (31-55:130-154) 
 
               10        20        30        40        50        60 
AAD-12 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ 
                                     ..:.:  . . .:: ..: . . ::      
gi|622 RAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVA 
     100       110       120       130       140       150          
 
               70        80                          
AAD-12 HSPAEWDDMMKVIVGNMAWH                          
                                                     
gi|622 ILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
     160       170       180       190       200     
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 66.4  bits: 19.1 E():   99 
Smith-Waterman score: 51; 28.3% identity (56.7% similar) in 60 aa overlap (15-73:186-244) 
 
                               10        20        30        40     
AAD-12                 AGFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGG 
                                     .... :.: :: .. : : : .   .   . 
gi|215 KKRPIVYECAEISWKVMNNGDVFILLVPNFVFVWTGKH-SNRMERTTAIRVANDLKSELN 
         160       170       180       190        200       210     
 
           50         60        70        80                        
AAD-12 DIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWH                        
        .   : .  ::  :.: : ::.: . :..                               
gi|215 RFKLSSVILEDGKEVEQTSGAEYDAFNKALSLDKKDIDLKQMPKGYDYAASDKSFESHER 
          220       230       240       250       260       270     
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:34 2011 done: Fri Jan 21 00:02:34 2011 
 Total Scan time:  0.080 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 31  - 110 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     5     2:*= 
  32    19     8:=*=== 
  34    20    22:=====* 
  36    55    44:==========*=== 
  38    67    73:================= * 
  40    81   102:=====================    * 
  42   117   125:============================== * 
  44   196   138:==================================*============== 
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  46   127   140:================================  * 
  48   134   134:=================================* 
  50   112   122:============================  * 
  52    83   108:=====================     * 
  54    88    92:======================* 
  56    62    77:================   * 
  58    59    63:===============* 
  60    49    51:============* 
  62    40    41:==========* 
  64    53    33:========*===== 
  66    18    26:===== * 
  68    16    20:====* 
  70    28    16:===*=== 
  72    17    12:==*== 
  74    15    10:==*= 
  76     3     8:=* 
  78     3     6:=* 
  80     2     5:=* 
  82    14     3:*=== 
  84     2     3:* 
  86     1     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.03840.00326; mu= 6.6314 0.168 
 mean_var=41.555310.815, 0's: 2 Z-trim: 2  B-trim: 11 in 1/43 
 Lambda= 0.198958 
 Kolmogorov-Smirnov  statistic: 0.0313 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   63 23.3     1.1 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   59 22.2     2.4 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   60 22.5     4.5 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   61 22.7     7.8 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   57 21.6      10 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   60 22.5      11 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   57 21.6      12 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   52 20.2      12 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   52 20.2      12 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   52 20.2      12 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   52 20.2      12 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   57 21.6      14 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   57 21.6      14 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   57 21.6      14 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   57 21.6      14 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   57 21.6      14 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   57 21.6      14 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   57 21.6      14 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   57 21.6      14 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   57 21.6      14 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   50 19.6      15 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   45 18.2      16 
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gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   54 20.7      22 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   56 21.3      23 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   56 21.3      24 
gi|2181180|emb|CAB06417.1| xylosidase [Aspergillus ( 804)   58 21.9      25 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   54 20.7      28 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 19.9      31 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   51 19.9      32 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 19.6      32 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 19.0      33 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   52 20.2      33 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 19.9      33 
gi|59895730|gb|AAX11262.1| pectin methylesterase a ( 339)   52 20.2      34 
gi|59895728|gb|AAX11261.1| pectin methylesterase a ( 339)   52 20.2      34 
gi|225810597|gb|ACO34813.1| Sal k 1 pollen allerge ( 339)   52 20.2      34 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   54 20.7      35 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   47 18.7      35 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   48 19.0      36 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   53 20.4      38 
gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=M ( 308)   51 19.9      38 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   49 19.3      38 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   52 20.2      40 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 19.6      40 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 19.6      40 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   49 19.3      40 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   49 19.3      41 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   47 18.7      43 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   51 19.9      46 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   51 19.9      46 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   51 19.9      46 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   52 20.2      47 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 19.3      48 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   53 20.4      50 
gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full= (  85)   43 17.6      51 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   46 18.4      52 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 18.4      52 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   46 18.4      53 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   46 18.4      53 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 18.4      53 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   46 18.4      53 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   46 18.4      53 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   46 18.4      53 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   46 18.4      53 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   46 18.4      53 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   46 18.4      53 
gi|51242679|gb|AAT99258.1| pectin-methyltransferas ( 362)   50 19.6      54 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   44 17.9      55 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   44 17.9      55 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   49 19.3      55 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   50 19.6      58 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   49 19.3      59 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   48 19.0      60 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   48 19.0      60 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   44 17.9      61 
gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Ente ( 233)   47 18.7      63 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   48 19.0      63 
gi|62240392|gb|AAX77384.1| 11S globulin precursor  ( 523)   51 19.9      64 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   45 18.2      64 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   44 17.9      64 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   44 17.9      64 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   44 17.9      64 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   44 17.9      64 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   45 18.2      64 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   45 18.2      64 
gi|5726304|gb|AAD48405.1|AF136945_1 major allergen ( 161)   45 18.2      65 
gi|11762102|gb|AAG40329.1|AF323973_1 major allerge ( 161)   45 18.2      65 
gi|11762104|gb|AAG40330.1|AF323974_1 major allerge ( 161)   45 18.2      65 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   48 19.0      68 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   44 17.9      68 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   51 19.9      71 
gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin pre ( 148)   44 17.9      72 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   42 17.3      73 
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gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   51 19.9      74 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   48 19.0      76 
gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full= ( 131)   43 17.6      78 
gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 ( 131)   43 17.6      78 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   49 19.3      81 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   44 17.9      82 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   44 17.9      82 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   48 19.0      82 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   48 19.0      82 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   48 19.0      82 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   50 19.6      83 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   48 19.0      85 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   49 19.3      89 
gi|886967|emb|CAA59340.1| low molecular weight glu ( 276)   46 18.4      90 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   49 19.3      91 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   46 18.4      93 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   43 17.6      93 
gi|15809696|gb|AAL07320.1| profilin [Litchi chinen ( 131)   42 17.3      94 
gi|34851176|gb|AAP15200.1| profilin-like protein [ ( 131)   42 17.3      94 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   45 18.1      95 
gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triti ( 439)   48 19.0      96 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   44 17.9      97 
gi|46410859|gb|AAR98518.1| major latex allergen He ( 366)   47 18.7      98 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   44 17.9      99 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  63  Z-score: 101.7  bits: 23.3 E():  1.1 
Smith-Waterman score: 63; 42.3% identity (61.5% similar) in 26 aa overlap (53-78:30-52) 
 
             30        40        50        60        70        80   
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA   
                                     :.  .:::.  ::. : :   ::. :     
gi|126  TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTKK--GNL-WEVKS 
                10        20        30        40          50        
 
gi|126 AKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
         60        70        80        90        
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  59  Z-score: 95.6  bits: 22.2 E():  2.4 
Smith-Waterman score: 59; 38.5% identity (61.5% similar) in 26 aa overlap (53-78:30-52) 
 
             30        40        50        60        70        80   
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA   
                                     :.  .:::.  ::. . :   ::. :     
gi|144  VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKS 
                10        20        30        40          50        
 
gi|144 SKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
         60        70        80        90       
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 90.7  bits: 22.5 E():  4.5 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (17-48:133-160) 
 
                             10        20        30        40       
AAD-12               GFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|221 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
            110       120       130       140           150         
 
         50        60        70        80                           
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA                           
       :.                                                           
gi|221 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
      160       170       180       190       200       210         
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 86.5  bits: 22.7 E():  7.8 
Smith-Waterman score: 61; 38.7% identity (58.1% similar) in 31 aa overlap (18-48:108-138) 
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                            10        20        30        40        
AAD-12              GFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA 
                                     : :  .. :.  :  :   :.:.  :::.: 
gi|259 YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIA 
        80        90       100       110       120       130        
 
        50        60        70        80                            
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA                            
       :                                                            
gi|259 IPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGR 
       140       150       160       170       180       190        
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  57  Z-score: 84.5  bits: 21.6 E():   10 
Smith-Waterman score: 57; 25.7% identity (50.0% similar) in 70 aa overlap (8-72:33-102) 
 
                                      10        20         30       
AAD-12                        GFAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFGA 
                                     : .:: .. .  : :  . :: :   . :  
gi|273 MEHYLKTYLSWLTEEQKEKLKEMKEAGQTKAEIQHEVMHYYDQLHGEEKQQATEKLKVGC 
             10        20        30        40        50        60   
 
         40            50        60        70        80             
AAD-12 IERIGG--GD--IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA             
          . :  :.  .: . :::  :.  :.   . . :.. .                     
gi|273 KMLLKGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIF 
             70        80        90       100       110       120   
 
gi|273 GATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKELEAKILHYYDEL 
            130       140       150       160       170       180   
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 83.6  bits: 22.5 E():   11 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (17-48:131-158) 
 
                             10        20        30        40       
AAD-12               GFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|213 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
              110       120       130       140           150       
 
         50        60        70        80                           
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA                           
       :.                                                           
gi|213 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
        160       170       180       190       200       210       
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 83.1  bits: 21.6 E():   12 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (6-79:194-266) 
 
                                        10        20         30     
AAD-12                          GFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|261 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
           170       180       190       200       210       220    
 
           40        50        60        70        80               
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA               
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|261 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIET 
           230         240       250       260       270       280  
 
gi|261 YLFAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFS 
             290       300       310       
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.8  bits: 20.2 E():   12 
Smith-Waterman score: 52; 25.0% identity (59.1% similar) in 44 aa overlap (27-70:29-72) 
 
                 10        20        30        40        50         
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AAD-12   GFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSGLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 QHSPAEWDDMMKVIVGNMAWHA                                       
       .:.  ::  : :                                                 
gi|400 EHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATYAP 
               70        80        90       100       110       120 
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.8  bits: 20.2 E():   12 
Smith-Waterman score: 52; 25.0% identity (59.1% similar) in 44 aa overlap (27-70:29-72) 
 
                 10        20        30        40        50         
AAD-12   GFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 QHSPAEWDDMMKVIVGNMAWHA                                       
       .:.  ::  : :                                                 
gi|400 EHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATYAP 
               70        80        90       100       110       120 
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.8  bits: 20.2 E():   12 
Smith-Waterman score: 52; 25.0% identity (59.1% similar) in 44 aa overlap (27-70:29-72) 
 
                 10        20        30        40        50         
AAD-12   GFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 QHSPAEWDDMMKVIVGNMAWHA                                       
       .:.  ::  : :                                                 
gi|400 EHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATYAP 
               70        80        90       100       110       120 
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.8  bits: 20.2 E():   12 
Smith-Waterman score: 52; 25.0% identity (59.1% similar) in 44 aa overlap (27-70:29-72) 
 
                 10        20        30        40        50         
AAD-12   GFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|117 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 QHSPAEWDDMMKVIVGNMAWHA                                       
       .:.  ::  : :                                                 
gi|117 EHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATYAP 
               70        80        90       100       110       120 
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 81.8  bits: 21.6 E():   14 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (6-79:230-302) 
 
                                        10        20         30     
AAD-12                          GFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|268 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
           40        50        60        70        80               
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA               
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       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|268 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIET 
     260       270         280       290       300       310        
 
gi|268 YLFAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
       320       330       340       350       360       370     
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 81.8  bits: 21.6 E():   14 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (6-79:230-302) 
 
                                        10        20         30     
AAD-12                          GFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
           40        50        60        70        80               
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA               
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|124 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIET 
     260       270         280       290       300       310        
 
gi|124 YLFAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
       320       330       340       350       360       370     
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 81.8  bits: 21.6 E():   14 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (6-79:230-302) 
 
                                        10        20         30     
AAD-12                          GFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLANIYPYFTYADNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
           40        50        60        70        80               
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA               
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|124 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIET 
     260       270         280       290       300       310        
 
gi|124 YLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHDATILFLKSDM 
       320       330       340       350       360       370     
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 81.8  bits: 21.6 E():   14 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (6-79:230-302) 
 
                                        10        20         30     
AAD-12                          GFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|118 GFLSSIRSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
           40        50        60        70        80               
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA               
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|118 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIET 
     260       270         280       290       300       310        
 
gi|118 YLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
       320       330       340       350       360       370     
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 81.8  bits: 21.6 E():   14 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (6-79:230-302) 
 
                                        10        20         30     
AAD-12                          GFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
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gi|124 GFLSSSXSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
           40        50        60        70        80               
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA               
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|124 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIET 
     260       270         280       290       300       310        
 
gi|124 YLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
       320       330       340       350       360       370     
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 81.8  bits: 21.6 E():   14 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (6-79:230-302) 
 
                                        10        20         30     
AAD-12                          GFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLTNIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
           40        50        60        70        80               
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA               
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|124 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIET 
     260       270         280       290       300       310        
 
gi|124 YLFATFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
       320       330       340       350       360       370     
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 81.8  bits: 21.6 E():   14 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (6-79:230-302) 
 
                                        10        20         30     
AAD-12                          GFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|270 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
           40        50        60        70        80               
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA               
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|270 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPDRAIET 
     260       270         280       290       300       310        
 
gi|270 YLFAMFDENQKQPEVEKHFGLFFPDKRPKYNLNFSAKKNWDISTEHNATVLFLKSDM 
       320       330       340       350       360       370     
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 81.8  bits: 21.6 E():   14 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (6-79:230-302) 
 
                                        10        20         30     
AAD-12                          GFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
           40        50        60        70        80               
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA               
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|124 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIET 
     260       270         280       290       300       310        
 
gi|124 YLFAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
       320       330       340       350       360       370     
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 81.8  bits: 21.6 E():   14 
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Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (6-79:230-302) 
 
                                        10        20         30     
AAD-12                          GFAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|327 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
           40        50        60        70        80               
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA               
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|327 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIET 
     260       270         280       290       300       310        
 
gi|327 YLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
       320       330       340       350       360       370     
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 81.4  bits: 19.6 E():   15 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (41-56:29-43) 
 
               20        30        40        50        60        70 
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105   CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
                 10        20        30         40        50        
 
               80                                 
AAD-12 VIVGNMAWHA                                 
                                                  
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
        60        70        80        90          
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 80.9  bits: 18.2 E():   16 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (26-49:17-38) 
 
               10        20        30        40        50        60 
AAD-12 GFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH 
                                ::.  : .. :. :. ::: .. :            
gi|217          LVSVEHQAARLKVAKAQQL--AAQLPAMCRLEGGDALSASQ           
                        10          20        30                    
 
               70        80 
AAD-12 SPAEWDDMMKVIVGNMAWHA 
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 78.3  bits: 20.7 E():   22 
Smith-Waterman score: 54; 25.6% identity (48.7% similar) in 39 aa overlap (27-65:191-229) 
 
                   10        20        30        40        50       
AAD-12     GFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ::..   .:   :  : :..   .. :    
gi|320 KEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDP 
              170       180       190       200       210       220 
 
         60        70        80                                     
AAD-12 VRQHSPAEWDDMMKVIVGNMAWHA                                     
       : . . : :                                                    
gi|320 VISFKTALWFWMTPQSPKPSCHNVITGRWTPSAADRAAGRLPGYGVITNIINGGIECGKG 
              230       240       250       260       270       280 
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 77.8  bits: 21.3 E():   23 
Smith-Waterman score: 56; 30.3% identity (50.0% similar) in 66 aa overlap (2-67:241-292) 
 
                                            10        20        30  
AAD-12                              GFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     :...   .::::. .        :.: .   
gi|112 YQQQQGSRPHYRQISPRVRGDEQENEGSNIFSGFAQEFLQHAFQV--------DRQTVEN 
              220       230       240       250               260   
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              40        50        60        70        80            
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA            
        : :  ::   : ::...     : .:  :: : :.                         
gi|112 LR-GENEREEQGAIVTVK-----GGLRILSPDEEDESSRSPPSRREEFDEDRSRPQQRGK 
             270            280       290       300       310       
 
gi|112 YDENRRGYKNGIEETICSASVKKNLGRSSNPDIYNPQAGSLRSVNELDLPILGWLGLSAQ 
        320       330       340       350       360       370       
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 77.5  bits: 21.3 E():   24 
Smith-Waterman score: 56; 40.6% identity (56.2% similar) in 32 aa overlap (19-48:153-184) 
 
                           10        20        30          40       
AAD-12             GFAALHAAWLQHALLIFPGQHLSNDQQITFAK--RFGAIERIGGGDIV 
                                     ::.   .::  : .  :    .::  ::.: 
gi|258 QGQQEQQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVV 
            130       140       150       160       170       180   
 
         50        60        70        80                           
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA                           
       ::                                                           
gi|258 AIPAGVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQ 
            190       200       210       220       230       240   
 
>>gi|2181180|emb|CAB06417.1| xylosidase [Aspergillus nig  (804 aa) 
 initn:  38 init1:  38 opt:  58  Z-score: 77.4  bits: 21.9 E():   25 
Smith-Waterman score: 58; 27.3% identity (67.3% similar) in 55 aa overlap (5-57:524-577) 
 
                                         10        20        30     
AAD-12                           GFAALHAAWLQHALLIFPGQHLSNDQQITFA--K 
                                     :.:  :..  . .::..:.  :... :  : 
gi|218 SSTSTSGFAAALSAAQSADVIIYAGGIDNTLEAEALDRESIAWPGNQLDLIQKLASAAGK 
           500       510       520       530       540       550    
 
             40        50        60        70        80             
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA             
       .   . ..:::.. . :..: . .:                                    
gi|218 KPLIVLQMGGGQVDS-SSLKNNTNVSALLWGGYPGQSGGFALRDIITGKKNPAGRLVTTQ 
           560        570       580       590       600       610   
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 76.3  bits: 20.7 E():   28 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (52-67:89-105) 
 
              30        40        50         60        70        80 
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .              
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       60        70        80        90       100       110         
 
gi|114 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      120       130       140       150       160       170         
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 75.6  bits: 19.9 E():   31 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (41-56:181-195) 
 
               20        30        40        50        60        70 
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
               80                                  
AAD-12 VIVGNMAWHA                                  
                                                   
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
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>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 75.3  bits: 19.9 E():   32 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (41-71:192-222) 
 
               20        30        40        50        60           
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : : ..  
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
      70        80                                 
AAD-12 KVIVGNMAWHA                                 
       .:                                          
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 75.3  bits: 19.6 E():   32 
Smith-Waterman score: 50; 40.0% identity (72.0% similar) in 25 aa overlap (45-69:9-29) 
 
           20        30        40        50        60        70     
AAD-12 LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG 
                                     :::.....: .    :.:: .:: :      
gi|144                       MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMV 
                                     10            20        30     
 
           80                                                       
AAD-12 NMAWHA                                                       
                                                                    
gi|144 DQIVKSLTTKKELDPFKIEQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKID 
           40        50        60        70        80        90     
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 75.2  bits: 19.0 E():   33 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (49-65:2-19) 
 
       20        30        40        50         60        70        
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD-GTVRQHSPAEWDDMMKVIVGNMA 
                                     ..: .: :.. ..::.::             
gi|250                              PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPF 
                                            10        20        30  
 
        80                                                          
AAD-12 WHA                                                          
                                                                    
gi|250 PRCRALVKSQCAGGQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDK 
              40        50        60        70        80        90  
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 75.1  bits: 20.2 E():   33 
Smith-Waterman score: 67; 18.9% identity (64.9% similar) in 74 aa overlap (3-76:232-298) 
 
                                           10        20        30   
AAD-12                             GFAALHAAWLQHALLIFPGQHLSNDQQITFAK 
                                     ::.:.  . :....   :. ...: : .   
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIHS--VVHSIIMQQQQQQQQQQGIDIFL 
             210       220       230         240       250          
 
             40        50        60        70        80             
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA             
        ..  :..: :..:     ...: .. ..::. . . .... ..                 
gi|170 PLSQHEQVGQGSLV-----QGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSIMR 
     260       270            280       290       300       310     
 
gi|170 APFASIVAGIGGQ 
          320        
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 75.1  bits: 19.9 E():   33 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (41-56:199-213) 
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 852



 

 

               20        30        40        50        60        70 
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
               80                                  
AAD-12 VIVGNMAWHA                                  
                                                   
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|59895730|gb|AAX11262.1| pectin methylesterase aller  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 74.8  bits: 20.2 E():   34 
Smith-Waterman score: 52; 37.5% identity (62.5% similar) in 24 aa overlap (1-24:247-270) 
 
                                             10        20        30 
AAD-12                               GFAALHAAWLQHALLIFPGQHLSNDQQITF 
                                     : : :  ::.. : ..:   .::.       
gi|598 PMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCNLSDAVKPEG 
        220       230       240       250       260       270       
 
               40        50        60        70        80           
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA           
                                                                    
gi|598 WSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYIEAAKWLLPP 
        280       290       300       310       320       330       
 
>>gi|59895728|gb|AAX11261.1| pectin methylesterase aller  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 74.8  bits: 20.2 E():   34 
Smith-Waterman score: 52; 37.5% identity (62.5% similar) in 24 aa overlap (1-24:247-270) 
 
                                             10        20        30 
AAD-12                               GFAALHAAWLQHALLIFPGQHLSNDQQITF 
                                     : : :  ::.. : ..:   .::.       
gi|598 PMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCNLSDAVKPEG 
        220       230       240       250       260       270       
 
               40        50        60        70        80           
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA           
                                                                    
gi|598 WSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYIEAAKWLPPP 
        280       290       300       310       320       330       
 
>>gi|225810597|gb|ACO34813.1| Sal k 1 pollen allergen [S  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 74.8  bits: 20.2 E():   34 
Smith-Waterman score: 52; 37.5% identity (62.5% similar) in 24 aa overlap (1-24:247-270) 
 
                                             10        20        30 
AAD-12                               GFAALHAAWLQHALLIFPGQHLSNDQQITF 
                                     : : :  ::.. : ..:   .::.       
gi|225 PMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFEAARVVFSYCNLSDAVKPEG 
        220       230       240       250       260       270       
 
               40        50        60        70        80           
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA           
                                                                    
gi|225 WSDNNKPAAQKTIFFGEYKNTGPGAAADKRVPYTKQLTEADAKTFTSLEYIEAAKWLPPP 
        280       290       300       310       320       330       
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 74.7  bits: 20.7 E():   35 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (52-67:119-135) 
 
              30        40        50         60        70        80 
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .              
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       90       100       110       120       130       140         
 
gi|476 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 853



 

 

      150       160       170       180       190       200         
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 74.6  bits: 18.7 E():   35 
Smith-Waterman score: 47; 28.6% identity (68.6% similar) in 35 aa overlap (27-60:93-127) 
 
                   10        20        30         40        50      
AAD-12     GFAALHAAWLQHALLIFPGQHLSNDQQITFA-KRFGAIERIGGGDIVAISNVKADG 
                                     :  :. :.   :....: :.:. ..: .   
gi|121 FKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVT 
             70        80        90       100       110       120   
 
          60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHA 
       .::..                     
gi|121 SVRSYKRI                  
            130                  
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 74.5  bits: 19.0 E():   36 
Smith-Waterman score: 48; 25.6% identity (62.8% similar) in 43 aa overlap (8-50:78-119) 
 
                                      10        20        30        
AAD-12                        GFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ....  .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
        40        50        60        70        80            
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA            
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 74.1  bits: 20.4 E():   38 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (24-44:330-350) 
 
                      10        20        30        40        50    
AAD-12        GFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|149 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
            60        70        80                                  
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHA                                  
                                                                    
gi|149 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=Major  (308 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 74.0  bits: 19.9 E():   38 
Smith-Waterman score: 51; 31.5% identity (53.7% similar) in 54 aa overlap (31-80:104-154) 
 
               10        20        30        40        50           
AAD-12 GFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD--GTVR 
                                     ::  : : ..  .  :: . ..:   : :: 
gi|249 PLPTPLRRTSSRSSRPPSPSPPRASSPTSAAKAPGLIPKLDTAYDVAYKAAEAHPRGQVR 
            80        90       100       110       120       130    
 
         60        70        80                                     
AAD-12 Q--HSPAEWDDMMKVIVGNMAWHA                                     
       .  : : .    ..::.: .  ::                                     
gi|249 RLRHCPHR---SLRVIAGALEVHAVKPATEEVLAAKIPTGELQIVDKIDAAFKIAATAAN 
           140          150       160       170       180       190 
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 73.9  bits: 19.3 E():   38 
Smith-Waterman score: 49; 29.3% identity (51.7% similar) in 58 aa overlap (10-67:63-116) 
 
                                    10        20        30          
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AAD-12                      GFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|833 HHQTYVNGLNAALEAQKKAAEANDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
             40        50        60        70           80          
 
      40        50        60        70        80                    
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA                    
        ::: :     .::    :  :  .. :                                 
gi|833 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
       90       100       110       120       130       140         
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 73.6  bits: 20.2 E():   40 
Smith-Waterman score: 52; 26.1% identity (60.9% similar) in 46 aa overlap (9-52:117-160) 
 
                                     10          20        30       
AAD-12                       GFAALHAAWL--QHALLIFPGQHLSNDQQITFAKRFGA 
                                     :.  :. ..:.  :..   .. :.  : .  
gi|113 IYMVTSDQDDDVVNPKEGTLRFGATQDRPLWIIFQRDMIIYLQQEMVVTSDKTIDGRGAK 
         90       100       110       120       130       140       
 
         40        50        60        70        80                 
AAD-12 IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA                 
       .: . ::  ... :::                                             
gi|113 VELVYGG--ITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGDAIHVTGSS 
        150         160       170       180       190       200     
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 73.5  bits: 19.6 E():   40 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (41-56:198-212) 
 
               20        30        40        50        60        70 
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
               80                                  
AAD-12 VIVGNMAWHA                                  
                                                   
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
        230       240       250       260          
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 73.5  bits: 19.6 E():   40 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (41-56:198-212) 
 
               20        30        40        50        60        70 
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
               80                                  
AAD-12 VIVGNMAWHA                                  
                                                   
gi|115 RKDSDKPIKGPITVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
        230       240       250       260          
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 73.5  bits: 19.3 E():   40 
Smith-Waterman score: 49; 29.3% identity (51.7% similar) in 58 aa overlap (10-67:74-127) 
 
                                    10        20        30          
AAD-12                      GFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|164 HHQTYVNGLNAALEAQKKAAEATDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
            50        60        70        80           90           
 
      40        50        60        70        80                    
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA                    
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        ::: :     .::    :  :  .. :                                 
gi|164 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
     100       110       120       130       140       150          
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.5  bits: 19.3 E():   41 
Smith-Waterman score: 49; 33.3% identity (57.1% similar) in 21 aa overlap (7-27:10-30) 
 
                  10        20        30        40        50        
AAD-12    GFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV 
                :::.      ::: :  ....                               
gi|944 MKTLGVLFIAAWFIACTHSFPGAHDEDSKEERKNVDTVLVLPSIERDQMMAATFDFPSLS 
               10        20        30        40        50        60 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 47; 26.1% identity (56.5% similar) in 46 aa overlap (42-80:111-156) 
 
              20        30        40        50               60     
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|400 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
           70        80     
AAD-12 WDDMMKVIVGNMAWHA     
        . ..... : .  :.     
gi|400 GETLLRAVEGYLLAHSDAYN 
              150       160 
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 72.4  bits: 19.9 E():   46 
Smith-Waterman score: 51; 21.6% identity (56.9% similar) in 51 aa overlap (30-79:103-153) 
 
                10        20        30         40        50         
AAD-12  GFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|309 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
       60        70        80                                       
AAD-12 QHSPAEWDDMMKVIVGNMAWHA                                       
       .: :: ::   : .. .. ..                                        
gi|309 DHPPASWDWRKKGVITQVKYQGGCGSGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 72.4  bits: 19.9 E():   46 
Smith-Waterman score: 51; 21.6% identity (56.9% similar) in 51 aa overlap (30-79:103-153) 
 
                10        20        30         40        50         
AAD-12  GFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|129 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
       60        70        80                                       
AAD-12 QHSPAEWDDMMKVIVGNMAWHA                                       
       .: :: ::   : .. .. ..                                        
gi|129 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 72.4  bits: 19.9 E():   46 
Smith-Waterman score: 51; 21.6% identity (56.9% similar) in 51 aa overlap (30-79:103-153) 
 
                10        20        30         40        50         
AAD-12  GFAALHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|119 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
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       60        70        80                                       
AAD-12 QHSPAEWDDMMKVIVGNMAWHA                                       
       .: :: ::   : .. .. ..                                        
gi|119 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.4  bits: 20.2 E():   47 
Smith-Waterman score: 52; 25.0% identity (65.6% similar) in 32 aa overlap (17-48:117-148) 
 
                             10        20        30        40       
AAD-12               GFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : :.. .....  :  .   ....  :::. 
gi|303 APKLYYVTQGRGILGVLMPGCPETFQSMSQFQGSREQEEERGRFQDQHQKVHHLKKGDII 
         90       100       110       120       130       140       
 
         50        60        70        80                           
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA                           
       ::                                                           
gi|303 AIPAGVALWCYNDGDEDLVTVLVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLR 
        150       160       170       180       190       200       
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 72.2  bits: 19.3 E():   48 
Smith-Waterman score: 49; 28.1% identity (53.1% similar) in 32 aa overlap (41-71:192-222) 
 
               20        30        40        50        60           
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|168 CKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGDVVAV-DIKEKGKDKWTELKESWGAVW 
             170       180       190        200       210       220 
 
      70        80                                 
AAD-12 KVIVGNMAWHA                                 
       ..                                          
gi|168 RIDTPDKLTGPFTVRYTTEGGTKSEFEDVIPEGWKADTSYSAK 
              230       240       250       260    
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 71.8  bits: 20.4 E():   50 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (24-44:330-350) 
 
                      10        20        30        40        50    
AAD-12        GFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|169 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
            60        70        80                                  
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHA                                  
                                                                    
gi|169 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full=Polc  (85 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 71.7  bits: 17.6 E():   51 
Smith-Waterman score: 43; 36.6% identity (46.3% similar) in 41 aa overlap (32-72:17-54) 
 
              10        20        30        40        50        60  
AAD-12 FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS 
                                     ::: :    : : : :    .:  :. . . 
gi|144               MADDHPQDKAERERIFKRFDAN---GDGKISAAELGEALKTLGSIT 
                             10        20           30        40    
 
              70        80                        
AAD-12 PAEWDDMMKVIVGNMAWHA                        
       : :   ::  :                                
gi|144 PDEVKHMMAEIDTDGDGFISFQEFTDFGRANRGLLKDVAKIF 
            50        60        70        80      
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>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.5  bits: 18.4 E():   52 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (8-50:77-118) 
 
                                      10        20        30        
AAD-12                        GFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|402 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
         50        60        70        80        90        100      
 
        40        50        60        70        80            
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA            
          :::.:: ::.                                          
gi|402 AAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
         110       120       130       140       150          
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.5  bits: 18.4 E():   52 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (41-50:109-118) 
 
               20        30        40        50        60        70 
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
               80            
AAD-12 VIVGNMAWHA            
                             
gi|534 KAEALFRAVESYLLAHSDAYN 
      140       150          
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 46; 23.3% identity (62.8% similar) in 43 aa overlap (8-50:78-119) 
 
                                      10        20        30        
AAD-12                        GFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :... .   ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLE-KVSHELKIV 
        50        60        70        80        90        100       
 
        40        50        60        70        80            
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA            
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (8-50:78-119) 
 
                                      10        20        30        
AAD-12                        GFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
        40        50        60        70        80            
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA            
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (41-50:110-119) 
 
               20        30        40        50        60        70 
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
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gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
               80            
AAD-12 VIVGNMAWHA            
                             
gi|534 KAEALFRAVESYLLAHSDAYN 
     140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (8-50:78-119) 
 
                                      10        20        30        
AAD-12                        GFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|730 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
        40        50        60        70        80            
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA            
          :::.:: ::.                                          
gi|730 AAPGGGSIVKISSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (8-50:78-119) 
 
                                      10        20        30        
AAD-12                        GFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
        40        50        60        70        80            
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA            
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (8-50:78-119) 
 
                                      10        20        30        
AAD-12                        GFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
        40        50        60        70        80            
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA            
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (8-50:78-119) 
 
                                      10        20        30        
AAD-12                        GFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
        40        50        60        70        80            
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA            
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
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        110       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (8-50:78-119) 
 
                                      10        20        30        
AAD-12                        GFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
        40        50        60        70        80            
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA            
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 71.3  bits: 18.4 E():   53 
Smith-Waterman score: 46; 32.3% identity (58.1% similar) in 31 aa overlap (51-78:38-65) 
 
               30        40        50           60        70        
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ---HSPAEWDDMMKVIVGNMA 
                                     :.: . .:.    .:  ::.. ::    .: 
gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKV---AQA 
        10        20        30        40        50        60        
 
        80                                                          
AAD-12 WHA                                                          
       :                                                            
gi|148 WAETRTPDCSLIHSDRCGENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQIV 
           70        80        90       100       110       120     
 
>>gi|51242679|gb|AAT99258.1| pectin-methyltransferase pr  (362 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 71.2  bits: 19.6 E():   54 
Smith-Waterman score: 50; 37.5% identity (62.5% similar) in 24 aa overlap (1-24:270-293) 
 
                                             10        20        30 
AAD-12                               GFAALHAAWLQHALLIFPGQHLSNDQQITF 
                                     : : :  ::.. : ..:   .::.       
gi|512 PMAMITAHARKNADGVGGYSFVHCKVTGTGGTALLGRAWFDAARVVFSYCNLSDAAKPEG 
     240       250       260       270       280       290          
 
               40        50        60        70        80           
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA           
                                                                    
gi|512 WSDNNKPEAQKTILFGEYKNTGPGAAPDKRAPYTKQLTEADAKTFTSLEYIEAAKWLLPP 
     300       310       320       330       340       350          
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.1  bits: 17.9 E():   55 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (26-44:35-53) 
 
                    10        20        30        40        50      
AAD-12      GFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
          60        70        80                        
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHA                        
                                                        
gi|730 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.1  bits: 17.9 E():   55 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (26-44:35-53) 
 
                    10        20        30        40        50      
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AAD-12      GFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
          60        70        80                        
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHA                        
                                                        
gi|191 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.0  bits: 19.3 E():   55 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (9-40:157-188) 
 
                                     10        20        30         
AAD-12                       GFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
        130       140       150       160       170       180       
 
       40        50        60        70        80                   
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA                   
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
        190       200       210       220       230       240       
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 70.7  bits: 19.6 E():   58 
Smith-Waterman score: 50; 26.8% identity (51.2% similar) in 41 aa overlap (13-49:190-230) 
 
                                 10        20            30         
AAD-12                   GFAALHAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::  .  :    ::.  
gi|215 NKPVIFTKSNLAKSPELDAKMYDICYSTAAAPIYFPPHHFVTHTSNGARYEFNLVDGAVA 
     160       170       180       190       200       210          
 
       40        50        60        70        80                   
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA                   
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.6  bits: 19.3 E():   59 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (9-40:176-207) 
 
                                     10        20        30         
AAD-12                       GFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
         150       160       170       180       190       200      
 
       40        50        60        70        80                   
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA                   
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
         210       220       230       240       250       260      
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 70.4  bits: 19.0 E():   60 
Smith-Waterman score: 48; 28.1% identity (53.1% similar) in 32 aa overlap (41-71:198-228) 
 
               20        30        40        50        60           
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|249 CKYPDGTKPTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIELKESWGAIW 
       170       180       190       200        210       220       
 
      70        80                                 
AAD-12 KVIVGNMAWHA                                 
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       ..                                          
gi|249 RIDTPDKLTGPFTVRYTTEGGTKAEFEDVIPEGWKADTHDASK 
        230       240       250       260          
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.4  bits: 19.0 E():   60 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (17-27:90-100) 
 
                             10        20        30        40       
AAD-12               GFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
         50        60        70        80                           
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA                           
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.3  bits: 17.9 E():   61 
Smith-Waterman score: 44; 38.9% identity (72.2% similar) in 18 aa overlap (3-20:24-41) 
 
                                    10        20        30          
AAD-12                      GFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                              :.: : . .:..: : .:                    
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQE 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA                    
                                                                    
gi|217 IQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLV 
               70        80        90       100       110       120 
 
>>gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Enteroto  (233 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 70.0  bits: 18.7 E():   63 
Smith-Waterman score: 47; 23.3% identity (51.2% similar) in 43 aa overlap (6-45:44-85) 
 
                                        10           20        30   
AAD-12                          GFAALHAAWLQHALLI---FPGQHLSNDQQITFAK 
                                     :  .:::..:.   :  .   ::  . : . 
gi|163 KKSELQGTALGNLKQIYYYNEKAKTENKESHDQFLQHTILFKGFFTDHSWYNDLLVDFDS 
            20        30        40        50        60        70    
 
             40        50        60        70        80             
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA             
       .   ...  :  .                                                
gi|163 K-DIVDKYKGKKVDLYGAYYGYQCAGGTPNKTACMYGGVTLHDNNRLTEEKKVPINLWLD 
             80        90       100       110       120       130   
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 48; 23.2% identity (51.8% similar) in 56 aa overlap (9-64:150-202) 
 
                                     10        20        30         
AAD-12                       GFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. .::   .:. ::. 
gi|219 VLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSCHVMQQQCCQQLSQIPEQSRYDAIR 
     120       130       140       150       160       170          
 
       40        50        60        70        80                   
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA                   
        :       : . . .:  .:..: .                                   
gi|219 AI---TYSIILQEQQQGQSQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQ 
     180          190       200       210       220       230       
 
>>gi|62240392|gb|AAX77384.1| 11S globulin precursor [Sin  (523 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 69.9  bits: 19.9 E():   64 
Smith-Waterman score: 51; 30.0% identity (63.3% similar) in 30 aa overlap (19-47:173-202) 
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                           10        20         30        40        
AAD-12             GFAALHAAWLQHALLIFPGQHLSNDQ-QITFAKRFGAIERIGGGDIVA 
                                     ::. ...: :  :   .  .:..  ::..: 
gi|622 QQGQQGQQGQQQGQQGQQGQQGQQGQQGQQGQQGQQQQGQQGFRDMYQKVEHVRHGDVIA 
            150       160       170       180       190       200   
 
        50        60        70        80                            
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA                            
                                                                    
gi|622 NTPGSAHWIYNTGDKPLVIISLLDIANYQNQLDRNPRVFRLAGNNPQGGFGGPQQQQPQQ 
            210       220       230       240       250       260   
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 45; 33.3% identity (57.8% similar) in 45 aa overlap (35-72:52-96) 
 
           10        20        30        40        50               
AAD-12 LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK--ADGT-----V 
                                     :.:..:. :.  . : ::   ::.     : 
gi|602 AFVLDADNLIPKIAPQAVKSTEILEGDGGVGTIKKINFGEGSTYSYVKHKIDGVDKDNFV 
              30        40        50        60        70        80  
 
        60        70        80                                      
AAD-12 RQHSPAEWDDMMKVIVGNMAWHA                                      
        :.:  : : . ..:                                              
gi|602 YQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISHYHTKGDVEIKEEHVKAGKEKAS 
              90       100       110       120       130       140  
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (40-61:15-36) 
 
      10        20        30        40        50        60          
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|604                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
      70        80                                                  
AAD-12 KVIVGNMAWHA                                                  
                                                                    
gi|604 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (40-61:15-36) 
 
      10        20        30        40        50        60          
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|288                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
      70        80                                                  
AAD-12 KVIVGNMAWHA                                                  
                                                                    
gi|288 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (40-61:15-36) 
 
      10        20        30        40        50        60          
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|144                 MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
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      70        80                                                  
AAD-12 KVIVGNMAWHA                                                  
                                                                    
gi|144 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (40-61:15-36) 
 
      10        20        30        40        50        60          
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|218                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
      70        80                                                  
AAD-12 KVIVGNMAWHA                                                  
                                                                    
gi|218 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 45; 23.3% identity (60.5% similar) in 43 aa overlap (8-50:78-119) 
 
                                      10        20        30        
AAD-12                        GFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
        40        50        60        70        80            
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA            
          :::..: ::.                                          
gi|167 AAPGGGSVVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 45; 24.4% identity (61.0% similar) in 41 aa overlap (10-50:80-119) 
 
                                    10        20        30          
AAD-12                      GFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :. :.    ....  .   
gi|730 GPGTIKKITFSEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLG-DKLEKVSHELKIVAA 
      50        60        70        80        90        100         
 
      40        50        60        70        80            
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA            
        :::.:: ::.                                          
gi|730 PGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      110       120       130       140       150       160 
 
>>gi|5726304|gb|AAD48405.1|AF136945_1 major allergen Cor  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.8  bits: 18.2 E():   65 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (6-50:77-120) 
 
                                        10        20         30     
AAD-12                          GFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|572 GNGGPGTIKKITFAEGNEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
           40        50        60        70        80            
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA            
       .:  . :::.:. :..                                          
gi|572 AAAPH-GGGSILKITSKYHTKGNASINEEEIKAGKEKAAGLFKAVEAYLLAHPDAYC 
         110        120       130       140       150       160  
 
>>gi|11762102|gb|AAG40329.1|AF323973_1 major allergen va  (161 aa) 
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 initn:  37 init1:  37 opt:  45  Z-score: 69.8  bits: 18.2 E():   65 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (6-50:77-120) 
 
                                        10        20         30     
AAD-12                          GFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
           40        50        60        70        80            
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA            
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|11762104|gb|AAG40330.1|AF323974_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.8  bits: 18.2 E():   65 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (6-50:77-120) 
 
                                        10        20         30     
AAD-12                          GFAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
           40        50        60        70        80            
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA            
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 69.4  bits: 19.0 E():   68 
Smith-Waterman score: 48; 25.7% identity (60.0% similar) in 35 aa overlap (37-67:81-115) 
 
         10        20        30        40            50        60   
AAD-12 AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV----AISNVKADGTVRQHSP 
                                     :  .: :...     :. .:  :.:..  : 
gi|324 NFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFP 
               60        70        80        90       100       110 
 
             70        80                                           
AAD-12 AEWDDMMKVIVGNMAWHA                                           
       .:. .                                                        
gi|324 SEFGNDVDRSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASS 
              120       130       140       150       160       170 
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.3  bits: 17.9 E():   68 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (40-62:15-37) 
 
      10        20        30        40        50        60          
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : : .... . .  ::.:  .::        
gi|100                 MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKP 
                               10        20        30        40     
 
      70        80                                                  
AAD-12 KVIVGNMAWHA                                                  
                                                                    
gi|100 EENAGIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILG 
           50        60        70        80        90       100     
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  49 init1:  49 opt:  51  Z-score: 69.0  bits: 19.9 E():   71 
Smith-Waterman score: 51; 29.4% identity (82.4% similar) in 17 aa overlap (59-75:535-551) 
 
       30        40        50        60        70        80         
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA         
                                     .:.:   :...:...:.              
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
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          510       520       530       540       550       560     
 
gi|331 KEGCFSEEGPKLVAAAQAALV 
          570       580      
 
>>gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin precurs  (148 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.9  bits: 17.9 E():   72 
Smith-Waterman score: 44; 21.2% identity (54.5% similar) in 33 aa overlap (46-78:25-57) 
 
          20        30        40        50        60        70      
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     :. ..:  .:  ...   ::.. .  .    
gi|538       MARFTIVLAVLFAAALVSASAHKTVVTTSVAEEGEEENQRGCEWESRQCQMRHC 
                     10        20        30        40        50     
 
          80                                                        
AAD-12 MAWHA                                                        
       : :                                                          
gi|538 MQWMRSMRGQYEESFLRSAEANQGQFEHFRECCNELRDVKSHCRCEALRCMMRQMQQEYG 
           60        70        80        90       100       110     
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.8  bits: 17.3 E():   73 
Smith-Waterman score: 42; 37.5% identity (62.5% similar) in 24 aa overlap (26-49:79-100) 
 
                    10        20        30        40        50      
AAD-12      GFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .  :       
gi|897 QQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQL--AAQLPAMCRLEGGDALLASQ      
       50        60        70        80          90       100       
 
          60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHA 
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  49 init1:  49 opt:  51  Z-score: 68.7  bits: 19.9 E():   74 
Smith-Waterman score: 51; 29.4% identity (82.4% similar) in 17 aa overlap (59-75:558-574) 
 
       30        40        50        60        70        80         
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA         
                                     .:.:   :...:...:.              
gi|668 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
       530       540       550       560       570       580        
 
gi|668 KEGCFSEEGPKLVAAAQAALV 
       590       600         
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.5  bits: 19.0 E():   76 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (17-27:90-100) 
 
                             10        20        30        40       
AAD-12               GFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
         50        60        70        80                           
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA                           
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 43; 24.5% identity (58.5% similar) in 53 aa overlap (3-53:48-100) 
 
                                           10        20        30   
AAD-12                             GFAALHAAWLQHALLIFPGQHLSNDQQITFAK 
                                     ::.   . . . :   : ::.. . ...   
gi|144 HRLTAAAIIGHDGSVWAQSSSFPQFKSDEVAAIMKDFDEPGSLAPTGLHLGSTKYMVIQG 
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        20        30        40        50        60        70        
 
               40        50        60        70        80     
AAD-12 RFGAIER--IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA     
       . ::. :   :.: :.. .. .:                                
gi|144 EPGAVIRGKKGSGGITVKKTSQALIIGIYDEPLTPGQCNMIVERLGDYLLEQGM 
        80        90       100       110       120       130  
 
>>gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 [Ch  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 43; 33.3% identity (62.5% similar) in 24 aa overlap (40-63:15-38) 
 
      10        20        30        40        50        60          
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :. . . . .  ::::  .::.       
gi|294                 MSWQTYVDDHLMCDIEGNHLSSAAILGHDGTVWAQSPSFPQLKP 
                               10        20        30        40     
 
      70        80                                                  
AAD-12 KVIVGNMAWHA                                                  
                                                                    
gi|294 EEVSAIMKDFNEPGSLAPTGLHLGGTKYMVIQGEPGDVIRGKKGPGGVTIKKTNQALIIG 
           50        60        70        80        90       100     
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 68.0  bits: 19.3 E():   81 
Smith-Waterman score: 49; 38.1% identity (66.7% similar) in 21 aa overlap (49-69:216-232) 
 
       20        30        40        50        60        70         
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     :... :: :    :..::: .          
gi|253 GHPTHLEHSSTNPNSFHYEHNIVSPSSIHPSTAHFDGEV----PSQWDDSLGHGASTPKV 
         190       200       210       220           230       240  
 
       80                                                           
AAD-12 HA                                                           
                                                                    
gi|253 RTPSHHVSSNPWAEINEPTGGDNDNLAPVTRPRKPARARRQKKEPRKLSDASQGARSSST 
             250       260       270       280       290       300  
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.9  bits: 17.9 E():   82 
Smith-Waterman score: 44; 27.3% identity (47.7% similar) in 44 aa overlap (24-67:90-127) 
 
                      10        20        30        40        50    
AAD-12        GFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     ::  .  :  .:  ... : ::. .:     
gi|276 VCSARHVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSA--WGKANQVTGDDILFLS---- 
      60        70        80        90         100       110        
 
            60        70        80                             
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHA                             
       :  .:  .   : :                                          
gi|276 DPDARFSKSIGWADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
           120       130       140       150       160         
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.9  bits: 17.9 E():   82 
Smith-Waterman score: 44; 27.3% identity (47.7% similar) in 44 aa overlap (24-67:90-127) 
 
                      10        20        30        40        50    
AAD-12        GFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     ::  .  :  .:  ... : ::. .:     
gi|668 VCSARHVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSA--WGKANQVTGDDILFLS---- 
      60        70        80        90         100       110        
 
            60        70        80                             
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHA                             
       :  .:  .   : :                                          
gi|668 DPDARFSKSIGWADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
           120       130       140       150       160         
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>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.9  bits: 19.0 E():   82 
Smith-Waterman score: 48; 33.3% identity (49.0% similar) in 51 aa overlap (34-76:49-97) 
 
            10        20        30        40         50             
AAD-12 ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|195 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
         60        70         80                                    
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHA                                    
       .:    :  :  . .:  :::                                        
gi|195 LRYG--ATRDRPLWIIFSGNMNIKLKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKRVSN 
       80          90       100       110       120       130       
 
>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.9  bits: 19.0 E():   82 
Smith-Waterman score: 48; 33.3% identity (49.0% similar) in 51 aa overlap (34-76:49-97) 
 
            10        20        30        40         50             
AAD-12 ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|493 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
         60        70         80                                    
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHA                                    
       .:    :  :  . .:  :::                                        
gi|493 LRYG--ATRDRPLWIIFSGNMNIKLKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKRVSN 
       80          90       100       110       120       130       
 
>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.9  bits: 19.0 E():   82 
Smith-Waterman score: 48; 33.3% identity (49.0% similar) in 51 aa overlap (34-76:49-97) 
 
            10        20        30        40         50             
AAD-12 ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|117 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
         60        70         80                                    
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHA                                    
       .:    :  :  . .:  :::                                        
gi|117 LRYG--ATRDRPLWIIFSGNMNIKLKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKRVSN 
       80          90       100       110       120       130       
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 67.8  bits: 19.6 E():   83 
Smith-Waterman score: 50; 27.0% identity (58.7% similar) in 63 aa overlap (3-64:336-392) 
 
                                           10         20        30  
AAD-12                             GFAALHAAWLQH-ALLIFPGQHLSNDQQITFA 
                                     :  :.  .:. ..:.:   : :..::     
gi|572 GLSPHVPLYKVMEGNEPCFFTTFFSWDPAKAIAHGNSFQKKVMLLFGVGHASENQQ---- 
         310       320       330       340       350       360      
 
              40        50        60        70        80            
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA            
        ::.. .. ::.   : . .  ...  . :::.                            
gi|572 -RFNGTNQ-GGATQRASALAALNSAFSSSSPAKSSSAPRSAGKSPGSQRAAAIAALSSAL 
               370       380       390       400       410          
 
gi|572 SAEKKQPPEGGSPLRLSRTSSVDAIAPGNEVSTAEIEDSKEVPERKEIETVEPAETDGED 
     420       430       440       450       460       470          
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 67.6  bits: 19.0 E():   85 
Smith-Waterman score: 48; 26.8% identity (48.8% similar) in 41 aa overlap (13-49:190-230) 
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                                 10        20            30         
AAD-12                   GFAALHAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::     :    ::.  
gi|215 NKPVIFTKSNLAESPQLDAKMYDICYSTAAAPIYFPPHHFVTHTSNGATYEFNLVDGAVA 
     160       170       180       190       200       210          
 
       40        50        60        70        80                   
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA                   
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 67.2  bits: 19.3 E():   89 
Smith-Waterman score: 49; 24.4% identity (56.1% similar) in 41 aa overlap (42-79:438-478) 
 
              20        30        40        50        60         70 
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP-AEWDDMMK 
                                     ::  .  ... :::  . :.  .  .: .  
gi|796 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHNAETTVEDRIG 
       410       420       430       440       450       460        
 
                 80                
AAD-12 VIVGNM--AWHA                
       .:. .   :.:                 
gi|796 IIIDSAEKAFHKELGAIYSEIKDAVSV 
       470       480       490     
 
>>gi|886967|emb|CAA59340.1| low molecular weight gluteni  (276 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 67.1  bits: 18.4 E():   90 
Smith-Waterman score: 46; 30.3% identity (63.6% similar) in 33 aa overlap (2-33:57-89) 
 
                                            10        20         30 
AAD-12                              GFAALHAAWLQHALLIFPGQH-LSNDQQITF 
                                     :.  .  . :. : :.: :  .:..::  : 
gi|886 PIQQQPQPFPQQPPCSQQQQPPLSQQQQPPFSQQQPPFSQQELPILPQQPPFSQQQQPQF 
         30        40        50        60        70        80       
 
               40        50        60        70        80           
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA           
       ...                                                          
gi|886 SQQQQPFPQQQQPLLLQQPPFSQQRPPFSQQQQQPVLPQQPPFSQQQQQQPILPQQPPFS 
         90       100       110       120       130       140       
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 67.0  bits: 19.3 E():   91 
Smith-Waterman score: 49; 22.7% identity (53.0% similar) in 66 aa overlap (2-67:240-301) 
 
                                            10        20        30  
AAD-12                              GFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     :...   .:..:. .   : ..: .  : . 
gi|370 RQEEREFSPRGQHSRRERAGQEEENEGGNIFSGFTPEFLEQAFQVDDRQIVQNLRGETES 
     210       220       230       240       250       260          
 
              40        50        60        70        80            
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA            
       .. :::  . ::    .  .. :   :     :.:.                         
gi|370 EEEGAIVTVRGG----LRILSPDRKRRADEEEEYDEDEYEYDEEDRRRGRGSRGRGNGIE 
     270       280           290       300       310       320      
 
gi|370 ETICTASAKKNIGRNRSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAH 
         330       340       350       360       370       380      
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.9  bits: 18.4 E():   93 
Smith-Waterman score: 46; 33.3% identity (57.1% similar) in 21 aa overlap (12-32:79-99) 
 
                                  10        20        30        40  
AAD-12                    GFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG 
                                     : .: :: : : .  . .: .          
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gi|624 QSQQQCLQQPQHQFPQPTQQFPQRPLLPFTHPFLTFPDQLLPQPPHQSFPQPPQSYPQPP 
       50        60        70        80        90       100         
 
              50        60        70        80                      
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA                      
                                                                    
gi|624 LQPFPQPPQQKYPEQPQQPFPWQQPTIQLYLQQQLNPCKEFLLQQCRPVSLLSYLWSKIV 
      110       120       130       140       150       160         
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 66.8  bits: 17.6 E():   93 
Smith-Waterman score: 43; 24.4% identity (48.8% similar) in 86 aa overlap (10-78:50-135) 
 
                                    10        20         30         
AAD-12                      GFAALHAAWLQHALLIFPGQHLSNDQQIT-FAKR----- 
                                     .: :.  : :. :.. .    :.:.      
gi|250 DQIAAAKASWNTVKNNQVDILYAVFKANPDIQTAFSQFAGKDLDSIKGTPDFSKHAGRVV 
      20        30        40        50        60        70          
 
              40        50         60            70            80   
AAD-12 --FGAIERIGGGDIVAISNV-KADGTVRQH----SPAEWDDMMKVIV----GNMAWHA   
         :. .  . :.:  . . . ::    ..:    :::. :.. : .:    :   :     
gi|250 GLFSEVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAV 
      80        90       100       110       120       130          
 
gi|250 ESSWAPVLDFVFSTLKNEL 
     140       150         
 
>>gi|15809696|gb|AAL07320.1| profilin [Litchi chinensis]  (131 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 42; 24.5% identity (58.5% similar) in 53 aa overlap (3-53:48-100) 
 
                                           10        20        30   
AAD-12                             GFAALHAAWLQHALLIFPGQHLSNDQQITFAK 
                                     ::.   . . . :   : ::.. . ...   
gi|158 QHLTAAAIIGHDGSVWAQSANFPQFKPAEIAAIMKDFDEPGSLAPTGLHLGGTKYMVIQG 
        20        30        40        50        60        70        
 
               40        50        60        70        80     
AAD-12 RFGAIER--IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA     
       . ::. :   : : :.. ....:                                
gi|158 EPGAVIRGKKGPGGITVKKTTQALIIGIYDEPMTPGQCNMVVERLGDYLVDQGL 
        80        90       100       110       120       130  
 
>>gi|34851176|gb|AAP15200.1| profilin-like protein [Humu  (131 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 42; 33.3% identity (58.3% similar) in 24 aa overlap (40-63:15-38) 
 
      10        20        30        40        50        60          
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :. . : . .  ::.:  .: :       
gi|348                 MSWQAYVDDHLMCEIDGNHLSAAAIIGHDGSVWAQSAAFPQLKP 
                               10        20        30        40     
 
      70        80                                                  
AAD-12 KVIVGNMAWHA                                                  
                                                                    
gi|348 EEVTGIMNDFNEPGTLAPTGLYLGGTKYMVIQGEPGAVIRGKKGAGGVTIKKTSQALIIG 
           50        60        70        80        90       100     
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.7  bits: 18.1 E():   95 
Smith-Waterman score: 52; 26.0% identity (54.0% similar) in 50 aa overlap (23-71:155-199) 
 
                       10        20        30        40        50   
AAD-12         GFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK 
                                     :: . ...  .: :    : ::.::. ..: 
gi|458 RSAGEVEIQFRRVKCKYPEGTKVTFHVEKGSNPNYLALLVKFVA----GDGDVVAV-DIK 
          130       140       150       160           170           
 
             60         70        80                                
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AAD-12 ADGTVRQHSPAE-WDDMMKVIVGNMAWHA                                
         :  .  .  : :  . ..                                         
gi|458 EKGKDKWIALKESWGAIWRIDTPEVLKGPFTVRYTTEGGTKGEAKDVIPEGWKADTCYES 
     180       190       200       210       220       230          
 
>>gi|73912496|dbj|BAE20328.1| omega-5 gliadin [Triticum   (439 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.6  bits: 19.0 E():   96 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (17-27:103-113) 
 
                             10        20        30        40       
AAD-12               GFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|739 FLQQQQIPQQQIPQQHQIPQQPQQFPQQQQFPQQHQSPQQQFPQQQFPQQKLPQQEFPQQ 
             80        90       100       110       120       130   
 
         50        60        70        80                           
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA                           
                                                                    
gi|739 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
            140       150       160       170       180       190   
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 17.9 E():   97 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (30-54:126-150) 
 
                10        20        30        40        50          
AAD-12  GFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ 
                                     ..:.:  . . .:: ..: . . ::      
gi|144 RAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVA 
         100       110       120       130       140       150      
 
      60        70        80                         
AAD-12 HSPAEWDDMMKVIVGNMAWHA                         
                                                     
gi|144 ILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
         160       170       180       190       200 
 
>>gi|46410859|gb|AAR98518.1| major latex allergen Hev b   (366 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.5  bits: 18.7 E():   98 
Smith-Waterman score: 47; 30.8% identity (56.4% similar) in 39 aa overlap (2-40:231-269) 
 
                                            10        20        30  
AAD-12                              GFAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     .:.:::  : . :  .   .:  . . :   
gi|464 ARKFVVENVAPLGLIPFIKQTSDNSTLFYELASLHAMKLPQILEKIQDGYLFPEFNYTVF 
              210       220       230       240       250       260 
 
              40        50        60        70        80            
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA            
       . :: :..:                                                    
gi|464 NYFGIIKEIIDAPGEHGFKYGDIACCGNSTYRGQACGFLDYEFCVCGNKTEYLFFDGTHN 
              270       280       290       300       310       320 
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 17.9 E():   99 
Smith-Waterman score: 44; 28.0% identity (68.0% similar) in 25 aa overlap (30-54:130-154) 
 
                10        20        30        40        50          
AAD-12  GFAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ 
                                     ..:.:  . . .:: ..: . . ::      
gi|622 RAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVA 
     100       110       120       130       140       150          
 
      60        70        80                         
AAD-12 HSPAEWDDMMKVIVGNMAWHA                         
                                                     
gi|622 ILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
     160       170       180       190       200     
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80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:34 2011 done: Fri Jan 21 00:02:34 2011 
 Total Scan time:  0.070 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 32  - 111 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     4     2:* 
  32    11     8:=*= 
  34    25    22:=====*= 
  36    42    44:==========* 
  38    79    73:==================*= 
  40    80   102:====================     * 
  42   114   125:=============================  * 
  44   192   138:==================================*============= 
  46   129   140:================================= * 
  48   138   134:=================================*= 
  50   121   122:==============================* 
  52    82   108:=====================     * 
  54    93    92:======================*= 
  56    74    77:===================* 
  58    43    63:===========    * 
  60    44    51:=========== * 
  62    40    41:==========* 
  64    34    33:========* 
  66    21    26:======* 
  68    24    20:====*= 
  70    33    16:===*===== 
  72    24    12:==*=== 
  74    11    10:==* 
  76     7     8:=* 
  78     1     6:=* 
  80    13     5:=*== 
  82     5     3:*= 
  84     2     3:* 
  86     0     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
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 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.13430.00329; mu= 6.1670 0.169 
 mean_var=44.923112.570, 0's: 2 Z-trim: 2  B-trim: 11 in 1/43 
 Lambda= 0.191355 
 Kolmogorov-Smirnov  statistic: 0.0226 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   63 23.0     1.4 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   59 21.9       3 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   60 22.2     5.6 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   61 22.4     9.5 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   55 20.8      11 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   57 21.3      12 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   60 22.2      14 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   57 21.3      14 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   52 19.9      15 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   52 19.9      15 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   52 19.9      15 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   52 19.9      15 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   57 21.3      17 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   57 21.3      17 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   57 21.3      17 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   57 21.3      17 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   57 21.3      17 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   57 21.3      17 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   57 21.3      17 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   57 21.3      17 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   57 21.3      17 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   50 19.4      17 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   45 18.0      18 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   53 20.2      23 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   53 20.2      25 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   54 20.5      26 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   53 20.2      26 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   50 19.4      27 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   56 21.1      27 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   56 21.1      28 
gi|2181180|emb|CAB06417.1| xylosidase [Aspergillus ( 804)   58 21.6      29 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   52 19.9      31 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   54 20.5      33 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   49 19.1      33 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   49 19.1      33 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 19.7      36 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 18.8      37 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 19.4      37 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   51 19.7      37 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   52 20.0      38 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 19.7      38 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   47 18.6      40 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   54 20.5      40 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   48 18.8      40 
gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=M ( 308)   51 19.7      43 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   53 20.2      43 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   49 19.1      43 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   49 19.1      46 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   52 20.0      46 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 19.4      46 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 19.4      46 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   49 19.1      46 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   47 18.6      48 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   47 18.6      48 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   47 18.6      48 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   47 18.6      48 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   47 18.6      49 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   47 18.6      49 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   47 18.6      49 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   47 18.6      49 
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gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   47 18.6      49 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   47 18.6      49 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   47 18.6      49 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   47 18.6      49 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   47 18.6      49 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   47 18.6      49 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   51 19.7      53 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   51 19.7      53 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   51 19.7      53 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   52 20.0      53 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 19.1      54 
gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full= (  85)   43 17.4      56 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   53 20.2      57 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   46 18.3      58 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 18.3      58 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   46 18.3      58 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   46 18.3      59 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   46 18.3      59 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   46 18.3      59 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 18.3      59 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 18.3      59 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   46 18.3      59 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   46 18.3      59 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 18.3      59 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   46 18.3      59 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   46 18.3      59 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 18.3      59 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   46 18.3      59 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   46 18.3      59 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   46 18.3      59 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   46 18.3      59 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   44 17.7      61 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   44 17.7      61 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   49 19.1      62 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   50 19.4      65 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   48 18.8      65 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   49 19.1      66 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   51 19.7      66 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   44 17.7      67 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   48 18.8      67 
gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Ente ( 233)   47 18.6      70 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   48 18.8      70 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   45 18.0      70 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   44 17.7      71 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   44 17.7      71 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   44 17.7      71 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   44 17.7      71 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   45 18.0      71 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   45 18.0      71 
gi|5726304|gb|AAD48405.1|AF136945_1 major allergen ( 161)   45 18.0      71 
gi|11762104|gb|AAG40330.1|AF323974_1 major allerge ( 161)   45 18.0      71 
gi|11762102|gb|AAG40329.1|AF323973_1 major allerge ( 161)   45 18.0      71 
gi|62240392|gb|AAX77384.1| 11S globulin precursor  ( 523)   51 19.7      72 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   44 17.7      75 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   48 18.8      76 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   46 18.3      77 
gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin pre ( 148)   44 17.7      79 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   42 17.2      80 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   51 19.7      80 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 19.4      82 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   51 19.7      83 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   48 18.9      85 
gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full= ( 131)   43 17.4      85 
gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 ( 131)   43 17.4      85 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   44 17.7      85 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   44 17.7      89 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   44 17.7      89 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   49 19.1      90 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   48 18.9      91 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   48 18.9      91 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   48 18.9      91 
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gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   50 19.4      92 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   48 18.9      94 
gi|886967|emb|CAA59340.1| low molecular weight glu ( 276)   46 18.3      99 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  63  Z-score: 99.8  bits: 23.0 E():  1.4 
Smith-Waterman score: 63; 42.3% identity (61.5% similar) in 26 aa overlap (52-77:30-52) 
 
              30        40        50        60        70        80  
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD  
                                     :.  .:::.  ::. : :   ::. :     
gi|126  TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTKK--GNL-WEVKS 
                10        20        30        40          50        
 
gi|126 AKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
         60        70        80        90        
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  59  Z-score: 93.9  bits: 21.9 E():    3 
Smith-Waterman score: 59; 38.5% identity (61.5% similar) in 26 aa overlap (52-77:30-52) 
 
              30        40        50        60        70        80  
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD  
                                     :.  .:::.  ::. . :   ::. :     
gi|144  VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKS 
                10        20        30        40          50        
 
gi|144 SKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
         60        70        80        90       
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 89.0  bits: 22.2 E():  5.6 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (16-47:133-160) 
 
                              10        20        30        40      
AAD-12                FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|221 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
            110       120       130       140           150         
 
          50        60        70        80                          
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD                          
       :.                                                           
gi|221 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
      160       170       180       190       200       210         
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 84.9  bits: 22.4 E():  9.5 
Smith-Waterman score: 61; 38.7% identity (58.1% similar) in 31 aa overlap (17-47:108-138) 
 
                             10        20        30        40       
AAD-12               FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA 
                                     : :  .. :.  :  :   :.:.  :::.: 
gi|259 YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIA 
        80        90       100       110       120       130        
 
         50        60        70        80                           
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD                           
       :                                                            
gi|259 IPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGR 
       140       150       160       170       180       190        
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  55  Z-score: 84.0  bits: 20.8 E():   11 
Smith-Waterman score: 55; 27.7% identity (57.4% similar) in 47 aa overlap (41-80:111-157) 
 
               20        30        40           50            60    
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|400 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
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            70        80    
AAD-12 WDDMMKVIVGNMAWHAD    
        . ..... : .  :.:    
gi|400 GETLLRAVEGYLLAHSDAYN 
              150       160 
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  57  Z-score: 83.0  bits: 21.3 E():   12 
Smith-Waterman score: 57; 25.7% identity (50.0% similar) in 70 aa overlap (7-71:33-102) 
 
                                       10         20        30      
AAD-12                         FAALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFGA 
                                     : .:: .. .  : :  . :: :   . :  
gi|273 MEHYLKTYLSWLTEEQKEKLKEMKEAGQTKAEIQHEVMHYYDQLHGEEKQQATEKLKVGC 
             10        20        30        40        50        60   
 
          40            50        60        70        80            
AAD-12 IERIGG--GD--IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD            
          . :  :.  .: . :::  :.  :.   . . :.. .                     
gi|273 KMLLKGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIF 
             70        80        90       100       110       120   
 
gi|273 GATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKELEAKILHYYDEL 
            130       140       150       160       170       180   
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 82.2  bits: 22.2 E():   14 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (16-47:131-158) 
 
                              10        20        30        40      
AAD-12                FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|213 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
              110       120       130       140           150       
 
          50        60        70        80                          
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD                          
       :.                                                           
gi|213 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
        160       170       180       190       200       210       
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 81.8  bits: 21.3 E():   14 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (5-78:194-266) 
 
                                         10        20         30    
AAD-12                           FAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|261 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
           170       180       190       200       210       220    
 
            40        50        60        70        80              
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD              
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|261 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIET 
           230         240       250       260       270       280  
 
gi|261 YLFAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFS 
             290       300       310       
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.6  bits: 19.9 E():   15 
Smith-Waterman score: 52; 25.0% identity (59.1% similar) in 44 aa overlap (26-69:29-72) 
 
                  10        20        30        40        50        
AAD-12    FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSGLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
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        60        70        80                                      
AAD-12 QHSPAEWDDMMKVIVGNMAWHAD                                      
       .:.  ::  : :                                                 
gi|400 EHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATYAP 
               70        80        90       100       110       120 
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.6  bits: 19.9 E():   15 
Smith-Waterman score: 52; 25.0% identity (59.1% similar) in 44 aa overlap (26-69:29-72) 
 
                  10        20        30        40        50        
AAD-12    FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 QHSPAEWDDMMKVIVGNMAWHAD                                      
       .:.  ::  : :                                                 
gi|400 EHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATYAP 
               70        80        90       100       110       120 
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.6  bits: 19.9 E():   15 
Smith-Waterman score: 52; 25.0% identity (59.1% similar) in 44 aa overlap (26-69:29-72) 
 
                  10        20        30        40        50        
AAD-12    FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|117 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 QHSPAEWDDMMKVIVGNMAWHAD                                      
       .:.  ::  : :                                                 
gi|117 EHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATYAP 
               70        80        90       100       110       120 
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.6  bits: 19.9 E():   15 
Smith-Waterman score: 52; 25.0% identity (59.1% similar) in 44 aa overlap (26-69:29-72) 
 
                  10        20        30        40        50        
AAD-12    FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 QHSPAEWDDMMKVIVGNMAWHAD                                      
       .:.  ::  : :                                                 
gi|400 EHGSDEWVAMTKGEGGVWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATYAP 
               70        80        90       100       110       120 
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 80.5  bits: 21.3 E():   17 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (5-78:230-302) 
 
                                         10        20         30    
AAD-12                           FAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
            40        50        60        70        80              
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD              
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|124 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIET 
     260       270         280       290       300       310        
 
gi|124 YLFAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
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       320       330       340       350       360       370     
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 80.5  bits: 21.3 E():   17 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (5-78:230-302) 
 
                                         10        20         30    
AAD-12                           FAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLANIYPYFTYADNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
            40        50        60        70        80              
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD              
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|124 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIET 
     260       270         280       290       300       310        
 
gi|124 YLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHDATILFLKSDM 
       320       330       340       350       360       370     
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 80.5  bits: 21.3 E():   17 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (5-78:230-302) 
 
                                         10        20         30    
AAD-12                           FAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|268 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
            40        50        60        70        80              
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD              
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|268 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIET 
     260       270         280       290       300       310        
 
gi|268 YLFAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
       320       330       340       350       360       370     
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 80.5  bits: 21.3 E():   17 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (5-78:230-302) 
 
                                         10        20         30    
AAD-12                           FAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSSXSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
            40        50        60        70        80              
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD              
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|124 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIET 
     260       270         280       290       300       310        
 
gi|124 YLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
       320       330       340       350       360       370     
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 80.5  bits: 21.3 E():   17 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (5-78:230-302) 
 
                                         10        20         30    
AAD-12                           FAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLTNIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
            40        50        60        70        80              
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD              
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       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|124 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIET 
     260       270         280       290       300       310        
 
gi|124 YLFATFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
       320       330       340       350       360       370     
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 80.5  bits: 21.3 E():   17 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (5-78:230-302) 
 
                                         10        20         30    
AAD-12                           FAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|118 GFLSSIRSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
            40        50        60        70        80              
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD              
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|118 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIET 
     260       270         280       290       300       310        
 
gi|118 YLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
       320       330       340       350       360       370     
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 80.5  bits: 21.3 E():   17 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (5-78:230-302) 
 
                                         10        20         30    
AAD-12                           FAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
            40        50        60        70        80              
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD              
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|124 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIET 
     260       270         280       290       300       310        
 
gi|124 YLFAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
       320       330       340       350       360       370     
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 80.5  bits: 21.3 E():   17 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (5-78:230-302) 
 
                                         10        20         30    
AAD-12                           FAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|270 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
            40        50        60        70        80              
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD              
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|270 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPDRAIET 
     260       270         280       290       300       310        
 
gi|270 YLFAMFDENQKQPEVEKHFGLFFPDKRPKYNLNFSAKKNWDISTEHNATVLFLKSDM 
       320       330       340       350       360       370     
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 80.5  bits: 21.3 E():   17 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (5-78:230-302) 
 
                                         10        20         30    
AAD-12                           FAALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
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gi|327 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
            40        50        60        70        80              
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD              
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|327 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIET 
     260       270         280       290       300       310        
 
gi|327 YLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
       320       330       340       350       360       370     
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 80.2  bits: 19.4 E():   17 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (40-55:29-43) 
 
      10        20        30        40        50        60          
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105   CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
                 10        20        30         40        50        
 
      70        80                                
AAD-12 VIVGNMAWHAD                                
                                                  
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
        60        70        80        90          
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 79.9  bits: 18.0 E():   18 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (25-48:17-38) 
 
               10        20        30        40        50        60 
AAD-12 FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS 
                               ::.  : .. :. :. ::: .. :             
gi|217         LVSVEHQAARLKVAKAQQL--AAQLPAMCRLEGGDALSASQ            
                       10          20        30                     
 
               70        80 
AAD-12 PAEWDDMMKVIVGNMAWHAD 
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 77.9  bits: 20.2 E():   23 
Smith-Waterman score: 53; 26.3% identity (54.4% similar) in 57 aa overlap (24-80:184-234) 
 
                      10        20        30        40        50    
AAD-12        FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|458 GSNPNYLALLVKFVAGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
           160       170       180       190       200              
 
            60        70        80       
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHAD       
        :::  . .      : .. . .:.::       
gi|458 FTVRYTTEGGTKGEAKDVIPE-GWKADTCYESK 
      210       220        230       240 
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 77.2  bits: 20.2 E():   25 
Smith-Waterman score: 53; 26.3% identity (54.4% similar) in 57 aa overlap (24-80:207-257) 
 
                      10        20        30        40        50    
AAD-12        FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|390 GSNPNYLALLVKFVAGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
        180       190       200       210       220            230  
 
            60        70        80       
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHAD       
        :::  . .      : .. . .:.::       
gi|390 FTVRYTTEGGTKGEAKDVIPE-GWKADTAYESK 
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             240       250        260    
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 77.0  bits: 20.5 E():   26 
Smith-Waterman score: 54; 25.6% identity (48.7% similar) in 39 aa overlap (26-64:191-229) 
 
                    10        20        30        40        50      
AAD-12      FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ::..   .:   :  : :..   .. :    
gi|320 KEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDP 
              170       180       190       200       210       220 
 
          60        70        80                                    
AAD-12 VRQHSPAEWDDMMKVIVGNMAWHAD                                    
       : . . : :                                                    
gi|320 VISFKTALWFWMTPQSPKPSCHNVITGRWTPSAADRAAGRLPGYGVITNIINGGIECGKG 
              230       240       250       260       270       280 
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 77.0  bits: 20.2 E():   26 
Smith-Waterman score: 53; 26.3% identity (56.1% similar) in 57 aa overlap (24-80:213-263) 
 
                      10        20        30        40        50    
AAD-12        FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|249 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
            190       200       210       220       230        240  
 
            60        70        80       
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHAD       
        :..  . ::..:..       .:.::       
gi|249 YTTEGGTKAEFEDVIP-----EGWKADTHDASK 
             250            260          
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 76.6  bits: 19.4 E():   27 
Smith-Waterman score: 50; 27.7% identity (61.7% similar) in 47 aa overlap (41-80:110-156) 
 
               20        30        40           50         60       
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|437 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
      80        90       100       110       120       130          
 
            70        80    
AAD-12 WDDMMKVIVGNMAWHAD    
        . ..:.. . .  :.:    
gi|437 GETLLKAVESYLLAHSDAYN 
     140       150          
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 76.6  bits: 21.1 E():   27 
Smith-Waterman score: 56; 30.3% identity (50.0% similar) in 66 aa overlap (1-66:241-292) 
 
                                             10        20        30 
AAD-12                               FAALHAAWLQHALLIFPGQHLSNDQQITFA 
                                     :...   .::::. .        :.: .   
gi|112 YQQQQGSRPHYRQISPRVRGDEQENEGSNIFSGFAQEFLQHAFQV--------DRQTVEN 
              220       230       240       250               260   
 
               40        50        60        70        80           
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD           
        : :  ::   : ::...     : .:  :: : :.                         
gi|112 LR-GENEREEQGAIVTVK-----GGLRILSPDEEDESSRSPPSRREEFDEDRSRPQQRGK 
             270            280       290       300       310       
 
gi|112 YDENRRGYKNGIEETICSASVKKNLGRSSNPDIYNPQAGSLRSVNELDLPILGWLGLSAQ 
        320       330       340       350       360       370       
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 76.3  bits: 21.1 E():   28 
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Smith-Waterman score: 56; 40.6% identity (56.2% similar) in 32 aa overlap (18-47:153-184) 
 
                            10        20        30          40      
AAD-12              FAALHAAWLQHALLIFPGQHLSNDQQITFAK--RFGAIERIGGGDIV 
                                     ::.   .::  : .  :    .::  ::.: 
gi|258 QGQQEQQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVV 
            130       140       150       160       170       180   
 
          50        60        70        80                          
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD                          
       ::                                                           
gi|258 AIPAGVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQ 
            190       200       210       220       230       240   
 
>>gi|2181180|emb|CAB06417.1| xylosidase [Aspergillus nig  (804 aa) 
 initn:  38 init1:  38 opt:  58  Z-score: 76.1  bits: 21.6 E():   29 
Smith-Waterman score: 58; 27.3% identity (67.3% similar) in 55 aa overlap (4-56:524-577) 
 
                                          10        20        30    
AAD-12                            FAALHAAWLQHALLIFPGQHLSNDQQITFA--K 
                                     :.:  :..  . .::..:.  :... :  : 
gi|218 SSTSTSGFAAALSAAQSADVIIYAGGIDNTLEAEALDRESIAWPGNQLDLIQKLASAAGK 
           500       510       520       530       540       550    
 
              40        50        60        70        80            
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD            
       .   . ..:::.. . :..: . .:                                    
gi|218 KPLIVLQMGGGQVDS-SSLKNNTNVSALLWGGYPGQSGGFALRDIITGKKNPAGRLVTTQ 
           560        570       580       590       600       610   
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  44 init1:  44 opt:  52  Z-score: 75.7  bits: 19.9 E():   31 
Smith-Waterman score: 52; 26.3% identity (54.4% similar) in 57 aa overlap (24-80:206-256) 
 
                      10        20        30        40        50    
AAD-12        FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|158 KGSNPNYLALLVKFSGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
         180       190       200       210       220            230 
 
            60        70        80       
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHAD       
        :::  . .      : .. . .:.::       
gi|158 FTVRYTTEGGTKARAKDVIPE-GWKADTAYESK 
              240       250        260   
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 75.1  bits: 20.5 E():   33 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (51-66:89-105) 
 
               30        40        50         60        70          
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .              
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       60        70        80        90       100       110         
 
      80                                                            
AAD-12 D                                                            
                                                                    
gi|114 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      120       130       140       150       160       170         
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 75.0  bits: 19.1 E():   33 
Smith-Waterman score: 49; 21.0% identity (58.0% similar) in 81 aa overlap (7-80:78-157) 
 
                                       10        20        30       
AAD-12                         FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
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         40           50           60         70        80    
AAD-12 ERIGGGDIVAISN---VKADGTV---RQHSPAEW-DDMMKVIVGNMAWHAD    
          :::.:: ::.   .:.:  :   ....  :  . ..... . .  :.:    
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 75.0  bits: 19.1 E():   33 
Smith-Waterman score: 49; 21.0% identity (58.0% similar) in 81 aa overlap (7-80:78-157) 
 
                                       10        20        30       
AAD-12                         FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
         40           50           60         70        80    
AAD-12 ERIGGGDIVAISN---VKADGTV---RQHSPAEW-DDMMKVIVGNMAWHAD    
          :::.:: ::.   .:.:  :   ....  :  . ..... . .  :.:    
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 74.5  bits: 19.7 E():   36 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (40-55:181-195) 
 
      10        20        30        40        50        60          
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
      70        80                                 
AAD-12 VIVGNMAWHAD                                 
                                                   
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 74.2  bits: 18.8 E():   37 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (48-64:2-19) 
 
        20        30        40        50         60        70       
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD-GTVRQHSPAEWDDMMKVIVGNMA 
                                     ..: .: :.. ..::.::             
gi|250                              PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPF 
                                            10        20        30  
 
         80                                                         
AAD-12 WHAD                                                         
                                                                    
gi|250 PRCRALVKSQCAGGQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDK 
              40        50        60        70        80        90  
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 74.2  bits: 19.4 E():   37 
Smith-Waterman score: 50; 40.0% identity (72.0% similar) in 25 aa overlap (44-68:9-29) 
 
            20        30        40        50        60        70    
AAD-12 LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG 
                                     :::.....: .    :.:: .:: :      
gi|144                       MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMV 
                                     10            20        30     
 
            80                                                      
AAD-12 NMAWHAD                                                      
                                                                    
gi|144 DQIVKSLTTKKELDPFKIEQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKID 
           40        50        60        70        80        90     
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>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 74.2  bits: 19.7 E():   37 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (40-70:192-222) 
 
      10        20        30        40        50        60          
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : : ..  
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
       70        80                                
AAD-12 KVIVGNMAWHAD                                
       .:                                          
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 74.0  bits: 20.0 E():   38 
Smith-Waterman score: 67; 18.9% identity (64.9% similar) in 74 aa overlap (2-75:232-298) 
 
                                            10        20        30  
AAD-12                              FAALHAAWLQHALLIFPGQHLSNDQQITFAK 
                                     ::.:.  . :....   :. ...: : .   
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIHS--VVHSIIMQQQQQQQQQQGIDIFL 
             210       220       230         240       250          
 
              40        50        60        70        80            
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD            
        ..  :..: :..:     ...: .. ..::. . . .... ..                 
gi|170 PLSQHEQVGQGSLV-----QGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSIMR 
     260       270            280       290       300       310     
 
gi|170 APFASIVAGIGGQ 
          320        
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 74.0  bits: 19.7 E():   38 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (40-55:199-213) 
 
      10        20        30        40        50        60          
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
      70        80                                 
AAD-12 VIVGNMAWHAD                                 
                                                   
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 73.6  bits: 18.6 E():   40 
Smith-Waterman score: 47; 28.6% identity (68.6% similar) in 35 aa overlap (26-59:93-127) 
 
                    10        20        30         40        50     
AAD-12      FAALHAAWLQHALLIFPGQHLSNDQQITFA-KRFGAIERIGGGDIVAISNVKADG 
                                     :  :. :.   :....: :.:. ..: .   
gi|121 FKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVT 
             70        80        90       100       110       120   
 
           60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHAD 
       .::..                      
gi|121 SVRSYKRI                   
            130                   
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 73.5  bits: 20.5 E():   40 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (51-66:119-135) 
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               30        40        50         60        70          
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .              
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       90       100       110       120       130       140         
 
      80                                                            
AAD-12 D                                                            
                                                                    
gi|476 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      150       160       170       180       190       200         
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 73.5  bits: 18.8 E():   40 
Smith-Waterman score: 48; 25.6% identity (62.8% similar) in 43 aa overlap (7-49:78-119) 
 
                                       10        20        30       
AAD-12                         FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ....  .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
         40        50        60        70        80           
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD           
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=Major  (308 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 73.0  bits: 19.7 E():   43 
Smith-Waterman score: 51; 31.5% identity (53.7% similar) in 54 aa overlap (30-79:104-154) 
 
                10        20        30        40        50          
AAD-12  FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD--GTVR 
                                     ::  : : ..  .  :: . ..:   : :: 
gi|249 PLPTPLRRTSSRSSRPPSPSPPRASSPTSAAKAPGLIPKLDTAYDVAYKAAEAHPRGQVR 
            80        90       100       110       120       130    
 
          60        70        80                                    
AAD-12 Q--HSPAEWDDMMKVIVGNMAWHAD                                    
       .  : : .    ..::.: .  ::                                     
gi|249 RLRHCPHR---SLRVIAGALEVHAVKPATEEVLAAKIPTGELQIVDKIDAAFKIAATAAN 
           140          150       160       170       180       190 
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 73.0  bits: 20.2 E():   43 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (23-43:330-350) 
 
                       10        20        30        40        50   
AAD-12         FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|149 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
             60        70        80                                 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHAD                                 
                                                                    
gi|149 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 72.9  bits: 19.1 E():   43 
Smith-Waterman score: 49; 29.3% identity (51.7% similar) in 58 aa overlap (9-66:63-116) 
 
                                     10        20        30         
AAD-12                       FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|833 HHQTYVNGLNAALEAQKKAAEANDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
             40        50        60        70           80          
 
       40        50        60        70        80                   
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AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD                   
        ::: :     .::    :  :  .. :                                 
gi|833 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
       90       100       110       120       130       140         
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 72.6  bits: 19.1 E():   46 
Smith-Waterman score: 49; 29.3% identity (51.7% similar) in 58 aa overlap (9-66:74-127) 
 
                                     10        20        30         
AAD-12                       FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|164 HHQTYVNGLNAALEAQKKAAEATDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
            50        60        70        80           90           
 
       40        50        60        70        80                   
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD                   
        ::: :     .::    :  :  .. :                                 
gi|164 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
     100       110       120       130       140       150          
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 72.5  bits: 20.0 E():   46 
Smith-Waterman score: 52; 26.1% identity (60.9% similar) in 46 aa overlap (8-51:117-160) 
 
                                        10        20        30      
AAD-12                        FAALHAAWL--QHALLIFPGQHLSNDQQITFAKRFGA 
                                     :.  :. ..:.  :..   .. :.  : .  
gi|113 IYMVTSDQDDDVVNPKEGTLRFGATQDRPLWIIFQRDMIIYLQQEMVVTSDKTIDGRGAK 
         90       100       110       120       130       140       
 
          40        50        60        70        80                
AAD-12 IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD                
       .: . ::  ... :::                                             
gi|113 VELVYGG--ITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGDAIHVTGSS 
        150         160       170       180       190       200     
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 72.5  bits: 19.4 E():   46 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (40-55:198-212) 
 
      10        20        30        40        50        60          
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
      70        80                                 
AAD-12 VIVGNMAWHAD                                 
                                                   
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
        230       240       250       260          
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 72.5  bits: 19.4 E():   46 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (40-55:198-212) 
 
      10        20        30        40        50        60          
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
      70        80                                 
AAD-12 VIVGNMAWHAD                                 
                                                   
gi|115 RKDSDKPIKGPITVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
        230       240       250       260          
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.5  bits: 19.1 E():   46 
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Smith-Waterman score: 49; 33.3% identity (57.1% similar) in 21 aa overlap (6-26:10-30) 
 
                   10        20        30        40        50       
AAD-12     FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV 
                :::.      ::: :  ....                               
gi|944 MKTLGVLFIAAWFIACTHSFPGAHDEDSKEERKNVDTVLVLPSIERDQMMAATFDFPSLS 
               10        20        30        40        50        60 
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 47; 25.5% identity (57.4% similar) in 47 aa overlap (41-80:110-156) 
 
               20        30        40           50            60    
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|115 KYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
            70        80    
AAD-12 WDDMMKVIVGNMAWHAD    
        . ..... . .  :.:    
gi|115 GETLLRAVESYLLAHSDAYN 
     140       150          
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 47; 25.5% identity (57.4% similar) in 47 aa overlap (41-80:110-156) 
 
               20        30        40           50            60    
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|384 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
            70        80    
AAD-12 WDDMMKVIVGNMAWHAD    
        . ..... . .  :.:    
gi|384 GETLLRAVESYLLAHSDAYN 
     140       150          
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 47; 25.5% identity (61.7% similar) in 47 aa overlap (41-80:110-156) 
 
               20        30        40           50         60       
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|437 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
      80        90       100       110       120       130          
 
            70        80    
AAD-12 WDDMMKVIVGNMAWHAD    
        . ..... . .  :.:    
gi|437 GETLLRAVESYLLAHSDAYN 
     140       150          
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 47; 25.5% identity (57.4% similar) in 47 aa overlap (41-80:110-156) 
 
               20        30        40           50            60    
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|437 KYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
            70        80    
AAD-12 WDDMMKVIVGNMAWHAD    
        . ..... . .  :.:    
gi|437 GETLLRAVESYLLAHSDAYN 
     140       150          
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>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 47; 25.5% identity (57.4% similar) in 47 aa overlap (41-80:111-157) 
 
               20        30        40           50            60    
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
            70        80    
AAD-12 WDDMMKVIVGNMAWHAD    
        . ..... . .  :.:    
gi|154 RETLLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 47; 25.5% identity (57.4% similar) in 47 aa overlap (41-80:111-157) 
 
               20        30        40           50            60    
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
            70        80    
AAD-12 WDDMMKVIVGNMAWHAD    
        . ..... . .  :.:    
gi|154 GETLLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 47; 25.5% identity (61.7% similar) in 47 aa overlap (41-80:111-157) 
 
               20        30        40           50         60       
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|400 KYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
            70        80    
AAD-12 WDDMMKVIVGNMAWHAD    
        . ..... . .  :.:    
gi|400 GETLLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 47; 25.5% identity (57.4% similar) in 47 aa overlap (41-80:111-157) 
 
               20        30        40           50            60    
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|114 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
            70        80    
AAD-12 WDDMMKVIVGNMAWHAD    
        . ..... . .  :.:    
gi|114 GETLLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 47; 25.5% identity (57.4% similar) in 47 aa overlap (41-80:111-157) 
 
               20        30        40           50            60    
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
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                                     ::.:. :::   .:.:  :.    . :    
gi|256 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
            70        80    
AAD-12 WDDMMKVIVGNMAWHAD    
        . ..... . .  :.:    
gi|256 GETLLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 47; 25.5% identity (57.4% similar) in 47 aa overlap (41-80:111-157) 
 
               20        30        40           50            60    
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
            70        80    
AAD-12 WDDMMKVIVGNMAWHAD    
        . ..... . .  :.:    
gi|154 GETLLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 47; 25.5% identity (57.4% similar) in 47 aa overlap (41-80:111-157) 
 
               20        30        40           50            60    
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
            70        80    
AAD-12 WDDMMKVIVGNMAWHAD    
        . ..... . .  :.:    
gi|154 GETLLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 47; 25.5% identity (57.4% similar) in 47 aa overlap (41-80:111-157) 
 
               20        30        40           50            60    
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|400 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
            70        80    
AAD-12 WDDMMKVIVGNMAWHAD    
        . ..... . .  :.:    
gi|400 GETLLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 47; 25.5% identity (57.4% similar) in 47 aa overlap (41-80:111-157) 
 
               20        30        40           50            60    
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|256 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
            70        80    
AAD-12 WDDMMKVIVGNMAWHAD    
        . ..... . .  :.:    
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gi|256 GETLLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 47; 25.5% identity (57.4% similar) in 47 aa overlap (41-80:111-157) 
 
               20        30        40           50            60    
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|132 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
            70        80    
AAD-12 WDDMMKVIVGNMAWHAD    
        . ..... . .  :.:    
gi|132 GETLLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 71.4  bits: 19.7 E():   53 
Smith-Waterman score: 51; 21.6% identity (56.9% similar) in 51 aa overlap (29-78:103-153) 
 
                 10        20        30         40        50        
AAD-12   FAALHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|119 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
        60        70        80                                      
AAD-12 QHSPAEWDDMMKVIVGNMAWHAD                                      
       .: :: ::   : .. .. ..                                        
gi|119 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 71.4  bits: 19.7 E():   53 
Smith-Waterman score: 51; 21.6% identity (56.9% similar) in 51 aa overlap (29-78:103-153) 
 
                 10        20        30         40        50        
AAD-12   FAALHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|129 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
        60        70        80                                      
AAD-12 QHSPAEWDDMMKVIVGNMAWHAD                                      
       .: :: ::   : .. .. ..                                        
gi|129 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 71.4  bits: 19.7 E():   53 
Smith-Waterman score: 51; 21.6% identity (56.9% similar) in 51 aa overlap (29-78:103-153) 
 
                 10        20        30         40        50        
AAD-12   FAALHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|309 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
        60        70        80                                      
AAD-12 QHSPAEWDDMMKVIVGNMAWHAD                                      
       .: :: ::   : .. .. ..                                        
gi|309 DHPPASWDWRKKGVITQVKYQGGCGSGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 71.3  bits: 20.0 E():   53 
Smith-Waterman score: 52; 25.0% identity (65.6% similar) in 32 aa overlap (16-47:117-148) 
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                              10        20        30        40      
AAD-12                FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : :.. .....  :  .   ....  :::. 
gi|303 APKLYYVTQGRGILGVLMPGCPETFQSMSQFQGSREQEEERGRFQDQHQKVHHLKKGDII 
         90       100       110       120       130       140       
 
          50        60        70        80                          
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD                          
       ::                                                           
gi|303 AIPAGVALWCYNDGDEDLVTVLVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLR 
        150       160       170       180       190       200       
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 71.2  bits: 19.1 E():   54 
Smith-Waterman score: 49; 28.1% identity (53.1% similar) in 32 aa overlap (40-70:192-222) 
 
      10        20        30        40        50        60          
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|168 CKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGDVVAV-DIKEKGKDKWTELKESWGAVW 
             170       180       190        200       210       220 
 
       70        80                                
AAD-12 KVIVGNMAWHAD                                
       ..                                          
gi|168 RIDTPDKLTGPFTVRYTTEGGTKSEFEDVIPEGWKADTSYSAK 
              230       240       250       260    
 
>>gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full=Polc  (85 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.9  bits: 17.4 E():   56 
Smith-Waterman score: 43; 36.6% identity (46.3% similar) in 41 aa overlap (31-71:17-54) 
 
               10        20        30        40        50        60 
AAD-12 FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS 
                                     ::: :    : : : :    .:  :. . . 
gi|144               MADDHPQDKAERERIFKRFDAN---GDGKISAAELGEALKTLGSIT 
                             10        20           30        40    
 
               70        80                       
AAD-12 PAEWDDMMKVIVGNMAWHAD                       
       : :   ::  :                                
gi|144 PDEVKHMMAEIDTDGDGFISFQEFTDFGRANRGLLKDVAKIF 
            50        60        70        80      
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 70.7  bits: 20.2 E():   57 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (23-43:330-350) 
 
                       10        20        30        40        50   
AAD-12         FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|169 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
             60        70        80                                 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHAD                                 
                                                                    
gi|169 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (7-49:77-118) 
 
                                       10        20        30       
AAD-12                         FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|402 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
         50        60        70        80        90        100      
 
         40        50        60        70        80           
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AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD           
          :::.:: ::.                                          
gi|402 AAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
         110       120       130       140       150          
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (40-49:109-118) 
 
      10        20        30        40        50        60          
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
      70        80           
AAD-12 VIVGNMAWHAD           
                             
gi|534 KAEALFRAVESYLLAHSDAYN 
      140       150          
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 46; 25.5% identity (57.4% similar) in 47 aa overlap (41-80:110-156) 
 
               20        30        40           50            60    
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|159 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEL 
      80        90       100       110       120       130          
 
            70        80    
AAD-12 WDDMMKVIVGNMAWHAD    
        . ..... . .  :.:    
gi|159 GETLLRAVESYLLAHSDAYN 
     140       150          
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 70.6  bits: 18.3 E():   59 
Smith-Waterman score: 46; 25.5% identity (61.7% similar) in 47 aa overlap (41-80:111-157) 
 
               20        30        40           50         60       
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
            70        80    
AAD-12 WDDMMKVIVGNMAWHAD    
        . ..... . .  :.:    
gi|132 AEALLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 70.6  bits: 18.3 E():   59 
Smith-Waterman score: 46; 25.5% identity (61.7% similar) in 47 aa overlap (41-80:111-157) 
 
               20        30        40           50         60       
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
            70        80    
AAD-12 WDDMMKVIVGNMAWHAD    
        . ..... . .  :.:    
gi|116 GEALLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 70.6  bits: 18.3 E():   59 
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Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (7-49:78-119) 
 
                                       10        20        30       
AAD-12                         FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
         40        50        60        70        80           
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD           
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 70.6  bits: 18.3 E():   59 
Smith-Waterman score: 46; 25.5% identity (61.7% similar) in 47 aa overlap (41-80:111-157) 
 
               20        30        40           50         60       
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
            70        80    
AAD-12 WDDMMKVIVGNMAWHAD    
        . ..... . .  :.:    
gi|116 GEALLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.6  bits: 18.3 E():   59 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (40-49:110-119) 
 
      10        20        30        40        50        60          
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
      70        80           
AAD-12 VIVGNMAWHAD           
                             
gi|534 KAEALFRAVESYLLAHSDAYN 
     140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 70.6  bits: 18.3 E():   59 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (7-49:78-119) 
 
                                       10        20        30       
AAD-12                         FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
         40        50        60        70        80           
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD           
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 70.6  bits: 18.3 E():   59 
Smith-Waterman score: 46; 25.5% identity (61.7% similar) in 47 aa overlap (41-80:111-157) 
 
               20        30        40           50         60       
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
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            70        80    
AAD-12 WDDMMKVIVGNMAWHAD    
        . ..... . .  :.:    
gi|132 GEALLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 70.6  bits: 18.3 E():   59 
Smith-Waterman score: 46; 25.5% identity (61.7% similar) in 47 aa overlap (41-80:111-157) 
 
               20        30        40           50         60       
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDQEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
            70        80    
AAD-12 WDDMMKVIVGNMAWHAD    
        . ..... . .  :.:    
gi|116 GEALLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 70.6  bits: 18.3 E():   59 
Smith-Waterman score: 46; 25.5% identity (61.7% similar) in 47 aa overlap (41-80:111-157) 
 
               20        30        40           50         60       
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
            70        80    
AAD-12 WDDMMKVIVGNMAWHAD    
        . ..... . .  :.:    
gi|132 GEALLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 70.6  bits: 18.3 E():   59 
Smith-Waterman score: 46; 23.3% identity (62.8% similar) in 43 aa overlap (7-49:78-119) 
 
                                       10        20        30       
AAD-12                         FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :... .   ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLE-KVSHELKIV 
        50        60        70        80        90        100       
 
         40        50        60        70        80           
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD           
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 70.6  bits: 18.3 E():   59 
Smith-Waterman score: 46; 25.5% identity (61.7% similar) in 47 aa overlap (41-80:111-157) 
 
               20        30        40           50         60       
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
            70        80    
AAD-12 WDDMMKVIVGNMAWHAD    
        . ..... . .  :.:    
gi|116 GEALLRAVESYLLAHSDAYN 
              150       160 
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 894



 

 

>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 70.6  bits: 18.3 E():   59 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (7-49:78-119) 
 
                                       10        20        30       
AAD-12                         FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|730 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
         40        50        60        70        80           
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD           
          :::.:: ::.                                          
gi|730 AAPGGGSIVKISSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 70.6  bits: 18.3 E():   59 
Smith-Waterman score: 46; 25.5% identity (61.7% similar) in 47 aa overlap (41-80:111-157) 
 
               20        30        40           50         60       
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|400 KYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
            70        80    
AAD-12 WDDMMKVIVGNMAWHAD    
        . ..... . .  :.:    
gi|400 GEALLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 70.6  bits: 18.3 E():   59 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (7-49:78-119) 
 
                                       10        20        30       
AAD-12                         FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
         40        50        60        70        80           
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD           
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 46; 32.3% identity (58.1% similar) in 31 aa overlap (50-77:38-65) 
 
      20        30        40        50           60        70       
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ---HSPAEWDDMMKVIVGNMA 
                                     :.: . .:.    .:  ::.. ::    .: 
gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKV---AQA 
        10        20        30        40        50        60        
 
         80                                                         
AAD-12 WHAD                                                         
       :                                                            
gi|148 WAETRTPDCSLIHSDRCGENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQIV 
           70        80        90       100       110       120     
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.3  bits: 17.7 E():   61 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (25-43:35-53) 
 
                     10        20        30        40        50     
AAD-12       FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
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gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
           60        70        80                       
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHAD                       
                                                        
gi|730 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.3  bits: 17.7 E():   61 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (25-43:35-53) 
 
                     10        20        30        40        50     
AAD-12       FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
           60        70        80                       
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHAD                       
                                                        
gi|191 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.1  bits: 19.1 E():   62 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (8-39:157-188) 
 
                                      10        20        30        
AAD-12                        FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
        130       140       150       160       170       180       
 
        40        50        60        70        80                  
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD                  
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
        190       200       210       220       230       240       
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 69.8  bits: 19.4 E():   65 
Smith-Waterman score: 50; 26.8% identity (51.2% similar) in 41 aa overlap (12-48:190-230) 
 
                                  10        20            30        
AAD-12                    FAALHAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::  .  :    ::.  
gi|215 NKPVIFTKSNLAKSPELDAKMYDICYSTAAAPIYFPPHHFVTHTSNGARYEFNLVDGAVA 
     160       170       180       190       200       210          
 
        40        50        60        70        80                  
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD                  
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 69.7  bits: 18.8 E():   65 
Smith-Waterman score: 48; 22.8% identity (56.1% similar) in 57 aa overlap (24-80:207-257) 
 
                      10        20        30        40        50    
AAD-12        FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   : .. .   .  
gi|126 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
            60        70        80       
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHAD       
        :..  . .:..:..       .:.::       
gi|126 YTTEGGTKSEFEDVIP-----EGWKADTSYSAK 
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         240       250            260    
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.6  bits: 19.1 E():   66 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (8-39:176-207) 
 
                                      10        20        30        
AAD-12                        FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
         150       160       170       180       190       200      
 
        40        50        60        70        80                  
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD                  
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
         210       220       230       240       250       260      
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 69.6  bits: 19.7 E():   66 
Smith-Waterman score: 51; 28.3% identity (56.7% similar) in 60 aa overlap (13-71:186-244) 
 
                                 10        20        30        40   
AAD-12                   FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGG 
                                     .... :.: :: .. : : : .   .   . 
gi|215 KKRPIVYECAEISWKVMNNGDVFILLVPNFVFVWTGKH-SNRMERTTAIRVANDLKSELN 
         160       170       180       190        200       210     
 
             50         60        70        80                      
AAD-12 DIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHAD                      
        .   : .  ::  :.: : ::.: . :..                               
gi|215 RFKLSSVILEDGKEVEQTSGAEYDAFNKALSLDKKDIDLKQMPKGYDYAASDKSFESHER 
          220       230       240       250       260       270     
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.5  bits: 17.7 E():   67 
Smith-Waterman score: 44; 38.9% identity (72.2% similar) in 18 aa overlap (2-19:24-41) 
 
                                     10        20        30         
AAD-12                       FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                              :.: : . .:..: : .:                    
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQE 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD                   
                                                                    
gi|217 IQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLV 
               70        80        90       100       110       120 
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (16-26:90-100) 
 
                              10        20        30        40      
AAD-12                FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
          50        60        70        80                          
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD                          
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Enteroto  (233 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 69.2  bits: 18.6 E():   70 
Smith-Waterman score: 47; 23.3% identity (51.2% similar) in 43 aa overlap (5-44:44-85) 
 
                                         10           20        30  
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AAD-12                           FAALHAAWLQHALLI---FPGQHLSNDQQITFAK 
                                     :  .:::..:.   :  .   ::  . : . 
gi|163 KKSELQGTALGNLKQIYYYNEKAKTENKESHDQFLQHTILFKGFFTDHSWYNDLLVDFDS 
            20        30        40        50        60        70    
 
              40        50        60        70        80            
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD            
       .   ...  :  .                                                
gi|163 K-DIVDKYKGKKVDLYGAYYGYQCAGGTPNKTACMYGGVTLHDNNRLTEEKKVPINLWLD 
             80        90       100       110       120       130   
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 69.1  bits: 18.8 E():   70 
Smith-Waterman score: 48; 23.2% identity (51.8% similar) in 56 aa overlap (8-63:150-202) 
 
                                      10        20        30        
AAD-12                        FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. .::   .:. ::. 
gi|219 VLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSCHVMQQQCCQQLSQIPEQSRYDAIR 
     120       130       140       150       160       170          
 
        40        50        60        70        80                  
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD                  
        :       : . . .:  .:..: .                                   
gi|219 AI---TYSIILQEQQQGQSQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQ 
     180          190       200       210       220       230       
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 45; 33.3% identity (57.8% similar) in 45 aa overlap (34-71:52-96) 
 
            10        20        30        40        50              
AAD-12 LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK--ADGT-----V 
                                     :.:..:. :.  . : ::   ::.     : 
gi|602 AFVLDADNLIPKIAPQAVKSTEILEGDGGVGTIKKINFGEGSTYSYVKHKIDGVDKDNFV 
              30        40        50        60        70        80  
 
         60        70        80                                     
AAD-12 RQHSPAEWDDMMKVIVGNMAWHAD                                     
        :.:  : : . ..:                                              
gi|602 YQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISHYHTKGDVEIKEEHVKAGKEKAS 
              90       100       110       120       130       140  
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.1  bits: 17.7 E():   71 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (39-60:15-36) 
 
       10        20        30        40        50        60         
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|144                 MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
       70        80                                                 
AAD-12 KVIVGNMAWHAD                                                 
                                                                    
gi|144 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.1  bits: 17.7 E():   71 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (39-60:15-36) 
 
       10        20        30        40        50        60         
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|218                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
       70        80                                                 
AAD-12 KVIVGNMAWHAD                                                 
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gi|218 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.1  bits: 17.7 E():   71 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (39-60:15-36) 
 
       10        20        30        40        50        60         
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|288                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
       70        80                                                 
AAD-12 KVIVGNMAWHAD                                                 
                                                                    
gi|288 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.1  bits: 17.7 E():   71 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (39-60:15-36) 
 
       10        20        30        40        50        60         
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|604                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
       70        80                                                 
AAD-12 KVIVGNMAWHAD                                                 
                                                                    
gi|604 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 45; 23.3% identity (60.5% similar) in 43 aa overlap (7-49:78-119) 
 
                                       10        20        30       
AAD-12                         FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
         40        50        60        70        80           
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD           
          :::..: ::.                                          
gi|167 AAPGGGSVVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 45; 24.4% identity (61.0% similar) in 41 aa overlap (9-49:80-119) 
 
                                     10        20        30         
AAD-12                       FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :. :.    ....  .   
gi|730 GPGTIKKITFSEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLG-DKLEKVSHELKIVAA 
      50        60        70        80        90        100         
 
       40        50        60        70        80           
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD           
        :::.:: ::.                                          
gi|730 PGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      110       120       130       140       150       160 
 
>>gi|5726304|gb|AAD48405.1|AF136945_1 major allergen Cor  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (5-49:77-120) 
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                                         10        20         30    
AAD-12                           FAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|572 GNGGPGTIKKITFAEGNEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
            40        50        60        70        80           
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD           
       .:  . :::.:. :..                                          
gi|572 AAAPH-GGGSILKITSKYHTKGNASINEEEIKAGKEKAAGLFKAVEAYLLAHPDAYC 
         110        120       130       140       150       160  
 
>>gi|11762104|gb|AAG40330.1|AF323974_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (5-49:77-120) 
 
                                         10        20         30    
AAD-12                           FAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
            40        50        60        70        80           
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD           
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|11762102|gb|AAG40329.1|AF323973_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (5-49:77-120) 
 
                                         10        20         30    
AAD-12                           FAALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
            40        50        60        70        80           
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD           
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|62240392|gb|AAX77384.1| 11S globulin precursor [Sin  (523 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 68.9  bits: 19.7 E():   72 
Smith-Waterman score: 51; 30.0% identity (63.3% similar) in 30 aa overlap (18-46:173-202) 
 
                            10        20         30        40       
AAD-12              FAALHAAWLQHALLIFPGQHLSNDQ-QITFAKRFGAIERIGGGDIVA 
                                     ::. ...: :  :   .  .:..  ::..: 
gi|622 QQGQQGQQGQQQGQQGQQGQQGQQGQQGQQGQQGQQQQGQQGFRDMYQKVEHVRHGDVIA 
            150       160       170       180       190       200   
 
         50        60        70        80                           
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD                           
                                                                    
gi|622 NTPGSAHWIYNTGDKPLVIISLLDIANYQNQLDRNPRVFRLAGNNPQGGFGGPQQQQPQQ 
            210       220       230       240       250       260   
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.6  bits: 17.7 E():   75 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (39-61:15-37) 
 
       10        20        30        40        50        60         
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : : .... . .  ::.:  .::        
gi|100                 MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKP 
                               10        20        30        40     
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       70        80                                                 
AAD-12 KVIVGNMAWHAD                                                 
                                                                    
gi|100 EENAGIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILG 
           50        60        70        80        90       100     
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 68.5  bits: 18.8 E():   76 
Smith-Waterman score: 48; 25.7% identity (60.0% similar) in 35 aa overlap (36-66:81-115) 
 
          10        20        30        40            50        60  
AAD-12 AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV----AISNVKADGTVRQHSP 
                                     :  .: :...     :. .:  :.:..  : 
gi|324 NFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFP 
               60        70        80        90       100       110 
 
              70        80                                          
AAD-12 AEWDDMMKVIVGNMAWHAD                                          
       .:. .                                                        
gi|324 SEFGNDVDRSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASS 
              120       130       140       150       160       170 
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.4  bits: 18.3 E():   77 
Smith-Waterman score: 46; 23.7% identity (50.0% similar) in 38 aa overlap (47-80:147-184) 
 
         20        30        40        50            60        70   
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH----SPAEWDDMMKVIV 
                                     ::.  .::.. .:    .   :    :.   
gi|613 ATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMHVGHYTQIVWAKTKKIGC 
        120       130       140       150       160       170       
 
             80                            
AAD-12 GNMAWHAD                            
       : . .. :                            
gi|613 GRIMFKEDNWNKHYLVCNYGPAGNVLGAQIYEIKK 
        180       190       200       210  
 
>>gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin precurs  (148 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.2  bits: 17.7 E():   79 
Smith-Waterman score: 44; 21.2% identity (54.5% similar) in 33 aa overlap (45-77:25-57) 
 
           20        30        40        50        60        70     
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     :. ..:  .:  ...   ::.. .  .    
gi|538       MARFTIVLAVLFAAALVSASAHKTVVTTSVAEEGEEENQRGCEWESRQCQMRHC 
                     10        20        30        40        50     
 
           80                                                       
AAD-12 MAWHAD                                                       
       : :                                                          
gi|538 MQWMRSMRGQYEESFLRSAEANQGQFEHFRECCNELRDVKSHCRCEALRCMMRQMQQEYG 
           60        70        80        90       100       110     
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.1  bits: 17.2 E():   80 
Smith-Waterman score: 42; 37.5% identity (62.5% similar) in 24 aa overlap (25-48:79-100) 
 
                     10        20        30        40        50     
AAD-12       FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .  :       
gi|897 QQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQL--AAQLPAMCRLEGGDALLASQ      
       50        60        70        80          90       100       
 
           60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHAD 
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  49 init1:  49 opt:  51  Z-score: 68.1  bits: 19.7 E():   80 
Smith-Waterman score: 51; 29.4% identity (82.4% similar) in 17 aa overlap (58-74:535-551) 
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 901



 

 

        30        40        50        60        70        80        
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD        
                                     .:.:   :...:...:.              
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
gi|331 KEGCFSEEGPKLVAAAQAALV 
          570       580      
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 67.9  bits: 19.4 E():   82 
Smith-Waterman score: 50; 23.3% identity (55.8% similar) in 43 aa overlap (41-80:438-480) 
 
               20        30        40        50        60           
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP-AEWDDMMK 
                                     ::  .  ... :::  . :.  .  .: .  
gi|796 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHNAETTVEDRIG 
       410       420       430       440       450       460        
 
      70          80               
AAD-12 VIVGNM--AWHAD               
       .:. .   :.: .               
gi|796 IIIDSAEKAFHKELGAIYSEIKDAVSV 
       470       480       490     
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  49 init1:  49 opt:  51  Z-score: 67.8  bits: 19.7 E():   83 
Smith-Waterman score: 51; 29.4% identity (82.4% similar) in 17 aa overlap (58-74:558-574) 
 
        30        40        50        60        70        80        
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD        
                                     .:.:   :...:...:.              
gi|668 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
       530       540       550       560       570       580        
 
gi|668 KEGCFSEEGPKLVAAAQAALV 
       590       600         
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.6  bits: 18.9 E():   85 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (16-26:90-100) 
 
                              10        20        30        40      
AAD-12                FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
          50        60        70        80                          
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD                          
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.6  bits: 17.4 E():   85 
Smith-Waterman score: 43; 24.5% identity (58.5% similar) in 53 aa overlap (2-52:48-100) 
 
                                            10        20        30  
AAD-12                              FAALHAAWLQHALLIFPGQHLSNDQQITFAK 
                                     ::.   . . . :   : ::.. . ...   
gi|144 HRLTAAAIIGHDGSVWAQSSSFPQFKSDEVAAIMKDFDEPGSLAPTGLHLGSTKYMVIQG 
        20        30        40        50        60        70        
 
                40        50        60        70        80    
AAD-12 RFGAIER--IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD    
       . ::. :   :.: :.. .. .:                                
gi|144 EPGAVIRGKKGSGGITVKKTSQALIIGIYDEPLTPGQCNMIVERLGDYLLEQGM 
        80        90       100       110       120       130  
 
>>gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 [Ch  (131 aa) 
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 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 17.4 E():   85 
Smith-Waterman score: 43; 33.3% identity (62.5% similar) in 24 aa overlap (39-62:15-38) 
 
       10        20        30        40        50        60         
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :. . . . .  ::::  .::.       
gi|294                 MSWQTYVDDHLMCDIEGNHLSSAAILGHDGTVWAQSPSFPQLKP 
                               10        20        30        40     
 
       70        80                                                 
AAD-12 KVIVGNMAWHAD                                                 
                                                                    
gi|294 EEVSAIMKDFNEPGSLAPTGLHLGGTKYMVIQGEPGDVIRGKKGPGGVTIKKTNQALIIG 
           50        60        70        80        90       100     
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 44; 25.5% identity (55.3% similar) in 47 aa overlap (41-80:111-157) 
 
               20        30        40           50            60    
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|132 KYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEM 
               90       100       110       120       130       140 
 
            70        80    
AAD-12 WDDMMKVIVGNMAWHAD    
        . .....   .  :.:    
gi|132 GETLLRAVERYLLAHSDAYN 
              150       160 
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 44; 27.3% identity (47.7% similar) in 44 aa overlap (23-66:90-127) 
 
                       10        20        30        40        50   
AAD-12         FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     ::  .  :  .:  ... : ::. .:     
gi|668 VCSARHVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSA--WGKANQVTGDDILFLS---- 
      60        70        80        90         100       110        
 
             60        70        80                            
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHAD                            
       :  .:  .   : :                                          
gi|668 DPDARFSKSIGWADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
           120       130       140       150       160         
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 44; 27.3% identity (47.7% similar) in 44 aa overlap (23-66:90-127) 
 
                       10        20        30        40        50   
AAD-12         FAALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     ::  .  :  .:  ... : ::. .:     
gi|276 VCSARHVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSA--WGKANQVTGDDILFLS---- 
      60        70        80        90         100       110        
 
             60        70        80                            
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHAD                            
       :  .:  .   : :                                          
gi|276 DPDARFSKSIGWADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
           120       130       140       150       160         
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 67.1  bits: 19.1 E():   90 
Smith-Waterman score: 49; 38.1% identity (66.7% similar) in 21 aa overlap (48-68:216-232) 
 
        20        30        40        50        60        70        
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     :... :: :    :..::: .          
gi|253 GHPTHLEHSSTNPNSFHYEHNIVSPSSIHPSTAHFDGEV----PSQWDDSLGHGASTPKV 
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         190       200       210       220           230       240  
 
        80                                                          
AAD-12 HAD                                                          
                                                                    
gi|253 RTPSHHVSSNPWAEINEPTGGDNDNLAPVTRPRKPARARRQKKEPRKLSDASQGARSSST 
             250       260       270       280       290       300  
 
>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.0  bits: 18.9 E():   91 
Smith-Waterman score: 48; 33.3% identity (49.0% similar) in 51 aa overlap (33-75:49-97) 
 
             10        20        30        40         50            
AAD-12 ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|493 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
          60        70         80                                   
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHAD                                   
       .:    :  :  . .:  :::                                        
gi|493 LRYG--ATRDRPLWIIFSGNMNIKLKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKRVSN 
       80          90       100       110       120       130       
 
>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.0  bits: 18.9 E():   91 
Smith-Waterman score: 48; 33.3% identity (49.0% similar) in 51 aa overlap (33-75:49-97) 
 
             10        20        30        40         50            
AAD-12 ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|117 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
          60        70         80                                   
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHAD                                   
       .:    :  :  . .:  :::                                        
gi|117 LRYG--ATRDRPLWIIFSGNMNIKLKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKRVSN 
       80          90       100       110       120       130       
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.0  bits: 18.9 E():   91 
Smith-Waterman score: 48; 33.3% identity (49.0% similar) in 51 aa overlap (33-75:49-97) 
 
             10        20        30        40         50            
AAD-12 ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|195 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
          60        70         80                                   
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHAD                                   
       .:    :  :  . .:  :::                                        
gi|195 LRYG--ATRDRPLWIIFSGNMNIKLKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKRVSN 
       80          90       100       110       120       130       
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 66.9  bits: 19.4 E():   92 
Smith-Waterman score: 50; 27.0% identity (58.7% similar) in 63 aa overlap (2-63:336-392) 
 
                                            10         20        30 
AAD-12                              FAALHAAWLQH-ALLIFPGQHLSNDQQITFA 
                                     :  :.  .:. ..:.:   : :..::     
gi|572 GLSPHVPLYKVMEGNEPCFFTTFFSWDPAKAIAHGNSFQKKVMLLFGVGHASENQQ---- 
         310       320       330       340       350       360      
 
               40        50        60        70        80           
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD           
        ::.. .. ::.   : . .  ...  . :::.                            
gi|572 -RFNGTNQ-GGATQRASALAALNSAFSSSSPAKSSSAPRSAGKSPGSQRAAAIAALSSAL 
               370       380       390       400       410          

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 904



 

 

 
gi|572 SAEKKQPPEGGSPLRLSRTSSVDAIAPGNEVSTAEIEDSKEVPERKEIETVEPAETDGED 
     420       430       440       450       460       470          
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 66.8  bits: 18.9 E():   94 
Smith-Waterman score: 48; 26.8% identity (48.8% similar) in 41 aa overlap (12-48:190-230) 
 
                                  10        20            30        
AAD-12                    FAALHAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::     :    ::.  
gi|215 NKPVIFTKSNLAESPQLDAKMYDICYSTAAAPIYFPPHHFVTHTSNGATYEFNLVDGAVA 
     160       170       180       190       200       210          
 
        40        50        60        70        80                  
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD                  
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|886967|emb|CAA59340.1| low molecular weight gluteni  (276 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 66.4  bits: 18.3 E():   99 
Smith-Waterman score: 46; 30.3% identity (63.6% similar) in 33 aa overlap (1-32:57-89) 
 
                                             10        20           
AAD-12                               FAALHAAWLQHALLIFPGQH-LSNDQQITF 
                                     :.  .  . :. : :.: :  .:..::  : 
gi|886 PIQQQPQPFPQQPPCSQQQQPPLSQQQQPPFSQQQPPFSQQELPILPQQPPFSQQQQPQF 
         30        40        50        60        70        80       
 
      30        40        50        60        70        80          
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD          
       ...                                                          
gi|886 SQQQQPFPQQQQPLLLQQPPFSQQRPPFSQQQQQPVLPQQPPFSQQQQQQPILPQQPPFS 
         90       100       110       120       130       140       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:34 2011 done: Fri Jan 21 00:02:34 2011 
 Total Scan time:  0.070 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 33  - 112 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     4     2:* 
  32     8     8:=* 
  34    24    22:=====* 
  36    41    44:==========* 
  38    80    73:==================*= 
  40    77   102:====================     * 
  42   110   125:============================   * 
  44   195   138:==================================*============== 
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  46   132   140:================================= * 
  48   142   134:=================================*== 
  50   124   122:==============================* 
  52    82   108:=====================     * 
  54    97    92:======================*== 
  56    67    77:=================  * 
  58    41    63:===========    * 
  60    50    51:============* 
  62    39    41:==========* 
  64    31    33:========* 
  66    22    26:======* 
  68    26    20:====*== 
  70    25    16:===*=== 
  72    28    12:==*==== 
  74    12    10:==* 
  76     4     8:=* 
  78     5     6:=* 
  80    12     5:=*= 
  82     2     3:* 
  84     2     3:* 
  86     0     2:* 
  88     5     2:*=         inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.09230.00329; mu= 6.4045 0.169 
 mean_var=46.508613.150, 0's: 2 Z-trim: 3  B-trim: 10 in 1/43 
 Lambda= 0.188065 
 Kolmogorov-Smirnov  statistic: 0.0224 (N=28) at  66 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   67 23.9    0.75 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   63 22.8     1.6 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   60 22.0     6.1 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   57 21.2     6.1 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   57 21.2     6.1 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   57 21.2     6.1 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   57 21.2     6.1 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   56 20.9     9.6 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   61 22.3      10 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   57 21.2      13 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   60 22.1      14 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   57 21.2      15 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   55 20.7      17 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   57 21.2      18 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   57 21.2      18 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   57 21.2      18 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   57 21.2      18 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   57 21.2      18 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   57 21.2      18 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   57 21.2      18 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   57 21.2      18 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   57 21.2      18 
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gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   55 20.7      19 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   50 19.3      19 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   55 20.7      19 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   45 17.9      20 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   54 20.4      22 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   51 19.6      24 
gi|14423757|sp|O04701.1|MPAC1_CYNDA RecName: Full= ( 246)   53 20.1      25 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   54 20.4      27 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   56 21.0      30 
gi|2181180|emb|CAB06417.1| xylosidase [Aspergillus ( 804)   58 21.6      31 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   54 20.4      35 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   49 19.0      35 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   49 19.0      35 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 19.6      38 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 19.3      39 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   51 19.6      39 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 18.7      39 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   52 19.9      40 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 19.6      40 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   47 18.5      42 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   54 20.4      42 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   48 18.7      42 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   48 18.7      42 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   48 18.7      42 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   48 18.7      42 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   48 18.8      43 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   48 18.8      43 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   48 18.8      43 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   48 18.8      43 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   48 18.8      43 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   48 18.8      43 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   48 18.8      43 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   48 18.8      43 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   48 18.8      43 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   48 18.8      43 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   48 18.8      43 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   53 20.2      45 
gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=M ( 308)   51 19.6      45 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   49 19.0      46 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   50 19.3      47 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   52 19.9      48 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   49 19.0      48 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 19.3      48 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 19.3      48 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   49 19.0      48 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   47 18.5      51 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   47 18.5      51 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   47 18.5      51 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   47 18.5      51 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   47 18.5      51 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   47 18.5      51 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   47 18.5      51 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   47 18.5      51 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   47 18.5      51 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   51 19.6      55 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   51 19.6      55 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   51 19.6      55 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   52 19.9      56 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 19.1      57 
gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full= (  85)   43 17.4      59 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   53 20.2      60 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 18.2      61 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   46 18.2      61 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   46 18.2      62 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 18.2      62 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   46 18.2      62 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   46 18.2      62 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   46 18.2      62 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   46 18.2      62 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   46 18.2      62 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   44 17.6      64 
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gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   44 17.6      64 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   49 19.1      65 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   47 18.5      67 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   50 19.3      67 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   49 19.1      69 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   51 19.6      69 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   44 17.6      70 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   48 18.8      70 
gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Ente ( 233)   47 18.5      73 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   48 18.8      73 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   45 17.9      74 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   44 17.7      74 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   44 17.7      74 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   44 17.7      74 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   44 17.7      74 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   45 17.9      74 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   45 17.9      74 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   45 17.9      74 
gi|62240392|gb|AAX77384.1| 11S globulin precursor  ( 523)   51 19.6      75 
gi|11762104|gb|AAG40330.1|AF323974_1 major allerge ( 161)   45 17.9      75 
gi|5726304|gb|AAD48405.1|AF136945_1 major allergen ( 161)   45 17.9      75 
gi|11762102|gb|AAG40329.1|AF323973_1 major allerge ( 161)   45 17.9      75 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   47 18.5      75 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   44 17.7      79 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   48 18.8      79 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   47 18.5      82 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   51 19.6      83 
gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin pre ( 148)   44 17.7      83 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   42 17.1      84 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 19.4      85 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   51 19.6      86 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   50 19.4      88 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   48 18.8      88 
gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 ( 131)   43 17.4      89 
gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full= ( 131)   43 17.4      89 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   46 18.2      90 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   44 17.7      93 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   44 17.7      93 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   49 19.1      93 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   46 18.2      94 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   48 18.8      94 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   48 18.8      94 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   48 18.8      94 
gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana ta ( 559)   50 19.4      95 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   48 18.8      97 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   46 18.2      98 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   46 18.2      98 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  67  Z-score: 104.7  bits: 23.9 E(): 0.75 
Smith-Waterman score: 67; 40.0% identity (63.3% similar) in 30 aa overlap (51-80:30-56) 
 
               30        40        50        60        70        80 
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:::.  ::. : :   ::. :.. : 
gi|126  TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTK--KGNL-WEVKS 
                10        20        30        40          50        
 
gi|126 AKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
         60        70        80        90        
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  63  Z-score: 98.9  bits: 22.8 E():  1.6 
Smith-Waterman score: 63; 36.7% identity (63.3% similar) in 30 aa overlap (51-80:30-56) 
 
               30        40        50        60        70        80 
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:::.  ::. . :   ::. :.. : 
gi|144  VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTK--KGNL-WEVKS 
                10        20        30        40          50        
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gi|144 SKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
         60        70        80        90       
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 88.3  bits: 22.0 E():  6.1 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (15-46:133-160) 
 
                               10        20        30        40     
AAD-12                 AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|221 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
            110       120       130       140           150         
 
           50        60        70        80                         
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS                         
       :.                                                           
gi|221 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
      160       170       180       190       200       210         
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 88.3  bits: 21.2 E():  6.1 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (25-80:29-82) 
 
                   10        20        30        40        50       
AAD-12     AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 QHSPAEWDDMMKVIVGNMAWHADS                                     
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 88.3  bits: 21.2 E():  6.1 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (25-80:29-82) 
 
                   10        20        30        40        50       
AAD-12     AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSGLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 QHSPAEWDDMMKVIVGNMAWHADS                                     
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 88.3  bits: 21.2 E():  6.1 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (25-80:29-82) 
 
                   10        20        30        40        50       
AAD-12     AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 QHSPAEWDDMMKVIVGNMAWHADS                                     
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 88.3  bits: 21.2 E():  6.1 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (25-80:29-82) 
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                   10        20        30        40        50       
AAD-12     AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|117 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 QHSPAEWDDMMKVIVGNMAWHADS                                     
       .:.  ::  : :   :  .:  ::                                     
gi|117 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 84.8  bits: 20.9 E():  9.6 
Smith-Waterman score: 56; 27.1% identity (58.3% similar) in 48 aa overlap (40-80:111-158) 
 
      10        20        30        40           50            60   
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|400 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
             70        80   
AAD-12 WDDMMKVIVGNMAWHADS   
        . ..... : .  :.:.   
gi|400 GETLLRAVEGYLLAHSDAYN 
              150       160 
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 84.3  bits: 22.3 E():   10 
Smith-Waterman score: 61; 38.7% identity (58.1% similar) in 31 aa overlap (16-46:108-138) 
 
                              10        20        30        40      
AAD-12                AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA 
                                     : :  .. :.  :  :   :.:.  :::.: 
gi|259 YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIA 
        80        90       100       110       120       130        
 
          50        60        70        80                          
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS                          
       :                                                            
gi|259 IPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGR 
       140       150       160       170       180       190        
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  57  Z-score: 82.5  bits: 21.2 E():   13 
Smith-Waterman score: 57; 25.7% identity (50.0% similar) in 70 aa overlap (6-70:33-102) 
 
                                        10         20        30     
AAD-12                          AALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFGA 
                                     : .:: .. .  : :  . :: :   . :  
gi|273 MEHYLKTYLSWLTEEQKEKLKEMKEAGQTKAEIQHEVMHYYDQLHGEEKQQATEKLKVGC 
             10        20        30        40        50        60   
 
           40            50        60        70        80           
AAD-12 IERIGG--GD--IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS           
          . :  :.  .: . :::  :.  :.   . . :.. .                     
gi|273 KMLLKGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIF 
             70        80        90       100       110       120   
 
gi|273 GATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKELEAKILHYYDEL 
            130       140       150       160       170       180   
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 81.6  bits: 22.1 E():   14 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (15-46:131-158) 
 
                               10        20        30        40     
AAD-12                 AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|213 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
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              110       120       130       140           150       
 
           50        60        70        80                         
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS                         
       :.                                                           
gi|213 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
        160       170       180       190       200       210       
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 81.2  bits: 21.2 E():   15 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (4-77:194-266) 
 
                                          10         20        30   
AAD-12                            AALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|261 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
           170       180       190       200       210       220    
 
             40        50        60        70        80             
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS             
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|261 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIET 
           230         240       250       260       270       280  
 
gi|261 YLFAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFS 
             290       300       310       
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  44 init1:  44 opt:  55  Z-score: 80.3  bits: 20.7 E():   17 
Smith-Waterman score: 55; 25.9% identity (55.2% similar) in 58 aa overlap (23-80:184-235) 
 
                       10        20        30        40        50   
AAD-12         AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|458 GSNPNYLALLVKFVAGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
           160       170       180       190       200              
 
             60        70        80      
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADS      
        :::  . .      : .. . .:.::.      
gi|458 FTVRYTTEGGTKGEAKDVIPE-GWKADTCYESK 
      210       220        230       240 
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 80.0  bits: 21.2 E():   18 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (4-77:230-302) 
 
                                          10         20        30   
AAD-12                            AALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|118 GFLSSIRSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
             40        50        60        70        80             
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS             
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|118 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIET 
     260       270         280       290       300       310        
 
gi|118 YLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
       320       330       340       350       360       370     
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 80.0  bits: 21.2 E():   18 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (4-77:230-302) 
 
                                          10         20        30   
AAD-12                            AALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|268 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
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             40        50        60        70        80             
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS             
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|268 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIET 
     260       270         280       290       300       310        
 
gi|268 YLFAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
       320       330       340       350       360       370     
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 80.0  bits: 21.2 E():   18 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (4-77:230-302) 
 
                                          10         20        30   
AAD-12                            AALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSSXSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
             40        50        60        70        80             
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS             
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|124 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIET 
     260       270         280       290       300       310        
 
gi|124 YLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
       320       330       340       350       360       370     
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 80.0  bits: 21.2 E():   18 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (4-77:230-302) 
 
                                          10         20        30   
AAD-12                            AALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLANIYPYFTYADNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
             40        50        60        70        80             
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS             
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|124 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIET 
     260       270         280       290       300       310        
 
gi|124 YLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHDATILFLKSDM 
       320       330       340       350       360       370     
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 80.0  bits: 21.2 E():   18 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (4-77:230-302) 
 
                                          10         20        30   
AAD-12                            AALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLTNIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
             40        50        60        70        80             
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS             
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|124 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIET 
     260       270         280       290       300       310        
 
gi|124 YLFATFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
       320       330       340       350       360       370     
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 80.0  bits: 21.2 E():   18 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (4-77:230-302) 
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                                          10         20        30   
AAD-12                            AALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
             40        50        60        70        80             
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS             
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|124 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIET 
     260       270         280       290       300       310        
 
gi|124 YLFAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
       320       330       340       350       360       370     
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 80.0  bits: 21.2 E():   18 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (4-77:230-302) 
 
                                          10         20        30   
AAD-12                            AALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|270 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
             40        50        60        70        80             
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS             
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|270 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPDRAIET 
     260       270         280       290       300       310        
 
gi|270 YLFAMFDENQKQPEVEKHFGLFFPDKRPKYNLNFSAKKNWDISTEHNATVLFLKSDM 
       320       330       340       350       360       370     
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 80.0  bits: 21.2 E():   18 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (4-77:230-302) 
 
                                          10         20        30   
AAD-12                            AALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
             40        50        60        70        80             
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS             
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|124 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIET 
     260       270         280       290       300       310        
 
gi|124 YLFAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
       320       330       340       350       360       370     
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 80.0  bits: 21.2 E():   18 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (4-77:230-302) 
 
                                          10         20        30   
AAD-12                            AALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|327 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
             40        50        60        70        80             
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS             
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|327 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIET 
     260       270         280       290       300       310        
 
gi|327 YLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
       320       330       340       350       360       370     
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>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  44 init1:  44 opt:  55  Z-score: 79.6  bits: 20.7 E():   19 
Smith-Waterman score: 55; 25.9% identity (55.2% similar) in 58 aa overlap (23-80:207-258) 
 
                       10        20        30        40        50   
AAD-12         AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|390 GSNPNYLALLVKFVAGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
        180       190       200       210       220            230  
 
             60        70        80      
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADS      
        :::  . .      : .. . .:.::.      
gi|390 FTVRYTTEGGTKGEAKDVIPE-GWKADTAYESK 
             240       250        260    
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 79.6  bits: 19.3 E():   19 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (39-54:29-43) 
 
       10        20        30        40        50        60         
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105   CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
                 10        20        30         40        50        
 
       70        80                               
AAD-12 VIVGNMAWHADS                               
                                                  
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
        60        70        80        90          
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  44 init1:  44 opt:  55  Z-score: 79.5  bits: 20.7 E():   19 
Smith-Waterman score: 55; 25.9% identity (56.9% similar) in 58 aa overlap (23-80:213-264) 
 
                       10        20        30        40        50   
AAD-12         AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|249 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
            190       200       210       220       230        240  
 
             60        70        80      
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADS      
        :..  . ::..:..       .:.::.      
gi|249 YTTEGGTKAEFEDVIP-----EGWKADTHDASK 
             250            260          
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 79.2  bits: 17.9 E():   20 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (24-47:17-38) 
 
               10        20        30        40        50        60 
AAD-12 AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP 
                              ::.  : .. :. :. ::: .. :              
gi|217        LVSVEHQAARLKVAKAQQL--AAQLPAMCRLEGGDALSASQ             
                      10          20        30                      
 
               70        80 
AAD-12 AEWDDMMKVIVGNMAWHADS 
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  44 init1:  44 opt:  54  Z-score: 78.2  bits: 20.4 E():   22 
Smith-Waterman score: 54; 25.9% identity (55.2% similar) in 58 aa overlap (23-80:206-257) 
 
                       10        20        30        40        50   
AAD-12         AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|158 KGSNPNYLALLVKFSGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
         180       190       200       210       220            230 
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             60        70        80      
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADS      
        :::  . .      : .. . .:.::.      
gi|158 FTVRYTTEGGTKARAKDVIPE-GWKADTAYESK 
              240       250        260   
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 51; 27.1% identity (62.5% similar) in 48 aa overlap (40-80:110-157) 
 
      10        20        30        40           50         60      
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|437 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
      80        90       100       110       120       130          
 
             70        80   
AAD-12 WDDMMKVIVGNMAWHADS   
        . ..:.. . .  :.:.   
gi|437 GETLLKAVESYLLAHSDAYN 
     140       150          
 
>>gi|14423757|sp|O04701.1|MPAC1_CYNDA RecName: Full=Majo  (246 aa) 
 initn:  40 init1:  40 opt:  53  Z-score: 77.2  bits: 20.1 E():   25 
Smith-Waterman score: 53; 21.1% identity (52.6% similar) in 57 aa overlap (13-69:148-200) 
 
                                 10        20        30        40   
AAD-12                   AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGD 
                                     . :  .. :::. ...  ...:    : :. 
gi|144 KKGQEDKLRKAGELTLQFRRVKCKYPSGTKITFHIEKGSNDHYLALLVKYAA----GDGN 
       120       130       140       150       160           170    
 
             50        60        70        80                       
AAD-12 IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS                       
       :::..    :.       . :  . ..                                  
gi|144 IVAVDIKPRDSDEFIPMKSSWGAIWRIDPKKPLKGPFSIRLTSEGGAHLVQDDVIPANWK 
           180       190       200       210       220       230    
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 76.6  bits: 20.4 E():   27 
Smith-Waterman score: 54; 25.6% identity (48.7% similar) in 39 aa overlap (25-63:191-229) 
 
                     10        20        30        40        50     
AAD-12       AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ::..   .:   :  : :..   .. :    
gi|320 KEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDP 
              170       180       190       200       210       220 
 
           60        70        80                                   
AAD-12 VRQHSPAEWDDMMKVIVGNMAWHADS                                   
       : . . : :                                                    
gi|320 VISFKTALWFWMTPQSPKPSCHNVITGRWTPSAADRAAGRLPGYGVITNIINGGIECGKG 
              230       240       250       260       270       280 
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 75.9  bits: 21.0 E():   30 
Smith-Waterman score: 56; 40.6% identity (56.2% similar) in 32 aa overlap (17-46:153-184) 
 
                             10        20        30          40     
AAD-12               AALHAAWLQHALLIFPGQHLSNDQQITFAK--RFGAIERIGGGDIV 
                                     ::.   .::  : .  :    .::  ::.: 
gi|258 QGQQEQQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVV 
            130       140       150       160       170       180   
 
           50        60        70        80                         
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS                         
       ::                                                           
gi|258 AIPAGVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQ 
            190       200       210       220       230       240   
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>>gi|2181180|emb|CAB06417.1| xylosidase [Aspergillus nig  (804 aa) 
 initn:  38 init1:  38 opt:  58  Z-score: 75.7  bits: 21.6 E():   31 
Smith-Waterman score: 58; 27.3% identity (67.3% similar) in 55 aa overlap (3-55:524-577) 
 
                                           10        20          30 
AAD-12                             AALHAAWLQHALLIFPGQHLSNDQQITFA--K 
                                     :.:  :..  . .::..:.  :... :  : 
gi|218 SSTSTSGFAAALSAAQSADVIIYAGGIDNTLEAEALDRESIAWPGNQLDLIQKLASAAGK 
           500       510       520       530       540       550    
 
               40        50        60        70        80           
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS           
       .   . ..:::.. . :..: . .:                                    
gi|218 KPLIVLQMGGGQVDS-SSLKNNTNVSALLWGGYPGQSGGFALRDIITGKKNPAGRLVTTQ 
           560        570       580       590       600       610   
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 74.7  bits: 20.4 E():   35 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (50-65:89-105) 
 
      20        30        40        50         60        70         
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .              
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       60        70        80        90       100       110         
 
       80                                                           
AAD-12 DS                                                           
                                                                    
gi|114 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      120       130       140       150       160       170         
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 74.6  bits: 19.0 E():   35 
Smith-Waterman score: 49; 21.0% identity (58.0% similar) in 81 aa overlap (6-79:78-157) 
 
                                        10        20        30      
AAD-12                          AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
          40           50           60         70        80   
AAD-12 ERIGGGDIVAISN---VKADGTV---RQHSPAEW-DDMMKVIVGNMAWHADS   
          :::.:: ::.   .:.:  :   ....  :  . ..... . .  :.:    
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 74.6  bits: 19.0 E():   35 
Smith-Waterman score: 49; 21.0% identity (58.0% similar) in 81 aa overlap (6-79:78-157) 
 
                                        10        20        30      
AAD-12                          AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
          40           50           60         70        80   
AAD-12 ERIGGGDIVAISN---VKADGTV---RQHSPAEW-DDMMKVIVGNMAWHADS   
          :::.:: ::.   .:.:  :   ....  :  . ..... . .  :.:    
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 74.1  bits: 19.6 E():   38 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (39-54:181-195) 
 
       10        20        30        40        50        60         
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
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gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
       70        80                                
AAD-12 VIVGNMAWHADS                                
                                                   
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 73.8  bits: 19.3 E():   39 
Smith-Waterman score: 50; 40.0% identity (72.0% similar) in 25 aa overlap (43-67:9-29) 
 
             20        30        40        50        60        70   
AAD-12 LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG 
                                     :::.....: .    :.:: .:: :      
gi|144                       MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMV 
                                     10            20        30     
 
             80                                                     
AAD-12 NMAWHADS                                                     
                                                                    
gi|144 DQIVKSLTTKKELDPFKIEQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKID 
           40        50        60        70        80        90     
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 73.8  bits: 19.6 E():   39 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (39-69:192-222) 
 
       10        20        30        40        50        60         
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : : ..  
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
        70        80                               
AAD-12 KVIVGNMAWHADS                               
       .:                                          
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 73.8  bits: 18.7 E():   39 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (47-63:2-19) 
 
         20        30        40        50         60        70      
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD-GTVRQHSPAEWDDMMKVIVGNMA 
                                     ..: .: :.. ..::.::             
gi|250                              PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPF 
                                            10        20        30  
 
          80                                                        
AAD-12 WHADS                                                        
                                                                    
gi|250 PRCRALVKSQCAGGQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDK 
              40        50        60        70        80        90  
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 73.6  bits: 19.9 E():   40 
Smith-Waterman score: 67; 18.9% identity (64.9% similar) in 74 aa overlap (1-74:232-298) 
 
                                             10        20        30 
AAD-12                               AALHAAWLQHALLIFPGQHLSNDQQITFAK 
                                     ::.:.  . :....   :. ...: : .   
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIHS--VVHSIIMQQQQQQQQQQGIDIFL 
             210       220       230         240       250          
 
               40        50        60        70        80           
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS           
        ..  :..: :..:     ...: .. ..::. . . .... ..                 
gi|170 PLSQHEQVGQGSLV-----QGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSIMR 
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     260       270            280       290       300       310     
 
gi|170 APFASIVAGIGGQ 
          320        
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 73.6  bits: 19.6 E():   40 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (39-54:199-213) 
 
       10        20        30        40        50        60         
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
       70        80                                
AAD-12 VIVGNMAWHADS                                
                                                   
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 73.2  bits: 18.5 E():   42 
Smith-Waterman score: 47; 28.6% identity (68.6% similar) in 35 aa overlap (25-58:93-127) 
 
                     10        20         30        40        50    
AAD-12       AALHAAWLQHALLIFPGQHLSNDQQITFA-KRFGAIERIGGGDIVAISNVKADG 
                                     :  :. :.   :....: :.:. ..: .   
gi|121 FKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVT 
             70        80        90       100       110       120   
 
            60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADS 
       .::..                       
gi|121 SVRSYKRI                    
            130                    
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 73.2  bits: 20.4 E():   42 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (50-65:119-135) 
 
      20        30        40        50         60        70         
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .              
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       90       100       110       120       130       140         
 
       80                                                           
AAD-12 DS                                                           
                                                                    
gi|476 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      150       160       170       180       190       200         
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 73.1  bits: 18.7 E():   42 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (40-80:110-157) 
 
      10        20        30        40           50            60   
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|384 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
             70        80   
AAD-12 WDDMMKVIVGNMAWHADS   
        . ..... . .  :.:.   
gi|384 GETLLRAVESYLLAHSDAYN 
     140       150          
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 73.1  bits: 18.7 E():   42 
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Smith-Waterman score: 48; 25.0% identity (62.5% similar) in 48 aa overlap (40-80:110-157) 
 
      10        20        30        40           50         60      
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|437 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
      80        90       100       110       120       130          
 
             70        80   
AAD-12 WDDMMKVIVGNMAWHADS   
        . ..... . .  :.:.   
gi|437 GETLLRAVESYLLAHSDAYN 
     140       150          
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 73.1  bits: 18.7 E():   42 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (40-80:110-157) 
 
      10        20        30        40           50            60   
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|437 KYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
             70        80   
AAD-12 WDDMMKVIVGNMAWHADS   
        . ..... . .  :.:.   
gi|437 GETLLRAVESYLLAHSDAYN 
     140       150          
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 73.1  bits: 18.7 E():   42 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (40-80:110-157) 
 
      10        20        30        40           50            60   
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|115 KYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
             70        80   
AAD-12 WDDMMKVIVGNMAWHADS   
        . ..... . .  :.:.   
gi|115 GETLLRAVESYLLAHSDAYN 
     140       150          
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 73.1  bits: 18.8 E():   43 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (40-80:111-158) 
 
      10        20        30        40           50            60   
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|256 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
             70        80   
AAD-12 WDDMMKVIVGNMAWHADS   
        . ..... . .  :.:.   
gi|256 GETLLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 73.1  bits: 18.8 E():   43 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (40-80:111-158) 
 
      10        20        30        40           50            60   
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
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             70        80   
AAD-12 WDDMMKVIVGNMAWHADS   
        . ..... . .  :.:.   
gi|154 RETLLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 73.1  bits: 18.8 E():   43 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (40-80:111-158) 
 
      10        20        30        40           50            60   
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
             70        80   
AAD-12 WDDMMKVIVGNMAWHADS   
        . ..... . .  :.:.   
gi|154 GETLLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 73.1  bits: 18.8 E():   43 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (40-80:111-158) 
 
      10        20        30        40           50            60   
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|114 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
             70        80   
AAD-12 WDDMMKVIVGNMAWHADS   
        . ..... . .  :.:.   
gi|114 GETLLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 73.1  bits: 18.8 E():   43 
Smith-Waterman score: 48; 25.6% identity (62.8% similar) in 43 aa overlap (6-48:78-119) 
 
                                        10        20        30      
AAD-12                          AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ....  .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
          40        50        60        70        80          
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS          
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 73.1  bits: 18.8 E():   43 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (40-80:111-158) 
 
      10        20        30        40           50            60   
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|400 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
             70        80   
AAD-12 WDDMMKVIVGNMAWHADS   
        . ..... . .  :.:.   
gi|400 GETLLRAVESYLLAHSDAYN 
              150       160 
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>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 73.1  bits: 18.8 E():   43 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (40-80:111-158) 
 
      10        20        30        40           50            60   
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
             70        80   
AAD-12 WDDMMKVIVGNMAWHADS   
        . ..... . .  :.:.   
gi|154 GETLLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 73.1  bits: 18.8 E():   43 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (40-80:111-158) 
 
      10        20        30        40           50            60   
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|132 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
             70        80   
AAD-12 WDDMMKVIVGNMAWHADS   
        . ..... . .  :.:.   
gi|132 GETLLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 73.1  bits: 18.8 E():   43 
Smith-Waterman score: 48; 25.0% identity (62.5% similar) in 48 aa overlap (40-80:111-158) 
 
      10        20        30        40           50         60      
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|400 KYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
             70        80   
AAD-12 WDDMMKVIVGNMAWHADS   
        . ..... . .  :.:.   
gi|400 GETLLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 73.1  bits: 18.8 E():   43 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (40-80:111-158) 
 
      10        20        30        40           50            60   
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
             70        80   
AAD-12 WDDMMKVIVGNMAWHADS   
        . ..... . .  :.:.   
gi|154 GETLLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 73.1  bits: 18.8 E():   43 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (40-80:111-158) 
 
      10        20        30        40           50            60   
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
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gi|256 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
             70        80   
AAD-12 WDDMMKVIVGNMAWHADS   
        . ..... . .  :.:.   
gi|256 GETLLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 72.6  bits: 20.2 E():   45 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (22-42:330-350) 
 
                        10        20        30        40        50  
AAD-12          AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|149 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
              60        70        80                                
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADS                                
                                                                    
gi|149 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=Major  (308 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 72.6  bits: 19.6 E():   45 
Smith-Waterman score: 51; 31.5% identity (53.7% similar) in 54 aa overlap (29-78:104-154) 
 
                 10        20        30        40        50         
AAD-12   AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD--GTVR 
                                     ::  : : ..  .  :: . ..:   : :: 
gi|249 PLPTPLRRTSSRSSRPPSPSPPRASSPTSAAKAPGLIPKLDTAYDVAYKAAEAHPRGQVR 
            80        90       100       110       120       130    
 
           60        70        80                                   
AAD-12 Q--HSPAEWDDMMKVIVGNMAWHADS                                   
       .  : : .    ..::.: .  ::                                     
gi|249 RLRHCPHR---SLRVIAGALEVHAVKPATEEVLAAKIPTGELQIVDKIDAAFKIAATAAN 
           140          150       160       170       180       190 
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 72.5  bits: 19.0 E():   46 
Smith-Waterman score: 49; 29.3% identity (51.7% similar) in 58 aa overlap (8-65:63-116) 
 
                                      10        20        30        
AAD-12                        AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|833 HHQTYVNGLNAALEAQKKAAEANDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
             40        50        60        70           80          
 
        40        50        60        70        80                  
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS                  
        ::: :     .::    :  :  .. :                                 
gi|833 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
       90       100       110       120       130       140         
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 72.3  bits: 19.3 E():   47 
Smith-Waterman score: 50; 22.4% identity (56.9% similar) in 58 aa overlap (23-80:207-258) 
 
                       10        20        30        40        50   
AAD-12         AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   : .. .   .  
gi|126 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
             60        70        80      
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADS      
        :..  . .:..:..       .:.::.      
gi|126 YTTEGGTKSEFEDVIP-----EGWKADTSYSAK 
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         240       250            260    
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 72.2  bits: 19.9 E():   48 
Smith-Waterman score: 52; 26.1% identity (60.9% similar) in 46 aa overlap (7-50:117-160) 
 
                                         10        20        30     
AAD-12                         AALHAAWL--QHALLIFPGQHLSNDQQITFAKRFGA 
                                     :.  :. ..:.  :..   .. :.  : .  
gi|113 IYMVTSDQDDDVVNPKEGTLRFGATQDRPLWIIFQRDMIIYLQQEMVVTSDKTIDGRGAK 
         90       100       110       120       130       140       
 
           40        50        60        70        80               
AAD-12 IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS               
       .: . ::  ... :::                                             
gi|113 VELVYGG--ITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGDAIHVTGSS 
        150         160       170       180       190       200     
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 72.2  bits: 19.0 E():   48 
Smith-Waterman score: 49; 29.3% identity (51.7% similar) in 58 aa overlap (8-65:74-127) 
 
                                      10        20        30        
AAD-12                        AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|164 HHQTYVNGLNAALEAQKKAAEATDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
            50        60        70        80           90           
 
        40        50        60        70        80                  
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS                  
        ::: :     .::    :  :  .. :                                 
gi|164 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
     100       110       120       130       140       150          
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 72.1  bits: 19.3 E():   48 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (39-54:198-212) 
 
       10        20        30        40        50        60         
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
       70        80                                
AAD-12 VIVGNMAWHADS                                
                                                   
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
        230       240       250       260          
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 72.1  bits: 19.3 E():   48 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (39-54:198-212) 
 
       10        20        30        40        50        60         
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
       70        80                                
AAD-12 VIVGNMAWHADS                                
                                                   
gi|115 RKDSDKPIKGPITVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
        230       240       250       260          
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.1  bits: 19.0 E():   48 
Smith-Waterman score: 49; 33.3% identity (57.1% similar) in 21 aa overlap (5-25:10-30) 
 
                    10        20        30        40        50      
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AAD-12      AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV 
                :::.      ::: :  ....                               
gi|944 MKTLGVLFIAAWFIACTHSFPGAHDEDSKEERKNVDTVLVLPSIERDQMMAATFDFPSLS 
               10        20        30        40        50        60 
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 47; 25.0% identity (58.3% similar) in 48 aa overlap (40-80:110-157) 
 
      10        20        30        40           50            60   
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|159 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEL 
      80        90       100       110       120       130          
 
             70        80   
AAD-12 WDDMMKVIVGNMAWHADS   
        . ..... . .  :.:.   
gi|159 GETLLRAVESYLLAHSDAYN 
     140       150          
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (40-80:111-158) 
 
      10        20        30        40           50         60      
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
             70        80   
AAD-12 WDDMMKVIVGNMAWHADS   
        . ..... . .  :.:.   
gi|116 GEALLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (40-80:111-158) 
 
      10        20        30        40           50         60      
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|400 KYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
             70        80   
AAD-12 WDDMMKVIVGNMAWHADS   
        . ..... . .  :.:.   
gi|400 GEALLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (40-80:111-158) 
 
      10        20        30        40           50         60      
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
             70        80   
AAD-12 WDDMMKVIVGNMAWHADS   
        . ..... . .  :.:.   
gi|132 AEALLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.6  bits: 18.5 E():   51 
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Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (40-80:111-158) 
 
      10        20        30        40           50         60      
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDQEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
             70        80   
AAD-12 WDDMMKVIVGNMAWHADS   
        . ..... . .  :.:.   
gi|116 GEALLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (40-80:111-158) 
 
      10        20        30        40           50         60      
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
             70        80   
AAD-12 WDDMMKVIVGNMAWHADS   
        . ..... . .  :.:.   
gi|132 GEALLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (40-80:111-158) 
 
      10        20        30        40           50         60      
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
             70        80   
AAD-12 WDDMMKVIVGNMAWHADS   
        . ..... . .  :.:.   
gi|116 GEALLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (40-80:111-158) 
 
      10        20        30        40           50         60      
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
             70        80   
AAD-12 WDDMMKVIVGNMAWHADS   
        . ..... . .  :.:.   
gi|116 GEALLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (40-80:111-158) 
 
      10        20        30        40           50         60      
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 925



 

 

 
             70        80   
AAD-12 WDDMMKVIVGNMAWHADS   
        . ..... . .  :.:.   
gi|132 GEALLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 71.1  bits: 19.6 E():   55 
Smith-Waterman score: 51; 21.6% identity (56.9% similar) in 51 aa overlap (28-77:103-153) 
 
                  10        20        30         40        50       
AAD-12    AALHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|129 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
         60        70        80                                     
AAD-12 QHSPAEWDDMMKVIVGNMAWHADS                                     
       .: :: ::   : .. .. ..                                        
gi|129 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 71.1  bits: 19.6 E():   55 
Smith-Waterman score: 51; 21.6% identity (56.9% similar) in 51 aa overlap (28-77:103-153) 
 
                  10        20        30         40        50       
AAD-12    AALHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|119 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
         60        70        80                                     
AAD-12 QHSPAEWDDMMKVIVGNMAWHADS                                     
       .: :: ::   : .. .. ..                                        
gi|119 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 71.1  bits: 19.6 E():   55 
Smith-Waterman score: 51; 21.6% identity (56.9% similar) in 51 aa overlap (28-77:103-153) 
 
                  10        20        30         40        50       
AAD-12    AALHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|309 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
         60        70        80                                     
AAD-12 QHSPAEWDDMMKVIVGNMAWHADS                                     
       .: :: ::   : .. .. ..                                        
gi|309 DHPPASWDWRKKGVITQVKYQGGCGSGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 71.0  bits: 19.9 E():   56 
Smith-Waterman score: 52; 25.0% identity (65.6% similar) in 32 aa overlap (15-46:117-148) 
 
                               10        20        30        40     
AAD-12                 AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : :.. .....  :  .   ....  :::. 
gi|303 APKLYYVTQGRGILGVLMPGCPETFQSMSQFQGSREQEEERGRFQDQHQKVHHLKKGDII 
         90       100       110       120       130       140       
 
           50        60        70        80                         
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS                         
       ::                                                           
gi|303 AIPAGVALWCYNDGDEDLVTVLVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLR 
        150       160       170       180       190       200       
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>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 70.9  bits: 19.1 E():   57 
Smith-Waterman score: 49; 28.1% identity (53.1% similar) in 32 aa overlap (39-69:192-222) 
 
       10        20        30        40        50        60         
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|168 CKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGDVVAV-DIKEKGKDKWTELKESWGAVW 
             170       180       190        200       210       220 
 
        70        80                               
AAD-12 KVIVGNMAWHADS                               
       ..                                          
gi|168 RIDTPDKLTGPFTVRYTTEGGTKSEFEDVIPEGWKADTSYSAK 
              230       240       250       260    
 
>>gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full=Polc  (85 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.5  bits: 17.4 E():   59 
Smith-Waterman score: 43; 36.6% identity (46.3% similar) in 41 aa overlap (30-70:17-54) 
 
               10        20        30        40        50        60 
AAD-12 AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP 
                                    ::: :    : : : :    .:  :. . .: 
gi|144              MADDHPQDKAERERIFKRFDAN---GDGKISAAELGEALKTLGSITP 
                            10        20           30        40     
 
               70        80                      
AAD-12 AEWDDMMKVIVGNMAWHADS                      
        :   ::  :                                
gi|144 DEVKHMMAEIDTDGDGFISFQEFTDFGRANRGLLKDVAKIF 
           50        60        70        80      
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 70.4  bits: 20.2 E():   60 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (22-42:330-350) 
 
                        10        20        30        40        50  
AAD-12          AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|169 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
              60        70        80                                
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADS                                
                                                                    
gi|169 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (39-48:109-118) 
 
       10        20        30        40        50        60         
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
       70        80          
AAD-12 VIVGNMAWHADS          
                             
gi|534 KAEALFRAVESYLLAHSDAYN 
      140       150          
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (6-48:77-118) 
 
                                        10        20        30      
AAD-12                          AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
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gi|402 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
         50        60        70        80        90        100      
 
          40        50        60        70        80          
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS          
          :::.:: ::.                                          
gi|402 AAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
         110       120       130       140       150          
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (6-48:78-119) 
 
                                        10        20        30      
AAD-12                          AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
          40        50        60        70        80          
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS          
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (39-48:110-119) 
 
       10        20        30        40        50        60         
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
       70        80          
AAD-12 VIVGNMAWHADS          
                             
gi|534 KAEALFRAVESYLLAHSDAYN 
     140       150       160 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 46; 23.3% identity (62.8% similar) in 43 aa overlap (6-48:78-119) 
 
                                        10        20        30      
AAD-12                          AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :... .   ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLE-KVSHELKIV 
        50        60        70        80        90        100       
 
          40        50        60        70        80          
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS          
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (6-48:78-119) 
 
                                        10        20        30      
AAD-12                          AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
          40        50        60        70        80          
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS          
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
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        110       120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (6-48:78-119) 
 
                                        10        20        30      
AAD-12                          AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|730 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
          40        50        60        70        80          
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS          
          :::.:: ::.                                          
gi|730 AAPGGGSIVKISSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (6-48:78-119) 
 
                                        10        20        30      
AAD-12                          AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
          40        50        60        70        80          
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS          
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 46; 32.3% identity (58.1% similar) in 31 aa overlap (49-76:38-65) 
 
       20        30        40        50           60        70      
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ---HSPAEWDDMMKVIVGNMA 
                                     :.: . .:.    .:  ::.. ::    .: 
gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKV---AQA 
        10        20        30        40        50        60        
 
          80                                                        
AAD-12 WHADS                                                        
       :                                                            
gi|148 WAETRTPDCSLIHSDRCGENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQIV 
           70        80        90       100       110       120     
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.9  bits: 17.6 E():   64 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (24-42:35-53) 
 
                      10        20        30        40        50    
AAD-12        AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
            60        70        80                      
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADS                      
                                                        
gi|730 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.9  bits: 17.6 E():   64 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (24-42:35-53) 
 
                      10        20        30        40        50    
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AAD-12        AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
            60        70        80                      
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADS                      
                                                        
gi|191 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.8  bits: 19.1 E():   65 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (7-38:157-188) 
 
                                       10        20        30       
AAD-12                         AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
        130       140       150       160       170       180       
 
         40        50        60        70        80                 
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS                 
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
        190       200       210       220       230       240       
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 69.6  bits: 18.5 E():   67 
Smith-Waterman score: 47; 23.1% identity (51.3% similar) in 39 aa overlap (46-80:147-185) 
 
          20        30        40        50            60        70  
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH----SPAEWDDMMKVIV 
                                     ::.  .::.. .:    .   :    :.   
gi|613 ATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMHVGHYTQIVWAKTKKIGC 
        120       130       140       150       160       170       
 
              80                           
AAD-12 GNMAWHADS                           
       : . .. :.                           
gi|613 GRIMFKEDNWNKHYLVCNYGPAGNVLGAQIYEIKK 
        180       190       200       210  
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 69.5  bits: 19.3 E():   67 
Smith-Waterman score: 50; 26.8% identity (51.2% similar) in 41 aa overlap (11-47:190-230) 
 
                                   10        20            30       
AAD-12                     AALHAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::  .  :    ::.  
gi|215 NKPVIFTKSNLAKSPELDAKMYDICYSTAAAPIYFPPHHFVTHTSNGARYEFNLVDGAVA 
     160       170       180       190       200       210          
 
         40        50        60        70        80                 
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS                 
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.3  bits: 19.1 E():   69 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (7-38:176-207) 
 
                                       10        20        30       
AAD-12                         AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
         150       160       170       180       190       200      
 
         40        50        60        70        80                 
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS                 
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        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
         210       220       230       240       250       260      
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 69.3  bits: 19.6 E():   69 
Smith-Waterman score: 51; 28.3% identity (56.7% similar) in 60 aa overlap (12-70:186-244) 
 
                                  10        20        30        40  
AAD-12                    AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGG 
                                     .... :.: :: .. : : : .   .   . 
gi|215 KKRPIVYECAEISWKVMNNGDVFILLVPNFVFVWTGKH-SNRMERTTAIRVANDLKSELN 
         160       170       180       190        200       210     
 
              50         60        70        80                     
AAD-12 DIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHADS                     
        .   : .  ::  :.: : ::.: . :..                               
gi|215 RFKLSSVILEDGKEVEQTSGAEYDAFNKALSLDKKDIDLKQMPKGYDYAASDKSFESHER 
          220       230       240       250       260       270     
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.1  bits: 17.6 E():   70 
Smith-Waterman score: 44; 38.9% identity (72.2% similar) in 18 aa overlap (1-18:24-41) 
 
                                      10        20        30        
AAD-12                        AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                              :.: : . .:..: : .:                    
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLPFQE 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS                  
                                                                    
gi|217 IQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRLV 
               70        80        90       100       110       120 
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.1  bits: 18.8 E():   70 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (15-25:90-100) 
 
                               10        20        30        40     
AAD-12                 AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
           50        60        70        80                         
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS                         
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Enteroto  (233 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 68.8  bits: 18.5 E():   73 
Smith-Waterman score: 47; 23.3% identity (51.2% similar) in 43 aa overlap (4-43:44-85) 
 
                                          10           20        30 
AAD-12                            AALHAAWLQHALLI---FPGQHLSNDQQITFAK 
                                     :  .:::..:.   :  .   ::  . : . 
gi|163 KKSELQGTALGNLKQIYYYNEKAKTENKESHDQFLQHTILFKGFFTDHSWYNDLLVDFDS 
            20        30        40        50        60        70    
 
               40        50        60        70        80           
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS           
       .   ...  :  .                                                
gi|163 K-DIVDKYKGKKVDLYGAYYGYQCAGGTPNKTACMYGGVTLHDNNRLTEEKKVPINLWLD 
             80        90       100       110       120       130   
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 68.8  bits: 18.8 E():   73 
Smith-Waterman score: 48; 23.2% identity (51.8% similar) in 56 aa overlap (7-62:150-202) 
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                                       10        20        30       
AAD-12                         AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. .::   .:. ::. 
gi|219 VLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSCHVMQQQCCQQLSQIPEQSRYDAIR 
     120       130       140       150       160       170          
 
         40        50        60        70        80                 
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS                 
        :       : . . .:  .:..: .                                   
gi|219 AI---TYSIILQEQQQGQSQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQ 
     180          190       200       210       220       230       
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 45; 33.3% identity (57.8% similar) in 45 aa overlap (33-70:52-96) 
 
             10        20        30        40        50             
AAD-12 LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK--ADGT-----V 
                                     :.:..:. :.  . : ::   ::.     : 
gi|602 AFVLDADNLIPKIAPQAVKSTEILEGDGGVGTIKKINFGEGSTYSYVKHKIDGVDKDNFV 
              30        40        50        60        70        80  
 
          60        70        80                                    
AAD-12 RQHSPAEWDDMMKVIVGNMAWHADS                                    
        :.:  : : . ..:                                              
gi|602 YQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISHYHTKGDVEIKEEHVKAGKEKAS 
              90       100       110       120       130       140  
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (38-59:15-36) 
 
        10        20        30        40        50        60        
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|288                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
        70        80                                                
AAD-12 KVIVGNMAWHADS                                                
                                                                    
gi|288 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (38-59:15-36) 
 
        10        20        30        40        50        60        
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|144                 MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
        70        80                                                
AAD-12 KVIVGNMAWHADS                                                
                                                                    
gi|144 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (38-59:15-36) 
 
        10        20        30        40        50        60        
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|604                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
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        70        80                                                
AAD-12 KVIVGNMAWHADS                                                
                                                                    
gi|604 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (38-59:15-36) 
 
        10        20        30        40        50        60        
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|218                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
        70        80                                                
AAD-12 KVIVGNMAWHADS                                                
                                                                    
gi|218 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 45; 25.0% identity (56.2% similar) in 48 aa overlap (40-80:111-158) 
 
      10        20        30        40           50            60   
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|132 KYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEM 
               90       100       110       120       130       140 
 
             70        80   
AAD-12 WDDMMKVIVGNMAWHADS   
        . .....   .  :.:.   
gi|132 GETLLRAVERYLLAHSDAYN 
              150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 45; 24.4% identity (61.0% similar) in 41 aa overlap (8-48:80-119) 
 
                                      10        20        30        
AAD-12                        AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :. :.    ....  .   
gi|730 GPGTIKKITFSEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLG-DKLEKVSHELKIVAA 
      50        60        70        80        90        100         
 
        40        50        60        70        80          
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS          
        :::.:: ::.                                          
gi|730 PGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      110       120       130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 45; 23.3% identity (60.5% similar) in 43 aa overlap (6-48:78-119) 
 
                                        10        20        30      
AAD-12                          AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
          40        50        60        70        80          
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS          
          :::..: ::.                                          
gi|167 AAPGGGSVVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|62240392|gb|AAX77384.1| 11S globulin precursor [Sin  (523 aa) 
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 initn:  45 init1:  45 opt:  51  Z-score: 68.7  bits: 19.6 E():   75 
Smith-Waterman score: 51; 30.0% identity (63.3% similar) in 30 aa overlap (17-45:173-202) 
 
                             10        20         30        40      
AAD-12               AALHAAWLQHALLIFPGQHLSNDQ-QITFAKRFGAIERIGGGDIVA 
                                     ::. ...: :  :   .  .:..  ::..: 
gi|622 QQGQQGQQGQQQGQQGQQGQQGQQGQQGQQGQQGQQQQGQQGFRDMYQKVEHVRHGDVIA 
            150       160       170       180       190       200   
 
          50        60        70        80                          
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS                          
                                                                    
gi|622 NTPGSAHWIYNTGDKPLVIISLLDIANYQNQLDRNPRVFRLAGNNPQGGFGGPQQQQPQQ 
            210       220       230       240       250       260   
 
>>gi|11762104|gb|AAG40330.1|AF323974_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 68.7  bits: 17.9 E():   75 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (4-48:77-120) 
 
                                          10        20         30   
AAD-12                            AALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
             40        50        60        70        80          
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS          
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|5726304|gb|AAD48405.1|AF136945_1 major allergen Cor  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 68.7  bits: 17.9 E():   75 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (4-48:77-120) 
 
                                          10        20         30   
AAD-12                            AALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|572 GNGGPGTIKKITFAEGNEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
             40        50        60        70        80          
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS          
       .:  . :::.:. :..                                          
gi|572 AAAPH-GGGSILKITSKYHTKGNASINEEEIKAGKEKAAGLFKAVEAYLLAHPDAYC 
         110        120       130       140       150       160  
 
>>gi|11762102|gb|AAG40329.1|AF323973_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 68.7  bits: 17.9 E():   75 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (4-48:77-120) 
 
                                          10        20         30   
AAD-12                            AALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
             40        50        60        70        80          
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS          
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 68.6  bits: 18.5 E():   75 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (39-69:169-199) 
 
       10        20        30        40        50        60         
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|331 CKYPEGTKLTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
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      140       150       160       170        180       190        
 
        70        80                               
AAD-12 KVIVGNMAWHADS                               
       .:                                          
gi|331 RVDTPDKLTGPFTVRYTTEGGTKSEVEDVIPEGWKADTSYEAK 
       200       210       220       230       240 
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.2  bits: 17.7 E():   79 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (38-60:15-37) 
 
        10        20        30        40        50        60        
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : : .... . .  ::.:  .::        
gi|100                 MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKP 
                               10        20        30        40     
 
        70        80                                                
AAD-12 KVIVGNMAWHADS                                                
                                                                    
gi|100 EENAGIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILG 
           50        60        70        80        90       100     
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 68.2  bits: 18.8 E():   79 
Smith-Waterman score: 48; 25.7% identity (60.0% similar) in 35 aa overlap (35-65:81-115) 
 
           10        20        30        40            50        60 
AAD-12 AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV----AISNVKADGTVRQHSP 
                                     :  .: :...     :. .:  :.:..  : 
gi|324 NFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFP 
               60        70        80        90       100       110 
 
               70        80                                         
AAD-12 AEWDDMMKVIVGNMAWHADS                                         
       .:. .                                                        
gi|324 SEFGNDVDRSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASS 
              120       130       140       150       160       170 
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (39-69:193-223) 
 
       10        20        30        40        50        60         
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|180 CKYPEGTKVTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
            170       180       190       200        210       220  
 
        70        80                               
AAD-12 KVIVGNMAWHADS                               
       .:                                          
gi|180 RVDTPDKLTGPFTVRYTTEGGTKSEVEDVIPEGWKADTSYEAK 
             230       240       250       260     
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  49 init1:  49 opt:  51  Z-score: 67.8  bits: 19.6 E():   83 
Smith-Waterman score: 51; 29.4% identity (82.4% similar) in 17 aa overlap (57-73:535-551) 
 
         30        40        50        60        70        80       
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS       
                                     .:.:   :...:...:.              
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
gi|331 KEGCFSEEGPKLVAAAQAALV 
          570       580      
 
>>gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin precurs  (148 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.8  bits: 17.7 E():   83 
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Smith-Waterman score: 44; 21.2% identity (54.5% similar) in 33 aa overlap (44-76:25-57) 
 
            20        30        40        50        60        70    
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     :. ..:  .:  ...   ::.. .  .    
gi|538       MARFTIVLAVLFAAALVSASAHKTVVTTSVAEEGEEENQRGCEWESRQCQMRHC 
                     10        20        30        40        50     
 
            80                                                      
AAD-12 MAWHADS                                                      
       : :                                                          
gi|538 MQWMRSMRGQYEESFLRSAEANQGQFEHFRECCNELRDVKSHCRCEALRCMMRQMQQEYG 
           60        70        80        90       100       110     
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.7  bits: 17.1 E():   84 
Smith-Waterman score: 42; 37.5% identity (62.5% similar) in 24 aa overlap (24-47:79-100) 
 
                      10        20        30        40        50    
AAD-12        AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .  :       
gi|897 QQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQL--AAQLPAMCRLEGGDALLASQ      
       50        60        70        80          90       100       
 
            60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADS 
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 67.6  bits: 19.4 E():   85 
Smith-Waterman score: 50; 23.3% identity (55.8% similar) in 43 aa overlap (40-79:438-480) 
 
      10        20        30        40        50        60          
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP-AEWDDMMK 
                                     ::  .  ... :::  . :.  .  .: .  
gi|796 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHNAETTVEDRIG 
       410       420       430       440       450       460        
 
       70          80              
AAD-12 VIVGNM--AWHADS              
       .:. .   :.: .               
gi|796 IIIDSAEKAFHKELGAIYSEIKDAVSV 
       470       480       490     
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  49 init1:  49 opt:  51  Z-score: 67.5  bits: 19.6 E():   86 
Smith-Waterman score: 51; 29.4% identity (82.4% similar) in 17 aa overlap (57-73:558-574) 
 
         30        40        50        60        70        80       
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS       
                                     .:.:   :...:...:.              
gi|668 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
       530       540       550       560       570       580        
 
gi|668 KEGCFSEEGPKLVAAAQAALV 
       590       600         
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 67.3  bits: 19.4 E():   88 
Smith-Waterman score: 50; 32.2% identity (49.2% similar) in 59 aa overlap (7-65:248-292) 
 
                                       10        20        30       
AAD-12                         AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     .::::. .        :.: .   : :  : 
gi|112 RPHYRQISPRVRGDEQENEGSNIFSGFAQEFLQHAFQV--------DRQTVENLR-GENE 
       220       230       240       250               260          
 
         40        50        60        70        80                 
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS                 
       :   : ::...     : .:  :: : :.                                
gi|112 REEQGAIVTVK-----GGLRILSPDEEDESSRSPPSRREEFDEDRSRPQQRGKYDENRRG 
      270            280       290       300       310       320    
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>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.3  bits: 18.8 E():   88 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (15-25:90-100) 
 
                               10        20        30        40     
AAD-12                 AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
           50        60        70        80                         
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS                         
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 [Ch  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.3  bits: 17.4 E():   89 
Smith-Waterman score: 43; 33.3% identity (62.5% similar) in 24 aa overlap (38-61:15-38) 
 
        10        20        30        40        50        60        
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :. . . . .  ::::  .::.       
gi|294                 MSWQTYVDDHLMCDIEGNHLSSAAILGHDGTVWAQSPSFPQLKP 
                               10        20        30        40     
 
        70        80                                                
AAD-12 KVIVGNMAWHADS                                                
                                                                    
gi|294 EEVSAIMKDFNEPGSLAPTGLHLGGTKYMVIQGEPGDVIRGKKGPGGVTIKKTNQALIIG 
           50        60        70        80        90       100     
 
>>gi|14423859|sp|Q9M7M9.1|PROF4_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.3  bits: 17.4 E():   89 
Smith-Waterman score: 43; 24.5% identity (58.5% similar) in 53 aa overlap (1-51:48-100) 
 
                                             10        20        30 
AAD-12                               AALHAAWLQHALLIFPGQHLSNDQQITFAK 
                                     ::.   . . . :   : ::.. . ...   
gi|144 HRLTAAAIIGHDGSVWAQSSSFPQFKSDEVAAIMKDFDEPGSLAPTGLHLGSTKYMVIQG 
        20        30        40        50        60        70        
 
                 40        50        60        70        80   
AAD-12 RFGAIER--IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS   
       . ::. :   :.: :.. .. .:                                
gi|144 EPGAVIRGKKGSGGITVKKTSQALIIGIYDEPLTPGQCNMIVERLGDYLLEQGM 
        80        90       100       110       120       130  
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 67.1  bits: 18.2 E():   90 
Smith-Waterman score: 48; 28.1% identity (53.1% similar) in 32 aa overlap (39-69:170-200) 
 
       10        20        30        40        50        60         
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|283 CKYPEGTKVTFHVEKGSNPNYLALLVKYVNGDGDVVAV-DIKEKGKDKWIELKESWGAIW 
     140       150       160       170        180       190         
 
        70        80                               
AAD-12 KVIVGNMAWHADS                               
       ..                                          
gi|283 RIDTPDKLTGPFTVRYTTEGGTKTEAEDVIPEGWKADTSYESK 
      200       210       220       230       240  
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 66.9  bits: 17.7 E():   93 
Smith-Waterman score: 44; 27.3% identity (47.7% similar) in 44 aa overlap (22-65:90-127) 
 
                        10        20        30        40        50  
AAD-12          AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
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                                     ::  .  :  .:  ... : ::. .:     
gi|276 VCSARHVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSA--WGKANQVTGDDILFLS---- 
      60        70        80        90         100       110        
 
              60        70        80                           
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADS                           
       :  .:  .   : :                                          
gi|276 DPDARFSKSIGWADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
           120       130       140       150       160         
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 66.9  bits: 17.7 E():   93 
Smith-Waterman score: 44; 27.3% identity (47.7% similar) in 44 aa overlap (22-65:90-127) 
 
                        10        20        30        40        50  
AAD-12          AALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     ::  .  :  .:  ... : ::. .:     
gi|668 VCSARHVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSA--WGKANQVTGDDILFLS---- 
      60        70        80        90         100       110        
 
              60        70        80                           
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADS                           
       :  .:  .   : :                                          
gi|668 DPDARFSKSIGWADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
           120       130       140       150       160         
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 66.8  bits: 19.1 E():   93 
Smith-Waterman score: 49; 38.1% identity (66.7% similar) in 21 aa overlap (47-67:216-232) 
 
         20        30        40        50        60        70       
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     :... :: :    :..::: .          
gi|253 GHPTHLEHSSTNPNSFHYEHNIVSPSSIHPSTAHFDGEV----PSQWDDSLGHGASTPKV 
         190       200       210       220           230       240  
 
         80                                                         
AAD-12 HADS                                                         
                                                                    
gi|253 RTPSHHVSSNPWAEINEPTGGDNDNLAPVTRPRKPARARRQKKEPRKLSDASQGARSSST 
             250       260       270       280       290       300  
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 66.8  bits: 18.2 E():   94 
Smith-Waterman score: 47; 46.7% identity (73.3% similar) in 15 aa overlap (39-53:181-194) 
 
       10        20        30        40        50        60         
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : ::.::. ..:  :                
gi|168 CKYPDDTKPTFHVEKGSNPNYLAILVKYVDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
              160       170       180        190       200          
 
       70        80                                
AAD-12 VIVGNMAWHADS                                
                                                   
gi|168 RIDTPDKLTGPFTVRYTTEGGTKSEVEDVIPEGWKADTSYSAK 
     210       220       230       240       250   
 
>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 66.8  bits: 18.8 E():   94 
Smith-Waterman score: 48; 33.3% identity (49.0% similar) in 51 aa overlap (32-74:49-97) 
 
              10        20        30         40        50           
AAD-12 ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|493 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
           60        70         80                                  
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADS                                  
       .:    :  :  . .:  :::                                        
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gi|493 LRYG--ATRDRPLWIIFSGNMNIKLKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKRVSN 
       80          90       100       110       120       130       
 
>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 66.8  bits: 18.8 E():   94 
Smith-Waterman score: 48; 33.3% identity (49.0% similar) in 51 aa overlap (32-74:49-97) 
 
              10        20        30         40        50           
AAD-12 ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|117 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
           60        70         80                                  
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADS                                  
       .:    :  :  . .:  :::                                        
gi|117 LRYG--ATRDRPLWIIFSGNMNIKLKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKRVSN 
       80          90       100       110       120       130       
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 66.8  bits: 18.8 E():   94 
Smith-Waterman score: 48; 33.3% identity (49.0% similar) in 51 aa overlap (32-74:49-97) 
 
              10        20        30         40        50           
AAD-12 ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|195 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
           60        70         80                                  
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADS                                  
       .:    :  :  . .:  :::                                        
gi|195 LRYG--ATRDRPLWIIFSGNMNIKLKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKRVSN 
       80          90       100       110       120       130       
 
>>gi|57283137|emb|CAE17316.1| villin 1 [Nicotiana tabacu  (559 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 66.7  bits: 19.4 E():   95 
Smith-Waterman score: 50; 27.0% identity (58.7% similar) in 63 aa overlap (1-62:336-392) 
 
                                             10         20          
AAD-12                               AALHAAWLQH-ALLIFPGQHLSNDQQITFA 
                                     :  :.  .:. ..:.:   : :..::     
gi|572 GLSPHVPLYKVMEGNEPCFFTTFFSWDPAKAIAHGNSFQKKVMLLFGVGHASENQQ---- 
         310       320       330       340       350       360      
 
      30        40        50        60        70        80          
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS          
        ::.. .. ::.   : . .  ...  . :::.                            
gi|572 -RFNGTNQ-GGATQRASALAALNSAFSSSSPAKSSSAPRSAGKSPGSQRAAAIAALSSAL 
               370       380       390       400       410          
 
gi|572 SAEKKQPPEGGSPLRLSRTSSVDAIAPGNEVSTAEIEDSKEVPERKEIETVEPAETDGED 
     420       430       440       450       460       470          
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 66.5  bits: 18.8 E():   97 
Smith-Waterman score: 48; 26.8% identity (48.8% similar) in 41 aa overlap (11-47:190-230) 
 
                                   10        20            30       
AAD-12                     AALHAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::     :    ::.  
gi|215 NKPVIFTKSNLAESPQLDAKMYDICYSTAAAPIYFPPHHFVTHTSNGATYEFNLVDGAVA 
     160       170       180       190       200       210          
 
         40        50        60        70        80                 
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS                 
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
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 initn:  44 init1:  44 opt:  46  Z-score: 66.5  bits: 18.2 E():   98 
Smith-Waterman score: 48; 28.1% identity (53.1% similar) in 32 aa overlap (39-69:192-222) 
 
       10        20        30        40        50        60         
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|117 CKYPEGTKVTFHVEKGSNPNYLALLVKYVNGDGDVVAV-DIKEKGKDKWIELKESWGAIW 
             170       180       190        200       210       220 
 
        70        80                               
AAD-12 KVIVGNMAWHADS                               
       ..                                          
gi|117 RIDTPDKLTGPFTVRYTTEGGTKTEAEDVIPEGWKADTSYESK 
              230       240       250       260    
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 66.5  bits: 18.2 E():   98 
Smith-Waterman score: 47; 46.7% identity (73.3% similar) in 15 aa overlap (39-53:192-205) 
 
       10        20        30        40        50        60         
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : ::.::. ..:  :                
gi|752 CKYPDGTKPTFHVEKASNPNYLAILVKYVDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
             170       180       190        200       210       220 
 
       70        80                                
AAD-12 VIVGNMAWHADS                                
                                                   
gi|752 RIDTPDKLTGPFTVRYTTEGGTKSEVEDVIPEGWKADTSYSAK 
              230       240       250       260    
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:34 2011 done: Fri Jan 21 00:02:35 2011 
 Total Scan time:  0.070 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 34  - 113 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     4     2:* 
  32     7     8:=* 
  34    27    22:=====*= 
  36    39    44:==========* 
  38    73    73:==================* 
  40    86   102:======================   * 
  42   112   125:============================   * 
  44   190   138:==================================*============= 
  46   126   140:================================  * 
  48   149   134:=================================*==== 
  50   122   122:==============================* 
  52    83   108:=====================     * 
  54    94    92:======================*= 
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  56    78    77:===================* 
  58    39    63:==========     * 
  60    49    51:============* 
  62    42    41:==========* 
  64    28    33:======= * 
  66    16    26:====  * 
  68    23    20:====*= 
  70    30    16:===*==== 
  72    27    12:==*==== 
  74    13    10:==*= 
  76     4     8:=* 
  78     5     6:=* 
  80    12     5:=*= 
  82     2     3:* 
  84     2     3:* 
  86     0     2:* 
  88     5     2:*=         inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     1     0:=         *= 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.10540.0033; mu= 6.3170 0.170 
 mean_var=46.578013.154, 0's: 2 Z-trim: 3  B-trim: 10 in 1/43 
 Lambda= 0.187925 
 Kolmogorov-Smirnov  statistic: 0.0237 (N=28) at  66 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.080 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   67 23.9    0.75 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   65 23.3     1.1 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   60 22.0     6.1 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   57 21.2     6.1 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   57 21.2     6.1 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   57 21.2     6.1 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   57 21.2     6.1 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   56 20.9     9.6 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   61 22.3      10 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   57 21.2      13 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   60 22.1      15 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   57 21.2      15 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   55 20.7      17 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   57 21.2      18 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   57 21.2      18 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   57 21.2      18 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   57 21.2      18 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   57 21.2      18 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   57 21.2      18 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   57 21.2      18 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   57 21.2      18 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   57 21.2      18 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   55 20.7      19 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   50 19.3      19 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   55 20.7      19 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   45 17.9      19 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   54 20.4      22 
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gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   51 19.6      24 
gi|14423757|sp|O04701.1|MPAC1_CYNDA RecName: Full= ( 246)   53 20.1      25 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   54 20.4      27 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   56 21.0      30 
gi|2181180|emb|CAB06417.1| xylosidase [Aspergillus ( 804)   58 21.6      31 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   52 19.9      32 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   54 20.4      35 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   49 19.0      35 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   49 19.0      35 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 19.6      38 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 19.3      39 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 18.7      39 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   51 19.6      39 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   52 19.9      40 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 19.6      40 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   47 18.5      42 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   54 20.4      42 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   48 18.8      42 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   48 18.8      42 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   48 18.8      42 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   48 18.8      42 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   48 18.8      43 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   48 18.8      43 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   48 18.8      43 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   48 18.8      43 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   48 18.8      43 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   48 18.8      43 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   48 18.8      43 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   48 18.8      43 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   48 18.8      43 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   48 18.8      43 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   48 18.8      43 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   53 20.2      45 
gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=M ( 308)   51 19.6      45 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   49 19.0      46 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   52 19.9      48 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   49 19.0      48 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 19.3      48 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 19.3      48 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   49 19.0      48 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   47 18.5      51 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   47 18.5      51 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   47 18.5      51 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   47 18.5      51 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   47 18.5      51 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   47 18.5      51 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   47 18.5      51 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   47 18.5      51 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   47 18.5      51 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   49 19.0      52 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   51 19.6      55 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   51 19.6      55 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   51 19.6      55 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   52 19.9      56 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 19.1      57 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   49 19.1      57 
gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full= (  85)   43 17.4      59 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   53 20.2      60 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 18.2      61 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   46 18.2      61 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 18.2      62 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   46 18.2      62 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   46 18.2      62 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   46 18.2      62 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   46 18.2      62 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   46 18.2      62 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   46 18.2      62 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   48 18.8      63 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   44 17.6      64 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   44 17.6      64 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   49 19.1      65 
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gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   48 18.8      65 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   47 18.5      66 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   50 19.3      67 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   48 18.8      68 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   48 18.8      68 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   49 19.1      69 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   51 19.6      69 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   48 18.8      70 
gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Ente ( 233)   47 18.5      73 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   48 18.8      73 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   45 17.9      74 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   44 17.7      74 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   44 17.7      74 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   44 17.7      74 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   44 17.7      74 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   45 17.9      74 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   45 17.9      74 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   45 17.9      74 
gi|11762104|gb|AAG40330.1|AF323974_1 major allerge ( 161)   45 17.9      74 
gi|11762102|gb|AAG40329.1|AF323973_1 major allerge ( 161)   45 17.9      74 
gi|5726304|gb|AAD48405.1|AF136945_1 major allergen ( 161)   45 17.9      74 
gi|62240392|gb|AAX77384.1| 11S globulin precursor  ( 523)   51 19.6      75 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   44 17.7      78 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   48 18.8      79 
gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin pre ( 148)   44 17.7      83 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   51 19.6      83 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   42 17.1      83 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 19.4      85 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   51 19.6      86 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   48 18.8      88 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   50 19.4      88 
gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 ( 131)   43 17.4      89 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   44 17.7      93 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   44 17.7      93 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   49 19.1      94 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   48 18.8      94 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   48 18.8      94 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   48 18.8      94 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   48 18.8      97 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  67  Z-score: 104.7  bits: 23.9 E(): 0.75 
Smith-Waterman score: 67; 40.0% identity (63.3% similar) in 30 aa overlap (50-79:30-56) 
 
      20        30        40        50        60        70          
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:::.  ::. : :   ::. :.. : 
gi|126  TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTK--KGNL-WEVKS 
                10        20        30        40          50        
 
      80                                         
AAD-12 T                                         
                                                 
gi|126 AKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
         60        70        80        90        
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  65  Z-score: 101.8  bits: 23.3 E():  1.1 
Smith-Waterman score: 65; 35.5% identity (64.5% similar) in 31 aa overlap (50-80:30-57) 
 
      20        30        40        50        60        70          
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:::.  ::. . :   ::. :.. : 
gi|144  VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKS 
                10        20        30        40          50        
 
      80                                        
AAD-12 T                                        
       .                                        
gi|144 SKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
         60        70        80        90       
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>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 88.3  bits: 22.0 E():  6.1 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (14-45:133-160) 
 
                                10        20        30        40    
AAD-12                  ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|221 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
            110       120       130       140           150         
 
            50        60        70        80                        
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST                        
       :.                                                           
gi|221 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
      160       170       180       190       200       210         
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 88.3  bits: 21.2 E():  6.1 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (24-79:29-82) 
 
                    10        20        30        40        50      
AAD-12      ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 QHSPAEWDDMMKVIVGNMAWHADST                                    
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 88.3  bits: 21.2 E():  6.1 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (24-79:29-82) 
 
                    10        20        30        40        50      
AAD-12      ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSGLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 QHSPAEWDDMMKVIVGNMAWHADST                                    
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 88.3  bits: 21.2 E():  6.1 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (24-79:29-82) 
 
                    10        20        30        40        50      
AAD-12      ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 QHSPAEWDDMMKVIVGNMAWHADST                                    
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 88.3  bits: 21.2 E():  6.1 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (24-79:29-82) 
 
                    10        20        30        40        50      
AAD-12      ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
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                                   ..::. . :. :.  .  .   ... :.  .: 
gi|117 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 QHSPAEWDDMMKVIVGNMAWHADST                                    
       .:.  ::  : :   :  .:  ::                                     
gi|117 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 84.8  bits: 20.9 E():  9.6 
Smith-Waterman score: 56; 27.1% identity (58.3% similar) in 48 aa overlap (39-79:111-158) 
 
       10        20        30        40           50            60  
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|400 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
              70        80  
AAD-12 WDDMMKVIVGNMAWHADST  
        . ..... : .  :.:.   
gi|400 GETLLRAVEGYLLAHSDAYN 
              150       160 
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 84.3  bits: 22.3 E():   10 
Smith-Waterman score: 61; 38.7% identity (58.1% similar) in 31 aa overlap (15-45:108-138) 
 
                               10        20        30        40     
AAD-12                 ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA 
                                     : :  .. :.  :  :   :.:.  :::.: 
gi|259 YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIA 
        80        90       100       110       120       130        
 
           50        60        70        80                         
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST                         
       :                                                            
gi|259 IPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGR 
       140       150       160       170       180       190        
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  57  Z-score: 82.5  bits: 21.2 E():   13 
Smith-Waterman score: 57; 25.7% identity (50.0% similar) in 70 aa overlap (5-69:33-102) 
 
                                         10         20        30    
AAD-12                           ALHAAWLQHALLIFPGQ-HLSNDQQITFAKRFGA 
                                     : .:: .. .  : :  . :: :   . :  
gi|273 MEHYLKTYLSWLTEEQKEKLKEMKEAGQTKAEIQHEVMHYYDQLHGEEKQQATEKLKVGC 
             10        20        30        40        50        60   
 
              40          50        60        70        80          
AAD-12 IERIGG--GD--IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST          
          . :  :.  .: . :::  :.  :.   . . :.. .                     
gi|273 KMLLKGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIF 
             70        80        90       100       110       120   
 
gi|273 GATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKELEAKILHYYDEL 
            130       140       150       160       170       180   
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 81.6  bits: 22.1 E():   15 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (14-45:131-158) 
 
                                10        20        30        40    
AAD-12                  ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|213 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
              110       120       130       140           150       
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            50        60        70        80                        
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST                        
       :.                                                           
gi|213 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
        160       170       180       190       200       210       
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 81.2  bits: 21.2 E():   15 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (3-76:194-266) 
 
                                           10         20        30  
AAD-12                             ALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|261 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
           170       180       190       200       210       220    
 
              40        50        60        70        80            
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST            
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|261 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIET 
           230         240       250       260       270       280  
 
gi|261 YLFAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFS 
             290       300       310       
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  44 init1:  44 opt:  55  Z-score: 80.3  bits: 20.7 E():   17 
Smith-Waterman score: 55; 25.9% identity (55.2% similar) in 58 aa overlap (22-79:184-235) 
 
                        10        20        30        40        50  
AAD-12          ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|458 GSNPNYLALLVKFVAGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
           160       170       180       190       200              
 
              60        70        80     
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADST     
        :::  . .      : .. . .:.::.      
gi|458 FTVRYTTEGGTKGEAKDVIPE-GWKADTCYESK 
      210       220        230       240 
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 79.9  bits: 21.2 E():   18 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (3-76:230-302) 
 
                                           10         20        30  
AAD-12                             ALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|118 GFLSSIRSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
              40        50        60        70        80            
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST            
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|118 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIET 
     260       270         280       290       300       310        
 
gi|118 YLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
       320       330       340       350       360       370     
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 79.9  bits: 21.2 E():   18 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (3-76:230-302) 
 
                                           10         20        30  
AAD-12                             ALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|268 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
              40        50        60        70        80            
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AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST            
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|268 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIET 
     260       270         280       290       300       310        
 
gi|268 YLFAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
       320       330       340       350       360       370     
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 79.9  bits: 21.2 E():   18 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (3-76:230-302) 
 
                                           10         20        30  
AAD-12                             ALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSSXSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
              40        50        60        70        80            
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST            
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|124 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIET 
     260       270         280       290       300       310        
 
gi|124 YLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
       320       330       340       350       360       370     
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 79.9  bits: 21.2 E():   18 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (3-76:230-302) 
 
                                           10         20        30  
AAD-12                             ALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLANIYPYFTYADNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
              40        50        60        70        80            
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST            
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|124 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIET 
     260       270         280       290       300       310        
 
gi|124 YLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHDATILFLKSDM 
       320       330       340       350       360       370     
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 79.9  bits: 21.2 E():   18 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (3-76:230-302) 
 
                                           10         20        30  
AAD-12                             ALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLTNIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
              40        50        60        70        80            
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST            
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|124 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIET 
     260       270         280       290       300       310        
 
gi|124 YLFATFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
       320       330       340       350       360       370     
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 79.9  bits: 21.2 E():   18 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (3-76:230-302) 
 
                                           10         20        30  
AAD-12                             ALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
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                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
              40        50        60        70        80            
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST            
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|124 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIET 
     260       270         280       290       300       310        
 
gi|124 YLFAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
       320       330       340       350       360       370     
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 79.9  bits: 21.2 E():   18 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (3-76:230-302) 
 
                                           10         20        30  
AAD-12                             ALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|270 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
              40        50        60        70        80            
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST            
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|270 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPDRAIET 
     260       270         280       290       300       310        
 
gi|270 YLFAMFDENQKQPEVEKHFGLFFPDKRPKYNLNFSAKKNWDISTEHNATVLFLKSDM 
       320       330       340       350       360       370     
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 79.9  bits: 21.2 E():   18 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (3-76:230-302) 
 
                                           10         20        30  
AAD-12                             ALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
              40        50        60        70        80            
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST            
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|124 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIET 
     260       270         280       290       300       310        
 
gi|124 YLFAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
       320       330       340       350       360       370     
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 79.9  bits: 21.2 E():   18 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (3-76:230-302) 
 
                                           10         20        30  
AAD-12                             ALHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|327 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
              40        50        60        70        80            
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST            
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|327 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIET 
     260       270         280       290       300       310        
 
gi|327 YLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
       320       330       340       350       360       370     
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
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 initn:  44 init1:  44 opt:  55  Z-score: 79.6  bits: 20.7 E():   19 
Smith-Waterman score: 55; 25.9% identity (55.2% similar) in 58 aa overlap (22-79:207-258) 
 
                        10        20        30        40        50  
AAD-12          ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|390 GSNPNYLALLVKFVAGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
        180       190       200       210       220            230  
 
              60        70        80     
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADST     
        :::  . .      : .. . .:.::.      
gi|390 FTVRYTTEGGTKGEAKDVIPE-GWKADTAYESK 
             240       250        260    
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 79.6  bits: 19.3 E():   19 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (38-53:29-43) 
 
        10        20        30        40        50        60        
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105   CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
                 10        20        30         40        50        
 
        70        80                              
AAD-12 VIVGNMAWHADST                              
                                                  
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
        60        70        80        90          
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  44 init1:  44 opt:  55  Z-score: 79.5  bits: 20.7 E():   19 
Smith-Waterman score: 55; 25.9% identity (56.9% similar) in 58 aa overlap (22-79:213-264) 
 
                        10        20        30        40        50  
AAD-12          ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|249 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
            190       200       210       220       230        240  
 
              60        70        80     
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADST     
        :..  . ::..:..       .:.::.      
gi|249 YTTEGGTKAEFEDVIP-----EGWKADTHDASK 
             250            260          
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 79.3  bits: 17.9 E():   19 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (23-46:17-38) 
 
               10        20        30        40        50        60 
AAD-12 ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPA 
                             ::.  : .. :. :. ::: .. :               
gi|217       LVSVEHQAARLKVAKAQQL--AAQLPAMCRLEGGDALSASQ              
                     10          20        30                       
 
               70        80 
AAD-12 EWDDMMKVIVGNMAWHADST 
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  44 init1:  44 opt:  54  Z-score: 78.2  bits: 20.4 E():   22 
Smith-Waterman score: 54; 25.9% identity (55.2% similar) in 58 aa overlap (22-79:206-257) 
 
                        10        20        30        40        50  
AAD-12          ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|158 KGSNPNYLALLVKFSGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
         180       190       200       210       220            230 
 
              60        70        80     
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AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADST     
        :::  . .      : .. . .:.::.      
gi|158 FTVRYTTEGGTKARAKDVIPE-GWKADTAYESK 
              240       250        260   
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 77.6  bits: 19.6 E():   24 
Smith-Waterman score: 51; 27.1% identity (62.5% similar) in 48 aa overlap (39-79:110-157) 
 
       10        20        30        40           50         60     
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|437 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
      80        90       100       110       120       130          
 
              70        80  
AAD-12 WDDMMKVIVGNMAWHADST  
        . ..:.. . .  :.:.   
gi|437 GETLLKAVESYLLAHSDAYN 
     140       150          
 
>>gi|14423757|sp|O04701.1|MPAC1_CYNDA RecName: Full=Majo  (246 aa) 
 initn:  40 init1:  40 opt:  53  Z-score: 77.2  bits: 20.1 E():   25 
Smith-Waterman score: 53; 21.1% identity (52.6% similar) in 57 aa overlap (12-68:148-200) 
 
                                  10        20        30        40  
AAD-12                    ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGD 
                                     . :  .. :::. ...  ...:    : :. 
gi|144 KKGQEDKLRKAGELTLQFRRVKCKYPSGTKITFHIEKGSNDHYLALLVKYAA----GDGN 
       120       130       140       150       160           170    
 
              50        60        70        80                      
AAD-12 IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST                      
       :::..    :.       . :  . ..                                  
gi|144 IVAVDIKPRDSDEFIPMKSSWGAIWRIDPKKPLKGPFSIRLTSEGGAHLVQDDVIPANWK 
           180       190       200       210       220       230    
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 76.6  bits: 20.4 E():   27 
Smith-Waterman score: 54; 25.6% identity (48.7% similar) in 39 aa overlap (24-62:191-229) 
 
                      10        20        30        40        50    
AAD-12        ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ::..   .:   :  : :..   .. :    
gi|320 KEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDP 
              170       180       190       200       210       220 
 
            60        70        80                                  
AAD-12 VRQHSPAEWDDMMKVIVGNMAWHADST                                  
       : . . : :                                                    
gi|320 VISFKTALWFWMTPQSPKPSCHNVITGRWTPSAADRAAGRLPGYGVITNIINGGIECGKG 
              230       240       250       260       270       280 
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 75.9  bits: 21.0 E():   30 
Smith-Waterman score: 56; 40.6% identity (56.2% similar) in 32 aa overlap (16-45:153-184) 
 
                              10        20          30        40    
AAD-12                ALHAAWLQHALLIFPGQHLSNDQQITFAK--RFGAIERIGGGDIV 
                                     ::.   .::  : .  :    .::  ::.: 
gi|258 QGQQEQQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVV 
            130       140       150       160       170       180   
 
            50        60        70        80                        
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST                        
       ::                                                           
gi|258 AIPAGVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQ 
            190       200       210       220       230       240   
 
>>gi|2181180|emb|CAB06417.1| xylosidase [Aspergillus nig  (804 aa) 
 initn:  38 init1:  38 opt:  58  Z-score: 75.7  bits: 21.6 E():   31 
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Smith-Waterman score: 58; 27.3% identity (67.3% similar) in 55 aa overlap (2-54:524-577) 
 
                                            10        20            
AAD-12                              ALHAAWLQHALLIFPGQHLSNDQQITFA--K 
                                     :.:  :..  . .::..:.  :... :  : 
gi|218 SSTSTSGFAAALSAAQSADVIIYAGGIDNTLEAEALDRESIAWPGNQLDLIQKLASAAGK 
           500       510       520       530       540       550    
 
      30        40        50        60        70        80          
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST          
       .   . ..:::.. . :..: . .:                                    
gi|218 KPLIVLQMGGGQVDS-SSLKNNTNVSALLWGGYPGQSGGFALRDIITGKKNPAGRLVTTQ 
           560        570       580       590       600       610   
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 75.3  bits: 19.9 E():   32 
Smith-Waterman score: 52; 22.0% identity (57.6% similar) in 59 aa overlap (22-80:207-259) 
 
                        10        20        30        40        50  
AAD-12          ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   : .. .   .  
gi|126 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
              60        70        80     
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADST     
        :..  . .:..:..       .:.::..     
gi|126 YTTEGGTKSEFEDVIP-----EGWKADTSYSAK 
         240       250            260    
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 74.7  bits: 20.4 E():   35 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (49-64:89-105) 
 
       20        30        40        50         60        70        
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .              
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       60        70        80        90       100       110         
 
        80                                                          
AAD-12 DST                                                          
                                                                    
gi|114 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      120       130       140       150       160       170         
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 74.6  bits: 19.0 E():   35 
Smith-Waterman score: 49; 21.0% identity (58.0% similar) in 81 aa overlap (5-78:78-157) 
 
                                         10        20        30     
AAD-12                           ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
           40           50           60         70        80  
AAD-12 ERIGGGDIVAISN---VKADGTV---RQHSPAEW-DDMMKVIVGNMAWHADST  
          :::.:: ::.   .:.:  :   ....  :  . ..... . .  :.:    
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 74.6  bits: 19.0 E():   35 
Smith-Waterman score: 49; 21.0% identity (58.0% similar) in 81 aa overlap (5-78:78-157) 
 
                                         10        20        30     
AAD-12                           ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
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           40           50           60         70        80  
AAD-12 ERIGGGDIVAISN---VKADGTV---RQHSPAEW-DDMMKVIVGNMAWHADST  
          :::.:: ::.   .:.:  :   ....  :  . ..... . .  :.:    
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 74.1  bits: 19.6 E():   38 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (38-53:181-195) 
 
        10        20        30        40        50        60        
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
        70        80                               
AAD-12 VIVGNMAWHADST                               
                                                   
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 73.8  bits: 19.3 E():   39 
Smith-Waterman score: 50; 40.0% identity (72.0% similar) in 25 aa overlap (42-66:9-29) 
 
              20        30        40        50        60        70  
AAD-12 LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG 
                                     :::.....: .    :.:: .:: :      
gi|144                       MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMV 
                                     10            20        30     
 
              80                                                    
AAD-12 NMAWHADST                                                    
                                                                    
gi|144 DQIVKSLTTKKELDPFKIEQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKID 
           40        50        60        70        80        90     
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 73.8  bits: 18.7 E():   39 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (46-62:2-19) 
 
          20        30        40        50         60        70     
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD-GTVRQHSPAEWDDMMKVIVGNMA 
                                     ..: .: :.. ..::.::             
gi|250                              PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPF 
                                            10        20        30  
 
           80                                                       
AAD-12 WHADST                                                       
                                                                    
gi|250 PRCRALVKSQCAGGQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDK 
              40        50        60        70        80        90  
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 73.8  bits: 19.6 E():   39 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (38-68:192-222) 
 
        10        20        30        40        50        60        
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : : ..  
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
         70        80                              
AAD-12 KVIVGNMAWHADST                              
       .:                                          
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
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>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 73.6  bits: 19.9 E():   40 
Smith-Waterman score: 62; 17.8% identity (64.4% similar) in 73 aa overlap (1-73:233-298) 
 
                                             10        20        30 
AAD-12                               ALHAAWLQHALLIFPGQHLSNDQQITFAKR 
                                     :.:.  . :....   :. ...: : .    
gi|170 SIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIHS--VVHSIIMQQQQQQQQQQGIDIFLP 
            210       220       230         240       250       260 
 
               40        50        60        70        80           
AAD-12 FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST           
       ..  :..: :..:     ...: .. ..::. . . .... ..                  
gi|170 LSQHEQVGQGSLV-----QGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSIMRA 
              270            280       290       300       310      
 
gi|170 PFASIVAGIGGQ 
         320        
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 73.6  bits: 19.6 E():   40 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (38-53:199-213) 
 
        10        20        30        40        50        60        
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
        70        80                               
AAD-12 VIVGNMAWHADST                               
                                                   
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 73.2  bits: 18.5 E():   42 
Smith-Waterman score: 47; 28.6% identity (68.6% similar) in 35 aa overlap (24-57:93-127) 
 
                      10        20         30        40        50   
AAD-12        ALHAAWLQHALLIFPGQHLSNDQQITFA-KRFGAIERIGGGDIVAISNVKADG 
                                     :  :. :.   :....: :.:. ..: .   
gi|121 FKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVT 
             70        80        90       100       110       120   
 
             60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADST 
       .::..                        
gi|121 SVRSYKRI                     
            130                     
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 73.2  bits: 20.4 E():   42 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (49-64:119-135) 
 
       20        30        40        50         60        70        
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .              
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       90       100       110       120       130       140         
 
        80                                                          
AAD-12 DST                                                          
                                                                    
gi|476 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      150       160       170       180       190       200         
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 73.2  bits: 18.8 E():   42 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (39-79:110-157) 
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       10        20        30        40           50            60  
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|384 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
              70        80  
AAD-12 WDDMMKVIVGNMAWHADST  
        . ..... . .  :.:.   
gi|384 GETLLRAVESYLLAHSDAYN 
     140       150          
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 73.2  bits: 18.8 E():   42 
Smith-Waterman score: 48; 25.0% identity (62.5% similar) in 48 aa overlap (39-79:110-157) 
 
       10        20        30        40           50         60     
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|437 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
      80        90       100       110       120       130          
 
              70        80  
AAD-12 WDDMMKVIVGNMAWHADST  
        . ..... . .  :.:.   
gi|437 GETLLRAVESYLLAHSDAYN 
     140       150          
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 73.2  bits: 18.8 E():   42 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (39-79:110-157) 
 
       10        20        30        40           50            60  
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|115 KYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
              70        80  
AAD-12 WDDMMKVIVGNMAWHADST  
        . ..... . .  :.:.   
gi|115 GETLLRAVESYLLAHSDAYN 
     140       150          
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 73.2  bits: 18.8 E():   42 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (39-79:110-157) 
 
       10        20        30        40           50            60  
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|437 KYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
              70        80  
AAD-12 WDDMMKVIVGNMAWHADST  
        . ..... . .  :.:.   
gi|437 GETLLRAVESYLLAHSDAYN 
     140       150          
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 73.1  bits: 18.8 E():   43 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (39-79:111-158) 
 
       10        20        30        40           50            60  
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|256 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
              70        80  
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AAD-12 WDDMMKVIVGNMAWHADST  
        . ..... . .  :.:.   
gi|256 GETLLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 73.1  bits: 18.8 E():   43 
Smith-Waterman score: 48; 25.0% identity (62.5% similar) in 48 aa overlap (39-79:111-158) 
 
       10        20        30        40           50         60     
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|400 KYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
              70        80  
AAD-12 WDDMMKVIVGNMAWHADST  
        . ..... . .  :.:.   
gi|400 GETLLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 73.1  bits: 18.8 E():   43 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (39-79:111-158) 
 
       10        20        30        40           50            60  
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|114 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
              70        80  
AAD-12 WDDMMKVIVGNMAWHADST  
        . ..... . .  :.:.   
gi|114 GETLLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 73.1  bits: 18.8 E():   43 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (39-79:111-158) 
 
       10        20        30        40           50            60  
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
              70        80  
AAD-12 WDDMMKVIVGNMAWHADST  
        . ..... . .  :.:.   
gi|154 RETLLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 73.1  bits: 18.8 E():   43 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (39-79:111-158) 
 
       10        20        30        40           50            60  
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|400 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
              70        80  
AAD-12 WDDMMKVIVGNMAWHADST  
        . ..... . .  :.:.   
gi|400 GETLLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 73.1  bits: 18.8 E():   43 
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Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (39-79:111-158) 
 
       10        20        30        40           50            60  
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
              70        80  
AAD-12 WDDMMKVIVGNMAWHADST  
        . ..... . .  :.:.   
gi|154 GETLLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 73.1  bits: 18.8 E():   43 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (39-79:111-158) 
 
       10        20        30        40           50            60  
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|132 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
              70        80  
AAD-12 WDDMMKVIVGNMAWHADST  
        . ..... . .  :.:.   
gi|132 GETLLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 73.1  bits: 18.8 E():   43 
Smith-Waterman score: 48; 25.6% identity (62.8% similar) in 43 aa overlap (5-47:78-119) 
 
                                         10        20        30     
AAD-12                           ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ....  .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
           40        50        60        70        80         
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST         
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 73.1  bits: 18.8 E():   43 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (39-79:111-158) 
 
       10        20        30        40           50            60  
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
              70        80  
AAD-12 WDDMMKVIVGNMAWHADST  
        . ..... . .  :.:.   
gi|154 GETLLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 73.1  bits: 18.8 E():   43 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (39-79:111-158) 
 
       10        20        30        40           50            60  
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 956



 

 

 
              70        80  
AAD-12 WDDMMKVIVGNMAWHADST  
        . ..... . .  :.:.   
gi|154 GETLLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 73.1  bits: 18.8 E():   43 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (39-79:111-158) 
 
       10        20        30        40           50            60  
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|256 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
              70        80  
AAD-12 WDDMMKVIVGNMAWHADST  
        . ..... . .  :.:.   
gi|256 GETLLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 72.6  bits: 20.2 E():   45 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (21-41:330-350) 
 
                         10        20        30        40        50 
AAD-12           ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|149 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
               60        70        80                               
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADST                               
                                                                    
gi|149 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=Major  (308 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 72.6  bits: 19.6 E():   45 
Smith-Waterman score: 51; 31.5% identity (53.7% similar) in 54 aa overlap (28-77:104-154) 
 
                  10        20        30        40        50        
AAD-12    ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD--GTVR 
                                     ::  : : ..  .  :: . ..:   : :: 
gi|249 PLPTPLRRTSSRSSRPPSPSPPRASSPTSAAKAPGLIPKLDTAYDVAYKAAEAHPRGQVR 
            80        90       100       110       120       130    
 
            60        70        80                                  
AAD-12 Q--HSPAEWDDMMKVIVGNMAWHADST                                  
       .  : : .    ..::.: .  ::                                     
gi|249 RLRHCPHR---SLRVIAGALEVHAVKPATEEVLAAKIPTGELQIVDKIDAAFKIAATAAN 
           140          150       160       170       180       190 
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 72.5  bits: 19.0 E():   46 
Smith-Waterman score: 49; 29.3% identity (51.7% similar) in 58 aa overlap (7-64:63-116) 
 
                                       10        20        30       
AAD-12                         ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|833 HHQTYVNGLNAALEAQKKAAEANDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
             40        50        60        70           80          
 
         40        50        60        70        80                 
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST                 
        ::: :     .::    :  :  .. :                                 
gi|833 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
       90       100       110       120       130       140         
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>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 72.2  bits: 19.9 E():   48 
Smith-Waterman score: 52; 26.1% identity (60.9% similar) in 46 aa overlap (6-49:117-160) 
 
                                          10        20        30    
AAD-12                          ALHAAWL--QHALLIFPGQHLSNDQQITFAKRFGA 
                                     :.  :. ..:.  :..   .. :.  : .  
gi|113 IYMVTSDQDDDVVNPKEGTLRFGATQDRPLWIIFQRDMIIYLQQEMVVTSDKTIDGRGAK 
         90       100       110       120       130       140       
 
            40        50        60        70        80              
AAD-12 IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST              
       .: . ::  ... :::                                             
gi|113 VELVYGG--ITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGDAIHVTGSS 
        150         160       170       180       190       200     
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 72.2  bits: 19.0 E():   48 
Smith-Waterman score: 49; 29.3% identity (51.7% similar) in 58 aa overlap (7-64:74-127) 
 
                                       10        20        30       
AAD-12                         ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|164 HHQTYVNGLNAALEAQKKAAEATDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
            50        60        70        80           90           
 
         40        50        60        70        80                 
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST                 
        ::: :     .::    :  :  .. :                                 
gi|164 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
     100       110       120       130       140       150          
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 72.2  bits: 19.3 E():   48 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (38-53:198-212) 
 
        10        20        30        40        50        60        
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
        70        80                               
AAD-12 VIVGNMAWHADST                               
                                                   
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
        230       240       250       260          
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 72.2  bits: 19.3 E():   48 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (38-53:198-212) 
 
        10        20        30        40        50        60        
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
        70        80                               
AAD-12 VIVGNMAWHADST                               
                                                   
gi|115 RKDSDKPIKGPITVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
        230       240       250       260          
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.1  bits: 19.0 E():   48 
Smith-Waterman score: 49; 33.3% identity (57.1% similar) in 21 aa overlap (4-24:10-30) 
 
                     10        20        30        40        50     
AAD-12       ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV 
                :::.      ::: :  ....                               
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gi|944 MKTLGVLFIAAWFIACTHSFPGAHDEDSKEERKNVDTVLVLPSIERDQMMAATFDFPSLS 
               10        20        30        40        50        60 
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 47; 25.0% identity (58.3% similar) in 48 aa overlap (39-79:110-157) 
 
       10        20        30        40           50            60  
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|159 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEL 
      80        90       100       110       120       130          
 
              70        80  
AAD-12 WDDMMKVIVGNMAWHADST  
        . ..... . .  :.:.   
gi|159 GETLLRAVESYLLAHSDAYN 
     140       150          
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (39-79:111-158) 
 
       10        20        30        40           50         60     
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
              70        80  
AAD-12 WDDMMKVIVGNMAWHADST  
        . ..... . .  :.:.   
gi|116 GEALLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (39-79:111-158) 
 
       10        20        30        40           50         60     
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|400 KYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
              70        80  
AAD-12 WDDMMKVIVGNMAWHADST  
        . ..... . .  :.:.   
gi|400 GEALLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (39-79:111-158) 
 
       10        20        30        40           50         60     
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
              70        80  
AAD-12 WDDMMKVIVGNMAWHADST  
        . ..... . .  :.:.   
gi|132 AEALLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (39-79:111-158) 
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       10        20        30        40           50         60     
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDQEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
              70        80  
AAD-12 WDDMMKVIVGNMAWHADST  
        . ..... . .  :.:.   
gi|116 GEALLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (39-79:111-158) 
 
       10        20        30        40           50         60     
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
              70        80  
AAD-12 WDDMMKVIVGNMAWHADST  
        . ..... . .  :.:.   
gi|132 GEALLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (39-79:111-158) 
 
       10        20        30        40           50         60     
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
              70        80  
AAD-12 WDDMMKVIVGNMAWHADST  
        . ..... . .  :.:.   
gi|116 GEALLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (39-79:111-158) 
 
       10        20        30        40           50         60     
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
              70        80  
AAD-12 WDDMMKVIVGNMAWHADST  
        . ..... . .  :.:.   
gi|116 GEALLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (39-79:111-158) 
 
       10        20        30        40           50         60     
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
              70        80  
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AAD-12 WDDMMKVIVGNMAWHADST  
        . ..... . .  :.:.   
gi|132 GEALLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 71.5  bits: 19.0 E():   52 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (38-68:169-199) 
 
        10        20        30        40        50        60        
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|331 CKYPEGTKLTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
      140       150       160       170        180       190        
 
         70        80                              
AAD-12 KVIVGNMAWHADST                              
       .:                                          
gi|331 RVDTPDKLTGPFTVRYTTEGGTKSEVEDVIPEGWKADTSYEAK 
       200       210       220       230       240 
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 71.1  bits: 19.6 E():   55 
Smith-Waterman score: 51; 21.6% identity (56.9% similar) in 51 aa overlap (27-76:103-153) 
 
                   10        20        30         40        50      
AAD-12     ALHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|129 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
          60        70        80                                    
AAD-12 QHSPAEWDDMMKVIVGNMAWHADST                                    
       .: :: ::   : .. .. ..                                        
gi|129 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 71.1  bits: 19.6 E():   55 
Smith-Waterman score: 51; 21.6% identity (56.9% similar) in 51 aa overlap (27-76:103-153) 
 
                   10        20        30         40        50      
AAD-12     ALHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|119 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
          60        70        80                                    
AAD-12 QHSPAEWDDMMKVIVGNMAWHADST                                    
       .: :: ::   : .. .. ..                                        
gi|119 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 71.1  bits: 19.6 E():   55 
Smith-Waterman score: 51; 21.6% identity (56.9% similar) in 51 aa overlap (27-76:103-153) 
 
                   10        20        30         40        50      
AAD-12     ALHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|309 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
          60        70        80                                    
AAD-12 QHSPAEWDDMMKVIVGNMAWHADST                                    
       .: :: ::   : .. .. ..                                        
gi|309 DHPPASWDWRKKGVITQVKYQGGCGSGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 71.0  bits: 19.9 E():   56 
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Smith-Waterman score: 52; 25.0% identity (65.6% similar) in 32 aa overlap (14-45:117-148) 
 
                                10        20        30        40    
AAD-12                  ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : :.. .....  :  .   ....  :::. 
gi|303 APKLYYVTQGRGILGVLMPGCPETFQSMSQFQGSREQEEERGRFQDQHQKVHHLKKGDII 
         90       100       110       120       130       140       
 
            50        60        70        80                        
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST                        
       ::                                                           
gi|303 AIPAGVALWCYNDGDEDLVTVLVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLR 
        150       160       170       180       190       200       
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 70.9  bits: 19.1 E():   57 
Smith-Waterman score: 49; 28.1% identity (53.1% similar) in 32 aa overlap (38-68:192-222) 
 
        10        20        30        40        50        60        
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|168 CKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGDVVAV-DIKEKGKDKWTELKESWGAVW 
             170       180       190        200       210       220 
 
         70        80                              
AAD-12 KVIVGNMAWHADST                              
       ..                                          
gi|168 RIDTPDKLTGPFTVRYTTEGGTKSEFEDVIPEGWKADTSYSAK 
              230       240       250       260    
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 70.8  bits: 19.1 E():   57 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (38-68:193-223) 
 
        10        20        30        40        50        60        
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|180 CKYPEGTKVTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
            170       180       190       200        210       220  
 
         70        80                              
AAD-12 KVIVGNMAWHADST                              
       .:                                          
gi|180 RVDTPDKLTGPFTVRYTTEGGTKSEVEDVIPEGWKADTSYEAK 
             230       240       250       260     
 
>>gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full=Polc  (85 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.5  bits: 17.4 E():   59 
Smith-Waterman score: 43; 36.6% identity (46.3% similar) in 41 aa overlap (29-69:17-54) 
 
               10        20        30        40        50        60 
AAD-12 ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPA 
                                   ::: :    : : : :    .:  :. . .:  
gi|144             MADDHPQDKAERERIFKRFDAN---GDGKISAAELGEALKTLGSITPD 
                           10        20           30        40      
 
               70        80                     
AAD-12 EWDDMMKVIVGNMAWHADST                     
       :   ::  :                                
gi|144 EVKHMMAEIDTDGDGFISFQEFTDFGRANRGLLKDVAKIF 
          50        60        70        80      
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 70.4  bits: 20.2 E():   60 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (21-41:330-350) 
 
                         10        20        30        40        50 
AAD-12           ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|169 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
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               60        70        80                               
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADST                               
                                                                    
gi|169 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (38-47:109-118) 
 
        10        20        30        40        50        60        
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
        70        80         
AAD-12 VIVGNMAWHADST         
                             
gi|534 KAEALFRAVESYLLAHSDAYN 
      140       150          
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (5-47:77-118) 
 
                                         10        20        30     
AAD-12                           ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|402 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
         50        60        70        80        90        100      
 
           40        50        60        70        80         
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST         
          :::.:: ::.                                          
gi|402 AAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
         110       120       130       140       150          
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (38-47:110-119) 
 
        10        20        30        40        50        60        
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
        70        80         
AAD-12 VIVGNMAWHADST         
                             
gi|534 KAEALFRAVESYLLAHSDAYN 
     140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (5-47:78-119) 
 
                                         10        20        30     
AAD-12                           ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
           40        50        60        70        80         
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST         
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 963



 

 

>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 46; 23.3% identity (62.8% similar) in 43 aa overlap (5-47:78-119) 
 
                                         10        20        30     
AAD-12                           ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :... .   ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLE-KVSHELKIV 
        50        60        70        80        90        100       
 
           40        50        60        70        80         
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST         
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (5-47:78-119) 
 
                                         10        20        30     
AAD-12                           ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
           40        50        60        70        80         
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST         
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (5-47:78-119) 
 
                                         10        20        30     
AAD-12                           ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|730 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
           40        50        60        70        80         
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST         
          :::.:: ::.                                          
gi|730 AAPGGGSIVKISSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (5-47:78-119) 
 
                                         10        20        30     
AAD-12                           ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
           40        50        60        70        80         
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST         
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 46; 32.3% identity (58.1% similar) in 31 aa overlap (48-75:38-65) 
 
        20        30        40        50           60        70     
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ---HSPAEWDDMMKVIVGNMA 
                                     :.: . .:.    .:  ::.. ::    .: 
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gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKV---AQA 
        10        20        30        40        50        60        
 
           80                                                       
AAD-12 WHADST                                                       
       :                                                            
gi|148 WAETRTPDCSLIHSDRCGENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQIV 
           70        80        90       100       110       120     
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 70.0  bits: 18.8 E():   63 
Smith-Waterman score: 48; 28.1% identity (53.1% similar) in 32 aa overlap (38-68:170-200) 
 
        10        20        30        40        50        60        
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|283 CKYPEGTKVTFHVEKGSNPNYLALLVKYVNGDGDVVAV-DIKEKGKDKWIELKESWGAIW 
     140       150       160       170        180       190         
 
         70        80                              
AAD-12 KVIVGNMAWHADST                              
       ..                                          
gi|283 RIDTPDKLTGPFTVRYTTEGGTKTEAEDVIPEGWKADTSYESK 
      200       210       220       230       240  
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.9  bits: 17.6 E():   64 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (23-41:35-53) 
 
                       10        20        30        40        50   
AAD-12         ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
             60        70        80                     
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADST                     
                                                        
gi|730 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.9  bits: 17.6 E():   64 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (23-41:35-53) 
 
                       10        20        30        40        50   
AAD-12         ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
             60        70        80                     
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADST                     
                                                        
gi|191 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.8  bits: 19.1 E():   65 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (6-37:157-188) 
 
                                        10        20        30      
AAD-12                          ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
        130       140       150       160       170       180       
 
          40        50        60        70        80                
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST                
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
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        190       200       210       220       230       240       
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 69.7  bits: 18.8 E():   65 
Smith-Waterman score: 48; 22.0% identity (55.9% similar) in 59 aa overlap (22-80:196-248) 
 
                        10        20        30        40        50  
AAD-12          ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   :     .. .  
gi|168 GSNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPD-----KLTGP 
         170       180       190       200       210            220 
 
              60        70        80     
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADST     
        :::  . .   . .. .. . .:.::..     
gi|168 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYSAK 
              230       240        250   
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 69.6  bits: 18.5 E():   66 
Smith-Waterman score: 47; 23.1% identity (51.3% similar) in 39 aa overlap (45-79:147-185) 
 
           20        30        40        50            60        70 
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH----SPAEWDDMMKVIV 
                                     ::.  .::.. .:    .   :    :.   
gi|613 ATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMHVGHYTQIVWAKTKKIGC 
        120       130       140       150       160       170       
 
               80                          
AAD-12 GNMAWHADST                          
       : . .. :.                           
gi|613 GRIMFKEDNWNKHYLVCNYGPAGNVLGAQIYEIKK 
        180       190       200       210  
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 69.5  bits: 19.3 E():   67 
Smith-Waterman score: 50; 26.8% identity (51.2% similar) in 41 aa overlap (10-46:190-230) 
 
                                    10            20        30      
AAD-12                      ALHAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::  .  :    ::.  
gi|215 NKPVIFTKSNLAKSPELDAKMYDICYSTAAAPIYFPPHHFVTHTSNGARYEFNLVDGAVA 
     160       170       180       190       200       210          
 
          40        50        60        70        80                
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST                
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 48; 28.1% identity (53.1% similar) in 32 aa overlap (38-68:192-222) 
 
        10        20        30        40        50        60        
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|117 CKYPEGTKVTFHVEKGSNPNYLALLVKYVNGDGDVVAV-DIKEKGKDKWIELKESWGAIW 
             170       180       190        200       210       220 
 
         70        80                              
AAD-12 KVIVGNMAWHADST                              
       ..                                          
gi|117 RIDTPDKLTGPFTVRYTTEGGTKTEAEDVIPEGWKADTSYESK 
              230       240       250       260    
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 69.4  bits: 18.8 E():   68 
Smith-Waterman score: 48; 22.0% identity (55.9% similar) in 59 aa overlap (22-80:207-259) 
 
                        10        20        30        40        50  
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AAD-12          ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   :     .. .  
gi|752 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPD-----KLTGP 
        180       190       200       210       220            230  
 
              60        70        80     
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADST     
        :::  . .   . .. .. . .:.::..     
gi|752 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYSAK 
             240       250        260    
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 69.3  bits: 19.1 E():   69 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (6-37:176-207) 
 
                                        10        20        30      
AAD-12                          ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
         150       160       170       180       190       200      
 
          40        50        60        70        80                
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST                
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
         210       220       230       240       250       260      
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 69.3  bits: 19.6 E():   69 
Smith-Waterman score: 51; 28.3% identity (56.7% similar) in 60 aa overlap (11-69:186-244) 
 
                                   10        20        30        40 
AAD-12                     ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGG 
                                     .... :.: :: .. : : : .   .   . 
gi|215 KKRPIVYECAEISWKVMNNGDVFILLVPNFVFVWTGKH-SNRMERTTAIRVANDLKSELN 
         160       170       180       190        200       210     
 
               50         60        70        80                    
AAD-12 DIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHADST                    
        .   : .  ::  :.: : ::.: . :..                               
gi|215 RFKLSSVILEDGKEVEQTSGAEYDAFNKALSLDKKDIDLKQMPKGYDYAASDKSFESHER 
          220       230       240       250       260       270     
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.1  bits: 18.8 E():   70 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (14-24:90-100) 
 
                                10        20        30        40    
AAD-12                  ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
            50        60        70        80                        
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST                        
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Enteroto  (233 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 68.8  bits: 18.5 E():   73 
Smith-Waterman score: 47; 23.3% identity (51.2% similar) in 43 aa overlap (3-42:44-85) 
 
                                           10           20          
AAD-12                             ALHAAWLQHALLI---FPGQHLSNDQQITFAK 
                                     :  .:::..:.   :  .   ::  . : . 
gi|163 KKSELQGTALGNLKQIYYYNEKAKTENKESHDQFLQHTILFKGFFTDHSWYNDLLVDFDS 
            20        30        40        50        60        70    
 
      30        40        50        60        70        80          
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST          
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       .   ...  :  .                                                
gi|163 K-DIVDKYKGKKVDLYGAYYGYQCAGGTPNKTACMYGGVTLHDNNRLTEEKKVPINLWLD 
             80        90       100       110       120       130   
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 68.8  bits: 18.8 E():   73 
Smith-Waterman score: 48; 23.2% identity (51.8% similar) in 56 aa overlap (6-61:150-202) 
 
                                        10        20        30      
AAD-12                          ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. .::   .:. ::. 
gi|219 VLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSCHVMQQQCCQQLSQIPEQSRYDAIR 
     120       130       140       150       160       170          
 
          40        50        60        70        80                
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST                
        :       : . . .:  .:..: .                                   
gi|219 AI---TYSIILQEQQQGQSQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQ 
     180          190       200       210       220       230       
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 68.8  bits: 17.9 E():   74 
Smith-Waterman score: 45; 33.3% identity (57.8% similar) in 45 aa overlap (32-69:52-96) 
 
              10        20        30        40          50          
AAD-12 LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK--ADGT-----V 
                                     :.:..:. :.  . : ::   ::.     : 
gi|602 AFVLDADNLIPKIAPQAVKSTEILEGDGGVGTIKKINFGEGSTYSYVKHKIDGVDKDNFV 
              30        40        50        60        70        80  
 
           60        70        80                                   
AAD-12 RQHSPAEWDDMMKVIVGNMAWHADST                                   
        :.:  : : . ..:                                              
gi|602 YQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISHYHTKGDVEIKEEHVKAGKEKAS 
              90       100       110       120       130       140  
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (37-58:15-36) 
 
         10        20        30        40        50        60       
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|288                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
         70        80                                               
AAD-12 KVIVGNMAWHADST                                               
                                                                    
gi|288 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (37-58:15-36) 
 
         10        20        30        40        50        60       
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|604                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
         70        80                                               
AAD-12 KVIVGNMAWHADST                                               
                                                                    
gi|604 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (37-58:15-36) 
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         10        20        30        40        50        60       
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|218                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
         70        80                                               
AAD-12 KVIVGNMAWHADST                                               
                                                                    
gi|218 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (37-58:15-36) 
 
         10        20        30        40        50        60       
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|144                 MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
         70        80                                               
AAD-12 KVIVGNMAWHADST                                               
                                                                    
gi|144 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 45; 25.0% identity (56.2% similar) in 48 aa overlap (39-79:111-158) 
 
       10        20        30        40           50            60  
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|132 KYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEM 
               90       100       110       120       130       140 
 
              70        80  
AAD-12 WDDMMKVIVGNMAWHADST  
        . .....   .  :.:.   
gi|132 GETLLRAVERYLLAHSDAYN 
              150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 45; 24.4% identity (61.0% similar) in 41 aa overlap (7-47:80-119) 
 
                                       10        20        30       
AAD-12                         ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :. :.    ....  .   
gi|730 GPGTIKKITFSEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLG-DKLEKVSHELKIVAA 
      50        60        70        80        90        100         
 
         40        50        60        70        80         
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST         
        :::.:: ::.                                          
gi|730 PGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      110       120       130       140       150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 45; 23.3% identity (60.5% similar) in 43 aa overlap (5-47:78-119) 
 
                                         10        20        30     
AAD-12                           ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
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           40        50        60        70        80         
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST         
          :::..: ::.                                          
gi|167 AAPGGGSVVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|11762104|gb|AAG40330.1|AF323974_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (3-47:77-120) 
 
                                           10        20         30  
AAD-12                             ALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
              40        50        60        70        80         
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST         
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|11762102|gb|AAG40329.1|AF323973_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (3-47:77-120) 
 
                                           10        20         30  
AAD-12                             ALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
              40        50        60        70        80         
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST         
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|5726304|gb|AAD48405.1|AF136945_1 major allergen Cor  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (3-47:77-120) 
 
                                           10        20         30  
AAD-12                             ALHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|572 GNGGPGTIKKITFAEGNEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
              40        50        60        70        80         
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST         
       .:  . :::.:. :..                                          
gi|572 AAAPH-GGGSILKITSKYHTKGNASINEEEIKAGKEKAAGLFKAVEAYLLAHPDAYC 
         110        120       130       140       150       160  
 
>>gi|62240392|gb|AAX77384.1| 11S globulin precursor [Sin  (523 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 68.6  bits: 19.6 E():   75 
Smith-Waterman score: 51; 30.0% identity (63.3% similar) in 30 aa overlap (16-44:173-202) 
 
                              10        20         30        40     
AAD-12                ALHAAWLQHALLIFPGQHLSNDQ-QITFAKRFGAIERIGGGDIVA 
                                     ::. ...: :  :   .  .:..  ::..: 
gi|622 QQGQQGQQGQQQGQQGQQGQQGQQGQQGQQGQQGQQQQGQQGFRDMYQKVEHVRHGDVIA 
            150       160       170       180       190       200   
 
           50        60        70        80                         
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST                         
                                                                    
gi|622 NTPGSAHWIYNTGDKPLVIISLLDIANYQNQLDRNPRVFRLAGNNPQGGFGGPQQQQPQQ 
            210       220       230       240       250       260   
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
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 initn:  44 init1:  44 opt:  44  Z-score: 68.2  bits: 17.7 E():   78 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (37-59:15-37) 
 
         10        20        30        40        50        60       
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : : .... . .  ::.:  .::        
gi|100                 MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKP 
                               10        20        30        40     
 
         70        80                                               
AAD-12 KVIVGNMAWHADST                                               
                                                                    
gi|100 EENAGIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILG 
           50        60        70        80        90       100     
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 68.2  bits: 18.8 E():   79 
Smith-Waterman score: 48; 25.7% identity (60.0% similar) in 35 aa overlap (34-64:81-115) 
 
            10        20        30        40            50          
AAD-12 AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV----AISNVKADGTVRQHSP 
                                     :  .: :...     :. .:  :.:..  : 
gi|324 NFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFP 
               60        70        80        90       100       110 
 
      60        70        80                                        
AAD-12 AEWDDMMKVIVGNMAWHADST                                        
       .:. .                                                        
gi|324 SEFGNDVDRSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASS 
              120       130       140       150       160       170 
 
>>gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin precurs  (148 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.8  bits: 17.7 E():   83 
Smith-Waterman score: 44; 21.2% identity (54.5% similar) in 33 aa overlap (43-75:25-57) 
 
             20        30        40        50        60        70   
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     :. ..:  .:  ...   ::.. .  .    
gi|538       MARFTIVLAVLFAAALVSASAHKTVVTTSVAEEGEEENQRGCEWESRQCQMRHC 
                     10        20        30        40        50     
 
             80                                                     
AAD-12 MAWHADST                                                     
       : :                                                          
gi|538 MQWMRSMRGQYEESFLRSAEANQGQFEHFRECCNELRDVKSHCRCEALRCMMRQMQQEYG 
           60        70        80        90       100       110     
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  49 init1:  49 opt:  51  Z-score: 67.8  bits: 19.6 E():   83 
Smith-Waterman score: 51; 29.4% identity (82.4% similar) in 17 aa overlap (56-72:535-551) 
 
          30        40        50        60        70        80      
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST      
                                     .:.:   :...:...:.              
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
gi|331 KEGCFSEEGPKLVAAAQAALV 
          570       580      
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.8  bits: 17.1 E():   83 
Smith-Waterman score: 42; 37.5% identity (62.5% similar) in 24 aa overlap (23-46:79-100) 
 
                       10        20        30        40        50   
AAD-12         ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .  :       
gi|897 QQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQL--AAQLPAMCRLEGGDALLASQ      
       50        60        70        80          90       100       
 
             60        70        80 
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AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADST 
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 67.6  bits: 19.4 E():   85 
Smith-Waterman score: 50; 23.3% identity (55.8% similar) in 43 aa overlap (39-78:438-480) 
 
       10        20        30        40        50         60        
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP-AEWDDMMK 
                                     ::  .  ... :::  . :.  .  .: .  
gi|796 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHNAETTVEDRIG 
       410       420       430       440       450       460        
 
        70          80             
AAD-12 VIVGNM--AWHADST             
       .:. .   :.: .               
gi|796 IIIDSAEKAFHKELGAIYSEIKDAVSV 
       470       480       490     
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  49 init1:  49 opt:  51  Z-score: 67.5  bits: 19.6 E():   86 
Smith-Waterman score: 51; 29.4% identity (82.4% similar) in 17 aa overlap (56-72:558-574) 
 
          30        40        50        60        70        80      
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST      
                                     .:.:   :...:...:.              
gi|668 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
       530       540       550       560       570       580        
 
gi|668 KEGCFSEEGPKLVAAAQAALV 
       590       600         
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.3  bits: 18.8 E():   88 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (14-24:90-100) 
 
                                10        20        30        40    
AAD-12                  ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
            50        60        70        80                        
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST                        
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 67.3  bits: 19.4 E():   88 
Smith-Waterman score: 50; 32.2% identity (49.2% similar) in 59 aa overlap (6-64:248-292) 
 
                                        10        20        30      
AAD-12                          ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     .::::. .        :.: .   : :  : 
gi|112 RPHYRQISPRVRGDEQENEGSNIFSGFAQEFLQHAFQV--------DRQTVENLR-GENE 
       220       230       240       250               260          
 
          40        50        60        70        80                
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST                
       :   : ::...     : .:  :: : :.                                
gi|112 REEQGAIVTVK-----GGLRILSPDEEDESSRSPPSRREEFDEDRSRPQQRGKYDENRRG 
      270            280       290       300       310       320    
 
>>gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 [Ch  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.3  bits: 17.4 E():   89 
Smith-Waterman score: 43; 33.3% identity (62.5% similar) in 24 aa overlap (37-60:15-38) 
 
         10        20        30        40        50        60       
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :. . . . .  ::::  .::.       
gi|294                 MSWQTYVDDHLMCDIEGNHLSSAAILGHDGTVWAQSPSFPQLKP 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 972



 

 

                               10        20        30        40     
 
         70        80                                               
AAD-12 KVIVGNMAWHADST                                               
                                                                    
gi|294 EEVSAIMKDFNEPGSLAPTGLHLGGTKYMVIQGEPGDVIRGKKGPGGVTIKKTNQALIIG 
           50        60        70        80        90       100     
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 66.9  bits: 17.7 E():   93 
Smith-Waterman score: 44; 27.3% identity (47.7% similar) in 44 aa overlap (21-64:90-127) 
 
                         10        20        30        40        50 
AAD-12           ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     ::  .  :  .:  ... : ::. .:     
gi|668 VCSARHVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSA--WGKANQVTGDDILFLS---- 
      60        70        80        90         100       110        
 
               60        70        80                          
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADST                          
       :  .:  .   : :                                          
gi|668 DPDARFSKSIGWADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
           120       130       140       150       160         
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 66.9  bits: 17.7 E():   93 
Smith-Waterman score: 44; 27.3% identity (47.7% similar) in 44 aa overlap (21-64:90-127) 
 
                         10        20        30        40        50 
AAD-12           ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     ::  .  :  .:  ... : ::. .:     
gi|276 VCSARHVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSA--WGKANQVTGDDILFLS---- 
      60        70        80        90         100       110        
 
               60        70        80                          
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADST                          
       :  .:  .   : :                                          
gi|276 DPDARFSKSIGWADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
           120       130       140       150       160         
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 66.8  bits: 19.1 E():   94 
Smith-Waterman score: 49; 38.1% identity (66.7% similar) in 21 aa overlap (46-66:216-232) 
 
          20        30        40        50        60        70      
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     :... :: :    :..::: .          
gi|253 GHPTHLEHSSTNPNSFHYEHNIVSPSSIHPSTAHFDGEV----PSQWDDSLGHGASTPKV 
         190       200       210       220           230       240  
 
          80                                                        
AAD-12 HADST                                                        
                                                                    
gi|253 RTPSHHVSSNPWAEINEPTGGDNDNLAPVTRPRKPARARRQKKEPRKLSDASQGARSSST 
             250       260       270       280       290       300  
 
>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 66.8  bits: 18.8 E():   94 
Smith-Waterman score: 48; 33.3% identity (49.0% similar) in 51 aa overlap (31-73:49-97) 
 
               10        20        30         40        50          
AAD-12 ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|117 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
            60        70         80                                 
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADST                                 
       .:    :  :  . .:  :::                                        
gi|117 LRYG--ATRDRPLWIIFSGNMNIKLKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKRVSN 
       80          90       100       110       120       130       
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>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 66.8  bits: 18.8 E():   94 
Smith-Waterman score: 48; 33.3% identity (49.0% similar) in 51 aa overlap (31-73:49-97) 
 
               10        20        30         40        50          
AAD-12 ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|493 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
            60        70         80                                 
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADST                                 
       .:    :  :  . .:  :::                                        
gi|493 LRYG--ATRDRPLWIIFSGNMNIKLKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKRVSN 
       80          90       100       110       120       130       
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 66.8  bits: 18.8 E():   94 
Smith-Waterman score: 48; 33.3% identity (49.0% similar) in 51 aa overlap (31-73:49-97) 
 
               10        20        30         40        50          
AAD-12 ALHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|195 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
            60        70         80                                 
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADST                                 
       .:    :  :  . .:  :::                                        
gi|195 LRYG--ATRDRPLWIIFSGNMNIKLKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKRVSN 
       80          90       100       110       120       130       
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 66.5  bits: 18.8 E():   97 
Smith-Waterman score: 48; 26.8% identity (48.8% similar) in 41 aa overlap (10-46:190-230) 
 
                                    10            20        30      
AAD-12                      ALHAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::     :    ::.  
gi|215 NKPVIFTKSNLAESPQLDAKMYDICYSTAAAPIYFPPHHFVTHTSNGATYEFNLVDGAVA 
     160       170       180       190       200       210          
 
          40        50        60        70        80                
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST                
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:35 2011 done: Fri Jan 21 00:02:35 2011 
 Total Scan time:  0.080 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 35  - 114 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
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< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     2     2:* 
  32     8     8:=* 
  34    24    22:=====* 
  36    39    44:==========* 
  38    75    73:==================* 
  40    78   102:====================     * 
  42   114   125:=============================  * 
  44   186   138:==================================*============ 
  46   136   140:==================================* 
  48   158   134:=================================*====== 
  50   118   122:==============================* 
  52    86   108:======================    * 
  54    95    92:======================*= 
  56    71    77:================== * 
  58    48    63:============   * 
  60    44    51:=========== * 
  62    41    41:==========* 
  64    20    33:=====   * 
  66    18    26:===== * 
  68    31    20:====*=== 
  70    22    16:===*== 
  72    27    12:==*==== 
  74     7    10:==* 
  76     6     8:=* 
  78    12     6:=*= 
  80     9     5:=*= 
  82     2     3:* 
  84     1     3:* 
  86     6     2:*= 
  88     2     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.17510.00338; mu= 6.0412 0.174 
 mean_var=50.839414.347, 0's: 2 Z-trim: 2  B-trim: 11 in 1/43 
 Lambda= 0.179876 
 Kolmogorov-Smirnov  statistic: 0.0257 (N=29) at  66 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.080 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   67 23.4       1 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   65 22.9     1.5 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   63 22.5     5.3 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   62 22.2     5.8 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   62 22.2     6.3 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   57 20.9     7.7 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   57 20.9     7.7 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   57 20.9     7.7 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   57 20.9     7.7 
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gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   60 21.7     7.7 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   57 20.9     8.4 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   60 21.7     9.1 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   56 20.6      12 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   61 22.0      13 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   57 20.9      14 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   57 20.9      16 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   57 20.9      16 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   56 20.7      17 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   60 21.8      18 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   56 20.7      18 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   57 21.0      18 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   56 20.7      19 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   56 20.7      19 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   57 21.0      22 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   57 21.0      22 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   57 21.0      22 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   57 21.0      22 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   57 21.0      22 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   57 21.0      22 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   57 21.0      22 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   57 21.0      22 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   57 21.0      22 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   50 19.0      22 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   55 20.4      23 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   45 17.6      23 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   49 18.8      24 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   51 19.3      29 
gi|14423757|sp|O04701.1|MPAC1_CYNDA RecName: Full= ( 246)   53 19.9      30 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   53 19.9      32 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   53 19.9      32 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   54 20.2      32 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   56 20.7      36 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   52 19.6      36 
gi|2181180|emb|CAB06417.1| xylosidase [Aspergillus ( 804)   58 21.3      37 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   52 19.6      38 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 16.3      38 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 16.3      38 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   52 19.6      38 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   54 20.2      41 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   49 18.8      41 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   49 18.8      41 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 19.4      44 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 18.5      45 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 19.1      45 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   51 19.4      45 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   52 19.7      46 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 19.4      46 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   47 18.3      48 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   48 18.5      49 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   48 18.5      49 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   48 18.5      49 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   48 18.5      49 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   48 18.5      49 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   48 18.5      49 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   48 18.5      49 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   48 18.5      49 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   48 18.5      49 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   48 18.5      49 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   48 18.5      49 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   48 18.5      49 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   48 18.5      49 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   48 18.5      49 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   48 18.5      49 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   54 20.2      49 
gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=M ( 308)   51 19.4      52 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   49 18.8      53 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   53 20.0      53 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   49 18.8      55 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 19.1      55 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 19.1      55 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 976



 

 

gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   52 19.7      55 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   49 18.8      56 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   47 18.3      58 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   47 18.3      58 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   47 18.3      58 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   47 18.3      58 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   47 18.3      58 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   47 18.3      58 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   47 18.3      58 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   47 18.3      58 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   47 18.3      58 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   51 19.4      63 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   51 19.4      63 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   51 19.4      63 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   52 19.7      64 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 18.9      65 
gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full= (  85)   43 17.2      66 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   53 20.0      69 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   46 18.0      69 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 18.0      69 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   46 18.0      70 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 18.0      70 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   46 18.0      70 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   46 18.0      70 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   46 18.0      70 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   46 18.0      70 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   46 18.0      70 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   44 17.5      72 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   44 17.5      72 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   49 18.9      74 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   47 18.3      75 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   50 19.2      77 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   49 18.9      78 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   51 19.4      78 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   48 18.6      79 
gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Ente ( 233)   47 18.3      82 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   44 17.5      82 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   44 17.5      82 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   44 17.5      82 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   44 17.5      82 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   45 17.8      82 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   48 18.6      83 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   45 17.8      83 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   45 17.8      83 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   45 17.8      83 
gi|5726304|gb|AAD48405.1|AF136945_1 major allergen ( 161)   45 17.8      83 
gi|11762102|gb|AAG40329.1|AF323973_1 major allerge ( 161)   45 17.8      83 
gi|11762104|gb|AAG40330.1|AF323974_1 major allerge ( 161)   45 17.8      83 
gi|62240392|gb|AAX77384.1| 11S globulin precursor  ( 523)   51 19.4      85 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   44 17.5      88 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   48 18.6      89 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 15.0      92 
gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin pre ( 148)   44 17.5      92 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   42 16.9      92 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   51 19.5      94 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 19.2      96 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   51 19.5      97 
gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 ( 131)   43 17.2      98 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   48 18.6      99 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   50 19.2      99 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  67  Z-score: 102.3  bits: 23.4 E():    1 
Smith-Waterman score: 67; 40.0% identity (63.3% similar) in 30 aa overlap (49-78:30-56) 
 
       20        30        40        50        60        70         
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:::.  ::. : :   ::. :.. : 
gi|126  TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTK--KGNL-WEVKS 
                10        20        30        40          50        
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       80                                        
AAD-12 TY                                        
                                                 
gi|126 AKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
         60        70        80        90        
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  65  Z-score: 99.6  bits: 22.9 E():  1.5 
Smith-Waterman score: 65; 35.5% identity (64.5% similar) in 31 aa overlap (49-79:30-57) 
 
       20        30        40        50        60        70         
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:::.  ::. . :   ::. :.. : 
gi|144  VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKS 
                10        20        30        40          50        
 
       80                                       
AAD-12 TY                                       
       .                                        
gi|144 SKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
         60        70        80        90       
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  44 init1:  44 opt:  63  Z-score: 89.4  bits: 22.5 E():  5.3 
Smith-Waterman score: 63; 26.7% identity (56.7% similar) in 60 aa overlap (21-80:207-260) 
 
                         10        20        30        40        50 
AAD-12           LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|390 GSNPNYLALLVKFVAGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
        180       190       200       210       220            230  
 
               60        70        80    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTY    
        :::  . .      : .. . .:.::..:    
gi|390 FTVRYTTEGGTKGEAKDVIPE-GWKADTAYESK 
             240       250        260    
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  44 init1:  44 opt:  62  Z-score: 88.7  bits: 22.2 E():  5.8 
Smith-Waterman score: 62; 26.7% identity (55.0% similar) in 60 aa overlap (21-80:184-237) 
 
                         10        20        30        40        50 
AAD-12           LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|458 GSNPNYLALLVKFVAGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
           160       170       180       190       200              
 
               60        70        80    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTY    
        :::  . .      : .. . .:.::. :    
gi|458 FTVRYTTEGGTKGEAKDVIPE-GWKADTCYESK 
      210       220        230       240 
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  44 init1:  44 opt:  62  Z-score: 88.1  bits: 22.2 E():  6.3 
Smith-Waterman score: 62; 26.7% identity (56.7% similar) in 60 aa overlap (21-80:206-259) 
 
                         10        20        30        40        50 
AAD-12           LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|158 KGSNPNYLALLVKFSGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
         180       190       200       210       220            230 
 
               60        70        80    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTY    
        :::  . .      : .. . .:.::..:    
gi|158 FTVRYTTEGGTKARAKDVIPE-GWKADTAYESK 
              240       250        260   
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
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 initn:  52 init1:  52 opt:  57  Z-score: 86.6  bits: 20.9 E():  7.7 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (23-78:29-82) 
 
                     10        20        30        40        50     
AAD-12       LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTY                                   
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 86.6  bits: 20.9 E():  7.7 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (23-78:29-82) 
 
                     10        20        30        40        50     
AAD-12       LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSGLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTY                                   
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 86.6  bits: 20.9 E():  7.7 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (23-78:29-82) 
 
                     10        20        30        40        50     
AAD-12       LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTY                                   
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 86.6  bits: 20.9 E():  7.7 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (23-78:29-82) 
 
                     10        20        30        40        50     
AAD-12       LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|117 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTY                                   
       .:.  ::  : :   :  .:  ::                                     
gi|117 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 86.6  bits: 21.7 E():  7.7 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (13-44:133-160) 
 
                                 10        20        30        40   
AAD-12                   LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|221 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
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            110       120       130       140           150         
 
             50        60        70        80                       
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY                       
       :.                                                           
gi|221 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
      160       170       180       190       200       210         
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  38 init1:  38 opt:  57  Z-score: 85.9  bits: 20.9 E():  8.4 
Smith-Waterman score: 57; 25.7% identity (50.0% similar) in 70 aa overlap (4-68:33-102) 
 
                                          10         20        30   
AAD-12                            LHAAWLQHALLIFPGQ-HLSNDQQITFAKRFGA 
                                     : .:: .. :  : :  . :: :   . :  
gi|273 MEHYLKTYLSWLTEEQKEKLKEMKEAGKTKAEIQHEVMHFYDQLHGEEKQQATEKLKVGC 
             10        20        30        40        50        60   
 
               40          50        60        70        80         
AAD-12 IERIGG--GD--IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY         
          . :  :.  .: . :.:  :.  :.   . . :.. .                     
gi|273 KMLLKGVIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIF 
             70        80        90       100       110       120   
 
gi|273 GATTLQHHRRRR 
            130     
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 85.2  bits: 21.7 E():  9.1 
Smith-Waterman score: 60; 23.3% identity (58.3% similar) in 60 aa overlap (21-80:207-260) 
 
                         10        20        30        40        50 
AAD-12           LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   : .. .   .  
gi|126 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
               60        70        80    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTY    
        :..  . .:..:..       .:.::..:    
gi|126 YTTEGGTKSEFEDVIP-----EGWKADTSYSAK 
         240       250            260    
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 83.2  bits: 20.6 E():   12 
Smith-Waterman score: 56; 27.1% identity (58.3% similar) in 48 aa overlap (38-78:111-158) 
 
        10        20        30        40           50            60 
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|400 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
               70        80 
AAD-12 WDDMMKVIVGNMAWHADSTY 
        . ..... : .  :.:.   
gi|400 GETLLRAVEGYLLAHSDAYN 
              150       160 
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 82.6  bits: 22.0 E():   13 
Smith-Waterman score: 61; 38.7% identity (58.1% similar) in 31 aa overlap (14-44:108-138) 
 
                                10        20        30        40    
AAD-12                  LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA 
                                     : :  .. :.  :  :   :.:.  :::.: 
gi|259 YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIA 
        80        90       100       110       120       130        
 
            50        60        70        80                        
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY                        
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       :                                                            
gi|259 IPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGR 
       140       150       160       170       180       190        
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  44 init1:  44 opt:  57  Z-score: 81.7  bits: 20.9 E():   14 
Smith-Waterman score: 57; 23.3% identity (58.3% similar) in 60 aa overlap (21-80:184-237) 
 
                         10        20        30        40        50 
AAD-12           LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: :.   :     .. .  
gi|331 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIALKESWGAIWRVDTPD-----KLTGP 
           160       170       180       190       200              
 
               60        70        80    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTY    
        :::  . .   . .. .. . .:.::..:    
gi|331 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYEAK 
      210       220        230       240 
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  44 init1:  44 opt:  57  Z-score: 81.0  bits: 20.9 E():   16 
Smith-Waterman score: 57; 23.3% identity (58.3% similar) in 60 aa overlap (21-80:208-261) 
 
                         10        20        30        40        50 
AAD-12           LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: :.   :     .. .  
gi|180 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIALKESWGAIWRVDTPD-----KLTGP 
       180       190       200       210       220            230   
 
               60        70        80    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTY    
        :::  . .   . .. .. . .:.::..:    
gi|180 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYEAK 
            240       250        260     
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 80.9  bits: 20.9 E():   16 
Smith-Waterman score: 57; 25.7% identity (50.0% similar) in 70 aa overlap (4-68:33-102) 
 
                                          10         20        30   
AAD-12                            LHAAWLQHALLIFPGQ-HLSNDQQITFAKRFGA 
                                     : .:: .. .  : :  . :: :   . :  
gi|273 MEHYLKTYLSWLTEEQKEKLKEMKEAGQTKAEIQHEVMHYYDQLHGEEKQQATEKLKVGC 
             10        20        30        40        50        60   
 
               40          50        60        70        80         
AAD-12 IERIGG--GD--IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY         
          . :  :.  .: . :::  :.  :.   . . :.. .                     
gi|273 KMLLKGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIF 
             70        80        90       100       110       120   
 
gi|273 GATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKELEAKILHYYDEL 
            130       140       150       160       170       180   
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 80.3  bits: 20.7 E():   17 
Smith-Waterman score: 56; 25.0% identity (56.7% similar) in 60 aa overlap (21-80:185-238) 
 
                         10        20        30        40        50 
AAD-12           LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|283 GSNPNYLALLVKYVNGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
          160       170       180       190       200        210    
 
               60        70        80    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTY    
        :..  . .: .:..       .:.::..:    
gi|283 YTTEGGTKTEAEDVIP-----EGWKADTSYESK 
           220            230       240  
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 981



 

 

>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 80.0  bits: 21.8 E():   18 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (13-44:131-158) 
 
                                 10        20        30        40   
AAD-12                   LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|213 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
              110       120       130       140           150       
 
             50        60        70        80                       
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY                       
       :.                                                           
gi|213 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
        160       170       180       190       200       210       
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 79.9  bits: 20.7 E():   18 
Smith-Waterman score: 56; 23.3% identity (56.7% similar) in 60 aa overlap (21-80:196-249) 
 
                         10        20        30        40        50 
AAD-12           LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   :     .. .  
gi|168 GSNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPD-----KLTGP 
         170       180       190       200       210            220 
 
               60        70        80    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTY    
        :::  . .   . .. .. . .:.::..:    
gi|168 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYSAK 
              230       240        250   
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 79.7  bits: 21.0 E():   18 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (2-75:194-266) 
 
                                            10         20        30 
AAD-12                              LHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|261 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
           170       180       190       200       210       220    
 
               40        50        60        70        80           
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY           
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|261 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIET 
           230         240       250       260       270       280  
 
gi|261 YLFAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFS 
             290       300       310       
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 79.6  bits: 20.7 E():   19 
Smith-Waterman score: 56; 23.3% identity (56.7% similar) in 60 aa overlap (21-80:207-260) 
 
                         10        20        30        40        50 
AAD-12           LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   :     .. .  
gi|752 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPD-----KLTGP 
        180       190       200       210       220            230  
 
               60        70        80    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTY    
        :::  . .   . .. .. . .:.::..:    
gi|752 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYSAK 
             240       250        260    
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 79.6  bits: 20.7 E():   19 
Smith-Waterman score: 56; 25.0% identity (56.7% similar) in 60 aa overlap (21-80:207-260) 
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                         10        20        30        40        50 
AAD-12           LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|117 GSNPNYLALLVKYVNGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
               60        70        80    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTY    
        :..  . .: .:..       .:.::..:    
gi|117 YTTEGGTKTEAEDVIP-----EGWKADTSYESK 
         240       250            260    
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 78.5  bits: 21.0 E():   22 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (2-75:230-302) 
 
                                            10         20        30 
AAD-12                              LHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLANIYPYFTYADNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
               40        50        60        70        80           
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY           
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|124 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIET 
     260       270         280       290       300       310        
 
gi|124 YLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHDATILFLKSDM 
       320       330       340       350       360       370     
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 78.5  bits: 21.0 E():   22 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (2-75:230-302) 
 
                                            10         20        30 
AAD-12                              LHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
               40        50        60        70        80           
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY           
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|124 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIET 
     260       270         280       290       300       310        
 
gi|124 YLFAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
       320       330       340       350       360       370     
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 78.5  bits: 21.0 E():   22 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (2-75:230-302) 
 
                                            10         20        30 
AAD-12                              LHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSSXSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
               40        50        60        70        80           
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY           
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|124 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIET 
     260       270         280       290       300       310        
 
gi|124 YLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
       320       330       340       350       360       370     
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 78.5  bits: 21.0 E():   22 
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Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (2-75:230-302) 
 
                                            10         20        30 
AAD-12                              LHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|268 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
               40        50        60        70        80           
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY           
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|268 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIET 
     260       270         280       290       300       310        
 
gi|268 YLFAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
       320       330       340       350       360       370     
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 78.5  bits: 21.0 E():   22 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (2-75:230-302) 
 
                                            10         20        30 
AAD-12                              LHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|270 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
               40        50        60        70        80           
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY           
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|270 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPDRAIET 
     260       270         280       290       300       310        
 
gi|270 YLFAMFDENQKQPEVEKHFGLFFPDKRPKYNLNFSAKKNWDISTEHNATVLFLKSDM 
       320       330       340       350       360       370     
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 78.5  bits: 21.0 E():   22 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (2-75:230-302) 
 
                                            10         20        30 
AAD-12                              LHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|327 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
               40        50        60        70        80           
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY           
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|327 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIET 
     260       270         280       290       300       310        
 
gi|327 YLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
       320       330       340       350       360       370     
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 78.5  bits: 21.0 E():   22 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (2-75:230-302) 
 
                                            10         20        30 
AAD-12                              LHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLTNIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
               40        50        60        70        80           
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY           
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|124 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIET 
     260       270         280       290       300       310        
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gi|124 YLFATFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
       320       330       340       350       360       370     
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 78.5  bits: 21.0 E():   22 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (2-75:230-302) 
 
                                            10         20        30 
AAD-12                              LHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
               40        50        60        70        80           
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY           
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|124 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIET 
     260       270         280       290       300       310        
 
gi|124 YLFAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
       320       330       340       350       360       370     
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 78.5  bits: 21.0 E():   22 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (2-75:230-302) 
 
                                            10         20        30 
AAD-12                              LHAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|118 GFLSSIRSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
               40        50        60        70        80           
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY           
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|118 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIET 
     260       270         280       290       300       310        
 
gi|118 YLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
       320       330       340       350       360       370     
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 78.3  bits: 19.0 E():   22 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (37-52:29-43) 
 
         10        20        30        40        50        60       
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105   CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
                 10        20        30         40        50        
 
         70        80                             
AAD-12 VIVGNMAWHADSTY                             
                                                  
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
        60        70        80        90          
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  44 init1:  44 opt:  55  Z-score: 78.1  bits: 20.4 E():   23 
Smith-Waterman score: 55; 25.9% identity (56.9% similar) in 58 aa overlap (21-78:213-264) 
 
                         10        20        30        40        50 
AAD-12           LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|249 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
            190       200       210       220       230        240  
 
               60        70        80    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTY    
        :..  . ::..:..       .:.::.      
gi|249 YTTEGGTKAEFEDVIP-----EGWKADTHDASK 
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             250            260          
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 78.0  bits: 17.6 E():   23 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (22-45:17-38) 
 
               10        20        30        40        50        60 
AAD-12 LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE 
                            ::.  : .. :. :. ::: .. :                
gi|217      LVSVEHQAARLKVAKAQQL--AAQLPAMCRLEGGDALSASQ               
                    10          20        30                        
 
               70        80 
AAD-12 WDDMMKVIVGNMAWHADSTY 
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 77.5  bits: 18.8 E():   24 
Smith-Waterman score: 49; 32.3% identity (58.1% similar) in 31 aa overlap (52-80:35-64) 
 
              30        40        50        60          70          
AAD-12 QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE--WDDMMKVIVGNMAWHADST 
                                     : . ..::.  :: .  : .   .: ::.  
gi|323 QTCAGNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKP 
           10        20        30        40         50        60    
 
      80                            
AAD-12 Y                            
       :                            
gi|323 YSWRYGWTAFCGPAGPRCLRTNAAVTVR 
            70        80        90  
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 76.3  bits: 19.3 E():   29 
Smith-Waterman score: 51; 27.1% identity (62.5% similar) in 48 aa overlap (38-78:110-157) 
 
        10        20        30        40           50            60 
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|437 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
      80        90       100       110       120       130          
 
               70        80 
AAD-12 WDDMMKVIVGNMAWHADSTY 
        . ..:.. . .  :.:.   
gi|437 GETLLKAVESYLLAHSDAYN 
     140       150          
 
>>gi|14423757|sp|O04701.1|MPAC1_CYNDA RecName: Full=Majo  (246 aa) 
 initn:  40 init1:  40 opt:  53  Z-score: 75.9  bits: 19.9 E():   30 
Smith-Waterman score: 53; 21.1% identity (52.6% similar) in 57 aa overlap (11-67:148-200) 
 
                                   10        20        30        40 
AAD-12                     LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGD 
                                     . :  .. :::. ...  ...:    : :. 
gi|144 KKGQEDKLRKAGELTLQFRRVKCKYPSGTKITFHIEKGSNDHYLALLVKYAA----GDGN 
       120       130       140       150       160           170    
 
               50        60        70        80                     
AAD-12 IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY                     
       :::..    :.       . :  . ..                                  
gi|144 IVAVDIKPRDSDEFIPMKSSWGAIWRIDPKKPLKGPFSIRLTSEGGAHLVQDDVIPANWK 
           180       190       200       210       220       230    
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 75.3  bits: 19.9 E():   32 
Smith-Waterman score: 53; 24.3% identity (50.0% similar) in 70 aa overlap (4-68:33-102) 
 
                                          10         20        30   
AAD-12                            LHAAWLQHALLIFPGQ-HLSNDQQITFAKRFGA 
                                     : .:: .. .  : :  . :: :   . :  
gi|273 MEHYLKTYLSWLTEEQKEKLKEMKEAGKTKAEIQHEVMHYYDQLHGEEKQQATEKLKVGC 
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             10        20        30        40        50        60   
 
               40          50        60        70        80         
AAD-12 IERIGG--GD--IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY         
          . :  :.  .: . :.:  :.  :.   . . :.. .                     
gi|273 KMLLKGIIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIF 
             70        80        90       100       110       120   
 
gi|273 GATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKTKKELEAKILHYYDEL 
            130       140       150       160       170       180   
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 75.3  bits: 19.9 E():   32 
Smith-Waterman score: 53; 24.3% identity (50.0% similar) in 70 aa overlap (4-68:33-102) 
 
                                          10         20        30   
AAD-12                            LHAAWLQHALLIFPGQ-HLSNDQQITFAKRFGA 
                                     : .:: .. .  : :  . :: :   . :  
gi|273 MEHYLKTYLSWLTEEQKEKLKEMKEAGKTKAEIQHEVMRYYDQLHGEEKQQATEKLKVGC 
             10        20        30        40        50        60   
 
               40          50        60        70        80         
AAD-12 IERIGG--GD--IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY         
          . :  :.  .: . :.:  :.  :.   . . :.. .                     
gi|273 KMLLKGIIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIF 
             70        80        90       100       110       120   
 
gi|273 GATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKELEAKILHYYDEL 
            130       140       150       160       170       180   
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 75.3  bits: 20.2 E():   32 
Smith-Waterman score: 54; 25.6% identity (48.7% similar) in 39 aa overlap (23-61:191-229) 
 
                       10        20        30        40        50   
AAD-12         LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ::..   .:   :  : :..   .. :    
gi|320 KEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDP 
              170       180       190       200       210       220 
 
             60        70        80                                 
AAD-12 VRQHSPAEWDDMMKVIVGNMAWHADSTY                                 
       : . . : :                                                    
gi|320 VISFKTALWFWMTPQSPKPSCHNVITGRWTPSAADRAAGRLPGYGVITNIINGGIECGKG 
              230       240       250       260       270       280 
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 74.5  bits: 20.7 E():   36 
Smith-Waterman score: 56; 40.6% identity (56.2% similar) in 32 aa overlap (15-44:153-184) 
 
                               10        20          30        40   
AAD-12                 LHAAWLQHALLIFPGQHLSNDQQITFAK--RFGAIERIGGGDIV 
                                     ::.   .::  : .  :    .::  ::.: 
gi|258 QGQQEQQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVV 
            130       140       150       160       170       180   
 
             50        60        70        80                       
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY                       
       ::                                                           
gi|258 AIPAGVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQ 
            190       200       210       220       230       240   
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.4  bits: 19.6 E():   36 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (21-80:192-245) 
 
                         10        20        30        40        50 
AAD-12           LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|116 GSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
             170       180       190       200       210        220 
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               60        70        80    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTY    
        :..  . .: .:..       .:.::..:    
gi|116 YTTEGGTKGEAEDVIP-----EGWKADTAYEAK 
              230            240         
 
>>gi|2181180|emb|CAB06417.1| xylosidase [Aspergillus nig  (804 aa) 
 initn:  38 init1:  38 opt:  58  Z-score: 74.3  bits: 21.3 E():   37 
Smith-Waterman score: 58; 27.3% identity (67.3% similar) in 55 aa overlap (1-53:524-577) 
 
                                             10        20           
AAD-12                               LHAAWLQHALLIFPGQHLSNDQQITFA--K 
                                     :.:  :..  . .::..:.  :... :  : 
gi|218 SSTSTSGFAAALSAAQSADVIIYAGGIDNTLEAEALDRESIAWPGNQLDLIQKLASAAGK 
           500       510       520       530       540       550    
 
       30        40        50        60        70        80         
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY         
       .   . ..:::.. . :..: . .:                                    
gi|218 KPLIVLQMGGGQVDS-SSLKNNTNVSALLWGGYPGQSGGFALRDIITGKKNPAGRLVTTQ 
           560        570       580       590       600       610   
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.0  bits: 19.6 E():   38 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (21-80:207-260) 
 
                         10        20        30        40        50 
AAD-12           LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|386 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
               60        70        80    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTY    
        :..  . .: .:..       .:.::..:    
gi|386 YTTEGGTKVEAEDVIP-----EGWKADTAYESK 
         240       250            260    
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 74.0  bits: 16.3 E():   38 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (74-80:19-25) 
 
            50        60        70        80  
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY  
                                     :.::..:  
gi|320             YTTEGGTKAEAEDVIPEGWKADTSYE 
                           10        20       
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 74.0  bits: 16.3 E():   38 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (74-80:19-25) 
 
            50        60        70        80  
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY  
                                     :.::..:  
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE 
                           10        20       
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.0  bits: 19.6 E():   38 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (21-80:209-262) 
 
                         10        20        30        40        50 
AAD-12           LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|117 GSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
      180       190       200       210       220       230         
 
               60        70        80    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTY    
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        :..  . .: .:..       .:.::..:    
gi|117 YTTEGGTKGEAEDVIP-----EGWKADTAYEAK 
       240       250            260      
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 73.4  bits: 20.2 E():   41 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (48-63:89-105) 
 
        20        30        40        50         60        70       
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .              
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       60        70        80        90       100       110         
 
         80                                                         
AAD-12 DSTY                                                         
                                                                    
gi|114 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      120       130       140       150       160       170         
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 49; 21.0% identity (58.0% similar) in 81 aa overlap (4-77:78-157) 
 
                                          10        20        30    
AAD-12                            LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
            40           50           60         70        80 
AAD-12 ERIGGGDIVAISN---VKADGTV---RQHSPAEW-DDMMKVIVGNMAWHADSTY 
          :::.:: ::.   .:.:  :   ....  :  . ..... . .  :.:    
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 49; 21.0% identity (58.0% similar) in 81 aa overlap (4-77:78-157) 
 
                                          10        20        30    
AAD-12                            LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
            40           50           60         70        80 
AAD-12 ERIGGGDIVAISN---VKADGTV---RQHSPAEW-DDMMKVIVGNMAWHADSTY 
          :::.:: ::.   .:.:  :   ....  :  . ..... . .  :.:    
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 72.9  bits: 19.4 E():   44 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (37-52:181-195) 
 
         10        20        30        40        50        60       
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
         70        80                              
AAD-12 VIVGNMAWHADSTY                              
                                                   
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 72.7  bits: 18.5 E():   45 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (45-61:2-19) 
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           20        30        40        50         60        70    
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD-GTVRQHSPAEWDDMMKVIVGNMA 
                                     ..: .: :.. ..::.::             
gi|250                              PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPF 
                                            10        20        30  
 
            80                                                      
AAD-12 WHADSTY                                                      
                                                                    
gi|250 PRCRALVKSQCAGGQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDK 
              40        50        60        70        80        90  
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 72.6  bits: 19.1 E():   45 
Smith-Waterman score: 50; 40.0% identity (72.0% similar) in 25 aa overlap (41-65:9-29) 
 
               20        30        40        50        60        70 
AAD-12 LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG 
                                     :::.....: .    :.:: .:: :      
gi|144                       MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMV 
                                     10            20        30     
 
               80                                                   
AAD-12 NMAWHADSTY                                                   
                                                                    
gi|144 DQIVKSLTTKKELDPFKIEQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKID 
           40        50        60        70        80        90     
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 72.6  bits: 19.4 E():   45 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (37-67:192-222) 
 
         10        20        30        40        50        60       
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : : ..  
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
          70        80                             
AAD-12 KVIVGNMAWHADSTY                             
       .:                                          
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.4  bits: 19.7 E():   46 
Smith-Waterman score: 60; 16.9% identity (64.6% similar) in 65 aa overlap (8-72:239-298) 
 
                                      10        20        30        
AAD-12                        LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG 
                                     :....   :. ...: : .   ..  :..: 
gi|170 SDCQVMRQQCCQQLAQIPQQLQCAAIHSVVHSIIMQQQQQQQQQQGIDIFLPLSQHEQVG 
      210       220       230       240       250       260         
 
        40        50        60        70        80                  
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY                  
        :..:     ...: .. ..::. . . .... ..                          
gi|170 QGSLV-----QGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSIMRAPFASIVAG 
      270            280       290       300       310       320    
 
gi|170 IGGQ 
            
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 72.4  bits: 19.4 E():   46 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (37-52:199-213) 
 
         10        20        30        40        50        60       
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
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gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
         70        80                              
AAD-12 VIVGNMAWHADSTY                              
                                                   
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 72.1  bits: 18.3 E():   48 
Smith-Waterman score: 47; 28.6% identity (68.6% similar) in 35 aa overlap (23-56:93-127) 
 
                       10        20         30        40        50  
AAD-12         LHAAWLQHALLIFPGQHLSNDQQITFA-KRFGAIERIGGGDIVAISNVKADG 
                                     :  :. :.   :....: :.:. ..: .   
gi|121 FKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVT 
             70        80        90       100       110       120   
 
              60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTY 
       .::..                         
gi|121 SVRSYKRI                      
            130                      
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.5 E():   49 
Smith-Waterman score: 48; 25.0% identity (62.5% similar) in 48 aa overlap (38-78:110-157) 
 
        10        20        30        40           50            60 
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|437 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
      80        90       100       110       120       130          
 
               70        80 
AAD-12 WDDMMKVIVGNMAWHADSTY 
        . ..... . .  :.:.   
gi|437 GETLLRAVESYLLAHSDAYN 
     140       150          
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.5 E():   49 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (38-78:110-157) 
 
        10        20        30        40           50            60 
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|384 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
               70        80 
AAD-12 WDDMMKVIVGNMAWHADSTY 
        . ..... . .  :.:.   
gi|384 GETLLRAVESYLLAHSDAYN 
     140       150          
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.5 E():   49 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (38-78:110-157) 
 
        10        20        30        40           50            60 
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|115 KYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
               70        80 
AAD-12 WDDMMKVIVGNMAWHADSTY 
        . ..... . .  :.:.   
gi|115 GETLLRAVESYLLAHSDAYN 
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     140       150          
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.5 E():   49 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (38-78:110-157) 
 
        10        20        30        40           50            60 
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|437 KYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
               70        80 
AAD-12 WDDMMKVIVGNMAWHADSTY 
        . ..... . .  :.:.   
gi|437 GETLLRAVESYLLAHSDAYN 
     140       150          
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (38-78:111-158) 
 
        10        20        30        40           50            60 
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|256 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
               70        80 
AAD-12 WDDMMKVIVGNMAWHADSTY 
        . ..... . .  :.:.   
gi|256 GETLLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (38-78:111-158) 
 
        10        20        30        40           50            60 
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
               70        80 
AAD-12 WDDMMKVIVGNMAWHADSTY 
        . ..... . .  :.:.   
gi|154 RETLLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (38-78:111-158) 
 
        10        20        30        40           50            60 
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|400 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
               70        80 
AAD-12 WDDMMKVIVGNMAWHADSTY 
        . ..... . .  :.:.   
gi|400 GETLLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (38-78:111-158) 
 
        10        20        30        40           50            60 
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AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|132 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
               70        80 
AAD-12 WDDMMKVIVGNMAWHADSTY 
        . ..... . .  :.:.   
gi|132 GETLLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 48; 25.0% identity (62.5% similar) in 48 aa overlap (38-78:111-158) 
 
        10        20        30        40           50            60 
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|400 KYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
               70        80 
AAD-12 WDDMMKVIVGNMAWHADSTY 
        . ..... . .  :.:.   
gi|400 GETLLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (38-78:111-158) 
 
        10        20        30        40           50            60 
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
               70        80 
AAD-12 WDDMMKVIVGNMAWHADSTY 
        . ..... . .  :.:.   
gi|154 GETLLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (38-78:111-158) 
 
        10        20        30        40           50            60 
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
               70        80 
AAD-12 WDDMMKVIVGNMAWHADSTY 
        . ..... . .  :.:.   
gi|154 GETLLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (38-78:111-158) 
 
        10        20        30        40           50            60 
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|256 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
               70        80 
AAD-12 WDDMMKVIVGNMAWHADSTY 
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        . ..... . .  :.:.   
gi|256 GETLLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (38-78:111-158) 
 
        10        20        30        40           50            60 
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|114 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
               70        80 
AAD-12 WDDMMKVIVGNMAWHADSTY 
        . ..... . .  :.:.   
gi|114 GETLLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 48; 25.6% identity (62.8% similar) in 43 aa overlap (4-46:78-119) 
 
                                          10        20        30    
AAD-12                            LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ....  .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
            40        50        60        70        80        
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY        
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (38-78:111-158) 
 
        10        20        30        40           50            60 
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
               70        80 
AAD-12 WDDMMKVIVGNMAWHADSTY 
        . ..... . .  :.:.   
gi|154 GETLLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 72.0  bits: 20.2 E():   49 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (48-63:119-135) 
 
        20        30        40        50         60        70       
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .              
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       90       100       110       120       130       140         
 
         80                                                         
AAD-12 DSTY                                                         
                                                                    
gi|476 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      150       160       170       180       190       200         
 
>>gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=Major  (308 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 71.5  bits: 19.4 E():   52 
Smith-Waterman score: 51; 31.5% identity (53.7% similar) in 54 aa overlap (27-76:104-154) 
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                   10        20        30        40        50       
AAD-12     LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD--GTVR 
                                     ::  : : ..  .  :: . ..:   : :: 
gi|249 PLPTPLRRTSSRSSRPPSPSPPRASSPTSAAKAPGLIPKLDTAYDVAYKAAEAHPRGQVR 
            80        90       100       110       120       130    
 
             60        70        80                                 
AAD-12 Q--HSPAEWDDMMKVIVGNMAWHADSTY                                 
       .  : : .    ..::.: .  ::                                     
gi|249 RLRHCPHR---SLRVIAGALEVHAVKPATEEVLAAKIPTGELQIVDKIDAAFKIAATAAN 
           140          150       160       170       180       190 
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 71.4  bits: 18.8 E():   53 
Smith-Waterman score: 49; 29.3% identity (51.7% similar) in 58 aa overlap (6-63:63-116) 
 
                                        10        20        30      
AAD-12                          LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|833 HHQTYVNGLNAALEAQKKAAEANDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
             40        50        60        70           80          
 
          40        50        60        70        80                
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY                
        ::: :     .::    :  :  .. :                                 
gi|833 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
       90       100       110       120       130       140         
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 71.4  bits: 20.0 E():   53 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (20-40:330-350) 
 
                          10        20        30        40          
AAD-12            LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|149 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
      50        60        70        80                              
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTY                              
                                                                    
gi|149 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 71.1  bits: 18.8 E():   55 
Smith-Waterman score: 49; 29.3% identity (51.7% similar) in 58 aa overlap (6-63:74-127) 
 
                                        10        20        30      
AAD-12                          LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|164 HHQTYVNGLNAALEAQKKAAEATDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
            50        60        70        80           90           
 
          40        50        60        70        80                
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY                
        ::: :     .::    :  :  .. :                                 
gi|164 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
     100       110       120       130       140       150          
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 71.0  bits: 19.1 E():   55 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (37-52:198-212) 
 
         10        20        30        40        50        60       
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
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         70        80                              
AAD-12 VIVGNMAWHADSTY                              
                                                   
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
        230       240       250       260          
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 71.0  bits: 19.1 E():   55 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (37-52:198-212) 
 
         10        20        30        40        50        60       
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
         70        80                              
AAD-12 VIVGNMAWHADSTY                              
                                                   
gi|115 RKDSDKPIKGPITVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
        230       240       250       260          
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 71.0  bits: 19.7 E():   55 
Smith-Waterman score: 52; 26.1% identity (60.9% similar) in 46 aa overlap (5-48:117-160) 
 
                                           10        20        30   
AAD-12                           LHAAWL--QHALLIFPGQHLSNDQQITFAKRFGA 
                                     :.  :. ..:.  :..   .. :.  : .  
gi|113 IYMVTSDQDDDVVNPKEGTLRFGATQDRPLWIIFQRDMIIYLQQEMVVTSDKTIDGRGAK 
         90       100       110       120       130       140       
 
             40        50        60        70        80             
AAD-12 IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY             
       .: . ::  ... :::                                             
gi|113 VELVYGG--ITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGDAIHVTGSS 
        150         160       170       180       190       200     
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.0  bits: 18.8 E():   56 
Smith-Waterman score: 49; 33.3% identity (57.1% similar) in 21 aa overlap (3-23:10-30) 
 
                      10        20        30        40        50    
AAD-12        LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV 
                :::.      ::: :  ....                               
gi|944 MKTLGVLFIAAWFIACTHSFPGAHDEDSKEERKNVDTVLVLPSIERDQMMAATFDFPSLS 
               10        20        30        40        50        60 
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 47; 25.0% identity (58.3% similar) in 48 aa overlap (38-78:110-157) 
 
        10        20        30        40           50            60 
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|159 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEL 
      80        90       100       110       120       130          
 
               70        80 
AAD-12 WDDMMKVIVGNMAWHADSTY 
        . ..... . .  :.:.   
gi|159 GETLLRAVESYLLAHSDAYN 
     140       150          
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (38-78:111-158) 
 
        10        20        30        40           50            60 
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 996



 

 

gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
               70        80 
AAD-12 WDDMMKVIVGNMAWHADSTY 
        . ..... . .  :.:.   
gi|116 GEALLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (38-78:111-158) 
 
        10        20        30        40           50            60 
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|400 KYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
               70        80 
AAD-12 WDDMMKVIVGNMAWHADSTY 
        . ..... . .  :.:.   
gi|400 GEALLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (38-78:111-158) 
 
        10        20        30        40           50            60 
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
               70        80 
AAD-12 WDDMMKVIVGNMAWHADSTY 
        . ..... . .  :.:.   
gi|132 GEALLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (38-78:111-158) 
 
        10        20        30        40           50            60 
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
               70        80 
AAD-12 WDDMMKVIVGNMAWHADSTY 
        . ..... . .  :.:.   
gi|116 GEALLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (38-78:111-158) 
 
        10        20        30        40           50            60 
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
               70        80 
AAD-12 WDDMMKVIVGNMAWHADSTY 
        . ..... . .  :.:.   
gi|132 AEALLRAVESYLLAHSDAYN 
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              150       160 
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (38-78:111-158) 
 
        10        20        30        40           50            60 
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
               70        80 
AAD-12 WDDMMKVIVGNMAWHADSTY 
        . ..... . .  :.:.   
gi|116 GEALLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (38-78:111-158) 
 
        10        20        30        40           50            60 
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDQEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
               70        80 
AAD-12 WDDMMKVIVGNMAWHADSTY 
        . ..... . .  :.:.   
gi|116 GEALLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (38-78:111-158) 
 
        10        20        30        40           50            60 
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
               70        80 
AAD-12 WDDMMKVIVGNMAWHADSTY 
        . ..... . .  :.:.   
gi|132 GEALLRAVESYLLAHSDAYN 
              150       160 
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 70.0  bits: 19.4 E():   63 
Smith-Waterman score: 51; 21.6% identity (56.9% similar) in 51 aa overlap (26-75:103-153) 
 
                    10        20        30         40        50     
AAD-12      LHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|119 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
           60        70        80                                   
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTY                                   
       .: :: ::   : .. .. ..                                        
gi|119 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 70.0  bits: 19.4 E():   63 
Smith-Waterman score: 51; 21.6% identity (56.9% similar) in 51 aa overlap (26-75:103-153) 
 
                    10        20        30         40        50     
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AAD-12      LHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|129 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
           60        70        80                                   
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTY                                   
       .: :: ::   : .. .. ..                                        
gi|129 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 70.0  bits: 19.4 E():   63 
Smith-Waterman score: 51; 21.6% identity (56.9% similar) in 51 aa overlap (26-75:103-153) 
 
                    10        20        30         40        50     
AAD-12      LHAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|309 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
           60        70        80                                   
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTY                                   
       .: :: ::   : .. .. ..                                        
gi|309 DHPPASWDWRKKGVITQVKYQGGCGSGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 69.9  bits: 19.7 E():   64 
Smith-Waterman score: 52; 25.0% identity (65.6% similar) in 32 aa overlap (13-44:117-148) 
 
                                 10        20        30        40   
AAD-12                   LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : :.. .....  :  .   ....  :::. 
gi|303 APKLYYVTQGRGILGVLMPGCPETFQSMSQFQGSREQEEERGRFQDQHQKVHHLKKGDII 
         90       100       110       120       130       140       
 
             50        60        70        80                       
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY                       
       ::                                                           
gi|303 AIPAGVALWCYNDGDEDLVTVLVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLR 
        150       160       170       180       190       200       
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 69.8  bits: 18.9 E():   65 
Smith-Waterman score: 54; 21.7% identity (56.7% similar) in 60 aa overlap (21-80:207-260) 
 
                         10        20        30        40        50 
AAD-12           LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :.   . . .::. ::   : .. .   .  
gi|168 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWTELKESWGAVWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
               60        70        80    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTY    
        :..  . .:..:..       .:.::..:    
gi|168 YTTEGGTKSEFEDVIP-----EGWKADTSYSAK 
         240       250            260    
 
>>gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full=Polc  (85 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.6  bits: 17.2 E():   66 
Smith-Waterman score: 43; 36.6% identity (46.3% similar) in 41 aa overlap (28-68:17-54) 
 
               10        20        30        40        50        60 
AAD-12 LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE 
                                  ::: :    : : : :    .:  :. . .: : 
gi|144            MADDHPQDKAERERIFKRFDAN---GDGKISAAELGEALKTLGSITPDE 
                          10        20           30        40       
 
               70        80                    
AAD-12 WDDMMKVIVGNMAWHADSTY                    

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 999



 

 

          ::  :                                
gi|144 VKHMMAEIDTDGDGFISFQEFTDFGRANRGLLKDVAKIF 
         50        60        70        80      
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 69.3  bits: 20.0 E():   69 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (20-40:330-350) 
 
                          10        20        30        40          
AAD-12            LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|169 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
      50        60        70        80                              
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTY                              
                                                                    
gi|169 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (4-46:77-118) 
 
                                          10        20        30    
AAD-12                            LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|402 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
         50        60        70        80        90        100      
 
            40        50        60        70        80        
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY        
          :::.:: ::.                                          
gi|402 AAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
         110       120       130       140       150          
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (37-46:109-118) 
 
         10        20        30        40        50        60       
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
         70        80        
AAD-12 VIVGNMAWHADSTY        
                             
gi|534 KAEALFRAVESYLLAHSDAYN 
      140       150          
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (4-46:78-119) 
 
                                          10        20        30    
AAD-12                            LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
            40        50        60        70        80        
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY        
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (37-46:110-119) 
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         10        20        30        40        50        60       
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
         70        80        
AAD-12 VIVGNMAWHADSTY        
                             
gi|534 KAEALFRAVESYLLAHSDAYN 
     140       150       160 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 46; 23.3% identity (62.8% similar) in 43 aa overlap (4-46:78-119) 
 
                                          10        20        30    
AAD-12                            LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :... .   ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLE-KVSHELKIV 
        50        60        70        80        90        100       
 
            40        50        60        70        80        
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY        
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (4-46:78-119) 
 
                                          10        20        30    
AAD-12                            LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
            40        50        60        70        80        
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY        
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (4-46:78-119) 
 
                                          10        20        30    
AAD-12                            LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
            40        50        60        70        80        
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY        
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (4-46:78-119) 
 
                                          10        20        30    
AAD-12                            LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|730 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
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            40        50        60        70        80        
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY        
          :::.:: ::.                                          
gi|730 AAPGGGSIVKISSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 46; 32.3% identity (58.1% similar) in 31 aa overlap (47-74:38-65) 
 
         20        30        40        50           60        70    
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ---HSPAEWDDMMKVIVGNMA 
                                     :.: . .:.    .:  ::.. ::    .: 
gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKV---AQA 
        10        20        30        40        50        60        
 
            80                                                      
AAD-12 WHADSTY                                                      
       :                                                            
gi|148 WAETRTPDCSLIHSDRCGENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQIV 
           70        80        90       100       110       120     
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.0  bits: 17.5 E():   72 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (22-40:35-53) 
 
                        10        20        30        40        50  
AAD-12          LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
              60        70        80                    
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTY                    
                                                        
gi|730 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.0  bits: 17.5 E():   72 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (22-40:35-53) 
 
                        10        20        30        40        50  
AAD-12          LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
              60        70        80                    
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTY                    
                                                        
gi|191 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.8  bits: 18.9 E():   74 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (5-36:157-188) 
 
                                         10        20        30     
AAD-12                           LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
        130       140       150       160       170       180       
 
           40        50        60        70        80               
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY               
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
        190       200       210       220       230       240       
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
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 initn:  37 init1:  37 opt:  47  Z-score: 68.6  bits: 18.3 E():   75 
Smith-Waterman score: 47; 23.1% identity (51.3% similar) in 39 aa overlap (44-78:147-185) 
 
            20        30        40        50            60          
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH----SPAEWDDMMKVIV 
                                     ::.  .::.. .:    .   :    :.   
gi|613 ATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMHVGHYTQIVWAKTKKIGC 
        120       130       140       150       160       170       
 
      70        80                         
AAD-12 GNMAWHADSTY                         
       : . .. :.                           
gi|613 GRIMFKEDNWNKHYLVCNYGPAGNVLGAQIYEIKK 
        180       190       200       210  
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 68.4  bits: 19.2 E():   77 
Smith-Waterman score: 50; 26.8% identity (51.2% similar) in 41 aa overlap (9-45:190-230) 
 
                                     10            20        30     
AAD-12                       LHAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::  .  :    ::.  
gi|215 NKPVIFTKSNLAKSPELDAKMYDICYSTAAAPIYFPPHHFVTHTSNGARYEFNLVDGAVA 
     160       170       180       190       200       210          
 
           40        50        60        70        80               
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY               
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.3  bits: 18.9 E():   78 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (5-36:176-207) 
 
                                         10        20        30     
AAD-12                           LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
         150       160       170       180       190       200      
 
           40        50        60        70        80               
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY               
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
         210       220       230       240       250       260      
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 68.2  bits: 19.4 E():   78 
Smith-Waterman score: 51; 28.3% identity (56.7% similar) in 60 aa overlap (10-68:186-244) 
 
                                    10        20        30          
AAD-12                      LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGG 
                                     .... :.: :: .. : : : .   .   . 
gi|215 KKRPIVYECAEISWKVMNNGDVFILLVPNFVFVWTGKH-SNRMERTTAIRVANDLKSELN 
         160       170       180       190        200       210     
 
      40        50         60        70        80                   
AAD-12 DIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHADSTY                   
        .   : .  ::  :.: : ::.: . :..                               
gi|215 RFKLSSVILEDGKEVEQTSGAEYDAFNKALSLDKKDIDLKQMPKGYDYAASDKSFESHER 
          220       230       240       250       260       270     
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.2  bits: 18.6 E():   79 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (13-23:90-100) 
 
                                 10        20        30        40   
AAD-12                   LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
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      60        70        80        90       100       110          
 
             50        60        70        80                       
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY                       
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Enteroto  (233 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.9  bits: 18.3 E():   82 
Smith-Waterman score: 47; 23.3% identity (51.2% similar) in 43 aa overlap (2-41:44-85) 
 
                                            10           20         
AAD-12                              LHAAWLQHALLI---FPGQHLSNDQQITFAK 
                                     :  .:::..:.   :  .   ::  . : . 
gi|163 KKSELQGTALGNLKQIYYYNEKAKTENKESHDQFLQHTILFKGFFTDHSWYNDLLVDFDS 
            20        30        40        50        60        70    
 
       30        40        50        60        70        80         
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY         
       .   ...  :  .                                                
gi|163 K-DIVDKYKGKKVDLYGAYYGYQCAGGTPNKTACMYGGVTLHDNNRLTEEKKVPINLWLD 
             80        90       100       110       120       130   
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (36-57:15-36) 
 
          10        20        30        40        50        60      
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|218                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
          70        80                                              
AAD-12 KVIVGNMAWHADSTY                                              
                                                                    
gi|218 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (36-57:15-36) 
 
          10        20        30        40        50        60      
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|144                 MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
          70        80                                              
AAD-12 KVIVGNMAWHADSTY                                              
                                                                    
gi|144 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (36-57:15-36) 
 
          10        20        30        40        50        60      
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|288                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
          70        80                                              
AAD-12 KVIVGNMAWHADSTY                                              
                                                                    
gi|288 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
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>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (36-57:15-36) 
 
          10        20        30        40        50        60      
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|604                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
          70        80                                              
AAD-12 KVIVGNMAWHADSTY                                              
                                                                    
gi|604 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 67.8  bits: 17.8 E():   82 
Smith-Waterman score: 45; 33.3% identity (57.8% similar) in 45 aa overlap (31-68:52-96) 
 
               10        20        30        40          50         
AAD-12 LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK--ADGT-----V 
                                     :.:..:. :.  . : ::   ::.     : 
gi|602 AFVLDADNLIPKIAPQAVKSTEILEGDGGVGTIKKINFGEGSTYSYVKHKIDGVDKDNFV 
              30        40        50        60        70        80  
 
            60        70        80                                  
AAD-12 RQHSPAEWDDMMKVIVGNMAWHADSTY                                  
        :.:  : : . ..:                                              
gi|602 YQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISHYHTKGDVEIKEEHVKAGKEKAS 
              90       100       110       120       130       140  
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 67.8  bits: 18.6 E():   83 
Smith-Waterman score: 48; 23.2% identity (51.8% similar) in 56 aa overlap (5-60:150-202) 
 
                                         10        20        30     
AAD-12                           LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. .::   .:. ::. 
gi|219 VLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSCHVMQQQCCQQLSQIPEQSRYDAIR 
     120       130       140       150       160       170          
 
           40        50        60        70        80               
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY               
        :       : . . .:  .:..: .                                   
gi|219 AI---TYSIILQEQQQGQSQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQ 
     180          190       200       210       220       230       
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 45; 25.0% identity (56.2% similar) in 48 aa overlap (38-78:111-158) 
 
        10        20        30        40           50            60 
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|132 KYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEM 
               90       100       110       120       130       140 
 
               70        80 
AAD-12 WDDMMKVIVGNMAWHADSTY 
        . .....   .  :.:.   
gi|132 GETLLRAVERYLLAHSDAYN 
              150       160 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 45; 23.3% identity (60.5% similar) in 43 aa overlap (4-46:78-119) 
 
                                          10        20        30    
AAD-12                            LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
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                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
            40        50        60        70        80        
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY        
          :::..: ::.                                          
gi|167 AAPGGGSVVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 45; 24.4% identity (61.0% similar) in 41 aa overlap (6-46:80-119) 
 
                                        10        20        30      
AAD-12                          LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :. :.    ....  .   
gi|730 GPGTIKKITFSEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLG-DKLEKVSHELKIVAA 
      50        60        70        80        90        100         
 
          40        50        60        70        80        
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY        
        :::.:: ::.                                          
gi|730 PGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      110       120       130       140       150       160 
 
>>gi|5726304|gb|AAD48405.1|AF136945_1 major allergen Cor  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (2-46:77-120) 
 
                                            10        20         30 
AAD-12                              LHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|572 GNGGPGTIKKITFAEGNEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
               40        50        60        70        80        
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY        
       .:  . :::.:. :..                                          
gi|572 AAAPH-GGGSILKITSKYHTKGNASINEEEIKAGKEKAAGLFKAVEAYLLAHPDAYC 
         110        120       130       140       150       160  
 
>>gi|11762102|gb|AAG40329.1|AF323973_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (2-46:77-120) 
 
                                            10        20         30 
AAD-12                              LHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
               40        50        60        70        80        
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY        
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|11762104|gb|AAG40330.1|AF323974_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (2-46:77-120) 
 
                                            10        20         30 
AAD-12                              LHAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
               40        50        60        70        80        
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY        
       .:  . :::.:. :..                                          
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gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|62240392|gb|AAX77384.1| 11S globulin precursor [Sin  (523 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 67.6  bits: 19.4 E():   85 
Smith-Waterman score: 51; 30.0% identity (63.3% similar) in 30 aa overlap (15-43:173-202) 
 
                               10        20         30        40    
AAD-12                 LHAAWLQHALLIFPGQHLSNDQ-QITFAKRFGAIERIGGGDIVA 
                                     ::. ...: :  :   .  .:..  ::..: 
gi|622 QQGQQGQQGQQQGQQGQQGQQGQQGQQGQQGQQGQQQQGQQGFRDMYQKVEHVRHGDVIA 
            150       160       170       180       190       200   
 
            50        60        70        80                        
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY                        
                                                                    
gi|622 NTPGSAHWIYNTGDKPLVIISLLDIANYQNQLDRNPRVFRLAGNNPQGGFGGPQQQQPQQ 
            210       220       230       240       250       260   
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.4  bits: 17.5 E():   88 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (36-58:15-37) 
 
          10        20        30        40        50        60      
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : : .... . .  ::.:  .::        
gi|100                 MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKP 
                               10        20        30        40     
 
          70        80                                              
AAD-12 KVIVGNMAWHADSTY                                              
                                                                    
gi|100 EENAGIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILG 
           50        60        70        80        90       100     
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 67.3  bits: 18.6 E():   89 
Smith-Waterman score: 48; 25.7% identity (60.0% similar) in 35 aa overlap (33-63:81-115) 
 
             10        20        30        40            50         
AAD-12 AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV----AISNVKADGTVRQHSP 
                                     :  .: :...     :. .:  :.:..  : 
gi|324 NFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFP 
               60        70        80        90       100       110 
 
       60        70        80                                       
AAD-12 AEWDDMMKVIVGNMAWHADSTY                                       
       .:. .                                                        
gi|324 SEFGNDVDRSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASS 
              120       130       140       150       160       170 
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.0  bits: 15.0 E():   92 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (74-80:19-25) 
 
            50        60        70        80  
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY  
                                     :..:..:  
gi|320             YTTEGGTKAEAEDVIPEGWKVDTSYE 
                           10        20       
 
>>gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin precurs  (148 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.0  bits: 17.5 E():   92 
Smith-Waterman score: 44; 21.2% identity (54.5% similar) in 33 aa overlap (42-74:25-57) 
 
              20        30        40        50        60        70  
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     :. ..:  .:  ...   ::.. .  .    
gi|538       MARFTIVLAVLFAAALVSASAHKTVVTTSVAEEGEEENQRGCEWESRQCQMRHC 
                     10        20        30        40        50     
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              80                                                    
AAD-12 MAWHADSTY                                                    
       : :                                                          
gi|538 MQWMRSMRGQYEESFLRSAEANQGQFEHFRECCNELRDVKSHCRCEALRCMMRQMQQEYG 
           60        70        80        90       100       110     
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 66.9  bits: 16.9 E():   92 
Smith-Waterman score: 42; 37.5% identity (62.5% similar) in 24 aa overlap (22-45:79-100) 
 
                        10        20        30        40        50  
AAD-12          LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .  :       
gi|897 QQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQL--AAQLPAMCRLEGGDALLASQ      
       50        60        70        80          90       100       
 
              60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTY 
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  49 init1:  49 opt:  51  Z-score: 66.8  bits: 19.5 E():   94 
Smith-Waterman score: 51; 29.4% identity (82.4% similar) in 17 aa overlap (55-71:535-551) 
 
           30        40        50        60        70        80     
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY     
                                     .:.:   :...:...:.              
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
gi|331 KEGCFSEEGPKLVAAAQAALV 
          570       580      
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 66.6  bits: 19.2 E():   96 
Smith-Waterman score: 50; 23.3% identity (55.8% similar) in 43 aa overlap (38-77:438-480) 
 
        10        20        30        40        50         60       
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP-AEWDDMMK 
                                     ::  .  ... :::  . :.  .  .: .  
gi|796 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHNAETTVEDRIG 
       410       420       430       440       450       460        
 
         70          80            
AAD-12 VIVGNM--AWHADSTY            
       .:. .   :.: .               
gi|796 IIIDSAEKAFHKELGAIYSEIKDAVSV 
       470       480       490     
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  49 init1:  49 opt:  51  Z-score: 66.5  bits: 19.5 E():   97 
Smith-Waterman score: 51; 29.4% identity (82.4% similar) in 17 aa overlap (55-71:558-574) 
 
           30        40        50        60        70        80     
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY     
                                     .:.:   :...:...:.              
gi|668 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
       530       540       550       560       570       580        
 
gi|668 KEGCFSEEGPKLVAAAQAALV 
       590       600         
 
>>gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 [Ch  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.5  bits: 17.2 E():   98 
Smith-Waterman score: 43; 33.3% identity (62.5% similar) in 24 aa overlap (36-59:15-38) 
 
          10        20        30        40        50        60      
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :. . . . .  ::::  .::.       
gi|294                 MSWQTYVDDHLMCDIEGNHLSSAAILGHDGTVWAQSPSFPQLKP 
                               10        20        30        40     
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          70        80                                              
AAD-12 KVIVGNMAWHADSTY                                              
                                                                    
gi|294 EEVSAIMKDFNEPGSLAPTGLHLGGTKYMVIQGEPGDVIRGKKGPGGVTIKKTNQALIIG 
           50        60        70        80        90       100     
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.4  bits: 18.6 E():   99 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (13-23:90-100) 
 
                                 10        20        30        40   
AAD-12                   LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
             50        60        70        80                       
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY                       
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 66.4  bits: 19.2 E():   99 
Smith-Waterman score: 50; 32.2% identity (49.2% similar) in 59 aa overlap (5-63:248-292) 
 
                                         10        20        30     
AAD-12                           LHAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     .::::. .        :.: .   : :  : 
gi|112 RPHYRQISPRVRGDEQENEGSNIFSGFAQEFLQHAFQV--------DRQTVENLR-GENE 
       220       230       240       250               260          
 
           40        50        60        70        80               
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY               
       :   : ::...     : .:  :: : :.                                
gi|112 REEQGAIVTVK-----GGLRILSPDEEDESSRSPPSRREEFDEDRSRPQQRGKYDENRRG 
      270            280       290       300       310       320    
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:35 2011 done: Fri Jan 21 00:02:35 2011 
 Total Scan time:  0.080 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 36  - 115 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     2     2:* 
  32     8     8:=* 
  34    24    22:=====* 
  36    43    44:==========* 
  38    73    73:==================* 
  40    79   102:====================     * 
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  42   113   125:=============================  * 
  44   182   138:==================================*=========== 
  46   134   140:==================================* 
  48   159   134:=================================*====== 
  50   113   122:============================= * 
  52    95   108:========================  * 
  54    93    92:======================*= 
  56    73    77:===================* 
  58    50    63:=============  * 
  60    41    51:=========== * 
  62    41    41:==========* 
  64    18    33:=====   * 
  66    21    26:======* 
  68    30    20:====*=== 
  70    23    16:===*== 
  72    27    12:==*==== 
  74     7    10:==* 
  76     5     8:=* 
  78    12     6:=*= 
  80     9     5:=*= 
  82     2     3:* 
  84     1     3:* 
  86     6     2:*= 
  88     2     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.21800.0034; mu= 5.8383 0.175 
 mean_var=50.692714.323, 0's: 2 Z-trim: 2  B-trim: 11 in 1/43 
 Lambda= 0.180136 
 Kolmogorov-Smirnov  statistic: 0.0251 (N=29) at  66 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   67 23.4       1 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   65 22.9     1.4 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   63 22.5     5.3 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   62 22.2     5.8 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   62 22.2     6.3 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   57 20.9     7.6 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   57 20.9     7.6 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   57 20.9     7.6 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   57 20.9     7.6 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   60 21.7     7.7 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   57 20.9     8.3 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   60 21.7     9.1 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   56 20.6      12 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   61 22.0      13 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   57 20.9      14 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   57 20.9      16 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   57 20.9      16 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   56 20.7      17 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   60 21.8      18 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   56 20.7      18 
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gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   57 20.9      19 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   56 20.7      19 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   56 20.7      19 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   57 21.0      22 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   57 21.0      22 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   57 21.0      22 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   57 21.0      22 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   57 21.0      22 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   57 21.0      22 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   57 21.0      22 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   57 21.0      22 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   57 21.0      22 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   50 19.0      22 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   45 17.6      22 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   55 20.4      23 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   49 18.8      24 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   51 19.3      28 
gi|14423757|sp|O04701.1|MPAC1_CYNDA RecName: Full= ( 246)   53 19.9      30 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   53 19.9      32 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   53 19.9      32 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   54 20.2      33 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   56 20.7      36 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   52 19.6      36 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 16.3      38 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 16.3      38 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   52 19.6      38 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   52 19.6      38 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   49 18.8      41 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   49 18.8      41 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   54 20.2      41 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 19.4      44 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 18.5      45 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 19.1      45 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   51 19.4      45 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   52 19.7      47 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 19.4      47 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   47 18.3      48 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   48 18.6      49 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   48 18.6      49 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   48 18.6      49 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   48 18.6      49 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   48 18.6      49 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   48 18.6      49 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   48 18.6      49 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   48 18.6      49 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   48 18.6      49 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   48 18.6      49 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   48 18.6      49 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   48 18.6      49 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   48 18.6      49 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   48 18.6      49 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   48 18.6      49 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   54 20.2      50 
gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=M ( 308)   51 19.4      53 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   49 18.8      53 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   53 19.9      53 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   49 18.8      55 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 19.1      55 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 19.1      55 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   49 18.8      56 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   52 19.7      56 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   47 18.3      58 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   47 18.3      58 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   47 18.3      58 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   47 18.3      58 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   47 18.3      58 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   47 18.3      58 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   47 18.3      58 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   47 18.3      58 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   47 18.3      58 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   51 19.4      64 
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gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   51 19.4      64 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   51 19.4      64 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   52 19.7      64 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 18.9      65 
gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full= (  85)   43 17.2      66 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   46 18.0      69 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 18.0      69 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   53 20.0      69 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 18.0      70 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   46 18.0      70 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   46 18.0      70 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   46 18.0      70 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   46 18.0      70 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   46 18.0      70 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   46 18.0      70 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   44 17.5      71 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   44 17.5      71 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   49 18.9      74 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   47 18.3      75 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   50 19.1      77 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   49 18.9      78 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   51 19.4      79 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   48 18.6      80 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   44 17.5      82 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   44 17.5      82 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   44 17.5      82 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   44 17.5      82 
gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Ente ( 233)   47 18.3      82 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   45 17.8      82 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   45 17.8      83 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   45 17.8      83 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   45 17.8      83 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   48 18.6      83 
gi|11762102|gb|AAG40329.1|AF323973_1 major allerge ( 161)   45 17.8      83 
gi|5726304|gb|AAD48405.1|AF136945_1 major allergen ( 161)   45 17.8      83 
gi|11762104|gb|AAG40330.1|AF323974_1 major allerge ( 161)   45 17.8      83 
gi|62240392|gb|AAX77384.1| 11S globulin precursor  ( 523)   51 19.4      86 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   44 17.5      87 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   48 18.6      89 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 15.0      91 
gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin pre ( 148)   44 17.5      92 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   49 18.9      92 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   49 18.9      92 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   42 17.0      92 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   51 19.4      95 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 19.2      97 
gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 ( 131)   43 17.2      98 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   51 19.4      98 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   48 18.6      99 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   50 19.2   1e 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  67  Z-score: 102.4  bits: 23.4 E():    1 
Smith-Waterman score: 67; 40.0% identity (63.3% similar) in 30 aa overlap (48-77:30-56) 
 
        20        30        40        50        60        70        
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:::.  ::. : :   ::. :.. : 
gi|126  TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTK--KGNL-WEVKS 
                10        20        30        40          50        
 
        80                                       
AAD-12 TYM                                       
                                                 
gi|126 AKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
         60        70        80        90        
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  65  Z-score: 99.6  bits: 22.9 E():  1.4 
Smith-Waterman score: 65; 35.5% identity (64.5% similar) in 31 aa overlap (48-78:30-57) 
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        20        30        40        50        60        70        
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:::.  ::. . :   ::. :.. : 
gi|144  VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKS 
                10        20        30        40          50        
 
        80                                      
AAD-12 TYM                                      
       .                                        
gi|144 SKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
         60        70        80        90       
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  44 init1:  44 opt:  63  Z-score: 89.4  bits: 22.5 E():  5.3 
Smith-Waterman score: 63; 26.7% identity (56.7% similar) in 60 aa overlap (20-79:207-260) 
 
                          10        20        30        40          
AAD-12            HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|390 GSNPNYLALLVKFVAGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
        180       190       200       210       220            230  
 
      50        60        70        80   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYM   
        :::  . .      : .. . .:.::..:    
gi|390 FTVRYTTEGGTKGEAKDVIPE-GWKADTAYESK 
             240       250        260    
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  44 init1:  44 opt:  62  Z-score: 88.7  bits: 22.2 E():  5.8 
Smith-Waterman score: 62; 26.7% identity (55.0% similar) in 60 aa overlap (20-79:184-237) 
 
                          10        20        30        40          
AAD-12            HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|458 GSNPNYLALLVKFVAGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
           160       170       180       190       200              
 
      50        60        70        80   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYM   
        :::  . .      : .. . .:.::. :    
gi|458 FTVRYTTEGGTKGEAKDVIPE-GWKADTCYESK 
      210       220        230       240 
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  44 init1:  44 opt:  62  Z-score: 88.1  bits: 22.2 E():  6.3 
Smith-Waterman score: 62; 26.7% identity (56.7% similar) in 60 aa overlap (20-79:206-259) 
 
                          10        20        30        40          
AAD-12            HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|158 KGSNPNYLALLVKFSGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
         180       190       200       210       220            230 
 
      50        60        70        80   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYM   
        :::  . .      : .. . .:.::..:    
gi|158 FTVRYTTEGGTKARAKDVIPE-GWKADTAYESK 
              240       250        260   
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 86.6  bits: 20.9 E():  7.6 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (22-77:29-82) 
 
                      10        20        30        40        50    
AAD-12        HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
            60        70        80                                  
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AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYM                                  
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 86.6  bits: 20.9 E():  7.6 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (22-77:29-82) 
 
                      10        20        30        40        50    
AAD-12        HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSGLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYM                                  
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 86.6  bits: 20.9 E():  7.6 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (22-77:29-82) 
 
                      10        20        30        40        50    
AAD-12        HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYM                                  
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 86.6  bits: 20.9 E():  7.6 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (22-77:29-82) 
 
                      10        20        30        40        50    
AAD-12        HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|117 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYM                                  
       .:.  ::  : :   :  .:  ::                                     
gi|117 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 86.6  bits: 21.7 E():  7.7 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (12-43:133-160) 
 
                                  10        20        30        40  
AAD-12                    HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|221 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
            110       120       130       140           150         
 
              50        60        70        80                      
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM                      
       :.                                                           
gi|221 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
      160       170       180       190       200       210         
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  38 init1:  38 opt:  57  Z-score: 86.0  bits: 20.9 E():  8.3 
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Smith-Waterman score: 57; 25.7% identity (50.0% similar) in 70 aa overlap (3-67:33-102) 
 
                                           10         20        30  
AAD-12                             HAAWLQHALLIFPGQ-HLSNDQQITFAKRFGA 
                                     : .:: .. :  : :  . :: :   . :  
gi|273 MEHYLKTYLSWLTEEQKEKLKEMKEAGKTKAEIQHEVMHFYDQLHGEEKQQATEKLKVGC 
             10        20        30        40        50        60   
 
                  40        50        60        70        80        
AAD-12 IERIGG--GD--IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM        
          . :  :.  .: . :.:  :.  :.   . . :.. .                     
gi|273 KMLLKGVIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIF 
             70        80        90       100       110       120   
 
gi|273 GATTLQHHRRRR 
            130     
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 85.2  bits: 21.7 E():  9.1 
Smith-Waterman score: 60; 23.3% identity (58.3% similar) in 60 aa overlap (20-79:207-260) 
 
                          10        20        30        40          
AAD-12            HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   : .. .   .  
gi|126 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
      50        60        70        80   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYM   
        :..  . .:..:..       .:.::..:    
gi|126 YTTEGGTKSEFEDVIP-----EGWKADTSYSAK 
         240       250            260    
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 83.3  bits: 20.6 E():   12 
Smith-Waterman score: 56; 27.1% identity (58.3% similar) in 48 aa overlap (37-77:111-158) 
 
         10        20        30        40           50              
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|400 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
      60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYM 
        . ..... : .  :.:.    
gi|400 GETLLRAVEGYLLAHSDAYN  
              150       160  
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 82.6  bits: 22.0 E():   13 
Smith-Waterman score: 61; 38.7% identity (58.1% similar) in 31 aa overlap (13-43:108-138) 
 
                                 10        20        30        40   
AAD-12                   HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA 
                                     : :  .. :.  :  :   :.:.  :::.: 
gi|259 YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIA 
        80        90       100       110       120       130        
 
             50        60        70        80                       
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM                       
       :                                                            
gi|259 IPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGR 
       140       150       160       170       180       190        
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  44 init1:  44 opt:  57  Z-score: 81.7  bits: 20.9 E():   14 
Smith-Waterman score: 57; 23.3% identity (58.3% similar) in 60 aa overlap (20-79:184-237) 
 
                          10        20        30        40          
AAD-12            HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
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                                     :. :.. . .::: :.   :     .. .  
gi|331 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIALKESWGAIWRVDTPD-----KLTGP 
           160       170       180       190       200              
 
      50        60        70        80   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYM   
        :::  . .   . .. .. . .:.::..:    
gi|331 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYEAK 
      210       220        230       240 
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  44 init1:  44 opt:  57  Z-score: 81.0  bits: 20.9 E():   16 
Smith-Waterman score: 57; 23.3% identity (58.3% similar) in 60 aa overlap (20-79:208-261) 
 
                          10        20        30        40          
AAD-12            HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: :.   :     .. .  
gi|180 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIALKESWGAIWRVDTPD-----KLTGP 
       180       190       200       210       220            230   
 
      50        60        70        80   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYM   
        :::  . .   . .. .. . .:.::..:    
gi|180 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYEAK 
            240       250        260     
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 80.9  bits: 20.9 E():   16 
Smith-Waterman score: 57; 25.7% identity (50.0% similar) in 70 aa overlap (3-67:33-102) 
 
                                           10         20        30  
AAD-12                             HAAWLQHALLIFPGQ-HLSNDQQITFAKRFGA 
                                     : .:: .. .  : :  . :: :   . :  
gi|273 MEHYLKTYLSWLTEEQKEKLKEMKEAGQTKAEIQHEVMHYYDQLHGEEKQQATEKLKVGC 
             10        20        30        40        50        60   
 
                  40        50        60        70        80        
AAD-12 IERIGG--GD--IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM        
          . :  :.  .: . :::  :.  :.   . . :.. .                     
gi|273 KMLLKGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIF 
             70        80        90       100       110       120   
 
gi|273 GATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKELEAKILHYYDEL 
            130       140       150       160       170       180   
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 80.3  bits: 20.7 E():   17 
Smith-Waterman score: 56; 25.0% identity (56.7% similar) in 60 aa overlap (20-79:185-238) 
 
                          10        20        30        40          
AAD-12            HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|283 GSNPNYLALLVKYVNGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
          160       170       180       190       200        210    
 
      50        60        70        80   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYM   
        :..  . .: .:..       .:.::..:    
gi|283 YTTEGGTKTEAEDVIP-----EGWKADTSYESK 
           220            230       240  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 80.0  bits: 21.8 E():   18 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (12-43:131-158) 
 
                                  10        20        30        40  
AAD-12                    HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|213 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
              110       120       130       140           150       
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              50        60        70        80                      
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM                      
       :.                                                           
gi|213 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
        160       170       180       190       200       210       
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 79.9  bits: 20.7 E():   18 
Smith-Waterman score: 56; 23.3% identity (56.7% similar) in 60 aa overlap (20-79:196-249) 
 
                          10        20        30        40          
AAD-12            HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   :     .. .  
gi|168 GSNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPD-----KLTGP 
         170       180       190       200       210            220 
 
      50        60        70        80   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYM   
        :::  . .   . .. .. . .:.::..:    
gi|168 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYSAK 
              230       240        250   
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 79.7  bits: 20.9 E():   19 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (1-74:194-266) 
 
                                             10         20          
AAD-12                               HAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|261 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
           170       180       190       200       210       220    
 
      30        40        50        60        70        80          
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM          
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|261 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIET 
           230         240       250       260       270       280  
 
gi|261 YLFAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFS 
             290       300       310       
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 79.6  bits: 20.7 E():   19 
Smith-Waterman score: 56; 23.3% identity (56.7% similar) in 60 aa overlap (20-79:207-260) 
 
                          10        20        30        40          
AAD-12            HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   :     .. .  
gi|752 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPD-----KLTGP 
        180       190       200       210       220            230  
 
      50        60        70        80   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYM   
        :::  . .   . .. .. . .:.::..:    
gi|752 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYSAK 
             240       250        260    
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 79.6  bits: 20.7 E():   19 
Smith-Waterman score: 56; 25.0% identity (56.7% similar) in 60 aa overlap (20-79:207-260) 
 
                          10        20        30        40          
AAD-12            HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|117 GSNPNYLALLVKYVNGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
      50        60        70        80   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYM   
        :..  . .: .:..       .:.::..:    
gi|117 YTTEGGTKTEAEDVIP-----EGWKADTSYESK 
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         240       250            260    
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 78.4  bits: 21.0 E():   22 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (1-74:230-302) 
 
                                             10         20          
AAD-12                               HAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLANIYPYFTYADNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
      30        40        50        60        70        80          
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM          
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|124 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIET 
     260       270         280       290       300       310        
 
gi|124 YLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHDATILFLKSDM 
       320       330       340       350       360       370     
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 78.4  bits: 21.0 E():   22 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (1-74:230-302) 
 
                                             10         20          
AAD-12                               HAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
      30        40        50        60        70        80          
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM          
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|124 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIET 
     260       270         280       290       300       310        
 
gi|124 YLFAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
       320       330       340       350       360       370     
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 78.4  bits: 21.0 E():   22 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (1-74:230-302) 
 
                                             10         20          
AAD-12                               HAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSSXSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
      30        40        50        60        70        80          
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM          
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|124 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIET 
     260       270         280       290       300       310        
 
gi|124 YLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
       320       330       340       350       360       370     
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 78.4  bits: 21.0 E():   22 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (1-74:230-302) 
 
                                             10         20          
AAD-12                               HAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|268 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
      30        40        50        60        70        80          
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM          
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       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|268 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIET 
     260       270         280       290       300       310        
 
gi|268 YLFAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
       320       330       340       350       360       370     
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 78.4  bits: 21.0 E():   22 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (1-74:230-302) 
 
                                             10         20          
AAD-12                               HAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|270 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
      30        40        50        60        70        80          
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM          
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|270 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPDRAIET 
     260       270         280       290       300       310        
 
gi|270 YLFAMFDENQKQPEVEKHFGLFFPDKRPKYNLNFSAKKNWDISTEHNATVLFLKSDM 
       320       330       340       350       360       370     
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 78.4  bits: 21.0 E():   22 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (1-74:230-302) 
 
                                             10         20          
AAD-12                               HAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|327 GFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
      30        40        50        60        70        80          
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM          
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|327 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIET 
     260       270         280       290       300       310        
 
gi|327 YLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
       320       330       340       350       360       370     
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 78.4  bits: 21.0 E():   22 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (1-74:230-302) 
 
                                             10         20          
AAD-12                               HAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|124 GFLSSIRSPLLTNIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
      30        40        50        60        70        80          
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM          
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|124 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIET 
     260       270         280       290       300       310        
 
gi|124 YLFATFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
       320       330       340       350       360       370     
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 78.4  bits: 21.0 E():   22 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (1-74:230-302) 
 
                                             10         20          
AAD-12                               HAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
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gi|124 RFLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
      30        40        50        60        70        80          
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM          
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|124 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIET 
     260       270         280       290       300       310        
 
gi|124 YLFAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
       320       330       340       350       360       370     
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  42 init1:  42 opt:  57  Z-score: 78.4  bits: 21.0 E():   22 
Smith-Waterman score: 57; 21.3% identity (58.7% similar) in 75 aa overlap (1-74:230-302) 
 
                                             10         20          
AAD-12                               HAAWLQHALLIFPGQH-LSNDQQITFAKRF 
                                     .: . . ..... ::.  .:  . :.   . 
gi|118 GFLSSIRSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALY 
     200       210       220       230       240       250          
 
      30        40        50        60        70        80          
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM          
       .:.:: .::.. ..  :. .:     . :   :  .. ..:.  :                
gi|118 SALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIET 
     260       270         280       290       300       310        
 
gi|118 YLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
       320       330       340       350       360       370     
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 78.3  bits: 19.0 E():   22 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (36-51:29-43) 
 
          10        20        30        40        50        60      
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105   CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
                 10        20        30         40        50        
 
          70        80                            
AAD-12 VIVGNMAWHADSTYM                            
                                                  
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
        60        70        80        90          
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 78.2  bits: 17.6 E():   22 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (21-44:17-38) 
 
               10        20        30        40        50        60 
AAD-12 HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEW 
                           ::.  : .. :. :. ::: .. :                 
gi|217     LVSVEHQAARLKVAKAQQL--AAQLPAMCRLEGGDALSASQ                
                   10          20        30                         
 
               70        80 
AAD-12 DDMMKVIVGNMAWHADSTYM 
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  44 init1:  44 opt:  55  Z-score: 78.0  bits: 20.4 E():   23 
Smith-Waterman score: 55; 25.9% identity (56.9% similar) in 58 aa overlap (20-77:213-264) 
 
                          10        20        30        40          
AAD-12            HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|249 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
            190       200       210       220       230        240  
 
      50        60        70        80   
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AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYM   
        :..  . ::..:..       .:.::.      
gi|249 YTTEGGTKAEFEDVIP-----EGWKADTHDASK 
             250            260          
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 77.6  bits: 18.8 E():   24 
Smith-Waterman score: 49; 32.3% identity (58.1% similar) in 31 aa overlap (51-79:35-64) 
 
               30        40        50          60        70         
AAD-12 QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE--WDDMMKVIVGNMAWHADST 
                                     : . ..::.  :: .  : .   .: ::.  
gi|323 QTCAGNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKP 
           10        20        30        40         50        60    
 
       80                           
AAD-12 YM                           
       :                            
gi|323 YSWRYGWTAFCGPAGPRCLRTNAAVTVR 
            70        80        90  
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 76.3  bits: 19.3 E():   28 
Smith-Waterman score: 51; 27.1% identity (62.5% similar) in 48 aa overlap (37-77:110-157) 
 
         10        20        30        40           50              
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|437 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
      80        90       100       110       120       130          
 
      60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYM 
        . ..:.. . .  :.:.    
gi|437 GETLLKAVESYLLAHSDAYN  
     140       150           
 
>>gi|14423757|sp|O04701.1|MPAC1_CYNDA RecName: Full=Majo  (246 aa) 
 initn:  40 init1:  40 opt:  53  Z-score: 75.9  bits: 19.9 E():   30 
Smith-Waterman score: 53; 21.1% identity (52.6% similar) in 57 aa overlap (10-66:148-200) 
 
                                    10        20        30          
AAD-12                      HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGD 
                                     . :  .. :::. ...  ...:    : :. 
gi|144 KKGQEDKLRKAGELTLQFRRVKCKYPSGTKITFHIEKGSNDHYLALLVKYAA----GDGN 
       120       130       140       150       160           170    
 
      40        50        60        70        80                    
AAD-12 IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM                    
       :::..    :.       . :  . ..                                  
gi|144 IVAVDIKPRDSDEFIPMKSSWGAIWRIDPKKPLKGPFSIRLTSEGGAHLVQDDVIPANWK 
           180       190       200       210       220       230    
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 75.3  bits: 19.9 E():   32 
Smith-Waterman score: 53; 24.3% identity (50.0% similar) in 70 aa overlap (3-67:33-102) 
 
                                           10         20        30  
AAD-12                             HAAWLQHALLIFPGQ-HLSNDQQITFAKRFGA 
                                     : .:: .. .  : :  . :: :   . :  
gi|273 MEHYLKTYLSWLTEEQKEKLKEMKEAGKTKAEIQHEVMHYYDQLHGEEKQQATEKLKVGC 
             10        20        30        40        50        60   
 
                  40        50        60        70        80        
AAD-12 IERIGG--GD--IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM        
          . :  :.  .: . :.:  :.  :.   . . :.. .                     
gi|273 KMLLKGIIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIF 
             70        80        90       100       110       120   
 
gi|273 GATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKTKKELEAKILHYYDEL 
            130       140       150       160       170       180   
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>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 75.3  bits: 19.9 E():   32 
Smith-Waterman score: 53; 24.3% identity (50.0% similar) in 70 aa overlap (3-67:33-102) 
 
                                           10         20        30  
AAD-12                             HAAWLQHALLIFPGQ-HLSNDQQITFAKRFGA 
                                     : .:: .. .  : :  . :: :   . :  
gi|273 MEHYLKTYLSWLTEEQKEKLKEMKEAGKTKAEIQHEVMRYYDQLHGEEKQQATEKLKVGC 
             10        20        30        40        50        60   
 
                  40        50        60        70        80        
AAD-12 IERIGG--GD--IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM        
          . :  :.  .: . :.:  :.  :.   . . :.. .                     
gi|273 KMLLKGIIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIF 
             70        80        90       100       110       120   
 
gi|273 GATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKELEAKILHYYDEL 
            130       140       150       160       170       180   
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 75.2  bits: 20.2 E():   33 
Smith-Waterman score: 54; 25.6% identity (48.7% similar) in 39 aa overlap (22-60:191-229) 
 
                        10        20        30        40        50  
AAD-12          HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ::..   .:   :  : :..   .. :    
gi|320 KEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDP 
              170       180       190       200       210       220 
 
              60        70        80                                
AAD-12 VRQHSPAEWDDMMKVIVGNMAWHADSTYM                                
       : . . : :                                                    
gi|320 VISFKTALWFWMTPQSPKPSCHNVITGRWTPSAADRAAGRLPGYGVITNIINGGIECGKG 
              230       240       250       260       270       280 
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 74.5  bits: 20.7 E():   36 
Smith-Waterman score: 56; 40.6% identity (56.2% similar) in 32 aa overlap (14-43:153-184) 
 
                                10        20          30        40  
AAD-12                  HAAWLQHALLIFPGQHLSNDQQITFAK--RFGAIERIGGGDIV 
                                     ::.   .::  : .  :    .::  ::.: 
gi|258 QGQQEQQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVV 
            130       140       150       160       170       180   
 
              50        60        70        80                      
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM                      
       ::                                                           
gi|258 AIPAGVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQ 
            190       200       210       220       230       240   
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.4  bits: 19.6 E():   36 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (20-79:192-245) 
 
                          10        20        30        40          
AAD-12            HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|116 GSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
             170       180       190       200       210        220 
 
      50        60        70        80   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYM   
        :..  . .: .:..       .:.::..:    
gi|116 YTTEGGTKGEAEDVIP-----EGWKADTAYEAK 
              230            240         
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 74.1  bits: 16.3 E():   38 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (73-79:19-25) 
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             50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 
                                     :.::..:  
gi|320             YTTEGGTKAEAEDVIPEGWKADTSYE 
                           10        20       
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 74.1  bits: 16.3 E():   38 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (73-79:19-25) 
 
             50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 
                                     :.::..:  
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE 
                           10        20       
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.0  bits: 19.6 E():   38 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (20-79:207-260) 
 
                          10        20        30        40          
AAD-12            HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|386 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
      50        60        70        80   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYM   
        :..  . .: .:..       .:.::..:    
gi|386 YTTEGGTKVEAEDVIP-----EGWKADTAYESK 
         240       250            260    
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 73.9  bits: 19.6 E():   38 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (20-79:209-262) 
 
                          10        20        30        40          
AAD-12            HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|117 GSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
      180       190       200       210       220       230         
 
      50        60        70        80   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYM   
        :..  . .: .:..       .:.::..:    
gi|117 YTTEGGTKGEAEDVIP-----EGWKADTAYEAK 
       240       250            260      
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 49; 21.0% identity (58.0% similar) in 81 aa overlap (3-76:78-157) 
 
                                           10        20        30   
AAD-12                             HAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
             40           50           60         70        80 
AAD-12 ERIGGGDIVAISN---VKADGTV---RQHSPAEW-DDMMKVIVGNMAWHADSTYM 
          :::.:: ::.   .:.:  :   ....  :  . ..... . .  :.:     
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN  
        110       120       130       140       150       160  
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 49; 21.0% identity (58.0% similar) in 81 aa overlap (3-76:78-157) 
 
                                           10        20        30   
AAD-12                             HAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
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                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
             40           50           60         70        80 
AAD-12 ERIGGGDIVAISN---VKADGTV---RQHSPAEW-DDMMKVIVGNMAWHADSTYM 
          :::.:: ::.   .:.:  :   ....  :  . ..... . .  :.:     
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN  
        110       120       130       140       150       160  
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 73.4  bits: 20.2 E():   41 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (47-62:89-105) 
 
         20        30        40        50         60        70      
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .              
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       60        70        80        90       100       110         
 
          80                                                        
AAD-12 DSTYM                                                        
                                                                    
gi|114 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      120       130       140       150       160       170         
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 72.9  bits: 19.4 E():   44 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (36-51:181-195) 
 
          10        20        30        40        50        60      
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
          70        80                             
AAD-12 VIVGNMAWHADSTYM                             
                                                   
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 72.7  bits: 18.5 E():   45 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (44-60:2-19) 
 
            20        30        40         50        60        70   
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD-GTVRQHSPAEWDDMMKVIVGNMA 
                                     ..: .: :.. ..::.::             
gi|250                              PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPF 
                                            10        20        30  
 
             80                                                     
AAD-12 WHADSTYM                                                     
                                                                    
gi|250 PRCRALVKSQCAGGQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDK 
              40        50        60        70        80        90  
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 72.6  bits: 19.1 E():   45 
Smith-Waterman score: 50; 40.0% identity (72.0% similar) in 25 aa overlap (40-64:9-29) 
 
      10        20        30        40        50        60          
AAD-12 LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG 
                                     :::.....: .    :.:: .:: :      
gi|144                       MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMV 
                                     10            20        30     
 
      70        80                                                  
AAD-12 NMAWHADSTYM                                                  
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gi|144 DQIVKSLTTKKELDPFKIEQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKID 
           40        50        60        70        80        90     
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 72.6  bits: 19.4 E():   45 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (36-66:192-222) 
 
          10        20        30        40        50         60     
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : : ..  
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
           70        80                            
AAD-12 KVIVGNMAWHADSTYM                            
       .:                                          
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.4  bits: 19.7 E():   47 
Smith-Waterman score: 60; 16.9% identity (64.6% similar) in 65 aa overlap (7-71:239-298) 
 
                                       10        20        30       
AAD-12                         HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG 
                                     :....   :. ...: : .   ..  :..: 
gi|170 SDCQVMRQQCCQQLAQIPQQLQCAAIHSVVHSIIMQQQQQQQQQQGIDIFLPLSQHEQVG 
      210       220       230       240       250       260         
 
         40        50        60        70        80                 
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM                 
        :..:     ...: .. ..::. . . .... ..                          
gi|170 QGSLV-----QGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSIMRAPFASIVAG 
      270            280       290       300       310       320    
 
gi|170 IGGQ 
            
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 72.4  bits: 19.4 E():   47 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (36-51:199-213) 
 
          10        20        30        40        50        60      
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
          70        80                             
AAD-12 VIVGNMAWHADSTYM                             
                                                   
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 72.1  bits: 18.3 E():   48 
Smith-Waterman score: 47; 28.6% identity (68.6% similar) in 35 aa overlap (22-55:93-127) 
 
                        10        20         30        40        50 
AAD-12          HAAWLQHALLIFPGQHLSNDQQITFA-KRFGAIERIGGGDIVAISNVKADG 
                                     :  :. :.   :....: :.:. ..: .   
gi|121 FKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVT 
             70        80        90       100       110       120   
 
               60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYM 
       .::..                          
gi|121 SVRSYKRI                       
            130                       
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 1025



 

 

 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   49 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (37-77:110-157) 
 
         10        20        30        40           50              
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|115 KYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
      60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYM 
        . ..... . .  :.:.    
gi|115 GETLLRAVESYLLAHSDAYN  
     140       150           
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   49 
Smith-Waterman score: 48; 25.0% identity (62.5% similar) in 48 aa overlap (37-77:110-157) 
 
         10        20        30        40           50              
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|437 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
      80        90       100       110       120       130          
 
      60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYM 
        . ..... . .  :.:.    
gi|437 GETLLRAVESYLLAHSDAYN  
     140       150           
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   49 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (37-77:110-157) 
 
         10        20        30        40           50              
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|384 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
      60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYM 
        . ..... . .  :.:.    
gi|384 GETLLRAVESYLLAHSDAYN  
     140       150           
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   49 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (37-77:110-157) 
 
         10        20        30        40           50              
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|437 KYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
      60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYM 
        . ..... . .  :.:.    
gi|437 GETLLRAVESYLLAHSDAYN  
     140       150           
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (37-77:111-158) 
 
         10        20        30        40           50              
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
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               90       100       110       120       130       140 
 
      60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYM 
        . ..... . .  :.:.    
gi|154 RETLLRAVESYLLAHSDAYN  
              150       160  
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (37-77:111-158) 
 
         10        20        30        40           50              
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|256 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
      60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYM 
        . ..... . .  :.:.    
gi|256 GETLLRAVESYLLAHSDAYN  
              150       160  
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (37-77:111-158) 
 
         10        20        30        40           50              
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
      60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYM 
        . ..... . .  :.:.    
gi|154 GETLLRAVESYLLAHSDAYN  
              150       160  
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (37-77:111-158) 
 
         10        20        30        40           50              
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|400 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
      60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYM 
        . ..... . .  :.:.    
gi|400 GETLLRAVESYLLAHSDAYN  
              150       160  
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (37-77:111-158) 
 
         10        20        30        40           50              
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|132 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
      60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYM 
        . ..... . .  :.:.    
gi|132 GETLLRAVESYLLAHSDAYN  
              150       160  
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>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (37-77:111-158) 
 
         10        20        30        40           50              
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|256 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
      60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYM 
        . ..... . .  :.:.    
gi|256 GETLLRAVESYLLAHSDAYN  
              150       160  
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (37-77:111-158) 
 
         10        20        30        40           50              
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|114 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
      60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYM 
        . ..... . .  :.:.    
gi|114 GETLLRAVESYLLAHSDAYN  
              150       160  
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (37-77:111-158) 
 
         10        20        30        40           50              
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
      60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYM 
        . ..... . .  :.:.    
gi|154 GETLLRAVESYLLAHSDAYN  
              150       160  
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 48; 25.6% identity (62.8% similar) in 43 aa overlap (3-45:78-119) 
 
                                           10        20        30   
AAD-12                             HAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ....  .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
             40        50        60        70        80       
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM       
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 48; 25.0% identity (62.5% similar) in 48 aa overlap (37-77:111-158) 
 
         10        20        30        40           50              
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
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                                     ::.:. :::   .:.:  .. .:  :   . 
gi|400 KYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
      60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYM 
        . ..... . .  :.:.    
gi|400 GETLLRAVESYLLAHSDAYN  
              150       160  
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (37-77:111-158) 
 
         10        20        30        40           50              
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
      60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYM 
        . ..... . .  :.:.    
gi|154 GETLLRAVESYLLAHSDAYN  
              150       160  
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 71.9  bits: 20.2 E():   50 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (47-62:119-135) 
 
         20        30        40        50         60        70      
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .              
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       90       100       110       120       130       140         
 
          80                                                        
AAD-12 DSTYM                                                        
                                                                    
gi|476 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      150       160       170       180       190       200         
 
>>gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=Major  (308 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 71.4  bits: 19.4 E():   53 
Smith-Waterman score: 51; 31.5% identity (53.7% similar) in 54 aa overlap (26-75:104-154) 
 
                    10        20        30        40          50    
AAD-12      HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD--GTVR 
                                     ::  : : ..  .  :: . ..:   : :: 
gi|249 PLPTPLRRTSSRSSRPPSPSPPRASSPTSAAKAPGLIPKLDTAYDVAYKAAEAHPRGQVR 
            80        90       100       110       120       130    
 
              60        70        80                                
AAD-12 Q--HSPAEWDDMMKVIVGNMAWHADSTYM                                
       .  : : .    ..::.: .  ::                                     
gi|249 RLRHCPHR---SLRVIAGALEVHAVKPATEEVLAAKIPTGELQIVDKIDAAFKIAATAAN 
           140          150       160       170       180       190 
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 71.4  bits: 18.8 E():   53 
Smith-Waterman score: 49; 29.3% identity (51.7% similar) in 58 aa overlap (5-62:63-116) 
 
                                         10        20        30     
AAD-12                           HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|833 HHQTYVNGLNAALEAQKKAAEANDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
             40        50        60        70           80          
 
           40        50        60        70        80               
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM               
        ::: :     .::    :  :  .. :                                 
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gi|833 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
       90       100       110       120       130       140         
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 71.4  bits: 19.9 E():   53 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (19-39:330-350) 
 
                           10        20        30        40         
AAD-12             HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|149 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
       50        60        70        80                             
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM                             
                                                                    
gi|149 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 71.1  bits: 18.8 E():   55 
Smith-Waterman score: 49; 29.3% identity (51.7% similar) in 58 aa overlap (5-62:74-127) 
 
                                         10        20        30     
AAD-12                           HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|164 HHQTYVNGLNAALEAQKKAAEATDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
            50        60        70        80           90           
 
           40        50        60        70        80               
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM               
        ::: :     .::    :  :  .. :                                 
gi|164 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
     100       110       120       130       140       150          
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 71.0  bits: 19.1 E():   55 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (36-51:198-212) 
 
          10        20        30        40        50        60      
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
          70        80                             
AAD-12 VIVGNMAWHADSTYM                             
                                                   
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
        230       240       250       260          
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 71.0  bits: 19.1 E():   55 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (36-51:198-212) 
 
          10        20        30        40        50        60      
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
          70        80                             
AAD-12 VIVGNMAWHADSTYM                             
                                                   
gi|115 RKDSDKPIKGPITVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
        230       240       250       260          
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.0  bits: 18.8 E():   56 
Smith-Waterman score: 49; 33.3% identity (57.1% similar) in 21 aa overlap (2-22:10-30) 
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                       10        20        30        40        50   
AAD-12         HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV 
                :::.      ::: :  ....                               
gi|944 MKTLGVLFIAAWFIACTHSFPGAHDEDSKEERKNVDTVLVLPSIERDQMMAATFDFPSLS 
               10        20        30        40        50        60 
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 71.0  bits: 19.7 E():   56 
Smith-Waterman score: 52; 26.1% identity (60.9% similar) in 46 aa overlap (4-47:117-160) 
 
                                            10        20        30  
AAD-12                            HAAWL--QHALLIFPGQHLSNDQQITFAKRFGA 
                                     :.  :. ..:.  :..   .. :.  : .  
gi|113 IYMVTSDQDDDVVNPKEGTLRFGATQDRPLWIIFQRDMIIYLQQEMVVTSDKTIDGRGAK 
         90       100       110       120       130       140       
 
              40        50        60        70        80            
AAD-12 IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM            
       .: . ::  ... :::                                             
gi|113 VELVYGG--ITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGDAIHVTGSS 
        150         160       170       180       190       200     
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 47; 25.0% identity (58.3% similar) in 48 aa overlap (37-77:110-157) 
 
         10        20        30        40           50              
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|159 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEL 
      80        90       100       110       120       130          
 
      60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYM 
        . ..... . .  :.:.    
gi|159 GETLLRAVESYLLAHSDAYN  
     140       150           
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (37-77:111-158) 
 
         10        20        30        40           50              
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
      60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYM 
        . ..... . .  :.:.    
gi|116 GEALLRAVESYLLAHSDAYN  
              150       160  
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (37-77:111-158) 
 
         10        20        30        40           50              
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|400 KYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
      60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYM 
        . ..... . .  :.:.    
gi|400 GEALLRAVESYLLAHSDAYN  
              150       160  
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
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 initn:  38 init1:  38 opt:  47  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (37-77:111-158) 
 
         10        20        30        40           50              
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
      60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYM 
        . ..... . .  :.:.    
gi|132 AEALLRAVESYLLAHSDAYN  
              150       160  
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (37-77:111-158) 
 
         10        20        30        40           50              
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
      60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYM 
        . ..... . .  :.:.    
gi|132 GEALLRAVESYLLAHSDAYN  
              150       160  
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (37-77:111-158) 
 
         10        20        30        40           50              
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
      60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYM 
        . ..... . .  :.:.    
gi|116 GEALLRAVESYLLAHSDAYN  
              150       160  
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (37-77:111-158) 
 
         10        20        30        40           50              
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDQEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
      60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYM 
        . ..... . .  :.:.    
gi|116 GEALLRAVESYLLAHSDAYN  
              150       160  
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (37-77:111-158) 
 
         10        20        30        40           50              
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
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               90       100       110       120       130       140 
 
      60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYM 
        . ..... . .  :.:.    
gi|116 GEALLRAVESYLLAHSDAYN  
              150       160  
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (37-77:111-158) 
 
         10        20        30        40           50              
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
      60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYM 
        . ..... . .  :.:.    
gi|132 GEALLRAVESYLLAHSDAYN  
              150       160  
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 69.9  bits: 19.4 E():   64 
Smith-Waterman score: 51; 21.6% identity (56.9% similar) in 51 aa overlap (25-74:103-153) 
 
                     10        20         30        40        50    
AAD-12       HAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|309 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
            60        70        80                                  
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYM                                  
       .: :: ::   : .. .. ..                                        
gi|309 DHPPASWDWRKKGVITQVKYQGGCGSGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 69.9  bits: 19.4 E():   64 
Smith-Waterman score: 51; 21.6% identity (56.9% similar) in 51 aa overlap (25-74:103-153) 
 
                     10        20         30        40        50    
AAD-12       HAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|119 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
            60        70        80                                  
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYM                                  
       .: :: ::   : .. .. ..                                        
gi|119 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 69.9  bits: 19.4 E():   64 
Smith-Waterman score: 51; 21.6% identity (56.9% similar) in 51 aa overlap (25-74:103-153) 
 
                     10        20         30        40        50    
AAD-12       HAAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|129 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
            60        70        80                                  
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYM                                  
       .: :: ::   : .. .. ..                                        
gi|129 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
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>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 69.8  bits: 19.7 E():   64 
Smith-Waterman score: 52; 25.0% identity (65.6% similar) in 32 aa overlap (12-43:117-148) 
 
                                  10        20        30        40  
AAD-12                    HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : :.. .....  :  .   ....  :::. 
gi|303 APKLYYVTQGRGILGVLMPGCPETFQSMSQFQGSREQEEERGRFQDQHQKVHHLKKGDII 
         90       100       110       120       130       140       
 
              50        60        70        80                      
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM                      
       ::                                                           
gi|303 AIPAGVALWCYNDGDEDLVTVLVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLR 
        150       160       170       180       190       200       
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 69.8  bits: 18.9 E():   65 
Smith-Waterman score: 54; 21.7% identity (56.7% similar) in 60 aa overlap (20-79:207-260) 
 
                          10        20        30        40          
AAD-12            HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :.   . . .::. ::   : .. .   .  
gi|168 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWTELKESWGAVWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
      50        60        70        80   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYM   
        :..  . .:..:..       .:.::..:    
gi|168 YTTEGGTKSEFEDVIP-----EGWKADTSYSAK 
         240       250            260    
 
>>gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full=Polc  (85 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.6  bits: 17.2 E():   66 
Smith-Waterman score: 43; 36.6% identity (46.3% similar) in 41 aa overlap (27-67:17-54) 
 
               10        20        30        40        50        60 
AAD-12 HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEW 
                                 ::: :    : : : :    .:  :. . .: :  
gi|144           MADDHPQDKAERERIFKRFDAN---GDGKISAAELGEALKTLGSITPDEV 
                         10        20           30        40        
 
               70        80                   
AAD-12 DDMMKVIVGNMAWHADSTYM                   
         ::  :                                
gi|144 KHMMAEIDTDGDGFISFQEFTDFGRANRGLLKDVAKIF 
        50        60        70        80      
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (3-45:77-118) 
 
                                           10        20        30   
AAD-12                             HAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|402 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
         50        60        70        80        90        100      
 
             40        50        60        70        80       
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM       
          :::.:: ::.                                          
gi|402 AAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
         110       120       130       140       150          
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (36-45:109-118) 
 
          10        20        30        40        50        60      
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
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                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
          70        80       
AAD-12 VIVGNMAWHADSTYM       
                             
gi|534 KAEALFRAVESYLLAHSDAYN 
      140       150          
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 69.2  bits: 20.0 E():   69 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (19-39:330-350) 
 
                           10        20        30        40         
AAD-12             HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|169 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
       50        60        70        80                             
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM                             
                                                                    
gi|169 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (36-45:110-119) 
 
          10        20        30        40        50        60      
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
          70        80       
AAD-12 VIVGNMAWHADSTYM       
                             
gi|534 KAEALFRAVESYLLAHSDAYN 
     140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (3-45:78-119) 
 
                                           10        20        30   
AAD-12                             HAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
             40        50        60        70        80       
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM       
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (3-45:78-119) 
 
                                           10        20        30   
AAD-12                             HAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
             40        50        60        70        80       
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM       
          :::.:: ::.                                          
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gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 46; 23.3% identity (62.8% similar) in 43 aa overlap (3-45:78-119) 
 
                                           10        20        30   
AAD-12                             HAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :... .   ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLE-KVSHELKIV 
        50        60        70        80        90        100       
 
             40        50        60        70        80       
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM       
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (3-45:78-119) 
 
                                           10        20        30   
AAD-12                             HAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
             40        50        60        70        80       
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM       
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (3-45:78-119) 
 
                                           10        20        30   
AAD-12                             HAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|730 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
             40        50        60        70        80       
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM       
          :::.:: ::.                                          
gi|730 AAPGGGSIVKISSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 46; 32.3% identity (58.1% similar) in 31 aa overlap (46-73:38-65) 
 
          20        30        40        50           60        70   
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ---HSPAEWDDMMKVIVGNMA 
                                     :.: . .:.    .:  ::.. ::    .: 
gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKV---AQA 
        10        20        30        40        50        60        
 
             80                                                     
AAD-12 WHADSTYM                                                     
       :                                                            
gi|148 WAETRTPDCSLIHSDRCGENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQIV 
           70        80        90       100       110       120     
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.0  bits: 17.5 E():   71 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (21-39:35-53) 
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                         10        20        30        40        50 
AAD-12           HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
               60        70        80                   
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYM                   
                                                        
gi|730 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.0  bits: 17.5 E():   71 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (21-39:35-53) 
 
                         10        20        30        40        50 
AAD-12           HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
               60        70        80                   
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYM                   
                                                        
gi|191 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.7  bits: 18.9 E():   74 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (4-35:157-188) 
 
                                          10        20        30    
AAD-12                            HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
        130       140       150       160       170       180       
 
            40        50        60        70        80              
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM              
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
        190       200       210       220       230       240       
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 68.6  bits: 18.3 E():   75 
Smith-Waterman score: 47; 23.1% identity (51.3% similar) in 39 aa overlap (43-77:147-185) 
 
             20        30        40        50            60         
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH----SPAEWDDMMKVIV 
                                     ::.  .::.. .:    .   :    :.   
gi|613 ATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMHVGHYTQIVWAKTKKIGC 
        120       130       140       150       160       170       
 
       70        80                        
AAD-12 GNMAWHADSTYM                        
       : . .. :.                           
gi|613 GRIMFKEDNWNKHYLVCNYGPAGNVLGAQIYEIKK 
        180       190       200       210  
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 68.4  bits: 19.1 E():   77 
Smith-Waterman score: 50; 24.3% identity (56.8% similar) in 37 aa overlap (44-80:262-298) 
 
            20        30        40        50        60        70    
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|169 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
            80                                                      
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AAD-12 HADSTYM                                                      
       .: :.::                                                      
gi|169 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.3  bits: 18.9 E():   78 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (4-35:176-207) 
 
                                          10        20        30    
AAD-12                            HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
         150       160       170       180       190       200      
 
            40        50        60        70        80              
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM              
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
         210       220       230       240       250       260      
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 68.2  bits: 19.4 E():   79 
Smith-Waterman score: 51; 28.3% identity (56.7% similar) in 60 aa overlap (9-67:186-244) 
 
                                     10        20        30         
AAD-12                       HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGG 
                                     .... :.: :: .. : : : .   .   . 
gi|215 KKRPIVYECAEISWKVMNNGDVFILLVPNFVFVWTGKH-SNRMERTTAIRVANDLKSELN 
         160       170       180       190        200       210     
 
       40        50         60        70        80                  
AAD-12 DIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHADSTYM                  
        .   : .  ::  :.: : ::.: . :..                               
gi|215 RFKLSSVILEDGKEVEQTSGAEYDAFNKALSLDKKDIDLKQMPKGYDYAASDKSFESHER 
          220       230       240       250       260       270     
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.1  bits: 18.6 E():   80 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (12-22:90-100) 
 
                                  10        20        30        40  
AAD-12                    HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
              50        60        70        80                      
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM                      
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (35-56:15-36) 
 
           10        20        30        40        50        60     
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|218                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
           70        80                                             
AAD-12 KVIVGNMAWHADSTYM                                             
                                                                    
gi|218 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.9  bits: 17.5 E():   82 
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Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (35-56:15-36) 
 
           10        20        30        40        50        60     
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|144                 MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
           70        80                                             
AAD-12 KVIVGNMAWHADSTYM                                             
                                                                    
gi|144 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (35-56:15-36) 
 
           10        20        30        40        50        60     
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|288                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
           70        80                                             
AAD-12 KVIVGNMAWHADSTYM                                             
                                                                    
gi|288 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (35-56:15-36) 
 
           10        20        30        40        50        60     
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|604                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
           70        80                                             
AAD-12 KVIVGNMAWHADSTYM                                             
                                                                    
gi|604 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|1633233|pdb|1ESF|B Chain B, Staphylococcal Enteroto  (233 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.9  bits: 18.3 E():   82 
Smith-Waterman score: 47; 23.3% identity (51.2% similar) in 43 aa overlap (1-40:44-85) 
 
                                             10           20        
AAD-12                               HAAWLQHALLI---FPGQHLSNDQQITFAK 
                                     :  .:::..:.   :  .   ::  . : . 
gi|163 KKSELQGTALGNLKQIYYYNEKAKTENKESHDQFLQHTILFKGFFTDHSWYNDLLVDFDS 
            20        30        40        50        60        70    
 
        30        40        50        60        70        80        
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM        
       .   ...  :  .                                                
gi|163 K-DIVDKYKGKKVDLYGAYYGYQCAGGTPNKTACMYGGVTLHDNNRLTEEKKVPINLWLD 
             80        90       100       110       120       130   
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 45; 33.3% identity (57.8% similar) in 45 aa overlap (30-67:52-96) 
 
                10        20        30        40          50        
AAD-12  HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK--ADGT-----V 
                                     :.:..:. :.  . : ::   ::.     : 
gi|602 AFVLDADNLIPKIAPQAVKSTEILEGDGGVGTIKKINFGEGSTYSYVKHKIDGVDKDNFV 
              30        40        50        60        70        80  
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             60        70        80                                 
AAD-12 RQHSPAEWDDMMKVIVGNMAWHADSTYM                                 
        :.:  : : . ..:                                              
gi|602 YQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISHYHTKGDVEIKEEHVKAGKEKAS 
              90       100       110       120       130       140  
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 45; 24.4% identity (61.0% similar) in 41 aa overlap (5-45:80-119) 
 
                                         10        20        30     
AAD-12                           HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :. :.    ....  .   
gi|730 GPGTIKKITFSEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLG-DKLEKVSHELKIVAA 
      50        60        70        80        90        100         
 
           40        50        60        70        80       
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM       
        :::.:: ::.                                          
gi|730 PGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      110       120       130       140       150       160 
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 45; 25.0% identity (56.2% similar) in 48 aa overlap (37-77:111-158) 
 
         10        20        30        40           50              
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|132 KYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEM 
               90       100       110       120       130       140 
 
      60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYM 
        . .....   .  :.:.    
gi|132 GETLLRAVERYLLAHSDAYN  
              150       160  
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 45; 23.3% identity (60.5% similar) in 43 aa overlap (3-45:78-119) 
 
                                           10        20        30   
AAD-12                             HAAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
             40        50        60        70        80       
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM       
          :::..: ::.                                          
gi|167 AAPGGGSVVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 67.8  bits: 18.6 E():   83 
Smith-Waterman score: 48; 23.2% identity (51.8% similar) in 56 aa overlap (4-59:150-202) 
 
                                          10        20        30    
AAD-12                            HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. .::   .:. ::. 
gi|219 VLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSCHVMQQQCCQQLSQIPEQSRYDAIR 
     120       130       140       150       160       170          
 
            40        50        60        70        80              
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM              
        :       : . . .:  .:..: .                                   
gi|219 AI---TYSIILQEQQQGQSQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQ 
     180          190       200       210       220       230       
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>>gi|11762102|gb|AAG40329.1|AF323973_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (1-45:77-120) 
 
                                             10        20           
AAD-12                               HAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
      30        40        50        60        70        80       
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM       
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|5726304|gb|AAD48405.1|AF136945_1 major allergen Cor  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (1-45:77-120) 
 
                                             10        20           
AAD-12                               HAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|572 GNGGPGTIKKITFAEGNEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
      30        40        50        60        70        80       
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM       
       .:  . :::.:. :..                                          
gi|572 AAAPH-GGGSILKITSKYHTKGNASINEEEIKAGKEKAAGLFKAVEAYLLAHPDAYC 
         110        120       130       140       150       160  
 
>>gi|11762104|gb|AAG40330.1|AF323974_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 45; 26.1% identity (65.2% similar) in 46 aa overlap (1-45:77-120) 
 
                                             10        20           
AAD-12                               HAAWLQHALLIFPGQHLSND-QQITFAKRF 
                                     :: . ..   :. :  :..  ..:..  .. 
gi|117 GNGGPGTIKKITFAEGSEFKYMKHKVEEIDHANF-KYCYSIIEGGPLGHTLEKISYEIKM 
         50        60        70        80         90       100      
 
      30        40        50        60        70        80       
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM       
       .:  . :::.:. :..                                          
gi|117 AAAPH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
         110        120       130       140       150       160  
 
>>gi|62240392|gb|AAX77384.1| 11S globulin precursor [Sin  (523 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 67.6  bits: 19.4 E():   86 
Smith-Waterman score: 51; 30.0% identity (63.3% similar) in 30 aa overlap (14-42:173-202) 
 
                                10        20         30        40   
AAD-12                  HAAWLQHALLIFPGQHLSNDQ-QITFAKRFGAIERIGGGDIVA 
                                     ::. ...: :  :   .  .:..  ::..: 
gi|622 QQGQQGQQGQQQGQQGQQGQQGQQGQQGQQGQQGQQQQGQQGFRDMYQKVEHVRHGDVIA 
            150       160       170       180       190       200   
 
             50        60        70        80                       
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM                       
                                                                    
gi|622 NTPGSAHWIYNTGDKPLVIISLLDIANYQNQLDRNPRVFRLAGNNPQGGFGGPQQQQPQQ 
            210       220       230       240       250       260   
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.4  bits: 17.5 E():   87 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (35-57:15-37) 
 
           10        20        30        40        50        60     
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : : .... . .  ::.:  .::        
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gi|100                 MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKP 
                               10        20        30        40     
 
           70        80                                             
AAD-12 KVIVGNMAWHADSTYM                                             
                                                                    
gi|100 EENAGIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILG 
           50        60        70        80        90       100     
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 67.2  bits: 18.6 E():   89 
Smith-Waterman score: 48; 25.7% identity (60.0% similar) in 35 aa overlap (32-62:81-115) 
 
              10        20        30        40            50        
AAD-12 AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV----AISNVKADGTVRQHSP 
                                     :  .: :...     :. .:  :.:..  : 
gi|324 NFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFP 
               60        70        80        90       100       110 
 
        60        70        80                                      
AAD-12 AEWDDMMKVIVGNMAWHADSTYM                                      
       .:. .                                                        
gi|324 SEFGNDVDRSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASS 
              120       130       140       150       160       170 
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.1  bits: 15.0 E():   91 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (73-79:19-25) 
 
             50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 
                                     :..:..:  
gi|320             YTTEGGTKAEAEDVIPEGWKVDTSYE 
                           10        20       
 
>>gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin precurs  (148 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.0  bits: 17.5 E():   92 
Smith-Waterman score: 44; 21.2% identity (54.5% similar) in 33 aa overlap (41-73:25-57) 
 
               20        30        40        50        60        70 
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     :. ..:  .:  ...   ::.. .  .    
gi|538       MARFTIVLAVLFAAALVSASAHKTVVTTSVAEEGEEENQRGCEWESRQCQMRHC 
                     10        20        30        40        50     
 
               80                                                   
AAD-12 MAWHADSTYM                                                   
       : :                                                          
gi|538 MQWMRSMRGQYEESFLRSAEANQGQFEHFRECCNELRDVKSHCRCEALRCMMRQMQQEYG 
           60        70        80        90       100       110     
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 67.0  bits: 18.9 E():   92 
Smith-Waterman score: 50; 26.8% identity (51.2% similar) in 41 aa overlap (8-44:190-230) 
 
                                      10            20        30    
AAD-12                        HAAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::  .  :    ::.  
gi|215 NKPVIFTKSNLAKSPELDAKMYDICYSTAAAPIYFPPHHFVTHTSNGARYEFNLVDGAVA 
     160       170       180       190       200       210          
 
            40        50        60        70        80              
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM              
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 67.0  bits: 18.9 E():   92 
Smith-Waterman score: 49; 24.3% identity (56.8% similar) in 37 aa overlap (44-80:262-298) 
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            20        30        40        50        60        70    
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
            80                                                      
AAD-12 HADSTYM                                                      
       .: :.::                                                      
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.0  bits: 17.0 E():   92 
Smith-Waterman score: 42; 37.5% identity (62.5% similar) in 24 aa overlap (21-44:79-100) 
 
                         10        20        30        40        50 
AAD-12           HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .  :       
gi|897 QQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQL--AAQLPAMCRLEGGDALLASQ      
       50        60        70        80          90       100       
 
               60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYM 
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  49 init1:  49 opt:  51  Z-score: 66.7  bits: 19.4 E():   95 
Smith-Waterman score: 51; 29.4% identity (82.4% similar) in 17 aa overlap (54-70:535-551) 
 
            30        40        50        60        70        80    
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM    
                                     .:.:   :...:...:.              
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
gi|331 KEGCFSEEGPKLVAAAQAALV 
          570       580      
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 66.6  bits: 19.2 E():   97 
Smith-Waterman score: 50; 23.3% identity (55.8% similar) in 43 aa overlap (37-76:438-480) 
 
         10        20        30        40        50         60      
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP-AEWDDMMK 
                                     ::  .  ... :::  . :.  .  .: .  
gi|796 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHNAETTVEDRIG 
       410       420       430       440       450       460        
 
          70          80           
AAD-12 VIVGNM--AWHADSTYM           
       .:. .   :.: .               
gi|796 IIIDSAEKAFHKELGAIYSEIKDAVSV 
       470       480       490     
 
>>gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 [Ch  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.5  bits: 17.2 E():   98 
Smith-Waterman score: 43; 33.3% identity (62.5% similar) in 24 aa overlap (35-58:15-38) 
 
           10        20        30        40        50        60     
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :. . . . .  ::::  .::.       
gi|294                 MSWQTYVDDHLMCDIEGNHLSSAAILGHDGTVWAQSPSFPQLKP 
                               10        20        30        40     
 
           70        80                                             
AAD-12 KVIVGNMAWHADSTYM                                             
                                                                    
gi|294 EEVSAIMKDFNEPGSLAPTGLHLGGTKYMVIQGEPGDVIRGKKGPGGVTIKKTNQALIIG 
           50        60        70        80        90       100     
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
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 initn:  49 init1:  49 opt:  51  Z-score: 66.5  bits: 19.4 E():   98 
Smith-Waterman score: 51; 29.4% identity (82.4% similar) in 17 aa overlap (54-70:558-574) 
 
            30        40        50        60        70        80    
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM    
                                     .:.:   :...:...:.              
gi|668 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
       530       540       550       560       570       580        
 
gi|668 KEGCFSEEGPKLVAAAQAALV 
       590       600         
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.4  bits: 18.6 E():   99 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (12-22:90-100) 
 
                                  10        20        30        40  
AAD-12                    HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
              50        60        70        80                      
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM                      
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 66.3  bits: 19.2 E(): 1e 
Smith-Waterman score: 50; 32.2% identity (49.2% similar) in 59 aa overlap (4-62:248-292) 
 
                                          10        20        30    
AAD-12                            HAAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     .::::. .        :.: .   : :  : 
gi|112 RPHYRQISPRVRGDEQENEGSNIFSGFAQEFLQHAFQV--------DRQTVENLR-GENE 
       220       230       240       250               260          
 
            40        50        60        70        80              
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM              
       :   : ::...     : .:  :: : :.                                
gi|112 REEQGAIVTVK-----GGLRILSPDEEDESSRSPPSRREEFDEDRSRPQQRGKYDENRRG 
      270            280       290       300       310       320    
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:35 2011 done: Fri Jan 21 00:02:35 2011 
 Total Scan time:  0.070 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 37  - 116 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
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  30     2     2:* 
  32     8     8:==* 
  34    23    22:=======* 
  36    44    44:==============* 
  38    81    73:========================*== 
  40    78   102:==========================       * 
  42   116   125:=======================================  * 
  44   174   138:=============================================*============ 
  46   139   140:==============================================* 
  48   153   134:============================================*====== 
  50   117   122:======================================= * 
  52    97   108:=================================  * 
  54    94    92:==============================*= 
  56    66    77:======================   * 
  58    47    63:================    * 
  60    39    51:=============   * 
  62    43    41:=============*= 
  64    17    33:======    * 
  66    26    26:========* 
  68    28    20:======*=== 
  70    22    16:=====*== 
  72    28    12:===*====== 
  74    13    10:===*= 
  76     8     8:==* 
  78     5     6:=* 
  80     6     5:=* 
  82     3     3:* 
  84     1     3:* 
  86     7     2:*== 
  88     2     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.34810.00355; mu= 5.1815 0.182 
 mean_var=51.225714.429, 0's: 2 Z-trim: 2  B-trim: 11 in 1/43 
 Lambda= 0.179197 
 Kolmogorov-Smirnov  statistic: 0.0239 (N=29) at  64 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.080 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   67 23.4       1 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   65 22.9     1.5 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   63 22.4     5.5 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   62 22.2     6.1 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   62 22.2     6.6 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   58 21.1     7.1 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   57 20.8     7.8 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   57 20.8     7.8 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   57 20.8     7.8 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   57 20.8     7.8 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   60 21.7     7.9 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   60 21.7     9.5 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   56 20.6      12 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   61 22.0      13 
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gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   58 21.1      14 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   57 20.9      15 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   57 20.9      16 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   56 20.6      18 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   56 20.6      18 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   60 21.7      19 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   56 20.6      19 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   56 20.6      19 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   52 19.6      21 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   50 19.0      22 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   45 17.7      22 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   55 20.4      23 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   49 18.8      24 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   55 20.4      27 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   54 20.1      28 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   54 20.1      28 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   51 19.3      29 
gi|14423757|sp|O04701.1|MPAC1_CYNDA RecName: Full= ( 246)   53 19.8      31 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   55 20.4      32 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   55 20.4      32 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   55 20.4      32 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   55 20.4      32 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   55 20.4      32 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   55 20.4      32 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   55 20.4      32 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   55 20.4      32 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   55 20.4      32 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   54 20.1      34 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 16.4      37 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 16.4      37 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   52 19.6      37 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   56 20.7      37 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   52 19.6      39 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   52 19.6      39 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   49 18.8      41 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   49 18.8      42 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   49 18.8      42 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   54 20.1      43 
gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pach ( 199)   50 19.1      43 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 19.3      45 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 18.5      45 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 19.1      46 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   51 19.3      47 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 19.3      48 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   52 19.6      48 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   47 18.3      49 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   48 18.5      49 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   48 18.5      49 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   48 18.5      49 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   48 18.5      49 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   48 18.5      50 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   48 18.5      50 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   48 18.5      50 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   48 18.5      50 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   48 18.5      50 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   48 18.5      50 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   48 18.5      50 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   48 18.5      50 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   48 18.5      50 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   48 18.5      50 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   48 18.5      50 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   54 20.2      52 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   49 18.8      54 
gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=M ( 308)   51 19.3      54 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   53 19.9      55 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   49 18.8      56 
gi|94471622|gb|ABF21077.1| icarapin variant 1 prec ( 223)   49 18.8      57 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 19.1      57 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 19.1      57 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   52 19.6      58 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   47 18.3      59 
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gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   47 18.3      59 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   47 18.3      59 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   47 18.3      59 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   47 18.3      59 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   47 18.3      59 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   47 18.3      59 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   47 18.3      59 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   47 18.3      59 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   51 19.4      66 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   51 19.4      66 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   51 19.4      66 
gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full= (  85)   43 17.2      66 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 18.8      66 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   52 19.6      67 
gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full= ( 131)   45 17.7      70 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 18.0      70 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   46 18.0      70 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   46 18.0      70 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   46 18.0      70 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 18.0      70 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   46 18.0      70 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   46 18.0      70 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   46 18.0      70 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   46 18.0      71 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   44 17.5      72 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   44 17.5      72 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   53 19.9      73 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   49 18.8      76 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   47 18.3      77 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   50 19.1      80 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   49 18.8      80 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   48 18.6      82 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   51 19.4      82 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   44 17.5      83 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   44 17.5      83 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   44 17.5      83 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   44 17.5      83 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   45 17.8      83 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   45 17.8      84 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   45 17.8      84 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   45 17.8      84 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   48 18.6      85 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 15.1      88 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   44 17.5      88 
gi|62240392|gb|AAX77384.1| 11S globulin precursor  ( 523)   51 19.4      89 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   48 18.6      92 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   42 17.0      92 
gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin pre ( 148)   44 17.5      93 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   49 18.8      95 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   49 18.8      95 
gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 ( 131)   43 17.2      99 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   52 19.7      99 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   51 19.4      99 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   48 18.6      99 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  67  Z-score: 102.2  bits: 23.4 E():    1 
Smith-Waterman score: 67; 40.0% identity (63.3% similar) in 30 aa overlap (47-76:30-56) 
 
         20        30        40        50        60        70       
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:::.  ::. : :   ::. :.. : 
gi|126  TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTK--KGNL-WEVKS 
                10        20        30        40          50        
 
         80                                      
AAD-12 TYMP                                      
                                                 
gi|126 AKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
         60        70        80        90        
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>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  65  Z-score: 99.5  bits: 22.9 E():  1.5 
Smith-Waterman score: 65; 35.5% identity (64.5% similar) in 31 aa overlap (47-77:30-57) 
 
         20        30        40        50        60        70       
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:::.  ::. . :   ::. :.. : 
gi|144  VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKS 
                10        20        30        40          50        
 
         80                                     
AAD-12 TYMP                                     
       .                                        
gi|144 SKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
         60        70        80        90       
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  44 init1:  44 opt:  63  Z-score: 89.1  bits: 22.4 E():  5.5 
Smith-Waterman score: 63; 26.7% identity (56.7% similar) in 60 aa overlap (19-78:207-260) 
 
                           10        20        30        40         
AAD-12             AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|390 GSNPNYLALLVKFVAGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
        180       190       200       210       220            230  
 
       50        60        70        80  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP  
        :::  . .      : .. . .:.::..:    
gi|390 FTVRYTTEGGTKGEAKDVIPE-GWKADTAYESK 
             240       250        260    
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  44 init1:  44 opt:  62  Z-score: 88.4  bits: 22.2 E():  6.1 
Smith-Waterman score: 62; 26.7% identity (55.0% similar) in 60 aa overlap (19-78:184-237) 
 
                           10        20        30        40         
AAD-12             AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|458 GSNPNYLALLVKFVAGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
           160       170       180       190       200              
 
       50        60        70        80  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP  
        :::  . .      : .. . .:.::. :    
gi|458 FTVRYTTEGGTKGEAKDVIPE-GWKADTCYESK 
      210       220        230       240 
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  44 init1:  44 opt:  62  Z-score: 87.8  bits: 22.2 E():  6.6 
Smith-Waterman score: 62; 26.7% identity (56.7% similar) in 60 aa overlap (19-78:206-259) 
 
                           10        20        30        40         
AAD-12             AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|158 KGSNPNYLALLVKFSGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
         180       190       200       210       220            230 
 
       50        60        70        80  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP  
        :::  . .      : .. . .:.::..:    
gi|158 FTVRYTTEGGTKARAKDVIPE-GWKADTAYESK 
              240       250        260   
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  39 init1:  39 opt:  58  Z-score: 87.2  bits: 21.1 E():  7.1 
Smith-Waterman score: 58; 23.8% identity (47.6% similar) in 84 aa overlap (2-80:33-116) 
 
                                            10         20        30 
AAD-12                              AAWLQHALLIFPGQ-HLSNDQQITFAKRFGA 
                                     : .:: .. :  : :  . :: :   . :  
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gi|273 MEHYLKTYLSWLTEEQKEKLKEMKEAGKTKAEIQHEVMHFYDQLHGEEKQQATEKLKVGC 
             10        20        30        40        50        60   
 
                   40        50        60        70        80       
AAD-12 IERIGG--GD--IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP       
          . :  :.  .: . :.:  :.  :.   . . :.. .. .   .    : :       
gi|273 KMLLKGVIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIF 
             70        80        90       100       110       120   
 
gi|273 GATTLQHHRRRR 
            130     
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 86.5  bits: 20.8 E():  7.8 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (21-76:29-82) 
 
                       10        20        30        40        50   
AAD-12         AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSGLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMP                                 
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 86.5  bits: 20.8 E():  7.8 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (21-76:29-82) 
 
                       10        20        30        40        50   
AAD-12         AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMP                                 
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 86.5  bits: 20.8 E():  7.8 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (21-76:29-82) 
 
                       10        20        30        40        50   
AAD-12         AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMP                                 
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 86.5  bits: 20.8 E():  7.8 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (21-76:29-82) 
 
                       10        20        30        40        50   
AAD-12         AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|117 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
             60        70        80                                 
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AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMP                                 
       .:.  ::  : :   :  .:  ::                                     
gi|117 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 86.3  bits: 21.7 E():  7.9 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (11-42:133-160) 
 
                                   10        20        30        40 
AAD-12                     AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|221 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
            110       120       130       140           150         
 
               50        60        70        80                     
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP                     
       :.                                                           
gi|221 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
      160       170       180       190       200       210         
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 85.0  bits: 21.7 E():  9.5 
Smith-Waterman score: 60; 23.3% identity (58.3% similar) in 60 aa overlap (19-78:207-260) 
 
                           10        20        30        40         
AAD-12             AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   : .. .   .  
gi|126 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
       50        60        70        80  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP  
        :..  . .:..:..       .:.::..:    
gi|126 YTTEGGTKSEFEDVIP-----EGWKADTSYSAK 
         240       250            260    
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 83.1  bits: 20.6 E():   12 
Smith-Waterman score: 56; 27.1% identity (58.3% similar) in 48 aa overlap (36-76:111-158) 
 
          10        20        30        40           50             
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|400 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
       60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMP 
        . ..... : .  :.:.     
gi|400 GETLLRAVEGYLLAHSDAYN   
              150       160   
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 82.2  bits: 22.0 E():   13 
Smith-Waterman score: 61; 38.7% identity (58.1% similar) in 31 aa overlap (12-42:108-138) 
 
                                  10        20        30        40  
AAD-12                    AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA 
                                     : :  .. :.  :  :   :.:.  :::.: 
gi|259 YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIA 
        80        90       100       110       120       130        
 
              50        60        70        80                      
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP                      
       :                                                            
gi|259 IPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGR 
       140       150       160       170       180       190        
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  43 init1:  43 opt:  58  Z-score: 82.0  bits: 21.1 E():   14 
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Smith-Waterman score: 58; 23.8% identity (47.6% similar) in 84 aa overlap (2-80:33-116) 
 
                                            10         20        30 
AAD-12                              AAWLQHALLIFPGQ-HLSNDQQITFAKRFGA 
                                     : .:: .. .  : :  . :: :   . :  
gi|273 MEHYLKTYLSWLTEEQKEKLKEMKEAGQTKAEIQHEVMHYYDQLHGEEKQQATEKLKVGC 
             10        20        30        40        50        60   
 
                   40        50        60        70        80       
AAD-12 IERIGG--GD--IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP       
          . :  :.  .: . :::  :.  :.   . . :.. .. .   .    : :       
gi|273 KMLLKGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIF 
             70        80        90       100       110       120   
 
gi|273 GATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKELEAKILHYYDEL 
            130       140       150       160       170       180   
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  44 init1:  44 opt:  57  Z-score: 81.4  bits: 20.9 E():   15 
Smith-Waterman score: 57; 23.3% identity (58.3% similar) in 60 aa overlap (19-78:184-237) 
 
                           10        20        30        40         
AAD-12             AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: :.   :     .. .  
gi|331 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIALKESWGAIWRVDTPD-----KLTGP 
           160       170       180       190       200              
 
       50        60        70        80  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP  
        :::  . .   . .. .. . .:.::..:    
gi|331 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYEAK 
      210       220        230       240 
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  44 init1:  44 opt:  57  Z-score: 80.7  bits: 20.9 E():   16 
Smith-Waterman score: 57; 23.3% identity (58.3% similar) in 60 aa overlap (19-78:208-261) 
 
                           10        20        30        40         
AAD-12             AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: :.   :     .. .  
gi|180 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIALKESWGAIWRVDTPD-----KLTGP 
       180       190       200       210       220            230   
 
       50        60        70        80  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP  
        :::  . .   . .. .. . .:.::..:    
gi|180 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYEAK 
            240       250        260     
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 80.0  bits: 20.6 E():   18 
Smith-Waterman score: 56; 25.0% identity (56.7% similar) in 60 aa overlap (19-78:185-238) 
 
                           10        20        30        40         
AAD-12             AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|283 GSNPNYLALLVKYVNGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
          160       170       180       190       200        210    
 
       50        60        70        80  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP  
        :..  . .: .:..       .:.::..:    
gi|283 YTTEGGTKTEAEDVIP-----EGWKADTSYESK 
           220            230       240  
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 79.7  bits: 20.6 E():   18 
Smith-Waterman score: 56; 23.3% identity (56.7% similar) in 60 aa overlap (19-78:196-249) 
 
                           10        20        30        40         
AAD-12             AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
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                                     :. : . . .::. ::   :     .. .  
gi|168 GSNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPD-----KLTGP 
         170       180       190       200       210            220 
 
       50        60        70        80  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP  
        :::  . .   . .. .. . .:.::..:    
gi|168 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYSAK 
              230       240        250   
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 79.6  bits: 21.7 E():   19 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (11-42:131-158) 
 
                                   10        20        30        40 
AAD-12                     AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|213 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
              110       120       130       140           150       
 
               50        60        70        80                     
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP                     
       :.                                                           
gi|213 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
        160       170       180       190       200       210       
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 79.4  bits: 20.6 E():   19 
Smith-Waterman score: 56; 23.3% identity (56.7% similar) in 60 aa overlap (19-78:207-260) 
 
                           10        20        30        40         
AAD-12             AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   :     .. .  
gi|752 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPD-----KLTGP 
        180       190       200       210       220            230  
 
       50        60        70        80  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP  
        :::  . .   . .. .. . .:.::..:    
gi|752 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYSAK 
             240       250        260    
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 79.4  bits: 20.6 E():   19 
Smith-Waterman score: 56; 25.0% identity (56.7% similar) in 60 aa overlap (19-78:207-260) 
 
                           10        20        30        40         
AAD-12             AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|117 GSNPNYLALLVKYVNGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
       50        60        70        80  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP  
        :..  . .: .:..       .:.::..:    
gi|117 YTTEGGTKTEAEDVIP-----EGWKADTSYESK 
         240       250            260    
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 78.8  bits: 19.6 E():   21 
Smith-Waterman score: 52; 22.6% identity (47.6% similar) in 84 aa overlap (2-80:33-116) 
 
                                            10         20        30 
AAD-12                              AAWLQHALLIFPGQ-HLSNDQQITFAKRFGA 
                                     : .:: .. .  : :  . :: :   . :  
gi|273 MEHYLKTYLSWLTEEQKEKLKEMKEAGKTKAEIQHEVMRYYDQLHGEEKQQATEKLKVGC 
             10        20        30        40        50        60   
 
                   40        50        60        70        80       
AAD-12 IERIGG--GD--IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP       
          . :  :.  .: . :.:  :.  :.   . . :.. .. .   .    : :       
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gi|273 KMLLKGIIGEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIF 
             70        80        90       100       110       120   
 
gi|273 GATTLQHHRRRR 
            130     
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 78.3  bits: 19.0 E():   22 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (35-50:29-43) 
 
           10        20        30        40        50        60     
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105   CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
                 10        20        30         40        50        
 
           70        80                           
AAD-12 VIVGNMAWHADSTYMP                           
                                                  
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
        60        70        80        90          
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 78.3  bits: 17.7 E():   22 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (20-43:17-38) 
 
               10        20        30        40        50        60 
AAD-12 AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD 
                          ::.  : .. :. :. ::: .. :                  
gi|217    LVSVEHQAARLKVAKAQQL--AAQLPAMCRLEGGDALSASQ                 
                  10          20        30                          
 
               70        80 
AAD-12 DMMKVIVGNMAWHADSTYMP 
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  44 init1:  44 opt:  55  Z-score: 77.8  bits: 20.4 E():   23 
Smith-Waterman score: 55; 25.9% identity (56.9% similar) in 58 aa overlap (19-76:213-264) 
 
                           10        20        30        40         
AAD-12             AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|249 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
            190       200       210       220       230        240  
 
       50        60        70        80  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP  
        :..  . ::..:..       .:.::.      
gi|249 YTTEGGTKAEFEDVIP-----EGWKADTHDASK 
             250            260          
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 77.5  bits: 18.8 E():   24 
Smith-Waterman score: 49; 32.3% identity (58.1% similar) in 31 aa overlap (50-78:35-64) 
 
      20        30        40        50          60        70        
AAD-12 QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE--WDDMMKVIVGNMAWHADST 
                                     : . ..::.  :: .  : .   .: ::.  
gi|323 QTCAGNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKP 
           10        20        30        40         50        60    
 
        80                          
AAD-12 YMP                          
       :                            
gi|323 YSWRYGWTAFCGPAGPRCLRTNAAVTVR 
            70        80        90  
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 76.6  bits: 20.4 E():   27 
Smith-Waterman score: 55; 21.6% identity (58.1% similar) in 74 aa overlap (1-73:195-266) 
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                                             10         20          
AAD-12                               AAWLQHALLIFPGQH-LSNDQQITFAKRFG 
                                     : . . ..... ::.  .:  . :.   .. 
gi|261 FLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYS 
          170       180       190       200       210       220     
 
      30        40        50        60        70        80          
AAD-12 AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP          
       :.:: .::.. ..  :. .:     . :   :  .. ..:.  :                 
gi|261 ALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETY 
          230         240       250       260       270       280   
 
gi|261 LFAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFS 
            290       300       310       
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 76.5  bits: 20.1 E():   28 
Smith-Waterman score: 54; 22.6% identity (47.6% similar) in 84 aa overlap (2-80:33-116) 
 
                                            10         20        30 
AAD-12                              AAWLQHALLIFPGQ-HLSNDQQITFAKRFGA 
                                     : .:: .. .  : :  . :: :   . :  
gi|273 MEHYLKTYLSWLTEEQKEKLKEMKEAGKTKAEIQHEVMRYYDQLHGEEKQQATEKLKVGC 
             10        20        30        40        50        60   
 
                   40        50        60        70        80       
AAD-12 IERIGG--GD--IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP       
          . :  :.  .: . :.:  :.  :.   . . :.. .. .   .    : :       
gi|273 KMLLKGIIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIF 
             70        80        90       100       110       120   
 
gi|273 GATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKELEAKILHYYDEL 
            130       140       150       160       170       180   
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 76.5  bits: 20.1 E():   28 
Smith-Waterman score: 54; 22.6% identity (47.6% similar) in 84 aa overlap (2-80:33-116) 
 
                                            10         20        30 
AAD-12                              AAWLQHALLIFPGQ-HLSNDQQITFAKRFGA 
                                     : .:: .. .  : :  . :: :   . :  
gi|273 MEHYLKTYLSWLTEEQKEKLKEMKEAGKTKAEIQHEVMHYYDQLHGEEKQQATEKLKVGC 
             10        20        30        40        50        60   
 
                   40        50        60        70        80       
AAD-12 IERIGG--GD--IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP       
          . :  :.  .: . :.:  :.  :.   . . :.. .. .   .    : :       
gi|273 KMLLKGIIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIF 
             70        80        90       100       110       120   
 
gi|273 GATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKTKKELEAKILHYYDEL 
            130       140       150       160       170       180   
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 51; 27.1% identity (62.5% similar) in 48 aa overlap (36-76:110-157) 
 
          10        20        30        40           50             
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|437 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
      80        90       100       110       120       130          
 
       60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMP 
        . ..:.. . .  :.:.     
gi|437 GETLLKAVESYLLAHSDAYN   
     140       150            
 
>>gi|14423757|sp|O04701.1|MPAC1_CYNDA RecName: Full=Majo  (246 aa) 
 initn:  40 init1:  40 opt:  53  Z-score: 75.7  bits: 19.8 E():   31 
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Smith-Waterman score: 53; 21.1% identity (52.6% similar) in 57 aa overlap (9-65:148-200) 
 
                                     10        20        30         
AAD-12                       AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGD 
                                     . :  .. :::. ...  ...:    : :. 
gi|144 KKGQEDKLRKAGELTLQFRRVKCKYPSGTKITFHIEKGSNDHYLALLVKYAA----GDGN 
       120       130       140       150       160           170    
 
       40        50        60        70        80                   
AAD-12 IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP                   
       :::..    :.       . :  . ..                                  
gi|144 IVAVDIKPRDSDEFIPMKSSWGAIWRIDPKKPLKGPFSIRLTSEGGAHLVQDDVIPANWK 
           180       190       200       210       220       230    
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 75.3  bits: 20.4 E():   32 
Smith-Waterman score: 55; 21.6% identity (58.1% similar) in 74 aa overlap (1-73:231-302) 
 
                                             10         20          
AAD-12                               AAWLQHALLIFPGQH-LSNDQQITFAKRFG 
                                     : . . ..... ::.  .:  . :.   .. 
gi|124 FLSSIRSPLLANIYPYFTYADNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYS 
              210       220       230       240       250       260 
 
      30        40        50        60        70        80          
AAD-12 AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP          
       :.:: .::.. ..  :. .:     . :   :  .. ..:.  :                 
gi|124 ALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETY 
              270         280       290       300       310         
 
gi|124 LFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHDATILFLKSDM 
      320       330       340       350       360       370     
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 75.3  bits: 20.4 E():   32 
Smith-Waterman score: 55; 21.6% identity (58.1% similar) in 74 aa overlap (1-73:231-302) 
 
                                             10         20          
AAD-12                               AAWLQHALLIFPGQH-LSNDQQITFAKRFG 
                                     : . . ..... ::.  .:  . :.   .. 
gi|268 FLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYS 
              210       220       230       240       250       260 
 
      30        40        50        60        70        80          
AAD-12 AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP          
       :.:: .::.. ..  :. .:     . :   :  .. ..:.  :                 
gi|268 ALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETY 
              270         280       290       300       310         
 
gi|268 LFAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
      320       330       340       350       360       370     
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 75.3  bits: 20.4 E():   32 
Smith-Waterman score: 55; 21.6% identity (58.1% similar) in 74 aa overlap (1-73:231-302) 
 
                                             10         20          
AAD-12                               AAWLQHALLIFPGQH-LSNDQQITFAKRFG 
                                     : . . ..... ::.  .:  . :.   .. 
gi|270 FLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYS 
              210       220       230       240       250       260 
 
      30        40        50        60        70        80          
AAD-12 AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP          
       :.:: .::.. ..  :. .:     . :   :  .. ..:.  :                 
gi|270 ALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPDRAIETY 
              270         280       290       300       310         
 
gi|270 LFAMFDENQKQPEVEKHFGLFFPDKRPKYNLNFSAKKNWDISTEHNATVLFLKSDM 
      320       330       340       350       360       370     
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>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 75.3  bits: 20.4 E():   32 
Smith-Waterman score: 55; 21.6% identity (58.1% similar) in 74 aa overlap (1-73:231-302) 
 
                                             10         20          
AAD-12                               AAWLQHALLIFPGQH-LSNDQQITFAKRFG 
                                     : . . ..... ::.  .:  . :.   .. 
gi|327 FLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYS 
              210       220       230       240       250       260 
 
      30        40        50        60        70        80          
AAD-12 AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP          
       :.:: .::.. ..  :. .:     . :   :  .. ..:.  :                 
gi|327 ALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETY 
              270         280       290       300       310         
 
gi|327 LFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
      320       330       340       350       360       370     
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 75.3  bits: 20.4 E():   32 
Smith-Waterman score: 55; 21.6% identity (58.1% similar) in 74 aa overlap (1-73:231-302) 
 
                                             10         20          
AAD-12                               AAWLQHALLIFPGQH-LSNDQQITFAKRFG 
                                     : . . ..... ::.  .:  . :.   .. 
gi|124 FLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYS 
              210       220       230       240       250       260 
 
      30        40        50        60        70        80          
AAD-12 AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP          
       :.:: .::.. ..  :. .:     . :   :  .. ..:.  :                 
gi|124 ALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETY 
              270         280       290       300       310         
 
gi|124 LFAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
      320       330       340       350       360       370     
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 75.3  bits: 20.4 E():   32 
Smith-Waterman score: 55; 21.6% identity (58.1% similar) in 74 aa overlap (1-73:231-302) 
 
                                             10         20          
AAD-12                               AAWLQHALLIFPGQH-LSNDQQITFAKRFG 
                                     : . . ..... ::.  .:  . :.   .. 
gi|118 FLSSIRSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYS 
              210       220       230       240       250       260 
 
      30        40        50        60        70        80          
AAD-12 AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP          
       :.:: .::.. ..  :. .:     . :   :  .. ..:.  :                 
gi|118 ALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETY 
              270         280       290       300       310         
 
gi|118 LFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
      320       330       340       350       360       370     
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 75.3  bits: 20.4 E():   32 
Smith-Waterman score: 55; 21.6% identity (58.1% similar) in 74 aa overlap (1-73:231-302) 
 
                                             10         20          
AAD-12                               AAWLQHALLIFPGQH-LSNDQQITFAKRFG 
                                     : . . ..... ::.  .:  . :.   .. 
gi|124 FLSSIRSPLLTNIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYS 
              210       220       230       240       250       260 
 
      30        40        50        60        70        80          
AAD-12 AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP          
       :.:: .::.. ..  :. .:     . :   :  .. ..:.  :                 
gi|124 ALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETY 
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              270         280       290       300       310         
 
gi|124 LFATFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
      320       330       340       350       360       370     
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 75.3  bits: 20.4 E():   32 
Smith-Waterman score: 55; 21.6% identity (58.1% similar) in 74 aa overlap (1-73:231-302) 
 
                                             10         20          
AAD-12                               AAWLQHALLIFPGQH-LSNDQQITFAKRFG 
                                     : . . ..... ::.  .:  . :.   .. 
gi|124 FLSSSXSPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYS 
              210       220       230       240       250       260 
 
      30        40        50        60        70        80          
AAD-12 AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP          
       :.:: .::.. ..  :. .:     . :   :  .. ..:.  :                 
gi|124 ALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETY 
              270         280       290       300       310         
 
gi|124 LFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
      320       330       340       350       360       370     
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 75.3  bits: 20.4 E():   32 
Smith-Waterman score: 55; 21.6% identity (58.1% similar) in 74 aa overlap (1-73:231-302) 
 
                                             10         20          
AAD-12                               AAWLQHALLIFPGQH-LSNDQQITFAKRFG 
                                     : . . ..... ::.  .:  . :.   .. 
gi|124 FLSSIRSPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYS 
              210       220       230       240       250       260 
 
      30        40        50        60        70        80          
AAD-12 AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP          
       :.:: .::.. ..  :. .:     . :   :  .. ..:.  :                 
gi|124 ALERASGGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETY 
              270         280       290       300       310         
 
gi|124 LFAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
      320       330       340       350       360       370     
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 75.0  bits: 20.1 E():   34 
Smith-Waterman score: 54; 25.6% identity (48.7% similar) in 39 aa overlap (21-59:191-229) 
 
                         10        20        30        40        50 
AAD-12           AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ::..   .:   :  : :..   .. :    
gi|320 KEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDP 
              170       180       190       200       210       220 
 
               60        70        80                               
AAD-12 VRQHSPAEWDDMMKVIVGNMAWHADSTYMP                               
       : . . : :                                                    
gi|320 VISFKTALWFWMTPQSPKPSCHNVITGRWTPSAADRAAGRLPGYGVITNIINGGIECGKG 
              230       240       250       260       270       280 
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 74.3  bits: 16.4 E():   37 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (72-78:19-25) 
 
              50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 
                                     :.::..:   
gi|320             YTTEGGTKAEAEDVIPEGWKADTSYE  
                           10        20        
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 74.3  bits: 16.4 E():   37 
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Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (72-78:19-25) 
 
              50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 
                                     :.::..:   
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE  
                           10        20        
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.2  bits: 19.6 E():   37 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (19-78:192-245) 
 
                           10        20        30        40         
AAD-12             AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|116 GSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
             170       180       190       200       210        220 
 
       50        60        70        80  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP  
        :..  . .: .:..       .:.::..:    
gi|116 YTTEGGTKGEAEDVIP-----EGWKADTAYEAK 
              230            240         
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 74.1  bits: 20.7 E():   37 
Smith-Waterman score: 56; 40.6% identity (56.2% similar) in 32 aa overlap (13-42:153-184) 
 
                                 10        20          30        40 
AAD-12                   AAWLQHALLIFPGQHLSNDQQITFAK--RFGAIERIGGGDIV 
                                     ::.   .::  : .  :    .::  ::.: 
gi|258 QGQQEQQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVV 
            130       140       150       160       170       180   
 
               50        60        70        80                     
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP                     
       ::                                                           
gi|258 AIPAGVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQ 
            190       200       210       220       230       240   
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 73.8  bits: 19.6 E():   39 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (19-78:207-260) 
 
                           10        20        30        40         
AAD-12             AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|386 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
       50        60        70        80  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP  
        :..  . .: .:..       .:.::..:    
gi|386 YTTEGGTKVEAEDVIP-----EGWKADTAYESK 
         240       250            260    
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 73.7  bits: 19.6 E():   39 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (19-78:209-262) 
 
                           10        20        30        40         
AAD-12             AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|117 GSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
      180       190       200       210       220       230         
 
       50        60        70        80  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP  
        :..  . .: .:..       .:.::..:    
gi|117 YTTEGGTKGEAEDVIP-----EGWKADTAYEAK 
       240       250            260      
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>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 49; 24.0% identity (50.0% similar) in 96 aa overlap (4-80:50-145) 
 
                                          10        20              
AAD-12                            AAWLQHALLIFPGQHLSNDQQIT-FAKR----- 
                                     .: :.  : :. :.. .    :.:.      
gi|250 DQIAAAKASWNTVKNNQVDILYAVFKANPDIQTAFSQFAGKDLDSIKGTPDFSKHAGRVV 
      20        30        40        50        60        70          
 
          30        40         50            60            70       
AAD-12 --FGAIERIGGGDIVAISNV-KADGTVRQH----SPAEWDDMMKVIV----GNMAWHA-- 
         :. .  . :.:  . . . ::    ..:    :::. :.. : .:    :   : .   
gi|250 GLFSEVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAV 
      80        90       100       110       120       130          
 
           80              
AAD-12 DSTYMP              
       .:.. :              
gi|250 ESSWAPVLDFVFSTLKNEL 
     140       150         
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 73.3  bits: 18.8 E():   42 
Smith-Waterman score: 49; 21.0% identity (58.0% similar) in 81 aa overlap (2-75:78-157) 
 
                                            10        20        30  
AAD-12                              AAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
              40           50            60        70        80 
AAD-12 ERIGGGDIVAISN---VKADGTV---RQHSPAEW-DDMMKVIVGNMAWHADSTYMP 
          :::.:: ::.   .:.:  :   ....  :  . ..... . .  :.:      
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN   
        110       120       130       140       150       160   
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 73.3  bits: 18.8 E():   42 
Smith-Waterman score: 49; 21.0% identity (58.0% similar) in 81 aa overlap (2-75:78-157) 
 
                                            10        20        30  
AAD-12                              AAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
              40           50            60        70        80 
AAD-12 ERIGGGDIVAISN---VKADGTV---RQHSPAEW-DDMMKVIVGNMAWHADSTYMP 
          :::.:: ::.   .:.:  :   ....  :  . ..... . .  :.:      
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN   
        110       120       130       140       150       160   
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 73.1  bits: 20.1 E():   43 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (46-61:89-105) 
 
          20        30        40        50         60        70     
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .              
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       60        70        80        90       100       110         
 
           80                                                       
AAD-12 DSTYMP                                                       
                                                                    
gi|114 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      120       130       140       150       160       170         
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>>gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pachycon  (199 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 73.1  bits: 19.1 E():   43 
Smith-Waterman score: 50; 25.0% identity (53.8% similar) in 52 aa overlap (31-80:97-142) 
 
               10        20        30        40        50        60 
AAD-12 AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD 
                                     .::   :. .:.:.  : :      : . . 
gi|169 MPDLTWDNELAAIAQRWVNQCKIGHDGCRNVERYQVGQNIAMSGSTAKG------PCNMN 
         70        80        90       100       110             120 
 
                 70        80                                       
AAD-12 DMMKVIVG--NMAWHADSTYMP                                       
       ..... ..  :    :: . ::                                       
gi|169 NLVQMWINEVNALNAADVSSMPSDGNYFMKIGHYTQLVWGKTTKVGCGIIQFLDGKFYKC 
              130       140       150       160       170       180 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 72.7  bits: 19.3 E():   45 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (35-50:181-195) 
 
           10        20        30        40        50        60     
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
           70        80                            
AAD-12 VIVGNMAWHADSTYMP                            
                                                   
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 72.6  bits: 18.5 E():   45 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (43-59:2-19) 
 
             20        30        40         50        60        70  
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD-GTVRQHSPAEWDDMMKVIVGNMA 
                                     ..: .: :.. ..::.::             
gi|250                              PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPF 
                                            10        20        30  
 
              80                                                    
AAD-12 WHADSTYMP                                                    
                                                                    
gi|250 PRCRALVKSQCAGGQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDK 
              40        50        60        70        80        90  
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 72.5  bits: 19.1 E():   46 
Smith-Waterman score: 50; 40.0% identity (72.0% similar) in 25 aa overlap (39-63:9-29) 
 
       10        20        30        40        50        60         
AAD-12 LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG 
                                     :::.....: .    :.:: .:: :      
gi|144                       MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMV 
                                     10            20        30     
 
       70        80                                                 
AAD-12 NMAWHADSTYMP                                                 
                                                                    
gi|144 DQIVKSLTTKKELDPFKIEQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKID 
           40        50        60        70        80        90     
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 72.4  bits: 19.3 E():   47 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (35-65:192-222) 
 
           10        20        30        40        50         60    
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : : ..  
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gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
            70        80                           
AAD-12 KVIVGNMAWHADSTYMP                           
       .:                                          
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 72.2  bits: 19.3 E():   48 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (35-50:199-213) 
 
           10        20        30        40        50        60     
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
           70        80                            
AAD-12 VIVGNMAWHADSTYMP                            
                                                   
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.2  bits: 19.6 E():   48 
Smith-Waterman score: 62; 17.3% identity (62.7% similar) in 75 aa overlap (6-80:239-307) 
 
                                        10        20        30      
AAD-12                          AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG 
                                     :....   :. ...: : .   ..  :..: 
gi|170 SDCQVMRQQCCQQLAQIPQQLQCAAIHSVVHSIIMQQQQQQQQQQGIDIFLPLSQHEQVG 
      210       220       230       240       250       260         
 
          40        50        60        70        80                
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP                
        :..:     ...: .. ..::. . . .... ..    . .:.:                
gi|170 QGSLV-----QGQGIIQPQQPAQLEAIRSLVLQTLPSMCN-VYVPPECSIMRAPFASIVA 
      270            280       290       300        310       320   
 
gi|170 GIGGQ 
             
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 72.1  bits: 18.3 E():   49 
Smith-Waterman score: 47; 28.6% identity (68.6% similar) in 35 aa overlap (21-54:93-127) 
 
                         10        20         30        40          
AAD-12           AAWLQHALLIFPGQHLSNDQQITFA-KRFGAIERIGGGDIVAISNVKADG 
                                     :  :. :.   :....: :.:. ..: .   
gi|121 FKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVT 
             70        80        90       100       110       120   
 
      50        60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 
       .::..                           
gi|121 SVRSYKRI                        
            130                        
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 71.9  bits: 18.5 E():   49 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (36-76:110-157) 
 
          10        20        30        40           50             
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|384 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
       60        70        80 
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AAD-12 WDDMMKVIVGNMAWHADSTYMP 
        . ..... . .  :.:.     
gi|384 GETLLRAVESYLLAHSDAYN   
     140       150            
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 71.9  bits: 18.5 E():   49 
Smith-Waterman score: 48; 25.0% identity (62.5% similar) in 48 aa overlap (36-76:110-157) 
 
          10        20        30        40           50             
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|437 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
      80        90       100       110       120       130          
 
       60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMP 
        . ..... . .  :.:.     
gi|437 GETLLRAVESYLLAHSDAYN   
     140       150            
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 71.9  bits: 18.5 E():   49 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (36-76:110-157) 
 
          10        20        30        40           50             
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|437 KYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
       60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMP 
        . ..... . .  :.:.     
gi|437 GETLLRAVESYLLAHSDAYN   
     140       150            
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 71.9  bits: 18.5 E():   49 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (36-76:110-157) 
 
          10        20        30        40           50             
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|115 KYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
       60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMP 
        . ..... . .  :.:.     
gi|115 GETLLRAVESYLLAHSDAYN   
     140       150            
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (36-76:111-158) 
 
          10        20        30        40           50             
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
       60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMP 
        . ..... . .  :.:.     
gi|154 RETLLRAVESYLLAHSDAYN   
              150       160   
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 71.9  bits: 18.5 E():   50 
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Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (36-76:111-158) 
 
          10        20        30        40           50             
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|256 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
       60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMP 
        . ..... . .  :.:.     
gi|256 GETLLRAVESYLLAHSDAYN   
              150       160   
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (36-76:111-158) 
 
          10        20        30        40           50             
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|132 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
       60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMP 
        . ..... . .  :.:.     
gi|132 GETLLRAVESYLLAHSDAYN   
              150       160   
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (36-76:111-158) 
 
          10        20        30        40           50             
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|400 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
       60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMP 
        . ..... . .  :.:.     
gi|400 GETLLRAVESYLLAHSDAYN   
              150       160   
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (36-76:111-158) 
 
          10        20        30        40           50             
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
       60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMP 
        . ..... . .  :.:.     
gi|154 GETLLRAVESYLLAHSDAYN   
              150       160   
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 48; 25.6% identity (62.8% similar) in 43 aa overlap (2-44:78-119) 
 
                                            10        20        30  
AAD-12                              AAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ....  .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
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              40        50        60        70        80      
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP      
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (36-76:111-158) 
 
          10        20        30        40           50             
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|114 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
       60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMP 
        . ..... . .  :.:.     
gi|114 GETLLRAVESYLLAHSDAYN   
              150       160   
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (36-76:111-158) 
 
          10        20        30        40           50             
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
       60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMP 
        . ..... . .  :.:.     
gi|154 GETLLRAVESYLLAHSDAYN   
              150       160   
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (36-76:111-158) 
 
          10        20        30        40           50             
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|256 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
       60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMP 
        . ..... . .  :.:.     
gi|256 GETLLRAVESYLLAHSDAYN   
              150       160   
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (36-76:111-158) 
 
          10        20        30        40           50             
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
       60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMP 
        . ..... . .  :.:.     
gi|154 GETLLRAVESYLLAHSDAYN   
              150       160   
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>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 48; 25.0% identity (62.5% similar) in 48 aa overlap (36-76:111-158) 
 
          10        20        30        40           50             
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|400 KYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
       60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMP 
        . ..... . .  :.:.     
gi|400 GETLLRAVESYLLAHSDAYN   
              150       160   
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 71.6  bits: 20.2 E():   52 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (46-61:119-135) 
 
          20        30        40        50         60        70     
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .              
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       90       100       110       120       130       140         
 
           80                                                       
AAD-12 DSTYMP                                                       
                                                                    
gi|476 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      150       160       170       180       190       200         
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 71.3  bits: 18.8 E():   54 
Smith-Waterman score: 49; 29.3% identity (51.7% similar) in 58 aa overlap (4-61:63-116) 
 
                                          10        20        30    
AAD-12                            AAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|833 HHQTYVNGLNAALEAQKKAAEANDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
             40        50        60        70           80          
 
            40        50        60        70        80              
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP              
        ::: :     .::    :  :  .. :                                 
gi|833 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
       90       100       110       120       130       140         
 
>>gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=Major  (308 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 71.2  bits: 19.3 E():   54 
Smith-Waterman score: 51; 31.5% identity (53.7% similar) in 54 aa overlap (25-74:104-154) 
 
                     10        20        30        40          50   
AAD-12       AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD--GTVR 
                                     ::  : : ..  .  :: . ..:   : :: 
gi|249 PLPTPLRRTSSRSSRPPSPSPPRASSPTSAAKAPGLIPKLDTAYDVAYKAAEAHPRGQVR 
            80        90       100       110       120       130    
 
               60        70        80                               
AAD-12 Q--HSPAEWDDMMKVIVGNMAWHADSTYMP                               
       .  : : .    ..::.: .  ::                                     
gi|249 RLRHCPHR---SLRVIAGALEVHAVKPATEEVLAAKIPTGELQIVDKIDAAFKIAATAAN 
           140          150       160       170       180       190 
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 71.1  bits: 19.9 E():   55 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (18-38:330-350) 
 
                            10        20        30        40        
AAD-12              AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
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gi|149 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
        50        60        70        80                            
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP                            
                                                                    
gi|149 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 70.9  bits: 18.8 E():   56 
Smith-Waterman score: 49; 29.3% identity (51.7% similar) in 58 aa overlap (4-61:74-127) 
 
                                          10        20        30    
AAD-12                            AAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|164 HHQTYVNGLNAALEAQKKAAEATDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
            50        60        70        80           90           
 
            40        50        60        70        80              
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP              
        ::: :     .::    :  :  .. :                                 
gi|164 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
     100       110       120       130       140       150          
 
>>gi|94471622|gb|ABF21077.1| icarapin variant 1 precurso  (223 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.8  bits: 18.8 E():   57 
Smith-Waterman score: 49; 33.3% identity (57.1% similar) in 21 aa overlap (1-21:10-30) 
 
                        10        20        30        40        50  
AAD-12          AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTV 
                :::.      ::: :  ....                               
gi|944 MKTLGVLFIAAWFIACTHSFPGAHDEDSKEERKNVDTVLVLPSIERDQMMAATFDFPSLS 
               10        20        30        40        50        60 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 70.8  bits: 19.1 E():   57 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (35-50:198-212) 
 
           10        20        30        40        50        60     
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
           70        80                            
AAD-12 VIVGNMAWHADSTYMP                            
                                                   
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
        230       240       250       260          
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 70.8  bits: 19.1 E():   57 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (35-50:198-212) 
 
           10        20        30        40        50        60     
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
           70        80                            
AAD-12 VIVGNMAWHADSTYMP                            
                                                   
gi|115 RKDSDKPIKGPITVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
        230       240       250       260          
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 70.7  bits: 19.6 E():   58 
Smith-Waterman score: 52; 26.1% identity (60.9% similar) in 46 aa overlap (3-46:117-160) 
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                                             10        20        30 
AAD-12                             AAWL--QHALLIFPGQHLSNDQQITFAKRFGA 
                                     :.  :. ..:.  :..   .. :.  : .  
gi|113 IYMVTSDQDDDVVNPKEGTLRFGATQDRPLWIIFQRDMIIYLQQEMVVTSDKTIDGRGAK 
         90       100       110       120       130       140       
 
               40        50        60        70        80           
AAD-12 IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP           
       .: . ::  ... :::                                             
gi|113 VELVYGG--ITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGDAIHVTGSS 
        150         160       170       180       190       200     
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.6  bits: 18.3 E():   59 
Smith-Waterman score: 47; 25.0% identity (58.3% similar) in 48 aa overlap (36-76:110-157) 
 
          10        20        30        40           50             
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|159 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEL 
      80        90       100       110       120       130          
 
       60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMP 
        . ..... . .  :.:.     
gi|159 GETLLRAVESYLLAHSDAYN   
     140       150            
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (36-76:111-158) 
 
          10        20        30        40           50             
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
       60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMP 
        . ..... . .  :.:.     
gi|116 GEALLRAVESYLLAHSDAYN   
              150       160   
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (36-76:111-158) 
 
          10        20        30        40           50             
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
       60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMP 
        . ..... . .  :.:.     
gi|116 GEALLRAVESYLLAHSDAYN   
              150       160   
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (36-76:111-158) 
 
          10        20        30        40           50             
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|400 KYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
       60        70        80 
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AAD-12 WDDMMKVIVGNMAWHADSTYMP 
        . ..... . .  :.:.     
gi|400 GEALLRAVESYLLAHSDAYN   
              150       160   
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (36-76:111-158) 
 
          10        20        30        40           50             
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDQEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
       60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMP 
        . ..... . .  :.:.     
gi|116 GEALLRAVESYLLAHSDAYN   
              150       160   
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (36-76:111-158) 
 
          10        20        30        40           50             
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
       60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMP 
        . ..... . .  :.:.     
gi|116 GEALLRAVESYLLAHSDAYN   
              150       160   
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (36-76:111-158) 
 
          10        20        30        40           50             
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
       60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMP 
        . ..... . .  :.:.     
gi|132 AEALLRAVESYLLAHSDAYN   
              150       160   
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (36-76:111-158) 
 
          10        20        30        40           50             
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
       60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMP 
        . ..... . .  :.:.     
gi|132 GEALLRAVESYLLAHSDAYN   
              150       160   
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.5  bits: 18.3 E():   59 
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Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (36-76:111-158) 
 
          10        20        30        40           50             
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
       60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMP 
        . ..... . .  :.:.     
gi|132 GEALLRAVESYLLAHSDAYN   
              150       160   
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 69.7  bits: 19.4 E():   66 
Smith-Waterman score: 51; 21.6% identity (56.9% similar) in 51 aa overlap (24-73:103-153) 
 
                      10        20         30        40        50   
AAD-12        AAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|119 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
             60        70        80                                 
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMP                                 
       .: :: ::   : .. .. ..                                        
gi|119 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 69.7  bits: 19.4 E():   66 
Smith-Waterman score: 51; 21.6% identity (56.9% similar) in 51 aa overlap (24-73:103-153) 
 
                      10        20         30        40        50   
AAD-12        AAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|309 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
             60        70        80                                 
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMP                                 
       .: :: ::   : .. .. ..                                        
gi|309 DHPPASWDWRKKGVITQVKYQGGCGSGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 69.7  bits: 19.4 E():   66 
Smith-Waterman score: 51; 21.6% identity (56.9% similar) in 51 aa overlap (24-73:103-153) 
 
                      10        20         30        40        50   
AAD-12        AAWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|129 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
             60        70        80                                 
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMP                                 
       .: :: ::   : .. .. ..                                        
gi|129 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full=Polc  (85 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.6  bits: 17.2 E():   66 
Smith-Waterman score: 43; 36.6% identity (46.3% similar) in 41 aa overlap (26-66:17-54) 
 
               10        20        30        40        50        60 
AAD-12 AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD 
                                ::: :    : : : :    .:  :. . .: :   
gi|144          MADDHPQDKAERERIFKRFDAN---GDGKISAAELGEALKTLGSITPDEVK 
                        10        20           30        40         
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               70        80                  
AAD-12 DMMKVIVGNMAWHADSTYMP                  
        ::  :                                
gi|144 HMMAEIDTDGDGFISFQEFTDFGRANRGLLKDVAKIF 
       50        60        70        80      
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 69.6  bits: 18.8 E():   66 
Smith-Waterman score: 54; 21.7% identity (56.7% similar) in 60 aa overlap (19-78:207-260) 
 
                           10        20        30        40         
AAD-12             AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :.   . . .::. ::   : .. .   .  
gi|168 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWTELKESWGAVWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
       50        60        70        80  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP  
        :..  . .:..:..       .:.::..:    
gi|168 YTTEGGTKSEFEDVIP-----EGWKADTSYSAK 
         240       250            260    
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 69.5  bits: 19.6 E():   67 
Smith-Waterman score: 52; 25.0% identity (65.6% similar) in 32 aa overlap (11-42:117-148) 
 
                                   10        20        30        40 
AAD-12                     AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : :.. .....  :  .   ....  :::. 
gi|303 APKLYYVTQGRGILGVLMPGCPETFQSMSQFQGSREQEEERGRFQDQHQKVHHLKKGDII 
         90       100       110       120       130       140       
 
               50        60        70        80                     
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP                     
       ::                                                           
gi|303 AIPAGVALWCYNDGDEDLVTVLVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLR 
        150       160       170       180       190       200       
 
>>gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.2  bits: 17.7 E():   70 
Smith-Waterman score: 45; 27.1% identity (52.1% similar) in 48 aa overlap (34-80:15-62) 
 
            10        20        30        40        50        60    
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :. . : . .  ::.:  .:    .    
gi|144                 MSWQAYVDDHLMCEIEGNHLSAAAIIGQDGSVWAQSANFPQFKS 
                               10        20        30        40     
 
            70         80                                           
AAD-12 KVIVGNMA-WHADSTYMP                                           
       . :.: :. .:  .:  :                                           
gi|144 EEITGIMSDFHEPGTLAPTGLYIGGTKYMVIQGEPGAVIRGKKGPGGVTVKKTNQALIIG 
           50        60        70        80        90       100     
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (35-44:109-118) 
 
           10        20        30        40        50        60     
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
           70        80      
AAD-12 VIVGNMAWHADSTYMP      
                             
gi|534 KAEALFRAVESYLLAHSDAYN 
      140       150          
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>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (2-44:77-118) 
 
                                            10        20        30  
AAD-12                              AAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|402 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
         50        60        70        80        90        100      
 
              40        50        60        70        80      
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP      
          :::.:: ::.                                          
gi|402 AAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
         110       120       130       140       150          
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (2-44:78-119) 
 
                                            10        20        30  
AAD-12                              AAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
              40        50        60        70        80      
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP      
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 46; 23.3% identity (62.8% similar) in 43 aa overlap (2-44:78-119) 
 
                                            10        20        30  
AAD-12                              AAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :... .   ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLE-KVSHELKIV 
        50        60        70        80        90        100       
 
              40        50        60        70        80      
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP      
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (35-44:110-119) 
 
           10        20        30        40        50        60     
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
           70        80      
AAD-12 VIVGNMAWHADSTYMP      
                             
gi|534 KAEALFRAVESYLLAHSDAYN 
     140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (2-44:78-119) 
 
                                            10        20        30  
AAD-12                              AAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
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gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
              40        50        60        70        80      
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP      
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (2-44:78-119) 
 
                                            10        20        30  
AAD-12                              AAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
              40        50        60        70        80      
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP      
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (2-44:78-119) 
 
                                            10        20        30  
AAD-12                              AAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|730 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
              40        50        60        70        80      
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP      
          :::.:: ::.                                          
gi|730 AAPGGGSIVKISSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 46; 32.3% identity (58.1% similar) in 31 aa overlap (45-72:38-65) 
 
           20        30        40        50           60        70  
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ---HSPAEWDDMMKVIVGNMA 
                                     :.: . .:.    .:  ::.. ::    .: 
gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKV---AQA 
        10        20        30        40        50        60        
 
              80                                                    
AAD-12 WHADSTYMP                                                    
       :                                                            
gi|148 WAETRTPDCSLIHSDRCGENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQIV 
           70        80        90       100       110       120     
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.0  bits: 17.5 E():   72 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (20-38:35-53) 
 
                          10        20        30        40          
AAD-12            AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
      50        60        70        80                  
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMP                  
                                                        
gi|730 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
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           70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.0  bits: 17.5 E():   72 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (20-38:35-53) 
 
                          10        20        30        40          
AAD-12            AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
      50        60        70        80                  
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMP                  
                                                        
gi|191 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 68.9  bits: 19.9 E():   73 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (18-38:330-350) 
 
                            10        20        30        40        
AAD-12              AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|169 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
        50        60        70        80                            
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP                            
                                                                    
gi|169 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.5  bits: 18.8 E():   76 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (3-34:157-188) 
 
                                           10        20        30   
AAD-12                             AAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
        130       140       150       160       170       180       
 
             40        50        60        70        80             
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP             
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
        190       200       210       220       230       240       
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 68.4  bits: 18.3 E():   77 
Smith-Waterman score: 47; 23.1% identity (51.3% similar) in 39 aa overlap (42-76:147-185) 
 
              20        30        40        50            60        
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH----SPAEWDDMMKVIV 
                                     ::.  .::.. .:    .   :    :.   
gi|613 ATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMHVGHYTQIVWAKTKKIGC 
        120       130       140       150       160       170       
 
        70        80                       
AAD-12 GNMAWHADSTYMP                       
       : . .. :.                           
gi|613 GRIMFKEDNWNKHYLVCNYGPAGNVLGAQIYEIKK 
        180       190       200       210  
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 68.1  bits: 19.1 E():   80 
Smith-Waterman score: 50; 24.3% identity (56.8% similar) in 37 aa overlap (43-79:262-298) 
 
             20        30        40        50        60        70   
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AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|169 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
             80                                                     
AAD-12 HADSTYMP                                                     
       .: :.::                                                      
gi|169 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.1  bits: 18.8 E():   80 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (3-34:176-207) 
 
                                           10        20        30   
AAD-12                             AAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
         150       160       170       180       190       200      
 
             40        50        60        70        80             
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP             
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
         210       220       230       240       250       260      
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.9  bits: 18.6 E():   82 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (11-21:90-100) 
 
                                   10        20        30        40 
AAD-12                     AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
               50        60        70        80                     
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP                     
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 67.9  bits: 19.4 E():   82 
Smith-Waterman score: 51; 28.3% identity (56.7% similar) in 60 aa overlap (8-66:186-244) 
 
                                      10        20        30        
AAD-12                        AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGG 
                                     .... :.: :: .. : : : .   .   . 
gi|215 KKRPIVYECAEISWKVMNNGDVFILLVPNFVFVWTGKH-SNRMERTTAIRVANDLKSELN 
         160       170       180       190        200       210     
 
        40        50         60        70        80                 
AAD-12 DIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHADSTYMP                 
        .   : .  ::  :.: : ::.: . :..                               
gi|215 RFKLSSVILEDGKEVEQTSGAEYDAFNKALSLDKKDIDLKQMPKGYDYAASDKSFESHER 
          220       230       240       250       260       270     
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.8  bits: 17.5 E():   83 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (34-55:15-36) 
 
            10        20        30        40        50        60    
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|288                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
            70        80                                            
AAD-12 KVIVGNMAWHADSTYMP                                            

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 1074



 

 

                                                                    
gi|288 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.8  bits: 17.5 E():   83 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (34-55:15-36) 
 
            10        20        30        40        50        60    
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|144                 MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
            70        80                                            
AAD-12 KVIVGNMAWHADSTYMP                                            
                                                                    
gi|144 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.8  bits: 17.5 E():   83 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (34-55:15-36) 
 
            10        20        30        40        50        60    
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|218                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
            70        80                                            
AAD-12 KVIVGNMAWHADSTYMP                                            
                                                                    
gi|218 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.8  bits: 17.5 E():   83 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (34-55:15-36) 
 
            10        20        30        40        50        60    
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|604                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
            70        80                                            
AAD-12 KVIVGNMAWHADSTYMP                                            
                                                                    
gi|604 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 45; 33.3% identity (57.8% similar) in 45 aa overlap (29-66:52-96) 
 
                 10        20        30        40          50       
AAD-12   AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK--ADGT-----V 
                                     :.:..:. :.  . : ::   ::.     : 
gi|602 AFVLDADNLIPKIAPQAVKSTEILEGDGGVGTIKKINFGEGSTYSYVKHKIDGVDKDNFV 
              30        40        50        60        70        80  
 
              60        70        80                                
AAD-12 RQHSPAEWDDMMKVIVGNMAWHADSTYMP                                
        :.:  : : . ..:                                              
gi|602 YQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISHYHTKGDVEIKEEHVKAGKEKAS 
              90       100       110       120       130       140  
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 67.7  bits: 17.8 E():   84 
Smith-Waterman score: 45; 25.0% identity (56.2% similar) in 48 aa overlap (36-76:111-158) 
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          10        20        30        40           50             
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|132 KYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEM 
               90       100       110       120       130       140 
 
       60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMP 
        . .....   .  :.:.     
gi|132 GETLLRAVERYLLAHSDAYN   
              150       160   
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 67.7  bits: 17.8 E():   84 
Smith-Waterman score: 45; 23.3% identity (60.5% similar) in 43 aa overlap (2-44:78-119) 
 
                                            10        20        30  
AAD-12                              AAWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
              40        50        60        70        80      
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP      
          :::..: ::.                                          
gi|167 AAPGGGSVVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.7  bits: 17.8 E():   84 
Smith-Waterman score: 45; 24.4% identity (61.0% similar) in 41 aa overlap (4-44:80-119) 
 
                                          10        20        30    
AAD-12                            AAWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :. :.    ....  .   
gi|730 GPGTIKKITFSEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLG-DKLEKVSHELKIVAA 
      50        60        70        80        90        100         
 
            40        50        60        70        80      
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP      
        :::.:: ::.                                          
gi|730 PGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      110       120       130       140       150       160 
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 67.6  bits: 18.6 E():   85 
Smith-Waterman score: 48; 23.2% identity (51.8% similar) in 56 aa overlap (3-58:150-202) 
 
                                           10        20        30   
AAD-12                             AAWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. .::   .:. ::. 
gi|219 VLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSCHVMQQQCCQQLSQIPEQSRYDAIR 
     120       130       140       150       160       170          
 
             40        50        60        70        80             
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP             
        :       : . . .:  .:..: .                                   
gi|219 AI---TYSIILQEQQQGQSQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQ 
     180          190       200       210       220       230       
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.3  bits: 15.1 E():   88 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (72-78:19-25) 
 
              50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 
                                     :..:..:   
gi|320             YTTEGGTKAEAEDVIPEGWKVDTSYE  
                           10        20        
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>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.3  bits: 17.5 E():   88 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (34-56:15-37) 
 
            10        20        30        40        50        60    
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : : .... . .  ::.:  .::        
gi|100                 MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKP 
                               10        20        30        40     
 
            70        80                                            
AAD-12 KVIVGNMAWHADSTYMP                                            
                                                                    
gi|100 EENAGIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILG 
           50        60        70        80        90       100     
 
>>gi|62240392|gb|AAX77384.1| 11S globulin precursor [Sin  (523 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 67.2  bits: 19.4 E():   89 
Smith-Waterman score: 51; 30.0% identity (63.3% similar) in 30 aa overlap (13-41:173-202) 
 
                                 10        20         30        40  
AAD-12                   AAWLQHALLIFPGQHLSNDQ-QITFAKRFGAIERIGGGDIVA 
                                     ::. ...: :  :   .  .:..  ::..: 
gi|622 QQGQQGQQGQQQGQQGQQGQQGQQGQQGQQGQQGQQQQGQQGFRDMYQKVEHVRHGDVIA 
            150       160       170       180       190       200   
 
              50        60        70        80                      
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP                      
                                                                    
gi|622 NTPGSAHWIYNTGDKPLVIISLLDIANYQNQLDRNPRVFRLAGNNPQGGFGGPQQQQPQQ 
            210       220       230       240       250       260   
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 67.0  bits: 18.6 E():   92 
Smith-Waterman score: 48; 25.7% identity (60.0% similar) in 35 aa overlap (31-61:81-115) 
 
               10        20        30        40            50       
AAD-12 AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV----AISNVKADGTVRQHSP 
                                     :  .: :...     :. .:  :.:..  : 
gi|324 NFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFP 
               60        70        80        90       100       110 
 
         60        70        80                                     
AAD-12 AEWDDMMKVIVGNMAWHADSTYMP                                     
       .:. .                                                        
gi|324 SEFGNDVDRSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASS 
              120       130       140       150       160       170 
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.0  bits: 17.0 E():   92 
Smith-Waterman score: 42; 37.5% identity (62.5% similar) in 24 aa overlap (20-43:79-100) 
 
                          10        20        30        40          
AAD-12            AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .  :       
gi|897 QQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQL--AAQLPAMCRLEGGDALLASQ      
       50        60        70        80          90       100       
 
      50        60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 
 
>>gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin precurs  (148 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.9  bits: 17.5 E():   93 
Smith-Waterman score: 44; 21.2% identity (54.5% similar) in 33 aa overlap (40-72:25-57) 
 
      10        20        30        40        50        60          
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     :. ..:  .:  ...   ::.. .  .    
gi|538       MARFTIVLAVLFAAALVSASAHKTVVTTSVAEEGEEENQRGCEWESRQCQMRHC 
                     10        20        30        40        50     
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      70        80                                                  
AAD-12 MAWHADSTYMP                                                  
       : :                                                          
gi|538 MQWMRSMRGQYEESFLRSAEANQGQFEHFRECCNELRDVKSHCRCEALRCMMRQMQQEYG 
           60        70        80        90       100       110     
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 66.7  bits: 18.8 E():   95 
Smith-Waterman score: 49; 24.3% identity (56.8% similar) in 37 aa overlap (43-79:262-298) 
 
             20        30        40        50        60        70   
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
             80                                                     
AAD-12 HADSTYMP                                                     
       .: :.::                                                      
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 66.7  bits: 18.8 E():   95 
Smith-Waterman score: 50; 26.8% identity (51.2% similar) in 41 aa overlap (7-43:190-230) 
 
                                       10            20        30   
AAD-12                         AAWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::  .  :    ::.  
gi|215 NKPVIFTKSNLAKSPELDAKMYDICYSTAAAPIYFPPHHFVTHTSNGARYEFNLVDGAVA 
     160       170       180       190       200       210          
 
             40        50        60        70        80             
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP             
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 [Ch  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.4  bits: 17.2 E():   99 
Smith-Waterman score: 43; 33.3% identity (62.5% similar) in 24 aa overlap (34-57:15-38) 
 
            10        20        30        40        50        60    
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :. . . . .  ::::  .::.       
gi|294                 MSWQTYVDDHLMCDIEGNHLSSAAILGHDGTVWAQSPSFPQLKP 
                               10        20        30        40     
 
            70        80                                            
AAD-12 KVIVGNMAWHADSTYMP                                            
                                                                    
gi|294 EEVSAIMKDFNEPGSLAPTGLHLGGTKYMVIQGEPGDVIRGKKGPGGVTIKKTNQALIIG 
           50        60        70        80        90       100     
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 66.4  bits: 19.7 E():   99 
Smith-Waterman score: 52; 20.3% identity (59.4% similar) in 69 aa overlap (13-80:242-305) 
 
                                 10        20        30         40  
AAD-12                   AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDI-VA 
                                     ::.... ::.  ....:  .. : :.     
gi|220 PGQGQQIGQGQQGYYPTSPQHPGQRQQPGQGQQIGQGQQLGQGRQIGQGQQSGQGQQGYY 
             220       230       240       250       260       270  
 
              50        60        70        80                      
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP                      
        .. .  :  .:  :..:..  .   :.....  :  .:                      
gi|220 PTSPQQLGQGQQ--PGQWQQSGQ---GQQGYYPTSQQQPGQGQQGQYPASQQQPGQGQQG 
             280         290          300       310       320       
 
gi|220 QYPASQQQPGQGQQGQYPASQQQPGQGQQGHYLASQQQPGQGQQRHYPASLQQPGQGQQG 
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        330       340       350       360       370       380       
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  49 init1:  49 opt:  51  Z-score: 66.4  bits: 19.4 E():   99 
Smith-Waterman score: 51; 29.4% identity (82.4% similar) in 17 aa overlap (53-69:535-551) 
 
             30        40        50        60        70        80   
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP   
                                     .:.:   :...:...:.              
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
gi|331 KEGCFSEEGPKLVAAAQAALV 
          570       580      
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 66.4  bits: 18.6 E():   99 
Smith-Waterman score: 48; 30.4% identity (60.7% similar) in 56 aa overlap (31-80:196-248) 
 
               10        20        30        40        50           
AAD-12 AAWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT---VRQHSPA 
                                     : ::.: : :.  :.  :::   : :.. : 
gi|237 AVPQKNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGY-NI--DGTALPVLQNGDA 
         170       180       190       200          210       220   
 
        60           70        80                                   
AAD-12 EWDDMMKVIV---GNMAWHADSTYMP                                   
       .. :.. . .   :..   .: ...:                                   
gi|237 DFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITS 
            230       240       250       260       270       280   
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:35 2011 done: Fri Jan 21 00:02:35 2011 
 Total Scan time:  0.080 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 38  - 117 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     2     2:* 
  32     1     8:=* 
  34    21    22:=====* 
  36    57    44:==========*==== 
  38    74    73:==================* 
  40    82   102:=====================    * 
  42   115   125:=============================  * 
  44   186   138:==================================*============ 
  46   132   140:================================= * 
  48   139   134:=================================*= 
  50   125   122:==============================*= 
  52    99   108:========================= * 
  54    96    92:======================*= 
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  56    61    77:================   * 
  58    50    63:=============  * 
  60    37    51:==========  * 
  62    43    41:==========* 
  64    19    33:=====   * 
  66    26    26:======* 
  68    26    20:====*== 
  70    22    16:===*== 
  72    28    12:==*==== 
  74    16    10:==*= 
  76     4     8:=* 
  78     5     6:=* 
  80     8     5:=* 
  82     3     3:* 
  84     1     3:* 
  86     5     2:*= 
  88     3     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.41430.00349; mu= 4.8931 0.179 
 mean_var=50.241314.295, 0's: 2 Z-trim: 2  B-trim: 11 in 1/43 
 Lambda= 0.180944 
 Kolmogorov-Smirnov  statistic: 0.0232 (N=29) at  64 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.080 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   67 23.5    0.97 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   65 23.0     1.4 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   63 22.5     5.3 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   62 22.2     5.8 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   62 22.2     6.4 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   58 21.2     6.8 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   57 20.9     7.4 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   57 20.9     7.4 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   57 20.9     7.4 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   57 20.9     7.4 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   60 21.7     7.7 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   60 21.7     9.2 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   56 20.6      12 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   61 22.0      13 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   58 21.2      13 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   57 20.9      14 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   57 20.9      16 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   54 20.1      16 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   56 20.7      17 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   56 20.7      18 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   60 21.7      18 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   56 20.7      19 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   56 20.7      19 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   52 19.6      20 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   45 17.7      21 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   50 19.1      21 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   55 20.4      23 
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gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   49 18.8      24 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   54 20.1      27 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   54 20.1      27 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   51 19.3      28 
gi|14423757|sp|O04701.1|MPAC1_CYNDA RecName: Full= ( 246)   53 19.9      30 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   54 20.1      32 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   54 20.1      33 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 16.4      35 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 16.4      35 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   52 19.6      36 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   56 20.7      37 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   54 20.1      38 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   54 20.1      38 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   54 20.1      38 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   54 20.1      38 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   54 20.1      38 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   54 20.1      38 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   54 20.1      38 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   54 20.1      38 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   54 20.1      38 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   52 19.6      39 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   52 19.6      39 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   49 18.8      41 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   49 18.8      41 
gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pach ( 199)   50 19.1      42 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   54 20.2      42 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 19.4      44 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 18.6      45 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 19.1      46 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   51 19.4      46 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 19.4      47 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   52 19.6      48 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   47 18.3      48 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   48 18.6      48 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   48 18.6      48 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   48 18.6      48 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   48 18.6      48 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   48 18.6      49 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   48 18.6      49 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   48 18.6      49 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   48 18.6      49 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   48 18.6      49 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   48 18.6      49 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   48 18.6      49 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   48 18.6      49 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   48 18.6      49 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   48 18.6      49 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   48 18.6      49 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   54 20.2      52 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   49 18.8      53 
gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=M ( 308)   51 19.4      54 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   53 19.9      55 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   49 18.8      56 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 19.1      56 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 19.1      56 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   52 19.6      57 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   47 18.3      58 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   47 18.3      58 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   47 18.3      58 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   47 18.3      58 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   47 18.3      58 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   47 18.3      58 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   47 18.3      58 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   47 18.3      58 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   47 18.3      58 
gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full= (  85)   43 17.2      64 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   51 19.4      65 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   51 19.4      65 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   51 19.4      65 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 18.8      66 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   52 19.6      67 
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gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full= ( 131)   45 17.8      68 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   46 18.0      69 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 18.0      69 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 18.0      69 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   46 18.0      69 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   46 18.0      69 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   46 18.0      69 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   46 18.0      69 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   46 18.0      69 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   46 18.0      70 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   44 17.5      70 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   44 17.5      70 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   53 19.9      73 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   49 18.8      75 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   47 18.3      76 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   50 19.1      79 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   49 18.8      80 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   48 18.6      81 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   44 17.5      82 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   44 17.5      82 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   44 17.5      82 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   44 17.5      82 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   51 19.4      82 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   45 17.8      82 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   45 17.8      83 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   45 17.8      83 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   45 17.8      83 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   48 18.6      85 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 15.1      85 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   44 17.5      87 
gi|62240392|gb|AAX77384.1| 11S globulin precursor  ( 523)   51 19.4      89 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   42 17.0      91 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   48 18.6      91 
gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin pre ( 148)   44 17.5      92 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   49 18.8      95 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   49 18.8      95 
gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 ( 131)   43 17.2      97 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   48 18.6      99 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   51 19.4      99 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   52 19.6      99 
gi|11762104|gb|AAG40330.1|AF323974_1 major allerge ( 161)   44 17.5      99 
gi|5726304|gb|AAD48405.1|AF136945_1 major allergen ( 161)   44 17.5      99 
gi|11762102|gb|AAG40329.1|AF323973_1 major allerge ( 161)   44 17.5      99 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  67  Z-score: 102.7  bits: 23.5 E(): 0.97 
Smith-Waterman score: 67; 40.0% identity (63.3% similar) in 30 aa overlap (46-75:30-56) 
 
          20        30        40        50        60        70      
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:::.  ::. : :   ::. :.. : 
gi|126  TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTK--KGNL-WEVKS 
                10        20        30        40          50        
 
          80                                     
AAD-12 TYMPV                                     
                                                 
gi|126 AKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
         60        70        80        90        
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  65  Z-score: 99.9  bits: 23.0 E():  1.4 
Smith-Waterman score: 65; 35.5% identity (64.5% similar) in 31 aa overlap (46-76:30-57) 
 
          20        30        40        50        60        70      
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:::.  ::. . :   ::. :.. : 
gi|144  VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKS 
                10        20        30        40          50        
 
          80                                    
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AAD-12 TYMPV                                    
       .                                        
gi|144 SKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
         60        70        80        90       
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  44 init1:  44 opt:  63  Z-score: 89.4  bits: 22.5 E():  5.3 
Smith-Waterman score: 63; 26.7% identity (56.7% similar) in 60 aa overlap (18-77:207-260) 
 
                            10        20        30        40        
AAD-12              AWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|390 GSNPNYLALLVKFVAGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
        180       190       200       210       220            230  
 
        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 
        :::  . .      : .. . .:.::..:    
gi|390 FTVRYTTEGGTKGEAKDVIPE-GWKADTAYESK 
             240       250        260    
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  44 init1:  44 opt:  62  Z-score: 88.7  bits: 22.2 E():  5.8 
Smith-Waterman score: 62; 26.7% identity (55.0% similar) in 60 aa overlap (18-77:184-237) 
 
                            10        20        30        40        
AAD-12              AWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|458 GSNPNYLALLVKFVAGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
           160       170       180       190       200              
 
        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 
        :::  . .      : .. . .:.::. :    
gi|458 FTVRYTTEGGTKGEAKDVIPE-GWKADTCYESK 
      210       220        230       240 
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  44 init1:  44 opt:  62  Z-score: 88.0  bits: 22.2 E():  6.4 
Smith-Waterman score: 62; 26.7% identity (56.7% similar) in 60 aa overlap (18-77:206-259) 
 
                            10        20        30        40        
AAD-12              AWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|158 KGSNPNYLALLVKFSGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
         180       190       200       210       220            230 
 
        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 
        :::  . .      : .. . .:.::..:    
gi|158 FTVRYTTEGGTKARAKDVIPE-GWKADTAYESK 
              240       250        260   
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  39 init1:  39 opt:  58  Z-score: 87.5  bits: 21.2 E():  6.8 
Smith-Waterman score: 58; 23.8% identity (47.6% similar) in 84 aa overlap (1-79:33-116) 
 
                                             10         20          
AAD-12                               AWLQHALLIFPGQ-HLSNDQQITFAKRFGA 
                                     : .:: .. :  : :  . :: :   . :  
gi|273 MEHYLKTYLSWLTEEQKEKLKEMKEAGKTKAEIQHEVMHFYDQLHGEEKQQATEKLKVGC 
             10        20        30        40        50        60   
 
      30            40        50        60        70        80      
AAD-12 IERIGG--GD--IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV      
          . :  :.  .: . :.:  :.  :.   . . :.. .. .   .    : :       
gi|273 KMLLKGVIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIF 
             70        80        90       100       110       120   
 
gi|273 GATTLQHHRRRR 
            130     
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>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 86.8  bits: 20.9 E():  7.4 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (20-75:29-82) 
 
                        10        20        30        40        50  
AAD-12          AWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSGLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPV                                
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 86.8  bits: 20.9 E():  7.4 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (20-75:29-82) 
 
                        10        20        30        40        50  
AAD-12          AWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPV                                
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 86.8  bits: 20.9 E():  7.4 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (20-75:29-82) 
 
                        10        20        30        40        50  
AAD-12          AWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPV                                
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 86.8  bits: 20.9 E():  7.4 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (20-75:29-82) 
 
                        10        20        30        40        50  
AAD-12          AWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|117 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPV                                
       .:.  ::  : :   :  .:  ::                                     
gi|117 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 86.6  bits: 21.7 E():  7.7 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (10-41:133-160) 
 
                                    10        20        30          
AAD-12                      AWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
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                                     : ::  :..:: .  :    ..:.  ::.. 
gi|221 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
            110       120       130       140           150         
 
      40        50        60        70        80                    
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV                    
       :.                                                           
gi|221 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
      160       170       180       190       200       210         
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 85.2  bits: 21.7 E():  9.2 
Smith-Waterman score: 60; 23.3% identity (58.3% similar) in 60 aa overlap (18-77:207-260) 
 
                            10        20        30        40        
AAD-12              AWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   : .. .   .  
gi|126 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 
        :..  . .:..:..       .:.::..:    
gi|126 YTTEGGTKSEFEDVIP-----EGWKADTSYSAK 
         240       250            260    
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 83.3  bits: 20.6 E():   12 
Smith-Waterman score: 56; 27.1% identity (58.3% similar) in 48 aa overlap (35-75:111-158) 
 
           10        20        30        40           50            
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|400 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPV 
        . ..... : .  :.:.      
gi|400 GETLLRAVEGYLLAHSDAYN    
              150       160    
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 82.4  bits: 22.0 E():   13 
Smith-Waterman score: 61; 38.7% identity (58.1% similar) in 31 aa overlap (11-41:108-138) 
 
                                   10        20        30        40 
AAD-12                     AWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA 
                                     : :  .. :.  :  :   :.:.  :::.: 
gi|259 YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIA 
        80        90       100       110       120       130        
 
               50        60        70        80                     
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV                     
       :                                                            
gi|259 IPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGR 
       140       150       160       170       180       190        
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  43 init1:  43 opt:  58  Z-score: 82.2  bits: 21.2 E():   13 
Smith-Waterman score: 58; 23.8% identity (47.6% similar) in 84 aa overlap (1-79:33-116) 
 
                                             10         20          
AAD-12                               AWLQHALLIFPGQ-HLSNDQQITFAKRFGA 
                                     : .:: .. .  : :  . :: :   . :  
gi|273 MEHYLKTYLSWLTEEQKEKLKEMKEAGQTKAEIQHEVMHYYDQLHGEEKQQATEKLKVGC 
             10        20        30        40        50        60   
 
      30            40        50        60        70        80      
AAD-12 IERIGG--GD--IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV      
          . :  :.  .: . :::  :.  :.   . . :.. .. .   .    : :       
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gi|273 KMLLKGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIF 
             70        80        90       100       110       120   
 
gi|273 GATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKELEAKILHYYDEL 
            130       140       150       160       170       180   
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  44 init1:  44 opt:  57  Z-score: 81.6  bits: 20.9 E():   14 
Smith-Waterman score: 57; 23.3% identity (58.3% similar) in 60 aa overlap (18-77:184-237) 
 
                            10        20        30        40        
AAD-12              AWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: :.   :     .. .  
gi|331 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIALKESWGAIWRVDTPD-----KLTGP 
           160       170       180       190       200              
 
        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 
        :::  . .   . .. .. . .:.::..:    
gi|331 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYEAK 
      210       220        230       240 
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  44 init1:  44 opt:  57  Z-score: 80.9  bits: 20.9 E():   16 
Smith-Waterman score: 57; 23.3% identity (58.3% similar) in 60 aa overlap (18-77:208-261) 
 
                            10        20        30        40        
AAD-12              AWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: :.   :     .. .  
gi|180 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIALKESWGAIWRVDTPD-----KLTGP 
       180       190       200       210       220            230   
 
        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 
        :::  . .   . .. .. . .:.::..:    
gi|180 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYEAK 
            240       250        260     
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 80.6  bits: 20.1 E():   16 
Smith-Waterman score: 54; 24.7% identity (50.5% similar) in 97 aa overlap (3-80:50-146) 
 
                                           10        20             
AAD-12                             AWLQHALLIFPGQHLSNDQQIT-FAKR----- 
                                     .: :.  : :. :.. .    :.:.      
gi|250 DQIAAAKASWNTVKNNQVDILYAVFKANPDIQTAFSQFAGKDLDSIKGTPDFSKHAGRVV 
      20        30        40        50        60        70          
 
           30        40         50            60            70      
AAD-12 --FGAIERIGGGDIVAISNV-KADGTVRQH----SPAEWDDMMKVIV----GNMAWHA-- 
         :. .  . :.:  . . . ::    ..:    :::. :.. : .:    :   : .   
gi|250 GLFSEVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAV 
      80        90       100       110       120       130          
 
            80             
AAD-12 DSTYMPV             
       .:.. ::             
gi|250 ESSWAPVLDFVFSTLKNEL 
     140       150         
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 80.2  bits: 20.7 E():   17 
Smith-Waterman score: 56; 25.0% identity (56.7% similar) in 60 aa overlap (18-77:185-238) 
 
                            10        20        30        40        
AAD-12              AWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|283 GSNPNYLALLVKYVNGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
          160       170       180       190       200        210    
 
        50        60        70        80 
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AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 
        :..  . .: .:..       .:.::..:    
gi|283 YTTEGGTKTEAEDVIP-----EGWKADTSYESK 
           220            230       240  
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 79.9  bits: 20.7 E():   18 
Smith-Waterman score: 56; 23.3% identity (56.7% similar) in 60 aa overlap (18-77:196-249) 
 
                            10        20        30        40        
AAD-12              AWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   :     .. .  
gi|168 GSNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPD-----KLTGP 
         170       180       190       200       210            220 
 
        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 
        :::  . .   . .. .. . .:.::..:    
gi|168 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYSAK 
              230       240        250   
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 79.7  bits: 21.7 E():   18 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (10-41:131-158) 
 
                                    10        20        30          
AAD-12                      AWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|213 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
              110       120       130       140           150       
 
      40        50        60        70        80                    
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV                    
       :.                                                           
gi|213 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
        160       170       180       190       200       210       
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 79.5  bits: 20.7 E():   19 
Smith-Waterman score: 56; 23.3% identity (56.7% similar) in 60 aa overlap (18-77:207-260) 
 
                            10        20        30        40        
AAD-12              AWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   :     .. .  
gi|752 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPD-----KLTGP 
        180       190       200       210       220            230  
 
        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 
        :::  . .   . .. .. . .:.::..:    
gi|752 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYSAK 
             240       250        260    
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 79.5  bits: 20.7 E():   19 
Smith-Waterman score: 56; 25.0% identity (56.7% similar) in 60 aa overlap (18-77:207-260) 
 
                            10        20        30        40        
AAD-12              AWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|117 GSNPNYLALLVKYVNGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 
        :..  . .: .:..       .:.::..:    
gi|117 YTTEGGTKTEAEDVIP-----EGWKADTSYESK 
         240       250            260    
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 79.0  bits: 19.6 E():   20 
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Smith-Waterman score: 52; 22.6% identity (47.6% similar) in 84 aa overlap (1-79:33-116) 
 
                                             10         20          
AAD-12                               AWLQHALLIFPGQ-HLSNDQQITFAKRFGA 
                                     : .:: .. .  : :  . :: :   . :  
gi|273 MEHYLKTYLSWLTEEQKEKLKEMKEAGKTKAEIQHEVMRYYDQLHGEEKQQATEKLKVGC 
             10        20        30        40        50        60   
 
      30            40        50        60        70        80      
AAD-12 IERIGG--GD--IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV      
          . :  :.  .: . :.:  :.  :.   . . :.. .. .   .    : :       
gi|273 KMLLKGIIGEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIF 
             70        80        90       100       110       120   
 
gi|273 GATTLQHHRRRR 
            130     
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 78.6  bits: 17.7 E():   21 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (19-42:17-38) 
 
               10        20        30        40        50        60 
AAD-12 AWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD 
                         ::.  : .. :. :. ::: .. :                   
gi|217   LVSVEHQAARLKVAKAQQL--AAQLPAMCRLEGGDALSASQ                  
                 10          20        30                           
 
               70        80 
AAD-12 MMKVIVGNMAWHADSTYMPV 
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 78.5  bits: 19.1 E():   21 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (34-49:29-43) 
 
            10        20        30        40        50        60    
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105   CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
                 10        20        30         40        50        
 
            70        80                          
AAD-12 VIVGNMAWHADSTYMPV                          
                                                  
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
        60        70        80        90          
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  44 init1:  44 opt:  55  Z-score: 78.0  bits: 20.4 E():   23 
Smith-Waterman score: 55; 25.9% identity (56.9% similar) in 58 aa overlap (18-75:213-264) 
 
                            10        20        30        40        
AAD-12              AWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|249 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
            190       200       210       220       230        240  
 
        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 
        :..  . ::..:..       .:.::.      
gi|249 YTTEGGTKAEFEDVIP-----EGWKADTHDASK 
             250            260          
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 77.8  bits: 18.8 E():   24 
Smith-Waterman score: 49; 32.3% identity (58.1% similar) in 31 aa overlap (49-77:35-64) 
 
       20        30        40        50          60        70       
AAD-12 QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE--WDDMMKVIVGNMAWHADST 
                                     : . ..::.  :: .  : .   .: ::.  
gi|323 QTCAGNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKP 
           10        20        30        40         50        60    
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         80                         
AAD-12 YMPV                         
       :                            
gi|323 YSWRYGWTAFCGPAGPRCLRTNAAVTVR 
            70        80        90  
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 76.6  bits: 20.1 E():   27 
Smith-Waterman score: 54; 22.6% identity (47.6% similar) in 84 aa overlap (1-79:33-116) 
 
                                             10         20          
AAD-12                               AWLQHALLIFPGQ-HLSNDQQITFAKRFGA 
                                     : .:: .. .  : :  . :: :   . :  
gi|273 MEHYLKTYLSWLTEEQKEKLKEMKEAGKTKAEIQHEVMRYYDQLHGEEKQQATEKLKVGC 
             10        20        30        40        50        60   
 
      30            40        50        60        70        80      
AAD-12 IERIGG--GD--IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV      
          . :  :.  .: . :.:  :.  :.   . . :.. .. .   .    : :       
gi|273 KMLLKGIIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIF 
             70        80        90       100       110       120   
 
gi|273 GATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKELEAKILHYYDEL 
            130       140       150       160       170       180   
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 76.6  bits: 20.1 E():   27 
Smith-Waterman score: 54; 22.6% identity (47.6% similar) in 84 aa overlap (1-79:33-116) 
 
                                             10         20          
AAD-12                               AWLQHALLIFPGQ-HLSNDQQITFAKRFGA 
                                     : .:: .. .  : :  . :: :   . :  
gi|273 MEHYLKTYLSWLTEEQKEKLKEMKEAGKTKAEIQHEVMHYYDQLHGEEKQQATEKLKVGC 
             10        20        30        40        50        60   
 
      30            40        50        60        70        80      
AAD-12 IERIGG--GD--IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV      
          . :  :.  .: . :.:  :.  :.   . . :.. .. .   .    : :       
gi|273 KMLLKGIIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIF 
             70        80        90       100       110       120   
 
gi|273 GATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKTKKELEAKILHYYDEL 
            130       140       150       160       170       180   
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 76.3  bits: 19.3 E():   28 
Smith-Waterman score: 51; 27.1% identity (62.5% similar) in 48 aa overlap (35-75:110-157) 
 
           10        20        30        40           50            
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|437 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
      80        90       100       110       120       130          
 
        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPV 
        . ..:.. . .  :.:.      
gi|437 GETLLKAVESYLLAHSDAYN    
     140       150             
 
>>gi|14423757|sp|O04701.1|MPAC1_CYNDA RecName: Full=Majo  (246 aa) 
 initn:  40 init1:  40 opt:  53  Z-score: 75.8  bits: 19.9 E():   30 
Smith-Waterman score: 53; 21.1% identity (52.6% similar) in 57 aa overlap (8-64:148-200) 
 
                                      10        20        30        
AAD-12                        AWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGD 
                                     . :  .. :::. ...  ...:    : :. 
gi|144 KKGQEDKLRKAGELTLQFRRVKCKYPSGTKITFHIEKGSNDHYLALLVKYAA----GDGN 
       120       130       140       150       160           170    
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        40        50        60        70        80                  
AAD-12 IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV                  
       :::..    :.       . :  . ..                                  
gi|144 IVAVDIKPRDSDEFIPMKSSWGAIWRIDPKKPLKGPFSIRLTSEGGAHLVQDDVIPANWK 
           180       190       200       210       220       230    
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 75.3  bits: 20.1 E():   32 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (6-72:201-266) 
 
                                        10         20        30     
AAD-12                          AWLQHALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|261 SPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
              180       190       200       210       220       230 
 
           40        50        60        70        80               
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV               
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|261 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYLFAMFD 
                240       250       260       270       280         
 
gi|261 ENKKQPEVEKHFGLFFPNKWQKYNLNFS 
      290       300       310       
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 75.1  bits: 20.1 E():   33 
Smith-Waterman score: 54; 25.6% identity (48.7% similar) in 39 aa overlap (20-58:191-229) 
 
                          10        20        30        40          
AAD-12            AWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ::..   .:   :  : :..   .. :    
gi|320 KEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDP 
              170       180       190       200       210       220 
 
      50        60        70        80                              
AAD-12 VRQHSPAEWDDMMKVIVGNMAWHADSTYMPV                              
       : . . : :                                                    
gi|320 VISFKTALWFWMTPQSPKPSCHNVITGRWTPSAADRAAGRLPGYGVITNIINGGIECGKG 
              230       240       250       260       270       280 
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 74.6  bits: 16.4 E():   35 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (71-77:19-25) 
 
               50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 
                                     :.::..:    
gi|320             YTTEGGTKAEAEDVIPEGWKADTSYE   
                           10        20         
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 74.6  bits: 16.4 E():   35 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (71-77:19-25) 
 
               50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 
                                     :.::..:    
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE   
                           10        20         
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.3  bits: 19.6 E():   36 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (18-77:192-245) 
 
                            10        20        30        40        
AAD-12              AWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|116 GSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
             170       180       190       200       210        220 
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        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 
        :..  . .: .:..       .:.::..:    
gi|116 YTTEGGTKGEAEDVIP-----EGWKADTAYEAK 
              230            240         
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 74.2  bits: 20.7 E():   37 
Smith-Waterman score: 56; 40.6% identity (56.2% similar) in 32 aa overlap (12-41:153-184) 
 
                                  10        20          30          
AAD-12                    AWLQHALLIFPGQHLSNDQQITFAK--RFGAIERIGGGDIV 
                                     ::.   .::  : .  :    .::  ::.: 
gi|258 QGQQEQQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVV 
            130       140       150       160       170       180   
 
      40        50        60        70        80                    
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV                    
       ::                                                           
gi|258 AIPAGVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQ 
            190       200       210       220       230       240   
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 74.0  bits: 20.1 E():   38 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (6-72:237-302) 
 
                                        10         20        30     
AAD-12                          AWLQHALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|270 SPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
        210       220       230       240       250       260       
 
           40        50        60        70        80               
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV               
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|270 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPDRAIETYLFAMFD 
        270         280       290       300       310       320     
 
gi|270 ENQKQPEVEKHFGLFFPDKRPKYNLNFSAKKNWDISTEHNATVLFLKSDM 
          330       340       350       360       370     
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 74.0  bits: 20.1 E():   38 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (6-72:237-302) 
 
                                        10         20        30     
AAD-12                          AWLQHALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|124 SPLLANIYPYFTYADNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
        210       220       230       240       250       260       
 
           40        50        60        70        80               
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV               
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|124 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYLFAMFD 
        270         280       290       300       310       320     
 
gi|124 ENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHDATILFLKSDM 
          330       340       350       360       370     
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 74.0  bits: 20.1 E():   38 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (6-72:237-302) 
 
                                        10         20        30     
AAD-12                          AWLQHALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|268 SPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
        210       220       230       240       250       260       
 
           40        50        60        70        80               
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AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV               
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|268 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYLFAMFD 
        270         280       290       300       310       320     
 
gi|268 ENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
          330       340       350       360       370     
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 74.0  bits: 20.1 E():   38 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (6-72:237-302) 
 
                                        10         20        30     
AAD-12                          AWLQHALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|118 SPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
        210       220       230       240       250       260       
 
           40        50        60        70        80               
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV               
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|118 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYLFAMFD 
        270         280       290       300       310       320     
 
gi|118 ENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
          330       340       350       360       370     
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 74.0  bits: 20.1 E():   38 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (6-72:237-302) 
 
                                        10         20        30     
AAD-12                          AWLQHALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|124 SPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
        210       220       230       240       250       260       
 
           40        50        60        70        80               
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV               
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|124 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYLFAMFD 
        270         280       290       300       310       320     
 
gi|124 ENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
          330       340       350       360       370     
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 74.0  bits: 20.1 E():   38 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (6-72:237-302) 
 
                                        10         20        30     
AAD-12                          AWLQHALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|124 SPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
        210       220       230       240       250       260       
 
           40        50        60        70        80               
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV               
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|124 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYLFAMFD 
        270         280       290       300       310       320     
 
gi|124 ENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
          330       340       350       360       370     
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 74.0  bits: 20.1 E():   38 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (6-72:237-302) 
 
                                        10         20        30     
AAD-12                          AWLQHALLIFPGQH-LSNDQQITFAKRFGAIERIG 
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                                     ..... ::.  .:  . :.   ..:.:: . 
gi|124 SPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
        210       220       230       240       250       260       
 
           40        50        60        70        80               
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV               
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|124 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYLFAMFD 
        270         280       290       300       310       320     
 
gi|124 ENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
          330       340       350       360       370     
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 74.0  bits: 20.1 E():   38 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (6-72:237-302) 
 
                                        10         20        30     
AAD-12                          AWLQHALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|124 SPLLTNIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
        210       220       230       240       250       260       
 
           40        50        60        70        80               
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV               
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|124 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYLFATFD 
        270         280       290       300       310       320     
 
gi|124 ENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
          330       340       350       360       370     
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 74.0  bits: 20.1 E():   38 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (6-72:237-302) 
 
                                        10         20        30     
AAD-12                          AWLQHALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|327 SPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
        210       220       230       240       250       260       
 
           40        50        60        70        80               
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV               
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|327 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYLFAMFD 
        270         280       290       300       310       320     
 
gi|327 ENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
          330       340       350       360       370     
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 73.9  bits: 19.6 E():   39 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (18-77:207-260) 
 
                            10        20        30        40        
AAD-12              AWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|386 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 
        :..  . .: .:..       .:.::..:    
gi|386 YTTEGGTKVEAEDVIP-----EGWKADTAYESK 
         240       250            260    
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 73.8  bits: 19.6 E():   39 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (18-77:209-262) 
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                            10        20        30        40        
AAD-12              AWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|117 GSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
      180       190       200       210       220       230         
 
        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 
        :..  . .: .:..       .:.::..:    
gi|117 YTTEGGTKGEAEDVIP-----EGWKADTAYEAK 
       240       250            260      
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 73.5  bits: 18.8 E():   41 
Smith-Waterman score: 49; 21.0% identity (58.0% similar) in 81 aa overlap (1-74:78-157) 
 
                                             10        20        30 
AAD-12                               AWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
               40           50            60        70        80 
AAD-12 ERIGGGDIVAISN---VKADGTV---RQHSPAEW-DDMMKVIVGNMAWHADSTYMPV 
          :::.:: ::.   .:.:  :   ....  :  . ..... . .  :.:       
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN    
        110       120       130       140       150       160    
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 73.5  bits: 18.8 E():   41 
Smith-Waterman score: 49; 21.0% identity (58.0% similar) in 81 aa overlap (1-74:78-157) 
 
                                             10        20        30 
AAD-12                               AWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
               40           50            60        70        80 
AAD-12 ERIGGGDIVAISN---VKADGTV---RQHSPAEW-DDMMKVIVGNMAWHADSTYMPV 
          :::.:: ::.   .:.:  :   ....  :  . ..... . .  :.:       
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN    
        110       120       130       140       150       160    
 
>>gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pachycon  (199 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 73.2  bits: 19.1 E():   42 
Smith-Waterman score: 50; 25.0% identity (53.8% similar) in 52 aa overlap (30-79:97-142) 
 
                10        20        30        40        50          
AAD-12  AWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD 
                                     .::   :. .:.:.  : :      : . . 
gi|169 MPDLTWDNELAAIAQRWVNQCKIGHDGCRNVERYQVGQNIAMSGSTAKG------PCNMN 
         70        80        90       100       110             120 
 
      60          70        80                                      
AAD-12 DMMKVIVG--NMAWHADSTYMPV                                      
       ..... ..  :    :: . ::                                       
gi|169 NLVQMWINEVNALNAADVSSMPSDGNYFMKIGHYTQLVWGKTTKVGCGIIQFLDGKFYKC 
              130       140       150       160       170       180 
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 73.2  bits: 20.2 E():   42 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (45-60:89-105) 
 
           20        30        40         50        60        70    
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .              
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       60        70        80        90       100       110         
 
            80                                                      
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AAD-12 DSTYMPV                                                      
                                                                    
gi|114 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      120       130       140       150       160       170         
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 72.8  bits: 19.4 E():   44 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (34-49:181-195) 
 
            10        20        30        40        50        60    
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
            70        80                           
AAD-12 VIVGNMAWHADSTYMPV                           
                                                   
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 72.7  bits: 18.6 E():   45 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (42-58:2-19) 
 
              20        30        40         50        60        70 
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD-GTVRQHSPAEWDDMMKVIVGNMA 
                                     ..: .: :.. ..::.::             
gi|250                              PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPF 
                                            10        20        30  
 
               80                                                   
AAD-12 WHADSTYMPV                                                   
                                                                    
gi|250 PRCRALVKSQCAGGQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDK 
              40        50        60        70        80        90  
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 72.6  bits: 19.1 E():   46 
Smith-Waterman score: 50; 40.0% identity (72.0% similar) in 25 aa overlap (38-62:9-29) 
 
        10        20        30        40        50        60        
AAD-12 LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG 
                                     :::.....: .    :.:: .:: :      
gi|144                       MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMV 
                                     10            20        30     
 
        70        80                                                
AAD-12 NMAWHADSTYMPV                                                
                                                                    
gi|144 DQIVKSLTTKKELDPFKIEQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKID 
           40        50        60        70        80        90     
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 72.5  bits: 19.4 E():   46 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (34-64:192-222) 
 
            10        20        30        40        50         60   
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : : ..  
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
             70        80                          
AAD-12 KVIVGNMAWHADSTYMPV                          
       .:                                          
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 72.3  bits: 19.4 E():   47 
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Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (34-49:199-213) 
 
            10        20        30        40        50        60    
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
            70        80                           
AAD-12 VIVGNMAWHADSTYMPV                           
                                                   
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.2  bits: 19.6 E():   48 
Smith-Waterman score: 62; 17.3% identity (62.7% similar) in 75 aa overlap (5-79:239-307) 
 
                                         10        20        30     
AAD-12                           AWLQHALLIFPGQHLSNDQQITFAKRFGAIERIG 
                                     :....   :. ...: : .   ..  :..: 
gi|170 SDCQVMRQQCCQQLAQIPQQLQCAAIHSVVHSIIMQQQQQQQQQQGIDIFLPLSQHEQVG 
      210       220       230       240       250       260         
 
           40        50        60        70        80               
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV               
        :..:     ...: .. ..::. . . .... ..    . .:.:                
gi|170 QGSLV-----QGQGIIQPQQPAQLEAIRSLVLQTLPSMCN-VYVPPECSIMRAPFASIVA 
      270            280       290       300        310       320   
 
gi|170 GIGGQ 
             
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 72.2  bits: 18.3 E():   48 
Smith-Waterman score: 47; 28.6% identity (68.6% similar) in 35 aa overlap (20-53:93-127) 
 
                          10        20         30        40         
AAD-12            AWLQHALLIFPGQHLSNDQQITFA-KRFGAIERIGGGDIVAISNVKADG 
                                     :  :. :.   :....: :.:. ..: .   
gi|121 FKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVT 
             70        80        90       100       110       120   
 
       50        60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 
       .::..                            
gi|121 SVRSYKRI                         
            130                         
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (35-75:110-157) 
 
           10        20        30        40           50            
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|384 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPV 
        . ..... . .  :.:.      
gi|384 GETLLRAVESYLLAHSDAYN    
     140       150             
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (62.5% similar) in 48 aa overlap (35-75:110-157) 
 
           10        20        30        40           50            
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
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                                     ::.:. :::   .:.:  .. .:  :   . 
gi|437 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
      80        90       100       110       120       130          
 
        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPV 
        . ..... . .  :.:.      
gi|437 GETLLRAVESYLLAHSDAYN    
     140       150             
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (35-75:110-157) 
 
           10        20        30        40           50            
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|437 KYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPV 
        . ..... . .  :.:.      
gi|437 GETLLRAVESYLLAHSDAYN    
     140       150             
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (35-75:110-157) 
 
           10        20        30        40           50            
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|115 KYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPV 
        . ..... . .  :.:.      
gi|115 GETLLRAVESYLLAHSDAYN    
     140       150             
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (35-75:111-158) 
 
           10        20        30        40           50            
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPV 
        . ..... . .  :.:.      
gi|154 RETLLRAVESYLLAHSDAYN    
              150       160    
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (35-75:111-158) 
 
           10        20        30        40           50            
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|256 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPV 
        . ..... . .  :.:.      
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gi|256 GETLLRAVESYLLAHSDAYN    
              150       160    
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (35-75:111-158) 
 
           10        20        30        40           50            
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|132 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPV 
        . ..... . .  :.:.      
gi|132 GETLLRAVESYLLAHSDAYN    
              150       160    
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (35-75:111-158) 
 
           10        20        30        40           50            
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|400 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPV 
        . ..... . .  :.:.      
gi|400 GETLLRAVESYLLAHSDAYN    
              150       160    
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (35-75:111-158) 
 
           10        20        30        40           50            
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPV 
        . ..... . .  :.:.      
gi|154 GETLLRAVESYLLAHSDAYN    
              150       160    
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 48; 25.6% identity (62.8% similar) in 43 aa overlap (1-43:78-119) 
 
                                             10        20        30 
AAD-12                               AWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ....  .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
               40        50        60        70        80     
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV     
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (35-75:111-158) 
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           10        20        30        40           50            
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|114 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPV 
        . ..... . .  :.:.      
gi|114 GETLLRAVESYLLAHSDAYN    
              150       160    
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (35-75:111-158) 
 
           10        20        30        40           50            
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPV 
        . ..... . .  :.:.      
gi|154 GETLLRAVESYLLAHSDAYN    
              150       160    
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (35-75:111-158) 
 
           10        20        30        40           50            
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|256 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPV 
        . ..... . .  :.:.      
gi|256 GETLLRAVESYLLAHSDAYN    
              150       160    
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (35-75:111-158) 
 
           10        20        30        40           50            
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPV 
        . ..... . .  :.:.      
gi|154 GETLLRAVESYLLAHSDAYN    
              150       160    
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 48; 25.0% identity (62.5% similar) in 48 aa overlap (35-75:111-158) 
 
           10        20        30        40           50            
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|400 KYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
        60        70        80 
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AAD-12 WDDMMKVIVGNMAWHADSTYMPV 
        . ..... . .  :.:.      
gi|400 GETLLRAVESYLLAHSDAYN    
              150       160    
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 71.6  bits: 20.2 E():   52 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (45-60:119-135) 
 
           20        30        40         50        60        70    
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .              
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       90       100       110       120       130       140         
 
            80                                                      
AAD-12 DSTYMPV                                                      
                                                                    
gi|476 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      150       160       170       180       190       200         
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 71.4  bits: 18.8 E():   53 
Smith-Waterman score: 49; 29.3% identity (51.7% similar) in 58 aa overlap (3-60:63-116) 
 
                                           10        20        30   
AAD-12                             AWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|833 HHQTYVNGLNAALEAQKKAAEANDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
             40        50        60        70           80          
 
             40        50        60        70        80             
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV             
        ::: :     .::    :  :  .. :                                 
gi|833 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
       90       100       110       120       130       140         
 
>>gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=Major  (308 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 71.3  bits: 19.4 E():   54 
Smith-Waterman score: 51; 31.5% identity (53.7% similar) in 54 aa overlap (24-73:104-154) 
 
                      10        20        30        40          50  
AAD-12        AWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD--GTVR 
                                     ::  : : ..  .  :: . ..:   : :: 
gi|249 PLPTPLRRTSSRSSRPPSPSPPRASSPTSAAKAPGLIPKLDTAYDVAYKAAEAHPRGQVR 
            80        90       100       110       120       130    
 
                60        70        80                              
AAD-12 Q--HSPAEWDDMMKVIVGNMAWHADSTYMPV                              
       .  : : .    ..::.: .  ::                                     
gi|249 RLRHCPHR---SLRVIAGALEVHAVKPATEEVLAAKIPTGELQIVDKIDAAFKIAATAAN 
           140          150       160       170       180       190 
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 71.1  bits: 19.9 E():   55 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (17-37:330-350) 
 
                             10        20        30        40       
AAD-12               AWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|149 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
         50        60        70        80                           
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV                           
                                                                    
gi|149 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 71.0  bits: 18.8 E():   56 
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Smith-Waterman score: 49; 29.3% identity (51.7% similar) in 58 aa overlap (3-60:74-127) 
 
                                           10        20        30   
AAD-12                             AWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|164 HHQTYVNGLNAALEAQKKAAEATDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
            50        60        70        80           90           
 
             40        50        60        70        80             
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV             
        ::: :     .::    :  :  .. :                                 
gi|164 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
     100       110       120       130       140       150          
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 70.9  bits: 19.1 E():   56 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (34-49:198-212) 
 
            10        20        30        40        50        60    
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
            70        80                           
AAD-12 VIVGNMAWHADSTYMPV                           
                                                   
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
        230       240       250       260          
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 70.9  bits: 19.1 E():   56 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (34-49:198-212) 
 
            10        20        30        40        50        60    
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
            70        80                           
AAD-12 VIVGNMAWHADSTYMPV                           
                                                   
gi|115 RKDSDKPIKGPITVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
        230       240       250       260          
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 70.8  bits: 19.6 E():   57 
Smith-Waterman score: 52; 26.1% identity (60.9% similar) in 46 aa overlap (2-45:117-160) 
 
                                              10        20          
AAD-12                              AWL--QHALLIFPGQHLSNDQQITFAKRFGA 
                                     :.  :. ..:.  :..   .. :.  : .  
gi|113 IYMVTSDQDDDVVNPKEGTLRFGATQDRPLWIIFQRDMIIYLQQEMVVTSDKTIDGRGAK 
         90       100       110       120       130       140       
 
      30        40        50        60        70        80          
AAD-12 IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV          
       .: . ::  ... :::                                             
gi|113 VELVYGG--ITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGDAIHVTGSS 
        150         160       170       180       190       200     
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 47; 25.0% identity (58.3% similar) in 48 aa overlap (35-75:110-157) 
 
           10        20        30        40           50            
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|159 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEL 
      80        90       100       110       120       130          
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        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPV 
        . ..... . .  :.:.      
gi|159 GETLLRAVESYLLAHSDAYN    
     140       150             
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (35-75:111-158) 
 
           10        20        30        40           50            
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPV 
        . ..... . .  :.:.      
gi|116 GEALLRAVESYLLAHSDAYN    
              150       160    
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (35-75:111-158) 
 
           10        20        30        40           50            
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPV 
        . ..... . .  :.:.      
gi|132 GEALLRAVESYLLAHSDAYN    
              150       160    
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (35-75:111-158) 
 
           10        20        30        40           50            
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPV 
        . ..... . .  :.:.      
gi|116 GEALLRAVESYLLAHSDAYN    
              150       160    
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (35-75:111-158) 
 
           10        20        30        40           50            
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|400 KYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPV 
        . ..... . .  :.:.      
gi|400 GEALLRAVESYLLAHSDAYN    
              150       160    
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>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (35-75:111-158) 
 
           10        20        30        40           50            
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDQEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPV 
        . ..... . .  :.:.      
gi|116 GEALLRAVESYLLAHSDAYN    
              150       160    
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (35-75:111-158) 
 
           10        20        30        40           50            
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPV 
        . ..... . .  :.:.      
gi|116 GEALLRAVESYLLAHSDAYN    
              150       160    
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (35-75:111-158) 
 
           10        20        30        40           50            
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPV 
        . ..... . .  :.:.      
gi|132 AEALLRAVESYLLAHSDAYN    
              150       160    
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (35-75:111-158) 
 
           10        20        30        40           50            
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPV 
        . ..... . .  :.:.      
gi|132 GEALLRAVESYLLAHSDAYN    
              150       160    
 
>>gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full=Polc  (85 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.8  bits: 17.2 E():   64 
Smith-Waterman score: 43; 36.6% identity (46.3% similar) in 41 aa overlap (25-65:17-54) 
 
               10        20        30        40        50        60 
AAD-12 AWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD 
                               ::: :    : : : :    .:  :. . .: :    
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gi|144         MADDHPQDKAERERIFKRFDAN---GDGKISAAELGEALKTLGSITPDEVKH 
                       10        20           30        40          
 
               70        80                 
AAD-12 MMKVIVGNMAWHADSTYMPV                 
       ::  :                                
gi|144 MMAEIDTDGDGFISFQEFTDFGRANRGLLKDVAKIF 
      50        60        70        80      
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 69.7  bits: 19.4 E():   65 
Smith-Waterman score: 51; 21.6% identity (56.9% similar) in 51 aa overlap (23-72:103-153) 
 
                       10        20         30        40        50  
AAD-12         AWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|309 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
              60        70        80                                
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPV                                
       .: :: ::   : .. .. ..                                        
gi|309 DHPPASWDWRKKGVITQVKYQGGCGSGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 69.7  bits: 19.4 E():   65 
Smith-Waterman score: 51; 21.6% identity (56.9% similar) in 51 aa overlap (23-72:103-153) 
 
                       10        20         30        40        50  
AAD-12         AWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|129 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
              60        70        80                                
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPV                                
       .: :: ::   : .. .. ..                                        
gi|129 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 69.7  bits: 19.4 E():   65 
Smith-Waterman score: 51; 21.6% identity (56.9% similar) in 51 aa overlap (23-72:103-153) 
 
                       10        20         30        40        50  
AAD-12         AWLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|119 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
              60        70        80                                
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPV                                
       .: :: ::   : .. .. ..                                        
gi|119 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 69.7  bits: 18.8 E():   66 
Smith-Waterman score: 54; 21.7% identity (56.7% similar) in 60 aa overlap (18-77:207-260) 
 
                            10        20        30        40        
AAD-12              AWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :.   . . .::. ::   : .. .   .  
gi|168 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWTELKESWGAVWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 
        :..  . .:..:..       .:.::..:    
gi|168 YTTEGGTKSEFEDVIP-----EGWKADTSYSAK 
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         240       250            260    
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 69.5  bits: 19.6 E():   67 
Smith-Waterman score: 52; 25.0% identity (65.6% similar) in 32 aa overlap (10-41:117-148) 
 
                                    10        20        30          
AAD-12                      AWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : :.. .....  :  .   ....  :::. 
gi|303 APKLYYVTQGRGILGVLMPGCPETFQSMSQFQGSREQEEERGRFQDQHQKVHHLKKGDII 
         90       100       110       120       130       140       
 
      40        50        60        70        80                    
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV                    
       ::                                                           
gi|303 AIPAGVALWCYNDGDEDLVTVLVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLR 
        150       160       170       180       190       200       
 
>>gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.3  bits: 17.8 E():   68 
Smith-Waterman score: 45; 27.1% identity (52.1% similar) in 48 aa overlap (33-79:15-62) 
 
             10        20        30        40        50        60   
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :. . : . .  ::.:  .:    .    
gi|144                 MSWQAYVDDHLMCEIEGNHLSAAAIIGQDGSVWAQSANFPQFKS 
                               10        20        30        40     
 
             70         80                                          
AAD-12 KVIVGNMA-WHADSTYMPV                                          
       . :.: :. .:  .:  :                                           
gi|144 EEITGIMSDFHEPGTLAPTGLYIGGTKYMVIQGEPGAVIRGKKGPGGVTVKKTNQALIIG 
           50        60        70        80        90       100     
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (1-43:77-118) 
 
                                             10        20        30 
AAD-12                               AWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|402 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
         50        60        70        80        90        100      
 
               40        50        60        70        80     
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV     
          :::.:: ::.                                          
gi|402 AAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
         110       120       130       140       150          
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (34-43:109-118) 
 
            10        20        30        40        50        60    
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
            70        80     
AAD-12 VIVGNMAWHADSTYMPV     
                             
gi|534 KAEALFRAVESYLLAHSDAYN 
      140       150          
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.2  bits: 18.0 E():   69 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (34-43:110-119) 
 
            10        20        30        40        50        60    
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AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
            70        80     
AAD-12 VIVGNMAWHADSTYMPV     
                             
gi|534 KAEALFRAVESYLLAHSDAYN 
     140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 69.2  bits: 18.0 E():   69 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (1-43:78-119) 
 
                                             10        20        30 
AAD-12                               AWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
               40        50        60        70        80     
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV     
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 69.2  bits: 18.0 E():   69 
Smith-Waterman score: 46; 23.3% identity (62.8% similar) in 43 aa overlap (1-43:78-119) 
 
                                             10        20        30 
AAD-12                               AWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :... .   ....  . 
gi|154 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLE-KVSHELKIV 
        50        60        70        80        90        100       
 
               40        50        60        70        80     
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV     
          :::.:: ::.                                          
gi|154 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
        110       120       130       140       150       160 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 69.2  bits: 18.0 E():   69 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (1-43:78-119) 
 
                                             10        20        30 
AAD-12                               AWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
               40        50        60        70        80     
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV     
          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 69.2  bits: 18.0 E():   69 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (1-43:78-119) 
 
                                             10        20        30 
AAD-12                               AWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
               40        50        60        70        80     
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV     
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          :::.:: ::.                                          
gi|167 AAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 69.2  bits: 18.0 E():   69 
Smith-Waterman score: 46; 25.6% identity (60.5% similar) in 43 aa overlap (1-43:78-119) 
 
                                             10        20        30 
AAD-12                               AWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|730 NGGPGTIKNITFAEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
               40        50        60        70        80     
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV     
          :::.:: ::.                                          
gi|730 AAPGGGSIVKISSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 46; 32.3% identity (58.1% similar) in 31 aa overlap (44-71:38-65) 
 
            20        30        40        50           60        70 
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ---HSPAEWDDMMKVIVGNMA 
                                     :.: . .:.    .:  ::.. ::    .: 
gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKV---AQA 
        10        20        30        40        50        60        
 
               80                                                   
AAD-12 WHADSTYMPV                                                   
       :                                                            
gi|148 WAETRTPDCSLIHSDRCGENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQIV 
           70        80        90       100       110       120     
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.1  bits: 17.5 E():   70 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (19-37:35-53) 
 
                           10        20        30        40         
AAD-12             AWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
       50        60        70        80                 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV                 
                                                        
gi|730 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.1  bits: 17.5 E():   70 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (19-37:35-53) 
 
                           10        20        30        40         
AAD-12             AWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
       50        60        70        80                 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV                 
                                                        
gi|191 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 68.9  bits: 19.9 E():   73 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (17-37:330-350) 
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                             10        20        30        40       
AAD-12               AWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|169 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
         50        60        70        80                           
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV                           
                                                                    
gi|169 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.6  bits: 18.8 E():   75 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (2-33:157-188) 
 
                                            10        20        30  
AAD-12                              AWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
        130       140       150       160       170       180       
 
              40        50        60        70        80            
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV            
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
        190       200       210       220       230       240       
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 47; 23.1% identity (51.3% similar) in 39 aa overlap (41-75:147-185) 
 
               20        30        40        50            60       
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH----SPAEWDDMMKVIV 
                                     ::.  .::.. .:    .   :    :.   
gi|613 ATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMHVGHYTQIVWAKTKKIGC 
        120       130       140       150       160       170       
 
         70        80                      
AAD-12 GNMAWHADSTYMPV                      
       : . .. :.                           
gi|613 GRIMFKEDNWNKHYLVCNYGPAGNVLGAQIYEIKK 
        180       190       200       210  
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 68.1  bits: 19.1 E():   79 
Smith-Waterman score: 50; 24.3% identity (56.8% similar) in 37 aa overlap (42-78:262-298) 
 
              20        30        40        50        60        70  
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|169 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
              80                                                    
AAD-12 HADSTYMPV                                                    
       .: :.::                                                      
gi|169 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.1  bits: 18.8 E():   80 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (2-33:176-207) 
 
                                            10        20        30  
AAD-12                              AWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
         150       160       170       180       190       200      
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              40        50        60        70        80            
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV            
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
         210       220       230       240       250       260      
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.0  bits: 18.6 E():   81 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (10-20:90-100) 
 
                                    10        20        30          
AAD-12                      AWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
      40        50        60        70        80                    
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV                    
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (33-54:15-36) 
 
             10        20        30        40        50        60   
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|218                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
             70        80                                           
AAD-12 KVIVGNMAWHADSTYMPV                                           
                                                                    
gi|218 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (33-54:15-36) 
 
             10        20        30        40        50        60   
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|288                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
             70        80                                           
AAD-12 KVIVGNMAWHADSTYMPV                                           
                                                                    
gi|288 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (33-54:15-36) 
 
             10        20        30        40        50        60   
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|604                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
             70        80                                           
AAD-12 KVIVGNMAWHADSTYMPV                                           
                                                                    
gi|604 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
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 initn:  44 init1:  44 opt:  44  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (33-54:15-36) 
 
             10        20        30        40        50        60   
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|144                 MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
             70        80                                           
AAD-12 KVIVGNMAWHADSTYMPV                                           
                                                                    
gi|144 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 67.9  bits: 19.4 E():   82 
Smith-Waterman score: 51; 28.3% identity (56.7% similar) in 60 aa overlap (7-65:186-244) 
 
                                       10        20        30       
AAD-12                         AWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGG 
                                     .... :.: :: .. : : : .   .   . 
gi|215 KKRPIVYECAEISWKVMNNGDVFILLVPNFVFVWTGKH-SNRMERTTAIRVANDLKSELN 
         160       170       180       190        200       210     
 
         40         50        60        70        80                
AAD-12 DIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHADSTYMPV                
        .   : .  ::  :.: : ::.: . :..                               
gi|215 RFKLSSVILEDGKEVEQTSGAEYDAFNKALSLDKKDIDLKQMPKGYDYAASDKSFESHER 
          220       230       240       250       260       270     
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 45; 33.3% identity (57.8% similar) in 45 aa overlap (28-65:52-96) 
 
                  10        20        30        40               50 
AAD-12    AWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK--ADGT-----V 
                                     :.:..:. :.  . : ::   ::.     : 
gi|602 AFVLDADNLIPKIAPQAVKSTEILEGDGGVGTIKKINFGEGSTYSYVKHKIDGVDKDNFV 
              30        40        50        60        70        80  
 
               60        70        80                               
AAD-12 RQHSPAEWDDMMKVIVGNMAWHADSTYMPV                               
        :.:  : : . ..:                                              
gi|602 YQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISHYHTKGDVEIKEEHVKAGKEKAS 
              90       100       110       120       130       140  
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 45; 23.3% identity (60.5% similar) in 43 aa overlap (1-43:78-119) 
 
                                             10        20        30 
AAD-12                               AWLQHALLIFPGQHLSNDQQITFAKRFGAI 
                                     : ...   .. :. :. :.    ....  . 
gi|167 NGGPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIV 
        50        60        70        80        90        100       
 
               40        50        60        70        80     
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV     
          :::..: ::.                                          
gi|167 AAPGGGSVVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
        110       120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 45; 24.4% identity (61.0% similar) in 41 aa overlap (3-43:80-119) 
 
                                           10        20        30   
AAD-12                             AWLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :. :.    ....  .   
gi|730 GPGTIKKITFSEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLG-DKLEKVSHELKIVAA 
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      50        60        70        80        90        100         
 
             40        50        60        70        80     
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV     
        :::.:: ::.                                          
gi|730 PGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      110       120       130       140       150       160 
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 45; 25.0% identity (56.2% similar) in 48 aa overlap (35-75:111-158) 
 
           10        20        30        40           50            
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|132 KYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEM 
               90       100       110       120       130       140 
 
        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPV 
        . .....   .  :.:.      
gi|132 GETLLRAVERYLLAHSDAYN    
              150       160    
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 67.6  bits: 18.6 E():   85 
Smith-Waterman score: 48; 23.2% identity (51.8% similar) in 56 aa overlap (2-57:150-202) 
 
                                            10        20        30  
AAD-12                              AWLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. .::   .:. ::. 
gi|219 VLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSCHVMQQQCCQQLSQIPEQSRYDAIR 
     120       130       140       150       160       170          
 
              40        50        60        70        80            
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV            
        :       : . . .:  .:..: .                                   
gi|219 AI---TYSIILQEQQQGQSQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQ 
     180          190       200       210       220       230       
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.6  bits: 15.1 E():   85 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (71-77:19-25) 
 
               50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 
                                     :..:..:    
gi|320             YTTEGGTKAEAEDVIPEGWKVDTSYE   
                           10        20         
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.4  bits: 17.5 E():   87 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (33-55:15-37) 
 
             10        20        30        40        50        60   
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : : .... . .  ::.:  .::        
gi|100                 MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKP 
                               10        20        30        40     
 
             70        80                                           
AAD-12 KVIVGNMAWHADSTYMPV                                           
                                                                    
gi|100 EENAGIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILG 
           50        60        70        80        90       100     
 
>>gi|62240392|gb|AAX77384.1| 11S globulin precursor [Sin  (523 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 67.2  bits: 19.4 E():   89 
Smith-Waterman score: 51; 30.0% identity (63.3% similar) in 30 aa overlap (12-40:173-202) 
 
                                  10         20        30        40 
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AAD-12                    AWLQHALLIFPGQHLSNDQ-QITFAKRFGAIERIGGGDIVA 
                                     ::. ...: :  :   .  .:..  ::..: 
gi|622 QQGQQGQQGQQQGQQGQQGQQGQQGQQGQQGQQGQQQQGQQGFRDMYQKVEHVRHGDVIA 
            150       160       170       180       190       200   
 
               50        60        70        80                     
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV                     
                                                                    
gi|622 NTPGSAHWIYNTGDKPLVIISLLDIANYQNQLDRNPRVFRLAGNNPQGGFGGPQQQQPQQ 
            210       220       230       240       250       260   
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.1  bits: 17.0 E():   91 
Smith-Waterman score: 42; 37.5% identity (62.5% similar) in 24 aa overlap (19-42:79-100) 
 
                           10        20        30        40         
AAD-12             AWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .  :       
gi|897 QQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQL--AAQLPAMCRLEGGDALLASQ      
       50        60        70        80          90       100       
 
       50        60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 67.0  bits: 18.6 E():   91 
Smith-Waterman score: 48; 25.7% identity (60.0% similar) in 35 aa overlap (30-60:81-115) 
 
                10        20        30            40        50      
AAD-12  AWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV----AISNVKADGTVRQHSP 
                                     :  .: :...     :. .:  :.:..  : 
gi|324 NFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFP 
               60        70        80        90       100       110 
 
          60        70        80                                    
AAD-12 AEWDDMMKVIVGNMAWHADSTYMPV                                    
       .:. .                                                        
gi|324 SEFGNDVDRSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASS 
              120       130       140       150       160       170 
 
>>gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin precurs  (148 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.0  bits: 17.5 E():   92 
Smith-Waterman score: 44; 21.2% identity (54.5% similar) in 33 aa overlap (39-71:25-57) 
 
       10        20        30        40        50        60         
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     :. ..:  .:  ...   ::.. .  .    
gi|538       MARFTIVLAVLFAAALVSASAHKTVVTTSVAEEGEEENQRGCEWESRQCQMRHC 
                     10        20        30        40        50     
 
       70        80                                                 
AAD-12 MAWHADSTYMPV                                                 
       : :                                                          
gi|538 MQWMRSMRGQYEESFLRSAEANQGQFEHFRECCNELRDVKSHCRCEALRCMMRQMQQEYG 
           60        70        80        90       100       110     
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 66.7  bits: 18.8 E():   95 
Smith-Waterman score: 49; 24.3% identity (56.8% similar) in 37 aa overlap (42-78:262-298) 
 
              20        30        40        50        60        70  
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
              80                                                    
AAD-12 HADSTYMPV                                                    
       .: :.::                                                      
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 1112



 

 

 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 66.7  bits: 18.8 E():   95 
Smith-Waterman score: 50; 26.8% identity (51.2% similar) in 41 aa overlap (6-42:190-230) 
 
                                        10            20        30  
AAD-12                          AWLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::  .  :    ::.  
gi|215 NKPVIFTKSNLAKSPELDAKMYDICYSTAAAPIYFPPHHFVTHTSNGARYEFNLVDGAVA 
     160       170       180       190       200       210          
 
              40        50        60        70        80            
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV            
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 [Ch  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.5  bits: 17.2 E():   97 
Smith-Waterman score: 43; 33.3% identity (62.5% similar) in 24 aa overlap (33-56:15-38) 
 
             10        20        30        40        50        60   
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :. . . . .  ::::  .::.       
gi|294                 MSWQTYVDDHLMCDIEGNHLSSAAILGHDGTVWAQSPSFPQLKP 
                               10        20        30        40     
 
             70        80                                           
AAD-12 KVIVGNMAWHADSTYMPV                                           
                                                                    
gi|294 EEVSAIMKDFNEPGSLAPTGLHLGGTKYMVIQGEPGDVIRGKKGPGGVTIKKTNQALIIG 
           50        60        70        80        90       100     
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 66.4  bits: 18.6 E():   99 
Smith-Waterman score: 48; 30.4% identity (60.7% similar) in 56 aa overlap (30-79:196-248) 
 
                10        20        30        40           50       
AAD-12  AWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT---VRQHSPA 
                                     : ::.: : :.  :.  :::   : :.. : 
gi|237 AVPQKNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGY-NI--DGTALPVLQNGDA 
         170       180       190       200          210       220   
 
         60           70        80                                  
AAD-12 EWDDMMKVIV---GNMAWHADSTYMPV                                  
       .. :.. . .   :..   .: ...:                                   
gi|237 DFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITS 
            230       240       250       260       270       280   
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  49 init1:  49 opt:  51  Z-score: 66.4  bits: 19.4 E():   99 
Smith-Waterman score: 51; 29.4% identity (82.4% similar) in 17 aa overlap (52-68:535-551) 
 
              30        40        50        60        70        80  
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV  
                                     .:.:   :...:...:.              
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
gi|331 KEGCFSEEGPKLVAAAQAALV 
          570       580      
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 66.4  bits: 19.6 E():   99 
Smith-Waterman score: 52; 20.3% identity (59.4% similar) in 69 aa overlap (12-79:242-305) 
 
                                  10        20        30         40 
AAD-12                    AWLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDI-VA 
                                     ::.... ::.  ....:  .. : :.     
gi|220 PGQGQQIGQGQQGYYPTSPQHPGQRQQPGQGQQIGQGQQLGQGRQIGQGQQSGQGQQGYY 
             220       230       240       250       260       270  
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               50        60        70        80                     
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV                     
        .. .  :  .:  :..:..  .   :.....  :  .:                      
gi|220 PTSPQQLGQGQQ--PGQWQQSGQ---GQQGYYPTSQQQPGQGQQGQYPASQQQPGQGQQG 
             280         290          300       310       320       
 
gi|220 QYPASQQQPGQGQQGQYPASQQQPGQGQQGHYLASQQQPGQGQQRHYPASLQQPGQGQQG 
        330       340       350       360       370       380       
 
>>gi|11762104|gb|AAG40330.1|AF323974_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 44; 25.0% identity (65.9% similar) in 44 aa overlap (1-43:78-120) 
 
                                             10         20          
AAD-12                               AWLQHALLIFPGQHLSND-QQITFAKRFGA 
                                     : ...   :. :  :..  ..:..  ...: 
gi|117 NGGPGTIKKITFAEGSEFKYMKHKVEEIDHANFKYCYSIIEGGPLGHTLEKISYEIKMAA 
        50        60        70        80        90       100        
 
      30        40        50        60        70        80     
AAD-12 IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV     
         . :::.:. :..                                          
gi|117 APH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
       110        120       130       140       150       160  
 
>>gi|5726304|gb|AAD48405.1|AF136945_1 major allergen Cor  (161 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 44; 25.0% identity (65.9% similar) in 44 aa overlap (1-43:78-120) 
 
                                             10         20          
AAD-12                               AWLQHALLIFPGQHLSND-QQITFAKRFGA 
                                     : ...   :. :  :..  ..:..  ...: 
gi|572 NGGPGTIKKITFAEGNEFKYMKHKVEEIDHANFKYCYSIIEGGPLGHTLEKISYEIKMAA 
        50        60        70        80        90       100        
 
      30        40        50        60        70        80     
AAD-12 IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV     
         . :::.:. :..                                          
gi|572 APH-GGGSILKITSKYHTKGNASINEEEIKAGKEKAAGLFKAVEAYLLAHPDAYC 
       110        120       130       140       150       160  
 
>>gi|11762102|gb|AAG40329.1|AF323973_1 major allergen va  (161 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 44; 25.0% identity (65.9% similar) in 44 aa overlap (1-43:78-120) 
 
                                             10         20          
AAD-12                               AWLQHALLIFPGQHLSND-QQITFAKRFGA 
                                     : ...   :. :  :..  ..:..  ...: 
gi|117 NGGPGTIKKITFAEGSEFKYMKHKVEEIDHANFKYCYSIIEGGPLGHTLEKISYEIKMAA 
        50        60        70        80        90       100        
 
      30        40        50        60        70        80     
AAD-12 IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV     
         . :::.:. :..                                          
gi|117 APH-GGGSILKITSKYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
       110        120       130       140       150       160  
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:35 2011 done: Fri Jan 21 00:02:35 2011 
 Total Scan time:  0.080 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
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Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 39  - 118 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     3     2:* 
  32     2     8:= * 
  34    17    22:====== * 
  36    59    44:==============*===== 
  38    76    73:========================*= 
  40    89   102:==============================   * 
  42   116   125:=======================================  * 
  44   175   138:=============================================*============= 
  46   132   140:============================================  * 
  48   140   134:============================================*== 
  50   127   122:========================================*== 
  52    93   108:===============================    * 
  54   100    92:==============================*=== 
  56    65    77:======================   * 
  58    46    63:================    * 
  60    37    51:=============   * 
  62    45    41:=============*= 
  64    18    33:======    * 
  66    28    26:========*= 
  68    23    20:======*= 
  70    22    16:=====*== 
  72    27    12:===*===== 
  74    19    10:===*=== 
  76     3     8:= * 
  78     5     6:=* 
  80     7     5:=*= 
  82     2     3:* 
  84     3     3:* 
  86     5     2:*= 
  88     2     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.40770.00347; mu= 4.9289 0.178 
 mean_var=49.907014.095, 0's: 2 Z-trim: 2  B-trim: 11 in 1/43 
 Lambda= 0.181549 
 Kolmogorov-Smirnov  statistic: 0.0226 (N=29) at  64 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.080 
 
The best scores are:                                      opt bits E(1491) 
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gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   67 23.5    0.95 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   65 23.0     1.4 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   63 22.5     5.2 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   62 22.2     5.8 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   62 22.2     6.3 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   57 20.9     7.3 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   57 20.9     7.3 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   57 20.9     7.3 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   57 20.9     7.3 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   60 21.7     7.6 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   60 21.7       9 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   57 20.9     9.5 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   56 20.7     9.6 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   56 20.7      11 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   61 22.0      13 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   57 20.9      14 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   57 20.9      16 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   56 20.7      17 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   56 20.7      18 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   60 21.7      18 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   56 20.7      19 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   56 20.7      19 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   56 20.7      19 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   45 17.7      21 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   50 19.1      21 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   55 20.4      23 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   49 18.8      23 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   51 19.4      28 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   50 19.1      28 
gi|14423757|sp|O04701.1|MPAC1_CYNDA RecName: Full= ( 246)   53 19.9      30 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   54 20.2      32 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   54 20.2      33 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 16.4      35 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 16.4      35 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   52 19.6      36 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   56 20.7      37 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   54 20.2      38 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   54 20.2      38 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   54 20.2      38 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   54 20.2      38 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   54 20.2      38 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   54 20.2      38 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   54 20.2      38 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   54 20.2      38 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   54 20.2      38 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   52 19.6      38 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   52 19.6      38 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   52 19.6      39 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   52 19.6      39 
gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pach ( 199)   50 19.1      42 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   54 20.2      42 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 19.4      44 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 18.6      44 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 19.1      45 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   51 19.4      46 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 19.4      47 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   52 19.6      47 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   47 18.3      47 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   48 18.6      48 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   48 18.6      48 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   48 18.6      48 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   48 18.6      48 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   48 18.6      48 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   48 18.6      48 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   48 18.6      48 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   48 18.6      48 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   48 18.6      48 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   48 18.6      48 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   48 18.6      48 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   48 18.6      48 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   48 18.6      48 
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gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   48 18.6      48 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   48 18.6      48 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   48 18.6      48 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   54 20.2      51 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   49 18.8      52 
gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=M ( 308)   51 19.4      53 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   53 19.9      54 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   49 18.8      55 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 19.1      56 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 19.1      56 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   52 19.6      57 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   47 18.3      57 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   47 18.3      58 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   47 18.3      58 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   47 18.3      58 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   47 18.3      58 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   47 18.3      58 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   47 18.3      58 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   47 18.3      58 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   47 18.3      58 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   47 18.3      58 
gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full= (  85)   43 17.2      64 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   51 19.4      65 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   51 19.4      65 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   51 19.4      65 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 18.8      65 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   52 19.6      66 
gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full= ( 131)   45 17.8      68 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 18.0      68 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 18.0      69 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   46 18.0      70 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   44 17.5      70 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   44 17.5      70 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   53 19.9      72 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   49 18.8      75 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   47 18.3      75 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   50 19.1      79 
gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum a ( 323)   49 18.8      79 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   48 18.6      80 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   44 17.5      81 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   44 17.5      81 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   44 17.5      81 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   44 17.5      81 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   51 19.4      81 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   45 17.8      82 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   45 17.8      82 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   45 17.8      82 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   45 17.8      82 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   45 17.8      82 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   45 17.8      82 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   45 17.8      82 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   45 17.8      82 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   45 17.8      82 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   48 18.6      84 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 15.1      85 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   44 17.5      86 
gi|62240392|gb|AAX77384.1| 11S globulin precursor  ( 523)   51 19.4      88 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   42 17.0      90 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   48 18.6      90 
gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin pre ( 148)   44 17.5      91 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   49 18.9      94 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   49 18.9      94 
gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 ( 131)   43 17.3      97 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   48 18.6      98 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   44 17.5      98 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   51 19.4      98 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   52 19.7      98 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 19.1   1e 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  67  Z-score: 102.8  bits: 23.5 E(): 0.95 
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Smith-Waterman score: 67; 40.0% identity (63.3% similar) in 30 aa overlap (45-74:30-56) 
 
           20        30        40        50        60        70     
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:::.  ::. : :   ::. :.. : 
gi|126  TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTK--KGNL-WEVKS 
                10        20        30        40          50        
 
           80                                    
AAD-12 TYMPVM                                    
                                                 
gi|126 AKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
         60        70        80        90        
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  65  Z-score: 100.1  bits: 23.0 E():  1.4 
Smith-Waterman score: 65; 35.5% identity (64.5% similar) in 31 aa overlap (45-75:30-57) 
 
           20        30        40        50        60        70     
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:::.  ::. . :   ::. :.. : 
gi|144  VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKS 
                10        20        30        40          50        
 
           80                                   
AAD-12 TYMPVM                                   
       .                                        
gi|144 SKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
         60        70        80        90       
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  44 init1:  44 opt:  63  Z-score: 89.5  bits: 22.5 E():  5.2 
Smith-Waterman score: 63; 26.7% identity (56.7% similar) in 60 aa overlap (17-76:207-260) 
 
                             10        20        30        40       
AAD-12               WLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|390 GSNPNYLALLVKFVAGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
        180       190       200       210       220            230  
 
         50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
        :::  . .      : .. . .:.::..:     
gi|390 FTVRYTTEGGTKGEAKDVIPE-GWKADTAYESK  
             240       250        260     
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  44 init1:  44 opt:  62  Z-score: 88.8  bits: 22.2 E():  5.8 
Smith-Waterman score: 62; 26.7% identity (55.0% similar) in 60 aa overlap (17-76:184-237) 
 
                             10        20        30        40       
AAD-12               WLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|458 GSNPNYLALLVKFVAGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
           160       170       180       190       200              
 
         50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
        :::  . .      : .. . .:.::. :     
gi|458 FTVRYTTEGGTKGEAKDVIPE-GWKADTCYESK  
      210       220        230       240  
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  44 init1:  44 opt:  62  Z-score: 88.2  bits: 22.2 E():  6.3 
Smith-Waterman score: 62; 26.7% identity (56.7% similar) in 60 aa overlap (17-76:206-259) 
 
                             10        20        30        40       
AAD-12               WLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|158 KGSNPNYLALLVKFSGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
         180       190       200       210       220            230 
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         50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
        :::  . .      : .. . .:.::..:     
gi|158 FTVRYTTEGGTKARAKDVIPE-GWKADTAYESK  
              240       250        260    
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 86.9  bits: 20.9 E():  7.3 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (19-74:29-82) 
 
                         10        20        30        40        50 
AAD-12           WLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVM                               
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 86.9  bits: 20.9 E():  7.3 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (19-74:29-82) 
 
                         10        20        30        40        50 
AAD-12           WLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSGLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVM                               
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 86.9  bits: 20.9 E():  7.3 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (19-74:29-82) 
 
                         10        20        30        40        50 
AAD-12           WLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVM                               
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 86.9  bits: 20.9 E():  7.3 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (19-74:29-82) 
 
                         10        20        30        40        50 
AAD-12           WLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|117 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVM                               
       .:.  ::  : :   :  .:  ::                                     
gi|117 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
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>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 86.7  bits: 21.7 E():  7.6 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (9-40:133-160) 
 
                                     10        20        30         
AAD-12                       WLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|221 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
            110       120       130       140           150         
 
       40        50        60        70        80                   
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM                   
       :.                                                           
gi|221 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
      160       170       180       190       200       210         
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 85.3  bits: 21.7 E():    9 
Smith-Waterman score: 60; 23.3% identity (58.3% similar) in 60 aa overlap (17-76:207-260) 
 
                             10        20        30        40       
AAD-12               WLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   : .. .   .  
gi|126 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
         50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
        :..  . .:..:..       .:.::..:     
gi|126 YTTEGGTKSEFEDVIP-----EGWKADTSYSAK  
         240       250            260     
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  57  Z-score: 85.0  bits: 20.9 E():  9.5 
Smith-Waterman score: 57; 24.5% identity (51.0% similar) in 98 aa overlap (2-80:50-147) 
 
                                            10        20            
AAD-12                              WLQHALLIFPGQHLSNDQQIT-FAKR----- 
                                     .: :.  : :. :.. .    :.:.      
gi|250 DQIAAAKASWNTVKNNQVDILYAVFKANPDIQTAFSQFAGKDLDSIKGTPDFSKHAGRVV 
      20        30        40        50        60        70          
 
            30        40         50            60            70     
AAD-12 --FGAIERIGGGDIVAISNV-KADGTVRQH----SPAEWDDMMKVIV----GNMAWHA-- 
         :. .  . :.:  . . . ::    ..:    :::. :.. : .:    :   : .   
gi|250 GLFSEVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAV 
      80        90       100       110       120       130          
 
             80            
AAD-12 DSTYMPVM            
       .:.. ::.            
gi|250 ESSWAPVLDFVFSTLKNEL 
     140       150         
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 84.8  bits: 20.7 E():  9.6 
Smith-Waterman score: 56; 23.2% identity (47.6% similar) in 82 aa overlap (2-78:35-116) 
 
                                            10         20        30 
AAD-12                              WLQHALLIFPGQ-HLSNDQQITFAKRFGAIE 
                                     .:: .. :  : :  . :: :   . :    
gi|273 HYLKTYLSWLTEEQKEKLKEMKEAGKTKAEIQHEVMHFYDQLHGEEKQQATEKLKVGCKM 
           10        20        30        40        50        60     
 
                   40        50        60        70        80       
AAD-12 RIGG--GD--IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM       
        . :  :.  .: . :.:  :.  :.   . . :.. .. .   .    : :         
gi|273 LLKGVIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGA 
           70        80        90       100       110       120     
 
gi|273 TTLQHHRRRR 
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          130     
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 83.4  bits: 20.7 E():   11 
Smith-Waterman score: 56; 27.1% identity (58.3% similar) in 48 aa overlap (34-74:111-158) 
 
            10        20        30        40           50           
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|400 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
         60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVM 
        . ..... : .  :.:.       
gi|400 GETLLRAVEGYLLAHSDAYN     
              150       160     
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 82.5  bits: 22.0 E():   13 
Smith-Waterman score: 61; 38.7% identity (58.1% similar) in 31 aa overlap (10-40:108-138) 
 
                                    10        20        30          
AAD-12                      WLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA 
                                     : :  .. :.  :  :   :.:.  :::.: 
gi|259 YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIA 
        80        90       100       110       120       130        
 
      40        50        60        70        80                    
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM                    
       :                                                            
gi|259 IPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGR 
       140       150       160       170       180       190        
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  44 init1:  44 opt:  57  Z-score: 81.8  bits: 20.9 E():   14 
Smith-Waterman score: 57; 23.3% identity (58.3% similar) in 60 aa overlap (17-76:184-237) 
 
                             10        20        30        40       
AAD-12               WLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: :.   :     .. .  
gi|331 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIALKESWGAIWRVDTPD-----KLTGP 
           160       170       180       190       200              
 
         50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
        :::  . .   . .. .. . .:.::..:     
gi|331 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYEAK  
      210       220        230       240  
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  44 init1:  44 opt:  57  Z-score: 81.0  bits: 20.9 E():   16 
Smith-Waterman score: 57; 23.3% identity (58.3% similar) in 60 aa overlap (17-76:208-261) 
 
                             10        20        30        40       
AAD-12               WLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: :.   :     .. .  
gi|180 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIALKESWGAIWRVDTPD-----KLTGP 
       180       190       200       210       220            230   
 
         50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
        :::  . .   . .. .. . .:.::..:     
gi|180 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYEAK  
            240       250        260      
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 80.3  bits: 20.7 E():   17 
Smith-Waterman score: 56; 25.0% identity (56.7% similar) in 60 aa overlap (17-76:185-238) 
 
                             10        20        30        40       
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AAD-12               WLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|283 GSNPNYLALLVKYVNGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
          160       170       180       190       200        210    
 
         50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
        :..  . .: .:..       .:.::..:     
gi|283 YTTEGGTKTEAEDVIP-----EGWKADTSYESK  
           220            230       240   
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 80.0  bits: 20.7 E():   18 
Smith-Waterman score: 56; 23.3% identity (56.7% similar) in 60 aa overlap (17-76:196-249) 
 
                             10        20        30        40       
AAD-12               WLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   :     .. .  
gi|168 GSNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPD-----KLTGP 
         170       180       190       200       210            220 
 
         50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
        :::  . .   . .. .. . .:.::..:     
gi|168 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYSAK  
              230       240        250    
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 79.8  bits: 21.7 E():   18 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (9-40:131-158) 
 
                                     10        20        30         
AAD-12                       WLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|213 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
              110       120       130       140           150       
 
       40        50        60        70        80                   
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM                   
       :.                                                           
gi|213 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
        160       170       180       190       200       210       
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 79.6  bits: 20.7 E():   19 
Smith-Waterman score: 56; 23.3% identity (56.7% similar) in 60 aa overlap (17-76:207-260) 
 
                             10        20        30        40       
AAD-12               WLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   :     .. .  
gi|752 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPD-----KLTGP 
        180       190       200       210       220            230  
 
         50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
        :::  . .   . .. .. . .:.::..:     
gi|752 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYSAK  
             240       250        260     
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 79.6  bits: 20.7 E():   19 
Smith-Waterman score: 56; 25.0% identity (56.7% similar) in 60 aa overlap (17-76:207-260) 
 
                             10        20        30        40       
AAD-12               WLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|117 GSNPNYLALLVKYVNGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
         50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
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        :..  . .: .:..       .:.::..:     
gi|117 YTTEGGTKTEAEDVIP-----EGWKADTSYESK  
         240       250            260     
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 79.5  bits: 20.7 E():   19 
Smith-Waterman score: 56; 23.2% identity (47.6% similar) in 82 aa overlap (2-78:35-116) 
 
                                            10         20        30 
AAD-12                              WLQHALLIFPGQ-HLSNDQQITFAKRFGAIE 
                                     .:: .. .  : :  . :: :   . :    
gi|273 HYLKTYLSWLTEEQKEKLKEMKEAGQTKAEIQHEVMHYYDQLHGEEKQQATEKLKVGCKM 
           10        20        30        40        50        60     
 
                   40        50        60        70        80       
AAD-12 RIGG--GD--IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM       
        . :  :.  .: . :::  :.  :.   . . :.. .. .   .    : :         
gi|273 LLKGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGA 
           70        80        90       100       110       120     
 
gi|273 TTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKELEAKILHYYDELEG 
          130       140       150       160       170       180     
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 78.7  bits: 17.7 E():   21 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (18-41:17-38) 
 
               10        20        30        40        50        60 
AAD-12 WLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDM 
                        ::.  : .. :. :. ::: .. :                    
gi|217  LVSVEHQAARLKVAKAQQL--AAQLPAMCRLEGGDALSASQ                   
                10          20        30                            
 
               70        80 
AAD-12 MKVIVGNMAWHADSTYMPVM 
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 78.6  bits: 19.1 E():   21 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (33-48:29-43) 
 
             10        20        30        40        50        60   
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105   CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
                 10        20        30         40        50        
 
             70        80                         
AAD-12 VIVGNMAWHADSTYMPVM                         
                                                  
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
        60        70        80        90          
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  44 init1:  44 opt:  55  Z-score: 78.1  bits: 20.4 E():   23 
Smith-Waterman score: 55; 25.9% identity (56.9% similar) in 58 aa overlap (17-74:213-264) 
 
                             10        20        30        40       
AAD-12               WLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|249 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
            190       200       210       220       230        240  
 
         50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
        :..  . ::..:..       .:.::.       
gi|249 YTTEGGTKAEFEDVIP-----EGWKADTHDASK  
             250            260           
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 77.9  bits: 18.8 E():   23 
Smith-Waterman score: 49; 32.3% identity (58.1% similar) in 31 aa overlap (48-76:35-64) 
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        20        30        40        50          60        70      
AAD-12 QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE--WDDMMKVIVGNMAWHADST 
                                     : . ..::.  :: .  : .   .: ::.  
gi|323 QTCAGNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKP 
           10        20        30        40         50        60    
 
          80                        
AAD-12 YMPVM                        
       :                            
gi|323 YSWRYGWTAFCGPAGPRCLRTNAAVTVR 
            70        80        90  
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 76.4  bits: 19.4 E():   28 
Smith-Waterman score: 51; 27.1% identity (62.5% similar) in 48 aa overlap (34-74:110-157) 
 
            10        20        30        40           50           
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|437 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
      80        90       100       110       120       130          
 
         60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVM 
        . ..:.. . .  :.:.       
gi|437 GETLLKAVESYLLAHSDAYN     
     140       150              
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 76.3  bits: 19.1 E():   28 
Smith-Waterman score: 50; 22.0% identity (47.6% similar) in 82 aa overlap (2-78:35-116) 
 
                                            10         20        30 
AAD-12                              WLQHALLIFPGQ-HLSNDQQITFAKRFGAIE 
                                     .:: .. .  : :  . :: :   . :    
gi|273 HYLKTYLSWLTEEQKEKLKEMKEAGKTKAEIQHEVMRYYDQLHGEEKQQATEKLKVGCKM 
           10        20        30        40        50        60     
 
                   40        50        60        70        80       
AAD-12 RIGG--GD--IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM       
        . :  :.  .: . :.:  :.  :.   . . :.. .. .   .    : :         
gi|273 LLKGIIGEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGA 
           70        80        90       100       110       120     
 
gi|273 TTLQHHRRRR 
          130     
 
>>gi|14423757|sp|O04701.1|MPAC1_CYNDA RecName: Full=Majo  (246 aa) 
 initn:  40 init1:  40 opt:  53  Z-score: 75.9  bits: 19.9 E():   30 
Smith-Waterman score: 53; 21.1% identity (52.6% similar) in 57 aa overlap (7-63:148-200) 
 
                                       10        20        30       
AAD-12                         WLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGD 
                                     . :  .. :::. ...  ...:    : :. 
gi|144 KKGQEDKLRKAGELTLQFRRVKCKYPSGTKITFHIEKGSNDHYLALLVKYAA----GDGN 
       120       130       140       150       160           170    
 
         40        50        60        70        80                 
AAD-12 IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM                 
       :::..    :.       . :  . ..                                  
gi|144 IVAVDIKPRDSDEFIPMKSSWGAIWRIDPKKPLKGPFSIRLTSEGGAHLVQDDVIPANWK 
           180       190       200       210       220       230    
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 75.4  bits: 20.2 E():   32 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (5-71:201-266) 
 
                                         10         20        30    
AAD-12                           WLQHALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
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gi|261 SPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
              180       190       200       210       220       230 
 
            40        50        60        70        80              
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM              
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|261 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYLFAMFD 
                240       250       260       270       280         
 
gi|261 ENKKQPEVEKHFGLFFPNKWQKYNLNFS 
      290       300       310       
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 75.2  bits: 20.2 E():   33 
Smith-Waterman score: 54; 25.6% identity (48.7% similar) in 39 aa overlap (19-57:191-229) 
 
                           10        20        30        40         
AAD-12             WLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ::..   .:   :  : :..   .. :    
gi|320 KEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDP 
              170       180       190       200       210       220 
 
       50        60        70        80                             
AAD-12 VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM                             
       : . . : :                                                    
gi|320 VISFKTALWFWMTPQSPKPSCHNVITGRWTPSAADRAAGRLPGYGVITNIINGGIECGKG 
              230       240       250       260       270       280 
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 74.7  bits: 16.4 E():   35 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (70-76:19-25) 
 
      40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     :.::..:     
gi|320             YTTEGGTKAEAEDVIPEGWKADTSYE    
                           10        20          
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 74.7  bits: 16.4 E():   35 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (70-76:19-25) 
 
      40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     :.::..:     
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE    
                           10        20          
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.4  bits: 19.6 E():   36 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (17-76:192-245) 
 
                             10        20        30        40       
AAD-12               WLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|116 GSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
             170       180       190       200       210        220 
 
         50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
        :..  . .: .:..       .:.::..:     
gi|116 YTTEGGTKGEAEDVIP-----EGWKADTAYEAK  
              230            240          
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 74.3  bits: 20.7 E():   37 
Smith-Waterman score: 56; 40.6% identity (56.2% similar) in 32 aa overlap (11-40:153-184) 
 
                                   10        20          30         
AAD-12                     WLQHALLIFPGQHLSNDQQITFAK--RFGAIERIGGGDIV 
                                     ::.   .::  : .  :    .::  ::.: 
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gi|258 QGQQEQQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVV 
            130       140       150       160       170       180   
 
       40        50        60        70        80                   
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM                   
       ::                                                           
gi|258 AIPAGVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQ 
            190       200       210       220       230       240   
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 74.1  bits: 20.2 E():   38 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (5-71:237-302) 
 
                                         10         20        30    
AAD-12                           WLQHALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|268 SPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
        210       220       230       240       250       260       
 
            40        50        60        70        80              
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM              
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|268 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYLFAMFD 
        270         280       290       300       310       320     
 
gi|268 ENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
          330       340       350       360       370     
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 74.1  bits: 20.2 E():   38 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (5-71:237-302) 
 
                                         10         20        30    
AAD-12                           WLQHALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|124 SPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
        210       220       230       240       250       260       
 
            40        50        60        70        80              
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM              
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|124 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYLFAMFD 
        270         280       290       300       310       320     
 
gi|124 ENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
          330       340       350       360       370     
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 74.1  bits: 20.2 E():   38 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (5-71:237-302) 
 
                                         10         20        30    
AAD-12                           WLQHALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|270 SPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
        210       220       230       240       250       260       
 
            40        50        60        70        80              
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM              
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|270 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPDRAIETYLFAMFD 
        270         280       290       300       310       320     
 
gi|270 ENQKQPEVEKHFGLFFPDKRPKYNLNFSAKKNWDISTEHNATVLFLKSDM 
          330       340       350       360       370     
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 74.1  bits: 20.2 E():   38 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (5-71:237-302) 
 
                                         10         20        30    

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 1126



 

 

AAD-12                           WLQHALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|124 SPLLANIYPYFTYADNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
        210       220       230       240       250       260       
 
            40        50        60        70        80              
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM              
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|124 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYLFAMFD 
        270         280       290       300       310       320     
 
gi|124 ENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHDATILFLKSDM 
          330       340       350       360       370     
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 74.1  bits: 20.2 E():   38 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (5-71:237-302) 
 
                                         10         20        30    
AAD-12                           WLQHALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|327 SPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
        210       220       230       240       250       260       
 
            40        50        60        70        80              
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM              
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|327 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYLFAMFD 
        270         280       290       300       310       320     
 
gi|327 ENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
          330       340       350       360       370     
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 74.1  bits: 20.2 E():   38 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (5-71:237-302) 
 
                                         10         20        30    
AAD-12                           WLQHALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|118 SPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
        210       220       230       240       250       260       
 
            40        50        60        70        80              
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM              
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|118 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYLFAMFD 
        270         280       290       300       310       320     
 
gi|118 ENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
          330       340       350       360       370     
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 74.1  bits: 20.2 E():   38 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (5-71:237-302) 
 
                                         10         20        30    
AAD-12                           WLQHALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|124 SPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
        210       220       230       240       250       260       
 
            40        50        60        70        80              
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM              
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|124 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYLFAMFD 
        270         280       290       300       310       320     
 
gi|124 ENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
          330       340       350       360       370     
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>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 74.1  bits: 20.2 E():   38 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (5-71:237-302) 
 
                                         10         20        30    
AAD-12                           WLQHALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|124 SPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
        210       220       230       240       250       260       
 
            40        50        60        70        80              
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM              
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|124 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYLFAMFD 
        270         280       290       300       310       320     
 
gi|124 ENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
          330       340       350       360       370     
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 74.1  bits: 20.2 E():   38 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (5-71:237-302) 
 
                                         10         20        30    
AAD-12                           WLQHALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|124 SPLLTNIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
        210       220       230       240       250       260       
 
            40        50        60        70        80              
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM              
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|124 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYLFATFD 
        270         280       290       300       310       320     
 
gi|124 ENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
          330       340       350       360       370     
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.0  bits: 19.6 E():   38 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (17-76:207-260) 
 
                             10        20        30        40       
AAD-12               WLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|386 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
         50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
        :..  . .: .:..       .:.::..:     
gi|386 YTTEGGTKVEAEDVIP-----EGWKADTAYESK  
         240       250            260     
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 73.9  bits: 19.6 E():   38 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (17-76:209-262) 
 
                             10        20        30        40       
AAD-12               WLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|117 GSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
      180       190       200       210       220       230         
 
         50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
        :..  . .: .:..       .:.::..:     
gi|117 YTTEGGTKGEAEDVIP-----EGWKADTAYEAK  
       240       250            260       
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
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 initn:  39 init1:  39 opt:  52  Z-score: 73.9  bits: 19.6 E():   39 
Smith-Waterman score: 52; 22.0% identity (47.6% similar) in 82 aa overlap (2-78:35-116) 
 
                                            10         20        30 
AAD-12                              WLQHALLIFPGQ-HLSNDQQITFAKRFGAIE 
                                     .:: .. .  : :  . :: :   . :    
gi|273 HYLKTYLSWLTEEQKEKLKEMKEAGKTKAEIQHEVMHYYDQLHGEEKQQATEKLKVGCKM 
           10        20        30        40        50        60     
 
                   40        50        60        70        80       
AAD-12 RIGG--GD--IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM       
        . :  :.  .: . :.:  :.  :.   . . :.. .. .   .    : :         
gi|273 LLKGIIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGA 
           70        80        90       100       110       120     
 
gi|273 TTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKTKKELEAKILHYYDELEG 
          130       140       150       160       170       180     
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.9  bits: 19.6 E():   39 
Smith-Waterman score: 52; 22.0% identity (47.6% similar) in 82 aa overlap (2-78:35-116) 
 
                                            10         20        30 
AAD-12                              WLQHALLIFPGQ-HLSNDQQITFAKRFGAIE 
                                     .:: .. .  : :  . :: :   . :    
gi|273 HYLKTYLSWLTEEQKEKLKEMKEAGKTKAEIQHEVMRYYDQLHGEEKQQATEKLKVGCKM 
           10        20        30        40        50        60     
 
                   40        50        60        70        80       
AAD-12 RIGG--GD--IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM       
        . :  :.  .: . :.:  :.  :.   . . :.. .. .   .    : :         
gi|273 LLKGIIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGA 
           70        80        90       100       110       120     
 
gi|273 TTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKELEAKILHYYDELEG 
          130       140       150       160       170       180     
 
>>gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pachycon  (199 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 73.3  bits: 19.1 E():   42 
Smith-Waterman score: 50; 25.0% identity (53.8% similar) in 52 aa overlap (29-78:97-142) 
 
                 10        20        30        40        50         
AAD-12   WLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD 
                                     .::   :. .:.:.  : :      : . . 
gi|169 MPDLTWDNELAAIAQRWVNQCKIGHDGCRNVERYQVGQNIAMSGSTAKG------PCNMN 
         70        80        90       100       110             120 
 
       60          70        80                                     
AAD-12 DMMKVIVG--NMAWHADSTYMPVM                                     
       ..... ..  :    :: . ::                                       
gi|169 NLVQMWINEVNALNAADVSSMPSDGNYFMKIGHYTQLVWGKTTKVGCGIIQFLDGKFYKC 
              130       140       150       160       170       180 
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 73.2  bits: 20.2 E():   42 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (44-59:89-105) 
 
            20        30        40         50        60        70   
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .              
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       60        70        80        90       100       110         
 
             80                                                     
AAD-12 DSTYMPVM                                                     
                                                                    
gi|114 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      120       130       140       150       160       170         
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 72.9  bits: 19.4 E():   44 
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Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (33-48:181-195) 
 
             10        20        30        40        50        60   
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
             70        80                          
AAD-12 VIVGNMAWHADSTYMPVM                          
                                                   
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 72.8  bits: 18.6 E():   44 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (41-57:2-19) 
 
               20        30        40         50        60          
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD-GTVRQHSPAEWDDMMKVIVGNMA 
                                     ..: .: :.. ..::.::             
gi|250                              PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPF 
                                            10        20        30  
 
      70        80                                                  
AAD-12 WHADSTYMPVM                                                  
                                                                    
gi|250 PRCRALVKSQCAGGQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDK 
              40        50        60        70        80        90  
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 72.7  bits: 19.1 E():   45 
Smith-Waterman score: 50; 40.0% identity (72.0% similar) in 25 aa overlap (37-61:9-29) 
 
         10        20        30        40        50        60       
AAD-12 LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG 
                                     :::.....: .    :.:: .:: :      
gi|144                       MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMV 
                                     10            20        30     
 
         70        80                                               
AAD-12 NMAWHADSTYMPVM                                               
                                                                    
gi|144 DQIVKSLTTKKELDPFKIEQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKID 
           40        50        60        70        80        90     
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 72.6  bits: 19.4 E():   46 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (33-63:192-222) 
 
             10        20        30        40        50         60  
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : : ..  
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
              70        80                         
AAD-12 KVIVGNMAWHADSTYMPVM                         
       .:                                          
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 72.4  bits: 19.4 E():   47 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (33-48:199-213) 
 
             10        20        30        40        50        60   
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
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             70        80                          
AAD-12 VIVGNMAWHADSTYMPVM                          
                                                   
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 72.3  bits: 19.6 E():   47 
Smith-Waterman score: 62; 17.3% identity (62.7% similar) in 75 aa overlap (4-78:239-307) 
 
                                          10        20        30    
AAD-12                            WLQHALLIFPGQHLSNDQQITFAKRFGAIERIG 
                                     :....   :. ...: : .   ..  :..: 
gi|170 SDCQVMRQQCCQQLAQIPQQLQCAAIHSVVHSIIMQQQQQQQQQQGIDIFLPLSQHEQVG 
      210       220       230       240       250       260         
 
            40        50        60        70        80              
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM              
        :..:     ...: .. ..::. . . .... ..    . .:.:                
gi|170 QGSLV-----QGQGIIQPQQPAQLEAIRSLVLQTLPSMCN-VYVPPECSIMRAPFASIVA 
      270            280       290       300        310       320   
 
gi|170 GIGGQ 
             
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 72.3  bits: 18.3 E():   47 
Smith-Waterman score: 47; 28.6% identity (68.6% similar) in 35 aa overlap (19-52:93-127) 
 
                           10        20         30        40        
AAD-12             WLQHALLIFPGQHLSNDQQITFA-KRFGAIERIGGGDIVAISNVKADG 
                                     :  :. :.   :....: :.:. ..: .   
gi|121 FKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVT 
             70        80        90       100       110       120   
 
        50        60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
       .::..                             
gi|121 SVRSYKRI                          
            130                          
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (34-74:110-157) 
 
            10        20        30        40           50           
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|384 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
         60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVM 
        . ..... . .  :.:.       
gi|384 GETLLRAVESYLLAHSDAYN     
     140       150              
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (62.5% similar) in 48 aa overlap (34-74:110-157) 
 
            10        20        30        40           50           
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|437 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
      80        90       100       110       120       130          
 
         60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVM 
        . ..... . .  :.:.       
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gi|437 GETLLRAVESYLLAHSDAYN     
     140       150              
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (34-74:110-157) 
 
            10        20        30        40           50           
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|437 KYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
         60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVM 
        . ..... . .  :.:.       
gi|437 GETLLRAVESYLLAHSDAYN     
     140       150              
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (34-74:110-157) 
 
            10        20        30        40           50           
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|115 KYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
         60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVM 
        . ..... . .  :.:.       
gi|115 GETLLRAVESYLLAHSDAYN     
     140       150              
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (34-74:111-158) 
 
            10        20        30        40           50           
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|256 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
         60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVM 
        . ..... . .  :.:.       
gi|256 GETLLRAVESYLLAHSDAYN     
              150       160     
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (34-74:111-158) 
 
            10        20        30        40           50           
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
         60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVM 
        . ..... . .  :.:.       
gi|154 RETLLRAVESYLLAHSDAYN     
              150       160     
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (34-74:111-158) 
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            10        20        30        40           50           
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|400 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
         60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVM 
        . ..... . .  :.:.       
gi|400 GETLLRAVESYLLAHSDAYN     
              150       160     
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (34-74:111-158) 
 
            10        20        30        40           50           
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|132 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
         60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVM 
        . ..... . .  :.:.       
gi|132 GETLLRAVESYLLAHSDAYN     
              150       160     
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 48; 20.3% identity (58.2% similar) in 79 aa overlap (2-73:80-157) 
 
                                            10        20        30  
AAD-12                              WLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :. :.    ....  .   
gi|154 GPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIVAA 
      50        60        70        80        90        100         
 
              40              50         60        70        80 
AAD-12 IGGGDIVAISN---VKADGTV---RQHSPAEW-DDMMKVIVGNMAWHADSTYMPVM 
        :::.:: ::.   .:.:  :   ....  :  . ..... . .  :.:        
gi|154 PGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN     
      110       120       130       140       150       160     
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (34-74:111-158) 
 
            10        20        30        40           50           
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|114 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
         60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVM 
        . ..... . .  :.:.       
gi|114 GETLLRAVESYLLAHSDAYN     
              150       160     
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (34-74:111-158) 
 
            10        20        30        40           50           
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
         60        70        80 
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AAD-12 WDDMMKVIVGNMAWHADSTYMPVM 
        . ..... . .  :.:.       
gi|154 GETLLRAVESYLLAHSDAYN     
              150       160     
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (62.5% similar) in 48 aa overlap (34-74:111-158) 
 
            10        20        30        40           50           
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|400 KYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
         60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVM 
        . ..... . .  :.:.       
gi|400 GETLLRAVESYLLAHSDAYN     
              150       160     
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (34-74:111-158) 
 
            10        20        30        40           50           
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|256 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
         60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVM 
        . ..... . .  :.:.       
gi|256 GETLLRAVESYLLAHSDAYN     
              150       160     
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (34-74:111-158) 
 
            10        20        30        40           50           
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
         60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVM 
        . ..... . .  :.:.       
gi|154 GETLLRAVESYLLAHSDAYN     
              150       160     
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 48; 20.3% identity (58.2% similar) in 79 aa overlap (2-73:80-157) 
 
                                            10        20        30  
AAD-12                              WLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :. :.    ....  .   
gi|154 GPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIVAA 
      50        60        70        80        90        100         
 
              40              50         60        70        80 
AAD-12 IGGGDIVAISN---VKADGTV---RQHSPAEW-DDMMKVIVGNMAWHADSTYMPVM 
        :::.:: ::.   .:.:  :   ....  :  . ..... . .  :.:        
gi|154 PGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN     
      110       120       130       140       150       160     
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   48 
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Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (34-74:111-158) 
 
            10        20        30        40           50           
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
         60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVM 
        . ..... . .  :.:.       
gi|154 GETLLRAVESYLLAHSDAYN     
              150       160     
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 71.7  bits: 20.2 E():   51 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (44-59:119-135) 
 
            20        30        40         50        60        70   
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .              
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       90       100       110       120       130       140         
 
             80                                                     
AAD-12 DSTYMPVM                                                     
                                                                    
gi|476 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      150       160       170       180       190       200         
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 71.5  bits: 18.8 E():   52 
Smith-Waterman score: 49; 29.3% identity (51.7% similar) in 58 aa overlap (2-59:63-116) 
 
                                            10        20        30  
AAD-12                              WLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|833 HHQTYVNGLNAALEAQKKAAEANDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
             40        50        60        70           80          
 
              40        50        60        70        80            
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM            
        ::: :     .::    :  :  .. :                                 
gi|833 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
       90       100       110       120       130       140         
 
>>gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=Major  (308 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 71.4  bits: 19.4 E():   53 
Smith-Waterman score: 51; 31.5% identity (53.7% similar) in 54 aa overlap (23-72:104-154) 
 
                       10        20        30        40          50 
AAD-12         WLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD--GTVR 
                                     ::  : : ..  .  :: . ..:   : :: 
gi|249 PLPTPLRRTSSRSSRPPSPSPPRASSPTSAAKAPGLIPKLDTAYDVAYKAAEAHPRGQVR 
            80        90       100       110       120       130    
 
                 60        70        80                             
AAD-12 Q--HSPAEWDDMMKVIVGNMAWHADSTYMPVM                             
       .  : : .    ..::.: .  ::                                     
gi|249 RLRHCPHR---SLRVIAGALEVHAVKPATEEVLAAKIPTGELQIVDKIDAAFKIAATAAN 
           140          150       160       170       180       190 
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 71.2  bits: 19.9 E():   54 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (16-36:330-350) 
 
                              10        20        30        40      
AAD-12                WLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|149 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
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          50        60        70        80                          
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM                          
                                                                    
gi|149 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 71.1  bits: 18.8 E():   55 
Smith-Waterman score: 49; 29.3% identity (51.7% similar) in 58 aa overlap (2-59:74-127) 
 
                                            10        20        30  
AAD-12                              WLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|164 HHQTYVNGLNAALEAQKKAAEATDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
            50        60        70        80           90           
 
              40        50        60        70        80            
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM            
        ::: :     .::    :  :  .. :                                 
gi|164 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
     100       110       120       130       140       150          
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 71.0  bits: 19.1 E():   56 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (33-48:198-212) 
 
             10        20        30        40        50        60   
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
             70        80                          
AAD-12 VIVGNMAWHADSTYMPVM                          
                                                   
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
        230       240       250       260          
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 71.0  bits: 19.1 E():   56 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (33-48:198-212) 
 
             10        20        30        40        50        60   
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
             70        80                          
AAD-12 VIVGNMAWHADSTYMPVM                          
                                                   
gi|115 RKDSDKPIKGPITVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
        230       240       250       260          
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 70.8  bits: 19.6 E():   57 
Smith-Waterman score: 52; 26.1% identity (60.9% similar) in 46 aa overlap (1-44:117-160) 
 
                                               10        20         
AAD-12                               WL--QHALLIFPGQHLSNDQQITFAKRFGA 
                                     :.  :. ..:.  :..   .. :.  : .  
gi|113 IYMVTSDQDDDVVNPKEGTLRFGATQDRPLWIIFQRDMIIYLQQEMVVTSDKTIDGRGAK 
         90       100       110       120       130       140       
 
       30        40        50        60        70        80         
AAD-12 IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM         
       .: . ::  ... :::                                             
gi|113 VELVYGG--ITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGDAIHVTGSS 
        150         160       170       180       190       200     
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>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 47; 25.0% identity (58.3% similar) in 48 aa overlap (34-74:110-157) 
 
            10        20        30        40           50           
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|159 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEL 
      80        90       100       110       120       130          
 
         60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVM 
        . ..... . .  :.:.       
gi|159 GETLLRAVESYLLAHSDAYN     
     140       150              
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (34-74:111-158) 
 
            10        20        30        40           50           
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
         60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVM 
        . ..... . .  :.:.       
gi|116 GEALLRAVESYLLAHSDAYN     
              150       160     
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 47; 24.4% identity (63.4% similar) in 41 aa overlap (2-42:80-119) 
 
                                            10        20        30  
AAD-12                              WLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ....  .. :. :. :.    ....  .   
gi|167 GPGTIKNITFAEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLG-DKLEKVSHELKIVAA 
      50        60        70        80        90        100         
 
              40        50        60        70        80    
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM    
        :::.:: ::.                                          
gi|167 PGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      110       120       130       140       150       160 
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (34-74:111-158) 
 
            10        20        30        40           50           
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
         60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVM 
        . ..... . .  :.:.       
gi|132 GEALLRAVESYLLAHSDAYN     
              150       160     
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (34-74:111-158) 
 
            10        20        30        40           50           
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
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gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
         60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVM 
        . ..... . .  :.:.       
gi|116 GEALLRAVESYLLAHSDAYN     
              150       160     
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (34-74:111-158) 
 
            10        20        30        40           50           
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|400 KYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
         60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVM 
        . ..... . .  :.:.       
gi|400 GEALLRAVESYLLAHSDAYN     
              150       160     
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (34-74:111-158) 
 
            10        20        30        40           50           
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDQEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
         60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVM 
        . ..... . .  :.:.       
gi|116 GEALLRAVESYLLAHSDAYN     
              150       160     
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (34-74:111-158) 
 
            10        20        30        40           50           
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
         60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVM 
        . ..... . .  :.:.       
gi|116 GEALLRAVESYLLAHSDAYN     
              150       160     
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (34-74:111-158) 
 
            10        20        30        40           50           
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
         60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVM 
        . ..... . .  :.:.       
gi|132 AEALLRAVESYLLAHSDAYN     
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              150       160     
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (34-74:111-158) 
 
            10        20        30        40           50           
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
         60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVM 
        . ..... . .  :.:.       
gi|132 GEALLRAVESYLLAHSDAYN     
              150       160     
 
>>gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full=Polc  (85 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.9  bits: 17.2 E():   64 
Smith-Waterman score: 43; 36.6% identity (46.3% similar) in 41 aa overlap (24-64:17-54) 
 
               10        20        30        40        50        60 
AAD-12 WLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDM 
                              ::: :    : : : :    .:  :. . .: :   : 
gi|144        MADDHPQDKAERERIFKRFDAN---GDGKISAAELGEALKTLGSITPDEVKHM 
                      10        20           30        40        50 
 
               70        80                
AAD-12 MKVIVGNMAWHADSTYMPVM                
       :  :                                
gi|144 MAEIDTDGDGFISFQEFTDFGRANRGLLKDVAKIF 
               60        70        80      
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 69.8  bits: 19.4 E():   65 
Smith-Waterman score: 51; 21.6% identity (56.9% similar) in 51 aa overlap (22-71:103-153) 
 
                        10        20         30        40        50 
AAD-12          WLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|309 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
               60        70        80                               
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVM                               
       .: :: ::   : .. .. ..                                        
gi|309 DHPPASWDWRKKGVITQVKYQGGCGSGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 69.8  bits: 19.4 E():   65 
Smith-Waterman score: 51; 21.6% identity (56.9% similar) in 51 aa overlap (22-71:103-153) 
 
                        10        20         30        40        50 
AAD-12          WLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|129 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
               60        70        80                               
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVM                               
       .: :: ::   : .. .. ..                                        
gi|129 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 69.8  bits: 19.4 E():   65 
Smith-Waterman score: 51; 21.6% identity (56.9% similar) in 51 aa overlap (22-71:103-153) 
 
                        10        20         30        40        50 
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AAD-12          WLQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|119 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
               60        70        80                               
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVM                               
       .: :: ::   : .. .. ..                                        
gi|119 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 69.7  bits: 18.8 E():   65 
Smith-Waterman score: 54; 21.7% identity (56.7% similar) in 60 aa overlap (17-76:207-260) 
 
                             10        20        30        40       
AAD-12               WLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :.   . . .::. ::   : .. .   .  
gi|168 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWTELKESWGAVWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
         50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
        :..  . .:..:..       .:.::..:     
gi|168 YTTEGGTKSEFEDVIP-----EGWKADTSYSAK  
         240       250            260     
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 69.6  bits: 19.6 E():   66 
Smith-Waterman score: 52; 25.0% identity (65.6% similar) in 32 aa overlap (9-40:117-148) 
 
                                     10        20        30         
AAD-12                       WLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : :.. .....  :  .   ....  :::. 
gi|303 APKLYYVTQGRGILGVLMPGCPETFQSMSQFQGSREQEEERGRFQDQHQKVHHLKKGDII 
         90       100       110       120       130       140       
 
       40        50        60        70        80                   
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM                   
       ::                                                           
gi|303 AIPAGVALWCYNDGDEDLVTVLVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLR 
        150       160       170       180       190       200       
 
>>gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.4  bits: 17.8 E():   68 
Smith-Waterman score: 45; 27.1% identity (52.1% similar) in 48 aa overlap (32-78:15-62) 
 
              10        20        30        40        50        60  
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :. . : . .  ::.:  .:    .    
gi|144                 MSWQAYVDDHLMCEIEGNHLSAAAIIGQDGSVWAQSANFPQFKS 
                               10        20        30        40     
 
               70        80                                         
AAD-12 KVIVGNMA-WHADSTYMPVM                                         
       . :.: :. .:  .:  :                                           
gi|144 EEITGIMSDFHEPGTLAPTGLYIGGTKYMVIQGEPGAVIRGKKGPGGVTVKKTNQALIIG 
           50        60        70        80        90       100     
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.3  bits: 18.0 E():   68 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (33-42:109-118) 
 
             10        20        30        40        50        60   
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
             70        80    
AAD-12 VIVGNMAWHADSTYMPVM    
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gi|534 KAEALFRAVESYLLAHSDAYN 
      140       150          
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (33-42:110-119) 
 
             10        20        30        40        50        60   
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
             70        80    
AAD-12 VIVGNMAWHADSTYMPVM    
                             
gi|534 KAEALFRAVESYLLAHSDAYN 
     140       150       160 
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 46; 32.3% identity (58.1% similar) in 31 aa overlap (43-70:38-65) 
 
             20        30        40        50           60          
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ---HSPAEWDDMMKVIVGNMA 
                                     :.: . .:.    .:  ::.. ::    .: 
gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKV---AQA 
        10        20        30        40        50        60        
 
      70        80                                                  
AAD-12 WHADSTYMPVM                                                  
       :                                                            
gi|148 WAETRTPDCSLIHSDRCGENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQIV 
           70        80        90       100       110       120     
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.2  bits: 17.5 E():   70 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (18-36:35-53) 
 
                            10        20        30        40        
AAD-12              WLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
        50        60        70        80                
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM                
                                                        
gi|191 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.2  bits: 17.5 E():   70 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (18-36:35-53) 
 
                            10        20        30        40        
AAD-12              WLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
        50        60        70        80                
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM                
                                                        
gi|730 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 68.9  bits: 19.9 E():   72 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (16-36:330-350) 
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                              10        20        30        40      
AAD-12                WLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|169 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
          50        60        70        80                          
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM                          
                                                                    
gi|169 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.6  bits: 18.8 E():   75 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (1-32:157-188) 
 
                                             10        20        30 
AAD-12                               WLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
        130       140       150       160       170       180       
 
               40        50        60        70        80           
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM           
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
        190       200       210       220       230       240       
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 68.6  bits: 18.3 E():   75 
Smith-Waterman score: 47; 23.1% identity (51.3% similar) in 39 aa overlap (40-74:147-185) 
 
      10        20        30        40        50            60      
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH----SPAEWDDMMKVIV 
                                     ::.  .::.. .:    .   :    :.   
gi|613 ATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMHVGHYTQIVWAKTKKIGC 
        120       130       140       150       160       170       
 
          70        80                     
AAD-12 GNMAWHADSTYMPVM                     
       : . .. :.                           
gi|613 GRIMFKEDNWNKHYLVCNYGPAGNVLGAQIYEIKK 
        180       190       200       210  
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 68.2  bits: 19.1 E():   79 
Smith-Waterman score: 50; 24.3% identity (56.8% similar) in 37 aa overlap (41-77:262-298) 
 
               20        30        40        50        60        70 
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|169 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
               80                                                   
AAD-12 HADSTYMPVM                                                   
       .: :.::                                                      
gi|169 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|170732|gb|AAA34286.1| gamma-gliadin [Triticum aesti  (323 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.2  bits: 18.8 E():   79 
Smith-Waterman score: 49; 31.2% identity (56.2% similar) in 32 aa overlap (1-32:176-207) 
 
                                             10        20        30 
AAD-12                               WLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. :::   .:. ::. 
gi|170 VLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIR 
         150       160       170       180       190       200      
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               40        50        60        70        80           
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM           
        :                                                           
gi|170 AIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ 
         210       220       230       240       250       260      
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.1  bits: 18.6 E():   80 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (9-19:90-100) 
 
                                     10        20        30         
AAD-12                       WLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
       40        50        60        70        80                   
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM                   
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (32-53:15-36) 
 
              10        20        30        40        50        60  
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|218                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
              70        80                                          
AAD-12 KVIVGNMAWHADSTYMPVM                                          
                                                                    
gi|218 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (32-53:15-36) 
 
              10        20        30        40        50        60  
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|288                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
              70        80                                          
AAD-12 KVIVGNMAWHADSTYMPVM                                          
                                                                    
gi|288 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (32-53:15-36) 
 
              10        20        30        40        50        60  
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|604                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
              70        80                                          
AAD-12 KVIVGNMAWHADSTYMPVM                                          
                                                                    
gi|604 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
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 initn:  44 init1:  44 opt:  44  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (32-53:15-36) 
 
              10        20        30        40        50        60  
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|144                 MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
              70        80                                          
AAD-12 KVIVGNMAWHADSTYMPVM                                          
                                                                    
gi|144 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 68.0  bits: 19.4 E():   81 
Smith-Waterman score: 51; 28.3% identity (56.7% similar) in 60 aa overlap (6-64:186-244) 
 
                                        10        20        30      
AAD-12                          WLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGG 
                                     .... :.: :: .. : : : .   .   . 
gi|215 KKRPIVYECAEISWKVMNNGDVFILLVPNFVFVWTGKH-SNRMERTTAIRVANDLKSELN 
         160       170       180       190        200       210     
 
          40         50        60        70        80               
AAD-12 DIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM               
        .   : .  ::  :.: : ::.: . :..                               
gi|215 RFKLSSVILEDGKEVEQTSGAEYDAFNKALSLDKKDIDLKQMPKGYDYAASDKSFESHER 
          220       230       240       250       260       270     
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 45; 33.3% identity (57.8% similar) in 45 aa overlap (27-64:52-96) 
 
                   10        20        30        40                 
AAD-12     WLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK--ADGT-----V 
                                     :.:..:. :.  . : ::   ::.     : 
gi|602 AFVLDADNLIPKIAPQAVKSTEILEGDGGVGTIKKINFGEGSTYSYVKHKIDGVDKDNFV 
              30        40        50        60        70        80  
 
      50        60        70        80                              
AAD-12 RQHSPAEWDDMMKVIVGNMAWHADSTYMPVM                              
        :.:  : : . ..:                                              
gi|602 YQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISHYHTKGDVEIKEEHVKAGKEKAS 
              90       100       110       120       130       140  
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 45; 24.4% identity (61.0% similar) in 41 aa overlap (2-42:79-118) 
 
                                            10        20        30  
AAD-12                              WLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :. :.    ....  .   
gi|402 GPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIVAA 
       50        60        70        80        90        100        
 
              40        50        60        70        80    
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM    
        :::.:: ::.                                          
gi|402 PGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       110       120       130       140       150          
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 45; 24.4% identity (61.0% similar) in 41 aa overlap (2-42:80-119) 
 
                                            10        20        30  
AAD-12                              WLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :. :.    ....  .   
gi|167 GPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIVAA 
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      50        60        70        80        90        100         
 
              40        50        60        70        80    
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM    
        :::.:: ::.                                          
gi|167 PGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      110       120       130       140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 45; 24.4% identity (61.0% similar) in 41 aa overlap (2-42:80-119) 
 
                                            10        20        30  
AAD-12                              WLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :. :.    ....  .   
gi|730 GPGTIKKITFSEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLG-DKLEKVSHELKIVAA 
      50        60        70        80        90        100         
 
              40        50        60        70        80    
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM    
        :::.:: ::.                                          
gi|730 PGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      110       120       130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 45; 24.4% identity (61.0% similar) in 41 aa overlap (2-42:80-119) 
 
                                            10        20        30  
AAD-12                              WLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :. :.    ....  .   
gi|167 GPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIVAA 
      50        60        70        80        90        100         
 
              40        50        60        70        80    
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM    
        :::.:: ::.                                          
gi|167 PGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
      110       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 45; 24.4% identity (61.0% similar) in 41 aa overlap (2-42:80-119) 
 
                                            10        20        30  
AAD-12                              WLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :. :.    ....  .   
gi|154 GPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIVAA 
      50        60        70        80        90        100         
 
              40        50        60        70        80    
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM    
        :::.:: ::.                                          
gi|154 PGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      110       120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 45; 24.4% identity (61.0% similar) in 41 aa overlap (2-42:80-119) 
 
                                            10        20        30  
AAD-12                              WLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :. :.    ....  .   
gi|730 GPGTIKNITFAEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIVAA 
      50        60        70        80        90        100         
 
              40        50        60        70        80    
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM    
        :::.:: ::.                                          
gi|730 PGGGSIVKISSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
      110       120       130       140       150       160 
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>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 45; 25.0% identity (56.2% similar) in 48 aa overlap (34-74:111-158) 
 
            10        20        30        40           50           
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|132 KYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEM 
               90       100       110       120       130       140 
 
         60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVM 
        . .....   .  :.:.       
gi|132 GETLLRAVERYLLAHSDAYN     
              150       160     
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 45; 22.0% identity (63.4% similar) in 41 aa overlap (2-42:80-119) 
 
                                            10        20        30  
AAD-12                              WLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :... .   ....  .   
gi|154 GPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLE-KVSHELKIVAA 
      50        60        70        80        90        100         
 
              40        50        60        70        80    
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM    
        :::.:: ::.                                          
gi|154 PGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
      110       120       130       140       150       160 
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 67.7  bits: 18.6 E():   84 
Smith-Waterman score: 48; 23.2% identity (51.8% similar) in 56 aa overlap (1-56:150-202) 
 
                                             10        20        30 
AAD-12                               WLQHALLIFPGQHLSNDQQITFAKRFGAIE 
                                     : : .  ..  :  .. .::   .:. ::. 
gi|219 VLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSCHVMQQQCCQQLSQIPEQSRYDAIR 
     120       130       140       150       160       170          
 
               40        50        60        70        80           
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM           
        :       : . . .:  .:..: .                                   
gi|219 AI---TYSIILQEQQQGQSQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQ 
     180          190       200       210       220       230       
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.6  bits: 15.1 E():   85 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (70-76:19-25) 
 
      40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     :..:..:     
gi|320             YTTEGGTKAEAEDVIPEGWKVDTSYE    
                           10        20          
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.5  bits: 17.5 E():   86 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (32-54:15-37) 
 
              10        20        30        40        50        60  
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : : .... . .  ::.:  .::        
gi|100                 MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKP 
                               10        20        30        40     
 
              70        80                                          
AAD-12 KVIVGNMAWHADSTYMPVM                                          
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gi|100 EENAGIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILG 
           50        60        70        80        90       100     
 
>>gi|62240392|gb|AAX77384.1| 11S globulin precursor [Sin  (523 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 67.3  bits: 19.4 E():   88 
Smith-Waterman score: 51; 30.0% identity (63.3% similar) in 30 aa overlap (11-39:173-202) 
 
                                   10         20        30          
AAD-12                     WLQHALLIFPGQHLSNDQ-QITFAKRFGAIERIGGGDIVA 
                                     ::. ...: :  :   .  .:..  ::..: 
gi|622 QQGQQGQQGQQQGQQGQQGQQGQQGQQGQQGQQGQQQQGQQGFRDMYQKVEHVRHGDVIA 
            150       160       170       180       190       200   
 
      40        50        60        70        80                    
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM                    
                                                                    
gi|622 NTPGSAHWIYNTGDKPLVIISLLDIANYQNQLDRNPRVFRLAGNNPQGGFGGPQQQQPQQ 
            210       220       230       240       250       260   
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.1  bits: 17.0 E():   90 
Smith-Waterman score: 42; 37.5% identity (62.5% similar) in 24 aa overlap (18-41:79-100) 
 
                            10        20        30        40        
AAD-12              WLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .  :       
gi|897 QQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQL--AAQLPAMCRLEGGDALLASQ      
       50        60        70        80          90       100       
 
        50        60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 67.1  bits: 18.6 E():   90 
Smith-Waterman score: 48; 25.7% identity (60.0% similar) in 35 aa overlap (29-59:81-115) 
 
                 10        20        30            40        50     
AAD-12   WLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV----AISNVKADGTVRQHSP 
                                     :  .: :...     :. .:  :.:..  : 
gi|324 NFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFP 
               60        70        80        90       100       110 
 
           60        70        80                                   
AAD-12 AEWDDMMKVIVGNMAWHADSTYMPVM                                   
       .:. .                                                        
gi|324 SEFGNDVDRSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASS 
              120       130       140       150       160       170 
 
>>gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin precurs  (148 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.1  bits: 17.5 E():   91 
Smith-Waterman score: 44; 21.2% identity (54.5% similar) in 33 aa overlap (38-70:25-57) 
 
        10        20        30        40        50        60        
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     :. ..:  .:  ...   ::.. .  .    
gi|538       MARFTIVLAVLFAAALVSASAHKTVVTTSVAEEGEEENQRGCEWESRQCQMRHC 
                     10        20        30        40        50     
 
        70        80                                                
AAD-12 MAWHADSTYMPVM                                                
       : :                                                          
gi|538 MQWMRSMRGQYEESFLRSAEANQGQFEHFRECCNELRDVKSHCRCEALRCMMRQMQQEYG 
           60        70        80        90       100       110     
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 66.8  bits: 18.9 E():   94 
Smith-Waterman score: 49; 24.3% identity (56.8% similar) in 37 aa overlap (41-77:262-298) 
 
               20        30        40        50        60        70 
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
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                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
               80                                                   
AAD-12 HADSTYMPVM                                                   
       .: :.::                                                      
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 66.8  bits: 18.9 E():   94 
Smith-Waterman score: 50; 26.8% identity (51.2% similar) in 41 aa overlap (5-41:190-230) 
 
                                         10            20        30 
AAD-12                           WLQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::  .  :    ::.  
gi|215 NKPVIFTKSNLAKSPELDAKMYDICYSTAAAPIYFPPHHFVTHTSNGARYEFNLVDGAVA 
     160       170       180       190       200       210          
 
               40        50        60        70        80           
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM           
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 [Ch  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.6  bits: 17.3 E():   97 
Smith-Waterman score: 43; 33.3% identity (62.5% similar) in 24 aa overlap (32-55:15-38) 
 
              10        20        30        40        50        60  
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :. . . . .  ::::  .::.       
gi|294                 MSWQTYVDDHLMCDIEGNHLSSAAILGHDGTVWAQSPSFPQLKP 
                               10        20        30        40     
 
              70        80                                          
AAD-12 KVIVGNMAWHADSTYMPVM                                          
                                                                    
gi|294 EEVSAIMKDFNEPGSLAPTGLHLGGTKYMVIQGEPGDVIRGKKGPGGVTIKKTNQALIIG 
           50        60        70        80        90       100     
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 66.5  bits: 18.6 E():   98 
Smith-Waterman score: 48; 30.4% identity (60.7% similar) in 56 aa overlap (29-78:196-248) 
 
                 10        20        30        40           50      
AAD-12   WLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT---VRQHSPA 
                                     : ::.: : :.  :.  :::   : :.. : 
gi|237 AVPQKNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGY-NI--DGTALPVLQNGDA 
         170       180       190       200          210       220   
 
          60           70        80                                 
AAD-12 EWDDMMKVIV---GNMAWHADSTYMPVM                                 
       .. :.. . .   :..   .: ...:                                   
gi|237 DFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITS 
            230       240       250       260       270       280   
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 44; 22.0% identity (61.0% similar) in 41 aa overlap (2-42:80-119) 
 
                                            10        20        30  
AAD-12                              WLQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :. :.    ....  .   
gi|167 GPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIVAA 
      50        60        70        80        90        100         
 
              40        50        60        70        80    
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM    
        :::..: ::.                                          
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gi|167 PGGGSVVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      110       120       130       140       150       160 
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  49 init1:  49 opt:  51  Z-score: 66.4  bits: 19.4 E():   98 
Smith-Waterman score: 51; 29.4% identity (82.4% similar) in 17 aa overlap (51-67:535-551) 
 
               30        40        50        60        70        80 
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:.              
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
gi|331 KEGCFSEEGPKLVAAAQAALV 
          570       580      
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 66.4  bits: 19.7 E():   98 
Smith-Waterman score: 52; 20.3% identity (59.4% similar) in 69 aa overlap (11-78:242-305) 
 
                                   10        20        30           
AAD-12                     WLQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDI-VA 
                                     ::.... ::.  ....:  .. : :.     
gi|220 PGQGQQIGQGQQGYYPTSPQHPGQRQQPGQGQQIGQGQQLGQGRQIGQGQQSGQGQQGYY 
             220       230       240       250       260       270  
 
      40        50        60        70        80                    
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM                    
        .. .  :  .:  :..:..  .   :.....  :  .:                      
gi|220 PTSPQQLGQGQQ--PGQWQQSGQ---GQQGYYPTSQQQPGQGQQGQYPASQQQPGQGQQG 
             280         290          300       310       320       
 
gi|220 QYPASQQQPGQGQQGQYPASQQQPGQGQQGHYLASQQQPGQGQQRHYPASLQQPGQGQQG 
        330       340       350       360       370       380       
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 66.3  bits: 19.1 E(): 1e 
Smith-Waterman score: 50; 23.3% identity (55.8% similar) in 43 aa overlap (34-73:438-480) 
 
            10        20        30        40        50         60   
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP-AEWDDMMK 
                                     ::  .  ... :::  . :.  .  .: .  
gi|796 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHNAETTVEDRIG 
       410       420       430       440       450       460        
 
               70        80        
AAD-12 VIVGNM--AWHADSTYMPVM        
       .:. .   :.: .               
gi|796 IIIDSAEKAFHKELGAIYSEIKDAVSV 
       470       480       490     
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:35 2011 done: Fri Jan 21 00:02:36 2011 
 Total Scan time:  0.080 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 40  - 119 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
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       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     3     2:* 
  32     2     8:=* 
  34    18    22:=====* 
  36    66    44:==========*====== 
  38    69    73:==================* 
  40    89   102:=======================  * 
  42   117   125:============================== * 
  44   182   138:==================================*=========== 
  46   123   140:===============================   * 
  48   146   134:=================================*=== 
  50   123   122:==============================* 
  52    97   108:========================= * 
  54    98    92:======================*== 
  56    66    77:=================  * 
  58    44    63:===========    * 
  60    42    51:=========== * 
  62    38    41:==========* 
  64    22    33:======  * 
  66    27    26:======* 
  68    20    20:====* 
  70    23    16:===*== 
  72    25    12:==*==== 
  74    18    10:==*== 
  76     3     8:=* 
  78     5     6:=* 
  80     7     5:=* 
  82     2     3:* 
  84     3     3:* 
  86     6     2:*= 
  88     2     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.39090.0035; mu= 5.0873 0.180 
 mean_var=49.720314.052, 0's: 2 Z-trim: 2  B-trim: 11 in 1/43 
 Lambda= 0.181889 
 Kolmogorov-Smirnov  statistic: 0.0219 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   67 23.5    0.96 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   65 23.0     1.4 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   63 22.5     5.3 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   62 22.2     5.8 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   62 22.2     6.3 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   57 20.9     7.4 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   57 20.9     7.4 
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gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   57 20.9     7.4 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   57 20.9     7.4 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   60 21.7     7.6 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   62 22.3     7.8 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   60 21.7     9.1 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   57 20.9     9.5 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   56 20.7     9.7 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   56 20.7      12 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   61 22.0      13 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   57 20.9      14 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   57 20.9      16 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   56 20.7      17 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   56 20.7      18 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   60 21.7      18 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   56 20.7      19 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   56 20.7      19 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   56 20.7      19 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   45 17.7      21 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   50 19.1      21 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   55 20.4      23 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   49 18.8      24 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   51 19.3      28 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   50 19.1      29 
gi|14423757|sp|O04701.1|MPAC1_CYNDA RecName: Full= ( 246)   53 19.9      30 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   54 20.2      32 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   54 20.2      33 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 16.4      35 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 16.4      35 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   52 19.6      36 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   56 20.7      37 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   54 20.2      38 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   54 20.2      38 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   54 20.2      38 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   54 20.2      38 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   54 20.2      38 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   54 20.2      38 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   54 20.2      38 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   54 20.2      38 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   54 20.2      38 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   52 19.6      38 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   52 19.6      39 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   52 19.6      39 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   52 19.6      39 
gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pach ( 199)   50 19.1      42 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   54 20.2      42 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 19.4      44 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 18.6      45 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 19.1      45 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   51 19.4      46 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 19.4      47 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   47 18.3      48 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   48 18.6      48 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   48 18.6      48 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   48 18.6      48 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   48 18.6      48 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   48 18.6      49 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   48 18.6      49 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   48 18.6      49 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   48 18.6      49 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   48 18.6      49 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   48 18.6      49 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   48 18.6      49 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   48 18.6      49 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   48 18.6      49 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   48 18.6      49 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   48 18.6      49 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   48 18.6      49 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   54 20.2      51 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   49 18.8      53 
gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=M ( 308)   51 19.4      53 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   53 19.9      54 
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gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   49 18.8      56 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 19.1      56 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 19.1      56 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   47 18.3      58 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   47 18.3      58 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   47 18.3      58 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   47 18.3      58 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   47 18.3      58 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   47 18.3      58 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   47 18.3      58 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   47 18.3      58 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   47 18.3      58 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   47 18.3      58 
gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full= (  85)   43 17.2      65 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   51 19.4      65 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   51 19.4      65 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   51 19.4      65 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 18.8      66 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   52 19.6      66 
gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full= ( 131)   45 17.8      69 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 18.0      69 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 18.0      69 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   46 18.0      70 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   44 17.5      70 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   44 17.5      70 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   53 19.9      72 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   47 18.3      76 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   50 19.1      79 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   48 18.6      81 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   50 19.1      81 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   44 17.5      82 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   44 17.5      82 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   44 17.5      82 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   44 17.5      82 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   51 19.4      82 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   45 17.8      82 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   45 17.8      82 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   45 17.8      83 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   45 17.8      83 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   45 17.8      83 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   45 17.8      83 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   45 17.8      83 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   45 17.8      83 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   45 17.8      83 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 15.1      86 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   44 17.5      87 
gi|62240392|gb|AAX77384.1| 11S globulin precursor  ( 523)   51 19.4      89 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   42 17.0      91 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   48 18.6      91 
gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin pre ( 148)   44 17.5      92 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   49 18.8      95 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   49 18.8      95 
gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 ( 131)   43 17.2      98 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   48 18.6      99 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   51 19.4      99 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   52 19.6      99 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   44 17.5      99 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  67  Z-score: 102.8  bits: 23.5 E(): 0.96 
Smith-Waterman score: 67; 40.0% identity (63.3% similar) in 30 aa overlap (44-73:30-56) 
 
            20        30        40        50        60        70    
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:::.  ::. : :   ::. :.. : 
gi|126  TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTK--KGNL-WEVKS 
                10        20        30        40          50        
 
            80                                   
AAD-12 TYMPVMA                                   
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gi|126 AKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
         60        70        80        90        
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  65  Z-score: 100.1  bits: 23.0 E():  1.4 
Smith-Waterman score: 65; 35.5% identity (64.5% similar) in 31 aa overlap (44-74:30-57) 
 
            20        30        40        50        60        70    
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:::.  ::. . :   ::. :.. : 
gi|144  VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKS 
                10        20        30        40          50        
 
            80                                  
AAD-12 TYMPVMA                                  
       .                                        
gi|144 SKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
         60        70        80        90       
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  44 init1:  44 opt:  63  Z-score: 89.5  bits: 22.5 E():  5.3 
Smith-Waterman score: 63; 26.7% identity (56.7% similar) in 60 aa overlap (16-75:207-260) 
 
                              10        20        30        40      
AAD-12                LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|390 GSNPNYLALLVKFVAGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
        180       190       200       210       220            230  
 
          50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 
        :::  . .      : .. . .:.::..:      
gi|390 FTVRYTTEGGTKGEAKDVIPE-GWKADTAYESK   
             240       250        260      
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  44 init1:  44 opt:  62  Z-score: 88.8  bits: 22.2 E():  5.8 
Smith-Waterman score: 62; 26.7% identity (55.0% similar) in 60 aa overlap (16-75:184-237) 
 
                              10        20        30        40      
AAD-12                LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|458 GSNPNYLALLVKFVAGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
           160       170       180       190       200              
 
          50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 
        :::  . .      : .. . .:.::. :      
gi|458 FTVRYTTEGGTKGEAKDVIPE-GWKADTCYESK   
      210       220        230       240   
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  44 init1:  44 opt:  62  Z-score: 88.1  bits: 22.2 E():  6.3 
Smith-Waterman score: 62; 26.7% identity (56.7% similar) in 60 aa overlap (16-75:206-259) 
 
                              10        20        30        40      
AAD-12                LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|158 KGSNPNYLALLVKFSGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
         180       190       200       210       220            230 
 
          50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 
        :::  . .      : .. . .:.::..:      
gi|158 FTVRYTTEGGTKARAKDVIPE-GWKADTAYESK   
              240       250        260     
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 86.9  bits: 20.9 E():  7.4 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (18-73:29-82) 
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                          10        20        30        40          
AAD-12            LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMA                              
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 86.9  bits: 20.9 E():  7.4 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (18-73:29-82) 
 
                          10        20        30        40          
AAD-12            LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSGLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMA                              
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 86.9  bits: 20.9 E():  7.4 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (18-73:29-82) 
 
                          10        20        30        40          
AAD-12            LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMA                              
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 86.9  bits: 20.9 E():  7.4 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (18-73:29-82) 
 
                          10        20        30        40          
AAD-12            LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|117 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMA                              
       .:.  ::  : :   :  .:  ::                                     
gi|117 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 86.7  bits: 21.7 E():  7.6 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (8-39:133-160) 
 
                                      10        20        30        
AAD-12                        LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|221 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
            110       120       130       140           150         
 
        40        50        60        70        80                  
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AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA                  
       :.                                                           
gi|221 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
      160       170       180       190       200       210         
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  44 init1:  44 opt:  62  Z-score: 86.4  bits: 22.3 E():  7.8 
Smith-Waterman score: 62; 17.3% identity (62.7% similar) in 75 aa overlap (3-77:239-307) 
 
                                           10        20        30   
AAD-12                             LQHALLIFPGQHLSNDQQITFAKRFGAIERIG 
                                     :....   :. ...: : .   ..  :..: 
gi|170 SDCQVMRQQCCQQLAQIPQQLQCAAIHSVVHSIIMQQQQQQQQQQGIDIFLPLSQHEQVG 
      210       220       230       240       250       260         
 
             40        50        60        70        80             
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA             
        :..:     ...: .. ..::. . . .... ..    . .:.:                
gi|170 QGSLV-----QGQGIIQPQQPAQLEAIRSLVLQTLPSMCN-VYVPPECSIMRAPFASIVA 
      270            280       290       300        310       320   
 
gi|170 GIGGQ 
             
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 85.3  bits: 21.7 E():  9.1 
Smith-Waterman score: 60; 23.3% identity (58.3% similar) in 60 aa overlap (16-75:207-260) 
 
                              10        20        30        40      
AAD-12                LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   : .. .   .  
gi|126 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
          50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 
        :..  . .:..:..       .:.::..:      
gi|126 YTTEGGTKSEFEDVIP-----EGWKADTSYSAK   
         240       250            260      
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  57  Z-score: 84.9  bits: 20.9 E():  9.5 
Smith-Waterman score: 57; 24.5% identity (51.0% similar) in 98 aa overlap (1-79:50-147) 
 
                                             10        20           
AAD-12                               LQHALLIFPGQHLSNDQQIT-FAKR----- 
                                     .: :.  : :. :.. .    :.:.      
gi|250 DQIAAAKASWNTVKNNQVDILYAVFKANPDIQTAFSQFAGKDLDSIKGTPDFSKHAGRVV 
      20        30        40        50        60        70          
 
             30        40         50            60            70    
AAD-12 --FGAIERIGGGDIVAISNV-KADGTVRQH----SPAEWDDMMKVIV----GNMAWHA-- 
         :. .  . :.:  . . . ::    ..:    :::. :.. : .:    :   : .   
gi|250 GLFSEVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAV 
      80        90       100       110       120       130          
 
              80           
AAD-12 DSTYMPVMA           
       .:.. ::.            
gi|250 ESSWAPVLDFVFSTLKNEL 
     140       150         
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  39 init1:  39 opt:  56  Z-score: 84.8  bits: 20.7 E():  9.7 
Smith-Waterman score: 56; 23.2% identity (47.6% similar) in 82 aa overlap (1-77:35-116) 
 
                                             10         20          
AAD-12                               LQHALLIFPGQ-HLSNDQQITFAKRFGAIE 
                                     .:: .. :  : :  . :: :   . :    
gi|273 HYLKTYLSWLTEEQKEKLKEMKEAGKTKAEIQHEVMHFYDQLHGEEKQQATEKLKVGCKM 
           10        20        30        40        50        60     
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      30            40        50        60        70        80      
AAD-12 RIGG--GD--IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA      
        . :  :.  .: . :.:  :.  :.   . . :.. .. .   .    : :         
gi|273 LLKGVIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGA 
           70        80        90       100       110       120     
 
gi|273 TTLQHHRRRR 
          130     
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 83.4  bits: 20.7 E():   12 
Smith-Waterman score: 56; 27.1% identity (58.3% similar) in 48 aa overlap (33-73:111-158) 
 
             10        20        30        40               50      
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|400 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
          60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMA 
        . ..... : .  :.:.        
gi|400 GETLLRAVEGYLLAHSDAYN      
              150       160      
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 82.5  bits: 22.0 E():   13 
Smith-Waterman score: 61; 38.7% identity (58.1% similar) in 31 aa overlap (9-39:108-138) 
 
                                     10        20        30         
AAD-12                       LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA 
                                     : :  .. :.  :  :   :.:.  :::.: 
gi|259 YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIA 
        80        90       100       110       120       130        
 
       40        50        60        70        80                   
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA                   
       :                                                            
gi|259 IPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGR 
       140       150       160       170       180       190        
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  44 init1:  44 opt:  57  Z-score: 81.7  bits: 20.9 E():   14 
Smith-Waterman score: 57; 23.3% identity (58.3% similar) in 60 aa overlap (16-75:184-237) 
 
                              10        20        30        40      
AAD-12                LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: :.   :     .. .  
gi|331 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIALKESWGAIWRVDTPD-----KLTGP 
           160       170       180       190       200              
 
          50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 
        :::  . .   . .. .. . .:.::..:      
gi|331 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYEAK   
      210       220        230       240   
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  44 init1:  44 opt:  57  Z-score: 81.0  bits: 20.9 E():   16 
Smith-Waterman score: 57; 23.3% identity (58.3% similar) in 60 aa overlap (16-75:208-261) 
 
                              10        20        30        40      
AAD-12                LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: :.   :     .. .  
gi|180 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIALKESWGAIWRVDTPD-----KLTGP 
       180       190       200       210       220            230   
 
          50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 
        :::  . .   . .. .. . .:.::..:      
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gi|180 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYEAK   
            240       250        260       
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 80.3  bits: 20.7 E():   17 
Smith-Waterman score: 56; 25.0% identity (56.7% similar) in 60 aa overlap (16-75:185-238) 
 
                              10        20        30        40      
AAD-12                LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|283 GSNPNYLALLVKYVNGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
          160       170       180       190       200        210    
 
          50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 
        :..  . .: .:..       .:.::..:      
gi|283 YTTEGGTKTEAEDVIP-----EGWKADTSYESK   
           220            230       240    
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 79.9  bits: 20.7 E():   18 
Smith-Waterman score: 56; 23.3% identity (56.7% similar) in 60 aa overlap (16-75:196-249) 
 
                              10        20        30        40      
AAD-12                LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   :     .. .  
gi|168 GSNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPD-----KLTGP 
         170       180       190       200       210            220 
 
          50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 
        :::  . .   . .. .. . .:.::..:      
gi|168 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYSAK   
              230       240        250     
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 79.8  bits: 21.7 E():   18 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (8-39:131-158) 
 
                                      10        20        30        
AAD-12                        LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|213 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
              110       120       130       140           150       
 
        40        50        60        70        80                  
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA                  
       :.                                                           
gi|213 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
        160       170       180       190       200       210       
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 79.6  bits: 20.7 E():   19 
Smith-Waterman score: 56; 23.3% identity (56.7% similar) in 60 aa overlap (16-75:207-260) 
 
                              10        20        30        40      
AAD-12                LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   :     .. .  
gi|752 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPD-----KLTGP 
        180       190       200       210       220            230  
 
          50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 
        :::  . .   . .. .. . .:.::..:      
gi|752 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYSAK   
             240       250        260      
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 79.6  bits: 20.7 E():   19 
Smith-Waterman score: 56; 25.0% identity (56.7% similar) in 60 aa overlap (16-75:207-260) 
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                              10        20        30        40      
AAD-12                LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|117 GSNPNYLALLVKYVNGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
          50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 
        :..  . .: .:..       .:.::..:      
gi|117 YTTEGGTKTEAEDVIP-----EGWKADTSYESK   
         240       250            260      
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 79.5  bits: 20.7 E():   19 
Smith-Waterman score: 56; 23.2% identity (47.6% similar) in 82 aa overlap (1-77:35-116) 
 
                                             10         20          
AAD-12                               LQHALLIFPGQ-HLSNDQQITFAKRFGAIE 
                                     .:: .. .  : :  . :: :   . :    
gi|273 HYLKTYLSWLTEEQKEKLKEMKEAGQTKAEIQHEVMHYYDQLHGEEKQQATEKLKVGCKM 
           10        20        30        40        50        60     
 
      30            40        50        60        70        80      
AAD-12 RIGG--GD--IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA      
        . :  :.  .: . :::  :.  :.   . . :.. .. .   .    : :         
gi|273 LLKGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGA 
           70        80        90       100       110       120     
 
gi|273 TTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKELEAKILHYYDELEG 
          130       140       150       160       170       180     
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 78.6  bits: 17.7 E():   21 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (17-40:17-38) 
 
               10        20        30        40        50        60 
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                       ::.  : .. :. :. ::: .. :                     
gi|217 LVSVEHQAARLKVAKAQQL--AAQLPAMCRLEGGDALSASQ                    
               10          20        30                             
 
               70        80 
AAD-12 KVIVGNMAWHADSTYMPVMA 
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 78.6  bits: 19.1 E():   21 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (32-47:29-43) 
 
              10        20        30        40        50        60  
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105   CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
                 10        20        30         40        50        
 
              70        80                        
AAD-12 VIVGNMAWHADSTYMPVMA                        
                                                  
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
        60        70        80        90          
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  44 init1:  44 opt:  55  Z-score: 78.0  bits: 20.4 E():   23 
Smith-Waterman score: 55; 25.9% identity (56.9% similar) in 58 aa overlap (16-73:213-264) 
 
                              10        20        30        40      
AAD-12                LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|249 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
            190       200       210       220       230        240  
 
          50        60        70        80 
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AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 
        :..  . ::..:..       .:.::.        
gi|249 YTTEGGTKAEFEDVIP-----EGWKADTHDASK   
             250            260            
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 77.8  bits: 18.8 E():   24 
Smith-Waterman score: 49; 32.3% identity (58.1% similar) in 31 aa overlap (47-75:35-64) 
 
         20        30        40        50          60        70     
AAD-12 QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE--WDDMMKVIVGNMAWHADST 
                                     : . ..::.  :: .  : .   .: ::.  
gi|323 QTCAGNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKP 
           10        20        30        40         50        60    
 
           80                       
AAD-12 YMPVMA                       
       :                            
gi|323 YSWRYGWTAFCGPAGPRCLRTNAAVTVR 
            70        80        90  
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 76.4  bits: 19.3 E():   28 
Smith-Waterman score: 51; 27.1% identity (62.5% similar) in 48 aa overlap (33-73:110-157) 
 
             10        20        30        40            50         
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|437 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
      80        90       100       110       120       130          
 
          60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMA 
        . ..:.. . .  :.:.        
gi|437 GETLLKAVESYLLAHSDAYN      
     140       150               
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 76.2  bits: 19.1 E():   29 
Smith-Waterman score: 50; 22.0% identity (47.6% similar) in 82 aa overlap (1-77:35-116) 
 
                                             10         20          
AAD-12                               LQHALLIFPGQ-HLSNDQQITFAKRFGAIE 
                                     .:: .. .  : :  . :: :   . :    
gi|273 HYLKTYLSWLTEEQKEKLKEMKEAGKTKAEIQHEVMRYYDQLHGEEKQQATEKLKVGCKM 
           10        20        30        40        50        60     
 
      30            40        50        60        70        80      
AAD-12 RIGG--GD--IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA      
        . :  :.  .: . :.:  :.  :.   . . :.. .. .   .    : :         
gi|273 LLKGIIGEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGA 
           70        80        90       100       110       120     
 
gi|273 TTLQHHRRRR 
          130     
 
>>gi|14423757|sp|O04701.1|MPAC1_CYNDA RecName: Full=Majo  (246 aa) 
 initn:  40 init1:  40 opt:  53  Z-score: 75.9  bits: 19.9 E():   30 
Smith-Waterman score: 53; 21.1% identity (52.6% similar) in 57 aa overlap (6-62:148-200) 
 
                                        10        20        30      
AAD-12                          LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGD 
                                     . :  .. :::. ...  ...:    : :. 
gi|144 KKGQEDKLRKAGELTLQFRRVKCKYPSGTKITFHIEKGSNDHYLALLVKYAA----GDGN 
       120       130       140       150       160           170    
 
          40        50        60        70        80                
AAD-12 IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA                
       :::..    :.       . :  . ..                                  
gi|144 IVAVDIKPRDSDEFIPMKSSWGAIWRIDPKKPLKGPFSIRLTSEGGAHLVQDDVIPANWK 
           180       190       200       210       220       230    
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>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 75.4  bits: 20.2 E():   32 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (4-70:201-266) 
 
                                          10         20        30   
AAD-12                            LQHALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|261 SPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
              180       190       200       210       220       230 
 
             40        50        60        70        80             
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA             
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|261 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYLFAMFD 
                240       250       260       270       280         
 
gi|261 ENKKQPEVEKHFGLFFPNKWQKYNLNFS 
      290       300       310       
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 75.1  bits: 20.2 E():   33 
Smith-Waterman score: 54; 25.6% identity (48.7% similar) in 39 aa overlap (18-56:191-229) 
 
                            10        20        30        40        
AAD-12              LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ::..   .:   :  : :..   .. :    
gi|320 KEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDP 
              170       180       190       200       210       220 
 
        50        60        70        80                            
AAD-12 VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA                            
       : . . : :                                                    
gi|320 VISFKTALWFWMTPQSPKPSCHNVITGRWTPSAADRAAGRLPGYGVITNIINGGIECGKG 
              230       240       250       260       270       280 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 74.6  bits: 16.4 E():   35 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (69-75:19-25) 
 
       40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 
                                     :.::..:      
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE     
                           10        20           
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 74.6  bits: 16.4 E():   35 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (69-75:19-25) 
 
       40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 
                                     :.::..:      
gi|320             YTTEGGTKAEAEDVIPEGWKADTSYE     
                           10        20           
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.4  bits: 19.6 E():   36 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (16-75:192-245) 
 
                              10        20        30        40      
AAD-12                LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|116 GSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
             170       180       190       200       210        220 
 
          50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 
        :..  . .: .:..       .:.::..:      
gi|116 YTTEGGTKGEAEDVIP-----EGWKADTAYEAK   
              230            240           
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>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 74.2  bits: 20.7 E():   37 
Smith-Waterman score: 56; 40.6% identity (56.2% similar) in 32 aa overlap (10-39:153-184) 
 
                                    10        20          30        
AAD-12                      LQHALLIFPGQHLSNDQQITFAK--RFGAIERIGGGDIV 
                                     ::.   .::  : .  :    .::  ::.: 
gi|258 QGQQEQQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVV 
            130       140       150       160       170       180   
 
        40        50        60        70        80                  
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA                  
       ::                                                           
gi|258 AIPAGVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQ 
            190       200       210       220       230       240   
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 74.1  bits: 20.2 E():   38 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (4-70:237-302) 
 
                                          10         20        30   
AAD-12                            LQHALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|268 SPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
        210       220       230       240       250       260       
 
             40        50        60        70        80             
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA             
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|268 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYLFAMFD 
        270         280       290       300       310       320     
 
gi|268 ENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
          330       340       350       360       370     
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 74.1  bits: 20.2 E():   38 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (4-70:237-302) 
 
                                          10         20        30   
AAD-12                            LQHALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|124 SPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
        210       220       230       240       250       260       
 
             40        50        60        70        80             
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA             
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|124 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYLFAMFD 
        270         280       290       300       310       320     
 
gi|124 ENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
          330       340       350       360       370     
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 74.1  bits: 20.2 E():   38 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (4-70:237-302) 
 
                                          10         20        30   
AAD-12                            LQHALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|270 SPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
        210       220       230       240       250       260       
 
             40        50        60        70        80             
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA             
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|270 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPDRAIETYLFAMFD 
        270         280       290       300       310       320     
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gi|270 ENQKQPEVEKHFGLFFPDKRPKYNLNFSAKKNWDISTEHNATVLFLKSDM 
          330       340       350       360       370     
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 74.1  bits: 20.2 E():   38 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (4-70:237-302) 
 
                                          10         20        30   
AAD-12                            LQHALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|124 SPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
        210       220       230       240       250       260       
 
             40        50        60        70        80             
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA             
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|124 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYLFAMFD 
        270         280       290       300       310       320     
 
gi|124 ENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
          330       340       350       360       370     
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 74.1  bits: 20.2 E():   38 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (4-70:237-302) 
 
                                          10         20        30   
AAD-12                            LQHALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|118 SPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
        210       220       230       240       250       260       
 
             40        50        60        70        80             
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA             
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|118 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYLFAMFD 
        270         280       290       300       310       320     
 
gi|118 ENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
          330       340       350       360       370     
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 74.1  bits: 20.2 E():   38 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (4-70:237-302) 
 
                                          10         20        30   
AAD-12                            LQHALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|124 SPLLANIYPYFTYADNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
        210       220       230       240       250       260       
 
             40        50        60        70        80             
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA             
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|124 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYLFAMFD 
        270         280       290       300       310       320     
 
gi|124 ENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHDATILFLKSDM 
          330       340       350       360       370     
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 74.1  bits: 20.2 E():   38 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (4-70:237-302) 
 
                                          10         20        30   
AAD-12                            LQHALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|327 SPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
        210       220       230       240       250       260       
 
             40        50        60        70        80             
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AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA             
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|327 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYLFAMFD 
        270         280       290       300       310       320     
 
gi|327 ENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
          330       340       350       360       370     
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 74.1  bits: 20.2 E():   38 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (4-70:237-302) 
 
                                          10         20        30   
AAD-12                            LQHALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|124 SPLLTNIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
        210       220       230       240       250       260       
 
             40        50        60        70        80             
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA             
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|124 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYLFATFD 
        270         280       290       300       310       320     
 
gi|124 ENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
          330       340       350       360       370     
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 74.1  bits: 20.2 E():   38 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (4-70:237-302) 
 
                                          10         20        30   
AAD-12                            LQHALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|124 SPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
        210       220       230       240       250       260       
 
             40        50        60        70        80             
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA             
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|124 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYLFAMFD 
        270         280       290       300       310       320     
 
gi|124 ENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
          330       340       350       360       370     
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 73.9  bits: 19.6 E():   38 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (16-75:207-260) 
 
                              10        20        30        40      
AAD-12                LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|386 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
          50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 
        :..  . .: .:..       .:.::..:      
gi|386 YTTEGGTKVEAEDVIP-----EGWKADTAYESK   
         240       250            260      
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 73.9  bits: 19.6 E():   39 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (16-75:209-262) 
 
                              10        20        30        40      
AAD-12                LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|117 GSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
      180       190       200       210       220       230         
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          50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 
        :..  . .: .:..       .:.::..:      
gi|117 YTTEGGTKGEAEDVIP-----EGWKADTAYEAK   
       240       250            260        
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.8  bits: 19.6 E():   39 
Smith-Waterman score: 52; 22.0% identity (47.6% similar) in 82 aa overlap (1-77:35-116) 
 
                                             10         20          
AAD-12                               LQHALLIFPGQ-HLSNDQQITFAKRFGAIE 
                                     .:: .. .  : :  . :: :   . :    
gi|273 HYLKTYLSWLTEEQKEKLKEMKEAGKTKAEIQHEVMHYYDQLHGEEKQQATEKLKVGCKM 
           10        20        30        40        50        60     
 
      30            40        50        60        70        80      
AAD-12 RIGG--GD--IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA      
        . :  :.  .: . :.:  :.  :.   . . :.. .. .   .    : :         
gi|273 LLKGIIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGA 
           70        80        90       100       110       120     
 
gi|273 TTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKTKKELEAKILHYYDELEG 
          130       140       150       160       170       180     
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 73.8  bits: 19.6 E():   39 
Smith-Waterman score: 52; 22.0% identity (47.6% similar) in 82 aa overlap (1-77:35-116) 
 
                                             10         20          
AAD-12                               LQHALLIFPGQ-HLSNDQQITFAKRFGAIE 
                                     .:: .. .  : :  . :: :   . :    
gi|273 HYLKTYLSWLTEEQKEKLKEMKEAGKTKAEIQHEVMRYYDQLHGEEKQQATEKLKVGCKM 
           10        20        30        40        50        60     
 
      30            40        50        60        70        80      
AAD-12 RIGG--GD--IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA      
        . :  :.  .: . :.:  :.  :.   . . :.. .. .   .    : :         
gi|273 LLKGIIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGA 
           70        80        90       100       110       120     
 
gi|273 TTLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKELEAKILHYYDELEG 
          130       140       150       160       170       180     
 
>>gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pachycon  (199 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 73.2  bits: 19.1 E():   42 
Smith-Waterman score: 50; 25.0% identity (53.8% similar) in 52 aa overlap (28-77:97-142) 
 
                  10        20        30        40        50        
AAD-12    LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD 
                                     .::   :. .:.:.  : :      : . . 
gi|169 MPDLTWDNELAAIAQRWVNQCKIGHDGCRNVERYQVGQNIAMSGSTAKG------PCNMN 
         70        80        90       100       110             120 
 
        60          70        80                                    
AAD-12 DMMKVIVG--NMAWHADSTYMPVMA                                    
       ..... ..  :    :: . ::                                       
gi|169 NLVQMWINEVNALNAADVSSMPSDGNYFMKIGHYTQLVWGKTTKVGCGIIQFLDGKFYKC 
              130       140       150       160       170       180 
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 73.2  bits: 20.2 E():   42 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (43-58:89-105) 
 
             20        30        40         50        60        70  
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .              
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       60        70        80        90       100       110         
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              80                                                    
AAD-12 DSTYMPVMA                                                    
                                                                    
gi|114 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      120       130       140       150       160       170         
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 72.8  bits: 19.4 E():   44 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (32-47:181-195) 
 
              10        20        30        40        50        60  
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
              70        80                         
AAD-12 VIVGNMAWHADSTYMPVMA                         
                                                   
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 72.8  bits: 18.6 E():   45 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (40-56:2-19) 
 
      10        20        30        40         50        60         
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD-GTVRQHSPAEWDDMMKVIVGNMA 
                                     ..: .: :.. ..::.::             
gi|250                              PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPF 
                                            10        20        30  
 
       70        80                                                 
AAD-12 WHADSTYMPVMA                                                 
                                                                    
gi|250 PRCRALVKSQCAGGQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDK 
              40        50        60        70        80        90  
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 72.6  bits: 19.1 E():   45 
Smith-Waterman score: 50; 40.0% identity (72.0% similar) in 25 aa overlap (36-60:9-29) 
 
          10        20        30        40        50        60      
AAD-12 LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG 
                                     :::.....: .    :.:: .:: :      
gi|144                       MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMV 
                                     10            20        30     
 
          70        80                                              
AAD-12 NMAWHADSTYMPVMA                                              
                                                                    
gi|144 DQIVKSLTTKKELDPFKIEQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKID 
           40        50        60        70        80        90     
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 72.5  bits: 19.4 E():   46 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (32-62:192-222) 
 
              10        20        30        40        50         60 
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : : ..  
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
               70        80                        
AAD-12 KVIVGNMAWHADSTYMPVMA                        
       .:                                          
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
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 initn:  42 init1:  42 opt:  51  Z-score: 72.3  bits: 19.4 E():   47 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (32-47:199-213) 
 
              10        20        30        40        50        60  
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
              70        80                         
AAD-12 VIVGNMAWHADSTYMPVMA                         
                                                   
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 72.2  bits: 18.3 E():   48 
Smith-Waterman score: 47; 28.6% identity (68.6% similar) in 35 aa overlap (18-51:93-127) 
 
                            10        20         30        40       
AAD-12              LQHALLIFPGQHLSNDQQITFA-KRFGAIERIGGGDIVAISNVKADG 
                                     :  :. :.   :....: :.:. ..: .   
gi|121 FKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVT 
             70        80        90       100       110       120   
 
         50        60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 
       .::..                              
gi|121 SVRSYKRI                           
            130                           
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (33-73:110-157) 
 
             10        20        30        40               50      
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|384 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
          60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMA 
        . ..... . .  :.:.        
gi|384 GETLLRAVESYLLAHSDAYN      
     140       150               
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (62.5% similar) in 48 aa overlap (33-73:110-157) 
 
             10        20        30        40            50         
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|437 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
      80        90       100       110       120       130          
 
          60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMA 
        . ..... . .  :.:.        
gi|437 GETLLRAVESYLLAHSDAYN      
     140       150               
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (33-73:110-157) 
 
             10        20        30        40               50      
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|437 KYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
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      80        90       100       110       120       130          
 
          60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMA 
        . ..... . .  :.:.        
gi|437 GETLLRAVESYLLAHSDAYN      
     140       150               
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (33-73:110-157) 
 
             10        20        30        40               50      
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|115 KYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
          60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMA 
        . ..... . .  :.:.        
gi|115 GETLLRAVESYLLAHSDAYN      
     140       150               
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   49 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (33-73:111-158) 
 
             10        20        30        40               50      
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|256 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
          60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMA 
        . ..... . .  :.:.        
gi|256 GETLLRAVESYLLAHSDAYN      
              150       160      
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   49 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (33-73:111-158) 
 
             10        20        30        40               50      
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
          60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMA 
        . ..... . .  :.:.        
gi|154 RETLLRAVESYLLAHSDAYN      
              150       160      
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   49 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (33-73:111-158) 
 
             10        20        30        40               50      
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|400 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
          60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMA 
        . ..... . .  :.:.        
gi|400 GETLLRAVESYLLAHSDAYN      
              150       160      
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>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   49 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (33-73:111-158) 
 
             10        20        30        40               50      
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|132 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
          60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMA 
        . ..... . .  :.:.        
gi|132 GETLLRAVESYLLAHSDAYN      
              150       160      
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.1  bits: 18.6 E():   49 
Smith-Waterman score: 48; 20.3% identity (58.2% similar) in 79 aa overlap (1-72:80-157) 
 
                                             10        20        30 
AAD-12                               LQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :. :.    ....  .   
gi|154 GPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIVAA 
      50        60        70        80        90        100         
 
               40              50         60        70        80 
AAD-12 IGGGDIVAISN---VKADGTV---RQHSPAEW-DDMMKVIVGNMAWHADSTYMPVMA 
        :::.:: ::.   .:.:  :   ....  :  . ..... . .  :.:         
gi|154 PGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN      
      110       120       130       140       150       160      
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   49 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (33-73:111-158) 
 
             10        20        30        40               50      
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|114 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
          60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMA 
        . ..... . .  :.:.        
gi|114 GETLLRAVESYLLAHSDAYN      
              150       160      
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   49 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (33-73:111-158) 
 
             10        20        30        40               50      
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
          60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMA 
        . ..... . .  :.:.        
gi|154 GETLLRAVESYLLAHSDAYN      
              150       160      
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   49 
Smith-Waterman score: 48; 25.0% identity (62.5% similar) in 48 aa overlap (33-73:111-158) 
 
             10        20        30        40            50         
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
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                                     ::.:. :::   .:.:  .. .:  :   . 
gi|400 KYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
          60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMA 
        . ..... . .  :.:.        
gi|400 GETLLRAVESYLLAHSDAYN      
              150       160      
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   49 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (33-73:111-158) 
 
             10        20        30        40               50      
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|256 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
          60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMA 
        . ..... . .  :.:.        
gi|256 GETLLRAVESYLLAHSDAYN      
              150       160      
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   49 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (33-73:111-158) 
 
             10        20        30        40               50      
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
          60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMA 
        . ..... . .  :.:.        
gi|154 GETLLRAVESYLLAHSDAYN      
              150       160      
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.1  bits: 18.6 E():   49 
Smith-Waterman score: 48; 20.3% identity (58.2% similar) in 79 aa overlap (1-72:80-157) 
 
                                             10        20        30 
AAD-12                               LQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :. :.    ....  .   
gi|154 GPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIVAA 
      50        60        70        80        90        100         
 
               40              50         60        70        80 
AAD-12 IGGGDIVAISN---VKADGTV---RQHSPAEW-DDMMKVIVGNMAWHADSTYMPVMA 
        :::.:: ::.   .:.:  :   ....  :  . ..... . .  :.:         
gi|154 PGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTDEYN      
      110       120       130       140       150       160      
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   49 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (33-73:111-158) 
 
             10        20        30        40               50      
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
          60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMA 
        . ..... . .  :.:.        
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gi|154 GETLLRAVESYLLAHSDAYN      
              150       160      
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 71.6  bits: 20.2 E():   51 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (43-58:119-135) 
 
             20        30        40         50        60        70  
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .              
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       90       100       110       120       130       140         
 
              80                                                    
AAD-12 DSTYMPVMA                                                    
                                                                    
gi|476 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      150       160       170       180       190       200         
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 71.4  bits: 18.8 E():   53 
Smith-Waterman score: 49; 29.3% identity (51.7% similar) in 58 aa overlap (1-58:63-116) 
 
                                             10        20        30 
AAD-12                               LQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|833 HHQTYVNGLNAALEAQKKAAEANDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
             40        50        60        70           80          
 
               40        50        60        70        80           
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA           
        ::: :     .::    :  :  .. :                                 
gi|833 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
       90       100       110       120       130       140         
 
>>gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=Major  (308 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 71.3  bits: 19.4 E():   53 
Smith-Waterman score: 51; 31.5% identity (53.7% similar) in 54 aa overlap (22-71:104-154) 
 
                        10        20        30        40            
AAD-12          LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD--GTVR 
                                     ::  : : ..  .  :: . ..:   : :: 
gi|249 PLPTPLRRTSSRSSRPPSPSPPRASSPTSAAKAPGLIPKLDTAYDVAYKAAEAHPRGQVR 
            80        90       100       110       120       130    
 
      50          60        70        80                            
AAD-12 Q--HSPAEWDDMMKVIVGNMAWHADSTYMPVMA                            
       .  : : .    ..::.: .  ::                                     
gi|249 RLRHCPHR---SLRVIAGALEVHAVKPATEEVLAAKIPTGELQIVDKIDAAFKIAATAAN 
           140          150       160       170       180       190 
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 71.2  bits: 19.9 E():   54 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (15-35:330-350) 
 
                               10        20        30        40     
AAD-12                 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|149 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
           50        60        70        80                         
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA                         
                                                                    
gi|149 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 71.0  bits: 18.8 E():   56 
Smith-Waterman score: 49; 29.3% identity (51.7% similar) in 58 aa overlap (1-58:74-127) 
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                                             10        20        30 
AAD-12                               LQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:.:. .  : :....    : : . : :. 
gi|164 HHQTYVNGLNAALEAQKKAAEATDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEK 
            50        60        70        80           90           
 
               40        50        60        70        80           
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA           
        ::: :     .::    :  :  .. :                                 
gi|164 SGGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTH 
     100       110       120       130       140       150          
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 70.9  bits: 19.1 E():   56 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (32-47:198-212) 
 
              10        20        30        40        50        60  
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
              70        80                         
AAD-12 VIVGNMAWHADSTYMPVMA                         
                                                   
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
        230       240       250       260          
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 70.9  bits: 19.1 E():   56 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (32-47:198-212) 
 
              10        20        30        40        50        60  
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
              70        80                         
AAD-12 VIVGNMAWHADSTYMPVMA                         
                                                   
gi|115 RKDSDKPIKGPITVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
        230       240       250       260          
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 47; 25.0% identity (58.3% similar) in 48 aa overlap (33-73:110-157) 
 
             10        20        30        40               50      
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|159 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEL 
      80        90       100       110       120       130          
 
          60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMA 
        . ..... . .  :.:.        
gi|159 GETLLRAVESYLLAHSDAYN      
     140       150               
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (33-73:111-158) 
 
             10        20        30        40            50         
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
          60        70        80 
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AAD-12 WDDMMKVIVGNMAWHADSTYMPVMA 
        . ..... . .  :.:.        
gi|116 GEALLRAVESYLLAHSDAYN      
              150       160      
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 47; 24.4% identity (63.4% similar) in 41 aa overlap (1-41:80-119) 
 
                                             10        20        30 
AAD-12                               LQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ....  .. :. :. :.    ....  .   
gi|167 GPGTIKNITFAEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLG-DKLEKVSHELKIVAA 
      50        60        70        80        90        100         
 
               40        50        60        70        80   
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA   
        :::.:: ::.                                          
gi|167 PGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      110       120       130       140       150       160 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (33-73:111-158) 
 
             10        20        30        40            50         
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|400 KYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
          60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMA 
        . ..... . .  :.:.        
gi|400 GEALLRAVESYLLAHSDAYN      
              150       160      
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (33-73:111-158) 
 
             10        20        30        40            50         
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
          60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMA 
        . ..... . .  :.:.        
gi|132 GEALLRAVESYLLAHSDAYN      
              150       160      
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (33-73:111-158) 
 
             10        20        30        40            50         
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
          60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMA 
        . ..... . .  :.:.        
gi|116 GEALLRAVESYLLAHSDAYN      
              150       160      
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.6  bits: 18.3 E():   58 
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Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (33-73:111-158) 
 
             10        20        30        40            50         
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
          60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMA 
        . ..... . .  :.:.        
gi|132 AEALLRAVESYLLAHSDAYN      
              150       160      
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (33-73:111-158) 
 
             10        20        30        40            50         
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDQEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
          60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMA 
        . ..... . .  :.:.        
gi|116 GEALLRAVESYLLAHSDAYN      
              150       160      
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (33-73:111-158) 
 
             10        20        30        40            50         
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
          60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMA 
        . ..... . .  :.:.        
gi|116 GEALLRAVESYLLAHSDAYN      
              150       160      
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (33-73:111-158) 
 
             10        20        30        40            50         
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
          60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMA 
        . ..... . .  :.:.        
gi|132 GEALLRAVESYLLAHSDAYN      
              150       160      
 
>>gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full=Polc  (85 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.8  bits: 17.2 E():   65 
Smith-Waterman score: 43; 36.6% identity (46.3% similar) in 41 aa overlap (23-63:17-54) 
 
               10        20        30        40        50        60 
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                             ::: :    : : : :    .:  :. . .: :   :: 
gi|144       MADDHPQDKAERERIFKRFDAN---GDGKISAAELGEALKTLGSITPDEVKHMM 
                     10        20           30        40        50  
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               70        80               
AAD-12 KVIVGNMAWHADSTYMPVMA               
         :                                
gi|144 AEIDTDGDGFISFQEFTDFGRANRGLLKDVAKIF 
              60        70        80      
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 69.7  bits: 19.4 E():   65 
Smith-Waterman score: 51; 21.6% identity (56.9% similar) in 51 aa overlap (21-70:103-153) 
 
                         10        20         30        40          
AAD-12           LQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|309 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
      50        60        70        80                              
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMA                              
       .: :: ::   : .. .. ..                                        
gi|309 DHPPASWDWRKKGVITQVKYQGGCGSGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 69.7  bits: 19.4 E():   65 
Smith-Waterman score: 51; 21.6% identity (56.9% similar) in 51 aa overlap (21-70:103-153) 
 
                         10        20         30        40          
AAD-12           LQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|119 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
      50        60        70        80                              
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMA                              
       .: :: ::   : .. .. ..                                        
gi|119 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 69.7  bits: 19.4 E():   65 
Smith-Waterman score: 51; 21.6% identity (56.9% similar) in 51 aa overlap (21-70:103-153) 
 
                         10        20         30        40          
AAD-12           LQHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|129 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
      50        60        70        80                              
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMA                              
       .: :: ::   : .. .. ..                                        
gi|129 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 69.7  bits: 18.8 E():   66 
Smith-Waterman score: 54; 21.7% identity (56.7% similar) in 60 aa overlap (16-75:207-260) 
 
                              10        20        30        40      
AAD-12                LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :.   . . .::. ::   : .. .   .  
gi|168 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWTELKESWGAVWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
          50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 
        :..  . .:..:..       .:.::..:      
gi|168 YTTEGGTKSEFEDVIP-----EGWKADTSYSAK   
         240       250            260      
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>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 69.6  bits: 19.6 E():   66 
Smith-Waterman score: 52; 25.0% identity (65.6% similar) in 32 aa overlap (8-39:117-148) 
 
                                      10        20        30        
AAD-12                        LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : :.. .....  :  .   ....  :::. 
gi|303 APKLYYVTQGRGILGVLMPGCPETFQSMSQFQGSREQEEERGRFQDQHQKVHHLKKGDII 
         90       100       110       120       130       140       
 
        40        50        60        70        80                  
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA                  
       ::                                                           
gi|303 AIPAGVALWCYNDGDEDLVTVLVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLR 
        150       160       170       180       190       200       
 
>>gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.3  bits: 17.8 E():   69 
Smith-Waterman score: 45; 27.1% identity (52.1% similar) in 48 aa overlap (31-77:15-62) 
 
               10        20        30        40        50        60 
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :. . : . .  ::.:  .:    .    
gi|144                 MSWQAYVDDHLMCEIEGNHLSAAAIIGQDGSVWAQSANFPQFKS 
                               10        20        30        40     
 
                70        80                                        
AAD-12 KVIVGNMA-WHADSTYMPVMA                                        
       . :.: :. .:  .:  :                                           
gi|144 EEITGIMSDFHEPGTLAPTGLYIGGTKYMVIQGEPGAVIRGKKGPGGVTVKKTNQALIIG 
           50        60        70        80        90       100     
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (32-41:109-118) 
 
              10        20        30        40        50        60  
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
              70        80   
AAD-12 VIVGNMAWHADSTYMPVMA   
                             
gi|534 KAEALFRAVESYLLAHSDAYN 
      140       150          
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.2  bits: 18.0 E():   69 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (32-41:110-119) 
 
              10        20        30        40        50        60  
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
              70        80   
AAD-12 VIVGNMAWHADSTYMPVMA   
                             
gi|534 KAEALFRAVESYLLAHSDAYN 
     140       150       160 
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 46; 32.3% identity (58.1% similar) in 31 aa overlap (42-69:38-65) 
 
              20        30        40        50           60         
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ---HSPAEWDDMMKVIVGNMA 
                                     :.: . .:.    .:  ::.. ::    .: 
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gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKV---AQA 
        10        20        30        40        50        60        
 
       70        80                                                 
AAD-12 WHADSTYMPVMA                                                 
       :                                                            
gi|148 WAETRTPDCSLIHSDRCGENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQIV 
           70        80        90       100       110       120     
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.1  bits: 17.5 E():   70 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (17-35:35-53) 
 
                             10        20        30        40       
AAD-12               LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
         50        60        70        80               
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA               
                                                        
gi|191 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.1  bits: 17.5 E():   70 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (17-35:35-53) 
 
                             10        20        30        40       
AAD-12               LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
         50        60        70        80               
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA               
                                                        
gi|730 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 68.9  bits: 19.9 E():   72 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (15-35:330-350) 
 
                               10        20        30        40     
AAD-12                 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|169 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
           50        60        70        80                         
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA                         
                                                                    
gi|169 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 47; 23.1% identity (51.3% similar) in 39 aa overlap (39-73:147-185) 
 
       10        20        30        40        50            60     
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH----SPAEWDDMMKVIV 
                                     ::.  .::.. .:    .   :    :.   
gi|613 ATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMHVGHYTQIVWAKTKKIGC 
        120       130       140       150       160       170       
 
           70        80                    
AAD-12 GNMAWHADSTYMPVMA                    
       : . .. :.                           
gi|613 GRIMFKEDNWNKHYLVCNYGPAGNVLGAQIYEIKK 
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        180       190       200       210  
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 68.2  bits: 19.1 E():   79 
Smith-Waterman score: 50; 24.3% identity (56.8% similar) in 37 aa overlap (40-76:262-298) 
 
      10        20        30        40        50        60          
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|169 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
      70        80                                                  
AAD-12 HADSTYMPVMA                                                  
       .: :.::                                                      
gi|169 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.0  bits: 18.6 E():   81 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (8-18:90-100) 
 
                                      10        20        30        
AAD-12                        LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
        40        50        60        70        80                  
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA                  
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 67.9  bits: 19.1 E():   81 
Smith-Waterman score: 50; 25.6% identity (62.8% similar) in 43 aa overlap (1-43:120-160) 
 
                                             10        20        30 
AAD-12                               LQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     .:. ..:.  :..   .. :.  : . .:  
gi|113 VTSDQDDDVVNPKEGTLRFGATQDRPLWIIFQRDMIIYLQQEMVVTSDKTIDGRGAKVEL 
      90       100       110       120       130       140          
 
               40        50        60        70        80           
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA           
       . ::  ... :::                                                
gi|113 VYGG--ITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGDAIHVTGSSDIW 
     150         160       170       180       190       200        
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (31-52:15-36) 
 
               10        20        30        40        50        60 
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|604                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
               70        80                                         
AAD-12 KVIVGNMAWHADSTYMPVMA                                         
                                                                    
gi|604 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (31-52:15-36) 
 
               10        20        30        40        50        60 
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AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|218                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
               70        80                                         
AAD-12 KVIVGNMAWHADSTYMPVMA                                         
                                                                    
gi|218 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (31-52:15-36) 
 
               10        20        30        40        50        60 
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|288                 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
               70        80                                         
AAD-12 KVIVGNMAWHADSTYMPVMA                                         
                                                                    
gi|288 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (31-52:15-36) 
 
               10        20        30        40        50        60 
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :  ..: . .  ::.:  ::         
gi|144                 MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKP 
                               10        20        30        40     
 
               70        80                                         
AAD-12 KVIVGNMAWHADSTYMPVMA                                         
                                                                    
gi|144 EEITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFG 
           50        60        70        80        90       100     
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 67.9  bits: 19.4 E():   82 
Smith-Waterman score: 51; 28.3% identity (56.7% similar) in 60 aa overlap (5-63:186-244) 
 
                                         10        20        30     
AAD-12                           LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGG 
                                     .... :.: :: .. : : : .   .   . 
gi|215 KKRPIVYECAEISWKVMNNGDVFILLVPNFVFVWTGKH-SNRMERTTAIRVANDLKSELN 
         160       170       180       190        200       210     
 
           40         50        60        70        80              
AAD-12 DIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA              
        .   : .  ::  :.: : ::.: . :..                               
gi|215 RFKLSSVILEDGKEVEQTSGAEYDAFNKALSLDKKDIDLKQMPKGYDYAASDKSFESHER 
          220       230       240       250       260       270     
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 45; 33.3% identity (57.8% similar) in 45 aa overlap (26-63:52-96) 
 
                    10        20        30        40                
AAD-12      LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK--ADGT-----V 
                                     :.:..:. :.  . : ::   ::.     : 
gi|602 AFVLDADNLIPKIAPQAVKSTEILEGDGGVGTIKKINFGEGSTYSYVKHKIDGVDKDNFV 
              30        40        50        60        70        80  
 
       50        60        70        80                             
AAD-12 RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA                             
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        :.:  : : . ..:                                              
gi|602 YQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISHYHTKGDVEIKEEHVKAGKEKAS 
              90       100       110       120       130       140  
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 45; 24.4% identity (61.0% similar) in 41 aa overlap (1-41:79-118) 
 
                                             10        20        30 
AAD-12                               LQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :. :.    ....  .   
gi|402 GPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIVAA 
       50        60        70        80        90        100        
 
               40        50        60        70        80   
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA   
        :::.:: ::.                                          
gi|402 PGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
       110       120       130       140       150          
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 45; 24.4% identity (61.0% similar) in 41 aa overlap (1-41:80-119) 
 
                                             10        20        30 
AAD-12                               LQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :. :.    ....  .   
gi|167 GPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIVAA 
      50        60        70        80        90        100         
 
               40        50        60        70        80   
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA   
        :::.:: ::.                                          
gi|167 PGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      110       120       130       140       150       160 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 45; 22.0% identity (63.4% similar) in 41 aa overlap (1-41:80-119) 
 
                                             10        20        30 
AAD-12                               LQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :... .   ....  .   
gi|154 GPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLE-KVSHELKIVAA 
      50        60        70        80        90        100         
 
               40        50        60        70        80   
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA   
        :::.:: ::.                                          
gi|154 PGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTDEYN 
      110       120       130       140       150       160 
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 45; 25.0% identity (56.2% similar) in 48 aa overlap (33-73:111-158) 
 
             10        20        30        40               50      
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|132 KYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEM 
               90       100       110       120       130       140 
 
          60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMA 
        . .....   .  :.:.        
gi|132 GETLLRAVERYLLAHSDAYN      
              150       160      
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 45; 24.4% identity (61.0% similar) in 41 aa overlap (1-41:80-119) 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 1179



 

 

 
                                             10        20        30 
AAD-12                               LQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :. :.    ....  .   
gi|730 GPGTIKKITFSEGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLG-DKLEKVSHELKIVAA 
      50        60        70        80        90        100         
 
               40        50        60        70        80   
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA   
        :::.:: ::.                                          
gi|730 PGGGSIVKISSKFHAKGYHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      110       120       130       140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 45; 24.4% identity (61.0% similar) in 41 aa overlap (1-41:80-119) 
 
                                             10        20        30 
AAD-12                               LQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :. :.    ....  .   
gi|167 GPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIVAA 
      50        60        70        80        90        100         
 
               40        50        60        70        80   
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA   
        :::.:: ::.                                          
gi|167 PGGGSIVKISSKFHAKGDHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
      110       120       130       140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 45; 24.4% identity (61.0% similar) in 41 aa overlap (1-41:80-119) 
 
                                             10        20        30 
AAD-12                               LQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :. :.    ....  .   
gi|154 GPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIVAA 
      50        60        70        80        90        100         
 
               40        50        60        70        80   
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA   
        :::.:: ::.                                          
gi|154 PGGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      110       120       130       140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 45; 24.4% identity (61.0% similar) in 41 aa overlap (1-41:80-119) 
 
                                             10        20        30 
AAD-12                               LQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :. :.    ....  .   
gi|730 GPGTIKNITFAEGIPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIVAA 
      50        60        70        80        90        100         
 
               40        50        60        70        80   
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA   
        :::.:: ::.                                          
gi|730 PGGGSIVKISSKFHAKGYHEVNAEKMKGAKEMAEKLLRAVESYLLAHTAEYN 
      110       120       130       140       150       160 
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.5  bits: 15.1 E():   86 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (69-75:19-25) 
 
       40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 
                                     :..:..:      
gi|320             YTTEGGTKAEAEDVIPEGWKVDTSYE     
                           10        20           
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>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.4  bits: 17.5 E():   87 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (31-53:15-37) 
 
               10        20        30        40        50        60 
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : : .... . .  ::.:  .::        
gi|100                 MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKP 
                               10        20        30        40     
 
               70        80                                         
AAD-12 KVIVGNMAWHADSTYMPVMA                                         
                                                                    
gi|100 EENAGIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILG 
           50        60        70        80        90       100     
 
>>gi|62240392|gb|AAX77384.1| 11S globulin precursor [Sin  (523 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 67.3  bits: 19.4 E():   89 
Smith-Waterman score: 51; 30.0% identity (63.3% similar) in 30 aa overlap (10-38:173-202) 
 
                                    10         20        30         
AAD-12                      LQHALLIFPGQHLSNDQ-QITFAKRFGAIERIGGGDIVA 
                                     ::. ...: :  :   .  .:..  ::..: 
gi|622 QQGQQGQQGQQQGQQGQQGQQGQQGQQGQQGQQGQQQQGQQGFRDMYQKVEHVRHGDVIA 
            150       160       170       180       190       200   
 
       40        50        60        70        80                   
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA                   
                                                                    
gi|622 NTPGSAHWIYNTGDKPLVIISLLDIANYQNQLDRNPRVFRLAGNNPQGGFGGPQQQQPQQ 
            210       220       230       240       250       260   
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.1  bits: 17.0 E():   91 
Smith-Waterman score: 42; 37.5% identity (62.5% similar) in 24 aa overlap (17-40:79-100) 
 
                             10        20        30        40       
AAD-12               LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .  :       
gi|897 QQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQL--AAQLPAMCRLEGGDALLASQ      
       50        60        70        80          90       100       
 
         50        60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 67.1  bits: 18.6 E():   91 
Smith-Waterman score: 48; 25.7% identity (60.0% similar) in 35 aa overlap (28-58:81-115) 
 
                  10        20        30            40        50    
AAD-12    LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV----AISNVKADGTVRQHSP 
                                     :  .: :...     :. .:  :.:..  : 
gi|324 NFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFP 
               60        70        80        90       100       110 
 
            60        70        80                                  
AAD-12 AEWDDMMKVIVGNMAWHADSTYMPVMA                                  
       .:. .                                                        
gi|324 SEFGNDVDRSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASS 
              120       130       140       150       160       170 
 
>>gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin precurs  (148 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.0  bits: 17.5 E():   92 
Smith-Waterman score: 44; 21.2% identity (54.5% similar) in 33 aa overlap (37-69:25-57) 
 
         10        20        30        40        50        60       
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     :. ..:  .:  ...   ::.. .  .    
gi|538       MARFTIVLAVLFAAALVSASAHKTVVTTSVAEEGEEENQRGCEWESRQCQMRHC 
                     10        20        30        40        50     
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         70        80                                               
AAD-12 MAWHADSTYMPVMA                                               
       : :                                                          
gi|538 MQWMRSMRGQYEESFLRSAEANQGQFEHFRECCNELRDVKSHCRCEALRCMMRQMQQEYG 
           60        70        80        90       100       110     
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 66.7  bits: 18.8 E():   95 
Smith-Waterman score: 49; 24.3% identity (56.8% similar) in 37 aa overlap (40-76:262-298) 
 
      10        20        30        40        50        60          
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
      70        80                                                  
AAD-12 HADSTYMPVMA                                                  
       .: :.::                                                      
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 66.7  bits: 18.8 E():   95 
Smith-Waterman score: 50; 26.8% identity (51.2% similar) in 41 aa overlap (4-40:190-230) 
 
                                          10            20          
AAD-12                            LQHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::  .  :    ::.  
gi|215 NKPVIFTKSNLAKSPELDAKMYDICYSTAAAPIYFPPHHFVTHTSNGARYEFNLVDGAVA 
     160       170       180       190       200       210          
 
      30        40        50        60        70        80          
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA          
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 [Ch  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.5  bits: 17.2 E():   98 
Smith-Waterman score: 43; 33.3% identity (62.5% similar) in 24 aa overlap (31-54:15-38) 
 
               10        20        30        40        50        60 
AAD-12 LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                                     : :. . . . .  ::::  .::.       
gi|294                 MSWQTYVDDHLMCDIEGNHLSSAAILGHDGTVWAQSPSFPQLKP 
                               10        20        30        40     
 
               70        80                                         
AAD-12 KVIVGNMAWHADSTYMPVMA                                         
                                                                    
gi|294 EEVSAIMKDFNEPGSLAPTGLHLGGTKYMVIQGEPGDVIRGKKGPGGVTIKKTNQALIIG 
           50        60        70        80        90       100     
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 66.4  bits: 18.6 E():   99 
Smith-Waterman score: 48; 30.4% identity (60.7% similar) in 56 aa overlap (28-77:196-248) 
 
                  10        20        30        40           50     
AAD-12    LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT---VRQHSPA 
                                     : ::.: : :.  :.  :::   : :.. : 
gi|237 AVPQKNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGY-NI--DGTALPVLQNGDA 
         170       180       190       200          210       220   
 
           60           70        80                                
AAD-12 EWDDMMKVIV---GNMAWHADSTYMPVMA                                
       .. :.. . .   :..   .: ...:                                   
gi|237 DFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITS 
            230       240       250       260       270       280   
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
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 initn:  49 init1:  49 opt:  51  Z-score: 66.4  bits: 19.4 E():   99 
Smith-Waterman score: 51; 29.4% identity (82.4% similar) in 17 aa overlap (50-66:535-551) 
 
      20        30        40        50        60        70          
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:.              
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
      80                     
AAD-12 A                     
                             
gi|331 KEGCFSEEGPKLVAAAQAALV 
          570       580      
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 66.4  bits: 19.6 E():   99 
Smith-Waterman score: 52; 20.3% identity (59.4% similar) in 69 aa overlap (10-77:242-305) 
 
                                    10        20        30          
AAD-12                      LQHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDI-VA 
                                     ::.... ::.  ....:  .. : :.     
gi|220 PGQGQQIGQGQQGYYPTSPQHPGQRQQPGQGQQIGQGQQLGQGRQIGQGQQSGQGQQGYY 
             220       230       240       250       260       270  
 
       40        50        60        70        80                   
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA                   
        .. .  :  .:  :..:..  .   :.....  :  .:                      
gi|220 PTSPQQLGQGQQ--PGQWQQSGQ---GQQGYYPTSQQQPGQGQQGQYPASQQQPGQGQQG 
             280         290          300       310       320       
 
gi|220 QYPASQQQPGQGQQGQYPASQQQPGQGQQGHYLASQQQPGQGQQRHYPASLQQPGQGQQG 
        330       340       350       360       370       380       
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 44; 22.0% identity (61.0% similar) in 41 aa overlap (1-41:80-119) 
 
                                             10        20        30 
AAD-12                               LQHALLIFPGQHLSNDQQITFAKRFGAIER 
                                     ...   .. :. :. :.    ....  .   
gi|167 GPGTIKNITFAEGSPFKFVKERVDEVDNANFKYNYTVIEGDVLG-DKLEKVSHELKIVAA 
      50        60        70        80        90        100         
 
               40        50        60        70        80   
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA   
        :::..: ::.                                          
gi|167 PGGGSVVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
      110       120       130       140       150       160 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:36 2011 done: Fri Jan 21 00:02:36 2011 
 Total Scan time:  0.070 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 41  - 120 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 1183



 

 

       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     3     2:* 
  32     3     8:=* 
  34    20    22:=====* 
  36    68    44:==========*====== 
  38    64    73:================  * 
  40    86   102:======================   * 
  42   121   125:===============================* 
  44   182   138:==================================*=========== 
  46   123   140:===============================   * 
  48   141   134:=================================*== 
  50   134   122:==============================*=== 
  52    88   108:======================    * 
  54    98    92:======================*== 
  56    67    77:=================  * 
  58    41    63:===========    * 
  60    47    51:============* 
  62    36    41:========= * 
  64    22    33:======  * 
  66    31    26:======*= 
  68    17    20:====* 
  70    26    16:===*=== 
  72    23    12:==*=== 
  74    18    10:==*== 
  76     3     8:=* 
  78     4     6:=* 
  80     6     5:=* 
  82     4     3:* 
  84     1     3:* 
  86     7     2:*= 
  88     2     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.45330.0035; mu= 4.7907 0.180 
 mean_var=49.110613.769, 0's: 2 Z-trim: 2  B-trim: 11 in 1/43 
 Lambda= 0.183015 
 Kolmogorov-Smirnov  statistic: 0.0236 (N=29) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   67 23.6    0.91 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   65 23.1     1.3 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   63 22.5     5.1 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   62 22.3     5.6 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   62 22.3     6.2 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   57 21.0     7.2 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   57 21.0     7.2 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   57 21.0     7.2 
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gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   57 21.0     7.2 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   60 21.7     7.4 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   62 22.3     7.7 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   60 21.7     8.9 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   56 20.7      11 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   61 22.0      13 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   55 20.4      13 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   54 20.2      14 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   57 21.0      14 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   57 21.0      15 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   56 20.7      17 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   56 20.7      18 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   60 21.7      18 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   56 20.7      18 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   56 20.7      18 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   45 17.8      21 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   50 19.1      21 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   55 20.4      23 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   49 18.8      23 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   54 20.2      27 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   51 19.4      28 
gi|14423757|sp|O04701.1|MPAC1_CYNDA RecName: Full= ( 246)   53 19.9      30 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   54 20.2      32 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   54 20.2      33 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 16.5      34 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 16.5      34 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   52 19.6      36 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   56 20.7      37 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   54 20.2      37 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   54 20.2      37 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   54 20.2      37 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   54 20.2      37 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   54 20.2      37 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   54 20.2      37 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   54 20.2      37 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   54 20.2      37 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   54 20.2      37 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   52 19.6      38 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   52 19.6      38 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   48 18.6      40 
gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pach ( 199)   50 19.1      41 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   54 20.2      42 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 19.4      44 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 18.6      44 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 19.1      45 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   51 19.4      46 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 19.4      47 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   47 18.3      47 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   48 18.6      48 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   48 18.6      48 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   48 18.6      48 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   48 18.6      48 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   48 18.6      48 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   48 18.6      48 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   48 18.6      48 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   48 18.6      48 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   48 18.6      48 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   48 18.6      48 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   48 18.6      48 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   48 18.6      48 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   48 18.6      48 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   48 18.6      48 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   54 20.2      51 
gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=M ( 308)   51 19.4      53 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   53 19.9      54 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   50 19.1      55 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   50 19.1      55 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 19.1      56 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 19.1      56 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   47 18.3      57 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   47 18.3      57 
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gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   47 18.3      57 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   47 18.3      57 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   47 18.3      57 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   47 18.3      57 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   47 18.3      57 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   47 18.3      57 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   47 18.3      57 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   47 18.3      57 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   47 18.3      57 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   55 20.4      58 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   48 18.6      63 
gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full= (  85)   43 17.3      63 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   51 19.4      65 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   51 19.4      65 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   51 19.4      65 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 18.8      65 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   48 18.6      66 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   52 19.6      66 
gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full= ( 131)   45 17.8      68 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 18.0      68 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 18.0      69 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   46 18.0      69 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   44 17.5      69 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   44 17.5      69 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   46 18.0      70 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   53 19.9      73 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   47 18.3      75 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   50 19.1      79 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   48 18.6      81 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   44 17.5      81 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   44 17.5      81 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   44 17.5      81 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   44 17.5      81 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   45 17.8      82 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   51 19.4      82 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   45 17.8      82 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 15.1      83 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   44 17.5      86 
gi|62240392|gb|AAX77384.1| 11S globulin precursor  ( 523)   51 19.4      89 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   42 17.0      90 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   48 18.6      91 
gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin pre ( 148)   44 17.5      91 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   49 18.8      95 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   49 18.8      95 
gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 ( 131)   43 17.3      96 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   49 18.8      97 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   44 17.5      97 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   44 17.5      98 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   44 17.5      98 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   44 17.5      98 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   44 17.5      98 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   44 17.5      98 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   44 17.5      98 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   48 18.6      99 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   51 19.4      99 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  67  Z-score: 103.2  bits: 23.6 E(): 0.91 
Smith-Waterman score: 67; 40.0% identity (63.3% similar) in 30 aa overlap (43-72:30-56) 
 
             20        30        40        50        60        70   
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:::.  ::. : :   ::. :.. : 
gi|126  TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTK--KGNL-WEVKS 
                10        20        30        40          50        
 
             80                                  
AAD-12 TYMPVMAQ                                  
                                                 
gi|126 AKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
         60        70        80        90        

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 1186



 

 

 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  65  Z-score: 100.4  bits: 23.1 E():  1.3 
Smith-Waterman score: 65; 35.5% identity (64.5% similar) in 31 aa overlap (43-73:30-57) 
 
             20        30        40        50        60        70   
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:::.  ::. . :   ::. :.. : 
gi|144  VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKS 
                10        20        30        40          50        
 
             80                                 
AAD-12 TYMPVMAQ                                 
       .                                        
gi|144 SKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
         60        70        80        90       
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  44 init1:  44 opt:  63  Z-score: 89.7  bits: 22.5 E():  5.1 
Smith-Waterman score: 63; 26.7% identity (56.7% similar) in 60 aa overlap (15-74:207-260) 
 
                               10        20        30        40     
AAD-12                 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|390 GSNPNYLALLVKFVAGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
        180       190       200       210       220            230  
 
           50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 
        :::  . .      : .. . .:.::..:       
gi|390 FTVRYTTEGGTKGEAKDVIPE-GWKADTAYESK    
             240       250        260       
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  44 init1:  44 opt:  62  Z-score: 89.0  bits: 22.3 E():  5.6 
Smith-Waterman score: 62; 26.7% identity (55.0% similar) in 60 aa overlap (15-74:184-237) 
 
                               10        20        30        40     
AAD-12                 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|458 GSNPNYLALLVKFVAGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
           160       170       180       190       200              
 
           50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 
        :::  . .      : .. . .:.::. :       
gi|458 FTVRYTTEGGTKGEAKDVIPE-GWKADTCYESK    
      210       220        230       240    
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  44 init1:  44 opt:  62  Z-score: 88.3  bits: 22.3 E():  6.2 
Smith-Waterman score: 62; 26.7% identity (56.7% similar) in 60 aa overlap (15-74:206-259) 
 
                               10        20        30        40     
AAD-12                 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|158 KGSNPNYLALLVKFSGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
         180       190       200       210       220            230 
 
           50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 
        :::  . .      : .. . .:.::..:       
gi|158 FTVRYTTEGGTKARAKDVIPE-GWKADTAYESK    
              240       250        260      
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 87.1  bits: 21.0 E():  7.2 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (17-72:29-82) 
 
                           10        20        30        40         
AAD-12             QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
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                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ                             
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 87.1  bits: 21.0 E():  7.2 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (17-72:29-82) 
 
                           10        20        30        40         
AAD-12             QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSGLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ                             
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 87.1  bits: 21.0 E():  7.2 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (17-72:29-82) 
 
                           10        20        30        40         
AAD-12             QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ                             
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 87.1  bits: 21.0 E():  7.2 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (17-72:29-82) 
 
                           10        20        30        40         
AAD-12             QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|117 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ                             
       .:.  ::  : :   :  .:  ::                                     
gi|117 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 86.8  bits: 21.7 E():  7.4 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (7-38:133-160) 
 
                                       10        20        30       
AAD-12                         QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|221 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
            110       120       130       140           150         
 
         40        50        60        70        80                 
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ                 
       :.                                                           
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gi|221 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
      160       170       180       190       200       210         
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  44 init1:  44 opt:  62  Z-score: 86.6  bits: 22.3 E():  7.7 
Smith-Waterman score: 62; 17.3% identity (62.7% similar) in 75 aa overlap (2-76:239-307) 
 
                                            10        20        30  
AAD-12                              QHALLIFPGQHLSNDQQITFAKRFGAIERIG 
                                     :....   :. ...: : .   ..  :..: 
gi|170 SDCQVMRQQCCQQLAQIPQQLQCAAIHSVVHSIIMQQQQQQQQQQGIDIFLPLSQHEQVG 
      210       220       230       240       250       260         
 
              40        50        60        70        80            
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ            
        :..:     ...: .. ..::. . . .... ..    . .:.:                
gi|170 QGSLV-----QGQGIIQPQQPAQLEAIRSLVLQTLPSMCN-VYVPPECSIMRAPFASIVA 
      270            280       290       300        310       320   
 
gi|170 GIGGQ 
             
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 85.4  bits: 21.7 E():  8.9 
Smith-Waterman score: 60; 23.3% identity (58.3% similar) in 60 aa overlap (15-74:207-260) 
 
                               10        20        30        40     
AAD-12                 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   : .. .   .  
gi|126 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
           50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 
        :..  . .:..:..       .:.::..:       
gi|126 YTTEGGTKSEFEDVIP-----EGWKADTSYSAK    
         240       250            260       
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 83.6  bits: 20.7 E():   11 
Smith-Waterman score: 56; 27.1% identity (58.3% similar) in 48 aa overlap (32-72:111-158) 
 
              10        20        30        40               50     
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|400 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
           60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQ 
        . ..... : .  :.:.         
gi|400 GETLLRAVEGYLLAHSDAYN       
              150       160       
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 82.5  bits: 22.0 E():   13 
Smith-Waterman score: 61; 38.7% identity (58.1% similar) in 31 aa overlap (8-38:108-138) 
 
                                      10        20        30        
AAD-12                        QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA 
                                     : :  .. :.  :  :   :.:.  :::.: 
gi|259 YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIA 
        80        90       100       110       120       130        
 
        40        50        60        70        80                  
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ                  
       :                                                            
gi|259 IPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGR 
       140       150       160       170       180       190        
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
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 initn:  39 init1:  39 opt:  55  Z-score: 82.3  bits: 20.4 E():   13 
Smith-Waterman score: 55; 32.4% identity (58.8% similar) in 34 aa overlap (51-78:114-147) 
 
               30        40        50        60            70       
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV----GNMAWHA--DSTY 
                                     :::. :.. : .:    :   : .  .:.. 
gi|250 EVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSW 
            90       100       110       120       130       140    
 
           80          
AAD-12 MPVMAQ          
        ::.            
gi|250 APVLDFVFSTLKNEL 
           150         
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 82.1  bits: 20.2 E():   14 
Smith-Waterman score: 54; 23.5% identity (46.9% similar) in 81 aa overlap (1-76:36-116) 
 
                                             10         20          
AAD-12                               QHALLIFPGQ-HLSNDQQITFAKRFGAIER 
                                     :: .. :  : :  . :: :   . :     
gi|273 YLKTYLSWLTEEQKEKLKEMKEAGKTKAEIQHEVMHFYDQLHGEEKQQATEKLKVGCKML 
          10        20        30        40        50        60      
 
      30            40        50        60        70        80      
AAD-12 IGG--GD--IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ      
       . :  :.  .: . :.:  :.  :.   . . :.. .. .   .    : :          
gi|273 LKGVIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGAT 
          70        80        90       100       110       120      
 
gi|273 TLQHHRRRR 
         130     
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  44 init1:  44 opt:  57  Z-score: 81.9  bits: 21.0 E():   14 
Smith-Waterman score: 57; 23.3% identity (58.3% similar) in 60 aa overlap (15-74:184-237) 
 
                               10        20        30        40     
AAD-12                 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: :.   :     .. .  
gi|331 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIALKESWGAIWRVDTPD-----KLTGP 
           160       170       180       190       200              
 
           50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 
        :::  . .   . .. .. . .:.::..:       
gi|331 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYEAK    
      210       220        230       240    
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  44 init1:  44 opt:  57  Z-score: 81.1  bits: 21.0 E():   15 
Smith-Waterman score: 57; 23.3% identity (58.3% similar) in 60 aa overlap (15-74:208-261) 
 
                               10        20        30        40     
AAD-12                 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: :.   :     .. .  
gi|180 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIALKESWGAIWRVDTPD-----KLTGP 
       180       190       200       210       220            230   
 
           50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 
        :::  . .   . .. .. . .:.::..:       
gi|180 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYEAK    
            240       250        260        
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 80.4  bits: 20.7 E():   17 
Smith-Waterman score: 56; 25.0% identity (56.7% similar) in 60 aa overlap (15-74:185-238) 
 
                               10        20        30        40     
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AAD-12                 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|283 GSNPNYLALLVKYVNGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
          160       170       180       190       200        210    
 
           50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 
        :..  . .: .:..       .:.::..:       
gi|283 YTTEGGTKTEAEDVIP-----EGWKADTSYESK    
           220            230       240     
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 80.0  bits: 20.7 E():   18 
Smith-Waterman score: 56; 23.3% identity (56.7% similar) in 60 aa overlap (15-74:196-249) 
 
                               10        20        30        40     
AAD-12                 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   :     .. .  
gi|168 GSNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPD-----KLTGP 
         170       180       190       200       210            220 
 
           50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 
        :::  . .   . .. .. . .:.::..:       
gi|168 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYSAK    
              230       240        250      
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 79.9  bits: 21.7 E():   18 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (7-38:131-158) 
 
                                       10        20        30       
AAD-12                         QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|213 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
              110       120       130       140           150       
 
         40        50        60        70        80                 
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ                 
       :.                                                           
gi|213 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
        160       170       180       190       200       210       
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 79.7  bits: 20.7 E():   18 
Smith-Waterman score: 56; 23.3% identity (56.7% similar) in 60 aa overlap (15-74:207-260) 
 
                               10        20        30        40     
AAD-12                 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   :     .. .  
gi|752 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPD-----KLTGP 
        180       190       200       210       220            230  
 
           50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 
        :::  . .   . .. .. . .:.::..:       
gi|752 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYSAK    
             240       250        260       
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 79.7  bits: 20.7 E():   18 
Smith-Waterman score: 56; 25.0% identity (56.7% similar) in 60 aa overlap (15-74:207-260) 
 
                               10        20        30        40     
AAD-12                 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|117 GSNPNYLALLVKYVNGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
           50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 
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        :..  . .: .:..       .:.::..:       
gi|117 YTTEGGTKTEAEDVIP-----EGWKADTSYESK    
         240       250            260       
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 78.9  bits: 17.8 E():   21 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (16-39:17-38) 
 
                10        20        30        40        50          
AAD-12  QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                       ::.  : .. :. :. ::: .. :                     
gi|217 LVSVEHQAARLKVAKAQQL--AAQLPAMCRLEGGDALSASQ                    
               10          20        30                             
 
      60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQ 
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 78.8  bits: 19.1 E():   21 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (31-46:29-43) 
 
               10        20        30        40        50        60 
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105   CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
                 10        20        30         40        50        
 
               70        80                       
AAD-12 VIVGNMAWHADSTYMPVMAQ                       
                                                  
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
        60        70        80        90          
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  44 init1:  44 opt:  55  Z-score: 78.1  bits: 20.4 E():   23 
Smith-Waterman score: 55; 25.9% identity (56.9% similar) in 58 aa overlap (15-72:213-264) 
 
                               10        20        30        40     
AAD-12                 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|249 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
            190       200       210       220       230        240  
 
           50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 
        :..  . ::..:..       .:.::.         
gi|249 YTTEGGTKAEFEDVIP-----EGWKADTHDASK    
             250            260             
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 78.0  bits: 18.8 E():   23 
Smith-Waterman score: 49; 32.3% identity (58.1% similar) in 31 aa overlap (46-74:35-64) 
 
          20        30        40        50          60        70    
AAD-12 QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE--WDDMMKVIVGNMAWHADST 
                                     : . ..::.  :: .  : .   .: ::.  
gi|323 QTCAGNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKP 
           10        20        30        40         50        60    
 
            80                      
AAD-12 YMPVMAQ                      
       :                            
gi|323 YSWRYGWTAFCGPAGPRCLRTNAAVTVR 
            70        80        90  
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  43 init1:  43 opt:  54  Z-score: 76.7  bits: 20.2 E():   27 
Smith-Waterman score: 54; 23.5% identity (46.9% similar) in 81 aa overlap (1-76:36-116) 
 
                                             10         20          
AAD-12                               QHALLIFPGQ-HLSNDQQITFAKRFGAIER 
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                                     :: .. .  : :  . :: :   . :     
gi|273 YLKTYLSWLTEEQKEKLKEMKEAGQTKAEIQHEVMHYYDQLHGEEKQQATEKLKVGCKML 
          10        20        30        40        50        60      
 
      30            40        50        60        70        80      
AAD-12 IGG--GD--IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ      
       . :  :.  .: . :::  :.  :.   . . :.. .. .   .    : :          
gi|273 LKGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGAT 
          70        80        90       100       110       120      
 
gi|273 TLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKELEAKILHYYDELEGD 
         130       140       150       160       170       180      
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 76.5  bits: 19.4 E():   28 
Smith-Waterman score: 51; 27.1% identity (62.5% similar) in 48 aa overlap (32-72:110-157) 
 
              10        20        30        40            50        
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|437 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
      80        90       100       110       120       130          
 
           60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQ 
        . ..:.. . .  :.:.         
gi|437 GETLLKAVESYLLAHSDAYN       
     140       150                
 
>>gi|14423757|sp|O04701.1|MPAC1_CYNDA RecName: Full=Majo  (246 aa) 
 initn:  40 init1:  40 opt:  53  Z-score: 76.0  bits: 19.9 E():   30 
Smith-Waterman score: 53; 21.1% identity (52.6% similar) in 57 aa overlap (5-61:148-200) 
 
                                         10        20        30     
AAD-12                           QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGD 
                                     . :  .. :::. ...  ...:    : :. 
gi|144 KKGQEDKLRKAGELTLQFRRVKCKYPSGTKITFHIEKGSNDHYLALLVKYAA----GDGN 
       120       130       140       150       160           170    
 
           40        50        60        70        80               
AAD-12 IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ               
       :::..    :.       . :  . ..                                  
gi|144 IVAVDIKPRDSDEFIPMKSSWGAIWRIDPKKPLKGPFSIRLTSEGGAHLVQDDVIPANWK 
           180       190       200       210       220       230    
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 75.4  bits: 20.2 E():   32 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (3-69:201-266) 
 
                                           10         20        30  
AAD-12                             QHALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|261 SPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
              180       190       200       210       220       230 
 
              40        50        60        70        80            
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ            
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|261 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYLFAMFD 
                240       250       260       270       280         
 
gi|261 ENKKQPEVEKHFGLFFPNKWQKYNLNFS 
      290       300       310       
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 75.2  bits: 20.2 E():   33 
Smith-Waterman score: 54; 25.6% identity (48.7% similar) in 39 aa overlap (17-55:191-229) 
 
                             10        20        30        40       
AAD-12               QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ::..   .:   :  : :..   .. :    
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gi|320 KEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDP 
              170       180       190       200       210       220 
 
         50        60        70        80                           
AAD-12 VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ                           
       : . . : :                                                    
gi|320 VISFKTALWFWMTPQSPKPSCHNVITGRWTPSAADRAAGRLPGYGVITNIINGGIECGKG 
              230       240       250       260       270       280 
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 74.9  bits: 16.5 E():   34 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (68-74:19-25) 
 
        40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 
                                     :.::..:       
gi|320             YTTEGGTKAEAEDVIPEGWKADTSYE      
                           10        20            
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 74.9  bits: 16.5 E():   34 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (68-74:19-25) 
 
        40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 
                                     :.::..:       
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE      
                           10        20            
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.5  bits: 19.6 E():   36 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (15-74:192-245) 
 
                               10        20        30        40     
AAD-12                 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|116 GSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
             170       180       190       200       210        220 
 
           50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 
        :..  . .: .:..       .:.::..:       
gi|116 YTTEGGTKGEAEDVIP-----EGWKADTAYEAK    
              230            240            
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 74.2  bits: 20.7 E():   37 
Smith-Waterman score: 56; 40.6% identity (56.2% similar) in 32 aa overlap (9-38:153-184) 
 
                                     10        20          30       
AAD-12                       QHALLIFPGQHLSNDQQITFAK--RFGAIERIGGGDIV 
                                     ::.   .::  : .  :    .::  ::.: 
gi|258 QGQQEQQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVV 
            130       140       150       160       170       180   
 
         40        50        60        70        80                 
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ                 
       ::                                                           
gi|258 AIPAGVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQ 
            190       200       210       220       230       240   
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 74.1  bits: 20.2 E():   37 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (3-69:237-302) 
 
                                           10         20        30  
AAD-12                             QHALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|270 SPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
        210       220       230       240       250       260       
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              40        50        60        70        80            
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ            
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|270 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPDRAIETYLFAMFD 
        270         280       290       300       310       320     
 
gi|270 ENQKQPEVEKHFGLFFPDKRPKYNLNFSAKKNWDISTEHNATVLFLKSDM 
          330       340       350       360       370     
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 74.1  bits: 20.2 E():   37 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (3-69:237-302) 
 
                                           10         20        30  
AAD-12                             QHALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|124 SPLLANIYPYFTYADNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
        210       220       230       240       250       260       
 
              40        50        60        70        80            
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ            
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|124 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYLFAMFD 
        270         280       290       300       310       320     
 
gi|124 ENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHDATILFLKSDM 
          330       340       350       360       370     
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 74.1  bits: 20.2 E():   37 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (3-69:237-302) 
 
                                           10         20        30  
AAD-12                             QHALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|124 SPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
        210       220       230       240       250       260       
 
              40        50        60        70        80            
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ            
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|124 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYLFAMFD 
        270         280       290       300       310       320     
 
gi|124 ENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
          330       340       350       360       370     
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 74.1  bits: 20.2 E():   37 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (3-69:237-302) 
 
                                           10         20        30  
AAD-12                             QHALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|118 SPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
        210       220       230       240       250       260       
 
              40        50        60        70        80            
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ            
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|118 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYLFAMFD 
        270         280       290       300       310       320     
 
gi|118 ENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
          330       340       350       360       370     
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 74.1  bits: 20.2 E():   37 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (3-69:237-302) 
 
                                           10         20        30  
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AAD-12                             QHALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|124 SPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
        210       220       230       240       250       260       
 
              40        50        60        70        80            
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ            
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|124 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYLFAMFD 
        270         280       290       300       310       320     
 
gi|124 ENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
          330       340       350       360       370     
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 74.1  bits: 20.2 E():   37 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (3-69:237-302) 
 
                                           10         20        30  
AAD-12                             QHALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|327 SPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
        210       220       230       240       250       260       
 
              40        50        60        70        80            
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ            
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|327 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYLFAMFD 
        270         280       290       300       310       320     
 
gi|327 ENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
          330       340       350       360       370     
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 74.1  bits: 20.2 E():   37 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (3-69:237-302) 
 
                                           10         20        30  
AAD-12                             QHALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|268 SPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
        210       220       230       240       250       260       
 
              40        50        60        70        80            
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ            
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|268 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYLFAMFD 
        270         280       290       300       310       320     
 
gi|268 ENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
          330       340       350       360       370     
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 74.1  bits: 20.2 E():   37 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (3-69:237-302) 
 
                                           10         20        30  
AAD-12                             QHALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|124 SPLLTNIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
        210       220       230       240       250       260       
 
              40        50        60        70        80            
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ            
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|124 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYLFATFD 
        270         280       290       300       310       320     
 
gi|124 ENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
          330       340       350       360       370     
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>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 74.1  bits: 20.2 E():   37 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (3-69:237-302) 
 
                                           10         20        30  
AAD-12                             QHALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|124 SPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
        210       220       230       240       250       260       
 
              40        50        60        70        80            
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ            
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|124 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYLFAMFD 
        270         280       290       300       310       320     
 
gi|124 ENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
          330       340       350       360       370     
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.0  bits: 19.6 E():   38 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (15-74:207-260) 
 
                               10        20        30        40     
AAD-12                 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|386 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
           50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 
        :..  . .: .:..       .:.::..:       
gi|386 YTTEGGTKVEAEDVIP-----EGWKADTAYESK    
         240       250            260       
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 73.9  bits: 19.6 E():   38 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (15-74:209-262) 
 
                               10        20        30        40     
AAD-12                 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|117 GSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
      180       190       200       210       220       230         
 
           50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 
        :..  . .: .:..       .:.::..:       
gi|117 YTTEGGTKGEAEDVIP-----EGWKADTAYEAK    
       240       250            260         
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 73.5  bits: 18.6 E():   40 
Smith-Waterman score: 48; 22.2% identity (46.9% similar) in 81 aa overlap (1-76:36-116) 
 
                                             10         20          
AAD-12                               QHALLIFPGQ-HLSNDQQITFAKRFGAIER 
                                     :: .. .  : :  . :: :   . :     
gi|273 YLKTYLSWLTEEQKEKLKEMKEAGKTKAEIQHEVMRYYDQLHGEEKQQATEKLKVGCKML 
          10        20        30        40        50        60      
 
      30            40        50        60        70        80      
AAD-12 IGG--GD--IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ      
       . :  :.  .: . :.:  :.  :.   . . :.. .. .   .    : :          
gi|273 LKGIIGEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGAT 
          70        80        90       100       110       120      
 
gi|273 TLQHHRRRR 
         130     
 
>>gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pachycon  (199 aa) 
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 initn:  40 init1:  40 opt:  50  Z-score: 73.3  bits: 19.1 E():   41 
Smith-Waterman score: 50; 25.0% identity (53.8% similar) in 52 aa overlap (27-76:97-142) 
 
                   10        20        30        40        50       
AAD-12     QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD 
                                     .::   :. .:.:.  : :      : . . 
gi|169 MPDLTWDNELAAIAQRWVNQCKIGHDGCRNVERYQVGQNIAMSGSTAKG------PCNMN 
         70        80        90       100       110             120 
 
         60          70        80                                   
AAD-12 DMMKVIVG--NMAWHADSTYMPVMAQ                                   
       ..... ..  :    :: . ::                                       
gi|169 NLVQMWINEVNALNAADVSSMPSDGNYFMKIGHYTQLVWGKTTKVGCGIIQFLDGKFYKC 
              130       140       150       160       170       180 
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 73.2  bits: 20.2 E():   42 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (42-57:89-105) 
 
              20        30        40         50        60        70 
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .              
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       60        70        80        90       100       110         
 
               80                                                   
AAD-12 DSTYMPVMAQ                                                   
                                                                    
gi|114 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      120       130       140       150       160       170         
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 72.9  bits: 19.4 E():   44 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (31-46:181-195) 
 
               10        20        30        40        50        60 
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
               70        80                        
AAD-12 VIVGNMAWHADSTYMPVMAQ                        
                                                   
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 72.9  bits: 18.6 E():   44 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (39-55:2-19) 
 
       10        20        30        40         50        60        
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD-GTVRQHSPAEWDDMMKVIVGNMA 
                                     ..: .: :.. ..::.::             
gi|250                              PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPF 
                                            10        20        30  
 
        70        80                                                
AAD-12 WHADSTYMPVMAQ                                                
                                                                    
gi|250 PRCRALVKSQCAGGQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDK 
              40        50        60        70        80        90  
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 72.7  bits: 19.1 E():   45 
Smith-Waterman score: 50; 40.0% identity (72.0% similar) in 25 aa overlap (35-59:9-29) 
 
           10        20        30        40        50        60     
AAD-12 LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG 
                                     :::.....: .    :.:: .:: :      
gi|144                       MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMV 
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                                     10            20        30     
 
           70        80                                             
AAD-12 NMAWHADSTYMPVMAQ                                             
                                                                    
gi|144 DQIVKSLTTKKELDPFKIEQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKID 
           40        50        60        70        80        90     
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 72.6  bits: 19.4 E():   46 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (31-61:192-222) 
 
               10        20        30        40        50           
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : : ..  
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
      60        70        80                       
AAD-12 KVIVGNMAWHADSTYMPVMAQ                       
       .:                                          
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 72.4  bits: 19.4 E():   47 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (31-46:199-213) 
 
               10        20        30        40        50        60 
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
               70        80                        
AAD-12 VIVGNMAWHADSTYMPVMAQ                        
                                                   
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 72.4  bits: 18.3 E():   47 
Smith-Waterman score: 47; 28.6% identity (68.6% similar) in 35 aa overlap (17-50:93-127) 
 
                             10        20         30        40      
AAD-12               QHALLIFPGQHLSNDQQITFA-KRFGAIERIGGGDIVAISNVKADG 
                                     :  :. :.   :....: :.:. ..: .   
gi|121 FKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVT 
             70        80        90       100       110       120   
 
          50        60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 
       .::..                               
gi|121 SVRSYKRI                            
            130                            
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (32-72:110-157) 
 
              10        20        30        40               50     
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|384 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
           60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQ 
        . ..... . .  :.:.         
gi|384 GETLLRAVESYLLAHSDAYN       
     140       150                
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>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (62.5% similar) in 48 aa overlap (32-72:110-157) 
 
              10        20        30        40            50        
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|437 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
      80        90       100       110       120       130          
 
           60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQ 
        . ..... . .  :.:.         
gi|437 GETLLRAVESYLLAHSDAYN       
     140       150                
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (32-72:110-157) 
 
              10        20        30        40               50     
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|437 KYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
           60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQ 
        . ..... . .  :.:.         
gi|437 GETLLRAVESYLLAHSDAYN       
     140       150                
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (32-72:110-157) 
 
              10        20        30        40               50     
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|115 KYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
           60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQ 
        . ..... . .  :.:.         
gi|115 GETLLRAVESYLLAHSDAYN       
     140       150                
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (32-72:111-158) 
 
              10        20        30        40               50     
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
           60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQ 
        . ..... . .  :.:.         
gi|154 RETLLRAVESYLLAHSDAYN       
              150       160       
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (32-72:111-158) 
 
              10        20        30        40               50     
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
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                                     ::.:. :::   .:.:  :.    . :    
gi|132 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
           60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQ 
        . ..... . .  :.:.         
gi|132 GETLLRAVESYLLAHSDAYN       
              150       160       
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (62.5% similar) in 48 aa overlap (32-72:111-158) 
 
              10        20        30        40            50        
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|400 KYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
           60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQ 
        . ..... . .  :.:.         
gi|400 GETLLRAVESYLLAHSDAYN       
              150       160       
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (32-72:111-158) 
 
              10        20        30        40               50     
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|400 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
           60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQ 
        . ..... . .  :.:.         
gi|400 GETLLRAVESYLLAHSDAYN       
              150       160       
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (32-72:111-158) 
 
              10        20        30        40               50     
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|256 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
           60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQ 
        . ..... . .  :.:.         
gi|256 GETLLRAVESYLLAHSDAYN       
              150       160       
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (32-72:111-158) 
 
              10        20        30        40               50     
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
           60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQ 
        . ..... . .  :.:.         
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gi|154 GETLLRAVESYLLAHSDAYN       
              150       160       
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (32-72:111-158) 
 
              10        20        30        40               50     
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|256 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
           60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQ 
        . ..... . .  :.:.         
gi|256 GETLLRAVESYLLAHSDAYN       
              150       160       
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (32-72:111-158) 
 
              10        20        30        40               50     
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|114 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
           60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQ 
        . ..... . .  :.:.         
gi|114 GETLLRAVESYLLAHSDAYN       
              150       160       
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (32-72:111-158) 
 
              10        20        30        40               50     
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
           60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQ 
        . ..... . .  :.:.         
gi|154 GETLLRAVESYLLAHSDAYN       
              150       160       
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (32-72:111-158) 
 
              10        20        30        40               50     
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
           60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQ 
        . ..... . .  :.:.         
gi|154 GETLLRAVESYLLAHSDAYN       
              150       160       
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 71.6  bits: 20.2 E():   51 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (42-57:119-135) 
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              20        30        40         50        60        70 
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .              
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       90       100       110       120       130       140         
 
               80                                                   
AAD-12 DSTYMPVMAQ                                                   
                                                                    
gi|476 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      150       160       170       180       190       200         
 
>>gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=Major  (308 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 71.3  bits: 19.4 E():   53 
Smith-Waterman score: 51; 31.5% identity (53.7% similar) in 54 aa overlap (21-70:104-154) 
 
                         10        20        30        40           
AAD-12           QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD--GTVR 
                                     ::  : : ..  .  :: . ..:   : :: 
gi|249 PLPTPLRRTSSRSSRPPSPSPPRASSPTSAAKAPGLIPKLDTAYDVAYKAAEAHPRGQVR 
            80        90       100       110       120       130    
 
         50        60        70        80                           
AAD-12 Q--HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ                           
       .  : : .    ..::.: .  ::                                     
gi|249 RLRHCPHR---SLRVIAGALEVHAVKPATEEVLAAKIPTGELQIVDKIDAAFKIAATAAN 
           140          150       160       170       180       190 
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 71.2  bits: 19.9 E():   54 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (14-34:330-350) 
 
                                10        20        30        40    
AAD-12                  QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|149 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
            50        60        70        80                        
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ                        
                                                                    
gi|149 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 71.0  bits: 19.1 E():   55 
Smith-Waterman score: 50; 22.2% identity (46.9% similar) in 81 aa overlap (1-76:36-116) 
 
                                             10         20          
AAD-12                               QHALLIFPGQ-HLSNDQQITFAKRFGAIER 
                                     :: .. .  : :  . :: :   . :     
gi|273 YLKTYLSWLTEEQKEKLKEMKEAGKTKAEIQHEVMHYYDQLHGEEKQQATEKLKVGCKML 
          10        20        30        40        50        60      
 
      30            40        50        60        70        80      
AAD-12 IGG--GD--IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ      
       . :  :.  .: . :.:  :.  :.   . . :.. .. .   .    : :          
gi|273 LKGIIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGAT 
          70        80        90       100       110       120      
 
gi|273 TLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKTKKELEAKILHYYDELEGD 
         130       140       150       160       170       180      
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 71.0  bits: 19.1 E():   55 
Smith-Waterman score: 50; 22.2% identity (46.9% similar) in 81 aa overlap (1-76:36-116) 
 
                                             10         20          
AAD-12                               QHALLIFPGQ-HLSNDQQITFAKRFGAIER 
                                     :: .. .  : :  . :: :   . :     
gi|273 YLKTYLSWLTEEQKEKLKEMKEAGKTKAEIQHEVMRYYDQLHGEEKQQATEKLKVGCKML 
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          10        20        30        40        50        60      
 
      30            40        50        60        70        80      
AAD-12 IGG--GD--IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ      
       . :  :.  .: . :.:  :.  :.   . . :.. .. .   .    : :          
gi|273 LKGIIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGAT 
          70        80        90       100       110       120      
 
gi|273 TLQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKELEAKILHYYDELEGD 
         130       140       150       160       170       180      
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 71.0  bits: 19.1 E():   56 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (31-46:198-212) 
 
               10        20        30        40        50        60 
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
               70        80                        
AAD-12 VIVGNMAWHADSTYMPVMAQ                        
                                                   
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
        230       240       250       260          
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 71.0  bits: 19.1 E():   56 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (31-46:198-212) 
 
               10        20        30        40        50        60 
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
               70        80                        
AAD-12 VIVGNMAWHADSTYMPVMAQ                        
                                                   
gi|115 RKDSDKPIKGPITVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
        230       240       250       260          
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 47; 25.0% identity (58.3% similar) in 48 aa overlap (32-72:110-157) 
 
              10        20        30        40               50     
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|159 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEL 
      80        90       100       110       120       130          
 
           60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQ 
        . ..... . .  :.:.         
gi|159 GETLLRAVESYLLAHSDAYN       
     140       150                
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.7  bits: 18.3 E():   57 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (32-72:111-158) 
 
              10        20        30        40            50        
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
           60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQ 
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        . ..... . .  :.:.         
gi|116 GEALLRAVESYLLAHSDAYN       
              150       160       
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.7  bits: 18.3 E():   57 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (32-72:111-158) 
 
              10        20        30        40            50        
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
           60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQ 
        . ..... . .  :.:.         
gi|116 GEALLRAVESYLLAHSDAYN       
              150       160       
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.7  bits: 18.3 E():   57 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (32-72:111-158) 
 
              10        20        30        40            50        
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
           60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQ 
        . ..... . .  :.:.         
gi|132 GEALLRAVESYLLAHSDAYN       
              150       160       
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.7  bits: 18.3 E():   57 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (32-72:111-158) 
 
              10        20        30        40            50        
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|400 KYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
           60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQ 
        . ..... . .  :.:.         
gi|400 GEALLRAVESYLLAHSDAYN       
              150       160       
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.7  bits: 18.3 E():   57 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (32-72:111-158) 
 
              10        20        30        40            50        
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
           60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQ 
        . ..... . .  :.:.         
gi|116 GEALLRAVESYLLAHSDAYN       
              150       160       
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 70.7  bits: 18.3 E():   57 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (31-71:110-157) 
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               10        20        30        40              50     
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
            60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQ 
         . ..... . .  :.:          
gi|154 MAEKLLRAVESYLLAHTDEYN       
     140       150       160       
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.7  bits: 18.3 E():   57 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (32-72:111-158) 
 
              10        20        30        40            50        
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
           60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQ 
        . ..... . .  :.:.         
gi|132 AEALLRAVESYLLAHSDAYN       
              150       160       
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.7  bits: 18.3 E():   57 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (32-72:111-158) 
 
              10        20        30        40            50        
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
           60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQ 
        . ..... . .  :.:.         
gi|132 GEALLRAVESYLLAHSDAYN       
              150       160       
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 70.7  bits: 18.3 E():   57 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (31-71:110-157) 
 
               10        20        30        40              50     
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
            60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQ 
         . ..... . .  :.:          
gi|154 MAEKLLRAVESYLLAHTDEYN       
     140       150       160       
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.7  bits: 18.3 E():   57 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (32-72:111-158) 
 
              10        20        30        40            50        
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDQEMKAEHMKAIKEK 
               90       100       110       120       130       140 
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           60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQ 
        . ..... . .  :.:.         
gi|116 GEALLRAVESYLLAHSDAYN       
              150       160       
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 70.6  bits: 20.4 E():   58 
Smith-Waterman score: 55; 20.5% identity (60.3% similar) in 73 aa overlap (9-80:242-309) 
 
                                     10        20        30         
AAD-12                       QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDI-VA 
                                     ::.... ::.  ....:  .. : :.     
gi|220 PGQGQQIGQGQQGYYPTSPQHPGQRQQPGQGQQIGQGQQLGQGRQIGQGQQSGQGQQGYY 
             220       230       240       250       260       270  
 
        40        50        60        70        80                  
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ                  
        .. .  :  .:  :..:..  .   :.....  :  .: ..:                  
gi|220 PTSPQQLGQGQQ--PGQWQQSGQ---GQQGYYPTSQQQPGQGQQGQYPASQQQPGQGQQG 
             280         290          300       310       320       
 
gi|220 QYPASQQQPGQGQQGQYPASQQQPGQGQQGHYLASQQQPGQGQQRHYPASLQQPGQGQQG 
        330       340       350       360       370       380       
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 70.0  bits: 18.6 E():   63 
Smith-Waterman score: 48; 29.8% identity (50.9% similar) in 57 aa overlap (1-57:64-116) 
 
                                             10        20        30 
AAD-12                               QHALLIFPGQHLSNDQQITFAKRFGAIERI 
                                     :.:. .  : :....    : : . : :.  
gi|833 HQTYVNGLNAALEAQKKAAEANDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEKS 
            40        50        60        70           80           
 
               40        50        60        70        80           
AAD-12 GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ           
       ::: :     .::    :  :  .. :                                  
gi|833 GGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTHD 
      90       100       110       120       130       140          
 
>>gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full=Polc  (85 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.0  bits: 17.3 E():   63 
Smith-Waterman score: 43; 36.6% identity (46.3% similar) in 41 aa overlap (22-62:17-54) 
 
               10        20        30        40        50        60 
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                            ::: :    : : : :    .:  :. . .: :   ::  
gi|144      MADDHPQDKAERERIFKRFDAN---GDGKISAAELGEALKTLGSITPDEVKHMMA 
                    10        20           30        40        50   
 
               70        80              
AAD-12 VIVGNMAWHADSTYMPVMAQ              
        :                                
gi|144 EIDTDGDGFISFQEFTDFGRANRGLLKDVAKIF 
             60        70        80      
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 69.7  bits: 19.4 E():   65 
Smith-Waterman score: 51; 21.6% identity (56.9% similar) in 51 aa overlap (20-69:103-153) 
 
                          10        20         30        40         
AAD-12            QHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|129 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
       50        60        70        80                             
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ                             
       .: :: ::   : .. .. ..                                        
gi|129 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
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            140       150       160       170       180       190   
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 69.7  bits: 19.4 E():   65 
Smith-Waterman score: 51; 21.6% identity (56.9% similar) in 51 aa overlap (20-69:103-153) 
 
                          10        20         30        40         
AAD-12            QHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|309 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
       50        60        70        80                             
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ                             
       .: :: ::   : .. .. ..                                        
gi|309 DHPPASWDWRKKGVITQVKYQGGCGSGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 69.7  bits: 19.4 E():   65 
Smith-Waterman score: 51; 21.6% identity (56.9% similar) in 51 aa overlap (20-69:103-153) 
 
                          10        20         30        40         
AAD-12            QHALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|119 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
       50        60        70        80                             
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ                             
       .: :: ::   : .. .. ..                                        
gi|119 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 69.7  bits: 18.8 E():   65 
Smith-Waterman score: 54; 21.7% identity (56.7% similar) in 60 aa overlap (15-74:207-260) 
 
                               10        20        30        40     
AAD-12                 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :.   . . .::. ::   : .. .   .  
gi|168 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWTELKESWGAVWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
           50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 
        :..  . .:..:..       .:.::..:       
gi|168 YTTEGGTKSEFEDVIP-----EGWKADTSYSAK    
         240       250            260       
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 69.7  bits: 18.6 E():   66 
Smith-Waterman score: 48; 29.8% identity (50.9% similar) in 57 aa overlap (1-57:75-127) 
 
                                             10        20        30 
AAD-12                               QHALLIFPGQHLSNDQQITFAKRFGAIERI 
                                     :.:. .  : :....    : : . : :.  
gi|164 HQTYVNGLNAALEAQKKAAEATDVPKLVSVQQAIKFNGGGHINHS---LFWKNL-APEKS 
           50        60        70        80           90        100 
 
               40        50        60        70        80           
AAD-12 GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ           
       ::: :     .::    :  :  .. :                                  
gi|164 GGGKIDQAPVLKAAIEQRWGSFDKFKDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTHD 
              110       120       130       140       150       160 
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 69.6  bits: 19.6 E():   66 
Smith-Waterman score: 52; 25.0% identity (65.6% similar) in 32 aa overlap (7-38:117-148) 
 
                                       10        20        30       
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AAD-12                         QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : :.. .....  :  .   ....  :::. 
gi|303 APKLYYVTQGRGILGVLMPGCPETFQSMSQFQGSREQEEERGRFQDQHQKVHHLKKGDII 
         90       100       110       120       130       140       
 
         40        50        60        70        80                 
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ                 
       ::                                                           
gi|303 AIPAGVALWCYNDGDEDLVTVLVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLR 
        150       160       170       180       190       200       
 
>>gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.4  bits: 17.8 E():   68 
Smith-Waterman score: 45; 27.1% identity (52.1% similar) in 48 aa overlap (30-76:15-62) 
 
               10        20        30        40        50        60 
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                    : :. . : . .  ::.:  .:    .   . 
gi|144                MSWQAYVDDHLMCEIEGNHLSAAAIIGQDGSVWAQSANFPQFKSE 
                              10        20        30        40      
 
                70        80                                        
AAD-12 VIVGNMA-WHADSTYMPVMAQ                                        
        :.: :. .:  .:  :                                            
gi|144 EITGIMSDFHEPGTLAPTGLYIGGTKYMVIQGEPGAVIRGKKGPGGVTVKKTNQALIIGI 
          50        60        70        80        90       100      
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.4  bits: 18.0 E():   68 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (31-40:109-118) 
 
               10        20        30        40        50        60 
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
               70        80  
AAD-12 VIVGNMAWHADSTYMPVMAQ  
                             
gi|534 KAEALFRAVESYLLAHSDAYN 
      140       150          
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (31-40:110-119) 
 
               10        20        30        40        50        60 
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
               70        80  
AAD-12 VIVGNMAWHADSTYMPVMAQ  
                             
gi|534 KAEALFRAVESYLLAHSDAYN 
     140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 46; 25.0% identity (62.5% similar) in 40 aa overlap (1-40:81-119) 
 
                                             10        20        30 
AAD-12                               QHALLIFPGQHLSNDQQITFAKRFGAIERI 
                                     ...  .. :. :. :.    ....  .    
gi|167 PGTIKNITFAEGIPFKFVKERVDEVDNANFKYSYTVIEGDVLG-DKLEKVSHELKIVAAP 
               60        70        80        90        100          
 
               40        50        60        70        80  
AAD-12 GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ  
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       :::.:: ::.                                          
gi|167 GGGSIVKISSKFHAKGDHEVNAEEMKGAKEMAEKLLRAVESYLLAHTAEYN 
     110       120       130       140       150       160 
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.2  bits: 17.5 E():   69 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (16-34:35-53) 
 
                              10        20        30        40      
AAD-12                QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
          50        60        70        80              
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ              
                                                        
gi|191 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.2  bits: 17.5 E():   69 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (16-34:35-53) 
 
                              10        20        30        40      
AAD-12                QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
          50        60        70        80              
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ              
                                                        
gi|730 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 46; 32.3% identity (58.1% similar) in 31 aa overlap (41-68:38-65) 
 
               20        30        40           50        60        
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ---HSPAEWDDMMKVIVGNMA 
                                     :.: . .:.    .:  ::.. ::    .: 
gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKV---AQA 
        10        20        30        40        50        60        
 
        70        80                                                
AAD-12 WHADSTYMPVMAQ                                                
       :                                                            
gi|148 WAETRTPDCSLIHSDRCGENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQIV 
           70        80        90       100       110       120     
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 68.9  bits: 19.9 E():   73 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (14-34:330-350) 
 
                                10        20        30        40    
AAD-12                  QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|169 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
            50        60        70        80                        
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ                        
                                                                    
gi|169 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 68.6  bits: 18.3 E():   75 
Smith-Waterman score: 47; 23.1% identity (51.3% similar) in 39 aa overlap (38-72:147-185) 
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        10        20        30        40        50            60    
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH----SPAEWDDMMKVIV 
                                     ::.  .::.. .:    .   :    :.   
gi|613 ATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMHVGHYTQIVWAKTKKIGC 
        120       130       140       150       160       170       
 
            70        80                   
AAD-12 GNMAWHADSTYMPVMAQ                   
       : . .. :.                           
gi|613 GRIMFKEDNWNKHYLVCNYGPAGNVLGAQIYEIKK 
        180       190       200       210  
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 68.2  bits: 19.1 E():   79 
Smith-Waterman score: 50; 24.3% identity (56.8% similar) in 37 aa overlap (39-75:262-298) 
 
       10        20        30        40        50        60         
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|169 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
       70        80                                                 
AAD-12 HADSTYMPVMAQ                                                 
       .: :.::                                                      
gi|169 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.0  bits: 18.6 E():   81 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (7-17:90-100) 
 
                                       10        20        30       
AAD-12                         QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
         40        50        60        70        80                 
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ                 
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (30-51:15-36) 
 
               10        20        30        40        50        60 
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                    : :  ..: . .  ::.:  ::          
gi|218                MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPE 
                              10        20        30        40      
 
               70        80                                         
AAD-12 VIVGNMAWHADSTYMPVMAQ                                         
                                                                    
gi|218 EITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGI 
          50        60        70        80        90       100      
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (30-51:15-36) 
 
               10        20        30        40        50        60 
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                    : :  ..: . .  ::.:  ::          
gi|288                MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPE 
                              10        20        30        40      
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               70        80                                         
AAD-12 VIVGNMAWHADSTYMPVMAQ                                         
                                                                    
gi|288 EITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGI 
          50        60        70        80        90       100      
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (30-51:15-36) 
 
               10        20        30        40        50        60 
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                    : :  ..: . .  ::.:  ::          
gi|604                MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPE 
                              10        20        30        40      
 
               70        80                                         
AAD-12 VIVGNMAWHADSTYMPVMAQ                                         
                                                                    
gi|604 EITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGI 
          50        60        70        80        90       100      
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 44; 36.4% identity (59.1% similar) in 22 aa overlap (30-51:15-36) 
 
               10        20        30        40        50        60 
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                    : :  ..: . .  ::.:  ::          
gi|144                MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPE 
                              10        20        30        40      
 
               70        80                                         
AAD-12 VIVGNMAWHADSTYMPVMAQ                                         
                                                                    
gi|144 EITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGI 
          50        60        70        80        90       100      
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 45; 33.3% identity (57.8% similar) in 45 aa overlap (25-62:52-96) 
 
                     10        20        30        40               
AAD-12       QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK--ADGT-----V 
                                     :.:..:. :.  . : ::   ::.     : 
gi|602 AFVLDADNLIPKIAPQAVKSTEILEGDGGVGTIKKINFGEGSTYSYVKHKIDGVDKDNFV 
              30        40        50        60        70        80  
 
        50        60        70        80                            
AAD-12 RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ                            
        :.:  : : . ..:                                              
gi|602 YQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISHYHTKGDVEIKEEHVKAGKEKAS 
              90       100       110       120       130       140  
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 67.9  bits: 19.4 E():   82 
Smith-Waterman score: 51; 28.3% identity (56.7% similar) in 60 aa overlap (4-62:186-244) 
 
                                          10        20        30    
AAD-12                            QHALLIFPGQHLSNDQQITFAKRFGAIERIGGG 
                                     .... :.: :: .. : : : .   .   . 
gi|215 KKRPIVYECAEISWKVMNNGDVFILLVPNFVFVWTGKH-SNRMERTTAIRVANDLKSELN 
         160       170       180       190        200       210     
 
            40         50        60        70        80             
AAD-12 DIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ             
        .   : .  ::  :.: : ::.: . :..                               
gi|215 RFKLSSVILEDGKEVEQTSGAEYDAFNKALSLDKKDIDLKQMPKGYDYAASDKSFESHER 
          220       230       240       250       260       270     
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
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 initn:  38 init1:  38 opt:  45  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 45; 25.0% identity (56.2% similar) in 48 aa overlap (32-72:111-158) 
 
              10        20        30        40               50     
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|132 KYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEM 
               90       100       110       120       130       140 
 
           60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQ 
        . .....   .  :.:.         
gi|132 GETLLRAVERYLLAHSDAYN       
              150       160       
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.8  bits: 15.1 E():   83 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (68-74:19-25) 
 
        40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 
                                     :..:..:       
gi|320             YTTEGGTKAEAEDVIPEGWKVDTSYE      
                           10        20            
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.5  bits: 17.5 E():   86 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (30-52:15-37) 
 
               10        20        30        40        50        60 
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                    : : .... . .  ::.:  .::         
gi|100                MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKPE 
                              10        20        30        40      
 
               70        80                                         
AAD-12 VIVGNMAWHADSTYMPVMAQ                                         
                                                                    
gi|100 ENAGIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGI 
          50        60        70        80        90       100      
 
>>gi|62240392|gb|AAX77384.1| 11S globulin precursor [Sin  (523 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 67.2  bits: 19.4 E():   89 
Smith-Waterman score: 51; 30.0% identity (63.3% similar) in 30 aa overlap (9-37:173-202) 
 
                                     10         20        30        
AAD-12                       QHALLIFPGQHLSNDQ-QITFAKRFGAIERIGGGDIVA 
                                     ::. ...: :  :   .  .:..  ::..: 
gi|622 QQGQQGQQGQQQGQQGQQGQQGQQGQQGQQGQQGQQQQGQQGFRDMYQKVEHVRHGDVIA 
            150       160       170       180       190       200   
 
        40        50        60        70        80                  
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ                  
                                                                    
gi|622 NTPGSAHWIYNTGDKPLVIISLLDIANYQNQLDRNPRVFRLAGNNPQGGFGGPQQQQPQQ 
            210       220       230       240       250       260   
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.2  bits: 17.0 E():   90 
Smith-Waterman score: 42; 37.5% identity (62.5% similar) in 24 aa overlap (16-39:79-100) 
 
                              10        20        30        40      
AAD-12                QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .  :       
gi|897 QQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQL--AAQLPAMCRLEGGDALLASQ      
       50        60        70        80          90       100       
 
          50        60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
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 initn:  44 init1:  44 opt:  48  Z-score: 67.1  bits: 18.6 E():   91 
Smith-Waterman score: 48; 25.7% identity (60.0% similar) in 35 aa overlap (27-57:81-115) 
 
                   10        20        30            40        50   
AAD-12     QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV----AISNVKADGTVRQHSP 
                                     :  .: :...     :. .:  :.:..  : 
gi|324 NFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFP 
               60        70        80        90       100       110 
 
             60        70        80                                 
AAD-12 AEWDDMMKVIVGNMAWHADSTYMPVMAQ                                 
       .:. .                                                        
gi|324 SEFGNDVDRSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASS 
              120       130       140       150       160       170 
 
>>gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin precurs  (148 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.1  bits: 17.5 E():   91 
Smith-Waterman score: 44; 21.2% identity (54.5% similar) in 33 aa overlap (36-68:25-57) 
 
          10        20        30        40        50        60      
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     :. ..:  .:  ...   ::.. .  .    
gi|538       MARFTIVLAVLFAAALVSASAHKTVVTTSVAEEGEEENQRGCEWESRQCQMRHC 
                     10        20        30        40        50     
 
          70        80                                              
AAD-12 MAWHADSTYMPVMAQ                                              
       : :                                                          
gi|538 MQWMRSMRGQYEESFLRSAEANQGQFEHFRECCNELRDVKSHCRCEALRCMMRQMQQEYG 
           60        70        80        90       100       110     
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 66.7  bits: 18.8 E():   95 
Smith-Waterman score: 49; 24.3% identity (56.8% similar) in 37 aa overlap (39-75:262-298) 
 
       10        20        30        40        50        60         
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
       70        80                                                 
AAD-12 HADSTYMPVMAQ                                                 
       .: :.::                                                      
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 66.7  bits: 18.8 E():   95 
Smith-Waterman score: 50; 26.8% identity (51.2% similar) in 41 aa overlap (3-39:190-230) 
 
                                           10            20         
AAD-12                             QHALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::  .  :    ::.  
gi|215 NKPVIFTKSNLAKSPELDAKMYDICYSTAAAPIYFPPHHFVTHTSNGARYEFNLVDGAVA 
     160       170       180       190       200       210          
 
       30        40        50        60        70        80         
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ         
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 [Ch  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.6  bits: 17.3 E():   96 
Smith-Waterman score: 43; 33.3% identity (62.5% similar) in 24 aa overlap (30-53:15-38) 
 
               10        20        30        40        50        60 
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                    : :. . . . .  ::::  .::.        
gi|294                MSWQTYVDDHLMCDIEGNHLSSAAILGHDGTVWAQSPSFPQLKPE 
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                              10        20        30        40      
 
               70        80                                         
AAD-12 VIVGNMAWHADSTYMPVMAQ                                         
                                                                    
gi|294 EVSAIMKDFNEPGSLAPTGLHLGGTKYMVIQGEPGDVIRGKKGPGGVTIKKTNQALIIGI 
          50        60        70        80        90       100      
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 66.5  bits: 18.8 E():   97 
Smith-Waterman score: 49; 26.2% identity (61.9% similar) in 42 aa overlap (1-42:121-160) 
 
                                             10        20        30 
AAD-12                               QHALLIFPGQHLSNDQQITFAKRFGAIERI 
                                     :. ..:.  :..   .. :.  : . .: . 
gi|113 TSDQDDDVVNPKEGTLRFGATQDRPLWIIFQRDMIIYLQQEMVVTSDKTIDGRGAKVELV 
              100       110       120       130       140       150 
 
               40        50        60        70        80           
AAD-12 GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ           
        ::  ... :::                                                 
gi|113 YGG--ITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQSDGDAIHVTGSSDIWI 
                160       170       180       190       200         
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (31-40:109-118) 
 
               10        20        30        40        50        60 
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|402 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKE 
       80        90       100       110       120       130         
 
               70        80  
AAD-12 VIVGNMAWHADSTYMPVMAQ  
                             
gi|402 MAEKLLRAVESYLLAHTAEYN 
      140       150          
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (31-40:110-119) 
 
               10        20        30        40        50        60 
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|167 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
               70        80  
AAD-12 VIVGNMAWHADSTYMPVMAQ  
                             
gi|167 MAEKLLRAVESYLLAHTAEYN 
     140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (31-40:110-119) 
 
               10        20        30        40        50        60 
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
               70        80  
AAD-12 VIVGNMAWHADSTYMPVMAQ  
                             
gi|154 MAEKLLRAVESYLLAHTAEYN 
     140       150       160 
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>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (31-40:110-119) 
 
               10        20        30        40        50        60 
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|730 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
               70        80  
AAD-12 VIVGNMAWHADSTYMPVMAQ  
                             
gi|730 MAEKLLRAVESYLLAHTAEYN 
     140       150       160 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (31-40:110-119) 
 
               10        20        30        40        50        60 
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|154 FKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
               70        80  
AAD-12 VIVGNMAWHADSTYMPVMAQ  
                             
gi|154 MAEKLLRAVESYLLAHTDEYN 
     140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (31-40:110-119) 
 
               10        20        30        40        50        60 
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|167 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
               70        80  
AAD-12 VIVGNMAWHADSTYMPVMAQ  
                             
gi|167 MAEKLLRAVESYLLAHTAEYN 
     140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (31-40:110-119) 
 
               10        20        30        40        50        60 
AAD-12 QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|730 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
               70        80  
AAD-12 VIVGNMAWHADSTYMPVMAQ  
                             
gi|730 MAEKLLRAVESYLLAHTAEYN 
     140       150       160 
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 66.4  bits: 18.6 E():   99 
Smith-Waterman score: 48; 30.4% identity (60.7% similar) in 56 aa overlap (27-76:196-248) 
 
                   10        20        30        40           50    
AAD-12     QHALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT---VRQHSPA 
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                                     : ::.: : :.  :.  :::   : :.. : 
gi|237 AVPQKNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGY-NI--DGTALPVLQNGDA 
         170       180       190       200          210       220   
 
            60           70        80                               
AAD-12 EWDDMMKVIV---GNMAWHADSTYMPVMAQ                               
       .. :.. . .   :..   .: ...:                                   
gi|237 DFIDVIYTSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITS 
            230       240       250       260       270       280   
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  49 init1:  49 opt:  51  Z-score: 66.4  bits: 19.4 E():   99 
Smith-Waterman score: 51; 29.4% identity (82.4% similar) in 17 aa overlap (49-65:535-551) 
 
       20        30        40        50        60        70         
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:.              
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
       80                    
AAD-12 AQ                    
                             
gi|331 KEGCFSEEGPKLVAAAQAALV 
          570       580      
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:36 2011 done: Fri Jan 21 00:02:36 2011 
 Total Scan time:  0.060 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 42  - 121 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     3     2:* 
  32     4     8:==* 
  34    23    22:=======* 
  36    66    44:==============*======= 
  38    61    73:=====================   * 
  40    88   102:==============================   * 
  42   119   125:======================================== * 
  44   178   138:=============================================*============== 
  46   119   140:========================================      * 
  48   149   134:============================================*===== 
  50   133   122:========================================*==== 
  52    90   108:==============================     * 
  54    97    92:==============================*== 
  56    65    77:======================   * 
  58    43    63:===============     * 
  60    48    51:================* 
  62    39    41:=============* 
  64    23    33:========  * 
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  66    32    26:========*== 
  68    11    20:====  * 
  70    24    16:=====*== 
  72    25    12:===*===== 
  74    20    10:===*=== 
  76     3     8:= * 
  78     4     6:=* 
  80     6     5:=* 
  82     3     3:* 
  84     1     3:* 
  86     7     2:*== 
  88     2     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.41600.00353; mu= 5.0063 0.182 
 mean_var=48.850313.662, 0's: 2 Z-trim: 2  B-trim: 11 in 1/43 
 Lambda= 0.183502 
 Kolmogorov-Smirnov  statistic: 0.0222 (N=29) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   67 23.6    0.91 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   65 23.1     1.3 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   63 22.6     5.1 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   62 22.3     5.6 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   62 22.3     6.1 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   57 21.0     7.1 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   57 21.0     7.1 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   57 21.0     7.1 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   57 21.0     7.1 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   60 21.8     7.3 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   62 22.3     7.6 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   60 21.8     8.8 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   56 20.7      11 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   61 22.0      13 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   55 20.4      13 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   57 21.0      14 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   57 21.0      15 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   56 20.7      17 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   56 20.7      17 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   60 21.8      18 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   56 20.7      18 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   56 20.7      18 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   45 17.8      21 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   50 19.1      21 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   55 20.4      22 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   49 18.8      23 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   51 19.4      28 
gi|14423757|sp|O04701.1|MPAC1_CYNDA RecName: Full= ( 246)   53 19.9      30 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   54 20.2      31 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   54 20.2      32 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 16.4      34 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 16.4      34 
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gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   52 19.6      36 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   56 20.7      36 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   54 20.2      37 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   54 20.2      37 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   54 20.2      37 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   54 20.2      37 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   54 20.2      37 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   54 20.2      37 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   54 20.2      37 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   54 20.2      37 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   54 20.2      37 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   52 19.6      38 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   52 19.6      38 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   48 18.6      39 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   48 18.6      39 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   48 18.6      39 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   48 18.6      39 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   53 19.9      41 
gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pach ( 199)   50 19.1      41 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   54 20.2      42 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 19.4      43 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 18.6      44 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 19.1      45 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   51 19.4      45 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 19.4      46 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   47 18.3      47 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   48 18.6      48 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   48 18.6      48 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   48 18.6      48 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   48 18.6      48 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   48 18.6      48 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   48 18.6      48 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   48 18.6      48 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   48 18.6      48 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   48 18.6      48 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   48 18.6      48 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   48 18.6      48 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   48 18.6      48 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   48 18.6      48 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   48 18.6      48 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   47 18.3      48 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   54 20.2      51 
gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=M ( 308)   51 19.4      53 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   53 19.9      54 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 19.1      55 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 19.1      55 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   47 18.3      57 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   46 18.1      57 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   47 18.3      57 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   47 18.3      57 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   47 18.3      57 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   47 18.3      57 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   47 18.3      57 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   47 18.3      57 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   47 18.3      57 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   47 18.3      57 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   47 18.3      57 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   47 18.3      57 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   55 20.4      58 
gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full= (  85)   43 17.3      64 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   51 19.4      65 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   51 19.4      65 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   51 19.4      65 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 18.9      65 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   52 19.7      66 
gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full= ( 131)   45 17.8      68 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 18.1      68 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 18.1      69 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   46 18.1      69 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   44 17.5      69 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   44 17.5      69 
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gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   53 19.9      72 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   47 18.3      75 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   50 19.1      79 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   48 18.6      80 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   51 19.4      81 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   45 17.8      82 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   45 17.8      82 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 15.1      84 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   44 17.5      86 
gi|62240392|gb|AAX77384.1| 11S globulin precursor  ( 523)   51 19.4      88 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   42 17.0      90 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   48 18.6      90 
gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin pre ( 148)   44 17.5      91 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   49 18.9      91 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   49 18.9      91 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   49 18.9      91 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   49 18.9      94 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   49 18.9      94 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   47 18.3      94 
gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 ( 131)   43 17.3      97 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   44 17.5      97 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   44 17.5      98 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   44 17.5      98 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   44 17.5      98 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   44 17.5      98 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   44 17.5      98 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   44 17.5      98 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   44 17.5      98 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   51 19.4      98 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 19.1   1e 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  67  Z-score: 103.2  bits: 23.6 E(): 0.91 
Smith-Waterman score: 67; 40.0% identity (63.3% similar) in 30 aa overlap (42-71:30-56) 
 
              20        30        40        50        60        70  
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:::.  ::. : :   ::. :.. : 
gi|126  TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTK--KGNL-WEVKS 
                10        20        30        40          50        
 
              80                                 
AAD-12 TYMPVMAQG                                 
                                                 
gi|126 AKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
         60        70        80        90        
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  65  Z-score: 100.5  bits: 23.1 E():  1.3 
Smith-Waterman score: 65; 35.5% identity (64.5% similar) in 31 aa overlap (42-72:30-57) 
 
              20        30        40        50        60        70  
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:::.  ::. . :   ::. :.. : 
gi|144  VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKS 
                10        20        30        40          50        
 
              80                                
AAD-12 TYMPVMAQG                                
       .                                        
gi|144 SKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
         60        70        80        90       
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  44 init1:  44 opt:  63  Z-score: 89.8  bits: 22.6 E():  5.1 
Smith-Waterman score: 63; 26.7% identity (56.7% similar) in 60 aa overlap (14-73:207-260) 
 
                                10        20        30        40    
AAD-12                  HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|390 GSNPNYLALLVKFVAGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
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        180       190       200       210       220            230  
 
            50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG 
        :::  . .      : .. . .:.::..:        
gi|390 FTVRYTTEGGTKGEAKDVIPE-GWKADTAYESK     
             240       250        260        
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  44 init1:  44 opt:  62  Z-score: 89.1  bits: 22.3 E():  5.6 
Smith-Waterman score: 62; 26.7% identity (55.0% similar) in 60 aa overlap (14-73:184-237) 
 
                                10        20        30        40    
AAD-12                  HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|458 GSNPNYLALLVKFVAGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
           160       170       180       190       200              
 
            50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG 
        :::  . .      : .. . .:.::. :        
gi|458 FTVRYTTEGGTKGEAKDVIPE-GWKADTCYESK     
      210       220        230       240     
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  44 init1:  44 opt:  62  Z-score: 88.4  bits: 22.3 E():  6.1 
Smith-Waterman score: 62; 26.7% identity (56.7% similar) in 60 aa overlap (14-73:206-259) 
 
                                10        20        30        40    
AAD-12                  HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|158 KGSNPNYLALLVKFSGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
         180       190       200       210       220            230 
 
            50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG 
        :::  . .      : .. . .:.::..:        
gi|158 FTVRYTTEGGTKARAKDVIPE-GWKADTAYESK     
              240       250        260       
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 87.2  bits: 21.0 E():  7.1 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (16-71:29-82) 
 
                            10        20        30        40        
AAD-12              HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG                            
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 87.2  bits: 21.0 E():  7.1 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (16-71:29-82) 
 
                            10        20        30        40        
AAD-12              HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSGLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG                            
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
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>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 87.2  bits: 21.0 E():  7.1 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (16-71:29-82) 
 
                            10        20        30        40        
AAD-12              HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG                            
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 87.2  bits: 21.0 E():  7.1 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (16-71:29-82) 
 
                            10        20        30        40        
AAD-12              HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|117 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG                            
       .:.  ::  : :   :  .:  ::                                     
gi|117 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 86.9  bits: 21.8 E():  7.3 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (6-37:133-160) 
 
                                        10        20        30      
AAD-12                          HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|221 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
            110       120       130       140           150         
 
          40        50        60        70        80                
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG                
       :.                                                           
gi|221 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
      160       170       180       190       200       210         
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  44 init1:  44 opt:  62  Z-score: 86.7  bits: 22.3 E():  7.6 
Smith-Waterman score: 62; 17.3% identity (62.7% similar) in 75 aa overlap (1-75:239-307) 
 
                                             10        20        30 
AAD-12                               HALLIFPGQHLSNDQQITFAKRFGAIERIG 
                                     :....   :. ...: : .   ..  :..: 
gi|170 SDCQVMRQQCCQQLAQIPQQLQCAAIHSVVHSIIMQQQQQQQQQQGIDIFLPLSQHEQVG 
      210       220       230       240       250       260         
 
               40        50        60        70        80           
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG           
        :..:     ...: .. ..::. . . .... ..    . .:.:                
gi|170 QGSLV-----QGQGIIQPQQPAQLEAIRSLVLQTLPSMCN-VYVPPECSIMRAPFASIVA 
      270            280       290       300        310       320   
 
gi|170 GIGGQ 
             
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 85.5  bits: 21.8 E():  8.8 
Smith-Waterman score: 60; 23.3% identity (58.3% similar) in 60 aa overlap (14-73:207-260) 
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                                10        20        30        40    
AAD-12                  HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   : .. .   .  
gi|126 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
            50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG 
        :..  . .:..:..       .:.::..:        
gi|126 YTTEGGTKSEFEDVIP-----EGWKADTSYSAK     
         240       250            260        
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 83.6  bits: 20.7 E():   11 
Smith-Waterman score: 56; 27.1% identity (58.3% similar) in 48 aa overlap (31-71:111-158) 
 
               10        20        30           40            50    
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|400 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
            60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQG 
        . ..... : .  :.:.          
gi|400 GETLLRAVEGYLLAHSDAYN        
              150       160        
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 82.7  bits: 22.0 E():   13 
Smith-Waterman score: 61; 38.7% identity (58.1% similar) in 31 aa overlap (7-37:108-138) 
 
                                       10        20        30       
AAD-12                         HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA 
                                     : :  .. :.  :  :   :.:.  :::.: 
gi|259 YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIA 
        80        90       100       110       120       130        
 
         40        50        60        70        80                 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG                 
       :                                                            
gi|259 IPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGR 
       140       150       160       170       180       190        
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 82.3  bits: 20.4 E():   13 
Smith-Waterman score: 55; 32.4% identity (58.8% similar) in 34 aa overlap (50-77:114-147) 
 
      20        30        40        50        60              70    
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV----GNMAWHA--DSTY 
                                     :::. :.. : .:    :   : .  .:.. 
gi|250 EVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSW 
            90       100       110       120       130       140    
 
            80         
AAD-12 MPVMAQG         
        ::.            
gi|250 APVLDFVFSTLKNEL 
           150         
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  44 init1:  44 opt:  57  Z-score: 81.9  bits: 21.0 E():   14 
Smith-Waterman score: 57; 23.3% identity (58.3% similar) in 60 aa overlap (14-73:184-237) 
 
                                10        20        30        40    
AAD-12                  HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: :.   :     .. .  
gi|331 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIALKESWGAIWRVDTPD-----KLTGP 
           160       170       180       190       200              
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            50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG 
        :::  . .   . .. .. . .:.::..:        
gi|331 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYEAK     
      210       220        230       240     
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  44 init1:  44 opt:  57  Z-score: 81.2  bits: 21.0 E():   15 
Smith-Waterman score: 57; 23.3% identity (58.3% similar) in 60 aa overlap (14-73:208-261) 
 
                                10        20        30        40    
AAD-12                  HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: :.   :     .. .  
gi|180 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIALKESWGAIWRVDTPD-----KLTGP 
       180       190       200       210       220            230   
 
            50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG 
        :::  . .   . .. .. . .:.::..:        
gi|180 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYEAK     
            240       250        260         
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 80.5  bits: 20.7 E():   17 
Smith-Waterman score: 56; 25.0% identity (56.7% similar) in 60 aa overlap (14-73:185-238) 
 
                                10        20        30        40    
AAD-12                  HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|283 GSNPNYLALLVKYVNGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
          160       170       180       190       200        210    
 
            50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG 
        :..  . .: .:..       .:.::..:        
gi|283 YTTEGGTKTEAEDVIP-----EGWKADTSYESK     
           220            230       240      
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 80.1  bits: 20.7 E():   17 
Smith-Waterman score: 56; 23.3% identity (56.7% similar) in 60 aa overlap (14-73:196-249) 
 
                                10        20        30        40    
AAD-12                  HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   :     .. .  
gi|168 GSNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPD-----KLTGP 
         170       180       190       200       210            220 
 
            50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG 
        :::  . .   . .. .. . .:.::..:        
gi|168 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYSAK     
              230       240        250       
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 80.0  bits: 21.8 E():   18 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (6-37:131-158) 
 
                                        10        20        30      
AAD-12                          HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|213 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
              110       120       130       140           150       
 
          40        50        60        70        80                
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG                
       :.                                                           
gi|213 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
        160       170       180       190       200       210       
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
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 initn:  43 init1:  43 opt:  56  Z-score: 79.8  bits: 20.7 E():   18 
Smith-Waterman score: 56; 23.3% identity (56.7% similar) in 60 aa overlap (14-73:207-260) 
 
                                10        20        30        40    
AAD-12                  HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   :     .. .  
gi|752 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPD-----KLTGP 
        180       190       200       210       220            230  
 
            50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG 
        :::  . .   . .. .. . .:.::..:        
gi|752 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYSAK     
             240       250        260        
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 79.8  bits: 20.7 E():   18 
Smith-Waterman score: 56; 25.0% identity (56.7% similar) in 60 aa overlap (14-73:207-260) 
 
                                10        20        30        40    
AAD-12                  HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|117 GSNPNYLALLVKYVNGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
            50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG 
        :..  . .: .:..       .:.::..:        
gi|117 YTTEGGTKTEAEDVIP-----EGWKADTSYESK     
         240       250            260        
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 78.8  bits: 17.8 E():   21 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (15-38:17-38) 
 
                 10        20        30        40        50         
AAD-12   HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                       ::.  : .. :. :. ::: .. :                     
gi|217 LVSVEHQAARLKVAKAQQL--AAQLPAMCRLEGGDALSASQ                    
               10          20        30                             
 
       60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQG 
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 78.8  bits: 19.1 E():   21 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (30-45:29-43) 
 
               10        20        30        40        50        60 
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV 
                                    : :::::. ..:  :.                
gi|105  CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIWR 
                10        20        30         40        50         
 
               70        80                      
AAD-12 IVGNMAWHADSTYMPVMAQG                      
                                                 
gi|105 KDSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
       60        70        80        90          
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  44 init1:  44 opt:  55  Z-score: 78.2  bits: 20.4 E():   22 
Smith-Waterman score: 55; 25.9% identity (56.9% similar) in 58 aa overlap (14-71:213-264) 
 
                                10        20        30        40    
AAD-12                  HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|249 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
            190       200       210       220       230        240  
 
            50        60        70        80 
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AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG 
        :..  . ::..:..       .:.::.          
gi|249 YTTEGGTKAEFEDVIP-----EGWKADTHDASK     
             250            260              
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 78.0  bits: 18.8 E():   23 
Smith-Waterman score: 49; 32.3% identity (58.1% similar) in 31 aa overlap (45-73:35-64) 
 
           20        30        40        50          60        70   
AAD-12 QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE--WDDMMKVIVGNMAWHADST 
                                     : . ..::.  :: .  : .   .: ::.  
gi|323 QTCAGNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKP 
           10        20        30        40         50        60    
 
             80                     
AAD-12 YMPVMAQG                     
       :                            
gi|323 YSWRYGWTAFCGPAGPRCLRTNAAVTVR 
            70        80        90  
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 76.5  bits: 19.4 E():   28 
Smith-Waterman score: 51; 27.1% identity (62.5% similar) in 48 aa overlap (31-71:110-157) 
 
               10        20        30           40         50       
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|437 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
      80        90       100       110       120       130          
 
            60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQG 
        . ..:.. . .  :.:.          
gi|437 GETLLKAVESYLLAHSDAYN        
     140       150                 
 
>>gi|14423757|sp|O04701.1|MPAC1_CYNDA RecName: Full=Majo  (246 aa) 
 initn:  40 init1:  40 opt:  53  Z-score: 76.0  bits: 19.9 E():   30 
Smith-Waterman score: 53; 21.1% identity (52.6% similar) in 57 aa overlap (4-60:148-200) 
 
                                          10        20        30    
AAD-12                            HALLIFPGQHLSNDQQITFAKRFGAIERIGGGD 
                                     . :  .. :::. ...  ...:    : :. 
gi|144 KKGQEDKLRKAGELTLQFRRVKCKYPSGTKITFHIEKGSNDHYLALLVKYAA----GDGN 
       120       130       140       150       160           170    
 
            40        50        60        70        80              
AAD-12 IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG              
       :::..    :.       . :  . ..                                  
gi|144 IVAVDIKPRDSDEFIPMKSSWGAIWRIDPKKPLKGPFSIRLTSEGGAHLVQDDVIPANWK 
           180       190       200       210       220       230    
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 75.5  bits: 20.2 E():   31 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (2-68:201-266) 
 
                                            10         20        30 
AAD-12                              HALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|261 SPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
              180       190       200       210       220       230 
 
               40        50        60        70        80           
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG           
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|261 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYLFAMFD 
                240       250       260       270       280         
 
gi|261 ENKKQPEVEKHFGLFFPNKWQKYNLNFS 
      290       300       310       
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>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 75.3  bits: 20.2 E():   32 
Smith-Waterman score: 54; 25.6% identity (48.7% similar) in 39 aa overlap (16-54:191-229) 
 
                              10        20        30        40      
AAD-12                HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ::..   .:   :  : :..   .. :    
gi|320 KEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDP 
              170       180       190       200       210       220 
 
          50        60        70        80                          
AAD-12 VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG                          
       : . . : :                                                    
gi|320 VISFKTALWFWMTPQSPKPSCHNVITGRWTPSAADRAAGRLPGYGVITNIINGGIECGKG 
              230       240       250       260       270       280 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 74.8  bits: 16.4 E():   34 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (67-73:19-25) 
 
         40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG 
                                     :.::..:        
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE       
                           10        20             
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 74.8  bits: 16.4 E():   34 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (67-73:19-25) 
 
         40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG 
                                     :.::..:        
gi|320             YTTEGGTKAEAEDVIPEGWKADTSYE       
                           10        20             
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.5  bits: 19.6 E():   36 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (14-73:192-245) 
 
                                10        20        30        40    
AAD-12                  HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|116 GSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
             170       180       190       200       210        220 
 
            50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG 
        :..  . .: .:..       .:.::..:        
gi|116 YTTEGGTKGEAEDVIP-----EGWKADTAYEAK     
              230            240             
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 74.3  bits: 20.7 E():   36 
Smith-Waterman score: 56; 40.6% identity (56.2% similar) in 32 aa overlap (8-37:153-184) 
 
                                      10        20          30      
AAD-12                        HALLIFPGQHLSNDQQITFAK--RFGAIERIGGGDIV 
                                     ::.   .::  : .  :    .::  ::.: 
gi|258 QGQQEQQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVV 
            130       140       150       160       170       180   
 
          40        50        60        70        80                
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG                
       ::                                                           
gi|258 AIPAGVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQ 
            190       200       210       220       230       240   
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 74.2  bits: 20.2 E():   37 
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Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (2-68:237-302) 
 
                                            10         20        30 
AAD-12                              HALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|268 SPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
        210       220       230       240       250       260       
 
               40        50        60        70        80           
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG           
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|268 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYLFAMFD 
        270         280       290       300       310       320     
 
gi|268 ENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
          330       340       350       360       370     
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 74.2  bits: 20.2 E():   37 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (2-68:237-302) 
 
                                            10         20        30 
AAD-12                              HALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|124 SPLLANIYPYFTYADNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
        210       220       230       240       250       260       
 
               40        50        60        70        80           
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG           
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|124 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYLFAMFD 
        270         280       290       300       310       320     
 
gi|124 ENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHDATILFLKSDM 
          330       340       350       360       370     
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 74.2  bits: 20.2 E():   37 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (2-68:237-302) 
 
                                            10         20        30 
AAD-12                              HALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|270 SPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
        210       220       230       240       250       260       
 
               40        50        60        70        80           
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG           
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|270 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPDRAIETYLFAMFD 
        270         280       290       300       310       320     
 
gi|270 ENQKQPEVEKHFGLFFPDKRPKYNLNFSAKKNWDISTEHNATVLFLKSDM 
          330       340       350       360       370     
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 74.2  bits: 20.2 E():   37 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (2-68:237-302) 
 
                                            10         20        30 
AAD-12                              HALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|124 SPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
        210       220       230       240       250       260       
 
               40        50        60        70        80           
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG           
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|124 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYLFAMFD 
        270         280       290       300       310       320     
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gi|124 ENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
          330       340       350       360       370     
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 74.2  bits: 20.2 E():   37 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (2-68:237-302) 
 
                                            10         20        30 
AAD-12                              HALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|118 SPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
        210       220       230       240       250       260       
 
               40        50        60        70        80           
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG           
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|118 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYLFAMFD 
        270         280       290       300       310       320     
 
gi|118 ENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
          330       340       350       360       370     
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 74.2  bits: 20.2 E():   37 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (2-68:237-302) 
 
                                            10         20        30 
AAD-12                              HALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|124 SPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
        210       220       230       240       250       260       
 
               40        50        60        70        80           
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG           
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|124 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYLFAMFD 
        270         280       290       300       310       320     
 
gi|124 ENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
          330       340       350       360       370     
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 74.2  bits: 20.2 E():   37 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (2-68:237-302) 
 
                                            10         20        30 
AAD-12                              HALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|327 SPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
        210       220       230       240       250       260       
 
               40        50        60        70        80           
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG           
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|327 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYLFAMFD 
        270         280       290       300       310       320     
 
gi|327 ENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
          330       340       350       360       370     
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 74.2  bits: 20.2 E():   37 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (2-68:237-302) 
 
                                            10         20        30 
AAD-12                              HALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|124 SPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
        210       220       230       240       250       260       
 
               40        50        60        70        80           
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AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG           
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|124 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYLFAMFD 
        270         280       290       300       310       320     
 
gi|124 ENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
          330       340       350       360       370     
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 74.2  bits: 20.2 E():   37 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (2-68:237-302) 
 
                                            10         20        30 
AAD-12                              HALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|124 SPLLTNIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
        210       220       230       240       250       260       
 
               40        50        60        70        80           
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG           
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|124 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYLFATFD 
        270         280       290       300       310       320     
 
gi|124 ENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
          330       340       350       360       370     
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.1  bits: 19.6 E():   38 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (14-73:207-260) 
 
                                10        20        30        40    
AAD-12                  HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|386 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
            50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG 
        :..  . .: .:..       .:.::..:        
gi|386 YTTEGGTKVEAEDVIP-----EGWKADTAYESK     
         240       250            260        
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.0  bits: 19.6 E():   38 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (14-73:209-262) 
 
                                10        20        30        40    
AAD-12                  HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|117 GSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
      180       190       200       210       220       230         
 
            50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG 
        :..  . .: .:..       .:.::..:        
gi|117 YTTEGGTKGEAEDVIP-----EGWKADTAYEAK     
       240       250            260          
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 73.7  bits: 18.6 E():   39 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (29-80:15-79) 
 
               10        20        30        40        50           
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAE 
                                   : :  ..: . .  ::.:  ::       : : 
gi|604               MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEE 
                             10        20        30        40       
 
            60             70         80                            
AAD-12 WDDMMKVI--VGNMA---WHADST-YMPVMAQG                            
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          .:: .   :..:    :  .: :: ....:                            
gi|604 ITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIY 
         50        60        70        80        90       100       
 
gi|604 EETLTPGQCNMIVERLGDYLIDQGL 
        110       120       130  
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 73.7  bits: 18.6 E():   39 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (29-80:15-79) 
 
               10        20        30        40        50           
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAE 
                                   : :  ..: . .  ::.:  ::       : : 
gi|218               MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEE 
                             10        20        30        40       
 
            60             70         80                            
AAD-12 WDDMMKVI--VGNMA---WHADST-YMPVMAQG                            
          .:: .   :..:    :  .: :: ....:                            
gi|218 ITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIY 
         50        60        70        80        90       100       
 
gi|218 EETLTPGQCNMIVERLGDYLIDQGV 
        110       120       130  
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 73.7  bits: 18.6 E():   39 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (29-80:15-79) 
 
               10        20        30        40        50           
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAE 
                                   : :  ..: . .  ::.:  ::       : : 
gi|288               MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEE 
                             10        20        30        40       
 
            60             70         80                            
AAD-12 WDDMMKVI--VGNMA---WHADST-YMPVMAQG                            
          .:: .   :..:    :  .: :: ....:                            
gi|288 ITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIY 
         50        60        70        80        90       100       
 
gi|288 EEPLTPGQCNMIVERLGDYLIDQGL 
        110       120       130  
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 73.7  bits: 18.6 E():   39 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (29-80:15-79) 
 
               10        20        30        40        50           
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAE 
                                   : :  ..: . .  ::.:  ::       : : 
gi|144               MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEE 
                             10        20        30        40       
 
            60             70         80                            
AAD-12 WDDMMKVI--VGNMA---WHADST-YMPVMAQG                            
          .:: .   :..:    :  .: :: ....:                            
gi|144 ITAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIY 
         50        60        70        80        90       100       
 
gi|144 EEPLTPGQCNMIVERLGDYLIDQGL 
        110       120       130  
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 73.5  bits: 19.9 E():   41 
Smith-Waterman score: 53; 22.9% identity (58.3% similar) in 48 aa overlap (35-80:223-270) 
 
           10        20        30        40         50        60    
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKV-IV 
                                     : . ..  ::   ..:.  :..  ..  :. 
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gi|729 EGVLSRKVPSHLTLETPRVKMNMKYDRYAPVKVFKLDYDGIHFEKHTDIEYEPGVRYKII 
            200       210       220       230       240       250   
 
             70        80                                           
AAD-12 GNMAWHADSTYMPVMAQG                                           
       ::   . :. .. . .::                                           
gi|729 GNGKLKDDGRHYSIDVQGIPRKAFNLDADLMDFKLKVSKPEDSNKAQFSYTFNEYTETEE 
            260       270       280       290       300       310   
 
>>gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pachycon  (199 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 73.4  bits: 19.1 E():   41 
Smith-Waterman score: 50; 25.0% identity (53.8% similar) in 52 aa overlap (26-75:97-142) 
 
                    10        20        30        40        50      
AAD-12      HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD 
                                     .::   :. .:.:.  : :      : . . 
gi|169 MPDLTWDNELAAIAQRWVNQCKIGHDGCRNVERYQVGQNIAMSGSTAKG------PCNMN 
         70        80        90       100       110             120 
 
          60          70        80                                  
AAD-12 DMMKVIVG--NMAWHADSTYMPVMAQG                                  
       ..... ..  :    :: . ::                                       
gi|169 NLVQMWINEVNALNAADVSSMPSDGNYFMKIGHYTQLVWGKTTKVGCGIIQFLDGKFYKC 
              130       140       150       160       170       180 
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 73.3  bits: 20.2 E():   42 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (41-56:89-105) 
 
               20        30        40         50        60          
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .              
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       60        70        80        90       100       110         
 
      70        80                                                  
AAD-12 DSTYMPVMAQG                                                  
                                                                    
gi|114 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      120       130       140       150       160       170         
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 73.0  bits: 19.4 E():   43 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (30-45:181-195) 
 
                10        20        30        40        50          
AAD-12  HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
      60        70        80                       
AAD-12 VIVGNMAWHADSTYMPVMAQG                       
                                                   
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 72.9  bits: 18.6 E():   44 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (38-54:2-19) 
 
        10        20        30        40         50        60       
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD-GTVRQHSPAEWDDMMKVIVGNMA 
                                     ..: .: :.. ..::.::             
gi|250                              PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPF 
                                            10        20        30  
 
         70        80                                               
AAD-12 WHADSTYMPVMAQG                                               
                                                                    
gi|250 PRCRALVKSQCAGGQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDK 
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              40        50        60        70        80        90  
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 72.7  bits: 19.1 E():   45 
Smith-Waterman score: 50; 40.0% identity (72.0% similar) in 25 aa overlap (34-58:9-29) 
 
            10        20        30        40        50        60    
AAD-12 LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG 
                                     :::.....: .    :.:: .:: :      
gi|144                       MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMV 
                                     10            20        30     
 
            70        80                                            
AAD-12 NMAWHADSTYMPVMAQG                                            
                                                                    
gi|144 DQIVKSLTTKKELDPFKIEQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKID 
           40        50        60        70        80        90     
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 72.6  bits: 19.4 E():   45 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (30-60:192-222) 
 
                10        20        30        40        50          
AAD-12  HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : : ..  
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
       60        70        80                      
AAD-12 KVIVGNMAWHADSTYMPVMAQG                      
       .:                                          
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 72.4  bits: 19.4 E():   46 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (30-45:199-213) 
 
                10        20        30        40        50          
AAD-12  HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
      60        70        80                       
AAD-12 VIVGNMAWHADSTYMPVMAQG                       
                                                   
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 72.4  bits: 18.3 E():   47 
Smith-Waterman score: 47; 28.6% identity (68.6% similar) in 35 aa overlap (16-49:93-127) 
 
                              10        20         30        40     
AAD-12                HALLIFPGQHLSNDQQITFA-KRFGAIERIGGGDIVAISNVKADG 
                                     :  :. :.   :....: :.:. ..: .   
gi|121 FKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVT 
             70        80        90       100       110       120   
 
           50        60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG 
       .::..                                
gi|121 SVRSYKRI                             
            130                             
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (62.5% similar) in 48 aa overlap (31-71:110-157) 
 
               10        20        30           40         50       
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AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|437 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
      80        90       100       110       120       130          
 
            60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQG 
        . ..... . .  :.:.          
gi|437 GETLLRAVESYLLAHSDAYN        
     140       150                 
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (31-71:110-157) 
 
               10        20        30           40            50    
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|384 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
            60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQG 
        . ..... . .  :.:.          
gi|384 GETLLRAVESYLLAHSDAYN        
     140       150                 
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (31-71:110-157) 
 
               10        20        30           40            50    
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|437 KYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
            60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQG 
        . ..... . .  :.:.          
gi|437 GETLLRAVESYLLAHSDAYN        
     140       150                 
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (31-71:110-157) 
 
               10        20        30           40            50    
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|115 KYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
            60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQG 
        . ..... . .  :.:.          
gi|115 GETLLRAVESYLLAHSDAYN        
     140       150                 
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (31-71:111-158) 
 
               10        20        30           40            50    
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
            60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQG 
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        . ..... . .  :.:.          
gi|154 RETLLRAVESYLLAHSDAYN        
              150       160        
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (31-71:111-158) 
 
               10        20        30           40            50    
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|256 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
            60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQG 
        . ..... . .  :.:.          
gi|256 GETLLRAVESYLLAHSDAYN        
              150       160        
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (31-71:111-158) 
 
               10        20        30           40            50    
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|400 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
            60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQG 
        . ..... . .  :.:.          
gi|400 GETLLRAVESYLLAHSDAYN        
              150       160        
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (31-71:111-158) 
 
               10        20        30           40            50    
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|132 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
            60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQG 
        . ..... . .  :.:.          
gi|132 GETLLRAVESYLLAHSDAYN        
              150       160        
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (31-71:111-158) 
 
               10        20        30           40            50    
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|256 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
            60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQG 
        . ..... . .  :.:.          
gi|256 GETLLRAVESYLLAHSDAYN        
              150       160        
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (31-71:111-158) 
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               10        20        30           40            50    
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|114 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
            60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQG 
        . ..... . .  :.:.          
gi|114 GETLLRAVESYLLAHSDAYN        
              150       160        
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (31-71:111-158) 
 
               10        20        30           40            50    
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
            60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQG 
        . ..... . .  :.:.          
gi|154 GETLLRAVESYLLAHSDAYN        
              150       160        
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (62.5% similar) in 48 aa overlap (31-71:111-158) 
 
               10        20        30           40         50       
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|400 KYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
            60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQG 
        . ..... . .  :.:.          
gi|400 GETLLRAVESYLLAHSDAYN        
              150       160        
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (31-71:111-158) 
 
               10        20        30           40            50    
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
            60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQG 
        . ..... . .  :.:.          
gi|154 GETLLRAVESYLLAHSDAYN        
              150       160        
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (31-71:111-158) 
 
               10        20        30           40            50    
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
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            60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQG 
        . ..... . .  :.:.          
gi|154 GETLLRAVESYLLAHSDAYN        
              150       160        
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 72.1  bits: 18.3 E():   48 
Smith-Waterman score: 47; 22.5% identity (46.2% similar) in 80 aa overlap (1-75:37-116) 
 
                                              10        20          
AAD-12                               HALLIFPGQ-HLSNDQQITFAKRFGAIERI 
                                     : .. :  : :  . :: :   . :    . 
gi|273 LKTYLSWLTEEQKEKLKEMKEAGKTKAEIQHEVMHFYDQLHGEEKQQATEKLKVGCKMLL 
         10        20        30        40        50        60       
 
      30            40        50        60        70        80      
AAD-12 GG--GD--IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG      
        :  :.  .: . :.:  :.  :.   . . :.. .. .   .    : :           
gi|273 KGVIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATT 
         70        80        90       100       110       120       
 
gi|273 LQHHRRRR 
        130     
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 71.7  bits: 20.2 E():   51 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (41-56:119-135) 
 
               20        30        40         50        60          
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .              
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       90       100       110       120       130       140         
 
      70        80                                                  
AAD-12 DSTYMPVMAQG                                                  
                                                                    
gi|476 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      150       160       170       180       190       200         
 
>>gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=Major  (308 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 71.4  bits: 19.4 E():   53 
Smith-Waterman score: 51; 31.5% identity (53.7% similar) in 54 aa overlap (20-69:104-154) 
 
                          10        20        30        40          
AAD-12            HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD--GTVR 
                                     ::  : : ..  .  :: . ..:   : :: 
gi|249 PLPTPLRRTSSRSSRPPSPSPPRASSPTSAAKAPGLIPKLDTAYDVAYKAAEAHPRGQVR 
            80        90       100       110       120       130    
 
          50        60        70        80                          
AAD-12 Q--HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG                          
       .  : : .    ..::.: .  ::                                     
gi|249 RLRHCPHR---SLRVIAGALEVHAVKPATEEVLAAKIPTGELQIVDKIDAAFKIAATAAN 
           140          150       160       170       180       190 
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 71.2  bits: 19.9 E():   54 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (13-33:330-350) 
 
                                 10        20        30        40   
AAD-12                   HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|149 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
             50        60        70        80                       
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG                       
                                                                    
gi|149 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
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     360       370       380       390       400       410          
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 71.0  bits: 19.1 E():   55 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (30-45:198-212) 
 
                10        20        30        40        50          
AAD-12  HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
      60        70        80                       
AAD-12 VIVGNMAWHADSTYMPVMAQG                       
                                                   
gi|115 RKDSDKPIKGPITVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
        230       240       250       260          
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 71.0  bits: 19.1 E():   55 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (30-45:198-212) 
 
                10        20        30        40        50          
AAD-12  HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
      60        70        80                       
AAD-12 VIVGNMAWHADSTYMPVMAQG                       
                                                   
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
        230       240       250       260          
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 47; 25.0% identity (58.3% similar) in 48 aa overlap (31-71:110-157) 
 
               10        20        30           40            50    
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|159 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEL 
      80        90       100       110       120       130          
 
            60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQG 
        . ..... . .  :.:.          
gi|159 GETLLRAVESYLLAHSDAYN        
     140       150                 
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.8  bits: 18.1 E():   57 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (60-80:11-31) 
 
      30        40        50        60        70        80          
AAD-12 GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG          
                                     ::.. .:: ...   :. : :          
gi|249                     MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQ 
                                   10        20        30        40 
 
gi|249 DIMPCLHFVKGEEKEPSKECCSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVA 
               50        60        70        80        90       100 
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (31-71:111-158) 
 
               10        20        30           40         50       
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
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               90       100       110       120       130       140 
 
            60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQG 
        . ..... . .  :.:.          
gi|132 AEALLRAVESYLLAHSDAYN        
              150       160        
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (31-71:111-158) 
 
               10        20        30           40         50       
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|400 KYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
            60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQG 
        . ..... . .  :.:.          
gi|400 GEALLRAVESYLLAHSDAYN        
              150       160        
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (31-71:111-158) 
 
               10        20        30           40         50       
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
            60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQG 
        . ..... . .  :.:.          
gi|132 GEALLRAVESYLLAHSDAYN        
              150       160        
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (31-71:111-158) 
 
               10        20        30           40         50       
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
            60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQG 
        . ..... . .  :.:.          
gi|116 GEALLRAVESYLLAHSDAYN        
              150       160        
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (31-71:111-158) 
 
               10        20        30           40         50       
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
            60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQG 
        . ..... . .  :.:.          
gi|116 GEALLRAVESYLLAHSDAYN        
              150       160        
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>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (31-71:111-158) 
 
               10        20        30           40         50       
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
            60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQG 
        . ..... . .  :.:.          
gi|132 GEALLRAVESYLLAHSDAYN        
              150       160        
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (31-71:111-158) 
 
               10        20        30           40         50       
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
            60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQG 
        . ..... . .  :.:.          
gi|116 GEALLRAVESYLLAHSDAYN        
              150       160        
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (30-70:110-157) 
 
                10        20        30           40           50    
AAD-12  HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
             60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQG 
         . ..... . .  :.:           
gi|154 MAEKLLRAVESYLLAHTDEYN        
     140       150       160        
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (31-71:111-158) 
 
               10        20        30           40         50       
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDQEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
            60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQG 
        . ..... . .  :.:.          
gi|116 GEALLRAVESYLLAHSDAYN        
              150       160        
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (30-70:110-157) 
 
                10        20        30           40           50    
AAD-12  HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTV---RQHSPAE 
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                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
             60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQG 
         . ..... . .  :.:           
gi|154 MAEKLLRAVESYLLAHTDEYN        
     140       150       160        
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 70.7  bits: 20.4 E():   58 
Smith-Waterman score: 55; 20.5% identity (60.3% similar) in 73 aa overlap (8-79:242-309) 
 
                                      10        20        30        
AAD-12                        HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDI-VA 
                                     ::.... ::.  ....:  .. : :.     
gi|220 PGQGQQIGQGQQGYYPTSPQHPGQRQQPGQGQQIGQGQQLGQGRQIGQGQQSGQGQQGYY 
             220       230       240       250       260       270  
 
         40        50        60        70        80                 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG                 
        .. .  :  .:  :..:..  .   :.....  :  .: ..:                  
gi|220 PTSPQQLGQGQQ--PGQWQQSGQ---GQQGYYPTSQQQPGQGQQGQYPASQQQPGQGQQG 
             280         290          300       310       320       
 
gi|220 QYPASQQQPGQGQQGQYPASQQQPGQGQQGHYLASQQQPGQGQQRHYPASLQQPGQGQQG 
        330       340       350       360       370       380       
 
>>gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full=Polc  (85 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.9  bits: 17.3 E():   64 
Smith-Waterman score: 43; 36.6% identity (46.3% similar) in 41 aa overlap (21-61:17-54) 
 
               10        20        30        40        50        60 
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV 
                           ::: :    : : : :    .:  :. . .: :   ::   
gi|144     MADDHPQDKAERERIFKRFDAN---GDGKISAAELGEALKTLGSITPDEVKHMMAE 
                   10        20           30        40        50    
 
               70        80             
AAD-12 IVGNMAWHADSTYMPVMAQG             
       :                                
gi|144 IDTDGDGFISFQEFTDFGRANRGLLKDVAKIF 
            60        70        80      
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 69.8  bits: 19.4 E():   65 
Smith-Waterman score: 51; 21.6% identity (56.9% similar) in 51 aa overlap (19-68:103-153) 
 
                           10        20         30        40        
AAD-12             HALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|129 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
        50        60        70        80                            
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG                            
       .: :: ::   : .. .. ..                                        
gi|129 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 69.8  bits: 19.4 E():   65 
Smith-Waterman score: 51; 21.6% identity (56.9% similar) in 51 aa overlap (19-68:103-153) 
 
                           10        20         30        40        
AAD-12             HALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|119 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
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        50        60        70        80                            
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG                            
       .: :: ::   : .. .. ..                                        
gi|119 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 69.8  bits: 19.4 E():   65 
Smith-Waterman score: 51; 21.6% identity (56.9% similar) in 51 aa overlap (19-68:103-153) 
 
                           10        20         30        40        
AAD-12             HALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|309 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
        50        60        70        80                            
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG                            
       .: :: ::   : .. .. ..                                        
gi|309 DHPPASWDWRKKGVITQVKYQGGCGSGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 69.8  bits: 18.9 E():   65 
Smith-Waterman score: 54; 21.7% identity (56.7% similar) in 60 aa overlap (14-73:207-260) 
 
                                10        20        30        40    
AAD-12                  HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :.   . . .::. ::   : .. .   .  
gi|168 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWTELKESWGAVWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
            50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG 
        :..  . .:..:..       .:.::..:        
gi|168 YTTEGGTKSEFEDVIP-----EGWKADTSYSAK     
         240       250            260        
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 69.6  bits: 19.7 E():   66 
Smith-Waterman score: 52; 25.0% identity (65.6% similar) in 32 aa overlap (6-37:117-148) 
 
                                        10        20        30      
AAD-12                          HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : :.. .....  :  .   ....  :::. 
gi|303 APKLYYVTQGRGILGVLMPGCPETFQSMSQFQGSREQEEERGRFQDQHQKVHHLKKGDII 
         90       100       110       120       130       140       
 
          40        50        60        70        80                
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG                
       ::                                                           
gi|303 AIPAGVALWCYNDGDEDLVTVLVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLR 
        150       160       170       180       190       200       
 
>>gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.4  bits: 17.8 E():   68 
Smith-Waterman score: 45; 27.1% identity (52.1% similar) in 48 aa overlap (29-75:15-62) 
 
               10        20        30        40        50        60 
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV 
                                   : :. . : . .  ::.:  .:    .   .  
gi|144               MSWQAYVDDHLMCEIEGNHLSAAAIIGQDGSVWAQSANFPQFKSEE 
                             10        20        30        40       
 
                70        80                                        
AAD-12 IVGNMA-WHADSTYMPVMAQG                                        
       :.: :. .:  .:  :                                             
gi|144 ITGIMSDFHEPGTLAPTGLYIGGTKYMVIQGEPGAVIRGKKGPGGVTVKKTNQALIIGIY 
         50        60        70        80        90       100       
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
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 initn:  46 init1:  46 opt:  46  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (30-39:109-118) 
 
                10        20        30        40        50          
AAD-12  HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
      60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQG 
                             
gi|534 KAEALFRAVESYLLAHSDAYN 
      140       150          
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.3  bits: 18.1 E():   69 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (30-39:110-119) 
 
                10        20        30        40        50          
AAD-12  HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
      60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQG 
                             
gi|534 KAEALFRAVESYLLAHSDAYN 
     140       150       160 
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 69.2  bits: 18.1 E():   69 
Smith-Waterman score: 46; 32.3% identity (58.1% similar) in 31 aa overlap (40-67:38-65) 
 
      10        20        30        40           50        60       
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ---HSPAEWDDMMKVIVGNMA 
                                     :.: . .:.    .:  ::.. ::    .: 
gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKV---AQA 
        10        20        30        40        50        60        
 
         70        80                                               
AAD-12 WHADSTYMPVMAQG                                               
       :                                                            
gi|148 WAETRTPDCSLIHSDRCGENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQIV 
           70        80        90       100       110       120     
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.2  bits: 17.5 E():   69 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (15-33:35-53) 
 
                               10        20        30        40     
AAD-12                 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
           50        60        70        80             
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG             
                                                        
gi|730 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.2  bits: 17.5 E():   69 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (15-33:35-53) 
 
                               10        20        30        40     
AAD-12                 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
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           10        20        30        40        50        60     
 
           50        60        70        80             
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG             
                                                        
gi|191 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 69.0  bits: 19.9 E():   72 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (13-33:330-350) 
 
                                 10        20        30        40   
AAD-12                   HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|169 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
             50        60        70        80                       
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG                       
                                                                    
gi|169 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 68.6  bits: 18.3 E():   75 
Smith-Waterman score: 47; 23.1% identity (51.3% similar) in 39 aa overlap (37-71:147-185) 
 
         10        20        30        40            50        60   
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH----SPAEWDDMMKVIV 
                                     ::.  .::.. .:    .   :    :.   
gi|613 ATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMHVGHYTQIVWAKTKKIGC 
        120       130       140       150       160       170       
 
             70        80                  
AAD-12 GNMAWHADSTYMPVMAQG                  
       : . .. :.                           
gi|613 GRIMFKEDNWNKHYLVCNYGPAGNVLGAQIYEIKK 
        180       190       200       210  
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 68.2  bits: 19.1 E():   79 
Smith-Waterman score: 50; 24.3% identity (56.8% similar) in 37 aa overlap (38-74:262-298) 
 
        10        20        30        40        50        60        
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|169 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
        70        80                                                
AAD-12 HADSTYMPVMAQG                                                
       .: :.::                                                      
gi|169 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.1  bits: 18.6 E():   80 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (6-16:90-100) 
 
                                        10        20        30      
AAD-12                          HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
          40        50        60        70        80                
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG                
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
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>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 68.0  bits: 19.4 E():   81 
Smith-Waterman score: 51; 28.3% identity (56.7% similar) in 60 aa overlap (3-61:186-244) 
 
                                           10        20        30   
AAD-12                             HALLIFPGQHLSNDQQITFAKRFGAIERIGGG 
                                     .... :.: :: .. : : : .   .   . 
gi|215 KKRPIVYECAEISWKVMNNGDVFILLVPNFVFVWTGKH-SNRMERTTAIRVANDLKSELN 
         160       170       180       190        200       210     
 
             40         50        60        70        80            
AAD-12 DIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG            
        .   : .  ::  :.: : ::.: . :..                               
gi|215 RFKLSSVILEDGKEVEQTSGAEYDAFNKALSLDKKDIDLKQMPKGYDYAASDKSFESHER 
          220       230       240       250       260       270     
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 45; 33.3% identity (57.8% similar) in 45 aa overlap (24-61:52-96) 
 
                      10        20        30        40              
AAD-12        HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK--ADGT-----V 
                                     :.:..:. :.  . : ::   ::.     : 
gi|602 AFVLDADNLIPKIAPQAVKSTEILEGDGGVGTIKKINFGEGSTYSYVKHKIDGVDKDNFV 
              30        40        50        60        70        80  
 
         50        60        70        80                           
AAD-12 RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG                           
        :.:  : : . ..:                                              
gi|602 YQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISHYHTKGDVEIKEEHVKAGKEKAS 
              90       100       110       120       130       140  
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 45; 25.0% identity (56.2% similar) in 48 aa overlap (31-71:111-158) 
 
               10        20        30           40            50    
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|132 KYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEM 
               90       100       110       120       130       140 
 
            60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQG 
        . .....   .  :.:.          
gi|132 GETLLRAVERYLLAHSDAYN        
              150       160        
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.7  bits: 15.1 E():   84 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (67-73:19-25) 
 
         40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG 
                                     :..:..:        
gi|320             YTTEGGTKAEAEDVIPEGWKVDTSYE       
                           10        20             
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.5  bits: 17.5 E():   86 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (29-51:15-37) 
 
               10        20        30        40        50        60 
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV 
                                   : : .... . .  ::.:  .::          
gi|100               MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKPEE 
                             10        20        30        40       
 
               70        80                                         
AAD-12 IVGNMAWHADSTYMPVMAQG                                         
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gi|100 NAGIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIY 
         50        60        70        80        90       100       
 
>>gi|62240392|gb|AAX77384.1| 11S globulin precursor [Sin  (523 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 67.3  bits: 19.4 E():   88 
Smith-Waterman score: 51; 30.0% identity (63.3% similar) in 30 aa overlap (8-36:173-202) 
 
                                      10         20        30       
AAD-12                        HALLIFPGQHLSNDQ-QITFAKRFGAIERIGGGDIVA 
                                     ::. ...: :  :   .  .:..  ::..: 
gi|622 QQGQQGQQGQQQGQQGQQGQQGQQGQQGQQGQQGQQQQGQQGFRDMYQKVEHVRHGDVIA 
            150       160       170       180       190       200   
 
         40        50        60        70        80                 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG                 
                                                                    
gi|622 NTPGSAHWIYNTGDKPLVIISLLDIANYQNQLDRNPRVFRLAGNNPQGGFGGPQQQQPQQ 
            210       220       230       240       250       260   
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.2  bits: 17.0 E():   90 
Smith-Waterman score: 42; 37.5% identity (62.5% similar) in 24 aa overlap (15-38:79-100) 
 
                               10        20        30        40     
AAD-12                 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .  :       
gi|897 QQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQL--AAQLPAMCRLEGGDALLASQ      
       50        60        70        80          90       100       
 
           50        60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG 
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 67.1  bits: 18.6 E():   90 
Smith-Waterman score: 48; 25.7% identity (60.0% similar) in 35 aa overlap (26-56:81-115) 
 
                    10        20        30            40        50  
AAD-12      HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV----AISNVKADGTVRQHSP 
                                     :  .: :...     :. .:  :.:..  : 
gi|324 NFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFP 
               60        70        80        90       100       110 
 
              60        70        80                                
AAD-12 AEWDDMMKVIVGNMAWHADSTYMPVMAQG                                
       .:. .                                                        
gi|324 SEFGNDVDRSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASS 
              120       130       140       150       160       170 
 
>>gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin precurs  (148 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.1  bits: 17.5 E():   91 
Smith-Waterman score: 44; 21.2% identity (54.5% similar) in 33 aa overlap (35-67:25-57) 
 
           10        20        30        40        50        60     
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     :. ..:  .:  ...   ::.. .  .    
gi|538       MARFTIVLAVLFAAALVSASAHKTVVTTSVAEEGEEENQRGCEWESRQCQMRHC 
                     10        20        30        40        50     
 
           70        80                                             
AAD-12 MAWHADSTYMPVMAQG                                             
       : :                                                          
gi|538 MQWMRSMRGQYEESFLRSAEANQGQFEHFRECCNELRDVKSHCRCEALRCMMRQMQQEYG 
           60        70        80        90       100       110     
 
>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 67.0  bits: 18.9 E():   91 
Smith-Waterman score: 49; 30.3% identity (47.0% similar) in 66 aa overlap (23-80:49-109) 
 
                       10        20        30         40            
AAD-12         HALLIFPGQHLSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
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                                     ::.    : :::. ...:   :      :: 
gi|493 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
          50        60         70        80                         
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQG                         
       .:    :  :  . .:  :::  .     ::..  :                         
gi|493 LRYG--ATRDRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
gi|493 VSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 67.0  bits: 18.9 E():   91 
Smith-Waterman score: 49; 30.3% identity (47.0% similar) in 66 aa overlap (23-80:49-109) 
 
                       10        20        30         40            
AAD-12         HALLIFPGQHLSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|117 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
          50        60         70        80                         
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQG                         
       .:    :  :  . .:  :::  .     ::..  :                         
gi|117 LRYG--ATRDRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
gi|117 VSNVIIHGLHLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 67.0  bits: 18.9 E():   91 
Smith-Waterman score: 49; 30.3% identity (47.0% similar) in 66 aa overlap (23-80:49-109) 
 
                       10        20        30         40            
AAD-12         HALLIFPGQHLSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|195 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
          50        60         70        80                         
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQG                         
       .:    :  :  . .:  :::  .     ::..  :                         
gi|195 LRYG--ATRDRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
gi|195 VSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 66.8  bits: 18.9 E():   94 
Smith-Waterman score: 50; 26.8% identity (51.2% similar) in 41 aa overlap (2-38:190-230) 
 
                                            10            20        
AAD-12                              HALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::  .  :    ::.  
gi|215 NKPVIFTKSNLAKSPELDAKMYDICYSTAAAPIYFPPHHFVTHTSNGARYEFNLVDGAVA 
     160       170       180       190       200       210          
 
        30        40        50        60        70        80        
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG        
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 66.8  bits: 18.9 E():   94 
Smith-Waterman score: 49; 24.3% identity (56.8% similar) in 37 aa overlap (38-74:262-298) 
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        10        20        30        40        50        60        
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
        70        80                                                
AAD-12 HADSTYMPVMAQG                                                
       .: :.::                                                      
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 66.8  bits: 18.3 E():   94 
Smith-Waterman score: 47; 22.5% identity (46.2% similar) in 80 aa overlap (1-75:37-116) 
 
                                              10        20          
AAD-12                               HALLIFPGQ-HLSNDQQITFAKRFGAIERI 
                                     : .. .  : :  . :: :   . :    . 
gi|273 LKTYLSWLTEEQKEKLKEMKEAGQTKAEIQHEVMHYYDQLHGEEKQQATEKLKVGCKMLL 
         10        20        30        40        50        60       
 
      30            40        50        60        70        80      
AAD-12 GG--GD--IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG      
        :  :.  .: . :::  :.  :.   . . :.. .. .   .    : :           
gi|273 KGIIGEEKVVELRNVKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATT 
         70        80        90       100       110       120       
 
gi|273 LQHHRRRRHHFTLESSLDTHLKWLSQEQKDELLKMKKDGKAKKELEAKILHYYDELEGDA 
        130       140       150       160       170       180       
 
>>gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 [Ch  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.6  bits: 17.3 E():   97 
Smith-Waterman score: 43; 33.3% identity (62.5% similar) in 24 aa overlap (29-52:15-38) 
 
               10        20        30        40        50        60 
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV 
                                   : :. . . . .  ::::  .::.         
gi|294               MSWQTYVDDHLMCDIEGNHLSSAAILGHDGTVWAQSPSFPQLKPEE 
                             10        20        30        40       
 
               70        80                                         
AAD-12 IVGNMAWHADSTYMPVMAQG                                         
                                                                    
gi|294 VSAIMKDFNEPGSLAPTGLHLGGTKYMVIQGEPGDVIRGKKGPGGVTIKKTNQALIIGIY 
         50        60        70        80        90       100       
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (30-39:109-118) 
 
                10        20        30        40        50          
AAD-12  HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|402 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKE 
       80        90       100       110       120       130         
 
      60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQG 
                             
gi|402 MAEKLLRAVESYLLAHTAEYN 
      140       150          
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (30-39:110-119) 
 
                10        20        30        40        50          
AAD-12  HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|167 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
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      80        90       100       110       120       130          
 
      60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQG 
                             
gi|167 MAEKLLRAVESYLLAHTAEYN 
     140       150       160 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (30-39:110-119) 
 
                10        20        30        40        50          
AAD-12  HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
      60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQG 
                             
gi|154 MAEKLLRAVESYLLAHTAEYN 
     140       150       160 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (30-39:110-119) 
 
                10        20        30        40        50          
AAD-12  HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|167 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
      60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQG 
                             
gi|167 MAEKLLRAVESYLLAHTAEYN 
     140       150       160 
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (30-39:110-119) 
 
                10        20        30        40        50          
AAD-12  HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|730 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
      60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQG 
                             
gi|730 MAEKLLRAVESYLLAHTAEYN 
     140       150       160 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (30-39:110-119) 
 
                10        20        30        40        50          
AAD-12  HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|730 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
      60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQG 
                             
gi|730 MAEKLLRAVESYLLAHTAEYN 
     140       150       160 
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>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (30-39:110-119) 
 
                10        20        30        40        50          
AAD-12  HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|154 FKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
      60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQG 
                             
gi|154 MAEKLLRAVESYLLAHTDEYN 
     140       150       160 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (30-39:110-119) 
 
                10        20        30        40        50          
AAD-12  HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|167 FKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
      60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQG 
                             
gi|167 MAEKLLRAVESYLLAHTAEYN 
     140       150       160 
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 66.4  bits: 19.4 E():   98 
Smith-Waterman score: 51; 29.4% identity (82.4% similar) in 17 aa overlap (48-64:535-551) 
 
        20        30        40        50        60        70        
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:.              
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
        80                   
AAD-12 AQG                   
                             
gi|331 KEGCFSEEGPKLVAAAQAALV 
          570       580      
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 66.3  bits: 19.1 E(): 1e 
Smith-Waterman score: 50; 23.3% identity (55.8% similar) in 43 aa overlap (31-70:438-480) 
 
               10        20        30        40        50           
AAD-12 HALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP-AEWDDMMK 
                                     ::  .  ... :::  . :.  .  .: .  
gi|796 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHNAETTVEDRIG 
       410       420       430       440       450       460        
 
      60          70        80     
AAD-12 VIVGNM--AWHADSTYMPVMAQG     
       .:. .   :.: .               
gi|796 IIIDSAEKAFHKELGAIYSEIKDAVSV 
       470       480       490     
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:36 2011 done: Fri Jan 21 00:02:36 2011 
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 Total Scan time:  0.060 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 43  - 122 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     3     2:* 
  32     2     8:= * 
  34    18    22:====== * 
  36    62    44:==============*====== 
  38    71    73:========================* 
  40    92   102:===============================  * 
  42   115   125:=======================================  * 
  44   158   138:=============================================*======= 
  46   132   140:============================================  * 
  48   148   134:============================================*===== 
  50   124   122:========================================*= 
  52   102   108:================================== * 
  54   101    92:==============================*=== 
  56    62    77:=====================    * 
  58    45    63:===============     * 
  60    56    51:================*== 
  62    36    41:============ * 
  64    21    33:=======   * 
  66    29    26:========*= 
  68    11    20:====  * 
  70    23    16:=====*== 
  72    26    12:===*===== 
  74    23    10:===*==== 
  76     4     8:==* 
  78     2     6:=* 
  80     7     5:=*= 
  82     4     3:*= 
  84     1     3:* 
  86     2     2:* 
  88     6     2:*=         inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.43100.0035; mu= 4.7223 0.180 
 mean_var=48.150413.592, 0's: 2 Z-trim: 3  B-trim: 10 in 1/43 
 Lambda= 0.184831 
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 Kolmogorov-Smirnov  statistic: 0.0212 (N=29) at  68 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   67 23.7    0.83 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   65 23.2     1.2 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   63 22.7     4.7 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   62 22.4     5.2 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   62 22.4     5.7 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   57 21.1     6.6 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   57 21.1     6.6 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   57 21.1     6.6 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   57 21.1     6.6 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   60 21.9     6.8 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   60 21.9     8.2 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   56 20.8      10 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   61 22.1      12 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   55 20.5      12 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   57 21.1      13 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   57 21.1      14 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   56 20.8      16 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   56 20.8      16 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   60 21.9      17 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   56 20.8      17 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   56 20.8      17 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   45 17.9      19 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   50 19.2      19 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   55 20.5      21 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   49 18.9      21 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   51 19.5      26 
gi|14423757|sp|O04701.1|MPAC1_CYNDA RecName: Full= ( 246)   53 20.0      28 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   54 20.3      30 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   54 20.3      31 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 16.5      32 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 16.5      32 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   52 19.7      34 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   56 20.8      34 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   54 20.3      35 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   54 20.3      35 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   54 20.3      35 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   54 20.3      35 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   54 20.3      35 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   54 20.3      35 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   54 20.3      35 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   54 20.3      35 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   54 20.3      35 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   52 19.7      36 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   52 19.7      36 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   48 18.7      37 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   48 18.7      37 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   48 18.7      37 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   48 18.7      37 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   53 20.0      38 
gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pach ( 199)   50 19.2      39 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   54 20.3      39 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 19.5      41 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 18.7      41 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 19.2      42 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   51 19.5      43 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 19.5      44 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   47 18.4      44 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   48 18.7      45 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   48 18.7      45 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   48 18.7      45 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   48 18.7      45 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   48 18.7      45 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   48 18.7      45 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   48 18.7      45 
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gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   48 18.7      45 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   48 18.7      45 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   48 18.7      45 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   48 18.7      45 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   48 18.7      45 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   48 18.7      45 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   48 18.7      45 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   54 20.3      48 
gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=M ( 308)   51 19.5      50 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   53 20.0      51 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 19.2      52 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 19.2      52 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   47 18.4      54 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   46 18.1      54 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   47 18.4      54 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   47 18.4      54 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   47 18.4      54 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   47 18.4      54 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   47 18.4      54 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   47 18.4      54 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   47 18.4      54 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   47 18.4      54 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   47 18.4      54 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   47 18.4      54 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   55 20.5      55 
gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full= (  85)   43 17.3      60 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   51 19.5      61 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   51 19.5      61 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   51 19.5      61 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 18.9      61 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   52 19.7      63 
gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full= ( 131)   45 17.9      64 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 18.1      65 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 18.1      65 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   44 17.6      66 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   44 17.6      66 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   46 18.1      66 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   53 20.0      68 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   47 18.4      71 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   50 19.2      75 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   48 18.7      76 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   45 17.9      77 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   51 19.5      77 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   45 17.9      78 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 15.2      80 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   44 17.6      82 
gi|62240392|gb|AAX77384.1| 11S globulin precursor  ( 523)   51 19.5      84 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   42 17.1      85 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   48 18.7      86 
gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin pre ( 148)   44 17.6      86 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   49 18.9      87 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   49 18.9      87 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   49 18.9      87 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   49 18.9      89 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   49 18.9      89 
gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 ( 131)   43 17.3      92 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   44 17.6      92 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   44 17.6      93 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   44 17.6      93 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   44 17.6      93 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   44 17.6      93 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   44 17.6      93 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   44 17.6      93 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   44 17.6      93 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   51 19.5      94 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 19.2      95 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   48 18.7      96 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   51 19.5      97 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   44 17.6      98 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   44 17.6      98 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   47 18.4      99 
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>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  67  Z-score: 103.9  bits: 23.7 E(): 0.83 
Smith-Waterman score: 67; 40.0% identity (63.3% similar) in 30 aa overlap (41-70:30-56) 
 
               20        30        40        50        60        70 
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:::.  ::. : :   ::. :.. : 
gi|126  TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTK--KGNL-WEVKS 
                10        20        30        40          50        
 
               80                                
AAD-12 TYMPVMAQGA                                
                                                 
gi|126 AKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
         60        70        80        90        
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  65  Z-score: 101.1  bits: 23.2 E():  1.2 
Smith-Waterman score: 65; 35.5% identity (64.5% similar) in 31 aa overlap (41-71:30-57) 
 
               20        30        40        50        60        70 
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:::.  ::. . :   ::. :.. : 
gi|144  VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKS 
                10        20        30        40          50        
 
               80                               
AAD-12 TYMPVMAQGA                               
       .                                        
gi|144 SKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
         60        70        80        90       
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  44 init1:  44 opt:  63  Z-score: 90.4  bits: 22.7 E():  4.7 
Smith-Waterman score: 63; 26.7% identity (56.7% similar) in 60 aa overlap (13-72:207-260) 
 
                                 10        20        30        40   
AAD-12                   ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|390 GSNPNYLALLVKFVAGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
        180       190       200       210       220            230  
 
             50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
        :::  . .      : .. . .:.::..:         
gi|390 FTVRYTTEGGTKGEAKDVIPE-GWKADTAYESK      
             240       250        260         
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  44 init1:  44 opt:  62  Z-score: 89.6  bits: 22.4 E():  5.2 
Smith-Waterman score: 62; 26.7% identity (55.0% similar) in 60 aa overlap (13-72:184-237) 
 
                                 10        20        30        40   
AAD-12                   ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|458 GSNPNYLALLVKFVAGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
           160       170       180       190       200              
 
             50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
        :::  . .      : .. . .:.::. :         
gi|458 FTVRYTTEGGTKGEAKDVIPE-GWKADTCYESK      
      210       220        230       240      
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  44 init1:  44 opt:  62  Z-score: 89.0  bits: 22.4 E():  5.7 
Smith-Waterman score: 62; 26.7% identity (56.7% similar) in 60 aa overlap (13-72:206-259) 
 
                                 10        20        30        40   
AAD-12                   ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
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                                     :. :.. . .::: ::   ...     :.  
gi|158 KGSNPNYLALLVKFSGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
         180       190       200       210       220            230 
 
             50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
        :::  . .      : .. . .:.::..:         
gi|158 FTVRYTTEGGTKARAKDVIPE-GWKADTAYESK      
              240       250        260        
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 87.7  bits: 21.1 E():  6.6 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (15-70:29-82) 
 
                             10        20        30        40       
AAD-12               ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA                           
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 87.7  bits: 21.1 E():  6.6 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (15-70:29-82) 
 
                             10        20        30        40       
AAD-12               ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSGLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA                           
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 87.7  bits: 21.1 E():  6.6 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (15-70:29-82) 
 
                             10        20        30        40       
AAD-12               ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA                           
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 87.7  bits: 21.1 E():  6.6 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (15-70:29-82) 
 
                             10        20        30        40       
AAD-12               ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|117 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA                           
       .:.  ::  : :   :  .:  ::                                     
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gi|117 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 87.5  bits: 21.9 E():  6.8 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (5-36:133-160) 
 
                                         10        20        30     
AAD-12                           ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|221 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
            110       120       130       140           150         
 
           40        50        60        70        80               
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA               
       :.                                                           
gi|221 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
      160       170       180       190       200       210         
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 86.0  bits: 21.9 E():  8.2 
Smith-Waterman score: 60; 23.3% identity (58.3% similar) in 60 aa overlap (13-72:207-260) 
 
                                 10        20        30        40   
AAD-12                   ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   : .. .   .  
gi|126 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
             50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
        :..  . .:..:..       .:.::..:         
gi|126 YTTEGGTKSEFEDVIP-----EGWKADTSYSAK      
         240       250            260         
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 84.2  bits: 20.8 E():   10 
Smith-Waterman score: 56; 27.1% identity (58.3% similar) in 48 aa overlap (30-70:111-158) 
 
                10        20        30           40            50   
AAD-12  ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|400 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
             60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGA 
        . ..... : .  :.:.           
gi|400 GETLLRAVEGYLLAHSDAYN         
              150       160         
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 83.2  bits: 22.1 E():   12 
Smith-Waterman score: 61; 38.7% identity (58.1% similar) in 31 aa overlap (6-36:108-138) 
 
                                        10        20        30      
AAD-12                          ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA 
                                     : :  .. :.  :  :   :.:.  :::.: 
gi|259 YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIA 
        80        90       100       110       120       130        
 
          40        50        60        70        80                
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA                
       :                                                            
gi|259 IPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGR 
       140       150       160       170       180       190        
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 82.8  bits: 20.5 E():   12 
Smith-Waterman score: 55; 32.4% identity (58.8% similar) in 34 aa overlap (49-76:114-147) 
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       20        30        40        50        60              70   
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV----GNMAWHA--DSTY 
                                     :::. :.. : .:    :   : .  .:.. 
gi|250 EVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSW 
            90       100       110       120       130       140    
 
             80        
AAD-12 MPVMAQGA        
        ::.            
gi|250 APVLDFVFSTLKNEL 
           150         
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  44 init1:  44 opt:  57  Z-score: 82.4  bits: 21.1 E():   13 
Smith-Waterman score: 57; 23.3% identity (58.3% similar) in 60 aa overlap (13-72:184-237) 
 
                                 10        20        30        40   
AAD-12                   ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: :.   :     .. .  
gi|331 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIALKESWGAIWRVDTPD-----KLTGP 
           160       170       180       190       200              
 
             50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
        :::  . .   . .. .. . .:.::..:         
gi|331 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYEAK      
      210       220        230       240      
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  44 init1:  44 opt:  57  Z-score: 81.7  bits: 21.1 E():   14 
Smith-Waterman score: 57; 23.3% identity (58.3% similar) in 60 aa overlap (13-72:208-261) 
 
                                 10        20        30        40   
AAD-12                   ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: :.   :     .. .  
gi|180 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIALKESWGAIWRVDTPD-----KLTGP 
       180       190       200       210       220            230   
 
             50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
        :::  . .   . .. .. . .:.::..:         
gi|180 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYEAK      
            240       250        260          
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 81.0  bits: 20.8 E():   16 
Smith-Waterman score: 56; 25.0% identity (56.7% similar) in 60 aa overlap (13-72:185-238) 
 
                                 10        20        30        40   
AAD-12                   ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|283 GSNPNYLALLVKYVNGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
          160       170       180       190       200        210    
 
             50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
        :..  . .: .:..       .:.::..:         
gi|283 YTTEGGTKTEAEDVIP-----EGWKADTSYESK      
           220            230       240       
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 80.6  bits: 20.8 E():   16 
Smith-Waterman score: 56; 23.3% identity (56.7% similar) in 60 aa overlap (13-72:196-249) 
 
                                 10        20        30        40   
AAD-12                   ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   :     .. .  
gi|168 GSNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPD-----KLTGP 
         170       180       190       200       210            220 
 
             50        60        70        80 
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AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
        :::  . .   . .. .. . .:.::..:         
gi|168 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYSAK      
              230       240        250        
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 80.4  bits: 21.9 E():   17 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (5-36:131-158) 
 
                                         10        20        30     
AAD-12                           ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|213 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
              110       120       130       140           150       
 
           40        50        60        70        80               
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA               
       :.                                                           
gi|213 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
        160       170       180       190       200       210       
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 80.3  bits: 20.8 E():   17 
Smith-Waterman score: 56; 23.3% identity (56.7% similar) in 60 aa overlap (13-72:207-260) 
 
                                 10        20        30        40   
AAD-12                   ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   :     .. .  
gi|752 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPD-----KLTGP 
        180       190       200       210       220            230  
 
             50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
        :::  . .   . .. .. . .:.::..:         
gi|752 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYSAK      
             240       250        260         
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 80.3  bits: 20.8 E():   17 
Smith-Waterman score: 56; 25.0% identity (56.7% similar) in 60 aa overlap (13-72:207-260) 
 
                                 10        20        30        40   
AAD-12                   ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|117 GSNPNYLALLVKYVNGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
             50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
        :..  . .: .:..       .:.::..:         
gi|117 YTTEGGTKTEAEDVIP-----EGWKADTSYESK      
         240       250            260         
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 79.4  bits: 17.9 E():   19 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (14-37:17-38) 
 
                  10        20        30        40        50        
AAD-12    ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                       ::.  : .. :. :. ::: .. :                     
gi|217 LVSVEHQAARLKVAKAQQL--AAQLPAMCRLEGGDALSASQ                    
               10          20        30                             
 
        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGA 
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 79.3  bits: 19.2 E():   19 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (29-44:29-43) 
 
               10        20        30        40        50        60 
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AAD-12 ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI 
                                   : :::::. ..:  :.                 
gi|105 CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIWRK 
               10        20        30         40        50          
 
               70        80                     
AAD-12 VGNMAWHADSTYMPVMAQGA                     
                                                
gi|105 DSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
      60        70        80        90          
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  44 init1:  44 opt:  55  Z-score: 78.7  bits: 20.5 E():   21 
Smith-Waterman score: 55; 25.9% identity (56.9% similar) in 58 aa overlap (13-70:213-264) 
 
                                 10        20        30        40   
AAD-12                   ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|249 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
            190       200       210       220       230        240  
 
             50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
        :..  . ::..:..       .:.::.           
gi|249 YTTEGGTKAEFEDVIP-----EGWKADTHDASK      
             250            260               
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 78.5  bits: 18.9 E():   21 
Smith-Waterman score: 49; 32.3% identity (58.1% similar) in 31 aa overlap (44-72:35-64) 
 
            20        30        40        50          60        70  
AAD-12 QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE--WDDMMKVIVGNMAWHADST 
                                     : . ..::.  :: .  : .   .: ::.  
gi|323 QTCAGNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKP 
           10        20        30        40         50        60    
 
              80                    
AAD-12 YMPVMAQGA                    
       :                            
gi|323 YSWRYGWTAFCGPAGPRCLRTNAAVTVR 
            70        80        90  
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 77.0  bits: 19.5 E():   26 
Smith-Waterman score: 51; 27.1% identity (62.5% similar) in 48 aa overlap (30-70:110-157) 
 
                10        20        30           40         50      
AAD-12  ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|437 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
      80        90       100       110       120       130          
 
             60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGA 
        . ..:.. . .  :.:.           
gi|437 GETLLKAVESYLLAHSDAYN         
     140       150                  
 
>>gi|14423757|sp|O04701.1|MPAC1_CYNDA RecName: Full=Majo  (246 aa) 
 initn:  40 init1:  40 opt:  53  Z-score: 76.5  bits: 20.0 E():   28 
Smith-Waterman score: 53; 21.1% identity (52.6% similar) in 57 aa overlap (3-59:148-200) 
 
                                           10        20        30   
AAD-12                             ALLIFPGQHLSNDQQITFAKRFGAIERIGGGD 
                                     . :  .. :::. ...  ...:    : :. 
gi|144 KKGQEDKLRKAGELTLQFRRVKCKYPSGTKITFHIEKGSNDHYLALLVKYAA----GDGN 
       120       130       140       150       160           170    
 
             40        50        60        70        80             
AAD-12 IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA             
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       :::..    :.       . :  . ..                                  
gi|144 IVAVDIKPRDSDEFIPMKSSWGAIWRIDPKKPLKGPFSIRLTSEGGAHLVQDDVIPANWK 
           180       190       200       210       220       230    
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 76.0  bits: 20.3 E():   30 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (1-67:201-266) 
 
                                              10        20          
AAD-12                               ALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|261 SPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
              180       190       200       210       220       230 
 
      30        40        50        60        70        80          
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA          
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|261 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYLFAMFD 
                240       250       260       270       280         
 
gi|261 ENKKQPEVEKHFGLFFPNKWQKYNLNFS 
      290       300       310       
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 75.7  bits: 20.3 E():   31 
Smith-Waterman score: 54; 25.6% identity (48.7% similar) in 39 aa overlap (15-53:191-229) 
 
                               10        20        30        40     
AAD-12                 ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ::..   .:   :  : :..   .. :    
gi|320 KEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDP 
              170       180       190       200       210       220 
 
           50        60        70        80                         
AAD-12 VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA                         
       : . . : :                                                    
gi|320 VISFKTALWFWMTPQSPKPSCHNVITGRWTPSAADRAAGRLPGYGVITNIINGGIECGKG 
              230       240       250       260       270       280 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 75.3  bits: 16.5 E():   32 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (66-72:19-25) 
 
          40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :.::..:         
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE        
                           10        20              
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 75.3  bits: 16.5 E():   32 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (66-72:19-25) 
 
          40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :.::..:         
gi|320             YTTEGGTKAEAEDVIPEGWKADTSYE        
                           10        20              
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 75.0  bits: 19.7 E():   34 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (13-72:192-245) 
 
                                 10        20        30        40   
AAD-12                   ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|116 GSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
             170       180       190       200       210        220 
 
             50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
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        :..  . .: .:..       .:.::..:         
gi|116 YTTEGGTKGEAEDVIP-----EGWKADTAYEAK      
              230            240              
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 74.8  bits: 20.8 E():   34 
Smith-Waterman score: 56; 40.6% identity (56.2% similar) in 32 aa overlap (7-36:153-184) 
 
                                       10        20          30     
AAD-12                         ALLIFPGQHLSNDQQITFAK--RFGAIERIGGGDIV 
                                     ::.   .::  : .  :    .::  ::.: 
gi|258 QGQQEQQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVV 
            130       140       150       160       170       180   
 
           40        50        60        70        80               
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA               
       ::                                                           
gi|258 AIPAGVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQ 
            190       200       210       220       230       240   
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 74.6  bits: 20.3 E():   35 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (1-67:237-302) 
 
                                              10        20          
AAD-12                               ALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|270 SPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
        210       220       230       240       250       260       
 
      30        40        50        60        70        80          
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA          
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|270 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPDRAIETYLFAMFD 
        270         280       290       300       310       320     
 
gi|270 ENQKQPEVEKHFGLFFPDKRPKYNLNFSAKKNWDISTEHNATVLFLKSDM 
          330       340       350       360       370     
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 74.6  bits: 20.3 E():   35 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (1-67:237-302) 
 
                                              10        20          
AAD-12                               ALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|268 SPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
        210       220       230       240       250       260       
 
      30        40        50        60        70        80          
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA          
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|268 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYLFAMFD 
        270         280       290       300       310       320     
 
gi|268 ENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
          330       340       350       360       370     
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 74.6  bits: 20.3 E():   35 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (1-67:237-302) 
 
                                              10        20          
AAD-12                               ALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|124 SPLLANIYPYFTYADNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
        210       220       230       240       250       260       
 
      30        40        50        60        70        80          
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA          
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
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gi|124 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYLFAMFD 
        270         280       290       300       310       320     
 
gi|124 ENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHDATILFLKSDM 
          330       340       350       360       370     
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 74.6  bits: 20.3 E():   35 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (1-67:237-302) 
 
                                              10        20          
AAD-12                               ALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|124 SPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
        210       220       230       240       250       260       
 
      30        40        50        60        70        80          
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA          
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|124 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYLFAMFD 
        270         280       290       300       310       320     
 
gi|124 ENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
          330       340       350       360       370     
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 74.6  bits: 20.3 E():   35 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (1-67:237-302) 
 
                                              10        20          
AAD-12                               ALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|327 SPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
        210       220       230       240       250       260       
 
      30        40        50        60        70        80          
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA          
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|327 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYLFAMFD 
        270         280       290       300       310       320     
 
gi|327 ENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
          330       340       350       360       370     
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 74.6  bits: 20.3 E():   35 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (1-67:237-302) 
 
                                              10        20          
AAD-12                               ALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|118 SPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
        210       220       230       240       250       260       
 
      30        40        50        60        70        80          
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA          
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|118 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYLFAMFD 
        270         280       290       300       310       320     
 
gi|118 ENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
          330       340       350       360       370     
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 74.6  bits: 20.3 E():   35 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (1-67:237-302) 
 
                                              10        20          
AAD-12                               ALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|124 SPLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
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        210       220       230       240       250       260       
 
      30        40        50        60        70        80          
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA          
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|124 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYLFAMFD 
        270         280       290       300       310       320     
 
gi|124 ENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
          330       340       350       360       370     
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 74.6  bits: 20.3 E():   35 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (1-67:237-302) 
 
                                              10        20          
AAD-12                               ALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|124 SPLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
        210       220       230       240       250       260       
 
      30        40        50        60        70        80          
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA          
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|124 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYLFAMFD 
        270         280       290       300       310       320     
 
gi|124 ENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
          330       340       350       360       370     
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 74.6  bits: 20.3 E():   35 
Smith-Waterman score: 54; 22.1% identity (58.8% similar) in 68 aa overlap (1-67:237-302) 
 
                                              10        20          
AAD-12                               ALLIFPGQH-LSNDQQITFAKRFGAIERIG 
                                     ..... ::.  .:  . :.   ..:.:: . 
gi|124 SPLLTNIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERAS 
        210       220       230       240       250       260       
 
      30        40        50        60        70        80          
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA          
       ::.. ..  :. .:     . :   :  .. ..:.  :                       
gi|124 GGSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYLFATFD 
        270         280       290       300       310       320     
 
gi|124 ENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
          330       340       350       360       370     
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.5  bits: 19.7 E():   36 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (13-72:207-260) 
 
                                 10        20        30        40   
AAD-12                   ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|386 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
             50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
        :..  . .: .:..       .:.::..:         
gi|386 YTTEGGTKVEAEDVIP-----EGWKADTAYESK      
         240       250            260         
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.5  bits: 19.7 E():   36 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (13-72:209-262) 
 
                                 10        20        30        40   
AAD-12                   ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
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                                     :. : . . .::. :.   : .. .   .  
gi|117 GSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
      180       190       200       210       220       230         
 
             50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
        :..  . .: .:..       .:.::..:         
gi|117 YTTEGGTKGEAEDVIP-----EGWKADTAYEAK      
       240       250            260           
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 74.2  bits: 18.7 E():   37 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (28-79:15-79) 
 
               10        20        30        40               50    
AAD-12 ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEW 
                                  : :  ..: . .  ::.:  ::       : :  
gi|604              MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEI 
                            10        20        30        40        
 
            60             70         80                            
AAD-12 DDMMKVI--VGNMA---WHADST-YMPVMAQGA                            
         .:: .   :..:    :  .: :: ....:                             
gi|604 TAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYE 
        50        60        70        80        90       100        
 
gi|604 ETLTPGQCNMIVERLGDYLIDQGL 
       110       120       130  
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 74.2  bits: 18.7 E():   37 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (28-79:15-79) 
 
               10        20        30        40               50    
AAD-12 ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEW 
                                  : :  ..: . .  ::.:  ::       : :  
gi|288              MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEI 
                            10        20        30        40        
 
            60             70         80                            
AAD-12 DDMMKVI--VGNMA---WHADST-YMPVMAQGA                            
         .:: .   :..:    :  .: :: ....:                             
gi|288 TAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYE 
        50        60        70        80        90       100        
 
gi|288 EPLTPGQCNMIVERLGDYLIDQGL 
       110       120       130  
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 74.2  bits: 18.7 E():   37 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (28-79:15-79) 
 
               10        20        30        40               50    
AAD-12 ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEW 
                                  : :  ..: . .  ::.:  ::       : :  
gi|218              MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEI 
                            10        20        30        40        
 
            60             70         80                            
AAD-12 DDMMKVI--VGNMA---WHADST-YMPVMAQGA                            
         .:: .   :..:    :  .: :: ....:                             
gi|218 TAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYE 
        50        60        70        80        90       100        
 
gi|218 ETLTPGQCNMIVERLGDYLIDQGV 
       110       120       130  
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 74.2  bits: 18.7 E():   37 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (28-79:15-79) 
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               10        20        30        40               50    
AAD-12 ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEW 
                                  : :  ..: . .  ::.:  ::       : :  
gi|144              MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEI 
                            10        20        30        40        
 
            60             70         80                            
AAD-12 DDMMKVI--VGNMA---WHADST-YMPVMAQGA                            
         .:: .   :..:    :  .: :: ....:                             
gi|144 TAIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYE 
        50        60        70        80        90       100        
 
gi|144 EPLTPGQCNMIVERLGDYLIDQGL 
       110       120       130  
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 73.9  bits: 20.0 E():   38 
Smith-Waterman score: 53; 22.9% identity (58.3% similar) in 48 aa overlap (34-79:223-270) 
 
            10        20        30        40         50         60  
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKV-IV 
                                     : . ..  ::   ..:.  :..  ..  :. 
gi|729 EGVLSRKVPSHLTLETPRVKMNMKYDRYAPVKVFKLDYDGIHFEKHTDIEYEPGVRYKII 
            200       210       220       230       240       250   
 
              70        80                                          
AAD-12 GNMAWHADSTYMPVMAQGA                                          
       ::   . :. .. . .::                                           
gi|729 GNGKLKDDGRHYSIDVQGIPRKAFNLDADLMDFKLKVSKPEDSNKAQFSYTFNEYTETEE 
            260       270       280       290       300       310   
 
>>gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pachycon  (199 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 73.8  bits: 19.2 E():   39 
Smith-Waterman score: 50; 25.0% identity (53.8% similar) in 52 aa overlap (25-74:97-142) 
 
                     10        20        30        40        50     
AAD-12       ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD 
                                     .::   :. .:.:.  : :      : . . 
gi|169 MPDLTWDNELAAIAQRWVNQCKIGHDGCRNVERYQVGQNIAMSGSTAKG------PCNMN 
         70        80        90       100       110             120 
 
           60          70        80                                 
AAD-12 DMMKVIVG--NMAWHADSTYMPVMAQGA                                 
       ..... ..  :    :: . ::                                       
gi|169 NLVQMWINEVNALNAADVSSMPSDGNYFMKIGHYTQLVWGKTTKVGCGIIQFLDGKFYKC 
              130       140       150       160       170       180 
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 73.8  bits: 20.3 E():   39 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (40-55:89-105) 
 
      10        20        30        40         50        60         
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .              
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       60        70        80        90       100       110         
 
       70        80                                                 
AAD-12 DSTYMPVMAQGA                                                 
                                                                    
gi|114 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      120       130       140       150       160       170         
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 73.4  bits: 19.5 E():   41 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (29-44:181-195) 
 
                 10        20        30        40        50         
AAD-12   ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
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              160       170       180        190       200          
 
       60        70        80                      
AAD-12 VIVGNMAWHADSTYMPVMAQGA                      
                                                   
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 73.4  bits: 18.7 E():   41 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (37-53:2-19) 
 
         10        20        30        40         50        60      
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD-GTVRQHSPAEWDDMMKVIVGNMA 
                                     ..: .: :.. ..::.::             
gi|250                              PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPF 
                                            10        20        30  
 
          70        80                                              
AAD-12 WHADSTYMPVMAQGA                                              
                                                                    
gi|250 PRCRALVKSQCAGGQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDK 
              40        50        60        70        80        90  
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 73.2  bits: 19.2 E():   42 
Smith-Waterman score: 50; 40.0% identity (72.0% similar) in 25 aa overlap (33-57:9-29) 
 
             10        20        30        40        50        60   
AAD-12 LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG 
                                     :::.....: .    :.:: .:: :      
gi|144                       MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMV 
                                     10            20        30     
 
             70        80                                           
AAD-12 NMAWHADSTYMPVMAQGA                                           
                                                                    
gi|144 DQIVKSLTTKKELDPFKIEQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKID 
           40        50        60        70        80        90     
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 73.1  bits: 19.5 E():   43 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (29-59:192-222) 
 
                 10        20        30        40        50         
AAD-12   ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : : ..  
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
        60        70        80                     
AAD-12 KVIVGNMAWHADSTYMPVMAQGA                     
       .:                                          
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 72.9  bits: 19.5 E():   44 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (29-44:199-213) 
 
                 10        20        30        40        50         
AAD-12   ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
       60        70        80                      
AAD-12 VIVGNMAWHADSTYMPVMAQGA                      
                                                   
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
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>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 72.8  bits: 18.4 E():   44 
Smith-Waterman score: 47; 28.6% identity (68.6% similar) in 35 aa overlap (15-48:93-127) 
 
                               10         20        30        40    
AAD-12                 ALLIFPGQHLSNDQQITFA-KRFGAIERIGGGDIVAISNVKADG 
                                     :  :. :.   :....: :.:. ..: .   
gi|121 FKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVT 
             70        80        90       100       110       120   
 
            50        60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
       .::..                                 
gi|121 SVRSYKRI                              
            130                              
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 48; 25.0% identity (62.5% similar) in 48 aa overlap (30-70:110-157) 
 
                10        20        30           40         50      
AAD-12  ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|437 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
      80        90       100       110       120       130          
 
             60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGA 
        . ..... . .  :.:.           
gi|437 GETLLRAVESYLLAHSDAYN         
     140       150                  
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (30-70:110-157) 
 
                10        20        30           40            50   
AAD-12  ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|384 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
             60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGA 
        . ..... . .  :.:.           
gi|384 GETLLRAVESYLLAHSDAYN         
     140       150                  
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (30-70:110-157) 
 
                10        20        30           40            50   
AAD-12  ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|437 KYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
             60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGA 
        . ..... . .  :.:.           
gi|437 GETLLRAVESYLLAHSDAYN         
     140       150                  
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (30-70:110-157) 
 
                10        20        30           40            50   
AAD-12  ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 1267



 

 

                                     ::.:. :::   .:.:  :.    . :    
gi|115 KYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
             60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGA 
        . ..... . .  :.:.           
gi|115 GETLLRAVESYLLAHSDAYN         
     140       150                  
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.6  bits: 18.7 E():   45 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (30-70:111-158) 
 
                10        20        30           40            50   
AAD-12  ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
             60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGA 
        . ..... . .  :.:.           
gi|154 RETLLRAVESYLLAHSDAYN         
              150       160         
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.6  bits: 18.7 E():   45 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (30-70:111-158) 
 
                10        20        30           40            50   
AAD-12  ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|256 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
             60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGA 
        . ..... . .  :.:.           
gi|256 GETLLRAVESYLLAHSDAYN         
              150       160         
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.6  bits: 18.7 E():   45 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (30-70:111-158) 
 
                10        20        30           40            50   
AAD-12  ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|256 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
             60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGA 
        . ..... . .  :.:.           
gi|256 GETLLRAVESYLLAHSDAYN         
              150       160         
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.6  bits: 18.7 E():   45 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (30-70:111-158) 
 
                10        20        30           40            50   
AAD-12  ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|400 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
             60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGA 
        . ..... . .  :.:.           
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gi|400 GETLLRAVESYLLAHSDAYN         
              150       160         
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.6  bits: 18.7 E():   45 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (30-70:111-158) 
 
                10        20        30           40            50   
AAD-12  ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|132 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
             60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGA 
        . ..... . .  :.:.           
gi|132 GETLLRAVESYLLAHSDAYN         
              150       160         
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.6  bits: 18.7 E():   45 
Smith-Waterman score: 48; 25.0% identity (62.5% similar) in 48 aa overlap (30-70:111-158) 
 
                10        20        30           40         50      
AAD-12  ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|400 KYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
             60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGA 
        . ..... . .  :.:.           
gi|400 GETLLRAVESYLLAHSDAYN         
              150       160         
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.6  bits: 18.7 E():   45 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (30-70:111-158) 
 
                10        20        30           40            50   
AAD-12  ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|114 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
             60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGA 
        . ..... . .  :.:.           
gi|114 GETLLRAVESYLLAHSDAYN         
              150       160         
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.6  bits: 18.7 E():   45 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (30-70:111-158) 
 
                10        20        30           40            50   
AAD-12  ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
             60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGA 
        . ..... . .  :.:.           
gi|154 GETLLRAVESYLLAHSDAYN         
              150       160         
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.6  bits: 18.7 E():   45 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (30-70:111-158) 
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                10        20        30           40            50   
AAD-12  ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
             60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGA 
        . ..... . .  :.:.           
gi|154 GETLLRAVESYLLAHSDAYN         
              150       160         
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.6  bits: 18.7 E():   45 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (30-70:111-158) 
 
                10        20        30           40            50   
AAD-12  ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
             60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGA 
        . ..... . .  :.:.           
gi|154 GETLLRAVESYLLAHSDAYN         
              150       160         
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (40-55:119-135) 
 
      10        20        30        40         50        60         
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .              
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       90       100       110       120       130       140         
 
       70        80                                                 
AAD-12 DSTYMPVMAQGA                                                 
                                                                    
gi|476 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      150       160       170       180       190       200         
 
>>gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=Major  (308 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 71.8  bits: 19.5 E():   50 
Smith-Waterman score: 51; 31.5% identity (53.7% similar) in 54 aa overlap (19-68:104-154) 
 
                           10        20        30        40         
AAD-12             ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD--GTVR 
                                     ::  : : ..  .  :: . ..:   : :: 
gi|249 PLPTPLRRTSSRSSRPPSPSPPRASSPTSAAKAPGLIPKLDTAYDVAYKAAEAHPRGQVR 
            80        90       100       110       120       130    
 
           50        60        70        80                         
AAD-12 Q--HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA                         
       .  : : .    ..::.: .  ::                                     
gi|249 RLRHCPHR---SLRVIAGALEVHAVKPATEEVLAAKIPTGELQIVDKIDAAFKIAATAAN 
           140          150       160       170       180       190 
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 71.7  bits: 20.0 E():   51 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (12-32:330-350) 
 
                                  10        20        30        40  
AAD-12                    ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|149 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
              50        60        70        80                      
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AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA                      
                                                                    
gi|149 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 71.5  bits: 19.2 E():   52 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (29-44:198-212) 
 
                 10        20        30        40        50         
AAD-12   ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
       60        70        80                      
AAD-12 VIVGNMAWHADSTYMPVMAQGA                      
                                                   
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
        230       240       250       260          
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 71.5  bits: 19.2 E():   52 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (29-44:198-212) 
 
                 10        20        30        40        50         
AAD-12   ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
       60        70        80                      
AAD-12 VIVGNMAWHADSTYMPVMAQGA                      
                                                   
gi|115 RKDSDKPIKGPITVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
        230       240       250       260          
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.3  bits: 18.4 E():   54 
Smith-Waterman score: 47; 25.0% identity (58.3% similar) in 48 aa overlap (30-70:110-157) 
 
                10        20        30           40            50   
AAD-12  ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|159 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEL 
      80        90       100       110       120       130          
 
             60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGA 
        . ..... . .  :.:.           
gi|159 GETLLRAVESYLLAHSDAYN         
     140       150                  
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.2  bits: 18.1 E():   54 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (59-79:11-31) 
 
       30        40        50        60        70        80         
AAD-12 GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA         
                                     ::.. .:: ...   :. : :          
gi|249                     MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQ 
                                   10        20        30        40 
 
gi|249 DIMPCLHFVKGEEKEPSKECCSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVA 
               50        60        70        80        90       100 
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (30-70:111-158) 
 
                10        20        30           40         50      
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AAD-12  ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
             60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGA 
        . ..... . .  :.:.           
gi|132 AEALLRAVESYLLAHSDAYN         
              150       160         
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (30-70:111-158) 
 
                10        20        30           40         50      
AAD-12  ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|400 KYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
             60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGA 
        . ..... . .  :.:.           
gi|400 GEALLRAVESYLLAHSDAYN         
              150       160         
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (30-70:111-158) 
 
                10        20        30           40         50      
AAD-12  ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
             60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGA 
        . ..... . .  :.:.           
gi|116 GEALLRAVESYLLAHSDAYN         
              150       160         
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (30-70:111-158) 
 
                10        20        30           40         50      
AAD-12  ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
             60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGA 
        . ..... . .  :.:.           
gi|132 GEALLRAVESYLLAHSDAYN         
              150       160         
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (30-70:111-158) 
 
                10        20        30           40         50      
AAD-12  ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDQEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
             60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGA 
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        . ..... . .  :.:.           
gi|116 GEALLRAVESYLLAHSDAYN         
              150       160         
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (30-70:111-158) 
 
                10        20        30           40         50      
AAD-12  ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
             60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGA 
        . ..... . .  :.:.           
gi|116 GEALLRAVESYLLAHSDAYN         
              150       160         
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (29-69:110-157) 
 
                 10        20        30           40           50   
AAD-12   ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
              60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGA 
         . ..... . .  :.:            
gi|154 MAEKLLRAVESYLLAHTDEYN         
     140       150       160         
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (30-70:111-158) 
 
                10        20        30           40         50      
AAD-12  ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
             60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGA 
        . ..... . .  :.:.           
gi|132 GEALLRAVESYLLAHSDAYN         
              150       160         
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (30-70:111-158) 
 
                10        20        30           40         50      
AAD-12  ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
             60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGA 
        . ..... . .  :.:.           
gi|116 GEALLRAVESYLLAHSDAYN         
              150       160         
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (29-69:110-157) 
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                 10        20        30           40           50   
AAD-12   ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
              60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGA 
         . ..... . .  :.:            
gi|154 MAEKLLRAVESYLLAHTDEYN         
     140       150       160         
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 71.1  bits: 20.5 E():   55 
Smith-Waterman score: 55; 20.5% identity (60.3% similar) in 73 aa overlap (7-78:242-309) 
 
                                       10        20        30       
AAD-12                         ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDI-VA 
                                     ::.... ::.  ....:  .. : :.     
gi|220 PGQGQQIGQGQQGYYPTSPQHPGQRQQPGQGQQIGQGQQLGQGRQIGQGQQSGQGQQGYY 
             220       230       240       250       260       270  
 
          40        50        60        70        80                
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA                
        .. .  :  .:  :..:..  .   :.....  :  .: ..:                  
gi|220 PTSPQQLGQGQQ--PGQWQQSGQ---GQQGYYPTSQQQPGQGQQGQYPASQQQPGQGQQG 
             280         290          300       310       320       
 
gi|220 QYPASQQQPGQGQQGQYPASQQQPGQGQQGHYLASQQQPGQGQQRHYPASLQQPGQGQQG 
        330       340       350       360       370       380       
 
>>gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full=Polc  (85 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.4  bits: 17.3 E():   60 
Smith-Waterman score: 43; 36.6% identity (46.3% similar) in 41 aa overlap (20-60:17-54) 
 
               10        20        30        40        50        60 
AAD-12 ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI 
                          ::: :    : : : :    .:  :. . .: :   ::  : 
gi|144    MADDHPQDKAERERIFKRFDAN---GDGKISAAELGEALKTLGSITPDEVKHMMAEI 
                  10        20           30        40        50     
 
               70        80            
AAD-12 VGNMAWHADSTYMPVMAQGA            
                                       
gi|144 DTDGDGFISFQEFTDFGRANRGLLKDVAKIF 
           60        70        80      
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 70.2  bits: 19.5 E():   61 
Smith-Waterman score: 51; 21.6% identity (56.9% similar) in 51 aa overlap (18-67:103-153) 
 
                            10        20         30        40       
AAD-12              ALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|129 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
         50        60        70        80                           
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA                           
       .: :: ::   : .. .. ..                                        
gi|129 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 70.2  bits: 19.5 E():   61 
Smith-Waterman score: 51; 21.6% identity (56.9% similar) in 51 aa overlap (18-67:103-153) 
 
                            10        20         30        40       
AAD-12              ALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
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gi|119 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
         50        60        70        80                           
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA                           
       .: :: ::   : .. .. ..                                        
gi|119 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 70.2  bits: 19.5 E():   61 
Smith-Waterman score: 51; 21.6% identity (56.9% similar) in 51 aa overlap (18-67:103-153) 
 
                            10        20         30        40       
AAD-12              ALLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|309 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
         50        60        70        80                           
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA                           
       .: :: ::   : .. .. ..                                        
gi|309 DHPPASWDWRKKGVITQVKYQGGCGSGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 70.2  bits: 18.9 E():   61 
Smith-Waterman score: 54; 21.7% identity (56.7% similar) in 60 aa overlap (13-72:207-260) 
 
                                 10        20        30        40   
AAD-12                   ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :.   . . .::. ::   : .. .   .  
gi|168 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWTELKESWGAVWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
             50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
        :..  . .:..:..       .:.::..:         
gi|168 YTTEGGTKSEFEDVIP-----EGWKADTSYSAK      
         240       250            260         
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 70.1  bits: 19.7 E():   63 
Smith-Waterman score: 52; 25.0% identity (65.6% similar) in 32 aa overlap (5-36:117-148) 
 
                                         10        20        30     
AAD-12                           ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : :.. .....  :  .   ....  :::. 
gi|303 APKLYYVTQGRGILGVLMPGCPETFQSMSQFQGSREQEEERGRFQDQHQKVHHLKKGDII 
         90       100       110       120       130       140       
 
           40        50        60        70        80               
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA               
       ::                                                           
gi|303 AIPAGVALWCYNDGDEDLVTVLVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLR 
        150       160       170       180       190       200       
 
>>gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 45; 27.1% identity (52.1% similar) in 48 aa overlap (28-74:15-62) 
 
               10        20        30        40        50        60 
AAD-12 ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI 
                                  : :. . : . .  ::.:  .:    .   . : 
gi|144              MSWQAYVDDHLMCEIEGNHLSAAAIIGQDGSVWAQSANFPQFKSEEI 
                            10        20        30        40        
 
                70        80                                        
AAD-12 VGNMA-WHADSTYMPVMAQGA                                        
       .: :. .:  .:  :                                              
gi|144 TGIMSDFHEPGTLAPTGLYIGGTKYMVIQGEPGAVIRGKKGPGGVTVKKTNQALIIGIYD 
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        50        60        70        80        90       100        
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.8  bits: 18.1 E():   65 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (29-38:109-118) 
 
                 10        20        30        40        50         
AAD-12   ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
       60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGA 
                              
gi|534 KAEALFRAVESYLLAHSDAYN  
      140       150           
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.8  bits: 18.1 E():   65 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (29-38:110-119) 
 
                 10        20        30        40        50         
AAD-12   ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
       60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGA 
                              
gi|534 KAEALFRAVESYLLAHSDAYN  
     140       150       160  
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.7  bits: 17.6 E():   66 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (14-32:35-53) 
 
                                10        20        30        40    
AAD-12                  ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
            50        60        70        80            
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA            
                                                        
gi|730 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.7  bits: 17.6 E():   66 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (14-32:35-53) 
 
                                10        20        30        40    
AAD-12                  ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
            50        60        70        80            
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA            
                                                        
gi|191 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 69.7  bits: 18.1 E():   66 
Smith-Waterman score: 46; 32.3% identity (58.1% similar) in 31 aa overlap (39-66:38-65) 
 
       10        20        30        40           50        60      
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AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ---HSPAEWDDMMKVIVGNMA 
                                     :.: . .:.    .:  ::.. ::    .: 
gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKV---AQA 
        10        20        30        40        50        60        
 
          70        80                                              
AAD-12 WHADSTYMPVMAQGA                                              
       :                                                            
gi|148 WAETRTPDCSLIHSDRCGENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQIV 
           70        80        90       100       110       120     
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 69.4  bits: 20.0 E():   68 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (12-32:330-350) 
 
                                  10        20        30        40  
AAD-12                    ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|169 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
              50        60        70        80                      
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA                      
                                                                    
gi|169 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 69.0  bits: 18.4 E():   71 
Smith-Waterman score: 47; 23.1% identity (51.3% similar) in 39 aa overlap (36-70:147-185) 
 
          10        20        30        40            50        60  
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH----SPAEWDDMMKVIV 
                                     ::.  .::.. .:    .   :    :.   
gi|613 ATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMHVGHYTQIVWAKTKKIGC 
        120       130       140       150       160       170       
 
              70        80                 
AAD-12 GNMAWHADSTYMPVMAQGA                 
       : . .. :.                           
gi|613 GRIMFKEDNWNKHYLVCNYGPAGNVLGAQIYEIKK 
        180       190       200       210  
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 68.6  bits: 19.2 E():   75 
Smith-Waterman score: 50; 24.3% identity (56.8% similar) in 37 aa overlap (37-73:262-298) 
 
         10        20        30        40        50        60       
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|169 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
         70        80                                               
AAD-12 HADSTYMPVMAQGA                                               
       .: :.::                                                      
gi|169 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.5  bits: 18.7 E():   76 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (5-15:90-100) 
 
                                         10        20        30     
AAD-12                           ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
           40        50        60        70        80               
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA               
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gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 45; 33.3% identity (57.8% similar) in 45 aa overlap (23-60:52-96) 
 
                       10        20        30        40             
AAD-12         ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK--ADGT-----V 
                                     :.:..:. :.  . : ::   ::.     : 
gi|602 AFVLDADNLIPKIAPQAVKSTEILEGDGGVGTIKKINFGEGSTYSYVKHKIDGVDKDNFV 
              30        40        50        60        70        80  
 
          50        60        70        80                          
AAD-12 RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA                          
        :.:  : : . ..:                                              
gi|602 YQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISHYHTKGDVEIKEEHVKAGKEKAS 
              90       100       110       120       130       140  
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 68.4  bits: 19.5 E():   77 
Smith-Waterman score: 51; 28.3% identity (56.7% similar) in 60 aa overlap (2-60:186-244) 
 
                                            10        20        30  
AAD-12                              ALLIFPGQHLSNDQQITFAKRFGAIERIGGG 
                                     .... :.: :: .. : : : .   .   . 
gi|215 KKRPIVYECAEISWKVMNNGDVFILLVPNFVFVWTGKH-SNRMERTTAIRVANDLKSELN 
         160       170       180       190        200       210     
 
              40         50        60        70        80           
AAD-12 DIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA           
        .   : .  ::  :.: : ::.: . :..                               
gi|215 RFKLSSVILEDGKEVEQTSGAEYDAFNKALSLDKKDIDLKQMPKGYDYAASDKSFESHER 
          220       230       240       250       260       270     
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 45; 25.0% identity (56.2% similar) in 48 aa overlap (30-70:111-158) 
 
                10        20        30           40            50   
AAD-12  ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|132 KYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEM 
               90       100       110       120       130       140 
 
             60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGA 
        . .....   .  :.:.           
gi|132 GETLLRAVERYLLAHSDAYN         
              150       160         
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.1  bits: 15.2 E():   80 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (66-72:19-25) 
 
          40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :..:..:         
gi|320             YTTEGGTKAEAEDVIPEGWKVDTSYE        
                           10        20              
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.9  bits: 17.6 E():   82 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (28-50:15-37) 
 
               10        20        30        40        50        60 
AAD-12 ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI 
                                  : : .... . .  ::.:  .::           
gi|100              MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKPEEN 
                            10        20        30        40        
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               70        80                                         
AAD-12 VGNMAWHADSTYMPVMAQGA                                         
                                                                    
gi|100 AGIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYD 
        50        60        70        80        90       100        
 
>>gi|62240392|gb|AAX77384.1| 11S globulin precursor [Sin  (523 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 67.7  bits: 19.5 E():   84 
Smith-Waterman score: 51; 30.0% identity (63.3% similar) in 30 aa overlap (7-35:173-202) 
 
                                       10         20        30      
AAD-12                         ALLIFPGQHLSNDQ-QITFAKRFGAIERIGGGDIVA 
                                     ::. ...: :  :   .  .:..  ::..: 
gi|622 QQGQQGQQGQQQGQQGQQGQQGQQGQQGQQGQQGQQQQGQQGFRDMYQKVEHVRHGDVIA 
            150       160       170       180       190       200   
 
          40        50        60        70        80                
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA                
                                                                    
gi|622 NTPGSAHWIYNTGDKPLVIISLLDIANYQNQLDRNPRVFRLAGNNPQGGFGGPQQQQPQQ 
            210       220       230       240       250       260   
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.6  bits: 17.1 E():   85 
Smith-Waterman score: 42; 37.5% identity (62.5% similar) in 24 aa overlap (14-37:79-100) 
 
                                10        20        30        40    
AAD-12                  ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .  :       
gi|897 QQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQL--AAQLPAMCRLEGGDALLASQ      
       50        60        70        80          90       100       
 
            50        60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 67.5  bits: 18.7 E():   86 
Smith-Waterman score: 48; 25.7% identity (60.0% similar) in 35 aa overlap (25-55:81-115) 
 
                     10        20        30            40        50 
AAD-12       ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV----AISNVKADGTVRQHSP 
                                     :  .: :...     :. .:  :.:..  : 
gi|324 NFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFP 
               60        70        80        90       100       110 
 
               60        70        80                               
AAD-12 AEWDDMMKVIVGNMAWHADSTYMPVMAQGA                               
       .:. .                                                        
gi|324 SEFGNDVDRSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASS 
              120       130       140       150       160       170 
 
>>gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin precurs  (148 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.5  bits: 17.6 E():   86 
Smith-Waterman score: 44; 21.2% identity (54.5% similar) in 33 aa overlap (34-66:25-57) 
 
            10        20        30        40        50        60    
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     :. ..:  .:  ...   ::.. .  .    
gi|538       MARFTIVLAVLFAAALVSASAHKTVVTTSVAEEGEEENQRGCEWESRQCQMRHC 
                     10        20        30        40        50     
 
            70        80                                            
AAD-12 MAWHADSTYMPVMAQGA                                            
       : :                                                          
gi|538 MQWMRSMRGQYEESFLRSAEANQGQFEHFRECCNELRDVKSHCRCEALRCMMRQMQQEYG 
           60        70        80        90       100       110     
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 67.4  bits: 18.9 E():   87 
Smith-Waterman score: 49; 30.3% identity (47.0% similar) in 66 aa overlap (22-79:49-109) 
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                        10        20         30        40           
AAD-12          ALLIFPGQHLSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|195 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
           50        60         70        80                        
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQGA                        
       .:    :  :  . .:  :::  .     ::..  :                         
gi|195 LRYG--ATRDRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
gi|195 VSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 67.4  bits: 18.9 E():   87 
Smith-Waterman score: 49; 30.3% identity (47.0% similar) in 66 aa overlap (22-79:49-109) 
 
                        10        20         30        40           
AAD-12          ALLIFPGQHLSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|493 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
           50        60         70        80                        
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQGA                        
       .:    :  :  . .:  :::  .     ::..  :                         
gi|493 LRYG--ATRDRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
gi|493 VSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 67.4  bits: 18.9 E():   87 
Smith-Waterman score: 49; 30.3% identity (47.0% similar) in 66 aa overlap (22-79:49-109) 
 
                        10        20         30        40           
AAD-12          ALLIFPGQHLSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|117 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
           50        60         70        80                        
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQGA                        
       .:    :  :  . .:  :::  .     ::..  :                         
gi|117 LRYG--ATRDRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
gi|117 VSNVIIHGLHLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 67.2  bits: 18.9 E():   89 
Smith-Waterman score: 49; 24.3% identity (56.8% similar) in 37 aa overlap (37-73:262-298) 
 
         10        20        30        40        50        60       
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
         70        80                                               
AAD-12 HADSTYMPVMAQGA                                               
       .: :.::                                                      
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
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 initn:  49 init1:  49 opt:  49  Z-score: 67.2  bits: 18.9 E():   89 
Smith-Waterman score: 50; 26.8% identity (51.2% similar) in 41 aa overlap (1-37:190-230) 
 
                                             10            20       
AAD-12                               ALLIFPGQHL----SNDQQITFAKRFGAIE 
                                     : . :: .:.    ::  .  :    ::.  
gi|215 NKPVIFTKSNLAKSPELDAKMYDICYSTAAAPIYFPPHHFVTHTSNGARYEFNLVDGAVA 
     160       170       180       190       200       210          
 
         30        40        50        60        70        80       
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA       
        .:   ....:                                                  
gi|215 TVGDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWG 
     220       230       240       250       260       270          
 
>>gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 [Ch  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 43; 33.3% identity (62.5% similar) in 24 aa overlap (28-51:15-38) 
 
               10        20        30        40        50        60 
AAD-12 ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI 
                                  : :. . . . .  ::::  .::.          
gi|294              MSWQTYVDDHLMCDIEGNHLSSAAILGHDGTVWAQSPSFPQLKPEEV 
                            10        20        30        40        
 
               70        80                                         
AAD-12 VGNMAWHADSTYMPVMAQGA                                         
                                                                    
gi|294 SAIMKDFNEPGSLAPTGLHLGGTKYMVIQGEPGDVIRGKKGPGGVTIKKTNQALIIGIYG 
        50        60        70        80        90       100        
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.9  bits: 17.6 E():   92 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (29-38:109-118) 
 
                 10        20        30        40        50         
AAD-12   ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|402 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKE 
       80        90       100       110       120       130         
 
       60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGA 
                              
gi|402 MAEKLLRAVESYLLAHTAEYN  
      140       150           
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (29-38:110-119) 
 
                 10        20        30        40        50         
AAD-12   ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|167 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
       60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGA 
                              
gi|167 MAEKLLRAVESYLLAHTAEYN  
     140       150       160  
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (29-38:110-119) 
 
                 10        20        30        40        50         
AAD-12   ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
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      80        90       100       110       120       130          
 
       60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGA 
                              
gi|154 MAEKLLRAVESYLLAHTAEYN  
     140       150       160  
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (29-38:110-119) 
 
                 10        20        30        40        50         
AAD-12   ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|167 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
       60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGA 
                              
gi|167 MAEKLLRAVESYLLAHTAEYN  
     140       150       160  
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (29-38:110-119) 
 
                 10        20        30        40        50         
AAD-12   ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|730 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
       60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGA 
                              
gi|730 MAEKLLRAVESYLLAHTAEYN  
     140       150       160  
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (29-38:110-119) 
 
                 10        20        30        40        50         
AAD-12   ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|167 FKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
       60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGA 
                              
gi|167 MAEKLLRAVESYLLAHTAEYN  
     140       150       160  
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (29-38:110-119) 
 
                 10        20        30        40        50         
AAD-12   ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|154 FKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
       60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGA 
                              
gi|154 MAEKLLRAVESYLLAHTDEYN  
     140       150       160  
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>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (29-38:110-119) 
 
                 10        20        30        40        50         
AAD-12   ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|730 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
       60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGA 
                              
gi|730 MAEKLLRAVESYLLAHTAEYN  
     140       150       160  
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 66.8  bits: 19.5 E():   94 
Smith-Waterman score: 51; 29.4% identity (82.4% similar) in 17 aa overlap (47-63:535-551) 
 
         20        30        40        50        60        70       
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:.              
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
         80                  
AAD-12 AQGA                  
                             
gi|331 KEGCFSEEGPKLVAAAQAALV 
          570       580      
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 66.7  bits: 19.2 E():   95 
Smith-Waterman score: 50; 23.3% identity (55.8% similar) in 43 aa overlap (30-69:438-480) 
 
                10        20        30        40        50          
AAD-12  ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP-AEWDDMMK 
                                     ::  .  ... :::  . :.  .  .: .  
gi|796 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHNAETTVEDRIG 
       410       420       430       440       450       460        
 
       60          70        80    
AAD-12 VIVGNM--AWHADSTYMPVMAQGA    
       .:. .   :.: .               
gi|796 IIIDSAEKAFHKELGAIYSEIKDAVSV 
       470       480       490     
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.6  bits: 18.7 E():   96 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (5-15:90-100) 
 
                                         10        20        30     
AAD-12                           ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
           40        50        60        70        80               
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA               
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 66.5  bits: 19.5 E():   97 
Smith-Waterman score: 51; 29.4% identity (82.4% similar) in 17 aa overlap (47-63:558-574) 
 
         20        30        40        50        60        70       
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
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                                     .:.:   :...:...:.              
gi|668 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
       530       540       550       560       570       580        
 
         80                  
AAD-12 AQGA                  
                             
gi|668 KEGCFSEEGPKLVAAAQAALV 
       590       600         
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 66.5  bits: 17.6 E():   98 
Smith-Waterman score: 44; 27.3% identity (47.7% similar) in 44 aa overlap (12-55:90-127) 
 
                                  10        20        30        40  
AAD-12                    ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     ::  .  :  .:  ... : ::. .:     
gi|276 VCSARHVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSA--WGKANQVTGDDILFLS---- 
      60        70        80        90         100       110        
 
              50        60        70        80                 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA                 
       :  .:  .   : :                                          
gi|276 DPDARFSKSIGWADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
           120       130       140       150       160         
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 66.5  bits: 17.6 E():   98 
Smith-Waterman score: 44; 27.3% identity (47.7% similar) in 44 aa overlap (12-55:90-127) 
 
                                  10        20        30        40  
AAD-12                    ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     ::  .  :  .:  ... : ::. .:     
gi|668 VCSARHVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSA--WGKANQVTGDDILFLS---- 
      60        70        80        90         100       110        
 
              50        60        70        80                 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA                 
       :  .:  .   : :                                          
gi|668 DPDARFSKSIGWADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
           120       130       140       150       160         
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 66.4  bits: 18.4 E():   99 
Smith-Waterman score: 47; 24.7% identity (53.4% similar) in 73 aa overlap (10-78:88-160) 
 
                                    10        20        30          
AAD-12                      ALLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAI-SN 
                                     ...... . ::  : . .. ..  ::  .  
gi|330 IEDINVGFKAAVAAAASVPAADKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAA 
        60        70        80        90       100       110        
 
       40         50        60          70        80                
AAD-12 VKADGTVRQHS-PAEWDDMMKVIVGNMAWHA--DSTYMPVMAQGA                
       : :   ..  :  :   . ..::.: .  ::    :  : ::.                  
gi|330 VGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFK 
       120       130       140       150       160       170        
 
gi|330 VAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQ 
       180       190       200       210       220       230        
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:36 2011 done: Fri Jan 21 00:02:36 2011 
 Total Scan time:  0.060 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
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# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 44  - 123 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     2     2:* 
  32     3     8:= * 
  34    16    22:====== * 
  36    62    44:==============*====== 
  38    72    73:========================* 
  40    91   102:===============================  * 
  42   119   125:======================================== * 
  44   160   138:=============================================*======== 
  46   132   140:============================================  * 
  48   148   134:============================================*===== 
  50   125   122:========================================*= 
  52    97   108:=================================  * 
  54    97    92:==============================*== 
  56    63    77:=====================    * 
  58    45    63:===============     * 
  60    55    51:================*== 
  62    38    41:=============* 
  64    20    33:=======   * 
  66    30    26:========*= 
  68    13    20:===== * 
  70    25    16:=====*=== 
  72    32    12:===*======= 
  74    16    10:===*== 
  76     3     8:= * 
  78     4     6:=* 
  80     5     5:=* 
  82     4     3:*= 
  84     1     3:* 
  86     2     2:* 
  88     6     2:*=         inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.45960.00348; mu= 4.6072 0.179 
 mean_var=48.294913.679, 0's: 2 Z-trim: 3  B-trim: 10 in 1/43 
 Lambda= 0.184554 
 Kolmogorov-Smirnov  statistic: 0.0212 (N=29) at  68 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
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 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   67 23.7    0.84 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   65 23.2     1.2 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   63 22.6     4.8 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   62 22.4     5.3 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   62 22.4     5.7 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   57 21.1     6.7 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   57 21.1     6.7 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   57 21.1     6.7 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   57 21.1     6.7 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   60 21.8     6.9 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   60 21.8     8.3 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   56 20.8      11 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   61 22.1      12 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   55 20.5      13 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   57 21.0      13 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   57 21.0      15 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   56 20.8      16 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   56 20.8      17 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   60 21.8      17 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   56 20.8      17 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   56 20.8      17 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   45 17.9      19 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   50 19.2      20 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   55 20.5      21 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   49 18.9      22 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   51 19.5      26 
gi|14423757|sp|O04701.1|MPAC1_CYNDA RecName: Full= ( 246)   53 20.0      28 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   54 20.2      31 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 16.5      32 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 16.5      32 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   52 19.7      34 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   56 20.8      35 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   52 19.7      36 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   53 20.0      36 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   52 19.7      36 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   48 18.7      37 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   48 18.7      37 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   48 18.7      37 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   48 18.7      37 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   53 20.0      39 
gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pach ( 199)   50 19.2      39 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   54 20.2      40 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 19.4      41 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 18.7      42 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   53 20.0      43 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   53 20.0      43 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   53 20.0      43 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   53 20.0      43 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   53 20.0      43 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   53 20.0      43 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   53 20.0      43 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   53 20.0      43 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   53 20.0      43 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 19.2      43 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   53 20.0      43 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   51 19.4      43 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 19.4      44 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   47 18.4      45 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   48 18.7      45 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   48 18.7      45 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   48 18.7      45 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   48 18.7      45 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   48 18.7      46 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   48 18.7      46 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   48 18.7      46 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   48 18.7      46 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   48 18.7      46 
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gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   48 18.7      46 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   48 18.7      46 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   48 18.7      46 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   48 18.7      46 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   48 18.7      46 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   48 18.7      46 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   54 20.2      49 
gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=M ( 308)   51 19.4      51 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   53 20.0      52 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 19.2      53 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 19.2      53 
gi|34851174|gb|AAP15199.1| profilin-like protein [ ( 131)   46 18.1      54 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   47 18.4      54 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   46 18.1      55 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   47 18.4      55 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   47 18.4      55 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   47 18.4      55 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   47 18.4      55 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   47 18.4      55 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   47 18.4      55 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   47 18.4      55 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   47 18.4      55 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   47 18.4      55 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   47 18.4      55 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   55 20.5      56 
gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full= (  85)   43 17.3      60 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   51 19.4      62 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   51 19.4      62 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 18.9      62 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   52 19.7      63 
gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full= ( 131)   45 17.9      64 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 18.1      65 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 18.1      66 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   44 17.6      66 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   44 17.6      66 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   53 20.0      69 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   47 18.4      72 
gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea  ( 316)   49 18.9      75 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   50 19.2      76 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   48 18.6      77 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   45 17.9      78 
gi|2959898|emb|CAA73720.1| Profilin [Mercurialis a ( 133)   44 17.6      78 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   51 19.4      78 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   45 17.9      78 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 15.2      80 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   44 17.6      82 
gi|62240392|gb|AAX77384.1| 11S globulin precursor  ( 523)   51 19.4      85 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   42 17.1      86 
gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin pre ( 148)   44 17.6      87 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   48 18.6      87 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   49 18.9      88 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   49 18.9      88 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   49 18.9      88 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   49 18.9      91 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   49 18.9      91 
gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 ( 131)   43 17.3      92 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   44 17.6      93 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   44 17.6      94 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   44 17.6      94 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   44 17.6      94 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   44 17.6      94 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   44 17.6      94 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   44 17.6      94 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   44 17.6      94 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   51 19.4      95 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   50 19.2      96 
gi|208605348|emb|CAR82267.1| D-type LMW glutenin s ( 346)   48 18.6      97 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   44 17.6      98 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   44 17.6      98 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   51 19.4      99 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   47 18.4   1e 
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>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  67  Z-score: 103.8  bits: 23.7 E(): 0.84 
Smith-Waterman score: 67; 40.0% identity (63.3% similar) in 30 aa overlap (40-69:30-56) 
 
      10        20        30        40        50        60          
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:::.  ::. : :   ::. :.. : 
gi|126  TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTK--KGNL-WEVKS 
                10        20        30        40          50        
 
      70        80                               
AAD-12 TYMPVMAQGAV                               
                                                 
gi|126 AKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
         60        70        80        90        
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  65  Z-score: 101.0  bits: 23.2 E():  1.2 
Smith-Waterman score: 65; 35.5% identity (64.5% similar) in 31 aa overlap (40-70:30-57) 
 
      10        20        30        40        50        60          
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:::.  ::. . :   ::. :.. : 
gi|144  VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKS 
                10        20        30        40          50        
 
      70        80                              
AAD-12 TYMPVMAQGAV                              
       .                                        
gi|144 SKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
         60        70        80        90       
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  44 init1:  44 opt:  63  Z-score: 90.2  bits: 22.6 E():  4.8 
Smith-Waterman score: 63; 26.7% identity (56.7% similar) in 60 aa overlap (12-71:207-260) 
 
                                  10        20        30        40  
AAD-12                    LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|390 GSNPNYLALLVKFVAGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
        180       190       200       210       220            230  
 
              50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 
        :::  . .      : .. . .:.::..:          
gi|390 FTVRYTTEGGTKGEAKDVIPE-GWKADTAYESK       
             240       250        260          
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  44 init1:  44 opt:  62  Z-score: 89.5  bits: 22.4 E():  5.3 
Smith-Waterman score: 62; 26.7% identity (55.0% similar) in 60 aa overlap (12-71:184-237) 
 
                                  10        20        30        40  
AAD-12                    LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|458 GSNPNYLALLVKFVAGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
           160       170       180       190       200              
 
              50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 
        :::  . .      : .. . .:.::. :          
gi|458 FTVRYTTEGGTKGEAKDVIPE-GWKADTCYESK       
      210       220        230       240       
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  44 init1:  44 opt:  62  Z-score: 88.8  bits: 22.4 E():  5.7 
Smith-Waterman score: 62; 26.7% identity (56.7% similar) in 60 aa overlap (12-71:206-259) 
 
                                  10        20        30        40  
AAD-12                    LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
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                                     :. :.. . .::: ::   ...     :.  
gi|158 KGSNPNYLALLVKFSGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
         180       190       200       210       220            230 
 
              50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 
        :::  . .      : .. . .:.::..:          
gi|158 FTVRYTTEGGTKARAKDVIPE-GWKADTAYESK       
              240       250        260         
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 87.6  bits: 21.1 E():  6.7 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (14-69:29-82) 
 
                              10        20        30        40      
AAD-12                LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV                          
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 87.6  bits: 21.1 E():  6.7 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (14-69:29-82) 
 
                              10        20        30        40      
AAD-12                LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSGLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV                          
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 87.6  bits: 21.1 E():  6.7 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (14-69:29-82) 
 
                              10        20        30        40      
AAD-12                LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV                          
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 87.6  bits: 21.1 E():  6.7 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (14-69:29-82) 
 
                              10        20        30        40      
AAD-12                LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|117 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV                          
       .:.  ::  : :   :  .:  ::                                     
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gi|117 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 87.4  bits: 21.8 E():  6.9 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (4-35:133-160) 
 
                                          10        20        30    
AAD-12                            LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|221 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
            110       120       130       140           150         
 
            40        50        60        70        80              
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV              
       :.                                                           
gi|221 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
      160       170       180       190       200       210         
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 85.9  bits: 21.8 E():  8.3 
Smith-Waterman score: 60; 23.3% identity (58.3% similar) in 60 aa overlap (12-71:207-260) 
 
                                  10        20        30        40  
AAD-12                    LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   : .. .   .  
gi|126 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
              50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 
        :..  . .:..:..       .:.::..:          
gi|126 YTTEGGTKSEFEDVIP-----EGWKADTSYSAK       
         240       250            260          
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 84.1  bits: 20.8 E():   11 
Smith-Waterman score: 56; 27.1% identity (58.3% similar) in 48 aa overlap (29-69:111-158) 
 
                 10        20        30           40            50  
AAD-12   LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|400 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
              60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAV 
        . ..... : .  :.:.            
gi|400 GETLLRAVEGYLLAHSDAYN          
              150       160          
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 83.0  bits: 22.1 E():   12 
Smith-Waterman score: 61; 38.7% identity (58.1% similar) in 31 aa overlap (5-35:108-138) 
 
                                         10        20        30     
AAD-12                           LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA 
                                     : :  .. :.  :  :   :.:.  :::.: 
gi|259 YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIA 
        80        90       100       110       120       130        
 
           40        50        60        70        80               
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV               
       :                                                            
gi|259 IPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGR 
       140       150       160       170       180       190        
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 82.7  bits: 20.5 E():   13 
Smith-Waterman score: 55; 32.4% identity (58.8% similar) in 34 aa overlap (48-75:114-147) 
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        20        30        40        50        60              70  
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV----GNMAWHA--DSTY 
                                     :::. :.. : .:    :   : .  .:.. 
gi|250 EVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSW 
            90       100       110       120       130       140    
 
              80       
AAD-12 MPVMAQGAV       
        ::.            
gi|250 APVLDFVFSTLKNEL 
           150         
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  44 init1:  44 opt:  57  Z-score: 82.3  bits: 21.0 E():   13 
Smith-Waterman score: 57; 23.3% identity (58.3% similar) in 60 aa overlap (12-71:184-237) 
 
                                  10        20        30        40  
AAD-12                    LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: :.   :     .. .  
gi|331 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIALKESWGAIWRVDTPD-----KLTGP 
           160       170       180       190       200              
 
              50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 
        :::  . .   . .. .. . .:.::..:          
gi|331 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYEAK       
      210       220        230       240       
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  44 init1:  44 opt:  57  Z-score: 81.6  bits: 21.0 E():   15 
Smith-Waterman score: 57; 23.3% identity (58.3% similar) in 60 aa overlap (12-71:208-261) 
 
                                  10        20        30        40  
AAD-12                    LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: :.   :     .. .  
gi|180 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIALKESWGAIWRVDTPD-----KLTGP 
       180       190       200       210       220            230   
 
              50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 
        :::  . .   . .. .. . .:.::..:          
gi|180 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYEAK       
            240       250        260           
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 80.9  bits: 20.8 E():   16 
Smith-Waterman score: 56; 25.0% identity (56.7% similar) in 60 aa overlap (12-71:185-238) 
 
                                  10        20        30        40  
AAD-12                    LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|283 GSNPNYLALLVKYVNGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
          160       170       180       190       200        210    
 
              50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 
        :..  . .: .:..       .:.::..:          
gi|283 YTTEGGTKTEAEDVIP-----EGWKADTSYESK       
           220            230       240        
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 80.5  bits: 20.8 E():   17 
Smith-Waterman score: 56; 23.3% identity (56.7% similar) in 60 aa overlap (12-71:196-249) 
 
                                  10        20        30        40  
AAD-12                    LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   :     .. .  
gi|168 GSNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPD-----KLTGP 
         170       180       190       200       210            220 
 
              50        60        70        80 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 1291



 

 

AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 
        :::  . .   . .. .. . .:.::..:          
gi|168 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYSAK       
              230       240        250         
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 80.3  bits: 21.8 E():   17 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (4-35:131-158) 
 
                                          10        20        30    
AAD-12                            LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|213 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
              110       120       130       140           150       
 
            40        50        60        70        80              
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV              
       :.                                                           
gi|213 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
        160       170       180       190       200       210       
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 80.2  bits: 20.8 E():   17 
Smith-Waterman score: 56; 23.3% identity (56.7% similar) in 60 aa overlap (12-71:207-260) 
 
                                  10        20        30        40  
AAD-12                    LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   :     .. .  
gi|752 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPD-----KLTGP 
        180       190       200       210       220            230  
 
              50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 
        :::  . .   . .. .. . .:.::..:          
gi|752 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYSAK       
             240       250        260          
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 80.2  bits: 20.8 E():   17 
Smith-Waterman score: 56; 25.0% identity (56.7% similar) in 60 aa overlap (12-71:207-260) 
 
                                  10        20        30        40  
AAD-12                    LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|117 GSNPNYLALLVKYVNGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
              50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 
        :..  . .: .:..       .:.::..:          
gi|117 YTTEGGTKTEAEDVIP-----EGWKADTSYESK       
         240       250            260          
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 79.3  bits: 17.9 E():   19 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (13-36:17-38) 
 
                   10        20        30        40        50       
AAD-12     LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                       ::.  : .. :. :. ::: .. :                     
gi|217 LVSVEHQAARLKVAKAQQL--AAQLPAMCRLEGGDALSASQ                    
               10          20        30                             
 
         60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAV 
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 79.2  bits: 19.2 E():   20 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (28-43:29-43) 
 
                10        20        30        40        50          
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AAD-12  LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI 
                                   : :::::. ..:  :.                 
gi|105 CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIWRK 
               10        20        30         40        50          
 
      60        70        80                    
AAD-12 VGNMAWHADSTYMPVMAQGAV                    
                                                
gi|105 DSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
      60        70        80        90          
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  44 init1:  44 opt:  55  Z-score: 78.6  bits: 20.5 E():   21 
Smith-Waterman score: 55; 25.9% identity (56.9% similar) in 58 aa overlap (12-69:213-264) 
 
                                  10        20        30        40  
AAD-12                    LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|249 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
            190       200       210       220       230        240  
 
              50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 
        :..  . ::..:..       .:.::.            
gi|249 YTTEGGTKAEFEDVIP-----EGWKADTHDASK       
             250            260                
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 78.4  bits: 18.9 E():   22 
Smith-Waterman score: 49; 32.3% identity (58.1% similar) in 31 aa overlap (43-71:35-64) 
 
             20        30        40        50          60        70 
AAD-12 QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE--WDDMMKVIVGNMAWHADST 
                                     : . ..::.  :: .  : .   .: ::.  
gi|323 QTCAGNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKP 
           10        20        30        40         50        60    
 
               80                   
AAD-12 YMPVMAQGAV                   
       :                            
gi|323 YSWRYGWTAFCGPAGPRCLRTNAAVTVR 
            70        80        90  
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 76.9  bits: 19.5 E():   26 
Smith-Waterman score: 51; 27.1% identity (62.5% similar) in 48 aa overlap (29-69:110-157) 
 
                 10        20        30           40         50     
AAD-12   LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|437 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
      80        90       100       110       120       130          
 
              60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAV 
        . ..:.. . .  :.:.            
gi|437 GETLLKAVESYLLAHSDAYN          
     140       150                   
 
>>gi|14423757|sp|O04701.1|MPAC1_CYNDA RecName: Full=Majo  (246 aa) 
 initn:  40 init1:  40 opt:  53  Z-score: 76.4  bits: 20.0 E():   28 
Smith-Waterman score: 53; 21.1% identity (52.6% similar) in 57 aa overlap (2-58:148-200) 
 
                                            10        20        30  
AAD-12                              LLIFPGQHLSNDQQITFAKRFGAIERIGGGD 
                                     . :  .. :::. ...  ...:    : :. 
gi|144 KKGQEDKLRKAGELTLQFRRVKCKYPSGTKITFHIEKGSNDHYLALLVKYAA----GDGN 
       120       130       140       150       160           170    
 
              40        50        60        70        80            
AAD-12 IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV            
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       :::..    :.       . :  . ..                                  
gi|144 IVAVDIKPRDSDEFIPMKSSWGAIWRIDPKKPLKGPFSIRLTSEGGAHLVQDDVIPANWK 
           180       190       200       210       220       230    
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 75.6  bits: 20.2 E():   31 
Smith-Waterman score: 54; 25.6% identity (48.7% similar) in 39 aa overlap (14-52:191-229) 
 
                                10        20        30        40    
AAD-12                  LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ::..   .:   :  : :..   .. :    
gi|320 KEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDP 
              170       180       190       200       210       220 
 
            50        60        70        80                        
AAD-12 VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV                        
       : . . : :                                                    
gi|320 VISFKTALWFWMTPQSPKPSCHNVITGRWTPSAADRAAGRLPGYGVITNIINGGIECGKG 
              230       240       250       260       270       280 
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 75.3  bits: 16.5 E():   32 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (65-71:19-25) 
 
           40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 
                                     :.::..:          
gi|320             YTTEGGTKAEAEDVIPEGWKADTSYE         
                           10        20               
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 75.3  bits: 16.5 E():   32 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (65-71:19-25) 
 
           40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 
                                     :.::..:          
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE         
                           10        20               
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.9  bits: 19.7 E():   34 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (12-71:192-245) 
 
                                  10        20        30        40  
AAD-12                    LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|116 GSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
             170       180       190       200       210        220 
 
              50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 
        :..  . .: .:..       .:.::..:          
gi|116 YTTEGGTKGEAEDVIP-----EGWKADTAYEAK       
              230            240               
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 74.7  bits: 20.8 E():   35 
Smith-Waterman score: 56; 40.6% identity (56.2% similar) in 32 aa overlap (6-35:153-184) 
 
                                        10          20        30    
AAD-12                          LLIFPGQHLSNDQQITFAK--RFGAIERIGGGDIV 
                                     ::.   .::  : .  :    .::  ::.: 
gi|258 QGQQEQQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVV 
            130       140       150       160       170       180   
 
            40        50        60        70        80              
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV              
       ::                                                           
gi|258 AIPAGVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQ 
            190       200       210       220       230       240   
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>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.4  bits: 19.7 E():   36 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (12-71:207-260) 
 
                                  10        20        30        40  
AAD-12                    LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|386 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
              50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 
        :..  . .: .:..       .:.::..:          
gi|386 YTTEGGTKVEAEDVIP-----EGWKADTAYESK       
         240       250            260          
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 74.4  bits: 20.0 E():   36 
Smith-Waterman score: 53; 22.4% identity (58.2% similar) in 67 aa overlap (1-66:202-266) 
 
                                              10        20          
AAD-12                               LLIFPGQH-LSNDQQITFAKRFGAIERIGG 
                                     .... ::.  .:  . :.   ..:.:: .: 
gi|261 PLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERASG 
             180       190       200       210       220       230  
 
      30        40        50        60        70        80          
AAD-12 GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV          
       :.. ..  :. .:     . :   :  .. ..:.  :                        
gi|261 GSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYLFAMFDE 
               240       250       260       270       280          
 
gi|261 NKKQPEVEKHFGLFFPNKWQKYNLNFS 
     290       300       310       
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.4  bits: 19.7 E():   36 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (12-71:209-262) 
 
                                  10        20        30        40  
AAD-12                    LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|117 GSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
      180       190       200       210       220       230         
 
              50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 
        :..  . .: .:..       .:.::..:          
gi|117 YTTEGGTKGEAEDVIP-----EGWKADTAYEAK       
       240       250            260            
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 74.1  bits: 18.7 E():   37 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (27-78:15-79) 
 
               10        20        30        40               50    
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWD 
                                 : :  ..: . .  ::.:  ::       : :   
gi|218             MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEIT 
                           10        20        30        40         
 
              60           70         80                            
AAD-12 DMMKVI--VGNMA---WHADST-YMPVMAQGAV                            
        .:: .   :..:    :  .: :: ....:                              
gi|218 AIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEE 
       50        60        70        80        90       100         
 
gi|218 TLTPGQCNMIVERLGDYLIDQGV 
      110       120       130  
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>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 74.1  bits: 18.7 E():   37 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (27-78:15-79) 
 
               10        20        30        40               50    
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWD 
                                 : :  ..: . .  ::.:  ::       : :   
gi|604             MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEIT 
                           10        20        30        40         
 
              60           70         80                            
AAD-12 DMMKVI--VGNMA---WHADST-YMPVMAQGAV                            
        .:: .   :..:    :  .: :: ....:                              
gi|604 AIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEE 
       50        60        70        80        90       100         
 
gi|604 TLTPGQCNMIVERLGDYLIDQGL 
      110       120       130  
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 74.1  bits: 18.7 E():   37 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (27-78:15-79) 
 
               10        20        30        40               50    
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWD 
                                 : :  ..: . .  ::.:  ::       : :   
gi|144             MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEIT 
                           10        20        30        40         
 
              60           70         80                            
AAD-12 DMMKVI--VGNMA---WHADST-YMPVMAQGAV                            
        .:: .   :..:    :  .: :: ....:                              
gi|144 AIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEE 
       50        60        70        80        90       100         
 
gi|144 PLTPGQCNMIVERLGDYLIDQGL 
      110       120       130  
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 74.1  bits: 18.7 E():   37 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (27-78:15-79) 
 
               10        20        30        40               50    
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWD 
                                 : :  ..: . .  ::.:  ::       : :   
gi|288             MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEIT 
                           10        20        30        40         
 
              60           70         80                            
AAD-12 DMMKVI--VGNMA---WHADST-YMPVMAQGAV                            
        .:: .   :..:    :  .: :: ....:                              
gi|288 AIMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEE 
       50        60        70        80        90       100         
 
gi|288 PLTPGQCNMIVERLGDYLIDQGL 
      110       120       130  
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 73.8  bits: 20.0 E():   39 
Smith-Waterman score: 53; 22.9% identity (58.3% similar) in 48 aa overlap (33-78:223-270) 
 
             10        20        30        40         50         60 
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKV-IV 
                                     : . ..  ::   ..:.  :..  ..  :. 
gi|729 EGVLSRKVPSHLTLETPRVKMNMKYDRYAPVKVFKLDYDGIHFEKHTDIEYEPGVRYKII 
            200       210       220       230       240       250   
 
               70        80                                         
AAD-12 GNMAWHADSTYMPVMAQGAV                                         
       ::   . :. .. . .::                                           
gi|729 GNGKLKDDGRHYSIDVQGIPRKAFNLDADLMDFKLKVSKPEDSNKAQFSYTFNEYTETEE 
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            260       270       280       290       300       310   
 
>>gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pachycon  (199 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 73.7  bits: 19.2 E():   39 
Smith-Waterman score: 50; 25.0% identity (53.8% similar) in 52 aa overlap (24-73:97-142) 
 
                      10        20        30        40        50    
AAD-12        LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD 
                                     .::   :. .:.:.  : :      : . . 
gi|169 MPDLTWDNELAAIAQRWVNQCKIGHDGCRNVERYQVGQNIAMSGSTAKG------PCNMN 
         70        80        90       100       110             120 
 
            60          70        80                                
AAD-12 DMMKVIVG--NMAWHADSTYMPVMAQGAV                                
       ..... ..  :    :: . ::                                       
gi|169 NLVQMWINEVNALNAADVSSMPSDGNYFMKIGHYTQLVWGKTTKVGCGIIQFLDGKFYKC 
              130       140       150       160       170       180 
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 73.6  bits: 20.2 E():   40 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (39-54:89-105) 
 
       10        20        30        40         50        60        
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .              
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       60        70        80        90       100       110         
 
        70        80                                                
AAD-12 DSTYMPVMAQGAV                                                
                                                                    
gi|114 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      120       130       140       150       160       170         
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 73.3  bits: 19.4 E():   41 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (28-43:181-195) 
 
                  10        20        30        40        50        
AAD-12    LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
        60        70        80                     
AAD-12 VIVGNMAWHADSTYMPVMAQGAV                     
                                                   
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 73.3  bits: 18.7 E():   42 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (36-52:2-19) 
 
          10        20        30        40         50        60     
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD-GTVRQHSPAEWDDMMKVIVGNMA 
                                     ..: .: :.. ..::.::             
gi|250                              PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPF 
                                            10        20        30  
 
           70        80                                             
AAD-12 WHADSTYMPVMAQGAV                                             
                                                                    
gi|250 PRCRALVKSQCAGGQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDK 
              40        50        60        70        80        90  
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 73.1  bits: 20.0 E():   43 
Smith-Waterman score: 53; 22.4% identity (58.2% similar) in 67 aa overlap (1-66:238-302) 
 
                                              10        20          
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AAD-12                               LLIFPGQH-LSNDQQITFAKRFGAIERIGG 
                                     .... ::.  .:  . :.   ..:.:: .: 
gi|270 PLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERASG 
       210       220       230       240       250       260        
 
      30        40        50        60        70        80          
AAD-12 GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV          
       :.. ..  :. .:     . :   :  .. ..:.  :                        
gi|270 GSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPDRAIETYLFAMFDE 
       270         280       290       300       310       320      
 
gi|270 NQKQPEVEKHFGLFFPDKRPKYNLNFSAKKNWDISTEHNATVLFLKSDM 
         330       340       350       360       370     
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 73.1  bits: 20.0 E():   43 
Smith-Waterman score: 53; 22.4% identity (58.2% similar) in 67 aa overlap (1-66:238-302) 
 
                                              10        20          
AAD-12                               LLIFPGQH-LSNDQQITFAKRFGAIERIGG 
                                     .... ::.  .:  . :.   ..:.:: .: 
gi|268 PLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERASG 
       210       220       230       240       250       260        
 
      30        40        50        60        70        80          
AAD-12 GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV          
       :.. ..  :. .:     . :   :  .. ..:.  :                        
gi|268 GSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYLFAMFDE 
       270         280       290       300       310       320      
 
gi|268 NKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
         330       340       350       360       370     
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 73.1  bits: 20.0 E():   43 
Smith-Waterman score: 53; 22.4% identity (58.2% similar) in 67 aa overlap (1-66:238-302) 
 
                                              10        20          
AAD-12                               LLIFPGQH-LSNDQQITFAKRFGAIERIGG 
                                     .... ::.  .:  . :.   ..:.:: .: 
gi|124 PLLANIYPYFTYADNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERASG 
       210       220       230       240       250       260        
 
      30        40        50        60        70        80          
AAD-12 GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV          
       :.. ..  :. .:     . :   :  .. ..:.  :                        
gi|124 GSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYLFAMFDE 
       270         280       290       300       310       320      
 
gi|124 NKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHDATILFLKSDM 
         330       340       350       360       370     
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 73.1  bits: 20.0 E():   43 
Smith-Waterman score: 53; 22.4% identity (58.2% similar) in 67 aa overlap (1-66:238-302) 
 
                                              10        20          
AAD-12                               LLIFPGQH-LSNDQQITFAKRFGAIERIGG 
                                     .... ::.  .:  . :.   ..:.:: .: 
gi|124 PLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERASG 
       210       220       230       240       250       260        
 
      30        40        50        60        70        80          
AAD-12 GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV          
       :.. ..  :. .:     . :   :  .. ..:.  :                        
gi|124 GSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYLFAMFDE 
       270         280       290       300       310       320      
 
gi|124 NKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
         330       340       350       360       370     
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 1298



 

 

>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 73.1  bits: 20.0 E():   43 
Smith-Waterman score: 53; 22.4% identity (58.2% similar) in 67 aa overlap (1-66:238-302) 
 
                                              10        20          
AAD-12                               LLIFPGQH-LSNDQQITFAKRFGAIERIGG 
                                     .... ::.  .:  . :.   ..:.:: .: 
gi|327 PLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERASG 
       210       220       230       240       250       260        
 
      30        40        50        60        70        80          
AAD-12 GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV          
       :.. ..  :. .:     . :   :  .. ..:.  :                        
gi|327 GSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYLFAMFDE 
       270         280       290       300       310       320      
 
gi|327 NKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
         330       340       350       360       370     
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 73.1  bits: 20.0 E():   43 
Smith-Waterman score: 53; 22.4% identity (58.2% similar) in 67 aa overlap (1-66:238-302) 
 
                                              10        20          
AAD-12                               LLIFPGQH-LSNDQQITFAKRFGAIERIGG 
                                     .... ::.  .:  . :.   ..:.:: .: 
gi|124 PLLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERASG 
       210       220       230       240       250       260        
 
      30        40        50        60        70        80          
AAD-12 GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV          
       :.. ..  :. .:     . :   :  .. ..:.  :                        
gi|124 GSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYLFAMFDE 
       270         280       290       300       310       320      
 
gi|124 NKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
         330       340       350       360       370     
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 73.1  bits: 20.0 E():   43 
Smith-Waterman score: 53; 22.4% identity (58.2% similar) in 67 aa overlap (1-66:238-302) 
 
                                              10        20          
AAD-12                               LLIFPGQH-LSNDQQITFAKRFGAIERIGG 
                                     .... ::.  .:  . :.   ..:.:: .: 
gi|124 PLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERASG 
       210       220       230       240       250       260        
 
      30        40        50        60        70        80          
AAD-12 GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV          
       :.. ..  :. .:     . :   :  .. ..:.  :                        
gi|124 GSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYLFAMFDE 
       270         280       290       300       310       320      
 
gi|124 NKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
         330       340       350       360       370     
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 73.1  bits: 20.0 E():   43 
Smith-Waterman score: 53; 22.4% identity (58.2% similar) in 67 aa overlap (1-66:238-302) 
 
                                              10        20          
AAD-12                               LLIFPGQH-LSNDQQITFAKRFGAIERIGG 
                                     .... ::.  .:  . :.   ..:.:: .: 
gi|118 PLLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERASG 
       210       220       230       240       250       260        
 
      30        40        50        60        70        80          
AAD-12 GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV          
       :.. ..  :. .:     . :   :  .. ..:.  :                        
gi|118 GSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYLFAMFDE 
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       270         280       290       300       310       320      
 
gi|118 NKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
         330       340       350       360       370     
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 73.1  bits: 20.0 E():   43 
Smith-Waterman score: 53; 22.4% identity (58.2% similar) in 67 aa overlap (1-66:238-302) 
 
                                              10        20          
AAD-12                               LLIFPGQH-LSNDQQITFAKRFGAIERIGG 
                                     .... ::.  .:  . :.   ..:.:: .: 
gi|124 PLLTNIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERASG 
       210       220       230       240       250       260        
 
      30        40        50        60        70        80          
AAD-12 GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV          
       :.. ..  :. .:     . :   :  .. ..:.  :                        
gi|124 GSLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYLFATFDE 
       270         280       290       300       310       320      
 
gi|124 NKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
         330       340       350       360       370     
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 73.1  bits: 19.2 E():   43 
Smith-Waterman score: 50; 40.0% identity (72.0% similar) in 25 aa overlap (32-56:9-29) 
 
              10        20        30        40        50        60  
AAD-12 LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG 
                                     :::.....: .    :.:: .:: :      
gi|144                       MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMV 
                                     10            20        30     
 
              70        80                                          
AAD-12 NMAWHADSTYMPVMAQGAV                                          
                                                                    
gi|144 DQIVKSLTTKKELDPFKIEQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKID 
           40        50        60        70        80        90     
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  47 init1:  47 opt:  53  Z-score: 73.0  bits: 20.0 E():   43 
Smith-Waterman score: 53; 21.2% identity (54.5% similar) in 66 aa overlap (17-80:103-168) 
 
                             10        20         30        40      
AAD-12               LLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|309 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
          50        60         70        80                         
AAD-12 QHSPAEWDDMMKVIVGNMAWHAD-STYMPVMAQGAV                         
       .: :: ::   : .. .. ...  ..     : ::.                         
gi|309 DHPPASWDWRKKGVITQVKYQGGCGSGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
gi|309 ESEGCYNGWHYQSFEWVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSDE 
            200       210       220       230       240       250   
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 73.0  bits: 19.4 E():   43 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (28-58:192-222) 
 
                  10        20        30        40        50        
AAD-12    LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : : ..  
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
         60        70        80                    
AAD-12 KVIVGNMAWHADSTYMPVMAQGAV                    
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       .:                                          
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 72.8  bits: 19.4 E():   44 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (28-43:199-213) 
 
                  10        20        30        40        50        
AAD-12    LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
        60        70        80                     
AAD-12 VIVGNMAWHADSTYMPVMAQGAV                     
                                                   
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 72.8  bits: 18.4 E():   45 
Smith-Waterman score: 47; 28.6% identity (68.6% similar) in 35 aa overlap (14-47:93-127) 
 
                                10         20        30        40   
AAD-12                  LLIFPGQHLSNDQQITFA-KRFGAIERIGGGDIVAISNVKADG 
                                     :  :. :.   :....: :.:. ..: .   
gi|121 FKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVT 
             70        80        90       100       110       120   
 
             50        60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 
       .::..                                  
gi|121 SVRSYKRI                               
            130                               
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.6  bits: 18.7 E():   45 
Smith-Waterman score: 48; 25.0% identity (62.5% similar) in 48 aa overlap (29-69:110-157) 
 
                 10        20        30           40         50     
AAD-12   LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|437 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
      80        90       100       110       120       130          
 
              60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAV 
        . ..... . .  :.:.            
gi|437 GETLLRAVESYLLAHSDAYN          
     140       150                   
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.6  bits: 18.7 E():   45 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (29-69:110-157) 
 
                 10        20        30           40            50  
AAD-12   LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|384 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
              60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAV 
        . ..... . .  :.:.            
gi|384 GETLLRAVESYLLAHSDAYN          
     140       150                   
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.6  bits: 18.7 E():   45 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (29-69:110-157) 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 1301



 

 

 
                 10        20        30           40            50  
AAD-12   LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|437 KYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
              60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAV 
        . ..... . .  :.:.            
gi|437 GETLLRAVESYLLAHSDAYN          
     140       150                   
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.6  bits: 18.7 E():   45 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (29-69:110-157) 
 
                 10        20        30           40            50  
AAD-12   LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|115 KYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
              60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAV 
        . ..... . .  :.:.            
gi|115 GETLLRAVESYLLAHSDAYN          
     140       150                   
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.6  bits: 18.7 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (29-69:111-158) 
 
                 10        20        30           40            50  
AAD-12   LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|256 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
              60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAV 
        . ..... . .  :.:.            
gi|256 GETLLRAVESYLLAHSDAYN          
              150       160          
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.6  bits: 18.7 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (29-69:111-158) 
 
                 10        20        30           40            50  
AAD-12   LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|256 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
              60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAV 
        . ..... . .  :.:.            
gi|256 GETLLRAVESYLLAHSDAYN          
              150       160          
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.6  bits: 18.7 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (29-69:111-158) 
 
                 10        20        30           40            50  
AAD-12   LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|400 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
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              60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAV 
        . ..... . .  :.:.            
gi|400 GETLLRAVESYLLAHSDAYN          
              150       160          
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.6  bits: 18.7 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (29-69:111-158) 
 
                 10        20        30           40            50  
AAD-12   LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|132 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
              60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAV 
        . ..... . .  :.:.            
gi|132 GETLLRAVESYLLAHSDAYN          
              150       160          
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.6  bits: 18.7 E():   46 
Smith-Waterman score: 48; 25.0% identity (62.5% similar) in 48 aa overlap (29-69:111-158) 
 
                 10        20        30           40         50     
AAD-12   LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|400 KYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
              60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAV 
        . ..... . .  :.:.            
gi|400 GETLLRAVESYLLAHSDAYN          
              150       160          
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.6  bits: 18.7 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (29-69:111-158) 
 
                 10        20        30           40            50  
AAD-12   LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
              60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAV 
        . ..... . .  :.:.            
gi|154 RETLLRAVESYLLAHSDAYN          
              150       160          
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.6  bits: 18.7 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (29-69:111-158) 
 
                 10        20        30           40            50  
AAD-12   LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
              60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAV 
        . ..... . .  :.:.            
gi|154 GETLLRAVESYLLAHSDAYN          
              150       160          
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
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 initn:  38 init1:  38 opt:  48  Z-score: 72.6  bits: 18.7 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (29-69:111-158) 
 
                 10        20        30           40            50  
AAD-12   LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
              60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAV 
        . ..... . .  :.:.            
gi|154 GETLLRAVESYLLAHSDAYN          
              150       160          
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.6  bits: 18.7 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (29-69:111-158) 
 
                 10        20        30           40            50  
AAD-12   LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|114 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
              60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAV 
        . ..... . .  :.:.            
gi|114 GETLLRAVESYLLAHSDAYN          
              150       160          
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.6  bits: 18.7 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (29-69:111-158) 
 
                 10        20        30           40            50  
AAD-12   LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
              60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAV 
        . ..... . .  :.:.            
gi|154 GETLLRAVESYLLAHSDAYN          
              150       160          
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 72.5  bits: 18.7 E():   46 
Smith-Waterman score: 48; 29.8% identity (47.4% similar) in 57 aa overlap (38-80:38-90) 
 
        10        20        30        40           50        60     
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ---HSPAEWDDMMKVIVGNMA 
                                     :.: . .:.    .:  ::.. ::    .: 
gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKVA---QA 
        10        20        30        40        50        60        
 
                      70        80                                  
AAD-12 W-----------HADSTYMPVMAQGAV                                  
       :           :.:      :::::.                                  
gi|148 WAETRTPDCSLIHSDRCG-ENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQI 
           70        80         90       100       110       120    
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 72.0  bits: 20.2 E():   49 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (39-54:119-135) 
 
       10        20        30        40         50        60        
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .              
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
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       90       100       110       120       130       140         
 
        70        80                                                
AAD-12 DSTYMPVMAQGAV                                                
                                                                    
gi|476 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      150       160       170       180       190       200         
 
>>gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=Major  (308 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 71.7  bits: 19.4 E():   51 
Smith-Waterman score: 51; 31.5% identity (53.7% similar) in 54 aa overlap (18-67:104-154) 
 
                            10        20        30        40        
AAD-12              LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD--GTVR 
                                     ::  : : ..  .  :: . ..:   : :: 
gi|249 PLPTPLRRTSSRSSRPPSPSPPRASSPTSAAKAPGLIPKLDTAYDVAYKAAEAHPRGQVR 
            80        90       100       110       120       130    
 
            50        60        70        80                        
AAD-12 Q--HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV                        
       .  : : .    ..::.: .  ::                                     
gi|249 RLRHCPHR---SLRVIAGALEVHAVKPATEEVLAAKIPTGELQIVDKIDAAFKIAATAAN 
           140          150       160       170       180       190 
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 71.6  bits: 20.0 E():   52 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (11-31:330-350) 
 
                                   10        20        30        40 
AAD-12                     LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|149 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
               50        60        70        80                     
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV                     
                                                                    
gi|149 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 71.4  bits: 19.2 E():   53 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (28-43:198-212) 
 
                  10        20        30        40        50        
AAD-12    LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
        60        70        80                     
AAD-12 VIVGNMAWHADSTYMPVMAQGAV                     
                                                   
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
        230       240       250       260          
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 71.4  bits: 19.2 E():   53 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (28-43:198-212) 
 
                  10        20        30        40        50        
AAD-12    LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
        60        70        80                     
AAD-12 VIVGNMAWHADSTYMPVMAQGAV                     
                                                   
gi|115 RKDSDKPIKGPITVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
        230       240       250       260          
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>>gi|34851174|gb|AAP15199.1| profilin-like protein [Humu  (131 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 71.3  bits: 18.1 E():   54 
Smith-Waterman score: 46; 30.9% identity (50.0% similar) in 68 aa overlap (27-80:15-82) 
 
               10        20        30        40               50    
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR-------QHSPAEWD 
                                 : :  ..: . .  ::.:        : .: :   
gi|348             MSWQAYVDDHLMCEIDGQHLTAAAIIGHDGSVWAQSSTFPQFKPEEIA 
                           10        20        30        40         
 
            60             70          80                           
AAD-12 DMMKVIV--GNMA---WHADST-YMPVMA-QGAV                           
        .:: .   :..:    :  .  :: .:. ::::                           
gi|348 AIMKDFEEPGSLAPTGLHLGGIKYMVIMGEQGAVIRGKKGAGGITVKKTGAAMIIGIYDE 
       50        60        70        80        90       100         
 
gi|348 PLTPGQCNMIVERLGDYLIDQNL 
      110       120       130  
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 47; 25.0% identity (58.3% similar) in 48 aa overlap (29-69:110-157) 
 
                 10        20        30           40            50  
AAD-12   LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|159 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEL 
      80        90       100       110       120       130          
 
              60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAV 
        . ..... . .  :.:.            
gi|159 GETLLRAVESYLLAHSDAYN          
     140       150                   
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.1  bits: 18.1 E():   55 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (58-78:11-31) 
 
        30        40        50        60        70        80        
AAD-12 GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV        
                                     ::.. .:: ...   :. : :          
gi|249                     MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQ 
                                   10        20        30        40 
 
gi|249 DIMPCLHFVKGEEKEPSKECCSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVA 
               50        60        70        80        90       100 
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (29-69:111-158) 
 
                 10        20        30           40         50     
AAD-12   LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
              60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAV 
        . ..... . .  :.:.            
gi|132 AEALLRAVESYLLAHSDAYN          
              150       160          
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (29-69:111-158) 
 
                 10        20        30           40         50     
AAD-12   LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
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                                     ::.:. :::   .:.:  .. .:  :   . 
gi|400 KYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
              60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAV 
        . ..... . .  :.:.            
gi|400 GEALLRAVESYLLAHSDAYN          
              150       160          
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (29-69:111-158) 
 
                 10        20        30           40         50     
AAD-12   LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
              60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAV 
        . ..... . .  :.:.            
gi|116 GEALLRAVESYLLAHSDAYN          
              150       160          
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (29-69:111-158) 
 
                 10        20        30           40         50     
AAD-12   LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
              60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAV 
        . ..... . .  :.:.            
gi|132 GEALLRAVESYLLAHSDAYN          
              150       160          
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (29-69:111-158) 
 
                 10        20        30           40         50     
AAD-12   LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDQEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
              60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAV 
        . ..... . .  :.:.            
gi|116 GEALLRAVESYLLAHSDAYN          
              150       160          
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (29-69:111-158) 
 
                 10        20        30           40         50     
AAD-12   LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
              60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAV 
        . ..... . .  :.:.            
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gi|116 GEALLRAVESYLLAHSDAYN          
              150       160          
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (28-68:110-157) 
 
                  10        20        30           40           50  
AAD-12    LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
               60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGAV 
         . ..... . .  :.:             
gi|154 MAEKLLRAVESYLLAHTDEYN          
     140       150       160          
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (29-69:111-158) 
 
                 10        20        30           40         50     
AAD-12   LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
              60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAV 
        . ..... . .  :.:.            
gi|116 GEALLRAVESYLLAHSDAYN          
              150       160          
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (28-68:110-157) 
 
                  10        20        30           40           50  
AAD-12    LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
               60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGAV 
         . ..... . .  :.:             
gi|154 MAEKLLRAVESYLLAHTDEYN          
     140       150       160          
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (29-69:111-158) 
 
                 10        20        30           40         50     
AAD-12   LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
              60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAV 
        . ..... . .  :.:.            
gi|132 GEALLRAVESYLLAHSDAYN          
              150       160          
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 71.0  bits: 20.5 E():   56 
Smith-Waterman score: 55; 20.5% identity (60.3% similar) in 73 aa overlap (6-77:242-309) 
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                                        10        20        30      
AAD-12                          LLIFPGQHLSNDQQITFAKRFGAIERIGGGDI-VA 
                                     ::.... ::.  ....:  .. : :.     
gi|220 PGQGQQIGQGQQGYYPTSPQHPGQRQQPGQGQQIGQGQQLGQGRQIGQGQQSGQGQQGYY 
             220       230       240       250       260       270  
 
           40        50        60        70        80               
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV               
        .. .  :  .:  :..:..  .   :.....  :  .: ..:                  
gi|220 PTSPQQLGQGQQ--PGQWQQSGQ---GQQGYYPTSQQQPGQGQQGQYPASQQQPGQGQQG 
             280         290          300       310       320       
 
gi|220 QYPASQQQPGQGQQGQYPASQQQPGQGQQGHYLASQQQPGQGQQRHYPASLQQPGQGQQG 
        330       340       350       360       370       380       
 
>>gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full=Polc  (85 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.3  bits: 17.3 E():   60 
Smith-Waterman score: 43; 36.6% identity (46.3% similar) in 41 aa overlap (19-59:17-54) 
 
               10        20        30        40        50        60 
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV 
                         ::: :    : : : :    .:  :. . .: :   ::  :  
gi|144   MADDHPQDKAERERIFKRFDAN---GDGKISAAELGEALKTLGSITPDEVKHMMAEID 
                 10        20           30        40        50      
 
               70        80           
AAD-12 GNMAWHADSTYMPVMAQGAV           
                                      
gi|144 TDGDGFISFQEFTDFGRANRGLLKDVAKIF 
          60        70        80      
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 70.1  bits: 19.4 E():   62 
Smith-Waterman score: 51; 21.6% identity (56.9% similar) in 51 aa overlap (17-66:103-153) 
 
                             10        20         30        40      
AAD-12               LLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|129 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
          50        60        70        80                          
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV                          
       .: :: ::   : .. .. ..                                        
gi|129 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 70.1  bits: 19.4 E():   62 
Smith-Waterman score: 51; 21.6% identity (56.9% similar) in 51 aa overlap (17-66:103-153) 
 
                             10        20         30        40      
AAD-12               LLIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|119 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
          50        60        70        80                          
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV                          
       .: :: ::   : .. .. ..                                        
gi|119 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 70.1  bits: 18.9 E():   62 
Smith-Waterman score: 54; 21.7% identity (56.7% similar) in 60 aa overlap (12-71:207-260) 
 
                                  10        20        30        40  
AAD-12                    LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :.   . . .::. ::   : .. .   .  
gi|168 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWTELKESWGAVWRIDTPDKLT-GPFTVR 
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        180       190       200       210       220        230      
 
              50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 
        :..  . .:..:..       .:.::..:          
gi|168 YTTEGGTKSEFEDVIP-----EGWKADTSYSAK       
         240       250            260          
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 69.9  bits: 19.7 E():   63 
Smith-Waterman score: 52; 25.0% identity (65.6% similar) in 32 aa overlap (4-35:117-148) 
 
                                          10        20        30    
AAD-12                            LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : :.. .....  :  .   ....  :::. 
gi|303 APKLYYVTQGRGILGVLMPGCPETFQSMSQFQGSREQEEERGRFQDQHQKVHHLKKGDII 
         90       100       110       120       130       140       
 
            40        50        60        70        80              
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV              
       ::                                                           
gi|303 AIPAGVALWCYNDGDEDLVTVLVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLR 
        150       160       170       180       190       200       
 
>>gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.8  bits: 17.9 E():   64 
Smith-Waterman score: 45; 27.1% identity (52.1% similar) in 48 aa overlap (27-73:15-62) 
 
               10        20        30        40        50        60 
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV 
                                 : :. . : . .  ::.:  .:    .   . :. 
gi|144             MSWQAYVDDHLMCEIEGNHLSAAAIIGQDGSVWAQSANFPQFKSEEIT 
                           10        20        30        40         
 
                70        80                                        
AAD-12 GNMA-WHADSTYMPVMAQGAV                                        
       : :. .:  .:  :                                               
gi|144 GIMSDFHEPGTLAPTGLYIGGTKYMVIQGEPGAVIRGKKGPGGVTVKKTNQALIIGIYDE 
       50        60        70        80        90       100         
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.7  bits: 18.1 E():   65 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (28-37:109-118) 
 
                  10        20        30        40        50        
AAD-12    LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAV 
                               
gi|534 KAEALFRAVESYLLAHSDAYN   
      140       150            
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.7  bits: 18.1 E():   66 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (28-37:110-119) 
 
                  10        20        30        40        50        
AAD-12    LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAV 
                               
gi|534 KAEALFRAVESYLLAHSDAYN   
     140       150       160   
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>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.6  bits: 17.6 E():   66 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (13-31:35-53) 
 
                                 10        20        30        40   
AAD-12                   LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
             50        60        70        80           
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV           
                                                        
gi|730 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.6  bits: 17.6 E():   66 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (13-31:35-53) 
 
                                 10        20        30        40   
AAD-12                   LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
             50        60        70        80           
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV           
                                                        
gi|191 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 69.2  bits: 20.0 E():   69 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (11-31:330-350) 
 
                                   10        20        30        40 
AAD-12                     LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|169 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
               50        60        70        80                     
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV                     
                                                                    
gi|169 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 69.0  bits: 18.4 E():   72 
Smith-Waterman score: 47; 23.1% identity (51.3% similar) in 39 aa overlap (35-69:147-185) 
 
           10        20        30        40            50        60 
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH----SPAEWDDMMKVIV 
                                     ::.  .::.. .:    .   :    :.   
gi|613 ATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMHVGHYTQIVWAKTKKIGC 
        120       130       140       150       160       170       
 
               70        80                
AAD-12 GNMAWHADSTYMPVMAQGAV                
       : . .. :.                           
gi|613 GRIMFKEDNWNKHYLVCNYGPAGNVLGAQIYEIKK 
        180       190       200       210  
 
>>gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea sati  (316 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 68.7  bits: 18.9 E():   75 
Smith-Waterman score: 49; 22.0% identity (46.2% similar) in 91 aa overlap (3-80:179-267) 
 
                                           10         20        30  
AAD-12                             LLIFPGQHLSNDQ-QITFAKRFGAIERIGGGD 
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                                     .:  :. .    :.:    .:   .  :.: 
gi|135 TAPDGPYAWGYCFVMENNKQTYCTSKSWPCVFGKQYYGRGPIQLTHNYNYGQAGKAIGAD 
      150       160       170       180       190       200         
 
              40        50                 60           70          
AAD-12 IVAISNVKADGTVRQHSPAEWDDMMK---------VIVGNMAWH---ADSTYMPVMAQGA 
       ..   .. : . . . . : :  :           ::.::  :.   ::..   : . :. 
gi|135 LINNPDLVATNPTISFKTAIWFWMTPQANKPSSHDVIIGN--WRPSAADTSAGRVPSYGV 
      210       220       230       240         250       260       
 
      80                                                  
AAD-12 V                                                  
       .                                                  
gi|135 ITNIINGGLECGHGSDDRVANRIGFYKRYCDTLGVSYGNNLDCYNQKPFA 
        270       280       290       300       310       
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 68.5  bits: 19.2 E():   76 
Smith-Waterman score: 50; 24.3% identity (56.8% similar) in 37 aa overlap (36-72:262-298) 
 
          10        20        30        40        50        60      
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|169 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
          70        80                                              
AAD-12 HADSTYMPVMAQGAV                                              
       .: :.::                                                      
gi|169 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.4  bits: 18.6 E():   77 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (4-14:90-100) 
 
                                          10        20        30    
AAD-12                            LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
            40        50        60        70        80              
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV              
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 45; 33.3% identity (57.8% similar) in 45 aa overlap (22-59:52-96) 
 
                        10        20        30          40          
AAD-12          LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK--ADGT-----V 
                                     :.:..:. :.  . : ::   ::.     : 
gi|602 AFVLDADNLIPKIAPQAVKSTEILEGDGGVGTIKKINFGEGSTYSYVKHKIDGVDKDNFV 
              30        40        50        60        70        80  
 
           50        60        70        80                         
AAD-12 RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV                         
        :.:  : : . ..:                                              
gi|602 YQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISHYHTKGDVEIKEEHVKAGKEKAS 
              90       100       110       120       130       140  
 
>>gi|2959898|emb|CAA73720.1| Profilin [Mercurialis annua  (133 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 44; 28.8% identity (51.5% similar) in 66 aa overlap (29-80:19-84) 
 
               10        20        30        40               50    
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWD 
                                   :  ..: : :  ::..  .:       : :   
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gi|295           MSWQTYVDDHLMCDIDGQGQHLAAASIVGHDGSIWAQSASFPQLKPEEIT 
                         10        20        30        40        50 
 
              60            70         80                           
AAD-12 DMMKVI--VGNMA----WHADSTYMPVMAQ-GAV                           
        .:: .   :..:    . : . :: .... :::                           
gi|295 GIMKDFDEPGHLAPTGLYIAGTKYMVIQGESGAVIRGKKGSGGITIKKTGQALVFGIYEE 
               60        70        80        90       100       110 
 
gi|295 PVTPGQCNMVVERLGDYLIEQGM 
              120       130    
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 68.3  bits: 19.4 E():   78 
Smith-Waterman score: 51; 28.3% identity (56.7% similar) in 60 aa overlap (1-59:186-244) 
 
                                             10        20        30 
AAD-12                               LLIFPGQHLSNDQQITFAKRFGAIERIGGG 
                                     .... :.: :: .. : : : .   .   . 
gi|215 KKRPIVYECAEISWKVMNNGDVFILLVPNFVFVWTGKH-SNRMERTTAIRVANDLKSELN 
         160       170       180       190        200       210     
 
               40         50        60        70        80          
AAD-12 DIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV          
        .   : .  ::  :.: : ::.: . :..                               
gi|215 RFKLSSVILEDGKEVEQTSGAEYDAFNKALSLDKKDIDLKQMPKGYDYAASDKSFESHER 
          220       230       240       250       260       270     
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 45; 25.0% identity (56.2% similar) in 48 aa overlap (29-69:111-158) 
 
                 10        20        30           40            50  
AAD-12   LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|132 KYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEM 
               90       100       110       120       130       140 
 
              60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAV 
        . .....   .  :.:.            
gi|132 GETLLRAVERYLLAHSDAYN          
              150       160          
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.1  bits: 15.2 E():   80 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (65-71:19-25) 
 
           40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 
                                     :..:..:          
gi|320             YTTEGGTKAEAEDVIPEGWKVDTSYE         
                           10        20               
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.9  bits: 17.6 E():   82 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (27-49:15-37) 
 
               10        20        30        40        50        60 
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV 
                                 : : .... . .  ::.:  .::            
gi|100             MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKPEENA 
                           10        20        30        40         
 
               70        80                                         
AAD-12 GNMAWHADSTYMPVMAQGAV                                         
                                                                    
gi|100 GIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDE 
       50        60        70        80        90       100         
 
>>gi|62240392|gb|AAX77384.1| 11S globulin precursor [Sin  (523 aa) 
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 initn:  45 init1:  45 opt:  51  Z-score: 67.6  bits: 19.4 E():   85 
Smith-Waterman score: 51; 30.0% identity (63.3% similar) in 30 aa overlap (6-34:173-202) 
 
                                        10         20        30     
AAD-12                          LLIFPGQHLSNDQ-QITFAKRFGAIERIGGGDIVA 
                                     ::. ...: :  :   .  .:..  ::..: 
gi|622 QQGQQGQQGQQQGQQGQQGQQGQQGQQGQQGQQGQQQQGQQGFRDMYQKVEHVRHGDVIA 
            150       160       170       180       190       200   
 
           40        50        60        70        80               
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV               
                                                                    
gi|622 NTPGSAHWIYNTGDKPLVIISLLDIANYQNQLDRNPRVFRLAGNNPQGGFGGPQQQQPQQ 
            210       220       230       240       250       260   
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.5  bits: 17.1 E():   86 
Smith-Waterman score: 42; 37.5% identity (62.5% similar) in 24 aa overlap (13-36:79-100) 
 
                                 10        20        30        40   
AAD-12                   LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .  :       
gi|897 QQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQL--AAQLPAMCRLEGGDALLASQ      
       50        60        70        80          90       100       
 
             50        60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 
 
>>gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin precurs  (148 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.4  bits: 17.6 E():   87 
Smith-Waterman score: 44; 21.2% identity (54.5% similar) in 33 aa overlap (33-65:25-57) 
 
             10        20        30        40        50        60   
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     :. ..:  .:  ...   ::.. .  .    
gi|538       MARFTIVLAVLFAAALVSASAHKTVVTTSVAEEGEEENQRGCEWESRQCQMRHC 
                     10        20        30        40        50     
 
             70        80                                           
AAD-12 MAWHADSTYMPVMAQGAV                                           
       : :                                                          
gi|538 MQWMRSMRGQYEESFLRSAEANQGQFEHFRECCNELRDVKSHCRCEALRCMMRQMQQEYG 
           60        70        80        90       100       110     
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 67.4  bits: 18.6 E():   87 
Smith-Waterman score: 48; 25.7% identity (60.0% similar) in 35 aa overlap (24-54:81-115) 
 
                      10        20        30            40          
AAD-12        LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV----AISNVKADGTVRQHSP 
                                     :  .: :...     :. .:  :.:..  : 
gi|324 NFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFP 
               60        70        80        90       100       110 
 
      50        60        70        80                              
AAD-12 AEWDDMMKVIVGNMAWHADSTYMPVMAQGAV                              
       .:. .                                                        
gi|324 SEFGNDVDRSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASS 
              120       130       140       150       160       170 
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 67.3  bits: 18.9 E():   88 
Smith-Waterman score: 49; 30.3% identity (47.0% similar) in 66 aa overlap (21-78:49-109) 
 
                         10        20         30        40          
AAD-12           LLIFPGQHLSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|195 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
            50        60         70        80                       
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AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQGAV                       
       .:    :  :  . .:  :::  .     ::..  :                         
gi|195 LRYG--ATRDRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
gi|195 VSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 67.3  bits: 18.9 E():   88 
Smith-Waterman score: 49; 30.3% identity (47.0% similar) in 66 aa overlap (21-78:49-109) 
 
                         10        20         30        40          
AAD-12           LLIFPGQHLSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|493 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
            50        60         70        80                       
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQGAV                       
       .:    :  :  . .:  :::  .     ::..  :                         
gi|493 LRYG--ATRDRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
gi|493 VSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 67.3  bits: 18.9 E():   88 
Smith-Waterman score: 49; 30.3% identity (47.0% similar) in 66 aa overlap (21-78:49-109) 
 
                         10        20         30        40          
AAD-12           LLIFPGQHLSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|117 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
            50        60         70        80                       
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQGAV                       
       .:    :  :  . .:  :::  .     ::..  :                         
gi|117 LRYG--ATRDRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
gi|117 VSNVIIHGLHLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 67.1  bits: 18.9 E():   91 
Smith-Waterman score: 49; 24.3% identity (56.8% similar) in 37 aa overlap (36-72:262-298) 
 
          10        20        30        40        50        60      
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
          70        80                                              
AAD-12 HADSTYMPVMAQGAV                                              
       .: :.::                                                      
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 67.1  bits: 18.9 E():   91 
Smith-Waterman score: 49; 25.6% identity (51.3% similar) in 39 aa overlap (2-36:192-230) 
 
                                                10        20        
AAD-12                              LLIFPGQHL----SNDQQITFAKRFGAIERI 
                                     . :: .:.    ::  .  :    ::.  . 
gi|215 PVIFTKSNLAKSPELDAKMYDICYSTAAAPIYFPPHHFVTHTSNGARYEFNLVDGAVATV 
             170       180       190       200       210       220  
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        30        40        50        60        70        80        
AAD-12 GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV        
       :   ....:                                                    
gi|215 GDPALLSLSVATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPL 
             230       240       250       260       270       280  
 
>>gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 [Ch  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.9  bits: 17.3 E():   92 
Smith-Waterman score: 43; 33.3% identity (62.5% similar) in 24 aa overlap (27-50:15-38) 
 
               10        20        30        40        50        60 
AAD-12 LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV 
                                 : :. . . . .  ::::  .::.           
gi|294             MSWQTYVDDHLMCDIEGNHLSSAAILGHDGTVWAQSPSFPQLKPEEVS 
                           10        20        30        40         
 
               70        80                                         
AAD-12 GNMAWHADSTYMPVMAQGAV                                         
                                                                    
gi|294 AIMKDFNEPGSLAPTGLHLGGTKYMVIQGEPGDVIRGKKGPGGVTIKKTNQALIIGIYGE 
       50        60        70        80        90       100         
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (28-37:109-118) 
 
                  10        20        30        40        50        
AAD-12    LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|402 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKE 
       80        90       100       110       120       130         
 
        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAV 
                               
gi|402 MAEKLLRAVESYLLAHTAEYN   
      140       150            
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (28-37:110-119) 
 
                  10        20        30        40        50        
AAD-12    LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAV 
                               
gi|154 MAEKLLRAVESYLLAHTAEYN   
     140       150       160   
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (28-37:110-119) 
 
                  10        20        30        40        50        
AAD-12    LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|167 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAV 
                               
gi|167 MAEKLLRAVESYLLAHTAEYN   
     140       150       160   
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>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (28-37:110-119) 
 
                  10        20        30        40        50        
AAD-12    LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|154 FKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAV 
                               
gi|154 MAEKLLRAVESYLLAHTDEYN   
     140       150       160   
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (28-37:110-119) 
 
                  10        20        30        40        50        
AAD-12    LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|730 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAV 
                               
gi|730 MAEKLLRAVESYLLAHTAEYN   
     140       150       160   
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (28-37:110-119) 
 
                  10        20        30        40        50        
AAD-12    LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|167 FKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAV 
                               
gi|167 MAEKLLRAVESYLLAHTAEYN   
     140       150       160   
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (28-37:110-119) 
 
                  10        20        30        40        50        
AAD-12    LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|730 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAV 
                               
gi|730 MAEKLLRAVESYLLAHTAEYN   
     140       150       160   
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (28-37:110-119) 
 
                  10        20        30        40        50        
AAD-12    LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
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gi|167 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAV 
                               
gi|167 MAEKLLRAVESYLLAHTAEYN   
     140       150       160   
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 66.7  bits: 19.4 E():   95 
Smith-Waterman score: 51; 29.4% identity (82.4% similar) in 17 aa overlap (46-62:535-551) 
 
          20        30        40        50        60        70      
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:.              
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
          80                 
AAD-12 AQGAV                 
                             
gi|331 KEGCFSEEGPKLVAAAQAALV 
          570       580      
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 66.6  bits: 19.2 E():   96 
Smith-Waterman score: 50; 23.3% identity (55.8% similar) in 43 aa overlap (29-68:438-480) 
 
                 10        20        30        40         50        
AAD-12   LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP-AEWDDMMK 
                                     ::  .  ... :::  . :.  .  .: .  
gi|796 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHNAETTVEDRIG 
       410       420       430       440       450       460        
 
        60          70        80   
AAD-12 VIVGNM--AWHADSTYMPVMAQGAV   
       .:. .   :.: .               
gi|796 IIIDSAEKAFHKELGAIYSEIKDAVSV 
       470       480       490     
 
>>gi|208605348|emb|CAR82267.1| D-type LMW glutenin subun  (346 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.5  bits: 18.6 E():   97 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (4-14:90-100) 
 
                                          10        20        30    
AAD-12                            LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
            40        50        60        70        80              
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV              
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 66.4  bits: 17.6 E():   98 
Smith-Waterman score: 44; 27.3% identity (47.7% similar) in 44 aa overlap (11-54:90-127) 
 
                                   10        20        30        40 
AAD-12                     LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     ::  .  :  .:  ... : ::. .:     
gi|276 VCSARHVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSA--WGKANQVTGDDILFLS---- 
      60        70        80        90         100       110        
 
               50        60        70        80                
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV                
       :  .:  .   : :                                          
gi|276 DPDARFSKSIGWADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
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           120       130       140       150       160         
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 66.4  bits: 17.6 E():   98 
Smith-Waterman score: 44; 27.3% identity (47.7% similar) in 44 aa overlap (11-54:90-127) 
 
                                   10        20        30        40 
AAD-12                     LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     ::  .  :  .:  ... : ::. .:     
gi|668 VCSARHVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSA--WGKANQVTGDDILFLS---- 
      60        70        80        90         100       110        
 
               50        60        70        80                
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV                
       :  .:  .   : :                                          
gi|668 DPDARFSKSIGWADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
           120       130       140       150       160         
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 66.4  bits: 19.4 E():   99 
Smith-Waterman score: 51; 29.4% identity (82.4% similar) in 17 aa overlap (46-62:558-574) 
 
          20        30        40        50        60        70      
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:.              
gi|668 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
       530       540       550       560       570       580        
 
          80                 
AAD-12 AQGAV                 
                             
gi|668 KEGCFSEEGPKLVAAAQAALV 
       590       600         
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 66.3  bits: 18.4 E(): 1e 
Smith-Waterman score: 47; 24.7% identity (53.4% similar) in 73 aa overlap (9-77:88-160) 
 
                                     10        20        30         
AAD-12                       LLIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAI-SN 
                                     ...... . ::  : . .. ..  ::  .  
gi|330 IEDINVGFKAAVAAAASVPAADKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAA 
        60        70        80        90       100       110        
 
        40         50        60          70        80               
AAD-12 VKADGTVRQHS-PAEWDDMMKVIVGNMAWHA--DSTYMPVMAQGAV               
       : :   ..  :  :   . ..::.: .  ::    :  : ::.                  
gi|330 VGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFK 
       120       130       140       150       160       170        
 
gi|330 VAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQ 
       180       190       200       210       220       230        
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:36 2011 done: Fri Jan 21 00:02:37 2011 
 Total Scan time:  0.060 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 45  - 124 - 80 aa 
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Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     2     2:* 
  32     4     8:==* 
  34    17    22:====== * 
  36    64    44:==============*======= 
  38    71    73:========================* 
  40    88   102:==============================   * 
  42   121   125:=========================================* 
  44   158   138:=============================================*======= 
  46   126   140:==========================================    * 
  48   153   134:============================================*====== 
  50   131   122:========================================*=== 
  52    95   108:================================   * 
  54    89    92:==============================* 
  56    60    77:====================     * 
  58    46    63:================    * 
  60    56    51:================*== 
  62    38    41:=============* 
  64    24    33:========  * 
  66    32    26:========*== 
  68    12    20:====  * 
  70    36    16:=====*====== 
  72    27    12:===*===== 
  74    10    10:===* 
  76     4     8:==* 
  78     3     6:=* 
  80     7     5:=*= 
  82     3     3:* 
  84     1     3:* 
  86     6     2:*= 
  88     2     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.63780.00336; mu= 3.7614 0.173 
 mean_var=48.909313.670, 0's: 2 Z-trim: 3  B-trim: 10 in 1/43 
 Lambda= 0.183391 
 Kolmogorov-Smirnov  statistic: 0.0219 (N=29) at  68 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   67 23.7    0.87 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   65 23.1     1.2 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   63 22.6     5.1 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   62 22.3     5.6 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   62 22.3     6.1 
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gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   57 21.0     6.9 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   57 21.0     6.9 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   57 21.0     6.9 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   57 21.0     6.9 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   60 21.8     7.3 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   60 21.8     8.8 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   56 20.7      11 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   61 22.0      13 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   55 20.5      13 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   57 21.0      14 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   57 21.0      15 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   56 20.7      17 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   56 20.7      17 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   56 20.7      18 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   56 20.7      18 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   60 21.7      18 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   45 17.9      19 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   50 19.2      20 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   49 18.9      22 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   55 20.4      22 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   51 19.4      27 
gi|14423757|sp|O04701.1|MPAC1_CYNDA RecName: Full= ( 246)   53 19.9      29 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 16.6      31 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 16.6      31 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   54 20.2      33 
gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pach ( 199)   51 19.4      34 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   52 19.6      36 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   56 20.7      38 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   52 19.6      38 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   52 19.6      38 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   48 18.6      38 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   48 18.6      38 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   48 18.6      38 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   48 18.6      38 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   53 19.9      41 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   54 20.2      42 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 18.6      43 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 19.4      43 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 19.1      44 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   51 19.4      45 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   47 18.4      45 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   52 19.6      46 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   53 19.9      46 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 19.4      46 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   48 18.6      47 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   48 18.6      47 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   48 18.6      47 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   48 18.6      47 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   53 19.9      47 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   48 18.6      47 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   48 18.6      47 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   48 18.6      47 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   48 18.6      47 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   48 18.6      47 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   48 18.6      47 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   48 18.6      47 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   48 18.6      47 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   48 18.6      47 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   48 18.6      47 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   48 18.6      48 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   54 20.1      52 
gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=M ( 308)   51 19.4      53 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   52 19.6      54 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   52 19.6      54 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   52 19.6      54 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   52 19.6      54 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   52 19.6      54 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   52 19.6      54 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   52 19.6      54 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   52 19.6      54 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   52 19.6      54 
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gi|34851174|gb|AAP15199.1| profilin-like protein [ ( 131)   46 18.1      55 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   53 19.9      55 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 19.1      55 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 19.1      55 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   46 18.1      56 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   47 18.3      56 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   52 19.6      56 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   52 19.6      56 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   47 18.3      56 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   47 18.3      56 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   47 18.3      56 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   47 18.3      56 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   47 18.3      56 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   47 18.3      56 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   47 18.3      56 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   47 18.3      56 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   47 18.3      56 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   47 18.3      56 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   55 20.4      60 
gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full= (  85)   43 17.3      61 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 18.9      65 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   51 19.4      66 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   51 19.4      66 
gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full= ( 131)   45 17.8      66 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 18.1      67 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   51 19.4      67 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   44 17.6      67 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   44 17.6      67 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 18.1      67 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   52 19.6      67 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   53 19.9      74 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   47 18.3      74 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 15.3      77 
gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea  ( 316)   49 18.8      78 
gi|2959898|emb|CAA73720.1| Profilin [Mercurialis a ( 133)   44 17.6      80 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   45 17.8      80 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   48 18.6      80 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   45 17.8      80 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   44 17.6      84 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   42 17.0      86 
gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin pre ( 148)   44 17.6      89 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   48 18.6      89 
gi|62240392|gb|AAX77384.1| 11S globulin precursor  ( 523)   51 19.3      91 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   48 18.6      91 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   49 18.8      92 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   49 18.8      92 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   49 18.8      92 
gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 ( 131)   43 17.3      94 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   44 17.6      95 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   44 17.6      96 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   44 17.6      96 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   44 17.6      96 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   44 17.6      96 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   44 17.6      96 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   44 17.6      96 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   44 17.6      96 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 18.8      97 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   50 19.1      99 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  67  Z-score: 103.5  bits: 23.7 E(): 0.87 
Smith-Waterman score: 67; 40.0% identity (63.3% similar) in 30 aa overlap (39-68:30-56) 
 
       10        20        30        40        50        60         
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:::.  ::. : :   ::. :.. : 
gi|126  TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTK--KGNL-WEVKS 
                10        20        30        40          50        
 
       70        80                              
AAD-12 TYMPVMAQGAVF                              
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gi|126 AKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
         60        70        80        90        
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  65  Z-score: 100.8  bits: 23.1 E():  1.2 
Smith-Waterman score: 65; 35.5% identity (64.5% similar) in 31 aa overlap (39-69:30-57) 
 
       10        20        30        40        50        60         
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:::.  ::. . :   ::. :.. : 
gi|144  VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKS 
                10        20        30        40          50        
 
       70        80                             
AAD-12 TYMPVMAQGAVF                             
       .                                        
gi|144 SKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
         60        70        80        90       
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  44 init1:  44 opt:  63  Z-score: 89.8  bits: 22.6 E():  5.1 
Smith-Waterman score: 63; 26.7% identity (56.7% similar) in 60 aa overlap (11-70:207-260) 
 
                                   10        20        30        40 
AAD-12                     LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|390 GSNPNYLALLVKFVAGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
        180       190       200       210       220            230  
 
               50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 
        :::  . .      : .. . .:.::..:           
gi|390 FTVRYTTEGGTKGEAKDVIPE-GWKADTAYESK        
             240       250        260           
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  44 init1:  44 opt:  62  Z-score: 89.1  bits: 22.3 E():  5.6 
Smith-Waterman score: 62; 26.7% identity (55.0% similar) in 60 aa overlap (11-70:184-237) 
 
                                   10        20        30        40 
AAD-12                     LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|458 GSNPNYLALLVKFVAGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
           160       170       180       190       200              
 
               50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 
        :::  . .      : .. . .:.::. :           
gi|458 FTVRYTTEGGTKGEAKDVIPE-GWKADTCYESK        
      210       220        230       240        
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  44 init1:  44 opt:  62  Z-score: 88.4  bits: 22.3 E():  6.1 
Smith-Waterman score: 62; 26.7% identity (56.7% similar) in 60 aa overlap (11-70:206-259) 
 
                                   10        20        30        40 
AAD-12                     LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|158 KGSNPNYLALLVKFSGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
         180       190       200       210       220            230 
 
               50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 
        :::  . .      : .. . .:.::..:           
gi|158 FTVRYTTEGGTKARAKDVIPE-GWKADTAYESK        
              240       250        260          
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 87.4  bits: 21.0 E():  6.9 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (13-68:29-82) 
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                               10        20        30        40     
AAD-12                 LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF                         
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 87.4  bits: 21.0 E():  6.9 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (13-68:29-82) 
 
                               10        20        30        40     
AAD-12                 LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSGLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF                         
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 87.4  bits: 21.0 E():  6.9 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (13-68:29-82) 
 
                               10        20        30        40     
AAD-12                 LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF                         
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 87.4  bits: 21.0 E():  6.9 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (13-68:29-82) 
 
                               10        20        30        40     
AAD-12                 LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|117 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF                         
       .:.  ::  : :   :  .:  ::                                     
gi|117 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 87.0  bits: 21.8 E():  7.3 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (3-34:133-160) 
 
                                           10        20        30   
AAD-12                             LIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|221 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
            110       120       130       140           150         
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             40        50        60        70        80             
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF             
       :.                                                           
gi|221 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
      160       170       180       190       200       210         
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 85.5  bits: 21.8 E():  8.8 
Smith-Waterman score: 60; 23.3% identity (58.3% similar) in 60 aa overlap (11-70:207-260) 
 
                                   10        20        30        40 
AAD-12                     LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   : .. .   .  
gi|126 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
               50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 
        :..  . .:..:..       .:.::..:           
gi|126 YTTEGGTKSEFEDVIP-----EGWKADTSYSAK        
         240       250            260           
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 83.8  bits: 20.7 E():   11 
Smith-Waterman score: 56; 27.1% identity (58.3% similar) in 48 aa overlap (28-68:111-158) 
 
                  10        20        30           40            50 
AAD-12    LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|400 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
               60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVF 
        . ..... : .  :.:.             
gi|400 GETLLRAVEGYLLAHSDAYN           
              150       160           
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 82.5  bits: 22.0 E():   13 
Smith-Waterman score: 61; 38.7% identity (58.1% similar) in 31 aa overlap (4-34:108-138) 
 
                                          10        20        30    
AAD-12                            LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVA 
                                     : :  .. :.  :  :   :.:.  :::.: 
gi|259 YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIA 
        80        90       100       110       120       130        
 
            40        50        60        70        80              
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF              
       :                                                            
gi|259 IPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGR 
       140       150       160       170       180       190        
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 82.5  bits: 20.5 E():   13 
Smith-Waterman score: 55; 32.4% identity (58.8% similar) in 34 aa overlap (47-74:114-147) 
 
         20        30        40        50            60          70 
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV----GNMAWHA--DSTY 
                                     :::. :.. : .:    :   : .  .:.. 
gi|250 EVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSW 
            90       100       110       120       130       140    
 
               80      
AAD-12 MPVMAQGAVF      
        ::.            
gi|250 APVLDFVFSTLKNEL 
           150         
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
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 initn:  44 init1:  44 opt:  57  Z-score: 81.9  bits: 21.0 E():   14 
Smith-Waterman score: 57; 23.3% identity (58.3% similar) in 60 aa overlap (11-70:184-237) 
 
                                   10        20        30        40 
AAD-12                     LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: :.   :     .. .  
gi|331 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIALKESWGAIWRVDTPD-----KLTGP 
           160       170       180       190       200              
 
               50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 
        :::  . .   . .. .. . .:.::..:           
gi|331 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYEAK        
      210       220        230       240        
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  44 init1:  44 opt:  57  Z-score: 81.2  bits: 21.0 E():   15 
Smith-Waterman score: 57; 23.3% identity (58.3% similar) in 60 aa overlap (11-70:208-261) 
 
                                   10        20        30        40 
AAD-12                     LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: :.   :     .. .  
gi|180 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIALKESWGAIWRVDTPD-----KLTGP 
       180       190       200       210       220            230   
 
               50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 
        :::  . .   . .. .. . .:.::..:           
gi|180 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYEAK        
            240       250        260            
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 80.5  bits: 20.7 E():   17 
Smith-Waterman score: 56; 25.0% identity (56.7% similar) in 60 aa overlap (11-70:185-238) 
 
                                   10        20        30        40 
AAD-12                     LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|283 GSNPNYLALLVKYVNGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
          160       170       180       190       200        210    
 
               50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 
        :..  . .: .:..       .:.::..:           
gi|283 YTTEGGTKTEAEDVIP-----EGWKADTSYESK        
           220            230       240         
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 80.1  bits: 20.7 E():   17 
Smith-Waterman score: 56; 23.3% identity (56.7% similar) in 60 aa overlap (11-70:196-249) 
 
                                   10        20        30        40 
AAD-12                     LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   :     .. .  
gi|168 GSNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPD-----KLTGP 
         170       180       190       200       210            220 
 
               50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 
        :::  . .   . .. .. . .:.::..:           
gi|168 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYSAK        
              230       240        250          
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 79.8  bits: 20.7 E():   18 
Smith-Waterman score: 56; 23.3% identity (56.7% similar) in 60 aa overlap (11-70:207-260) 
 
                                   10        20        30        40 
AAD-12                     LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   :     .. .  
gi|752 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPD-----KLTGP 
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        180       190       200       210       220            230  
 
               50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 
        :::  . .   . .. .. . .:.::..:           
gi|752 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYSAK        
             240       250        260           
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 79.8  bits: 20.7 E():   18 
Smith-Waterman score: 56; 25.0% identity (56.7% similar) in 60 aa overlap (11-70:207-260) 
 
                                   10        20        30        40 
AAD-12                     LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|117 GSNPNYLALLVKYVNGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
               50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 
        :..  . .: .:..       .:.::..:           
gi|117 YTTEGGTKTEAEDVIP-----EGWKADTSYESK        
         240       250            260           
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 79.7  bits: 21.7 E():   18 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (3-34:131-158) 
 
                                           10        20        30   
AAD-12                             LIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|213 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
              110       120       130       140           150       
 
             40        50        60        70        80             
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF             
       :.                                                           
gi|213 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
        160       170       180       190       200       210       
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 79.4  bits: 17.9 E():   19 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (12-35:17-38) 
 
                    10        20        30        40        50      
AAD-12      LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                       ::.  : .. :. :. ::: .. :                     
gi|217 LVSVEHQAARLKVAKAQQL--AAQLPAMCRLEGGDALSASQ                    
               10          20        30                             
 
          60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVF 
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 79.1  bits: 19.2 E():   20 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (27-42:29-43) 
 
                 10        20        30        40        50         
AAD-12   LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI 
                                   : :::::. ..:  :.                 
gi|105 CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIWRK 
               10        20        30         40        50          
 
       60        70        80                   
AAD-12 VGNMAWHADSTYMPVMAQGAVF                   
                                                
gi|105 DSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
      60        70        80        90          
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 78.3  bits: 18.9 E():   22 
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Smith-Waterman score: 49; 32.3% identity (58.1% similar) in 31 aa overlap (42-70:35-64) 
 
              20        30        40        50          60          
AAD-12 QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE--WDDMMKVIVGNMAWHADST 
                                     : . ..::.  :: .  : .   .: ::.  
gi|323 QTCAGNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKP 
           10        20        30        40         50        60    
 
      70        80                  
AAD-12 YMPVMAQGAVF                  
       :                            
gi|323 YSWRYGWTAFCGPAGPRCLRTNAAVTVR 
            70        80        90  
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  44 init1:  44 opt:  55  Z-score: 78.2  bits: 20.4 E():   22 
Smith-Waterman score: 55; 25.9% identity (56.9% similar) in 58 aa overlap (11-68:213-264) 
 
                                   10        20        30        40 
AAD-12                     LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|249 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
            190       200       210       220       230        240  
 
               50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 
        :..  . ::..:..       .:.::.             
gi|249 YTTEGGTKAEFEDVIP-----EGWKADTHDASK        
             250            260                 
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 51; 27.1% identity (62.5% similar) in 48 aa overlap (28-68:110-157) 
 
                  10        20        30           40            50 
AAD-12    LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|437 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
      80        90       100       110       120       130          
 
               60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVF 
        . ..:.. . .  :.:.             
gi|437 GETLLKAVESYLLAHSDAYN           
     140       150                    
 
>>gi|14423757|sp|O04701.1|MPAC1_CYNDA RecName: Full=Majo  (246 aa) 
 initn:  40 init1:  40 opt:  53  Z-score: 76.0  bits: 19.9 E():   29 
Smith-Waterman score: 53; 21.1% identity (52.6% similar) in 57 aa overlap (1-57:148-200) 
 
                                             10        20        30 
AAD-12                               LIFPGQHLSNDQQITFAKRFGAIERIGGGD 
                                     . :  .. :::. ...  ...:    : :. 
gi|144 KKGQEDKLRKAGELTLQFRRVKCKYPSGTKITFHIEKGSNDHYLALLVKYAA----GDGN 
       120       130       140       150       160           170    
 
               40        50        60        70        80           
AAD-12 IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF           
       :::..    :.       . :  . ..                                  
gi|144 IVAVDIKPRDSDEFIPMKSSWGAIWRIDPKKPLKGPFSIRLTSEGGAHLVQDDVIPANWK 
           180       190       200       210       220       230    
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 75.6  bits: 16.6 E():   31 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (64-70:19-25) 
 
            40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 
                                     :.::..:           
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE          
                           10        20                

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 1328



 

 

 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 75.6  bits: 16.6 E():   31 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (64-70:19-25) 
 
            40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 
                                     :.::..:           
gi|320             YTTEGGTKAEAEDVIPEGWKADTSYE          
                           10        20                
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 75.2  bits: 20.2 E():   33 
Smith-Waterman score: 54; 25.6% identity (48.7% similar) in 39 aa overlap (13-51:191-229) 
 
                                 10        20        30        40   
AAD-12                   LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ::..   .:   :  : :..   .. :    
gi|320 KEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDP 
              170       180       190       200       210       220 
 
             50        60        70        80                       
AAD-12 VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF                       
       : . . : :                                                    
gi|320 VISFKTALWFWMTPQSPKPSCHNVITGRWTPSAADRAAGRLPGYGVITNIINGGIECGKG 
              230       240       250       260       270       280 
 
>>gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pachycon  (199 aa) 
 initn:  40 init1:  40 opt:  51  Z-score: 74.9  bits: 19.4 E():   34 
Smith-Waterman score: 51; 25.0% identity (53.3% similar) in 60 aa overlap (23-80:97-148) 
 
                       10        20        30        40        50   
AAD-12         LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD 
                                     .::   :. .:.:.  : :      : . . 
gi|169 MPDLTWDNELAAIAQRWVNQCKIGHDGCRNVERYQVGQNIAMSGSTAKG------PCNMN 
         70        80        90       100       110             120 
 
             60          70        80                               
AAD-12 DMMKVIVG--NMAWHADSTYMPVMAQGAVF                               
       ..... ..  :    :: . ::  ..:  :                               
gi|169 NLVQMWINEVNALNAADVSSMP--SDGNYFMKIGHYTQLVWGKTTKVGCGIIQFLDGKFY 
              130       140         150       160       170         
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.5  bits: 19.6 E():   36 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (11-70:192-245) 
 
                                   10        20        30        40 
AAD-12                     LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|116 GSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
             170       180       190       200       210        220 
 
               50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 
        :..  . .: .:..       .:.::..:           
gi|116 YTTEGGTKGEAEDVIP-----EGWKADTAYEAK        
              230            240                
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 74.1  bits: 20.7 E():   38 
Smith-Waterman score: 56; 40.6% identity (56.2% similar) in 32 aa overlap (5-34:153-184) 
 
                                         10          20        30   
AAD-12                           LIFPGQHLSNDQQITFAK--RFGAIERIGGGDIV 
                                     ::.   .::  : .  :    .::  ::.: 
gi|258 QGQQEQQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVV 
            130       140       150       160       170       180   
 
             40        50        60        70        80             
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF             
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       ::                                                           
gi|258 AIPAGVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQ 
            190       200       210       220       230       240   
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.1  bits: 19.6 E():   38 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (11-70:207-260) 
 
                                   10        20        30        40 
AAD-12                     LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|386 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
               50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 
        :..  . .: .:..       .:.::..:           
gi|386 YTTEGGTKVEAEDVIP-----EGWKADTAYESK        
         240       250            260           
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.0  bits: 19.6 E():   38 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (11-70:209-262) 
 
                                   10        20        30        40 
AAD-12                     LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|117 GSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
      180       190       200       210       220       230         
 
               50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 
        :..  . .: .:..       .:.::..:           
gi|117 YTTEGGTKGEAEDVIP-----EGWKADTAYEAK        
       240       250            260             
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 74.0  bits: 18.6 E():   38 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (26-77:15-79) 
 
               10        20        30        40               50    
AAD-12 LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDD 
                                : :  ..: . .  ::.:  ::       : :    
gi|604            MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITA 
                          10        20        30        40          
 
              60            70        80                            
AAD-12 MMKVI--VGNMA---WHADST-YMPVMAQGAVF                            
       .:: .   :..:    :  .: :: ....:                               
gi|604 IMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEET 
      50        60        70        80        90       100          
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 74.0  bits: 18.6 E():   38 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (26-77:15-79) 
 
               10        20        30        40               50    
AAD-12 LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDD 
                                : :  ..: . .  ::.:  ::       : :    
gi|218            MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITA 
                          10        20        30        40          
 
              60            70        80                            
AAD-12 MMKVI--VGNMA---WHADST-YMPVMAQGAVF                            
       .:: .   :..:    :  .: :: ....:                               
gi|218 IMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEET 
      50        60        70        80        90       100          
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 74.0  bits: 18.6 E():   38 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (26-77:15-79) 
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               10        20        30        40               50    
AAD-12 LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDD 
                                : :  ..: . .  ::.:  ::       : :    
gi|144            MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITA 
                          10        20        30        40          
 
              60            70        80                            
AAD-12 MMKVI--VGNMA---WHADST-YMPVMAQGAVF                            
       .:: .   :..:    :  .: :: ....:                               
gi|144 IMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEP 
      50        60        70        80        90       100          
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 74.0  bits: 18.6 E():   38 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (26-77:15-79) 
 
               10        20        30        40               50    
AAD-12 LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDD 
                                : :  ..: . .  ::.:  ::       : :    
gi|288            MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITA 
                          10        20        30        40          
 
              60            70        80                            
AAD-12 MMKVI--VGNMA---WHADST-YMPVMAQGAVF                            
       .:: .   :..:    :  .: :: ....:                               
gi|288 IMKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEP 
      50        60        70        80        90       100          
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 73.4  bits: 19.9 E():   41 
Smith-Waterman score: 53; 22.9% identity (58.3% similar) in 48 aa overlap (32-77:223-270) 
 
              10        20        30        40         50           
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKV-IV 
                                     : . ..  ::   ..:.  :..  ..  :. 
gi|729 EGVLSRKVPSHLTLETPRVKMNMKYDRYAPVKVFKLDYDGIHFEKHTDIEYEPGVRYKII 
            200       210       220       230       240       250   
 
      60        70        80                                        
AAD-12 GNMAWHADSTYMPVMAQGAVF                                        
       ::   . :. .. . .::                                           
gi|729 GNGKLKDDGRHYSIDVQGIPRKAFNLDADLMDFKLKVSKPEDSNKAQFSYTFNEYTETEE 
            260       270       280       290       300       310   
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 73.2  bits: 20.2 E():   42 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (38-53:89-105) 
 
        10        20        30        40         50        60       
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .              
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       60        70        80        90       100       110         
 
         70        80                                               
AAD-12 DSTYMPVMAQGAVF                                               
                                                                    
gi|114 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      120       130       140       150       160       170         
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 73.1  bits: 18.6 E():   43 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (35-51:2-19) 
 
           10        20        30        40         50        60    
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD-GTVRQHSPAEWDDMMKVIVGNMA 
                                     ..: .: :.. ..::.::             
gi|250                              PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPF 
                                            10        20        30  
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            70        80                                            
AAD-12 WHADSTYMPVMAQGAVF                                            
                                                                    
gi|250 PRCRALVKSQCAGGQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDK 
              40        50        60        70        80        90  
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 73.0  bits: 19.4 E():   43 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (27-42:181-195) 
 
                   10        20        30        40        50       
AAD-12     LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
         60        70        80                    
AAD-12 VIVGNMAWHADSTYMPVMAQGAVF                    
                                                   
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 72.8  bits: 19.1 E():   44 
Smith-Waterman score: 50; 40.0% identity (72.0% similar) in 25 aa overlap (31-55:9-29) 
 
               10        20        30        40        50        60 
AAD-12 LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG 
                                     :::.....: .    :.:: .:: :      
gi|144                       MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMV 
                                     10            20        30     
 
               70        80                                         
AAD-12 NMAWHADSTYMPVMAQGAVF                                         
                                                                    
gi|144 DQIVKSLTTKKELDPFKIEQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKID 
           40        50        60        70        80        90     
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 72.6  bits: 19.4 E():   45 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (27-57:192-222) 
 
                   10        20        30        40        50       
AAD-12     LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : : ..  
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
          60        70        80                   
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVF                   
       .:                                          
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 72.6  bits: 18.4 E():   45 
Smith-Waterman score: 47; 28.6% identity (68.6% similar) in 35 aa overlap (13-46:93-127) 
 
                                 10         20        30        40  
AAD-12                   LIFPGQHLSNDQQITFA-KRFGAIERIGGGDIVAISNVKADG 
                                     :  :. :.   :....: :.:. ..: .   
gi|121 FKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVT 
             70        80        90       100       110       120   
 
              50        60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 
       .::..                                   
gi|121 SVRSYKRI                                
            130                                
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 1332



 

 

 initn:  42 init1:  42 opt:  52  Z-score: 72.6  bits: 19.6 E():   46 
Smith-Waterman score: 52; 22.7% identity (57.6% similar) in 66 aa overlap (1-65:203-266) 
 
                                              10        20          
AAD-12                               LIFPGQH-LSNDQQITFAKRFGAIERIGGG 
                                     ... ::.  .:  . :.   ..:.:: .:: 
gi|261 LLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERASGG 
            180       190       200       210       220       230   
 
      30        40        50        60        70        80          
AAD-12 DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF          
       .. ..  :. .:     . :   :  .. ..:.  :                         
gi|261 SLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYLFAMFDEN 
              240       250       260       270       280       290 
 
gi|261 KKQPEVEKHFGLFFPNKWQKYNLNFS 
              300       310       
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  47 init1:  47 opt:  53  Z-score: 72.5  bits: 19.9 E():   46 
Smith-Waterman score: 53; 21.2% identity (54.5% similar) in 66 aa overlap (16-79:103-168) 
 
                              10        20         30        40     
AAD-12                LIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|309 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
           50        60         70        80                        
AAD-12 QHSPAEWDDMMKVIVGNMAWHAD-STYMPVMAQGAVF                        
       .: :: ::   : .. .. ...  ..     : ::.                         
gi|309 DHPPASWDWRKKGVITQVKYQGGCGSGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
gi|309 ESEGCYNGWHYQSFEWVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSDE 
            200       210       220       230       240       250   
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 72.4  bits: 19.4 E():   46 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (27-42:199-213) 
 
                   10        20        30        40        50       
AAD-12     LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
         60        70        80                    
AAD-12 VIVGNMAWHADSTYMPVMAQGAVF                    
                                                   
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (28-68:110-157) 
 
                  10        20        30           40            50 
AAD-12    LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|384 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
               60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVF 
        . ..... . .  :.:.             
gi|384 GETLLRAVESYLLAHSDAYN           
     140       150                    
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.4  bits: 18.6 E():   47 
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Smith-Waterman score: 48; 25.0% identity (62.5% similar) in 48 aa overlap (28-68:110-157) 
 
                  10        20        30           40            50 
AAD-12    LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|437 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
      80        90       100       110       120       130          
 
               60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVF 
        . ..... . .  :.:.             
gi|437 GETLLRAVESYLLAHSDAYN           
     140       150                    
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (28-68:110-157) 
 
                  10        20        30           40            50 
AAD-12    LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|115 KYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
               60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVF 
        . ..... . .  :.:.             
gi|115 GETLLRAVESYLLAHSDAYN           
     140       150                    
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (28-68:110-157) 
 
                  10        20        30           40            50 
AAD-12    LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|437 KYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
               60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVF 
        . ..... . .  :.:.             
gi|437 GETLLRAVESYLLAHSDAYN           
     140       150                    
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 72.4  bits: 19.9 E():   47 
Smith-Waterman score: 53; 23.9% identity (56.5% similar) in 46 aa overlap (35-80:262-307) 
 
           10        20        30        40        50        60     
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|169 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
           70        80                                             
AAD-12 HADSTYMPVMAQGAVF                                             
       .: :.::  .  ..::                                             
gi|169 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (28-68:111-158) 
 
                  10        20        30           40            50 
AAD-12    LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|256 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
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               60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVF 
        . ..... . .  :.:.             
gi|256 GETLLRAVESYLLAHSDAYN           
              150       160           
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (28-68:111-158) 
 
                  10        20        30           40            50 
AAD-12    LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|256 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
               60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVF 
        . ..... . .  :.:.             
gi|256 GETLLRAVESYLLAHSDAYN           
              150       160           
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (28-68:111-158) 
 
                  10        20        30           40            50 
AAD-12    LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|132 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
               60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVF 
        . ..... . .  :.:.             
gi|132 GETLLRAVESYLLAHSDAYN           
              150       160           
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (28-68:111-158) 
 
                  10        20        30           40            50 
AAD-12    LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
               60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVF 
        . ..... . .  :.:.             
gi|154 RETLLRAVESYLLAHSDAYN           
              150       160           
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (28-68:111-158) 
 
                  10        20        30           40            50 
AAD-12    LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|400 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
               60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVF 
        . ..... . .  :.:.             
gi|400 GETLLRAVESYLLAHSDAYN           
              150       160           
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>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (28-68:111-158) 
 
                  10        20        30           40            50 
AAD-12    LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
               60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVF 
        . ..... . .  :.:.             
gi|154 GETLLRAVESYLLAHSDAYN           
              150       160           
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 48; 25.0% identity (62.5% similar) in 48 aa overlap (28-68:111-158) 
 
                  10        20        30           40            50 
AAD-12    LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|400 KYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
               60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVF 
        . ..... . .  :.:.             
gi|400 GETLLRAVESYLLAHSDAYN           
              150       160           
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (28-68:111-158) 
 
                  10        20        30           40            50 
AAD-12    LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|114 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
               60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVF 
        . ..... . .  :.:.             
gi|114 GETLLRAVESYLLAHSDAYN           
              150       160           
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (28-68:111-158) 
 
                  10        20        30           40            50 
AAD-12    LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
               60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVF 
        . ..... . .  :.:.             
gi|154 GETLLRAVESYLLAHSDAYN           
              150       160           
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (28-68:111-158) 
 
                  10        20        30           40            50 
AAD-12    LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
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gi|154 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
               60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVF 
        . ..... . .  :.:.             
gi|154 GETLLRAVESYLLAHSDAYN           
              150       160           
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 48; 29.8% identity (47.4% similar) in 57 aa overlap (37-79:38-90) 
 
         10        20        30        40           50        60    
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ---HSPAEWDDMMKVIVGNMA 
                                     :.: . .:.    .:  ::.. ::    .: 
gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKVA---QA 
        10        20        30        40        50        60        
 
                       70        80                                 
AAD-12 W-----------HADSTYMPVMAQGAVF                                 
       :           :.:      :::::.                                  
gi|148 WAETRTPDCSLIHSDRCG-ENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQI 
           70        80         90       100       110       120    
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 71.5  bits: 20.1 E():   52 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (38-53:119-135) 
 
        10        20        30        40         50        60       
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .              
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       90       100       110       120       130       140         
 
         70        80                                               
AAD-12 DSTYMPVMAQGAVF                                               
                                                                    
gi|476 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      150       160       170       180       190       200         
 
>>gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=Major  (308 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 71.4  bits: 19.4 E():   53 
Smith-Waterman score: 51; 31.5% identity (53.7% similar) in 54 aa overlap (17-66:104-154) 
 
                             10        20        30        40       
AAD-12               LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD--GTVR 
                                     ::  : : ..  .  :: . ..:   : :: 
gi|249 PLPTPLRRTSSRSSRPPSPSPPRASSPTSAAKAPGLIPKLDTAYDVAYKAAEAHPRGQVR 
            80        90       100       110       120       130    
 
             50        60        70        80                       
AAD-12 Q--HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF                       
       .  : : .    ..::.: .  ::                                     
gi|249 RLRHCPHR---SLRVIAGALEVHAVKPATEEVLAAKIPTGELQIVDKIDAAFKIAATAAN 
           140          150       160       170       180       190 
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 71.2  bits: 19.6 E():   54 
Smith-Waterman score: 52; 22.7% identity (57.6% similar) in 66 aa overlap (1-65:239-302) 
 
                                              10        20          
AAD-12                               LIFPGQH-LSNDQQITFAKRFGAIERIGGG 
                                     ... ::.  .:  . :.   ..:.:: .:: 
gi|124 LLTNIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERASGG 
      210       220       230       240       250       260         
 
      30        40        50        60        70        80          
AAD-12 DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF          
       .. ..  :. .:     . :   :  .. ..:.  :                         
gi|124 SLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYLFATFDEN 
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      270         280       290       300       310       320       
 
gi|124 KKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
        330       340       350       360       370     
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 71.2  bits: 19.6 E():   54 
Smith-Waterman score: 52; 22.7% identity (57.6% similar) in 66 aa overlap (1-65:239-302) 
 
                                              10        20          
AAD-12                               LIFPGQH-LSNDQQITFAKRFGAIERIGGG 
                                     ... ::.  .:  . :.   ..:.:: .:: 
gi|124 LLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERASGG 
      210       220       230       240       250       260         
 
      30        40        50        60        70        80          
AAD-12 DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF          
       .. ..  :. .:     . :   :  .. ..:.  :                         
gi|124 SLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYLFAMFDEN 
      270         280       290       300       310       320       
 
gi|124 KKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
        330       340       350       360       370     
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 71.2  bits: 19.6 E():   54 
Smith-Waterman score: 52; 22.7% identity (57.6% similar) in 66 aa overlap (1-65:239-302) 
 
                                              10        20          
AAD-12                               LIFPGQH-LSNDQQITFAKRFGAIERIGGG 
                                     ... ::.  .:  . :.   ..:.:: .:: 
gi|124 LLANIYPYFTYADNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERASGG 
      210       220       230       240       250       260         
 
      30        40        50        60        70        80          
AAD-12 DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF          
       .. ..  :. .:     . :   :  .. ..:.  :                         
gi|124 SLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYLFAMFDEN 
      270         280       290       300       310       320       
 
gi|124 KKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHDATILFLKSDM 
        330       340       350       360       370     
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 71.2  bits: 19.6 E():   54 
Smith-Waterman score: 52; 22.7% identity (57.6% similar) in 66 aa overlap (1-65:239-302) 
 
                                              10        20          
AAD-12                               LIFPGQH-LSNDQQITFAKRFGAIERIGGG 
                                     ... ::.  .:  . :.   ..:.:: .:: 
gi|124 LLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERASGG 
      210       220       230       240       250       260         
 
      30        40        50        60        70        80          
AAD-12 DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF          
       .. ..  :. .:     . :   :  .. ..:.  :                         
gi|124 SLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYLFAMFDEN 
      270         280       290       300       310       320       
 
gi|124 KKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
        330       340       350       360       370     
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 71.2  bits: 19.6 E():   54 
Smith-Waterman score: 52; 22.7% identity (57.6% similar) in 66 aa overlap (1-65:239-302) 
 
                                              10        20          
AAD-12                               LIFPGQH-LSNDQQITFAKRFGAIERIGGG 
                                     ... ::.  .:  . :.   ..:.:: .:: 
gi|268 LLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERASGG 
      210       220       230       240       250       260         
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      30        40        50        60        70        80          
AAD-12 DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF          
       .. ..  :. .:     . :   :  .. ..:.  :                         
gi|268 SLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYLFAMFDEN 
      270         280       290       300       310       320       
 
gi|268 KKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
        330       340       350       360       370     
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 71.2  bits: 19.6 E():   54 
Smith-Waterman score: 52; 22.7% identity (57.6% similar) in 66 aa overlap (1-65:239-302) 
 
                                              10        20          
AAD-12                               LIFPGQH-LSNDQQITFAKRFGAIERIGGG 
                                     ... ::.  .:  . :.   ..:.:: .:: 
gi|124 LLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERASGG 
      210       220       230       240       250       260         
 
      30        40        50        60        70        80          
AAD-12 DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF          
       .. ..  :. .:     . :   :  .. ..:.  :                         
gi|124 SLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYLFAMFDEN 
      270         280       290       300       310       320       
 
gi|124 KKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
        330       340       350       360       370     
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 71.2  bits: 19.6 E():   54 
Smith-Waterman score: 52; 22.7% identity (57.6% similar) in 66 aa overlap (1-65:239-302) 
 
                                              10        20          
AAD-12                               LIFPGQH-LSNDQQITFAKRFGAIERIGGG 
                                     ... ::.  .:  . :.   ..:.:: .:: 
gi|270 LLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERASGG 
      210       220       230       240       250       260         
 
      30        40        50        60        70        80          
AAD-12 DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF          
       .. ..  :. .:     . :   :  .. ..:.  :                         
gi|270 SLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPDRAIETYLFAMFDEN 
      270         280       290       300       310       320       
 
gi|270 QKQPEVEKHFGLFFPDKRPKYNLNFSAKKNWDISTEHNATVLFLKSDM 
        330       340       350       360       370     
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 71.2  bits: 19.6 E():   54 
Smith-Waterman score: 52; 22.7% identity (57.6% similar) in 66 aa overlap (1-65:239-302) 
 
                                              10        20          
AAD-12                               LIFPGQH-LSNDQQITFAKRFGAIERIGGG 
                                     ... ::.  .:  . :.   ..:.:: .:: 
gi|327 LLANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERASGG 
      210       220       230       240       250       260         
 
      30        40        50        60        70        80          
AAD-12 DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF          
       .. ..  :. .:     . :   :  .. ..:.  :                         
gi|327 SLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYLFAMFDEN 
      270         280       290       300       310       320       
 
gi|327 KKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
        330       340       350       360       370     
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 71.2  bits: 19.6 E():   54 
Smith-Waterman score: 52; 22.7% identity (57.6% similar) in 66 aa overlap (1-65:239-302) 
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                                              10        20          
AAD-12                               LIFPGQH-LSNDQQITFAKRFGAIERIGGG 
                                     ... ::.  .:  . :.   ..:.:: .:: 
gi|118 LLANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERASGG 
      210       220       230       240       250       260         
 
      30        40        50        60        70        80          
AAD-12 DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF          
       .. ..  :. .:     . :   :  .. ..:.  :                         
gi|118 SLEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYLFAMFDEN 
      270         280       290       300       310       320       
 
gi|118 KKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
        330       340       350       360       370     
 
>>gi|34851174|gb|AAP15199.1| profilin-like protein [Humu  (131 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 71.1  bits: 18.1 E():   55 
Smith-Waterman score: 46; 30.9% identity (50.0% similar) in 68 aa overlap (26-79:15-82) 
 
               10        20        30        40               50    
AAD-12 LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR-------QHSPAEWDD 
                                : :  ..: . .  ::.:        : .: :    
gi|348            MSWQAYVDDHLMCEIDGQHLTAAAIIGHDGSVWAQSSTFPQFKPEEIAA 
                          10        20        30        40          
 
              60            70         80                           
AAD-12 MMKVIV--GNMA---WHADST-YMPVMA-QGAVF                           
       .:: .   :..:    :  .  :: .:. ::::                            
gi|348 IMKDFEEPGSLAPTGLHLGGIKYMVIMGEQGAVIRGKKGAGGITVKKTGAAMIIGIYDEP 
      50        60        70        80        90       100          
 
gi|348 LTPGQCNMIVERLGDYLIDQNL 
     110       120       130  
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 71.1  bits: 19.9 E():   55 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (10-30:330-350) 
 
                                    10        20        30          
AAD-12                      LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|149 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
      40        50        60        70        80                    
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF                    
                                                                    
gi|149 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 71.0  bits: 19.1 E():   55 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (27-42:198-212) 
 
                   10        20        30        40        50       
AAD-12     LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
         60        70        80                    
AAD-12 VIVGNMAWHADSTYMPVMAQGAVF                    
                                                   
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
        230       240       250       260          
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 71.0  bits: 19.1 E():   55 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (27-42:198-212) 
 
                   10        20        30        40        50       
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AAD-12     LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
         60        70        80                    
AAD-12 VIVGNMAWHADSTYMPVMAQGAVF                    
                                                   
gi|115 RKDSDKPIKGPITVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
        230       240       250       260          
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.0  bits: 18.1 E():   56 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (57-77:11-31) 
 
         30        40        50        60        70        80       
AAD-12 GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF       
                                     ::.. .:: ...   :. : :          
gi|249                     MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQ 
                                   10        20        30        40 
 
gi|249 DIMPCLHFVKGEEKEPSKECCSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVA 
               50        60        70        80        90       100 
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.0  bits: 18.3 E():   56 
Smith-Waterman score: 47; 25.0% identity (58.3% similar) in 48 aa overlap (28-68:110-157) 
 
                  10        20        30           40            50 
AAD-12    LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|159 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEL 
      80        90       100       110       120       130          
 
               60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVF 
        . ..... . .  :.:.             
gi|159 GETLLRAVESYLLAHSDAYN           
     140       150                    
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 71.0  bits: 19.6 E():   56 
Smith-Waterman score: 52; 23.9% identity (56.5% similar) in 46 aa overlap (35-80:262-307) 
 
           10        20        30        40        50        60     
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
           70        80                                             
AAD-12 HADSTYMPVMAQGAVF                                             
       .: :.::  .  ..::                                             
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 71.0  bits: 19.6 E():   56 
Smith-Waterman score: 52; 23.9% identity (56.5% similar) in 46 aa overlap (35-80:262-307) 
 
           10        20        30        40        50        60     
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
           70        80                                             
AAD-12 HADSTYMPVMAQGAVF                                             
       .: :.::  .  ..::                                             
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 1341



 

 

 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (28-68:111-158) 
 
                  10        20        30           40            50 
AAD-12    LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
               60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVF 
        . ..... . .  :.:.             
gi|132 AEALLRAVESYLLAHSDAYN           
              150       160           
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (28-68:111-158) 
 
                  10        20        30           40            50 
AAD-12    LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDQEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
               60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVF 
        . ..... . .  :.:.             
gi|116 GEALLRAVESYLLAHSDAYN           
              150       160           
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (28-68:111-158) 
 
                  10        20        30           40            50 
AAD-12    LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
               60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVF 
        . ..... . .  :.:.             
gi|116 GEALLRAVESYLLAHSDAYN           
              150       160           
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (28-68:111-158) 
 
                  10        20        30           40            50 
AAD-12    LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
               60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVF 
        . ..... . .  :.:.             
gi|116 GEALLRAVESYLLAHSDAYN           
              150       160           
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (28-68:111-158) 
 
                  10        20        30           40            50 
AAD-12    LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
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                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
               60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVF 
        . ..... . .  :.:.             
gi|116 GEALLRAVESYLLAHSDAYN           
              150       160           
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (28-68:111-158) 
 
                  10        20        30           40            50 
AAD-12    LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|400 KYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
               60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVF 
        . ..... . .  :.:.             
gi|400 GEALLRAVESYLLAHSDAYN           
              150       160           
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (27-67:110-157) 
 
                   10        20        30           40           50 
AAD-12     LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
                60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGAVF 
         . ..... . .  :.:              
gi|154 MAEKLLRAVESYLLAHTDEYN           
     140       150       160           
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (28-68:111-158) 
 
                  10        20        30           40            50 
AAD-12    LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
               60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVF 
        . ..... . .  :.:.             
gi|132 GEALLRAVESYLLAHSDAYN           
              150       160           
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (27-67:110-157) 
 
                   10        20        30           40           50 
AAD-12     LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
                60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGAVF 
         . ..... . .  :.:              
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gi|154 MAEKLLRAVESYLLAHTDEYN           
     140       150       160           
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (28-68:111-158) 
 
                  10        20        30           40            50 
AAD-12    LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
               60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVF 
        . ..... . .  :.:.             
gi|132 GEALLRAVESYLLAHSDAYN           
              150       160           
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 70.4  bits: 20.4 E():   60 
Smith-Waterman score: 55; 20.5% identity (60.3% similar) in 73 aa overlap (5-76:242-309) 
 
                                         10        20        30     
AAD-12                           LIFPGQHLSNDQQITFAKRFGAIERIGGGDI-VA 
                                     ::.... ::.  ....:  .. : :.     
gi|220 PGQGQQIGQGQQGYYPTSPQHPGQRQQPGQGQQIGQGQQLGQGRQIGQGQQSGQGQQGYY 
             220       230       240       250       260       270  
 
            40        50        60        70        80              
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF              
        .. .  :  .:  :..:..  .   :.....  :  .: ..:                  
gi|220 PTSPQQLGQGQQ--PGQWQQSGQ---GQQGYYPTSQQQPGQGQQGQYPASQQQPGQGQQG 
             280         290          300       310       320       
 
gi|220 QYPASQQQPGQGQQGQYPASQQQPGQGQQGHYLASQQQPGQGQQRHYPASLQQPGQGQQG 
        330       340       350       360       370       380       
 
>>gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full=Polc  (85 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.3  bits: 17.3 E():   61 
Smith-Waterman score: 43; 36.6% identity (46.3% similar) in 41 aa overlap (18-58:17-54) 
 
               10        20        30        40        50        60 
AAD-12 LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG 
                        ::: :    : : : :    .:  :. . .: :   ::  :   
gi|144  MADDHPQDKAERERIFKRFDAN---GDGKISAAELGEALKTLGSITPDEVKHMMAEIDT 
                10        20           30        40        50       
 
               70        80          
AAD-12 NMAWHADSTYMPVMAQGAVF          
                                     
gi|144 DGDGFISFQEFTDFGRANRGLLKDVAKIF 
         60        70        80      
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 69.8  bits: 18.9 E():   65 
Smith-Waterman score: 54; 21.7% identity (56.7% similar) in 60 aa overlap (11-70:207-260) 
 
                                   10        20        30        40 
AAD-12                     LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :.   . . .::. ::   : .. .   .  
gi|168 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWTELKESWGAVWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
               50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 
        :..  . .:..:..       .:.::..:           
gi|168 YTTEGGTKSEFEDVIP-----EGWKADTSYSAK        
         240       250            260           
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
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 initn:  47 init1:  47 opt:  51  Z-score: 69.7  bits: 19.4 E():   66 
Smith-Waterman score: 51; 21.6% identity (56.9% similar) in 51 aa overlap (16-65:103-153) 
 
                              10        20         30        40     
AAD-12                LIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|129 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
           50        60        70        80                         
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF                         
       .: :: ::   : .. .. ..                                        
gi|129 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 69.7  bits: 19.4 E():   66 
Smith-Waterman score: 51; 21.6% identity (56.9% similar) in 51 aa overlap (16-65:103-153) 
 
                              10        20         30        40     
AAD-12                LIFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|119 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
           50        60        70        80                         
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF                         
       .: :: ::   : .. .. ..                                        
gi|119 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.7  bits: 17.8 E():   66 
Smith-Waterman score: 45; 27.1% identity (52.1% similar) in 48 aa overlap (26-72:15-62) 
 
               10        20        30        40        50        60 
AAD-12 LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG 
                                : :. . : . .  ::.:  .:    .   . :.: 
gi|144            MSWQAYVDDHLMCEIEGNHLSAAAIIGQDGSVWAQSANFPQFKSEEITG 
                          10        20        30        40          
 
                70        80                                        
AAD-12 NMA-WHADSTYMPVMAQGAVF                                        
        :. .:  .:  :                                                
gi|144 IMSDFHEPGTLAPTGLYIGGTKYMVIQGEPGAVIRGKKGPGGVTVKKTNQALIIGIYDEP 
      50        60        70        80        90       100          
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (27-36:109-118) 
 
                   10        20        30        40        50       
AAD-12     LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
         60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVF 
                                
gi|534 KAEALFRAVESYLLAHSDAYN    
      140       150             
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.5  bits: 19.4 E():   67 
Smith-Waterman score: 51; 23.9% identity (56.5% similar) in 46 aa overlap (35-80:262-307) 
 
           10        20        30        40        50        60     
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|158 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQLT 
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             240       250       260       270       280       290  
 
           70        80                                             
AAD-12 HADSTYMPVMAQGAVF                                             
       .: :.::  .  ..::                                             
gi|158 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.5  bits: 17.6 E():   67 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (12-30:35-53) 
 
                                  10        20        30        40  
AAD-12                    LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
              50        60        70        80          
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF          
                                                        
gi|730 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.5  bits: 17.6 E():   67 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (12-30:35-53) 
 
                                  10        20        30        40  
AAD-12                    LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
              50        60        70        80          
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF          
                                                        
gi|191 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (27-36:110-119) 
 
                   10        20        30        40        50       
AAD-12     LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
         60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVF 
                                
gi|534 KAEALFRAVESYLLAHSDAYN    
     140       150       160    
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 69.5  bits: 19.6 E():   67 
Smith-Waterman score: 52; 25.0% identity (65.6% similar) in 32 aa overlap (3-34:117-148) 
 
                                           10        20        30   
AAD-12                             LIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : :.. .....  :  .   ....  :::. 
gi|303 APKLYYVTQGRGILGVLMPGCPETFQSMSQFQGSREQEEERGRFQDQHQKVHHLKKGDII 
         90       100       110       120       130       140       
 
             40        50        60        70        80             
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF             
       ::                                                           
gi|303 AIPAGVALWCYNDGDEDLVTVLVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLR 
        150       160       170       180       190       200       
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>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 68.7  bits: 19.9 E():   74 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (10-30:330-350) 
 
                                    10        20        30          
AAD-12                      LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|169 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
      40        50        60        70        80                    
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF                    
                                                                    
gi|169 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 68.7  bits: 18.3 E():   74 
Smith-Waterman score: 47; 23.1% identity (51.3% similar) in 39 aa overlap (34-68:147-185) 
 
            10        20        30        40            50          
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH----SPAEWDDMMKVIV 
                                     ::.  .::.. .:    .   :    :.   
gi|613 ATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMHVGHYTQIVWAKTKKIGC 
        120       130       140       150       160       170       
 
      60        70        80               
AAD-12 GNMAWHADSTYMPVMAQGAVF               
       : . .. :.                           
gi|613 GRIMFKEDNWNKHYLVCNYGPAGNVLGAQIYEIKK 
        180       190       200       210  
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.4  bits: 15.3 E():   77 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (64-70:19-25) 
 
            40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 
                                     :..:..:           
gi|320             YTTEGGTKAEAEDVIPEGWKVDTSYE          
                           10        20                
 
>>gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea sati  (316 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 68.3  bits: 18.8 E():   78 
Smith-Waterman score: 49; 22.0% identity (46.2% similar) in 91 aa overlap (2-79:179-267) 
 
                                            10         20        30 
AAD-12                              LIFPGQHLSNDQ-QITFAKRFGAIERIGGGD 
                                     .:  :. .    :.:    .:   .  :.: 
gi|135 TAPDGPYAWGYCFVMENNKQTYCTSKSWPCVFGKQYYGRGPIQLTHNYNYGQAGKAIGAD 
      150       160       170       180       190       200         
 
               40        50                 60           70         
AAD-12 IVAISNVKADGTVRQHSPAEWDDMMK---------VIVGNMAWH---ADSTYMPVMAQGA 
       ..   .. : . . . . : :  :           ::.::  :.   ::..   : . :. 
gi|135 LINNPDLVATNPTISFKTAIWFWMTPQANKPSSHDVIIGN--WRPSAADTSAGRVPSYGV 
      210       220       230       240         250       260       
 
       80                                                 
AAD-12 VF                                                 
       .                                                  
gi|135 ITNIINGGLECGHGSDDRVANRIGFYKRYCDTLGVSYGNNLDCYNQKPFA 
        270       280       290       300       310       
 
>>gi|2959898|emb|CAA73720.1| Profilin [Mercurialis annua  (133 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.1  bits: 17.6 E():   80 
Smith-Waterman score: 44; 28.8% identity (51.5% similar) in 66 aa overlap (28-79:19-84) 
 
               10        20        30        40               50    
AAD-12 LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDD 
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                                  :  ..: : :  ::..  .:       : :    
gi|295          MSWQTYVDDHLMCDIDGQGQHLAAASIVGHDGSIWAQSASFPQLKPEEITG 
                        10        20        30        40        50  
 
              60            70         80                           
AAD-12 MMKVI--VGNMA----WHADSTYMPVMAQ-GAVF                           
       .:: .   :..:    . : . :: .... :::                            
gi|295 IMKDFDEPGHLAPTGLYIAGTKYMVIQGESGAVIRGKKGSGGITIKKTGQALVFGIYEEP 
              60        70        80        90       100       110  
 
gi|295 VTPGQCNMVVERLGDYLIEQGM 
             120       130    
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 45; 33.3% identity (57.8% similar) in 45 aa overlap (21-58:52-96) 
 
                         10        20        30          40         
AAD-12           LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK--ADGT-----V 
                                     :.:..:. :.  . : ::   ::.     : 
gi|602 AFVLDADNLIPKIAPQAVKSTEILEGDGGVGTIKKINFGEGSTYSYVKHKIDGVDKDNFV 
              30        40        50        60        70        80  
 
            50        60        70        80                        
AAD-12 RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF                        
        :.:  : : . ..:                                              
gi|602 YQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISHYHTKGDVEIKEEHVKAGKEKAS 
              90       100       110       120       130       140  
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.1  bits: 18.6 E():   80 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (3-13:90-100) 
 
                                           10        20        30   
AAD-12                             LIFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
             40        50        60        70        80             
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF             
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 45; 25.0% identity (56.2% similar) in 48 aa overlap (28-68:111-158) 
 
                  10        20        30           40            50 
AAD-12    LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|132 KYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEM 
               90       100       110       120       130       140 
 
               60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVF 
        . .....   .  :.:.             
gi|132 GETLLRAVERYLLAHSDAYN           
              150       160           
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.7  bits: 17.6 E():   84 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (26-48:15-37) 
 
               10        20        30        40        50        60 
AAD-12 LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG 
                                : : .... . .  ::.:  .::             
gi|100            MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKPEENAG 
                          10        20        30        40          
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 1348



 

 

               70        80                                         
AAD-12 NMAWHADSTYMPVMAQGAVF                                         
                                                                    
gi|100 IVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEP 
      50        60        70        80        90       100          
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.5  bits: 17.0 E():   86 
Smith-Waterman score: 42; 37.5% identity (62.5% similar) in 24 aa overlap (12-35:79-100) 
 
                                  10        20        30        40  
AAD-12                    LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .  :       
gi|897 QQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQL--AAQLPAMCRLEGGDALLASQ      
       50        60        70        80          90       100       
 
              50        60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 
 
>>gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin precurs  (148 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.3  bits: 17.6 E():   89 
Smith-Waterman score: 44; 21.2% identity (54.5% similar) in 33 aa overlap (32-64:25-57) 
 
              10        20        30        40        50        60  
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     :. ..:  .:  ...   ::.. .  .    
gi|538       MARFTIVLAVLFAAALVSASAHKTVVTTSVAEEGEEENQRGCEWESRQCQMRHC 
                     10        20        30        40        50     
 
              70        80                                          
AAD-12 MAWHADSTYMPVMAQGAVF                                          
       : :                                                          
gi|538 MQWMRSMRGQYEESFLRSAEANQGQFEHFRECCNELRDVKSHCRCEALRCMMRQMQQEYG 
           60        70        80        90       100       110     
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.2  bits: 18.6 E():   89 
Smith-Waterman score: 48; 41.2% identity (64.7% similar) in 17 aa overlap (64-80:66-82) 
 
            40        50        60        70        80              
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF              
                                     :.. .  .::  ::: :              
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|62240392|gb|AAX77384.1| 11S globulin precursor [Sin  (523 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 67.1  bits: 19.3 E():   91 
Smith-Waterman score: 51; 30.0% identity (63.3% similar) in 30 aa overlap (5-33:173-202) 
 
                                         10         20        30    
AAD-12                           LIFPGQHLSNDQ-QITFAKRFGAIERIGGGDIVA 
                                     ::. ...: :  :   .  .:..  ::..: 
gi|622 QQGQQGQQGQQQGQQGQQGQQGQQGQQGQQGQQGQQQQGQQGFRDMYQKVEHVRHGDVIA 
            150       160       170       180       190       200   
 
            40        50        60        70        80              
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF              
                                                                    
gi|622 NTPGSAHWIYNTGDKPLVIISLLDIANYQNQLDRNPRVFRLAGNNPQGGFGGPQQQQPQQ 
            210       220       230       240       250       260   
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 67.1  bits: 18.6 E():   91 
Smith-Waterman score: 48; 25.7% identity (60.0% similar) in 35 aa overlap (23-53:81-115) 
 
                       10        20        30            40         
AAD-12         LIFPGQHLSNDQQITFAKRFGAIERIGGGDIV----AISNVKADGTVRQHSP 
                                     :  .: :...     :. .:  :.:..  : 
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gi|324 NFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFP 
               60        70        80        90       100       110 
 
       50        60        70        80                             
AAD-12 AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF                             
       .:. .                                                        
gi|324 SEFGNDVDRSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASS 
              120       130       140       150       160       170 
 
>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 66.9  bits: 18.8 E():   92 
Smith-Waterman score: 49; 30.3% identity (47.0% similar) in 66 aa overlap (20-77:49-109) 
 
                          10        20         30        40         
AAD-12            LIFPGQHLSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|117 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
             50         60        70        80                      
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQGAVF                      
       .:    :  :  . .:  :::  .     ::..  :                         
gi|117 LRYG--ATRDRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
gi|117 VSNVIIHGLHLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 66.9  bits: 18.8 E():   92 
Smith-Waterman score: 49; 30.3% identity (47.0% similar) in 66 aa overlap (20-77:49-109) 
 
                          10        20         30        40         
AAD-12            LIFPGQHLSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|195 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
             50         60        70        80                      
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQGAVF                      
       .:    :  :  . .:  :::  .     ::..  :                         
gi|195 LRYG--ATRDRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
gi|195 VSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 66.9  bits: 18.8 E():   92 
Smith-Waterman score: 49; 30.3% identity (47.0% similar) in 66 aa overlap (20-77:49-109) 
 
                          10        20         30        40         
AAD-12            LIFPGQHLSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|493 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
             50         60        70        80                      
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQGAVF                      
       .:    :  :  . .:  :::  .     ::..  :                         
gi|493 LRYG--ATRDRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
gi|493 VSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 [Ch  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 43; 33.3% identity (62.5% similar) in 24 aa overlap (26-49:15-38) 
 
               10        20        30        40        50        60 
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AAD-12 LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVG 
                                : :. . . . .  ::::  .::.            
gi|294            MSWQTYVDDHLMCDIEGNHLSSAAILGHDGTVWAQSPSFPQLKPEEVSA 
                          10        20        30        40          
 
               70        80                                         
AAD-12 NMAWHADSTYMPVMAQGAVF                                         
                                                                    
gi|294 IMKDFNEPGSLAPTGLHLGGTKYMVIQGEPGDVIRGKKGPGGVTIKKTNQALIIGIYGEP 
      50        60        70        80        90       100          
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (27-36:109-118) 
 
                   10        20        30        40        50       
AAD-12     LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|402 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKE 
       80        90       100       110       120       130         
 
         60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVF 
                                
gi|402 MAEKLLRAVESYLLAHTAEYN    
      140       150             
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (27-36:110-119) 
 
                   10        20        30        40        50       
AAD-12     LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
         60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVF 
                                
gi|154 MAEKLLRAVESYLLAHTAEYN    
     140       150       160    
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (27-36:110-119) 
 
                   10        20        30        40        50       
AAD-12     LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|154 FKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
         60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVF 
                                
gi|154 MAEKLLRAVESYLLAHTDEYN    
     140       150       160    
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (27-36:110-119) 
 
                   10        20        30        40        50       
AAD-12     LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|730 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
         60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVF 
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gi|730 MAEKLLRAVESYLLAHTAEYN    
     140       150       160    
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (27-36:110-119) 
 
                   10        20        30        40        50       
AAD-12     LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|167 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
         60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVF 
                                
gi|167 MAEKLLRAVESYLLAHTAEYN    
     140       150       160    
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (27-36:110-119) 
 
                   10        20        30        40        50       
AAD-12     LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|730 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
         60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVF 
                                
gi|730 MAEKLLRAVESYLLAHTAEYN    
     140       150       160    
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (27-36:110-119) 
 
                   10        20        30        40        50       
AAD-12     LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|167 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
         60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVF 
                                
gi|167 MAEKLLRAVESYLLAHTAEYN    
     140       150       160    
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (27-36:110-119) 
 
                   10        20        30        40        50       
AAD-12     LIFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|167 FKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
         60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVF 
                                
gi|167 MAEKLLRAVESYLLAHTAEYN    
     140       150       160    
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 66.5  bits: 18.8 E():   97 
Smith-Waterman score: 49; 40.0% identity (65.0% similar) in 20 aa overlap (61-80:332-348) 
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               40        50        60        70        80           
AAD-12 IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF           
                                     :  :.   .:: :. .::.:           
gi|113 ILSQGNRFLASDIKKEVVGRYGESAMSESINWNWR---SYMDVFENGAIFVPSGVDPVLT 
             310       320       330          340       350         
 
gi|113 PEQNAGMIPAEPGEAVLRLTSSAGVLSCQPGAPC 
      360       370       380       390   
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 66.3  bits: 19.1 E():   99 
Smith-Waterman score: 50; 28.8% identity (55.9% similar) in 59 aa overlap (1-58:187-244) 
 
                                             10        20        30 
AAD-12                               LIFPGQHLSNDQQITFAKRFGAIERIGGGD 
                                     ... :.: :: .. : : : .   .   .  
gi|215 KRPIVYECAEISWKVMNNGDVFILLVPNFVFVWTGKH-SNRMERTTAIRVANDLKSELNR 
        160       170       180       190        200       210      
 
               40         50        60        70        80          
AAD-12 IVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF          
       .   : .  ::  :.: : ::.: . :..                                
gi|215 FKLSSVILEDGKEVEQTSGAEYDAFNKALSLDKKDIDLKQMPKGYDYAASDKSFESHERS 
         220       230       240       250       260       270      
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:37 2011 done: Fri Jan 21 00:02:37 2011 
 Total Scan time:  0.070 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 46  - 125 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     2     2:* 
  32     5     8:==* 
  34    15    22:=====  * 
  36    60    44:==============*===== 
  38    76    73:========================*= 
  40    97   102:=================================* 
  42   112   125:======================================   * 
  44   153   138:=============================================*===== 
  46   130   140:============================================  * 
  48   159   134:============================================*======== 
  50   125   122:========================================*= 
  52    92   108:===============================    * 
  54    91    92:==============================* 
  56    59    77:====================     * 
  58    47    63:================    * 
  60    55    51:================*== 
  62    38    41:=============* 
  64    26    33:========= * 
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  66    31    26:========*== 
  68    14    20:===== * 
  70    38    16:=====*======= 
  72    25    12:===*===== 
  74    11    10:===* 
  76     3     8:= * 
  78     3     6:=* 
  80     7     5:=*= 
  82     3     3:* 
  84     2     3:* 
  86     5     2:*= 
  88     2     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.63190.00339; mu= 3.7168 0.174 
 mean_var=49.457013.795, 0's: 2 Z-trim: 2  B-trim: 11 in 1/43 
 Lambda= 0.182373 
 Kolmogorov-Smirnov  statistic: 0.0219 (N=29) at  68 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.080 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   67 23.6    0.89 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   65 23.1     1.3 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   63 22.5     5.2 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   62 22.3     5.6 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   62 22.3     6.2 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   57 21.0       7 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   57 21.0       7 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   57 21.0       7 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   57 21.0       7 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   60 21.8     7.4 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   60 21.7     8.9 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   56 20.7      11 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   61 22.0      13 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   55 20.4      13 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   57 21.0      14 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   57 21.0      15 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   56 20.7      17 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   56 20.7      18 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   56 20.7      18 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   56 20.7      18 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   60 21.7      18 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   45 17.9      19 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   50 19.2      20 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   49 18.9      22 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   55 20.4      23 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   51 19.4      27 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 16.6      31 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 16.6      31 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   54 20.2      33 
gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pach ( 199)   51 19.4      34 
gi|14423757|sp|O04701.1|MPAC1_CYNDA RecName: Full= ( 246)   52 19.6      35 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   52 19.6      36 
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gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   56 20.7      38 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   52 19.6      38 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   52 19.6      38 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   48 18.6      38 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   48 18.6      38 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   48 18.6      38 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   48 18.6      38 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   53 19.9      41 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   54 20.1      42 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 18.6      43 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 19.4      43 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 19.1      44 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   51 19.4      45 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   47 18.4      46 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   53 19.9      46 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 19.4      47 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   53 19.9      47 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   48 18.6      47 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   48 18.6      47 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   48 18.6      47 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   48 18.6      47 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   48 18.6      47 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   48 18.6      47 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   48 18.6      47 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   48 18.6      47 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   48 18.6      47 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   48 18.6      47 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   48 18.6      47 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   48 18.6      47 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   48 18.6      47 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   48 18.6      47 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   48 18.6      48 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   54 20.1      52 
gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=M ( 308)   51 19.4      53 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   51 19.4      55 
gi|34851174|gb|AAP15199.1| profilin-like protein [ ( 131)   46 18.1      55 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   53 19.9      55 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 19.1      56 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 19.1      56 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   46 18.1      56 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   52 19.6      56 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   52 19.6      56 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   47 18.3      56 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   47 18.3      56 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   47 18.3      56 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   47 18.3      56 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   47 18.3      56 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   47 18.3      56 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   47 18.3      56 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   47 18.3      56 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   47 18.3      56 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   47 18.3      56 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   47 18.3      56 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   55 20.4      60 
gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full= (  85)   43 17.3      61 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 19.1      62 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   51 19.4      65 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   51 19.4      65 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   51 19.4      65 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   51 19.4      65 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   51 19.4      65 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   51 19.4      65 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   51 19.4      65 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   51 19.4      65 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   51 19.4      65 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 18.9      65 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   51 19.4      66 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   51 19.4      66 
gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full= ( 131)   45 17.8      66 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   51 19.4      67 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 18.1      67 
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gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   44 17.6      67 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   44 17.6      67 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 18.1      67 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   52 19.6      67 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   53 19.9      74 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   47 18.3      74 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 15.3      77 
gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea  ( 316)   49 18.8      78 
gi|2959898|emb|CAA73720.1| Profilin [Mercurialis a ( 133)   44 17.6      80 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   45 17.8      80 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   48 18.6      80 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   45 17.8      80 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 19.1      82 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   44 17.6      84 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   51 19.4      85 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   42 17.0      86 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 19.1      88 
gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin pre ( 148)   44 17.6      89 
gi|62240392|gb|AAX77384.1| 11S globulin precursor  ( 523)   51 19.4      90 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   48 18.6      91 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   49 18.8      92 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   49 18.8      92 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   49 18.8      92 
gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 ( 131)   43 17.3      94 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   44 17.6      95 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   44 17.6      96 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   44 17.6      96 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   44 17.6      96 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   44 17.6      96 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   44 17.6      96 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   44 17.6      96 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   44 17.6      96 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 18.8      97 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  67  Z-score: 103.4  bits: 23.6 E(): 0.89 
Smith-Waterman score: 67; 40.0% identity (63.3% similar) in 30 aa overlap (38-67:30-56) 
 
        10        20        30        40        50        60        
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:::.  ::. : :   ::. :.. : 
gi|126  TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTK--KGNL-WEVKS 
                10        20        30        40          50        
 
        70        80                             
AAD-12 TYMPVMAQGAVFS                             
                                                 
gi|126 AKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
         60        70        80        90        
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  65  Z-score: 100.6  bits: 23.1 E():  1.3 
Smith-Waterman score: 65; 35.5% identity (64.5% similar) in 31 aa overlap (38-68:30-57) 
 
        10        20        30        40        50        60        
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:::.  ::. . :   ::. :.. : 
gi|144  VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKS 
                10        20        30        40          50        
 
        70        80                            
AAD-12 TYMPVMAQGAVFS                            
       .                                        
gi|144 SKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
         60        70        80        90       
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  44 init1:  44 opt:  63  Z-score: 89.7  bits: 22.5 E():  5.2 
Smith-Waterman score: 63; 26.7% identity (56.7% similar) in 60 aa overlap (10-69:207-260) 
 
                                    10        20        30          
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AAD-12                      IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|390 GSNPNYLALLVKFVAGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
        180       190       200       210       220            230  
 
      40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 
        :::  . .      : .. . .:.::..:            
gi|390 FTVRYTTEGGTKGEAKDVIPE-GWKADTAYESK         
             240       250        260            
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  44 init1:  44 opt:  62  Z-score: 89.0  bits: 22.3 E():  5.6 
Smith-Waterman score: 62; 26.7% identity (55.0% similar) in 60 aa overlap (10-69:184-237) 
 
                                    10        20        30          
AAD-12                      IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|458 GSNPNYLALLVKFVAGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
           160       170       180       190       200              
 
      40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 
        :::  . .      : .. . .:.::. :            
gi|458 FTVRYTTEGGTKGEAKDVIPE-GWKADTCYESK         
      210       220        230       240         
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  44 init1:  44 opt:  62  Z-score: 88.3  bits: 22.3 E():  6.2 
Smith-Waterman score: 62; 26.7% identity (56.7% similar) in 60 aa overlap (10-69:206-259) 
 
                                    10        20        30          
AAD-12                      IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|158 KGSNPNYLALLVKFSGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
         180       190       200       210       220            230 
 
      40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 
        :::  . .      : .. . .:.::..:            
gi|158 FTVRYTTEGGTKARAKDVIPE-GWKADTAYESK         
              240       250        260           
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 87.3  bits: 21.0 E():    7 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (12-67:29-82) 
 
                                10        20        30        40    
AAD-12                  IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS                        
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 87.3  bits: 21.0 E():    7 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (12-67:29-82) 
 
                                10        20        30        40    
AAD-12                  IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSGLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS                        
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       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 87.3  bits: 21.0 E():    7 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (12-67:29-82) 
 
                                10        20        30        40    
AAD-12                  IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS                        
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 87.3  bits: 21.0 E():    7 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (12-67:29-82) 
 
                                10        20        30        40    
AAD-12                  IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|117 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS                        
       .:.  ::  : :   :  .:  ::                                     
gi|117 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 86.9  bits: 21.8 E():  7.4 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (2-33:133-160) 
 
                                            10        20        30  
AAD-12                              IFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|221 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
            110       120       130       140           150         
 
              40        50        60        70        80            
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS            
       :.                                                           
gi|221 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
      160       170       180       190       200       210         
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 85.4  bits: 21.7 E():  8.9 
Smith-Waterman score: 60; 23.3% identity (58.3% similar) in 60 aa overlap (10-69:207-260) 
 
                                    10        20        30          
AAD-12                      IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   : .. .   .  
gi|126 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
      40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 
        :..  . .:..:..       .:.::..:            
gi|126 YTTEGGTKSEFEDVIP-----EGWKADTSYSAK         
         240       250            260            
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 83.7  bits: 20.7 E():   11 
Smith-Waterman score: 56; 27.1% identity (58.3% similar) in 48 aa overlap (27-67:111-158) 
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                   10        20        30           40              
AAD-12     IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|400 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
      50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 
        . ..... : .  :.:.              
gi|400 GETLLRAVEGYLLAHSDAYN            
              150       160            
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 82.4  bits: 22.0 E():   13 
Smith-Waterman score: 61; 38.7% identity (58.1% similar) in 31 aa overlap (3-33:108-138) 
 
                                           10        20        30   
AAD-12                             IFPGQHLSNDQQITFAKRFGAIERIGGGDIVA 
                                     : :  .. :.  :  :   :.:.  :::.: 
gi|259 YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIA 
        80        90       100       110       120       130        
 
             40        50        60        70        80             
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS             
       :                                                            
gi|259 IPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGR 
       140       150       160       170       180       190        
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 82.4  bits: 20.4 E():   13 
Smith-Waterman score: 55; 32.4% identity (58.8% similar) in 34 aa overlap (46-73:114-147) 
 
          20        30        40        50            60            
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV----GNMAWHA--DSTY 
                                     :::. :.. : .:    :   : .  .:.. 
gi|250 EVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSW 
            90       100       110       120       130       140    
 
      70        80     
AAD-12 MPVMAQGAVFS     
        ::.            
gi|250 APVLDFVFSTLKNEL 
           150         
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  44 init1:  44 opt:  57  Z-score: 81.9  bits: 21.0 E():   14 
Smith-Waterman score: 57; 23.3% identity (58.3% similar) in 60 aa overlap (10-69:184-237) 
 
                                    10        20        30          
AAD-12                      IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: :.   :     .. .  
gi|331 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIALKESWGAIWRVDTPD-----KLTGP 
           160       170       180       190       200              
 
      40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 
        :::  . .   . .. .. . .:.::..:            
gi|331 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYEAK         
      210       220        230       240         
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  44 init1:  44 opt:  57  Z-score: 81.1  bits: 21.0 E():   15 
Smith-Waterman score: 57; 23.3% identity (58.3% similar) in 60 aa overlap (10-69:208-261) 
 
                                    10        20        30          
AAD-12                      IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: :.   :     .. .  
gi|180 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIALKESWGAIWRVDTPD-----KLTGP 
       180       190       200       210       220            230   
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      40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 
        :::  . .   . .. .. . .:.::..:            
gi|180 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYEAK         
            240       250        260             
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 80.4  bits: 20.7 E():   17 
Smith-Waterman score: 56; 25.0% identity (56.7% similar) in 60 aa overlap (10-69:185-238) 
 
                                    10        20        30          
AAD-12                      IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|283 GSNPNYLALLVKYVNGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
          160       170       180       190       200        210    
 
      40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 
        :..  . .: .:..       .:.::..:            
gi|283 YTTEGGTKTEAEDVIP-----EGWKADTSYESK         
           220            230       240          
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 80.1  bits: 20.7 E():   18 
Smith-Waterman score: 56; 23.3% identity (56.7% similar) in 60 aa overlap (10-69:196-249) 
 
                                    10        20        30          
AAD-12                      IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   :     .. .  
gi|168 GSNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPD-----KLTGP 
         170       180       190       200       210            220 
 
      40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 
        :::  . .   . .. .. . .:.::..:            
gi|168 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYSAK         
              230       240        250           
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 79.7  bits: 20.7 E():   18 
Smith-Waterman score: 56; 23.3% identity (56.7% similar) in 60 aa overlap (10-69:207-260) 
 
                                    10        20        30          
AAD-12                      IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   :     .. .  
gi|752 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPD-----KLTGP 
        180       190       200       210       220            230  
 
      40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 
        :::  . .   . .. .. . .:.::..:            
gi|752 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYSAK         
             240       250        260            
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 79.7  bits: 20.7 E():   18 
Smith-Waterman score: 56; 25.0% identity (56.7% similar) in 60 aa overlap (10-69:207-260) 
 
                                    10        20        30          
AAD-12                      IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|117 GSNPNYLALLVKYVNGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
      40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 
        :..  . .: .:..       .:.::..:            
gi|117 YTTEGGTKTEAEDVIP-----EGWKADTSYESK         
         240       250            260            
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
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 initn:  43 init1:  43 opt:  60  Z-score: 79.7  bits: 21.7 E():   18 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (2-33:131-158) 
 
                                            10        20        30  
AAD-12                              IFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|213 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
              110       120       130       140           150       
 
              40        50        60        70        80            
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS            
       :.                                                           
gi|213 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
        160       170       180       190       200       210       
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 79.4  bits: 17.9 E():   19 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (11-34:17-38) 
 
                     10        20        30        40        50     
AAD-12       IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                       ::.  : .. :. :. ::: .. :                     
gi|217 LVSVEHQAARLKVAKAQQL--AAQLPAMCRLEGGDALSASQ                    
               10          20        30                             
 
           60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFS 
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 79.0  bits: 19.2 E():   20 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (26-41:29-43) 
 
                  10        20        30        40        50        
AAD-12    IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI 
                                   : :::::. ..:  :.                 
gi|105 CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIWRK 
               10        20        30         40        50          
 
        60        70        80                  
AAD-12 VGNMAWHADSTYMPVMAQGAVFS                  
                                                
gi|105 DSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
      60        70        80        90          
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 78.3  bits: 18.9 E():   22 
Smith-Waterman score: 49; 32.3% identity (58.1% similar) in 31 aa overlap (41-69:35-64) 
 
               20        30        40          50        60         
AAD-12 QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE--WDDMMKVIVGNMAWHADST 
                                     : . ..::.  :: .  : .   .: ::.  
gi|323 QTCAGNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKP 
           10        20        30        40         50        60    
 
       70        80                 
AAD-12 YMPVMAQGAVFS                 
       :                            
gi|323 YSWRYGWTAFCGPAGPRCLRTNAAVTVR 
            70        80        90  
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  44 init1:  44 opt:  55  Z-score: 78.1  bits: 20.4 E():   23 
Smith-Waterman score: 55; 25.9% identity (56.9% similar) in 58 aa overlap (10-67:213-264) 
 
                                    10        20        30          
AAD-12                      IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|249 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
            190       200       210       220       230        240  
 
      40        50        60        70        80 
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AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 
        :..  . ::..:..       .:.::.              
gi|249 YTTEGGTKAEFEDVIP-----EGWKADTHDASK         
             250            260                  
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 76.6  bits: 19.4 E():   27 
Smith-Waterman score: 51; 27.1% identity (62.5% similar) in 48 aa overlap (27-67:110-157) 
 
                   10        20        30           40              
AAD-12     IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|437 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
      80        90       100       110       120       130          
 
      50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 
        . ..:.. . .  :.:.              
gi|437 GETLLKAVESYLLAHSDAYN            
     140       150                     
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 75.5  bits: 16.6 E():   31 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (63-69:19-25) 
 
             40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 
                                     :.::..:            
gi|320             YTTEGGTKAEAEDVIPEGWKADTSYE           
                           10        20                 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 75.5  bits: 16.6 E():   31 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (63-69:19-25) 
 
             40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 
                                     :.::..:            
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE           
                           10        20                 
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 75.2  bits: 20.2 E():   33 
Smith-Waterman score: 54; 25.6% identity (48.7% similar) in 39 aa overlap (12-50:191-229) 
 
                                  10        20        30        40  
AAD-12                    IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ::..   .:   :  : :..   .. :    
gi|320 KEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDP 
              170       180       190       200       210       220 
 
              50        60        70        80                      
AAD-12 VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS                      
       : . . : :                                                    
gi|320 VISFKTALWFWMTPQSPKPSCHNVITGRWTPSAADRAAGRLPGYGVITNIINGGIECGKG 
              230       240       250       260       270       280 
 
>>gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pachycon  (199 aa) 
 initn:  40 init1:  40 opt:  51  Z-score: 74.8  bits: 19.4 E():   34 
Smith-Waterman score: 51; 25.0% identity (53.3% similar) in 60 aa overlap (22-79:97-148) 
 
                        10        20        30        40        50  
AAD-12          IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD 
                                     .::   :. .:.:.  : :      : . . 
gi|169 MPDLTWDNELAAIAQRWVNQCKIGHDGCRNVERYQVGQNIAMSGSTAKG------PCNMN 
         70        80        90       100       110             120 
 
                60        70        80                              
AAD-12 DMMKVIVG--NMAWHADSTYMPVMAQGAVFS                              
       ..... ..  :    :: . ::  ..:  :                               
gi|169 NLVQMWINEVNALNAADVSSMP--SDGNYFMKIGHYTQLVWGKTTKVGCGIIQFLDGKFY 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 1362



 

 

              130       140         150       160       170         
 
>>gi|14423757|sp|O04701.1|MPAC1_CYNDA RecName: Full=Majo  (246 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 74.6  bits: 19.6 E():   35 
Smith-Waterman score: 52; 22.4% identity (53.1% similar) in 49 aa overlap (8-56:156-200) 
 
                                      10        20        30        
AAD-12                        IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK 
                                     :::. ...  ...:    : :.:::..    
gi|144 RKAGELTLQFRRVKCKYPSGTKITFHIEKGSNDHYLALLVKYAA----GDGNIVAVDIKP 
         130       140       150       160           170       180  
 
        40        50        60        70        80                  
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS                  
        :.       . :  . ..                                          
gi|144 RDSDEFIPMKSSWGAIWRIDPKKPLKGPFSIRLTSEGGAHLVQDDVIPANWKPDTVYTSK 
             190       200       210       220       230       240  
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.5  bits: 19.6 E():   36 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (10-69:192-245) 
 
                                    10        20        30          
AAD-12                      IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|116 GSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
             170       180       190       200       210        220 
 
      40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 
        :..  . .: .:..       .:.::..:            
gi|116 YTTEGGTKGEAEDVIP-----EGWKADTAYEAK         
              230            240                 
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 74.1  bits: 20.7 E():   38 
Smith-Waterman score: 56; 40.6% identity (56.2% similar) in 32 aa overlap (4-33:153-184) 
 
                                          10          20        30  
AAD-12                            IFPGQHLSNDQQITFAK--RFGAIERIGGGDIV 
                                     ::.   .::  : .  :    .::  ::.: 
gi|258 QGQQEQQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVV 
            130       140       150       160       170       180   
 
              40        50        60        70        80            
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS            
       ::                                                           
gi|258 AIPAGVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQ 
            190       200       210       220       230       240   
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.0  bits: 19.6 E():   38 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (10-69:207-260) 
 
                                    10        20        30          
AAD-12                      IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|386 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
      40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 
        :..  . .: .:..       .:.::..:            
gi|386 YTTEGGTKVEAEDVIP-----EGWKADTAYESK         
         240       250            260            
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.0  bits: 19.6 E():   38 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (10-69:209-262) 
 
                                    10        20        30          
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AAD-12                      IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|117 GSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
      180       190       200       210       220       230         
 
      40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 
        :..  . .: .:..       .:.::..:            
gi|117 YTTEGGTKGEAEDVIP-----EGWKADTAYEAK         
       240       250            260              
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 73.9  bits: 18.6 E():   38 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (25-76:15-79) 
 
               10        20        30        40               50    
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDM 
                               : :  ..: . .  ::.:  ::       : :   . 
gi|604           MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAI 
                         10        20        30        40        50 
 
              60            70        80                            
AAD-12 MKVI--VGNMA---WHADST-YMPVMAQGAVFS                            
       :: .   :..:    :  .: :: ....:                                
gi|604 MKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETL 
               60        70        80        90       100       110 
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 73.9  bits: 18.6 E():   38 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (25-76:15-79) 
 
               10        20        30        40               50    
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDM 
                               : :  ..: . .  ::.:  ::       : :   . 
gi|218           MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAI 
                         10        20        30        40        50 
 
              60            70        80                            
AAD-12 MKVI--VGNMA---WHADST-YMPVMAQGAVFS                            
       :: .   :..:    :  .: :: ....:                                
gi|218 MKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETL 
               60        70        80        90       100       110 
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 73.9  bits: 18.6 E():   38 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (25-76:15-79) 
 
               10        20        30        40               50    
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDM 
                               : :  ..: . .  ::.:  ::       : :   . 
gi|144           MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAI 
                         10        20        30        40        50 
 
              60            70        80                            
AAD-12 MKVI--VGNMA---WHADST-YMPVMAQGAVFS                            
       :: .   :..:    :  .: :: ....:                                
gi|144 MKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPL 
               60        70        80        90       100       110 
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 73.9  bits: 18.6 E():   38 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (25-76:15-79) 
 
               10        20        30        40               50    
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDM 
                               : :  ..: . .  ::.:  ::       : :   . 
gi|288           MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAI 
                         10        20        30        40        50 
 
              60            70        80                            
AAD-12 MKVI--VGNMA---WHADST-YMPVMAQGAVFS                            
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       :: .   :..:    :  .: :: ....:                                
gi|288 MKDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPL 
               60        70        80        90       100       110 
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 73.4  bits: 19.9 E():   41 
Smith-Waterman score: 53; 22.9% identity (58.3% similar) in 48 aa overlap (31-76:223-270) 
 
               10        20        30        40         50          
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKV-IV 
                                     : . ..  ::   ..:.  :..  ..  :. 
gi|729 EGVLSRKVPSHLTLETPRVKMNMKYDRYAPVKVFKLDYDGIHFEKHTDIEYEPGVRYKII 
            200       210       220       230       240       250   
 
       60        70        80                                       
AAD-12 GNMAWHADSTYMPVMAQGAVFS                                       
       ::   . :. .. . .::                                           
gi|729 GNGKLKDDGRHYSIDVQGIPRKAFNLDADLMDFKLKVSKPEDSNKAQFSYTFNEYTETEE 
            260       270       280       290       300       310   
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 73.1  bits: 20.1 E():   42 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (37-52:89-105) 
 
         10        20        30        40         50        60      
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .              
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       60        70        80        90       100       110         
 
          70        80                                              
AAD-12 DSTYMPVMAQGAVFS                                              
                                                                    
gi|114 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      120       130       140       150       160       170         
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 73.1  bits: 18.6 E():   43 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (34-50:2-19) 
 
            10        20        30         40        50        60   
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD-GTVRQHSPAEWDDMMKVIVGNMA 
                                     ..: .: :.. ..::.::             
gi|250                              PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPF 
                                            10        20        30  
 
             70        80                                           
AAD-12 WHADSTYMPVMAQGAVFS                                           
                                                                    
gi|250 PRCRALVKSQCAGGQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDK 
              40        50        60        70        80        90  
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 73.0  bits: 19.4 E():   43 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (26-41:181-195) 
 
                    10        20        30        40        50      
AAD-12      IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
          60        70        80                   
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFS                   
                                                   
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 72.8  bits: 19.1 E():   44 
Smith-Waterman score: 50; 40.0% identity (72.0% similar) in 25 aa overlap (30-54:9-29) 
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               10        20        30        40        50        60 
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                    :::.....: .    :.:: .:: :       
gi|144                      MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMVD 
                                    10            20        30      
 
               70        80                                         
AAD-12 MAWHADSTYMPVMAQGAVFS                                         
                                                                    
gi|144 QIVKSLTTKKELDPFKIEQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKIDT 
          40        50        60        70        80        90      
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 72.6  bits: 19.4 E():   45 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (26-56:192-222) 
 
                    10        20        30        40         50     
AAD-12      IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : : ..  
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
           60        70        80                  
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFS                  
       .:                                          
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 72.6  bits: 18.4 E():   46 
Smith-Waterman score: 47; 28.6% identity (68.6% similar) in 35 aa overlap (12-45:93-127) 
 
                                  10         20        30        40 
AAD-12                    IFPGQHLSNDQQITFA-KRFGAIERIGGGDIVAISNVKADG 
                                     :  :. :.   :....: :.:. ..: .   
gi|121 FKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVT 
             70        80        90       100       110       120   
 
               50        60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 
       .::..                                    
gi|121 SVRSYKRI                                 
            130                                 
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  47 init1:  47 opt:  53  Z-score: 72.5  bits: 19.9 E():   46 
Smith-Waterman score: 53; 21.2% identity (54.5% similar) in 66 aa overlap (15-78:103-168) 
 
                               10         20        30        40    
AAD-12                 IFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|309 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
            50        60         70        80                       
AAD-12 QHSPAEWDDMMKVIVGNMAWHAD-STYMPVMAQGAVFS                       
       .: :: ::   : .. .. ...  ..     : ::.                         
gi|309 DHPPASWDWRKKGVITQVKYQGGCGSGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
gi|309 ESEGCYNGWHYQSFEWVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSDE 
            200       210       220       230       240       250   
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 72.4  bits: 19.4 E():   47 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (26-41:199-213) 
 
                    10        20        30        40        50      
AAD-12      IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
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gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
          60        70        80                   
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFS                   
                                                   
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 72.4  bits: 19.9 E():   47 
Smith-Waterman score: 53; 23.9% identity (56.5% similar) in 46 aa overlap (34-79:262-307) 
 
            10        20        30        40        50        60    
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|169 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
            70        80                                            
AAD-12 HADSTYMPVMAQGAVFS                                            
       .: :.::  .  ..::                                             
gi|169 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (27-67:110-157) 
 
                   10        20        30           40              
AAD-12     IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|115 KYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
      50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 
        . ..... . .  :.:.              
gi|115 GETLLRAVESYLLAHSDAYN            
     140       150                     
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (27-67:110-157) 
 
                   10        20        30           40              
AAD-12     IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|384 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
      50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 
        . ..... . .  :.:.              
gi|384 GETLLRAVESYLLAHSDAYN            
     140       150                     
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 48; 25.0% identity (62.5% similar) in 48 aa overlap (27-67:110-157) 
 
                   10        20        30           40              
AAD-12     IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|437 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
      80        90       100       110       120       130          
 
      50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 
        . ..... . .  :.:.              
gi|437 GETLLRAVESYLLAHSDAYN            
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     140       150                     
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (27-67:110-157) 
 
                   10        20        30           40              
AAD-12     IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|437 KYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
      50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 
        . ..... . .  :.:.              
gi|437 GETLLRAVESYLLAHSDAYN            
     140       150                     
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (27-67:111-158) 
 
                   10        20        30           40              
AAD-12     IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|256 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
      50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 
        . ..... . .  :.:.              
gi|256 GETLLRAVESYLLAHSDAYN            
              150       160            
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (27-67:111-158) 
 
                   10        20        30           40              
AAD-12     IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
      50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 
        . ..... . .  :.:.              
gi|154 RETLLRAVESYLLAHSDAYN            
              150       160            
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (27-67:111-158) 
 
                   10        20        30           40              
AAD-12     IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|256 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
      50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 
        . ..... . .  :.:.              
gi|256 GETLLRAVESYLLAHSDAYN            
              150       160            
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (27-67:111-158) 
 
                   10        20        30           40              
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AAD-12     IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|132 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
      50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 
        . ..... . .  :.:.              
gi|132 GETLLRAVESYLLAHSDAYN            
              150       160            
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 48; 25.0% identity (62.5% similar) in 48 aa overlap (27-67:111-158) 
 
                   10        20        30           40              
AAD-12     IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|400 KYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
      50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 
        . ..... . .  :.:.              
gi|400 GETLLRAVESYLLAHSDAYN            
              150       160            
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (27-67:111-158) 
 
                   10        20        30           40              
AAD-12     IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|400 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
      50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 
        . ..... . .  :.:.              
gi|400 GETLLRAVESYLLAHSDAYN            
              150       160            
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (27-67:111-158) 
 
                   10        20        30           40              
AAD-12     IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
      50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 
        . ..... . .  :.:.              
gi|154 GETLLRAVESYLLAHSDAYN            
              150       160            
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (27-67:111-158) 
 
                   10        20        30           40              
AAD-12     IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
      50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 
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        . ..... . .  :.:.              
gi|154 GETLLRAVESYLLAHSDAYN            
              150       160            
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (27-67:111-158) 
 
                   10        20        30           40              
AAD-12     IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|114 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
      50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 
        . ..... . .  :.:.              
gi|114 GETLLRAVESYLLAHSDAYN            
              150       160            
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (27-67:111-158) 
 
                   10        20        30           40              
AAD-12     IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
      50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 
        . ..... . .  :.:.              
gi|154 GETLLRAVESYLLAHSDAYN            
              150       160            
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 48; 29.8% identity (47.4% similar) in 57 aa overlap (36-78:38-90) 
 
          10        20        30        40           50        60   
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ---HSPAEWDDMMKVIVGNMA 
                                     :.: . .:.    .:  ::.. ::    .: 
gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKVA---QA 
        10        20        30        40        50        60        
 
                        70        80                                
AAD-12 W-----------HADSTYMPVMAQGAVFS                                
       :           :.:      :::::.                                  
gi|148 WAETRTPDCSLIHSDRCG-ENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQI 
           70        80         90       100       110       120    
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 71.5  bits: 20.1 E():   52 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (37-52:119-135) 
 
         10        20        30        40         50        60      
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .              
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       90       100       110       120       130       140         
 
          70        80                                              
AAD-12 DSTYMPVMAQGAVFS                                              
                                                                    
gi|476 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      150       160       170       180       190       200         
 
>>gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=Major  (308 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 71.3  bits: 19.4 E():   53 
Smith-Waterman score: 51; 31.5% identity (53.7% similar) in 54 aa overlap (16-65:104-154) 
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                              10        20        30          40    
AAD-12                IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD--GTVR 
                                     ::  : : ..  .  :: . ..:   : :: 
gi|249 PLPTPLRRTSSRSSRPPSPSPPRASSPTSAAKAPGLIPKLDTAYDVAYKAAEAHPRGQVR 
            80        90       100       110       120       130    
 
              50        60        70        80                      
AAD-12 Q--HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS                      
       .  : : .    ..::.: .  ::                                     
gi|249 RLRHCPHR---SLRVIAGALEVHAVKPATEEVLAAKIPTGELQIVDKIDAAFKIAATAAN 
           140          150       160       170       180       190 
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 71.1  bits: 19.4 E():   55 
Smith-Waterman score: 51; 23.1% identity (56.9% similar) in 65 aa overlap (1-64:204-266) 
 
                                              10        20          
AAD-12                               IFPGQH-LSNDQQITFAKRFGAIERIGGGD 
                                     .. ::.  .:  . :.   ..:.:: .::. 
gi|261 LANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERASGGS 
           180       190       200       210       220       230    
 
      30        40        50        60        70        80          
AAD-12 IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS          
       . ..  :. .:     . :   :  .. ..:.  :                          
gi|261 LEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYLFAMFDENK 
             240       250       260       270       280       290  
 
gi|261 KQPEVEKHFGLFFPNKWQKYNLNFS 
             300       310       
 
>>gi|34851174|gb|AAP15199.1| profilin-like protein [Humu  (131 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 71.1  bits: 18.1 E():   55 
Smith-Waterman score: 46; 30.9% identity (50.0% similar) in 68 aa overlap (25-78:15-82) 
 
               10        20        30        40               50    
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR-------QHSPAEWDDM 
                               : :  ..: . .  ::.:        : .: :   . 
gi|348           MSWQAYVDDHLMCEIDGQHLTAAAIIGHDGSVWAQSSTFPQFKPEEIAAI 
                         10        20        30        40        50 
 
              60            70         80                           
AAD-12 MKVIV--GNMA---WHADST-YMPVMA-QGAVFS                           
       :: .   :..:    :  .  :: .:. ::::                             
gi|348 MKDFEEPGSLAPTGLHLGGIKYMVIMGEQGAVIRGKKGAGGITVKKTGAAMIIGIYDEPL 
               60        70        80        90       100       110 
 
gi|348 TPGQCNMIVERLGDYLIDQNL 
              120       130  
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 71.1  bits: 19.9 E():   55 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (9-29:330-350) 
 
                                     10        20        30         
AAD-12                       IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|149 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
       40        50        60        70        80                   
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS                   
                                                                    
gi|149 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 71.0  bits: 19.1 E():   56 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (26-41:198-212) 
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                    10        20        30        40        50      
AAD-12      IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
          60        70        80                   
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFS                   
                                                   
gi|115 RKDSDKPIKGPITVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
        230       240       250       260          
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 71.0  bits: 19.1 E():   56 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (26-41:198-212) 
 
                    10        20        30        40        50      
AAD-12      IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
          60        70        80                   
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFS                   
                                                   
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
        230       240       250       260          
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.0  bits: 18.1 E():   56 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (56-76:11-31) 
 
          30        40        50        60        70        80      
AAD-12 GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS      
                                     ::.. .:: ...   :. : :          
gi|249                     MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQ 
                                   10        20        30        40 
 
gi|249 DIMPCLHFVKGEEKEPSKECCSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVA 
               50        60        70        80        90       100 
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 71.0  bits: 19.6 E():   56 
Smith-Waterman score: 52; 23.9% identity (56.5% similar) in 46 aa overlap (34-79:262-307) 
 
            10        20        30        40        50        60    
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
            70        80                                            
AAD-12 HADSTYMPVMAQGAVFS                                            
       .: :.::  .  ..::                                             
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 71.0  bits: 19.6 E():   56 
Smith-Waterman score: 52; 23.9% identity (56.5% similar) in 46 aa overlap (34-79:262-307) 
 
            10        20        30        40        50        60    
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
            70        80                                            
AAD-12 HADSTYMPVMAQGAVFS                                            
       .: :.::  .  ..::                                             
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
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             300       310       320       330       340       350  
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.0  bits: 18.3 E():   56 
Smith-Waterman score: 47; 25.0% identity (58.3% similar) in 48 aa overlap (27-67:110-157) 
 
                   10        20        30           40              
AAD-12     IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|159 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEL 
      80        90       100       110       120       130          
 
      50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 
        . ..... . .  :.:.              
gi|159 GETLLRAVESYLLAHSDAYN            
     140       150                     
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (27-67:111-158) 
 
                   10        20        30           40              
AAD-12     IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
      50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 
        . ..... . .  :.:.              
gi|132 AEALLRAVESYLLAHSDAYN            
              150       160            
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (27-67:111-158) 
 
                   10        20        30           40              
AAD-12     IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
      50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 
        . ..... . .  :.:.              
gi|132 GEALLRAVESYLLAHSDAYN            
              150       160            
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (27-67:111-158) 
 
                   10        20        30           40              
AAD-12     IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
      50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 
        . ..... . .  :.:.              
gi|116 GEALLRAVESYLLAHSDAYN            
              150       160            
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (27-67:111-158) 
 
                   10        20        30           40              
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AAD-12     IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDQEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
      50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 
        . ..... . .  :.:.              
gi|116 GEALLRAVESYLLAHSDAYN            
              150       160            
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (27-67:111-158) 
 
                   10        20        30           40              
AAD-12     IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|400 KYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
      50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 
        . ..... . .  :.:.              
gi|400 GEALLRAVESYLLAHSDAYN            
              150       160            
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (26-66:110-157) 
 
                    10        20        30           40             
AAD-12      IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
      50         60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGAVFS 
         . ..... . .  :.:               
gi|154 MAEKLLRAVESYLLAHTDEYN            
     140       150       160            
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (26-66:110-157) 
 
                    10        20        30           40             
AAD-12      IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
      50         60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGAVFS 
         . ..... . .  :.:               
gi|154 MAEKLLRAVESYLLAHTDEYN            
     140       150       160            
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (27-67:111-158) 
 
                   10        20        30           40              
AAD-12     IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
      50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 
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        . ..... . .  :.:.              
gi|116 GEALLRAVESYLLAHSDAYN            
              150       160            
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (27-67:111-158) 
 
                   10        20        30           40              
AAD-12     IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
      50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 
        . ..... . .  :.:.              
gi|116 GEALLRAVESYLLAHSDAYN            
              150       160            
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (27-67:111-158) 
 
                   10        20        30           40              
AAD-12     IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
      50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 
        . ..... . .  :.:.              
gi|132 GEALLRAVESYLLAHSDAYN            
              150       160            
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  48 init1:  48 opt:  55  Z-score: 70.4  bits: 20.4 E():   60 
Smith-Waterman score: 55; 20.5% identity (60.3% similar) in 73 aa overlap (4-75:242-309) 
 
                                          10        20        30    
AAD-12                            IFPGQHLSNDQQITFAKRFGAIERIGGGDI-VA 
                                     ::.... ::.  ....:  .. : :.     
gi|220 PGQGQQIGQGQQGYYPTSPQHPGQRQQPGQGQQIGQGQQLGQGRQIGQGQQSGQGQQGYY 
             220       230       240       250       260       270  
 
             40        50        60        70        80             
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS             
        .. .  :  .:  :..:..  .   :.....  :  .: ..:                  
gi|220 PTSPQQLGQGQQ--PGQWQQSGQ---GQQGYYPTSQQQPGQGQQGQYPASQQQPGQGQQG 
             280         290          300       310       320       
 
gi|220 QYPASQQQPGQGQQGQYPASQQQPGQGQQGHYLASQQQPGQGQQRHYPASLQQPGQGQQG 
        330       340       350       360       370       380       
 
>>gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full=Polc  (85 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.3  bits: 17.3 E():   61 
Smith-Waterman score: 43; 36.6% identity (46.3% similar) in 41 aa overlap (17-57:17-54) 
 
               10        20        30        40        50        60 
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                       ::: :    : : : :    .:  :. . .: :   ::  :    
gi|144 MADDHPQDKAERERIFKRFDAN---GDGKISAAELGEALKTLGSITPDEVKHMMAEIDTD 
               10        20           30        40        50        
 
               70        80         
AAD-12 MAWHADSTYMPVMAQGAVFS         
                                    
gi|144 GDGFISFQEFTDFGRANRGLLKDVAKIF 
        60        70        80      
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>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 70.1  bits: 19.1 E():   62 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (63-80:66-83) 
 
             40        50        60        70        80             
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS             
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 69.8  bits: 19.4 E():   65 
Smith-Waterman score: 51; 23.1% identity (56.9% similar) in 65 aa overlap (1-64:240-302) 
 
                                              10        20          
AAD-12                               IFPGQH-LSNDQQITFAKRFGAIERIGGGD 
                                     .. ::.  .:  . :.   ..:.:: .::. 
gi|270 LANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERASGGS 
     210       220       230       240       250       260          
 
      30        40        50        60        70        80          
AAD-12 IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS          
       . ..  :. .:     . :   :  .. ..:.  :                          
gi|270 LEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPDRAIETYLFAMFDENQ 
     270         280       290       300       310       320        
 
gi|270 KQPEVEKHFGLFFPDKRPKYNLNFSAKKNWDISTEHNATVLFLKSDM 
       330       340       350       360       370     
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 69.8  bits: 19.4 E():   65 
Smith-Waterman score: 51; 23.1% identity (56.9% similar) in 65 aa overlap (1-64:240-302) 
 
                                              10        20          
AAD-12                               IFPGQH-LSNDQQITFAKRFGAIERIGGGD 
                                     .. ::.  .:  . :.   ..:.:: .::. 
gi|268 LANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERASGGS 
     210       220       230       240       250       260          
 
      30        40        50        60        70        80          
AAD-12 IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS          
       . ..  :. .:     . :   :  .. ..:.  :                          
gi|268 LEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYLFAMFDENK 
     270         280       290       300       310       320        
 
gi|268 KQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
       330       340       350       360       370     
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 69.8  bits: 19.4 E():   65 
Smith-Waterman score: 51; 23.1% identity (56.9% similar) in 65 aa overlap (1-64:240-302) 
 
                                              10        20          
AAD-12                               IFPGQH-LSNDQQITFAKRFGAIERIGGGD 
                                     .. ::.  .:  . :.   ..:.:: .::. 
gi|124 LANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERASGGS 
     210       220       230       240       250       260          
 
      30        40        50        60        70        80          
AAD-12 IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS          
       . ..  :. .:     . :   :  .. ..:.  :                          
gi|124 LEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYLFAMFDENK 
     270         280       290       300       310       320        
 
gi|124 KQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
       330       340       350       360       370     
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
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 initn:  42 init1:  42 opt:  51  Z-score: 69.8  bits: 19.4 E():   65 
Smith-Waterman score: 51; 23.1% identity (56.9% similar) in 65 aa overlap (1-64:240-302) 
 
                                              10        20          
AAD-12                               IFPGQH-LSNDQQITFAKRFGAIERIGGGD 
                                     .. ::.  .:  . :.   ..:.:: .::. 
gi|124 LANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERASGGS 
     210       220       230       240       250       260          
 
      30        40        50        60        70        80          
AAD-12 IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS          
       . ..  :. .:     . :   :  .. ..:.  :                          
gi|124 LEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYLFAMFDENK 
     270         280       290       300       310       320        
 
gi|124 KQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
       330       340       350       360       370     
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 69.8  bits: 19.4 E():   65 
Smith-Waterman score: 51; 23.1% identity (56.9% similar) in 65 aa overlap (1-64:240-302) 
 
                                              10        20          
AAD-12                               IFPGQH-LSNDQQITFAKRFGAIERIGGGD 
                                     .. ::.  .:  . :.   ..:.:: .::. 
gi|124 LANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERASGGS 
     210       220       230       240       250       260          
 
      30        40        50        60        70        80          
AAD-12 IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS          
       . ..  :. .:     . :   :  .. ..:.  :                          
gi|124 LEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYLFAMFDENK 
     270         280       290       300       310       320        
 
gi|124 KQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
       330       340       350       360       370     
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 69.8  bits: 19.4 E():   65 
Smith-Waterman score: 51; 23.1% identity (56.9% similar) in 65 aa overlap (1-64:240-302) 
 
                                              10        20          
AAD-12                               IFPGQH-LSNDQQITFAKRFGAIERIGGGD 
                                     .. ::.  .:  . :.   ..:.:: .::. 
gi|124 LANIYPYFTYADNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERASGGS 
     210       220       230       240       250       260          
 
      30        40        50        60        70        80          
AAD-12 IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS          
       . ..  :. .:     . :   :  .. ..:.  :                          
gi|124 LEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYLFAMFDENK 
     270         280       290       300       310       320        
 
gi|124 KQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHDATILFLKSDM 
       330       340       350       360       370     
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 69.8  bits: 19.4 E():   65 
Smith-Waterman score: 51; 23.1% identity (56.9% similar) in 65 aa overlap (1-64:240-302) 
 
                                              10        20          
AAD-12                               IFPGQH-LSNDQQITFAKRFGAIERIGGGD 
                                     .. ::.  .:  . :.   ..:.:: .::. 
gi|118 LANIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERASGGS 
     210       220       230       240       250       260          
 
      30        40        50        60        70        80          
AAD-12 IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS          
       . ..  :. .:     . :   :  .. ..:.  :                          
gi|118 LEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYLFAMFDENK 
     270         280       290       300       310       320        
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gi|118 KQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
       330       340       350       360       370     
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 69.8  bits: 19.4 E():   65 
Smith-Waterman score: 51; 23.1% identity (56.9% similar) in 65 aa overlap (1-64:240-302) 
 
                                              10        20          
AAD-12                               IFPGQH-LSNDQQITFAKRFGAIERIGGGD 
                                     .. ::.  .:  . :.   ..:.:: .::. 
gi|124 LTNIYPYFTYAYNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERASGGS 
     210       220       230       240       250       260          
 
      30        40        50        60        70        80          
AAD-12 IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS          
       . ..  :. .:     . :   :  .. ..:.  :                          
gi|124 LEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYLFATFDENK 
     270         280       290       300       310       320        
 
gi|124 KQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
       330       340       350       360       370     
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 69.8  bits: 19.4 E():   65 
Smith-Waterman score: 51; 23.1% identity (56.9% similar) in 65 aa overlap (1-64:240-302) 
 
                                              10        20          
AAD-12                               IFPGQH-LSNDQQITFAKRFGAIERIGGGD 
                                     .. ::.  .:  . :.   ..:.:: .::. 
gi|327 LANIYPYFTYAGNPRDISLPYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERASGGS 
     210       220       230       240       250       260          
 
      30        40        50        60        70        80          
AAD-12 IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS          
       . ..  :. .:     . :   :  .. ..:.  :                          
gi|327 LEVV--VSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYLFAMFDENK 
     270         280       290       300       310       320        
 
gi|327 KQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
       330       340       350       360       370     
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 69.8  bits: 18.9 E():   65 
Smith-Waterman score: 54; 21.7% identity (56.7% similar) in 60 aa overlap (10-69:207-260) 
 
                                    10        20        30          
AAD-12                      IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :.   . . .::. ::   : .. .   .  
gi|168 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWTELKESWGAVWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
      40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 
        :..  . .:..:..       .:.::..:            
gi|168 YTTEGGTKSEFEDVIP-----EGWKADTSYSAK         
         240       250            260            
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 69.7  bits: 19.4 E():   66 
Smith-Waterman score: 51; 21.6% identity (56.9% similar) in 51 aa overlap (15-64:103-153) 
 
                               10         20        30        40    
AAD-12                 IFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|129 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
            50        60        70        80                        
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS                        
       .: :: ::   : .. .. ..                                        
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gi|129 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 69.7  bits: 19.4 E():   66 
Smith-Waterman score: 51; 21.6% identity (56.9% similar) in 51 aa overlap (15-64:103-153) 
 
                               10         20        30        40    
AAD-12                 IFPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|119 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
            50        60        70        80                        
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS                        
       .: :: ::   : .. .. ..                                        
gi|119 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
>>gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.7  bits: 17.8 E():   66 
Smith-Waterman score: 45; 27.1% identity (52.1% similar) in 48 aa overlap (25-71:15-62) 
 
               10        20        30        40        50        60 
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                               : :. . : . .  ::.:  .:    .   . :.:  
gi|144           MSWQAYVDDHLMCEIEGNHLSAAAIIGQDGSVWAQSANFPQFKSEEITGI 
                         10        20        30        40        50 
 
                70        80                                        
AAD-12 MA-WHADSTYMPVMAQGAVFS                                        
       :. .:  .:  :                                                 
gi|144 MSDFHEPGTLAPTGLYIGGTKYMVIQGEPGAVIRGKKGPGGVTVKKTNQALIIGIYDEPM 
               60        70        80        90       100       110 
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.5  bits: 19.4 E():   67 
Smith-Waterman score: 51; 23.9% identity (56.5% similar) in 46 aa overlap (34-79:262-307) 
 
            10        20        30        40        50        60    
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|158 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQLT 
             240       250       260       270       280       290  
 
            70        80                                            
AAD-12 HADSTYMPVMAQGAVFS                                            
       .: :.::  .  ..::                                             
gi|158 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (26-35:109-118) 
 
                    10        20        30        40        50      
AAD-12      IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
          60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFS 
                                 
gi|534 KAEALFRAVESYLLAHSDAYN     
      140       150              
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.5  bits: 17.6 E():   67 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (11-29:35-53) 
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                                   10        20        30        40 
AAD-12                     IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
               50        60        70        80         
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS         
                                                        
gi|730 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.5  bits: 17.6 E():   67 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (11-29:35-53) 
 
                                   10        20        30        40 
AAD-12                     IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
               50        60        70        80         
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS         
                                                        
gi|191 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (26-35:110-119) 
 
                    10        20        30        40        50      
AAD-12      IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
          60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFS 
                                 
gi|534 KAEALFRAVESYLLAHSDAYN     
     140       150       160     
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 69.5  bits: 19.6 E():   67 
Smith-Waterman score: 52; 25.0% identity (65.6% similar) in 32 aa overlap (2-33:117-148) 
 
                                            10        20        30  
AAD-12                              IFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : :.. .....  :  .   ....  :::. 
gi|303 APKLYYVTQGRGILGVLMPGCPETFQSMSQFQGSREQEEERGRFQDQHQKVHHLKKGDII 
         90       100       110       120       130       140       
 
              40        50        60        70        80            
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS            
       ::                                                           
gi|303 AIPAGVALWCYNDGDEDLVTVLVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLR 
        150       160       170       180       190       200       
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 68.7  bits: 19.9 E():   74 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (9-29:330-350) 
 
                                     10        20        30         
AAD-12                       IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|169 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
       40        50        60        70        80                   
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AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS                   
                                                                    
gi|169 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 68.7  bits: 18.3 E():   74 
Smith-Waterman score: 47; 23.1% identity (51.3% similar) in 39 aa overlap (33-67:147-185) 
 
             10        20        30        40            50         
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH----SPAEWDDMMKVIV 
                                     ::.  .::.. .:    .   :    :.   
gi|613 ATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMHVGHYTQIVWAKTKKIGC 
        120       130       140       150       160       170       
 
       60        70        80              
AAD-12 GNMAWHADSTYMPVMAQGAVFS              
       : . .. :.                           
gi|613 GRIMFKEDNWNKHYLVCNYGPAGNVLGAQIYEIKK 
        180       190       200       210  
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.4  bits: 15.3 E():   77 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (63-69:19-25) 
 
             40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 
                                     :..:..:            
gi|320             YTTEGGTKAEAEDVIPEGWKVDTSYE           
                           10        20                 
 
>>gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea sati  (316 aa) 
 initn:  44 init1:  44 opt:  49  Z-score: 68.3  bits: 18.8 E():   78 
Smith-Waterman score: 49; 22.0% identity (46.2% similar) in 91 aa overlap (1-78:179-267) 
 
                                             10         20          
AAD-12                               IFPGQHLSNDQ-QITFAKRFGAIERIGGGD 
                                     .:  :. .    :.:    .:   .  :.: 
gi|135 TAPDGPYAWGYCFVMENNKQTYCTSKSWPCVFGKQYYGRGPIQLTHNYNYGQAGKAIGAD 
      150       160       170       180       190       200         
 
      30        40        50                 60           70        
AAD-12 IVAISNVKADGTVRQHSPAEWDDMMK---------VIVGNMAWH---ADSTYMPVMAQGA 
       ..   .. : . . . . : :  :           ::.::  :.   ::..   : . :. 
gi|135 LINNPDLVATNPTISFKTAIWFWMTPQANKPSSHDVIIGN--WRPSAADTSAGRVPSYGV 
      210       220       230       240         250       260       
 
        80                                                
AAD-12 VFS                                                
       .                                                  
gi|135 ITNIINGGLECGHGSDDRVANRIGFYKRYCDTLGVSYGNNLDCYNQKPFA 
        270       280       290       300       310       
 
>>gi|2959898|emb|CAA73720.1| Profilin [Mercurialis annua  (133 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.1  bits: 17.6 E():   80 
Smith-Waterman score: 44; 28.8% identity (51.5% similar) in 66 aa overlap (27-78:19-84) 
 
               10        20        30        40               50    
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDM 
                                 :  ..: : :  ::..  .:       : :   . 
gi|295         MSWQTYVDDHLMCDIDGQGQHLAAASIVGHDGSIWAQSASFPQLKPEEITGI 
                       10        20        30        40        50   
 
              60            70         80                           
AAD-12 MKVI--VGNMA----WHADSTYMPVMAQ-GAVFS                           
       :: .   :..:    . : . :: .... :::                             
gi|295 MKDFDEPGHLAPTGLYIAGTKYMVIQGESGAVIRGKKGSGGITIKKTGQALVFGIYEEPV 
             60        70        80        90       100       110   
 
gi|295 TPGQCNMVVERLGDYLIEQGM 
            120       130    
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>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 45; 33.3% identity (57.8% similar) in 45 aa overlap (20-57:52-96) 
 
                          10        20        30          40        
AAD-12            IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK--ADGT-----V 
                                     :.:..:. :.  . : ::   ::.     : 
gi|602 AFVLDADNLIPKIAPQAVKSTEILEGDGGVGTIKKINFGEGSTYSYVKHKIDGVDKDNFV 
              30        40        50        60        70        80  
 
             50        60        70        80                       
AAD-12 RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS                       
        :.:  : : . ..:                                              
gi|602 YQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISHYHTKGDVEIKEEHVKAGKEKAS 
              90       100       110       120       130       140  
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.1  bits: 18.6 E():   80 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (2-12:90-100) 
 
                                            10        20        30  
AAD-12                              IFPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
              40        50        60        70        80            
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS            
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 45; 25.0% identity (56.2% similar) in 48 aa overlap (27-67:111-158) 
 
                   10        20        30           40              
AAD-12     IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|132 KYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEM 
               90       100       110       120       130       140 
 
      50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 
        . .....   .  :.:.              
gi|132 GETLLRAVERYLLAHSDAYN            
              150       160            
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 67.9  bits: 19.1 E():   82 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (63-80:56-73) 
 
             40        50        60        70        80             
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS             
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.7  bits: 17.6 E():   84 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (25-47:15-37) 
 
               10        20        30        40        50        60 
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                               : : .... . .  ::.:  .::              
gi|100           MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKPEENAGI 
                         10        20        30        40        50 
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               70        80                                         
AAD-12 MAWHADSTYMPVMAQGAVFS                                         
                                                                    
gi|100 VKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPM 
               60        70        80        90       100       110 
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 67.6  bits: 19.4 E():   85 
Smith-Waterman score: 51; 21.8% identity (56.4% similar) in 55 aa overlap (27-80:438-486) 
 
                   10        20        30        40         50      
AAD-12     IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP-AEWDDMMK 
                                     ::  .  ... :::  . :.  .  .: .  
gi|796 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHNAETTVEDRIG 
       410       420       430       440       450       460        
 
          60        70        80         
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFS         
       .:. .    :....   .  ::..:         
gi|796 IIIDS----AEKAFHKEL--GAIYSEIKDAVSV 
       470           480         490     
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.5  bits: 17.0 E():   86 
Smith-Waterman score: 42; 37.5% identity (62.5% similar) in 24 aa overlap (11-34:79-100) 
 
                                   10        20        30        40 
AAD-12                     IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .  :       
gi|897 QQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQL--AAQLPAMCRLEGGDALLASQ      
       50        60        70        80          90       100       
 
               50        60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 67.3  bits: 19.1 E():   88 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (63-80:56-73) 
 
             40        50        60        70        80             
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS             
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin precurs  (148 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.3  bits: 17.6 E():   89 
Smith-Waterman score: 44; 21.2% identity (54.5% similar) in 33 aa overlap (31-63:25-57) 
 
               10        20        30        40        50        60 
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     :. ..:  .:  ...   ::.. .  .    
gi|538       MARFTIVLAVLFAAALVSASAHKTVVTTSVAEEGEEENQRGCEWESRQCQMRHC 
                     10        20        30        40        50     
 
               70        80                                         
AAD-12 MAWHADSTYMPVMAQGAVFS                                         
       : :                                                          
gi|538 MQWMRSMRGQYEESFLRSAEANQGQFEHFRECCNELRDVKSHCRCEALRCMMRQMQQEYG 
           60        70        80        90       100       110     
 
>>gi|62240392|gb|AAX77384.1| 11S globulin precursor [Sin  (523 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 67.1  bits: 19.4 E():   90 
Smith-Waterman score: 51; 30.0% identity (63.3% similar) in 30 aa overlap (4-32:173-202) 
 
                                          10         20        30   
AAD-12                            IFPGQHLSNDQ-QITFAKRFGAIERIGGGDIVA 
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                                     ::. ...: :  :   .  .:..  ::..: 
gi|622 QQGQQGQQGQQQGQQGQQGQQGQQGQQGQQGQQGQQQQGQQGFRDMYQKVEHVRHGDVIA 
            150       160       170       180       190       200   
 
             40        50        60        70        80             
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS             
                                                                    
gi|622 NTPGSAHWIYNTGDKPLVIISLLDIANYQNQLDRNPRVFRLAGNNPQGGFGGPQQQQPQQ 
            210       220       230       240       250       260   
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 67.1  bits: 18.6 E():   91 
Smith-Waterman score: 48; 25.7% identity (60.0% similar) in 35 aa overlap (22-52:81-115) 
 
                        10        20        30            40        
AAD-12          IFPGQHLSNDQQITFAKRFGAIERIGGGDIV----AISNVKADGTVRQHSP 
                                     :  .: :...     :. .:  :.:..  : 
gi|324 NFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFP 
               60        70        80        90       100       110 
 
        50        60        70        80                            
AAD-12 AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS                            
       .:. .                                                        
gi|324 SEFGNDVDRSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASS 
              120       130       140       150       160       170 
 
>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 66.9  bits: 18.8 E():   92 
Smith-Waterman score: 49; 30.3% identity (47.0% similar) in 66 aa overlap (19-76:49-109) 
 
                           10        20         30              40  
AAD-12             IFPGQHLSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|117 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
              50         60        70        80                     
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQGAVFS                     
       .:    :  :  . .:  :::  .     ::..  :                         
gi|117 LRYG--ATRDRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
gi|117 VSNVIIHGLHLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 66.9  bits: 18.8 E():   92 
Smith-Waterman score: 49; 30.3% identity (47.0% similar) in 66 aa overlap (19-76:49-109) 
 
                           10        20         30              40  
AAD-12             IFPGQHLSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|195 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
              50         60        70        80                     
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQGAVFS                     
       .:    :  :  . .:  :::  .     ::..  :                         
gi|195 LRYG--ATRDRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
gi|195 VSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 66.9  bits: 18.8 E():   92 
Smith-Waterman score: 49; 30.3% identity (47.0% similar) in 66 aa overlap (19-76:49-109) 
 
                           10        20         30              40  
AAD-12             IFPGQHLSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
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gi|493 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
              50         60        70        80                     
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQGAVFS                     
       .:    :  :  . .:  :::  .     ::..  :                         
gi|493 LRYG--ATRDRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
gi|493 VSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 [Ch  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 43; 33.3% identity (62.5% similar) in 24 aa overlap (25-48:15-38) 
 
               10        20        30        40        50        60 
AAD-12 IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                               : :. . . . .  ::::  .::.             
gi|294           MSWQTYVDDHLMCDIEGNHLSSAAILGHDGTVWAQSPSFPQLKPEEVSAI 
                         10        20        30        40        50 
 
               70        80                                         
AAD-12 MAWHADSTYMPVMAQGAVFS                                         
                                                                    
gi|294 MKDFNEPGSLAPTGLHLGGTKYMVIQGEPGDVIRGKKGPGGVTIKKTNQALIIGIYGEPM 
               60        70        80        90       100       110 
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (26-35:109-118) 
 
                    10        20        30        40        50      
AAD-12      IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|402 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKE 
       80        90       100       110       120       130         
 
          60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFS 
                                 
gi|402 MAEKLLRAVESYLLAHTAEYN     
      140       150              
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (26-35:110-119) 
 
                    10        20        30        40        50      
AAD-12      IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|730 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
          60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFS 
                                 
gi|730 MAEKLLRAVESYLLAHTAEYN     
     140       150       160     
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (26-35:110-119) 
 
                    10        20        30        40        50      
AAD-12      IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|154 FKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
          60        70        80 
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AAD-12 VIVGNMAWHADSTYMPVMAQGAVFS 
                                 
gi|154 MAEKLLRAVESYLLAHTDEYN     
     140       150       160     
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (26-35:110-119) 
 
                    10        20        30        40        50      
AAD-12      IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|167 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
          60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFS 
                                 
gi|167 MAEKLLRAVESYLLAHTAEYN     
     140       150       160     
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (26-35:110-119) 
 
                    10        20        30        40        50      
AAD-12      IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
          60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFS 
                                 
gi|154 MAEKLLRAVESYLLAHTAEYN     
     140       150       160     
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (26-35:110-119) 
 
                    10        20        30        40        50      
AAD-12      IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|730 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
          60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFS 
                                 
gi|730 MAEKLLRAVESYLLAHTAEYN     
     140       150       160     
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (26-35:110-119) 
 
                    10        20        30        40        50      
AAD-12      IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|167 FKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
          60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFS 
                                 
gi|167 MAEKLLRAVESYLLAHTAEYN     
     140       150       160     
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 17.6 E():   96 
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Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (26-35:110-119) 
 
                    10        20        30        40        50      
AAD-12      IFPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|167 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
          60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFS 
                                 
gi|167 MAEKLLRAVESYLLAHTAEYN     
     140       150       160     
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 66.6  bits: 18.8 E():   97 
Smith-Waterman score: 49; 40.0% identity (65.0% similar) in 20 aa overlap (60-79:332-348) 
 
      30        40        50        60        70        80          
AAD-12 IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS          
                                     :  :.   .:: :. .::.:           
gi|113 ILSQGNRFLASDIKKEVVGRYGESAMSESINWNWR---SYMDVFENGAIFVPSGVDPVLT 
             310       320       330          340       350         
 
gi|113 PEQNAGMIPAEPGEAVLRLTSSAGVLSCQPGAPC 
      360       370       380       390   
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:37 2011 done: Fri Jan 21 00:02:37 2011 
 Total Scan time:  0.080 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 47  - 126 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     2     2:* 
  32     4     8:==* 
  34    13    22:=====  * 
  36    53    44:==============*=== 
  38    87    73:========================*==== 
  40    97   102:=================================* 
  42   123   125:=========================================* 
  44   135   138:=============================================* 
  46   132   140:============================================  * 
  48   161   134:============================================*========= 
  50   121   122:========================================* 
  52    91   108:===============================    * 
  54    92    92:==============================* 
  56    65    77:======================   * 
  58    44    63:===============     * 
  60    60    51:================*=== 
  62    34    41:============ * 
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  64    40    33:==========*=== 
  66    29    26:========*= 
  68    10    20:====  * 
  70    25    16:=====*=== 
  72    25    12:===*===== 
  74    13    10:===*= 
  76     5     8:==* 
  78     5     6:=* 
  80     8     5:=*= 
  82     3     3:* 
  84     1     3:* 
  86     6     2:*= 
  88     2     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.75680.00352; mu= 2.9930 0.181 
 mean_var=49.507813.750, 0's: 2 Z-trim: 3  B-trim: 10 in 1/43 
 Lambda= 0.182279 
 Kolmogorov-Smirnov  statistic: 0.0195 (N=29) at  58 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   67 23.7    0.87 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   65 23.1     1.2 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   63 22.5     5.2 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   62 22.3     5.6 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   62 22.3     6.2 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   57 21.0     6.9 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   57 21.0     6.9 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   57 21.0     6.9 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   57 21.0     6.9 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   60 21.8     7.3 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   60 21.7     8.9 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   56 20.7      11 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   55 20.5      13 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   61 22.0      13 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   57 21.0      14 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   57 21.0      15 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   56 20.7      17 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   56 20.7      18 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   56 20.7      18 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   56 20.7      18 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   45 17.9      18 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   60 21.7      19 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   58 21.2      19 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   50 19.2      20 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   49 18.9      22 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   55 20.4      22 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   57 20.9      23 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   57 20.9      23 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   51 19.4      27 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   56 20.7      27 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   56 20.7      27 
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gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 16.7      30 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 16.7      30 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   54 20.2      33 
gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pach ( 199)   51 19.4      34 
gi|14423757|sp|O04701.1|MPAC1_CYNDA RecName: Full= ( 246)   52 19.7      35 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   52 19.6      36 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   58 21.2      36 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   48 18.6      38 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   48 18.6      38 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   48 18.6      38 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   48 18.6      38 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   52 19.6      38 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   52 19.6      38 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   56 20.6      38 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   53 19.9      41 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 18.6      42 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   54 20.1      43 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 19.4      43 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 19.1      44 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   47 18.4      45 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   51 19.4      45 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   48 18.6      46 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   48 18.6      46 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   48 18.6      46 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   48 18.6      46 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   53 19.9      46 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   53 19.9      46 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   48 18.6      46 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   48 18.6      46 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   48 18.6      46 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   48 18.6      46 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   48 18.6      46 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   48 18.6      46 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   48 18.6      46 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   48 18.6      46 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   48 18.6      46 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   48 18.6      46 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 19.4      46 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   48 18.6      47 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   54 20.1      53 
gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=M ( 308)   51 19.4      53 
gi|34851174|gb|AAP15199.1| profilin-like protein [ ( 131)   46 18.1      54 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   46 18.1      55 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   47 18.4      55 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 19.1      55 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 19.1      55 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   47 18.4      55 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   47 18.4      55 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   47 18.4      55 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   47 18.4      55 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   47 18.4      55 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   47 18.4      55 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   47 18.4      55 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   47 18.4      55 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   47 18.4      55 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   47 18.4      55 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   53 19.9      56 
gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full= (  85)   43 17.4      59 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 19.1      62 
gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full= ( 131)   45 17.9      65 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 18.9      65 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   44 17.6      66 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   44 17.6      66 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 18.1      66 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 18.1      66 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   52 19.6      68 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 15.3      73 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   47 18.3      74 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   53 19.8      75 
gi|2959898|emb|CAA73720.1| Profilin [Mercurialis a ( 133)   44 17.6      78 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   45 17.8      79 
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gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   45 17.8      79 
gi|208605346|emb|CAR82266.1| D-type LMW glutenin s ( 272)   48 18.6      80 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 19.1      82 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   44 17.6      82 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   42 17.1      84 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   51 19.3      86 
gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin pre ( 148)   44 17.6      87 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 19.1      89 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   48 18.6      91 
gi|62240392|gb|AAX77384.1| 11S globulin precursor  ( 523)   51 19.3      91 
gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 ( 131)   43 17.3      92 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   49 18.8      93 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   49 18.8      93 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   49 18.8      93 
gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea  ( 316)   48 18.6      93 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   44 17.6      94 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   44 17.6      94 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   44 17.6      94 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   44 17.6      94 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   44 17.6      94 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   44 17.6      94 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   44 17.6      94 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   44 17.6      94 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   32 14.6      95 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 18.8      97 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   44 17.6      99 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   44 17.6      99 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  67  Z-score: 103.5  bits: 23.7 E(): 0.87 
Smith-Waterman score: 67; 40.0% identity (63.3% similar) in 30 aa overlap (37-66:30-56) 
 
         10        20        30        40        50        60       
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:::.  ::. : :   ::. :.. : 
gi|126  TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTK--KGNL-WEVKS 
                10        20        30        40          50        
 
         70        80                            
AAD-12 TYMPVMAQGAVFSA                            
                                                 
gi|126 AKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
         60        70        80        90        
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  65  Z-score: 100.8  bits: 23.1 E():  1.2 
Smith-Waterman score: 65; 35.5% identity (64.5% similar) in 31 aa overlap (37-67:30-57) 
 
         10        20        30        40        50        60       
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:::.  ::. . :   ::. :.. : 
gi|144  VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKS 
                10        20        30        40          50        
 
         70        80                           
AAD-12 TYMPVMAQGAVFSA                           
       .                                        
gi|144 SKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
         60        70        80        90       
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  44 init1:  44 opt:  63  Z-score: 89.7  bits: 22.5 E():  5.2 
Smith-Waterman score: 63; 26.7% identity (56.7% similar) in 60 aa overlap (9-68:207-260) 
 
                                     10        20        30         
AAD-12                       FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|390 GSNPNYLALLVKFVAGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
        180       190       200       210       220            230  
 
       40        50        60        70        80 
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AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
        :::  . .      : .. . .:.::..:             
gi|390 FTVRYTTEGGTKGEAKDVIPE-GWKADTAYESK          
             240       250        260             
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  44 init1:  44 opt:  62  Z-score: 89.0  bits: 22.3 E():  5.6 
Smith-Waterman score: 62; 26.7% identity (55.0% similar) in 60 aa overlap (9-68:184-237) 
 
                                     10        20        30         
AAD-12                       FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|458 GSNPNYLALLVKFVAGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
           160       170       180       190       200              
 
       40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
        :::  . .      : .. . .:.::. :             
gi|458 FTVRYTTEGGTKGEAKDVIPE-GWKADTCYESK          
      210       220        230       240          
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  44 init1:  44 opt:  62  Z-score: 88.3  bits: 22.3 E():  6.2 
Smith-Waterman score: 62; 26.7% identity (56.7% similar) in 60 aa overlap (9-68:206-259) 
 
                                     10        20        30         
AAD-12                       FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|158 KGSNPNYLALLVKFSGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
         180       190       200       210       220            230 
 
       40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
        :::  . .      : .. . .:.::..:             
gi|158 FTVRYTTEGGTKARAKDVIPE-GWKADTAYESK          
              240       250        260            
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 87.5  bits: 21.0 E():  6.9 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (11-66:29-82) 
 
                                 10        20        30        40   
AAD-12                   FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA                       
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 87.5  bits: 21.0 E():  6.9 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (11-66:29-82) 
 
                                 10        20        30        40   
AAD-12                   FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSGLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA                       
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 87.5  bits: 21.0 E():  6.9 
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Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (11-66:29-82) 
 
                                 10        20        30        40   
AAD-12                   FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA                       
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 87.5  bits: 21.0 E():  6.9 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (11-66:29-82) 
 
                                 10        20        30        40   
AAD-12                   FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|117 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA                       
       .:.  ::  : :   :  .:  ::                                     
gi|117 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 86.9  bits: 21.8 E():  7.3 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (1-32:133-160) 
 
                                             10        20        30 
AAD-12                               FPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|221 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
            110       120       130       140           150         
 
               40        50        60        70        80           
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA           
       :.                                                           
gi|221 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
      160       170       180       190       200       210         
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 85.4  bits: 21.7 E():  8.9 
Smith-Waterman score: 60; 23.3% identity (58.3% similar) in 60 aa overlap (9-68:207-260) 
 
                                     10        20        30         
AAD-12                       FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   : .. .   .  
gi|126 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
       40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
        :..  . .:..:..       .:.::..:             
gi|126 YTTEGGTKSEFEDVIP-----EGWKADTSYSAK          
         240       250            260             
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 83.8  bits: 20.7 E():   11 
Smith-Waterman score: 56; 27.1% identity (58.3% similar) in 48 aa overlap (26-66:111-158) 
 
                    10        20        30           40             
AAD-12      FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|400 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
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       50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
        . ..... : .  :.:.               
gi|400 GETLLRAVEGYLLAHSDAYN             
              150       160             
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 82.5  bits: 20.5 E():   13 
Smith-Waterman score: 55; 32.4% identity (58.8% similar) in 34 aa overlap (45-72:114-147) 
 
           20        30        40        50            60           
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV----GNMAWHA--DSTY 
                                     :::. :.. : .:    :   : .  .:.. 
gi|250 EVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSW 
            90       100       110       120       130       140    
 
       70        80    
AAD-12 MPVMAQGAVFSA    
        ::.            
gi|250 APVLDFVFSTLKNEL 
           150         
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 82.3  bits: 22.0 E():   13 
Smith-Waterman score: 61; 38.7% identity (58.1% similar) in 31 aa overlap (2-32:108-138) 
 
                                            10        20        30  
AAD-12                              FPGQHLSNDQQITFAKRFGAIERIGGGDIVA 
                                     : :  .. :.  :  :   :.:.  :::.: 
gi|259 YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIA 
        80        90       100       110       120       130        
 
              40        50        60        70        80            
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA            
       :                                                            
gi|259 IPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGR 
       140       150       160       170       180       190        
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  44 init1:  44 opt:  57  Z-score: 81.9  bits: 21.0 E():   14 
Smith-Waterman score: 57; 23.3% identity (58.3% similar) in 60 aa overlap (9-68:184-237) 
 
                                     10        20        30         
AAD-12                       FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: :.   :     .. .  
gi|331 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIALKESWGAIWRVDTPD-----KLTGP 
           160       170       180       190       200              
 
       40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
        :::  . .   . .. .. . .:.::..:             
gi|331 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYEAK          
      210       220        230       240          
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  44 init1:  44 opt:  57  Z-score: 81.1  bits: 21.0 E():   15 
Smith-Waterman score: 57; 23.3% identity (58.3% similar) in 60 aa overlap (9-68:208-261) 
 
                                     10        20        30         
AAD-12                       FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: :.   :     .. .  
gi|180 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIALKESWGAIWRVDTPD-----KLTGP 
       180       190       200       210       220            230   
 
       40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
        :::  . .   . .. .. . .:.::..:             
gi|180 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYEAK          
            240       250        260              
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>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 80.5  bits: 20.7 E():   17 
Smith-Waterman score: 56; 25.0% identity (56.7% similar) in 60 aa overlap (9-68:185-238) 
 
                                     10        20        30         
AAD-12                       FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|283 GSNPNYLALLVKYVNGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
          160       170       180       190       200        210    
 
       40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
        :..  . .: .:..       .:.::..:             
gi|283 YTTEGGTKTEAEDVIP-----EGWKADTSYESK          
           220            230       240           
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 80.1  bits: 20.7 E():   18 
Smith-Waterman score: 56; 23.3% identity (56.7% similar) in 60 aa overlap (9-68:196-249) 
 
                                     10        20        30         
AAD-12                       FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   :     .. .  
gi|168 GSNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPD-----KLTGP 
         170       180       190       200       210            220 
 
       40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
        :::  . .   . .. .. . .:.::..:             
gi|168 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYSAK          
              230       240        250            
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 79.7  bits: 20.7 E():   18 
Smith-Waterman score: 56; 23.3% identity (56.7% similar) in 60 aa overlap (9-68:207-260) 
 
                                     10        20        30         
AAD-12                       FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   :     .. .  
gi|752 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPD-----KLTGP 
        180       190       200       210       220            230  
 
       40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
        :::  . .   . .. .. . .:.::..:             
gi|752 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYSAK          
             240       250        260             
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 79.7  bits: 20.7 E():   18 
Smith-Waterman score: 56; 25.0% identity (56.7% similar) in 60 aa overlap (9-68:207-260) 
 
                                     10        20        30         
AAD-12                       FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|117 GSNPNYLALLVKYVNGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
       40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
        :..  . .: .:..       .:.::..:             
gi|117 YTTEGGTKTEAEDVIP-----EGWKADTSYESK          
         240       250            260             
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 79.7  bits: 17.9 E():   18 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (10-33:17-38) 
 
                      10        20        30        40        50    
AAD-12        FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                       ::.  : .. :. :. ::: .. :                     
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gi|217 LVSVEHQAARLKVAKAQQL--AAQLPAMCRLEGGDALSASQ                    
               10          20        30                             
 
            60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSA 
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 79.6  bits: 21.7 E():   19 
Smith-Waterman score: 60; 34.4% identity (62.5% similar) in 32 aa overlap (1-32:131-158) 
 
                                             10        20        30 
AAD-12                               FPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : ::  :..:: .  :    ..:.  ::.. 
gi|213 FGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLI 
              110       120       130       140           150       
 
               40        50        60        70        80           
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA           
       :.                                                           
gi|213 AVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRR 
        160       170       180       190       200       210       
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 79.4  bits: 21.2 E():   19 
Smith-Waterman score: 58; 25.0% identity (58.3% similar) in 48 aa overlap (33-80:262-309) 
 
             10        20        30        40        50        60   
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|169 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
             70        80                                           
AAD-12 HADSTYMPVMAQGAVFSA                                           
       .: :.::  .  ..::.:                                           
gi|169 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 79.2  bits: 19.2 E():   20 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (25-40:29-43) 
 
                   10        20        30        40        50       
AAD-12     FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI 
                                   : :::::. ..:  :.                 
gi|105 CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIWRK 
               10        20        30         40        50          
 
         60        70        80                 
AAD-12 VGNMAWHADSTYMPVMAQGAVFSA                 
                                                
gi|105 DSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
      60        70        80        90          
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 78.5  bits: 18.9 E():   22 
Smith-Waterman score: 49; 32.3% identity (58.1% similar) in 31 aa overlap (40-68:35-64) 
 
      10        20        30        40          50        60        
AAD-12 QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE--WDDMMKVIVGNMAWHADST 
                                     : . ..::.  :: .  : .   .: ::.  
gi|323 QTCAGNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKP 
           10        20        30        40         50        60    
 
        70        80                
AAD-12 YMPVMAQGAVFSA                
       :                            
gi|323 YSWRYGWTAFCGPAGPRCLRTNAAVTVR 
            70        80        90  
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
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 initn:  44 init1:  44 opt:  55  Z-score: 78.1  bits: 20.4 E():   22 
Smith-Waterman score: 55; 25.9% identity (56.9% similar) in 58 aa overlap (9-66:213-264) 
 
                                     10        20        30         
AAD-12                       FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|249 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
            190       200       210       220       230        240  
 
       40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
        :..  . ::..:..       .:.::.               
gi|249 YTTEGGTKAEFEDVIP-----EGWKADTHDASK          
             250            260                   
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 78.0  bits: 20.9 E():   23 
Smith-Waterman score: 57; 25.0% identity (58.3% similar) in 48 aa overlap (33-80:262-309) 
 
             10        20        30        40        50        60   
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
             70        80                                           
AAD-12 HADSTYMPVMAQGAVFSA                                           
       .: :.::  .  ..::.:                                           
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 78.0  bits: 20.9 E():   23 
Smith-Waterman score: 57; 25.0% identity (58.3% similar) in 48 aa overlap (33-80:262-309) 
 
             10        20        30        40        50        60   
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
             70        80                                           
AAD-12 HADSTYMPVMAQGAVFSA                                           
       .: :.::  .  ..::.:                                           
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 76.8  bits: 19.4 E():   27 
Smith-Waterman score: 51; 27.1% identity (62.5% similar) in 48 aa overlap (26-66:110-157) 
 
                    10        20        30           40             
AAD-12      FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|437 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
      80        90       100       110       120       130          
 
       50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
        . ..:.. . .  :.:.               
gi|437 GETLLKAVESYLLAHSDAYN             
     140       150                      
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 76.8  bits: 20.7 E():   27 
Smith-Waterman score: 56; 21.7% identity (55.1% similar) in 69 aa overlap (14-80:103-171) 
 
                                10         20        30        40   
AAD-12                  FPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|309 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
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             80        90       100       110       120       130   
 
             50        60         70        80                      
AAD-12 QHSPAEWDDMMKVIVGNMAWHAD-STYMPVMAQGAVFSA                      
       .: :: ::   : .. .. ...  ..     : ::. .:                      
gi|309 DHPPASWDWRKKGVITQVKYQGGCGSGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
gi|309 ESEGCYNGWHYQSFEWVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSDE 
            200       210       220       230       240       250   
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 76.6  bits: 20.7 E():   27 
Smith-Waterman score: 56; 25.0% identity (58.3% similar) in 48 aa overlap (33-80:262-309) 
 
             10        20        30        40        50        60   
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|158 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQLT 
             240       250       260       270       280       290  
 
             70        80                                           
AAD-12 HADSTYMPVMAQGAVFSA                                           
       .: :.::  .  ..::.:                                           
gi|158 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 75.9  bits: 16.7 E():   30 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (62-68:19-25) 
 
              40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     :.::..:             
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE            
                           10        20                  
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 75.9  bits: 16.7 E():   30 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (62-68:19-25) 
 
              40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     :.::..:             
gi|320             YTTEGGTKAEAEDVIPEGWKADTSYE            
                           10        20                  
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 75.1  bits: 20.2 E():   33 
Smith-Waterman score: 54; 25.6% identity (48.7% similar) in 39 aa overlap (11-49:191-229) 
 
                                   10        20        30        40 
AAD-12                     FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ::..   .:   :  : :..   .. :    
gi|320 KEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDP 
              170       180       190       200       210       220 
 
               50        60        70        80                     
AAD-12 VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA                     
       : . . : :                                                    
gi|320 VISFKTALWFWMTPQSPKPSCHNVITGRWTPSAADRAAGRLPGYGVITNIINGGIECGKG 
              230       240       250       260       270       280 
 
>>gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pachycon  (199 aa) 
 initn:  40 init1:  40 opt:  51  Z-score: 74.9  bits: 19.4 E():   34 
Smith-Waterman score: 51; 25.0% identity (53.3% similar) in 60 aa overlap (21-78:97-148) 
 
                         10        20        30        40        50 
AAD-12           FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD 
                                     .::   :. .:.:.  : :      : . . 
gi|169 MPDLTWDNELAAIAQRWVNQCKIGHDGCRNVERYQVGQNIAMSGSTAKG------PCNMN 
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         70        80        90       100       110             120 
 
                 60        70        80                             
AAD-12 DMMKVIVG--NMAWHADSTYMPVMAQGAVFSA                             
       ..... ..  :    :: . ::  ..:  :                               
gi|169 NLVQMWINEVNALNAADVSSMP--SDGNYFMKIGHYTQLVWGKTTKVGCGIIQFLDGKFY 
              130       140         150       160       170         
 
>>gi|14423757|sp|O04701.1|MPAC1_CYNDA RecName: Full=Majo  (246 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 74.6  bits: 19.7 E():   35 
Smith-Waterman score: 52; 22.4% identity (53.1% similar) in 49 aa overlap (7-55:156-200) 
 
                                       10        20        30       
AAD-12                         FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK 
                                     :::. ...  ...:    : :.:::..    
gi|144 RKAGELTLQFRRVKCKYPSGTKITFHIEKGSNDHYLALLVKYAA----GDGNIVAVDIKP 
         130       140       150       160           170       180  
 
         40        50        60        70        80                 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA                 
        :.       . :  . ..                                          
gi|144 RDSDEFIPMKSSWGAIWRIDPKKPLKGPFSIRLTSEGGAHLVQDDVIPANWKPDTVYTSK 
             190       200       210       220       230       240  
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.5  bits: 19.6 E():   36 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (9-68:192-245) 
 
                                     10        20        30         
AAD-12                       FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|116 GSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
             170       180       190       200       210        220 
 
       40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
        :..  . .: .:..       .:.::..:             
gi|116 YTTEGGTKGEAEDVIP-----EGWKADTAYEAK          
              230            240                  
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  48 init1:  48 opt:  58  Z-score: 74.5  bits: 21.2 E():   36 
Smith-Waterman score: 58; 20.3% identity (59.5% similar) in 79 aa overlap (3-80:242-315) 
 
                                           10        20         30  
AAD-12                             FPGQHLSNDQQITFAKRFGAIERIGGGDI-VA 
                                     ::.... ::.  ....:  .. : :.     
gi|220 PGQGQQIGQGQQGYYPTSPQHPGQRQQPGQGQQIGQGQQLGQGRQIGQGQQSGQGQQGYY 
             220       230       240       250       260       270  
 
              40        50        60        70        80            
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA            
        .. .  :  .:  :..:..  .   :.....  :  .: ..: . . :            
gi|220 PTSPQQLGQGQQ--PGQWQQSGQ---GQQGYYPTSQQQPGQGQQGQYPASQQQPGQGQQG 
             280         290          300       310       320       
 
gi|220 QYPASQQQPGQGQQGQYPASQQQPGQGQQGHYLASQQQPGQGQQRHYPASLQQPGQGQQG 
        330       340       350       360       370       380       
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 74.1  bits: 18.6 E():   38 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (24-75:15-79) 
 
               10        20        30        40               50    
AAD-12 FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMM 
                              : :  ..: . .  ::.:  ::       : :   .: 
gi|144          MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIM 
                        10        20        30        40        50  
 
              60            70        80                            
AAD-12 KVI--VGNMA---WHADST-YMPVMAQGAVFSA                            
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       : .   :..:    :  .: :: ....:                                 
gi|144 KDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPLT 
              60        70        80        90       100       110  
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 74.1  bits: 18.6 E():   38 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (24-75:15-79) 
 
               10        20        30        40               50    
AAD-12 FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMM 
                              : :  ..: . .  ::.:  ::       : :   .: 
gi|604          MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIM 
                        10        20        30        40        50  
 
              60            70        80                            
AAD-12 KVI--VGNMA---WHADST-YMPVMAQGAVFSA                            
       : .   :..:    :  .: :: ....:                                 
gi|604 KDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETLT 
              60        70        80        90       100       110  
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 74.1  bits: 18.6 E():   38 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (24-75:15-79) 
 
               10        20        30        40               50    
AAD-12 FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMM 
                              : :  ..: . .  ::.:  ::       : :   .: 
gi|218          MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIM 
                        10        20        30        40        50  
 
              60            70        80                            
AAD-12 KVI--VGNMA---WHADST-YMPVMAQGAVFSA                            
       : .   :..:    :  .: :: ....:                                 
gi|218 KDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETLT 
              60        70        80        90       100       110  
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 74.1  bits: 18.6 E():   38 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (24-75:15-79) 
 
               10        20        30        40               50    
AAD-12 FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMM 
                              : :  ..: . .  ::.:  ::       : :   .: 
gi|288          MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIM 
                        10        20        30        40        50  
 
              60            70        80                            
AAD-12 KVI--VGNMA---WHADST-YMPVMAQGAVFSA                            
       : .   :..:    :  .: :: ....:                                 
gi|288 KDFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPLT 
              60        70        80        90       100       110  
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.1  bits: 19.6 E():   38 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (9-68:207-260) 
 
                                     10        20        30         
AAD-12                       FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|386 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
       40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
        :..  . .: .:..       .:.::..:             
gi|386 YTTEGGTKVEAEDVIP-----EGWKADTAYESK          
         240       250            260             
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.0  bits: 19.6 E():   38 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (9-68:209-262) 
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                                     10        20        30         
AAD-12                       FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|117 GSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
      180       190       200       210       220       230         
 
       40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
        :..  . .: .:..       .:.::..:             
gi|117 YTTEGGTKGEAEDVIP-----EGWKADTAYEAK          
       240       250            260               
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 74.0  bits: 20.6 E():   38 
Smith-Waterman score: 56; 40.6% identity (56.2% similar) in 32 aa overlap (3-32:153-184) 
 
                                           10          20        30 
AAD-12                             FPGQHLSNDQQITFAK--RFGAIERIGGGDIV 
                                     ::.   .::  : .  :    .::  ::.: 
gi|258 QGQQEQQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVV 
            130       140       150       160       170       180   
 
               40        50        60        70        80           
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA           
       ::                                                           
gi|258 AIPAGVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQ 
            190       200       210       220       230       240   
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 73.4  bits: 19.9 E():   41 
Smith-Waterman score: 53; 22.9% identity (58.3% similar) in 48 aa overlap (30-75:223-270) 
 
                10        20        30        40         50         
AAD-12  FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKV-IV 
                                     : . ..  ::   ..:.  :..  ..  :. 
gi|729 EGVLSRKVPSHLTLETPRVKMNMKYDRYAPVKVFKLDYDGIHFEKHTDIEYEPGVRYKII 
            200       210       220       230       240       250   
 
        60        70        80                                      
AAD-12 GNMAWHADSTYMPVMAQGAVFSA                                      
       ::   . :. .. . .::                                           
gi|729 GNGKLKDDGRHYSIDVQGIPRKAFNLDADLMDFKLKVSKPEDSNKAQFSYTFNEYTETEE 
            260       270       280       290       300       310   
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 73.2  bits: 18.6 E():   42 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (33-49:2-19) 
 
             10        20        30         40        50        60  
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD-GTVRQHSPAEWDDMMKVIVGNMA 
                                     ..: .: :.. ..::.::             
gi|250                              PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPF 
                                            10        20        30  
 
              70        80                                          
AAD-12 WHADSTYMPVMAQGAVFSA                                          
                                                                    
gi|250 PRCRALVKSQCAGGQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDK 
              40        50        60        70        80        90  
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 73.1  bits: 20.1 E():   43 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (36-51:89-105) 
 
          10        20        30        40         50        60     
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .              
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       60        70        80        90       100       110         
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           70        80                                             
AAD-12 DSTYMPVMAQGAVFSA                                             
                                                                    
gi|114 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      120       130       140       150       160       170         
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 73.0  bits: 19.4 E():   43 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (25-40:181-195) 
 
                     10        20        30        40        50     
AAD-12       FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
           60        70        80                  
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSA                  
                                                   
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 72.8  bits: 19.1 E():   44 
Smith-Waterman score: 50; 40.0% identity (72.0% similar) in 25 aa overlap (29-53:9-29) 
 
               10        20        30        40        50        60 
AAD-12 FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM 
                                   :::.....: .    :.:: .:: :        
gi|144                     MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMVDQ 
                                   10            20        30       
 
               70        80                                         
AAD-12 AWHADSTYMPVMAQGAVFSA                                         
                                                                    
gi|144 IVKSLTTKKELDPFKIEQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKIDTD 
         40        50        60        70        80        90       
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 72.7  bits: 18.4 E():   45 
Smith-Waterman score: 47; 28.6% identity (68.6% similar) in 35 aa overlap (11-44:93-127) 
 
                                   10         20        30          
AAD-12                     FPGQHLSNDQQITFA-KRFGAIERIGGGDIVAISNVKADG 
                                     :  :. :.   :....: :.:. ..: .   
gi|121 FKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVT 
             70        80        90       100       110       120   
 
      40        50        60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
       .::..                                     
gi|121 SVRSYKRI                                  
            130                                  
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 72.6  bits: 19.4 E():   45 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (25-55:192-222) 
 
                     10        20        30        40         50    
AAD-12       FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : : ..  
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
            60        70        80                 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSA                 
       .:                                          
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
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 initn:  38 init1:  38 opt:  48  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (26-66:110-157) 
 
                    10        20        30           40             
AAD-12      FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|384 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
       50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
        . ..... . .  :.:.               
gi|384 GETLLRAVESYLLAHSDAYN             
     140       150                      
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (26-66:110-157) 
 
                    10        20        30           40             
AAD-12      FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|115 KYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
       50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
        . ..... . .  :.:.               
gi|115 GETLLRAVESYLLAHSDAYN             
     140       150                      
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (26-66:110-157) 
 
                    10        20        30           40             
AAD-12      FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|437 KYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
       50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
        . ..... . .  :.:.               
gi|437 GETLLRAVESYLLAHSDAYN             
     140       150                      
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 48; 25.0% identity (62.5% similar) in 48 aa overlap (26-66:110-157) 
 
                    10        20        30           40             
AAD-12      FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|437 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
      80        90       100       110       120       130          
 
       50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
        . ..... . .  :.:.               
gi|437 GETLLRAVESYLLAHSDAYN             
     140       150                      
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 72.5  bits: 19.9 E():   46 
Smith-Waterman score: 53; 21.7% identity (52.2% similar) in 69 aa overlap (14-80:103-171) 
 
                                10         20        30        40   
AAD-12                  FPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|129 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
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             80        90       100       110       120       130   
 
             50        60         70        80                      
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTY-MPVMAQGAVFSA                      
       .: :: ::   : .. .. ...         : ::. .:                      
gi|129 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
gi|129 ESEGSYNGWQYQSFEWVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSDE 
            200       210       220       230       240       250   
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 72.5  bits: 19.9 E():   46 
Smith-Waterman score: 53; 21.7% identity (52.2% similar) in 69 aa overlap (14-80:103-171) 
 
                                10         20        30        40   
AAD-12                  FPGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|119 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
             50        60         70        80                      
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTY-MPVMAQGAVFSA                      
       .: :: ::   : .. .. ...         : ::. .:                      
gi|119 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
gi|119 ESEGSYNGWQYQSFEWVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSDE 
            200       210       220       230       240       250   
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.4  bits: 18.6 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (26-66:111-158) 
 
                    10        20        30           40             
AAD-12      FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
       50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
        . ..... . .  :.:.               
gi|154 RETLLRAVESYLLAHSDAYN             
              150       160             
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.4  bits: 18.6 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (26-66:111-158) 
 
                    10        20        30           40             
AAD-12      FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|256 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
       50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
        . ..... . .  :.:.               
gi|256 GETLLRAVESYLLAHSDAYN             
              150       160             
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.4  bits: 18.6 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (26-66:111-158) 
 
                    10        20        30           40             
AAD-12      FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|132 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
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       50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
        . ..... . .  :.:.               
gi|132 GETLLRAVESYLLAHSDAYN             
              150       160             
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.4  bits: 18.6 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (26-66:111-158) 
 
                    10        20        30           40             
AAD-12      FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|114 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
       50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
        . ..... . .  :.:.               
gi|114 GETLLRAVESYLLAHSDAYN             
              150       160             
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.4  bits: 18.6 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (26-66:111-158) 
 
                    10        20        30           40             
AAD-12      FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|400 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
       50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
        . ..... . .  :.:.               
gi|400 GETLLRAVESYLLAHSDAYN             
              150       160             
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.4  bits: 18.6 E():   46 
Smith-Waterman score: 48; 25.0% identity (62.5% similar) in 48 aa overlap (26-66:111-158) 
 
                    10        20        30           40             
AAD-12      FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|400 KYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
       50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
        . ..... . .  :.:.               
gi|400 GETLLRAVESYLLAHSDAYN             
              150       160             
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.4  bits: 18.6 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (26-66:111-158) 
 
                    10        20        30           40             
AAD-12      FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
       50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
        . ..... . .  :.:.               
gi|154 GETLLRAVESYLLAHSDAYN             
              150       160             
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>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.4  bits: 18.6 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (26-66:111-158) 
 
                    10        20        30           40             
AAD-12      FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|256 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
       50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
        . ..... . .  :.:.               
gi|256 GETLLRAVESYLLAHSDAYN             
              150       160             
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.4  bits: 18.6 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (26-66:111-158) 
 
                    10        20        30           40             
AAD-12      FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
       50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
        . ..... . .  :.:.               
gi|154 GETLLRAVESYLLAHSDAYN             
              150       160             
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.4  bits: 18.6 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (26-66:111-158) 
 
                    10        20        30           40             
AAD-12      FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
       50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
        . ..... . .  :.:.               
gi|154 GETLLRAVESYLLAHSDAYN             
              150       160             
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 72.4  bits: 19.4 E():   46 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (25-40:199-213) 
 
                     10        20        30        40        50     
AAD-12       FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
           60        70        80                  
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSA                  
                                                   
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 48; 29.8% identity (47.4% similar) in 57 aa overlap (35-77:38-90) 
 
           10        20        30        40           50        60  
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ---HSPAEWDDMMKVIVGNMA 
                                     :.: . .:.    .:  ::.. ::    .: 
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gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKVA---QA 
        10        20        30        40        50        60        
 
                         70        80                               
AAD-12 W-----------HADSTYMPVMAQGAVFSA                               
       :           :.:      :::::.                                  
gi|148 WAETRTPDCSLIHSDRCG-ENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQI 
           70        80         90       100       110       120    
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 71.4  bits: 20.1 E():   53 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (36-51:119-135) 
 
          10        20        30        40         50        60     
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .              
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       90       100       110       120       130       140         
 
           70        80                                             
AAD-12 DSTYMPVMAQGAVFSA                                             
                                                                    
gi|476 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      150       160       170       180       190       200         
 
>>gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=Major  (308 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 71.3  bits: 19.4 E():   53 
Smith-Waterman score: 51; 31.5% identity (53.7% similar) in 54 aa overlap (15-64:104-154) 
 
                               10        20        30          40   
AAD-12                 FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD--GTVR 
                                     ::  : : ..  .  :: . ..:   : :: 
gi|249 PLPTPLRRTSSRSSRPPSPSPPRASSPTSAAKAPGLIPKLDTAYDVAYKAAEAHPRGQVR 
            80        90       100       110       120       130    
 
               50        60        70        80                     
AAD-12 Q--HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA                     
       .  : : .    ..::.: .  ::                                     
gi|249 RLRHCPHR---SLRVIAGALEVHAVKPATEEVLAAKIPTGELQIVDKIDAAFKIAATAAN 
           140          150       160       170       180       190 
 
>>gi|34851174|gb|AAP15199.1| profilin-like protein [Humu  (131 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 71.2  bits: 18.1 E():   54 
Smith-Waterman score: 46; 30.9% identity (50.0% similar) in 68 aa overlap (24-77:15-82) 
 
               10        20        30        40               50    
AAD-12 FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR-------QHSPAEWDDMM 
                              : :  ..: . .  ::.:        : .: :   .: 
gi|348          MSWQAYVDDHLMCEIDGQHLTAAAIIGHDGSVWAQSSTFPQFKPEEIAAIM 
                        10        20        30        40        50  
 
              60            70         80                           
AAD-12 KVIV--GNMA---WHADST-YMPVMA-QGAVFSA                           
       : .   :..:    :  .  :: .:. ::::                              
gi|348 KDFEEPGSLAPTGLHLGGIKYMVIMGEQGAVIRGKKGAGGITVKKTGAAMIIGIYDEPLT 
              60        70        80        90       100       110  
 
gi|348 PGQCNMIVERLGDYLIDQNL 
             120       130  
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.1  bits: 18.1 E():   55 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (55-75:11-31) 
 
           30        40        50        60        70        80     
AAD-12 GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA     
                                     ::.. .:: ...   :. : :          
gi|249                     MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQ 
                                   10        20        30        40 
 
gi|249 DIMPCLHFVKGEEKEPSKECCSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVA 
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               50        60        70        80        90       100 
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 47; 25.0% identity (58.3% similar) in 48 aa overlap (26-66:110-157) 
 
                    10        20        30           40             
AAD-12      FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|159 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEL 
      80        90       100       110       120       130          
 
       50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
        . ..... . .  :.:.               
gi|159 GETLLRAVESYLLAHSDAYN             
     140       150                      
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 71.0  bits: 19.1 E():   55 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (25-40:198-212) 
 
                     10        20        30        40        50     
AAD-12       FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
           60        70        80                  
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSA                  
                                                   
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
        230       240       250       260          
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 71.0  bits: 19.1 E():   55 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (25-40:198-212) 
 
                     10        20        30        40        50     
AAD-12       FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
           60        70        80                  
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSA                  
                                                   
gi|115 RKDSDKPIKGPITVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
        230       240       250       260          
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (26-66:111-158) 
 
                    10        20        30           40             
AAD-12      FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
       50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
        . ..... . .  :.:.               
gi|116 GEALLRAVESYLLAHSDAYN             
              150       160             
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (26-66:111-158) 
 
                    10        20        30           40             
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AAD-12      FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|400 KYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
       50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
        . ..... . .  :.:.               
gi|400 GEALLRAVESYLLAHSDAYN             
              150       160             
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (26-66:111-158) 
 
                    10        20        30           40             
AAD-12      FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
       50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
        . ..... . .  :.:.               
gi|132 AEALLRAVESYLLAHSDAYN             
              150       160             
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (26-66:111-158) 
 
                    10        20        30           40             
AAD-12      FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
       50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
        . ..... . .  :.:.               
gi|116 GEALLRAVESYLLAHSDAYN             
              150       160             
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (26-66:111-158) 
 
                    10        20        30           40             
AAD-12      FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
       50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
        . ..... . .  :.:.               
gi|132 GEALLRAVESYLLAHSDAYN             
              150       160             
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (26-66:111-158) 
 
                    10        20        30           40             
AAD-12      FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDQEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
       50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
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        . ..... . .  :.:.               
gi|116 GEALLRAVESYLLAHSDAYN             
              150       160             
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (25-65:110-157) 
 
                     10        20        30           40            
AAD-12       FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
        50        60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
         . ..... . .  :.:                
gi|154 MAEKLLRAVESYLLAHTDEYN             
     140       150       160             
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (26-66:111-158) 
 
                    10        20        30           40             
AAD-12      FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
       50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
        . ..... . .  :.:.               
gi|116 GEALLRAVESYLLAHSDAYN             
              150       160             
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (26-66:111-158) 
 
                    10        20        30           40             
AAD-12      FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
       50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
        . ..... . .  :.:.               
gi|132 GEALLRAVESYLLAHSDAYN             
              150       160             
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (25-65:110-157) 
 
                     10        20        30           40            
AAD-12       FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
        50        60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
         . ..... . .  :.:                
gi|154 MAEKLLRAVESYLLAHTDEYN             
     140       150       160             
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 71.0  bits: 19.9 E():   56 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (8-28:330-350) 
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                                      10        20        30        
AAD-12                        FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|149 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
        40        50        60        70        80                  
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA                  
                                                                    
gi|149 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full=Polc  (85 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.5  bits: 17.4 E():   59 
Smith-Waterman score: 43; 36.6% identity (46.3% similar) in 41 aa overlap (16-56:17-54) 
 
                10        20        30        40        50          
AAD-12  FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                       ::: :    : : : :    .:  :. . .: :   ::  :    
gi|144 MADDHPQDKAERERIFKRFDAN---GDGKISAAELGEALKTLGSITPDEVKHMMAEIDTD 
               10        20           30        40        50        
 
      60        70        80        
AAD-12 MAWHADSTYMPVMAQGAVFSA        
                                    
gi|144 GDGFISFQEFTDFGRANRGLLKDVAKIF 
        60        70        80      
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 70.1  bits: 19.1 E():   62 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (62-79:66-83) 
 
              40        50        60        70        80            
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA            
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.8  bits: 17.9 E():   65 
Smith-Waterman score: 45; 27.1% identity (52.1% similar) in 48 aa overlap (24-70:15-62) 
 
               10        20        30        40        50        60 
AAD-12 FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM 
                              : :. . : . .  ::.:  .:    .   . :.: : 
gi|144          MSWQAYVDDHLMCEIEGNHLSAAAIIGQDGSVWAQSANFPQFKSEEITGIM 
                        10        20        30        40        50  
 
                70        80                                        
AAD-12 A-WHADSTYMPVMAQGAVFSA                                        
       . .:  .:  :                                                  
gi|144 SDFHEPGTLAPTGLYIGGTKYMVIQGEPGAVIRGKKGPGGVTVKKTNQALIIGIYDEPMT 
              60        70        80        90       100       110  
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 69.8  bits: 18.9 E():   65 
Smith-Waterman score: 54; 21.7% identity (56.7% similar) in 60 aa overlap (9-68:207-260) 
 
                                     10        20        30         
AAD-12                       FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :.   . . .::. ::   : .. .   .  
gi|168 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWTELKESWGAVWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
       40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
        :..  . .:..:..       .:.::..:             
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gi|168 YTTEGGTKSEFEDVIP-----EGWKADTSYSAK          
         240       250            260             
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.7  bits: 17.6 E():   66 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (10-28:35-53) 
 
                                    10        20        30          
AAD-12                      FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
      40        50        60        70        80        
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA        
                                                        
gi|730 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.7  bits: 17.6 E():   66 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (10-28:35-53) 
 
                                    10        20        30          
AAD-12                      FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
      40        50        60        70        80        
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA        
                                                        
gi|191 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.7  bits: 18.1 E():   66 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (25-34:109-118) 
 
                     10        20        30        40        50     
AAD-12       FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
           60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSA 
                                  
gi|534 KAEALFRAVESYLLAHSDAYN      
      140       150               
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (25-34:110-119) 
 
                     10        20        30        40        50     
AAD-12       FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
           60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSA 
                                  
gi|534 KAEALFRAVESYLLAHSDAYN      
     140       150       160      
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 69.4  bits: 19.6 E():   68 
Smith-Waterman score: 52; 25.0% identity (65.6% similar) in 32 aa overlap (1-32:117-148) 
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                                             10        20        30 
AAD-12                               FPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     : :.. .....  :  .   ....  :::. 
gi|303 APKLYYVTQGRGILGVLMPGCPETFQSMSQFQGSREQEEERGRFQDQHQKVHHLKKGDII 
         90       100       110       120       130       140       
 
               40        50        60        70        80           
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA           
       ::                                                           
gi|303 AIPAGVALWCYNDGDEDLVTVLVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLR 
        150       160       170       180       190       200       
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.8  bits: 15.3 E():   73 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (62-68:19-25) 
 
              40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     :..:..:             
gi|320             YTTEGGTKAEAEDVIPEGWKVDTSYE            
                           10        20                  
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 68.8  bits: 18.3 E():   74 
Smith-Waterman score: 47; 23.1% identity (51.3% similar) in 39 aa overlap (32-66:147-185) 
 
              10        20        30        40            50        
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH----SPAEWDDMMKVIV 
                                     ::.  .::.. .:    .   :    :.   
gi|613 ATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMHVGHYTQIVWAKTKKIGC 
        120       130       140       150       160       170       
 
        60        70        80             
AAD-12 GNMAWHADSTYMPVMAQGAVFSA             
       : . .. :.                           
gi|613 GRIMFKEDNWNKHYLVCNYGPAGNVLGAQIYEIKK 
        180       190       200       210  
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 68.6  bits: 19.8 E():   75 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (8-28:330-350) 
 
                                      10        20        30        
AAD-12                        FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|169 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
        40        50        60        70        80                  
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA                  
                                                                    
gi|169 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|2959898|emb|CAA73720.1| Profilin [Mercurialis annua  (133 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 44; 28.8% identity (51.5% similar) in 66 aa overlap (26-77:19-84) 
 
               10        20        30        40               50    
AAD-12 FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMM 
                                :  ..: : :  ::..  .:       : :   .: 
gi|295        MSWQTYVDDHLMCDIDGQGQHLAAASIVGHDGSIWAQSASFPQLKPEEITGIM 
                      10        20        30        40        50    
 
              60            70         80                           
AAD-12 KVI--VGNMA----WHADSTYMPVMAQ-GAVFSA                           
       : .   :..:    . : . :: .... :::                              
gi|295 KDFDEPGHLAPTGLYIAGTKYMVIQGESGAVIRGKKGSGGITIKKTGQALVFGIYEEPVT 
            60        70        80        90       100       110    
 
gi|295 PGQCNMVVERLGDYLIEQGM 
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           120       130    
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 45; 33.3% identity (57.8% similar) in 45 aa overlap (19-56:52-96) 
 
                           10        20        30          40       
AAD-12             FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK--ADGT-----V 
                                     :.:..:. :.  . : ::   ::.     : 
gi|602 AFVLDADNLIPKIAPQAVKSTEILEGDGGVGTIKKINFGEGSTYSYVKHKIDGVDKDNFV 
              30        40        50        60        70        80  
 
              50        60        70        80                      
AAD-12 RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA                      
        :.:  : : . ..:                                              
gi|602 YQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISHYHTKGDVEIKEEHVKAGKEKAS 
              90       100       110       120       130       140  
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 45; 25.0% identity (56.2% similar) in 48 aa overlap (26-66:111-158) 
 
                    10        20        30           40             
AAD-12      FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|132 KYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEM 
               90       100       110       120       130       140 
 
       50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
        . .....   .  :.:.               
gi|132 GETLLRAVERYLLAHSDAYN             
              150       160             
 
>>gi|208605346|emb|CAR82266.1| D-type LMW glutenin subun  (272 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.1  bits: 18.6 E():   80 
Smith-Waterman score: 48; 63.6% identity (72.7% similar) in 11 aa overlap (1-11:90-100) 
 
                                             10        20        30 
AAD-12                               FPGQHLSNDQQITFAKRFGAIERIGGGDIV 
                                     :: :: : .::                    
gi|208 QIPQQQIPQQHQIPQQPQQFPQQQFPQQQQFPQQHQSPQQQFPQQQFPQQQLPQQEFSQQ 
      60        70        80        90       100       110          
 
               40        50        60        70        80           
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA           
                                                                    
gi|208 QISQQPQQLPQQQQIPQQPQQFLQQQQFPQQQPPQQHQFPQQQLPQQQQIPQQQQIPQQP 
     120       130       140       150       160       170          
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 67.9  bits: 19.1 E():   82 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (62-79:56-73) 
 
              40        50        60        70        80            
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA            
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.8  bits: 17.6 E():   82 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (24-46:15-37) 
 
               10        20        30        40        50        60 
AAD-12 FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM 
                              : : .... . .  ::.:  .::               
gi|100          MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKPEENAGIV 
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                        10        20        30        40        50  
 
               70        80                                         
AAD-12 AWHADSTYMPVMAQGAVFSA                                         
                                                                    
gi|100 KDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMT 
              60        70        80        90       100       110  
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.7  bits: 17.1 E():   84 
Smith-Waterman score: 42; 37.5% identity (62.5% similar) in 24 aa overlap (10-33:79-100) 
 
                                    10        20        30          
AAD-12                      FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .  :       
gi|897 QQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQL--AAQLPAMCRLEGGDALLASQ      
       50        60        70        80          90       100       
 
      40        50        60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 67.5  bits: 19.3 E():   86 
Smith-Waterman score: 51; 21.8% identity (56.4% similar) in 55 aa overlap (26-79:438-486) 
 
                    10        20        30        40         50     
AAD-12      FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP-AEWDDMMK 
                                     ::  .  ... :::  . :.  .  .: .  
gi|796 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHNAETTVEDRIG 
       410       420       430       440       450       460        
 
           60        70        80        
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSA        
       .:. .    :....   .  ::..:         
gi|796 IIIDS----AEKAFHKEL--GAIYSEIKDAVSV 
       470           480         490     
 
>>gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin precurs  (148 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.4  bits: 17.6 E():   87 
Smith-Waterman score: 44; 21.2% identity (54.5% similar) in 33 aa overlap (30-62:25-57) 
 
               10        20        30        40        50        60 
AAD-12 FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM 
                                    :. ..:  .:  ...   ::.. .  .   : 
gi|538      MARFTIVLAVLFAAALVSASAHKTVVTTSVAEEGEEENQRGCEWESRQCQMRHCM 
                    10        20        30        40        50      
 
               70        80                                         
AAD-12 AWHADSTYMPVMAQGAVFSA                                         
        :                                                           
gi|538 QWMRSMRGQYEESFLRSAEANQGQFEHFRECCNELRDVKSHCRCEALRCMMRQMQQEYGM 
          60        70        80        90       100       110      
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 67.3  bits: 19.1 E():   89 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (62-79:56-73) 
 
              40        50        60        70        80            
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA            
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 67.1  bits: 18.6 E():   91 
Smith-Waterman score: 48; 25.7% identity (60.0% similar) in 35 aa overlap (21-51:81-115) 
 
                         10        20        30            40       
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AAD-12           FPGQHLSNDQQITFAKRFGAIERIGGGDIV----AISNVKADGTVRQHSP 
                                     :  .: :...     :. .:  :.:..  : 
gi|324 NFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFP 
               60        70        80        90       100       110 
 
         50        60        70        80                           
AAD-12 AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA                           
       .:. .                                                        
gi|324 SEFGNDVDRSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASS 
              120       130       140       150       160       170 
 
>>gi|62240392|gb|AAX77384.1| 11S globulin precursor [Sin  (523 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 67.0  bits: 19.3 E():   91 
Smith-Waterman score: 51; 30.0% identity (63.3% similar) in 30 aa overlap (3-31:173-202) 
 
                                           10         20        30  
AAD-12                             FPGQHLSNDQ-QITFAKRFGAIERIGGGDIVA 
                                     ::. ...: :  :   .  .:..  ::..: 
gi|622 QQGQQGQQGQQQGQQGQQGQQGQQGQQGQQGQQGQQQQGQQGFRDMYQKVEHVRHGDVIA 
            150       160       170       180       190       200   
 
              40        50        60        70        80            
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA            
                                                                    
gi|622 NTPGSAHWIYNTGDKPLVIISLLDIANYQNQLDRNPRVFRLAGNNPQGGFGGPQQQQPQQ 
            210       220       230       240       250       260   
 
>>gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 [Ch  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 43; 33.3% identity (62.5% similar) in 24 aa overlap (24-47:15-38) 
 
               10        20        30        40        50        60 
AAD-12 FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNM 
                              : :. . . . .  ::::  .::.              
gi|294          MSWQTYVDDHLMCDIEGNHLSSAAILGHDGTVWAQSPSFPQLKPEEVSAIM 
                        10        20        30        40        50  
 
               70        80                                         
AAD-12 AWHADSTYMPVMAQGAVFSA                                         
                                                                    
gi|294 KDFNEPGSLAPTGLHLGGTKYMVIQGEPGDVIRGKKGPGGVTIKKTNQALIIGIYGEPMT 
              60        70        80        90       100       110  
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 66.9  bits: 18.8 E():   93 
Smith-Waterman score: 49; 30.3% identity (47.0% similar) in 66 aa overlap (18-75:49-109) 
 
                            10        20         30              40 
AAD-12              FPGQHLSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|195 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
               50         60        70        80                    
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQGAVFSA                    
       .:    :  :  . .:  :::  .     ::..  :                         
gi|195 LRYG--ATRDRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
gi|195 VSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 66.9  bits: 18.8 E():   93 
Smith-Waterman score: 49; 30.3% identity (47.0% similar) in 66 aa overlap (18-75:49-109) 
 
                            10        20         30              40 
AAD-12              FPGQHLSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|117 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
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               50         60        70        80                    
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQGAVFSA                    
       .:    :  :  . .:  :::  .     ::..  :                         
gi|117 LRYG--ATRDRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
gi|117 VSNVIIHGLHLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 66.9  bits: 18.8 E():   93 
Smith-Waterman score: 49; 30.3% identity (47.0% similar) in 66 aa overlap (18-75:49-109) 
 
                            10        20         30              40 
AAD-12              FPGQHLSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|493 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
               50         60        70        80                    
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQGAVFSA                    
       .:    :  :  . .:  :::  .     ::..  :                         
gi|493 LRYG--ATRDRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
gi|493 VSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea sati  (316 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 66.9  bits: 18.6 E():   93 
Smith-Waterman score: 48; 22.8% identity (46.8% similar) in 79 aa overlap (11-77:191-267) 
 
                                   10        20        30        40 
AAD-12                     FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     :.:    .:   .  :.:..   .. : .  
gi|135 FVMENNKQTYCTSKSWPCVFGKQYYGRGPIQLTHNYNYGQAGKAIGADLINNPDLVATNP 
              170       180       190       200       210       220 
 
               50                 60           70        80         
AAD-12 VRQHSPAEWDDMMK---------VIVGNMAWH---ADSTYMPVMAQGAVFSA         
       . . . : :  :           ::.::  :.   ::..   : . :..            
gi|135 TISFKTAIWFWMTPQANKPSSHDVIIGN--WRPSAADTSAGRVPSYGVITNIINGGLECG 
              230       240         250       260       270         
 
gi|135 HGSDDRVANRIGFYKRYCDTLGVSYGNNLDCYNQKPFA 
      280       290       300       310       
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (25-34:109-118) 
 
                     10        20        30        40        50     
AAD-12       FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|402 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKE 
       80        90       100       110       120       130         
 
           60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSA 
                                  
gi|402 MAEKLLRAVESYLLAHTAEYN      
      140       150               
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (25-34:110-119) 
 
                     10        20        30        40        50     
AAD-12       FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
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gi|167 FKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
           60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSA 
                                  
gi|167 MAEKLLRAVESYLLAHTAEYN      
     140       150       160      
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (25-34:110-119) 
 
                     10        20        30        40        50     
AAD-12       FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|154 FKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
           60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSA 
                                  
gi|154 MAEKLLRAVESYLLAHTDEYN      
     140       150       160      
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (25-34:110-119) 
 
                     10        20        30        40        50     
AAD-12       FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
           60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSA 
                                  
gi|154 MAEKLLRAVESYLLAHTAEYN      
     140       150       160      
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (25-34:110-119) 
 
                     10        20        30        40        50     
AAD-12       FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|167 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
           60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSA 
                                  
gi|167 MAEKLLRAVESYLLAHTAEYN      
     140       150       160      
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (25-34:110-119) 
 
                     10        20        30        40        50     
AAD-12       FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|730 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
           60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSA 
                                  
gi|730 MAEKLLRAVESYLLAHTAEYN      
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     140       150       160      
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (25-34:110-119) 
 
                     10        20        30        40        50     
AAD-12       FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|167 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
           60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSA 
                                  
gi|167 MAEKLLRAVESYLLAHTAEYN      
     140       150       160      
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (25-34:110-119) 
 
                     10        20        30        40        50     
AAD-12       FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|730 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
           60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSA 
                                  
gi|730 MAEKLLRAVESYLLAHTAEYN      
     140       150       160      
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 66.7  bits: 14.6 E():   95 
Smith-Waterman score: 32; 25.0% identity (55.0% similar) in 20 aa overlap (32-51:1-20) 
 
              10        20        30        40        50        60  
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA 
                                     :..:   :..  .   .: :           
gi|409                               IAKVPPGGXITAEYGDKWLD           
                                             10        20           
 
              70        80 
AAD-12 WHADSTYMPVMAQGAVFSA 
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 66.5  bits: 18.8 E():   97 
Smith-Waterman score: 49; 40.0% identity (65.0% similar) in 20 aa overlap (59-78:332-348) 
 
       30        40        50        60        70        80         
AAD-12 IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA         
                                     :  :.   .:: :. .::.:           
gi|113 ILSQGNRFLASDIKKEVVGRYGESAMSESINWNWR---SYMDVFENGAIFVPSGVDPVLT 
             310       320       330          340       350         
 
gi|113 PEQNAGMIPAEPGEAVLRLTSSAGVLSCQPGAPC 
      360       370       380       390   
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 66.4  bits: 17.6 E():   99 
Smith-Waterman score: 44; 27.3% identity (47.7% similar) in 44 aa overlap (8-51:90-127) 
 
                                      10        20        30        
AAD-12                        FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     ::  .  :  .:  ... : ::. .:     
gi|276 VCSARHVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSA--WGKANQVTGDDILFLS---- 
      60        70        80        90         100       110        
 
        40        50        60        70        80             
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AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA             
       :  .:  .   : :                                          
gi|276 DPDARFSKSIGWADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
           120       130       140       150       160         
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 66.4  bits: 17.6 E():   99 
Smith-Waterman score: 44; 27.3% identity (47.7% similar) in 44 aa overlap (8-51:90-127) 
 
                                      10        20        30        
AAD-12                        FPGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     ::  .  :  .:  ... : ::. .:     
gi|668 VCSARHVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSA--WGKANQVTGDDILFLS---- 
      60        70        80        90         100       110        
 
        40        50        60        70        80             
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA             
       :  .:  .   : :                                          
gi|668 DPDARFSKSIGWADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
           120       130       140       150       160         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:37 2011 done: Fri Jan 21 00:02:37 2011 
 Total Scan time:  0.070 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 48  - 127 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     4     2:*= 
  32     3     8:= * 
  34    15    22:=====  * 
  36    51    44:==============*== 
  38    93    73:========================*====== 
  40    91   102:===============================  * 
  42   128   125:=========================================*= 
  44   132   138:============================================ * 
  46   128   140:===========================================   * 
  48   158   134:============================================*======== 
  50   122   122:========================================* 
  52    94   108:================================   * 
  54    96    92:==============================*= 
  56    64    77:======================   * 
  58    44    63:===============     * 
  60    58    51:================*=== 
  62    37    41:=============* 
  64    37    33:==========*== 
  66    28    26:========*= 
  68    10    20:====  * 
  70    26    16:=====*=== 
  72    25    12:===*===== 
  74    13    10:===*= 
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  76     6     8:==* 
  78     5     6:=* 
  80     7     5:=*= 
  82     3     3:* 
  84     1     3:* 
  86     5     2:*= 
  88     2     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.69140.00352; mu= 3.3449 0.181 
 mean_var=49.386413.667, 0's: 2 Z-trim: 3  B-trim: 10 in 1/43 
 Lambda= 0.182503 
 Kolmogorov-Smirnov  statistic: 0.0178 (N=29) at  68 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.080 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   67 23.7    0.87 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   65 23.1     1.2 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   63 22.6     5.1 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   62 22.3     5.6 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   62 22.3     6.1 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   57 21.0     6.9 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   57 21.0     6.9 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   57 21.0     6.9 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   57 21.0     6.9 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   60 21.8     8.8 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   56 20.7      11 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   55 20.5      13 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   61 22.0      13 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   57 21.0      14 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   57 21.0      15 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   56 20.7      17 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   56 20.7      17 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   56 20.7      18 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   56 20.7      18 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   45 17.9      19 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   58 21.2      19 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   50 19.2      20 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   49 18.9      22 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   55 20.4      22 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   57 20.9      23 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   57 20.9      23 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   53 19.9      26 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   56 20.7      27 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   51 19.4      27 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   56 20.7      27 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 16.6      30 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 16.6      30 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   54 20.2      33 
gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pach ( 199)   51 19.4      34 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   58 21.2      35 
gi|14423757|sp|O04701.1|MPAC1_CYNDA RecName: Full= ( 246)   52 19.7      35 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   52 19.7      35 
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gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   56 20.7      38 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   52 19.7      38 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   48 18.6      38 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   48 18.6      38 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   48 18.6      38 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   48 18.6      38 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   52 19.7      38 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   53 19.9      41 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 18.6      42 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   54 20.2      42 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 19.4      43 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 19.1      44 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   47 18.4      45 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   51 19.4      45 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   53 19.9      46 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   53 19.9      46 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   48 18.6      46 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   48 18.6      46 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   48 18.6      46 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   48 18.6      46 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 19.4      46 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   48 18.6      46 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   48 18.6      46 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   48 18.6      46 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   48 18.6      46 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   48 18.6      46 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   48 18.6      46 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   48 18.6      46 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   48 18.6      46 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   48 18.6      46 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   48 18.6      46 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   48 18.6      47 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   54 20.1      52 
gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=M ( 308)   51 19.4      53 
gi|34851174|gb|AAP15199.1| profilin-like protein [ ( 131)   46 18.1      54 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   46 18.1      55 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   53 19.9      55 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 19.1      55 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 19.1      55 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   47 18.4      55 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   47 18.4      55 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   47 18.4      55 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   47 18.4      55 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   47 18.4      55 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   47 18.4      55 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   47 18.4      55 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   47 18.4      55 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   47 18.4      55 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   47 18.4      55 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   47 18.4      55 
gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full= (  85)   43 17.3      60 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 19.1      62 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 18.9      64 
gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full= ( 131)   45 17.9      65 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   53 19.9      65 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 18.1      66 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   44 17.6      66 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   44 17.6      66 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 18.1      66 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   50 19.1      70 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   47 18.4      73 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   53 19.9      74 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 15.3      75 
gi|2959898|emb|CAA73720.1| Profilin [Mercurialis a ( 133)   44 17.6      78 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   45 17.8      79 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   45 17.8      79 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 19.1      81 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   44 17.6      83 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   52 19.6      85 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   42 17.1      85 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   51 19.4      85 
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gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin pre ( 148)   44 17.6      87 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 19.1      88 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   52 19.6      88 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   48 18.6      90 
gi|62240392|gb|AAX77384.1| 11S globulin precursor  ( 523)   51 19.4      90 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   49 18.8      92 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   49 18.8      92 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   49 18.8      92 
gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 ( 131)   43 17.3      92 
gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea  ( 316)   48 18.6      92 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   44 17.6      94 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   44 17.6      95 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   44 17.6      95 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   44 17.6      95 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   44 17.6      95 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   44 17.6      95 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   44 17.6      95 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   44 17.6      95 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 18.8      96 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   32 14.5      97 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   44 17.6      99 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   44 17.6      99 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  67  Z-score: 103.5  bits: 23.7 E(): 0.87 
Smith-Waterman score: 67; 40.0% identity (63.3% similar) in 30 aa overlap (36-65:30-56) 
 
          10        20        30        40        50        60      
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:::.  ::. : :   ::. :.. : 
gi|126  TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTK--KGNL-WEVKS 
                10        20        30        40          50        
 
          70        80                           
AAD-12 TYMPVMAQGAVFSAE                           
                                                 
gi|126 AKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
         60        70        80        90        
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  65  Z-score: 100.8  bits: 23.1 E():  1.2 
Smith-Waterman score: 65; 35.5% identity (64.5% similar) in 31 aa overlap (36-66:30-57) 
 
          10        20        30        40        50        60      
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:::.  ::. . :   ::. :.. : 
gi|144  VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKS 
                10        20        30        40          50        
 
          70        80                          
AAD-12 TYMPVMAQGAVFSAE                          
       .                                        
gi|144 SKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
         60        70        80        90       
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  44 init1:  44 opt:  63  Z-score: 89.8  bits: 22.6 E():  5.1 
Smith-Waterman score: 63; 26.7% identity (56.7% similar) in 60 aa overlap (8-67:207-260) 
 
                                      10        20        30        
AAD-12                        PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|390 GSNPNYLALLVKFVAGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
        180       190       200       210       220            230  
 
        40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
        :::  . .      : .. . .:.::..:              
gi|390 FTVRYTTEGGTKGEAKDVIPE-GWKADTAYESK           
             240       250        260              
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>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  44 init1:  44 opt:  62  Z-score: 89.1  bits: 22.3 E():  5.6 
Smith-Waterman score: 62; 26.7% identity (55.0% similar) in 60 aa overlap (8-67:184-237) 
 
                                      10        20        30        
AAD-12                        PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|458 GSNPNYLALLVKFVAGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
           160       170       180       190       200              
 
        40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
        :::  . .      : .. . .:.::. :              
gi|458 FTVRYTTEGGTKGEAKDVIPE-GWKADTCYESK           
      210       220        230       240           
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  44 init1:  44 opt:  62  Z-score: 88.4  bits: 22.3 E():  6.1 
Smith-Waterman score: 62; 26.7% identity (56.7% similar) in 60 aa overlap (8-67:206-259) 
 
                                      10        20        30        
AAD-12                        PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|158 KGSNPNYLALLVKFSGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
         180       190       200       210       220            230 
 
        40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
        :::  . .      : .. . .:.::..:              
gi|158 FTVRYTTEGGTKARAKDVIPE-GWKADTAYESK           
              240       250        260             
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 87.4  bits: 21.0 E():  6.9 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (10-65:29-82) 
 
                                  10        20        30        40  
AAD-12                    PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE                      
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 87.4  bits: 21.0 E():  6.9 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (10-65:29-82) 
 
                                  10        20        30        40  
AAD-12                    PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSGLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE                      
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 87.4  bits: 21.0 E():  6.9 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (10-65:29-82) 
 
                                  10        20        30        40  
AAD-12                    PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
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gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE                      
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 87.4  bits: 21.0 E():  6.9 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (10-65:29-82) 
 
                                  10        20        30        40  
AAD-12                    PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|117 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE                      
       .:.  ::  : :   :  .:  ::                                     
gi|117 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 85.5  bits: 21.8 E():  8.8 
Smith-Waterman score: 60; 23.3% identity (58.3% similar) in 60 aa overlap (8-67:207-260) 
 
                                      10        20        30        
AAD-12                        PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   : .. .   .  
gi|126 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
        40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
        :..  . .:..:..       .:.::..:              
gi|126 YTTEGGTKSEFEDVIP-----EGWKADTSYSAK           
         240       250            260              
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 83.8  bits: 20.7 E():   11 
Smith-Waterman score: 56; 27.1% identity (58.3% similar) in 48 aa overlap (25-65:111-158) 
 
                     10        20        30           40            
AAD-12       PGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|400 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
        . ..... : .  :.:.                
gi|400 GETLLRAVEGYLLAHSDAYN              
              150       160              
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 82.5  bits: 20.5 E():   13 
Smith-Waterman score: 55; 32.4% identity (58.8% similar) in 34 aa overlap (44-71:114-147) 
 
            20        30        40        50            60          
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV----GNMAWHA--DSTY 
                                     :::. :.. : .:    :   : .  .:.. 
gi|250 EVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSW 
            90       100       110       120       130       140    
 
        70        80   
AAD-12 MPVMAQGAVFSAE   
        ::.            
gi|250 APVLDFVFSTLKNEL 
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           150         
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 82.4  bits: 22.0 E():   13 
Smith-Waterman score: 61; 38.7% identity (58.1% similar) in 31 aa overlap (1-31:108-138) 
 
                                             10        20        30 
AAD-12                               PGQHLSNDQQITFAKRFGAIERIGGGDIVA 
                                     : :  .. :.  :  :   :.:.  :::.: 
gi|259 YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIA 
        80        90       100       110       120       130        
 
               40        50        60        70        80           
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE           
       :                                                            
gi|259 IPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGR 
       140       150       160       170       180       190        
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  44 init1:  44 opt:  57  Z-score: 82.0  bits: 21.0 E():   14 
Smith-Waterman score: 57; 23.3% identity (58.3% similar) in 60 aa overlap (8-67:184-237) 
 
                                      10        20        30        
AAD-12                        PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: :.   :     .. .  
gi|331 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIALKESWGAIWRVDTPD-----KLTGP 
           160       170       180       190       200              
 
        40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
        :::  . .   . .. .. . .:.::..:              
gi|331 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYEAK           
      210       220        230       240           
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  44 init1:  44 opt:  57  Z-score: 81.2  bits: 21.0 E():   15 
Smith-Waterman score: 57; 23.3% identity (58.3% similar) in 60 aa overlap (8-67:208-261) 
 
                                      10        20        30        
AAD-12                        PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: :.   :     .. .  
gi|180 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIALKESWGAIWRVDTPD-----KLTGP 
       180       190       200       210       220            230   
 
        40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
        :::  . .   . .. .. . .:.::..:              
gi|180 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYEAK           
            240       250        260               
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 80.5  bits: 20.7 E():   17 
Smith-Waterman score: 56; 25.0% identity (56.7% similar) in 60 aa overlap (8-67:185-238) 
 
                                      10        20        30        
AAD-12                        PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|283 GSNPNYLALLVKYVNGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
          160       170       180       190       200        210    
 
        40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
        :..  . .: .:..       .:.::..:              
gi|283 YTTEGGTKTEAEDVIP-----EGWKADTSYESK           
           220            230       240            
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 80.1  bits: 20.7 E():   17 
Smith-Waterman score: 56; 23.3% identity (56.7% similar) in 60 aa overlap (8-67:196-249) 
 
                                      10        20        30        
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AAD-12                        PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   :     .. .  
gi|168 GSNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPD-----KLTGP 
         170       180       190       200       210            220 
 
        40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
        :::  . .   . .. .. . .:.::..:              
gi|168 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYSAK           
              230       240        250             
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 79.8  bits: 20.7 E():   18 
Smith-Waterman score: 56; 23.3% identity (56.7% similar) in 60 aa overlap (8-67:207-260) 
 
                                      10        20        30        
AAD-12                        PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   :     .. .  
gi|752 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPD-----KLTGP 
        180       190       200       210       220            230  
 
        40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
        :::  . .   . .. .. . .:.::..:              
gi|752 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYSAK           
             240       250        260              
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 79.8  bits: 20.7 E():   18 
Smith-Waterman score: 56; 25.0% identity (56.7% similar) in 60 aa overlap (8-67:207-260) 
 
                                      10        20        30        
AAD-12                        PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|117 GSNPNYLALLVKYVNGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
        40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
        :..  . .: .:..       .:.::..:              
gi|117 YTTEGGTKTEAEDVIP-----EGWKADTSYESK           
         240       250            260              
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 79.6  bits: 17.9 E():   19 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (9-32:17-38) 
 
                       10        20        30        40        50   
AAD-12         PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                       ::.  : .. :. :. ::: .. :                     
gi|217 LVSVEHQAARLKVAKAQQL--AAQLPAMCRLEGGDALSASQ                    
               10          20        30                             
 
             60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAE 
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 79.5  bits: 21.2 E():   19 
Smith-Waterman score: 58; 25.0% identity (58.3% similar) in 48 aa overlap (32-79:262-309) 
 
              10        20        30        40        50        60  
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|169 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
              70        80                                          
AAD-12 HADSTYMPVMAQGAVFSAE                                          
       .: :.::  .  ..::.:                                           
gi|169 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
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>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 79.2  bits: 19.2 E():   20 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (24-39:29-43) 
 
                    10        20        30        40        50      
AAD-12      PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI 
                                   : :::::. ..:  :.                 
gi|105 CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIWRK 
               10        20        30         40        50          
 
          60        70        80                
AAD-12 VGNMAWHADSTYMPVMAQGAVFSAE                
                                                
gi|105 DSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
      60        70        80        90          
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 78.4  bits: 18.9 E():   22 
Smith-Waterman score: 49; 32.3% identity (58.1% similar) in 31 aa overlap (39-67:35-64) 
 
       10        20        30        40          50        60       
AAD-12 QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE--WDDMMKVIVGNMAWHADST 
                                     : . ..::.  :: .  : .   .: ::.  
gi|323 QTCAGNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKP 
           10        20        30        40         50        60    
 
         70        80               
AAD-12 YMPVMAQGAVFSAE               
       :                            
gi|323 YSWRYGWTAFCGPAGPRCLRTNAAVTVR 
            70        80        90  
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  44 init1:  44 opt:  55  Z-score: 78.2  bits: 20.4 E():   22 
Smith-Waterman score: 55; 25.9% identity (56.9% similar) in 58 aa overlap (8-65:213-264) 
 
                                      10        20        30        
AAD-12                        PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|249 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
            190       200       210       220       230        240  
 
        40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
        :..  . ::..:..       .:.::.                
gi|249 YTTEGGTKAEFEDVIP-----EGWKADTHDASK           
             250            260                    
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 78.1  bits: 20.9 E():   23 
Smith-Waterman score: 57; 25.0% identity (58.3% similar) in 48 aa overlap (32-79:262-309) 
 
              10        20        30        40        50        60  
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
              70        80                                          
AAD-12 HADSTYMPVMAQGAVFSAE                                          
       .: :.::  .  ..::.:                                           
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 78.1  bits: 20.9 E():   23 
Smith-Waterman score: 57; 25.0% identity (58.3% similar) in 48 aa overlap (32-79:262-309) 
 
              10        20        30        40        50        60  
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
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                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
              70        80                                          
AAD-12 HADSTYMPVMAQGAVFSAE                                          
       .: :.::  .  ..::.:                                           
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 77.0  bits: 19.9 E():   26 
Smith-Waterman score: 53; 33.3% identity (63.3% similar) in 30 aa overlap (2-31:135-160) 
 
                                            10        20        30  
AAD-12                              PGQHLSNDQQITFAKRFGAIERIGGGDIVAI 
                                     ::  :..:: .  :    ..:.  ::..:. 
gi|221 LIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLIAV 
          110       120       130       140           150       160 
 
              40        50        60        70        80           
AAD-12 SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE           
                                                                   
gi|221 PTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRRS 
              170       180       190       200       210          
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 76.8  bits: 20.7 E():   27 
Smith-Waterman score: 56; 21.7% identity (55.1% similar) in 69 aa overlap (13-79:103-171) 
 
                                 10         20        30        40  
AAD-12                   PGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|309 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
              50        60         70        80                     
AAD-12 QHSPAEWDDMMKVIVGNMAWHAD-STYMPVMAQGAVFSAE                     
       .: :: ::   : .. .. ...  ..     : ::. .:                      
gi|309 DHPPASWDWRKKGVITQVKYQGGCGSGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
gi|309 ESEGCYNGWHYQSFEWVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSDE 
            200       210       220       230       240       250   
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 76.8  bits: 19.4 E():   27 
Smith-Waterman score: 51; 27.1% identity (62.5% similar) in 48 aa overlap (25-65:110-157) 
 
                     10        20        30           40            
AAD-12       PGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|437 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
      80        90       100       110       120       130          
 
        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
        . ..:.. . .  :.:.                
gi|437 GETLLKAVESYLLAHSDAYN              
     140       150                       
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 76.7  bits: 20.7 E():   27 
Smith-Waterman score: 56; 25.0% identity (58.3% similar) in 48 aa overlap (32-79:262-309) 
 
              10        20        30        40        50        60  
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|158 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQLT 
             240       250       260       270       280       290  
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              70        80                                          
AAD-12 HADSTYMPVMAQGAVFSAE                                          
       .: :.::  .  ..::.:                                           
gi|158 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 75.8  bits: 16.6 E():   30 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (61-67:19-25) 
 
               40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
                                     :.::..:              
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE             
                           10        20                   
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 75.8  bits: 16.6 E():   30 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (61-67:19-25) 
 
               40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
                                     :.::..:              
gi|320             YTTEGGTKAEAEDVIPEGWKADTSYE             
                           10        20                   
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 75.2  bits: 20.2 E():   33 
Smith-Waterman score: 54; 25.6% identity (48.7% similar) in 39 aa overlap (10-48:191-229) 
 
                                    10        20        30          
AAD-12                      PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ::..   .:   :  : :..   .. :    
gi|320 KEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDP 
              170       180       190       200       210       220 
 
      40        50        60        70        80                    
AAD-12 VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE                    
       : . . : :                                                    
gi|320 VISFKTALWFWMTPQSPKPSCHNVITGRWTPSAADRAAGRLPGYGVITNIINGGIECGKG 
              230       240       250       260       270       280 
 
>>gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pachycon  (199 aa) 
 initn:  40 init1:  40 opt:  51  Z-score: 74.9  bits: 19.4 E():   34 
Smith-Waterman score: 51; 25.0% identity (53.3% similar) in 60 aa overlap (20-77:97-148) 
 
                          10        20        30        40          
AAD-12            PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD 
                                     .::   :. .:.:.  : :      : . . 
gi|169 MPDLTWDNELAAIAQRWVNQCKIGHDGCRNVERYQVGQNIAMSGSTAKG------PCNMN 
         70        80        90       100       110             120 
 
      50          60        70        80                            
AAD-12 DMMKVIVG--NMAWHADSTYMPVMAQGAVFSAE                            
       ..... ..  :    :: . ::  ..:  :                               
gi|169 NLVQMWINEVNALNAADVSSMP--SDGNYFMKIGHYTQLVWGKTTKVGCGIIQFLDGKFY 
              130       140         150       160       170         
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  48 init1:  48 opt:  58  Z-score: 74.7  bits: 21.2 E():   35 
Smith-Waterman score: 58; 20.3% identity (59.5% similar) in 79 aa overlap (2-79:242-315) 
 
                                            10        20         30 
AAD-12                              PGQHLSNDQQITFAKRFGAIERIGGGDI-VA 
                                     ::.... ::.  ....:  .. : :.     
gi|220 PGQGQQIGQGQQGYYPTSPQHPGQRQQPGQGQQIGQGQQLGQGRQIGQGQQSGQGQQGYY 
             220       230       240       250       260       270  
 
               40        50        60        70        80           
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE           
        .. .  :  .:  :..:..  .   :.....  :  .: ..: . . :            
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gi|220 PTSPQQLGQGQQ--PGQWQQSGQ---GQQGYYPTSQQQPGQGQQGQYPASQQQPGQGQQG 
             280         290          300       310       320       
 
gi|220 QYPASQQQPGQGQQGQYPASQQQPGQGQQGHYLASQQQPGQGQQRHYPASLQQPGQGQQG 
        330       340       350       360       370       380       
 
>>gi|14423757|sp|O04701.1|MPAC1_CYNDA RecName: Full=Majo  (246 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 74.6  bits: 19.7 E():   35 
Smith-Waterman score: 52; 22.4% identity (53.1% similar) in 49 aa overlap (6-54:156-200) 
 
                                        10        20        30      
AAD-12                          PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK 
                                     :::. ...  ...:    : :.:::..    
gi|144 RKAGELTLQFRRVKCKYPSGTKITFHIEKGSNDHYLALLVKYAA----GDGNIVAVDIKP 
         130       140       150       160           170       180  
 
          40        50        60        70        80                
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE                
        :.       . :  . ..                                          
gi|144 RDSDEFIPMKSSWGAIWRIDPKKPLKGPFSIRLTSEGGAHLVQDDVIPANWKPDTVYTSK 
             190       200       210       220       230       240  
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.6  bits: 19.7 E():   35 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (8-67:192-245) 
 
                                      10        20        30        
AAD-12                        PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|116 GSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
             170       180       190       200       210        220 
 
        40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
        :..  . .: .:..       .:.::..:              
gi|116 YTTEGGTKGEAEDVIP-----EGWKADTAYEAK           
              230            240                   
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 74.1  bits: 20.7 E():   38 
Smith-Waterman score: 56; 40.6% identity (56.2% similar) in 32 aa overlap (2-31:153-184) 
 
                                            10          20          
AAD-12                              PGQHLSNDQQITFAK--RFGAIERIGGGDIV 
                                     ::.   .::  : .  :    .::  ::.: 
gi|258 QGQQEQQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVV 
            130       140       150       160       170       180   
 
      30        40        50        60        70        80          
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE          
       ::                                                           
gi|258 AIPAGVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQ 
            190       200       210       220       230       240   
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.1  bits: 19.7 E():   38 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (8-67:207-260) 
 
                                      10        20        30        
AAD-12                        PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|386 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
        40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
        :..  . .: .:..       .:.::..:              
gi|386 YTTEGGTKVEAEDVIP-----EGWKADTAYESK           
         240       250            260              
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
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 initn:  44 init1:  44 opt:  48  Z-score: 74.1  bits: 18.6 E():   38 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (23-74:15-79) 
 
               10        20        30        40               50    
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMK 
                             : :  ..: . .  ::.:  ::       : :   .:: 
gi|218         MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMK 
                       10        20        30        40        50   
 
              60            70        80                            
AAD-12 VI--VGNMA---WHADST-YMPVMAQGAVFSAE                            
        .   :..:    :  .: :: ....:                                  
gi|218 DFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETLTP 
             60        70        80        90       100       110   
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 74.1  bits: 18.6 E():   38 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (23-74:15-79) 
 
               10        20        30        40               50    
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMK 
                             : :  ..: . .  ::.:  ::       : :   .:: 
gi|604         MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMK 
                       10        20        30        40        50   
 
              60            70        80                            
AAD-12 VI--VGNMA---WHADST-YMPVMAQGAVFSAE                            
        .   :..:    :  .: :: ....:                                  
gi|604 DFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETLTP 
             60        70        80        90       100       110   
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 74.1  bits: 18.6 E():   38 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (23-74:15-79) 
 
               10        20        30        40               50    
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMK 
                             : :  ..: . .  ::.:  ::       : :   .:: 
gi|288         MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMK 
                       10        20        30        40        50   
 
              60            70        80                            
AAD-12 VI--VGNMA---WHADST-YMPVMAQGAVFSAE                            
        .   :..:    :  .: :: ....:                                  
gi|288 DFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPLTP 
             60        70        80        90       100       110   
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 74.1  bits: 18.6 E():   38 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (23-74:15-79) 
 
               10        20        30        40               50    
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMK 
                             : :  ..: . .  ::.:  ::       : :   .:: 
gi|144         MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMK 
                       10        20        30        40        50   
 
              60            70        80                            
AAD-12 VI--VGNMA---WHADST-YMPVMAQGAVFSAE                            
        .   :..:    :  .: :: ....:                                  
gi|144 DFDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPLTP 
             60        70        80        90       100       110   
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.0  bits: 19.7 E():   38 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (8-67:209-262) 
 
                                      10        20        30        
AAD-12                        PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|117 GSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
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      180       190       200       210       220       230         
 
        40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
        :..  . .: .:..       .:.::..:              
gi|117 YTTEGGTKGEAEDVIP-----EGWKADTAYEAK           
       240       250            260                
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 73.4  bits: 19.9 E():   41 
Smith-Waterman score: 53; 22.9% identity (58.3% similar) in 48 aa overlap (29-74:223-270) 
 
                 10        20        30         40        50        
AAD-12   PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKV-IV 
                                     : . ..  ::   ..:.  :..  ..  :. 
gi|729 EGVLSRKVPSHLTLETPRVKMNMKYDRYAPVKVFKLDYDGIHFEKHTDIEYEPGVRYKII 
            200       210       220       230       240       250   
 
         60        70        80                                     
AAD-12 GNMAWHADSTYMPVMAQGAVFSAE                                     
       ::   . :. .. . .::                                           
gi|729 GNGKLKDDGRHYSIDVQGIPRKAFNLDADLMDFKLKVSKPEDSNKAQFSYTFNEYTETEE 
            260       270       280       290       300       310   
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 73.2  bits: 18.6 E():   42 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (32-48:2-19) 
 
              10        20        30         40        50        60 
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD-GTVRQHSPAEWDDMMKVIVGNMA 
                                     ..: .: :.. ..::.::             
gi|250                              PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPF 
                                            10        20        30  
 
               70        80                                         
AAD-12 WHADSTYMPVMAQGAVFSAE                                         
                                                                    
gi|250 PRCRALVKSQCAGGQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDK 
              40        50        60        70        80        90  
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 73.2  bits: 20.2 E():   42 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (35-50:89-105) 
 
           10        20        30         40        50        60    
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .              
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       60        70        80        90       100       110         
 
            70        80                                            
AAD-12 DSTYMPVMAQGAVFSAE                                            
                                                                    
gi|114 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      120       130       140       150       160       170         
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 73.0  bits: 19.4 E():   43 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (24-39:181-195) 
 
                      10        20        30        40        50    
AAD-12        PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
            60        70        80                 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAE                 
                                                   
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
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>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 72.9  bits: 19.1 E():   44 
Smith-Waterman score: 50; 40.0% identity (72.0% similar) in 25 aa overlap (28-52:9-29) 
 
               10        20        30        40        50        60 
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA 
                                  :::.....: .    :.:: .:: :         
gi|144                    MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMVDQI 
                                  10            20        30        
 
               70        80                                         
AAD-12 WHADSTYMPVMAQGAVFSAE                                         
                                                                    
gi|144 VKSLTTKKELDPFKIEQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKIDTDG 
        40        50        60        70        80        90        
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 72.7  bits: 18.4 E():   45 
Smith-Waterman score: 47; 28.6% identity (68.6% similar) in 35 aa overlap (10-43:93-127) 
 
                                    10         20        30         
AAD-12                      PGQHLSNDQQITFA-KRFGAIERIGGGDIVAISNVKADG 
                                     :  :. :.   :....: :.:. ..: .   
gi|121 FKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVT 
             70        80        90       100       110       120   
 
       40        50        60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
       .::..                                      
gi|121 SVRSYKRI                                   
            130                                   
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 72.7  bits: 19.4 E():   45 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (24-54:192-222) 
 
                      10        20        30        40         50   
AAD-12        PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : : ..  
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
             60        70        80                
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAE                
       .:                                          
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 72.6  bits: 19.9 E():   46 
Smith-Waterman score: 53; 21.7% identity (52.2% similar) in 69 aa overlap (13-79:103-171) 
 
                                 10         20        30        40  
AAD-12                   PGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|119 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
              50        60         70        80                     
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTY-MPVMAQGAVFSAE                     
       .: :: ::   : .. .. ...         : ::. .:                      
gi|119 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
gi|119 ESEGSYNGWQYQSFEWVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSDE 
            200       210       220       230       240       250   
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 72.6  bits: 19.9 E():   46 
Smith-Waterman score: 53; 21.7% identity (52.2% similar) in 69 aa overlap (13-79:103-171) 
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                                 10         20        30        40  
AAD-12                   PGQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|129 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
              50        60         70        80                     
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTY-MPVMAQGAVFSAE                     
       .: :: ::   : .. .. ...         : ::. .:                      
gi|129 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
gi|129 ESEGSYNGWQYQSFEWVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSDE 
            200       210       220       230       240       250   
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (25-65:110-157) 
 
                     10        20        30           40            
AAD-12       PGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|115 KYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
        . ..... . .  :.:.                
gi|115 GETLLRAVESYLLAHSDAYN              
     140       150                       
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (25-65:110-157) 
 
                     10        20        30           40            
AAD-12       PGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|437 KYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
        . ..... . .  :.:.                
gi|437 GETLLRAVESYLLAHSDAYN              
     140       150                       
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (25-65:110-157) 
 
                     10        20        30           40            
AAD-12       PGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|384 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
        . ..... . .  :.:.                
gi|384 GETLLRAVESYLLAHSDAYN              
     140       150                       
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 48; 25.0% identity (62.5% similar) in 48 aa overlap (25-65:110-157) 
 
                     10        20        30           40            
AAD-12       PGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
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gi|437 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
      80        90       100       110       120       130          
 
        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
        . ..... . .  :.:.                
gi|437 GETLLRAVESYLLAHSDAYN              
     140       150                       
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 72.5  bits: 19.4 E():   46 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (24-39:199-213) 
 
                      10        20        30        40        50    
AAD-12        PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
            60        70        80                 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAE                 
                                                   
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.4  bits: 18.6 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (25-65:111-158) 
 
                     10        20        30           40            
AAD-12       PGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|114 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
        . ..... . .  :.:.                
gi|114 GETLLRAVESYLLAHSDAYN              
              150       160              
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.4  bits: 18.6 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (25-65:111-158) 
 
                     10        20        30           40            
AAD-12       PGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
        . ..... . .  :.:.                
gi|154 RETLLRAVESYLLAHSDAYN              
              150       160              
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.4  bits: 18.6 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (25-65:111-158) 
 
                     10        20        30           40            
AAD-12       PGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|132 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
        . ..... . .  :.:.                
gi|132 GETLLRAVESYLLAHSDAYN              
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              150       160              
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.4  bits: 18.6 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (25-65:111-158) 
 
                     10        20        30           40            
AAD-12       PGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|256 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
        . ..... . .  :.:.                
gi|256 GETLLRAVESYLLAHSDAYN              
              150       160              
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.4  bits: 18.6 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (25-65:111-158) 
 
                     10        20        30           40            
AAD-12       PGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|400 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
        . ..... . .  :.:.                
gi|400 GETLLRAVESYLLAHSDAYN              
              150       160              
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.4  bits: 18.6 E():   46 
Smith-Waterman score: 48; 25.0% identity (62.5% similar) in 48 aa overlap (25-65:111-158) 
 
                     10        20        30           40            
AAD-12       PGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|400 KYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
        . ..... . .  :.:.                
gi|400 GETLLRAVESYLLAHSDAYN              
              150       160              
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.4  bits: 18.6 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (25-65:111-158) 
 
                     10        20        30           40            
AAD-12       PGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|256 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
        . ..... . .  :.:.                
gi|256 GETLLRAVESYLLAHSDAYN              
              150       160              
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.4  bits: 18.6 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (25-65:111-158) 
 
                     10        20        30           40            
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AAD-12       PGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
        . ..... . .  :.:.                
gi|154 GETLLRAVESYLLAHSDAYN              
              150       160              
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.4  bits: 18.6 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (25-65:111-158) 
 
                     10        20        30           40            
AAD-12       PGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
        . ..... . .  :.:.                
gi|154 GETLLRAVESYLLAHSDAYN              
              150       160              
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.4  bits: 18.6 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (25-65:111-158) 
 
                     10        20        30           40            
AAD-12       PGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
        . ..... . .  :.:.                
gi|154 GETLLRAVESYLLAHSDAYN              
              150       160              
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 48; 29.8% identity (47.4% similar) in 57 aa overlap (34-76:38-90) 
 
            10        20        30        40           50        60 
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ---HSPAEWDDMMKVIVGNMA 
                                     :.: . .:.    .:  ::.. ::    .: 
gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKVA---QA 
        10        20        30        40        50        60        
 
                          70        80                              
AAD-12 W-----------HADSTYMPVMAQGAVFSAE                              
       :           :.:      :::::.                                  
gi|148 WAETRTPDCSLIHSDRCG-ENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQI 
           70        80         90       100       110       120    
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 71.5  bits: 20.1 E():   52 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (35-50:119-135) 
 
           10        20        30         40        50        60    
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .              
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       90       100       110       120       130       140         
 
            70        80                                            
AAD-12 DSTYMPVMAQGAVFSAE                                            
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gi|476 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      150       160       170       180       190       200         
 
>>gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=Major  (308 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 71.4  bits: 19.4 E():   53 
Smith-Waterman score: 51; 31.5% identity (53.7% similar) in 54 aa overlap (14-63:104-154) 
 
                                10        20        30          40  
AAD-12                  PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD--GTVR 
                                     ::  : : ..  .  :: . ..:   : :: 
gi|249 PLPTPLRRTSSRSSRPPSPSPPRASSPTSAAKAPGLIPKLDTAYDVAYKAAEAHPRGQVR 
            80        90       100       110       120       130    
 
                50        60        70        80                    
AAD-12 Q--HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE                    
       .  : : .    ..::.: .  ::                                     
gi|249 RLRHCPHR---SLRVIAGALEVHAVKPATEEVLAAKIPTGELQIVDKIDAAFKIAATAAN 
           140          150       160       170       180       190 
 
>>gi|34851174|gb|AAP15199.1| profilin-like protein [Humu  (131 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 71.2  bits: 18.1 E():   54 
Smith-Waterman score: 46; 30.9% identity (50.0% similar) in 68 aa overlap (23-76:15-82) 
 
               10        20        30        40               50    
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR-------QHSPAEWDDMMK 
                             : :  ..: . .  ::.:        : .: :   .:: 
gi|348         MSWQAYVDDHLMCEIDGQHLTAAAIIGHDGSVWAQSSTFPQFKPEEIAAIMK 
                       10        20        30        40        50   
 
              60            70         80                           
AAD-12 VIV--GNMA---WHADST-YMPVMA-QGAVFSAE                           
        .   :..:    :  .  :: .:. ::::                               
gi|348 DFEEPGSLAPTGLHLGGIKYMVIMGEQGAVIRGKKGAGGITVKKTGAAMIIGIYDEPLTP 
             60        70        80        90       100       110   
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.1  bits: 18.1 E():   55 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (54-74:11-31) 
 
            30        40        50        60        70        80    
AAD-12 GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE    
                                     ::.. .:: ...   :. : :          
gi|249                     MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQ 
                                   10        20        30        40 
 
gi|249 DIMPCLHFVKGEEKEPSKECCSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVA 
               50        60        70        80        90       100 
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 71.1  bits: 19.9 E():   55 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (7-27:330-350) 
 
                                       10        20        30       
AAD-12                         PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|149 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
         40        50        60        70        80                 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE                 
                                                                    
gi|149 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 71.1  bits: 19.1 E():   55 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (24-39:198-212) 
 
                      10        20        30        40        50    
AAD-12        PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
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                                     : :::::. ..:  :.               
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
            60        70        80                 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAE                 
                                                   
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
        230       240       250       260          
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 71.1  bits: 19.1 E():   55 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (24-39:198-212) 
 
                      10        20        30        40        50    
AAD-12        PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
            60        70        80                 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAE                 
                                                   
gi|115 RKDSDKPIKGPITVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
        230       240       250       260          
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 47; 25.0% identity (58.3% similar) in 48 aa overlap (25-65:110-157) 
 
                     10        20        30           40            
AAD-12       PGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|159 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEL 
      80        90       100       110       120       130          
 
        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
        . ..... . .  :.:.                
gi|159 GETLLRAVESYLLAHSDAYN              
     140       150                       
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (25-65:111-158) 
 
                     10        20        30           40            
AAD-12       PGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
        . ..... . .  :.:.                
gi|132 AEALLRAVESYLLAHSDAYN              
              150       160              
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (25-65:111-158) 
 
                     10        20        30           40            
AAD-12       PGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
        . ..... . .  :.:.                
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gi|116 GEALLRAVESYLLAHSDAYN              
              150       160              
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (25-65:111-158) 
 
                     10        20        30           40            
AAD-12       PGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|400 KYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
        . ..... . .  :.:.                
gi|400 GEALLRAVESYLLAHSDAYN              
              150       160              
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (25-65:111-158) 
 
                     10        20        30           40            
AAD-12       PGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
        . ..... . .  :.:.                
gi|116 GEALLRAVESYLLAHSDAYN              
              150       160              
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (25-65:111-158) 
 
                     10        20        30           40            
AAD-12       PGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
        . ..... . .  :.:.                
gi|132 GEALLRAVESYLLAHSDAYN              
              150       160              
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (25-65:111-158) 
 
                     10        20        30           40            
AAD-12       PGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDQEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
        . ..... . .  :.:.                
gi|116 GEALLRAVESYLLAHSDAYN              
              150       160              
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (24-64:110-157) 
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                      10        20        30           40           
AAD-12        PGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
         50        60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
         . ..... . .  :.:                 
gi|154 MAEKLLRAVESYLLAHTDEYN              
     140       150       160              
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (25-65:111-158) 
 
                     10        20        30           40            
AAD-12       PGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
        . ..... . .  :.:.                
gi|116 GEALLRAVESYLLAHSDAYN              
              150       160              
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (25-65:111-158) 
 
                     10        20        30           40            
AAD-12       PGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
        . ..... . .  :.:.                
gi|132 GEALLRAVESYLLAHSDAYN              
              150       160              
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (24-64:110-157) 
 
                      10        20        30           40           
AAD-12        PGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
         50        60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
         . ..... . .  :.:                 
gi|154 MAEKLLRAVESYLLAHTDEYN              
     140       150       160              
 
>>gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full=Polc  (85 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.4  bits: 17.3 E():   60 
Smith-Waterman score: 43; 36.6% identity (46.3% similar) in 41 aa overlap (15-55:17-54) 
 
                 10        20        30        40        50         
AAD-12   PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                       ::: :    : : : :    .:  :. . .: :   ::  :    
gi|144 MADDHPQDKAERERIFKRFDAN---GDGKISAAELGEALKTLGSITPDEVKHMMAEIDTD 
               10        20           30        40        50        
 
       60        70        80       

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 1441



 

 

AAD-12 MAWHADSTYMPVMAQGAVFSAE       
                                    
gi|144 GDGFISFQEFTDFGRANRGLLKDVAKIF 
        60        70        80      
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 70.1  bits: 19.1 E():   62 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (61-78:66-83) 
 
               40        50        60        70        80           
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE           
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 69.8  bits: 18.9 E():   64 
Smith-Waterman score: 54; 21.7% identity (56.7% similar) in 60 aa overlap (8-67:207-260) 
 
                                      10        20        30        
AAD-12                        PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :.   . . .::. ::   : .. .   .  
gi|168 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWTELKESWGAVWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
        40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
        :..  . .:..:..       .:.::..:              
gi|168 YTTEGGTKSEFEDVIP-----EGWKADTSYSAK           
         240       250            260              
 
>>gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.8  bits: 17.9 E():   65 
Smith-Waterman score: 45; 27.1% identity (52.1% similar) in 48 aa overlap (23-69:15-62) 
 
               10        20        30        40        50        60 
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA 
                             : :. . : . .  ::.:  .:    .   . :.: :. 
gi|144         MSWQAYVDDHLMCEIEGNHLSAAAIIGQDGSVWAQSANFPQFKSEEITGIMS 
                       10        20        30        40        50   
 
                70        80                                        
AAD-12 -WHADSTYMPVMAQGAVFSAE                                        
        .:  .:  :                                                   
gi|144 DFHEPGTLAPTGLYIGGTKYMVIQGEPGAVIRGKKGPGGVTVKKTNQALIIGIYDEPMTP 
             60        70        80        90       100       110   
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 69.7  bits: 19.9 E():   65 
Smith-Waterman score: 53; 33.3% identity (63.3% similar) in 30 aa overlap (2-31:133-158) 
 
                                            10        20        30  
AAD-12                              PGQHLSNDQQITFAKRFGAIERIGGGDIVAI 
                                     ::  :..:: .  :    ..:.  ::..:. 
gi|213 LIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLIAV 
            110       120       130       140           150         
 
              40        50        60        70        80            
AAD-12 SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE            
                                                                    
gi|213 PTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRRSL 
      160       170       180       190       200       210         
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (24-33:109-118) 
 
                      10        20        30        40        50    

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 1442



 

 

AAD-12        PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
            60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAE 
                                   
gi|534 KAEALFRAVESYLLAHSDAYN       
      140       150                
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.6  bits: 17.6 E():   66 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (9-27:35-53) 
 
                                     10        20        30         
AAD-12                       PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
       40        50        60        70        80       
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE       
                                                        
gi|191 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.6  bits: 17.6 E():   66 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (9-27:35-53) 
 
                                     10        20        30         
AAD-12                       PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
       40        50        60        70        80       
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE       
                                                        
gi|730 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (24-33:110-119) 
 
                      10        20        30        40        50    
AAD-12        PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
            60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAE 
                                   
gi|534 KAEALFRAVESYLLAHSDAYN       
     140       150       160       
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 69.2  bits: 19.1 E():   70 
Smith-Waterman score: 50; 28.6% identity (57.1% similar) in 35 aa overlap (46-80:155-189) 
 
          20        30        40        50        60        70      
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :   . ..::.:..  :: .     .  :: 
gi|249 QLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA 
          130       140       150       160       170       180     
 
          80                                                        
AAD-12 VFSAE                                                        
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       . .::                                                        
gi|249 IPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTL 
          190       200       210       220       230       240     
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 68.8  bits: 18.4 E():   73 
Smith-Waterman score: 47; 23.1% identity (51.3% similar) in 39 aa overlap (31-65:147-185) 
 
               10        20        30        40            50       
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH----SPAEWDDMMKVIV 
                                     ::.  .::.. .:    .   :    :.   
gi|613 ATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMHVGHYTQIVWAKTKKIGC 
        120       130       140       150       160       170       
 
         60        70        80            
AAD-12 GNMAWHADSTYMPVMAQGAVFSAE            
       : . .. :.                           
gi|613 GRIMFKEDNWNKHYLVCNYGPAGNVLGAQIYEIKK 
        180       190       200       210  
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 68.7  bits: 19.9 E():   74 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (7-27:330-350) 
 
                                       10        20        30       
AAD-12                         PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|169 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
         40        50        60        70        80                 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE                 
                                                                    
gi|169 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.7  bits: 15.3 E():   75 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (61-67:19-25) 
 
               40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
                                     :..:..:              
gi|320             YTTEGGTKAEAEDVIPEGWKVDTSYE             
                           10        20                   
 
>>gi|2959898|emb|CAA73720.1| Profilin [Mercurialis annua  (133 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.2  bits: 17.6 E():   78 
Smith-Waterman score: 44; 28.8% identity (51.5% similar) in 66 aa overlap (25-76:19-84) 
 
               10        20        30        40               50    
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMK 
                               :  ..: : :  ::..  .:       : :   .:: 
gi|295       MSWQTYVDDHLMCDIDGQGQHLAAASIVGHDGSIWAQSASFPQLKPEEITGIMK 
                     10        20        30        40        50     
 
              60            70         80                           
AAD-12 VI--VGNMA----WHADSTYMPVMAQ-GAVFSAE                           
        .   :..:    . : . :: .... :::                               
gi|295 DFDEPGHLAPTGLYIAGTKYMVIQGESGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTP 
           60        70        80        90       100       110     
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 45; 33.3% identity (57.8% similar) in 45 aa overlap (18-55:52-96) 
 
                            10        20        30               40 
AAD-12              PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK--ADGT-----V 
                                     :.:..:. :.  . : ::   ::.     : 
gi|602 AFVLDADNLIPKIAPQAVKSTEILEGDGGVGTIKKINFGEGSTYSYVKHKIDGVDKDNFV 
              30        40        50        60        70        80  
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               50        60        70        80                     
AAD-12 RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE                     
        :.:  : : . ..:                                              
gi|602 YQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISHYHTKGDVEIKEEHVKAGKEKAS 
              90       100       110       120       130       140  
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 45; 25.0% identity (56.2% similar) in 48 aa overlap (25-65:111-158) 
 
                     10        20        30           40            
AAD-12       PGQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|132 KYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEM 
               90       100       110       120       130       140 
 
        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
        . .....   .  :.:.                
gi|132 GETLLRAVERYLLAHSDAYN              
              150       160              
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 68.0  bits: 19.1 E():   81 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (61-78:56-73) 
 
               40        50        60        70        80           
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE           
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.8  bits: 17.6 E():   83 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (23-45:15-37) 
 
               10        20        30        40        50        60 
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA 
                             : : .... . .  ::.:  .::                
gi|100         MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKPEENAGIVK 
                       10        20        30        40        50   
 
               70        80                                         
AAD-12 WHADSTYMPVMAQGAVFSAE                                         
                                                                    
gi|100 DFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTP 
             60        70        80        90       100       110   
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 67.6  bits: 19.6 E():   85 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (42-80:535-572) 
 
              20        30        40        50        60        70  
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
              80              
AAD-12 AQGAVFSAE              
        .:  :: :              
gi|331 KEGC-FSEEGPKLVAAAQAALV 
           570       580      
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.6  bits: 17.1 E():   85 
Smith-Waterman score: 42; 37.5% identity (62.5% similar) in 24 aa overlap (9-32:79-100) 
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                                     10        20        30         
AAD-12                       PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .  :       
gi|897 QQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQL--AAQLPAMCRLEGGDALLASQ      
       50        60        70        80          90       100       
 
       40        50        60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 67.6  bits: 19.4 E():   85 
Smith-Waterman score: 51; 21.8% identity (56.4% similar) in 55 aa overlap (25-78:438-486) 
 
                     10        20        30        40         50    
AAD-12       PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP-AEWDDMMK 
                                     ::  .  ... :::  . :.  .  .: .  
gi|796 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHNAETTVEDRIG 
       410       420       430       440       450       460        
 
            60        70        80       
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAE       
       .:. .    :....   .  ::..:         
gi|796 IIIDS----AEKAFHKEL--GAIYSEIKDAVSV 
       470           480         490     
 
>>gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin precurs  (148 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.4  bits: 17.6 E():   87 
Smith-Waterman score: 44; 21.2% identity (54.5% similar) in 33 aa overlap (29-61:25-57) 
 
               10        20        30        40        50        60 
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA 
                                   :. ..:  .:  ...   ::.. .  .   :  
gi|538     MARFTIVLAVLFAAALVSASAHKTVVTTSVAEEGEEENQRGCEWESRQCQMRHCMQ 
                   10        20        30        40        50       
 
               70        80                                         
AAD-12 WHADSTYMPVMAQGAVFSAE                                         
       :                                                            
gi|538 WMRSMRGQYEESFLRSAEANQGQFEHFRECCNELRDVKSHCRCEALRCMMRQMQQEYGME 
         60        70        80        90       100       110       
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 67.3  bits: 19.1 E():   88 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (61-78:56-73) 
 
               40        50        60        70        80           
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE           
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 67.3  bits: 19.6 E():   88 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (42-80:558-595) 
 
              20        30        40        50        60        70  
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|668 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
       530       540       550       560       570       580        
 
              80              
AAD-12 AQGAVFSAE              
        .:  :: :              
gi|668 KEGC-FSEEGPKLVAAAQAALV 
       590        600         
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>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 67.1  bits: 18.6 E():   90 
Smith-Waterman score: 48; 25.7% identity (60.0% similar) in 35 aa overlap (20-50:81-115) 
 
                          10        20            30        40      
AAD-12            PGQHLSNDQQITFAKRFGAIERIGGGDIV----AISNVKADGTVRQHSP 
                                     :  .: :...     :. .:  :.:..  : 
gi|324 NFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFP 
               60        70        80        90       100       110 
 
          50        60        70        80                          
AAD-12 AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE                          
       .:. .                                                        
gi|324 SEFGNDVDRSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASS 
              120       130       140       150       160       170 
 
>>gi|62240392|gb|AAX77384.1| 11S globulin precursor [Sin  (523 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 67.1  bits: 19.4 E():   90 
Smith-Waterman score: 51; 30.0% identity (63.3% similar) in 30 aa overlap (2-30:173-202) 
 
                                             10        20        30 
AAD-12                              PGQHLSNDQ-QITFAKRFGAIERIGGGDIVA 
                                     ::. ...: :  :   .  .:..  ::..: 
gi|622 QQGQQGQQGQQQGQQGQQGQQGQQGQQGQQGQQGQQQQGQQGFRDMYQKVEHVRHGDVIA 
            150       160       170       180       190       200   
 
               40        50        60        70        80           
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE           
                                                                    
gi|622 NTPGSAHWIYNTGDKPLVIISLLDIANYQNQLDRNPRVFRLAGNNPQGGFGGPQQQQPQQ 
            210       220       230       240       250       260   
 
>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 67.0  bits: 18.8 E():   92 
Smith-Waterman score: 49; 30.3% identity (47.0% similar) in 66 aa overlap (17-74:49-109) 
 
                             10        20         30                
AAD-12               PGQHLSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|117 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
      40        50         60        70        80                   
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQGAVFSAE                   
       .:    :  :  . .:  :::  .     ::..  :                         
gi|117 LRYG--ATRDRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
gi|117 VSNVIIHGLHLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 67.0  bits: 18.8 E():   92 
Smith-Waterman score: 49; 30.3% identity (47.0% similar) in 66 aa overlap (17-74:49-109) 
 
                             10        20         30                
AAD-12               PGQHLSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|195 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
      40        50         60        70        80                   
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQGAVFSAE                   
       .:    :  :  . .:  :::  .     ::..  :                         
gi|195 LRYG--ATRDRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
gi|195 VSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
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 initn:  41 init1:  41 opt:  49  Z-score: 67.0  bits: 18.8 E():   92 
Smith-Waterman score: 49; 30.3% identity (47.0% similar) in 66 aa overlap (17-74:49-109) 
 
                             10        20         30                
AAD-12               PGQHLSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|493 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
      40        50         60        70        80                   
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQGAVFSAE                   
       .:    :  :  . .:  :::  .     ::..  :                         
gi|493 LRYG--ATRDRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
gi|493 VSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 [Ch  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.9  bits: 17.3 E():   92 
Smith-Waterman score: 43; 33.3% identity (62.5% similar) in 24 aa overlap (23-46:15-38) 
 
               10        20        30        40        50        60 
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA 
                             : :. . . . .  ::::  .::.               
gi|294         MSWQTYVDDHLMCDIEGNHLSSAAILGHDGTVWAQSPSFPQLKPEEVSAIMK 
                       10        20        30        40        50   
 
               70        80                                         
AAD-12 WHADSTYMPVMAQGAVFSAE                                         
                                                                    
gi|294 DFNEPGSLAPTGLHLGGTKYMVIQGEPGDVIRGKKGPGGVTIKKTNQALIIGIYGEPMTP 
             60        70        80        90       100       110   
 
>>gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea sati  (316 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 66.9  bits: 18.6 E():   92 
Smith-Waterman score: 48; 22.8% identity (46.8% similar) in 79 aa overlap (10-76:191-267) 
 
                                    10        20        30          
AAD-12                      PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     :.:    .:   .  :.:..   .. : .  
gi|135 FVMENNKQTYCTSKSWPCVFGKQYYGRGPIQLTHNYNYGQAGKAIGADLINNPDLVATNP 
              170       180       190       200       210       220 
 
      40        50                 60           70        80        
AAD-12 VRQHSPAEWDDMMK---------VIVGNMAWH---ADSTYMPVMAQGAVFSAE        
       . . . : :  :           ::.::  :.   ::..   : . :..            
gi|135 TISFKTAIWFWMTPQANKPSSHDVIIGN--WRPSAADTSAGRVPSYGVITNIINGGLECG 
              230       240         250       260       270         
 
gi|135 HGSDDRVANRIGFYKRYCDTLGVSYGNNLDCYNQKPFA 
      280       290       300       310       
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (24-33:109-118) 
 
                      10        20        30        40        50    
AAD-12        PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|402 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKE 
       80        90       100       110       120       130         
 
            60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAE 
                                   
gi|402 MAEKLLRAVESYLLAHTAEYN       
      140       150                
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 17.6 E():   95 
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Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (24-33:110-119) 
 
                      10        20        30        40        50    
AAD-12        PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|154 FKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
            60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAE 
                                   
gi|154 MAEKLLRAVESYLLAHTDEYN       
     140       150       160       
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (24-33:110-119) 
 
                      10        20        30        40        50    
AAD-12        PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|167 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
            60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAE 
                                   
gi|167 MAEKLLRAVESYLLAHTAEYN       
     140       150       160       
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (24-33:110-119) 
 
                      10        20        30        40        50    
AAD-12        PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|167 FKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
            60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAE 
                                   
gi|167 MAEKLLRAVESYLLAHTAEYN       
     140       150       160       
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (24-33:110-119) 
 
                      10        20        30        40        50    
AAD-12        PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|730 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
            60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAE 
                                   
gi|730 MAEKLLRAVESYLLAHTAEYN       
     140       150       160       
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (24-33:110-119) 
 
                      10        20        30        40        50    
AAD-12        PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|167 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
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            60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAE 
                                   
gi|167 MAEKLLRAVESYLLAHTAEYN       
     140       150       160       
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (24-33:110-119) 
 
                      10        20        30        40        50    
AAD-12        PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
            60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAE 
                                   
gi|154 MAEKLLRAVESYLLAHTAEYN       
     140       150       160       
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (24-33:110-119) 
 
                      10        20        30        40        50    
AAD-12        PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|730 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
            60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAE 
                                   
gi|730 MAEKLLRAVESYLLAHTAEYN       
     140       150       160       
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 66.6  bits: 18.8 E():   96 
Smith-Waterman score: 49; 40.0% identity (65.0% similar) in 20 aa overlap (58-77:332-348) 
 
        30        40        50        60        70        80        
AAD-12 IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE        
                                     :  :.   .:: :. .::.:           
gi|113 ILSQGNRFLASDIKKEVVGRYGESAMSESINWNWR---SYMDVFENGAIFVPSGVDPVLT 
             310       320       330          340       350         
 
gi|113 PEQNAGMIPAEPGEAVLRLTSSAGVLSCQPGAPC 
      360       370       380       390   
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 66.5  bits: 14.5 E():   97 
Smith-Waterman score: 32; 25.0% identity (55.0% similar) in 20 aa overlap (31-50:1-20) 
 
               10        20        30        40        50        60 
AAD-12 PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA 
                                     :..:   :..  .   .: :           
gi|409                               IAKVPPGGXITAEYGDKWLD           
                                             10        20           
 
               70        80 
AAD-12 WHADSTYMPVMAQGAVFSAE 
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 66.4  bits: 17.6 E():   99 
Smith-Waterman score: 44; 27.3% identity (47.7% similar) in 44 aa overlap (7-50:90-127) 
 
                                       10        20        30       
AAD-12                         PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
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                                     ::  .  :  .:  ... : ::. .:     
gi|276 VCSARHVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSA--WGKANQVTGDDILFLS---- 
      60        70        80        90         100       110        
 
         40        50        60        70        80            
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE            
       :  .:  .   : :                                          
gi|276 DPDARFSKSIGWADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
           120       130       140       150       160         
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 66.4  bits: 17.6 E():   99 
Smith-Waterman score: 44; 27.3% identity (47.7% similar) in 44 aa overlap (7-50:90-127) 
 
                                       10        20        30       
AAD-12                         PGQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     ::  .  :  .:  ... : ::. .:     
gi|668 VCSARHVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSA--WGKANQVTGDDILFLS---- 
      60        70        80        90         100       110        
 
         40        50        60        70        80            
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE            
       :  .:  .   : :                                          
gi|668 DPDARFSKSIGWADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
           120       130       140       150       160         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:37 2011 done: Fri Jan 21 00:02:37 2011 
 Total Scan time:  0.080 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 49  - 128 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     4     2:*= 
  32     4     8:==* 
  34    12    22:====   * 
  36    58    44:==============*===== 
  38   101    73:========================*========= 
  40   101   102:=================================* 
  42   121   125:=========================================* 
  44   117   138:=======================================      * 
  46   138   140:==============================================* 
  48   148   134:============================================*===== 
  50   127   122:========================================*== 
  52    92   108:===============================    * 
  54    86    92:============================= * 
  56    66    77:======================   * 
  58    42    63:==============      * 
  60    63    51:================*==== 
  62    38    41:=============* 
  64    35    33:==========*= 
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  66    33    26:========*== 
  68    10    20:====  * 
  70    23    16:=====*== 
  72    28    12:===*====== 
  74    10    10:===* 
  76     9     8:==* 
  78     6     6:=* 
  80     5     5:=* 
  82     2     3:* 
  84     1     3:* 
  86     5     2:*= 
  88     2     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.85470.00367; mu= 2.5099 0.189 
 mean_var=50.760914.092, 0's: 2 Z-trim: 2  B-trim: 11 in 1/43 
 Lambda= 0.180015 
 Kolmogorov-Smirnov  statistic: 0.0216 (N=29) at  58 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   67 23.5    0.94 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   65 23.0     1.3 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   63 22.4     5.5 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   62 22.2       6 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   62 22.2     6.6 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   57 20.9     7.3 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   57 20.9     7.3 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   57 20.9     7.3 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   57 20.9     7.3 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   60 21.7     9.5 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   56 20.7      12 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   55 20.4      14 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   57 20.9      15 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   57 20.9      16 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   56 20.6      18 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   56 20.6      19 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   45 17.9      19 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   56 20.6      19 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   56 20.6      19 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   58 21.1      20 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   50 19.1      20 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   49 18.9      22 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   55 20.4      24 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   57 20.8      24 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   57 20.8      24 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   53 19.8      27 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   51 19.4      28 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   56 20.6      28 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   56 20.6      29 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 16.6      30 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 16.6      30 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 20.3      30 
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gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   54 20.1      35 
gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pach ( 199)   51 19.3      35 
gi|14423757|sp|O04701.1|MPAC1_CYNDA RecName: Full= ( 246)   52 19.6      37 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   52 19.6      37 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   58 21.1      38 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   48 18.6      39 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   48 18.6      39 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   48 18.6      39 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   48 18.6      39 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   52 19.6      40 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   52 19.6      40 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   56 20.6      40 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   53 19.8      43 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 18.6      44 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   54 20.1      45 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 19.3      45 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 19.1      46 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   47 18.3      46 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   51 19.3      47 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   48 18.6      48 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   48 18.6      48 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   48 18.6      48 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   48 18.6      48 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   48 18.6      48 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   48 18.6      48 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   48 18.6      48 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   48 18.6      48 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   48 18.6      48 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   48 18.6      48 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   48 18.6      48 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   48 18.6      48 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   48 18.6      48 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   48 18.6      48 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   53 19.8      49 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   53 19.8      49 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 19.3      49 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   48 18.6      49 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   52 19.6      50 
gi|34851174|gb|AAP15199.1| profilin-like protein [ ( 131)   46 18.1      56 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   54 20.0      56 
gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=M ( 308)   51 19.3      56 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   46 18.1      57 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   47 18.3      57 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   47 18.3      57 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   47 18.3      57 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   47 18.3      57 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   47 18.3      57 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   47 18.3      57 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   47 18.3      57 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   47 18.3      57 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   47 18.3      57 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   47 18.3      57 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   47 18.3      57 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 19.1      58 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 19.1      58 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   53 19.8      59 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   53 19.8      59 
gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full= (  85)   43 17.3      61 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 19.0      65 
gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full= ( 131)   45 17.8      66 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 18.8      67 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   44 17.6      67 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   44 17.6      67 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 18.1      68 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 18.1      68 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   53 19.8      70 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 15.3      73 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   47 18.3      76 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   53 19.8      79 
gi|2959898|emb|CAA73720.1| Profilin [Mercurialis a ( 133)   44 17.5      80 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   45 17.8      81 
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gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   45 17.8      82 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   44 17.5      85 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 19.0      86 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   42 17.1      86 
gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin pre ( 148)   44 17.5      90 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   52 19.5      90 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   51 19.3      91 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 19.0      93 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   52 19.5      94 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   32 14.6      94 
gi|14422361|emb|CAC41634.1| plantain pollen major  ( 131)   43 17.3      94 
gi|14422359|emb|CAC41633.1| plantain pollen major  ( 131)   43 17.3      94 
gi|14422363|emb|CAC41635.1| plantain pollen major  ( 131)   43 17.3      94 
gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 ( 131)   43 17.3      94 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   48 18.5      94 
gi|62240392|gb|AAX77384.1| 11S globulin precursor  ( 523)   51 19.3      96 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   44 17.5      97 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   49 18.8      97 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   49 18.8      97 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   49 18.8      97 
gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea  ( 316)   48 18.5      97 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   44 17.5      97 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   44 17.5      97 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   44 17.5      97 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   44 17.5      97 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   44 17.5      97 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   44 17.5      97 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   44 17.5      97 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  67  Z-score: 102.9  bits: 23.5 E(): 0.94 
Smith-Waterman score: 67; 40.0% identity (63.3% similar) in 30 aa overlap (35-64:30-56) 
 
           10        20        30        40        50        60     
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:::.  ::. : :   ::. :.. : 
gi|126  TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTK--KGNL-WEVKS 
                10        20        30        40          50        
 
           70        80                          
AAD-12 TYMPVMAQGAVFSAEV                          
                                                 
gi|126 AKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
         60        70        80        90        
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  65  Z-score: 100.2  bits: 23.0 E():  1.3 
Smith-Waterman score: 65; 35.5% identity (64.5% similar) in 31 aa overlap (35-65:30-57) 
 
           10        20        30        40        50        60     
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:::.  ::. . :   ::. :.. : 
gi|144  VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKS 
                10        20        30        40          50        
 
           70        80                         
AAD-12 TYMPVMAQGAVFSAEV                         
       .                                        
gi|144 SKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
         60        70        80        90       
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  44 init1:  44 opt:  63  Z-score: 89.1  bits: 22.4 E():  5.5 
Smith-Waterman score: 63; 26.7% identity (56.7% similar) in 60 aa overlap (7-66:207-260) 
 
                                       10        20        30       
AAD-12                         GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|390 GSNPNYLALLVKFVAGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
        180       190       200       210       220            230  
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         40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
        :::  . .      : .. . .:.::..:               
gi|390 FTVRYTTEGGTKGEAKDVIPE-GWKADTAYESK            
             240       250        260               
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  44 init1:  44 opt:  62  Z-score: 88.5  bits: 22.2 E():    6 
Smith-Waterman score: 62; 26.7% identity (55.0% similar) in 60 aa overlap (7-66:184-237) 
 
                                       10        20        30       
AAD-12                         GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|458 GSNPNYLALLVKFVAGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
           160       170       180       190       200              
 
         40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
        :::  . .      : .. . .:.::. :               
gi|458 FTVRYTTEGGTKGEAKDVIPE-GWKADTCYESK            
      210       220        230       240            
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  44 init1:  44 opt:  62  Z-score: 87.7  bits: 22.2 E():  6.6 
Smith-Waterman score: 62; 26.7% identity (56.7% similar) in 60 aa overlap (7-66:206-259) 
 
                                       10        20        30       
AAD-12                         GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|158 KGSNPNYLALLVKFSGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
         180       190       200       210       220            230 
 
         40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
        :::  . .      : .. . .:.::..:               
gi|158 FTVRYTTEGGTKARAKDVIPE-GWKADTAYESK            
              240       250        260              
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 87.0  bits: 20.9 E():  7.3 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (9-64:29-82) 
 
                                   10        20        30        40 
AAD-12                     GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV                     
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 87.0  bits: 20.9 E():  7.3 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (9-64:29-82) 
 
                                   10        20        30        40 
AAD-12                     GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSGLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV                     
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
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 initn:  52 init1:  52 opt:  57  Z-score: 87.0  bits: 20.9 E():  7.3 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (9-64:29-82) 
 
                                   10        20        30        40 
AAD-12                     GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV                     
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 87.0  bits: 20.9 E():  7.3 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (9-64:29-82) 
 
                                   10        20        30        40 
AAD-12                     GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|117 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV                     
       .:.  ::  : :   :  .:  ::                                     
gi|117 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 84.9  bits: 21.7 E():  9.5 
Smith-Waterman score: 60; 23.3% identity (58.3% similar) in 60 aa overlap (7-66:207-260) 
 
                                       10        20        30       
AAD-12                         GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   : .. .   .  
gi|126 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
         40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
        :..  . .:..:..       .:.::..:               
gi|126 YTTEGGTKSEFEDVIP-----EGWKADTSYSAK            
         240       250            260               
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 83.4  bits: 20.7 E():   12 
Smith-Waterman score: 56; 27.1% identity (58.3% similar) in 48 aa overlap (24-64:111-158) 
 
                      10        20        30           40           
AAD-12        GQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|400 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
         50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
        . ..... : .  :.:.                 
gi|400 GETLLRAVEGYLLAHSDAYN               
              150       160               
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 82.1  bits: 20.4 E():   14 
Smith-Waterman score: 55; 32.4% identity (58.8% similar) in 34 aa overlap (43-70:114-147) 
 
             20        30        40        50            60         
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV----GNMAWHA--DSTY 
                                     :::. :.. : .:    :   : .  .:.. 
gi|250 EVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSW 
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            90       100       110       120       130       140    
 
         70        80  
AAD-12 MPVMAQGAVFSAEV  
        ::.            
gi|250 APVLDFVFSTLKNEL 
           150         
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  44 init1:  44 opt:  57  Z-score: 81.4  bits: 20.9 E():   15 
Smith-Waterman score: 57; 23.3% identity (58.3% similar) in 60 aa overlap (7-66:184-237) 
 
                                       10        20        30       
AAD-12                         GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: :.   :     .. .  
gi|331 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIALKESWGAIWRVDTPD-----KLTGP 
           160       170       180       190       200              
 
         40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
        :::  . .   . .. .. . .:.::..:               
gi|331 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYEAK            
      210       220        230       240            
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  44 init1:  44 opt:  57  Z-score: 80.7  bits: 20.9 E():   16 
Smith-Waterman score: 57; 23.3% identity (58.3% similar) in 60 aa overlap (7-66:208-261) 
 
                                       10        20        30       
AAD-12                         GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: :.   :     .. .  
gi|180 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIALKESWGAIWRVDTPD-----KLTGP 
       180       190       200       210       220            230   
 
         40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
        :::  . .   . .. .. . .:.::..:               
gi|180 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYEAK            
            240       250        260                
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 80.0  bits: 20.6 E():   18 
Smith-Waterman score: 56; 25.0% identity (56.7% similar) in 60 aa overlap (7-66:185-238) 
 
                                       10        20        30       
AAD-12                         GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|283 GSNPNYLALLVKYVNGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
          160       170       180       190       200        210    
 
         40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
        :..  . .: .:..       .:.::..:               
gi|283 YTTEGGTKTEAEDVIP-----EGWKADTSYESK            
           220            230       240             
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 79.6  bits: 20.6 E():   19 
Smith-Waterman score: 56; 23.3% identity (56.7% similar) in 60 aa overlap (7-66:196-249) 
 
                                       10        20        30       
AAD-12                         GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   :     .. .  
gi|168 GSNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPD-----KLTGP 
         170       180       190       200       210            220 
 
         40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
        :::  . .   . .. .. . .:.::..:               
gi|168 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYSAK            
              230       240        250              
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>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 79.5  bits: 17.9 E():   19 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (8-31:17-38) 
 
                        10        20        30        40        50  
AAD-12          GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                       ::.  : .. :. :. ::: .. :                     
gi|217 LVSVEHQAARLKVAKAQQL--AAQLPAMCRLEGGDALSASQ                    
               10          20        30                             
 
              60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEV 
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 79.3  bits: 20.6 E():   19 
Smith-Waterman score: 56; 25.0% identity (56.7% similar) in 60 aa overlap (7-66:207-260) 
 
                                       10        20        30       
AAD-12                         GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|117 GSNPNYLALLVKYVNGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
         40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
        :..  . .: .:..       .:.::..:               
gi|117 YTTEGGTKTEAEDVIP-----EGWKADTSYESK            
         240       250            260               
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 79.3  bits: 20.6 E():   19 
Smith-Waterman score: 56; 23.3% identity (56.7% similar) in 60 aa overlap (7-66:207-260) 
 
                                       10        20        30       
AAD-12                         GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   :     .. .  
gi|752 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPD-----KLTGP 
        180       190       200       210       220            230  
 
         40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
        :::  . .   . .. .. . .:.::..:               
gi|752 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYSAK            
             240       250        260               
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 78.9  bits: 21.1 E():   20 
Smith-Waterman score: 58; 25.0% identity (58.3% similar) in 48 aa overlap (31-78:262-309) 
 
               10        20        30        40        50        60 
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|169 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
               70        80                                         
AAD-12 HADSTYMPVMAQGAVFSAEV                                         
       .: :.::  .  ..::.:                                           
gi|169 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 78.9  bits: 19.1 E():   20 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (23-38:29-43) 
 
                     10        20        30        40        50     
AAD-12       GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI 
                                   : :::::. ..:  :.                 
gi|105 CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIWRK 
               10        20        30         40        50          
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           60        70        80               
AAD-12 VGNMAWHADSTYMPVMAQGAVFSAEV               
                                                
gi|105 DSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
      60        70        80        90          
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 78.2  bits: 18.9 E():   22 
Smith-Waterman score: 49; 32.3% identity (58.1% similar) in 31 aa overlap (38-66:35-64) 
 
        10        20        30        40          50        60      
AAD-12 QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE--WDDMMKVIVGNMAWHADST 
                                     : . ..::.  :: .  : .   .: ::.  
gi|323 QTCAGNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKP 
           10        20        30        40         50        60    
 
          70        80              
AAD-12 YMPVMAQGAVFSAEV              
       :                            
gi|323 YSWRYGWTAFCGPAGPRCLRTNAAVTVR 
            70        80        90  
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  44 init1:  44 opt:  55  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 55; 25.9% identity (56.9% similar) in 58 aa overlap (7-64:213-264) 
 
                                       10        20        30       
AAD-12                         GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|249 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
            190       200       210       220       230        240  
 
         40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
        :..  . ::..:..       .:.::.                 
gi|249 YTTEGGTKAEFEDVIP-----EGWKADTHDASK            
             250            260                     
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 77.5  bits: 20.8 E():   24 
Smith-Waterman score: 57; 25.0% identity (58.3% similar) in 48 aa overlap (31-78:262-309) 
 
               10        20        30        40        50        60 
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
               70        80                                         
AAD-12 HADSTYMPVMAQGAVFSAEV                                         
       .: :.::  .  ..::.:                                           
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 77.5  bits: 20.8 E():   24 
Smith-Waterman score: 57; 25.0% identity (58.3% similar) in 48 aa overlap (31-78:262-309) 
 
               10        20        30        40        50        60 
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
               70        80                                         
AAD-12 HADSTYMPVMAQGAVFSAEV                                         
       .: :.::  .  ..::.:                                           
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
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>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 76.6  bits: 19.8 E():   27 
Smith-Waterman score: 53; 33.3% identity (63.3% similar) in 30 aa overlap (1-30:135-160) 
 
                                             10        20        30 
AAD-12                               GQHLSNDQQITFAKRFGAIERIGGGDIVAI 
                                     ::  :..:: .  :    ..:.  ::..:. 
gi|221 LIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLIAV 
          110       120       130       140           150       160 
 
               40        50        60        70        80          
AAD-12 SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV          
                                                                   
gi|221 PTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRRS 
              170       180       190       200       210          
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 76.4  bits: 19.4 E():   28 
Smith-Waterman score: 51; 27.1% identity (62.5% similar) in 48 aa overlap (24-64:110-157) 
 
                      10        20        30           40           
AAD-12        GQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|437 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
      80        90       100       110       120       130          
 
         50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
        . ..:.. . .  :.:.                 
gi|437 GETLLKAVESYLLAHSDAYN               
     140       150                        
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 76.3  bits: 20.6 E():   28 
Smith-Waterman score: 56; 21.7% identity (55.1% similar) in 69 aa overlap (12-78:103-171) 
 
                                  10         20        30        40 
AAD-12                    GQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|309 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
               50        60         70        80                    
AAD-12 QHSPAEWDDMMKVIVGNMAWHAD-STYMPVMAQGAVFSAEV                    
       .: :: ::   : .. .. ...  ..     : ::. .:                      
gi|309 DHPPASWDWRKKGVITQVKYQGGCGSGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
gi|309 ESEGCYNGWHYQSFEWVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSDE 
            200       210       220       230       240       250   
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 76.1  bits: 20.6 E():   29 
Smith-Waterman score: 56; 25.0% identity (58.3% similar) in 48 aa overlap (31-78:262-309) 
 
               10        20        30        40        50        60 
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|158 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQLT 
             240       250       260       270       280       290  
 
               70        80                                         
AAD-12 HADSTYMPVMAQGAVFSAEV                                         
       .: :.::  .  ..::.:                                           
gi|158 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 75.8  bits: 16.6 E():   30 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (60-66:19-25) 
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      30        40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     :.::..:               
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE              
                           10        20                    
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 75.8  bits: 16.6 E():   30 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (60-66:19-25) 
 
      30        40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     :.::..:               
gi|320             YTTEGGTKAEAEDVIPEGWKADTSYE              
                           10        20                    
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 75.8  bits: 20.3 E():   30 
Smith-Waterman score: 55; 30.6% identity (58.3% similar) in 36 aa overlap (45-80:155-190) 
 
           20        30        40        50        60        70     
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :   . ..::.:..  :: .     .  :: 
gi|249 QLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA 
          130       140       150       160       170       180     
 
           80                                                       
AAD-12 VFSAEV                                                       
       . .:::                                                       
gi|249 IPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTL 
          190       200       210       220       230       240     
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 74.7  bits: 20.1 E():   35 
Smith-Waterman score: 54; 25.6% identity (48.7% similar) in 39 aa overlap (9-47:191-229) 
 
                                     10        20        30         
AAD-12                       GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ::..   .:   :  : :..   .. :    
gi|320 KEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDP 
              170       180       190       200       210       220 
 
       40        50        60        70        80                   
AAD-12 VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV                   
       : . . : :                                                    
gi|320 VISFKTALWFWMTPQSPKPSCHNVITGRWTPSAADRAAGRLPGYGVITNIINGGIECGKG 
              230       240       250       260       270       280 
 
>>gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pachycon  (199 aa) 
 initn:  40 init1:  40 opt:  51  Z-score: 74.6  bits: 19.3 E():   35 
Smith-Waterman score: 51; 25.0% identity (53.3% similar) in 60 aa overlap (19-76:97-148) 
 
                           10        20        30        40         
AAD-12             GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD 
                                     .::   :. .:.:.  : :      : . . 
gi|169 MPDLTWDNELAAIAQRWVNQCKIGHDGCRNVERYQVGQNIAMSGSTAKG------PCNMN 
         70        80        90       100       110             120 
 
       50          60        70        80                           
AAD-12 DMMKVIVG--NMAWHADSTYMPVMAQGAVFSAEV                           
       ..... ..  :    :: . ::  ..:  :                               
gi|169 NLVQMWINEVNALNAADVSSMP--SDGNYFMKIGHYTQLVWGKTTKVGCGIIQFLDGKFY 
              130       140         150       160       170         
 
>>gi|14423757|sp|O04701.1|MPAC1_CYNDA RecName: Full=Majo  (246 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 74.2  bits: 19.6 E():   37 
Smith-Waterman score: 52; 22.4% identity (53.1% similar) in 49 aa overlap (5-53:156-200) 
 
                                         10        20        30     
AAD-12                           GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK 
                                     :::. ...  ...:    : :.:::..    
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gi|144 RKAGELTLQFRRVKCKYPSGTKITFHIEKGSNDHYLALLVKYAA----GDGNIVAVDIKP 
         130       140       150       160           170       180  
 
           40        50        60        70        80               
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV               
        :.       . :  . ..                                          
gi|144 RDSDEFIPMKSSWGAIWRIDPKKPLKGPFSIRLTSEGGAHLVQDDVIPANWKPDTVYTSK 
             190       200       210       220       230       240  
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.2  bits: 19.6 E():   37 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (7-66:192-245) 
 
                                       10        20        30       
AAD-12                         GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|116 GSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
             170       180       190       200       210        220 
 
         40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
        :..  . .: .:..       .:.::..:               
gi|116 YTTEGGTKGEAEDVIP-----EGWKADTAYEAK            
              230            240                    
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  48 init1:  48 opt:  58  Z-score: 74.0  bits: 21.1 E():   38 
Smith-Waterman score: 58; 20.3% identity (59.5% similar) in 79 aa overlap (1-78:242-315) 
 
                                             10        20           
AAD-12                               GQHLSNDQQITFAKRFGAIERIGGGDI-VA 
                                     ::.... ::.  ....:  .. : :.     
gi|220 PGQGQQIGQGQQGYYPTSPQHPGQRQQPGQGQQIGQGQQLGQGRQIGQGQQSGQGQQGYY 
             220       230       240       250       260       270  
 
      30        40        50        60        70        80          
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV          
        .. .  :  .:  :..:..  .   :.....  :  .: ..: . . :            
gi|220 PTSPQQLGQGQQ--PGQWQQSGQ---GQQGYYPTSQQQPGQGQQGQYPASQQQPGQGQQG 
             280         290          300       310       320       
 
gi|220 QYPASQQQPGQGQQGQYPASQQQPGQGQQGHYLASQQQPGQGQQRHYPASLQQPGQGQQG 
        330       340       350       360       370       380       
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 73.8  bits: 18.6 E():   39 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (22-73:15-79) 
 
               10        20        30        40               50    
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKV 
                            : :  ..: . .  ::.:  ::       : :   .::  
gi|604        MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKD 
                      10        20        30        40        50    
 
                 60         70        80                            
AAD-12 I--VGNMA---WHADST-YMPVMAQGAVFSAEV                            
       .   :..:    :  .: :: ....:                                   
gi|604 FDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETLTPG 
            60        70        80        90       100       110    
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 73.8  bits: 18.6 E():   39 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (22-73:15-79) 
 
               10        20        30        40               50    
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKV 
                            : :  ..: . .  ::.:  ::       : :   .::  
gi|218        MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKD 
                      10        20        30        40        50    
 
                 60         70        80                            
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AAD-12 I--VGNMA---WHADST-YMPVMAQGAVFSAEV                            
       .   :..:    :  .: :: ....:                                   
gi|218 FDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETLTPG 
            60        70        80        90       100       110    
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 73.8  bits: 18.6 E():   39 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (22-73:15-79) 
 
               10        20        30        40               50    
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKV 
                            : :  ..: . .  ::.:  ::       : :   .::  
gi|288        MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKD 
                      10        20        30        40        50    
 
                 60         70        80                            
AAD-12 I--VGNMA---WHADST-YMPVMAQGAVFSAEV                            
       .   :..:    :  .: :: ....:                                   
gi|288 FDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPLTPG 
            60        70        80        90       100       110    
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 73.8  bits: 18.6 E():   39 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (22-73:15-79) 
 
               10        20        30        40               50    
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKV 
                            : :  ..: . .  ::.:  ::       : :   .::  
gi|144        MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKD 
                      10        20        30        40        50    
 
                 60         70        80                            
AAD-12 I--VGNMA---WHADST-YMPVMAQGAVFSAEV                            
       .   :..:    :  .: :: ....:                                   
gi|144 FDEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPLTPG 
            60        70        80        90       100       110    
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 73.7  bits: 19.6 E():   40 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (7-66:207-260) 
 
                                       10        20        30       
AAD-12                         GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|386 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
         40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
        :..  . .: .:..       .:.::..:               
gi|386 YTTEGGTKVEAEDVIP-----EGWKADTAYESK            
         240       250            260               
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 73.6  bits: 19.6 E():   40 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (7-66:209-262) 
 
                                       10        20        30       
AAD-12                         GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|117 GSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
      180       190       200       210       220       230         
 
         40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
        :..  . .: .:..       .:.::..:               
gi|117 YTTEGGTKGEAEDVIP-----EGWKADTAYEAK            
       240       250            260                 
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 73.5  bits: 20.6 E():   40 
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Smith-Waterman score: 56; 40.6% identity (56.2% similar) in 32 aa overlap (1-30:153-184) 
 
                                             10          20         
AAD-12                               GQHLSNDQQITFAK--RFGAIERIGGGDIV 
                                     ::.   .::  : .  :    .::  ::.: 
gi|258 QGQQEQQQERQGRQQGRQQQEEGRQQEQQQGQQGRPQQQQQFRQLDRHQKTRRIREGDVV 
            130       140       150       160       170       180   
 
       30        40        50        60        70        80         
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV         
       ::                                                           
gi|258 AIPAGVAYWSYNDGDQELVAVNLFHVSSDHNQLDQNPRKFYLAGNPENEFNQQGQSQPRQ 
            190       200       210       220       230       240   
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 72.9  bits: 19.8 E():   43 
Smith-Waterman score: 53; 22.9% identity (58.3% similar) in 48 aa overlap (28-73:223-270) 
 
                  10        20        30         40        50       
AAD-12    GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKV-IV 
                                     : . ..  ::   ..:.  :..  ..  :. 
gi|729 EGVLSRKVPSHLTLETPRVKMNMKYDRYAPVKVFKLDYDGIHFEKHTDIEYEPGVRYKII 
            200       210       220       230       240       250   
 
          60        70        80                                    
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEV                                    
       ::   . :. .. . .::                                           
gi|729 GNGKLKDDGRHYSIDVQGIPRKAFNLDADLMDFKLKVSKPEDSNKAQFSYTFNEYTETEE 
            260       270       280       290       300       310   
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 72.9  bits: 18.6 E():   44 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (31-47:2-19) 
 
               10        20        30         40        50          
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD-GTVRQHSPAEWDDMMKVIVGNMA 
                                     ..: .: :.. ..::.::             
gi|250                              PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPF 
                                            10        20        30  
 
      60        70        80                                        
AAD-12 WHADSTYMPVMAQGAVFSAEV                                        
                                                                    
gi|250 PRCRALVKSQCAGGQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDK 
              40        50        60        70        80        90  
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 72.7  bits: 20.1 E():   45 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (34-49:89-105) 
 
            10        20        30         40        50        60   
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .              
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       60        70        80        90       100       110         
 
             70        80                                           
AAD-12 DSTYMPVMAQGAVFSAEV                                           
                                                                    
gi|114 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      120       130       140       150       160       170         
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 72.6  bits: 19.3 E():   45 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (23-38:181-195) 
 
                       10        20        30        40        50   
AAD-12         GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
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             60        70        80                
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEV                
                                                   
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 72.5  bits: 19.1 E():   46 
Smith-Waterman score: 50; 40.0% identity (72.0% similar) in 25 aa overlap (27-51:9-29) 
 
               10        20        30        40        50        60 
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                 :::.....: .    :.:: .:: :          
gi|144                   MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMVDQIV 
                                 10            20        30         
 
               70        80                                         
AAD-12 HADSTYMPVMAQGAVFSAEV                                         
                                                                    
gi|144 KSLTTKKELDPFKIEQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKIDTDGG 
       40        50        60        70        80        90         
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 72.4  bits: 18.3 E():   46 
Smith-Waterman score: 47; 28.6% identity (68.6% similar) in 35 aa overlap (9-42:93-127) 
 
                                     10         20        30        
AAD-12                       GQHLSNDQQITFA-KRFGAIERIGGGDIVAISNVKADG 
                                     :  :. :.   :....: :.:. ..: .   
gi|121 FKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVT 
             70        80        90       100       110       120   
 
        40        50        60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
       .::..                                       
gi|121 SVRSYKRI                                    
            130                                    
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 72.3  bits: 19.3 E():   47 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (23-53:192-222) 
 
                       10        20        30        40         50  
AAD-12         GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : : ..  
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
              60        70        80               
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEV               
       .:                                          
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (24-64:110-157) 
 
                      10        20        30           40           
AAD-12        GQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|384 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
         50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
        . ..... . .  :.:.                 
gi|384 GETLLRAVESYLLAHSDAYN               
     140       150                        
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>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (24-64:110-157) 
 
                      10        20        30           40           
AAD-12        GQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|115 KYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
         50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
        . ..... . .  :.:.                 
gi|115 GETLLRAVESYLLAHSDAYN               
     140       150                        
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (62.5% similar) in 48 aa overlap (24-64:110-157) 
 
                      10        20        30           40           
AAD-12        GQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|437 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
      80        90       100       110       120       130          
 
         50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
        . ..... . .  :.:.                 
gi|437 GETLLRAVESYLLAHSDAYN               
     140       150                        
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (24-64:110-157) 
 
                      10        20        30           40           
AAD-12        GQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|437 KYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
         50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
        . ..... . .  :.:.                 
gi|437 GETLLRAVESYLLAHSDAYN               
     140       150                        
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (24-64:111-158) 
 
                      10        20        30           40           
AAD-12        GQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
         50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
        . ..... . .  :.:.                 
gi|154 RETLLRAVESYLLAHSDAYN               
              150       160               
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (24-64:111-158) 
 
                      10        20        30           40           
AAD-12        GQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
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gi|400 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
         50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
        . ..... . .  :.:.                 
gi|400 GETLLRAVESYLLAHSDAYN               
              150       160               
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (24-64:111-158) 
 
                      10        20        30           40           
AAD-12        GQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|256 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
         50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
        . ..... . .  :.:.                 
gi|256 GETLLRAVESYLLAHSDAYN               
              150       160               
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (24-64:111-158) 
 
                      10        20        30           40           
AAD-12        GQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|114 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
         50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
        . ..... . .  :.:.                 
gi|114 GETLLRAVESYLLAHSDAYN               
              150       160               
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (24-64:111-158) 
 
                      10        20        30           40           
AAD-12        GQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|132 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
         50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
        . ..... . .  :.:.                 
gi|132 GETLLRAVESYLLAHSDAYN               
              150       160               
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (62.5% similar) in 48 aa overlap (24-64:111-158) 
 
                      10        20        30           40           
AAD-12        GQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|400 KYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
         50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
        . ..... . .  :.:.                 
gi|400 GETLLRAVESYLLAHSDAYN               
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              150       160               
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (24-64:111-158) 
 
                      10        20        30           40           
AAD-12        GQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|256 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
         50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
        . ..... . .  :.:.                 
gi|256 GETLLRAVESYLLAHSDAYN               
              150       160               
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (24-64:111-158) 
 
                      10        20        30           40           
AAD-12        GQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
         50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
        . ..... . .  :.:.                 
gi|154 GETLLRAVESYLLAHSDAYN               
              150       160               
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (24-64:111-158) 
 
                      10        20        30           40           
AAD-12        GQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
         50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
        . ..... . .  :.:.                 
gi|154 GETLLRAVESYLLAHSDAYN               
              150       160               
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (24-64:111-158) 
 
                      10        20        30           40           
AAD-12        GQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
         50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
        . ..... . .  :.:.                 
gi|154 GETLLRAVESYLLAHSDAYN               
              150       160               
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 72.1  bits: 19.8 E():   49 
Smith-Waterman score: 53; 21.7% identity (52.2% similar) in 69 aa overlap (12-78:103-171) 
 
                                  10         20        30        40 
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AAD-12                    GQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|119 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
               50        60         70        80                    
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTY-MPVMAQGAVFSAEV                    
       .: :: ::   : .. .. ...         : ::. .:                      
gi|119 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
gi|119 ESEGSYNGWQYQSFEWVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSDE 
            200       210       220       230       240       250   
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 72.1  bits: 19.8 E():   49 
Smith-Waterman score: 53; 21.7% identity (52.2% similar) in 69 aa overlap (12-78:103-171) 
 
                                  10         20        30        40 
AAD-12                    GQHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|129 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
               50        60         70        80                    
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTY-MPVMAQGAVFSAEV                    
       .: :: ::   : .. .. ...         : ::. .:                      
gi|129 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
gi|129 ESEGSYNGWQYQSFEWVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSDE 
            200       210       220       230       240       250   
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 72.1  bits: 19.3 E():   49 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (23-38:199-213) 
 
                       10        20        30        40        50   
AAD-12         GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
             60        70        80                
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEV                
                                                   
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 48; 29.8% identity (47.4% similar) in 57 aa overlap (33-75:38-90) 
 
             10        20        30        40           50          
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ---HSPAEWDDMMKVIVGNMA 
                                     :.: . .:.    .:  ::.. ::    .: 
gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKVA---QA 
        10        20        30        40        50        60        
 
      60                   70        80                             
AAD-12 W-----------HADSTYMPVMAQGAVFSAEV                             
       :           :.:      :::::.                                  
gi|148 WAETRTPDCSLIHSDRCG-ENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQI 
           70        80         90       100       110       120    
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 71.9  bits: 19.6 E():   50 
Smith-Waterman score: 52; 17.9% identity (62.7% similar) in 67 aa overlap (2-68:247-307) 
 
                                            10        20        30  
AAD-12                              GQHLSNDQQITFAKRFGAIERIGGGDIVAIS 
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                                     :. ...: : .   ..  :..: :..:    
gi|170 QCCQQLAQIPQQLQCAAIHSVVHSIIMQQQQQQQQQQGIDIFLPLSQHEQVGQGSLV--- 
        220       230       240       250       260       270       
 
              40        50        60        70        80         
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV         
         ...: .. ..::. . . .... ..    . .:.:                     
gi|170 --QGQGIIQPQQPAQLEAIRSLVLQTLPSMCN-VYVPPECSIMRAPFASIVAGIGGQ 
             280       290       300        310       320        
 
>>gi|34851174|gb|AAP15199.1| profilin-like protein [Humu  (131 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 71.0  bits: 18.1 E():   56 
Smith-Waterman score: 46; 30.9% identity (50.0% similar) in 68 aa overlap (22-75:15-82) 
 
               10        20        30        40               50    
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR-------QHSPAEWDDMMKV 
                            : :  ..: . .  ::.:        : .: :   .::  
gi|348        MSWQAYVDDHLMCEIDGQHLTAAAIIGHDGSVWAQSSTFPQFKPEEIAAIMKD 
                      10        20        30        40        50    
 
                 60         70         80                           
AAD-12 IV--GNMA---WHADST-YMPVMA-QGAVFSAEV                           
       .   :..:    :  .  :: .:. ::::                                
gi|348 FEEPGSLAPTGLHLGGIKYMVIMGEQGAVIRGKKGAGGITVKKTGAAMIIGIYDEPLTPG 
            60        70        80        90       100       110    
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 71.0  bits: 20.0 E():   56 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (34-49:119-135) 
 
            10        20        30         40        50        60   
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .              
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       90       100       110       120       130       140         
 
             70        80                                           
AAD-12 DSTYMPVMAQGAVFSAEV                                           
                                                                    
gi|476 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      150       160       170       180       190       200         
 
>>gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=Major  (308 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 71.0  bits: 19.3 E():   56 
Smith-Waterman score: 51; 31.5% identity (53.7% similar) in 54 aa overlap (13-62:104-154) 
 
                                 10        20        30          40 
AAD-12                   GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD--GTVR 
                                     ::  : : ..  .  :: . ..:   : :: 
gi|249 PLPTPLRRTSSRSSRPPSPSPPRASSPTSAAKAPGLIPKLDTAYDVAYKAAEAHPRGQVR 
            80        90       100       110       120       130    
 
                 50        60        70        80                   
AAD-12 Q--HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV                   
       .  : : .    ..::.: .  ::                                     
gi|249 RLRHCPHR---SLRVIAGALEVHAVKPATEEVLAAKIPTGELQIVDKIDAAFKIAATAAN 
           140          150       160       170       180       190 
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.9  bits: 18.1 E():   57 
Smith-Waterman score: 46; 33.3% identity (66.7% similar) in 21 aa overlap (53-73:11-31) 
 
             30        40        50        60        70        80   
AAD-12 GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV   
                                     ::.. .:: ...   :. : :          
gi|249                     MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQ 
                                   10        20        30        40 
 
gi|249 DIMPCLHFVKGEEKEPSKECCSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVA 
               50        60        70        80        90       100 
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>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 47; 25.0% identity (58.3% similar) in 48 aa overlap (24-64:110-157) 
 
                      10        20        30           40           
AAD-12        GQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|159 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEL 
      80        90       100       110       120       130          
 
         50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
        . ..... . .  :.:.                 
gi|159 GETLLRAVESYLLAHSDAYN               
     140       150                        
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.7  bits: 18.3 E():   57 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (24-64:111-158) 
 
                      10        20        30           40           
AAD-12        GQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
         50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
        . ..... . .  :.:.                 
gi|132 GEALLRAVESYLLAHSDAYN               
              150       160               
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.7  bits: 18.3 E():   57 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (24-64:111-158) 
 
                      10        20        30           40           
AAD-12        GQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|400 KYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
         50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
        . ..... . .  :.:.                 
gi|400 GEALLRAVESYLLAHSDAYN               
              150       160               
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.7  bits: 18.3 E():   57 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (24-64:111-158) 
 
                      10        20        30           40           
AAD-12        GQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
         50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
        . ..... . .  :.:.                 
gi|116 GEALLRAVESYLLAHSDAYN               
              150       160               
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.7  bits: 18.3 E():   57 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (24-64:111-158) 
 
                      10        20        30           40           
AAD-12        GQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
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gi|132 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
         50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
        . ..... . .  :.:.                 
gi|132 AEALLRAVESYLLAHSDAYN               
              150       160               
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.7  bits: 18.3 E():   57 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (24-64:111-158) 
 
                      10        20        30           40           
AAD-12        GQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDQEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
         50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
        . ..... . .  :.:.                 
gi|116 GEALLRAVESYLLAHSDAYN               
              150       160               
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.7  bits: 18.3 E():   57 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (24-64:111-158) 
 
                      10        20        30           40           
AAD-12        GQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
         50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
        . ..... . .  :.:.                 
gi|116 GEALLRAVESYLLAHSDAYN               
              150       160               
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 70.7  bits: 18.3 E():   57 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (23-63:110-157) 
 
                       10        20        30              40       
AAD-12         GQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
          50        60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
         . ..... . .  :.:                  
gi|154 MAEKLLRAVESYLLAHTDEYN               
     140       150       160               
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.7  bits: 18.3 E():   57 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (24-64:111-158) 
 
                      10        20        30           40           
AAD-12        GQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
         50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
        . ..... . .  :.:.                 
gi|132 GEALLRAVESYLLAHSDAYN               

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 1472



 

 

              150       160               
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.7  bits: 18.3 E():   57 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (24-64:111-158) 
 
                      10        20        30           40           
AAD-12        GQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
         50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
        . ..... . .  :.:.                 
gi|116 GEALLRAVESYLLAHSDAYN               
              150       160               
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 70.7  bits: 18.3 E():   57 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (23-63:110-157) 
 
                       10        20        30              40       
AAD-12         GQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
          50        60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
         . ..... . .  :.:                  
gi|154 MAEKLLRAVESYLLAHTDEYN               
     140       150       160               
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (23-38:198-212) 
 
                       10        20        30        40        50   
AAD-12         GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
             60        70        80                
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEV                
                                                   
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
        230       240       250       260          
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (23-38:198-212) 
 
                       10        20        30        40        50   
AAD-12         GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
             60        70        80                
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEV                
                                                   
gi|115 RKDSDKPIKGPITVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
        230       240       250       260          
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 70.6  bits: 19.8 E():   59 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (6-26:330-350) 
 
                                        10        20        30      
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AAD-12                          GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|149 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
          40        50        60        70        80                
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV                
                                                                    
gi|149 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 70.5  bits: 19.8 E():   59 
Smith-Waterman score: 53; 37.9% identity (58.6% similar) in 29 aa overlap (2-30:110-138) 
 
                                            10        20        30  
AAD-12                              GQHLSNDQQITFAKRFGAIERIGGGDIVAIS 
                                     :  .. :.  :  :   :.:.  :::.::  
gi|259 NAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIAIP 
      80        90       100       110       120       130          
 
              40        50        60        70        80            
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV            
                                                                    
gi|259 AGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGRNL 
     140       150       160       170       180       190          
 
>>gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full=Polc  (85 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.3  bits: 17.3 E():   61 
Smith-Waterman score: 43; 36.6% identity (46.3% similar) in 41 aa overlap (14-54:17-54) 
 
                  10        20        30        40        50        
AAD-12    GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                       ::: :    : : : :    .:  :. . .: :   ::  :    
gi|144 MADDHPQDKAERERIFKRFDAN---GDGKISAAELGEALKTLGSITPDEVKHMMAEIDTD 
               10        20           30        40        50        
 
        60        70        80      
AAD-12 MAWHADSTYMPVMAQGAVFSAEV      
                                    
gi|144 GDGFISFQEFTDFGRANRGLLKDVAKIF 
        60        70        80      
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 69.7  bits: 19.0 E():   65 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (60-77:66-83) 
 
      30        40        50        60        70        80          
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV          
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.6  bits: 17.8 E():   66 
Smith-Waterman score: 45; 27.1% identity (52.1% similar) in 48 aa overlap (22-68:15-62) 
 
               10        20        30        40        50           
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA- 
                            : :. . : . .  ::.:  .:    .   . :.: :.  
gi|144        MSWQAYVDDHLMCEIEGNHLSAAAIIGQDGSVWAQSANFPQFKSEEITGIMSD 
                      10        20        30        40        50    
 
      60        70        80                                        
AAD-12 WHADSTYMPVMAQGAVFSAEV                                        
       .:  .:  :                                                    
gi|144 FHEPGTLAPTGLYIGGTKYMVIQGEPGAVIRGKKGPGGVTVKKTNQALIIGIYDEPMTPG 
            60        70        80        90       100       110    
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>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 54; 21.7% identity (56.7% similar) in 60 aa overlap (7-66:207-260) 
 
                                       10        20        30       
AAD-12                         GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :.   . . .::. ::   : .. .   .  
gi|168 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWTELKESWGAVWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
         40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
        :..  . .:..:..       .:.::..:               
gi|168 YTTEGGTKSEFEDVIP-----EGWKADTSYSAK            
         240       250            260               
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.5  bits: 17.6 E():   67 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (8-26:35-53) 
 
                                      10        20        30        
AAD-12                        GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
        40        50        60        70        80      
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV      
                                                        
gi|191 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.5  bits: 17.6 E():   67 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (8-26:35-53) 
 
                                      10        20        30        
AAD-12                        GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
        40        50        60        70        80      
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV      
                                                        
gi|730 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (23-32:109-118) 
 
                       10        20        30        40        50   
AAD-12         GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
             60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                    
gi|534 KAEALFRAVESYLLAHSDAYN        
      140       150                 
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.3  bits: 18.1 E():   68 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (23-32:110-119) 
 
                       10        20        30        40        50   
AAD-12         GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
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                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
             60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                    
gi|534 KAEALFRAVESYLLAHSDAYN        
     140       150       160        
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 69.2  bits: 19.8 E():   70 
Smith-Waterman score: 53; 33.3% identity (63.3% similar) in 30 aa overlap (1-30:133-158) 
 
                                             10        20        30 
AAD-12                               GQHLSNDQQITFAKRFGAIERIGGGDIVAI 
                                     ::  :..:: .  :    ..:.  ::..:. 
gi|213 LIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQK----VHRFDEGDLIAV 
            110       120       130       140           150         
 
               40        50        60        70        80           
AAD-12 SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV           
                                                                    
gi|213 PTGVAFWMYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRRRSL 
      160       170       180       190       200       210         
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.8  bits: 15.3 E():   73 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (60-66:19-25) 
 
      30        40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     :..:..:               
gi|320             YTTEGGTKAEAEDVIPEGWKVDTSYE              
                           10        20                    
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 47; 23.1% identity (51.3% similar) in 39 aa overlap (30-64:147-185) 
 
                10        20        30        40            50      
AAD-12  GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH----SPAEWDDMMKVIV 
                                     ::.  .::.. .:    .   :    :.   
gi|613 ATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMHVGHYTQIVWAKTKKIGC 
        120       130       140       150       160       170       
 
          60        70        80           
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEV           
       : . .. :.                           
gi|613 GRIMFKEDNWNKHYLVCNYGPAGNVLGAQIYEIKK 
        180       190       200       210  
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 68.2  bits: 19.8 E():   79 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (6-26:330-350) 
 
                                        10        20        30      
AAD-12                          GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|169 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
          40        50        60        70        80                
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV                
                                                                    
gi|169 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|2959898|emb|CAA73720.1| Profilin [Mercurialis annua  (133 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.0  bits: 17.5 E():   80 
Smith-Waterman score: 44; 28.8% identity (51.5% similar) in 66 aa overlap (24-75:19-84) 
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               10        20        30        40               50    
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKV 
                              :  ..: : :  ::..  .:       : :   .::  
gi|295      MSWQTYVDDHLMCDIDGQGQHLAAASIVGHDGSIWAQSASFPQLKPEEITGIMKD 
                    10        20        30        40        50      
 
                  60        70         80                           
AAD-12 I--VGNMA----WHADSTYMPVMAQ-GAVFSAEV                           
       .   :..:    . : . :: .... :::                                
gi|295 FDEPGHLAPTGLYIAGTKYMVIQGESGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPG 
          60        70        80        90       100       110      
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 45; 33.3% identity (57.8% similar) in 45 aa overlap (17-54:52-96) 
 
                             10        20        30                 
AAD-12               GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVK--ADGT-----V 
                                     :.:..:. :.  . : ::   ::.     : 
gi|602 AFVLDADNLIPKIAPQAVKSTEILEGDGGVGTIKKINFGEGSTYSYVKHKIDGVDKDNFV 
              30        40        50        60        70        80  
 
      40        50        60        70        80                    
AAD-12 RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV                    
        :.:  : : . ..:                                              
gi|602 YQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISHYHTKGDVEIKEEHVKAGKEKAS 
              90       100       110       120       130       140  
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 45; 25.0% identity (56.2% similar) in 48 aa overlap (24-64:111-158) 
 
                      10        20        30           40           
AAD-12        GQHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|132 KYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEM 
               90       100       110       120       130       140 
 
         50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
        . .....   .  :.:.                 
gi|132 GETLLRAVERYLLAHSDAYN               
              150       160               
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.6  bits: 17.5 E():   85 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (22-44:15-37) 
 
               10        20        30        40        50        60 
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                            : : .... . .  ::.:  .::                 
gi|100        MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKPEENAGIVKD 
                      10        20        30        40        50    
 
               70        80                                         
AAD-12 HADSTYMPVMAQGAVFSAEV                                         
                                                                    
gi|100 FEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPG 
            60        70        80        90       100       110    
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 67.5  bits: 19.0 E():   86 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (60-77:56-73) 
 
      30        40        50        60        70        80          
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV          
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
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gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.5  bits: 17.1 E():   86 
Smith-Waterman score: 42; 37.5% identity (62.5% similar) in 24 aa overlap (8-31:79-100) 
 
                                      10        20        30        
AAD-12                        GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .  :       
gi|897 QQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQL--AAQLPAMCRLEGGDALLASQ      
       50        60        70        80          90       100       
 
        40        50        60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
 
>>gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin precurs  (148 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.2  bits: 17.5 E():   90 
Smith-Waterman score: 44; 21.2% identity (54.5% similar) in 33 aa overlap (28-60:25-57) 
 
               10        20        30        40        50        60 
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                  :. ..:  .:  ...   ::.. .  .   : : 
gi|538    MARFTIVLAVLFAAALVSASAHKTVVTTSVAEEGEEENQRGCEWESRQCQMRHCMQW 
                  10        20        30        40        50        
 
               70        80                                         
AAD-12 HADSTYMPVMAQGAVFSAEV                                         
                                                                    
gi|538 MRSMRGQYEESFLRSAEANQGQFEHFRECCNELRDVKSHCRCEALRCMMRQMQQEYGMEQ 
        60        70        80        90       100       110        
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 67.1  bits: 19.5 E():   90 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (41-79:535-572) 
 
               20        30        40        50        60        70 
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
               80             
AAD-12 AQGAVFSAEV             
        .:  :: :              
gi|331 KEGC-FSEEGPKLVAAAQAALV 
           570       580      
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 67.1  bits: 19.3 E():   91 
Smith-Waterman score: 51; 21.8% identity (56.4% similar) in 55 aa overlap (24-77:438-486) 
 
                      10        20        30        40         50   
AAD-12        GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP-AEWDDMMK 
                                     ::  .  ... :::  . :.  .  .: .  
gi|796 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHNAETTVEDRIG 
       410       420       430       440       450       460        
 
             60        70        80      
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEV      
       .:. .    :....   .  ::..:         
gi|796 IIIDS----AEKAFHKEL--GAIYSEIKDAVSV 
       470           480         490     
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 66.9  bits: 19.0 E():   93 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (60-77:56-73) 
 
      30        40        50        60        70        80          
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV          
                                     :.. .  .::  ::: :.             
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gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 66.8  bits: 19.5 E():   94 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (41-79:558-595) 
 
               20        30        40        50        60        70 
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|668 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
       530       540       550       560       570       580        
 
               80             
AAD-12 AQGAVFSAEV             
        .:  :: :              
gi|668 KEGC-FSEEGPKLVAAAQAALV 
       590        600         
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 66.8  bits: 14.6 E():   94 
Smith-Waterman score: 32; 25.0% identity (55.0% similar) in 20 aa overlap (30-49:1-20) 
 
               10        20        30        40        50        60 
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                    :..:   :..  .   .: :            
gi|409                              IAKVPPGGXITAEYGDKWLD            
                                            10        20            
 
               70        80 
AAD-12 HADSTYMPVMAQGAVFSAEV 
 
>>gi|14422361|emb|CAC41634.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (63-80:85-102) 
 
             40        50        60        70        80             
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV             
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
gi|144 RHVKPLSFRAKTDAPGC 
          120       130  
 
>>gi|14422359|emb|CAC41633.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (63-80:85-102) 
 
             40        50        60        70        80             
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV             
                                     : . .: .:.:.. ...:             
gi|144 GETDQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
gi|144 RHVKPLSFRAKTDAPGC 
          120       130  
 
>>gi|14422363|emb|CAC41635.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (63-80:85-102) 
 
             40        50        60        70        80             
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV             
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSGRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
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gi|144 RHVKPLSFRAKTDAPGC 
          120       130  
 
>>gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 [Ch  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 43; 33.3% identity (62.5% similar) in 24 aa overlap (22-45:15-38) 
 
               10        20        30        40        50        60 
AAD-12 GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                            : :. . . . .  ::::  .::.                
gi|294        MSWQTYVDDHLMCDIEGNHLSSAAILGHDGTVWAQSPSFPQLKPEEVSAIMKD 
                      10        20        30        40        50    
 
               70        80                                         
AAD-12 HADSTYMPVMAQGAVFSAEV                                         
                                                                    
gi|294 FNEPGSLAPTGLHLGGTKYMVIQGEPGDVIRGKKGPGGVTIKKTNQALIIGIYGEPMTPG 
            60        70        80        90       100       110    
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 66.8  bits: 18.5 E():   94 
Smith-Waterman score: 48; 25.7% identity (60.0% similar) in 35 aa overlap (19-49:81-115) 
 
                           10        20            30        40     
AAD-12             GQHLSNDQQITFAKRFGAIERIGGGDIV----AISNVKADGTVRQHSP 
                                     :  .: :...     :. .:  :.:..  : 
gi|324 NFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFP 
               60        70        80        90       100       110 
 
           50        60        70        80                         
AAD-12 AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV                         
       .:. .                                                        
gi|324 SEFGNDVDRSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASS 
              120       130       140       150       160       170 
 
>>gi|62240392|gb|AAX77384.1| 11S globulin precursor [Sin  (523 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 66.6  bits: 19.3 E():   96 
Smith-Waterman score: 51; 30.0% identity (63.3% similar) in 30 aa overlap (1-29:173-202) 
 
                                              10        20          
AAD-12                               GQHLSNDQ-QITFAKRFGAIERIGGGDIVA 
                                     ::. ...: :  :   .  .:..  ::..: 
gi|622 QQGQQGQQGQQQGQQGQQGQQGQQGQQGQQGQQGQQQQGQQGFRDMYQKVEHVRHGDVIA 
            150       160       170       180       190       200   
 
      30        40        50        60        70        80          
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV          
                                                                    
gi|622 NTPGSAHWIYNTGDKPLVIISLLDIANYQNQLDRNPRVFRLAGNNPQGGFGGPQQQQPQQ 
            210       220       230       240       250       260   
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (23-32:109-118) 
 
                       10        20        30        40        50   
AAD-12         GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|402 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKE 
       80        90       100       110       120       130         
 
             60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                    
gi|402 MAEKLLRAVESYLLAHTAEYN        
      140       150                 
 
>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 66.6  bits: 18.8 E():   97 
Smith-Waterman score: 49; 30.3% identity (47.0% similar) in 66 aa overlap (16-73:49-109) 
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 1480



 

 

                              10        20         30               
AAD-12                GQHLSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|493 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
       40        50         60        70        80                  
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQGAVFSAEV                  
       .:    :  :  . .:  :::  .     ::..  :                         
gi|493 LRYG--ATRDRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
gi|493 VSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 66.6  bits: 18.8 E():   97 
Smith-Waterman score: 49; 30.3% identity (47.0% similar) in 66 aa overlap (16-73:49-109) 
 
                              10        20         30               
AAD-12                GQHLSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|117 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
       40        50         60        70        80                  
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQGAVFSAEV                  
       .:    :  :  . .:  :::  .     ::..  :                         
gi|117 LRYG--ATRDRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
gi|117 VSNVIIHGLHLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 66.6  bits: 18.8 E():   97 
Smith-Waterman score: 49; 30.3% identity (47.0% similar) in 66 aa overlap (16-73:49-109) 
 
                              10        20         30               
AAD-12                GQHLSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|195 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
       40        50         60        70        80                  
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQGAVFSAEV                  
       .:    :  :  . .:  :::  .     ::..  :                         
gi|195 LRYG--ATRDRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
gi|195 VSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea sati  (316 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 66.6  bits: 18.5 E():   97 
Smith-Waterman score: 48; 22.8% identity (46.8% similar) in 79 aa overlap (9-75:191-267) 
 
                                     10        20        30         
AAD-12                       GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     :.:    .:   .  :.:..   .. : .  
gi|135 FVMENNKQTYCTSKSWPCVFGKQYYGRGPIQLTHNYNYGQAGKAIGADLINNPDLVATNP 
              170       180       190       200       210       220 
 
       40        50                 60           70        80       
AAD-12 VRQHSPAEWDDMMK---------VIVGNMAWH---ADSTYMPVMAQGAVFSAEV       
       . . . : :  :           ::.::  :.   ::..   : . :..            
gi|135 TISFKTAIWFWMTPQANKPSSHDVIIGN--WRPSAADTSAGRVPSYGVITNIINGGLECG 
              230       240         250       260       270         
 
gi|135 HGSDDRVANRIGFYKRYCDTLGVSYGNNLDCYNQKPFA 
      280       290       300       310       
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>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (23-32:110-119) 
 
                       10        20        30        40        50   
AAD-12         GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|154 FKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
             60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                    
gi|154 MAEKLLRAVESYLLAHTDEYN        
     140       150       160        
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (23-32:110-119) 
 
                       10        20        30        40        50   
AAD-12         GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|167 FKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
             60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                    
gi|167 MAEKLLRAVESYLLAHTAEYN        
     140       150       160        
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (23-32:110-119) 
 
                       10        20        30        40        50   
AAD-12         GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|167 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
             60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                    
gi|167 MAEKLLRAVESYLLAHTAEYN        
     140       150       160        
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (23-32:110-119) 
 
                       10        20        30        40        50   
AAD-12         GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|730 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
             60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                    
gi|730 MAEKLLRAVESYLLAHTAEYN        
     140       150       160        
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (23-32:110-119) 
 
                       10        20        30        40        50   
AAD-12         GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
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                                     :::.:: ::.                     
gi|730 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
             60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                    
gi|730 MAEKLLRAVESYLLAHTAEYN        
     140       150       160        
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (23-32:110-119) 
 
                       10        20        30        40        50   
AAD-12         GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|167 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
             60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                    
gi|167 MAEKLLRAVESYLLAHTAEYN        
     140       150       160        
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (23-32:110-119) 
 
                       10        20        30        40        50   
AAD-12         GQHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
             60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                    
gi|154 MAEKLLRAVESYLLAHTAEYN        
     140       150       160        
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:37 2011 done: Fri Jan 21 00:02:37 2011 
 Total Scan time:  0.070 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 50  - 129 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     3     2:* 
  32     5     8:==* 
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  34    15    22:=====  * 
  36    51    44:==============*== 
  38    90    73:========================*===== 
  40   107   102:=================================*== 
  42   124   125:=========================================* 
  44   121   138:=========================================    * 
  46   130   140:============================================  * 
  48   149   134:============================================*===== 
  50   145   122:========================================*======== 
  52    99   108:=================================  * 
  54    67    92:=======================       * 
  56    69    77:=======================  * 
  58    43    63:===============     * 
  60    60    51:================*=== 
  62    35    41:============ * 
  64    40    33:==========*=== 
  66    31    26:========*== 
  68    12    20:====  * 
  70    24    16:=====*== 
  72    26    12:===*===== 
  74    10    10:===* 
  76     7     8:==* 
  78     7     6:=*= 
  80     6     5:=* 
  82     3     3:* 
  84     1     3:* 
  86     4     2:*= 
  88     2     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.79300.00359; mu= 2.7544 0.185 
 mean_var=50.869414.353, 0's: 2 Z-trim: 2  B-trim: 11 in 1/43 
 Lambda= 0.179823 
 Kolmogorov-Smirnov  statistic: 0.0209 (N=29) at  58 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   67 23.5    0.94 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   65 23.0     1.3 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   63 22.4     5.5 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   62 22.2       6 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   62 22.2     6.5 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   57 20.9     7.2 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   57 20.9     7.2 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   57 20.9     7.2 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   57 20.9     7.2 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   60 21.7     9.4 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   56 20.7      11 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   55 20.4      14 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   60 21.6      14 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   57 20.9      15 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   57 20.9      16 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   56 20.6      18 
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gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   56 20.6      18 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   45 17.9      19 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   56 20.6      19 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   56 20.6      19 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   58 21.1      20 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   50 19.1      20 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   49 18.9      22 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   57 20.9      23 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   57 20.9      23 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   55 20.4      23 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   57 20.9      24 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   57 20.9      24 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   51 19.4      28 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   56 20.6      28 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 20.4      30 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 16.6      30 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 16.6      30 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   49 18.9      33 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   50 19.1      33 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   54 20.1      34 
gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pach ( 199)   51 19.4      35 
gi|14423757|sp|O04701.1|MPAC1_CYNDA RecName: Full= ( 246)   52 19.6      36 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   52 19.6      37 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   48 18.6      39 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   48 18.6      39 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   48 18.6      39 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   48 18.6      39 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   52 19.6      39 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   52 19.6      39 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   53 19.8      43 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 18.6      43 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   54 20.1      44 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 19.3      45 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 19.1      46 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   47 18.3      46 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   51 19.3      47 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   48 18.6      47 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   48 18.6      47 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   48 18.6      47 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   48 18.6      47 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   48 18.6      48 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   48 18.6      48 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   48 18.6      48 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   48 18.6      48 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   48 18.6      48 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   48 18.6      48 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   48 18.6      48 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   48 18.6      48 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   48 18.6      48 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   48 18.6      48 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 19.3      48 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   48 18.6      48 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   52 19.6      49 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   54 20.1      55 
gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=M ( 308)   51 19.3      55 
gi|34851174|gb|AAP15199.1| profilin-like protein [ ( 131)   46 18.1      55 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   47 18.3      57 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   47 18.3      57 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   47 18.3      57 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   47 18.3      57 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   47 18.3      57 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   47 18.3      57 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   47 18.3      57 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   47 18.3      57 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   47 18.3      57 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   47 18.3      57 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   47 18.3      57 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 19.1      57 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 19.1      57 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   53 19.8      57 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   53 19.8      58 
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gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full= (  85)   43 17.3      60 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 19.1      64 
gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full= ( 131)   45 17.8      66 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 18.8      66 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   44 17.6      67 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   44 17.6      67 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 18.1      67 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 18.1      68 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 18.1      68 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 15.3      74 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   44 17.6      74 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   47 18.3      75 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   53 19.8      78 
gi|2959898|emb|CAA73720.1| Profilin [Mercurialis a ( 133)   44 17.6      80 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   45 17.8      80 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   45 17.8      81 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   44 17.6      83 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   44 17.6      84 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 19.1      84 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   42 17.1      86 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   52 19.5      88 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   51 19.3      89 
gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin pre ( 148)   44 17.6      89 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 19.0      91 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   52 19.5      92 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   48 18.5      93 
gi|14422363|emb|CAC41635.1| plantain pollen major  ( 131)   43 17.3      94 
gi|14422361|emb|CAC41634.1| plantain pollen major  ( 131)   43 17.3      94 
gi|14422359|emb|CAC41633.1| plantain pollen major  ( 131)   43 17.3      94 
gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 ( 131)   43 17.3      94 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   49 18.8      95 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   49 18.8      95 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   49 18.8      95 
gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea  ( 316)   48 18.5      95 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   32 14.6      95 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   44 17.5      96 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   44 17.5      96 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   44 17.5      96 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   44 17.5      96 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   44 17.5      96 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   44 17.5      96 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   44 17.5      96 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   44 17.5      96 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   44 17.5      96 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 18.8      99 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  67  Z-score: 102.9  bits: 23.5 E(): 0.94 
Smith-Waterman score: 67; 40.0% identity (63.3% similar) in 30 aa overlap (34-63:30-56) 
 
            10        20        30        40        50        60    
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:::.  ::. : :   ::. :.. : 
gi|126  TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTK--KGNL-WEVKS 
                10        20        30        40          50        
 
            70        80                         
AAD-12 TYMPVMAQGAVFSAEVV                         
                                                 
gi|126 AKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
         60        70        80        90        
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  65  Z-score: 100.2  bits: 23.0 E():  1.3 
Smith-Waterman score: 65; 35.5% identity (64.5% similar) in 31 aa overlap (34-64:30-57) 
 
            10        20        30        40        50        60    
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:::.  ::. . :   ::. :.. : 
gi|144  VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKS 
                10        20        30        40          50        
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            70        80                        
AAD-12 TYMPVMAQGAVFSAEVV                        
       .                                        
gi|144 SKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
         60        70        80        90       
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  44 init1:  44 opt:  63  Z-score: 89.2  bits: 22.4 E():  5.5 
Smith-Waterman score: 63; 26.7% identity (56.7% similar) in 60 aa overlap (6-65:207-260) 
 
                                        10        20        30      
AAD-12                          QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|390 GSNPNYLALLVKFVAGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
        180       190       200       210       220            230  
 
          40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
        :::  . .      : .. . .:.::..:                
gi|390 FTVRYTTEGGTKGEAKDVIPE-GWKADTAYESK             
             240       250        260                
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  44 init1:  44 opt:  62  Z-score: 88.6  bits: 22.2 E():    6 
Smith-Waterman score: 62; 26.7% identity (55.0% similar) in 60 aa overlap (6-65:184-237) 
 
                                        10        20        30      
AAD-12                          QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|458 GSNPNYLALLVKFVAGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
           160       170       180       190       200              
 
          40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
        :::  . .      : .. . .:.::. :                
gi|458 FTVRYTTEGGTKGEAKDVIPE-GWKADTCYESK             
      210       220        230       240             
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  44 init1:  44 opt:  62  Z-score: 87.8  bits: 22.2 E():  6.5 
Smith-Waterman score: 62; 26.7% identity (56.7% similar) in 60 aa overlap (6-65:206-259) 
 
                                        10        20        30      
AAD-12                          QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|158 KGSNPNYLALLVKFSGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
         180       190       200       210       220            230 
 
          40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
        :::  . .      : .. . .:.::..:                
gi|158 FTVRYTTEGGTKARAKDVIPE-GWKADTAYESK             
              240       250        260               
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 87.0  bits: 20.9 E():  7.2 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (8-63:29-82) 
 
                                    10        20        30          
AAD-12                      QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV                    
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
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>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 87.0  bits: 20.9 E():  7.2 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (8-63:29-82) 
 
                                    10        20        30          
AAD-12                      QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSGLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV                    
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 87.0  bits: 20.9 E():  7.2 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (8-63:29-82) 
 
                                    10        20        30          
AAD-12                      QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV                    
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 87.0  bits: 20.9 E():  7.2 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (8-63:29-82) 
 
                                    10        20        30          
AAD-12                      QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|117 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV                    
       .:.  ::  : :   :  .:  ::                                     
gi|117 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 85.0  bits: 21.7 E():  9.4 
Smith-Waterman score: 60; 23.3% identity (58.3% similar) in 60 aa overlap (6-65:207-260) 
 
                                        10        20        30      
AAD-12                          QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   : .. .   .  
gi|126 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
          40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
        :..  . .:..:..       .:.::..:                
gi|126 YTTEGGTKSEFEDVIP-----EGWKADTSYSAK             
         240       250            260                
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 83.4  bits: 20.7 E():   11 
Smith-Waterman score: 56; 27.1% identity (58.3% similar) in 48 aa overlap (23-63:111-158) 
 
                       10        20        30               40      
AAD-12         QHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
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gi|400 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
          50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
        . ..... : .  :.:.                  
gi|400 GETLLRAVEGYLLAHSDAYN                
              150       160                
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 82.1  bits: 20.4 E():   14 
Smith-Waterman score: 55; 32.4% identity (58.8% similar) in 34 aa overlap (42-69:114-147) 
 
              20        30        40        50            60        
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV----GNMAWHA--DSTY 
                                     :::. :.. : .:    :   : .  .:.. 
gi|250 EVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSW 
            90       100       110       120       130       140    
 
          70        80 
AAD-12 MPVMAQGAVFSAEVV 
        ::.            
gi|250 APVLDFVFSTLKNEL 
           150         
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  49 init1:  49 opt:  60  Z-score: 82.0  bits: 21.6 E():   14 
Smith-Waterman score: 60; 20.8% identity (56.9% similar) in 72 aa overlap (11-80:103-174) 
 
                                   10         20        30          
AAD-12                     QHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|309 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
      40        50        60         70        80                   
AAD-12 QHSPAEWDDMMKVIVGNMAWHAD-STYMPVMAQGAVFSAEVV                   
       .: :: ::   : .. .. ...  ..     : ::. .:...                   
gi|309 DHPPASWDWRKKGVITQVKYQGGCGSGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
gi|309 ESEGCYNGWHYQSFEWVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSDE 
            200       210       220       230       240       250   
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  44 init1:  44 opt:  57  Z-score: 81.5  bits: 20.9 E():   15 
Smith-Waterman score: 57; 23.3% identity (58.3% similar) in 60 aa overlap (6-65:184-237) 
 
                                        10        20        30      
AAD-12                          QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: :.   :     .. .  
gi|331 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIALKESWGAIWRVDTPD-----KLTGP 
           160       170       180       190       200              
 
          40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
        :::  . .   . .. .. . .:.::..:                
gi|331 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYEAK             
      210       220        230       240             
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  44 init1:  44 opt:  57  Z-score: 80.8  bits: 20.9 E():   16 
Smith-Waterman score: 57; 23.3% identity (58.3% similar) in 60 aa overlap (6-65:208-261) 
 
                                        10        20        30      
AAD-12                          QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: :.   :     .. .  
gi|180 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIALKESWGAIWRVDTPD-----KLTGP 
       180       190       200       210       220            230   
 
          40        50        60        70        80 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 1489



 

 

AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
        :::  . .   . .. .. . .:.::..:                
gi|180 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYEAK             
            240       250        260                 
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 80.1  bits: 20.6 E():   18 
Smith-Waterman score: 56; 25.0% identity (56.7% similar) in 60 aa overlap (6-65:185-238) 
 
                                        10        20        30      
AAD-12                          QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|283 GSNPNYLALLVKYVNGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
          160       170       180       190       200        210    
 
          40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
        :..  . .: .:..       .:.::..:                
gi|283 YTTEGGTKTEAEDVIP-----EGWKADTSYESK             
           220            230       240              
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 79.7  bits: 20.6 E():   18 
Smith-Waterman score: 56; 23.3% identity (56.7% similar) in 60 aa overlap (6-65:196-249) 
 
                                        10        20        30      
AAD-12                          QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   :     .. .  
gi|168 GSNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPD-----KLTGP 
         170       180       190       200       210            220 
 
          40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
        :::  . .   . .. .. . .:.::..:                
gi|168 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYSAK             
              230       240        250               
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 79.5  bits: 17.9 E():   19 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (7-30:17-38) 
 
                         10        20        30        40        50 
AAD-12           QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                       ::.  : .. :. :. ::: .. :                     
gi|217 LVSVEHQAARLKVAKAQQL--AAQLPAMCRLEGGDALSASQ                    
               10          20        30                             
 
               60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 79.4  bits: 20.6 E():   19 
Smith-Waterman score: 56; 23.3% identity (56.7% similar) in 60 aa overlap (6-65:207-260) 
 
                                        10        20        30      
AAD-12                          QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   :     .. .  
gi|752 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPD-----KLTGP 
        180       190       200       210       220            230  
 
          40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
        :::  . .   . .. .. . .:.::..:                
gi|752 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYSAK             
             240       250        260                
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 79.4  bits: 20.6 E():   19 
Smith-Waterman score: 56; 25.0% identity (56.7% similar) in 60 aa overlap (6-65:207-260) 
 
                                        10        20        30      
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AAD-12                          QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|117 GSNPNYLALLVKYVNGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
          40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
        :..  . .: .:..       .:.::..:                
gi|117 YTTEGGTKTEAEDVIP-----EGWKADTSYESK             
         240       250            260                
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 79.1  bits: 21.1 E():   20 
Smith-Waterman score: 58; 25.0% identity (58.3% similar) in 48 aa overlap (30-77:262-309) 
 
                10        20        30        40        50          
AAD-12  QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|169 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
      60        70        80                                        
AAD-12 HADSTYMPVMAQGAVFSAEVV                                        
       .: :.::  .  ..::.:                                           
gi|169 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 78.9  bits: 19.1 E():   20 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (22-37:29-43) 
 
                      10        20        30        40        50    
AAD-12        QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI 
                                   : :::::. ..:  :.                 
gi|105 CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIWRK 
               10        20        30         40        50          
 
            60        70        80              
AAD-12 VGNMAWHADSTYMPVMAQGAVFSAEVV              
                                                
gi|105 DSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
      60        70        80        90          
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 78.2  bits: 18.9 E():   22 
Smith-Waterman score: 49; 32.3% identity (58.1% similar) in 31 aa overlap (37-65:35-64) 
 
         10        20        30        40          50        60     
AAD-12 QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE--WDDMMKVIVGNMAWHADST 
                                     : . ..::.  :: .  : .   .: ::.  
gi|323 QTCAGNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKP 
           10        20        30        40         50        60    
 
           70        80             
AAD-12 YMPVMAQGAVFSAEVV             
       :                            
gi|323 YSWRYGWTAFCGPAGPRCLRTNAAVTVR 
            70        80        90  
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  49 init1:  49 opt:  57  Z-score: 77.8  bits: 20.9 E():   23 
Smith-Waterman score: 57; 20.8% identity (54.2% similar) in 72 aa overlap (11-80:103-174) 
 
                                   10         20        30          
AAD-12                     QHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|129 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
      40        50        60         70        80                   
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTY-MPVMAQGAVFSAEVV                   
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       .: :: ::   : .. .. ...         : ::. .:...                   
gi|129 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
gi|129 ESEGSYNGWQYQSFEWVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSDE 
            200       210       220       230       240       250   
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  49 init1:  49 opt:  57  Z-score: 77.8  bits: 20.9 E():   23 
Smith-Waterman score: 57; 20.8% identity (54.2% similar) in 72 aa overlap (11-80:103-174) 
 
                                   10         20        30          
AAD-12                     QHLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|119 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
      40        50        60         70        80                   
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTY-MPVMAQGAVFSAEVV                   
       .: :: ::   : .. .. ...         : ::. .:...                   
gi|119 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
gi|119 ESEGSYNGWQYQSFEWVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSDE 
            200       210       220       230       240       250   
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  44 init1:  44 opt:  55  Z-score: 77.8  bits: 20.4 E():   23 
Smith-Waterman score: 55; 25.9% identity (56.9% similar) in 58 aa overlap (6-63:213-264) 
 
                                        10        20        30      
AAD-12                          QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|249 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
            190       200       210       220       230        240  
 
          40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
        :..  . ::..:..       .:.::.                  
gi|249 YTTEGGTKAEFEDVIP-----EGWKADTHDASK             
             250            260                      
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 77.7  bits: 20.9 E():   24 
Smith-Waterman score: 57; 25.0% identity (58.3% similar) in 48 aa overlap (30-77:262-309) 
 
                10        20        30        40        50          
AAD-12  QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
      60        70        80                                        
AAD-12 HADSTYMPVMAQGAVFSAEVV                                        
       .: :.::  .  ..::.:                                           
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 77.7  bits: 20.9 E():   24 
Smith-Waterman score: 57; 25.0% identity (58.3% similar) in 48 aa overlap (30-77:262-309) 
 
                10        20        30        40        50          
AAD-12  QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
      60        70        80                                        
AAD-12 HADSTYMPVMAQGAVFSAEVV                                        
       .: :.::  .  ..::.:                                           
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gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 76.5  bits: 19.4 E():   28 
Smith-Waterman score: 51; 27.1% identity (62.5% similar) in 48 aa overlap (23-63:110-157) 
 
                       10        20        30            40         
AAD-12         QHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|437 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
      80        90       100       110       120       130          
 
          50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
        . ..:.. . .  :.:.                  
gi|437 GETLLKAVESYLLAHSDAYN                
     140       150                         
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 76.3  bits: 20.6 E():   28 
Smith-Waterman score: 56; 25.0% identity (58.3% similar) in 48 aa overlap (30-77:262-309) 
 
                10        20        30        40        50          
AAD-12  QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|158 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQLT 
             240       250       260       270       280       290  
 
      60        70        80                                        
AAD-12 HADSTYMPVMAQGAVFSAEVV                                        
       .: :.::  .  ..::.:                                           
gi|158 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 75.9  bits: 20.4 E():   30 
Smith-Waterman score: 55; 30.6% identity (58.3% similar) in 36 aa overlap (44-79:155-190) 
 
            20        30        40        50        60        70    
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :   . ..::.:..  :: .     .  :: 
gi|249 QLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA 
          130       140       150       160       170       180     
 
            80                                                      
AAD-12 VFSAEVV                                                      
       . .:::                                                       
gi|249 IPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTL 
          190       200       210       220       230       240     
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 75.8  bits: 16.6 E():   30 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (59-65:19-25) 
 
       30        40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
                                     :.::..:                
gi|320             YTTEGGTKAEAEDVIPEGWKADTSYE               
                           10        20                     
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 75.8  bits: 16.6 E():   30 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (59-65:19-25) 
 
       30        40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
                                     :.::..:                
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE               
                           10        20                     
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>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.1  bits: 18.9 E():   33 
Smith-Waterman score: 49; 31.0% identity (62.1% similar) in 29 aa overlap (52-80:11-39) 
 
              30        40        50        60        70        80  
AAD-12 GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV  
                                     ::.. .:: ...   :. : :    ..::  
gi|249                     MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQ 
                                   10        20        30        40 
 
gi|249 DIMPCLHFVKGEEKEPSKECCSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVA 
               50        60        70        80        90       100 
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 75.0  bits: 19.1 E():   33 
Smith-Waterman score: 50; 25.0% identity (60.4% similar) in 48 aa overlap (23-63:111-158) 
 
                       10        20        30           40          
AAD-12         QHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVRQH----SPAE 
                                     ::.:. :::   .:.:  :...    :    
gi|241 KYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKEEQIKASKEM 
               90       100       110       120       130       140 
 
          50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
        . ..... . .  :.:.                  
gi|241 GETLLRAVESYLLAHSDAYN                
              150       160                
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 74.8  bits: 20.1 E():   34 
Smith-Waterman score: 54; 25.6% identity (48.7% similar) in 39 aa overlap (8-46:191-229) 
 
                                      10        20        30        
AAD-12                        QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ::..   .:   :  : :..   .. :    
gi|320 KEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDP 
              170       180       190       200       210       220 
 
        40        50        60        70        80                  
AAD-12 VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV                  
       : . . : :                                                    
gi|320 VISFKTALWFWMTPQSPKPSCHNVITGRWTPSAADRAAGRLPGYGVITNIINGGIECGKG 
              230       240       250       260       270       280 
 
>>gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pachycon  (199 aa) 
 initn:  40 init1:  40 opt:  51  Z-score: 74.7  bits: 19.4 E():   35 
Smith-Waterman score: 51; 25.0% identity (53.3% similar) in 60 aa overlap (18-75:97-148) 
 
                            10        20        30        40        
AAD-12              QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD 
                                     .::   :. .:.:.  : :      : . . 
gi|169 MPDLTWDNELAAIAQRWVNQCKIGHDGCRNVERYQVGQNIAMSGSTAKG------PCNMN 
         70        80        90       100       110             120 
 
        50          60        70        80                          
AAD-12 DMMKVIVG--NMAWHADSTYMPVMAQGAVFSAEVV                          
       ..... ..  :    :: . ::  ..:  :                               
gi|169 NLVQMWINEVNALNAADVSSMP--SDGNYFMKIGHYTQLVWGKTTKVGCGIIQFLDGKFY 
              130       140         150       160       170         
 
>>gi|14423757|sp|O04701.1|MPAC1_CYNDA RecName: Full=Majo  (246 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 74.3  bits: 19.6 E():   36 
Smith-Waterman score: 52; 22.4% identity (53.1% similar) in 49 aa overlap (4-52:156-200) 
 
                                          10        20        30    
AAD-12                            QHLSNDQQITFAKRFGAIERIGGGDIVAISNVK 
                                     :::. ...  ...:    : :.:::..    
gi|144 RKAGELTLQFRRVKCKYPSGTKITFHIEKGSNDHYLALLVKYAA----GDGNIVAVDIKP 
         130       140       150       160           170       180  
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            40        50        60        70        80              
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV              
        :.       . :  . ..                                          
gi|144 RDSDEFIPMKSSWGAIWRIDPKKPLKGPFSIRLTSEGGAHLVQDDVIPANWKPDTVYTSK 
             190       200       210       220       230       240  
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.3  bits: 19.6 E():   37 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (6-65:192-245) 
 
                                        10        20        30      
AAD-12                          QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|116 GSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
             170       180       190       200       210        220 
 
          40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
        :..  . .: .:..       .:.::..:                
gi|116 YTTEGGTKGEAEDVIP-----EGWKADTAYEAK             
              230            240                     
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 73.8  bits: 18.6 E():   39 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (21-72:15-79) 
 
               10        20        30        40               50    
AAD-12 QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI 
                           : :  ..: . .  ::.:  ::       : :   .:: . 
gi|218       MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDF 
                     10        20        30        40        50     
 
                 60         70        80                            
AAD-12 --VGNMA---WHADST-YMPVMAQGAVFSAEVV                            
          :..:    :  .: :: ....:                                    
gi|218 DEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETLTPGQ 
           60        70        80        90       100       110     
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 73.8  bits: 18.6 E():   39 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (21-72:15-79) 
 
               10        20        30        40               50    
AAD-12 QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI 
                           : :  ..: . .  ::.:  ::       : :   .:: . 
gi|288       MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDF 
                     10        20        30        40        50     
 
                 60         70        80                            
AAD-12 --VGNMA---WHADST-YMPVMAQGAVFSAEVV                            
          :..:    :  .: :: ....:                                    
gi|288 DEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPLTPGQ 
           60        70        80        90       100       110     
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 73.8  bits: 18.6 E():   39 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (21-72:15-79) 
 
               10        20        30        40               50    
AAD-12 QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI 
                           : :  ..: . .  ::.:  ::       : :   .:: . 
gi|144       MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDF 
                     10        20        30        40        50     
 
                 60         70        80                            
AAD-12 --VGNMA---WHADST-YMPVMAQGAVFSAEVV                            
          :..:    :  .: :: ....:                                    
gi|144 DEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPLTPGQ 
           60        70        80        90       100       110     
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
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 initn:  44 init1:  44 opt:  48  Z-score: 73.8  bits: 18.6 E():   39 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (21-72:15-79) 
 
               10        20        30        40               50    
AAD-12 QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI 
                           : :  ..: . .  ::.:  ::       : :   .:: . 
gi|604       MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDF 
                     10        20        30        40        50     
 
                 60         70        80                            
AAD-12 --VGNMA---WHADST-YMPVMAQGAVFSAEVV                            
          :..:    :  .: :: ....:                                    
gi|604 DEPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETLTPGQ 
           60        70        80        90       100       110     
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 73.8  bits: 19.6 E():   39 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (6-65:207-260) 
 
                                        10        20        30      
AAD-12                          QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|386 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
          40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
        :..  . .: .:..       .:.::..:                
gi|386 YTTEGGTKVEAEDVIP-----EGWKADTAYESK             
         240       250            260                
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 73.7  bits: 19.6 E():   39 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (6-65:209-262) 
 
                                        10        20        30      
AAD-12                          QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|117 GSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
      180       190       200       210       220       230         
 
          40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
        :..  . .: .:..       .:.::..:                
gi|117 YTTEGGTKGEAEDVIP-----EGWKADTAYEAK             
       240       250            260                  
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 73.1  bits: 19.8 E():   43 
Smith-Waterman score: 53; 22.9% identity (58.3% similar) in 48 aa overlap (27-72:223-270) 
 
                   10        20        30         40        50      
AAD-12     QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKV-IV 
                                     : . ..  ::   ..:.  :..  ..  :. 
gi|729 EGVLSRKVPSHLTLETPRVKMNMKYDRYAPVKVFKLDYDGIHFEKHTDIEYEPGVRYKII 
            200       210       220       230       240       250   
 
           60        70        80                                   
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVV                                   
       ::   . :. .. . .::                                           
gi|729 GNGKLKDDGRHYSIDVQGIPRKAFNLDADLMDFKLKVSKPEDSNKAQFSYTFNEYTETEE 
            260       270       280       290       300       310   
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 73.0  bits: 18.6 E():   43 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (30-46:2-19) 
 
               10        20        30         40        50          
AAD-12 QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD-GTVRQHSPAEWDDMMKVIVGNMAW 
                                    ..: .: :.. ..::.::              
gi|250                             PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPFP 
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                                           10        20        30   
 
      60        70        80                                        
AAD-12 HADSTYMPVMAQGAVFSAEVV                                        
                                                                    
gi|250 RCRALVKSQCAGGQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKA 
             40        50        60        70        80        90   
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 72.8  bits: 20.1 E():   44 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (33-48:89-105) 
 
             10        20        30         40        50        60  
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .              
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       60        70        80        90       100       110         
 
              70        80                                          
AAD-12 DSTYMPVMAQGAVFSAEVV                                          
                                                                    
gi|114 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      120       130       140       150       160       170         
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 72.7  bits: 19.3 E():   45 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (22-37:181-195) 
 
                        10        20        30        40        50  
AAD-12          QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
              60        70        80               
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVV               
                                                   
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 72.6  bits: 19.1 E():   46 
Smith-Waterman score: 50; 40.0% identity (72.0% similar) in 25 aa overlap (26-50:9-29) 
 
               10        20        30        40        50        60 
AAD-12 QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH 
                                :::.....: .    :.:: .:: :           
gi|144                  MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMVDQIVK 
                                10            20        30          
 
               70        80                                         
AAD-12 ADSTYMPVMAQGAVFSAEVV                                         
                                                                    
gi|144 SLTTKKELDPFKIEQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKIDTDGGA 
      40        50        60        70        80        90          
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 72.5  bits: 18.3 E():   46 
Smith-Waterman score: 47; 28.6% identity (68.6% similar) in 35 aa overlap (8-41:93-127) 
 
                                      10         20        30       
AAD-12                        QHLSNDQQITFA-KRFGAIERIGGGDIVAISNVKADG 
                                     :  :. :.   :....: :.:. ..: .   
gi|121 FKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVT 
             70        80        90       100       110       120   
 
         40        50        60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
       .::..                                        
gi|121 SVRSYKRI                                     
            130                                     
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>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 72.4  bits: 19.3 E():   47 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (22-52:192-222) 
 
                        10        20        30        40         50 
AAD-12          QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : : ..  
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
               60        70        80              
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVV              
       .:                                          
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (23-63:110-157) 
 
                       10        20        30               40      
AAD-12         QHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|115 KYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
          50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
        . ..... . .  :.:.                  
gi|115 GETLLRAVESYLLAHSDAYN                
     140       150                         
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 48; 25.0% identity (62.5% similar) in 48 aa overlap (23-63:110-157) 
 
                       10        20        30            40         
AAD-12         QHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|437 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
      80        90       100       110       120       130          
 
          50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
        . ..... . .  :.:.                  
gi|437 GETLLRAVESYLLAHSDAYN                
     140       150                         
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (23-63:110-157) 
 
                       10        20        30               40      
AAD-12         QHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|384 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
          50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
        . ..... . .  :.:.                  
gi|384 GETLLRAVESYLLAHSDAYN                
     140       150                         
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (23-63:110-157) 
 
                       10        20        30               40      
AAD-12         QHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
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                                     ::.:. :::   .:.:  :.    . :    
gi|437 KYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
          50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
        . ..... . .  :.:.                  
gi|437 GETLLRAVESYLLAHSDAYN                
     140       150                         
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (23-63:111-158) 
 
                       10        20        30               40      
AAD-12         QHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
          50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
        . ..... . .  :.:.                  
gi|154 RETLLRAVESYLLAHSDAYN                
              150       160                
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (23-63:111-158) 
 
                       10        20        30               40      
AAD-12         QHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|256 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
          50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
        . ..... . .  :.:.                  
gi|256 GETLLRAVESYLLAHSDAYN                
              150       160                
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (23-63:111-158) 
 
                       10        20        30               40      
AAD-12         QHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|132 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
          50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
        . ..... . .  :.:.                  
gi|132 GETLLRAVESYLLAHSDAYN                
              150       160                
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (23-63:111-158) 
 
                       10        20        30               40      
AAD-12         QHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|400 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
          50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
        . ..... . .  :.:.                  

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 1499



 

 

gi|400 GETLLRAVESYLLAHSDAYN                
              150       160                
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (62.5% similar) in 48 aa overlap (23-63:111-158) 
 
                       10        20        30            40         
AAD-12         QHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|400 KYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
          50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
        . ..... . .  :.:.                  
gi|400 GETLLRAVESYLLAHSDAYN                
              150       160                
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (23-63:111-158) 
 
                       10        20        30               40      
AAD-12         QHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|256 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
          50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
        . ..... . .  :.:.                  
gi|256 GETLLRAVESYLLAHSDAYN                
              150       160                
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (23-63:111-158) 
 
                       10        20        30               40      
AAD-12         QHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
          50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
        . ..... . .  :.:.                  
gi|154 GETLLRAVESYLLAHSDAYN                
              150       160                
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (23-63:111-158) 
 
                       10        20        30               40      
AAD-12         QHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
          50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
        . ..... . .  :.:.                  
gi|154 GETLLRAVESYLLAHSDAYN                
              150       160                
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (23-63:111-158) 
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                       10        20        30               40      
AAD-12         QHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|114 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
          50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
        . ..... . .  :.:.                  
gi|114 GETLLRAVESYLLAHSDAYN                
              150       160                
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (23-63:111-158) 
 
                       10        20        30               40      
AAD-12         QHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
          50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
        . ..... . .  :.:.                  
gi|154 GETLLRAVESYLLAHSDAYN                
              150       160                
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 72.2  bits: 19.3 E():   48 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (22-37:199-213) 
 
                        10        20        30        40        50  
AAD-12          QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
              60        70        80               
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVV               
                                                   
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 48; 29.8% identity (47.4% similar) in 57 aa overlap (32-74:38-90) 
 
              10        20        30        40           50         
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ---HSPAEWDDMMKVIVGNMA 
                                     :.: . .:.    .:  ::.. ::    .: 
gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKVA---QA 
        10        20        30        40        50        60        
 
                  60        70        80                            
AAD-12 W-----------HADSTYMPVMAQGAVFSAEVV                            
       :           :.:      :::::.                                  
gi|148 WAETRTPDCSLIHSDRCG-ENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQI 
           70        80         90       100       110       120    
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 72.0  bits: 19.6 E():   49 
Smith-Waterman score: 52; 17.9% identity (62.7% similar) in 67 aa overlap (1-67:247-307) 
 
                                             10        20        30 
AAD-12                               QHLSNDQQITFAKRFGAIERIGGGDIVAIS 
                                     :. ...: : .   ..  :..: :..:    
gi|170 QCCQQLAQIPQQLQCAAIHSVVHSIIMQQQQQQQQQQGIDIFLPLSQHEQVGQGSLV--- 
        220       230       240       250       260       270       
 
               40        50        60        70        80        
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AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV        
         ...: .. ..::. . . .... ..    . .:.:                     
gi|170 --QGQGIIQPQQPAQLEAIRSLVLQTLPSMCN-VYVPPECSIMRAPFASIVAGIGGQ 
             280       290       300        310       320        
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 71.1  bits: 20.1 E():   55 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (33-48:119-135) 
 
             10        20        30         40        50        60  
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .              
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       90       100       110       120       130       140         
 
              70        80                                          
AAD-12 DSTYMPVMAQGAVFSAEVV                                          
                                                                    
gi|476 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      150       160       170       180       190       200         
 
>>gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=Major  (308 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 71.1  bits: 19.3 E():   55 
Smith-Waterman score: 51; 31.5% identity (53.7% similar) in 54 aa overlap (12-61:104-154) 
 
                                  10        20        30            
AAD-12                    QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD--GTVR 
                                     ::  : : ..  .  :: . ..:   : :: 
gi|249 PLPTPLRRTSSRSSRPPSPSPPRASSPTSAAKAPGLIPKLDTAYDVAYKAAEAHPRGQVR 
            80        90       100       110       120       130    
 
      40          50        60        70        80                  
AAD-12 Q--HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV                  
       .  : : .    ..::.: .  ::                                     
gi|249 RLRHCPHR---SLRVIAGALEVHAVKPATEEVLAAKIPTGELQIVDKIDAAFKIAATAAN 
           140          150       160       170       180       190 
 
>>gi|34851174|gb|AAP15199.1| profilin-like protein [Humu  (131 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 71.0  bits: 18.1 E():   55 
Smith-Waterman score: 46; 30.9% identity (50.0% similar) in 68 aa overlap (21-74:15-82) 
 
               10        20        30               40        50    
AAD-12 QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR-------QHSPAEWDDMMKVI 
                           : :  ..: . .  ::.:        : .: :   .:: . 
gi|348       MSWQAYVDDHLMCEIDGQHLTAAAIIGHDGSVWAQSSTFPQFKPEEIAAIMKDF 
                     10        20        30        40        50     
 
                 60         70         80                           
AAD-12 V--GNMA---WHADST-YMPVMA-QGAVFSAEVV                           
          :..:    :  .  :: .:. ::::                                 
gi|348 EEPGSLAPTGLHLGGIKYMVIMGEQGAVIRGKKGAGGITVKKTGAAMIIGIYDEPLTPGQ 
           60        70        80        90       100       110     
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.9  bits: 18.3 E():   57 
Smith-Waterman score: 47; 25.0% identity (58.3% similar) in 48 aa overlap (23-63:110-157) 
 
                       10        20        30               40      
AAD-12         QHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|159 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEL 
      80        90       100       110       120       130          
 
          50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
        . ..... . .  :.:.                  
gi|159 GETLLRAVESYLLAHSDAYN                
     140       150                         
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.8  bits: 18.3 E():   57 
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Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (23-63:111-158) 
 
                       10        20        30            40         
AAD-12         QHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
          50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
        . ..... . .  :.:.                  
gi|132 GEALLRAVESYLLAHSDAYN                
              150       160                
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (23-63:111-158) 
 
                       10        20        30            40         
AAD-12         QHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|400 KYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
          50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
        . ..... . .  :.:.                  
gi|400 GEALLRAVESYLLAHSDAYN                
              150       160                
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (22-62:110-157) 
 
                        10        20        30              40      
AAD-12          QHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
           50        60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
         . ..... . .  :.:                   
gi|154 MAEKLLRAVESYLLAHTDEYN                
     140       150       160                
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (23-63:111-158) 
 
                       10        20        30            40         
AAD-12         QHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDQEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
          50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
        . ..... . .  :.:.                  
gi|116 GEALLRAVESYLLAHSDAYN                
              150       160                
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (23-63:111-158) 
 
                       10        20        30            40         
AAD-12         QHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
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          50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
        . ..... . .  :.:.                  
gi|116 GEALLRAVESYLLAHSDAYN                
              150       160                
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (23-63:111-158) 
 
                       10        20        30            40         
AAD-12         QHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
          50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
        . ..... . .  :.:.                  
gi|132 AEALLRAVESYLLAHSDAYN                
              150       160                
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (23-63:111-158) 
 
                       10        20        30            40         
AAD-12         QHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
          50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
        . ..... . .  :.:.                  
gi|116 GEALLRAVESYLLAHSDAYN                
              150       160                
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (23-63:111-158) 
 
                       10        20        30            40         
AAD-12         QHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
          50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
        . ..... . .  :.:.                  
gi|132 GEALLRAVESYLLAHSDAYN                
              150       160                
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (23-63:111-158) 
 
                       10        20        30            40         
AAD-12         QHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
          50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
        . ..... . .  :.:.                  
gi|116 GEALLRAVESYLLAHSDAYN                
              150       160                
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>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (22-62:110-157) 
 
                        10        20        30              40      
AAD-12          QHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
           50        60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
         . ..... . .  :.:                   
gi|154 MAEKLLRAVESYLLAHTDEYN                
     140       150       160                
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 70.8  bits: 19.1 E():   57 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (22-37:198-212) 
 
                        10        20        30        40        50  
AAD-12          QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
              60        70        80               
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVV               
                                                   
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
        230       240       250       260          
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 70.8  bits: 19.1 E():   57 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (22-37:198-212) 
 
                        10        20        30        40        50  
AAD-12          QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
              60        70        80               
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVV               
                                                   
gi|115 RKDSDKPIKGPITVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
        230       240       250       260          
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 70.7  bits: 19.8 E():   57 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (5-25:330-350) 
 
                                         10        20        30     
AAD-12                           QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|149 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
           40        50        60        70        80               
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV               
                                                                    
gi|149 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 70.7  bits: 19.8 E():   58 
Smith-Waterman score: 53; 37.9% identity (58.6% similar) in 29 aa overlap (1-29:110-138) 
 
                                             10        20        30 
AAD-12                               QHLSNDQQITFAKRFGAIERIGGGDIVAIS 
                                     :  .. :.  :  :   :.:.  :::.::  
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gi|259 NAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIAIP 
      80        90       100       110       120       130          
 
               40        50        60        70        80           
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV           
                                                                    
gi|259 AGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGRNL 
     140       150       160       170       180       190          
 
>>gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full=Polc  (85 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.3  bits: 17.3 E():   60 
Smith-Waterman score: 43; 36.6% identity (46.3% similar) in 41 aa overlap (13-53:17-54) 
 
                   10        20        30        40        50       
AAD-12     QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                       ::: :    : : : :    .:  :. . .: :   ::  :    
gi|144 MADDHPQDKAERERIFKRFDAN---GDGKISAAELGEALKTLGSITPDEVKHMMAEIDTD 
               10        20           30        40        50        
 
         60        70        80     
AAD-12 MAWHADSTYMPVMAQGAVFSAEVV     
                                    
gi|144 GDGFISFQEFTDFGRANRGLLKDVAKIF 
        60        70        80      
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 69.9  bits: 19.1 E():   64 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (59-76:66-83) 
 
       30        40        50        60        70        80         
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV         
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.6  bits: 17.8 E():   66 
Smith-Waterman score: 45; 27.1% identity (52.1% similar) in 48 aa overlap (21-67:15-62) 
 
               10        20        30        40        50           
AAD-12 QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA-W 
                           : :. . : . .  ::.:  .:    .   . :.: :. . 
gi|144       MSWQAYVDDHLMCEIEGNHLSAAAIIGQDGSVWAQSANFPQFKSEEITGIMSDF 
                     10        20        30        40        50     
 
      60        70        80                                        
AAD-12 HADSTYMPVMAQGAVFSAEVV                                        
       :  .:  :                                                     
gi|144 HEPGTLAPTGLYIGGTKYMVIQGEPGAVIRGKKGPGGVTVKKTNQALIIGIYDEPMTPGQ 
           60        70        80        90       100       110     
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 69.6  bits: 18.8 E():   66 
Smith-Waterman score: 54; 21.7% identity (56.7% similar) in 60 aa overlap (6-65:207-260) 
 
                                        10        20        30      
AAD-12                          QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :.   . . .::. ::   : .. .   .  
gi|168 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWTELKESWGAVWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
          40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
        :..  . .:..:..       .:.::..:                
gi|168 YTTEGGTKSEFEDVIP-----EGWKADTSYSAK             
         240       250            260                
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
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 initn:  44 init1:  44 opt:  44  Z-score: 69.5  bits: 17.6 E():   67 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (7-25:35-53) 
 
                                       10        20        30       
AAD-12                         QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
         40        50        60        70        80     
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV     
                                                        
gi|730 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.5  bits: 17.6 E():   67 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (7-25:35-53) 
 
                                       10        20        30       
AAD-12                         QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
         40        50        60        70        80     
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV     
                                                        
gi|191 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (22-31:109-118) 
 
                        10        20        30        40        50  
AAD-12          QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
              60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVV 
                                     
gi|534 KAEALFRAVESYLLAHSDAYN         
      140       150                  
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (22-31:110-119) 
 
                        10        20        30        40        50  
AAD-12          QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
              60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVV 
                                     
gi|534 KAEALFRAVESYLLAHSDAYN         
     140       150       160         
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 46; 41.7% identity (70.8% similar) in 24 aa overlap (57-80:23-45) 
 
         30        40        50        60        70        80       
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV       
                                     .. .:: : .: .:  .: :::.:       
gi|444         MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGV 
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                       10        20         30        40        50  
 
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.7  bits: 15.3 E():   74 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (59-65:19-25) 
 
       30        40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
                                     :..:..:                
gi|320             YTTEGGTKAEAEDVIPEGWKVDTSYE               
                           10        20                     
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.7  bits: 17.6 E():   74 
Smith-Waterman score: 44; 42.9% identity (85.7% similar) in 14 aa overlap (67-80:66-79) 
 
         40        50        60        70        80                 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV                 
                                     :..:.:: :. ..:                 
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS 
         100       110       120    
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 68.6  bits: 18.3 E():   75 
Smith-Waterman score: 47; 23.1% identity (51.3% similar) in 39 aa overlap (29-63:147-185) 
 
                 10        20        30        40            50     
AAD-12   QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH----SPAEWDDMMKVIV 
                                     ::.  .::.. .:    .   :    :.   
gi|613 ATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMHVGHYTQIVWAKTKKIGC 
        120       130       140       150       160       170       
 
           60        70        80          
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVV          
       : . .. :.                           
gi|613 GRIMFKEDNWNKHYLVCNYGPAGNVLGAQIYEIKK 
        180       190       200       210  
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 68.3  bits: 19.8 E():   78 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (5-25:330-350) 
 
                                         10        20        30     
AAD-12                           QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|169 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
           40        50        60        70        80               
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV               
                                                                    
gi|169 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|2959898|emb|CAA73720.1| Profilin [Mercurialis annua  (133 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.1  bits: 17.6 E():   80 
Smith-Waterman score: 44; 28.8% identity (51.5% similar) in 66 aa overlap (23-74:19-84) 
 
               10        20        30        40               50    
AAD-12 QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI 
                             :  ..: : :  ::..  .:       : :   .:: . 
gi|295     MSWQTYVDDHLMCDIDGQGQHLAAASIVGHDGSIWAQSASFPQLKPEEITGIMKDF 
                   10        20        30        40        50       
 
                  60        70         80                           
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AAD-12 --VGNMA----WHADSTYMPVMAQ-GAVFSAEVV                           
          :..:    . : . :: .... :::                                 
gi|295 DEPGHLAPTGLYIAGTKYMVIQGESGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPGQ 
         60        70        80        90       100       110       
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 45; 33.3% identity (57.8% similar) in 45 aa overlap (16-53:52-96) 
 
                              10        20        30                
AAD-12                QHLSNDQQITFAKRFGAIERIGGGDIVAISNVK--ADGT-----V 
                                     :.:..:. :.  . : ::   ::.     : 
gi|602 AFVLDADNLIPKIAPQAVKSTEILEGDGGVGTIKKINFGEGSTYSYVKHKIDGVDKDNFV 
              30        40        50        60        70        80  
 
       40        50        60        70        80                   
AAD-12 RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV                   
        :.:  : : . ..:                                              
gi|602 YQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISHYHTKGDVEIKEEHVKAGKEKAS 
              90       100       110       120       130       140  
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 45; 25.0% identity (56.2% similar) in 48 aa overlap (23-63:111-158) 
 
                       10        20        30               40      
AAD-12         QHLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|132 KYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEM 
               90       100       110       120       130       140 
 
          50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
        . .....   .  :.:.                  
gi|132 GETLLRAVERYLLAHSDAYN                
              150       160                
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.8  bits: 17.6 E():   83 
Smith-Waterman score: 44; 16.0% identity (72.0% similar) in 25 aa overlap (49-73:12-36) 
 
       20        30        40        50        60        70         
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
                                     .. .... ..: ....  :. : :.      
gi|249                    MRTVSARSSVALVVIVAAVLVWTSSASVAPAPAPGSEETCG 
                                  10        20        30        40  
 
       80                                                           
AAD-12 VV                                                           
                                                                    
gi|249 TVVGALMPCLPFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDG 
              50        60        70        80        90       100  
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.7  bits: 17.6 E():   84 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (21-43:15-37) 
 
               10        20        30        40        50        60 
AAD-12 QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH 
                           : : .... . .  ::.:  .::                  
gi|100       MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKPEENAGIVKDF 
                     10        20        30        40        50     
 
               70        80                                         
AAD-12 ADSTYMPVMAQGAVFSAEVV                                         
                                                                    
gi|100 EEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQ 
           60        70        80        90       100       110     
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 67.7  bits: 19.1 E():   84 
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Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (59-76:56-73) 
 
       30        40        50        60        70        80         
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV         
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.5  bits: 17.1 E():   86 
Smith-Waterman score: 42; 37.5% identity (62.5% similar) in 24 aa overlap (7-30:79-100) 
 
                                       10        20        30       
AAD-12                         QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .  :       
gi|897 QQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQL--AAQLPAMCRLEGGDALLASQ      
       50        60        70        80          90       100       
 
         40        50        60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 67.3  bits: 19.5 E():   88 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (40-78:535-572) 
 
      10        20        30        40        50        60          
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
      70        80            
AAD-12 AQGAVFSAEVV            
        .:  :: :              
gi|331 KEGC-FSEEGPKLVAAAQAALV 
           570       580      
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 67.3  bits: 19.3 E():   89 
Smith-Waterman score: 51; 21.8% identity (56.4% similar) in 55 aa overlap (23-76:438-486) 
 
                       10        20        30        40         50  
AAD-12         QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP-AEWDDMMK 
                                     ::  .  ... :::  . :.  .  .: .  
gi|796 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHNAETTVEDRIG 
       410       420       430       440       450       460        
 
              60        70        80     
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVV     
       .:. .    :....   .  ::..:         
gi|796 IIIDS----AEKAFHKEL--GAIYSEIKDAVSV 
       470           480         490     
 
>>gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin precurs  (148 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.2  bits: 17.6 E():   89 
Smith-Waterman score: 44; 21.2% identity (54.5% similar) in 33 aa overlap (27-59:25-57) 
 
               10        20        30        40        50        60 
AAD-12 QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH 
                                 :. ..:  .:  ...   ::.. .  .   : :  
gi|538   MARFTIVLAVLFAAALVSASAHKTVVTTSVAEEGEEENQRGCEWESRQCQMRHCMQWM 
                 10        20        30        40        50         
 
               70        80                                         
AAD-12 ADSTYMPVMAQGAVFSAEVV                                         
                                                                    
gi|538 RSMRGQYEESFLRSAEANQGQFEHFRECCNELRDVKSHCRCEALRCMMRQMQQEYGMEQE 
       60        70        80        90       100       110         
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>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 67.0  bits: 19.0 E():   91 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (59-76:56-73) 
 
       30        40        50        60        70        80         
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV         
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 67.0  bits: 19.5 E():   92 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (40-78:558-595) 
 
      10        20        30        40        50        60          
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|668 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
       530       540       550       560       570       580        
 
      70        80            
AAD-12 AQGAVFSAEVV            
        .:  :: :              
gi|668 KEGC-FSEEGPKLVAAAQAALV 
       590        600         
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 66.9  bits: 18.5 E():   93 
Smith-Waterman score: 48; 25.7% identity (60.0% similar) in 35 aa overlap (18-48:81-115) 
 
                            10        20            30        40    
AAD-12              QHLSNDQQITFAKRFGAIERIGGGDIV----AISNVKADGTVRQHSP 
                                     :  .: :...     :. .:  :.:..  : 
gi|324 NFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFP 
               60        70        80        90       100       110 
 
            50        60        70        80                        
AAD-12 AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV                        
       .:. .                                                        
gi|324 SEFGNDVDRSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASS 
              120       130       140       150       160       170 
 
>>gi|14422363|emb|CAC41635.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (62-79:85-102) 
 
              40        50        60        70        80            
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV            
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSGRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
gi|144 RHVKPLSFRAKTDAPGC 
          120       130  
 
>>gi|14422361|emb|CAC41634.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (62-79:85-102) 
 
              40        50        60        70        80            
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV            
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
gi|144 RHVKPLSFRAKTDAPGC 
          120       130  
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>>gi|14422359|emb|CAC41633.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (62-79:85-102) 
 
              40        50        60        70        80            
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV            
                                     : . .: .:.:.. ...:             
gi|144 GETDQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
gi|144 RHVKPLSFRAKTDAPGC 
          120       130  
 
>>gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 [Ch  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 43; 33.3% identity (62.5% similar) in 24 aa overlap (21-44:15-38) 
 
               10        20        30        40        50        60 
AAD-12 QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH 
                           : :. . . . .  ::::  .::.                 
gi|294       MSWQTYVDDHLMCDIEGNHLSSAAILGHDGTVWAQSPSFPQLKPEEVSAIMKDF 
                     10        20        30        40        50     
 
               70        80                                         
AAD-12 ADSTYMPVMAQGAVFSAEVV                                         
                                                                    
gi|294 NEPGSLAPTGLHLGGTKYMVIQGEPGDVIRGKKGPGGVTIKKTNQALIIGIYGEPMTPGQ 
           60        70        80        90       100       110     
 
>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 66.7  bits: 18.8 E():   95 
Smith-Waterman score: 49; 30.3% identity (47.0% similar) in 66 aa overlap (15-72:49-109) 
 
                               10        20         30              
AAD-12                 QHLSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|117 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
        40        50         60        70        80                 
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQGAVFSAEVV                 
       .:    :  :  . .:  :::  .     ::..  :                         
gi|117 LRYG--ATRDRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
gi|117 VSNVIIHGLHLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 66.7  bits: 18.8 E():   95 
Smith-Waterman score: 49; 30.3% identity (47.0% similar) in 66 aa overlap (15-72:49-109) 
 
                               10        20         30              
AAD-12                 QHLSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|493 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
        40        50         60        70        80                 
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQGAVFSAEVV                 
       .:    :  :  . .:  :::  .     ::..  :                         
gi|493 LRYG--ATRDRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
gi|493 VSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 66.7  bits: 18.8 E():   95 
Smith-Waterman score: 49; 30.3% identity (47.0% similar) in 66 aa overlap (15-72:49-109) 
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                               10        20         30              
AAD-12                 QHLSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|195 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
        40        50         60        70        80                 
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQGAVFSAEVV                 
       .:    :  :  . .:  :::  .     ::..  :                         
gi|195 LRYG--ATRDRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
gi|195 VSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea sati  (316 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 66.7  bits: 18.5 E():   95 
Smith-Waterman score: 48; 22.8% identity (46.8% similar) in 79 aa overlap (8-74:191-267) 
 
                                      10        20        30        
AAD-12                        QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     :.:    .:   .  :.:..   .. : .  
gi|135 FVMENNKQTYCTSKSWPCVFGKQYYGRGPIQLTHNYNYGQAGKAIGADLINNPDLVATNP 
              170       180       190       200       210       220 
 
        40        50                 60           70        80      
AAD-12 VRQHSPAEWDDMMK---------VIVGNMAWH---ADSTYMPVMAQGAVFSAEVV      
       . . . : :  :           ::.::  :.   ::..   : . :..            
gi|135 TISFKTAIWFWMTPQANKPSSHDVIIGN--WRPSAADTSAGRVPSYGVITNIINGGLECG 
              230       240         250       260       270         
 
gi|135 HGSDDRVANRIGFYKRYCDTLGVSYGNNLDCYNQKPFA 
      280       290       300       310       
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 66.7  bits: 14.6 E():   95 
Smith-Waterman score: 32; 25.0% identity (55.0% similar) in 20 aa overlap (29-48:1-20) 
 
               10        20        30        40        50        60 
AAD-12 QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWH 
                                   :..:   :..  .   .: :             
gi|409                             IAKVPPGGXITAEYGDKWLD             
                                           10        20             
 
               70        80 
AAD-12 ADSTYMPVMAQGAVFSAEVV 
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 17.5 E():   96 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (22-31:109-118) 
 
                        10        20        30        40        50  
AAD-12          QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|402 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKE 
       80        90       100       110       120       130         
 
              60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVV 
                                     
gi|402 MAEKLLRAVESYLLAHTAEYN         
      140       150                  
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (22-31:110-119) 
 
                        10        20        30        40        50  
AAD-12          QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
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gi|167 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
              60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVV 
                                     
gi|167 MAEKLLRAVESYLLAHTAEYN         
     140       150       160         
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 44; 40.0% identity (70.0% similar) in 20 aa overlap (61-80:27-45) 
 
               40        50        60        70        80           
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV           
                                     ::.  .: .:  :. :::..           
gi|165     MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|165 KITFGEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSIL 
          60        70        80        90       100       110      
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (22-31:110-119) 
 
                        10        20        30        40        50  
AAD-12          QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|154 FKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
              60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVV 
                                     
gi|154 MAEKLLRAVESYLLAHTDEYN         
     140       150       160         
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (22-31:110-119) 
 
                        10        20        30        40        50  
AAD-12          QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|730 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
              60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVV 
                                     
gi|730 MAEKLLRAVESYLLAHTAEYN         
     140       150       160         
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (22-31:110-119) 
 
                        10        20        30        40        50  
AAD-12          QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|167 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
              60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVV 
                                     
gi|167 MAEKLLRAVESYLLAHTAEYN         
     140       150       160         
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
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 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (22-31:110-119) 
 
                        10        20        30        40        50  
AAD-12          QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|167 FKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
              60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVV 
                                     
gi|167 MAEKLLRAVESYLLAHTAEYN         
     140       150       160         
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (22-31:110-119) 
 
                        10        20        30        40        50  
AAD-12          QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
              60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVV 
                                     
gi|154 MAEKLLRAVESYLLAHTAEYN         
     140       150       160         
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (22-31:110-119) 
 
                        10        20        30        40        50  
AAD-12          QHLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|730 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
              60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVV 
                                     
gi|730 MAEKLLRAVESYLLAHTAEYN         
     140       150       160         
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 66.3  bits: 18.8 E():   99 
Smith-Waterman score: 49; 40.0% identity (65.0% similar) in 20 aa overlap (56-75:332-348) 
 
          30        40        50        60        70        80      
AAD-12 IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV      
                                     :  :.   .:: :. .::.:           
gi|113 ILSQGNRFLASDIKKEVVGRYGESAMSESINWNWR---SYMDVFENGAIFVPSGVDPVLT 
             310       320       330          340       350         
 
gi|113 PEQNAGMIPAEPGEAVLRLTSSAGVLSCQPGAPC 
      360       370       380       390   
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:37 2011 done: Fri Jan 21 00:02:38 2011 
 Total Scan time:  0.070 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
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FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 51  - 130 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     0     0: 
  30     3     2:* 
  32     5     8:==* 
  34    18    22:====== * 
  36    42    44:==============* 
  38    98    73:========================*======== 
  40   106   102:=================================*== 
  42   116   125:=======================================  * 
  44   111   138:=====================================        * 
  46   142   140:==============================================*= 
  48   152   134:============================================*====== 
  50   142   122:========================================*======= 
  52   103   108:===================================* 
  54    64    92:======================        * 
  56    73    77:=========================* 
  58    39    63:=============       * 
  60    58    51:================*=== 
  62    35    41:============ * 
  64    42    33:==========*=== 
  66    36    26:========*=== 
  68    13    20:===== * 
  70    22    16:=====*== 
  72    25    12:===*===== 
  74    10    10:===* 
  76     7     8:==* 
  78    10     6:=*== 
  80     3     5:=* 
  82     3     3:* 
  84     1     3:* 
  86     5     2:*= 
  88     2     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.79790.00362; mu= 2.7010 0.187 
 mean_var=51.614014.572, 0's: 2 Z-trim: 2  B-trim: 11 in 1/43 
 Lambda= 0.178521 
 Kolmogorov-Smirnov  statistic: 0.0229 (N=29) at  58 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
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The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   67 23.5    0.99 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   65 23.0     1.4 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   63 22.4     5.7 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   62 22.2     6.2 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   62 22.1     6.7 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   57 20.9     7.5 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   57 20.9     7.5 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   57 20.9     7.5 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   57 20.9     7.5 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   60 21.6     9.7 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   56 20.6      12 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   55 20.4      14 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   60 21.6      14 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   57 20.9      15 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   57 20.9      16 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   56 20.6      18 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   56 20.6      19 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   45 17.9      19 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   56 20.6      20 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   56 20.6      20 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   58 21.1      20 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   50 19.1      21 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   49 18.9      23 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   57 20.8      24 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   57 20.8      24 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   55 20.3      24 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   57 20.8      24 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   57 20.8      24 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   51 19.3      28 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   56 20.6      29 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 20.3      30 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 16.6      31 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 16.6      31 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   49 18.8      34 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   50 19.1      34 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   54 20.1      35 
gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pach ( 199)   51 19.3      36 
gi|14423757|sp|O04701.1|MPAC1_CYNDA RecName: Full= ( 246)   52 19.6      37 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   52 19.6      37 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   48 18.6      39 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   48 18.6      39 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   48 18.6      39 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   48 18.6      39 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   52 19.6      40 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   52 19.6      40 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   53 19.8      43 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 18.6      44 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   54 20.1      45 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 19.3      45 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 19.1      46 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   47 18.3      47 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   51 19.3      47 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   48 18.6      48 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   48 18.6      48 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   48 18.6      48 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   48 18.6      48 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   48 18.6      48 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   48 18.6      48 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   48 18.6      48 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   48 18.6      48 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   48 18.6      48 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   48 18.6      48 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   48 18.6      48 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   48 18.6      48 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   48 18.6      48 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   48 18.6      48 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 19.3      49 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   48 18.6      49 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   54 20.1      55 
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gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=M ( 308)   51 19.3      56 
gi|34851174|gb|AAP15199.1| profilin-like protein [ ( 131)   46 18.1      56 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   47 18.3      57 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   47 18.3      58 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   47 18.3      58 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   47 18.3      58 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   47 18.3      58 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   47 18.3      58 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   47 18.3      58 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   47 18.3      58 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   47 18.3      58 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   47 18.3      58 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   47 18.3      58 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 19.1      58 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 19.1      58 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   53 19.8      58 
gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full= (  85)   43 17.3      61 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 19.0      65 
gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full= ( 131)   45 17.8      67 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 18.8      67 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   44 17.6      68 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   44 17.6      68 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 18.1      68 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 18.0      69 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 18.0      69 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   52 19.5      70 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   50 19.0      70 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 15.3      74 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   44 17.5      75 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   47 18.3      76 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   53 19.8      79 
gi|2959898|emb|CAA73720.1| Profilin [Mercurialis a ( 133)   44 17.5      81 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   45 17.8      81 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   45 17.8      82 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   44 17.5      84 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   44 17.5      85 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 19.0      85 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   42 17.0      87 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   52 19.5      89 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   51 19.3      90 
gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin pre ( 148)   44 17.5      90 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 19.0      92 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   52 19.5      93 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   48 18.5      94 
gi|14422363|emb|CAC41635.1| plantain pollen major  ( 131)   43 17.3      95 
gi|14422361|emb|CAC41634.1| plantain pollen major  ( 131)   43 17.3      95 
gi|14422359|emb|CAC41633.1| plantain pollen major  ( 131)   43 17.3      95 
gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 ( 131)   43 17.3      95 
gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum  (  94)   41 16.8      96 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   49 18.8      96 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   49 18.8      96 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   49 18.8      96 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   32 14.5      96 
gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea  ( 316)   48 18.5      96 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   44 17.5      97 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   44 17.5      97 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   44 17.5      97 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   44 17.5      97 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   44 17.5      97 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   44 17.5      97 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   44 17.5      97 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   44 17.5      97 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   44 17.5      97 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  67  Z-score: 102.6  bits: 23.5 E(): 0.99 
Smith-Waterman score: 67; 40.0% identity (63.3% similar) in 30 aa overlap (33-62:30-56) 
 
             10        20        30        40        50        60   
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:::.  ::. : :   ::. :.. : 
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gi|126  TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTK--KGNL-WEVKS 
                10        20        30        40          50        
 
             70        80                        
AAD-12 TYMPVMAQGAVFSAEVVP                        
                                                 
gi|126 AKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
         60        70        80        90        
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  65  Z-score: 99.9  bits: 23.0 E():  1.4 
Smith-Waterman score: 65; 35.5% identity (64.5% similar) in 31 aa overlap (33-63:30-57) 
 
             10        20        30        40        50        60   
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:::.  ::. . :   ::. :.. : 
gi|144  VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKS 
                10        20        30        40          50        
 
             70        80                       
AAD-12 TYMPVMAQGAVFSAEVVP                       
       .                                        
gi|144 SKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
         60        70        80        90       
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  44 init1:  44 opt:  63  Z-score: 89.0  bits: 22.4 E():  5.7 
Smith-Waterman score: 63; 26.7% identity (56.7% similar) in 60 aa overlap (5-64:207-260) 
 
                                         10        20        30     
AAD-12                           HLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|390 GSNPNYLALLVKFVAGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
        180       190       200       210       220            230  
 
           40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
        :::  . .      : .. . .:.::..:                 
gi|390 FTVRYTTEGGTKGEAKDVIPE-GWKADTAYESK              
             240       250        260                 
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  44 init1:  44 opt:  62  Z-score: 88.3  bits: 22.2 E():  6.2 
Smith-Waterman score: 62; 26.7% identity (55.0% similar) in 60 aa overlap (5-64:184-237) 
 
                                         10        20        30     
AAD-12                           HLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|458 GSNPNYLALLVKFVAGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
           160       170       180       190       200              
 
           40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
        :::  . .      : .. . .:.::. :                 
gi|458 FTVRYTTEGGTKGEAKDVIPE-GWKADTCYESK              
      210       220        230       240              
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  44 init1:  44 opt:  62  Z-score: 87.6  bits: 22.1 E():  6.7 
Smith-Waterman score: 62; 26.7% identity (56.7% similar) in 60 aa overlap (5-64:206-259) 
 
                                         10        20        30     
AAD-12                           HLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|158 KGSNPNYLALLVKFSGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
         180       190       200       210       220            230 
 
           40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
        :::  . .      : .. . .:.::..:                 
gi|158 FTVRYTTEGGTKARAKDVIPE-GWKADTAYESK              
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              240       250        260                
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 86.8  bits: 20.9 E():  7.5 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (7-62:29-82) 
 
                                     10        20        30         
AAD-12                       HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP                   
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 86.8  bits: 20.9 E():  7.5 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (7-62:29-82) 
 
                                     10        20        30         
AAD-12                       HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSGLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP                   
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 86.8  bits: 20.9 E():  7.5 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (7-62:29-82) 
 
                                     10        20        30         
AAD-12                       HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP                   
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 86.8  bits: 20.9 E():  7.5 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (7-62:29-82) 
 
                                     10        20        30         
AAD-12                       HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|117 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP                   
       .:.  ::  : :   :  .:  ::                                     
gi|117 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 84.8  bits: 21.6 E():  9.7 
Smith-Waterman score: 60; 23.3% identity (58.3% similar) in 60 aa overlap (5-64:207-260) 
 
                                         10        20        30     
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AAD-12                           HLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   : .. .   .  
gi|126 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
           40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
        :..  . .:..:..       .:.::..:                 
gi|126 YTTEGGTKSEFEDVIP-----EGWKADTSYSAK              
         240       250            260                 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 83.2  bits: 20.6 E():   12 
Smith-Waterman score: 56; 27.1% identity (58.3% similar) in 48 aa overlap (22-62:111-158) 
 
                        10        20        30               40     
AAD-12          HLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|400 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
           50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
        . ..... : .  :.:.                   
gi|400 GETLLRAVEGYLLAHSDAYN                 
              150       160                 
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 81.9  bits: 20.4 E():   14 
Smith-Waterman score: 55; 32.4% identity (58.8% similar) in 34 aa overlap (41-68:114-147) 
 
               20        30        40        50            60       
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV----GNMAWHA--DSTY 
                                     :::. :.. : .:    :   : .  .:.. 
gi|250 EVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSW 
            90       100       110       120       130       140    
 
           70        80 
AAD-12 MPVMAQGAVFSAEVVP 
        ::.             
gi|250 APVLDFVFSTLKNEL  
           150          
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  49 init1:  49 opt:  60  Z-score: 81.8  bits: 21.6 E():   14 
Smith-Waterman score: 60; 20.8% identity (56.9% similar) in 72 aa overlap (10-79:103-174) 
 
                                    10         20        30         
AAD-12                      HLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|309 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
       40        50        60         70        80                  
AAD-12 QHSPAEWDDMMKVIVGNMAWHAD-STYMPVMAQGAVFSAEVVP                  
       .: :: ::   : .. .. ...  ..     : ::. .:...                   
gi|309 DHPPASWDWRKKGVITQVKYQGGCGSGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
gi|309 ESEGCYNGWHYQSFEWVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSDE 
            200       210       220       230       240       250   
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  44 init1:  44 opt:  57  Z-score: 81.3  bits: 20.9 E():   15 
Smith-Waterman score: 57; 23.3% identity (58.3% similar) in 60 aa overlap (5-64:184-237) 
 
                                         10        20        30     
AAD-12                           HLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: :.   :     .. .  
gi|331 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIALKESWGAIWRVDTPD-----KLTGP 
           160       170       180       190       200              
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           40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
        :::  . .   . .. .. . .:.::..:                 
gi|331 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYEAK              
      210       220        230       240              
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  44 init1:  44 opt:  57  Z-score: 80.6  bits: 20.9 E():   16 
Smith-Waterman score: 57; 23.3% identity (58.3% similar) in 60 aa overlap (5-64:208-261) 
 
                                         10        20        30     
AAD-12                           HLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: :.   :     .. .  
gi|180 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIALKESWGAIWRVDTPD-----KLTGP 
       180       190       200       210       220            230   
 
           40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
        :::  . .   . .. .. . .:.::..:                 
gi|180 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYEAK              
            240       250        260                  
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 79.9  bits: 20.6 E():   18 
Smith-Waterman score: 56; 25.0% identity (56.7% similar) in 60 aa overlap (5-64:185-238) 
 
                                         10        20        30     
AAD-12                           HLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|283 GSNPNYLALLVKYVNGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
          160       170       180       190       200        210    
 
           40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
        :..  . .: .:..       .:.::..:                 
gi|283 YTTEGGTKTEAEDVIP-----EGWKADTSYESK              
           220            230       240               
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 79.6  bits: 20.6 E():   19 
Smith-Waterman score: 56; 23.3% identity (56.7% similar) in 60 aa overlap (5-64:196-249) 
 
                                         10        20        30     
AAD-12                           HLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   :     .. .  
gi|168 GSNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPD-----KLTGP 
         170       180       190       200       210            220 
 
           40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
        :::  . .   . .. .. . .:.::..:                 
gi|168 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYSAK              
              230       240        250                
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 79.3  bits: 17.9 E():   19 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (6-29:17-38) 
 
                          10        20        30        40          
AAD-12            HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                       ::.  : .. :. :. ::: .. :                     
gi|217 LVSVEHQAARLKVAKAQQL--AAQLPAMCRLEGGDALSASQ                    
               10          20        30                             
 
      50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 79.2  bits: 20.6 E():   20 
Smith-Waterman score: 56; 23.3% identity (56.7% similar) in 60 aa overlap (5-64:207-260) 
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                                         10        20        30     
AAD-12                           HLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   :     .. .  
gi|752 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPD-----KLTGP 
        180       190       200       210       220            230  
 
           40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
        :::  . .   . .. .. . .:.::..:                 
gi|752 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYSAK              
             240       250        260                 
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 79.2  bits: 20.6 E():   20 
Smith-Waterman score: 56; 25.0% identity (56.7% similar) in 60 aa overlap (5-64:207-260) 
 
                                         10        20        30     
AAD-12                           HLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|117 GSNPNYLALLVKYVNGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
           40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
        :..  . .: .:..       .:.::..:                 
gi|117 YTTEGGTKTEAEDVIP-----EGWKADTSYESK              
         240       250            260                 
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 78.9  bits: 21.1 E():   20 
Smith-Waterman score: 58; 25.0% identity (58.3% similar) in 48 aa overlap (29-76:262-309) 
 
                 10        20        30        40        50         
AAD-12   HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|169 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
       60        70        80                                       
AAD-12 HADSTYMPVMAQGAVFSAEVVP                                       
       .: :.::  .  ..::.:                                           
gi|169 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 78.8  bits: 19.1 E():   21 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (21-36:29-43) 
 
                       10        20        30        40        50   
AAD-12         HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI 
                                   : :::::. ..:  :.                 
gi|105 CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIWRK 
               10        20        30         40        50          
 
             60        70        80             
AAD-12 VGNMAWHADSTYMPVMAQGAVFSAEVVP             
                                                
gi|105 DSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
      60        70        80        90          
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 78.0  bits: 18.9 E():   23 
Smith-Waterman score: 49; 32.3% identity (58.1% similar) in 31 aa overlap (36-64:35-64) 
 
          10        20        30        40          50        60    
AAD-12 QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE--WDDMMKVIVGNMAWHADST 
                                     : . ..::.  :: .  : .   .: ::.  
gi|323 QTCAGNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKP 
           10        20        30        40         50        60    
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            70        80            
AAD-12 YMPVMAQGAVFSAEVVP            
       :                            
gi|323 YSWRYGWTAFCGPAGPRCLRTNAAVTVR 
            70        80        90  
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  49 init1:  49 opt:  57  Z-score: 77.7  bits: 20.8 E():   24 
Smith-Waterman score: 57; 20.8% identity (54.2% similar) in 72 aa overlap (10-79:103-174) 
 
                                    10         20        30         
AAD-12                      HLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|129 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
       40        50        60         70        80                  
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTY-MPVMAQGAVFSAEVVP                  
       .: :: ::   : .. .. ...         : ::. .:...                   
gi|129 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
gi|129 ESEGSYNGWQYQSFEWVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSDE 
            200       210       220       230       240       250   
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  49 init1:  49 opt:  57  Z-score: 77.7  bits: 20.8 E():   24 
Smith-Waterman score: 57; 20.8% identity (54.2% similar) in 72 aa overlap (10-79:103-174) 
 
                                    10         20        30         
AAD-12                      HLSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|119 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
       40        50        60         70        80                  
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTY-MPVMAQGAVFSAEVVP                  
       .: :: ::   : .. .. ...         : ::. .:...                   
gi|119 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
gi|119 ESEGSYNGWQYQSFEWVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSDE 
            200       210       220       230       240       250   
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  44 init1:  44 opt:  55  Z-score: 77.6  bits: 20.3 E():   24 
Smith-Waterman score: 55; 25.9% identity (56.9% similar) in 58 aa overlap (5-62:213-264) 
 
                                         10        20        30     
AAD-12                           HLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|249 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
            190       200       210       220       230        240  
 
           40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
        :..  . ::..:..       .:.::.                   
gi|249 YTTEGGTKAEFEDVIP-----EGWKADTHDASK              
             250            260                       
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 77.5  bits: 20.8 E():   24 
Smith-Waterman score: 57; 25.0% identity (58.3% similar) in 48 aa overlap (29-76:262-309) 
 
                 10        20        30        40        50         
AAD-12   HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
       60        70        80                                       
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AAD-12 HADSTYMPVMAQGAVFSAEVVP                                       
       .: :.::  .  ..::.:                                           
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 77.5  bits: 20.8 E():   24 
Smith-Waterman score: 57; 25.0% identity (58.3% similar) in 48 aa overlap (29-76:262-309) 
 
                 10        20        30        40        50         
AAD-12   HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
       60        70        80                                       
AAD-12 HADSTYMPVMAQGAVFSAEVVP                                       
       .: :.::  .  ..::.:                                           
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 76.3  bits: 19.3 E():   28 
Smith-Waterman score: 51; 27.1% identity (62.5% similar) in 48 aa overlap (22-62:110-157) 
 
                        10        20        30            40        
AAD-12          HLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|437 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
      80        90       100       110       120       130          
 
           50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
        . ..:.. . .  :.:.                   
gi|437 GETLLKAVESYLLAHSDAYN                 
     140       150                          
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 76.1  bits: 20.6 E():   29 
Smith-Waterman score: 56; 25.0% identity (58.3% similar) in 48 aa overlap (29-76:262-309) 
 
                 10        20        30        40        50         
AAD-12   HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|158 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQLT 
             240       250       260       270       280       290  
 
       60        70        80                                       
AAD-12 HADSTYMPVMAQGAVFSAEVVP                                       
       .: :.::  .  ..::.:                                           
gi|158 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 75.8  bits: 20.3 E():   30 
Smith-Waterman score: 55; 30.6% identity (58.3% similar) in 36 aa overlap (43-78:155-190) 
 
             20        30        40        50        60        70   
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :   . ..::.:..  :: .     .  :: 
gi|249 QLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA 
          130       140       150       160       170       180     
 
             80                                                     
AAD-12 VFSAEVVP                                                     
       . .:::                                                       
gi|249 IPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTL 
          190       200       210       220       230       240     
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 75.6  bits: 16.6 E():   31 
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Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (58-64:19-25) 
 
        30        40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                                     :.::..:                 
gi|320             YTTEGGTKAEAEDVIPEGWKADTSYE                
                           10        20                      
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 75.6  bits: 16.6 E():   31 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (58-64:19-25) 
 
        30        40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                                     :.::..:                 
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE                
                           10        20                      
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.0  bits: 18.8 E():   34 
Smith-Waterman score: 49; 31.0% identity (62.1% similar) in 29 aa overlap (51-79:11-39) 
 
               30        40        50        60        70        80 
AAD-12 GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                                     ::.. .:: ...   :. : :    ..::  
gi|249                     MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQ 
                                   10        20        30        40 
 
gi|249 DIMPCLHFVKGEEKEPSKECCSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVA 
               50        60        70        80        90       100 
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 74.9  bits: 19.1 E():   34 
Smith-Waterman score: 50; 25.0% identity (60.4% similar) in 48 aa overlap (22-62:111-158) 
 
                        10        20        30           40         
AAD-12          HLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVRQH----SPAE 
                                     ::.:. :::   .:.:  :...    :    
gi|241 KYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKEEQIKASKEM 
               90       100       110       120       130       140 
 
           50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
        . ..... . .  :.:.                   
gi|241 GETLLRAVESYLLAHSDAYN                 
              150       160                 
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 74.7  bits: 20.1 E():   35 
Smith-Waterman score: 54; 25.6% identity (48.7% similar) in 39 aa overlap (7-45:191-229) 
 
                                       10        20        30       
AAD-12                         HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ::..   .:   :  : :..   .. :    
gi|320 KEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDP 
              170       180       190       200       210       220 
 
         40        50        60        70        80                 
AAD-12 VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP                 
       : . . : :                                                    
gi|320 VISFKTALWFWMTPQSPKPSCHNVITGRWTPSAADRAAGRLPGYGVITNIINGGIECGKG 
              230       240       250       260       270       280 
 
>>gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pachycon  (199 aa) 
 initn:  40 init1:  40 opt:  51  Z-score: 74.5  bits: 19.3 E():   36 
Smith-Waterman score: 51; 25.0% identity (53.3% similar) in 60 aa overlap (17-74:97-148) 
 
                             10        20        30        40       
AAD-12               HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD 
                                     .::   :. .:.:.  : :      : . . 
gi|169 MPDLTWDNELAAIAQRWVNQCKIGHDGCRNVERYQVGQNIAMSGSTAKG------PCNMN 
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         70        80        90       100       110             120 
 
         50          60        70        80                         
AAD-12 DMMKVIVG--NMAWHADSTYMPVMAQGAVFSAEVVP                         
       ..... ..  :    :: . ::  ..:  :                               
gi|169 NLVQMWINEVNALNAADVSSMP--SDGNYFMKIGHYTQLVWGKTTKVGCGIIQFLDGKFY 
              130       140         150       160       170         
 
>>gi|14423757|sp|O04701.1|MPAC1_CYNDA RecName: Full=Majo  (246 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 74.2  bits: 19.6 E():   37 
Smith-Waterman score: 52; 22.4% identity (53.1% similar) in 49 aa overlap (3-51:156-200) 
 
                                           10        20        30   
AAD-12                             HLSNDQQITFAKRFGAIERIGGGDIVAISNVK 
                                     :::. ...  ...:    : :.:::..    
gi|144 RKAGELTLQFRRVKCKYPSGTKITFHIEKGSNDHYLALLVKYAA----GDGNIVAVDIKP 
         130       140       150       160           170       180  
 
             40        50        60        70        80             
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP             
        :.       . :  . ..                                          
gi|144 RDSDEFIPMKSSWGAIWRIDPKKPLKGPFSIRLTSEGGAHLVQDDVIPANWKPDTVYTSK 
             190       200       210       220       230       240  
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.1  bits: 19.6 E():   37 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (5-64:192-245) 
 
                                         10        20        30     
AAD-12                           HLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|116 GSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
             170       180       190       200       210        220 
 
           40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
        :..  . .: .:..       .:.::..:                 
gi|116 YTTEGGTKGEAEDVIP-----EGWKADTAYEAK              
              230            240                      
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 73.7  bits: 18.6 E():   39 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (20-71:15-79) 
 
               10        20        30        40               50    
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI- 
                          : :  ..: . .  ::.:  ::       : :   .:: .  
gi|218      MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFD 
                    10        20        30        40        50      
 
                 60         70        80                            
AAD-12 -VGNMA---WHADST-YMPVMAQGAVFSAEVVP                            
         :..:    :  .: :: ....:                                     
gi|218 EPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETLTPGQC 
          60        70        80        90       100       110      
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 73.7  bits: 18.6 E():   39 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (20-71:15-79) 
 
               10        20        30        40               50    
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI- 
                          : :  ..: . .  ::.:  ::       : :   .:: .  
gi|288      MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFD 
                    10        20        30        40        50      
 
                 60         70        80                            
AAD-12 -VGNMA---WHADST-YMPVMAQGAVFSAEVVP                            
         :..:    :  .: :: ....:                                     
gi|288 EPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPLTPGQC 
          60        70        80        90       100       110      
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>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 73.7  bits: 18.6 E():   39 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (20-71:15-79) 
 
               10        20        30        40               50    
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI- 
                          : :  ..: . .  ::.:  ::       : :   .:: .  
gi|144      MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFD 
                    10        20        30        40        50      
 
                 60         70        80                            
AAD-12 -VGNMA---WHADST-YMPVMAQGAVFSAEVVP                            
         :..:    :  .: :: ....:                                     
gi|144 EPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPLTPGQC 
          60        70        80        90       100       110      
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 73.7  bits: 18.6 E():   39 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (20-71:15-79) 
 
               10        20        30        40               50    
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI- 
                          : :  ..: . .  ::.:  ::       : :   .:: .  
gi|604      MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFD 
                    10        20        30        40        50      
 
                 60         70        80                            
AAD-12 -VGNMA---WHADST-YMPVMAQGAVFSAEVVP                            
         :..:    :  .: :: ....:                                     
gi|604 EPGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETLTPGQC 
          60        70        80        90       100       110      
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 73.7  bits: 19.6 E():   40 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (5-64:207-260) 
 
                                         10        20        30     
AAD-12                           HLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|386 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
           40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
        :..  . .: .:..       .:.::..:                 
gi|386 YTTEGGTKVEAEDVIP-----EGWKADTAYESK              
         240       250            260                 
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 73.6  bits: 19.6 E():   40 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (5-64:209-262) 
 
                                         10        20        30     
AAD-12                           HLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|117 GSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
      180       190       200       210       220       230         
 
           40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
        :..  . .: .:..       .:.::..:                 
gi|117 YTTEGGTKGEAEDVIP-----EGWKADTAYEAK              
       240       250            260                   
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 72.9  bits: 19.8 E():   43 
Smith-Waterman score: 53; 22.9% identity (58.3% similar) in 48 aa overlap (26-71:223-270) 
 
                    10        20        30         40        50     
AAD-12      HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKV-IV 
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                                     : . ..  ::   ..:.  :..  ..  :. 
gi|729 EGVLSRKVPSHLTLETPRVKMNMKYDRYAPVKVFKLDYDGIHFEKHTDIEYEPGVRYKII 
            200       210       220       230       240       250   
 
            60        70        80                                  
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVP                                  
       ::   . :. .. . .::                                           
gi|729 GNGKLKDDGRHYSIDVQGIPRKAFNLDADLMDFKLKVSKPEDSNKAQFSYTFNEYTETEE 
            260       270       280       290       300       310   
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 72.8  bits: 18.6 E():   44 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (29-45:2-19) 
 
               10        20        30         40        50          
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD-GTVRQHSPAEWDDMMKVIVGNMAWH 
                                   ..: .: :.. ..::.::               
gi|250                            PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPFPR 
                                          10        20        30    
 
      60        70        80                                        
AAD-12 ADSTYMPVMAQGAVFSAEVVP                                        
                                                                    
gi|250 CRALVKSQCAGGQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKAT 
            40        50        60        70        80        90    
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 72.7  bits: 20.1 E():   45 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (32-47:89-105) 
 
              10        20        30         40        50        60 
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .              
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       60        70        80        90       100       110         
 
               70        80                                         
AAD-12 DSTYMPVMAQGAVFSAEVVP                                         
                                                                    
gi|114 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      120       130       140       150       160       170         
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 72.6  bits: 19.3 E():   45 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (21-36:181-195) 
 
                         10        20        30        40        50 
AAD-12           HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
               60        70        80              
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVP              
                                                   
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 72.5  bits: 19.1 E():   46 
Smith-Waterman score: 50; 40.0% identity (72.0% similar) in 25 aa overlap (25-49:9-29) 
 
               10        20        30        40        50        60 
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA 
                               :::.....: .    :.:: .:: :            
gi|144                 MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMVDQIVKS 
                               10            20        30        40 
 
               70        80                                         
AAD-12 DSTYMPVMAQGAVFSAEVVP                                         
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gi|144 LTTKKELDPFKIEQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKIDTDGGAF 
               50        60        70        80        90       100 
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 72.4  bits: 18.3 E():   47 
Smith-Waterman score: 47; 28.6% identity (68.6% similar) in 35 aa overlap (7-40:93-127) 
 
                                       10         20        30      
AAD-12                         HLSNDQQITFA-KRFGAIERIGGGDIVAISNVKADG 
                                     :  :. :.   :....: :.:. ..: .   
gi|121 FKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVT 
             70        80        90       100       110       120   
 
          40        50        60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
       .::..                                         
gi|121 SVRSYKRI                                      
            130                                      
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 72.3  bits: 19.3 E():   47 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (21-51:192-222) 
 
                         10        20        30        40           
AAD-12           HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : : ..  
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
      50        60        70        80             
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVP             
       .:                                          
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (22-62:110-157) 
 
                        10        20        30               40     
AAD-12          HLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|115 KYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
           50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
        . ..... . .  :.:.                   
gi|115 GETLLRAVESYLLAHSDAYN                 
     140       150                          
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (62.5% similar) in 48 aa overlap (22-62:110-157) 
 
                        10        20        30            40        
AAD-12          HLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|437 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
      80        90       100       110       120       130          
 
           50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
        . ..... . .  :.:.                   
gi|437 GETLLRAVESYLLAHSDAYN                 
     140       150                          
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (22-62:110-157) 
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                        10        20        30               40     
AAD-12          HLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|384 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
           50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
        . ..... . .  :.:.                   
gi|384 GETLLRAVESYLLAHSDAYN                 
     140       150                          
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (22-62:110-157) 
 
                        10        20        30               40     
AAD-12          HLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|437 KYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
           50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
        . ..... . .  :.:.                   
gi|437 GETLLRAVESYLLAHSDAYN                 
     140       150                          
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (22-62:111-158) 
 
                        10        20        30               40     
AAD-12          HLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
           50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
        . ..... . .  :.:.                   
gi|154 RETLLRAVESYLLAHSDAYN                 
              150       160                 
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (22-62:111-158) 
 
                        10        20        30               40     
AAD-12          HLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|256 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
           50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
        . ..... . .  :.:.                   
gi|256 GETLLRAVESYLLAHSDAYN                 
              150       160                 
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (22-62:111-158) 
 
                        10        20        30               40     
AAD-12          HLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|132 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
           50        60        70        80 
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AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
        . ..... . .  :.:.                   
gi|132 GETLLRAVESYLLAHSDAYN                 
              150       160                 
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (22-62:111-158) 
 
                        10        20        30               40     
AAD-12          HLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|400 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
           50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
        . ..... . .  :.:.                   
gi|400 GETLLRAVESYLLAHSDAYN                 
              150       160                 
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (62.5% similar) in 48 aa overlap (22-62:111-158) 
 
                        10        20        30            40        
AAD-12          HLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|400 KYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
           50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
        . ..... . .  :.:.                   
gi|400 GETLLRAVESYLLAHSDAYN                 
              150       160                 
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (22-62:111-158) 
 
                        10        20        30               40     
AAD-12          HLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|256 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
           50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
        . ..... . .  :.:.                   
gi|256 GETLLRAVESYLLAHSDAYN                 
              150       160                 
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (22-62:111-158) 
 
                        10        20        30               40     
AAD-12          HLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
           50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
        . ..... . .  :.:.                   
gi|154 GETLLRAVESYLLAHSDAYN                 
              150       160                 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   48 
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Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (22-62:111-158) 
 
                        10        20        30               40     
AAD-12          HLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
           50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
        . ..... . .  :.:.                   
gi|154 GETLLRAVESYLLAHSDAYN                 
              150       160                 
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (22-62:111-158) 
 
                        10        20        30               40     
AAD-12          HLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|114 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
           50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
        . ..... . .  :.:.                   
gi|114 GETLLRAVESYLLAHSDAYN                 
              150       160                 
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (22-62:111-158) 
 
                        10        20        30               40     
AAD-12          HLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
           50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
        . ..... . .  :.:.                   
gi|154 GETLLRAVESYLLAHSDAYN                 
              150       160                 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 72.0  bits: 19.3 E():   49 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (21-36:199-213) 
 
                         10        20        30        40        50 
AAD-12           HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
               60        70        80              
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVP              
                                                   
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 48; 29.8% identity (47.4% similar) in 57 aa overlap (31-73:38-90) 
 
               10        20        30           40        50        
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ---HSPAEWDDMMKVIVGNMA 
                                     :.: . .:.    .:  ::.. ::    .: 
gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKVA---QA 
        10        20        30        40        50        60        
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                   60        70        80                           
AAD-12 W-----------HADSTYMPVMAQGAVFSAEVVP                           
       :           :.:      :::::.                                  
gi|148 WAETRTPDCSLIHSDRCG-ENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQI 
           70        80         90       100       110       120    
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 71.0  bits: 20.1 E():   55 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (32-47:119-135) 
 
              10        20        30         40        50        60 
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .              
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       90       100       110       120       130       140         
 
               70        80                                         
AAD-12 DSTYMPVMAQGAVFSAEVVP                                         
                                                                    
gi|476 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      150       160       170       180       190       200         
 
>>gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=Major  (308 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 71.0  bits: 19.3 E():   56 
Smith-Waterman score: 51; 31.5% identity (53.7% similar) in 54 aa overlap (11-60:104-154) 
 
                                   10        20        30           
AAD-12                     HLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD--GTVR 
                                     ::  : : ..  .  :: . ..:   : :: 
gi|249 PLPTPLRRTSSRSSRPPSPSPPRASSPTSAAKAPGLIPKLDTAYDVAYKAAEAHPRGQVR 
            80        90       100       110       120       130    
 
         40        50        60        70        80                 
AAD-12 Q--HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP                 
       .  : : .    ..::.: .  ::                                     
gi|249 RLRHCPHR---SLRVIAGALEVHAVKPATEEVLAAKIPTGELQIVDKIDAAFKIAATAAN 
           140          150       160       170       180       190 
 
>>gi|34851174|gb|AAP15199.1| profilin-like protein [Humu  (131 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 70.9  bits: 18.1 E():   56 
Smith-Waterman score: 46; 30.9% identity (50.0% similar) in 68 aa overlap (20-73:15-82) 
 
               10        20        30               40        50    
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR-------QHSPAEWDDMMKVIV 
                          : :  ..: . .  ::.:        : .: :   .:: .  
gi|348      MSWQAYVDDHLMCEIDGQHLTAAAIIGHDGSVWAQSSTFPQFKPEEIAAIMKDFE 
                    10        20        30        40        50      
 
                 60          70        80                           
AAD-12 --GNMA---WHADST-YMPVMA-QGAVFSAEVVP                           
         :..:    :  .  :: .:. ::::                                  
gi|348 EPGSLAPTGLHLGGIKYMVIMGEQGAVIRGKKGAGGITVKKTGAAMIIGIYDEPLTPGQC 
          60        70        80        90       100       110      
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 47; 25.0% identity (58.3% similar) in 48 aa overlap (22-62:110-157) 
 
                        10        20        30               40     
AAD-12          HLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|159 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEL 
      80        90       100       110       120       130          
 
           50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
        . ..... . .  :.:.                   
gi|159 GETLLRAVESYLLAHSDAYN                 
     140       150                          
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>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (22-62:111-158) 
 
                        10        20        30            40        
AAD-12          HLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
           50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
        . ..... . .  :.:.                   
gi|132 GEALLRAVESYLLAHSDAYN                 
              150       160                 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (22-62:111-158) 
 
                        10        20        30            40        
AAD-12          HLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|400 KYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
           50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
        . ..... . .  :.:.                   
gi|400 GEALLRAVESYLLAHSDAYN                 
              150       160                 
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (22-62:111-158) 
 
                        10        20        30            40        
AAD-12          HLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDQEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
           50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
        . ..... . .  :.:.                   
gi|116 GEALLRAVESYLLAHSDAYN                 
              150       160                 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (21-61:110-157) 
 
                         10        20        30              40     
AAD-12           HLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
            50        60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
         . ..... . .  :.:                    
gi|154 MAEKLLRAVESYLLAHTDEYN                 
     140       150       160                 
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (22-62:111-158) 
 
                        10        20        30            40        
AAD-12          HLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
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gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
           50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
        . ..... . .  :.:.                   
gi|116 GEALLRAVESYLLAHSDAYN                 
              150       160                 
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (22-62:111-158) 
 
                        10        20        30            40        
AAD-12          HLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
           50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
        . ..... . .  :.:.                   
gi|116 GEALLRAVESYLLAHSDAYN                 
              150       160                 
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (22-62:111-158) 
 
                        10        20        30            40        
AAD-12          HLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
           50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
        . ..... . .  :.:.                   
gi|132 AEALLRAVESYLLAHSDAYN                 
              150       160                 
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (22-62:111-158) 
 
                        10        20        30            40        
AAD-12          HLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
           50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
        . ..... . .  :.:.                   
gi|116 GEALLRAVESYLLAHSDAYN                 
              150       160                 
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (22-62:111-158) 
 
                        10        20        30            40        
AAD-12          HLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
           50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
        . ..... . .  :.:.                   
gi|132 GEALLRAVESYLLAHSDAYN                 
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              150       160                 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (21-61:110-157) 
 
                         10        20        30              40     
AAD-12           HLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
            50        60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
         . ..... . .  :.:                    
gi|154 MAEKLLRAVESYLLAHTDEYN                 
     140       150       160                 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (21-36:198-212) 
 
                         10        20        30        40        50 
AAD-12           HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
               60        70        80              
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVP              
                                                   
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
        230       240       250       260          
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (21-36:198-212) 
 
                         10        20        30        40        50 
AAD-12           HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
               60        70        80              
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVP              
                                                   
gi|115 RKDSDKPIKGPITVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
        230       240       250       260          
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 70.6  bits: 19.8 E():   58 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (4-24:330-350) 
 
                                          10        20        30    
AAD-12                            HLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|149 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
            40        50        60        70        80              
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP              
                                                                    
gi|149 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full=Polc  (85 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.2  bits: 17.3 E():   61 
Smith-Waterman score: 43; 36.6% identity (46.3% similar) in 41 aa overlap (12-52:17-54) 
 
                    10        20        30        40        50      
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AAD-12      HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                       ::: :    : : : :    .:  :. . .: :   ::  :    
gi|144 MADDHPQDKAERERIFKRFDAN---GDGKISAAELGEALKTLGSITPDEVKHMMAEIDTD 
               10        20           30        40        50        
 
          60        70        80    
AAD-12 MAWHADSTYMPVMAQGAVFSAEVVP    
                                    
gi|144 GDGFISFQEFTDFGRANRGLLKDVAKIF 
        60        70        80      
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 69.8  bits: 19.0 E():   65 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (58-75:66-83) 
 
        30        40        50        60        70        80        
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP        
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.5  bits: 17.8 E():   67 
Smith-Waterman score: 45; 27.1% identity (52.1% similar) in 48 aa overlap (20-66:15-62) 
 
               10        20        30        40        50           
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA-WH 
                          : :. . : . .  ::.:  .:    .   . :.: :. .: 
gi|144      MSWQAYVDDHLMCEIEGNHLSAAAIIGQDGSVWAQSANFPQFKSEEITGIMSDFH 
                    10        20        30        40        50      
 
      60        70        80                                        
AAD-12 ADSTYMPVMAQGAVFSAEVVP                                        
         .:  :                                                      
gi|144 EPGTLAPTGLYIGGTKYMVIQGEPGAVIRGKKGPGGVTVKKTNQALIIGIYDEPMTPGQC 
          60        70        80        90       100       110      
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 54; 21.7% identity (56.7% similar) in 60 aa overlap (5-64:207-260) 
 
                                         10        20        30     
AAD-12                           HLSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :.   . . .::. ::   : .. .   .  
gi|168 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWTELKESWGAVWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
           40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
        :..  . .:..:..       .:.::..:                 
gi|168 YTTEGGTKSEFEDVIP-----EGWKADTSYSAK              
         240       250            260                 
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.4  bits: 17.6 E():   68 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (6-24:35-53) 
 
                                        10        20        30      
AAD-12                          HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
          40        50        60        70        80    
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP    
                                                        
gi|730 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
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>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.4  bits: 17.6 E():   68 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (6-24:35-53) 
 
                                        10        20        30      
AAD-12                          HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
          40        50        60        70        80    
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP    
                                                        
gi|191 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (21-30:109-118) 
 
                         10        20        30        40        50 
AAD-12           HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
               60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                                      
gi|534 KAEALFRAVESYLLAHSDAYN          
      140       150                   
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (21-30:110-119) 
 
                         10        20        30        40        50 
AAD-12           HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
               60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                                      
gi|534 KAEALFRAVESYLLAHSDAYN          
     140       150       160          
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 46; 41.7% identity (70.8% similar) in 24 aa overlap (56-79:23-45) 
 
          30        40        50        60        70        80      
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP      
                                     .. .:: : .: .:  .: :::.:       
gi|444         MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGV 
                       10        20         30        40        50  
 
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 69.2  bits: 19.5 E():   70 
Smith-Waterman score: 52; 43.5% identity (60.9% similar) in 23 aa overlap (6-28:116-138) 
 
                                        10        20        30      
AAD-12                          HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     :.  :  :   :.:.  :::.::        
gi|259 YVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIAIPAGVAHW 
          90       100       110       120       130       140      
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          40        50        60        70        80                
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP                
                                                                    
gi|259 CYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGRNLFSGFDT 
         150       160       170       180       190       200      
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 69.1  bits: 19.0 E():   70 
Smith-Waterman score: 50; 18.4% identity (65.3% similar) in 49 aa overlap (18-66:265-307) 
 
                            10        20        30        40        
AAD-12              HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD 
                                     :..: :..:     ...: .. ..::. .  
gi|170 HSVVHSIIMQQQQQQQQQQGIDIFLPLSQHEQVGQGSLV-----QGQGIIQPQQPAQLEA 
          240       250       260       270            280          
 
        50        60        70        80       
AAD-12 MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP       
       . .... ..    . .:.:                     
gi|170 IRSLVLQTLPSMCN-VYVPPECSIMRAPFASIVAGIGGQ 
     290       300        310       320        
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.7  bits: 15.3 E():   74 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (58-64:19-25) 
 
        30        40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                                     :..:..:                 
gi|320             YTTEGGTKAEAEDVIPEGWKVDTSYE                
                           10        20                      
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.6  bits: 17.5 E():   75 
Smith-Waterman score: 44; 42.9% identity (85.7% similar) in 14 aa overlap (66-79:66-79) 
 
          40        50        60        70        80                
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP                
                                     :..:.:: :. ..:                 
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS 
         100       110       120    
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 47; 23.1% identity (51.3% similar) in 39 aa overlap (28-62:147-185) 
 
                  10        20        30        40            50    
AAD-12    HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH----SPAEWDDMMKVIV 
                                     ::.  .::.. .:    .   :    :.   
gi|613 ATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMHVGHYTQIVWAKTKKIGC 
        120       130       140       150       160       170       
 
            60        70        80         
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVP         
       : . .. :.                           
gi|613 GRIMFKEDNWNKHYLVCNYGPAGNVLGAQIYEIKK 
        180       190       200       210  
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 68.2  bits: 19.8 E():   79 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (4-24:330-350) 
 
                                          10        20        30    
AAD-12                            HLSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|169 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
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            40        50        60        70        80              
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP              
                                                                    
gi|169 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|2959898|emb|CAA73720.1| Profilin [Mercurialis annua  (133 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 44; 28.8% identity (51.5% similar) in 66 aa overlap (22-73:19-84) 
 
               10        20        30        40               50    
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI- 
                            :  ..: : :  ::..  .:       : :   .:: .  
gi|295    MSWQTYVDDHLMCDIDGQGQHLAAASIVGHDGSIWAQSASFPQLKPEEITGIMKDFD 
                  10        20        30        40        50        
 
                  60        70         80                           
AAD-12 -VGNMA----WHADSTYMPVMAQ-GAVFSAEVVP                           
         :..:    . : . :: .... :::                                  
gi|295 EPGHLAPTGLYIAGTKYMVIQGESGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPGQC 
        60        70        80        90       100       110        
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 45; 33.3% identity (57.8% similar) in 45 aa overlap (15-52:52-96) 
 
                               10        20        30               
AAD-12                 HLSNDQQITFAKRFGAIERIGGGDIVAISNVK--ADGT-----V 
                                     :.:..:. :.  . : ::   ::.     : 
gi|602 AFVLDADNLIPKIAPQAVKSTEILEGDGGVGTIKKINFGEGSTYSYVKHKIDGVDKDNFV 
              30        40        50        60        70        80  
 
        40        50        60        70        80                  
AAD-12 RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP                  
        :.:  : : . ..:                                              
gi|602 YQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISHYHTKGDVEIKEEHVKAGKEKAS 
              90       100       110       120       130       140  
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 45; 25.0% identity (56.2% similar) in 48 aa overlap (22-62:111-158) 
 
                        10        20        30               40     
AAD-12          HLSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|132 KYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEM 
               90       100       110       120       130       140 
 
           50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
        . .....   .  :.:.                   
gi|132 GETLLRAVERYLLAHSDAYN                 
              150       160                 
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.7  bits: 17.5 E():   84 
Smith-Waterman score: 44; 16.0% identity (72.0% similar) in 25 aa overlap (48-72:12-36) 
 
        20        30        40        50        60        70        
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
                                     .. .... ..: ....  :. : :.      
gi|249                    MRTVSARSSVALVVIVAAVLVWTSSASVAPAPAPGSEETCG 
                                  10        20        30        40  
 
        80                                                          
AAD-12 VVP                                                          
                                                                    
gi|249 TVVGALMPCLPFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDG 
              50        60        70        80        90       100  
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>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.6  bits: 17.5 E():   85 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (20-42:15-37) 
 
               10        20        30        40        50        60 
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA 
                          : : .... . .  ::.:  .::                   
gi|100      MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKPEENAGIVKDFE 
                    10        20        30        40        50      
 
               70        80                                         
AAD-12 DSTYMPVMAQGAVFSAEVVP                                         
                                                                    
gi|100 EPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQC 
          60        70        80        90       100       110      
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 67.6  bits: 19.0 E():   85 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (58-75:56-73) 
 
        30        40        50        60        70        80        
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP        
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.5  bits: 17.0 E():   87 
Smith-Waterman score: 42; 37.5% identity (62.5% similar) in 24 aa overlap (6-29:79-100) 
 
                                        10        20        30      
AAD-12                          HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .  :       
gi|897 QQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQL--AAQLPAMCRLEGGDALLASQ      
       50        60        70        80          90       100       
 
          40        50        60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 67.2  bits: 19.5 E():   89 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (39-77:535-572) 
 
       10        20        30        40        50        60         
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
       70        80           
AAD-12 AQGAVFSAEVVP           
        .:  :: :              
gi|331 KEGC-FSEEGPKLVAAAQAALV 
           570       580      
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 67.2  bits: 19.3 E():   90 
Smith-Waterman score: 51; 21.8% identity (56.4% similar) in 55 aa overlap (22-75:438-486) 
 
                        10        20        30        40         50 
AAD-12          HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP-AEWDDMMK 
                                     ::  .  ... :::  . :.  .  .: .  
gi|796 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHNAETTVEDRIG 
       410       420       430       440       450       460        
 
               60        70        80    
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVP    
       .:. .    :....   .  ::..:         
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gi|796 IIIDS----AEKAFHKEL--GAIYSEIKDAVSV 
       470           480         490     
 
>>gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin precurs  (148 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.2  bits: 17.5 E():   90 
Smith-Waterman score: 44; 21.2% identity (54.5% similar) in 33 aa overlap (26-58:25-57) 
 
               10        20        30        40        50        60 
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA 
                                :. ..:  .:  ...   ::.. .  .   : :   
gi|538  MARFTIVLAVLFAAALVSASAHKTVVTTSVAEEGEEENQRGCEWESRQCQMRHCMQWMR 
                10        20        30        40        50          
 
               70        80                                         
AAD-12 DSTYMPVMAQGAVFSAEVVP                                         
                                                                    
gi|538 SMRGQYEESFLRSAEANQGQFEHFRECCNELRDVKSHCRCEALRCMMRQMQQEYGMEQEM 
      60        70        80        90       100       110          
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 67.0  bits: 19.0 E():   92 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (58-75:56-73) 
 
        30        40        50        60        70        80        
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP        
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 66.9  bits: 19.5 E():   93 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (39-77:558-595) 
 
       10        20        30        40        50        60         
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|668 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
       530       540       550       560       570       580        
 
       70        80           
AAD-12 AQGAVFSAEVVP           
        .:  :: :              
gi|668 KEGC-FSEEGPKLVAAAQAALV 
       590        600         
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 66.8  bits: 18.5 E():   94 
Smith-Waterman score: 48; 25.7% identity (60.0% similar) in 35 aa overlap (17-47:81-115) 
 
                             10        20            30        40   
AAD-12               HLSNDQQITFAKRFGAIERIGGGDIV----AISNVKADGTVRQHSP 
                                     :  .: :...     :. .:  :.:..  : 
gi|324 NFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFP 
               60        70        80        90       100       110 
 
             50        60        70        80                       
AAD-12 AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP                       
       .:. .                                                        
gi|324 SEFGNDVDRSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASS 
              120       130       140       150       160       170 
 
>>gi|14422363|emb|CAC41635.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (61-78:85-102) 
 
               40        50        60        70        80           
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP           
                                     : . .: .:.:.. ...:             
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gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSGRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
gi|144 RHVKPLSFRAKTDAPGC 
          120       130  
 
>>gi|14422361|emb|CAC41634.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (61-78:85-102) 
 
               40        50        60        70        80           
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP           
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
gi|144 RHVKPLSFRAKTDAPGC 
          120       130  
 
>>gi|14422359|emb|CAC41633.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (61-78:85-102) 
 
               40        50        60        70        80           
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP           
                                     : . .: .:.:.. ...:             
gi|144 GETDQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
gi|144 RHVKPLSFRAKTDAPGC 
          120       130  
 
>>gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 [Ch  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 43; 33.3% identity (62.5% similar) in 24 aa overlap (20-43:15-38) 
 
               10        20        30        40        50        60 
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA 
                          : :. . . . .  ::::  .::.                  
gi|294      MSWQTYVDDHLMCDIEGNHLSSAAILGHDGTVWAQSPSFPQLKPEEVSAIMKDFN 
                    10        20        30        40        50      
 
               70        80                                         
AAD-12 DSTYMPVMAQGAVFSAEVVP                                         
                                                                    
gi|294 EPGSLAPTGLHLGGTKYMVIQGEPGDVIRGKKGPGGVTIKKTNQALIIGIYGEPMTPGQC 
          60        70        80        90       100       110      
 
>>gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum aest  (94 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 16.8 E():   96 
Smith-Waterman score: 41; 27.3% identity (48.5% similar) in 33 aa overlap (48-80:17-49) 
 
        20        30        40        50        60        70        
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
                                     :.:  .  . : :.    :  :  ::..   
gi|668               IAVAVSADECEGDRRAMIKECAKYQQWPANPKLDPSDACCAVWQKA 
                             10        20        30        40       
 
        80                                              
AAD-12 VVP                                              
        .:                                              
gi|668 NIPCLCAGVTKEKEKIYCMEKVAYVANFCKKPFPHGYKCGSYTFPPLA 
         50        60        70        80        90     
 
>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 66.6  bits: 18.8 E():   96 
Smith-Waterman score: 49; 30.3% identity (47.0% similar) in 66 aa overlap (14-71:49-109) 
 
                                10        20         30             
AAD-12                  HLSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
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gi|117 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
         40        50         60        70        80                
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQGAVFSAEVVP                
       .:    :  :  . .:  :::  .     ::..  :                         
gi|117 LRYG--ATRDRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
gi|117 VSNVIIHGLHLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 66.6  bits: 18.8 E():   96 
Smith-Waterman score: 49; 30.3% identity (47.0% similar) in 66 aa overlap (14-71:49-109) 
 
                                10        20         30             
AAD-12                  HLSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|493 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
         40        50         60        70        80                
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQGAVFSAEVVP                
       .:    :  :  . .:  :::  .     ::..  :                         
gi|493 LRYG--ATRDRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
gi|493 VSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 66.6  bits: 18.8 E():   96 
Smith-Waterman score: 49; 30.3% identity (47.0% similar) in 66 aa overlap (14-71:49-109) 
 
                                10        20         30             
AAD-12                  HLSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|195 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
         40        50         60        70        80                
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQGAVFSAEVVP                
       .:    :  :  . .:  :::  .     ::..  :                         
gi|195 LRYG--ATRDRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
gi|195 VSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 66.6  bits: 14.5 E():   96 
Smith-Waterman score: 32; 25.0% identity (55.0% similar) in 20 aa overlap (28-47:1-20) 
 
               10        20        30        40        50        60 
AAD-12 HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA 
                                  :..:   :..  .   .: :              
gi|409                            IAKVPPGGXITAEYGDKWLD              
                                          10        20              
 
               70        80 
AAD-12 DSTYMPVMAQGAVFSAEVVP 
 
>>gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea sati  (316 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 66.6  bits: 18.5 E():   96 
Smith-Waterman score: 48; 22.8% identity (46.8% similar) in 79 aa overlap (7-73:191-267) 
 
                                       10        20        30       
AAD-12                         HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     :.:    .:   .  :.:..   .. : .  
gi|135 FVMENNKQTYCTSKSWPCVFGKQYYGRGPIQLTHNYNYGQAGKAIGADLINNPDLVATNP 
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              170       180       190       200       210       220 
 
         40        50                    60        70        80     
AAD-12 VRQHSPAEWDDMMK---------VIVGNMAWH---ADSTYMPVMAQGAVFSAEVVP     
       . . . : :  :           ::.::  :.   ::..   : . :..            
gi|135 TISFKTAIWFWMTPQANKPSSHDVIIGN--WRPSAADTSAGRVPSYGVITNIINGGLECG 
              230       240         250       260       270         
 
gi|135 HGSDDRVANRIGFYKRYCDTLGVSYGNNLDCYNQKPFA 
      280       290       300       310       
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (21-30:109-118) 
 
                         10        20        30        40        50 
AAD-12           HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|402 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKE 
       80        90       100       110       120       130         
 
               60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                                      
gi|402 MAEKLLRAVESYLLAHTAEYN          
      140       150                   
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 44; 40.0% identity (70.0% similar) in 20 aa overlap (60-79:27-45) 
 
      30        40        50        60        70        80          
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP          
                                     ::.  .: .:  :. :::..           
gi|165     MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|165 KITFGEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSIL 
          60        70        80        90       100       110      
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (21-30:110-119) 
 
                         10        20        30        40        50 
AAD-12           HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|154 FKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
               60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                                      
gi|154 MAEKLLRAVESYLLAHTDEYN          
     140       150       160          
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (21-30:110-119) 
 
                         10        20        30        40        50 
AAD-12           HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|730 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
               60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                                      
gi|730 MAEKLLRAVESYLLAHTAEYN          
     140       150       160          
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>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (21-30:110-119) 
 
                         10        20        30        40        50 
AAD-12           HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|167 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
               60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                                      
gi|167 MAEKLLRAVESYLLAHTAEYN          
     140       150       160          
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (21-30:110-119) 
 
                         10        20        30        40        50 
AAD-12           HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|167 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
               60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                                      
gi|167 MAEKLLRAVESYLLAHTAEYN          
     140       150       160          
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (21-30:110-119) 
 
                         10        20        30        40        50 
AAD-12           HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
               60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                                      
gi|154 MAEKLLRAVESYLLAHTAEYN          
     140       150       160          
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (21-30:110-119) 
 
                         10        20        30        40        50 
AAD-12           HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|730 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
               60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                                      
gi|730 MAEKLLRAVESYLLAHTAEYN          
     140       150       160          
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (21-30:110-119) 
 
                         10        20        30        40        50 
AAD-12           HLSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
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                                     :::.:: ::.                     
gi|167 FKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
               60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                                      
gi|167 MAEKLLRAVESYLLAHTAEYN          
     140       150       160          
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:38 2011 done: Fri Jan 21 00:02:38 2011 
 Total Scan time:  0.060 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 52  - 131 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     4     2:*= 
  32     4     8:==* 
  34    20    22:=======* 
  36    41    44:==============* 
  38    99    73:========================*======== 
  40    84   102:============================     * 
  42   111   125:=====================================    * 
  44   134   138:=============================================* 
  46   145   140:==============================================*== 
  48   160   134:============================================*========= 
  50   140   122:========================================*====== 
  52   103   108:===================================* 
  54    70    92:========================      * 
  56    67    77:=======================  * 
  58    39    63:=============       * 
  60    51    51:================* 
  62    36    41:============ * 
  64    39    33:==========*== 
  66    34    26:========*=== 
  68    12    20:====  * 
  70    25    16:=====*=== 
  72    25    12:===*===== 
  74    13    10:===*= 
  76     5     8:==* 
  78     7     6:=*= 
  80     7     5:=*= 
  82     3     3:* 
  84     2     3:* 
  86     4     2:*= 
  88     2     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
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  98     0     0:          * 
 100     1     0:=         *= 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.66070.00361; mu= 3.3961 0.187 
 mean_var=50.105314.273, 0's: 2 Z-trim: 2  B-trim: 11 in 1/43 
 Lambda= 0.181189 
 Kolmogorov-Smirnov  statistic: 0.0222 (N=29) at  62 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   67 23.6     0.9 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   65 23.1     1.3 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   63 22.5     5.2 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   62 22.3     5.7 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   62 22.3     6.2 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   57 21.0       7 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   57 21.0       7 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   57 21.0       7 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   57 21.0       7 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   60 21.7     8.9 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   56 20.7      11 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   60 21.7      13 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   55 20.5      13 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   57 21.0      14 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   57 21.0      15 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   56 20.7      17 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   56 20.7      18 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   56 20.7      18 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   56 20.7      18 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   58 21.2      19 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   45 17.9      19 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   50 19.2      20 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   49 18.9      22 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   57 20.9      22 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   57 20.9      22 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   55 20.4      22 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   57 20.9      23 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   57 20.9      23 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   51 19.4      27 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   56 20.7      27 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 20.4      28 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 16.6      31 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 16.6      31 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   49 18.9      32 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   50 19.1      32 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   54 20.2      33 
gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pach ( 199)   51 19.4      34 
gi|14423757|sp|O04701.1|MPAC1_CYNDA RecName: Full= ( 246)   52 19.7      35 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   52 19.7      35 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   52 19.7      38 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   52 19.7      38 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   48 18.6      38 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   48 18.6      38 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   48 18.6      38 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   48 18.6      38 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   53 19.9      41 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   46 18.1      42 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   54 20.2      42 
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gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 18.6      42 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 19.4      43 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 19.1      44 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   51 19.4      45 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   47 18.4      45 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 19.4      46 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   48 18.6      46 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   48 18.6      46 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   48 18.6      46 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   48 18.6      46 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   48 18.6      46 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   48 18.6      46 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   48 18.6      46 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   48 18.6      46 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   48 18.6      46 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   48 18.6      46 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   48 18.6      46 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   48 18.6      46 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   48 18.6      46 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   48 18.6      46 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   48 18.6      47 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 18.1      51 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   54 20.2      52 
gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=M ( 308)   51 19.4      53 
gi|34851174|gb|AAP15199.1| profilin-like protein [ ( 131)   46 18.1      54 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   53 19.9      55 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 19.1      55 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 19.1      55 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   47 18.4      55 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   47 18.4      55 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   47 18.4      55 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   47 18.4      55 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   47 18.4      55 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   47 18.4      55 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   47 18.4      55 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   47 18.4      55 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   47 18.4      55 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   47 18.4      55 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   47 18.4      55 
gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full= (  85)   43 17.3      60 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 19.1      62 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 18.9      64 
gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full= ( 131)   45 17.8      65 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   52 19.6      66 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 18.1      66 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   44 17.6      66 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   44 17.6      66 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 18.1      66 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 18.1      66 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   50 19.1      67 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   47 18.4      73 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   53 19.9      73 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 15.3      75 
gi|2959898|emb|CAA73720.1| Profilin [Mercurialis a ( 133)   44 17.6      78 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   45 17.8      79 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   45 17.8      79 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 19.1      81 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   44 17.6      81 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   44 17.6      83 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   52 19.6      84 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   51 19.4      85 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   42 17.1      85 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 19.1      87 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   52 19.6      87 
gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin pre ( 148)   44 17.6      87 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   48 18.6      90 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   49 18.9      91 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   49 18.9      91 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   49 18.9      91 
gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea  ( 316)   48 18.6      92 
gi|14422361|emb|CAC41634.1| plantain pollen major  ( 131)   43 17.3      92 
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gi|14422359|emb|CAC41633.1| plantain pollen major  ( 131)   43 17.3      92 
gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 ( 131)   43 17.3      92 
gi|14422363|emb|CAC41635.1| plantain pollen major  ( 131)   43 17.3      92 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   44 17.6      94 
gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum  (  94)   41 16.8      94 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   44 17.6      94 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   44 17.6      94 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   44 17.6      94 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   44 17.6      94 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   44 17.6      94 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   44 17.6      94 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   44 17.6      94 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   44 17.6      94 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 18.9      95 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   47 18.3      97 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   32 14.5      98 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   44 17.6      99 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   44 17.6      99 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  67  Z-score: 103.3  bits: 23.6 E():  0.9 
Smith-Waterman score: 67; 40.0% identity (63.3% similar) in 30 aa overlap (32-61:30-56) 
 
              10        20        30        40        50        60  
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:::.  ::. : :   ::. :.. : 
gi|126  TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTK--KGNL-WEVKS 
                10        20        30        40          50        
 
              70        80                       
AAD-12 TYMPVMAQGAVFSAEVVPA                       
                                                 
gi|126 AKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
         60        70        80        90        
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  65  Z-score: 100.5  bits: 23.1 E():  1.3 
Smith-Waterman score: 65; 35.5% identity (64.5% similar) in 31 aa overlap (32-62:30-57) 
 
              10        20        30        40        50        60  
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:::.  ::. . :   ::. :.. : 
gi|144  VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKS 
                10        20        30        40          50        
 
              70        80                      
AAD-12 TYMPVMAQGAVFSAEVVPA                      
       .                                        
gi|144 SKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
         60        70        80        90       
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  44 init1:  44 opt:  63  Z-score: 89.6  bits: 22.5 E():  5.2 
Smith-Waterman score: 63; 26.7% identity (56.7% similar) in 60 aa overlap (4-63:207-260) 
 
                                          10        20        30    
AAD-12                            LSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|390 GSNPNYLALLVKFVAGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
        180       190       200       210       220            230  
 
            40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
        :::  . .      : .. . .:.::..:                  
gi|390 FTVRYTTEGGTKGEAKDVIPE-GWKADTAYESK               
             240       250        260                  
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  44 init1:  44 opt:  62  Z-score: 89.0  bits: 22.3 E():  5.7 
Smith-Waterman score: 62; 26.7% identity (55.0% similar) in 60 aa overlap (4-63:184-237) 
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                                          10        20        30    
AAD-12                            LSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|458 GSNPNYLALLVKFVAGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
           160       170       180       190       200              
 
            40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
        :::  . .      : .. . .:.::. :                  
gi|458 FTVRYTTEGGTKGEAKDVIPE-GWKADTCYESK               
      210       220        230       240               
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  44 init1:  44 opt:  62  Z-score: 88.3  bits: 22.3 E():  6.2 
Smith-Waterman score: 62; 26.7% identity (56.7% similar) in 60 aa overlap (4-63:206-259) 
 
                                          10        20        30    
AAD-12                            LSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|158 KGSNPNYLALLVKFSGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
         180       190       200       210       220            230 
 
            40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
        :::  . .      : .. . .:.::..:                  
gi|158 FTVRYTTEGGTKARAKDVIPE-GWKADTAYESK               
              240       250        260                 
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 87.3  bits: 21.0 E():    7 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (6-61:29-82) 
 
                                      10        20        30        
AAD-12                        LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA                  
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 87.3  bits: 21.0 E():    7 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (6-61:29-82) 
 
                                      10        20        30        
AAD-12                        LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSGLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA                  
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 87.3  bits: 21.0 E():    7 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (6-61:29-82) 
 
                                      10        20        30        
AAD-12                        LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
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AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA                  
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 87.3  bits: 21.0 E():    7 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (6-61:29-82) 
 
                                      10        20        30        
AAD-12                        LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|117 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA                  
       .:.  ::  : :   :  .:  ::                                     
gi|117 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 85.4  bits: 21.7 E():  8.9 
Smith-Waterman score: 60; 23.3% identity (58.3% similar) in 60 aa overlap (4-63:207-260) 
 
                                          10        20        30    
AAD-12                            LSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   : .. .   .  
gi|126 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
            40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
        :..  . .:..:..       .:.::..:                  
gi|126 YTTEGGTKSEFEDVIP-----EGWKADTSYSAK               
         240       250            260                  
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 83.7  bits: 20.7 E():   11 
Smith-Waterman score: 56; 27.1% identity (58.3% similar) in 48 aa overlap (21-61:111-158) 
 
                         10        20           30            40    
AAD-12           LSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|400 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
            50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
        . ..... : .  :.:.                    
gi|400 GETLLRAVEGYLLAHSDAYN                  
              150       160                  
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  49 init1:  49 opt:  60  Z-score: 82.5  bits: 21.7 E():   13 
Smith-Waterman score: 60; 20.8% identity (56.9% similar) in 72 aa overlap (9-78:103-174) 
 
                                     10         20        30        
AAD-12                       LSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|309 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
        40        50        60         70        80                 
AAD-12 QHSPAEWDDMMKVIVGNMAWHAD-STYMPVMAQGAVFSAEVVPA                 
       .: :: ::   : .. .. ...  ..     : ::. .:...                   
gi|309 DHPPASWDWRKKGVITQVKYQGGCGSGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
gi|309 ESEGCYNGWHYQSFEWVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSDE 
            200       210       220       230       240       250   
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>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 82.4  bits: 20.5 E():   13 
Smith-Waterman score: 55; 32.4% identity (58.8% similar) in 34 aa overlap (40-67:114-147) 
 
      10        20        30        40        50              60    
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV----GNMAWHA--DSTY 
                                     :::. :.. : .:    :   : .  .:.. 
gi|250 EVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSW 
            90       100       110       120       130       140    
 
            70        80 
AAD-12 MPVMAQGAVFSAEVVPA 
        ::.              
gi|250 APVLDFVFSTLKNEL   
           150           
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  44 init1:  44 opt:  57  Z-score: 81.9  bits: 21.0 E():   14 
Smith-Waterman score: 57; 23.3% identity (58.3% similar) in 60 aa overlap (4-63:184-237) 
 
                                          10        20        30    
AAD-12                            LSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: :.   :     .. .  
gi|331 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIALKESWGAIWRVDTPD-----KLTGP 
           160       170       180       190       200              
 
            40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
        :::  . .   . .. .. . .:.::..:                  
gi|331 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYEAK               
      210       220        230       240               
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  44 init1:  44 opt:  57  Z-score: 81.1  bits: 21.0 E():   15 
Smith-Waterman score: 57; 23.3% identity (58.3% similar) in 60 aa overlap (4-63:208-261) 
 
                                          10        20        30    
AAD-12                            LSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: :.   :     .. .  
gi|180 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIALKESWGAIWRVDTPD-----KLTGP 
       180       190       200       210       220            230   
 
            40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
        :::  . .   . .. .. . .:.::..:                  
gi|180 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYEAK               
            240       250        260                   
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 80.5  bits: 20.7 E():   17 
Smith-Waterman score: 56; 25.0% identity (56.7% similar) in 60 aa overlap (4-63:185-238) 
 
                                          10        20        30    
AAD-12                            LSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|283 GSNPNYLALLVKYVNGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
          160       170       180       190       200        210    
 
            40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
        :..  . .: .:..       .:.::..:                  
gi|283 YTTEGGTKTEAEDVIP-----EGWKADTSYESK               
           220            230       240                
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 80.1  bits: 20.7 E():   18 
Smith-Waterman score: 56; 23.3% identity (56.7% similar) in 60 aa overlap (4-63:196-249) 
 
                                          10        20        30    
AAD-12                            LSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
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                                     :. : . . .::. ::   :     .. .  
gi|168 GSNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPD-----KLTGP 
         170       180       190       200       210            220 
 
            40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
        :::  . .   . .. .. . .:.::..:                  
gi|168 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYSAK               
              230       240        250                 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 79.8  bits: 20.7 E():   18 
Smith-Waterman score: 56; 23.3% identity (56.7% similar) in 60 aa overlap (4-63:207-260) 
 
                                          10        20        30    
AAD-12                            LSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   :     .. .  
gi|752 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPD-----KLTGP 
        180       190       200       210       220            230  
 
            40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
        :::  . .   . .. .. . .:.::..:                  
gi|752 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYSAK               
             240       250        260                  
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 79.8  bits: 20.7 E():   18 
Smith-Waterman score: 56; 25.0% identity (56.7% similar) in 60 aa overlap (4-63:207-260) 
 
                                          10        20        30    
AAD-12                            LSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|117 GSNPNYLALLVKYVNGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
            40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
        :..  . .: .:..       .:.::..:                  
gi|117 YTTEGGTKTEAEDVIP-----EGWKADTSYESK               
         240       250            260                  
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 79.5  bits: 21.2 E():   19 
Smith-Waterman score: 58; 25.0% identity (58.3% similar) in 48 aa overlap (28-75:262-309) 
 
                  10        20        30        40        50        
AAD-12    LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|169 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
        60        70        80                                      
AAD-12 HADSTYMPVMAQGAVFSAEVVPA                                      
       .: :.::  .  ..::.:                                           
gi|169 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 79.5  bits: 17.9 E():   19 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (5-28:17-38) 
 
                           10        20        30        40         
AAD-12             LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                       ::.  : .. :. :. ::: .. :                     
gi|217 LVSVEHQAARLKVAKAQQL--AAQLPAMCRLEGGDALSASQ                    
               10          20        30                             
 
       50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
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>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 79.1  bits: 19.2 E():   20 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (20-35:29-43) 
 
                        10        20        30        40        50  
AAD-12          LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI 
                                   : :::::. ..:  :.                 
gi|105 CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIWRK 
               10        20        30         40        50          
 
              60        70        80            
AAD-12 VGNMAWHADSTYMPVMAQGAVFSAEVVPA            
                                                
gi|105 DSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
      60        70        80        90          
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 78.4  bits: 18.9 E():   22 
Smith-Waterman score: 49; 32.3% identity (58.1% similar) in 31 aa overlap (35-63:35-64) 
 
           10        20        30        40          50        60   
AAD-12 QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE--WDDMMKVIVGNMAWHADST 
                                     : . ..::.  :: .  : .   .: ::.  
gi|323 QTCAGNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKP 
           10        20        30        40         50        60    
 
             70        80           
AAD-12 YMPVMAQGAVFSAEVVPA           
       :                            
gi|323 YSWRYGWTAFCGPAGPRCLRTNAAVTVR 
            70        80        90  
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  49 init1:  49 opt:  57  Z-score: 78.2  bits: 20.9 E():   22 
Smith-Waterman score: 57; 20.8% identity (54.2% similar) in 72 aa overlap (9-78:103-174) 
 
                                     10         20        30        
AAD-12                       LSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|129 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
        40        50        60         70        80                 
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTY-MPVMAQGAVFSAEVVPA                 
       .: :: ::   : .. .. ...         : ::. .:...                   
gi|129 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
gi|129 ESEGSYNGWQYQSFEWVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSDE 
            200       210       220       230       240       250   
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  49 init1:  49 opt:  57  Z-score: 78.2  bits: 20.9 E():   22 
Smith-Waterman score: 57; 20.8% identity (54.2% similar) in 72 aa overlap (9-78:103-174) 
 
                                     10         20        30        
AAD-12                       LSNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|119 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
        40        50        60         70        80                 
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTY-MPVMAQGAVFSAEVVPA                 
       .: :: ::   : .. .. ...         : ::. .:...                   
gi|119 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
gi|119 ESEGSYNGWQYQSFEWVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSDE 
            200       210       220       230       240       250   
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
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 initn:  44 init1:  44 opt:  55  Z-score: 78.2  bits: 20.4 E():   22 
Smith-Waterman score: 55; 25.9% identity (56.9% similar) in 58 aa overlap (4-61:213-264) 
 
                                          10        20        30    
AAD-12                            LSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|249 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
            190       200       210       220       230        240  
 
            40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
        :..  . ::..:..       .:.::.                    
gi|249 YTTEGGTKAEFEDVIP-----EGWKADTHDASK               
             250            260                        
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 78.1  bits: 20.9 E():   23 
Smith-Waterman score: 57; 25.0% identity (58.3% similar) in 48 aa overlap (28-75:262-309) 
 
                  10        20        30        40        50        
AAD-12    LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
        60        70        80                                      
AAD-12 HADSTYMPVMAQGAVFSAEVVPA                                      
       .: :.::  .  ..::.:                                           
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 78.1  bits: 20.9 E():   23 
Smith-Waterman score: 57; 25.0% identity (58.3% similar) in 48 aa overlap (28-75:262-309) 
 
                  10        20        30        40        50        
AAD-12    LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
        60        70        80                                      
AAD-12 HADSTYMPVMAQGAVFSAEVVPA                                      
       .: :.::  .  ..::.:                                           
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 51; 27.1% identity (62.5% similar) in 48 aa overlap (21-61:110-157) 
 
                         10        20           30         40       
AAD-12           LSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|437 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
      80        90       100       110       120       130          
 
            50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
        . ..:.. . .  :.:.                    
gi|437 GETLLKAVESYLLAHSDAYN                  
     140       150                           
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 76.7  bits: 20.7 E():   27 
Smith-Waterman score: 56; 25.0% identity (58.3% similar) in 48 aa overlap (28-75:262-309) 
 
                  10        20        30        40        50        
AAD-12    LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|158 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQLT 
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             240       250       260       270       280       290  
 
        60        70        80                                      
AAD-12 HADSTYMPVMAQGAVFSAEVVPA                                      
       .: :.::  .  ..::.:                                           
gi|158 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 76.3  bits: 20.4 E():   28 
Smith-Waterman score: 55; 30.6% identity (58.3% similar) in 36 aa overlap (42-77:155-190) 
 
              20        30        40        50        60        70  
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :   . ..::.:..  :: .     .  :: 
gi|249 QLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA 
          130       140       150       160       170       180     
 
              80                                                    
AAD-12 VFSAEVVPA                                                    
       . .:::                                                       
gi|249 IPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTL 
          190       200       210       220       230       240     
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 75.7  bits: 16.6 E():   31 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (57-63:19-25) 
 
         30        40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
                                     :.::..:                  
gi|320             YTTEGGTKAEAEDVIPEGWKADTSYE                 
                           10        20                       
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 75.7  bits: 16.6 E():   31 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (57-63:19-25) 
 
         30        40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
                                     :.::..:                  
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE                 
                           10        20                       
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.3  bits: 18.9 E():   32 
Smith-Waterman score: 49; 31.0% identity (62.1% similar) in 29 aa overlap (50-78:11-39) 
 
      20        30        40        50        60        70          
AAD-12 GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                                     ::.. .:: ...   :. : :    ..::  
gi|249                     MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQ 
                                   10        20        30        40 
 
      80                                                            
AAD-12 A                                                            
                                                                    
gi|249 DIMPCLHFVKGEEKEPSKECCSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVA 
               50        60        70        80        90       100 
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 75.3  bits: 19.1 E():   32 
Smith-Waterman score: 50; 25.0% identity (60.4% similar) in 48 aa overlap (21-61:111-158) 
 
                         10        20           30            40    
AAD-12           LSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVRQH----SPAE 
                                     ::.:. :::   .:.:  :...    :    
gi|241 KYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKEEQIKASKEM 
               90       100       110       120       130       140 
 
            50        60        70        80 
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AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
        . ..... . .  :.:.                    
gi|241 GETLLRAVESYLLAHSDAYN                  
              150       160                  
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 75.2  bits: 20.2 E():   33 
Smith-Waterman score: 54; 25.6% identity (48.7% similar) in 39 aa overlap (6-44:191-229) 
 
                                        10        20        30      
AAD-12                          LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ::..   .:   :  : :..   .. :    
gi|320 KEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDP 
              170       180       190       200       210       220 
 
          40        50        60        70        80                
AAD-12 VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA                
       : . . : :                                                    
gi|320 VISFKTALWFWMTPQSPKPSCHNVITGRWTPSAADRAAGRLPGYGVITNIINGGIECGKG 
              230       240       250       260       270       280 
 
>>gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pachycon  (199 aa) 
 initn:  40 init1:  40 opt:  51  Z-score: 74.9  bits: 19.4 E():   34 
Smith-Waterman score: 51; 25.0% identity (53.3% similar) in 60 aa overlap (16-73:97-148) 
 
                              10        20        30        40      
AAD-12                LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD 
                                     .::   :. .:.:.  : :      : . . 
gi|169 MPDLTWDNELAAIAQRWVNQCKIGHDGCRNVERYQVGQNIAMSGSTAKG------PCNMN 
         70        80        90       100       110             120 
 
          50          60        70        80                        
AAD-12 DMMKVIVG--NMAWHADSTYMPVMAQGAVFSAEVVPA                        
       ..... ..  :    :: . ::  ..:  :                               
gi|169 NLVQMWINEVNALNAADVSSMP--SDGNYFMKIGHYTQLVWGKTTKVGCGIIQFLDGKFY 
              130       140         150       160       170         
 
>>gi|14423757|sp|O04701.1|MPAC1_CYNDA RecName: Full=Majo  (246 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 74.6  bits: 19.7 E():   35 
Smith-Waterman score: 52; 22.4% identity (53.1% similar) in 49 aa overlap (2-50:156-200) 
 
                                            10        20        30  
AAD-12                              LSNDQQITFAKRFGAIERIGGGDIVAISNVK 
                                     :::. ...  ...:    : :.:::..    
gi|144 RKAGELTLQFRRVKCKYPSGTKITFHIEKGSNDHYLALLVKYAA----GDGNIVAVDIKP 
         130       140       150       160           170       180  
 
              40        50        60        70        80            
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA            
        :.       . :  . ..                                          
gi|144 RDSDEFIPMKSSWGAIWRIDPKKPLKGPFSIRLTSEGGAHLVQDDVIPANWKPDTVYTSK 
             190       200       210       220       230       240  
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.6  bits: 19.7 E():   35 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (4-63:192-245) 
 
                                          10        20        30    
AAD-12                            LSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|116 GSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
             170       180       190       200       210        220 
 
            40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
        :..  . .: .:..       .:.::..:                  
gi|116 YTTEGGTKGEAEDVIP-----EGWKADTAYEAK               
              230            240                       
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.1  bits: 19.7 E():   38 
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Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (4-63:207-260) 
 
                                          10        20        30    
AAD-12                            LSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|386 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
            40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
        :..  . .: .:..       .:.::..:                  
gi|386 YTTEGGTKVEAEDVIP-----EGWKADTAYESK               
         240       250            260                  
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.0  bits: 19.7 E():   38 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (4-63:209-262) 
 
                                          10        20        30    
AAD-12                            LSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|117 GSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
      180       190       200       210       220       230         
 
            40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
        :..  . .: .:..       .:.::..:                  
gi|117 YTTEGGTKGEAEDVIP-----EGWKADTAYEAK               
       240       250            260                    
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 74.0  bits: 18.6 E():   38 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (19-70:15-79) 
 
               10        20        30        40               50    
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI-- 
                         : :  ..: . .  ::.:  ::       : :   .:: .   
gi|288     MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDE 
                   10        20        30        40        50       
 
                 60         70        80                            
AAD-12 VGNMA---WHADST-YMPVMAQGAVFSAEVVPA                            
        :..:    :  .: :: ....:                                      
gi|288 PGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPLTPGQCN 
         60        70        80        90       100       110       
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 74.0  bits: 18.6 E():   38 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (19-70:15-79) 
 
               10        20        30        40               50    
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI-- 
                         : :  ..: . .  ::.:  ::       : :   .:: .   
gi|218     MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDE 
                   10        20        30        40        50       
 
                 60         70        80                            
AAD-12 VGNMA---WHADST-YMPVMAQGAVFSAEVVPA                            
        :..:    :  .: :: ....:                                      
gi|218 PGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETLTPGQCN 
         60        70        80        90       100       110       
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 74.0  bits: 18.6 E():   38 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (19-70:15-79) 
 
               10        20        30        40               50    
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI-- 
                         : :  ..: . .  ::.:  ::       : :   .:: .   
gi|604     MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDE 
                   10        20        30        40        50       
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                 60         70        80                            
AAD-12 VGNMA---WHADST-YMPVMAQGAVFSAEVVPA                            
        :..:    :  .: :: ....:                                      
gi|604 PGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETLTPGQCN 
         60        70        80        90       100       110       
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 74.0  bits: 18.6 E():   38 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (19-70:15-79) 
 
               10        20        30        40               50    
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI-- 
                         : :  ..: . .  ::.:  ::       : :   .:: .   
gi|144     MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDE 
                   10        20        30        40        50       
 
                 60         70        80                            
AAD-12 VGNMA---WHADST-YMPVMAQGAVFSAEVVPA                            
        :..:    :  .: :: ....:                                      
gi|144 PGSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPLTPGQCN 
         60        70        80        90       100       110       
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 73.4  bits: 19.9 E():   41 
Smith-Waterman score: 53; 22.9% identity (58.3% similar) in 48 aa overlap (25-70:223-270) 
 
                     10        20        30         40        50    
AAD-12       LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKV-IV 
                                     : . ..  ::   ..:.  :..  ..  :. 
gi|729 EGVLSRKVPSHLTLETPRVKMNMKYDRYAPVKVFKLDYDGIHFEKHTDIEYEPGVRYKII 
            200       210       220       230       240       250   
 
             60        70        80                                 
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPA                                 
       ::   . :. .. . .::                                           
gi|729 GNGKLKDDGRHYSIDVQGIPRKAFNLDADLMDFKLKVSKPEDSNKAQFSYTFNEYTETEE 
            260       270       280       290       300       310   
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 73.3  bits: 18.1 E():   42 
Smith-Waterman score: 46; 26.9% identity (53.8% similar) in 52 aa overlap (31-80:8-56) 
 
               10        20        30        40        50        60 
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD 
                                     :: :.    .:.  ::..   .::. .  . 
gi|166                        ATPTPTPKAAGSWCVPKPGVSDDQL---TGNINYACS 
                                      10        20           30     
 
                 70        80                                       
AAD-12 STY--MPVMAQGAVFSAEVVPA                                       
       .     :..  :: :  ..: :                                       
gi|166 QGIDCGPIQPGGACFEPNTVKAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGAC 
           40        50        60        70        80        90     
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 73.2  bits: 20.2 E():   42 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (31-46:89-105) 
 
               10        20        30         40        50          
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .              
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       60        70        80        90       100       110         
 
      60        70        80                                        
AAD-12 DSTYMPVMAQGAVFSAEVVPA                                        
                                                                    
gi|114 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      120       130       140       150       160       170         
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>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 73.2  bits: 18.6 E():   42 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (28-44:2-19) 
 
               10        20        30         40        50          
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKAD-GTVRQHSPAEWDDMMKVIVGNMAWHA 
                                  ..: .: :.. ..::.::                
gi|250                           PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPFPRC 
                                         10        20        30     
 
      60        70        80                                        
AAD-12 DSTYMPVMAQGAVFSAEVVPA                                        
                                                                    
gi|250 RALVKSQCAGGQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATV 
           40        50        60        70        80        90     
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 73.0  bits: 19.4 E():   43 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (20-35:181-195) 
 
                          10        20        30        40          
AAD-12            LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
      50        60        70        80             
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPA             
                                                   
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 72.9  bits: 19.1 E():   44 
Smith-Waterman score: 50; 40.0% identity (72.0% similar) in 25 aa overlap (24-48:9-29) 
 
               10        20        30        40        50        60 
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD 
                              :::.....: .    :.:: .:: :             
gi|144                MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMVDQIVKSL 
                              10            20        30        40  
 
               70        80                                         
AAD-12 STYMPVMAQGAVFSAEVVPA                                         
                                                                    
gi|144 TTKKELDPFKIEQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKIDTDGGAFA 
              50        60        70        80        90       100  
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 72.7  bits: 19.4 E():   45 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (20-50:192-222) 
 
                          10        20        30        40          
AAD-12            LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : : ..  
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
       50        60        70        80            
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA            
       .:                                          
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 72.7  bits: 18.4 E():   45 
Smith-Waterman score: 47; 28.6% identity (68.6% similar) in 35 aa overlap (6-39:93-127) 
 
                                        10         20        30     
AAD-12                          LSNDQQITFA-KRFGAIERIGGGDIVAISNVKADG 
                                     :  :. :.   :....: :.:. ..: .   
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gi|121 FKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVT 
             70        80        90       100       110       120   
 
           40        50        60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
       .::..                                          
gi|121 SVRSYKRI                                       
            130                                       
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 72.5  bits: 19.4 E():   46 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (20-35:199-213) 
 
                          10        20        30        40          
AAD-12            LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
      50        60        70        80             
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPA             
                                                   
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (21-61:110-157) 
 
                         10        20           30            40    
AAD-12           LSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|115 KYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
            50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
        . ..... . .  :.:.                    
gi|115 GETLLRAVESYLLAHSDAYN                  
     140       150                           
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (21-61:110-157) 
 
                         10        20           30            40    
AAD-12           LSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|384 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
            50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
        . ..... . .  :.:.                    
gi|384 GETLLRAVESYLLAHSDAYN                  
     140       150                           
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 48; 25.0% identity (62.5% similar) in 48 aa overlap (21-61:110-157) 
 
                         10        20           30         40       
AAD-12           LSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|437 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
      80        90       100       110       120       130          
 
            50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
        . ..... . .  :.:.                    
gi|437 GETLLRAVESYLLAHSDAYN                  
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     140       150                           
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (21-61:110-157) 
 
                         10        20           30            40    
AAD-12           LSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|437 KYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
            50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
        . ..... . .  :.:.                    
gi|437 GETLLRAVESYLLAHSDAYN                  
     140       150                           
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.4  bits: 18.6 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (21-61:111-158) 
 
                         10        20           30            40    
AAD-12           LSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
            50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
        . ..... . .  :.:.                    
gi|154 RETLLRAVESYLLAHSDAYN                  
              150       160                  
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.4  bits: 18.6 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (21-61:111-158) 
 
                         10        20           30            40    
AAD-12           LSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|400 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
            50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
        . ..... . .  :.:.                    
gi|400 GETLLRAVESYLLAHSDAYN                  
              150       160                  
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.4  bits: 18.6 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (21-61:111-158) 
 
                         10        20           30            40    
AAD-12           LSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|256 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
            50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
        . ..... . .  :.:.                    
gi|256 GETLLRAVESYLLAHSDAYN                  
              150       160                  
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.4  bits: 18.6 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (21-61:111-158) 
 
                         10        20           30            40    
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AAD-12           LSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|132 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
            50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
        . ..... . .  :.:.                    
gi|132 GETLLRAVESYLLAHSDAYN                  
              150       160                  
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.4  bits: 18.6 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (21-61:111-158) 
 
                         10        20           30            40    
AAD-12           LSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|256 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
            50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
        . ..... . .  :.:.                    
gi|256 GETLLRAVESYLLAHSDAYN                  
              150       160                  
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.4  bits: 18.6 E():   46 
Smith-Waterman score: 48; 25.0% identity (62.5% similar) in 48 aa overlap (21-61:111-158) 
 
                         10        20           30         40       
AAD-12           LSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|400 KYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
            50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
        . ..... . .  :.:.                    
gi|400 GETLLRAVESYLLAHSDAYN                  
              150       160                  
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.4  bits: 18.6 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (21-61:111-158) 
 
                         10        20           30            40    
AAD-12           LSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|114 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
            50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
        . ..... . .  :.:.                    
gi|114 GETLLRAVESYLLAHSDAYN                  
              150       160                  
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.4  bits: 18.6 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (21-61:111-158) 
 
                         10        20           30            40    
AAD-12           LSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
            50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
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        . ..... . .  :.:.                    
gi|154 GETLLRAVESYLLAHSDAYN                  
              150       160                  
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.4  bits: 18.6 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (21-61:111-158) 
 
                         10        20           30            40    
AAD-12           LSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
            50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
        . ..... . .  :.:.                    
gi|154 GETLLRAVESYLLAHSDAYN                  
              150       160                  
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.4  bits: 18.6 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (21-61:111-158) 
 
                         10        20           30            40    
AAD-12           LSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
            50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
        . ..... . .  :.:.                    
gi|154 GETLLRAVESYLLAHSDAYN                  
              150       160                  
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 48; 29.8% identity (47.4% similar) in 57 aa overlap (30-72:38-90) 
 
                10        20        30           40        50       
AAD-12  LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ---HSPAEWDDMMKVIVGNMA 
                                     :.: . .:.    .:  ::.. ::    .: 
gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKVA---QA 
        10        20        30        40        50        60        
 
                    60        70        80                          
AAD-12 W-----------HADSTYMPVMAQGAVFSAEVVPA                          
       :           :.:      :::::.                                  
gi|148 WAETRTPDCSLIHSDRCG-ENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQI 
           70        80         90       100       110       120    
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.7  bits: 18.1 E():   51 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (65-80:66-81) 
 
           40        50        60        70        80               
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA               
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS 
         100       110       120    
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 71.6  bits: 20.2 E():   52 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (31-46:119-135) 
 
               10        20        30         40        50          
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 1566



 

 

                                     :.::: : : .::.: .              
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       90       100       110       120       130       140         
 
      60        70        80                                        
AAD-12 DSTYMPVMAQGAVFSAEVVPA                                        
                                                                    
gi|476 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      150       160       170       180       190       200         
 
>>gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=Major  (308 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 71.4  bits: 19.4 E():   53 
Smith-Waterman score: 51; 31.5% identity (53.7% similar) in 54 aa overlap (10-59:104-154) 
 
                                    10        20        30          
AAD-12                      LSNDQQITFAKRFGAIERIGGGDIVAISNVKAD--GTVR 
                                     ::  : : ..  .  :: . ..:   : :: 
gi|249 PLPTPLRRTSSRSSRPPSPSPPRASSPTSAAKAPGLIPKLDTAYDVAYKAAEAHPRGQVR 
            80        90       100       110       120       130    
 
          40        50        60        70        80                
AAD-12 Q--HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA                
       .  : : .    ..::.: .  ::                                     
gi|249 RLRHCPHR---SLRVIAGALEVHAVKPATEEVLAAKIPTGELQIVDKIDAAFKIAATAAN 
           140          150       160       170       180       190 
 
>>gi|34851174|gb|AAP15199.1| profilin-like protein [Humu  (131 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 71.2  bits: 18.1 E():   54 
Smith-Waterman score: 46; 30.9% identity (50.0% similar) in 68 aa overlap (19-72:15-82) 
 
               10        20        30               40        50    
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR-------QHSPAEWDDMMKVIV- 
                         : :  ..: . .  ::.:        : .: :   .:: .   
gi|348     MSWQAYVDDHLMCEIDGQHLTAAAIIGHDGSVWAQSSTFPQFKPEEIAAIMKDFEE 
                   10        20        30        40        50       
 
                 60          70        80                           
AAD-12 -GNMA---WHADST-YMPVMA-QGAVFSAEVVPA                           
        :..:    :  .  :: .:. ::::                                   
gi|348 PGSLAPTGLHLGGIKYMVIMGEQGAVIRGKKGAGGITVKKTGAAMIIGIYDEPLTPGQCN 
         60        70        80        90       100       110       
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 71.1  bits: 19.9 E():   55 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (3-23:330-350) 
 
                                           10        20        30   
AAD-12                             LSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|149 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
             40        50        60        70        80             
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA             
                                                                    
gi|149 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 71.1  bits: 19.1 E():   55 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (20-35:198-212) 
 
                          10        20        30        40          
AAD-12            LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
      50        60        70        80             
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPA             
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gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
        230       240       250       260          
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 71.1  bits: 19.1 E():   55 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (20-35:198-212) 
 
                          10        20        30        40          
AAD-12            LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
      50        60        70        80             
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPA             
                                                   
gi|115 RKDSDKPIKGPITVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
        230       240       250       260          
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 47; 25.0% identity (58.3% similar) in 48 aa overlap (21-61:110-157) 
 
                         10        20           30            40    
AAD-12           LSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|159 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEL 
      80        90       100       110       120       130          
 
            50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
        . ..... . .  :.:.                    
gi|159 GETLLRAVESYLLAHSDAYN                  
     140       150                           
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (21-61:111-158) 
 
                         10        20           30         40       
AAD-12           LSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
            50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
        . ..... . .  :.:.                    
gi|132 AEALLRAVESYLLAHSDAYN                  
              150       160                  
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (20-60:110-157) 
 
                          10        20           30           40    
AAD-12            LSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
             50        60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
         . ..... . .  :.:                     
gi|154 MAEKLLRAVESYLLAHTDEYN                  
     140       150       160                  
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (21-61:111-158) 
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 1568



 

 

                         10        20           30         40       
AAD-12           LSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
            50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
        . ..... . .  :.:.                    
gi|132 GEALLRAVESYLLAHSDAYN                  
              150       160                  
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (21-61:111-158) 
 
                         10        20           30         40       
AAD-12           LSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
            50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
        . ..... . .  :.:.                    
gi|116 GEALLRAVESYLLAHSDAYN                  
              150       160                  
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (21-61:111-158) 
 
                         10        20           30         40       
AAD-12           LSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
            50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
        . ..... . .  :.:.                    
gi|132 GEALLRAVESYLLAHSDAYN                  
              150       160                  
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (21-61:111-158) 
 
                         10        20           30         40       
AAD-12           LSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|400 KYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
            50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
        . ..... . .  :.:.                    
gi|400 GEALLRAVESYLLAHSDAYN                  
              150       160                  
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (21-61:111-158) 
 
                         10        20           30         40       
AAD-12           LSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDQEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
            50        60        70        80 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 1569



 

 

AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
        . ..... . .  :.:.                    
gi|116 GEALLRAVESYLLAHSDAYN                  
              150       160                  
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (21-61:111-158) 
 
                         10        20           30         40       
AAD-12           LSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
            50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
        . ..... . .  :.:.                    
gi|116 GEALLRAVESYLLAHSDAYN                  
              150       160                  
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (21-61:111-158) 
 
                         10        20           30         40       
AAD-12           LSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
            50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
        . ..... . .  :.:.                    
gi|116 GEALLRAVESYLLAHSDAYN                  
              150       160                  
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (20-60:110-157) 
 
                          10        20           30           40    
AAD-12            LSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
             50        60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
         . ..... . .  :.:                     
gi|154 MAEKLLRAVESYLLAHTDEYN                  
     140       150       160                  
 
>>gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full=Polc  (85 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.4  bits: 17.3 E():   60 
Smith-Waterman score: 43; 36.6% identity (46.3% similar) in 41 aa overlap (11-51:17-54) 
 
                     10        20        30        40        50     
AAD-12       LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                       ::: :    : : : :    .:  :. . .: :   ::  :    
gi|144 MADDHPQDKAERERIFKRFDAN---GDGKISAAELGEALKTLGSITPDEVKHMMAEIDTD 
               10        20           30        40        50        
 
           60        70        80   
AAD-12 MAWHADSTYMPVMAQGAVFSAEVVPA   
                                    
gi|144 GDGFISFQEFTDFGRANRGLLKDVAKIF 
        60        70        80      
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 70.2  bits: 19.1 E():   62 
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Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (57-74:66-83) 
 
         30        40        50        60        70        80       
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA       
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 54; 21.7% identity (56.7% similar) in 60 aa overlap (4-63:207-260) 
 
                                          10        20        30    
AAD-12                            LSNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :.   . . .::. ::   : .. .   .  
gi|168 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWTELKESWGAVWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
            40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
        :..  . .:..:..       .:.::..:                  
gi|168 YTTEGGTKSEFEDVIP-----EGWKADTSYSAK               
         240       250            260                  
 
>>gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.8  bits: 17.8 E():   65 
Smith-Waterman score: 45; 27.1% identity (52.1% similar) in 48 aa overlap (19-65:15-62) 
 
               10        20        30        40        50           
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA-WHA 
                         : :. . : . .  ::.:  .:    .   . :.: :. .:  
gi|144     MSWQAYVDDHLMCEIEGNHLSAAAIIGQDGSVWAQSANFPQFKSEEITGIMSDFHE 
                   10        20        30        40        50       
 
      60        70        80                                        
AAD-12 DSTYMPVMAQGAVFSAEVVPA                                        
        .:  :                                                       
gi|144 PGTLAPTGLYIGGTKYMVIQGEPGAVIRGKKGPGGVTVKKTNQALIIGIYDEPMTPGQCN 
         60        70        80        90       100       110       
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 69.7  bits: 19.6 E():   66 
Smith-Waterman score: 52; 43.5% identity (60.9% similar) in 23 aa overlap (5-27:116-138) 
 
                                         10        20        30     
AAD-12                           LSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     :.  :  :   :.:.  :::.::        
gi|259 YVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIAIPAGVAHW 
          90       100       110       120       130       140      
 
           40        50        60        70        80               
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA               
                                                                    
gi|259 CYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGRNLFSGFDT 
         150       160       170       180       190       200      
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.7  bits: 18.1 E():   66 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (20-29:109-118) 
 
                          10        20        30        40          
AAD-12            LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
      50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
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gi|534 KAEALFRAVESYLLAHSDAYN           
      140       150                    
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.6  bits: 17.6 E():   66 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (5-23:35-53) 
 
                                         10        20        30     
AAD-12                           LSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
           40        50        60        70        80   
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA   
                                                        
gi|191 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.6  bits: 17.6 E():   66 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (5-23:35-53) 
 
                                         10        20        30     
AAD-12                           LSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
           40        50        60        70        80   
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA   
                                                        
gi|730 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 46; 41.7% identity (70.8% similar) in 24 aa overlap (55-78:23-45) 
 
           30        40        50        60        70        80     
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA     
                                     .. .:: : .: .:  .: :::.:       
gi|444         MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGV 
                       10        20         30        40        50  
 
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (20-29:110-119) 
 
                          10        20        30        40          
AAD-12            LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
      50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
                                       
gi|534 KAEALFRAVESYLLAHSDAYN           
     140       150       160           
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 69.5  bits: 19.1 E():   67 
Smith-Waterman score: 50; 18.4% identity (65.3% similar) in 49 aa overlap (17-65:265-307) 
 
                             10        20        30        40       
AAD-12               LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD 
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                                     :..: :..:     ...: .. ..::. .  
gi|170 HSVVHSIIMQQQQQQQQQQGIDIFLPLSQHEQVGQGSLV-----QGQGIIQPQQPAQLEA 
          240       250       260       270            280          
 
         50        60        70        80      
AAD-12 MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA      
       . .... ..    . .:.:                     
gi|170 IRSLVLQTLPSMCN-VYVPPECSIMRAPFASIVAGIGGQ 
     290       300        310       320        
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 68.8  bits: 18.4 E():   73 
Smith-Waterman score: 47; 23.1% identity (51.3% similar) in 39 aa overlap (27-61:147-185) 
 
                   10        20        30            40        50   
AAD-12     LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH----SPAEWDDMMKVIV 
                                     ::.  .::.. .:    .   :    :.   
gi|613 ATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMHVGHYTQIVWAKTKKIGC 
        120       130       140       150       160       170       
 
             60        70        80        
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPA        
       : . .. :.                           
gi|613 GRIMFKEDNWNKHYLVCNYGPAGNVLGAQIYEIKK 
        180       190       200       210  
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 68.8  bits: 19.9 E():   73 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (3-23:330-350) 
 
                                           10        20        30   
AAD-12                             LSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|169 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
             40        50        60        70        80             
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA             
                                                                    
gi|169 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.6  bits: 15.3 E():   75 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (57-63:19-25) 
 
         30        40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
                                     :..:..:                  
gi|320             YTTEGGTKAEAEDVIPEGWKVDTSYE                 
                           10        20                       
 
>>gi|2959898|emb|CAA73720.1| Profilin [Mercurialis annua  (133 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 44; 28.8% identity (51.5% similar) in 66 aa overlap (21-72:19-84) 
 
               10        20        30        40               50    
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI-- 
                           :  ..: : :  ::..  .:       : :   .:: .   
gi|295   MSWQTYVDDHLMCDIDGQGQHLAAASIVGHDGSIWAQSASFPQLKPEEITGIMKDFDE 
                 10        20        30        40        50         
 
                  60         70        80                           
AAD-12 VGNMA----WHADSTYMPVMAQ-GAVFSAEVVPA                           
        :..:    . : . :: .... :::                                   
gi|295 PGHLAPTGLYIAGTKYMVIQGESGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPGQCN 
       60        70        80        90       100       110         
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 45; 33.3% identity (57.8% similar) in 45 aa overlap (14-51:52-96) 
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                                10        20        30              
AAD-12                  LSNDQQITFAKRFGAIERIGGGDIVAISNVK--ADGT-----V 
                                     :.:..:. :.  . : ::   ::.     : 
gi|602 AFVLDADNLIPKIAPQAVKSTEILEGDGGVGTIKKINFGEGSTYSYVKHKIDGVDKDNFV 
              30        40        50        60        70        80  
 
         40        50        60        70        80                 
AAD-12 RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA                 
        :.:  : : . ..:                                              
gi|602 YQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISHYHTKGDVEIKEEHVKAGKEKAS 
              90       100       110       120       130       140  
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 45; 25.0% identity (56.2% similar) in 48 aa overlap (21-61:111-158) 
 
                         10        20           30            40    
AAD-12           LSNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|132 KYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEM 
               90       100       110       120       130       140 
 
            50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
        . .....   .  :.:.                    
gi|132 GETLLRAVERYLLAHSDAYN                  
              150       160                  
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 68.0  bits: 19.1 E():   81 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (57-74:56-73) 
 
         30        40        50        60        70        80       
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA       
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.0  bits: 17.6 E():   81 
Smith-Waterman score: 44; 16.0% identity (72.0% similar) in 25 aa overlap (47-71:12-36) 
 
         20        30        40        50        60        70       
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
                                     .. .... ..: ....  :. : :.      
gi|249                    MRTVSARSSVALVVIVAAVLVWTSSASVAPAPAPGSEETCG 
                                  10        20        30        40  
 
         80                                                         
AAD-12 VVPA                                                         
                                                                    
gi|249 TVVGALMPCLPFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDG 
              50        60        70        80        90       100  
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.8  bits: 17.6 E():   83 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (19-41:15-37) 
 
               10        20        30        40        50        60 
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD 
                         : : .... . .  ::.:  .::                    
gi|100     MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKPEENAGIVKDFEE 
                   10        20        30        40        50       
 
               70        80                                         
AAD-12 STYMPVMAQGAVFSAEVVPA                                         
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gi|100 PGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCN 
         60        70        80        90       100       110       
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 67.7  bits: 19.6 E():   84 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (38-76:535-572) 
 
        10        20        30        40        50        60        
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
        70        80          
AAD-12 AQGAVFSAEVVPA          
        .:  :: :              
gi|331 KEGC-FSEEGPKLVAAAQAALV 
           570       580      
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 67.6  bits: 19.4 E():   85 
Smith-Waterman score: 51; 21.8% identity (56.4% similar) in 55 aa overlap (21-74:438-486) 
 
                         10        20        30        40           
AAD-12           LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP-AEWDDMMK 
                                     ::  .  ... :::  . :.  .  .: .  
gi|796 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHNAETTVEDRIG 
       410       420       430       440       450       460        
 
      50        60        70        80   
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPA   
       .:. .    :....   .  ::..:         
gi|796 IIIDS----AEKAFHKEL--GAIYSEIKDAVSV 
       470           480         490     
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.6  bits: 17.1 E():   85 
Smith-Waterman score: 42; 37.5% identity (62.5% similar) in 24 aa overlap (5-28:79-100) 
 
                                         10        20        30     
AAD-12                           LSNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .  :       
gi|897 QQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQL--AAQLPAMCRLEGGDALLASQ      
       50        60        70        80          90       100       
 
           40        50        60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 67.4  bits: 19.1 E():   87 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (57-74:56-73) 
 
         30        40        50        60        70        80       
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA       
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 67.4  bits: 19.6 E():   87 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (38-76:558-595) 
 
        10        20        30        40        50        60        
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|668 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
       530       540       550       560       570       580        
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        70        80          
AAD-12 AQGAVFSAEVVPA          
        .:  :: :              
gi|668 KEGC-FSEEGPKLVAAAQAALV 
       590        600         
 
>>gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin precurs  (148 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.4  bits: 17.6 E():   87 
Smith-Waterman score: 44; 21.2% identity (54.5% similar) in 33 aa overlap (25-57:25-57) 
 
               10        20        30        40        50        60 
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD 
                               :. ..:  .:  ...   ::.. .  .   : :    
gi|538 MARFTIVLAVLFAAALVSASAHKTVVTTSVAEEGEEENQRGCEWESRQCQMRHCMQWMRS 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 STYMPVMAQGAVFSAEVVPA                                         
                                                                    
gi|538 MRGQYEESFLRSAEANQGQFEHFRECCNELRDVKSHCRCEALRCMMRQMQQEYGMEQEMQ 
               70        80        90       100       110       120 
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 67.2  bits: 18.6 E():   90 
Smith-Waterman score: 48; 25.7% identity (60.0% similar) in 35 aa overlap (16-46:81-115) 
 
                              10        20            30        40  
AAD-12                LSNDQQITFAKRFGAIERIGGGDIV----AISNVKADGTVRQHSP 
                                     :  .: :...     :. .:  :.:..  : 
gi|324 NFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFP 
               60        70        80        90       100       110 
 
              50        60        70        80                      
AAD-12 AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA                      
       .:. .                                                        
gi|324 SEFGNDVDRSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASS 
              120       130       140       150       160       170 
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 67.0  bits: 18.9 E():   91 
Smith-Waterman score: 49; 30.3% identity (47.0% similar) in 66 aa overlap (13-70:49-109) 
 
                                 10        20         30            
AAD-12                   LSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|195 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
          40        50         60        70        80               
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQGAVFSAEVVPA               
       .:    :  :  . .:  :::  .     ::..  :                         
gi|195 LRYG--ATRDRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
gi|195 VSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 67.0  bits: 18.9 E():   91 
Smith-Waterman score: 49; 30.3% identity (47.0% similar) in 66 aa overlap (13-70:49-109) 
 
                                 10        20         30            
AAD-12                   LSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|493 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
          40        50         60        70        80               
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQGAVFSAEVVPA               
       .:    :  :  . .:  :::  .     ::..  :                         
gi|493 LRYG--ATRDRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
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       80          90       100          110       120       130    
 
gi|493 VSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 67.0  bits: 18.9 E():   91 
Smith-Waterman score: 49; 30.3% identity (47.0% similar) in 66 aa overlap (13-70:49-109) 
 
                                 10        20         30            
AAD-12                   LSNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|117 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
          40        50         60        70        80               
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQGAVFSAEVVPA               
       .:    :  :  . .:  :::  .     ::..  :                         
gi|117 LRYG--ATRDRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
gi|117 VSNVIIHGLHLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea sati  (316 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 67.0  bits: 18.6 E():   92 
Smith-Waterman score: 48; 22.8% identity (46.8% similar) in 79 aa overlap (6-72:191-267) 
 
                                        10        20        30      
AAD-12                          LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     :.:    .:   .  :.:..   .. : .  
gi|135 FVMENNKQTYCTSKSWPCVFGKQYYGRGPIQLTHNYNYGQAGKAIGADLINNPDLVATNP 
              170       180       190       200       210       220 
 
          40                 50           60        70        80    
AAD-12 VRQHSPAEWDDMMK---------VIVGNMAWH---ADSTYMPVMAQGAVFSAEVVPA    
       . . . : :  :           ::.::  :.   ::..   : . :..            
gi|135 TISFKTAIWFWMTPQANKPSSHDVIIGN--WRPSAADTSAGRVPSYGVITNIINGGLECG 
              230       240         250       260       270         
 
gi|135 HGSDDRVANRIGFYKRYCDTLGVSYGNNLDCYNQKPFA 
      280       290       300       310       
 
>>gi|14422361|emb|CAC41634.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (60-77:85-102) 
 
      30        40        50        60        70        80          
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA          
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
gi|144 RHVKPLSFRAKTDAPGC 
          120       130  
 
>>gi|14422359|emb|CAC41633.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (60-77:85-102) 
 
      30        40        50        60        70        80          
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA          
                                     : . .: .:.:.. ...:             
gi|144 GETDQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
gi|144 RHVKPLSFRAKTDAPGC 
          120       130  
 
>>gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 [Ch  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.0  bits: 17.3 E():   92 
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Smith-Waterman score: 43; 33.3% identity (62.5% similar) in 24 aa overlap (19-42:15-38) 
 
               10        20        30        40        50        60 
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD 
                         : :. . . . .  ::::  .::.                   
gi|294     MSWQTYVDDHLMCDIEGNHLSSAAILGHDGTVWAQSPSFPQLKPEEVSAIMKDFNE 
                   10        20        30        40        50       
 
               70        80                                         
AAD-12 STYMPVMAQGAVFSAEVVPA                                         
                                                                    
gi|294 PGSLAPTGLHLGGTKYMVIQGEPGDVIRGKKGPGGVTIKKTNQALIIGIYGEPMTPGQCN 
         60        70        80        90       100       110       
 
>>gi|14422363|emb|CAC41635.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (60-77:85-102) 
 
      30        40        50        60        70        80          
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA          
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSGRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
gi|144 RHVKPLSFRAKTDAPGC 
          120       130  
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (20-29:109-118) 
 
                          10        20        30        40          
AAD-12            LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|402 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKE 
       80        90       100       110       120       130         
 
      50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
                                       
gi|402 MAEKLLRAVESYLLAHTAEYN           
      140       150                    
 
>>gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum aest  (94 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.8  bits: 16.8 E():   94 
Smith-Waterman score: 41; 27.3% identity (48.5% similar) in 33 aa overlap (47-79:17-49) 
 
         20        30        40        50        60        70       
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
                                     :.:  .  . : :.    :  :  ::..   
gi|668               IAVAVSADECEGDRRAMIKECAKYQQWPANPKLDPSDACCAVWQKA 
                             10        20        30        40       
 
         80                                             
AAD-12 VVPA                                             
        .:                                              
gi|668 NIPCLCAGVTKEKEKIYCMEKVAYVANFCKKPFPHGYKCGSYTFPPLA 
         50        60        70        80        90     
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 44; 40.0% identity (70.0% similar) in 20 aa overlap (59-78:27-45) 
 
       30        40        50        60        70        80         
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA         
                                     ::.  .: .:  :. :::..           
gi|165     MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|165 KITFGEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSIL 
          60        70        80        90       100       110      
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>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (20-29:110-119) 
 
                          10        20        30        40          
AAD-12            LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|730 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
      50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
                                       
gi|730 MAEKLLRAVESYLLAHTAEYN           
     140       150       160           
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (20-29:110-119) 
 
                          10        20        30        40          
AAD-12            LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|730 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
      50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
                                       
gi|730 MAEKLLRAVESYLLAHTAEYN           
     140       150       160           
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (20-29:110-119) 
 
                          10        20        30        40          
AAD-12            LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
      50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
                                       
gi|154 MAEKLLRAVESYLLAHTAEYN           
     140       150       160           
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (20-29:110-119) 
 
                          10        20        30        40          
AAD-12            LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|154 FKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
      50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
                                       
gi|154 MAEKLLRAVESYLLAHTDEYN           
     140       150       160           
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (20-29:110-119) 
 
                          10        20        30        40          
AAD-12            LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
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                                     :::.:: ::.                     
gi|167 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
      50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
                                       
gi|167 MAEKLLRAVESYLLAHTAEYN           
     140       150       160           
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (20-29:110-119) 
 
                          10        20        30        40          
AAD-12            LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|167 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
      50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
                                       
gi|167 MAEKLLRAVESYLLAHTAEYN           
     140       150       160           
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (20-29:110-119) 
 
                          10        20        30        40          
AAD-12            LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|167 FKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
      50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
                                       
gi|167 MAEKLLRAVESYLLAHTAEYN           
     140       150       160           
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 66.7  bits: 18.9 E():   95 
Smith-Waterman score: 49; 40.0% identity (65.0% similar) in 20 aa overlap (54-73:332-348) 
 
            30        40        50        60        70        80    
AAD-12 IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA    
                                     :  :.   .:: :. .::.:           
gi|113 ILSQGNRFLASDIKKEVVGRYGESAMSESINWNWR---SYMDVFENGAIFVPSGVDPVLT 
             310       320       330          340       350         
 
gi|113 PEQNAGMIPAEPGEAVLRLTSSAGVLSCQPGAPC 
      360       370       380       390   
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 66.5  bits: 18.3 E():   97 
Smith-Waterman score: 47; 24.7% identity (53.4% similar) in 73 aa overlap (1-69:74-146) 
 
                                             10        20           
AAD-12                               LSNDQQITFAKRFGAIERIGGGDIVAI-SN 
                                     ...... . ::  : . .. ..  ::  .  
gi|168 IEDINVGFKAAVAAAASVPAGDKFKTFEAAFTSSSKAATAKAPGLVPKLDAAYSVAYKAA 
            50        60        70        80        90       100    
 
      30        40         50          60        70        80       
AAD-12 VKADGTVRQHS-PAEWDDMMKVIVGNMAWHA--DSTYMPVMAQGAVFSAEVVPA       
       : :   ..  :  :   . ..::.: .  ::    :  : ::.                  
gi|168 VGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFK 
           110       120       130       140       150       160    
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gi|168 VAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQ 
           170       180       190       200       210       220    
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 66.5  bits: 14.5 E():   98 
Smith-Waterman score: 32; 25.0% identity (55.0% similar) in 20 aa overlap (27-46:1-20) 
 
               10        20        30        40        50        60 
AAD-12 LSNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD 
                                 :..:   :..  .   .: :               
gi|409                           IAKVPPGGXITAEYGDKWLD               
                                         10        20               
 
               70        80 
AAD-12 STYMPVMAQGAVFSAEVVPA 
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 66.4  bits: 17.6 E():   99 
Smith-Waterman score: 44; 27.3% identity (47.7% similar) in 44 aa overlap (3-46:90-127) 
 
                                           10        20        30   
AAD-12                             LSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     ::  .  :  .:  ... : ::. .:     
gi|668 VCSARHVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSA--WGKANQVTGDDILFLS---- 
      60        70        80        90         100       110        
 
             40        50        60        70        80        
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA        
       :  .:  .   : :                                          
gi|668 DPDARFSKSIGWADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
           120       130       140       150       160         
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 66.4  bits: 17.6 E():   99 
Smith-Waterman score: 44; 27.3% identity (47.7% similar) in 44 aa overlap (3-46:90-127) 
 
                                           10        20        30   
AAD-12                             LSNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     ::  .  :  .:  ... : ::. .:     
gi|276 VCSARHVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSA--WGKANQVTGDDILFLS---- 
      60        70        80        90         100       110        
 
             40        50        60        70        80        
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA        
       :  .:  .   : :                                          
gi|276 DPDARFSKSIGWADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
           120       130       140       150       160         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:38 2011 done: Fri Jan 21 00:02:38 2011 
 Total Scan time:  0.060 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 53  - 132 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
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  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     3     2:* 
  32     4     8:==* 
  34    18    22:====== * 
  36    52    44:==============*=== 
  38    87    73:========================*==== 
  40    83   102:============================     * 
  42   110   125:=====================================    * 
  44   135   138:=============================================* 
  46   150   140:==============================================*=== 
  48   156   134:============================================*======= 
  50   143   122:========================================*======= 
  52   100   108:================================== * 
  54    75    92:=========================     * 
  56    63    77:=====================    * 
  58    42    63:==============      * 
  60    55    51:================*== 
  62    34    41:============ * 
  64    37    33:==========*== 
  66    32    26:========*== 
  68    12    20:====  * 
  70    26    16:=====*=== 
  72    24    12:===*==== 
  74    13    10:===*= 
  76     7     8:==* 
  78     7     6:=*= 
  80     7     5:=*= 
  82     3     3:* 
  84     1     3:* 
  86     5     2:*= 
  88     2     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.64610.00373; mu= 3.4236 0.193 
 mean_var=50.225214.369, 0's: 2 Z-trim: 2  B-trim: 11 in 1/43 
 Lambda= 0.180973 
 Kolmogorov-Smirnov  statistic: 0.0209 (N=29) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   67 23.6     0.9 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   65 23.1     1.3 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   63 22.5     5.2 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   62 22.3     5.6 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   62 22.3     6.2 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   57 21.0       7 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   57 21.0       7 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   57 21.0       7 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   57 21.0       7 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   60 21.8     8.9 
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gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   56 20.7      11 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   60 21.7      13 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   55 20.5      13 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   57 21.0      14 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   57 21.0      15 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   56 20.7      17 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   56 20.7      17 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   56 20.7      18 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   56 20.7      18 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   58 21.2      19 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   45 17.9      19 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   50 19.2      20 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   49 18.9      22 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   57 21.0      22 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   57 21.0      22 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   55 20.4      22 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   57 21.0      22 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   57 21.0      22 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   50 19.2      27 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   51 19.4      27 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   56 20.7      27 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 20.4      28 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 16.6      31 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 16.6      31 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   50 19.2      32 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   54 20.2      32 
gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pach ( 199)   51 19.4      34 
gi|14423757|sp|O04701.1|MPAC1_CYNDA RecName: Full= ( 246)   52 19.7      35 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   52 19.7      35 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   52 19.7      37 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   52 19.7      38 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   48 18.6      38 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   48 18.6      38 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   48 18.6      38 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   48 18.6      38 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   53 19.9      41 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   55 20.4      41 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   46 18.1      42 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   54 20.2      42 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 18.6      42 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 19.4      43 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 19.1      44 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   51 19.4      45 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   47 18.4      45 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 19.4      46 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   48 18.6      46 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   48 18.6      46 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   48 18.6      46 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   48 18.6      46 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   48 18.6      46 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   48 18.6      46 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   48 18.6      46 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   48 18.6      46 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   48 18.6      46 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   48 18.6      46 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   48 18.6      46 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   48 18.6      46 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   48 18.6      46 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   48 18.6      46 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   48 18.6      47 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 18.1      51 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   54 20.2      51 
gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=M ( 308)   51 19.4      52 
gi|34851174|gb|AAP15199.1| profilin-like protein [ ( 131)   46 18.1      54 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   53 19.9      54 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 19.1      55 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 19.1      55 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   47 18.4      55 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   47 18.4      55 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   47 18.4      55 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   47 18.4      55 
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gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   47 18.4      55 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   47 18.4      55 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   47 18.4      55 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   47 18.4      55 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   47 18.4      55 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   47 18.4      55 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   47 18.4      55 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   53 19.9      59 
gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full= (  85)   43 17.3      60 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 19.1      61 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 18.9      64 
gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full= ( 131)   45 17.9      64 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   52 19.6      65 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 18.1      65 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   44 17.6      66 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   44 17.6      66 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 18.1      66 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   46 18.1      66 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   50 19.1      66 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   47 18.4      73 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   53 19.9      73 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 15.3      75 
gi|2959898|emb|CAA73720.1| Profilin [Mercurialis a ( 133)   44 17.6      78 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   45 17.9      78 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   45 17.9      79 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 19.1      80 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   44 17.6      81 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   44 17.6      82 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   52 19.6      83 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   42 17.1      84 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   52 19.6      86 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 19.1      86 
gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin pre ( 148)   44 17.6      87 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   48 18.6      89 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   49 18.9      90 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   49 18.9      90 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   49 18.9      90 
gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea  ( 316)   48 18.6      91 
gi|14422359|emb|CAC41633.1| plantain pollen major  ( 131)   43 17.3      92 
gi|14422361|emb|CAC41634.1| plantain pollen major  ( 131)   43 17.3      92 
gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 ( 131)   43 17.3      92 
gi|14422363|emb|CAC41635.1| plantain pollen major  ( 131)   43 17.3      92 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   44 17.6      93 
gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum  (  94)   41 16.8      94 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   44 17.6      94 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   44 17.6      94 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   44 17.6      94 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   44 17.6      94 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   44 17.6      94 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   44 17.6      94 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   44 17.6      94 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   44 17.6      94 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 18.9      95 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   32 14.5      98 
gi|66845476|gb|EAL85811.1| allergen Asp F3 [Asperg ( 168)   44 17.6      98 
gi|2769700|gb|AAB95638.1| peroxisomal-like protein ( 168)   44 17.6      98 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  67  Z-score: 103.3  bits: 23.6 E():  0.9 
Smith-Waterman score: 67; 40.0% identity (63.3% similar) in 30 aa overlap (31-60:30-56) 
 
               10        20        30        40        50        60 
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:::.  ::. : :   ::. :.. : 
gi|126  TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTK--KGNL-WEVKS 
                10        20        30        40          50        
 
               70        80                      
AAD-12 TYMPVMAQGAVFSAEVVPAV                      
                                                 
gi|126 AKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
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         60        70        80        90        
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  65  Z-score: 100.5  bits: 23.1 E():  1.3 
Smith-Waterman score: 65; 35.5% identity (64.5% similar) in 31 aa overlap (31-61:30-57) 
 
               10        20        30        40        50        60 
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:::.  ::. . :   ::. :.. : 
gi|144  VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKS 
                10        20        30        40          50        
 
               70        80                     
AAD-12 TYMPVMAQGAVFSAEVVPAV                     
       .                                        
gi|144 SKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
         60        70        80        90       
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  44 init1:  44 opt:  63  Z-score: 89.7  bits: 22.5 E():  5.2 
Smith-Waterman score: 63; 26.7% identity (56.7% similar) in 60 aa overlap (3-62:207-260) 
 
                                           10        20        30   
AAD-12                             SNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|390 GSNPNYLALLVKFVAGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
        180       190       200       210       220            230  
 
             40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
        :::  . .      : .. . .:.::..:                   
gi|390 FTVRYTTEGGTKGEAKDVIPE-GWKADTAYESK                
             240       250        260                   
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  44 init1:  44 opt:  62  Z-score: 89.0  bits: 22.3 E():  5.6 
Smith-Waterman score: 62; 26.7% identity (55.0% similar) in 60 aa overlap (3-62:184-237) 
 
                                           10        20        30   
AAD-12                             SNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|458 GSNPNYLALLVKFVAGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
           160       170       180       190       200              
 
             40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
        :::  . .      : .. . .:.::. :                   
gi|458 FTVRYTTEGGTKGEAKDVIPE-GWKADTCYESK                
      210       220        230       240                
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  44 init1:  44 opt:  62  Z-score: 88.3  bits: 22.3 E():  6.2 
Smith-Waterman score: 62; 26.7% identity (56.7% similar) in 60 aa overlap (3-62:206-259) 
 
                                           10        20        30   
AAD-12                             SNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|158 KGSNPNYLALLVKFSGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
         180       190       200       210       220            230 
 
             40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
        :::  . .      : .. . .:.::..:                   
gi|158 FTVRYTTEGGTKARAKDVIPE-GWKADTAYESK                
              240       250        260                  
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 87.3  bits: 21.0 E():    7 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (5-60:29-82) 
 
                                       10        20        30       
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AAD-12                         SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV                 
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 87.3  bits: 21.0 E():    7 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (5-60:29-82) 
 
                                       10        20        30       
AAD-12                         SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSGLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV                 
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 87.3  bits: 21.0 E():    7 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (5-60:29-82) 
 
                                       10        20        30       
AAD-12                         SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV                 
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 87.3  bits: 21.0 E():    7 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (5-60:29-82) 
 
                                       10        20        30       
AAD-12                         SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|117 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV                 
       .:.  ::  : :   :  .:  ::                                     
gi|117 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 85.4  bits: 21.8 E():  8.9 
Smith-Waterman score: 60; 23.3% identity (58.3% similar) in 60 aa overlap (3-62:207-260) 
 
                                           10        20        30   
AAD-12                             SNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   : .. .   .  
gi|126 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
             40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
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        :..  . .:..:..       .:.::..:                   
gi|126 YTTEGGTKSEFEDVIP-----EGWKADTSYSAK                
         240       250            260                   
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 83.8  bits: 20.7 E():   11 
Smith-Waterman score: 56; 27.1% identity (58.3% similar) in 48 aa overlap (20-60:111-158) 
 
                          10        20           30            40   
AAD-12            SNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|400 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
             50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
        . ..... : .  :.:.                     
gi|400 GETLLRAVEGYLLAHSDAYN                   
              150       160                   
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  49 init1:  49 opt:  60  Z-score: 82.5  bits: 21.7 E():   13 
Smith-Waterman score: 60; 20.8% identity (56.9% similar) in 72 aa overlap (8-77:103-174) 
 
                                      10         20        30       
AAD-12                        SNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|309 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
         40        50         60        70        80                
AAD-12 QHSPAEWDDMMKVIVGNMAWHAD-STYMPVMAQGAVFSAEVVPAV                
       .: :: ::   : .. .. ...  ..     : ::. .:...                   
gi|309 DHPPASWDWRKKGVITQVKYQGGCGSGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
gi|309 ESEGCYNGWHYQSFEWVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSDE 
            200       210       220       230       240       250   
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 82.4  bits: 20.5 E():   13 
Smith-Waterman score: 55; 32.4% identity (58.8% similar) in 34 aa overlap (39-66:114-147) 
 
       10        20        30        40        50              60   
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV----GNMAWHA--DSTY 
                                     :::. :.. : .:    :   : .  .:.. 
gi|250 EVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSW 
            90       100       110       120       130       140    
 
             70        80 
AAD-12 MPVMAQGAVFSAEVVPAV 
        ::.               
gi|250 APVLDFVFSTLKNEL    
           150            
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  44 init1:  44 opt:  57  Z-score: 81.9  bits: 21.0 E():   14 
Smith-Waterman score: 57; 23.3% identity (58.3% similar) in 60 aa overlap (3-62:184-237) 
 
                                           10        20        30   
AAD-12                             SNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: :.   :     .. .  
gi|331 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIALKESWGAIWRVDTPD-----KLTGP 
           160       170       180       190       200              
 
             40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
        :::  . .   . .. .. . .:.::..:                   
gi|331 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYEAK                
      210       220        230       240                
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>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  44 init1:  44 opt:  57  Z-score: 81.2  bits: 21.0 E():   15 
Smith-Waterman score: 57; 23.3% identity (58.3% similar) in 60 aa overlap (3-62:208-261) 
 
                                           10        20        30   
AAD-12                             SNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: :.   :     .. .  
gi|180 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIALKESWGAIWRVDTPD-----KLTGP 
       180       190       200       210       220            230   
 
             40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
        :::  . .   . .. .. . .:.::..:                   
gi|180 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYEAK                
            240       250        260                    
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 80.5  bits: 20.7 E():   17 
Smith-Waterman score: 56; 25.0% identity (56.7% similar) in 60 aa overlap (3-62:185-238) 
 
                                           10        20        30   
AAD-12                             SNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|283 GSNPNYLALLVKYVNGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
          160       170       180       190       200        210    
 
             40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
        :..  . .: .:..       .:.::..:                   
gi|283 YTTEGGTKTEAEDVIP-----EGWKADTSYESK                
           220            230       240                 
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 80.1  bits: 20.7 E():   17 
Smith-Waterman score: 56; 23.3% identity (56.7% similar) in 60 aa overlap (3-62:196-249) 
 
                                           10        20        30   
AAD-12                             SNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   :     .. .  
gi|168 GSNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPD-----KLTGP 
         170       180       190       200       210            220 
 
             40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
        :::  . .   . .. .. . .:.::..:                   
gi|168 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYSAK                
              230       240        250                  
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 79.8  bits: 20.7 E():   18 
Smith-Waterman score: 56; 23.3% identity (56.7% similar) in 60 aa overlap (3-62:207-260) 
 
                                           10        20        30   
AAD-12                             SNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   :     .. .  
gi|752 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPD-----KLTGP 
        180       190       200       210       220            230  
 
             40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
        :::  . .   . .. .. . .:.::..:                   
gi|752 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYSAK                
             240       250        260                   
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 79.8  bits: 20.7 E():   18 
Smith-Waterman score: 56; 25.0% identity (56.7% similar) in 60 aa overlap (3-62:207-260) 
 
                                           10        20        30   
AAD-12                             SNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
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gi|117 GSNPNYLALLVKYVNGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
             40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
        :..  . .: .:..       .:.::..:                   
gi|117 YTTEGGTKTEAEDVIP-----EGWKADTSYESK                
         240       250            260                   
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 79.6  bits: 21.2 E():   19 
Smith-Waterman score: 58; 25.0% identity (58.3% similar) in 48 aa overlap (27-74:262-309) 
 
                   10        20        30        40        50       
AAD-12     SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|169 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
         60        70        80                                     
AAD-12 HADSTYMPVMAQGAVFSAEVVPAV                                     
       .: :.::  .  ..::.:                                           
gi|169 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 79.5  bits: 17.9 E():   19 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (4-27:17-38) 
 
                            10        20        30        40        
AAD-12              SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                       ::.  : .. :. :. ::: .. :                     
gi|217 LVSVEHQAARLKVAKAQQL--AAQLPAMCRLEGGDALSASQ                    
               10          20        30                             
 
        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 79.1  bits: 19.2 E():   20 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (19-34:29-43) 
 
                         10        20        30        40        50 
AAD-12           SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI 
                                   : :::::. ..:  :.                 
gi|105 CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIWRK 
               10        20        30         40        50          
 
               60        70        80           
AAD-12 VGNMAWHADSTYMPVMAQGAVFSAEVVPAV           
                                                
gi|105 DSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
      60        70        80        90          
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 78.4  bits: 18.9 E():   22 
Smith-Waterman score: 49; 32.3% identity (58.1% similar) in 31 aa overlap (34-62:35-64) 
 
            10        20        30        40          50        60  
AAD-12 QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE--WDDMMKVIVGNMAWHADST 
                                     : . ..::.  :: .  : .   .: ::.  
gi|323 QTCAGNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKP 
           10        20        30        40         50        60    
 
              70        80          
AAD-12 YMPVMAQGAVFSAEVVPAV          
       :                            
gi|323 YSWRYGWTAFCGPAGPRCLRTNAAVTVR 
            70        80        90  
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
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 initn:  49 init1:  49 opt:  57  Z-score: 78.3  bits: 21.0 E():   22 
Smith-Waterman score: 57; 20.8% identity (54.2% similar) in 72 aa overlap (8-77:103-174) 
 
                                      10         20        30       
AAD-12                        SNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|129 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
         40        50        60         70        80                
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTY-MPVMAQGAVFSAEVVPAV                
       .: :: ::   : .. .. ...         : ::. .:...                   
gi|129 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
gi|129 ESEGSYNGWQYQSFEWVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSDE 
            200       210       220       230       240       250   
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  49 init1:  49 opt:  57  Z-score: 78.3  bits: 21.0 E():   22 
Smith-Waterman score: 57; 20.8% identity (54.2% similar) in 72 aa overlap (8-77:103-174) 
 
                                      10         20        30       
AAD-12                        SNDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|119 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
         40        50        60         70        80                
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTY-MPVMAQGAVFSAEVVPAV                
       .: :: ::   : .. .. ...         : ::. .:...                   
gi|119 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLVSLSEQELVDCVE 
            140       150       160       170       180       190   
 
gi|119 ESEGSYNGWQYQSFEWVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSDE 
            200       210       220       230       240       250   
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  44 init1:  44 opt:  55  Z-score: 78.2  bits: 20.4 E():   22 
Smith-Waterman score: 55; 25.9% identity (56.9% similar) in 58 aa overlap (3-60:213-264) 
 
                                           10        20        30   
AAD-12                             SNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|249 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
            190       200       210       220       230        240  
 
             40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
        :..  . ::..:..       .:.::.                     
gi|249 YTTEGGTKAEFEDVIP-----EGWKADTHDASK                
             250            260                         
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 78.1  bits: 21.0 E():   22 
Smith-Waterman score: 57; 25.0% identity (58.3% similar) in 48 aa overlap (27-74:262-309) 
 
                   10        20        30        40        50       
AAD-12     SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
         60        70        80                                     
AAD-12 HADSTYMPVMAQGAVFSAEVVPAV                                     
       .: :.::  .  ..::.:                                           
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 78.1  bits: 21.0 E():   22 
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Smith-Waterman score: 57; 25.0% identity (58.3% similar) in 48 aa overlap (27-74:262-309) 
 
                   10        20        30        40        50       
AAD-12     SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
         60        70        80                                     
AAD-12 HADSTYMPVMAQGAVFSAEVVPAV                                     
       .: :.::  .  ..::.:                                           
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.8  bits: 19.2 E():   27 
Smith-Waterman score: 50; 28.1% identity (59.4% similar) in 32 aa overlap (49-80:11-42) 
 
       20        30        40        50        60        70         
AAD-12 GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                                     ::.. .:: ...   :. : :    ..::  
gi|249                     MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQ 
                                   10        20        30        40 
 
       80                                                           
AAD-12 AV                                                           
        .                                                           
gi|249 DIMPCLHFVKGEEKEPSKECCSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVA 
               50        60        70        80        90       100 
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 51; 27.1% identity (62.5% similar) in 48 aa overlap (20-60:110-157) 
 
                          10        20           30         40      
AAD-12            SNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|437 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
      80        90       100       110       120       130          
 
             50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
        . ..:.. . .  :.:.                     
gi|437 GETLLKAVESYLLAHSDAYN                   
     140       150                            
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 76.7  bits: 20.7 E():   27 
Smith-Waterman score: 56; 25.0% identity (58.3% similar) in 48 aa overlap (27-74:262-309) 
 
                   10        20        30        40        50       
AAD-12     SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|158 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQLT 
             240       250       260       270       280       290  
 
         60        70        80                                     
AAD-12 HADSTYMPVMAQGAVFSAEVVPAV                                     
       .: :.::  .  ..::.:                                           
gi|158 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 76.4  bits: 20.4 E():   28 
Smith-Waterman score: 55; 30.6% identity (58.3% similar) in 36 aa overlap (41-76:155-190) 
 
               20        30        40        50        60        70 
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :   . ..::.:..  :: .     .  :: 
gi|249 QLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA 
          130       140       150       160       170       180     
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               80                                                   
AAD-12 VFSAEVVPAV                                                   
       . .:::                                                       
gi|249 IPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTL 
          190       200       210       220       230       240     
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 75.7  bits: 16.6 E():   31 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (56-62:19-25) 
 
          30        40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
                                     :.::..:                   
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE                  
                           10        20                        
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 75.7  bits: 16.6 E():   31 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (56-62:19-25) 
 
          30        40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
                                     :.::..:                   
gi|320             YTTEGGTKAEAEDVIPEGWKADTSYE                  
                           10        20                        
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 75.3  bits: 19.2 E():   32 
Smith-Waterman score: 50; 25.0% identity (60.4% similar) in 48 aa overlap (20-60:111-158) 
 
                          10        20           30            40   
AAD-12            SNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVRQH----SPAE 
                                     ::.:. :::   .:.:  :...    :    
gi|241 KYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKEEQIKASKEM 
               90       100       110       120       130       140 
 
             50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
        . ..... . .  :.:.                     
gi|241 GETLLRAVESYLLAHSDAYN                   
              150       160                   
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 75.3  bits: 20.2 E():   32 
Smith-Waterman score: 54; 25.6% identity (48.7% similar) in 39 aa overlap (5-43:191-229) 
 
                                         10        20        30     
AAD-12                           SNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ::..   .:   :  : :..   .. :    
gi|320 KEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDP 
              170       180       190       200       210       220 
 
           40        50        60        70        80               
AAD-12 VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV               
       : . . : :                                                    
gi|320 VISFKTALWFWMTPQSPKPSCHNVITGRWTPSAADRAAGRLPGYGVITNIINGGIECGKG 
              230       240       250       260       270       280 
 
>>gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pachycon  (199 aa) 
 initn:  40 init1:  40 opt:  51  Z-score: 75.0  bits: 19.4 E():   34 
Smith-Waterman score: 51; 25.0% identity (53.3% similar) in 60 aa overlap (15-72:97-148) 
 
                               10        20        30        40     
AAD-12                 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD 
                                     .::   :. .:.:.  : :      : . . 
gi|169 MPDLTWDNELAAIAQRWVNQCKIGHDGCRNVERYQVGQNIAMSGSTAKG------PCNMN 
         70        80        90       100       110             120 
 
           50          60        70        80                       
AAD-12 DMMKVIVG--NMAWHADSTYMPVMAQGAVFSAEVVPAV                       
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       ..... ..  :    :: . ::  ..:  :                               
gi|169 NLVQMWINEVNALNAADVSSMP--SDGNYFMKIGHYTQLVWGKTTKVGCGIIQFLDGKFY 
              130       140         150       160       170         
 
>>gi|14423757|sp|O04701.1|MPAC1_CYNDA RecName: Full=Majo  (246 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 74.7  bits: 19.7 E():   35 
Smith-Waterman score: 52; 22.4% identity (53.1% similar) in 49 aa overlap (1-49:156-200) 
 
                                             10        20        30 
AAD-12                               SNDQQITFAKRFGAIERIGGGDIVAISNVK 
                                     :::. ...  ...:    : :.:::..    
gi|144 RKAGELTLQFRRVKCKYPSGTKITFHIEKGSNDHYLALLVKYAA----GDGNIVAVDIKP 
         130       140       150       160           170       180  
 
               40        50        60        70        80           
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV           
        :.       . :  . ..                                          
gi|144 RDSDEFIPMKSSWGAIWRIDPKKPLKGPFSIRLTSEGGAHLVQDDVIPANWKPDTVYTSK 
             190       200       210       220       230       240  
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.6  bits: 19.7 E():   35 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (3-62:192-245) 
 
                                           10        20        30   
AAD-12                             SNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|116 GSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
             170       180       190       200       210        220 
 
             40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
        :..  . .: .:..       .:.::..:                   
gi|116 YTTEGGTKGEAEDVIP-----EGWKADTAYEAK                
              230            240                        
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.2  bits: 19.7 E():   37 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (3-62:207-260) 
 
                                           10        20        30   
AAD-12                             SNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|386 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
             40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
        :..  . .: .:..       .:.::..:                   
gi|386 YTTEGGTKVEAEDVIP-----EGWKADTAYESK                
         240       250            260                   
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.1  bits: 19.7 E():   38 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (3-62:209-262) 
 
                                           10        20        30   
AAD-12                             SNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|117 GSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
      180       190       200       210       220       230         
 
             40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
        :..  . .: .:..       .:.::..:                   
gi|117 YTTEGGTKGEAEDVIP-----EGWKADTAYEAK                
       240       250            260                     
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 74.1  bits: 18.6 E():   38 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (18-69:15-79) 
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               10        20        30               40        50    
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--V 
                        : :  ..: . .  ::.:  ::       : :   .:: .    
gi|288    MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEP 
                  10        20        30        40        50        
 
                 60         70        80                            
AAD-12 GNMA---WHADST-YMPVMAQGAVFSAEVVPAV                            
       :..:    :  .: :: ....:                                       
gi|288 GSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPLTPGQCNM 
        60        70        80        90       100       110        
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 74.1  bits: 18.6 E():   38 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (18-69:15-79) 
 
               10        20        30               40        50    
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--V 
                        : :  ..: . .  ::.:  ::       : :   .:: .    
gi|218    MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEP 
                  10        20        30        40        50        
 
                 60         70        80                            
AAD-12 GNMA---WHADST-YMPVMAQGAVFSAEVVPAV                            
       :..:    :  .: :: ....:                                       
gi|218 GSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETLTPGQCNM 
        60        70        80        90       100       110        
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 74.1  bits: 18.6 E():   38 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (18-69:15-79) 
 
               10        20        30               40        50    
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--V 
                        : :  ..: . .  ::.:  ::       : :   .:: .    
gi|604    MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEP 
                  10        20        30        40        50        
 
                 60         70        80                            
AAD-12 GNMA---WHADST-YMPVMAQGAVFSAEVVPAV                            
       :..:    :  .: :: ....:                                       
gi|604 GSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETLTPGQCNM 
        60        70        80        90       100       110        
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 74.1  bits: 18.6 E():   38 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (18-69:15-79) 
 
               10        20        30               40        50    
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--V 
                        : :  ..: . .  ::.:  ::       : :   .:: .    
gi|144    MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEP 
                  10        20        30        40        50        
 
                 60         70        80                            
AAD-12 GNMA---WHADST-YMPVMAQGAVFSAEVVPAV                            
       :..:    :  .: :: ....:                                       
gi|144 GSLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPLTPGQCNM 
        60        70        80        90       100       110        
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 73.5  bits: 19.9 E():   41 
Smith-Waterman score: 53; 22.9% identity (58.3% similar) in 48 aa overlap (24-69:223-270) 
 
                      10        20        30         40         50  
AAD-12        SNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKV-IV 
                                     : . ..  ::   ..:.  :..  ..  :. 
gi|729 EGVLSRKVPSHLTLETPRVKMNMKYDRYAPVKVFKLDYDGIHFEKHTDIEYEPGVRYKII 
            200       210       220       230       240       250   
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              60        70        80                                
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAV                                
       ::   . :. .. . .::                                           
gi|729 GNGKLKDDGRHYSIDVQGIPRKAFNLDADLMDFKLKVSKPEDSNKAQFSYTFNEYTETEE 
            260       270       280       290       300       310   
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  44 init1:  44 opt:  55  Z-score: 73.4  bits: 20.4 E():   41 
Smith-Waterman score: 55; 24.2% identity (56.5% similar) in 62 aa overlap (20-80:438-492) 
 
                          10        20        30        40          
AAD-12            SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP-AEWDDMMK 
                                     ::  .  ... :::  . :.  .  .: .  
gi|796 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHNAETTVEDRIG 
       410       420       430       440       450       460        
 
       50        60        70        80   
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV   
       .:. .    :....   .  ::..: :.  ::   
gi|796 IIIDS----AEKAFHKEL--GAIYS-EIKDAVSV 
       470           480          490     
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 73.3  bits: 18.1 E():   42 
Smith-Waterman score: 46; 26.9% identity (53.8% similar) in 52 aa overlap (30-79:8-56) 
 
               10        20        30        40        50        60 
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                    :: :.    .:.  ::..   .::. .  .. 
gi|166                       ATPTPTPKAAGSWCVPKPGVSDDQL---TGNINYACSQ 
                                     10        20           30      
 
                 70        80                                       
AAD-12 TY--MPVMAQGAVFSAEVVPAV                                       
            :..  :: :  ..: :                                        
gi|166 GIDCGPIQPGGACFEPNTVKAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACN 
          40        50        60        70        80        90      
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 73.3  bits: 20.2 E():   42 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (30-45:89-105) 
 
                10        20        30         40        50         
AAD-12  SNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .              
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       60        70        80        90       100       110         
 
       60        70        80                                       
AAD-12 DSTYMPVMAQGAVFSAEVVPAV                                       
                                                                    
gi|114 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      120       130       140       150       160       170         
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 73.2  bits: 18.6 E():   42 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (27-43:2-19) 
 
               10        20        30         40        50          
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKAD-GTVRQHSPAEWDDMMKVIVGNMAWHAD 
                                 ..: .: :.. ..::.::                 
gi|250                          PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPFPRCR 
                                        10        20        30      
 
      60        70        80                                        
AAD-12 STYMPVMAQGAVFSAEVVPAV                                        
                                                                    
gi|250 ALVKSQCAGGQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVA 
          40        50        60        70        80        90      
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
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 initn:  42 init1:  42 opt:  51  Z-score: 73.1  bits: 19.4 E():   43 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (19-34:181-195) 
 
                           10        20        30        40         
AAD-12             SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
       50        60        70        80            
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV            
                                                   
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 72.9  bits: 19.1 E():   44 
Smith-Waterman score: 50; 40.0% identity (72.0% similar) in 25 aa overlap (23-47:9-29) 
 
               10        20        30        40        50        60 
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                             :::.....: .    :.:: .:: :              
gi|144               MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMVDQIVKSLT 
                             10            20        30        40   
 
               70        80                                         
AAD-12 TYMPVMAQGAVFSAEVVPAV                                         
                                                                    
gi|144 TKKELDPFKIEQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKIDTDGGAFAA 
             50        60        70        80        90       100   
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 72.7  bits: 19.4 E():   45 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (19-49:192-222) 
 
                           10        20        30        40         
AAD-12             SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : : ..  
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
        50        60        70        80           
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV           
       .:                                          
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 72.7  bits: 18.4 E():   45 
Smith-Waterman score: 47; 28.6% identity (68.6% similar) in 35 aa overlap (5-38:93-127) 
 
                                          10        20        30    
AAD-12                           SNDQQITFA-KRFGAIERIGGGDIVAISNVKADG 
                                     :  :. :.   :....: :.:. ..: .   
gi|121 FKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVT 
             70        80        90       100       110       120   
 
            40        50        60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
       .::..                                           
gi|121 SVRSYKRI                                        
            130                                        
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 72.5  bits: 19.4 E():   46 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (19-34:199-213) 
 
                           10        20        30        40         
AAD-12             SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
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      170       180       190       200        210       220        
 
       50        60        70        80            
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV            
                                                   
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (20-60:110-157) 
 
                          10        20           30            40   
AAD-12            SNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|115 KYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
             50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
        . ..... . .  :.:.                     
gi|115 GETLLRAVESYLLAHSDAYN                   
     140       150                            
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (20-60:110-157) 
 
                          10        20           30            40   
AAD-12            SNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|384 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
             50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
        . ..... . .  :.:.                     
gi|384 GETLLRAVESYLLAHSDAYN                   
     140       150                            
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 48; 25.0% identity (62.5% similar) in 48 aa overlap (20-60:110-157) 
 
                          10        20           30         40      
AAD-12            SNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|437 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
      80        90       100       110       120       130          
 
             50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
        . ..... . .  :.:.                     
gi|437 GETLLRAVESYLLAHSDAYN                   
     140       150                            
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (20-60:110-157) 
 
                          10        20           30            40   
AAD-12            SNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|437 KYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
             50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
        . ..... . .  :.:.                     
gi|437 GETLLRAVESYLLAHSDAYN                   
     140       150                            
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>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (20-60:111-158) 
 
                          10        20           30            40   
AAD-12            SNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
             50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
        . ..... . .  :.:.                     
gi|154 RETLLRAVESYLLAHSDAYN                   
              150       160                   
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (20-60:111-158) 
 
                          10        20           30            40   
AAD-12            SNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|256 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
             50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
        . ..... . .  :.:.                     
gi|256 GETLLRAVESYLLAHSDAYN                   
              150       160                   
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (20-60:111-158) 
 
                          10        20           30            40   
AAD-12            SNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|132 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
             50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
        . ..... . .  :.:.                     
gi|132 GETLLRAVESYLLAHSDAYN                   
              150       160                   
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (20-60:111-158) 
 
                          10        20           30            40   
AAD-12            SNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|400 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
             50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
        . ..... . .  :.:.                     
gi|400 GETLLRAVESYLLAHSDAYN                   
              150       160                   
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 48; 25.0% identity (62.5% similar) in 48 aa overlap (20-60:111-158) 
 
                          10        20           30         40      
AAD-12            SNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
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                                     ::.:. :::   .:.:  .. .:  :   . 
gi|400 KYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
             50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
        . ..... . .  :.:.                     
gi|400 GETLLRAVESYLLAHSDAYN                   
              150       160                   
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (20-60:111-158) 
 
                          10        20           30            40   
AAD-12            SNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|114 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
             50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
        . ..... . .  :.:.                     
gi|114 GETLLRAVESYLLAHSDAYN                   
              150       160                   
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (20-60:111-158) 
 
                          10        20           30            40   
AAD-12            SNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|256 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
             50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
        . ..... . .  :.:.                     
gi|256 GETLLRAVESYLLAHSDAYN                   
              150       160                   
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (20-60:111-158) 
 
                          10        20           30            40   
AAD-12            SNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
             50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
        . ..... . .  :.:.                     
gi|154 GETLLRAVESYLLAHSDAYN                   
              150       160                   
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (20-60:111-158) 
 
                          10        20           30            40   
AAD-12            SNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
             50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
        . ..... . .  :.:.                     
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gi|154 GETLLRAVESYLLAHSDAYN                   
              150       160                   
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (20-60:111-158) 
 
                          10        20           30            40   
AAD-12            SNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
             50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
        . ..... . .  :.:.                     
gi|154 GETLLRAVESYLLAHSDAYN                   
              150       160                   
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 48; 29.8% identity (47.4% similar) in 57 aa overlap (29-71:38-90) 
 
                 10        20        30           40        50      
AAD-12   SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ---HSPAEWDDMMKVIVGNMA 
                                     :.: . .:.    .:  ::.. ::    .: 
gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKVA---QA 
        10        20        30        40        50        60        
 
                     60        70        80                         
AAD-12 W-----------HADSTYMPVMAQGAVFSAEVVPAV                         
       :           :.:      :::::.                                  
gi|148 WAETRTPDCSLIHSDRCG-ENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQI 
           70        80         90       100       110       120    
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.7  bits: 18.1 E():   51 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (64-79:66-81) 
 
            40        50        60        70        80              
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV              
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS 
         100       110       120    
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 71.6  bits: 20.2 E():   51 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (30-45:119-135) 
 
                10        20        30         40        50         
AAD-12  SNDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .              
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       90       100       110       120       130       140         
 
       60        70        80                                       
AAD-12 DSTYMPVMAQGAVFSAEVVPAV                                       
                                                                    
gi|476 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      150       160       170       180       190       200         
 
>>gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=Major  (308 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 71.5  bits: 19.4 E():   52 
Smith-Waterman score: 51; 31.5% identity (53.7% similar) in 54 aa overlap (9-58:104-154) 
 
                                     10        20        30         
AAD-12                       SNDQQITFAKRFGAIERIGGGDIVAISNVKAD--GTVR 
                                     ::  : : ..  .  :: . ..:   : :: 
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gi|249 PLPTPLRRTSSRSSRPPSPSPPRASSPTSAAKAPGLIPKLDTAYDVAYKAAEAHPRGQVR 
            80        90       100       110       120       130    
 
           40        50        60        70        80               
AAD-12 Q--HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV               
       .  : : .    ..::.: .  ::                                     
gi|249 RLRHCPHR---SLRVIAGALEVHAVKPATEEVLAAKIPTGELQIVDKIDAAFKIAATAAN 
           140          150       160       170       180       190 
 
>>gi|34851174|gb|AAP15199.1| profilin-like protein [Humu  (131 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 71.2  bits: 18.1 E():   54 
Smith-Waterman score: 46; 30.9% identity (50.0% similar) in 68 aa overlap (18-71:15-82) 
 
               10        20        30               40        50    
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR-------QHSPAEWDDMMKVIV-- 
                        : :  ..: . .  ::.:        : .: :   .:: .    
gi|348    MSWQAYVDDHLMCEIDGQHLTAAAIIGHDGSVWAQSSTFPQFKPEEIAAIMKDFEEP 
                  10        20        30        40        50        
 
                 60          70        80                           
AAD-12 GNMA---WHADST-YMPVMA-QGAVFSAEVVPAV                           
       :..:    :  .  :: .:. ::::                                    
gi|348 GSLAPTGLHLGGIKYMVIMGEQGAVIRGKKGAGGITVKKTGAAMIIGIYDEPLTPGQCNM 
        60        70        80        90       100       110        
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 71.2  bits: 19.9 E():   54 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (2-22:330-350) 
 
                                            10        20        30  
AAD-12                              SNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|149 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
              40        50        60        70        80            
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV            
                                                                    
gi|149 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 71.1  bits: 19.1 E():   55 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (19-34:198-212) 
 
                           10        20        30        40         
AAD-12             SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
       50        60        70        80            
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV            
                                                   
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
        230       240       250       260          
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 71.1  bits: 19.1 E():   55 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (19-34:198-212) 
 
                           10        20        30        40         
AAD-12             SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
       50        60        70        80            
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV            
                                                   
gi|115 RKDSDKPIKGPITVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
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        230       240       250       260          
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 47; 25.0% identity (58.3% similar) in 48 aa overlap (20-60:110-157) 
 
                          10        20           30            40   
AAD-12            SNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|159 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEL 
      80        90       100       110       120       130          
 
             50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
        . ..... . .  :.:.                     
gi|159 GETLLRAVESYLLAHSDAYN                   
     140       150                            
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (20-60:111-158) 
 
                          10        20           30         40      
AAD-12            SNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
             50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
        . ..... . .  :.:.                     
gi|132 AEALLRAVESYLLAHSDAYN                   
              150       160                   
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (20-60:111-158) 
 
                          10        20           30         40      
AAD-12            SNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
             50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
        . ..... . .  :.:.                     
gi|132 GEALLRAVESYLLAHSDAYN                   
              150       160                   
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (19-59:110-157) 
 
                           10        20           30           40   
AAD-12             SNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
              50        60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
         . ..... . .  :.:                      
gi|154 MAEKLLRAVESYLLAHTDEYN                   
     140       150       160                   
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (20-60:111-158) 
 
                          10        20           30         40      
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AAD-12            SNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
             50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
        . ..... . .  :.:.                     
gi|132 GEALLRAVESYLLAHSDAYN                   
              150       160                   
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (20-60:111-158) 
 
                          10        20           30         40      
AAD-12            SNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|400 KYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
             50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
        . ..... . .  :.:.                     
gi|400 GEALLRAVESYLLAHSDAYN                   
              150       160                   
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (20-60:111-158) 
 
                          10        20           30         40      
AAD-12            SNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
             50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
        . ..... . .  :.:.                     
gi|116 GEALLRAVESYLLAHSDAYN                   
              150       160                   
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (20-60:111-158) 
 
                          10        20           30         40      
AAD-12            SNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
             50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
        . ..... . .  :.:.                     
gi|116 GEALLRAVESYLLAHSDAYN                   
              150       160                   
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (20-60:111-158) 
 
                          10        20           30         40      
AAD-12            SNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
             50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
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        . ..... . .  :.:.                     
gi|116 GEALLRAVESYLLAHSDAYN                   
              150       160                   
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (20-60:111-158) 
 
                          10        20           30         40      
AAD-12            SNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDQEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
             50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
        . ..... . .  :.:.                     
gi|116 GEALLRAVESYLLAHSDAYN                   
              150       160                   
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (19-59:110-157) 
 
                           10        20           30           40   
AAD-12             SNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
              50        60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
         . ..... . .  :.:                      
gi|154 MAEKLLRAVESYLLAHTDEYN                   
     140       150       160                   
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 70.5  bits: 19.9 E():   59 
Smith-Waterman score: 53; 26.2% identity (57.4% similar) in 61 aa overlap (20-80:438-492) 
 
                          10        20        30        40          
AAD-12            SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV 
                                     ::  .  ... :::  . :. ::    ..  
gi|142 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHN-AE--TTVED 
       410       420       430       440       450          460     
 
      50        60        70        80   
AAD-12 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAV   
        .:..   :....   .  ::..: :.  ::   
gi|142 RIGGIIDSAEKAFHKEL--GAIYS-EIKDAVSA 
          470       480          490     
 
>>gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full=Polc  (85 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.4  bits: 17.3 E():   60 
Smith-Waterman score: 43; 36.6% identity (46.3% similar) in 41 aa overlap (10-50:17-54) 
 
                      10        20        30        40        50    
AAD-12        SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                       ::: :    : : : :    .:  :. . .: :   ::  :    
gi|144 MADDHPQDKAERERIFKRFDAN---GDGKISAAELGEALKTLGSITPDEVKHMMAEIDTD 
               10        20           30        40        50        
 
            60        70        80  
AAD-12 MAWHADSTYMPVMAQGAVFSAEVVPAV  
                                    
gi|144 GDGFISFQEFTDFGRANRGLLKDVAKIF 
        60        70        80      
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 70.2  bits: 19.1 E():   61 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (56-73:66-83) 
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          30        40        50        60        70        80      
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV      
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 54; 21.7% identity (56.7% similar) in 60 aa overlap (3-62:207-260) 
 
                                           10        20        30   
AAD-12                             SNDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :.   . . .::. ::   : .. .   .  
gi|168 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWTELKESWGAVWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
             40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
        :..  . .:..:..       .:.::..:                   
gi|168 YTTEGGTKSEFEDVIP-----EGWKADTSYSAK                
         240       250            260                   
 
>>gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.8  bits: 17.9 E():   64 
Smith-Waterman score: 45; 27.1% identity (52.1% similar) in 48 aa overlap (18-64:15-62) 
 
               10        20        30        40        50           
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA-WHAD 
                        : :. . : . .  ::.:  .:    .   . :.: :. .:   
gi|144    MSWQAYVDDHLMCEIEGNHLSAAAIIGQDGSVWAQSANFPQFKSEEITGIMSDFHEP 
                  10        20        30        40        50        
 
      60        70        80                                        
AAD-12 STYMPVMAQGAVFSAEVVPAV                                        
       .:  :                                                        
gi|144 GTLAPTGLYIGGTKYMVIQGEPGAVIRGKKGPGGVTVKKTNQALIIGIYDEPMTPGQCNM 
        60        70        80        90       100       110        
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 69.7  bits: 19.6 E():   65 
Smith-Waterman score: 52; 43.5% identity (60.9% similar) in 23 aa overlap (4-26:116-138) 
 
                                          10        20        30    
AAD-12                            SNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     :.  :  :   :.:.  :::.::        
gi|259 YVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIAIPAGVAHW 
          90       100       110       120       130       140      
 
            40        50        60        70        80              
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV              
                                                                    
gi|259 CYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGRNLFSGFDT 
         150       160       170       180       190       200      
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.7  bits: 18.1 E():   65 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (19-28:109-118) 
 
                           10        20        30        40         
AAD-12             SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
       50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
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gi|534 KAEALFRAVESYLLAHSDAYN            
      140       150                     
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.7  bits: 17.6 E():   66 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (4-22:35-53) 
 
                                          10        20        30    
AAD-12                            SNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
            40        50        60        70        80  
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV  
                                                        
gi|730 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.7  bits: 17.6 E():   66 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (4-22:35-53) 
 
                                          10        20        30    
AAD-12                            SNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
            40        50        60        70        80  
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV  
                                                        
gi|191 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (19-28:110-119) 
 
                           10        20        30        40         
AAD-12             SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
       50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
                                        
gi|534 KAEALFRAVESYLLAHSDAYN            
     140       150       160            
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 46; 41.7% identity (70.8% similar) in 24 aa overlap (54-77:23-45) 
 
            30        40        50        60        70        80    
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV    
                                     .. .:: : .: .:  .: :::.:       
gi|444         MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGV 
                       10        20         30        40        50  
 
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 69.6  bits: 19.1 E():   66 
Smith-Waterman score: 50; 18.4% identity (65.3% similar) in 49 aa overlap (16-64:265-307) 
 
                              10        20        30        40      
AAD-12                SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD 
                                     :..: :..:     ...: .. ..::. .  
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gi|170 HSVVHSIIMQQQQQQQQQQGIDIFLPLSQHEQVGQGSLV-----QGQGIIQPQQPAQLEA 
          240       250       260       270            280          
 
          50        60        70        80     
AAD-12 MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV     
       . .... ..    . .:.:                     
gi|170 IRSLVLQTLPSMCN-VYVPPECSIMRAPFASIVAGIGGQ 
     290       300        310       320        
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 68.9  bits: 18.4 E():   73 
Smith-Waterman score: 47; 23.1% identity (51.3% similar) in 39 aa overlap (26-60:147-185) 
 
                    10        20        30            40        50  
AAD-12      SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH----SPAEWDDMMKVIV 
                                     ::.  .::.. .:    .   :    :.   
gi|613 ATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMHVGHYTQIVWAKTKKIGC 
        120       130       140       150       160       170       
 
              60        70        80       
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAV       
       : . .. :.                           
gi|613 GRIMFKEDNWNKHYLVCNYGPAGNVLGAQIYEIKK 
        180       190       200       210  
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 68.8  bits: 19.9 E():   73 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (2-22:330-350) 
 
                                            10        20        30  
AAD-12                              SNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|169 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
              40        50        60        70        80            
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV            
                                                                    
gi|169 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.6  bits: 15.3 E():   75 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (56-62:19-25) 
 
          30        40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
                                     :..:..:                   
gi|320             YTTEGGTKAEAEDVIPEGWKVDTSYE                  
                           10        20                        
 
>>gi|2959898|emb|CAA73720.1| Profilin [Mercurialis annua  (133 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 44; 28.8% identity (51.5% similar) in 66 aa overlap (20-71:19-84) 
 
               10        20        30               40        50    
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--V 
                          :  ..: : :  ::..  .:       : :   .:: .    
gi|295  MSWQTYVDDHLMCDIDGQGQHLAAASIVGHDGSIWAQSASFPQLKPEEITGIMKDFDEP 
                10        20        30        40        50          
 
                  60         70        80                           
AAD-12 GNMA----WHADSTYMPVMAQ-GAVFSAEVVPAV                           
       :..:    . : . :: .... :::                                    
gi|295 GHLAPTGLYIAGTKYMVIQGESGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPGQCNM 
      60        70        80        90       100       110          
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 45; 33.3% identity (57.8% similar) in 45 aa overlap (13-50:52-96) 
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                                 10        20        30             
AAD-12                   SNDQQITFAKRFGAIERIGGGDIVAISNVK--ADGT-----V 
                                     :.:..:. :.  . : ::   ::.     : 
gi|602 AFVLDADNLIPKIAPQAVKSTEILEGDGGVGTIKKINFGEGSTYSYVKHKIDGVDKDNFV 
              30        40        50        60        70        80  
 
          40        50        60        70        80                
AAD-12 RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV                
        :.:  : : . ..:                                              
gi|602 YQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISHYHTKGDVEIKEEHVKAGKEKAS 
              90       100       110       120       130       140  
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 68.2  bits: 17.9 E():   79 
Smith-Waterman score: 45; 25.0% identity (56.2% similar) in 48 aa overlap (20-60:111-158) 
 
                          10        20           30            40   
AAD-12            SNDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|132 KYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEM 
               90       100       110       120       130       140 
 
             50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
        . .....   .  :.:.                     
gi|132 GETLLRAVERYLLAHSDAYN                   
              150       160                   
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 68.1  bits: 19.1 E():   80 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (56-73:56-73) 
 
          30        40        50        60        70        80      
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV      
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.0  bits: 17.6 E():   81 
Smith-Waterman score: 44; 16.0% identity (72.0% similar) in 25 aa overlap (46-70:12-36) 
 
          20        30        40        50        60        70      
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
                                     .. .... ..: ....  :. : :.      
gi|249                    MRTVSARSSVALVVIVAAVLVWTSSASVAPAPAPGSEETCG 
                                  10        20        30        40  
 
          80                                                        
AAD-12 VVPAV                                                        
                                                                    
gi|249 TVVGALMPCLPFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDG 
              50        60        70        80        90       100  
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.9  bits: 17.6 E():   82 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (18-40:15-37) 
 
               10        20        30        40        50        60 
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                        : : .... . .  ::.:  .::                     
gi|100    MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKPEENAGIVKDFEEP 
                  10        20        30        40        50        
 
               70        80                                         
AAD-12 TYMPVMAQGAVFSAEVVPAV                                         
                                                                    
gi|100 GHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNL 
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        60        70        80        90       100       110        
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 67.8  bits: 19.6 E():   83 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (37-75:535-572) 
 
         10        20        30        40        50        60       
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
         70        80         
AAD-12 AQGAVFSAEVVPAV         
        .:  :: :              
gi|331 KEGC-FSEEGPKLVAAAQAALV 
           570       580      
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.7  bits: 17.1 E():   84 
Smith-Waterman score: 42; 37.5% identity (62.5% similar) in 24 aa overlap (4-27:79-100) 
 
                                          10        20        30    
AAD-12                            SNDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .  :       
gi|897 QQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQL--AAQLPAMCRLEGGDALLASQ      
       50        60        70        80          90       100       
 
            40        50        60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 67.5  bits: 19.6 E():   86 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (37-75:558-595) 
 
         10        20        30        40        50        60       
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|668 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
       530       540       550       560       570       580        
 
         70        80         
AAD-12 AQGAVFSAEVVPAV         
        .:  :: :              
gi|668 KEGC-FSEEGPKLVAAAQAALV 
       590        600         
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 67.5  bits: 19.1 E():   86 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (56-73:56-73) 
 
          30        40        50        60        70        80      
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV      
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin precurs  (148 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.4  bits: 17.6 E():   87 
Smith-Waterman score: 44; 21.2% identity (54.5% similar) in 33 aa overlap (24-56:25-57) 
 
                10        20        30        40        50          
AAD-12  SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD 
                               :. ..:  .:  ...   ::.. .  .   : :    
gi|538 MARFTIVLAVLFAAALVSASAHKTVVTTSVAEEGEEENQRGCEWESRQCQMRHCMQWMRS 
               10        20        30        40        50        60 
 
      60        70        80                                        
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AAD-12 STYMPVMAQGAVFSAEVVPAV                                        
                                                                    
gi|538 MRGQYEESFLRSAEANQGQFEHFRECCNELRDVKSHCRCEALRCMMRQMQQEYGMEQEMQ 
               70        80        90       100       110       120 
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 67.2  bits: 18.6 E():   89 
Smith-Waterman score: 48; 25.7% identity (60.0% similar) in 35 aa overlap (15-45:81-115) 
 
                               10        20            30        40 
AAD-12                 SNDQQITFAKRFGAIERIGGGDIV----AISNVKADGTVRQHSP 
                                     :  .: :...     :. .:  :.:..  : 
gi|324 NFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFP 
               60        70        80        90       100       110 
 
               50        60        70        80                     
AAD-12 AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV                     
       .:. .                                                        
gi|324 SEFGNDVDRSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASS 
              120       130       140       150       160       170 
 
>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 67.1  bits: 18.9 E():   90 
Smith-Waterman score: 49; 30.3% identity (47.0% similar) in 66 aa overlap (12-69:49-109) 
 
                                  10         20        30           
AAD-12                    SNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|493 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
           40        50         60        70        80              
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQGAVFSAEVVPAV              
       .:    :  :  . .:  :::  .     ::..  :                         
gi|493 LRYG--ATRDRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
gi|493 VSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 67.1  bits: 18.9 E():   90 
Smith-Waterman score: 49; 30.3% identity (47.0% similar) in 66 aa overlap (12-69:49-109) 
 
                                  10         20        30           
AAD-12                    SNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|117 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
           40        50         60        70        80              
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQGAVFSAEVVPAV              
       .:    :  :  . .:  :::  .     ::..  :                         
gi|117 LRYG--ATRDRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
gi|117 VSNVIIHGLHLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 67.1  bits: 18.9 E():   90 
Smith-Waterman score: 49; 30.3% identity (47.0% similar) in 66 aa overlap (12-69:49-109) 
 
                                  10         20        30           
AAD-12                    SNDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|195 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
           40        50         60        70        80              
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQGAVFSAEVVPAV              
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       .:    :  :  . .:  :::  .     ::..  :                         
gi|195 LRYG--ATRDRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
gi|195 VSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea sati  (316 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 67.0  bits: 18.6 E():   91 
Smith-Waterman score: 48; 22.8% identity (46.8% similar) in 79 aa overlap (5-71:191-267) 
 
                                         10        20        30     
AAD-12                           SNDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     :.:    .:   .  :.:..   .. : .  
gi|135 FVMENNKQTYCTSKSWPCVFGKQYYGRGPIQLTHNYNYGQAGKAIGADLINNPDLVATNP 
              170       180       190       200       210       220 
 
           40                 50           60        70        80   
AAD-12 VRQHSPAEWDDMMK---------VIVGNMAWH---ADSTYMPVMAQGAVFSAEVVPAV   
       . . . : :  :           ::.::  :.   ::..   : . :..            
gi|135 TISFKTAIWFWMTPQANKPSSHDVIIGN--WRPSAADTSAGRVPSYGVITNIINGGLECG 
              230       240         250       260       270         
 
gi|135 HGSDDRVANRIGFYKRYCDTLGVSYGNNLDCYNQKPFA 
      280       290       300       310       
 
>>gi|14422359|emb|CAC41633.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (59-76:85-102) 
 
       30        40        50        60        70        80         
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV         
                                     : . .: .:.:.. ...:             
gi|144 GETDQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
gi|144 RHVKPLSFRAKTDAPGC 
          120       130  
 
>>gi|14422361|emb|CAC41634.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (59-76:85-102) 
 
       30        40        50        60        70        80         
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV         
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
gi|144 RHVKPLSFRAKTDAPGC 
          120       130  
 
>>gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 [Ch  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 43; 33.3% identity (62.5% similar) in 24 aa overlap (18-41:15-38) 
 
               10        20        30        40        50        60 
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                        : :. . . . .  ::::  .::.                    
gi|294    MSWQTYVDDHLMCDIEGNHLSSAAILGHDGTVWAQSPSFPQLKPEEVSAIMKDFNEP 
                  10        20        30        40        50        
 
               70        80                                         
AAD-12 TYMPVMAQGAVFSAEVVPAV                                         
                                                                    
gi|294 GSLAPTGLHLGGTKYMVIQGEPGDVIRGKKGPGGVTIKKTNQALIIGIYGEPMTPGQCNM 
        60        70        80        90       100       110        
 
>>gi|14422363|emb|CAC41635.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (59-76:85-102) 
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       30        40        50        60        70        80         
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV         
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSGRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
gi|144 RHVKPLSFRAKTDAPGC 
          120       130  
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (19-28:109-118) 
 
                           10        20        30        40         
AAD-12             SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|402 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKE 
       80        90       100       110       120       130         
 
       50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
                                        
gi|402 MAEKLLRAVESYLLAHTAEYN            
      140       150                     
 
>>gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum aest  (94 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.8  bits: 16.8 E():   94 
Smith-Waterman score: 41; 27.3% identity (48.5% similar) in 33 aa overlap (46-78:17-49) 
 
          20        30        40        50        60        70      
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
                                     :.:  .  . : :.    :  :  ::..   
gi|668               IAVAVSADECEGDRRAMIKECAKYQQWPANPKLDPSDACCAVWQKA 
                             10        20        30        40       
 
          80                                            
AAD-12 VVPAV                                            
        .:                                              
gi|668 NIPCLCAGVTKEKEKIYCMEKVAYVANFCKKPFPHGYKCGSYTFPPLA 
         50        60        70        80        90     
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 44; 40.0% identity (70.0% similar) in 20 aa overlap (58-77:27-45) 
 
        30        40        50        60        70        80        
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV        
                                     ::.  .: .:  :. :::..           
gi|165     MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|165 KITFGEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSIL 
          60        70        80        90       100       110      
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (19-28:110-119) 
 
                           10        20        30        40         
AAD-12             SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|167 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
       50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
                                        
gi|167 MAEKLLRAVESYLLAHTAEYN            
     140       150       160            
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>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (19-28:110-119) 
 
                           10        20        30        40         
AAD-12             SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
       50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
                                        
gi|154 MAEKLLRAVESYLLAHTAEYN            
     140       150       160            
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (19-28:110-119) 
 
                           10        20        30        40         
AAD-12             SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|154 FKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
       50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
                                        
gi|154 MAEKLLRAVESYLLAHTDEYN            
     140       150       160            
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (19-28:110-119) 
 
                           10        20        30        40         
AAD-12             SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|730 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
       50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
                                        
gi|730 MAEKLLRAVESYLLAHTAEYN            
     140       150       160            
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (19-28:110-119) 
 
                           10        20        30        40         
AAD-12             SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|167 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
       50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
                                        
gi|167 MAEKLLRAVESYLLAHTAEYN            
     140       150       160            
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (19-28:110-119) 
 
                           10        20        30        40         
AAD-12             SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
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gi|730 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
       50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
                                        
gi|730 MAEKLLRAVESYLLAHTAEYN            
     140       150       160            
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (19-28:110-119) 
 
                           10        20        30        40         
AAD-12             SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|167 FKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
       50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
                                        
gi|167 MAEKLLRAVESYLLAHTAEYN            
     140       150       160            
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 66.7  bits: 18.9 E():   95 
Smith-Waterman score: 49; 40.0% identity (65.0% similar) in 20 aa overlap (53-72:332-348) 
 
             30        40        50        60        70        80   
AAD-12 IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV   
                                     :  :.   .:: :. .::.:           
gi|113 ILSQGNRFLASDIKKEVVGRYGESAMSESINWNWR---SYMDVFENGAIFVPSGVDPVLT 
             310       320       330          340       350         
 
gi|113 PEQNAGMIPAEPGEAVLRLTSSAGVLSCQPGAPC 
      360       370       380       390   
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 66.5  bits: 14.5 E():   98 
Smith-Waterman score: 32; 25.0% identity (55.0% similar) in 20 aa overlap (26-45:1-20) 
 
               10        20        30        40        50        60 
AAD-12 SNDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                :..:   :..  .   .: :                
gi|409                          IAKVPPGGXITAEYGDKWLD                
                                        10        20                
 
               70        80 
AAD-12 TYMPVMAQGAVFSAEVVPAV 
 
>>gi|66845476|gb|EAL85811.1| allergen Asp F3 [Aspergillu  (168 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 66.4  bits: 17.6 E():   98 
Smith-Waterman score: 44; 27.3% identity (47.7% similar) in 44 aa overlap (2-45:90-127) 
 
                                            10        20        30  
AAD-12                              SNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     ::  .  :  .:  ... : ::. .:     
gi|668 VCSARHVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSA--WGKANQVTGDDILFLS---- 
      60        70        80        90         100       110        
 
              40        50        60        70        80       
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV       
       :  .:  .   : :                                          
gi|668 DPDARFSKSIGWADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
           120       130       140       150       160         
 
>>gi|2769700|gb|AAB95638.1| peroxisomal-like protein [As  (168 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 66.4  bits: 17.6 E():   98 
Smith-Waterman score: 44; 27.3% identity (47.7% similar) in 44 aa overlap (2-45:90-127) 
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                                            10        20        30  
AAD-12                              SNDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     ::  .  :  .:  ... : ::. .:     
gi|276 VCSARHVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSA--WGKANQVTGDDILFLS---- 
      60        70        80        90         100       110        
 
              40        50        60        70        80       
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV       
       :  .:  .   : :                                          
gi|276 DPDARFSKSIGWADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
           120       130       140       150       160         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:38 2011 done: Fri Jan 21 00:02:38 2011 
 Total Scan time:  0.070 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 54  - 133 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     3     2:* 
  32     5     8:==* 
  34    23    22:=======* 
  36    55    44:==============*==== 
  38    82    73:========================*=== 
  40    92   102:===============================  * 
  42   109   125:=====================================    * 
  44   142   138:=============================================*== 
  46   143   140:==============================================*= 
  48   153   134:============================================*====== 
  50   137   122:========================================*===== 
  52    87   108:=============================      * 
  54    77    92:==========================    * 
  56    65    77:======================   * 
  58    48    63:================    * 
  60    65    51:================*===== 
  62    31    41:===========  * 
  64    30    33:==========* 
  66    36    26:========*=== 
  68    13    20:===== * 
  70    21    16:=====*= 
  72    29    12:===*====== 
  74    11    10:===* 
  76     6     8:==* 
  78     8     6:=*= 
  80     5     5:=* 
  82     3     3:* 
  84     1     3:* 
  86     4     2:*= 
  88     2     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
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  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.67020.00365; mu= 3.5209 0.189 
 mean_var=50.333814.418, 0's: 2 Z-trim: 2  B-trim: 11 in 1/43 
 Lambda= 0.180777 
 Kolmogorov-Smirnov  statistic: 0.0229 (N=29) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   67 23.5    0.95 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   65 23.0     1.3 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   63 22.5     5.4 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   62 22.2     5.9 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   62 22.2     6.5 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   57 20.9     7.3 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   57 20.9     7.3 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   57 20.9     7.3 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   57 20.9     7.3 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   60 21.7     9.3 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   61 21.9      11 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   56 20.7      12 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   55 20.4      14 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   57 20.9      15 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   57 20.9      16 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   56 20.6      17 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   56 20.6      18 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   56 20.6      19 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   56 20.6      19 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   58 21.1      19 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   58 21.1      19 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   58 21.1      20 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   45 17.8      20 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   50 19.1      21 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   49 18.9      23 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   55 20.4      23 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   57 20.9      24 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   57 20.9      24 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   50 19.1      28 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   51 19.4      28 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   56 20.6      28 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 20.4      30 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 16.6      32 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 16.6      32 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   50 19.1      34 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   54 20.1      34 
gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pach ( 199)   51 19.3      35 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   52 19.6      37 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   52 19.6      39 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   52 19.6      39 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   48 18.6      39 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   48 18.6      39 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   48 18.6      39 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   48 18.6      39 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   49 18.8      40 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   53 19.8      42 
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gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   46 18.1      43 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   55 20.4      43 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   54 20.1      44 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 18.6      44 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 19.3      45 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 19.1      46 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   51 19.3      47 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   47 18.3      47 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   48 18.6      48 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   48 18.6      48 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   48 18.6      48 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   48 18.6      48 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 19.3      48 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   48 18.6      48 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   48 18.6      48 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   48 18.6      48 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   48 18.6      48 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   48 18.6      48 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   48 18.6      48 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   48 18.6      48 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   48 18.6      48 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   48 18.6      48 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   48 18.6      48 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   48 18.6      48 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   48 18.6      49 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 18.1      53 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   54 20.1      54 
gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=M ( 308)   51 19.3      55 
gi|34851174|gb|AAP15199.1| profilin-like protein [ ( 131)   46 18.1      56 
gi|149208403|gb|ABR21772.1| conglutin beta [Lupinu ( 455)   53 19.8      57 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 19.1      57 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 19.1      57 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   47 18.3      57 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   47 18.3      58 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   47 18.3      58 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   47 18.3      58 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   47 18.3      58 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   47 18.3      58 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   47 18.3      58 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   47 18.3      58 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   51 19.3      58 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   53 19.8      62 
gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full= (  85)   43 17.3      62 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 19.1      64 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 18.8      67 
gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full= ( 131)   45 17.8      67 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   52 19.6      68 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 18.1      68 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   44 17.5      68 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   44 17.5      68 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 18.1      69 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   46 18.1      69 
gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliens ( 205)   47 18.3      74 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   47 18.3      76 
gi|169950562|gb|ACB05815.1| conglutin beta [Lupinu ( 611)   53 19.8      76 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 15.2      78 
gi|2959898|emb|CAA73720.1| Profilin [Mercurialis a ( 133)   44 17.5      81 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   45 17.8      81 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   45 17.8      82 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 19.1      84 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   44 17.5      84 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   44 17.5      85 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   52 19.6      87 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   42 17.0      88 
gi|14423757|sp|O04701.1|MPAC1_CYNDA RecName: Full= ( 246)   47 18.3      88 
gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin pre ( 148)   44 17.5      90 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 19.1      90 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   52 19.6      91 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   48 18.5      93 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   49 18.8      94 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   49 18.8      94 
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gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   49 18.8      94 
gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea  ( 316)   48 18.5      95 
gi|14422361|emb|CAC41634.1| plantain pollen major  ( 131)   43 17.3      95 
gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 ( 131)   43 17.3      95 
gi|14422359|emb|CAC41633.1| plantain pollen major  ( 131)   43 17.3      95 
gi|14422363|emb|CAC41635.1| plantain pollen major  ( 131)   43 17.3      95 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   44 17.5      97 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   44 17.5      97 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   44 17.5      97 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   44 17.5      97 
gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum  (  94)   41 16.8      97 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   44 17.5      98 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 17.5      98 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   44 17.5      98 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   44 17.5      98 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   44 17.5      98 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   44 17.5      98 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   44 17.5      98 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   44 17.5      98 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 18.8      99 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  67  Z-score: 102.9  bits: 23.5 E(): 0.95 
Smith-Waterman score: 67; 40.0% identity (63.3% similar) in 30 aa overlap (30-59:30-56) 
 
               10        20        30        40        50        60 
AAD-12 NDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. : :   ::. :.. :  
gi|126 TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTK--KGNL-WEVKSA 
               10        20        30        40          50         
 
               70        80                     
AAD-12 YMPVMAQGAVFSAEVVPAVG                     
                                                
gi|126 KPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
        60        70        80        90        
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  65  Z-score: 100.2  bits: 23.0 E():  1.3 
Smith-Waterman score: 65; 35.5% identity (64.5% similar) in 31 aa overlap (30-60:30-57) 
 
               10        20        30        40        50        60 
AAD-12 NDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. . :   ::. :.. :. 
gi|144 VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKSS 
               10        20        30        40          50         
 
               70        80                    
AAD-12 YMPVMAQGAVFSAEVVPAVG                    
                                               
gi|144 KPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
        60        70        80        90       
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  44 init1:  44 opt:  63  Z-score: 89.3  bits: 22.5 E():  5.4 
Smith-Waterman score: 63; 26.7% identity (56.7% similar) in 60 aa overlap (2-61:207-260) 
 
                                            10        20        30  
AAD-12                              NDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|390 GSNPNYLALLVKFVAGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
        180       190       200       210       220            230  
 
              40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
        :::  . .      : .. . .:.::..:                    
gi|390 FTVRYTTEGGTKGEAKDVIPE-GWKADTAYESK                 
             240       250        260                    
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  44 init1:  44 opt:  62  Z-score: 88.6  bits: 22.2 E():  5.9 
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Smith-Waterman score: 62; 26.7% identity (55.0% similar) in 60 aa overlap (2-61:184-237) 
 
                                            10        20        30  
AAD-12                              NDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|458 GSNPNYLALLVKFVAGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
           160       170       180       190       200              
 
              40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
        :::  . .      : .. . .:.::. :                    
gi|458 FTVRYTTEGGTKGEAKDVIPE-GWKADTCYESK                 
      210       220        230       240                 
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  44 init1:  44 opt:  62  Z-score: 87.9  bits: 22.2 E():  6.5 
Smith-Waterman score: 62; 26.7% identity (56.7% similar) in 60 aa overlap (2-61:206-259) 
 
                                            10        20        30  
AAD-12                              NDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|158 KGSNPNYLALLVKFSGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
         180       190       200       210       220            230 
 
              40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
        :::  . .      : .. . .:.::..:                    
gi|158 FTVRYTTEGGTKARAKDVIPE-GWKADTAYESK                 
              240       250        260                   
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 87.0  bits: 20.9 E():  7.3 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (4-59:29-82) 
 
                                        10        20        30      
AAD-12                          NDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG                
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 87.0  bits: 20.9 E():  7.3 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (4-59:29-82) 
 
                                        10        20        30      
AAD-12                          NDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSGLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG                
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 87.0  bits: 20.9 E():  7.3 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (4-59:29-82) 
 
                                        10        20        30      
AAD-12                          NDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
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          40        50        60        70        80                
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG                
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 87.0  bits: 20.9 E():  7.3 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (4-59:29-82) 
 
                                        10        20        30      
AAD-12                          NDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|117 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG                
       .:.  ::  : :   :  .:  ::                                     
gi|117 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 85.1  bits: 21.7 E():  9.3 
Smith-Waterman score: 60; 23.3% identity (58.3% similar) in 60 aa overlap (2-61:207-260) 
 
                                            10        20        30  
AAD-12                              NDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   : .. .   .  
gi|126 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
              40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
        :..  . .:..:..       .:.::..:                    
gi|126 YTTEGGTKSEFEDVIP-----EGWKADTSYSAK                 
         240       250            260                    
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  49 init1:  49 opt:  61  Z-score: 83.6  bits: 21.9 E():   11 
Smith-Waterman score: 61; 22.4% identity (57.9% similar) in 76 aa overlap (7-80:103-177) 
 
                                       10         20        30      
AAD-12                         NDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|309 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
          40        50         60        70        80               
AAD-12 QHSPAEWDDMMKVIVGNMAWHAD-STYMPVMAQGAVFSAEVVPAVG               
       .: :: ::   : .. .. ...  ..     : ::. .:... :.:               
gi|309 DHPPASWDWRKKGVITQVKYQGGCGSGWAFSATGAIEAAHAI-ATGDLVSLSEQELVDCV 
            140       150       160       170        180       190  
 
gi|309 EESEGCYNGWHYQSFEWVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSD 
             200       210       220       230       240       250  
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 83.4  bits: 20.7 E():   12 
Smith-Waterman score: 56; 27.1% identity (58.3% similar) in 48 aa overlap (19-59:111-158) 
 
                           10        20           30            40  
AAD-12             NDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|400 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
              50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
        . ..... : .  :.:.                      
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gi|400 GETLLRAVEGYLLAHSDAYN                    
              150       160                    
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 82.1  bits: 20.4 E():   14 
Smith-Waterman score: 55; 32.4% identity (58.8% similar) in 34 aa overlap (38-65:114-147) 
 
        10        20        30        40        50              60  
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV----GNMAWHA--DSTY 
                                     :::. :.. : .:    :   : .  .:.. 
gi|250 EVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSW 
            90       100       110       120       130       140    
 
              70        80 
AAD-12 MPVMAQGAVFSAEVVPAVG 
        ::.                
gi|250 APVLDFVFSTLKNEL     
           150             
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  44 init1:  44 opt:  57  Z-score: 81.6  bits: 20.9 E():   15 
Smith-Waterman score: 57; 23.3% identity (58.3% similar) in 60 aa overlap (2-61:184-237) 
 
                                            10        20        30  
AAD-12                              NDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: :.   :     .. .  
gi|331 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIALKESWGAIWRVDTPD-----KLTGP 
           160       170       180       190       200              
 
              40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
        :::  . .   . .. .. . .:.::..:                    
gi|331 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYEAK                 
      210       220        230       240                 
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  44 init1:  44 opt:  57  Z-score: 80.8  bits: 20.9 E():   16 
Smith-Waterman score: 57; 23.3% identity (58.3% similar) in 60 aa overlap (2-61:208-261) 
 
                                            10        20        30  
AAD-12                              NDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: :.   :     .. .  
gi|180 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIALKESWGAIWRVDTPD-----KLTGP 
       180       190       200       210       220            230   
 
              40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
        :::  . .   . .. .. . .:.::..:                    
gi|180 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYEAK                 
            240       250        260                     
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 80.1  bits: 20.6 E():   17 
Smith-Waterman score: 56; 25.0% identity (56.7% similar) in 60 aa overlap (2-61:185-238) 
 
                                            10        20        30  
AAD-12                              NDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|283 GSNPNYLALLVKYVNGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
          160       170       180       190       200        210    
 
              40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
        :..  . .: .:..       .:.::..:                    
gi|283 YTTEGGTKTEAEDVIP-----EGWKADTSYESK                 
           220            230       240                  
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 79.8  bits: 20.6 E():   18 
Smith-Waterman score: 56; 23.3% identity (56.7% similar) in 60 aa overlap (2-61:196-249) 
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                                            10        20        30  
AAD-12                              NDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   :     .. .  
gi|168 GSNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPD-----KLTGP 
         170       180       190       200       210            220 
 
              40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
        :::  . .   . .. .. . .:.::..:                    
gi|168 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYSAK                 
              230       240        250                   
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 79.4  bits: 20.6 E():   19 
Smith-Waterman score: 56; 23.3% identity (56.7% similar) in 60 aa overlap (2-61:207-260) 
 
                                            10        20        30  
AAD-12                              NDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   :     .. .  
gi|752 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPD-----KLTGP 
        180       190       200       210       220            230  
 
              40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
        :::  . .   . .. .. . .:.::..:                    
gi|752 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYSAK                 
             240       250        260                    
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 79.4  bits: 20.6 E():   19 
Smith-Waterman score: 56; 25.0% identity (56.7% similar) in 60 aa overlap (2-61:207-260) 
 
                                            10        20        30  
AAD-12                              NDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|117 GSNPNYLALLVKYVNGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
              40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
        :..  . .: .:..       .:.::..:                    
gi|117 YTTEGGTKTEAEDVIP-----EGWKADTSYESK                 
         240       250            260                    
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 79.3  bits: 21.1 E():   19 
Smith-Waterman score: 58; 22.4% identity (55.3% similar) in 76 aa overlap (7-80:103-177) 
 
                                       10         20        30      
AAD-12                         NDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|119 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
          40        50        60         70        80               
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTY-MPVMAQGAVFSAEVVPAVG               
       .: :: ::   : .. .. ...         : ::. .:... :.:               
gi|119 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAI-ATGDLVSLSEQELVDCV 
            140       150       160       170        180       190  
 
gi|119 EESEGSYNGWQYQSFEWVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSD 
             200       210       220       230       240       250  
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 79.3  bits: 21.1 E():   19 
Smith-Waterman score: 58; 22.4% identity (55.3% similar) in 76 aa overlap (7-80:103-177) 
 
                                       10         20        30      
AAD-12                         NDQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|129 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
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             80        90       100       110       120       130   
 
          40        50        60         70        80               
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTY-MPVMAQGAVFSAEVVPAVG               
       .: :: ::   : .. .. ...         : ::. .:... :.:               
gi|129 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAI-ATGDLVSLSEQELVDCV 
            140       150       160       170        180       190  
 
gi|129 EESEGSYNGWQYQSFEWVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSD 
             200       210       220       230       240       250  
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 79.2  bits: 21.1 E():   20 
Smith-Waterman score: 58; 25.0% identity (58.3% similar) in 48 aa overlap (26-73:262-309) 
 
                    10        20        30        40        50      
AAD-12      NDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|169 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
          60        70        80                                    
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVG                                    
       .: :.::  .  ..::.:                                           
gi|169 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 79.2  bits: 17.8 E():   20 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (3-26:17-38) 
 
                             10        20        30        40       
AAD-12               NDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                       ::.  : .. :. :. ::: .. :                     
gi|217 LVSVEHQAARLKVAKAQQL--AAQLPAMCRLEGGDALSASQ                    
               10          20        30                             
 
         50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 78.8  bits: 19.1 E():   21 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (18-33:29-43) 
 
                          10        20        30        40          
AAD-12            NDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI 
                                   : :::::. ..:  :.                 
gi|105 CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIWRK 
               10        20        30         40        50          
 
      50        60        70        80          
AAD-12 VGNMAWHADSTYMPVMAQGAVFSAEVVPAVG          
                                                
gi|105 DSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
      60        70        80        90          
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 78.1  bits: 18.9 E():   23 
Smith-Waterman score: 49; 32.3% identity (58.1% similar) in 31 aa overlap (33-61:35-64) 
 
             10        20        30        40          50        60 
AAD-12 QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE--WDDMMKVIVGNMAWHADST 
                                     : . ..::.  :: .  : .   .: ::.  
gi|323 QTCAGNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKP 
           10        20        30        40         50        60    
 
               70        80         
AAD-12 YMPVMAQGAVFSAEVVPAVG         
       :                            
gi|323 YSWRYGWTAFCGPAGPRCLRTNAAVTVR 
            70        80        90  
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>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  44 init1:  44 opt:  55  Z-score: 77.8  bits: 20.4 E():   23 
Smith-Waterman score: 55; 25.9% identity (56.9% similar) in 58 aa overlap (2-59:213-264) 
 
                                            10        20        30  
AAD-12                              NDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|249 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
            190       200       210       220       230        240  
 
              40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
        :..  . ::..:..       .:.::.                      
gi|249 YTTEGGTKAEFEDVIP-----EGWKADTHDASK                 
             250            260                          
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 77.8  bits: 20.9 E():   24 
Smith-Waterman score: 57; 25.0% identity (58.3% similar) in 48 aa overlap (26-73:262-309) 
 
                    10        20        30        40        50      
AAD-12      NDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
          60        70        80                                    
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVG                                    
       .: :.::  .  ..::.:                                           
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 77.8  bits: 20.9 E():   24 
Smith-Waterman score: 57; 25.0% identity (58.3% similar) in 48 aa overlap (26-73:262-309) 
 
                    10        20        30        40        50      
AAD-12      NDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
          60        70        80                                    
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVG                                    
       .: :.::  .  ..::.:                                           
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.4  bits: 19.1 E():   28 
Smith-Waterman score: 50; 28.1% identity (59.4% similar) in 32 aa overlap (48-79:11-42) 
 
        20        30        40        50        60        70        
AAD-12 GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                                     ::.. .:: ...   :. : :    ..::  
gi|249                     MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQ 
                                   10        20        30        40 
 
        80                                                          
AAD-12 AVG                                                          
        .                                                           
gi|249 DIMPCLHFVKGEEKEPSKECCSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVA 
               50        60        70        80        90       100 
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 76.4  bits: 19.4 E():   28 
Smith-Waterman score: 51; 27.1% identity (62.5% similar) in 48 aa overlap (19-59:110-157) 
 
                           10        20           30         40     
AAD-12             NDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
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                                     ::.:. :::   .:.:  .. .:  :   . 
gi|437 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
      80        90       100       110       120       130          
 
              50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
        . ..:.. . .  :.:.                      
gi|437 GETLLKAVESYLLAHSDAYN                    
     140       150                             
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 76.4  bits: 20.6 E():   28 
Smith-Waterman score: 56; 25.0% identity (58.3% similar) in 48 aa overlap (26-73:262-309) 
 
                    10        20        30        40        50      
AAD-12      NDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|158 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQLT 
             240       250       260       270       280       290  
 
          60        70        80                                    
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVG                                    
       .: :.::  .  ..::.:                                           
gi|158 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 76.0  bits: 20.4 E():   30 
Smith-Waterman score: 55; 30.6% identity (58.3% similar) in 36 aa overlap (40-75:155-190) 
 
      10        20        30        40        50        60          
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :   . ..::.:..  :: .     .  :: 
gi|249 QLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA 
          130       140       150       160       170       180     
 
      70        80                                                  
AAD-12 VFSAEVVPAVG                                                  
       . .:::                                                       
gi|249 IPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTL 
          190       200       210       220       230       240     
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 75.4  bits: 16.6 E():   32 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (55-61:19-25) 
 
           30        40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
                                     :.::..:                    
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE                   
                           10        20                         
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 75.4  bits: 16.6 E():   32 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (55-61:19-25) 
 
           30        40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
                                     :.::..:                    
gi|320             YTTEGGTKAEAEDVIPEGWKADTSYE                   
                           10        20                         
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 75.0  bits: 19.1 E():   34 
Smith-Waterman score: 50; 25.0% identity (60.4% similar) in 48 aa overlap (19-59:111-158) 
 
                           10        20           30            40  
AAD-12             NDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVRQH----SPAE 
                                     ::.:. :::   .:.:  :...    :    
gi|241 KYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKEEQIKASKEM 
               90       100       110       120       130       140 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 1625



 

 

 
              50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
        . ..... . .  :.:.                      
gi|241 GETLLRAVESYLLAHSDAYN                    
              150       160                    
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 74.9  bits: 20.1 E():   34 
Smith-Waterman score: 54; 25.6% identity (48.7% similar) in 39 aa overlap (4-42:191-229) 
 
                                          10        20        30    
AAD-12                            NDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ::..   .:   :  : :..   .. :    
gi|320 KEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDP 
              170       180       190       200       210       220 
 
            40        50        60        70        80              
AAD-12 VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG              
       : . . : :                                                    
gi|320 VISFKTALWFWMTPQSPKPSCHNVITGRWTPSAADRAAGRLPGYGVITNIINGGIECGKG 
              230       240       250       260       270       280 
 
>>gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pachycon  (199 aa) 
 initn:  40 init1:  40 opt:  51  Z-score: 74.6  bits: 19.3 E():   35 
Smith-Waterman score: 51; 25.0% identity (53.3% similar) in 60 aa overlap (14-71:97-148) 
 
                                10        20        30        40    
AAD-12                  NDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD 
                                     .::   :. .:.:.  : :      : . . 
gi|169 MPDLTWDNELAAIAQRWVNQCKIGHDGCRNVERYQVGQNIAMSGSTAKG------PCNMN 
         70        80        90       100       110             120 
 
            50          60        70        80                      
AAD-12 DMMKVIVG--NMAWHADSTYMPVMAQGAVFSAEVVPAVG                      
       ..... ..  :    :: . ::  ..:  :                               
gi|169 NLVQMWINEVNALNAADVSSMP--SDGNYFMKIGHYTQLVWGKTTKVGCGIIQFLDGKFY 
              130       140         150       160       170         
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 74.3  bits: 19.6 E():   37 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (2-61:192-245) 
 
                                            10        20        30  
AAD-12                              NDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|116 GSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
             170       180       190       200       210        220 
 
              40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
        :..  . .: .:..       .:.::..:                    
gi|116 YTTEGGTKGEAEDVIP-----EGWKADTAYEAK                 
              230            240                         
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 73.8  bits: 19.6 E():   39 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (2-61:207-260) 
 
                                            10        20        30  
AAD-12                              NDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|386 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
              40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
        :..  . .: .:..       .:.::..:                    
gi|386 YTTEGGTKVEAEDVIP-----EGWKADTAYESK                 
         240       250            260                    
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>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 73.7  bits: 19.6 E():   39 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (2-61:209-262) 
 
                                            10        20        30  
AAD-12                              NDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|117 GSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
      180       190       200       210       220       230         
 
              40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
        :..  . .: .:..       .:.::..:                    
gi|117 YTTEGGTKGEAEDVIP-----EGWKADTAYEAK                 
       240       250            260                      
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 73.7  bits: 18.6 E():   39 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (17-68:15-79) 
 
               10        20        30               40          50  
AAD-12 NDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VG 
                       : :  ..: . .  ::.:  ::       : :   .:: .   : 
gi|604   MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPG 
                 10        20        30        40        50         
 
                 60         70        80                            
AAD-12 NMA---WHADST-YMPVMAQGAVFSAEVVPAVG                            
       ..:    :  .: :: ....:                                        
gi|604 SLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETLTPGQCNMI 
       60        70        80        90       100       110         
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 73.7  bits: 18.6 E():   39 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (17-68:15-79) 
 
               10        20        30               40          50  
AAD-12 NDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VG 
                       : :  ..: . .  ::.:  ::       : :   .:: .   : 
gi|288   MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPG 
                 10        20        30        40        50         
 
                 60         70        80                            
AAD-12 NMA---WHADST-YMPVMAQGAVFSAEVVPAVG                            
       ..:    :  .: :: ....:                                        
gi|288 SLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPLTPGQCNMI 
       60        70        80        90       100       110         
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 73.7  bits: 18.6 E():   39 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (17-68:15-79) 
 
               10        20        30               40          50  
AAD-12 NDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VG 
                       : :  ..: . .  ::.:  ::       : :   .:: .   : 
gi|218   MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPG 
                 10        20        30        40        50         
 
                 60         70        80                            
AAD-12 NMA---WHADST-YMPVMAQGAVFSAEVVPAVG                            
       ..:    :  .: :: ....:                                        
gi|218 SLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETLTPGQCNMI 
       60        70        80        90       100       110         
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 73.7  bits: 18.6 E():   39 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (17-68:15-79) 
 
               10        20        30               40          50  
AAD-12 NDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VG 
                       : :  ..: . .  ::.:  ::       : :   .:: .   : 
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gi|144   MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPG 
                 10        20        30        40        50         
 
                 60         70        80                            
AAD-12 NMA---WHADST-YMPVMAQGAVFSAEVVPAVG                            
       ..:    :  .: :: ....:                                        
gi|144 SLAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPLTPGQCNMI 
       60        70        80        90       100       110         
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 73.5  bits: 18.8 E():   40 
Smith-Waterman score: 49; 39.3% identity (67.9% similar) in 28 aa overlap (53-80:23-49) 
 
             30        40        50        60        70        80   
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG   
                                     .. .:: : .: .:  .: :::.: . :   
gi|444         MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGV 
                       10        20         30        40        50  
 
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 73.1  bits: 19.8 E():   42 
Smith-Waterman score: 53; 22.9% identity (58.3% similar) in 48 aa overlap (23-68:223-270) 
 
                       10        20        30         40         50 
AAD-12         NDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKV-IV 
                                     : . ..  ::   ..:.  :..  ..  :. 
gi|729 EGVLSRKVPSHLTLETPRVKMNMKYDRYAPVKVFKLDYDGIHFEKHTDIEYEPGVRYKII 
            200       210       220       230       240       250   
 
               60        70        80                               
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVG                               
       ::   . :. .. . .::                                           
gi|729 GNGKLKDDGRHYSIDVQGIPRKAFNLDADLMDFKLKVSKPEDSNKAQFSYTFNEYTETEE 
            260       270       280       290       300       310   
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 73.0  bits: 18.1 E():   43 
Smith-Waterman score: 46; 26.9% identity (53.8% similar) in 52 aa overlap (29-78:8-56) 
 
               10        20        30        40        50        60 
AAD-12 NDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                   :: :.    .:.  ::..   .::. .  ..  
gi|166                      ATPTPTPKAAGSWCVPKPGVSDDQL---TGNINYACSQG 
                                    10        20           30       
 
                 70        80                                       
AAD-12 Y--MPVMAQGAVFSAEVVPAVG                                       
           :..  :: :  ..: :                                         
gi|166 IDCGPIQPGGACFEPNTVKAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNF 
         40        50        60        70        80        90       
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  44 init1:  44 opt:  55  Z-score: 73.0  bits: 20.4 E():   43 
Smith-Waterman score: 55; 24.2% identity (56.5% similar) in 62 aa overlap (19-79:438-492) 
 
                           10        20        30         40        
AAD-12             NDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP-AEWDDMMK 
                                     ::  .  ... :::  . :.  .  .: .  
gi|796 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHNAETTVEDRIG 
       410       420       430       440       450       460        
 
        50        60        70        80  
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG  
       .:. .    :....   .  ::..: :.  ::   
gi|796 IIIDS----AEKAFHKEL--GAIYS-EIKDAVSV 
       470           480          490     
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
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 initn:  39 init1:  39 opt:  54  Z-score: 72.9  bits: 20.1 E():   44 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (29-44:89-105) 
 
                 10        20        30         40        50        
AAD-12   NDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .              
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       60        70        80        90       100       110         
 
        60        70        80                                      
AAD-12 DSTYMPVMAQGAVFSAEVVPAVG                                      
                                                                    
gi|114 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      120       130       140       150       160       170         
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 72.9  bits: 18.6 E():   44 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (26-42:2-19) 
 
               10        20        30         40        50          
AAD-12 NDQQITFAKRFGAIERIGGGDIVAISNVKAD-GTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                ..: .: :.. ..::.::                  
gi|250                         PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPFPRCRA 
                                       10        20        30       
 
      60        70        80                                        
AAD-12 TYMPVMAQGAVFSAEVVPAVG                                        
                                                                    
gi|250 LVKSQCAGGQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAE 
         40        50        60        70        80        90       
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 72.7  bits: 19.3 E():   45 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (18-33:181-195) 
 
                            10        20        30        40        
AAD-12              NDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
        50        60        70        80           
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG           
                                                   
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 72.6  bits: 19.1 E():   46 
Smith-Waterman score: 50; 40.0% identity (72.0% similar) in 25 aa overlap (22-46:9-29) 
 
               10        20        30        40        50        60 
AAD-12 NDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                            :::.....: .    :.:: .:: :               
gi|144              MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMVDQIVKSLTT 
                            10            20        30        40    
 
               70        80                                         
AAD-12 YMPVMAQGAVFSAEVVPAVG                                         
                                                                    
gi|144 KKELDPFKIEQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKIDTDGGAFAAT 
            50        60        70        80        90       100    
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 72.4  bits: 19.3 E():   47 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (18-48:192-222) 
 
                            10        20        30        40        
AAD-12              NDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : : ..  
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
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             170       180       190        200       210       220 
 
         50        60        70        80          
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG          
       .:                                          
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 72.4  bits: 18.3 E():   47 
Smith-Waterman score: 47; 28.6% identity (68.6% similar) in 35 aa overlap (4-37:93-127) 
 
                                           10        20        30   
AAD-12                            NDQQITFA-KRFGAIERIGGGDIVAISNVKADG 
                                     :  :. :.   :....: :.:. ..: .   
gi|121 FKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVT 
             70        80        90       100       110       120   
 
             40        50        60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
       .::..                                            
gi|121 SVRSYKRI                                         
            130                                         
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (19-59:110-157) 
 
                           10        20           30            40  
AAD-12             NDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|115 KYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
              50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
        . ..... . .  :.:.                      
gi|115 GETLLRAVESYLLAHSDAYN                    
     140       150                             
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (19-59:110-157) 
 
                           10        20           30            40  
AAD-12             NDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|384 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
              50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
        . ..... . .  :.:.                      
gi|384 GETLLRAVESYLLAHSDAYN                    
     140       150                             
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (19-59:110-157) 
 
                           10        20           30            40  
AAD-12             NDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|437 KYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
              50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
        . ..... . .  :.:.                      
gi|437 GETLLRAVESYLLAHSDAYN                    
     140       150                             
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>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (62.5% similar) in 48 aa overlap (19-59:110-157) 
 
                           10        20           30         40     
AAD-12             NDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|437 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
      80        90       100       110       120       130          
 
              50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
        . ..... . .  :.:.                      
gi|437 GETLLRAVESYLLAHSDAYN                    
     140       150                             
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 72.2  bits: 19.3 E():   48 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (18-33:199-213) 
 
                            10        20        30        40        
AAD-12              NDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
        50        60        70        80           
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG           
                                                   
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (19-59:111-158) 
 
                           10        20           30            40  
AAD-12             NDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|400 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
              50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
        . ..... . .  :.:.                      
gi|400 GETLLRAVESYLLAHSDAYN                    
              150       160                    
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (19-59:111-158) 
 
                           10        20           30            40  
AAD-12             NDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
              50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
        . ..... . .  :.:.                      
gi|154 RETLLRAVESYLLAHSDAYN                    
              150       160                    
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (19-59:111-158) 
 
                           10        20           30            40  
AAD-12             NDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
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                                     ::.:. :::   .:.:  :.    . :    
gi|132 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
              50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
        . ..... . .  :.:.                      
gi|132 GETLLRAVESYLLAHSDAYN                    
              150       160                    
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (19-59:111-158) 
 
                           10        20           30            40  
AAD-12             NDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|256 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
              50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
        . ..... . .  :.:.                      
gi|256 GETLLRAVESYLLAHSDAYN                    
              150       160                    
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (19-59:111-158) 
 
                           10        20           30            40  
AAD-12             NDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|256 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
              50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
        . ..... . .  :.:.                      
gi|256 GETLLRAVESYLLAHSDAYN                    
              150       160                    
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (19-59:111-158) 
 
                           10        20           30            40  
AAD-12             NDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|114 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
              50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
        . ..... . .  :.:.                      
gi|114 GETLLRAVESYLLAHSDAYN                    
              150       160                    
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (19-59:111-158) 
 
                           10        20           30            40  
AAD-12             NDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
              50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
        . ..... . .  :.:.                      
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gi|154 GETLLRAVESYLLAHSDAYN                    
              150       160                    
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (62.5% similar) in 48 aa overlap (19-59:111-158) 
 
                           10        20           30         40     
AAD-12             NDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|400 KYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
              50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
        . ..... . .  :.:.                      
gi|400 GETLLRAVESYLLAHSDAYN                    
              150       160                    
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 48; 37.5% identity (66.7% similar) in 24 aa overlap (57-80:27-49) 
 
         30        40        50        60        70        80       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG       
                                     ::.  .: .:  :. :::.. . :       
gi|165     MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|165 KITFGEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSIL 
          60        70        80        90       100       110      
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (19-59:111-158) 
 
                           10        20           30            40  
AAD-12             NDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
              50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
        . ..... . .  :.:.                      
gi|154 GETLLRAVESYLLAHSDAYN                    
              150       160                    
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (19-59:111-158) 
 
                           10        20           30            40  
AAD-12             NDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|154 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
               90       100       110       120       130       140 
 
              50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
        . ..... . .  :.:.                      
gi|154 GETLLRAVESYLLAHSDAYN                    
              150       160                    
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 72.0  bits: 18.6 E():   49 
Smith-Waterman score: 48; 29.8% identity (47.4% similar) in 57 aa overlap (28-70:38-90) 
 
                  10        20        30           40        50     
AAD-12    NDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ---HSPAEWDDMMKVIVGNMA 
                                     :.: . .:.    .:  ::.. ::    .: 
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gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKVA---QA 
        10        20        30        40        50        60        
 
                      60        70        80                        
AAD-12 W-----------HADSTYMPVMAQGAVFSAEVVPAVG                        
       :           :.:      :::::.                                  
gi|148 WAETRTPDCSLIHSDRCG-ENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQI 
           70        80         90       100       110       120    
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.4  bits: 18.1 E():   53 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (63-78:66-81) 
 
             40        50        60        70        80             
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG             
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS 
         100       110       120    
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 71.3  bits: 20.1 E():   54 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (29-44:119-135) 
 
                 10        20        30         40        50        
AAD-12   NDQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .              
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       90       100       110       120       130       140         
 
        60        70        80                                      
AAD-12 DSTYMPVMAQGAVFSAEVVPAVG                                      
                                                                    
gi|476 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      150       160       170       180       190       200         
 
>>gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=Major  (308 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 71.1  bits: 19.3 E():   55 
Smith-Waterman score: 51; 31.5% identity (53.7% similar) in 54 aa overlap (8-57:104-154) 
 
                                      10        20        30        
AAD-12                        NDQQITFAKRFGAIERIGGGDIVAISNVKAD--GTVR 
                                     ::  : : ..  .  :: . ..:   : :: 
gi|249 PLPTPLRRTSSRSSRPPSPSPPRASSPTSAAKAPGLIPKLDTAYDVAYKAAEAHPRGQVR 
            80        90       100       110       120       130    
 
            40        50        60        70        80              
AAD-12 Q--HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG              
       .  : : .    ..::.: .  ::                                     
gi|249 RLRHCPHR---SLRVIAGALEVHAVKPATEEVLAAKIPTGELQIVDKIDAAFKIAATAAN 
           140          150       160       170       180       190 
 
>>gi|34851174|gb|AAP15199.1| profilin-like protein [Humu  (131 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 70.9  bits: 18.1 E():   56 
Smith-Waterman score: 46; 30.9% identity (50.0% similar) in 68 aa overlap (17-70:15-82) 
 
               10        20        30               40        50    
AAD-12 NDQQITFAKRFGAIERIGGGDIVAISNVKADGTVR-------QHSPAEWDDMMKVIV--G 
                       : :  ..: . .  ::.:        : .: :   .:: .   : 
gi|348   MSWQAYVDDHLMCEIDGQHLTAAAIIGHDGSVWAQSSTFPQFKPEEIAAIMKDFEEPG 
                 10        20        30        40        50         
 
                 60          70        80                           
AAD-12 NMA---WHADST-YMPVMA-QGAVFSAEVVPAVG                           
       ..:    :  .  :: .:. ::::                                     
gi|348 SLAPTGLHLGGIKYMVIMGEQGAVIRGKKGAGGITVKKTGAAMIIGIYDEPLTPGQCNMI 
       60        70        80        90       100       110         
 
>>gi|149208403|gb|ABR21772.1| conglutin beta [Lupinus an  (455 aa) 
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 initn:  53 init1:  53 opt:  53  Z-score: 70.8  bits: 19.8 E():   57 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (1-21:330-350) 
 
                                             10        20        30 
AAD-12                               NDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|149 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
               40        50        60        70        80           
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG           
                                                                    
gi|149 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 70.8  bits: 19.1 E():   57 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (18-33:198-212) 
 
                            10        20        30        40        
AAD-12              NDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
        50        60        70        80           
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG           
                                                   
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
        230       240       250       260          
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 70.8  bits: 19.1 E():   57 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (18-33:198-212) 
 
                            10        20        30        40        
AAD-12              NDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
        50        60        70        80           
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG           
                                                   
gi|115 RKDSDKPIKGPITVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
        230       240       250       260          
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 47; 25.0% identity (58.3% similar) in 48 aa overlap (19-59:110-157) 
 
                           10        20           30            40  
AAD-12             NDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|159 KYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEL 
      80        90       100       110       120       130          
 
              50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
        . ..... . .  :.:.                      
gi|159 GETLLRAVESYLLAHSDAYN                    
     140       150                             
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (19-59:111-158) 
 
                           10        20           30         40     
AAD-12             NDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|400 KYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNKYHTKGDHEMKAEHMKAIKEK 
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               90       100       110       120       130       140 
 
              50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
        . ..... . .  :.:.                      
gi|400 GEALLRAVESYLLAHSDAYN                    
              150       160                    
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (19-59:111-158) 
 
                           10        20           30         40     
AAD-12             NDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
              50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
        . ..... . .  :.:.                      
gi|132 AEALLRAVESYLLAHSDAYN                    
              150       160                    
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (18-58:110-157) 
 
                            10        20           30           40  
AAD-12              NDQQITFAKRFGAIERIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
               50        60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
         . ..... . .  :.:                       
gi|154 MAEKLLRAVESYLLAHTDEYN                    
     140       150       160                    
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (18-58:110-157) 
 
                            10        20           30           40  
AAD-12              NDQQITFAKRFGAIERIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
               50        60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
         . ..... . .  :.:                       
gi|154 MAEKLLRAVESYLLAHTDEYN                    
     140       150       160                    
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (19-59:111-158) 
 
                           10        20           30         40     
AAD-12             NDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
              50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
        . ..... . .  :.:.                      
gi|116 GEALLRAVESYLLAHSDAYN                    
              150       160                    
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>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (19-59:111-158) 
 
                           10        20           30         40     
AAD-12             NDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
              50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
        . ..... . .  :.:.                      
gi|132 GEALLRAVESYLLAHSDAYN                    
              150       160                    
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (19-59:111-158) 
 
                           10        20           30         40     
AAD-12             NDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
              50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
        . ..... . .  :.:.                      
gi|132 GEALLRAVESYLLAHSDAYN                    
              150       160                    
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 70.6  bits: 19.3 E():   58 
Smith-Waterman score: 51; 20.6% identity (60.3% similar) in 68 aa overlap (15-80:265-325) 
 
                               10        20        30        40     
AAD-12                 NDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD 
                                     :..: :..:     ...: .. ..::. .  
gi|170 HSVVHSIIMQQQQQQQQQQGIDIFLPLSQHEQVGQGSLV-----QGQGIIQPQQPAQLEA 
          240       250       260       270            280          
 
           50        60          70        80   
AAD-12 MMKVIVGNMAWHADSTYMP--VMAQGAVFSAEVVPAVG   
       . .... ..    . .:.:     . : : : .: ..:   
gi|170 IRSLVLQTLPSMCN-VYVPPECSIMRAPF-ASIVAGIGGQ 
     290       300        310        320        
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 70.2  bits: 19.8 E():   62 
Smith-Waterman score: 53; 26.2% identity (57.4% similar) in 61 aa overlap (19-79:438-492) 
 
                           10        20        30        40         
AAD-12             NDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV 
                                     ::  .  ... :::  . :. ::    ..  
gi|142 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHN-AE--TTVED 
       410       420       430       440       450          460     
 
       50        60        70        80  
AAD-12 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG  
        .:..   :....   .  ::..: :.  ::   
gi|142 RIGGIIDSAEKAFHKEL--GAIYS-EIKDAVSA 
          470       480          490     
 
>>gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full=Polc  (85 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 70.1  bits: 17.3 E():   62 
Smith-Waterman score: 43; 36.6% identity (46.3% similar) in 41 aa overlap (9-49:17-54) 
 
                       10        20        30        40        50   
AAD-12         NDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
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                       ::: :    : : : :    .:  :. . .: :   ::  :    
gi|144 MADDHPQDKAERERIFKRFDAN---GDGKISAAELGEALKTLGSITPDEVKHMMAEIDTD 
               10        20           30        40        50        
 
             60        70        80 
AAD-12 MAWHADSTYMPVMAQGAVFSAEVVPAVG 
                                    
gi|144 GDGFISFQEFTDFGRANRGLLKDVAKIF 
        60        70        80      
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 69.9  bits: 19.1 E():   64 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (55-72:66-83) 
 
           30        40        50        60        70        80     
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG     
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 69.6  bits: 18.8 E():   67 
Smith-Waterman score: 54; 21.7% identity (56.7% similar) in 60 aa overlap (2-61:207-260) 
 
                                            10        20        30  
AAD-12                              NDQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :.   . . .::. ::   : .. .   .  
gi|168 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWTELKESWGAVWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
              40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
        :..  . .:..:..       .:.::..:                    
gi|168 YTTEGGTKSEFEDVIP-----EGWKADTSYSAK                 
         240       250            260                    
 
>>gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.5  bits: 17.8 E():   67 
Smith-Waterman score: 45; 27.1% identity (52.1% similar) in 48 aa overlap (17-63:15-62) 
 
               10        20        30        40        50           
AAD-12 NDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA-WHADS 
                       : :. . : . .  ::.:  .:    .   . :.: :. .:  . 
gi|144   MSWQAYVDDHLMCEIEGNHLSAAAIIGQDGSVWAQSANFPQFKSEEITGIMSDFHEPG 
                 10        20        30        40        50         
 
      60        70        80                                        
AAD-12 TYMPVMAQGAVFSAEVVPAVG                                        
       :  :                                                         
gi|144 TLAPTGLYIGGTKYMVIQGEPGAVIRGKKGPGGVTVKKTNQALIIGIYDEPMTPGQCNMI 
       60        70        80        90       100       110         
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 69.4  bits: 19.6 E():   68 
Smith-Waterman score: 52; 43.5% identity (60.9% similar) in 23 aa overlap (3-25:116-138) 
 
                                           10        20        30   
AAD-12                             NDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     :.  :  :   :.:.  :::.::        
gi|259 YVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIAIPAGVAHW 
          90       100       110       120       130       140      
 
             40        50        60        70        80             
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG             
                                                                    
gi|259 CYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGRNLFSGFDT 
         150       160       170       180       190       200      
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>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (18-27:109-118) 
 
                            10        20        30        40        
AAD-12              NDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
                                         
gi|534 KAEALFRAVESYLLAHSDAYN             
      140       150                      
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.3  bits: 17.5 E():   68 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (3-21:35-53) 
 
                                           10        20        30   
AAD-12                             NDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
             40        50        60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
                                                        
gi|730 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.3  bits: 17.5 E():   68 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (3-21:35-53) 
 
                                           10        20        30   
AAD-12                             NDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
             40        50        60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
                                                        
gi|191 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           70        80        90       100       110   
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.3  bits: 18.1 E():   69 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (18-27:110-119) 
 
                            10        20        30        40        
AAD-12              NDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
                                         
gi|534 KAEALFRAVESYLLAHSDAYN             
     140       150       160             
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 69.3  bits: 18.1 E():   69 
Smith-Waterman score: 46; 35.7% identity (67.9% similar) in 28 aa overlap (53-80:23-49) 
 
             30        40        50        60        70        80   
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG   
                                     .. .:: : .: .:  .: .::.: . :   
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gi|444         MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGV 
                       10        20         30        40        50  
 
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliensis]   (205 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 68.7  bits: 18.3 E():   74 
Smith-Waterman score: 47; 21.1% identity (47.4% similar) in 76 aa overlap (13-80:49-124) 
 
                                 10        20         30        40  
AAD-12                   NDQQITFAKRFGAIERIGGGDIVAI-SNVKADGTVRQHSPAE 
                                     :::.  .. .: . : .: .:  . .     
gi|577 ISGEIMQLHHQKHHQTYITNYNKALEQLNDAIEKGDSAAVVKLQSAIKFNGGGHVNHSIF 
       20        30        40        50        60        70         
 
              50               60        70        80               
AAD-12 WDDMMKVIVG-------NMAWHADSTYMPVMAQGAVFSAEVVPAVG               
       : ..  :  :       ...:  :. .  .     ...:: :   :               
gi|577 WKNLAPVREGGGELPHGSLGWAIDADFGSLEKLIQLMNAEGVALQGSGWVWLALDKELKK 
       80        90       100       110       120       130         
 
gi|577 LVVETTANQDPLVTKGPTLVPLLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVY 
      140       150       160       170       180       190         
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 47; 23.1% identity (51.3% similar) in 39 aa overlap (25-59:147-185) 
 
                     10        20        30            40        50 
AAD-12       NDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH----SPAEWDDMMKVIV 
                                     ::.  .::.. .:    .   :    :.   
gi|613 ATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMHVGHYTQIVWAKTKKIGC 
        120       130       140       150       160       170       
 
               60        70        80      
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVG      
       : . .. :.                           
gi|613 GRIMFKEDNWNKHYLVCNYGPAGNVLGAQIYEIKK 
        180       190       200       210  
 
>>gi|169950562|gb|ACB05815.1| conglutin beta [Lupinus an  (611 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 68.5  bits: 19.8 E():   76 
Smith-Waterman score: 53; 42.9% identity (57.1% similar) in 21 aa overlap (1-21:330-350) 
 
                                             10        20        30 
AAD-12                               NDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     :  . ::  :.  :::.  ::          
gi|169 AIPINNPGKLYDFYPSTTKDQQSYFSGFSKNTLEATFNTRYEEIERVLLGDDELQENEKQ 
     300       310       320       330       340       350          
 
               40        50        60        70        80           
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG           
                                                                    
gi|169 RRGQEQSHQDEGVIVRVSKKQIQELRKHAQSSSGEGKPSESGPFNLRSNKPIYSNKFGNF 
     360       370       380       390       400       410          
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 68.3  bits: 15.2 E():   78 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (55-61:19-25) 
 
           30        40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
                                     :..:..:                    
gi|320             YTTEGGTKAEAEDVIPEGWKVDTSYE                   
                           10        20                         
 
>>gi|2959898|emb|CAA73720.1| Profilin [Mercurialis annua  (133 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 44; 28.8% identity (51.5% similar) in 66 aa overlap (19-70:19-84) 
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               10        20        30               40          50  
AAD-12 NDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VG 
                         :  ..: : :  ::..  .:       : :   .:: .   : 
gi|295 MSWQTYVDDHLMCDIDGQGQHLAAASIVGHDGSIWAQSASFPQLKPEEITGIMKDFDEPG 
               10        20        30        40        50        60 
 
                  60         70        80                           
AAD-12 NMA----WHADSTYMPVMAQ-GAVFSAEVVPAVG                           
       ..:    . : . :: .... :::                                     
gi|295 HLAPTGLYIAGTKYMVIQGESGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPGQCNMV 
               70        80        90       100       110       120 
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 45; 33.3% identity (57.8% similar) in 45 aa overlap (12-49:52-96) 
 
                                  10        20          30          
AAD-12                    NDQQITFAKRFGAIERIGGGDIVAISNVK--ADGT-----V 
                                     :.:..:. :.  . : ::   ::.     : 
gi|602 AFVLDADNLIPKIAPQAVKSTEILEGDGGVGTIKKINFGEGSTYSYVKHKIDGVDKDNFV 
              30        40        50        60        70        80  
 
           40        50        60        70        80               
AAD-12 RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG               
        :.:  : : . ..:                                              
gi|602 YQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISHYHTKGDVEIKEEHVKAGKEKAS 
              90       100       110       120       130       140  
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 45; 25.0% identity (56.2% similar) in 48 aa overlap (19-59:111-158) 
 
                           10        20           30            40  
AAD-12             NDQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|132 KYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQIKASKEM 
               90       100       110       120       130       140 
 
              50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
        . .....   .  :.:.                      
gi|132 GETLLRAVERYLLAHSDAYN                    
              150       160                    
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 67.7  bits: 19.1 E():   84 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (55-72:56-73) 
 
           30        40        50        60        70        80     
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG     
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.7  bits: 17.5 E():   84 
Smith-Waterman score: 44; 16.0% identity (72.0% similar) in 25 aa overlap (45-69:12-36) 
 
           20        30        40        50        60        70     
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
                                     .. .... ..: ....  :. : :.      
gi|249                    MRTVSARSSVALVVIVAAVLVWTSSASVAPAPAPGSEETCG 
                                  10        20        30        40  
 
           80                                                       
AAD-12 VVPAVG                                                       
                                                                    
gi|249 TVVGALMPCLPFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDG 
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              50        60        70        80        90       100  
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.6  bits: 17.5 E():   85 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (17-39:15-37) 
 
               10        20        30        40        50        60 
AAD-12 NDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                       : : .... . .  ::.:  .::                      
gi|100   MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKPEENAGIVKDFEEPG 
                 10        20        30        40        50         
 
               70        80                                         
AAD-12 YMPVMAQGAVFSAEVVPAVG                                         
                                                                    
gi|100 HLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLV 
       60        70        80        90       100       110         
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 67.4  bits: 19.6 E():   87 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (36-74:535-572) 
 
          10        20        30        40        50        60      
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
          70        80        
AAD-12 AQGAVFSAEVVPAVG        
        .:  :: :              
gi|331 KEGC-FSEEGPKLVAAAQAALV 
           570       580      
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.4  bits: 17.0 E():   88 
Smith-Waterman score: 42; 37.5% identity (62.5% similar) in 24 aa overlap (3-26:79-100) 
 
                                           10        20        30   
AAD-12                             NDQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .  :       
gi|897 QQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQL--AAQLPAMCRLEGGDALLASQ      
       50        60        70        80          90       100       
 
             40        50        60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
 
>>gi|14423757|sp|O04701.1|MPAC1_CYNDA RecName: Full=Majo  (246 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 67.3  bits: 18.3 E():   88 
Smith-Waterman score: 47; 20.8% identity (52.1% similar) in 48 aa overlap (1-48:157-200) 
 
                                             10        20        30 
AAD-12                               NDQQITFAKRFGAIERIGGGDIVAISNVKA 
                                     ::. ...  ...:    : :.:::..     
gi|144 KAGELTLQFRRVKCKYPSGTKITFHIEKGSNDHYLALLVKYAA----GDGNIVAVDIKPR 
        130       140       150       160           170       180   
 
               40        50        60        70        80           
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG           
       :.       . :  . ..                                           
gi|144 DSDEFIPMKSSWGAIWRIDPKKPLKGPFSIRLTSEGGAHLVQDDVIPANWKPDTVYTSKL 
            190       200       210       220       230       240   
 
>>gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin precurs  (148 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.1  bits: 17.5 E():   90 
Smith-Waterman score: 44; 21.2% identity (54.5% similar) in 33 aa overlap (23-55:25-57) 
 
                 10        20        30        40        50         
AAD-12   NDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD 
                               :. ..:  .:  ...   ::.. .  .   : :    
gi|538 MARFTIVLAVLFAAALVSASAHKTVVTTSVAEEGEEENQRGCEWESRQCQMRHCMQWMRS 
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               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 STYMPVMAQGAVFSAEVVPAVG                                       
                                                                    
gi|538 MRGQYEESFLRSAEANQGQFEHFRECCNELRDVKSHCRCEALRCMMRQMQQEYGMEQEMQ 
               70        80        90       100       110       120 
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 67.1  bits: 19.1 E():   90 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (55-72:56-73) 
 
           30        40        50        60        70        80     
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG     
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 67.1  bits: 19.6 E():   91 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (36-74:558-595) 
 
          10        20        30        40        50        60      
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|668 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
       530       540       550       560       570       580        
 
          70        80        
AAD-12 AQGAVFSAEVVPAVG        
        .:  :: :              
gi|668 KEGC-FSEEGPKLVAAAQAALV 
       590        600         
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 66.9  bits: 18.5 E():   93 
Smith-Waterman score: 48; 25.7% identity (60.0% similar) in 35 aa overlap (14-44:81-115) 
 
                                10        20            30          
AAD-12                  NDQQITFAKRFGAIERIGGGDIV----AISNVKADGTVRQHSP 
                                     :  .: :...     :. .:  :.:..  : 
gi|324 NFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFP 
               60        70        80        90       100       110 
 
      40        50        60        70        80                    
AAD-12 AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG                    
       .:. .                                                        
gi|324 SEFGNDVDRSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASS 
              120       130       140       150       160       170 
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 66.8  bits: 18.8 E():   94 
Smith-Waterman score: 49; 30.3% identity (47.0% similar) in 66 aa overlap (11-68:49-109) 
 
                                   10         20        30          
AAD-12                     NDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|195 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
            40        50         60        70        80             
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQGAVFSAEVVPAVG             
       .:    :  :  . .:  :::  .     ::..  :                         
gi|195 LRYG--ATRDRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
gi|195 VSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
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>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 66.8  bits: 18.8 E():   94 
Smith-Waterman score: 49; 30.3% identity (47.0% similar) in 66 aa overlap (11-68:49-109) 
 
                                   10         20        30          
AAD-12                     NDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|117 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
            40        50         60        70        80             
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQGAVFSAEVVPAVG             
       .:    :  :  . .:  :::  .     ::..  :                         
gi|117 LRYG--ATRDRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
gi|117 VSNVIIHGLHLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 66.8  bits: 18.8 E():   94 
Smith-Waterman score: 49; 30.3% identity (47.0% similar) in 66 aa overlap (11-68:49-109) 
 
                                   10         20        30          
AAD-12                     NDQQITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|493 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
            40        50         60        70        80             
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQGAVFSAEVVPAVG             
       .:    :  :  . .:  :::  .     ::..  :                         
gi|493 LRYG--ATRDRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
gi|493 VSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea sati  (316 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 66.7  bits: 18.5 E():   95 
Smith-Waterman score: 48; 22.8% identity (46.8% similar) in 79 aa overlap (4-70:191-267) 
 
                                          10        20        30    
AAD-12                            NDQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     :.:    .:   .  :.:..   .. : .  
gi|135 FVMENNKQTYCTSKSWPCVFGKQYYGRGPIQLTHNYNYGQAGKAIGADLINNPDLVATNP 
              170       180       190       200       210       220 
 
            40                 50           60        70        80  
AAD-12 VRQHSPAEWDDMMK---------VIVGNMAWH---ADSTYMPVMAQGAVFSAEVVPAVG  
       . . . : :  :           ::.::  :.   ::..   : . :..            
gi|135 TISFKTAIWFWMTPQANKPSSHDVIIGN--WRPSAADTSAGRVPSYGVITNIINGGLECG 
              230       240         250       260       270         
 
gi|135 HGSDDRVANRIGFYKRYCDTLGVSYGNNLDCYNQKPFA 
      280       290       300       310       
 
>>gi|14422361|emb|CAC41634.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (58-75:85-102) 
 
        30        40        50        60        70        80        
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG        
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
gi|144 RHVKPLSFRAKTDAPGC 
          120       130  
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>>gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 [Ch  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 43; 33.3% identity (62.5% similar) in 24 aa overlap (17-40:15-38) 
 
               10        20        30        40        50        60 
AAD-12 NDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                       : :. . . . .  ::::  .::.                     
gi|294   MSWQTYVDDHLMCDIEGNHLSSAAILGHDGTVWAQSPSFPQLKPEEVSAIMKDFNEPG 
                 10        20        30        40        50         
 
               70        80                                         
AAD-12 YMPVMAQGAVFSAEVVPAVG                                         
                                                                    
gi|294 SLAPTGLHLGGTKYMVIQGEPGDVIRGKKGPGGVTIKKTNQALIIGIYGEPMTPGQCNMV 
       60        70        80        90       100       110         
 
>>gi|14422359|emb|CAC41633.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (58-75:85-102) 
 
        30        40        50        60        70        80        
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG        
                                     : . .: .:.:.. ...:             
gi|144 GETDQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
gi|144 RHVKPLSFRAKTDAPGC 
          120       130  
 
>>gi|14422363|emb|CAC41635.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (58-75:85-102) 
 
        30        40        50        60        70        80        
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG        
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSGRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
gi|144 RHVKPLSFRAKTDAPGC 
          120       130  
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 44; 41.7% identity (66.7% similar) in 24 aa overlap (57-80:27-49) 
 
         30        40        50        60        70        80       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG       
                                     ::.  .: .:  :: :::.. . :       
gi|131     MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
gi|131 KINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 44; 41.7% identity (66.7% similar) in 24 aa overlap (57-80:27-49) 
 
         30        40        50        60        70        80       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG       
                                     ::.  .: .:  :: :::.. . :       
gi|279     MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
gi|279 KINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (18-27:109-118) 
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                            10        20        30        40        
AAD-12              NDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|402 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKE 
       80        90       100       110       120       130         
 
        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
                                         
gi|402 MAEKLLRAVESYLLAHTAEYN             
      140       150                      
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 44; 41.7% identity (66.7% similar) in 24 aa overlap (57-80:27-49) 
 
         30        40        50        60        70        80       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG       
                                     ::.  .: .:  :: :::.. . :       
gi|602     MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
gi|602 KINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum aest  (94 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.5  bits: 16.8 E():   97 
Smith-Waterman score: 41; 27.3% identity (48.5% similar) in 33 aa overlap (45-77:17-49) 
 
           20        30        40        50        60        70     
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
                                     :.:  .  . : :.    :  :  ::..   
gi|668               IAVAVSADECEGDRRAMIKECAKYQQWPANPKLDPSDACCAVWQKA 
                             10        20        30        40       
 
           80                                           
AAD-12 VVPAVG                                           
        .:                                              
gi|668 NIPCLCAGVTKEKEKIYCMEKVAYVANFCKKPFPHGYKCGSYTFPPLA 
         50        60        70        80        90     
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (18-27:110-119) 
 
                            10        20        30        40        
AAD-12              NDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|167 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
                                         
gi|167 MAEKLLRAVESYLLAHTAEYN             
     140       150       160             
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 44; 35.7% identity (67.9% similar) in 28 aa overlap (53-80:23-49) 
 
             30        40        50        60        70        80   
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG   
                                     .. .:: : .: .:  .: .::.: . :   
gi|444         MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGV 
                       10        20         30        40        50  
 
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADG 
              60        70        80        90       100       110  
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>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (18-27:110-119) 
 
                            10        20        30        40        
AAD-12              NDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
                                         
gi|154 MAEKLLRAVESYLLAHTAEYN             
     140       150       160             
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (18-27:110-119) 
 
                            10        20        30        40        
AAD-12              NDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|730 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
                                         
gi|730 MAEKLLRAVESYLLAHTAEYN             
     140       150       160             
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (18-27:110-119) 
 
                            10        20        30        40        
AAD-12              NDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|167 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
                                         
gi|167 MAEKLLRAVESYLLAHTAEYN             
     140       150       160             
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (18-27:110-119) 
 
                            10        20        30        40        
AAD-12              NDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|167 FKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
                                         
gi|167 MAEKLLRAVESYLLAHTAEYN             
     140       150       160             
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (18-27:110-119) 
 
                            10        20        30        40        
AAD-12              NDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
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gi|730 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
                                         
gi|730 MAEKLLRAVESYLLAHTAEYN             
     140       150       160             
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (18-27:110-119) 
 
                            10        20        30        40        
AAD-12              NDQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|154 FKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
                                         
gi|154 MAEKLLRAVESYLLAHTDEYN             
     140       150       160             
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 66.4  bits: 18.8 E():   99 
Smith-Waterman score: 49; 40.0% identity (65.0% similar) in 20 aa overlap (52-71:332-348) 
 
              30        40        50        60        70        80  
AAD-12 IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG  
                                     :  :.   .:: :. .::.:           
gi|113 ILSQGNRFLASDIKKEVVGRYGESAMSESINWNWR---SYMDVFENGAIFVPSGVDPVLT 
             310       320       330          340       350         
 
gi|113 PEQNAGMIPAEPGEAVLRLTSSAGVLSCQPGAPC 
      360       370       380       390   
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:38 2011 done: Fri Jan 21 00:02:38 2011 
 Total Scan time:  0.070 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 55  - 134 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     3     2:* 
  32    11     8:==*= 
  34    20    22:=======* 
  36    63    44:==============*====== 
  38    85    73:========================*==== 
  40    94   102:================================ * 
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  42   120   125:======================================== * 
  44   154   138:=============================================*====== 
  46   146   140:==============================================*== 
  48   127   134:=========================================== * 
  50   115   122:======================================= * 
  52    75   108:=========================          * 
  54    74    92:=========================     * 
  56    59    77:====================     * 
  58    43    63:===============     * 
  60    85    51:================*============ 
  62    57    41:=============*===== 
  64    35    33:==========*= 
  66    25    26:========* 
  68    29    20:======*=== 
  70    17    16:=====* 
  72    11    12:===* 
  74     6    10:== * 
  76    11     8:==*= 
  78     8     6:=*= 
  80     4     5:=* 
  82     3     3:* 
  84     5     3:*= 
  86     2     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.88870.0038; mu= 2.8911 0.196 
 mean_var=54.142915.951, 0's: 2 Z-trim: 2  B-trim: 11 in 1/43 
 Lambda= 0.174302 
 Kolmogorov-Smirnov  statistic: 0.0404 (N=28) at  58 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   67 23.1     1.3 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   65 22.6     1.8 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   63 22.1     7.2 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   62 21.8     7.8 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   62 21.8     8.5 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   57 20.6     9.3 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   57 20.6     9.3 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   57 20.6     9.3 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   57 20.6     9.3 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   60 21.3      12 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   57 20.6      12 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   56 20.3      15 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   61 21.5      15 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   55 20.1      17 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   59 21.0      18 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   58 20.8      18 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   57 20.6      19 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   57 20.5      20 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   54 19.8      21 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   56 20.3      22 
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gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   56 20.3      23 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   45 17.6      23 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   56 20.3      24 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   56 20.3      24 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   58 20.8      25 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   58 20.8      25 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   50 18.8      25 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   58 20.8      25 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   49 18.6      27 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 19.3      29 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   52 19.3      29 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   52 19.3      29 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   52 19.3      29 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   55 20.0      29 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   57 20.5      30 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   57 20.5      30 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   50 18.8      34 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   56 20.3      36 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 16.4      36 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 16.4      36 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 20.0      37 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   54 19.8      42 
gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pach ( 199)   51 19.1      43 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   52 19.3      45 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   48 18.3      47 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   48 18.3      47 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   48 18.3      47 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   48 18.3      47 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   52 19.3      48 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   52 19.3      48 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   46 17.8      51 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   53 19.5      53 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 18.3      53 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   55 20.0      54 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   54 19.8      55 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 19.0      55 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 18.8      56 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   47 18.1      56 
gi|34851174|gb|AAP15199.1| profilin-like protein [ ( 131)   47 18.1      56 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   51 19.0      57 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   48 18.3      59 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 19.0      59 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 17.8      62 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   51 19.0      65 
gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=M ( 308)   51 19.0      67 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   54 19.8      67 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   47 18.1      68 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   47 18.1      68 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   47 18.1      68 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   47 18.1      68 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   47 18.1      68 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   47 18.1      68 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   47 18.1      68 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   47 18.1      68 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   47 18.1      68 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   47 18.1      68 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   47 18.1      69 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   47 18.1      69 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   47 18.1      69 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 18.8      69 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 18.8      69 
gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full= (  85)   43 17.1      72 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   53 19.5      76 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   50 18.8      77 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 18.8      78 
gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full= ( 131)   45 17.6      79 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   44 17.3      80 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   44 17.3      80 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 18.5      80 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 17.8      81 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   46 17.8      81 
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gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   46 17.8      81 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 17.8      81 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 17.8      81 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 17.8      81 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   46 17.8      81 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 17.8      81 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 17.8      81 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   46 17.8      81 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   52 19.3      84 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 15.1      85 
gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliens ( 205)   47 18.0      88 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   47 18.0      90 
gi|77999277|gb|ABB16985.1| profilin-like protein [ ( 131)   44 17.3      93 
gi|2959898|emb|CAA73720.1| Profilin [Mercurialis a ( 133)   44 17.3      95 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   45 17.6      96 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   45 17.6      96 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   45 17.6      96 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   45 17.6      96 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   45 17.6      96 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   45 17.6      96 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   45 17.6      96 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   44 17.3      98 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   44 17.3   1e 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  67  Z-score: 100.5  bits: 23.1 E():  1.3 
Smith-Waterman score: 67; 40.0% identity (63.3% similar) in 30 aa overlap (29-58:30-56) 
 
                10        20        30        40        50          
AAD-12  DQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. : :   ::. :.. :  
gi|126 TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTK--KGNL-WEVKSA 
               10        20        30        40          50         
 
      60        70        80                    
AAD-12 YMPVMAQGAVFSAEVVPAVGG                    
                                                
gi|126 KPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
        60        70        80        90        
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  65  Z-score: 97.9  bits: 22.6 E():  1.8 
Smith-Waterman score: 65; 35.5% identity (64.5% similar) in 31 aa overlap (29-59:30-57) 
 
                10        20        30        40        50          
AAD-12  DQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. . :   ::. :.. :. 
gi|144 VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKSS 
               10        20        30        40          50         
 
      60        70        80                   
AAD-12 YMPVMAQGAVFSAEVVPAVGG                   
                                               
gi|144 KPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
        60        70        80        90       
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  44 init1:  44 opt:  63  Z-score: 87.1  bits: 22.1 E():  7.2 
Smith-Waterman score: 63; 26.7% identity (56.7% similar) in 60 aa overlap (1-60:207-260) 
 
                                             10        20        30 
AAD-12                               DQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|390 GSNPNYLALLVKFVAGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
        180       190       200       210       220            230  
 
               40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
        :::  . .      : .. . .:.::..:                     
gi|390 FTVRYTTEGGTKGEAKDVIPE-GWKADTAYESK                  
             240       250        260                     
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>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  44 init1:  44 opt:  62  Z-score: 86.5  bits: 21.8 E():  7.8 
Smith-Waterman score: 62; 26.7% identity (55.0% similar) in 60 aa overlap (1-60:184-237) 
 
                                             10        20        30 
AAD-12                               DQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|458 GSNPNYLALLVKFVAGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
           160       170       180       190       200              
 
               40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
        :::  . .      : .. . .:.::. :                     
gi|458 FTVRYTTEGGTKGEAKDVIPE-GWKADTCYESK                  
      210       220        230       240                  
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  44 init1:  44 opt:  62  Z-score: 85.8  bits: 21.8 E():  8.5 
Smith-Waterman score: 62; 26.7% identity (56.7% similar) in 60 aa overlap (1-60:206-259) 
 
                                             10        20        30 
AAD-12                               DQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: ::   ...     :.  
gi|158 KGSNPNYLALLVKFSGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGP 
         180       190       200       210       220            230 
 
               40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
        :::  . .      : .. . .:.::..:                     
gi|158 FTVRYTTEGGTKARAKDVIPE-GWKADTAYESK                  
              240       250        260                    
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 85.1  bits: 20.6 E():  9.3 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (3-58:29-82) 
 
                                         10        20        30     
AAD-12                           DQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG               
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 85.1  bits: 20.6 E():  9.3 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (3-58:29-82) 
 
                                         10        20        30     
AAD-12                           DQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSGLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG               
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 85.1  bits: 20.6 E():  9.3 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (3-58:29-82) 
 
                                         10        20        30     
AAD-12                           DQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
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                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG               
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 85.1  bits: 20.6 E():  9.3 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (3-58:29-82) 
 
                                         10        20        30     
AAD-12                           DQQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|117 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG               
       .:.  ::  : :   :  .:  ::                                     
gi|117 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  43 init1:  43 opt:  60  Z-score: 83.0  bits: 21.3 E():   12 
Smith-Waterman score: 60; 23.3% identity (58.3% similar) in 60 aa overlap (1-60:207-260) 
 
                                             10        20        30 
AAD-12                               DQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   : .. .   .  
gi|126 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
               40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
        :..  . .:..:..       .:.::..:                     
gi|126 YTTEGGTKSEFEDVIP-----EGWKADTSYSAK                  
         240       250            260                     
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 82.9  bits: 20.6 E():   12 
Smith-Waterman score: 57; 41.4% identity (69.0% similar) in 29 aa overlap (52-80:23-50) 
 
              30        40        50        60        70        80  
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG  
                                     .. .:: : .: .:  .: :::.: . ::  
gi|444         MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGV 
                       10        20         30        40        50  
 
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 81.6  bits: 20.3 E():   15 
Smith-Waterman score: 56; 40.0% identity (68.0% similar) in 25 aa overlap (56-80:27-50) 
 
          30        40        50        60        70        80      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG      
                                     ::.  .: .:  :. :::.. . ::      
gi|165     MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|165 KITFGEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSIL 
          60        70        80        90       100       110      
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  49 init1:  49 opt:  61  Z-score: 81.5  bits: 21.5 E():   15 
Smith-Waterman score: 61; 22.4% identity (57.9% similar) in 76 aa overlap (6-79:103-177) 
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                                        10         20        30     
AAD-12                          DQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|309 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
           40        50         60        70        80              
AAD-12 QHSPAEWDDMMKVIVGNMAWHAD-STYMPVMAQGAVFSAEVVPAVGG              
       .: :: ::   : .. .. ...  ..     : ::. .:... :.:               
gi|309 DHPPASWDWRKKGVITQVKYQGGCGSGWAFSATGAIEAAHAI-ATGDLVSLSEQELVDCV 
            140       150       160       170        180       190  
 
gi|309 EESEGCYNGWHYQSFEWVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSD 
             200       210       220       230       240       250  
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 80.3  bits: 20.1 E():   17 
Smith-Waterman score: 55; 32.4% identity (58.8% similar) in 34 aa overlap (37-64:114-147) 
 
         10        20        30        40            50          60 
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV----GNMAWHA--DSTY 
                                     :::. :.. : .:    :   : .  .:.. 
gi|250 EVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSW 
            90       100       110       120       130       140    
 
               70        80 
AAD-12 MPVMAQGAVFSAEVVPAVGG 
        ::.                 
gi|250 APVLDFVFSTLKNEL      
           150              
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  52 init1:  52 opt:  59  Z-score: 79.9  bits: 21.0 E():   18 
Smith-Waterman score: 59; 21.7% identity (60.9% similar) in 69 aa overlap (14-80:265-326) 
 
                                10        20        30        40    
AAD-12                  DQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD 
                                     :..: :..:     ...: .. ..::. .  
gi|170 HSVVHSIIMQQQQQQQQQQGIDIFLPLSQHEQVGQGSLV-----QGQGIIQPQQPAQLEA 
          240       250       260       270            280          
 
            50        60          70        80  
AAD-12 MMKVIVGNMAWHADSTYMP--VMAQGAVFSAEVVPAVGG  
       . .... ..    . .:.:     . : : : .: ..::  
gi|170 IRSLVLQTLPSMCN-VYVPPECSIMRAPF-ASIVAGIGGQ 
     290       300        310        320        
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  56 init1:  56 opt:  58  Z-score: 79.8  bits: 20.8 E():   18 
Smith-Waterman score: 58; 17.9% identity (55.2% similar) in 67 aa overlap (14-80:217-278) 
 
                                10        20        30        40    
AAD-12                  DQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD 
                                     ...: : .:     ...: .. ..::. .  
gi|106 IHSIVHSIIMQQEQQEQRQGVQILVPLSQQQQVGQGTLV-----QGQGIIQPQQPAQLEV 
        190       200       210       220            230       240  
 
            50        60        70        80  
AAD-12 MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG  
       . . .. ..:   .    :  .   .  : .: ..::  
gi|106 IRSSVLQTLATMCNVYVPPYCSTIRAPFASIVAGIGGQ 
             250       260       270          
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  44 init1:  44 opt:  57  Z-score: 79.7  bits: 20.6 E():   19 
Smith-Waterman score: 57; 23.3% identity (58.3% similar) in 60 aa overlap (1-60:184-237) 
 
                                             10        20        30 
AAD-12                               DQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: :.   :     .. .  
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gi|331 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIALKESWGAIWRVDTPD-----KLTGP 
           160       170       180       190       200              
 
               40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
        :::  . .   . .. .. . .:.::..:                     
gi|331 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYEAK                  
      210       220        230       240                  
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  44 init1:  44 opt:  57  Z-score: 78.9  bits: 20.5 E():   20 
Smith-Waterman score: 57; 23.3% identity (58.3% similar) in 60 aa overlap (1-60:208-261) 
 
                                             10        20        30 
AAD-12                               DQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. :.. . .::: :.   :     .. .  
gi|180 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIALKESWGAIWRVDTPD-----KLTGP 
       180       190       200       210       220            230   
 
               40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
        :::  . .   . .. .. . .:.::..:                     
gi|180 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYEAK                  
            240       250        260                      
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 78.8  bits: 19.8 E():   21 
Smith-Waterman score: 54; 37.9% identity (69.0% similar) in 29 aa overlap (52-80:23-50) 
 
              30        40        50        60        70        80  
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG  
                                     .. .:: : .: .:  .: .::.: . ::  
gi|444         MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGV 
                       10        20         30        40        50  
 
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 78.3  bits: 20.3 E():   22 
Smith-Waterman score: 56; 25.0% identity (56.7% similar) in 60 aa overlap (1-60:185-238) 
 
                                             10        20        30 
AAD-12                               DQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|283 GSNPNYLALLVKYVNGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
          160       170       180       190       200        210    
 
               40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
        :..  . .: .:..       .:.::..:                     
gi|283 YTTEGGTKTEAEDVIP-----EGWKADTSYESK                  
           220            230       240                   
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 77.9  bits: 20.3 E():   23 
Smith-Waterman score: 56; 23.3% identity (56.7% similar) in 60 aa overlap (1-60:196-249) 
 
                                             10        20        30 
AAD-12                               DQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   :     .. .  
gi|168 GSNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPD-----KLTGP 
         170       180       190       200       210            220 
 
               40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
        :::  . .   . .. .. . .:.::..:                     
gi|168 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYSAK                  
              230       240        250                    
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
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 initn:  44 init1:  44 opt:  45  Z-score: 77.9  bits: 17.6 E():   23 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (2-25:17-38) 
 
                              10        20        30        40      
AAD-12                DQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                       ::.  : .. :. :. ::: .. :                     
gi|217 LVSVEHQAARLKVAKAQQL--AAQLPAMCRLEGGDALSASQ                    
               10          20        30                             
 
          50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 77.6  bits: 20.3 E():   24 
Smith-Waterman score: 56; 23.3% identity (56.7% similar) in 60 aa overlap (1-60:207-260) 
 
                                             10        20        30 
AAD-12                               DQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. ::   :     .. .  
gi|752 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPD-----KLTGP 
        180       190       200       210       220            230  
 
               40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
        :::  . .   . .. .. . .:.::..:                     
gi|752 FTVRYTTEGGTKSEVEDVIPE-GWKADTSYSAK                  
             240       250        260                     
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 77.6  bits: 20.3 E():   24 
Smith-Waterman score: 56; 25.0% identity (56.7% similar) in 60 aa overlap (1-60:207-260) 
 
                                             10        20        30 
AAD-12                               DQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|117 GSNPNYLALLVKYVNGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
               40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
        :..  . .: .:..       .:.::..:                     
gi|117 YTTEGGTKTEAEDVIP-----EGWKADTSYESK                  
         240       250            260                     
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 77.4  bits: 20.8 E():   25 
Smith-Waterman score: 58; 22.4% identity (55.3% similar) in 76 aa overlap (6-79:103-177) 
 
                                        10         20        30     
AAD-12                          DQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|119 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
           40        50        60         70        80              
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTY-MPVMAQGAVFSAEVVPAVGG              
       .: :: ::   : .. .. ...         : ::. .:... :.:               
gi|119 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAI-ATGDLVSLSEQELVDCV 
            140       150       160       170        180       190  
 
gi|119 EESEGSYNGWQYQSFEWVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSD 
             200       210       220       230       240       250  
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 77.4  bits: 20.8 E():   25 
Smith-Waterman score: 58; 22.4% identity (55.3% similar) in 76 aa overlap (6-79:103-177) 
 
                                        10         20        30     
AAD-12                          DQQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|129 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
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             80        90       100       110       120       130   
 
           40        50        60         70        80              
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTY-MPVMAQGAVFSAEVVPAVGG              
       .: :: ::   : .. .. ...         : ::. .:... :.:               
gi|129 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAI-ATGDLVSLSEQELVDCV 
            140       150       160       170        180       190  
 
gi|129 EESEGSYNGWQYQSFEWVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSD 
             200       210       220       230       240       250  
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 77.2  bits: 18.8 E():   25 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (17-32:29-43) 
 
                           10        20        30        40         
AAD-12             DQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI 
                                   : :::::. ..:  :.                 
gi|105 CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIWRK 
               10        20        30         40        50          
 
       50        60        70        80         
AAD-12 VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG         
                                                
gi|105 DSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
      60        70        80        90          
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 77.2  bits: 20.8 E():   25 
Smith-Waterman score: 58; 25.0% identity (58.3% similar) in 48 aa overlap (25-72:262-309) 
 
                     10        20        30        40        50     
AAD-12       DQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|169 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
           60        70        80                                   
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGG                                   
       .: :.::  .  ..::.:                                           
gi|169 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 76.6  bits: 18.6 E():   27 
Smith-Waterman score: 49; 32.3% identity (58.1% similar) in 31 aa overlap (32-60:35-64) 
 
              10        20        30        40          50          
AAD-12 QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE--WDDMMKVIVGNMAWHADST 
                                     : . ..::.  :: .  : .   .: ::.  
gi|323 QTCAGNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKP 
           10        20        30        40         50        60    
 
      60        70        80        
AAD-12 YMPVMAQGAVFSAEVVPAVGG        
       :                            
gi|323 YSWRYGWTAFCGPAGPRCLRTNAAVTVR 
            70        80        90  
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 76.2  bits: 19.3 E():   29 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (56-80:27-50) 
 
          30        40        50        60        70        80      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG      
                                     ::.  .: .:  :: :::.. . ::      
gi|602     MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
gi|602 KINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIK 
          60        70        80        90       100       110      
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>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 76.2  bits: 19.3 E():   29 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (56-80:27-50) 
 
          30        40        50        60        70        80      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG      
                                     ::.  .: .:  :: :::.. . ::      
gi|131     MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
gi|131 KINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 76.2  bits: 19.3 E():   29 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (56-80:27-50) 
 
          30        40        50        60        70        80      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG      
                                     ::.  .: .:  :: :::.. . ::      
gi|279     MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
gi|279 KINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 52; 37.9% identity (69.0% similar) in 29 aa overlap (52-80:23-50) 
 
              30        40        50        60        70        80  
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG  
                                     .. .:: : .: .:  .: .::.: . ::  
gi|444         MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGV 
                       10        20         30        40        50  
 
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  44 init1:  44 opt:  55  Z-score: 76.0  bits: 20.0 E():   29 
Smith-Waterman score: 55; 25.9% identity (56.9% similar) in 58 aa overlap (1-58:213-264) 
 
                                             10        20        30 
AAD-12                               DQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::: ::   : .. .   .  
gi|249 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAIWRIDTPDKLT-GPFTVR 
            190       200       210       220       230        240  
 
               40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
        :..  . ::..:..       .:.::.                       
gi|249 YTTEGGTKAEFEDVIP-----EGWKADTHDASK                  
             250            260                           
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 75.9  bits: 20.5 E():   30 
Smith-Waterman score: 57; 25.0% identity (58.3% similar) in 48 aa overlap (25-72:262-309) 
 
                     10        20        30        40        50     
AAD-12       DQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
           60        70        80                                   
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGG                                   
       .: :.::  .  ..::.:                                           
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
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>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 75.9  bits: 20.5 E():   30 
Smith-Waterman score: 57; 25.0% identity (58.3% similar) in 48 aa overlap (25-72:262-309) 
 
                     10        20        30        40        50     
AAD-12       DQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
           60        70        80                                   
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGG                                   
       .: :.::  .  ..::.:                                           
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.9  bits: 18.8 E():   34 
Smith-Waterman score: 50; 28.1% identity (59.4% similar) in 32 aa overlap (47-78:11-42) 
 
         20        30        40        50        60        70       
AAD-12 GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                                     ::.. .:: ...   :. : :    ..::  
gi|249                     MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQ 
                                   10        20        30        40 
 
         80                                                         
AAD-12 AVGG                                                         
        .                                                           
gi|249 DIMPCLHFVKGEEKEPSKECCSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVA 
               50        60        70        80        90       100 
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 74.5  bits: 20.3 E():   36 
Smith-Waterman score: 56; 25.0% identity (58.3% similar) in 48 aa overlap (25-72:262-309) 
 
                     10        20        30        40        50     
AAD-12       DQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|158 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQLT 
             240       250       260       270       280       290  
 
           60        70        80                                   
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGG                                   
       .: :.::  .  ..::.:                                           
gi|158 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 74.4  bits: 16.4 E():   36 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (54-60:19-25) 
 
            30        40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
                                     :.::..:                     
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE                    
                           10        20                          
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 74.4  bits: 16.4 E():   36 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (54-60:19-25) 
 
            30        40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
                                     :.::..:                     
gi|320             YTTEGGTKAEAEDVIPEGWKADTSYE                    
                           10        20                          
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 74.2  bits: 20.0 E():   37 
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Smith-Waterman score: 55; 30.6% identity (58.3% similar) in 36 aa overlap (39-74:155-190) 
 
       10        20        30        40        50        60         
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :   . ..::.:..  :: .     .  :: 
gi|249 QLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA 
          130       140       150       160       170       180     
 
       70        80                                                 
AAD-12 VFSAEVVPAVGG                                                 
       . .:::                                                       
gi|249 IPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTL 
          190       200       210       220       230       240     
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 73.1  bits: 19.8 E():   42 
Smith-Waterman score: 54; 25.6% identity (48.7% similar) in 39 aa overlap (3-41:191-229) 
 
                                           10        20        30   
AAD-12                             DQQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ::..   .:   :  : :..   .. :    
gi|320 KEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDP 
              170       180       190       200       210       220 
 
             40        50        60        70        80             
AAD-12 VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG             
       : . . : :                                                    
gi|320 VISFKTALWFWMTPQSPKPSCHNVITGRWTPSAADRAAGRLPGYGVITNIINGGIECGKG 
              230       240       250       260       270       280 
 
>>gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pachycon  (199 aa) 
 initn:  40 init1:  40 opt:  51  Z-score: 73.0  bits: 19.1 E():   43 
Smith-Waterman score: 51; 25.0% identity (53.3% similar) in 60 aa overlap (13-70:97-148) 
 
                                 10        20        30        40   
AAD-12                   DQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD 
                                     .::   :. .:.:.  : :      : . . 
gi|169 MPDLTWDNELAAIAQRWVNQCKIGHDGCRNVERYQVGQNIAMSGSTAKG------PCNMN 
         70        80        90       100       110             120 
 
             50          60        70        80                     
AAD-12 DMMKVIVG--NMAWHADSTYMPVMAQGAVFSAEVVPAVGG                     
       ..... ..  :    :: . ::  ..:  :                               
gi|169 NLVQMWINEVNALNAADVSSMP--SDGNYFMKIGHYTQLVWGKTTKVGCGIIQFLDGKFY 
              130       140         150       160       170         
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 72.6  bits: 19.3 E():   45 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (1-60:192-245) 
 
                                             10        20        30 
AAD-12                               DQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|116 GSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
             170       180       190       200       210        220 
 
               40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
        :..  . .: .:..       .:.::..:                     
gi|116 YTTEGGTKGEAEDVIP-----EGWKADTAYEAK                  
              230            240                          
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.3  bits: 18.3 E():   47 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (16-67:15-79) 
 
               10        20        30               40          50  
AAD-12 DQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGN 
                      : :  ..: . .  ::.:  ::       : :   .:: .   :. 
gi|218  MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGS 
                10        20        30        40        50          
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                  60        70        80                            
AAD-12 MA---WHADST-YMPVMAQGAVFSAEVVPAVGG                            
       .:    :  .: :: ....:                                         
gi|218 LAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETLTPGQCNMIV 
      60        70        80        90       100       110          
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.3  bits: 18.3 E():   47 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (16-67:15-79) 
 
               10        20        30               40          50  
AAD-12 DQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGN 
                      : :  ..: . .  ::.:  ::       : :   .:: .   :. 
gi|604  MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGS 
                10        20        30        40        50          
 
                  60        70        80                            
AAD-12 MA---WHADST-YMPVMAQGAVFSAEVVPAVGG                            
       .:    :  .: :: ....:                                         
gi|604 LAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETLTPGQCNMIV 
      60        70        80        90       100       110          
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.3  bits: 18.3 E():   47 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (16-67:15-79) 
 
               10        20        30               40          50  
AAD-12 DQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGN 
                      : :  ..: . .  ::.:  ::       : :   .:: .   :. 
gi|288  MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGS 
                10        20        30        40        50          
 
                  60        70        80                            
AAD-12 MA---WHADST-YMPVMAQGAVFSAEVVPAVGG                            
       .:    :  .: :: ....:                                         
gi|288 LAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPLTPGQCNMIV 
      60        70        80        90       100       110          
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.3  bits: 18.3 E():   47 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (16-67:15-79) 
 
               10        20        30               40          50  
AAD-12 DQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGN 
                      : :  ..: . .  ::.:  ::       : :   .:: .   :. 
gi|144  MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGS 
                10        20        30        40        50          
 
                  60        70        80                            
AAD-12 MA---WHADST-YMPVMAQGAVFSAEVVPAVGG                            
       .:    :  .: :: ....:                                         
gi|144 LAPTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPLTPGQCNMIV 
      60        70        80        90       100       110          
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 72.1  bits: 19.3 E():   48 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (1-60:207-260) 
 
                                             10        20        30 
AAD-12                               DQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|386 GSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
               40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
        :..  . .: .:..       .:.::..:                     
gi|386 YTTEGGTKVEAEDVIP-----EGWKADTAYESK                  
         240       250            260                     
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>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 72.1  bits: 19.3 E():   48 
Smith-Waterman score: 52; 21.7% identity (56.7% similar) in 60 aa overlap (1-60:209-262) 
 
                                             10        20        30 
AAD-12                               DQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :. : . . .::. :.   : .. .   .  
gi|117 GSNPNYLALLVKYIDGDGDVVAVDIKEKGKDKWIELKESWGAVWRVDTPDKLT-GPFTVR 
      180       190       200       210       220       230         
 
               40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
        :..  . .: .:..       .:.::..:                     
gi|117 YTTEGGTKGEAEDVIP-----EGWKADTAYEAK                  
       240       250            260                       
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 71.7  bits: 17.8 E():   51 
Smith-Waterman score: 46; 26.9% identity (53.8% similar) in 52 aa overlap (28-77:8-56) 
 
               10        20        30        40        50        60 
AAD-12 DQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY 
                                  :: :.    .:.  ::..   .::. .  ..   
gi|166                     ATPTPTPKAAGSWCVPKPGVSDDQL---TGNINYACSQGI 
                                   10        20           30        
 
                 70        80                                       
AAD-12 --MPVMAQGAVFSAEVVPAVGG                                       
          :..  :: :  ..: :                                          
gi|166 DCGPIQPGGACFEPNTVKAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFP 
        40        50        60        70        80        90        
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 71.4  bits: 19.5 E():   53 
Smith-Waterman score: 53; 22.9% identity (58.3% similar) in 48 aa overlap (22-67:223-270) 
 
                        10        20        30         40           
AAD-12          DQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKV-IV 
                                     : . ..  ::   ..:.  :..  ..  :. 
gi|729 EGVLSRKVPSHLTLETPRVKMNMKYDRYAPVKVFKLDYDGIHFEKHTDIEYEPGVRYKII 
            200       210       220       230       240       250   
 
      50        60        70        80                              
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGG                              
       ::   . :. .. . .::                                           
gi|729 GNGKLKDDGRHYSIDVQGIPRKAFNLDADLMDFKLKVSKPEDSNKAQFSYTFNEYTETEE 
            260       270       280       290       300       310   
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 71.4  bits: 18.3 E():   53 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (25-41:2-19) 
 
               10        20        30         40        50          
AAD-12 DQQITFAKRFGAIERIGGGDIVAISNVKAD-GTVRQHSPAEWDDMMKVIVGNMAWHADST 
                               ..: .: :.. ..::.::                   
gi|250                        PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPFPRCRAL 
                                      10        20        30        
 
      60        70        80                                        
AAD-12 YMPVMAQGAVFSAEVVPAVGG                                        
                                                                    
gi|250 VKSQCAGGQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEV 
        40        50        60        70        80        90        
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  44 init1:  44 opt:  55  Z-score: 71.2  bits: 20.0 E():   54 
Smith-Waterman score: 55; 24.2% identity (56.5% similar) in 62 aa overlap (18-78:438-492) 
 
                            10        20        30         40       
AAD-12              DQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP-AEWDDMMK 
                                     ::  .  ... :::  . :.  .  .: .  
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gi|796 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHNAETTVEDRIG 
       410       420       430       440       450       460        
 
         50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
       .:. .    :....   .  ::..: :.  ::   
gi|796 IIIDS----AEKAFHKEL--GAIYS-EIKDAVSV 
       470           480          490     
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 71.1  bits: 19.8 E():   55 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (28-43:89-105) 
 
                  10        20        30         40        50       
AAD-12    DQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .              
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       60        70        80        90       100       110         
 
         60        70        80                                     
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGG                                     
                                                                    
gi|114 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      120       130       140       150       160       170         
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 71.1  bits: 19.0 E():   55 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (17-32:181-195) 
 
                             10        20        30        40       
AAD-12               DQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
         50        60        70        80          
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG          
                                                   
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 71.0  bits: 18.8 E():   56 
Smith-Waterman score: 50; 40.0% identity (72.0% similar) in 25 aa overlap (21-45:9-29) 
 
               10        20        30        40        50        60 
AAD-12 DQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY 
                           :::.....: .    :.:: .:: :                
gi|144             MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMVDQIVKSLTTK 
                           10            20        30        40     
 
               70        80                                         
AAD-12 MPVMAQGAVFSAEVVPAVGG                                         
                                                                    
gi|144 KELDPFKIEQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKIDTDGGAFAATL 
           50        60        70        80        90       100     
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 71.0  bits: 18.1 E():   56 
Smith-Waterman score: 47; 28.6% identity (68.6% similar) in 35 aa overlap (3-36:93-127) 
 
                                            10        20        30  
AAD-12                             DQQITFA-KRFGAIERIGGGDIVAISNVKADG 
                                     :  :. :.   :....: :.:. ..: .   
gi|121 FKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVT 
             70        80        90       100       110       120   
 
              40        50        60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
       .::..                                             
gi|121 SVRSYKRI                                          
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            130                                          
 
>>gi|34851174|gb|AAP15199.1| profilin-like protein [Humu  (131 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 70.9  bits: 18.1 E():   56 
Smith-Waterman score: 47; 29.1% identity (51.9% similar) in 79 aa overlap (16-80:15-91) 
 
               10        20        30               40          50  
AAD-12 DQQITFAKRFGAIERIGGGDIVAISNVKADGTVR-------QHSPAEWDDMMKVIV--GN 
                      : :  ..: . .  ::.:        : .: :   .:: .   :. 
gi|348  MSWQAYVDDHLMCEIDGQHLTAAAIIGHDGSVWAQSSTFPQFKPEEIAAIMKDFEEPGS 
                10        20        30        40        50          
 
                  60         70        80                           
AAD-12 MA---WHADST-YMPVMA-QGAVFSAEVVPAVGG                           
       .:    :  .  :: .:. ::::. ..   ..::                           
gi|348 LAPTGLHLGGIKYMVIMGEQGAVIRGK--KGAGGITVKKTGAAMIIGIYDEPLTPGQCNM 
      60        70        80          90       100       110        
 
gi|348 IVERLGDYLIDQNL 
       120       130  
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 70.8  bits: 19.0 E():   57 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (17-47:192-222) 
 
                             10        20        30        40       
AAD-12               DQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : : ..  
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
          50        60        70        80         
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG         
       .:                                          
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 70.6  bits: 18.3 E():   59 
Smith-Waterman score: 48; 29.8% identity (47.4% similar) in 57 aa overlap (27-69:38-90) 
 
                   10        20        30           40        50    
AAD-12     DQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ---HSPAEWDDMMKVIVGNMA 
                                     :.: . .:.    .:  ::.. ::    .: 
gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKVA---QA 
        10        20        30        40        50        60        
 
                       60        70        80                       
AAD-12 W-----------HADSTYMPVMAQGAVFSAEVVPAVGG                       
       :           :.:      :::::.                                  
gi|148 WAETRTPDCSLIHSDRCG-ENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQI 
           70        80         90       100       110       120    
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 70.6  bits: 19.0 E():   59 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (17-32:199-213) 
 
                             10        20        30        40       
AAD-12               DQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
         50        60        70        80          
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG          
                                                   
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.1  bits: 17.8 E():   62 
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Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (62-77:66-81) 
 
              40        50        60        70        80            
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG            
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS 
         100       110       120    
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 69.7  bits: 19.0 E():   65 
Smith-Waterman score: 51; 35.7% identity (64.3% similar) in 28 aa overlap (53-80:23-49) 
 
             30        40        50        60        70        80   
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG   
                                     .. ::. : :. :   .  : ..::.::   
gi|663         MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGK 
                       10        20        30        40         50  
 
gi|663 ATTDEQKLLEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILK 
              60        70        80        90       100       110  
 
>>gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=Major  (308 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 69.5  bits: 19.0 E():   67 
Smith-Waterman score: 51; 31.5% identity (53.7% similar) in 54 aa overlap (7-56:104-154) 
 
                                       10        20        30       
AAD-12                         DQQITFAKRFGAIERIGGGDIVAISNVKAD--GTVR 
                                     ::  : : ..  .  :: . ..:   : :: 
gi|249 PLPTPLRRTSSRSSRPPSPSPPRASSPTSAAKAPGLIPKLDTAYDVAYKAAEAHPRGQVR 
            80        90       100       110       120       130    
 
             40        50        60        70        80             
AAD-12 Q--HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG             
       .  : : .    ..::.: .  ::                                     
gi|249 RLRHCPHR---SLRVIAGALEVHAVKPATEEVLAAKIPTGELQIVDKIDAAFKIAATAAN 
           140          150       160       170       180       190 
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  54  Z-score: 69.5  bits: 19.8 E():   67 
Smith-Waterman score: 54; 52.9% identity (76.5% similar) in 17 aa overlap (28-43:119-135) 
 
                  10        20        30         40        50       
AAD-12    DQQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .              
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNSKIWLQFAQLTDF 
       90       100       110       120       130       140         
 
         60        70        80                                     
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGG                                     
                                                                    
gi|476 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      150       160       170       180       190       200         
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (56-80:27-50) 
 
          30        40        50        60        70        80      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG      
                                     ::.  .: .:  :. .::.. . ::      
gi|886     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|886 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIK 
          60        70        80        90       100       110      
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.4  bits: 18.1 E():   68 
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Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (56-80:27-50) 
 
          30        40        50        60        70        80      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG      
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEYTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (56-80:27-50) 
 
          30        40        50        60        70        80      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG      
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (56-80:27-50) 
 
          30        40        50        60        70        80      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG      
                                     ::.  .: .:  :. .::.. . ::      
gi|165     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|165 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (56-80:27-50) 
 
          30        40        50        60        70        80      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG      
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (56-80:27-50) 
 
          30        40        50        60        70        80      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG      
                                     ::.  .: .:  :. .::.. . ::      
gi|134     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|134 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (56-80:27-50) 
 
          30        40        50        60        70        80      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG      
                                     ::.  .: .:  :. .::.. . ::      
gi|753     MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
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                   10        20        30         40        50      
 
gi|753 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 47; 40.0% identity (68.0% similar) in 25 aa overlap (56-80:27-50) 
 
          30        40        50        60        70        80      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG      
                                     ::.  .: .:  :: :.:.. . ::      
gi|602     MGVFTYEFEFTSVIPPARLYNAFVLDADNL-IPKIAPQAVKSTEILEGDGGVGTIK 
                   10        20        30         40        50      
 
gi|602 KINFGEGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (56-80:27-50) 
 
          30        40        50        60        70        80      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG      
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (56-80:27-50) 
 
          30        40        50        60        70        80      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG      
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 69.3  bits: 18.1 E():   69 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (17-57:110-157) 
 
                             10        20           30           40 
AAD-12               DQQITFAKRFGAIERIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
                50        60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
         . ..... . .  :.:                        
gi|154 MAEKLLRAVESYLLAHTDEYN                     
     140       150       160                     
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.3  bits: 18.1 E():   69 
Smith-Waterman score: 47; 35.0% identity (65.0% similar) in 20 aa overlap (61-80:31-50) 
 
               40        50        60        70        80           
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG           
                                     .: .:  :. : :.. . ::           
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICFD 
               10        20        30        40        50        60 
 
gi|132 EGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSISK 
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               70        80        90       100       110       120 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 69.3  bits: 18.1 E():   69 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (17-57:110-157) 
 
                             10        20           30           40 
AAD-12               DQQITFAKRFGAIERIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
                50        60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
         . ..... . .  :.:                        
gi|154 MAEKLLRAVESYLLAHTDEYN                     
     140       150       160                     
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 69.2  bits: 18.8 E():   69 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (17-32:198-212) 
 
                             10        20        30        40       
AAD-12               DQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
         50        60        70        80          
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG          
                                                   
gi|115 RKDSDKPIKGPITVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
        230       240       250       260          
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 69.2  bits: 18.8 E():   69 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (17-32:198-212) 
 
                             10        20        30        40       
AAD-12               DQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
         50        60        70        80          
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG          
                                                   
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
        230       240       250       260          
 
>>gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full=Polc  (85 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.0  bits: 17.1 E():   72 
Smith-Waterman score: 43; 36.6% identity (46.3% similar) in 41 aa overlap (8-48:17-54) 
 
                        10        20        30        40        50  
AAD-12          DQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                       ::: :    : : : :    .:  :. . .: :   ::  :    
gi|144 MADDHPQDKAERERIFKRFDAN---GDGKISAAELGEALKTLGSITPDEVKHMMAEIDTD 
               10        20           30        40        50        
 
              60        70        80 
AAD-12 MAWHADSTYMPVMAQGAVFSAEVVPAVGG 
                                     
gi|144 GDGFISFQEFTDFGRANRGLLKDVAKIF  
        60        70        80       
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 68.5  bits: 19.5 E():   76 
Smith-Waterman score: 53; 26.2% identity (57.4% similar) in 61 aa overlap (18-78:438-492) 
 
                            10        20        30        40        
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AAD-12              DQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV 
                                     ::  .  ... :::  . :. ::    ..  
gi|142 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHN-AE--TTVED 
       410       420       430       440       450          460     
 
        50        60        70        80 
AAD-12 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
        .:..   :....   .  ::..: :.  ::   
gi|142 RIGGIIDSAEKAFHKEL--GAIYS-EIKDAVSA 
          470       480          490     
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 68.3  bits: 18.8 E():   77 
Smith-Waterman score: 50; 31.4% identity (57.1% similar) in 35 aa overlap (47-80:16-50) 
 
         20        30        40        50         60        70      
AAD-12 GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA-WHADSTYMPVMAQGAVFSAEVV 
                                     ...:  : . ::. : :. :   .  : .  
gi|441                MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATP 
                              10        20        30        40      
 
          80                                                        
AAD-12 PAVGG                                                        
        :.::                                                        
gi|441 AAAGGKATTDEQKLLEDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKA 
          50        60        70        80        90       100      
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 68.3  bits: 18.8 E():   78 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (54-71:66-83) 
 
            30        40        50        60        70        80    
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG    
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 45; 27.1% identity (52.1% similar) in 48 aa overlap (16-62:15-62) 
 
               10        20        30        40        50           
AAD-12 DQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA-WHADST 
                      : :. . : . .  ::.:  .:    .   . :.: :. .:  .: 
gi|144  MSWQAYVDDHLMCEIEGNHLSAAAIIGQDGSVWAQSANFPQFKSEEITGIMSDFHEPGT 
                10        20        30        40        50          
 
      60        70        80                                        
AAD-12 YMPVMAQGAVFSAEVVPAVGG                                        
         :                                                          
gi|144 LAPTGLYIGGTKYMVIQGEPGAVIRGKKGPGGVTVKKTNQALIIGIYDEPMTPGQCNMIV 
      60        70        80        90       100       110          
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.1  bits: 17.3 E():   80 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (2-20:35-53) 
 
                                            10        20        30  
AAD-12                              DQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
              40        50        60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
                                                         
gi|191 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ  
           70        80        90       100       110    
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>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.1  bits: 17.3 E():   80 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (2-20:35-53) 
 
                                            10        20        30  
AAD-12                              DQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
              40        50        60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
                                                         
gi|730 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ  
           70        80        90       100       110    
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 68.1  bits: 18.5 E():   80 
Smith-Waterman score: 54; 21.7% identity (56.7% similar) in 60 aa overlap (1-60:207-260) 
 
                                             10        20        30 
AAD-12                               DQQITFAKRFGAIERIGGGDIVAISNVKAD 
                                     :.   . . .::. ::   : .. .   .  
gi|168 ASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWTELKESWGAVWRIDTPDKLT-GPFTVR 
        180       190       200       210       220        230      
 
               40        50        60        70        80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
        :..  . .:..:..       .:.::..:                     
gi|168 YTTEGGTKSEFEDVIP-----EGWKADTSYSAK                  
         240       250            260                     
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (17-26:109-118) 
 
                             10        20        30        40       
AAD-12               DQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
         50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
                                          
gi|534 KAEALFRAVESYLLAHSDAYN              
      140       150                       
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (56-80:27-50) 
 
          30        40        50        60        70        80      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG      
                                     ::.  .: .:  ::  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIK 
          60        70        80        90       100       110      
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 46; 36.0% identity (64.0% similar) in 25 aa overlap (56-80:27-50) 
 
          30        40        50        60        70        80      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG      
                                     ::.  .: .:  :.  ::.. . ::      
gi|304     MGLYTFENEFTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGNGGPGTIK 
                   10        20        30         40        50      
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gi|304 KITFGEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (59-80:29-50) 
 
       30        40        50        60        70        80         
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG         
                                     : .: .:  :. :.: . . ::         
gi|400   MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
gi|400 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKIS 
       60        70        80        90       100       110         
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (18-58:111-158) 
 
                            10        20           30            40 
AAD-12              DQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
               50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
        . ..... . .  :.:.                       
gi|116 GEALLRAVESYLLAHSDAYN                     
              150       160                     
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (17-26:110-119) 
 
                             10        20        30        40       
AAD-12               DQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
         50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
                                          
gi|534 KAEALFRAVESYLLAHSDAYN              
     140       150       160              
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (56-80:27-50) 
 
          30        40        50        60        70        80      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG      
                                     ::.  .: .:  ::  ::.. . ::      
gi|880     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
gi|880 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVI 
          60        70        80        90       100       110      
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (18-58:111-158) 
 
                            10        20           30            40 
AAD-12              DQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
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               50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
        . ..... . .  :.:.                       
gi|116 GEALLRAVESYLLAHSDAYN                     
              150       160                     
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (18-58:111-158) 
 
                            10        20           30            40 
AAD-12              DQQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDQEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
               50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
        . ..... . .  :.:.                       
gi|116 GEALLRAVESYLLAHSDAYN                     
              150       160                     
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (56-80:27-50) 
 
          30        40        50        60        70        80      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG      
                                     ::.  .: .:  ::  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
gi|901 KITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 67.7  bits: 19.3 E():   84 
Smith-Waterman score: 52; 43.5% identity (60.9% similar) in 23 aa overlap (2-24:116-138) 
 
                                            10        20        30  
AAD-12                              DQQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     :.  :  :   :.:.  :::.::        
gi|259 YVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIAIPAGVAHW 
          90       100       110       120       130       140      
 
              40        50        60        70        80            
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG            
                                                                    
gi|259 CYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGRNLFSGFDT 
         150       160       170       180       190       200      
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.6  bits: 15.1 E():   85 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (54-60:19-25) 
 
            30        40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
                                     :..:..:                     
gi|320             YTTEGGTKAEAEDVIPEGWKVDTSYE                    
                           10        20                          
 
>>gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliensis]   (205 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 67.3  bits: 18.0 E():   88 
Smith-Waterman score: 47; 21.1% identity (47.4% similar) in 76 aa overlap (12-79:49-124) 
 
                                  10        20         30        40 
AAD-12                    DQQITFAKRFGAIERIGGGDIVAI-SNVKADGTVRQHSPAE 
                                     :::.  .. .: . : .: .:  . .     
gi|577 ISGEIMQLHHQKHHQTYITNYNKALEQLNDAIEKGDSAAVVKLQSAIKFNGGGHVNHSIF 
       20        30        40        50        60        70         
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               50               60        70        80              
AAD-12 WDDMMKVIVG-------NMAWHADSTYMPVMAQGAVFSAEVVPAVGG              
       : ..  :  :       ...:  :. .  .     ...:: :   :               
gi|577 WKNLAPVREGGGELPHGSLGWAIDADFGSLEKLIQLMNAEGVALQGSGWVWLALDKELKK 
       80        90       100       110       120       130         
 
gi|577 LVVETTANQDPLVTKGPTLVPLLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVY 
      140       150       160       170       180       190         
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.1  bits: 18.0 E():   90 
Smith-Waterman score: 47; 23.1% identity (51.3% similar) in 39 aa overlap (24-58:147-185) 
 
                      10        20        30            40          
AAD-12        DQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH----SPAEWDDMMKVIV 
                                     ::.  .::.. .:    .   :    :.   
gi|613 ATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMHVGHYTQIVWAKTKKIGC 
        120       130       140       150       160       170       
 
      50        60        70        80     
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGG     
       : . .. :.                           
gi|613 GRIMFKEDNWNKHYLVCNYGPAGNVLGAQIYEIKK 
        180       190       200       210  
 
>>gi|77999277|gb|ABB16985.1| profilin-like protein [Sola  (131 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 44; 26.6% identity (55.7% similar) in 79 aa overlap (16-80:15-91) 
 
               10        20        30               40          50  
AAD-12 DQQITFAKRFGAIERIGGGDIVAISNVKADGTVR-------QHSPAEWDDMMKVIV--GN 
                      : :. ... . :  ::::        : .: : . .:. ..  :. 
gi|779  MSWQTYVDEHLLCEIEGNHLTSAAIVGQDGTVWAQSANFPQFKPEEISGIMNDFAEPGT 
                10        20        30        40        50          
 
                  60         70        80                           
AAD-12 MA----WHADSTYMPVMAQ-GAVFSAEVVPAVGG                           
       .:    . . . :: .... :::. ..  :  ::                           
gi|779 LAPTGLYLGGTKYMVIQGEPGAVIRGKKGP--GGITIKKTNQALIIGIYDEPMTPGQCNM 
      60        70        80          90       100       110        
 
gi|779 IVERLGDYLVEQGL 
       120       130  
 
>>gi|2959898|emb|CAA73720.1| Profilin [Mercurialis annua  (133 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 44; 28.8% identity (51.5% similar) in 66 aa overlap (18-69:19-84) 
 
                10        20        30               40          50 
AAD-12  DQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VG 
                         :  ..: : :  ::..  .:       : :   .:: .   : 
gi|295 MSWQTYVDDHLMCDIDGQGQHLAAASIVGHDGSIWAQSASFPQLKPEEITGIMKDFDEPG 
               10        20        30        40        50        60 
 
                   60         70        80                          
AAD-12 NMA----WHADSTYMPVMAQ-GAVFSAEVVPAVGG                          
       ..:    . : . :: .... :::                                     
gi|295 HLAPTGLYIAGTKYMVIQGESGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPGQCNMV 
               70        80        90       100       110       120 
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.7  bits: 17.6 E():   96 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (56-80:27-50) 
 
          30        40        50        60        70        80      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG      
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
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gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.7  bits: 17.6 E():   96 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (56-80:27-50) 
 
          30        40        50        60        70        80      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG      
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.7  bits: 17.6 E():   96 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (56-80:27-50) 
 
          30        40        50        60        70        80      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG      
                                     ::.  .: .:  :.  ::.. . ::      
gi|753     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTTK 
                   10        20        30         40        50      
 
gi|753 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.7  bits: 17.6 E():   96 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (56-80:27-50) 
 
          30        40        50        60        70        80      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG      
                                     ::.  .: .:  :.  ::.. . ::      
gi|425     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
gi|425 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.7  bits: 17.6 E():   96 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (56-80:27-50) 
 
          30        40        50        60        70        80      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG      
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (56-80:27-50) 
 
          30        40        50        60        70        80      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG      
                                     ::.  .: .:  :.  ::.. . ::      
gi|901     MGGYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (56-80:27-50) 
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          30        40        50        60        70        80      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG      
                                     ::.  .: .:  :.  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 17.3 E():   98 
Smith-Waterman score: 44; 16.0% identity (72.0% similar) in 25 aa overlap (44-68:12-36) 
 
            20        30        40        50        60        70    
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
                                     .. .... ..: ....  :. : :.      
gi|249                    MRTVSARSSVALVVIVAAVLVWTSSASVAPAPAPGSEETCG 
                                  10        20        30        40  
 
            80                                                      
AAD-12 VVPAVGG                                                      
                                                                    
gi|249 TVVGALMPCLPFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDG 
              50        60        70        80        90       100  
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.3  bits: 17.3 E(): 1e 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (16-38:15-37) 
 
               10        20        30        40        50        60 
AAD-12 DQQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY 
                      : : .... . .  ::.:  .::                       
gi|100  MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKPEENAGIVKDFEEPGH 
                10        20        30        40        50          
 
               70        80                                         
AAD-12 MPVMAQGAVFSAEVVPAVGG                                         
                                                                    
gi|100 LAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVV 
      60        70        80        90       100       110          
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:38 2011 done: Fri Jan 21 00:02:38 2011 
 Total Scan time:  0.060 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 56  - 135 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     4     2:*= 
  32     8     8:==* 
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  34    25    22:=======*= 
  36    60    44:==============*===== 
  38    91    73:========================*====== 
  40    91   102:===============================  * 
  42   122   125:=========================================* 
  44   177   138:=============================================*============= 
  46   124   140:==========================================    * 
  48   147   134:============================================*==== 
  50   113   122:======================================  * 
  52    55   108:===================                * 
  54    70    92:========================      * 
  56    52    77:==================       * 
  58    42    63:==============      * 
  60    83    51:================*=========== 
  62    57    41:=============*===== 
  64    29    33:==========* 
  66    44    26:========*====== 
  68    22    20:======*= 
  70    24    16:=====*== 
  72    16    12:===*== 
  74     6    10:== * 
  76     9     8:==* 
  78     6     6:=* 
  80     1     5:=* 
  82     4     3:*= 
  84     1     3:* 
  86     4     2:*= 
  88     0     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.49400.00371; mu= 4.8581 0.192 
 mean_var=51.551315.310, 0's: 2 Z-trim: 2  B-trim: 11 in 1/43 
 Lambda= 0.178630 
 Kolmogorov-Smirnov  statistic: 0.0457 (N=28) at  58 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   67 23.3     1.1 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   65 22.8     1.6 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   57 20.7     8.4 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   57 20.7     8.4 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   57 20.7     8.4 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   57 20.7     8.4 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   57 20.7      11 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   61 21.8      13 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   60 21.5      13 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   56 20.5      13 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   59 21.3      13 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   55 20.2      15 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   54 20.0      19 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   58 21.0      21 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   58 21.0      21 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   58 21.0      22 
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gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   45 17.6      23 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   50 18.9      24 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   57 20.8      26 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   57 20.8      26 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   49 18.7      26 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   52 19.4      26 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 19.4      26 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   52 19.4      26 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   52 19.4      27 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   56 20.5      31 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   50 18.9      32 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 20.2      32 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   54 20.0      37 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 16.3      38 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 16.3      38 
gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pach ( 199)   51 19.2      39 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   55 20.2      40 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   53 19.7      41 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   48 18.4      44 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   48 18.4      44 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   48 18.4      44 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   48 18.4      44 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   53 19.7      46 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   55 20.2      47 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   51 19.2      47 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   55 20.2      49 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   46 17.9      49 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 19.2      49 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 18.4      49 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 18.9      51 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   51 19.2      51 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   51 19.2      52 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   47 18.1      53 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 19.2      53 
gi|34851174|gb|AAP15199.1| profilin-like protein [ ( 131)   47 18.1      53 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   48 18.4      54 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   50 18.9      56 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   51 19.2      58 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 17.9      59 
gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=M ( 308)   51 19.2      60 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   50 18.9      61 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   50 18.9      61 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 18.9      63 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 18.9      63 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   47 18.2      64 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   47 18.2      64 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   47 18.2      64 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   47 18.2      64 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   47 18.2      64 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   47 18.2      64 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   47 18.2      64 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   47 18.2      64 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   47 18.2      64 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   47 18.2      64 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   47 18.2      64 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   47 18.2      64 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   47 18.2      64 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   53 19.7      66 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 18.9      70 
gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full= (  85)   43 17.1      70 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 18.7      73 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   52 19.5      73 
gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full= ( 131)   45 17.6      75 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 17.9      76 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   46 17.9      76 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   46 17.9      76 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 17.9      76 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   46 17.9      76 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 17.9      76 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 17.9      76 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 17.9      76 
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gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 17.9      76 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   46 17.9      76 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   44 17.4      77 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   44 17.4      77 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   48 18.4      80 
gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliens ( 205)   47 18.2      81 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   48 18.4      82 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   47 18.2      84 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   48 18.4      87 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   48 18.4      87 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   48 18.4      87 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   48 18.4      89 
gi|77999277|gb|ABB16985.1| profilin-like protein [ ( 131)   44 17.4      89 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 18.9      90 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   45 17.6      90 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   45 17.6      90 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   45 17.6      90 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   45 17.6      90 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   45 17.6      90 
gi|2959898|emb|CAA73720.1| Profilin [Mercurialis a ( 133)   44 17.4      91 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   45 17.6      91 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   45 17.6      91 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 15.0      91 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   52 19.5      93 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   44 17.4      94 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   44 17.4      95 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   52 19.5      96 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 19.0      97 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   42 16.9      99 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   47 18.2      99 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  67  Z-score: 101.5  bits: 23.3 E():  1.1 
Smith-Waterman score: 67; 40.0% identity (63.3% similar) in 30 aa overlap (28-57:30-56) 
 
                 10        20        30        40        50         
AAD-12   QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. : :   ::. :.. :  
gi|126 TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTK--KGNL-WEVKSA 
               10        20        30        40          50         
 
       60        70        80                   
AAD-12 YMPVMAQGAVFSAEVVPAVGGR                   
                                                
gi|126 KPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
        60        70        80        90        
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  65  Z-score: 98.8  bits: 22.8 E():  1.6 
Smith-Waterman score: 65; 35.5% identity (64.5% similar) in 31 aa overlap (28-58:30-57) 
 
                 10        20        30        40        50         
AAD-12   QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. . :   ::. :.. :. 
gi|144 VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKSS 
               10        20        30        40          50         
 
       60        70        80                  
AAD-12 YMPVMAQGAVFSAEVVPAVGGR                  
                                               
gi|144 KPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
        60        70        80        90       
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 85.9  bits: 20.7 E():  8.4 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (2-57:29-82) 
 
                                          10        20        30    
AAD-12                            QQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
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               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR              
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 85.9  bits: 20.7 E():  8.4 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (2-57:29-82) 
 
                                          10        20        30    
AAD-12                            QQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSGLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR              
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 85.9  bits: 20.7 E():  8.4 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (2-57:29-82) 
 
                                          10        20        30    
AAD-12                            QQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR              
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 85.9  bits: 20.7 E():  8.4 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (2-57:29-82) 
 
                                          10        20        30    
AAD-12                            QQITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|117 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR              
       .:.  ::  : :   :  .:  ::                                     
gi|117 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 83.8  bits: 20.7 E():   11 
Smith-Waterman score: 57; 41.4% identity (69.0% similar) in 29 aa overlap (51-79:23-50) 
 
               30        40        50        60        70        80 
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: :::.: . ::  
gi|444         MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGV 
                       10        20         30        40        50  
 
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  49 init1:  49 opt:  61  Z-score: 82.8  bits: 21.8 E():   13 
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Smith-Waterman score: 61; 22.4% identity (57.9% similar) in 76 aa overlap (5-78:103-177) 
 
                                          10        20        30    
AAD-12                           QQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|309 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
            40        50         60        70        80             
AAD-12 QHSPAEWDDMMKVIVGNMAWHAD-STYMPVMAQGAVFSAEVVPAVGGR             
       .: :: ::   : .. .. ...  ..     : ::. .:... :.:               
gi|309 DHPPASWDWRKKGVITQVKYQGGCGSGWAFSATGAIEAAHAI-ATGDLVSLSEQELVDCV 
            140       150       160       170        180       190  
 
gi|309 EESEGCYNGWHYQSFEWVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSD 
             200       210       220       230       240       250  
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 82.5  bits: 21.5 E():   13 
Smith-Waterman score: 60; 21.4% identity (61.4% similar) in 70 aa overlap (13-80:265-327) 
 
                                 10        20        30        40   
AAD-12                   QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD 
                                     :..: :..:     ...: .. ..::. .  
gi|170 HSVVHSIIMQQQQQQQQQQGIDIFLPLSQHEQVGQGSLV-----QGQGIIQPQQPAQLEA 
          240       250       260       270            280          
 
             50        60          70        80 
AAD-12 MMKVIVGNMAWHADSTYMP--VMAQGAVFSAEVVPAVGGR 
       . .... ..    . .:.:     . : : : .: ..::. 
gi|170 IRSLVLQTLPSMCN-VYVPPECSIMRAPF-ASIVAGIGGQ 
     290       300        310        320        
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 82.4  bits: 20.5 E():   13 
Smith-Waterman score: 56; 40.0% identity (68.0% similar) in 25 aa overlap (55-79:27-50) 
 
           30        40        50        60        70        80     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR     
                                     ::.  .: .:  :. :::.. . ::      
gi|165     MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|165 KITFGEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSIL 
          60        70        80        90       100       110      
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  57 init1:  57 opt:  59  Z-score: 82.3  bits: 21.3 E():   13 
Smith-Waterman score: 59; 17.6% identity (55.9% similar) in 68 aa overlap (13-80:217-279) 
 
                                 10        20        30        40   
AAD-12                   QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD 
                                     ...: : .:     ...: .. ..::. .  
gi|106 IHSIVHSIIMQQEQQEQRQGVQILVPLSQQQQVGQGTLV-----QGQGIIQPQQPAQLEV 
        190       200       210       220            230       240  
 
             50        60        70        80 
AAD-12 MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
       . . .. ..:   .    :  .   .  : .: ..::. 
gi|106 IRSSVLQTLATMCNVYVPPYCSTIRAPFASIVAGIGGQ 
             250       260       270          
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 81.1  bits: 20.2 E():   15 
Smith-Waterman score: 55; 32.4% identity (58.8% similar) in 34 aa overlap (36-63:114-147) 
 
          10        20        30        40            50            
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV----GNMAWHA--DSTY 
                                     :::. :.. : .:    :   : .  .:.. 
gi|250 EVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSW 
            90       100       110       120       130       140    
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      60        70        80 
AAD-12 MPVMAQGAVFSAEVVPAVGGR 
        ::.                  
gi|250 APVLDFVFSTLKNEL       
           150               
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 79.6  bits: 20.0 E():   19 
Smith-Waterman score: 54; 37.9% identity (69.0% similar) in 29 aa overlap (51-79:23-50) 
 
               30        40        50        60        70        80 
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: .::.: . ::  
gi|444         MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGV 
                       10        20         30        40        50  
 
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 78.6  bits: 21.0 E():   21 
Smith-Waterman score: 58; 22.4% identity (55.3% similar) in 76 aa overlap (5-78:103-177) 
 
                                          10        20        30    
AAD-12                           QQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|129 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
            40        50         60        70        80             
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTY-MPVMAQGAVFSAEVVPAVGGR             
       .: :: ::   : .. .. ...         : ::. .:... :.:               
gi|129 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAI-ATGDLVSLSEQELVDCV 
            140       150       160       170        180       190  
 
gi|129 EESEGSYNGWQYQSFEWVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSD 
             200       210       220       230       240       250  
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 78.6  bits: 21.0 E():   21 
Smith-Waterman score: 58; 22.4% identity (55.3% similar) in 76 aa overlap (5-78:103-177) 
 
                                          10        20        30    
AAD-12                           QQITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|119 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
            40        50         60        70        80             
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTY-MPVMAQGAVFSAEVVPAVGGR             
       .: :: ::   : .. .. ...         : ::. .:... :.:               
gi|119 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAI-ATGDLVSLSEQELVDCV 
            140       150       160       170        180       190  
 
gi|119 EESEGSYNGWQYQSFEWVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSD 
             200       210       220       230       240       250  
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 78.4  bits: 21.0 E():   22 
Smith-Waterman score: 58; 25.0% identity (58.3% similar) in 48 aa overlap (24-71:262-309) 
 
                      10        20        30        40        50    
AAD-12        QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|169 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
            60        70        80                                  
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGR                                  
       .: :.::  .  ..::.:                                           
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gi|169 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 77.9  bits: 17.6 E():   23 
Smith-Waterman score: 45; 37.5% identity (66.7% similar) in 24 aa overlap (1-24:17-38) 
 
                               10        20        30        40     
AAD-12                 QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMM 
                       ::.  : .. :. :. ::: .. :                     
gi|217 LVSVEHQAARLKVAKAQQL--AAQLPAMCRLEGGDALSASQ                    
               10          20        30                             
 
           50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 77.7  bits: 18.9 E():   24 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (16-31:29-43) 
 
                            10        20        30        40        
AAD-12              QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI 
                                   : :::::. ..:  :.                 
gi|105 CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIWRK 
               10        20        30         40        50          
 
        50        60        70        80        
AAD-12 VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR        
                                                
gi|105 DSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
      60        70        80        90          
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 77.0  bits: 20.8 E():   26 
Smith-Waterman score: 57; 25.0% identity (58.3% similar) in 48 aa overlap (24-71:262-309) 
 
                      10        20        30        40        50    
AAD-12        QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
            60        70        80                                  
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGR                                  
       .: :.::  .  ..::.:                                           
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 77.0  bits: 20.8 E():   26 
Smith-Waterman score: 57; 25.0% identity (58.3% similar) in 48 aa overlap (24-71:262-309) 
 
                      10        20        30        40        50    
AAD-12        QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
            60        70        80                                  
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGR                                  
       .: :.::  .  ..::.:                                           
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 77.0  bits: 18.7 E():   26 
Smith-Waterman score: 49; 32.3% identity (58.1% similar) in 31 aa overlap (31-59:35-64) 
 
               10        20        30          40        50         
AAD-12 QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE--WDDMMKVIVGNMAWHADST 
                                     : . ..::.  :: .  : .   .: ::.  
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gi|323 QTCAGNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKP 
           10        20        30        40         50        60    
 
       60        70        80       
AAD-12 YMPVMAQGAVFSAEVVPAVGGR       
       :                            
gi|323 YSWRYGWTAFCGPAGPRCLRTNAAVTVR 
            70        80        90  
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (55-79:27-50) 
 
           30        40        50        60        70        80     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR     
                                     ::.  .: .:  :: :::.. . ::      
gi|279     MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
gi|279 KINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (55-79:27-50) 
 
           30        40        50        60        70        80     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR     
                                     ::.  .: .:  :: :::.. . ::      
gi|602     MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
gi|602 KINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (55-79:27-50) 
 
           30        40        50        60        70        80     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR     
                                     ::.  .: .:  :: :::.. . ::      
gi|131     MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
gi|131 KINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 76.8  bits: 19.4 E():   27 
Smith-Waterman score: 52; 37.9% identity (69.0% similar) in 29 aa overlap (51-79:23-50) 
 
               30        40        50        60        70        80 
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: .::.: . ::  
gi|444         MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGV 
                       10        20         30        40        50  
 
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 75.7  bits: 20.5 E():   31 
Smith-Waterman score: 56; 25.0% identity (58.3% similar) in 48 aa overlap (24-71:262-309) 
 
                      10        20        30        40        50    
AAD-12        QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|158 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQLT 
             240       250       260       270       280       290  
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            60        70        80                                  
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGR                                  
       .: :.::  .  ..::.:                                           
gi|158 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.5  bits: 18.9 E():   32 
Smith-Waterman score: 50; 28.1% identity (59.4% similar) in 32 aa overlap (46-77:11-42) 
 
          20        30        40        50        60        70      
AAD-12 GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                                     ::.. .:: ...   :. : :    ..::  
gi|249                     MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQ 
                                   10        20        30        40 
 
          80                                                        
AAD-12 AVGGR                                                        
        .                                                           
gi|249 DIMPCLHFVKGEEKEPSKECCSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVA 
               50        60        70        80        90       100 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 75.3  bits: 20.2 E():   32 
Smith-Waterman score: 55; 30.6% identity (58.3% similar) in 36 aa overlap (38-73:155-190) 
 
        10        20        30        40        50        60        
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :   . ..::.:..  :: .     .  :: 
gi|249 QLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA 
          130       140       150       160       170       180     
 
        70        80                                                
AAD-12 VFSAEVVPAVGGR                                                
       . .:::                                                       
gi|249 IPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTL 
          190       200       210       220       230       240     
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 74.2  bits: 20.0 E():   37 
Smith-Waterman score: 54; 25.6% identity (48.7% similar) in 39 aa overlap (2-40:191-229) 
 
                                            10        20        30  
AAD-12                              QQITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ::..   .:   :  : :..   .. :    
gi|320 KEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDP 
              170       180       190       200       210       220 
 
              40        50        60        70        80            
AAD-12 VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR            
       : . . : :                                                    
gi|320 VISFKTALWFWMTPQSPKPSCHNVITGRWTPSAADRAAGRLPGYGVITNIINGGIECGKG 
              230       240       250       260       270       280 
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 74.0  bits: 16.3 E():   38 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (53-59:19-25) 
 
             30        40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     :.::..:                      
gi|320             YTTEGGTKAEAEDVIPEGWKADTSYE                     
                           10        20                           
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 74.0  bits: 16.3 E():   38 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (53-59:19-25) 
 
             30        40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     :.::..:                      
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gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE                     
                           10        20                           
 
>>gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pachycon  (199 aa) 
 initn:  40 init1:  40 opt:  51  Z-score: 73.8  bits: 19.2 E():   39 
Smith-Waterman score: 51; 25.0% identity (53.3% similar) in 60 aa overlap (12-69:97-148) 
 
                                  10        20        30        40  
AAD-12                    QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD 
                                     .::   :. .:.:.  : :      : . . 
gi|169 MPDLTWDNELAAIAQRWVNQCKIGHDGCRNVERYQVGQNIAMSGSTAKG------PCNMN 
         70        80        90       100       110             120 
 
                50        60        70        80                    
AAD-12 DMMKVIVG--NMAWHADSTYMPVMAQGAVFSAEVVPAVGGR                    
       ..... ..  :    :: . ::  ..:  :                               
gi|169 NLVQMWINEVNALNAADVSSMP--SDGNYFMKIGHYTQLVWGKTTKVGCGIIQFLDGKFY 
              130       140         150       160       170         
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 73.6  bits: 20.2 E():   40 
Smith-Waterman score: 55; 32.8% identity (58.6% similar) in 58 aa overlap (27-80:89-144) 
 
                   10        20        30         40        50      
AAD-12     QQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .  :. . ..:  . 
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLT 
       60        70        80        90       100        110        
 
          60           70        80                                 
AAD-12 DSTYMP---VMAQGAVFSAEVVPAVGGR                                 
       : . :    . .::  . :    .:.::                                 
gi|114 DFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPE 
        120       130       140       150       160       170       
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 73.4  bits: 19.7 E():   41 
Smith-Waterman score: 53; 30.6% identity (58.3% similar) in 36 aa overlap (46-80:16-51) 
 
          20        30        40        50         60        70     
AAD-12 GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA-WHADSTYMPVMAQGAVFSAEVV 
                                     ...:  : . ::. : :. :   .  : .  
gi|441                MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATP 
                              10        20        30        40      
 
           80                                                       
AAD-12 PAVGGR                                                       
        :.::.                                                       
gi|441 AAAGGKATTDEQKLLEDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKA 
          50        60        70        80        90       100      
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.8  bits: 18.4 E():   44 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (15-66:15-79) 
 
               10        20        30               40          50  
AAD-12 QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|218 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
                  60        70        80                            
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGR                            
       :    :  .: :: ....:                                          
gi|218 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.8  bits: 18.4 E():   44 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (15-66:15-79) 
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               10        20        30               40          50  
AAD-12 QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|144 MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
                  60        70        80                            
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGR                            
       :    :  .: :: ....:                                          
gi|144 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.8  bits: 18.4 E():   44 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (15-66:15-79) 
 
               10        20        30               40          50  
AAD-12 QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|288 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
                  60        70        80                            
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGR                            
       :    :  .: :: ....:                                          
gi|288 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.8  bits: 18.4 E():   44 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (15-66:15-79) 
 
               10        20        30               40          50  
AAD-12 QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|604 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
                  60        70        80                            
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGR                            
       :    :  .: :: ....:                                          
gi|604 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 72.4  bits: 19.7 E():   46 
Smith-Waterman score: 53; 22.9% identity (58.3% similar) in 48 aa overlap (21-66:223-270) 
 
                         10        20        30         40          
AAD-12           QQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKV-IV 
                                     : . ..  ::   ..:.  :..  ..  :. 
gi|729 EGVLSRKVPSHLTLETPRVKMNMKYDRYAPVKVFKLDYDGIHFEKHTDIEYEPGVRYKII 
            200       210       220       230       240       250   
 
       50        60        70        80                             
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR                             
       ::   . :. .. . .::                                           
gi|729 GNGKLKDDGRHYSIDVQGIPRKAFNLDADLMDFKLKVSKPEDSNKAQFSYTFNEYTETEE 
            260       270       280       290       300       310   
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  44 init1:  44 opt:  55  Z-score: 72.4  bits: 20.2 E():   47 
Smith-Waterman score: 55; 24.2% identity (56.5% similar) in 62 aa overlap (17-77:438-492) 
 
                             10        20        30         40      
AAD-12               QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP-AEWDDMMK 
                                     ::  .  ... :::  . :.  .  .: .  
gi|796 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHNAETTVEDRIG 
       410       420       430       440       450       460        
 
          50        60        70        80 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 1686



 

 

AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
       .:. .    :....   .  ::..: :.  ::    
gi|796 IIIDS----AEKAFHKEL--GAIYS-EIKDAVSV  
       470           480          490      
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 72.3  bits: 19.2 E():   47 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (16-46:169-199) 
 
                              10        20        30         40     
AAD-12                QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|331 CKYPEGTKLTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
      140       150       160       170        180       190        
 
           50        60        70        80        
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR        
       .:                                          
gi|331 RVDTPDKLTGPFTVRYTTEGGTKSEVEDVIPEGWKADTSYEAK 
       200       210       220       230       240 
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 72.1  bits: 20.2 E():   49 
Smith-Waterman score: 55; 32.8% identity (58.6% similar) in 58 aa overlap (27-80:119-174) 
 
                   10        20        30         40        50      
AAD-12     QQITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .  :. . ..:  . 
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLT 
       90       100       110       120       130        140        
 
          60           70        80                                 
AAD-12 DSTYMP---VMAQGAVFSAEVVPAVGGR                                 
       : . :    . .::  . :    .:.::                                 
gi|476 DFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPE 
        150       160       170       180       190       200       
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 72.0  bits: 17.9 E():   49 
Smith-Waterman score: 46; 26.9% identity (53.8% similar) in 52 aa overlap (27-76:8-56) 
 
               10        20        30        40        50           
AAD-12 QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY- 
                                 :: :.    .:.  ::..   .::. .  ..    
gi|166                    ATPTPTPKAAGSWCVPKPGVSDDQL---TGNINYACSQGID 
                                  10        20           30         
 
       60        70        80                                       
AAD-12 -MPVMAQGAVFSAEVVPAVGGR                                       
         :..  :: :  ..: :                                           
gi|166 CGPIQPGGACFEPNTVKAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPS 
       40        50        60        70        80        90         
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 72.0  bits: 19.2 E():   49 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (16-31:181-195) 
 
                              10        20        30        40      
AAD-12                QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
          50        60        70        80         
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR         
                                                   
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 72.0  bits: 18.4 E():   49 
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Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (24-40:2-19) 
 
               10        20         30        40        50          
AAD-12 QQITFAKRFGAIERIGGGDIVAISNVKAD-GTVRQHSPAEWDDMMKVIVGNMAWHADSTY 
                              ..: .: :.. ..::.::                    
gi|250                       PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPFPRCRALV 
                                     10        20        30         
 
      60        70        80                                        
AAD-12 MPVMAQGAVFSAEVVPAVGGR                                        
                                                                    
gi|250 KSQCAGGQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVF 
       40        50        60        70        80        90         
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 71.7  bits: 18.9 E():   51 
Smith-Waterman score: 50; 40.0% identity (72.0% similar) in 25 aa overlap (20-44:9-29) 
 
               10        20        30        40        50        60 
AAD-12 QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 
                          :::.....: .    :.:: .:: :                 
gi|144            MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMVDQIVKSLTTKK 
                          10            20        30        40      
 
               70        80                                         
AAD-12 PVMAQGAVFSAEVVPAVGGR                                         
                                                                    
gi|144 ELDPFKIEQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKIDTDGGAFAATLK 
          50        60        70        80        90       100      
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 71.6  bits: 19.2 E():   51 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (16-46:192-222) 
 
                              10        20        30         40     
AAD-12                QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : : ..  
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
           50        60        70        80        
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR        
       .:                                          
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 71.6  bits: 19.2 E():   52 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (16-46:193-223) 
 
                              10        20        30         40     
AAD-12                QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|180 CKYPEGTKVTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
            170       180       190       200        210       220  
 
           50        60        70        80        
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR        
       .:                                          
gi|180 RVDTPDKLTGPFTVRYTTEGGTKSEVEDVIPEGWKADTSYEAK 
             230       240       250       260     
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 71.4  bits: 18.1 E():   53 
Smith-Waterman score: 47; 28.6% identity (68.6% similar) in 35 aa overlap (2-35:93-127) 
 
                                             10        20        30 
AAD-12                              QQITFA-KRFGAIERIGGGDIVAISNVKADG 
                                     :  :. :.   :....: :.:. ..: .   
gi|121 FKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVT 
             70        80        90       100       110       120   
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               40        50        60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
       .::..                                              
gi|121 SVRSYKRI                                           
            130                                           
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 71.4  bits: 19.2 E():   53 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (16-31:199-213) 
 
                              10        20        30        40      
AAD-12                QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
          50        60        70        80         
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR         
                                                   
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|34851174|gb|AAP15199.1| profilin-like protein [Humu  (131 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.4  bits: 18.1 E():   53 
Smith-Waterman score: 47; 29.1% identity (51.9% similar) in 79 aa overlap (15-79:15-91) 
 
               10        20        30               40          50  
AAD-12 QQITFAKRFGAIERIGGGDIVAISNVKADGTVR-------QHSPAEWDDMMKVIV--GNM 
                     : :  ..: . .  ::.:        : .: :   .:: .   :.. 
gi|348 MSWQAYVDDHLMCEIDGQHLTAAAIIGHDGSVWAQSSTFPQFKPEEIAAIMKDFEEPGSL 
               10        20        30        40        50        60 
 
                  60         70        80                           
AAD-12 A---WHADST-YMPVMA-QGAVFSAEVVPAVGGR                           
       :    :  .  :: .:. ::::. ..   ..::                            
gi|348 APTGLHLGGIKYMVIMGEQGAVIRGK--KGAGGITVKKTGAAMIIGIYDEPLTPGQCNMI 
               70        80          90       100       110         
 
gi|348 VERLGDYLIDQNL 
      120       130  
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 48; 29.8% identity (47.4% similar) in 57 aa overlap (26-68:38-90) 
 
                    10        20        30           40        50   
AAD-12      QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQ---HSPAEWDDMMKVIVGNMA 
                                     :.: . .:.    .:  ::.. ::    .: 
gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKVA---QA 
        10        20        30        40        50        60        
 
                        60        70        80                      
AAD-12 W-----------HADSTYMPVMAQGAVFSAEVVPAVGGR                      
       :           :.:      :::::.                                  
gi|148 WAETRTPDCSLIHSDRCG-ENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQI 
           70        80         90       100       110       120    
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.9  bits: 18.9 E():   56 
Smith-Waterman score: 54; 25.4% identity (54.2% similar) in 59 aa overlap (1-59:185-237) 
 
                                             10        20        30 
AAD-12                               QQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . :.. . .::: ::   ...     :.   
gi|458 SNPNYLALLVKFVAGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGPF 
          160       170       180       190       200               
 
               40        50        60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
       :::  . .      : .. . .:.::. :                      
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gi|458 TVRYTTEGGTKGEAKDVIPE-GWKADTCYESK                   
     210       220        230       240                   
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 70.6  bits: 19.2 E():   58 
Smith-Waterman score: 51; 35.7% identity (64.3% similar) in 28 aa overlap (52-79:23-49) 
 
              30        40        50        60        70        80  
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR  
                                     .. ::. : :. :   .  : ..::.::   
gi|663         MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGK 
                       10        20        30        40         50  
 
gi|663 ATTDEQKLLEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILK 
              60        70        80        90       100       110  
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.5  bits: 17.9 E():   59 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (61-76:66-81) 
 
               40        50        60        70        80           
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR           
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS 
         100       110       120    
 
>>gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=Major  (308 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 70.4  bits: 19.2 E():   60 
Smith-Waterman score: 51; 31.5% identity (53.7% similar) in 54 aa overlap (6-55:104-154) 
 
                                        10        20          30    
AAD-12                          QQITFAKRFGAIERIGGGDIVAISNVKAD--GTVR 
                                     ::  : : ..  .  :: . ..:   : :: 
gi|249 PLPTPLRRTSSRSSRPPSPSPPRASSPTSAAKAPGLIPKLDTAYDVAYKAAEAHPRGQVR 
            80        90       100       110       120       130    
 
              40        50        60        70        80            
AAD-12 Q--HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR            
       .  : : .    ..::.: .  ::                                     
gi|249 RLRHCPHR---SLRVIAGALEVHAVKPATEEVLAAKIPTGELQIVDKIDAAFKIAATAAN 
           140          150       160       170       180       190 
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.3  bits: 18.9 E():   61 
Smith-Waterman score: 54; 25.4% identity (55.9% similar) in 59 aa overlap (1-59:207-259) 
 
                                             10        20        30 
AAD-12                               QQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . :.. . .::: ::   ...     :.   
gi|158 GSNPNYLALLVKFSGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGPF 
        180       190       200       210       220            230  
 
               40        50        60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
       :::  . .      : .. . .:.::..:                      
gi|158 TVRYTTEGGTKARAKDVIPE-GWKADTAYESK                   
             240       250        260                     
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.2  bits: 18.9 E():   61 
Smith-Waterman score: 55; 25.4% identity (55.9% similar) in 59 aa overlap (1-59:208-260) 
 
                                             10        20        30 
AAD-12                               QQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . :.. . .::: ::   ...     :.   
gi|390 SNPNYLALLVKFVAGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGPF 
       180       190       200       210       220            230   
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               40        50        60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
       :::  . .      : .. . .:.::..:                      
gi|390 TVRYTTEGGTKGEAKDVIPE-GWKADTAYESK                   
            240       250        260                      
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 70.1  bits: 18.9 E():   63 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (16-31:198-212) 
 
                              10        20        30        40      
AAD-12                QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
          50        60        70        80         
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR         
                                                   
gi|115 RKDSDKPIKGPITVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
        230       240       250       260          
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 70.1  bits: 18.9 E():   63 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (16-31:198-212) 
 
                              10        20        30        40      
AAD-12                QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
          50        60        70        80         
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR         
                                                   
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
        230       240       250       260          
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (55-79:27-50) 
 
           30        40        50        60        70        80     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR     
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (55-79:27-50) 
 
           30        40        50        60        70        80     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR     
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEYTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (55-79:27-50) 
 
           30        40        50        60        70        80     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR     
                                     ::.  .: .:  :. .::.. . ::      
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gi|165     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|165 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (55-79:27-50) 
 
           30        40        50        60        70        80     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR     
                                     ::.  .: .:  :. .::.. . ::      
gi|753     MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|753 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (55-79:27-50) 
 
           30        40        50        60        70        80     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR     
                                     ::.  .: .:  :. .::.. . ::      
gi|886     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|886 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIK 
          60        70        80        90       100       110      
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (55-79:27-50) 
 
           30        40        50        60        70        80     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR     
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 47; 40.0% identity (68.0% similar) in 25 aa overlap (55-79:27-50) 
 
           30        40        50        60        70        80     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR     
                                     ::.  .: .:  :: :.:.. . ::      
gi|602     MGVFTYEFEFTSVIPPARLYNAFVLDADNL-IPKIAPQAVKSTEILEGDGGVGTIK 
                   10        20        30         40        50      
 
gi|602 KINFGEGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (55-79:27-50) 
 
           30        40        50        60        70        80     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR     
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
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>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (55-79:27-50) 
 
           30        40        50        60        70        80     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR     
                                     ::.  .: .:  :. .::.. . ::      
gi|134     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|134 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (55-79:27-50) 
 
           30        40        50        60        70        80     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR     
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 47; 35.0% identity (65.0% similar) in 20 aa overlap (60-79:31-50) 
 
      30        40        50        60        70        80          
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR          
                                     .: .:  :. : :.. . ::           
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICFD 
               10        20        30        40        50        60 
 
gi|132 EGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSISK 
               70        80        90       100       110       120 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (16-56:110-157) 
 
                              10        20           30             
AAD-12                QQITFAKRFGAIERIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
      40         50        60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
         . ..... . .  :.:                         
gi|154 MAEKLLRAVESYLLAHTDEYN                      
     140       150       160                      
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (16-56:110-157) 
 
                              10        20           30             
AAD-12                QQITFAKRFGAIERIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
      40         50        60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
         . ..... . .  :.:                         
gi|154 MAEKLLRAVESYLLAHTDEYN                      
     140       150       160                      
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>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 69.6  bits: 19.7 E():   66 
Smith-Waterman score: 53; 26.2% identity (57.4% similar) in 61 aa overlap (17-77:438-492) 
 
                             10        20        30        40       
AAD-12               QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV 
                                     ::  .  ... :::  . :. ::    ..  
gi|142 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHN-AE--TTVED 
       410       420       430       440       450          460     
 
         50        60        70        80 
AAD-12 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
        .:..   :....   .  ::..: :.  ::    
gi|142 RIGGIIDSAEKAFHKEL--GAIYS-EIKDAVSA  
          470       480          490      
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 69.2  bits: 18.9 E():   70 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (53-70:66-83) 
 
             30        40        50        60        70        80   
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR   
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full=Polc  (85 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.1  bits: 17.1 E():   70 
Smith-Waterman score: 43; 36.6% identity (46.3% similar) in 41 aa overlap (7-47:17-54) 
 
                         10        20        30        40        50 
AAD-12           QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                       ::: :    : : : :    .:  :. . .: :   ::  :    
gi|144 MADDHPQDKAERERIFKRFDAN---GDGKISAAELGEALKTLGSITPDEVKHMMAEIDTD 
               10        20           30        40        50        
 
               60        70        80 
AAD-12 MAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                      
gi|144 GDGFISFQEFTDFGRANRGLLKDVAKIF   
        60        70        80        
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 68.8  bits: 18.7 E():   73 
Smith-Waterman score: 49; 28.1% identity (53.1% similar) in 32 aa overlap (16-46:192-222) 
 
                              10        20        30         40     
AAD-12                QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|168 CKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGDVVAV-DIKEKGKDKWTELKESWGAVW 
             170       180       190        200       210       220 
 
           50        60        70        80        
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR        
       ..                                          
gi|168 RIDTPDKLTGPFTVRYTTEGGTKSEFEDVIPEGWKADTSYSAK 
              230       240       250       260    
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 68.8  bits: 19.5 E():   73 
Smith-Waterman score: 52; 43.5% identity (60.9% similar) in 23 aa overlap (1-23:116-138) 
 
                                             10        20        30 
AAD-12                               QQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     :.  :  :   :.:.  :::.::        
gi|259 YVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIAIPAGVAHW 
          90       100       110       120       130       140      
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               40        50        60        70        80           
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR           
                                                                    
gi|259 CYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGRNLFSGFDT 
         150       160       170       180       190       200      
 
>>gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 68.6  bits: 17.6 E():   75 
Smith-Waterman score: 45; 27.1% identity (52.1% similar) in 48 aa overlap (15-61:15-62) 
 
               10        20        30        40        50           
AAD-12 QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA-WHADSTY 
                     : :. . : . .  ::.:  .:    .   . :.: :. .:  .:  
gi|144 MSWQAYVDDHLMCEIEGNHLSAAAIIGQDGSVWAQSANFPQFKSEEITGIMSDFHEPGTL 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 MPVMAQGAVFSAEVVPAVGGR                                        
        :                                                           
gi|144 APTGLYIGGTKYMVIQGEPGAVIRGKKGPGGVTVKKTNQALIIGIYDEPMTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (16-25:109-118) 
 
                              10        20        30        40      
AAD-12                QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
          50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                           
gi|534 KAEALFRAVESYLLAHSDAYN               
      140       150                        
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 46; 36.0% identity (64.0% similar) in 25 aa overlap (55-79:27-50) 
 
           30        40        50        60        70        80     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR     
                                     ::.  .: .:  :.  ::.. . ::      
gi|304     MGLYTFENEFTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|304 KITFGEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (55-79:27-50) 
 
           30        40        50        60        70        80     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR     
                                     ::.  .: .:  ::  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIK 
          60        70        80        90       100       110      
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (58-79:29-50) 
 
        30        40        50        60        70        80        
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR        
                                     : .: .:  :. :.: . . ::         
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gi|400   MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
gi|400 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKIS 
       60        70        80        90       100       110         
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (55-79:27-50) 
 
           30        40        50        60        70        80     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR     
                                     ::.  .: .:  ::  ::.. . ::      
gi|880     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
gi|880 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVI 
          60        70        80        90       100       110      
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (17-57:111-158) 
 
                             10        20           30              
AAD-12               QQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
      40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
        . ..... . .  :.:.                        
gi|116 GEALLRAVESYLLAHSDAYN                      
              150       160                      
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (16-25:110-119) 
 
                              10        20        30        40      
AAD-12                QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
          50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                           
gi|534 KAEALFRAVESYLLAHSDAYN               
     140       150       160               
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (17-57:111-158) 
 
                             10        20           30              
AAD-12               QQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
      40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
        . ..... . .  :.:.                        
gi|116 GEALLRAVESYLLAHSDAYN                      
              150       160                      
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (17-57:111-158) 
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                             10        20           30              
AAD-12               QQITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDQEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
      40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
        . ..... . .  :.:.                        
gi|116 GEALLRAVESYLLAHSDAYN                      
              150       160                      
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (55-79:27-50) 
 
           30        40        50        60        70        80     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR     
                                     ::.  .: .:  ::  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
gi|901 KITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.4  bits: 17.4 E():   77 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (1-19:35-53) 
 
                                             10        20        30 
AAD-12                               QQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|191 CLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
               40        50        60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                                          
gi|191 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ   
           70        80        90       100       110     
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.4  bits: 17.4 E():   77 
Smith-Waterman score: 44; 31.6% identity (57.9% similar) in 19 aa overlap (1-19:35-53) 
 
                                             10        20        30 
AAD-12                               QQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . . ::  ::  . .: .:            
gi|730 CLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGR 
           10        20        30        40        50        60     
 
               40        50        60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                                          
gi|730 LARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ   
           70        80        90       100       110     
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 68.1  bits: 18.4 E():   80 
Smith-Waterman score: 48; 28.1% identity (53.1% similar) in 32 aa overlap (16-46:170-200) 
 
                              10        20        30         40     
AAD-12                QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|283 CKYPEGTKVTFHVEKGSNPNYLALLVKYVNGDGDVVAV-DIKEKGKDKWIELKESWGAIW 
     140       150       160       170        180       190         
 
           50        60        70        80        
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR        
       ..                                          
gi|283 RIDTPDKLTGPFTVRYTTEGGTKTEAEDVIPEGWKADTSYESK 
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      200       210       220       230       240  
 
>>gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliensis]   (205 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 68.0  bits: 18.2 E():   81 
Smith-Waterman score: 47; 21.1% identity (47.4% similar) in 76 aa overlap (11-78:49-124) 
 
                                   10        20         30          
AAD-12                     QQITFAKRFGAIERIGGGDIVAI-SNVKADGTVRQHSPAE 
                                     :::.  .. .: . : .: .:  . .     
gi|577 ISGEIMQLHHQKHHQTYITNYNKALEQLNDAIEKGDSAAVVKLQSAIKFNGGGHVNHSIF 
       20        30        40        50        60        70         
 
      40               50        60        70        80             
AAD-12 WDDMMKVIVG-------NMAWHADSTYMPVMAQGAVFSAEVVPAVGGR             
       : ..  :  :       ...:  :. .  .     ...:: :   :               
gi|577 WKNLAPVREGGGELPHGSLGWAIDADFGSLEKLIQLMNAEGVALQGSGWVWLALDKELKK 
       80        90       100       110       120       130         
 
gi|577 LVVETTANQDPLVTKGPTLVPLLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVY 
      140       150       160       170       180       190         
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.9  bits: 18.4 E():   82 
Smith-Waterman score: 48; 31.2% identity (53.1% similar) in 32 aa overlap (16-46:177-207) 
 
                              10        20        30         40     
AAD-12                QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|116 CKYPDGTKPTFHVEKGSNPNYLALLVKYIDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
        150       160       170       180        190       200      
 
           50        60        70        80        
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR        
       .:                                          
gi|116 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK 
         210       220       230       240         
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.7  bits: 18.2 E():   84 
Smith-Waterman score: 47; 23.1% identity (51.3% similar) in 39 aa overlap (23-57:147-185) 
 
                       10        20        30            40         
AAD-12         QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQH----SPAEWDDMMKVIV 
                                     ::.  .::.. .:    .   :    :.   
gi|613 ATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMHVGHYTQIVWAKTKKIGC 
        120       130       140       150       160       170       
 
       50        60        70        80    
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR    
       : . .. :.                           
gi|613 GRIMFKEDNWNKHYLVCNYGPAGNVLGAQIYEIKK 
        180       190       200       210  
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.4  bits: 18.4 E():   87 
Smith-Waterman score: 48; 28.1% identity (53.1% similar) in 32 aa overlap (16-46:192-222) 
 
                              10        20        30         40     
AAD-12                QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|117 CKYPEGTKVTFHVEKGSNPNYLALLVKYVNGDGDVVAV-DIKEKGKDKWIELKESWGAIW 
             170       180       190        200       210       220 
 
           50        60        70        80        
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR        
       ..                                          
gi|117 RIDTPDKLTGPFTVRYTTEGGTKTEAEDVIPEGWKADTSYESK 
              230       240       250       260    
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.4  bits: 18.4 E():   87 
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Smith-Waterman score: 48; 31.2% identity (53.1% similar) in 32 aa overlap (16-46:192-222) 
 
                              10        20        30         40     
AAD-12                QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|386 CEYPKGTKVTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
             170       180       190        200       210       220 
 
           50        60        70        80        
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR        
       .:                                          
gi|386 RVDTPDKLTGPFTVRYTTEGGTKVEAEDVIPEGWKADTAYESK 
              230       240       250       260    
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.4  bits: 18.4 E():   87 
Smith-Waterman score: 48; 31.2% identity (53.1% similar) in 32 aa overlap (16-46:194-224) 
 
                              10        20        30         40     
AAD-12                QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|117 CKYPDGTKPTFHVEKGSNPNYLALLVKYIDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
           170       180       190       200        210       220   
 
           50        60        70        80        
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR        
       .:                                          
gi|117 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK 
            230       240       250       260      
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.3  bits: 18.4 E():   89 
Smith-Waterman score: 48; 28.1% identity (53.1% similar) in 32 aa overlap (16-46:198-228) 
 
                              10        20        30         40     
AAD-12                QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|249 CKYPDGTKPTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIELKESWGAIW 
       170       180       190       200        210       220       
 
           50        60        70        80        
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR        
       ..                                          
gi|249 RIDTPDKLTGPFTVRYTTEGGTKAEFEDVIPEGWKADTHDASK 
        230       240       250       260          
 
>>gi|77999277|gb|ABB16985.1| profilin-like protein [Sola  (131 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 67.2  bits: 17.4 E():   89 
Smith-Waterman score: 44; 26.6% identity (55.7% similar) in 79 aa overlap (15-79:15-91) 
 
               10        20        30               40          50  
AAD-12 QQITFAKRFGAIERIGGGDIVAISNVKADGTVR-------QHSPAEWDDMMKVIV--GNM 
                     : :. ... . :  ::::        : .: : . .:. ..  :.. 
gi|779 MSWQTYVDEHLLCEIEGNHLTSAAIVGQDGTVWAQSANFPQFKPEEISGIMNDFAEPGTL 
               10        20        30        40        50        60 
 
                  60         70        80                           
AAD-12 A----WHADSTYMPVMAQ-GAVFSAEVVPAVGGR                           
       :    . . . :: .... :::. ..  :  ::                            
gi|779 APTGLYLGGTKYMVIQGEPGAVIRGKKGP--GGITIKKTNQALIIGIYDEPMTPGQCNMI 
               70        80          90       100       110         
 
gi|779 VERLGDYLVEQGL 
      120       130  
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 67.1  bits: 18.9 E():   90 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (53-70:56-73) 
 
             30        40        50        60        70        80   
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR   
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                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (55-79:27-50) 
 
           30        40        50        60        70        80     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR     
                                     ::.  .: .:  :.  ::.. . ::      
gi|753     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTTK 
                   10        20        30         40        50      
 
gi|753 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (55-79:27-50) 
 
           30        40        50        60        70        80     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR     
                                     ::.  .: .:  :.  ::.. . ::      
gi|425     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
gi|425 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (55-79:27-50) 
 
           30        40        50        60        70        80     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR     
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (55-79:27-50) 
 
           30        40        50        60        70        80     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR     
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (55-79:27-50) 
 
           30        40        50        60        70        80     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR     
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
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>>gi|2959898|emb|CAA73720.1| Profilin [Mercurialis annua  (133 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.1  bits: 17.4 E():   91 
Smith-Waterman score: 44; 28.8% identity (51.5% similar) in 66 aa overlap (17-68:19-84) 
 
                 10        20        30               40            
AAD-12   QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VG 
                         :  ..: : :  ::..  .:       : :   .:: .   : 
gi|295 MSWQTYVDDHLMCDIDGQGQHLAAASIVGHDGSIWAQSASFPQLKPEEITGIMKDFDEPG 
               10        20        30        40        50        60 
 
      50            60         70        80                         
AAD-12 NMA----WHADSTYMPVMAQ-GAVFSAEVVPAVGGR                         
       ..:    . : . :: .... :::                                     
gi|295 HLAPTGLYIAGTKYMVIQGESGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPGQCNMV 
               70        80        90       100       110       120 
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (55-79:27-50) 
 
           30        40        50        60        70        80     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR     
                                     ::.  .: .:  :.  ::.. . ::      
gi|901     MGGYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (55-79:27-50) 
 
           30        40        50        60        70        80     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR     
                                     ::.  .: .:  :.  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 67.1  bits: 15.0 E():   91 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (53-59:19-25) 
 
             30        40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     :..:..:                      
gi|320             YTTEGGTKAEAEDVIPEGWKVDTSYE                     
                           10        20                           
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 66.9  bits: 19.5 E():   93 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (34-72:535-572) 
 
            10        20        30        40        50        60    
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
            70        80      
AAD-12 AQGAVFSAEVVPAVGGR      
        .:  :: :              
gi|331 KEGC-FSEEGPKLVAAAQAALV 
           570       580      
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 17.4 E():   94 
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Smith-Waterman score: 44; 16.0% identity (72.0% similar) in 25 aa overlap (43-67:12-36) 
 
             20        30        40        50        60        70   
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
                                     .. .... ..: ....  :. : :.      
gi|249                    MRTVSARSSVALVVIVAAVLVWTSSASVAPAPAPGSEETCG 
                                  10        20        30        40  
 
             80                                                     
AAD-12 VVPAVGGR                                                     
                                                                    
gi|249 TVVGALMPCLPFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDG 
              50        60        70        80        90       100  
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 17.4 E():   95 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (15-37:15-37) 
 
               10        20        30        40        50        60 
AAD-12 QQITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 
                     : : .... . .  ::.:  .::                        
gi|100 MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKPEENAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 PVMAQGAVFSAEVVPAVGGR                                         
                                                                    
gi|100 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 66.6  bits: 19.5 E():   96 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (34-72:558-595) 
 
            10        20        30        40        50        60    
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|668 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
       530       540       550       560       570       580        
 
            70        80      
AAD-12 AQGAVFSAEVVPAVGGR      
        .:  :: :              
gi|668 KEGC-FSEEGPKLVAAAQAALV 
       590        600         
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 66.5  bits: 19.0 E():   97 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (53-70:56-73) 
 
             30        40        50        60        70        80   
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR   
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 66.4  bits: 16.9 E():   99 
Smith-Waterman score: 42; 37.5% identity (62.5% similar) in 24 aa overlap (1-24:79-100) 
 
                                             10        20        30 
AAD-12                               QQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     ::.  : .. :. :. ::: .  :       
gi|897 QQSGQGQQGYDSPYHVSAEHQAASLKVAKAQQL--AAQLPAMCRLEGGDALLASQ      
       50        60        70        80          90       100       
 
               40        50        60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
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>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 66.4  bits: 18.2 E():   99 
Smith-Waterman score: 48; 22.0% identity (55.9% similar) in 59 aa overlap (1-59:197-249) 
 
                                             10        20        30 
AAD-12                               QQITFAKRFGAIERIGGGDIVAISNVKADG 
                                     . : . . .::. ::   :     .. .   
gi|168 SNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPD-----KLTGPF 
        170       180       190       200       210            220  
 
               40        50        60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
       :::  . .   . .. .. . .:.::..:                      
gi|168 TVRYTTEGGTKSEVEDVIPE-GWKADTSYSAK                   
             230       240        250                     
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:38 2011 done: Fri Jan 21 00:02:39 2011 
 Total Scan time:  0.060 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 57  - 136 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     1     0:= 
  30     4     2:*= 
  32     7     8:==* 
  34    25    22:=======*= 
  36    56    44:==============*==== 
  38    89    73:========================*===== 
  40   100   102:=================================* 
  42   118   125:======================================== * 
  44   157   138:=============================================*======= 
  46   136   140:==============================================* 
  48   164   134:============================================*========== 
  50   116   122:======================================= * 
  52    56   108:===================                * 
  54    65    92:======================        * 
  56    56    77:===================      * 
  58    37    63:=============       * 
  60    81    51:================*========== 
  62    48    41:=============*== 
  64    33    33:==========* 
  66    44    26:========*====== 
  68    22    20:======*= 
  70    23    16:=====*== 
  72    16    12:===*== 
  74     5    10:== * 
  76    10     8:==*= 
  78     6     6:=* 
  80     2     5:=* 
  82     4     3:*= 
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  84     1     3:* 
  86     4     2:*= 
  88     0     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.24770.0036; mu= 6.1329 0.187 
 mean_var=51.267415.247, 0's: 2 Z-trim: 2  B-trim: 11 in 1/43 
 Lambda= 0.179124 
 Kolmogorov-Smirnov  statistic: 0.0473 (N=28) at  48 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   67 23.3     1.1 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   65 22.8     1.6 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   57 20.7     8.5 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   57 20.7     8.5 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   57 20.7     8.5 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   57 20.7     8.5 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   57 20.7      11 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   61 21.8      12 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   60 21.6      12 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   59 21.3      13 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   56 20.5      13 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   55 20.2      15 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   60 21.6      16 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   54 20.0      19 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   60 21.6      19 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   58 21.1      20 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   58 21.1      20 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   58 21.1      21 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   50 18.9      24 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   57 20.8      25 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   57 20.8      25 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 19.4      26 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   52 19.4      26 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   52 19.4      26 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   52 19.4      26 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   49 18.6      27 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   44 17.3      29 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   56 20.6      30 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 20.3      31 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   50 18.9      32 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   54 20.0      36 
gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pach ( 199)   51 19.2      39 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   53 19.8      40 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 16.2      41 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 16.2      41 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   55 20.3      44 
gi|34851174|gb|AAP15199.1| profilin-like protein [ ( 131)   48 18.4      45 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   48 18.4      45 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   48 18.4      45 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   48 18.4      45 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   48 18.4      45 
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gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   53 19.8      45 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   51 19.2      46 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 19.2      48 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 18.4      49 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 19.0      50 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   46 17.9      50 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   51 19.2      50 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   51 19.2      50 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 19.2      51 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   47 18.1      53 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   48 18.4      54 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   50 19.0      55 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   51 19.2      57 
gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=M ( 308)   51 19.2      58 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   50 19.0      60 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   50 19.0      60 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 17.9      60 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 19.0      61 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 19.0      61 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   53 19.8      63 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   47 18.2      64 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   47 18.2      64 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   47 18.2      64 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   47 18.2      64 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   47 18.2      64 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   47 18.2      64 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   47 18.2      64 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   47 18.2      64 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   47 18.2      64 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   47 18.2      64 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   47 18.2      64 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   47 18.2      64 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   47 18.2      64 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 19.0      68 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 18.7      71 
gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full= (  85)   43 17.1      72 
gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full= ( 131)   45 17.6      76 
gi|77999277|gb|ABB16985.1| profilin-like protein [ ( 131)   45 17.6      76 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   46 17.9      76 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 17.9      76 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   46 17.9      76 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 17.9      76 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   46 17.9      76 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 17.9      76 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 17.9      76 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 17.9      76 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 17.9      76 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   46 17.9      76 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   48 18.4      78 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   48 18.5      80 
gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliens ( 205)   47 18.2      80 
gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   47 18.2      81 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   47 18.2      82 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   48 18.5      85 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   48 18.5      85 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   48 18.5      85 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   48 18.5      86 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 19.0      87 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   52 19.6      88 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   45 17.6      90 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   45 17.6      90 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   45 17.6      90 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   45 17.6      90 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   45 17.6      90 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   45 17.6      91 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   45 17.6      91 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   52 19.6      91 
gi|2959898|emb|CAA73720.1| Profilin [Mercurialis a ( 133)   44 17.4      91 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   43 17.1      93 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   43 17.1      93 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 19.0      93 
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gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   44 17.4      94 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   44 17.4      96 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   47 18.2      97 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   48 18.5      98 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   49 18.7      98 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   49 18.7      98 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   49 18.7      98 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 14.9      98 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   50 19.0      99 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  67  Z-score: 101.5  bits: 23.3 E():  1.1 
Smith-Waterman score: 67; 40.0% identity (63.3% similar) in 30 aa overlap (27-56:30-56) 
 
                  10        20        30        40        50        
AAD-12    QITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. : :   ::. :.. :  
gi|126 TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTK--KGNL-WEVKSA 
               10        20        30        40          50         
 
        60        70        80                  
AAD-12 YMPVMAQGAVFSAEVVPAVGGRT                  
                                                
gi|126 KPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
        60        70        80        90        
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  65  Z-score: 98.8  bits: 22.8 E():  1.6 
Smith-Waterman score: 65; 35.5% identity (64.5% similar) in 31 aa overlap (27-57:30-57) 
 
                  10        20        30        40        50        
AAD-12    QITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. . :   ::. :.. :. 
gi|144 VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKSS 
               10        20        30        40          50         
 
        60        70        80                 
AAD-12 YMPVMAQGAVFSAEVVPAVGGRT                 
                                               
gi|144 KPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
        60        70        80        90       
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 85.8  bits: 20.7 E():  8.5 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (1-56:29-82) 
 
                                           10        20        30   
AAD-12                             QITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT             
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 85.8  bits: 20.7 E():  8.5 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (1-56:29-82) 
 
                                           10        20        30   
AAD-12                             QITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSGLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT             
       .:.  ::  : :   :  .:  ::                                     
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gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 85.8  bits: 20.7 E():  8.5 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (1-56:29-82) 
 
                                           10        20        30   
AAD-12                             QITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT             
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 85.8  bits: 20.7 E():  8.5 
Smith-Waterman score: 57; 26.8% identity (55.4% similar) in 56 aa overlap (1-56:29-82) 
 
                                           10        20        30   
AAD-12                             QITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                   ..::. . :. :.  .  .   ... :.  .: 
gi|117 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT             
       .:.  ::  : :   :  .:  ::                                     
gi|117 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 83.8  bits: 20.7 E():   11 
Smith-Waterman score: 57; 41.4% identity (69.0% similar) in 29 aa overlap (50-78:23-50) 
 
      20        30        40        50        60        70          
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: :::.: . ::  
gi|444         MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGV 
                       10        20         30        40        50  
 
      80                                                            
AAD-12 T                                                            
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  49 init1:  49 opt:  61  Z-score: 83.1  bits: 21.8 E():   12 
Smith-Waterman score: 61; 22.4% identity (57.9% similar) in 76 aa overlap (4-77:103-177) 
 
                                           10        20        30   
AAD-12                            QITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|309 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
             40        50         60        70        80            
AAD-12 QHSPAEWDDMMKVIVGNMAWHAD-STYMPVMAQGAVFSAEVVPAVGGRT            
       .: :: ::   : .. .. ...  ..     : ::. .:... :.:               
gi|309 DHPPASWDWRKKGVITQVKYQGGCGSGWAFSATGAIEAAHAI-ATGDLVSLSEQELVDCV 
            140       150       160       170        180       190  
 
gi|309 EESEGCYNGWHYQSFEWVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSD 
             200       210       220       230       240       250  
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
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 initn:  53 init1:  53 opt:  60  Z-score: 82.8  bits: 21.6 E():   12 
Smith-Waterman score: 60; 21.4% identity (61.4% similar) in 70 aa overlap (12-79:265-327) 
 
                                  10        20        30        40  
AAD-12                    QITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD 
                                     :..: :..:     ...: .. ..::. .  
gi|170 HSVVHSIIMQQQQQQQQQQGIDIFLPLSQHEQVGQGSLV-----QGQGIIQPQQPAQLEA 
          240       250       260       270            280          
 
              50        60          70        80 
AAD-12 MMKVIVGNMAWHADSTYMP--VMAQGAVFSAEVVPAVGGRT 
       . .... ..    . .:.:     . : : : .: ..::.  
gi|170 IRSLVLQTLPSMCN-VYVPPECSIMRAPF-ASIVAGIGGQ  
     290       300        310        320         
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  57 init1:  57 opt:  59  Z-score: 82.6  bits: 21.3 E():   13 
Smith-Waterman score: 59; 17.6% identity (55.9% similar) in 68 aa overlap (12-79:217-279) 
 
                                  10        20        30        40  
AAD-12                    QITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD 
                                     ...: : .:     ...: .. ..::. .  
gi|106 IHSIVHSIIMQQEQQEQRQGVQILVPLSQQQQVGQGTLV-----QGQGIIQPQQPAQLEV 
        190       200       210       220            230       240  
 
              50        60        70        80 
AAD-12 MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
       . . .. ..:   .    :  .   .  : .: ..::.  
gi|106 IRSSVLQTLATMCNVYVPPYCSTIRAPFASIVAGIGGQ  
             250       260       270           
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 82.4  bits: 20.5 E():   13 
Smith-Waterman score: 56; 40.0% identity (68.0% similar) in 25 aa overlap (54-78:27-50) 
 
            30        40        50        60        70        80    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT    
                                     ::.  .: .:  :. :::.. . ::      
gi|165     MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|165 KITFGEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSIL 
          60        70        80        90       100       110      
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 81.1  bits: 20.2 E():   15 
Smith-Waterman score: 55; 32.4% identity (58.8% similar) in 34 aa overlap (35-62:114-147) 
 
           10        20        30        40            50           
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV----GNMAWHA--DSTY 
                                     :::. :.. : .:    :   : .  .:.. 
gi|250 EVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSW 
            90       100       110       120       130       140    
 
       60        70        80 
AAD-12 MPVMAQGAVFSAEVVPAVGGRT 
        ::.                   
gi|250 APVLDFVFSTLKNEL        
           150                
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  60  Z-score: 81.0  bits: 21.6 E():   16 
Smith-Waterman score: 60; 33.9% identity (59.3% similar) in 59 aa overlap (26-80:89-145) 
 
                    10        20        30         40        50     
AAD-12      QITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .  :. . ..:  . 
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLT 
       60        70        80        90       100        110        
 
           60           70        80                                
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AAD-12 DSTYMP---VMAQGAVFSAEVVPAVGGRT                                
       : . :    . .::  . :    .:.:::                                
gi|114 DFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPE 
        120       130       140       150       160       170       
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 79.7  bits: 20.0 E():   19 
Smith-Waterman score: 54; 37.9% identity (69.0% similar) in 29 aa overlap (50-78:23-50) 
 
      20        30        40        50        60        70          
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: .::.: . ::  
gi|444         MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGV 
                       10        20         30        40        50  
 
      80                                                            
AAD-12 T                                                            
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  60  Z-score: 79.5  bits: 21.6 E():   19 
Smith-Waterman score: 60; 33.9% identity (59.3% similar) in 59 aa overlap (26-80:119-175) 
 
                    10        20        30         40        50     
AAD-12      QITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .  :. . ..:  . 
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLT 
       90       100       110       120       130        140        
 
           60           70        80                                
AAD-12 DSTYMP---VMAQGAVFSAEVVPAVGGRT                                
       : . :    . .::  . :    .:.:::                                
gi|476 DFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPE 
        150       160       170       180       190       200       
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 78.9  bits: 21.1 E():   20 
Smith-Waterman score: 58; 22.4% identity (55.3% similar) in 76 aa overlap (4-77:103-177) 
 
                                           10        20        30   
AAD-12                            QITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|129 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
             40        50         60        70        80            
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTY-MPVMAQGAVFSAEVVPAVGGRT            
       .: :: ::   : .. .. ...         : ::. .:... :.:               
gi|129 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAI-ATGDLVSLSEQELVDCV 
            140       150       160       170        180       190  
 
gi|129 EESEGSYNGWQYQSFEWVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSD 
             200       210       220       230       240       250  
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 78.9  bits: 21.1 E():   20 
Smith-Waterman score: 58; 22.4% identity (55.3% similar) in 76 aa overlap (4-77:103-177) 
 
                                           10        20        30   
AAD-12                            QITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|119 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
             40        50         60        70        80            
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTY-MPVMAQGAVFSAEVVPAVGGRT            
       .: :: ::   : .. .. ...         : ::. .:... :.:               
gi|119 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAI-ATGDLVSLSEQELVDCV 
            140       150       160       170        180       190  
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gi|119 EESEGSYNGWQYQSFEWVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSD 
             200       210       220       230       240       250  
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 78.8  bits: 21.1 E():   21 
Smith-Waterman score: 58; 25.0% identity (58.3% similar) in 48 aa overlap (23-70:262-309) 
 
                       10        20        30        40        50   
AAD-12         QITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|169 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
             60        70        80                                 
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRT                                 
       .: :.::  .  ..::.:                                           
gi|169 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 77.6  bits: 18.9 E():   24 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (15-30:29-43) 
 
                             10        20        30        40       
AAD-12               QITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI 
                                   : :::::. ..:  :.                 
gi|105 CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIWRK 
               10        20        30         40        50          
 
         50        60        70        80       
AAD-12 VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT       
                                                
gi|105 DSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
      60        70        80        90          
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 77.4  bits: 20.8 E():   25 
Smith-Waterman score: 57; 25.0% identity (58.3% similar) in 48 aa overlap (23-70:262-309) 
 
                       10        20        30        40        50   
AAD-12         QITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
             60        70        80                                 
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRT                                 
       .: :.::  .  ..::.:                                           
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 77.4  bits: 20.8 E():   25 
Smith-Waterman score: 57; 25.0% identity (58.3% similar) in 48 aa overlap (23-70:262-309) 
 
                       10        20        30        40        50   
AAD-12         QITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
             60        70        80                                 
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRT                                 
       .: :.::  .  ..::.:                                           
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (54-78:27-50) 
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            30        40        50        60        70        80    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT    
                                     ::.  .: .:  :: :::.. . ::      
gi|602     MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
gi|602 KINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (54-78:27-50) 
 
            30        40        50        60        70        80    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT    
                                     ::.  .: .:  :: :::.. . ::      
gi|131     MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
gi|131 KINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (54-78:27-50) 
 
            30        40        50        60        70        80    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT    
                                     ::.  .: .:  :: :::.. . ::      
gi|279     MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
gi|279 KINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 52; 37.9% identity (69.0% similar) in 29 aa overlap (50-78:23-50) 
 
      20        30        40        50        60        70          
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: .::.: . ::  
gi|444         MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGV 
                       10        20         30        40        50  
 
      80                                                            
AAD-12 T                                                            
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 76.8  bits: 18.6 E():   27 
Smith-Waterman score: 49; 32.3% identity (58.1% similar) in 31 aa overlap (30-58:35-64) 
 
                10        20        30          40        50        
AAD-12  QITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE--WDDMMKVIVGNMAWHADST 
                                     : . ..::.  :: .  : .   .: ::.  
gi|323 QTCAGNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKP 
           10        20        30        40         50        60    
 
        60        70        80      
AAD-12 YMPVMAQGAVFSAEVVPAVGGRT      
       :                            
gi|323 YSWRYGWTAFCGPAGPRCLRTNAAVTVR 
            70        80        90  
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.0  bits: 17.3 E():   29 
Smith-Waterman score: 44; 35.0% identity (70.0% similar) in 20 aa overlap (4-23:19-38) 
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                              10        20        30        40      
AAD-12                QITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV 
                         .: .. :. :. ::: .. :                       
gi|217 LVSVEHQAARLKVAKAQQLAAQLPAMCRLEGGDALSASQ                      
               10        20        30                               
 
          50        60        70        80 
AAD-12 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 76.0  bits: 20.6 E():   30 
Smith-Waterman score: 56; 25.0% identity (58.3% similar) in 48 aa overlap (23-70:262-309) 
 
                       10        20        30        40        50   
AAD-12         QITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|158 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQLT 
             240       250       260       270       280       290  
 
             60        70        80                                 
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRT                                 
       .: :.::  .  ..::.:                                           
gi|158 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 75.5  bits: 20.3 E():   31 
Smith-Waterman score: 55; 30.6% identity (58.3% similar) in 36 aa overlap (37-72:155-190) 
 
         10        20        30        40        50        60       
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :   . ..::.:..  :: .     .  :: 
gi|249 QLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA 
          130       140       150       160       170       180     
 
         70        80                                               
AAD-12 VFSAEVVPAVGGRT                                               
       . .:::                                                       
gi|249 IPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTL 
          190       200       210       220       230       240     
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.4  bits: 18.9 E():   32 
Smith-Waterman score: 50; 28.1% identity (59.4% similar) in 32 aa overlap (45-76:11-42) 
 
           20        30        40        50        60        70     
AAD-12 GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                                     ::.. .:: ...   :. : :    ..::  
gi|249                     MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQ 
                                   10        20        30        40 
 
           80                                                       
AAD-12 AVGGRT                                                       
        .                                                           
gi|249 DIMPCLHFVKGEEKEPSKECCSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVA 
               50        60        70        80        90       100 
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 74.4  bits: 20.0 E():   36 
Smith-Waterman score: 54; 25.6% identity (48.7% similar) in 39 aa overlap (1-39:191-229) 
 
                                             10        20        30 
AAD-12                               QITFAKRFGAIERIGGGDIVAISNVKADGT 
                                     ::..   .:   :  : :..   .. :    
gi|320 KEQGNPPDYCVPTAQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDP 
              170       180       190       200       210       220 
 
               40        50        60        70        80           
AAD-12 VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT           
       : . . : :                                                    
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gi|320 VISFKTALWFWMTPQSPKPSCHNVITGRWTPSAADRAAGRLPGYGVITNIINGGIECGKG 
              230       240       250       260       270       280 
 
>>gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pachycon  (199 aa) 
 initn:  40 init1:  40 opt:  51  Z-score: 73.9  bits: 19.2 E():   39 
Smith-Waterman score: 51; 25.0% identity (53.3% similar) in 60 aa overlap (11-68:97-148) 
 
                                   10        20        30        40 
AAD-12                     QITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD 
                                     .::   :. .:.:.  : :      : . . 
gi|169 MPDLTWDNELAAIAQRWVNQCKIGHDGCRNVERYQVGQNIAMSGSTAKG------PCNMN 
         70        80        90       100       110             120 
 
                 50        60        70        80                   
AAD-12 DMMKVIVG--NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT                   
       ..... ..  :    :: . ::  ..:  :                               
gi|169 NLVQMWINEVNALNAADVSSMP--SDGNYFMKIGHYTQLVWGKTTKVGCGIIQFLDGKFY 
              130       140         150       160       170         
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 73.6  bits: 19.8 E():   40 
Smith-Waterman score: 53; 30.6% identity (58.3% similar) in 36 aa overlap (45-79:16-51) 
 
           20        30        40        50         60        70    
AAD-12 GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA-WHADSTYMPVMAQGAVFSAEVV 
                                     ...:  : . ::. : :. :   .  : .  
gi|441                MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATP 
                              10        20        30        40      
 
            80                                                      
AAD-12 PAVGGRT                                                      
        :.::.                                                       
gi|441 AAAGGKATTDEQKLLEDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKA 
          50        60        70        80        90       100      
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.4  bits: 16.2 E():   41 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (52-58:19-25) 
 
              30        40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     :.::..:                       
gi|320             YTTEGGTKAEAEDVIPEGWKADTSYE                      
                           10        20                            
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.4  bits: 16.2 E():   41 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (52-58:19-25) 
 
              30        40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     :.::..:                       
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE                      
                           10        20                            
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  44 init1:  44 opt:  55  Z-score: 72.8  bits: 20.3 E():   44 
Smith-Waterman score: 55; 24.2% identity (56.5% similar) in 62 aa overlap (16-76:438-492) 
 
                              10        20        30         40     
AAD-12                QITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP-AEWDDMMK 
                                     ::  .  ... :::  . :.  .  .: .  
gi|796 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHNAETTVEDRIG 
       410       420       430       440       450       460        
 
           50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
       .:. .    :....   .  ::..: :.  ::     
gi|796 IIIDS----AEKAFHKEL--GAIYS-EIKDAVSV   
       470           480          490       
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>>gi|34851174|gb|AAP15199.1| profilin-like protein [Humu  (131 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.7  bits: 18.4 E():   45 
Smith-Waterman score: 48; 29.6% identity (51.9% similar) in 81 aa overlap (14-80:15-93) 
 
                10        20        30               40          50 
AAD-12  QITFAKRFGAIERIGGGDIVAISNVKADGTVR-------QHSPAEWDDMMKVIV--GNM 
                     : :  ..: . .  ::.:        : .: :   .:: .   :.. 
gi|348 MSWQAYVDDHLMCEIDGQHLTAAAIIGHDGSVWAQSSTFPQFKPEEIAAIMKDFEEPGSL 
               10        20        30        40        50        60 
 
                   60         70        80                          
AAD-12 A---WHADST-YMPVMA-QGAVFSAEVVPAVGGRT                          
       :    :  .  :: .:. ::::. ..   ..:: :                          
gi|348 APTGLHLGGIKYMVIMGEQGAVIRGK--KGAGGITVKKTGAAMIIGIYDEPLTPGQCNMI 
               70        80          90       100       110         
 
gi|348 VERLGDYLIDQNL 
      120       130  
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.7  bits: 18.4 E():   45 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (14-65:15-79) 
 
                10        20        30               40          50 
AAD-12  QITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|144 MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
                   60        70        80                           
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRT                           
       :    :  .: :: ....:                                          
gi|144 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.7  bits: 18.4 E():   45 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (14-65:15-79) 
 
                10        20        30               40          50 
AAD-12  QITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|218 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
                   60        70        80                           
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRT                           
       :    :  .: :: ....:                                          
gi|218 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.7  bits: 18.4 E():   45 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (14-65:15-79) 
 
                10        20        30               40          50 
AAD-12  QITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|288 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
                   60        70        80                           
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRT                           
       :    :  .: :: ....:                                          
gi|288 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.7  bits: 18.4 E():   45 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (14-65:15-79) 
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                10        20        30               40          50 
AAD-12  QITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|604 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
                   60        70        80                           
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRT                           
       :    :  .: :: ....:                                          
gi|604 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 72.7  bits: 19.8 E():   45 
Smith-Waterman score: 53; 22.9% identity (58.3% similar) in 48 aa overlap (20-65:223-270) 
 
                          10        20        30         40         
AAD-12            QITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKV-IV 
                                     : . ..  ::   ..:.  :..  ..  :. 
gi|729 EGVLSRKVPSHLTLETPRVKMNMKYDRYAPVKVFKLDYDGIHFEKHTDIEYEPGVRYKII 
            200       210       220       230       240       250   
 
        50        60        70        80                            
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT                            
       ::   . :. .. . .::                                           
gi|729 GNGKLKDDGRHYSIDVQGIPRKAFNLDADLMDFKLKVSKPEDSNKAQFSYTFNEYTETEE 
            260       270       280       290       300       310   
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 72.5  bits: 19.2 E():   46 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (15-45:169-199) 
 
                               10        20        30         40    
AAD-12                 QITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|331 CKYPEGTKLTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
      140       150       160       170        180       190        
 
            50        60        70        80       
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT       
       .:                                          
gi|331 RVDTPDKLTGPFTVRYTTEGGTKSEVEDVIPEGWKADTSYEAK 
       200       210       220       230       240 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 72.1  bits: 19.2 E():   48 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (15-30:181-195) 
 
                               10        20        30        40     
AAD-12                 QITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
           50        60        70        80        
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT        
                                                   
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 71.9  bits: 18.4 E():   49 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (23-39:2-19) 
 
               10        20         30        40        50          
AAD-12 QITFAKRFGAIERIGGGDIVAISNVKAD-GTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 
                             ..: .: :.. ..::.::                     
gi|250                      PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPFPRCRALVK 
                                    10        20        30          
 
      60        70        80                                        

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 1715



 

 

AAD-12 PVMAQGAVFSAEVVPAVGGRT                                        
                                                                    
gi|250 SQCAGGQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFP 
      40        50        60        70        80        90          
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 71.9  bits: 19.0 E():   50 
Smith-Waterman score: 50; 40.0% identity (72.0% similar) in 25 aa overlap (19-43:9-29) 
 
               10        20        30        40        50        60 
AAD-12 QITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 
                         :::.....: .    :.:: .:: :                  
gi|144           MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMVDQIVKSLTTKKE 
                         10            20        30        40       
 
               70        80                                         
AAD-12 VMAQGAVFSAEVVPAVGGRT                                         
                                                                    
gi|144 LDPFKIEQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKIDTDGGAFAATLKL 
         50        60        70        80        90       100       
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 71.9  bits: 17.9 E():   50 
Smith-Waterman score: 46; 26.9% identity (53.8% similar) in 52 aa overlap (26-75:8-56) 
 
               10        20        30        40        50           
AAD-12 QITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY-- 
                                :: :.    .:.  ::..   .::. .  ..     
gi|166                   ATPTPTPKAAGSWCVPKPGVSDDQL---TGNINYACSQGIDC 
                                 10        20           30          
 
       60        70        80                                       
AAD-12 MPVMAQGAVFSAEVVPAVGGRT                                       
        :..  :: :  ..: :                                            
gi|166 GPIQPGGACFEPNTVKAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSG 
      40        50        60        70        80        90          
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 71.8  bits: 19.2 E():   50 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (15-45:192-222) 
 
                               10        20        30         40    
AAD-12                 QITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : : ..  
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
            50        60        70        80       
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT       
       .:                                          
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 71.8  bits: 19.2 E():   50 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (15-45:193-223) 
 
                               10        20        30         40    
AAD-12                 QITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|180 CKYPEGTKVTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
            170       180       190       200        210       220  
 
            50        60        70        80       
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT       
       .:                                          
gi|180 RVDTPDKLTGPFTVRYTTEGGTKSEVEDVIPEGWKADTSYEAK 
             230       240       250       260     
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 71.6  bits: 19.2 E():   51 
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Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (15-30:199-213) 
 
                               10        20        30        40     
AAD-12                 QITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
           50        60        70        80        
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT        
                                                   
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 71.4  bits: 18.1 E():   53 
Smith-Waterman score: 47; 28.6% identity (68.6% similar) in 35 aa overlap (1-34:93-127) 
 
                                              10        20          
AAD-12                               QITFA-KRFGAIERIGGGDIVAISNVKADG 
                                     :  :. :.   :....: :.:. ..: .   
gi|121 FKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVT 
             70        80        90       100       110       120   
 
      30        40        50        60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
       .::..                                               
gi|121 SVRSYKRI                                            
            130                                            
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 48; 29.8% identity (47.4% similar) in 57 aa overlap (25-67:38-90) 
 
                     10        20        30           40        50  
AAD-12       QITFAKRFGAIERIGGGDIVAISNVKADGTVRQ---HSPAEWDDMMKVIVGNMA 
                                     :.: . .:.    .:  ::.. ::    .: 
gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKVA---QA 
        10        20        30        40        50        60        
 
                         60        70        80                     
AAD-12 W-----------HADSTYMPVMAQGAVFSAEVVPAVGGRT                     
       :           :.:      :::::.                                  
gi|148 WAETRTPDCSLIHSDRCG-ENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQI 
           70        80         90       100       110       120    
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 71.1  bits: 19.0 E():   55 
Smith-Waterman score: 53; 26.3% identity (54.4% similar) in 57 aa overlap (2-58:187-237) 
 
                                            10        20        30  
AAD-12                              QITFAKRFGAIERIGGGDIVAISNVKADGTV 
                                     :.. . .::: ::   ...     :.  :: 
gi|458 PNYLALLVKFVAGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGPFTV 
        160       170       180       190       200            210  
 
              40        50        60        70        80 
AAD-12 RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
       :  . .      : .. . .:.::. :                       
gi|458 RYTTEGGTKGEAKDVIPE-GWKADTCYESK                    
             220        230       240                    
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 70.8  bits: 19.2 E():   57 
Smith-Waterman score: 51; 35.7% identity (64.3% similar) in 28 aa overlap (51-78:23-49) 
 
               30        40        50        60        70        80 
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .. ::. : :. :   .  : ..::.::   
gi|663         MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGK 
                       10        20        30        40         50  
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gi|663 ATTDEQKLLEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILK 
              60        70        80        90       100       110  
 
>>gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=Major  (308 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 70.7  bits: 19.2 E():   58 
Smith-Waterman score: 51; 31.5% identity (53.7% similar) in 54 aa overlap (5-54:104-154) 
 
                                         10        20          30   
AAD-12                           QITFAKRFGAIERIGGGDIVAISNVKAD--GTVR 
                                     ::  : : ..  .  :: . ..:   : :: 
gi|249 PLPTPLRRTSSRSSRPPSPSPPRASSPTSAAKAPGLIPKLDTAYDVAYKAAEAHPRGQVR 
            80        90       100       110       120       130    
 
               40        50        60        70        80           
AAD-12 Q--HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT           
       .  : : .    ..::.: .  ::                                     
gi|249 RLRHCPHR---SLRVIAGALEVHAVKPATEEVLAAKIPTGELQIVDKIDAAFKIAATAAN 
           140          150       160       170       180       190 
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.5  bits: 19.0 E():   60 
Smith-Waterman score: 53; 26.3% identity (56.1% similar) in 57 aa overlap (2-58:209-259) 
 
                                            10        20        30  
AAD-12                              QITFAKRFGAIERIGGGDIVAISNVKADGTV 
                                     :.. . .::: ::   ...     :.  :: 
gi|158 NPNYLALLVKFSGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGPFTV 
      180       190       200       210       220            230    
 
              40        50        60        70        80 
AAD-12 RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
       :  . .      : .. . .:.::..:                       
gi|158 RYTTEGGTKARAKDVIPE-GWKADTAYESK                    
           240       250        260                      
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.4  bits: 19.0 E():   60 
Smith-Waterman score: 54; 26.3% identity (56.1% similar) in 57 aa overlap (2-58:210-260) 
 
                                            10        20        30  
AAD-12                              QITFAKRFGAIERIGGGDIVAISNVKADGTV 
                                     :.. . .::: ::   ...     :.  :: 
gi|390 PNYLALLVKFVAGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGPFTV 
     180       190       200       210       220            230     
 
              40        50        60        70        80 
AAD-12 RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
       :  . .      : .. . .:.::..:                       
gi|390 RYTTEGGTKGEAKDVIPE-GWKADTAYESK                    
          240       250        260                       
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.4  bits: 17.9 E():   60 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (60-75:66-81) 
 
      30        40        50        60        70        80          
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT          
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS 
         100       110       120    
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 70.3  bits: 19.0 E():   61 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (15-30:198-212) 
 
                               10        20        30        40     
AAD-12                 QITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
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                                     : :::::. ..:  :.               
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
           50        60        70        80        
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT        
                                                   
gi|115 RKDSDKPIKGPITVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
        230       240       250       260          
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 70.3  bits: 19.0 E():   61 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (15-30:198-212) 
 
                               10        20        30        40     
AAD-12                 QITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
           50        60        70        80        
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT        
                                                   
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
        230       240       250       260          
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 70.0  bits: 19.8 E():   63 
Smith-Waterman score: 53; 26.2% identity (57.4% similar) in 61 aa overlap (16-76:438-492) 
 
                              10        20        30        40      
AAD-12                QITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV 
                                     ::  .  ... :::  . :. ::    ..  
gi|142 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHN-AE--TTVED 
       410       420       430       440       450          460     
 
          50        60        70        80 
AAD-12 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
        .:..   :....   .  ::..: :.  ::     
gi|142 RIGGIIDSAEKAFHKEL--GAIYS-EIKDAVSA   
          470       480          490       
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (54-78:27-50) 
 
            30        40        50        60        70        80    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT    
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (54-78:27-50) 
 
            30        40        50        60        70        80    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT    
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEYTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (54-78:27-50) 
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            30        40        50        60        70        80    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT    
                                     ::.  .: .:  :. .::.. . ::      
gi|753     MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|753 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (54-78:27-50) 
 
            30        40        50        60        70        80    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT    
                                     ::.  .: .:  :. .::.. . ::      
gi|886     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|886 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIK 
          60        70        80        90       100       110      
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (54-78:27-50) 
 
            30        40        50        60        70        80    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT    
                                     ::.  .: .:  :. .::.. . ::      
gi|165     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|165 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 47; 40.0% identity (68.0% similar) in 25 aa overlap (54-78:27-50) 
 
            30        40        50        60        70        80    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT    
                                     ::.  .: .:  :: :.:.. . ::      
gi|602     MGVFTYEFEFTSVIPPARLYNAFVLDADNL-IPKIAPQAVKSTEILEGDGGVGTIK 
                   10        20        30         40        50      
 
gi|602 KINFGEGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (54-78:27-50) 
 
            30        40        50        60        70        80    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT    
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (54-78:27-50) 
 
            30        40        50        60        70        80    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT    
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 1720



 

 

 
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (54-78:27-50) 
 
            30        40        50        60        70        80    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT    
                                     ::.  .: .:  :. .::.. . ::      
gi|134     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|134 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (54-78:27-50) 
 
            30        40        50        60        70        80    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT    
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (15-55:110-157) 
 
                               10        20           30            
AAD-12                 QITFAKRFGAIERIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
        40        50        60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
         . ..... . .  :.:                          
gi|154 MAEKLLRAVESYLLAHTDEYN                       
     140       150       160                       
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 47; 35.0% identity (65.0% similar) in 20 aa overlap (59-78:31-50) 
 
       30        40        50        60        70        80         
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT         
                                     .: .:  :. : :.. . ::           
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICFD 
               10        20        30        40        50        60 
 
gi|132 EGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSISK 
               70        80        90       100       110       120 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (15-55:110-157) 
 
                               10        20           30            
AAD-12                 QITFAKRFGAIERIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
        40        50        60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
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         . ..... . .  :.:                          
gi|154 MAEKLLRAVESYLLAHTDEYN                       
     140       150       160                       
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 69.4  bits: 19.0 E():   68 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (52-69:66-83) 
 
              30        40        50        60        70        80  
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT  
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 69.0  bits: 18.7 E():   71 
Smith-Waterman score: 49; 28.1% identity (53.1% similar) in 32 aa overlap (15-45:192-222) 
 
                               10        20        30         40    
AAD-12                 QITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|168 CKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGDVVAV-DIKEKGKDKWTELKESWGAVW 
             170       180       190        200       210       220 
 
            50        60        70        80       
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT       
       ..                                          
gi|168 RIDTPDKLTGPFTVRYTTEGGTKSEFEDVIPEGWKADTSYSAK 
              230       240       250       260    
 
>>gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full=Polc  (85 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.9  bits: 17.1 E():   72 
Smith-Waterman score: 43; 36.6% identity (46.3% similar) in 41 aa overlap (6-46:17-54) 
 
                          10        20        30        40          
AAD-12            QITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                       ::: :    : : : :    .:  :. . .: :   ::  :    
gi|144 MADDHPQDKAERERIFKRFDAN---GDGKISAAELGEALKTLGSITPDEVKHMMAEIDTD 
               10        20           30        40        50        
 
      50        60        70        80 
AAD-12 MAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                       
gi|144 GDGFISFQEFTDFGRANRGLLKDVAKIF    
        60        70        80         
 
>>gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 68.6  bits: 17.6 E():   76 
Smith-Waterman score: 45; 27.1% identity (52.1% similar) in 48 aa overlap (14-60:15-62) 
 
                10        20        30        40        50          
AAD-12  QITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA-WHADSTY 
                     : :. . : . .  ::.:  .:    .   . :.: :. .:  .:  
gi|144 MSWQAYVDDHLMCEIEGNHLSAAAIIGQDGSVWAQSANFPQFKSEEITGIMSDFHEPGTL 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 MPVMAQGAVFSAEVVPAVGGRT                                       
        :                                                           
gi|144 APTGLYIGGTKYMVIQGEPGAVIRGKKGPGGVTVKKTNQALIIGIYDEPMTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|77999277|gb|ABB16985.1| profilin-like protein [Sola  (131 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.6  bits: 17.6 E():   76 
Smith-Waterman score: 45; 27.2% identity (55.6% similar) in 81 aa overlap (14-80:15-93) 
 
                10        20        30               40          50 
AAD-12  QITFAKRFGAIERIGGGDIVAISNVKADGTVR-------QHSPAEWDDMMKVIV--GNM 
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                     : :. ... . :  ::::        : .: : . .:. ..  :.. 
gi|779 MSWQTYVDEHLLCEIEGNHLTSAAIVGQDGTVWAQSANFPQFKPEEISGIMNDFAEPGTL 
               10        20        30        40        50        60 
 
                   60         70        80                          
AAD-12 A----WHADSTYMPVMAQ-GAVFSAEVVPAVGGRT                          
       :    . . . :: .... :::. ..  :  :: :                          
gi|779 APTGLYLGGTKYMVIQGEPGAVIRGKKGP--GGITIKKTNQALIIGIYDEPMTPGQCNMI 
               70        80          90       100       110         
 
gi|779 VERLGDYLVEQGL 
      120       130  
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (54-78:27-50) 
 
            30        40        50        60        70        80    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT    
                                     ::.  .: .:  ::  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIK 
          60        70        80        90       100       110      
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (15-24:109-118) 
 
                               10        20        30        40     
AAD-12                 QITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
           50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                            
gi|534 KAEALFRAVESYLLAHSDAYN                
      140       150                         
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 46; 36.0% identity (64.0% similar) in 25 aa overlap (54-78:27-50) 
 
            30        40        50        60        70        80    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT    
                                     ::.  .: .:  :.  ::.. . ::      
gi|304     MGLYTFENEFTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|304 KITFGEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (16-56:111-158) 
 
                              10        20           30             
AAD-12                QITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
       40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
        . ..... . .  :.:.                         
gi|116 GEALLRAVESYLLAHSDAYN                       
              150       160                       
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>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (54-78:27-50) 
 
            30        40        50        60        70        80    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT    
                                     ::.  .: .:  ::  ::.. . ::      
gi|880     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
gi|880 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVI 
          60        70        80        90       100       110      
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (16-56:111-158) 
 
                              10        20           30             
AAD-12                QITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDQEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
       40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
        . ..... . .  :.:.                         
gi|116 GEALLRAVESYLLAHSDAYN                       
              150       160                       
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (16-56:111-158) 
 
                              10        20           30             
AAD-12                QITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
       40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
        . ..... . .  :.:.                         
gi|116 GEALLRAVESYLLAHSDAYN                       
              150       160                       
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (57-78:29-50) 
 
         30        40        50        60        70        80       
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT       
                                     : .: .:  :. :.: . . ::         
gi|400   MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
gi|400 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKIS 
       60        70        80        90       100       110         
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (15-24:110-119) 
 
                               10        20        30        40     
AAD-12                 QITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
           50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
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gi|534 KAEALFRAVESYLLAHSDAYN                
     140       150       160                
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (54-78:27-50) 
 
            30        40        50        60        70        80    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT    
                                     ::.  .: .:  ::  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
gi|901 KITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 68.3  bits: 18.4 E():   78 
Smith-Waterman score: 48; 28.1% identity (53.1% similar) in 32 aa overlap (15-45:170-200) 
 
                               10        20        30         40    
AAD-12                 QITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|283 CKYPEGTKVTFHVEKGSNPNYLALLVKYVNGDGDVVAV-DIKEKGKDKWIELKESWGAIW 
     140       150       160       170        180       190         
 
            50        60        70        80       
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT       
       ..                                          
gi|283 RIDTPDKLTGPFTVRYTTEGGTKTEAEDVIPEGWKADTSYESK 
      200       210       220       230       240  
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 68.1  bits: 18.5 E():   80 
Smith-Waterman score: 48; 31.2% identity (53.1% similar) in 32 aa overlap (15-45:177-207) 
 
                               10        20        30         40    
AAD-12                 QITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|116 CKYPDGTKPTFHVEKGSNPNYLALLVKYIDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
        150       160       170       180        190       200      
 
            50        60        70        80       
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT       
       .:                                          
gi|116 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK 
         210       220       230       240         
 
>>gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliensis]   (205 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 68.1  bits: 18.2 E():   80 
Smith-Waterman score: 47; 21.1% identity (47.4% similar) in 76 aa overlap (10-77:49-124) 
 
                                    10        20         30         
AAD-12                      QITFAKRFGAIERIGGGDIVAI-SNVKADGTVRQHSPAE 
                                     :::.  .. .: . : .: .:  . .     
gi|577 ISGEIMQLHHQKHHQTYITNYNKALEQLNDAIEKGDSAAVVKLQSAIKFNGGGHVNHSIF 
       20        30        40        50        60        70         
 
       40               50        60        70        80            
AAD-12 WDDMMKVIVG-------NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT            
       : ..  :  :       ...:  :. .  .     ...:: :   :               
gi|577 WKNLAPVREGGGELPHGSLGWAIDADFGSLEKLIQLMNAEGVALQGSGWVWLALDKELKK 
       80        90       100       110       120       130         
 
gi|577 LVVETTANQDPLVTKGPTLVPLLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVY 
      140       150       160       170       180       190         
 
>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.0  bits: 18.2 E():   81 
Smith-Waterman score: 47; 36.0% identity (60.0% similar) in 25 aa overlap (56-80:17-41) 
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          30        40        50        60        70        80      
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT      
                                     :.:.:  .   ::..:  :  .: :      
gi|510               MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLP 
                             10        20        30        40       
 
gi|510 VIRGKGGGIEFAKTETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHL 
         50        60        70        80        90       100       
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.9  bits: 18.2 E():   82 
Smith-Waterman score: 47; 23.1% identity (51.3% similar) in 39 aa overlap (22-56:147-185) 
 
                        10        20        30            40        
AAD-12          QITFAKRFGAIERIGGGDIVAISNVKADGTVRQH----SPAEWDDMMKVIV 
                                     ::.  .::.. .:    .   :    :.   
gi|613 ATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMHVGHYTQIVWAKTKKIGC 
        120       130       140       150       160       170       
 
        50        60        70        80   
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT   
       : . .. :.                           
gi|613 GRIMFKEDNWNKHYLVCNYGPAGNVLGAQIYEIKK 
        180       190       200       210  
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.6  bits: 18.5 E():   85 
Smith-Waterman score: 48; 31.2% identity (53.1% similar) in 32 aa overlap (15-45:192-222) 
 
                               10        20        30         40    
AAD-12                 QITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|386 CEYPKGTKVTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
             170       180       190        200       210       220 
 
            50        60        70        80       
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT       
       .:                                          
gi|386 RVDTPDKLTGPFTVRYTTEGGTKVEAEDVIPEGWKADTAYESK 
              230       240       250       260    
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.6  bits: 18.5 E():   85 
Smith-Waterman score: 48; 28.1% identity (53.1% similar) in 32 aa overlap (15-45:192-222) 
 
                               10        20        30         40    
AAD-12                 QITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|117 CKYPEGTKVTFHVEKGSNPNYLALLVKYVNGDGDVVAV-DIKEKGKDKWIELKESWGAIW 
             170       180       190        200       210       220 
 
            50        60        70        80       
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT       
       ..                                          
gi|117 RIDTPDKLTGPFTVRYTTEGGTKTEAEDVIPEGWKADTSYESK 
              230       240       250       260    
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.6  bits: 18.5 E():   85 
Smith-Waterman score: 48; 31.2% identity (53.1% similar) in 32 aa overlap (15-45:194-224) 
 
                               10        20        30         40    
AAD-12                 QITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|117 CKYPDGTKPTFHVEKGSNPNYLALLVKYIDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
           170       180       190       200        210       220   
 
            50        60        70        80       
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT       
       .:                                          
gi|117 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK 
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            230       240       250       260      
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.5  bits: 18.5 E():   86 
Smith-Waterman score: 48; 28.1% identity (53.1% similar) in 32 aa overlap (15-45:198-228) 
 
                               10        20        30         40    
AAD-12                 QITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|249 CKYPDGTKPTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIELKESWGAIW 
       170       180       190       200        210       220       
 
            50        60        70        80       
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT       
       ..                                          
gi|249 RIDTPDKLTGPFTVRYTTEGGTKAEFEDVIPEGWKADTHDASK 
        230       240       250       260          
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 67.4  bits: 19.0 E():   87 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (52-69:56-73) 
 
              30        40        50        60        70        80  
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT  
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 67.4  bits: 19.6 E():   88 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (33-71:535-572) 
 
             10        20        30        40        50        60   
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
             70        80     
AAD-12 AQGAVFSAEVVPAVGGRT     
        .:  :: :              
gi|331 KEGC-FSEEGPKLVAAAQAALV 
           570       580      
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (54-78:27-50) 
 
            30        40        50        60        70        80    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT    
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (54-78:27-50) 
 
            30        40        50        60        70        80    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT    
                                     ::.  .: .:  :.  ::.. . ::      
gi|753     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTTK 
                   10        20        30         40        50      
 
gi|753 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
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          60        70        80        90       100       110      
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (54-78:27-50) 
 
            30        40        50        60        70        80    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT    
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (54-78:27-50) 
 
            30        40        50        60        70        80    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT    
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (54-78:27-50) 
 
            30        40        50        60        70        80    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT    
                                     ::.  .: .:  :.  ::.. . ::      
gi|425     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
gi|425 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (54-78:27-50) 
 
            30        40        50        60        70        80    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT    
                                     ::.  .: .:  :.  ::.. . ::      
gi|901     MGGYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (54-78:27-50) 
 
            30        40        50        60        70        80    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT    
                                     ::.  .: .:  :.  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 67.1  bits: 19.6 E():   91 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (33-71:558-595) 
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             10        20        30        40        50        60   
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|668 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
       530       540       550       560       570       580        
 
             70        80     
AAD-12 AQGAVFSAEVVPAVGGRT     
        .:  :: :              
gi|668 KEGC-FSEEGPKLVAAAQAALV 
       590        600         
 
>>gi|2959898|emb|CAA73720.1| Profilin [Mercurialis annua  (133 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.0  bits: 17.4 E():   91 
Smith-Waterman score: 44; 28.8% identity (51.5% similar) in 66 aa overlap (16-67:19-84) 
 
                  10        20        30               40           
AAD-12    QITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VG 
                         :  ..: : :  ::..  .:       : :   .:: .   : 
gi|295 MSWQTYVDDHLMCDIDGQGQHLAAASIVGHDGSIWAQSASFPQLKPEEITGIMKDFDEPG 
               10        20        30        40        50        60 
 
       50            60         70        80                        
AAD-12 NMA----WHADSTYMPVMAQ-GAVFSAEVVPAVGGRT                        
       ..:    . : . :: .... :::                                     
gi|295 HLAPTGLYIAGTKYMVIQGESGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPGQCNMV 
               70        80        90       100       110       120 
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.9  bits: 17.1 E():   93 
Smith-Waterman score: 43; 35.3% identity (58.8% similar) in 17 aa overlap (2-18:37-53) 
 
                                            10        20        30  
AAD-12                              QITFAKRFGAIERIGGGDIVAISNVKADGTV 
                                     . ::  ::  . .: .:              
gi|191 LLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLA 
         10        20        30        40        50        60       
 
              40        50        60        70        80 
AAD-12 RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                                         
gi|191 RILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ    
         70        80        90       100       110      
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.9  bits: 17.1 E():   93 
Smith-Waterman score: 43; 35.3% identity (58.8% similar) in 17 aa overlap (2-18:37-53) 
 
                                            10        20        30  
AAD-12                              QITFAKRFGAIERIGGGDIVAISNVKADGTV 
                                     . ::  ::  . .: .:              
gi|730 LLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLA 
         10        20        30        40        50        60       
 
              40        50        60        70        80 
AAD-12 RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                                         
gi|730 RILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ    
         70        80        90       100       110      
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 66.9  bits: 19.0 E():   93 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (52-69:56-73) 
 
              30        40        50        60        70        80  
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT  
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
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          90       100       110       120       130       140      
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 17.4 E():   94 
Smith-Waterman score: 44; 16.0% identity (72.0% similar) in 25 aa overlap (42-66:12-36) 
 
              20        30        40        50        60        70  
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
                                     .. .... ..: ....  :. : :.      
gi|249                    MRTVSARSSVALVVIVAAVLVWTSSASVAPAPAPGSEETCG 
                                  10        20        30        40  
 
              80                                                    
AAD-12 VVPAVGGRT                                                    
                                                                    
gi|249 TVVGALMPCLPFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDG 
              50        60        70        80        90       100  
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 17.4 E():   96 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (14-36:15-37) 
 
                10        20        30        40        50          
AAD-12  QITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 
                     : : .... . .  ::.:  .::                        
gi|100 MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKPEENAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 PVMAQGAVFSAEVVPAVGGRT                                        
                                                                    
gi|100 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 66.6  bits: 18.2 E():   97 
Smith-Waterman score: 47; 46.7% identity (73.3% similar) in 15 aa overlap (15-29:181-194) 
 
                               10        20        30        40     
AAD-12                 QITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : ::.::. ..:  :                
gi|168 CKYPDDTKPTFHVEKGSNPNYLAILVKYVDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
              160       170       180        190       200          
 
           50        60        70        80        
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT        
                                                   
gi|168 RIDTPDKLTGPFTVRYTTEGGTKSEVEDVIPEGWKADTSYSAK 
     210       220       230       240       250   
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 66.5  bits: 18.5 E():   98 
Smith-Waterman score: 48; 25.7% identity (60.0% similar) in 35 aa overlap (11-41:81-115) 
 
                                   10        20            30       
AAD-12                     QITFAKRFGAIERIGGGDIV----AISNVKADGTVRQHSP 
                                     :  .: :...     :. .:  :.:..  : 
gi|324 NFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFP 
               60        70        80        90       100       110 
 
         40        50        60        70        80                 
AAD-12 AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT                 
       .:. .                                                        
gi|324 SEFGNDVDRSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASS 
              120       130       140       150       160       170 
 
>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 66.4  bits: 18.7 E():   98 
Smith-Waterman score: 49; 30.3% identity (47.0% similar) in 66 aa overlap (8-65:49-109) 
 
                                      10         20              30 
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AAD-12                        QITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|117 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
               40         50        60        70        80          
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT          
       .:    :  :  . .:  :::  .     ::..  :                         
gi|117 LRYG--ATRDRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
gi|117 VSNVIIHGLHLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 66.4  bits: 18.7 E():   98 
Smith-Waterman score: 49; 30.3% identity (47.0% similar) in 66 aa overlap (8-65:49-109) 
 
                                      10         20              30 
AAD-12                        QITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|493 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
               40         50        60        70        80          
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT          
       .:    :  :  . .:  :::  .     ::..  :                         
gi|493 LRYG--ATRDRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
gi|493 VSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 66.4  bits: 18.7 E():   98 
Smith-Waterman score: 49; 30.3% identity (47.0% similar) in 66 aa overlap (8-65:49-109) 
 
                                      10         20              30 
AAD-12                        QITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|195 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
               40         50        60        70        80          
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT          
       .:    :  :  . .:  :::  .     ::..  :                         
gi|195 LRYG--ATRDRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
gi|195 VSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.4  bits: 14.9 E():   98 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (52-58:19-25) 
 
              30        40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     :..:..:                       
gi|320             YTTEGGTKAEAEDVIPEGWKVDTSYE                      
                           10        20                            
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 66.4  bits: 19.0 E():   99 
Smith-Waterman score: 50; 47.4% identity (63.2% similar) in 19 aa overlap (4-22:120-138) 
 
                                          10        20        30    
AAD-12                            QITFAKRFGAIERIGGGDIVAISNVKADGTVRQ 
                                     :  :   :.:.  :::.::            
gi|259 GEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIAIPAGVAHWCYNE 
      90       100       110       120       130       140          
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            40        50        60        70        80              
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT              
                                                                    
gi|259 GNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGRNLFSGFDTELLA 
     150       160       170       180       190       200          
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:39 2011 done: Fri Jan 21 00:02:39 2011 
 Total Scan time:  0.060 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 58  - 137 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     1     0:= 
  26     1     0:= 
  28     1     0:= 
  30     5     2:*= 
  32    13     8:=*== 
  34    24    22:=====* 
  36    58    44:==========*==== 
  38    71    73:==================* 
  40    87   102:======================   * 
  42   136   125:===============================*== 
  44   183   138:==================================*=========== 
  46   137   140:==================================* 
  48   145   134:=================================*=== 
  50   109   122:============================  * 
  52    62   108:================          * 
  54    61    92:================      * 
  56    58    77:===============    * 
  58    39    63:==========     * 
  60    80    51:============*======= 
  62    43    41:==========* 
  64    38    33:========*= 
  66    40    26:======*=== 
  68    24    20:====*= 
  70    23    16:===*== 
  72    18    12:==*== 
  74     3    10:= * 
  76    10     8:=*= 
  78     5     6:=* 
  80     1     5:=* 
  82    10     3:*== 
  84     1     3:* 
  86     0     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     1     0:=         *= 
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 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.12110.00357; mu= 6.9831 0.185 
 mean_var=49.344714.599, 0's: 2 Z-trim: 2  B-trim: 11 in 1/43 
 Lambda= 0.182580 
 Kolmogorov-Smirnov  statistic: 0.0500 (N=27) at  48 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   67 23.4     1.1 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   65 22.9     1.5 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   57 20.8      10 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   61 21.9      11 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   55 20.3      12 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   55 20.3      12 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   55 20.3      12 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   55 20.3      12 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   60 21.7      12 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   59 21.4      12 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   61 21.9      12 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   56 20.5      13 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   55 20.3      15 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   61 22.0      15 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   54 20.0      18 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   58 21.1      19 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   58 21.1      19 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   58 21.2      20 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   57 20.9      24 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   57 20.9      24 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   50 18.9      24 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 19.5      26 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   52 19.5      26 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   52 19.5      26 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   52 19.5      26 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   49 18.6      26 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   56 20.6      28 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   44 17.2      30 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 20.3      30 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   50 18.9      31 
gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pach ( 199)   51 19.2      38 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   53 19.8      39 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 16.2      42 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 16.2      42 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   55 20.4      42 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   53 19.8      43 
gi|34851174|gb|AAP15199.1| profilin-like protein [ ( 131)   48 18.4      44 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   48 18.4      44 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   48 18.4      44 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   48 18.4      44 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   48 18.4      44 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   51 19.3      45 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 19.3      47 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 18.4      49 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 19.0      49 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   51 19.3      49 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   51 19.3      49 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   46 17.9      50 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 19.3      50 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   48 18.4      54 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   50 19.0      54 
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gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   51 19.3      55 
gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=M ( 308)   51 19.3      56 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   50 19.0      58 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   50 19.0      58 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 17.9      59 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 19.0      60 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 19.0      60 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   53 19.9      61 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   46 17.9      63 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   47 18.2      63 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   47 18.2      63 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   47 18.2      63 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   47 18.2      63 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   47 18.2      63 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   47 18.2      63 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   47 18.2      63 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   47 18.2      63 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   47 18.2      63 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   47 18.2      63 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   47 18.2      63 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   47 18.2      63 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   47 18.2      63 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 19.0      66 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 18.7      70 
gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full= (  85)   43 17.1      72 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   46 17.9      75 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   46 17.9      75 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 17.9      75 
gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full= ( 131)   45 17.6      75 
gi|77999277|gb|ABB16985.1| profilin-like protein [ ( 131)   45 17.6      75 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 17.9      76 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   46 17.9      76 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 17.9      76 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 17.9      76 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 17.9      76 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 17.9      76 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   46 17.9      76 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   48 18.5      77 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   48 18.5      79 
gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliens ( 205)   47 18.2      79 
gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   47 18.2      80 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   47 18.2      81 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   48 18.5      83 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   48 18.5      83 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   48 18.5      84 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 19.0      85 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   52 19.6      85 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   48 18.5      85 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   52 19.6      88 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   45 17.6      90 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   45 17.6      90 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   45 17.6      90 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   45 17.6      90 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   45 17.6      90 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   45 17.6      90 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   45 17.6      90 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 19.1      91 
gi|2959898|emb|CAA73720.1| Profilin [Mercurialis a ( 133)   44 17.4      91 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   43 17.1      93 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   43 17.1      93 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   44 17.4      94 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   44 17.4      95 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   47 18.2      96 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   49 18.8      96 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   49 18.8      96 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   49 18.8      96 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   48 18.5      96 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   50 19.1      96 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   47 18.2      99 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   47 18.2      99 
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>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  67  Z-score: 102.1  bits: 23.4 E():  1.1 
Smith-Waterman score: 67; 40.0% identity (63.3% similar) in 30 aa overlap (26-55:30-56) 
 
                   10        20        30        40        50       
AAD-12     ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. : :   ::. :.. :  
gi|126 TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTK--KGNL-WEVKSA 
               10        20        30        40          50         
 
         60        70        80                 
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTC                 
                                                
gi|126 KPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
        60        70        80        90        
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  65  Z-score: 99.3  bits: 22.9 E():  1.5 
Smith-Waterman score: 65; 35.5% identity (64.5% similar) in 31 aa overlap (26-56:30-57) 
 
                   10        20        30        40        50       
AAD-12     ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. . :   ::. :.. :. 
gi|144 VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKSS 
               10        20        30        40          50         
 
         60        70        80                
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTC                
                                               
gi|144 KPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
        60        70        80        90       
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 84.2  bits: 20.8 E():   10 
Smith-Waterman score: 57; 41.4% identity (69.0% similar) in 29 aa overlap (49-77:23-50) 
 
       20        30        40        50        60        70         
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: :::.: . ::  
gi|444         MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGV 
                       10        20         30        40        50  
 
       80                                                           
AAD-12 TC                                                           
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  49 init1:  49 opt:  61  Z-score: 83.6  bits: 21.9 E():   11 
Smith-Waterman score: 61; 22.4% identity (57.9% similar) in 76 aa overlap (3-76:103-177) 
 
                                            10        20        30  
AAD-12                             ITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|309 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
              40        50         60        70        80           
AAD-12 QHSPAEWDDMMKVIVGNMAWHAD-STYMPVMAQGAVFSAEVVPAVGGRTC           
       .: :: ::   : .. .. ...  ..     : ::. .:... :.:               
gi|309 DHPPASWDWRKKGVITQVKYQGGCGSGWAFSATGAIEAAHAI-ATGDLVSLSEQELVDCV 
            140       150       160       170        180       190  
 
gi|309 EESEGCYNGWHYQSFEWVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSD 
             200       210       220       230       240       250  
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 83.3  bits: 20.3 E():   12 
Smith-Waterman score: 55; 27.3% identity (54.5% similar) in 55 aa overlap (1-55:30-82) 
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                                            10        20        30  
AAD-12                              ITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                    .::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSGLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC            
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 83.3  bits: 20.3 E():   12 
Smith-Waterman score: 55; 27.3% identity (54.5% similar) in 55 aa overlap (1-55:30-82) 
 
                                            10        20        30  
AAD-12                              ITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                    .::. . :. :.  .  .   ... :.  .: 
gi|117 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC            
       .:.  ::  : :   :  .:  ::                                     
gi|117 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 83.3  bits: 20.3 E():   12 
Smith-Waterman score: 55; 27.3% identity (54.5% similar) in 55 aa overlap (1-55:30-82) 
 
                                            10        20        30  
AAD-12                              ITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                    .::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC            
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 83.3  bits: 20.3 E():   12 
Smith-Waterman score: 55; 27.3% identity (54.5% similar) in 55 aa overlap (1-55:30-82) 
 
                                            10        20        30  
AAD-12                              ITFAKRFGAIERIGGGDIVAISNVKADGTVR 
                                    .::. . :. :.  .  .   ... :.  .: 
gi|400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC            
       .:.  ::  : :   :  .:  ::                                     
gi|400 EHGSDEWVAMTKGEGG--VWTFDSEEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATY 
               70          80        90       100       110         
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 83.3  bits: 21.7 E():   12 
Smith-Waterman score: 60; 21.4% identity (61.4% similar) in 70 aa overlap (11-78:265-327) 
 
                                   10        20        30        40 
AAD-12                     ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD 
                                     :..: :..:     ...: .. ..::. .  
gi|170 HSVVHSIIMQQQQQQQQQQGIDIFLPLSQHEQVGQGSLV-----QGQGIIQPQQPAQLEA 
          240       250       260       270            280          
 
               50          60        70        80 
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AAD-12 MMKVIVGNMAWHADSTYMP--VMAQGAVFSAEVVPAVGGRTC 
       . .... ..    . .:.:     . : : : .: ..::.   
gi|170 IRSLVLQTLPSMCN-VYVPPECSIMRAPF-ASIVAGIGGQ   
     290       300        310        320          
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  57 init1:  57 opt:  59  Z-score: 83.0  bits: 21.4 E():   12 
Smith-Waterman score: 59; 17.6% identity (55.9% similar) in 68 aa overlap (11-78:217-279) 
 
                                   10        20        30        40 
AAD-12                     ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD 
                                     ...: : .:     ...: .. ..::. .  
gi|106 IHSIVHSIIMQQEQQEQRQGVQILVPLSQQQQVGQGTLV-----QGQGIIQPQQPAQLEV 
        190       200       210       220            230       240  
 
               50        60        70        80 
AAD-12 MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
       . . .. ..:   .    :  .   .  : .: ..::.   
gi|106 IRSSVLQTLATMCNVYVPPYCSTIRAPFASIVAGIGGQ   
             250       260       270            
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  61  Z-score: 82.9  bits: 21.9 E():   12 
Smith-Waterman score: 61; 34.4% identity (59.0% similar) in 61 aa overlap (25-80:89-147) 
 
                     10        20         30        40        50    
AAD-12       ITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .  :. . ..:  . 
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLT 
       60        70        80        90       100        110        
 
               60        70         80                              
AAD-12 DSTYMP---VMAQGAVFSAEVVPAVGGRT-C                              
       : . :    . .::  . :    .:.::: :                              
gi|114 DFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPE 
        120       130       140       150       160       170       
 
gi|114 FHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSN 
        180       190       200       210       220       230       
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 82.8  bits: 20.5 E():   13 
Smith-Waterman score: 56; 40.0% identity (68.0% similar) in 25 aa overlap (53-77:27-50) 
 
             30        40        50        60        70        80   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC   
                                     ::.  .: .:  :. :::.. . ::      
gi|165     MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|165 KITFGEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSIL 
          60        70        80        90       100       110      
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 81.4  bits: 20.3 E():   15 
Smith-Waterman score: 55; 32.4% identity (58.8% similar) in 34 aa overlap (34-61:114-147) 
 
            10        20        30        40            50          
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV----GNMAWHA--DSTY 
                                     :::. :.. : .:    :   : .  .:.. 
gi|250 EVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSW 
            90       100       110       120       130       140    
 
        60        70        80 
AAD-12 MPVMAQGAVFSAEVVPAVGGRTC 
        ::.                    
gi|250 APVLDFVFSTLKNEL         
           150                 
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  61  Z-score: 81.4  bits: 22.0 E():   15 
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Smith-Waterman score: 61; 34.4% identity (59.0% similar) in 61 aa overlap (25-80:119-177) 
 
                     10        20         30        40        50    
AAD-12       ITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .  :. . ..:  . 
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLT 
       90       100       110       120       130        140        
 
               60        70         80                              
AAD-12 DSTYMP---VMAQGAVFSAEVVPAVGGRT-C                              
       : . :    . .::  . :    .:.::: :                              
gi|476 DFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPE 
        150       160       170       180       190       200       
 
gi|476 FHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSN 
        210       220       230       240       250       260       
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 79.9  bits: 20.0 E():   18 
Smith-Waterman score: 54; 37.9% identity (69.0% similar) in 29 aa overlap (49-77:23-50) 
 
       20        30        40        50        60        70         
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: .::.: . ::  
gi|444         MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGV 
                       10        20         30        40        50  
 
       80                                                           
AAD-12 TC                                                           
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 79.3  bits: 21.1 E():   19 
Smith-Waterman score: 58; 22.4% identity (55.3% similar) in 76 aa overlap (3-76:103-177) 
 
                                            10        20        30  
AAD-12                             ITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|129 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
              40        50         60        70        80           
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTY-MPVMAQGAVFSAEVVPAVGGRTC           
       .: :: ::   : .. .. ...         : ::. .:... :.:               
gi|129 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAI-ATGDLVSLSEQELVDCV 
            140       150       160       170        180       190  
 
gi|129 EESEGSYNGWQYQSFEWVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSD 
             200       210       220       230       240       250  
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 79.3  bits: 21.1 E():   19 
Smith-Waterman score: 58; 22.4% identity (55.3% similar) in 76 aa overlap (3-76:103-177) 
 
                                            10        20        30  
AAD-12                             ITFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|119 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
              40        50         60        70        80           
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTY-MPVMAQGAVFSAEVVPAVGGRTC           
       .: :: ::   : .. .. ...         : ::. .:... :.:               
gi|119 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAI-ATGDLVSLSEQELVDCV 
            140       150       160       170        180       190  
 
gi|119 EESEGSYNGWQYQSFEWVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSD 
             200       210       220       230       240       250  
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>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 79.2  bits: 21.2 E():   20 
Smith-Waterman score: 58; 25.0% identity (58.3% similar) in 48 aa overlap (22-69:262-309) 
 
                        10        20        30        40        50  
AAD-12          ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|169 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
              60        70        80                                
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTC                                
       .: :.::  .  ..::.:                                           
gi|169 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 77.8  bits: 20.9 E():   24 
Smith-Waterman score: 57; 25.0% identity (58.3% similar) in 48 aa overlap (22-69:262-309) 
 
                        10        20        30        40        50  
AAD-12          ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
              60        70        80                                
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTC                                
       .: :.::  .  ..::.:                                           
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 77.8  bits: 20.9 E():   24 
Smith-Waterman score: 57; 25.0% identity (58.3% similar) in 48 aa overlap (22-69:262-309) 
 
                        10        20        30        40        50  
AAD-12          ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
              60        70        80                                
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTC                                
       .: :.::  .  ..::.:                                           
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 77.7  bits: 18.9 E():   24 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (14-29:29-43) 
 
                              10        20        30        40      
AAD-12                ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI 
                                   : :::::. ..:  :.                 
gi|105 CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIWRK 
               10        20        30         40        50          
 
          50        60        70        80      
AAD-12 VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC      
                                                
gi|105 DSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
      60        70        80        90          
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 77.1  bits: 19.5 E():   26 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (53-77:27-50) 
 
             30        40        50        60        70        80   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC   
                                     ::.  .: .:  :: :::.. . ::      
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gi|602     MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
gi|602 KINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 77.1  bits: 19.5 E():   26 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (53-77:27-50) 
 
             30        40        50        60        70        80   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC   
                                     ::.  .: .:  :: :::.. . ::      
gi|131     MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
gi|131 KINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 77.1  bits: 19.5 E():   26 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (53-77:27-50) 
 
             30        40        50        60        70        80   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC   
                                     ::.  .: .:  :: :::.. . ::      
gi|279     MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
gi|279 KINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 77.1  bits: 19.5 E():   26 
Smith-Waterman score: 52; 37.9% identity (69.0% similar) in 29 aa overlap (49-77:23-50) 
 
       20        30        40        50        60        70         
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: .::.: . ::  
gi|444         MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGV 
                       10        20         30        40        50  
 
       80                                                           
AAD-12 TC                                                           
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 76.9  bits: 18.6 E():   26 
Smith-Waterman score: 49; 32.3% identity (58.1% similar) in 31 aa overlap (29-57:35-64) 
 
                 10        20        30          40        50       
AAD-12   ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE--WDDMMKVIVGNMAWHADST 
                                     : . ..::.  :: .  : .   .: ::.  
gi|323 QTCAGNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKP 
           10        20        30        40         50        60    
 
         60        70        80     
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTC     
       :                            
gi|323 YSWRYGWTAFCGPAGPRCLRTNAAVTVR 
            70        80        90  
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 76.4  bits: 20.6 E():   28 
Smith-Waterman score: 56; 25.0% identity (58.3% similar) in 48 aa overlap (22-69:262-309) 
 
                        10        20        30        40        50  
AAD-12          ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
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gi|158 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQLT 
             240       250       260       270       280       290  
 
              60        70        80                                
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTC                                
       .: :.::  .  ..::.:                                           
gi|158 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.0  bits: 17.2 E():   30 
Smith-Waterman score: 44; 35.0% identity (70.0% similar) in 20 aa overlap (3-22:19-38) 
 
                               10        20        30        40     
AAD-12                 ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV 
                         .: .. :. :. ::: .. :                       
gi|217 LVSVEHQAARLKVAKAQQLAAQLPAMCRLEGGDALSASQ                      
               10        20        30                               
 
           50        60        70        80 
AAD-12 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 75.9  bits: 20.3 E():   30 
Smith-Waterman score: 55; 30.6% identity (58.3% similar) in 36 aa overlap (36-71:155-190) 
 
          10        20        30        40        50        60      
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :   . ..::.:..  :: .     .  :: 
gi|249 QLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA 
          130       140       150       160       170       180     
 
          70        80                                              
AAD-12 VFSAEVVPAVGGRTC                                              
       . .:::                                                       
gi|249 IPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTL 
          190       200       210       220       230       240     
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.6  bits: 18.9 E():   31 
Smith-Waterman score: 50; 28.1% identity (59.4% similar) in 32 aa overlap (44-75:11-42) 
 
            20        30        40        50        60        70    
AAD-12 GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                                     ::.. .:: ...   :. : :    ..::  
gi|249                     MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQ 
                                   10        20        30        40 
 
            80                                                      
AAD-12 AVGGRTC                                                      
        .                                                           
gi|249 DIMPCLHFVKGEEKEPSKECCSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVA 
               50        60        70        80        90       100 
 
>>gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pachycon  (199 aa) 
 initn:  40 init1:  40 opt:  51  Z-score: 74.1  bits: 19.2 E():   38 
Smith-Waterman score: 51; 25.0% identity (53.3% similar) in 60 aa overlap (10-67:97-148) 
 
                                    10        20        30          
AAD-12                      ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD 
                                     .::   :. .:.:.  : :      : . . 
gi|169 MPDLTWDNELAAIAQRWVNQCKIGHDGCRNVERYQVGQNIAMSGSTAKG------PCNMN 
         70        80        90       100       110             120 
 
      40          50        60        70        80                  
AAD-12 DMMKVIVG--NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC                  
       ..... ..  :    :: . ::  ..:  :                               
gi|169 NLVQMWINEVNALNAADVSSMP--SDGNYFMKIGHYTQLVWGKTTKVGCGIIQFLDGKFY 
              130       140         150       160       170         
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
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 initn:  50 init1:  50 opt:  53  Z-score: 73.9  bits: 19.8 E():   39 
Smith-Waterman score: 53; 30.6% identity (58.3% similar) in 36 aa overlap (44-78:16-51) 
 
            20        30        40        50         60        70   
AAD-12 GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA-WHADSTYMPVMAQGAVFSAEVV 
                                     ...:  : . ::. : :. :   .  : .  
gi|441                MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATP 
                              10        20        30        40      
 
             80                                                     
AAD-12 PAVGGRTC                                                     
        :.::.                                                       
gi|441 AAAGGKATTDEQKLLEDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKA 
          50        60        70        80        90       100      
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.2  bits: 16.2 E():   42 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (51-57:19-25) 
 
               30        40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.::..:                        
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE                       
                           10        20                             
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.2  bits: 16.2 E():   42 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (51-57:19-25) 
 
               30        40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.::..:                        
gi|320             YTTEGGTKAEAEDVIPEGWKADTSYE                       
                           10        20                             
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  44 init1:  44 opt:  55  Z-score: 73.1  bits: 20.4 E():   42 
Smith-Waterman score: 55; 24.2% identity (56.5% similar) in 62 aa overlap (15-75:438-492) 
 
                               10        20        30         40    
AAD-12                 ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP-AEWDDMMK 
                                     ::  .  ... :::  . :.  .  .: .  
gi|796 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHNAETTVEDRIG 
       410       420       430       440       450       460        
 
            50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
       .:. .    :....   .  ::..: :.  ::      
gi|796 IIIDS----AEKAFHKEL--GAIYS-EIKDAVSV    
       470           480          490        
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 73.0  bits: 19.8 E():   43 
Smith-Waterman score: 53; 22.9% identity (58.3% similar) in 48 aa overlap (19-64:223-270) 
 
                           10        20         30        40        
AAD-12             ITFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKV-IV 
                                     : . ..  ::   ..:.  :..  ..  :. 
gi|729 EGVLSRKVPSHLTLETPRVKMNMKYDRYAPVKVFKLDYDGIHFEKHTDIEYEPGVRYKII 
            200       210       220       230       240       250   
 
         50        60        70        80                           
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC                           
       ::   . :. .. . .::                                           
gi|729 GNGKLKDDGRHYSIDVQGIPRKAFNLDADLMDFKLKVSKPEDSNKAQFSYTFNEYTETEE 
            260       270       280       290       300       310   
 
>>gi|34851174|gb|AAP15199.1| profilin-like protein [Humu  (131 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.8  bits: 18.4 E():   44 
Smith-Waterman score: 48; 29.6% identity (51.9% similar) in 81 aa overlap (13-79:15-93) 
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                 10        20        30               40            
AAD-12   ITFAKRFGAIERIGGGDIVAISNVKADGTVR-------QHSPAEWDDMMKVIV--GNM 
                     : :  ..: . .  ::.:        : .: :   .:: .   :.. 
gi|348 MSWQAYVDDHLMCEIDGQHLTAAAIIGHDGSVWAQSSTFPQFKPEEIAAIMKDFEEPGSL 
               10        20        30        40        50        60 
 
      50            60         70        80                         
AAD-12 A---WHADST-YMPVMA-QGAVFSAEVVPAVGGRTC                         
       :    :  .  :: .:. ::::. ..   ..:: :                          
gi|348 APTGLHLGGIKYMVIMGEQGAVIRGK--KGAGGITVKKTGAAMIIGIYDEPLTPGQCNMI 
               70        80          90       100       110         
 
gi|348 VERLGDYLIDQNL 
      120       130  
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.8  bits: 18.4 E():   44 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (13-64:15-79) 
 
                 10        20        30               40            
AAD-12   ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|144 MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
      50            60        70        80                          
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTC                          
       :    :  .: :: ....:                                          
gi|144 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.8  bits: 18.4 E():   44 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (13-64:15-79) 
 
                 10        20        30               40            
AAD-12   ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|288 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
      50            60        70        80                          
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTC                          
       :    :  .: :: ....:                                          
gi|288 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.8  bits: 18.4 E():   44 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (13-64:15-79) 
 
                 10        20        30               40            
AAD-12   ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|218 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
      50            60        70        80                          
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTC                          
       :    :  .: :: ....:                                          
gi|218 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.8  bits: 18.4 E():   44 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (13-64:15-79) 
 
                 10        20        30               40            
AAD-12   ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|604 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
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               10        20        30        40        50        60 
 
      50            60        70        80                          
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTC                          
       :    :  .: :: ....:                                          
gi|604 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 72.7  bits: 19.3 E():   45 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (14-44:169-199) 
 
                                10        20        30         40   
AAD-12                  ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|331 CKYPEGTKLTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
      140       150       160       170        180       190        
 
             50        60        70        80      
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC      
       .:                                          
gi|331 RVDTPDKLTGPFTVRYTTEGGTKSEVEDVIPEGWKADTSYEAK 
       200       210       220       230       240 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 72.4  bits: 19.3 E():   47 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (14-29:181-195) 
 
                                10        20        30        40    
AAD-12                  ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
            50        60        70        80       
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC       
                                                   
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 72.1  bits: 18.4 E():   49 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (22-38:2-19) 
 
               10        20         30        40        50          
AAD-12 ITFAKRFGAIERIGGGDIVAISNVKAD-GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 
                            ..: .: :.. ..::.::                      
gi|250                     PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPFPRCRALVKS 
                                   10        20        30        40 
 
      60        70        80                                        
AAD-12 VMAQGAVFSAEVVPAVGGRTC                                        
                                                                    
gi|250 QCAGGQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPG 
               50        60        70        80        90       100 
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 72.1  bits: 19.0 E():   49 
Smith-Waterman score: 50; 40.0% identity (72.0% similar) in 25 aa overlap (18-42:9-29) 
 
               10        20        30        40        50        60 
AAD-12 ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 
                        :::.....: .    :.:: .:: :                   
gi|144          MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMVDQIVKSLTTKKEL 
                        10            20        30        40        
 
               70        80                                         
AAD-12 MAQGAVFSAEVVPAVGGRTC                                         
                                                                    
gi|144 DPFKIEQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKIDTDGGAFAATLKLG 
        50        60        70        80        90       100        
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>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 72.0  bits: 19.3 E():   49 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (14-44:192-222) 
 
                                10        20        30         40   
AAD-12                  ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : : ..  
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
             50        60        70        80      
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC      
       .:                                          
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 72.0  bits: 19.3 E():   49 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (14-44:193-223) 
 
                                10        20        30         40   
AAD-12                  ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|180 CKYPEGTKVTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
            170       180       190       200        210       220  
 
             50        60        70        80      
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC      
       .:                                          
gi|180 RVDTPDKLTGPFTVRYTTEGGTKSEVEDVIPEGWKADTSYEAK 
             230       240       250       260     
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 71.9  bits: 17.9 E():   50 
Smith-Waterman score: 46; 26.9% identity (53.8% similar) in 52 aa overlap (25-74:8-56) 
 
               10        20        30        40        50           
AAD-12 ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY--M 
                               :: :.    .:.  ::..   .::. .  ..      
gi|166                  ATPTPTPKAAGSWCVPKPGVSDDQL---TGNINYACSQGIDCG 
                                10        20           30        40 
 
       60        70        80                                       
AAD-12 PVMAQGAVFSAEVVPAVGGRTC                                       
       :..  :: :  ..: :                                             
gi|166 PIQPGGACFEPNTVKAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGS 
               50        60        70        80        90       100 
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 71.8  bits: 19.3 E():   50 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (14-29:199-213) 
 
                                10        20        30        40    
AAD-12                  ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
            50        60        70        80       
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC       
                                                   
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 71.3  bits: 18.4 E():   54 
Smith-Waterman score: 48; 29.8% identity (47.4% similar) in 57 aa overlap (24-66:38-90) 
 
                      10        20        30           40        50 
AAD-12        ITFAKRFGAIERIGGGDIVAISNVKADGTVRQ---HSPAEWDDMMKVIVGNMA 
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                                     :.: . .:.    .:  ::.. ::    .: 
gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKVA---QA 
        10        20        30        40        50        60        
 
                          60        70        80                    
AAD-12 W-----------HADSTYMPVMAQGAVFSAEVVPAVGGRTC                    
       :           :.:      :::::.                                  
gi|148 WAETRTPDCSLIHSDRCG-ENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQI 
           70        80         90       100       110       120    
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 71.3  bits: 19.0 E():   54 
Smith-Waterman score: 53; 26.3% identity (54.4% similar) in 57 aa overlap (1-57:187-237) 
 
                                             10        20        30 
AAD-12                               ITFAKRFGAIERIGGGDIVAISNVKADGTV 
                                     :.. . .::: ::   ...     :.  :: 
gi|458 PNYLALLVKFVAGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGPFTV 
        160       170       180       190       200            210  
 
               40        50        60        70        80 
AAD-12 RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
       :  . .      : .. . .:.::. :                        
gi|458 RYTTEGGTKGEAKDVIPE-GWKADTCYESK                     
             220        230       240                     
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 71.1  bits: 19.3 E():   55 
Smith-Waterman score: 51; 35.7% identity (64.3% similar) in 28 aa overlap (50-77:23-49) 
 
      20        30        40        50        60        70          
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .. ::. : :. :   .  : ..::.::   
gi|663         MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGK 
                       10        20        30        40         50  
 
      80                                                            
AAD-12 C                                                            
                                                                    
gi|663 ATTDEQKLLEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILK 
              60        70        80        90       100       110  
 
>>gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=Major  (308 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 70.9  bits: 19.3 E():   56 
Smith-Waterman score: 51; 31.5% identity (53.7% similar) in 54 aa overlap (4-53:104-154) 
 
                                          10        20          30  
AAD-12                            ITFAKRFGAIERIGGGDIVAISNVKAD--GTVR 
                                     ::  : : ..  .  :: . ..:   : :: 
gi|249 PLPTPLRRTSSRSSRPPSPSPPRASSPTSAAKAPGLIPKLDTAYDVAYKAAEAHPRGQVR 
            80        90       100       110       120       130    
 
                40        50        60        70        80          
AAD-12 Q--HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC          
       .  : : .    ..::.: .  ::                                     
gi|249 RLRHCPHR---SLRVIAGALEVHAVKPATEEVLAAKIPTGELQIVDKIDAAFKIAATAAN 
           140          150       160       170       180       190 
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.6  bits: 19.0 E():   58 
Smith-Waterman score: 53; 26.3% identity (56.1% similar) in 57 aa overlap (1-57:209-259) 
 
                                             10        20        30 
AAD-12                               ITFAKRFGAIERIGGGDIVAISNVKADGTV 
                                     :.. . .::: ::   ...     :.  :: 
gi|158 NPNYLALLVKFSGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGPFTV 
      180       190       200       210       220            230    
 
               40        50        60        70        80 
AAD-12 RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
       :  . .      : .. . .:.::..:                        
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gi|158 RYTTEGGTKARAKDVIPE-GWKADTAYESK                     
           240       250        260                       
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.6  bits: 19.0 E():   58 
Smith-Waterman score: 54; 26.3% identity (56.1% similar) in 57 aa overlap (1-57:210-260) 
 
                                             10        20        30 
AAD-12                               ITFAKRFGAIERIGGGDIVAISNVKADGTV 
                                     :.. . .::: ::   ...     :.  :: 
gi|390 PNYLALLVKFVAGDGDVVAVDIKEKGKDKWIALKESWGAIWRIDTPEVL-----KGPFTV 
     180       190       200       210       220            230     
 
               40        50        60        70        80 
AAD-12 RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
       :  . .      : .. . .:.::..:                        
gi|390 RYTTEGGTKGEAKDVIPE-GWKADTAYESK                     
          240       250        260                        
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.5  bits: 17.9 E():   59 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (59-74:66-81) 
 
       30        40        50        60        70        80         
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC         
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS 
         100       110       120    
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 70.5  bits: 19.0 E():   60 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (14-29:198-212) 
 
                                10        20        30        40    
AAD-12                  ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
            50        60        70        80       
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC       
                                                   
gi|115 RKDSDKPIKGPITVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
        230       240       250       260          
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 70.5  bits: 19.0 E():   60 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (14-29:198-212) 
 
                                10        20        30        40    
AAD-12                  ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
            50        60        70        80       
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC       
                                                   
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
        230       240       250       260          
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 70.3  bits: 19.9 E():   61 
Smith-Waterman score: 53; 26.2% identity (57.4% similar) in 61 aa overlap (15-75:438-492) 
 
                               10        20        30        40     
AAD-12                 ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV 
                                     ::  .  ... :::  . :. ::    ..  
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gi|142 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHN-AE--TTVED 
       410       420       430       440       450          460     
 
           50        60        70        80 
AAD-12 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
        .:..   :....   .  ::..: :.  ::      
gi|142 RIGGIIDSAEKAFHKEL--GAIYS-EIKDAVSA    
          470       480          490        
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.1  bits: 17.9 E():   63 
Smith-Waterman score: 46; 27.6% identity (72.4% similar) in 29 aa overlap (5-33:99-127) 
 
                                         10        20        30     
AAD-12                           ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS 
                                     :.   :....: :.:. ..: .  .::..  
gi|121 FEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVTSVRSYK 
       70        80        90       100       110       120         
 
           40        50        60        70        80 
AAD-12 PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                                      
gi|121 RI                                             
      130                                             
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (53-77:27-50) 
 
             30        40        50        60        70        80   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC   
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (53-77:27-50) 
 
             30        40        50        60        70        80   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC   
                                     ::.  .: .:  :. .::.. . ::      
gi|134     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|134 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (53-77:27-50) 
 
             30        40        50        60        70        80   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC   
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEYTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (53-77:27-50) 
 
             30        40        50        60        70        80   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC   
                                     ::.  .: .:  :. .::.. . ::      
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gi|753     MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|753 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (53-77:27-50) 
 
             30        40        50        60        70        80   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC   
                                     ::.  .: .:  :. .::.. . ::      
gi|886     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|886 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIK 
          60        70        80        90       100       110      
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (53-77:27-50) 
 
             30        40        50        60        70        80   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC   
                                     ::.  .: .:  :. .::.. . ::      
gi|165     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|165 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 47; 40.0% identity (68.0% similar) in 25 aa overlap (53-77:27-50) 
 
             30        40        50        60        70        80   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC   
                                     ::.  .: .:  :: :.:.. . ::      
gi|602     MGVFTYEFEFTSVIPPARLYNAFVLDADNL-IPKIAPQAVKSTEILEGDGGVGTIK 
                   10        20        30         40        50      
 
gi|602 KINFGEGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (53-77:27-50) 
 
             30        40        50        60        70        80   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC   
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (53-77:27-50) 
 
             30        40        50        60        70        80   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC   
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
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>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (53-77:27-50) 
 
             30        40        50        60        70        80   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC   
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (14-54:110-157) 
 
                                10        20           30           
AAD-12                  ITFAKRFGAIERIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
         40        50        60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
         . ..... . .  :.:                           
gi|154 MAEKLLRAVESYLLAHTDEYN                        
     140       150       160                        
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 47; 35.0% identity (65.0% similar) in 20 aa overlap (58-77:31-50) 
 
        30        40        50        60        70        80        
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC        
                                     .: .:  :. : :.. . ::           
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICFD 
               10        20        30        40        50        60 
 
gi|132 EGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSISK 
               70        80        90       100       110       120 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (14-54:110-157) 
 
                                10        20           30           
AAD-12                  ITFAKRFGAIERIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
         40        50        60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
         . ..... . .  :.:                           
gi|154 MAEKLLRAVESYLLAHTDEYN                        
     140       150       160                        
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 69.6  bits: 19.0 E():   66 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (51-68:66-83) 
 
               30        40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
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>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 69.2  bits: 18.7 E():   70 
Smith-Waterman score: 49; 28.1% identity (53.1% similar) in 32 aa overlap (14-44:192-222) 
 
                                10        20        30         40   
AAD-12                  ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|168 CKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGDVVAV-DIKEKGKDKWTELKESWGAVW 
             170       180       190        200       210       220 
 
             50        60        70        80      
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC      
       ..                                          
gi|168 RIDTPDKLTGPFTVRYTTEGGTKSEFEDVIPEGWKADTSYSAK 
              230       240       250       260    
 
>>gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full=Polc  (85 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.9  bits: 17.1 E():   72 
Smith-Waterman score: 43; 36.6% identity (46.3% similar) in 41 aa overlap (5-45:17-54) 
 
                           10        20        30        40         
AAD-12             ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                       ::: :    : : : :    .:  :. . .: :   ::  :    
gi|144 MADDHPQDKAERERIFKRFDAN---GDGKISAAELGEALKTLGSITPDEVKHMMAEIDTD 
               10        20           30        40        50        
 
       50        60        70        80 
AAD-12 MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                        
gi|144 GDGFISFQEFTDFGRANRGLLKDVAKIF     
        60        70        80          
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.6  bits: 17.9 E():   75 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (53-77:27-50) 
 
             30        40        50        60        70        80   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC   
                                     ::.  .: .:  ::  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIK 
          60        70        80        90       100       110      
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.6  bits: 17.9 E():   75 
Smith-Waterman score: 46; 36.0% identity (64.0% similar) in 25 aa overlap (53-77:27-50) 
 
             30        40        50        60        70        80   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC   
                                     ::.  .: .:  :.  ::.. . ::      
gi|304     MGLYTFENEFTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|304 KITFGEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.6  bits: 17.9 E():   75 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (14-23:109-118) 
 
                                10        20        30        40    
AAD-12                  ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
            50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
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gi|534 KAEALFRAVESYLLAHSDAYN                 
      140       150                          
 
>>gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 68.6  bits: 17.6 E():   75 
Smith-Waterman score: 45; 27.1% identity (52.1% similar) in 48 aa overlap (13-59:15-62) 
 
                 10        20        30        40        50         
AAD-12   ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA-WHADSTY 
                     : :. . : . .  ::.:  .:    .   . :.: :. .:  .:  
gi|144 MSWQAYVDDHLMCEIEGNHLSAAAIIGQDGSVWAQSANFPQFKSEEITGIMSDFHEPGTL 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 MPVMAQGAVFSAEVVPAVGGRTC                                      
        :                                                           
gi|144 APTGLYIGGTKYMVIQGEPGAVIRGKKGPGGVTVKKTNQALIIGIYDEPMTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|77999277|gb|ABB16985.1| profilin-like protein [Sola  (131 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.6  bits: 17.6 E():   75 
Smith-Waterman score: 45; 27.2% identity (55.6% similar) in 81 aa overlap (13-79:15-93) 
 
                 10        20        30               40            
AAD-12   ITFAKRFGAIERIGGGDIVAISNVKADGTVR-------QHSPAEWDDMMKVIV--GNM 
                     : :. ... . :  ::::        : .: : . .:. ..  :.. 
gi|779 MSWQTYVDEHLLCEIEGNHLTSAAIVGQDGTVWAQSANFPQFKPEEISGIMNDFAEPGTL 
               10        20        30        40        50        60 
 
      50            60         70        80                         
AAD-12 A----WHADSTYMPVMAQ-GAVFSAEVVPAVGGRTC                         
       :    . . . :: .... :::. ..  :  :: :                          
gi|779 APTGLYLGGTKYMVIQGEPGAVIRGKKGP--GGITIKKTNQALIIGIYDEPMTPGQCNMI 
               70        80          90       100       110         
 
gi|779 VERLGDYLVEQGL 
      120       130  
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (15-55:111-158) 
 
                               10        20           30            
AAD-12                 ITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
        40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
        . ..... . .  :.:.                          
gi|116 GEALLRAVESYLLAHSDAYN                        
              150       160                        
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (53-77:27-50) 
 
             30        40        50        60        70        80   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC   
                                     ::.  .: .:  ::  ::.. . ::      
gi|880     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
gi|880 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVI 
          60        70        80        90       100       110      
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (56-77:29-50) 
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          30        40        50        60        70        80      
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC      
                                     : .: .:  :. :.: . . ::         
gi|400   MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
gi|400 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKIS 
       60        70        80        90       100       110         
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (15-55:111-158) 
 
                               10        20           30            
AAD-12                 ITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
        40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
        . ..... . .  :.:.                          
gi|116 GEALLRAVESYLLAHSDAYN                        
              150       160                        
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (15-55:111-158) 
 
                               10        20           30            
AAD-12                 ITFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDQEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
        40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
        . ..... . .  :.:.                          
gi|116 GEALLRAVESYLLAHSDAYN                        
              150       160                        
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (14-23:110-119) 
 
                                10        20        30        40    
AAD-12                  ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
            50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                             
gi|534 KAEALFRAVESYLLAHSDAYN                 
     140       150       160                 
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (53-77:27-50) 
 
             30        40        50        60        70        80   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC   
                                     ::.  .: .:  ::  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
gi|901 KITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
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 initn:  41 init1:  41 opt:  48  Z-score: 68.4  bits: 18.5 E():   77 
Smith-Waterman score: 48; 28.1% identity (53.1% similar) in 32 aa overlap (14-44:170-200) 
 
                                10        20        30         40   
AAD-12                  ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|283 CKYPEGTKVTFHVEKGSNPNYLALLVKYVNGDGDVVAV-DIKEKGKDKWIELKESWGAIW 
     140       150       160       170        180       190         
 
             50        60        70        80      
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC      
       ..                                          
gi|283 RIDTPDKLTGPFTVRYTTEGGTKTEAEDVIPEGWKADTSYESK 
      200       210       220       230       240  
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 68.2  bits: 18.5 E():   79 
Smith-Waterman score: 48; 31.2% identity (53.1% similar) in 32 aa overlap (14-44:177-207) 
 
                                10        20        30         40   
AAD-12                  ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|116 CKYPDGTKPTFHVEKGSNPNYLALLVKYIDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
        150       160       170       180        190       200      
 
             50        60        70        80      
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC      
       .:                                          
gi|116 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK 
         210       220       230       240         
 
>>gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliensis]   (205 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 68.2  bits: 18.2 E():   79 
Smith-Waterman score: 47; 21.1% identity (47.4% similar) in 76 aa overlap (9-76:49-124) 
 
                                     10        20         30        
AAD-12                       ITFAKRFGAIERIGGGDIVAI-SNVKADGTVRQHSPAE 
                                     :::.  .. .: . : .: .:  . .     
gi|577 ISGEIMQLHHQKHHQTYITNYNKALEQLNDAIEKGDSAAVVKLQSAIKFNGGGHVNHSIF 
       20        30        40        50        60        70         
 
        40               50        60        70        80           
AAD-12 WDDMMKVIVG-------NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC           
       : ..  :  :       ...:  :. .  .     ...:: :   :               
gi|577 WKNLAPVREGGGELPHGSLGWAIDADFGSLEKLIQLMNAEGVALQGSGWVWLALDKELKK 
       80        90       100       110       120       130         
 
gi|577 LVVETTANQDPLVTKGPTLVPLLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVY 
      140       150       160       170       180       190         
 
>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.1  bits: 18.2 E():   80 
Smith-Waterman score: 47; 36.0% identity (60.0% similar) in 25 aa overlap (55-79:17-41) 
 
           30        40        50        60        70        80     
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC     
                                     :.:.:  .   ::..:  :  .: :      
gi|510               MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLP 
                             10        20        30        40       
 
gi|510 VIRGKGGGIEFAKTETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHL 
         50        60        70        80        90       100       
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 68.0  bits: 18.2 E():   81 
Smith-Waterman score: 47; 23.1% identity (51.3% similar) in 39 aa overlap (21-55:147-185) 
 
                         10        20        30            40       
AAD-12           ITFAKRFGAIERIGGGDIVAISNVKADGTVRQH----SPAEWDDMMKVIV 
                                     ::.  .::.. .:    .   :    :.   
gi|613 ATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMHVGHYTQIVWAKTKKIGC 
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        120       130       140       150       160       170       
 
         50        60        70        80  
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC  
       : . .. :.                           
gi|613 GRIMFKEDNWNKHYLVCNYGPAGNVLGAQIYEIKK 
        180       190       200       210  
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.8  bits: 18.5 E():   83 
Smith-Waterman score: 48; 31.2% identity (53.1% similar) in 32 aa overlap (14-44:192-222) 
 
                                10        20        30         40   
AAD-12                  ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|386 CEYPKGTKVTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
             170       180       190        200       210       220 
 
             50        60        70        80      
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC      
       .:                                          
gi|386 RVDTPDKLTGPFTVRYTTEGGTKVEAEDVIPEGWKADTAYESK 
              230       240       250       260    
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.8  bits: 18.5 E():   83 
Smith-Waterman score: 48; 28.1% identity (53.1% similar) in 32 aa overlap (14-44:192-222) 
 
                                10        20        30         40   
AAD-12                  ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|117 CKYPEGTKVTFHVEKGSNPNYLALLVKYVNGDGDVVAV-DIKEKGKDKWIELKESWGAIW 
             170       180       190        200       210       220 
 
             50        60        70        80      
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC      
       ..                                          
gi|117 RIDTPDKLTGPFTVRYTTEGGTKTEAEDVIPEGWKADTSYESK 
              230       240       250       260    
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 48; 31.2% identity (53.1% similar) in 32 aa overlap (14-44:194-224) 
 
                                10        20        30         40   
AAD-12                  ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|117 CKYPDGTKPTFHVEKGSNPNYLALLVKYIDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
           170       180       190       200        210       220   
 
             50        60        70        80      
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC      
       .:                                          
gi|117 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK 
            230       240       250       260      
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 67.7  bits: 19.0 E():   85 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (51-68:56-73) 
 
               30        40        50        60        70        80 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 67.6  bits: 19.6 E():   85 
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Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (32-70:535-572) 
 
              10        20        30        40        50        60  
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
              70        80    
AAD-12 AQGAVFSAEVVPAVGGRTC    
        .:  :: :              
gi|331 KEGC-FSEEGPKLVAAAQAALV 
           570       580      
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.6  bits: 18.5 E():   85 
Smith-Waterman score: 48; 28.1% identity (53.1% similar) in 32 aa overlap (14-44:198-228) 
 
                                10        20        30         40   
AAD-12                  ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|249 CKYPDGTKPTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIELKESWGAIW 
       170       180       190       200        210       220       
 
             50        60        70        80      
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC      
       ..                                          
gi|249 RIDTPDKLTGPFTVRYTTEGGTKAEFEDVIPEGWKADTHDASK 
        230       240       250       260          
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 67.4  bits: 19.6 E():   88 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (32-70:558-595) 
 
              10        20        30        40        50        60  
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|668 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
       530       540       550       560       570       580        
 
              70        80    
AAD-12 AQGAVFSAEVVPAVGGRTC    
        .:  :: :              
gi|668 KEGC-FSEEGPKLVAAAQAALV 
       590        600         
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.2  bits: 17.6 E():   90 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (53-77:27-50) 
 
             30        40        50        60        70        80   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC   
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.2  bits: 17.6 E():   90 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (53-77:27-50) 
 
             30        40        50        60        70        80   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC   
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
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>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.2  bits: 17.6 E():   90 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (53-77:27-50) 
 
             30        40        50        60        70        80   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC   
                                     ::.  .: .:  :.  ::.. . ::      
gi|753     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTTK 
                   10        20        30         40        50      
 
gi|753 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.2  bits: 17.6 E():   90 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (53-77:27-50) 
 
             30        40        50        60        70        80   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC   
                                     ::.  .: .:  :.  ::.. . ::      
gi|425     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
gi|425 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.2  bits: 17.6 E():   90 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (53-77:27-50) 
 
             30        40        50        60        70        80   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC   
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (53-77:27-50) 
 
             30        40        50        60        70        80   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC   
                                     ::.  .: .:  :.  ::.. . ::      
gi|901     MGGYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (53-77:27-50) 
 
             30        40        50        60        70        80   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC   
                                     ::.  .: .:  :.  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 67.1  bits: 19.1 E():   91 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (51-68:56-73) 
 
               30        40        50        60        70        80 
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AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|2959898|emb|CAA73720.1| Profilin [Mercurialis annua  (133 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.0  bits: 17.4 E():   91 
Smith-Waterman score: 44; 28.8% identity (51.5% similar) in 66 aa overlap (15-66:19-84) 
 
                   10        20        30               40          
AAD-12     ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VG 
                         :  ..: : :  ::..  .:       : :   .:: .   : 
gi|295 MSWQTYVDDHLMCDIDGQGQHLAAASIVGHDGSIWAQSASFPQLKPEEITGIMKDFDEPG 
               10        20        30        40        50        60 
 
        50            60         70        80                       
AAD-12 NMA----WHADSTYMPVMAQ-GAVFSAEVVPAVGGRTC                       
       ..:    . : . :: .... :::                                     
gi|295 HLAPTGLYIAGTKYMVIQGESGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPGQCNMV 
               70        80        90       100       110       120 
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.9  bits: 17.1 E():   93 
Smith-Waterman score: 43; 35.3% identity (58.8% similar) in 17 aa overlap (1-17:37-53) 
 
                                             10        20        30 
AAD-12                               ITFAKRFGAIERIGGGDIVAISNVKADGTV 
                                     . ::  ::  . .: .:              
gi|191 LLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLA 
         10        20        30        40        50        60       
 
               40        50        60        70        80 
AAD-12 RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                                          
gi|191 RILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ     
         70        80        90       100       110       
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.9  bits: 17.1 E():   93 
Smith-Waterman score: 43; 35.3% identity (58.8% similar) in 17 aa overlap (1-17:37-53) 
 
                                             10        20        30 
AAD-12                               ITFAKRFGAIERIGGGDIVAISNVKADGTV 
                                     . ::  ::  . .: .:              
gi|730 LLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLA 
         10        20        30        40        50        60       
 
               40        50        60        70        80 
AAD-12 RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                                          
gi|730 RILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ     
         70        80        90       100       110       
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 17.4 E():   94 
Smith-Waterman score: 44; 16.0% identity (72.0% similar) in 25 aa overlap (41-65:12-36) 
 
               20        30        40        50        60        70 
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
                                     .. .... ..: ....  :. : :.      
gi|249                    MRTVSARSSVALVVIVAAVLVWTSSASVAPAPAPGSEETCG 
                                  10        20        30        40  
 
               80                                                   
AAD-12 VVPAVGGRTC                                                   
                                                                    
gi|249 TVVGALMPCLPFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDG 
              50        60        70        80        90       100  
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>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 17.4 E():   95 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (13-35:15-37) 
 
                 10        20        30        40        50         
AAD-12   ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 
                     : : .... . .  ::.:  .::                        
gi|100 MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKPEENAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 PVMAQGAVFSAEVVPAVGGRTC                                       
                                                                    
gi|100 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 66.7  bits: 18.2 E():   96 
Smith-Waterman score: 47; 46.7% identity (73.3% similar) in 15 aa overlap (14-28:181-194) 
 
                                10        20        30        40    
AAD-12                  ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : ::.::. ..:  :                
gi|168 CKYPDDTKPTFHVEKGSNPNYLAILVKYVDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
              160       170       180        190       200          
 
            50        60        70        80       
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC       
                                                   
gi|168 RIDTPDKLTGPFTVRYTTEGGTKSEVEDVIPEGWKADTSYSAK 
     210       220       230       240       250   
 
>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 66.6  bits: 18.8 E():   96 
Smith-Waterman score: 49; 30.3% identity (47.0% similar) in 66 aa overlap (7-64:49-109) 
 
                                       10         20                
AAD-12                         ITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|117 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
      30        40         50        60        70        80         
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC         
       .:    :  :  . .:  :::  .     ::..  :                         
gi|117 LRYG--ATRDRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
gi|117 VSNVIIHGLHLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 66.6  bits: 18.8 E():   96 
Smith-Waterman score: 49; 30.3% identity (47.0% similar) in 66 aa overlap (7-64:49-109) 
 
                                       10         20                
AAD-12                         ITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|493 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
      30        40         50        60        70        80         
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC         
       .:    :  :  . .:  :::  .     ::..  :                         
gi|493 LRYG--ATRDRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
gi|493 VSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
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>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 66.6  bits: 18.8 E():   96 
Smith-Waterman score: 49; 30.3% identity (47.0% similar) in 66 aa overlap (7-64:49-109) 
 
                                       10         20                
AAD-12                         ITFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|195 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
      30        40         50        60        70        80         
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC         
       .:    :  :  . .:  :::  .     ::..  :                         
gi|195 LRYG--ATRDRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
gi|195 VSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 66.6  bits: 18.5 E():   96 
Smith-Waterman score: 48; 25.7% identity (60.0% similar) in 35 aa overlap (10-40:81-115) 
 
                                    10            20        30      
AAD-12                      ITFAKRFGAIERIGGGDIV----AISNVKADGTVRQHSP 
                                     :  .: :...     :. .:  :.:..  : 
gi|324 NFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFP 
               60        70        80        90       100       110 
 
          40        50        60        70        80                
AAD-12 AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC                
       .:. .                                                        
gi|324 SEFGNDVDRSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASS 
              120       130       140       150       160       170 
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 66.6  bits: 19.1 E():   96 
Smith-Waterman score: 50; 47.4% identity (63.2% similar) in 19 aa overlap (3-21:120-138) 
 
                                           10        20        30   
AAD-12                             ITFAKRFGAIERIGGGDIVAISNVKADGTVRQ 
                                     :  :   :.:.  :::.::            
gi|259 GEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIAIPAGVAHWCYNE 
      90       100       110       120       130       140          
 
             40        50        60        70        80             
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC             
                                                                    
gi|259 GNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGRNLFSGFDTELLA 
     150       160       170       180       190       200          
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 66.3  bits: 18.2 E():   99 
Smith-Waterman score: 47; 46.7% identity (73.3% similar) in 15 aa overlap (14-28:192-205) 
 
                                10        20        30        40    
AAD-12                  ITFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : ::.::. ..:  :                
gi|752 CKYPDGTKPTFHVEKASNPNYLAILVKYVDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
             170       180       190        200       210       220 
 
            50        60        70        80       
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC       
                                                   
gi|752 RIDTPDKLTGPFTVRYTTEGGTKSEVEDVIPEGWKADTSYSAK 
              230       240       250       260    
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 66.3  bits: 18.2 E():   99 
Smith-Waterman score: 51; 22.8% identity (57.9% similar) in 57 aa overlap (1-57:210-260) 
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                                             10        20        30 
AAD-12                               ITFAKRFGAIERIGGGDIVAISNVKADGTV 
                                     : . . .::. ::   : .. .   .  :. 
gi|126 PNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPDKLT-GPFTVRYTT 
     180       190       200       210       220        230         
 
               40        50        60        70        80 
AAD-12 RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
       .  . .:..:..       .:.::..:                        
gi|126 EGGTKSEFEDVIP-----EGWKADTSYSAK                     
      240       250            260                        
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:39 2011 done: Fri Jan 21 00:02:39 2011 
 Total Scan time:  0.070 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 59  - 138 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     1     0:= 
  28     1     0:= 
  30     6     2:*= 
  32    15     8:==*== 
  34    21    22:=======* 
  36    65    44:==============*======= 
  38    71    73:========================* 
  40    87   102:=============================    * 
  42   136   125:=========================================*==== 
  44   180   138:=============================================*============== 
  46   140   140:==============================================* 
  48   142   134:============================================*=== 
  50   105   122:===================================     * 
  52    60   108:====================               * 
  54    60    92:====================          * 
  56    58    77:====================     * 
  58    41    63:==============      * 
  60    83    51:================*=========== 
  62    41    41:=============* 
  64    41    33:==========*=== 
  66    36    26:========*=== 
  68    23    20:======*= 
  70    25    16:=====*=== 
  72    17    12:===*== 
  74     4    10:== * 
  76    12     8:==*= 
  78     7     6:=*= 
  80     1     5:=* 
  82     6     3:*= 
  84     1     3:* 
  86     0     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
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  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.15910.00358; mu= 6.8615 0.186 
 mean_var=49.228914.517, 0's: 2 Z-trim: 2  B-trim: 11 in 1/43 
 Lambda= 0.182795 
 Kolmogorov-Smirnov  statistic: 0.0527 (N=27) at  48 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   67 23.4     1.1 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   65 22.9     1.5 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   57 20.8      10 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   61 21.9      11 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   60 21.6      12 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   59 21.4      12 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   61 21.9      13 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   56 20.5      13 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   55 20.3      15 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   61 21.9      15 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   54 20.0      18 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   58 21.1      20 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   58 21.1      20 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   58 21.1      20 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   50 18.9      24 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   57 20.9      24 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   57 20.9      24 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   51 19.2      24 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   51 19.2      24 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   51 19.2      24 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   51 19.2      24 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 19.5      26 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   52 19.5      26 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   52 19.5      26 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   52 19.5      26 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   49 18.6      26 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   56 20.6      29 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   44 17.2      30 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 20.3      30 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   50 18.9      31 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   50 18.9      37 
gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pach ( 199)   51 19.2      38 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   53 19.8      39 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 16.2      42 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 16.2      42 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   55 20.4      43 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   53 19.8      44 
gi|34851174|gb|AAP15199.1| profilin-like protein [ ( 131)   48 18.4      44 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   48 18.4      44 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   48 18.4      44 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   48 18.4      44 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   48 18.4      44 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   51 19.2      45 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 19.2      47 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 18.4      49 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 19.0      49 
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gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   51 19.3      49 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   51 19.3      50 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   46 17.9      50 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 19.3      51 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   48 18.4      54 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   50 19.0      54 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   51 19.3      56 
gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=M ( 308)   51 19.3      57 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   52 19.5      57 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   52 19.5      57 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   52 19.5      57 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   50 19.0      59 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   50 19.0      59 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 17.9      60 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 19.0      60 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 19.0      60 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   53 19.8      62 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   46 17.9      63 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   47 18.2      64 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   47 18.2      64 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   47 18.2      64 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   47 18.2      64 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   47 18.2      64 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   47 18.2      64 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   47 18.2      64 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   47 18.2      64 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   47 18.2      64 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   47 18.2      64 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   47 18.2      64 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   47 18.2      64 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 19.0      67 
gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   48 18.4      68 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 18.7      71 
gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full= (  85)   43 17.1      73 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   46 17.9      76 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 17.9      76 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   46 17.9      76 
gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full= ( 131)   45 17.6      76 
gi|77999277|gb|ABB16985.1| profilin-like protein [ ( 131)   45 17.6      76 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   49 18.7      76 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 17.9      76 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 17.9      76 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   46 17.9      76 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 17.9      76 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   46 17.9      76 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 17.9      76 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 17.9      76 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   48 18.5      78 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   48 18.5      80 
gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliens ( 205)   47 18.2      80 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   47 18.2      82 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   48 18.5      84 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   48 18.5      84 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   48 18.5      85 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 19.0      86 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   48 18.5      86 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   52 19.6      86 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   52 19.6      89 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   45 17.6      91 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   45 17.6      91 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   45 17.6      91 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   45 17.6      91 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   45 17.6      91 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   45 17.6      91 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   45 17.6      91 
gi|2959898|emb|CAA73720.1| Profilin [Mercurialis a ( 133)   44 17.4      92 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 19.0      92 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   44 17.4      95 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   44 17.4      96 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   47 18.2      97 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   48 18.5      98 
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gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   50 19.0      98 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  67  Z-score: 102.1  bits: 23.4 E():  1.1 
Smith-Waterman score: 67; 40.0% identity (63.3% similar) in 30 aa overlap (25-54:30-56) 
 
                    10        20        30        40        50      
AAD-12      TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. : :   ::. :.. :  
gi|126 TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTK--KGNL-WEVKSA 
               10        20        30        40          50         
 
          60        70        80                
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCF                
                                                
gi|126 KPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
        60        70        80        90        
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  65  Z-score: 99.3  bits: 22.9 E():  1.5 
Smith-Waterman score: 65; 35.5% identity (64.5% similar) in 31 aa overlap (25-55:30-57) 
 
                    10        20        30        40        50      
AAD-12      TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. . :   ::. :.. :. 
gi|144 VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKSS 
               10        20        30        40          50         
 
          60        70        80               
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCF               
                                               
gi|144 KPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
        60        70        80        90       
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 84.1  bits: 20.8 E():   10 
Smith-Waterman score: 57; 41.4% identity (69.0% similar) in 29 aa overlap (48-76:23-50) 
 
        20        30        40        50        60        70        
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: :::.: . ::  
gi|444         MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGV 
                       10        20         30        40        50  
 
        80                                                          
AAD-12 TCF                                                          
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  49 init1:  49 opt:  61  Z-score: 83.5  bits: 21.9 E():   11 
Smith-Waterman score: 61; 22.4% identity (57.9% similar) in 76 aa overlap (2-75:103-177) 
 
                                             10        20        30 
AAD-12                              TFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|309 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
               40        50         60        70        80          
AAD-12 QHSPAEWDDMMKVIVGNMAWHAD-STYMPVMAQGAVFSAEVVPAVGGRTCF          
       .: :: ::   : .. .. ...  ..     : ::. .:... :.:               
gi|309 DHPPASWDWRKKGVITQVKYQGGCGSGWAFSATGAIEAAHAI-ATGDLVSLSEQELVDCV 
            140       150       160       170        180       190  
 
gi|309 EESEGCYNGWHYQSFEWVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSD 
             200       210       220       230       240       250  
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 83.2  bits: 21.6 E():   12 
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Smith-Waterman score: 60; 21.4% identity (61.4% similar) in 70 aa overlap (10-77:265-327) 
 
                                    10        20        30          
AAD-12                      TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD 
                                     :..: :..:     ...: .. ..::. .  
gi|170 HSVVHSIIMQQQQQQQQQQGIDIFLPLSQHEQVGQGSLV-----QGQGIIQPQQPAQLEA 
          240       250       260       270            280          
 
      40        50          60        70        80 
AAD-12 MMKVIVGNMAWHADSTYMP--VMAQGAVFSAEVVPAVGGRTCF 
       . .... ..    . .:.:     . : : : .: ..::.    
gi|170 IRSLVLQTLPSMCN-VYVPPECSIMRAPF-ASIVAGIGGQ    
     290       300        310        320           
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  57 init1:  57 opt:  59  Z-score: 82.9  bits: 21.4 E():   12 
Smith-Waterman score: 59; 17.6% identity (55.9% similar) in 68 aa overlap (10-77:217-279) 
 
                                    10        20        30          
AAD-12                      TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD 
                                     ...: : .:     ...: .. ..::. .  
gi|106 IHSIVHSIIMQQEQQEQRQGVQILVPLSQQQQVGQGTLV-----QGQGIIQPQQPAQLEV 
        190       200       210       220            230       240  
 
      40        50        60        70        80 
AAD-12 MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF 
       . . .. ..:   .    :  .   .  : .: ..::.    
gi|106 IRSSVLQTLATMCNVYVPPYCSTIRAPFASIVAGIGGQ    
             250       260       270             
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  61  Z-score: 82.8  bits: 21.9 E():   13 
Smith-Waterman score: 61; 34.4% identity (59.0% similar) in 61 aa overlap (24-79:89-147) 
 
                      10        20         30        40        50   
AAD-12        TFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .  :. . ..:  . 
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLT 
       60        70        80        90       100        110        
 
                60        70         80                             
AAD-12 DSTYMP---VMAQGAVFSAEVVPAVGGRT-CF                             
       : . :    . .::  . :    .:.::: :                              
gi|114 DFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPE 
        120       130       140       150       160       170       
 
gi|114 FHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSN 
        180       190       200       210       220       230       
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 82.7  bits: 20.5 E():   13 
Smith-Waterman score: 56; 40.0% identity (68.0% similar) in 25 aa overlap (52-76:27-50) 
 
              30        40        50        60        70        80  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF  
                                     ::.  .: .:  :. :::.. . ::      
gi|165     MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|165 KITFGEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSIL 
          60        70        80        90       100       110      
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 81.4  bits: 20.3 E():   15 
Smith-Waterman score: 55; 32.4% identity (58.8% similar) in 34 aa overlap (33-60:114-147) 
 
             10        20        30        40            50         
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV----GNMAWHA--DSTY 
                                     :::. :.. : .:    :   : .  .:.. 
gi|250 EVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSW 
            90       100       110       120       130       140    
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         60        70        80 
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCF 
        ::.                     
gi|250 APVLDFVFSTLKNEL          
           150                  
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  61  Z-score: 81.3  bits: 21.9 E():   15 
Smith-Waterman score: 61; 34.4% identity (59.0% similar) in 61 aa overlap (24-79:119-177) 
 
                      10        20         30        40        50   
AAD-12        TFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .  :. . ..:  . 
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLT 
       90       100       110       120       130        140        
 
                60        70         80                             
AAD-12 DSTYMP---VMAQGAVFSAEVVPAVGGRT-CF                             
       : . :    . .::  . :    .:.::: :                              
gi|476 DFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPE 
        150       160       170       180       190       200       
 
gi|476 FHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSN 
        210       220       230       240       250       260       
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 79.9  bits: 20.0 E():   18 
Smith-Waterman score: 54; 37.9% identity (69.0% similar) in 29 aa overlap (48-76:23-50) 
 
        20        30        40        50        60        70        
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: .::.: . ::  
gi|444         MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGV 
                       10        20         30        40        50  
 
        80                                                          
AAD-12 TCF                                                          
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 79.2  bits: 21.1 E():   20 
Smith-Waterman score: 58; 22.4% identity (55.3% similar) in 76 aa overlap (2-75:103-177) 
 
                                             10        20        30 
AAD-12                              TFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|129 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
               40        50         60        70        80          
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTY-MPVMAQGAVFSAEVVPAVGGRTCF          
       .: :: ::   : .. .. ...         : ::. .:... :.:               
gi|129 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAI-ATGDLVSLSEQELVDCV 
            140       150       160       170        180       190  
 
gi|129 EESEGSYNGWQYQSFEWVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSD 
             200       210       220       230       240       250  
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 79.2  bits: 21.1 E():   20 
Smith-Waterman score: 58; 22.4% identity (55.3% similar) in 76 aa overlap (2-75:103-177) 
 
                                             10        20        30 
AAD-12                              TFAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|119 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
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               40        50         60        70        80          
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTY-MPVMAQGAVFSAEVVPAVGGRTCF          
       .: :: ::   : .. .. ...         : ::. .:... :.:               
gi|119 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAI-ATGDLVSLSEQELVDCV 
            140       150       160       170        180       190  
 
gi|119 EESEGSYNGWQYQSFEWVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSD 
             200       210       220       230       240       250  
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 79.1  bits: 21.1 E():   20 
Smith-Waterman score: 58; 25.0% identity (58.3% similar) in 48 aa overlap (21-68:262-309) 
 
                         10        20        30        40        50 
AAD-12           TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|169 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
               60        70        80                               
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCF                               
       .: :.::  .  ..::.:                                           
gi|169 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 77.7  bits: 18.9 E():   24 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (13-28:29-43) 
 
                               10        20        30        40     
AAD-12                 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI 
                                   : :::::. ..:  :.                 
gi|105 CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIWRK 
               10        20        30         40        50          
 
           50        60        70        80     
AAD-12 VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF     
                                                
gi|105 DSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
      60        70        80        90          
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 77.7  bits: 20.9 E():   24 
Smith-Waterman score: 57; 25.0% identity (58.3% similar) in 48 aa overlap (21-68:262-309) 
 
                         10        20        30        40        50 
AAD-12           TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
               60        70        80                               
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCF                               
       .: :.::  .  ..::.:                                           
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 77.7  bits: 20.9 E():   24 
Smith-Waterman score: 57; 25.0% identity (58.3% similar) in 48 aa overlap (21-68:262-309) 
 
                         10        20        30        40        50 
AAD-12           TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
               60        70        80                               
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCF                               
       .: :.::  .  ..::.:                                           
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 1767



 

 

             300       310       320       330       340       350  
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 77.6  bits: 19.2 E():   24 
Smith-Waterman score: 51; 36.7% identity (53.3% similar) in 30 aa overlap (25-54:55-82) 
 
                     10        20        30        40        50     
AAD-12       TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
           60        70        80               
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCF               
                                                
gi|400 EEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
             90       100       110       120   
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 77.6  bits: 19.2 E():   24 
Smith-Waterman score: 51; 36.7% identity (53.3% similar) in 30 aa overlap (25-54:55-82) 
 
                     10        20        30        40        50     
AAD-12       TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
           60        70        80               
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCF               
                                                
gi|400 EEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
             90       100       110       120   
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 77.6  bits: 19.2 E():   24 
Smith-Waterman score: 51; 36.7% identity (53.3% similar) in 30 aa overlap (25-54:55-82) 
 
                     10        20        30        40        50     
AAD-12       TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|117 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
           60        70        80               
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCF               
                                                
gi|117 EEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
             90       100       110       120   
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 77.6  bits: 19.2 E():   24 
Smith-Waterman score: 51; 36.7% identity (53.3% similar) in 30 aa overlap (25-54:55-82) 
 
                     10        20        30        40        50     
AAD-12       TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
           60        70        80               
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCF               
                                                
gi|400 EEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
             90       100       110       120   
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 77.1  bits: 19.5 E():   26 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (52-76:27-50) 
 
              30        40        50        60        70        80  
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AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF  
                                     ::.  .: .:  :: :::.. . ::      
gi|602     MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
gi|602 KINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 77.1  bits: 19.5 E():   26 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (52-76:27-50) 
 
              30        40        50        60        70        80  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF  
                                     ::.  .: .:  :: :::.. . ::      
gi|131     MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
gi|131 KINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 77.1  bits: 19.5 E():   26 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (52-76:27-50) 
 
              30        40        50        60        70        80  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF  
                                     ::.  .: .:  :: :::.. . ::      
gi|279     MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
gi|279 KINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 77.0  bits: 19.5 E():   26 
Smith-Waterman score: 52; 37.9% identity (69.0% similar) in 29 aa overlap (48-76:23-50) 
 
        20        30        40        50        60        70        
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: .::.: . ::  
gi|444         MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGV 
                       10        20         30        40        50  
 
        80                                                          
AAD-12 TCF                                                          
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 76.9  bits: 18.6 E():   26 
Smith-Waterman score: 49; 32.3% identity (58.1% similar) in 31 aa overlap (28-56:35-64) 
 
                  10        20        30          40        50      
AAD-12    TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE--WDDMMKVIVGNMAWHADST 
                                     : . ..::.  :: .  : .   .: ::.  
gi|323 QTCAGNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKP 
           10        20        30        40         50        60    
 
          60        70        80    
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCF    
       :                            
gi|323 YSWRYGWTAFCGPAGPRCLRTNAAVTVR 
            70        80        90  
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 76.2  bits: 20.6 E():   29 
Smith-Waterman score: 56; 25.0% identity (58.3% similar) in 48 aa overlap (21-68:262-309) 
 
                         10        20        30        40        50 
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AAD-12           TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|158 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQLT 
             240       250       260       270       280       290  
 
               60        70        80                               
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCF                               
       .: :.::  .  ..::.:                                           
gi|158 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.0  bits: 17.2 E():   30 
Smith-Waterman score: 44; 35.0% identity (70.0% similar) in 20 aa overlap (2-21:19-38) 
 
                                10        20        30        40    
AAD-12                  TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV 
                         .: .. :. :. ::: .. :                       
gi|217 LVSVEHQAARLKVAKAQQLAAQLPAMCRLEGGDALSASQ                      
               10        20        30                               
 
            50        60        70        80 
AAD-12 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 75.8  bits: 20.3 E():   30 
Smith-Waterman score: 55; 30.6% identity (58.3% similar) in 36 aa overlap (35-70:155-190) 
 
           10        20        30        40        50        60     
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :   . ..::.:..  :: .     .  :: 
gi|249 QLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA 
          130       140       150       160       170       180     
 
           70        80                                             
AAD-12 VFSAEVVPAVGGRTCF                                             
       . .:::                                                       
gi|249 IPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTL 
          190       200       210       220       230       240     
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.5  bits: 18.9 E():   31 
Smith-Waterman score: 50; 28.1% identity (59.4% similar) in 32 aa overlap (43-74:11-42) 
 
             20        30        40        50        60        70   
AAD-12 GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                                     ::.. .:: ...   :. : :    ..::  
gi|249                     MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQ 
                                   10        20        30        40 
 
             80                                                     
AAD-12 AVGGRTCF                                                     
        .                                                           
gi|249 DIMPCLHFVKGEEKEPSKECCSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVA 
               50        60        70        80        90       100 
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.2  bits: 18.9 E():   37 
Smith-Waterman score: 50; 31.0% identity (55.2% similar) in 29 aa overlap (57-80:31-59) 
 
         30        40        50        60        70             80  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCF  
                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICFD 
               10        20        30        40        50        60 
 
gi|132 EGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSISK 
               70        80        90       100       110       120 
 
>>gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pachycon  (199 aa) 
 initn:  40 init1:  40 opt:  51  Z-score: 74.0  bits: 19.2 E():   38 
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Smith-Waterman score: 51; 25.0% identity (53.3% similar) in 60 aa overlap (9-66:97-148) 
 
                                     10        20        30         
AAD-12                       TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD 
                                     .::   :. .:.:.  : :      : . . 
gi|169 MPDLTWDNELAAIAQRWVNQCKIGHDGCRNVERYQVGQNIAMSGSTAKG------PCNMN 
         70        80        90       100       110             120 
 
       40          50        60        70        80                 
AAD-12 DMMKVIVG--NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF                 
       ..... ..  :    :: . ::  ..:  :                               
gi|169 NLVQMWINEVNALNAADVSSMP--SDGNYFMKIGHYTQLVWGKTTKVGCGIIQFLDGKFY 
              130       140         150       160       170         
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 73.8  bits: 19.8 E():   39 
Smith-Waterman score: 53; 30.6% identity (58.3% similar) in 36 aa overlap (43-77:16-51) 
 
             20        30        40         50        60        70  
AAD-12 GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA-WHADSTYMPVMAQGAVFSAEVV 
                                     ...:  : . ::. : :. :   .  : .  
gi|441                MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATP 
                              10        20        30        40      
 
              80                                                    
AAD-12 PAVGGRTCF                                                    
        :.::.                                                       
gi|441 AAAGGKATTDEQKLLEDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKA 
          50        60        70        80        90       100      
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.3  bits: 16.2 E():   42 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (50-56:19-25) 
 
      20        30        40        50        60        70          
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.::..:                        
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE                       
                           10        20                             
 
      80 
AAD-12 F 
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.3  bits: 16.2 E():   42 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (50-56:19-25) 
 
      20        30        40        50        60        70          
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.::..:                        
gi|320             YTTEGGTKAEAEDVIPEGWKADTSYE                       
                           10        20                             
 
      80 
AAD-12 F 
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  44 init1:  44 opt:  55  Z-score: 73.0  bits: 20.4 E():   43 
Smith-Waterman score: 55; 24.2% identity (56.5% similar) in 62 aa overlap (14-74:438-492) 
 
                                10        20        30         40   
AAD-12                  TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSP-AEWDDMMK 
                                     ::  .  ... :::  . :.  .  .: .  
gi|796 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHNAETTVEDRIG 
       410       420       430       440       450       460        
 
             50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF 
       .:. .    :....   .  ::..: :.  ::       
gi|796 IIIDS----AEKAFHKEL--GAIYS-EIKDAVSV     
       470           480          490         
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>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 72.9  bits: 19.8 E():   44 
Smith-Waterman score: 53; 22.9% identity (58.3% similar) in 48 aa overlap (18-63:223-270) 
 
                            10        20         30        40       
AAD-12              TFAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKV-IV 
                                     : . ..  ::   ..:.  :..  ..  :. 
gi|729 EGVLSRKVPSHLTLETPRVKMNMKYDRYAPVKVFKLDYDGIHFEKHTDIEYEPGVRYKII 
            200       210       220       230       240       250   
 
          50        60        70        80                          
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF                          
       ::   . :. .. . .::                                           
gi|729 GNGKLKDDGRHYSIDVQGIPRKAFNLDADLMDFKLKVSKPEDSNKAQFSYTFNEYTETEE 
            260       270       280       290       300       310   
 
>>gi|34851174|gb|AAP15199.1| profilin-like protein [Humu  (131 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.8  bits: 18.4 E():   44 
Smith-Waterman score: 48; 29.6% identity (51.9% similar) in 81 aa overlap (12-78:15-93) 
 
                  10        20        30               40           
AAD-12    TFAKRFGAIERIGGGDIVAISNVKADGTVR-------QHSPAEWDDMMKVIV--GNM 
                     : :  ..: . .  ::.:        : .: :   .:: .   :.. 
gi|348 MSWQAYVDDHLMCEIDGQHLTAAAIIGHDGSVWAQSSTFPQFKPEEIAAIMKDFEEPGSL 
               10        20        30        40        50        60 
 
          50         60         70        80                        
AAD-12 A---WHADST-YMPVMA-QGAVFSAEVVPAVGGRTCF                        
       :    :  .  :: .:. ::::. ..   ..:: :                          
gi|348 APTGLHLGGIKYMVIMGEQGAVIRGK--KGAGGITVKKTGAAMIIGIYDEPLTPGQCNMI 
               70        80          90       100       110         
 
gi|348 VERLGDYLIDQNL 
      120       130  
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.8  bits: 18.4 E():   44 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (12-63:15-79) 
 
                  10        20        30               40           
AAD-12    TFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|288 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
          50         60        70        80                         
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTCF                         
       :    :  .: :: ....:                                          
gi|288 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.8  bits: 18.4 E():   44 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (12-63:15-79) 
 
                  10        20        30               40           
AAD-12    TFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|218 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
          50         60        70        80                         
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTCF                         
       :    :  .: :: ....:                                          
gi|218 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.8  bits: 18.4 E():   44 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (12-63:15-79) 
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                  10        20        30               40           
AAD-12    TFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|144 MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
          50         60        70        80                         
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTCF                         
       :    :  .: :: ....:                                          
gi|144 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.8  bits: 18.4 E():   44 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (12-63:15-79) 
 
                  10        20        30               40           
AAD-12    TFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|604 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
          50         60        70        80                         
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTCF                         
       :    :  .: :: ....:                                          
gi|604 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 72.6  bits: 19.2 E():   45 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (13-43:169-199) 
 
                                 10        20        30         40  
AAD-12                   TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|331 CKYPEGTKLTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
      140       150       160       170        180       190        
 
              50        60        70        80     
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF     
       .:                                          
gi|331 RVDTPDKLTGPFTVRYTTEGGTKSEVEDVIPEGWKADTSYEAK 
       200       210       220       230       240 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 72.3  bits: 19.2 E():   47 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (13-28:181-195) 
 
                                 10        20        30        40   
AAD-12                   TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
             50        60        70        80      
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF      
                                                   
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 72.0  bits: 18.4 E():   49 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (21-37:2-19) 
 
               10        20         30        40        50          
AAD-12 TFAKRFGAIERIGGGDIVAISNVKAD-GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPV 
                           ..: .: :.. ..::.::                       
gi|250                    PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPFPRCRALVKSQ 
                                  10        20        30        40  
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      60        70        80                                        
AAD-12 MAQGAVFSAEVVPAVGGRTCF                                        
                                                                    
gi|250 CAGGQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGC 
              50        60        70        80        90       100  
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 72.0  bits: 19.0 E():   49 
Smith-Waterman score: 50; 40.0% identity (72.0% similar) in 25 aa overlap (17-41:9-29) 
 
               10        20        30        40        50        60 
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                       :::.....: .    :.:: .:: :                    
gi|144         MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMVDQIVKSLTTKKELD 
                       10            20        30        40         
 
               70        80                                         
AAD-12 AQGAVFSAEVVPAVGGRTCF                                         
                                                                    
gi|144 PFKIEQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKIDTDGGAFAATLKLGD 
       50        60        70        80        90       100         
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 71.9  bits: 19.3 E():   49 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (13-43:192-222) 
 
                                 10        20        30         40  
AAD-12                   TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : : ..  
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
              50        60        70        80     
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF     
       .:                                          
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 71.9  bits: 19.3 E():   50 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (13-43:193-223) 
 
                                 10        20        30         40  
AAD-12                   TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|180 CKYPEGTKVTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
            170       180       190       200        210       220  
 
              50        60        70        80     
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF     
       .:                                          
gi|180 RVDTPDKLTGPFTVRYTTEGGTKSEVEDVIPEGWKADTSYEAK 
             230       240       250       260     
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 71.8  bits: 17.9 E():   50 
Smith-Waterman score: 46; 26.9% identity (53.8% similar) in 52 aa overlap (24-73:8-56) 
 
               10        20        30        40        50           
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY--MP 
                              :: :.    .:.  ::..   .::. .  ..     : 
gi|166                 ATPTPTPKAAGSWCVPKPGVSDDQL---TGNINYACSQGIDCGP 
                               10        20           30        40  
 
       60        70        80                                       
AAD-12 VMAQGAVFSAEVVPAVGGRTCF                                       
       ..  :: :  ..: :                                              
gi|166 IQPGGACFEPNTVKAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
              50        60        70        80        90       100  
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
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 initn:  42 init1:  42 opt:  51  Z-score: 71.7  bits: 19.3 E():   51 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (13-28:199-213) 
 
                                 10        20        30        40   
AAD-12                   TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
             50        60        70        80      
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF      
                                                   
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 48; 29.8% identity (47.4% similar) in 57 aa overlap (23-65:38-90) 
 
                       10        20        30           40          
AAD-12         TFAKRFGAIERIGGGDIVAISNVKADGTVRQ---HSPAEWDDMMKVIVGNMA 
                                     :.: . .:.    .:  ::.. ::    .: 
gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKVA---QA 
        10        20        30        40        50        60        
 
      50                   60        70        80                   
AAD-12 W-----------HADSTYMPVMAQGAVFSAEVVPAVGGRTCF                   
       :           :.:      :::::.                                  
gi|148 WAETRTPDCSLIHSDRCG-ENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQI 
           70        80         90       100       110       120    
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 71.2  bits: 19.0 E():   54 
Smith-Waterman score: 50; 28.1% identity (56.2% similar) in 32 aa overlap (13-43:169-199) 
 
                                 10        20        30         40  
AAD-12                   TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|458 CKYPEGTKVTFHVEKGSNPNYLALLVKFVAGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
      140       150       160       170        180       190        
 
              50        60        70        80     
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF     
       ..                                          
gi|458 RIDTPEVLKGPFTVRYTTEGGTKGEAKDVIPEGWKADTCYESK 
       200       210       220       230       240 
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 70.9  bits: 19.3 E():   56 
Smith-Waterman score: 51; 35.7% identity (64.3% similar) in 28 aa overlap (49-76:23-49) 
 
       20        30        40        50        60        70         
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .. ::. : :. :   .  : ..::.::   
gi|663         MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGK 
                       10        20        30        40         50  
 
       80                                                           
AAD-12 CF                                                           
                                                                    
gi|663 ATTDEQKLLEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILK 
              60        70        80        90       100       110  
 
>>gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=Major  (308 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 70.8  bits: 19.3 E():   57 
Smith-Waterman score: 51; 31.5% identity (53.7% similar) in 54 aa overlap (3-52:104-154) 
 
                                           10        20          30 
AAD-12                             TFAKRFGAIERIGGGDIVAISNVKAD--GTVR 
                                     ::  : : ..  .  :: . ..:   : :: 
gi|249 PLPTPLRRTSSRSSRPPSPSPPRASSPTSAAKAPGLIPKLDTAYDVAYKAAEAHPRGQVR 
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            80        90       100       110       120       130    
 
                 40        50        60        70        80         
AAD-12 Q--HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF         
       .  : : .    ..::.: .  ::                                     
gi|249 RLRHCPHR---SLRVIAGALEVHAVKPATEEVLAAKIPTGELQIVDKIDAAFKIAATAAN 
           140          150       160       170       180       190 
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  41 init1:  41 opt:  52  Z-score: 70.8  bits: 19.5 E():   57 
Smith-Waterman score: 52; 29.9% identity (47.1% similar) in 87 aa overlap (6-80:49-130) 
 
                                        10         20               
AAD-12                          TFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|195 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
       30        40         50        60            70        80    
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQG-AVFS---AEVVPAVGGRTCF    
       .:    :  :  . .:  :::  .     ::..  :  .:.   :.:  . ::   :    
gi|195 LRYG--ATRDRPLWIIFSGNMNIKLK---MPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
gi|195 VSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  41 init1:  41 opt:  52  Z-score: 70.8  bits: 19.5 E():   57 
Smith-Waterman score: 52; 29.9% identity (47.1% similar) in 87 aa overlap (6-80:49-130) 
 
                                        10         20               
AAD-12                          TFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|117 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
       30        40         50        60            70        80    
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQG-AVFS---AEVVPAVGGRTCF    
       .:    :  :  . .:  :::  .     ::..  :  .:.   :.:  . ::   :    
gi|117 LRYG--ATRDRPLWIIFSGNMNIKLK---MPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
gi|117 VSNVIIHGLHLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  41 init1:  41 opt:  52  Z-score: 70.8  bits: 19.5 E():   57 
Smith-Waterman score: 52; 29.9% identity (47.1% similar) in 87 aa overlap (6-80:49-130) 
 
                                        10         20               
AAD-12                          TFAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|493 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
       30        40         50        60            70        80    
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQG-AVFS---AEVVPAVGGRTCF    
       .:    :  :  . .:  :::  .     ::..  :  .:.   :.:  . ::   :    
gi|493 LRYG--ATRDRPLWIIFSGNMNIKLK---MPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
gi|493 VSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.5  bits: 19.0 E():   59 
Smith-Waterman score: 50; 28.1% identity (56.2% similar) in 32 aa overlap (13-43:191-221) 
 
                                 10        20        30         40  
AAD-12                   TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
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                                     : ::.::. ..:  :  .  .  : :  .  
gi|158 KCKYPEGTKVTFHVEKGSNPNYLALLVKFSGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
              170       180       190        200       210          
 
              50        60        70        80     
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF     
       ..                                          
gi|158 RIDTPEVLKGPFTVRYTTEGGTKARAKDVIPEGWKADTAYESK 
     220       230       240       250       260   
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.5  bits: 19.0 E():   59 
Smith-Waterman score: 50; 28.1% identity (56.2% similar) in 32 aa overlap (13-43:192-222) 
 
                                 10        20        30         40  
AAD-12                   TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|390 CKYPEGTKVTFHVEKGSNPNYLALLVKFVAGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
             170       180       190        200       210       220 
 
              50        60        70        80     
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF     
       ..                                          
gi|390 RIDTPEVLKGPFTVRYTTEGGTKGEAKDVIPEGWKADTAYESK 
              230       240       250       260    
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.4  bits: 17.9 E():   60 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (58-73:66-81) 
 
        30        40        50        60        70        80        
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF        
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS 
         100       110       120    
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 70.3  bits: 19.0 E():   60 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (13-28:198-212) 
 
                                 10        20        30        40   
AAD-12                   TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
             50        60        70        80      
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF      
                                                   
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
        230       240       250       260          
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 70.3  bits: 19.0 E():   60 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (13-28:198-212) 
 
                                 10        20        30        40   
AAD-12                   TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
             50        60        70        80      
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF      
                                                   
gi|115 RKDSDKPIKGPITVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
        230       240       250       260          
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>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 70.2  bits: 19.8 E():   62 
Smith-Waterman score: 53; 26.2% identity (57.4% similar) in 61 aa overlap (14-74:438-492) 
 
                                10        20        30        40    
AAD-12                  TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV 
                                     ::  .  ... :::  . :. ::    ..  
gi|142 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHN-AE--TTVED 
       410       420       430       440       450          460     
 
            50        60        70        80 
AAD-12 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF 
        .:..   :....   .  ::..: :.  ::       
gi|142 RIGGIIDSAEKAFHKEL--GAIYS-EIKDAVSA     
          470       480          490         
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 46; 27.6% identity (72.4% similar) in 29 aa overlap (4-32:99-127) 
 
                                          10        20        30    
AAD-12                            TFAKRFGAIERIGGGDIVAISNVKADGTVRQHS 
                                     :.   :....: :.:. ..: .  .::..  
gi|121 FEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVTSVRSYK 
       70        80        90       100       110       120         
 
            40        50        60        70        80 
AAD-12 PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF 
                                                       
gi|121 RI                                              
      130                                              
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (52-76:27-50) 
 
              30        40        50        60        70        80  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF  
                                     ::.  .: .:  :. .::.. . ::      
gi|134     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|134 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (52-76:27-50) 
 
              30        40        50        60        70        80  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF  
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (52-76:27-50) 
 
              30        40        50        60        70        80  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF  
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEYTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
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>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (52-76:27-50) 
 
              30        40        50        60        70        80  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF  
                                     ::.  .: .:  :. .::.. . ::      
gi|753     MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|753 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (52-76:27-50) 
 
              30        40        50        60        70        80  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF  
                                     ::.  .: .:  :. .::.. . ::      
gi|165     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|165 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 47; 40.0% identity (68.0% similar) in 25 aa overlap (52-76:27-50) 
 
              30        40        50        60        70        80  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF  
                                     ::.  .: .:  :: :.:.. . ::      
gi|602     MGVFTYEFEFTSVIPPARLYNAFVLDADNL-IPKIAPQAVKSTEILEGDGGVGTIK 
                   10        20        30         40        50      
 
gi|602 KINFGEGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (52-76:27-50) 
 
              30        40        50        60        70        80  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF  
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (52-76:27-50) 
 
              30        40        50        60        70        80  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF  
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (52-76:27-50) 
 
              30        40        50        60        70        80  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF  
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                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (52-76:27-50) 
 
              30        40        50        60        70        80  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF  
                                     ::.  .: .:  :. .::.. . ::      
gi|886     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|886 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIK 
          60        70        80        90       100       110      
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (13-53:110-157) 
 
                                 10        20              30       
AAD-12                   TFAKRFGAIERIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
          40        50        60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF 
         . ..... . .  :.:                            
gi|154 MAEKLLRAVESYLLAHTDEYN                         
     140       150       160                         
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (13-53:110-157) 
 
                                 10        20              30       
AAD-12                   TFAKRFGAIERIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
          40        50        60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF 
         . ..... . .  :.:                            
gi|154 MAEKLLRAVESYLLAHTDEYN                         
     140       150       160                         
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 69.5  bits: 19.0 E():   67 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (50-67:66-83) 
 
      20        30        40        50        60        70          
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
      80                                                            
AAD-12 F                                                            
                                                                    
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.4  bits: 18.4 E():   68 
Smith-Waterman score: 48; 33.3% identity (59.3% similar) in 27 aa overlap (54-80:17-43) 
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            30        40        50        60        70        80    
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF    
                                     :.:.:  .   ::..:  :  .: : .    
gi|510               MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLP 
                             10        20        30        40       
 
gi|510 VIRGKGGGIEFAKTETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHL 
         50        60        70        80        90       100       
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 69.1  bits: 18.7 E():   71 
Smith-Waterman score: 49; 28.1% identity (53.1% similar) in 32 aa overlap (13-43:192-222) 
 
                                 10        20        30         40  
AAD-12                   TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|168 CKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGDVVAV-DIKEKGKDKWTELKESWGAVW 
             170       180       190        200       210       220 
 
              50        60        70        80     
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF     
       ..                                          
gi|168 RIDTPDKLTGPFTVRYTTEGGTKSEFEDVIPEGWKADTSYSAK 
              230       240       250       260    
 
>>gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full=Polc  (85 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.8  bits: 17.1 E():   73 
Smith-Waterman score: 43; 36.6% identity (46.3% similar) in 41 aa overlap (4-44:17-54) 
 
                            10        20        30        40        
AAD-12              TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                       ::: :    : : : :    .:  :. . .: :   ::  :    
gi|144 MADDHPQDKAERERIFKRFDAN---GDGKISAAELGEALKTLGSITPDEVKHMMAEIDTD 
               10        20           30        40        50        
 
        50        60        70        80 
AAD-12 MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF 
                                         
gi|144 GDGFISFQEFTDFGRANRGLLKDVAKIF      
        60        70        80           
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (52-76:27-50) 
 
              30        40        50        60        70        80  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF  
                                     ::.  .: .:  ::  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIK 
          60        70        80        90       100       110      
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (13-22:109-118) 
 
                                 10        20        30        40   
AAD-12                   TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
             50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF 
                                              
gi|534 KAEALFRAVESYLLAHSDAYN                  
      140       150                           
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>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 46; 36.0% identity (64.0% similar) in 25 aa overlap (52-76:27-50) 
 
              30        40        50        60        70        80  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF  
                                     ::.  .: .:  :.  ::.. . ::      
gi|304     MGLYTFENEFTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|304 KITFGEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 45; 27.1% identity (52.1% similar) in 48 aa overlap (12-58:15-62) 
 
                  10        20        30        40         50       
AAD-12    TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA-WHADSTY 
                     : :. . : . .  ::.:  .:    .   . :.: :. .:  .:  
gi|144 MSWQAYVDDHLMCEIEGNHLSAAAIIGQDGSVWAQSANFPQFKSEEITGIMSDFHEPGTL 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCF                                     
        :                                                           
gi|144 APTGLYIGGTKYMVIQGEPGAVIRGKKGPGGVTVKKTNQALIIGIYDEPMTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|77999277|gb|ABB16985.1| profilin-like protein [Sola  (131 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 45; 27.2% identity (55.6% similar) in 81 aa overlap (12-78:15-93) 
 
                  10        20        30               40           
AAD-12    TFAKRFGAIERIGGGDIVAISNVKADGTVR-------QHSPAEWDDMMKVIV--GNM 
                     : :. ... . :  ::::        : .: : . .:. ..  :.. 
gi|779 MSWQTYVDEHLLCEIEGNHLTSAAIVGQDGTVWAQSANFPQFKPEEISGIMNDFAEPGTL 
               10        20        30        40        50        60 
 
           50        60         70        80                        
AAD-12 A----WHADSTYMPVMAQ-GAVFSAEVVPAVGGRTCF                        
       :    . . . :: .... :::. ..  :  :: :                          
gi|779 APTGLYLGGTKYMVIQGEPGAVIRGKKGP--GGITIKKTNQALIIGIYDEPMTPGQCNMI 
               70        80          90       100       110         
 
gi|779 VERLGDYLVEQGL 
      120       130  
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 68.5  bits: 18.7 E():   76 
Smith-Waterman score: 49; 25.9% identity (59.3% similar) in 27 aa overlap (54-80:66-92) 
 
            30        40        50        60        70        80    
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF    
                                     :  .:.. ::  :  .. :..  .. :    
gi|219 QPLPPQQTFPQQPPFSQQQQQQPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQ 
          40        50        60        70        80        90      
 
gi|219 QQLILPPQQQQQLPQQQISIVQPSVLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSC 
         100       110       120       130       140       150      
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (55-76:29-50) 
 
           30        40        50        60        70        80     
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF     
                                     : .: .:  :. :.: . . ::         
gi|400   MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
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gi|400 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKIS 
       60        70        80        90       100       110         
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (13-22:110-119) 
 
                                 10        20        30        40   
AAD-12                   TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
             50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF 
                                              
gi|534 KAEALFRAVESYLLAHSDAYN                  
     140       150       160                  
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (52-76:27-50) 
 
              30        40        50        60        70        80  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF  
                                     ::.  .: .:  ::  ::.. . ::      
gi|880     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
gi|880 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVI 
          60        70        80        90       100       110      
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (14-54:111-158) 
 
                                10        20           30           
AAD-12                  TFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDQEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
         40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF 
        . ..... . .  :.:.                           
gi|116 GEALLRAVESYLLAHSDAYN                         
              150       160                         
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (52-76:27-50) 
 
              30        40        50        60        70        80  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF  
                                     ::.  .: .:  ::  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
gi|901 KITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (14-54:111-158) 
 
                                10        20           30           
AAD-12                  TFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
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         40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF 
        . ..... . .  :.:.                           
gi|116 GEALLRAVESYLLAHSDAYN                         
              150       160                         
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (14-54:111-158) 
 
                                10        20           30           
AAD-12                  TFAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
         40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF 
        . ..... . .  :.:.                           
gi|116 GEALLRAVESYLLAHSDAYN                         
              150       160                         
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 68.3  bits: 18.5 E():   78 
Smith-Waterman score: 48; 28.1% identity (53.1% similar) in 32 aa overlap (13-43:170-200) 
 
                                 10        20        30         40  
AAD-12                   TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|283 CKYPEGTKVTFHVEKGSNPNYLALLVKYVNGDGDVVAV-DIKEKGKDKWIELKESWGAIW 
     140       150       160       170        180       190         
 
              50        60        70        80     
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF     
       ..                                          
gi|283 RIDTPDKLTGPFTVRYTTEGGTKTEAEDVIPEGWKADTSYESK 
      200       210       220       230       240  
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 68.1  bits: 18.5 E():   80 
Smith-Waterman score: 48; 31.2% identity (53.1% similar) in 32 aa overlap (13-43:177-207) 
 
                                 10        20        30         40  
AAD-12                   TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|116 CKYPDGTKPTFHVEKGSNPNYLALLVKYIDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
        150       160       170       180        190       200      
 
              50        60        70        80     
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF     
       .:                                          
gi|116 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK 
         210       220       230       240         
 
>>gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliensis]   (205 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 68.1  bits: 18.2 E():   80 
Smith-Waterman score: 47; 21.1% identity (47.4% similar) in 76 aa overlap (8-75:49-124) 
 
                                      10        20         30       
AAD-12                        TFAKRFGAIERIGGGDIVAI-SNVKADGTVRQHSPAE 
                                     :::.  .. .: . : .: .:  . .     
gi|577 ISGEIMQLHHQKHHQTYITNYNKALEQLNDAIEKGDSAAVVKLQSAIKFNGGGHVNHSIF 
       20        30        40        50        60        70         
 
         40               50        60        70        80          
AAD-12 WDDMMKVIVG-------NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF          
       : ..  :  :       ...:  :. .  .     ...:: :   :               
gi|577 WKNLAPVREGGGELPHGSLGWAIDADFGSLEKLIQLMNAEGVALQGSGWVWLALDKELKK 
       80        90       100       110       120       130         
 
gi|577 LVVETTANQDPLVTKGPTLVPLLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVY 
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      140       150       160       170       180       190         
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.9  bits: 18.2 E():   82 
Smith-Waterman score: 47; 23.1% identity (51.3% similar) in 39 aa overlap (20-54:147-185) 
 
                          10        20        30            40      
AAD-12            TFAKRFGAIERIGGGDIVAISNVKADGTVRQH----SPAEWDDMMKVIV 
                                     ::.  .::.. .:    .   :    :.   
gi|613 ATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMHVGHYTQIVWAKTKKIGC 
        120       130       140       150       160       170       
 
          50        60        70        80 
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF 
       : . .. :.                           
gi|613 GRIMFKEDNWNKHYLVCNYGPAGNVLGAQIYEIKK 
        180       190       200       210  
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 48; 31.2% identity (53.1% similar) in 32 aa overlap (13-43:192-222) 
 
                                 10        20        30         40  
AAD-12                   TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|386 CEYPKGTKVTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
             170       180       190        200       210       220 
 
              50        60        70        80     
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF     
       .:                                          
gi|386 RVDTPDKLTGPFTVRYTTEGGTKVEAEDVIPEGWKADTAYESK 
              230       240       250       260    
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 48; 28.1% identity (53.1% similar) in 32 aa overlap (13-43:192-222) 
 
                                 10        20        30         40  
AAD-12                   TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|117 CKYPEGTKVTFHVEKGSNPNYLALLVKYVNGDGDVVAV-DIKEKGKDKWIELKESWGAIW 
             170       180       190        200       210       220 
 
              50        60        70        80     
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF     
       ..                                          
gi|117 RIDTPDKLTGPFTVRYTTEGGTKTEAEDVIPEGWKADTSYESK 
              230       240       250       260    
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.6  bits: 18.5 E():   85 
Smith-Waterman score: 48; 31.2% identity (53.1% similar) in 32 aa overlap (13-43:194-224) 
 
                                 10        20        30         40  
AAD-12                   TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|117 CKYPDGTKPTFHVEKGSNPNYLALLVKYIDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
           170       180       190       200        210       220   
 
              50        60        70        80     
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF     
       .:                                          
gi|117 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK 
            230       240       250       260      
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 67.5  bits: 19.0 E():   86 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (50-67:56-73) 
 
      20        30        40        50        60        70          
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AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
      80                                                            
AAD-12 F                                                            
                                                                    
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.5  bits: 18.5 E():   86 
Smith-Waterman score: 48; 28.1% identity (53.1% similar) in 32 aa overlap (13-43:198-228) 
 
                                 10        20        30         40  
AAD-12                   TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|249 CKYPDGTKPTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIELKESWGAIW 
       170       180       190       200        210       220       
 
              50        60        70        80     
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF     
       ..                                          
gi|249 RIDTPDKLTGPFTVRYTTEGGTKAEFEDVIPEGWKADTHDASK 
        230       240       250       260          
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 67.5  bits: 19.6 E():   86 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (31-69:535-572) 
 
               10        20        30        40        50        60 
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
               70        80   
AAD-12 AQGAVFSAEVVPAVGGRTCF   
        .:  :: :              
gi|331 KEGC-FSEEGPKLVAAAQAALV 
           570       580      
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 67.2  bits: 19.6 E():   89 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (31-69:558-595) 
 
               10        20        30        40        50        60 
AAD-12 TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|668 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
       530       540       550       560       570       580        
 
               70        80   
AAD-12 AQGAVFSAEVVPAVGGRTCF   
        .:  :: :              
gi|668 KEGC-FSEEGPKLVAAAQAALV 
       590        600         
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (52-76:27-50) 
 
              30        40        50        60        70        80  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF  
                                     ::.  .: .:  :.  ::.. . ::      
gi|753     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTTK 
                   10        20        30         40        50      
 
gi|753 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
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>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (52-76:27-50) 
 
              30        40        50        60        70        80  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF  
                                     ::.  .: .:  :.  ::.. . ::      
gi|425     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
gi|425 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (52-76:27-50) 
 
              30        40        50        60        70        80  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF  
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (52-76:27-50) 
 
              30        40        50        60        70        80  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF  
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (52-76:27-50) 
 
              30        40        50        60        70        80  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF  
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.0  bits: 17.6 E():   91 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (52-76:27-50) 
 
              30        40        50        60        70        80  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF  
                                     ::.  .: .:  :.  ::.. . ::      
gi|901     MGGYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.0  bits: 17.6 E():   91 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (52-76:27-50) 
 
              30        40        50        60        70        80  
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AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF  
                                     ::.  .: .:  :.  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|2959898|emb|CAA73720.1| Profilin [Mercurialis annua  (133 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 67.0  bits: 17.4 E():   92 
Smith-Waterman score: 44; 28.8% identity (51.5% similar) in 66 aa overlap (14-65:19-84) 
 
                    10        20        30               40         
AAD-12      TFAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VG 
                         :  ..: : :  ::..  .:       : :   .:: .   : 
gi|295 MSWQTYVDDHLMCDIDGQGQHLAAASIVGHDGSIWAQSASFPQLKPEEITGIMKDFDEPG 
               10        20        30        40        50        60 
 
             50        60         70        80                      
AAD-12 NMA----WHADSTYMPVMAQ-GAVFSAEVVPAVGGRTCF                      
       ..:    . : . :: .... :::                                     
gi|295 HLAPTGLYIAGTKYMVIQGESGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPGQCNMV 
               70        80        90       100       110       120 
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 66.9  bits: 19.0 E():   92 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (50-67:56-73) 
 
      20        30        40        50        60        70          
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
      80                                                            
AAD-12 F                                                            
                                                                    
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 17.4 E():   95 
Smith-Waterman score: 44; 16.0% identity (72.0% similar) in 25 aa overlap (40-64:12-36) 
 
      10        20        30        40        50        60          
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
                                     .. .... ..: ....  :. : :.      
gi|249                    MRTVSARSSVALVVIVAAVLVWTSSASVAPAPAPGSEETCG 
                                  10        20        30        40  
 
      70        80                                                  
AAD-12 VVPAVGGRTCF                                                  
                                                                    
gi|249 TVVGALMPCLPFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDG 
              50        60        70        80        90       100  
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 17.4 E():   96 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (12-34:15-37) 
 
                  10        20        30        40        50        
AAD-12    TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 
                     : : .... . .  ::.:  .::                        
gi|100 MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKPEENAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 PVMAQGAVFSAEVVPAVGGRTCF                                      
                                                                    
gi|100 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
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>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 66.5  bits: 18.2 E():   97 
Smith-Waterman score: 47; 46.7% identity (73.3% similar) in 15 aa overlap (13-27:181-194) 
 
                                 10        20        30        40   
AAD-12                   TFAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : ::.::. ..:  :                
gi|168 CKYPDDTKPTFHVEKGSNPNYLAILVKYVDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
              160       170       180        190       200          
 
             50        60        70        80      
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF      
                                                   
gi|168 RIDTPDKLTGPFTVRYTTEGGTKSEVEDVIPEGWKADTSYSAK 
     210       220       230       240       250   
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 66.5  bits: 18.5 E():   98 
Smith-Waterman score: 48; 25.7% identity (60.0% similar) in 35 aa overlap (9-39:81-115) 
 
                                     10            20        30     
AAD-12                       TFAKRFGAIERIGGGDIV----AISNVKADGTVRQHSP 
                                     :  .: :...     :. .:  :.:..  : 
gi|324 NFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFP 
               60        70        80        90       100       110 
 
           40        50        60        70        80               
AAD-12 AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF               
       .:. .                                                        
gi|324 SEFGNDVDRSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASS 
              120       130       140       150       160       170 
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 66.4  bits: 19.0 E():   98 
Smith-Waterman score: 50; 47.4% identity (63.2% similar) in 19 aa overlap (2-20:120-138) 
 
                                            10        20        30  
AAD-12                              TFAKRFGAIERIGGGDIVAISNVKADGTVRQ 
                                     :  :   :.:.  :::.::            
gi|259 GEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDIIAIPAGVAHWCYNE 
      90       100       110       120       130       140          
 
              40        50        60        70        80            
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF            
                                                                    
gi|259 GNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSRGRNLFSGFDTELLA 
     150       160       170       180       190       200          
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:39 2011 done: Fri Jan 21 00:02:39 2011 
 Total Scan time:  0.060 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 60  - 139 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
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< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     1     0:= 
  30     8     2:*== 
  32    19     8:==*==== 
  34    15    22:=====  * 
  36    69    44:==============*======== 
  38    74    73:========================* 
  40    84   102:============================     * 
  42   137   125:=========================================*==== 
  44   171   138:=============================================*=========== 
  46   134   140:============================================= * 
  48   146   134:============================================*==== 
  50   100   122:==================================      * 
  52    60   108:====================               * 
  54    70    92:========================      * 
  56    52    77:==================       * 
  58    50    63:=================   * 
  60    78    51:================*========= 
  62    53    41:=============*==== 
  64    35    33:==========*= 
  66    33    26:========*== 
  68    24    20:======*= 
  70    27    16:=====*=== 
  72    14    12:===*= 
  74     5    10:== * 
  76    14     8:==*== 
  78     5     6:=* 
  80     2     5:=* 
  82     5     3:*= 
  84     1     3:* 
  86     0     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.43420.00362; mu= 5.5305 0.187 
 mean_var=50.049514.550, 0's: 2 Z-trim: 2  B-trim: 11 in 1/43 
 Lambda= 0.181290 
 Kolmogorov-Smirnov  statistic: 0.0480 (N=27) at  48 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.080 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   67 23.3     1.1 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   65 22.8     1.6 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   57 20.7      11 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   61 21.8      12 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   60 21.5      13 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   56 20.5      13 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   59 21.3      13 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   61 21.8      14 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   55 20.2      16 
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gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   61 21.8      17 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   54 19.9      19 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   58 21.0      21 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   58 21.0      21 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   58 21.0      22 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   50 18.9      24 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   51 19.1      25 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   51 19.1      25 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   51 19.1      25 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   51 19.1      25 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   57 20.7      26 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   57 20.7      26 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   49 18.6      27 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 19.4      27 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   52 19.4      27 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   52 19.4      27 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   52 19.4      27 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   44 17.3      29 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   56 20.5      31 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   50 18.9      32 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 20.2      33 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   50 18.9      39 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 16.2      40 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 16.2      40 
gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pach ( 199)   51 19.2      40 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   53 19.7      42 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   48 18.4      46 
gi|34851174|gb|AAP15199.1| profilin-like protein [ ( 131)   48 18.4      46 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   48 18.4      46 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   48 18.4      46 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   48 18.4      46 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   53 19.7      47 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   55 20.2      47 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   51 19.2      48 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 19.2      50 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   46 17.8      51 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 18.4      51 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 18.9      52 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   51 19.2      52 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   51 19.2      53 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 19.2      54 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   48 18.4      56 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   50 18.9      57 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   47 18.1      60 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   51 19.2      60 
gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=M ( 308)   51 19.2      61 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 17.8      61 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   52 19.4      62 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   52 19.4      62 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   52 19.4      62 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   50 18.9      62 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   50 18.9      63 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   50 18.9      64 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   50 18.9      64 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   46 17.8      64 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   47 18.1      66 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   47 18.1      66 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   47 18.1      66 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   47 18.1      66 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   47 18.1      66 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   47 18.1      66 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   47 18.1      66 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   47 18.1      66 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   47 18.1      66 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   47 18.1      66 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   47 18.1      66 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   47 18.1      66 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   53 19.7      67 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   50 18.9      68 
gi|45108973|emb|CAF32567.2| unnamed protein produc ( 500)   53 19.7      68 
gi|54144332|emb|CAD54670.2| pollen allergen Phl p  ( 508)   53 19.7      69 
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gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   48 18.4      71 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 18.9      71 
gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full= (  85)   43 17.0      73 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   49 18.6      75 
gi|77999277|gb|ABB16985.1| profilin-like protein [ ( 131)   45 17.6      78 
gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full= ( 131)   45 17.6      78 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   46 17.8      78 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 17.8      78 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   46 17.8      78 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   46 17.8      79 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 17.8      79 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 17.8      79 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 17.8      79 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   46 17.8      79 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 17.8      79 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 17.8      79 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   48 18.4      82 
gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliens ( 205)   47 18.1      84 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   48 18.4      84 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   47 18.1      86 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   48 18.4      89 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   48 18.4      89 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   48 18.4      90 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   48 18.4      91 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 18.9      92 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   45 17.6      93 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   45 17.6      93 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   45 17.6      93 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   45 17.6      93 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   45 17.6      93 
gi|2959898|emb|CAA73720.1| Profilin [Mercurialis a ( 133)   44 17.3      94 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   45 17.6      94 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   45 17.6      94 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   52 19.4      95 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 14.9      96 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   44 17.3      97 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   52 19.4      98 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   44 17.3      99 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 18.9   1e 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  67  Z-score: 101.7  bits: 23.3 E():  1.1 
Smith-Waterman score: 67; 40.0% identity (63.3% similar) in 30 aa overlap (24-53:30-56) 
 
                     10        20        30        40        50     
AAD-12       FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. : :   ::. :.. :  
gi|126 TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTK--KGNL-WEVKSA 
               10        20        30        40          50         
 
           60        70        80               
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFA               
                                                
gi|126 KPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
        60        70        80        90        
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  65  Z-score: 99.0  bits: 22.8 E():  1.6 
Smith-Waterman score: 65; 35.5% identity (64.5% similar) in 31 aa overlap (24-54:30-57) 
 
                     10        20        30        40        50     
AAD-12       FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. . :   ::. :.. :. 
gi|144 VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKSS 
               10        20        30        40          50         
 
           60        70        80              
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFA              
                                               
gi|144 KPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
        60        70        80        90       
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>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 83.8  bits: 20.7 E():   11 
Smith-Waterman score: 57; 41.4% identity (69.0% similar) in 29 aa overlap (47-75:23-50) 
 
         20        30        40        50        60        70       
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: :::.: . ::  
gi|444         MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGV 
                       10        20         30        40        50  
 
         80                                                         
AAD-12 TCFA                                                         
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  49 init1:  49 opt:  61  Z-score: 82.8  bits: 21.8 E():   12 
Smith-Waterman score: 61; 22.4% identity (57.9% similar) in 76 aa overlap (1-74:103-177) 
 
                                              10        20          
AAD-12                               FAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|309 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
      30        40        50         60        70        80         
AAD-12 QHSPAEWDDMMKVIVGNMAWHAD-STYMPVMAQGAVFSAEVVPAVGGRTCFA         
       .: :: ::   : .. .. ...  ..     : ::. .:... :.:               
gi|309 DHPPASWDWRKKGVITQVKYQGGCGSGWAFSATGAIEAAHAI-ATGDLVSLSEQELVDCV 
            140       150       160       170        180       190  
 
gi|309 EESEGCYNGWHYQSFEWVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSD 
             200       210       220       230       240       250  
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 82.5  bits: 21.5 E():   13 
Smith-Waterman score: 60; 21.4% identity (61.4% similar) in 70 aa overlap (9-76:265-327) 
 
                                     10        20        30         
AAD-12                       FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD 
                                     :..: :..:     ...: .. ..::. .  
gi|170 HSVVHSIIMQQQQQQQQQQGIDIFLPLSQHEQVGQGSLV-----QGQGIIQPQQPAQLEA 
          240       250       260       270            280          
 
       40        50          60        70        80 
AAD-12 MMKVIVGNMAWHADSTYMP--VMAQGAVFSAEVVPAVGGRTCFA 
       . .... ..    . .:.:     . : : : .: ..::.     
gi|170 IRSLVLQTLPSMCN-VYVPPECSIMRAPF-ASIVAGIGGQ     
     290       300        310        320            
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 82.4  bits: 20.5 E():   13 
Smith-Waterman score: 56; 40.0% identity (68.0% similar) in 25 aa overlap (51-75:27-50) 
 
               30        40        50        60        70        80 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. :::.. . ::      
gi|165     MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|165 KITFGEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSIL 
          60        70        80        90       100       110      
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  57 init1:  57 opt:  59  Z-score: 82.3  bits: 21.3 E():   13 
Smith-Waterman score: 59; 17.6% identity (55.9% similar) in 68 aa overlap (9-76:217-279) 
 
                                     10        20        30         
AAD-12                       FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD 
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                                     ...: : .:     ...: .. ..::. .  
gi|106 IHSIVHSIIMQQEQQEQRQGVQILVPLSQQQQVGQGTLV-----QGQGIIQPQQPAQLEV 
        190       200       210       220            230       240  
 
       40        50        60        70        80 
AAD-12 MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
       . . .. ..:   .    :  .   .  : .: ..::.     
gi|106 IRSSVLQTLATMCNVYVPPYCSTIRAPFASIVAGIGGQ     
             250       260       270              
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  61  Z-score: 82.0  bits: 21.8 E():   14 
Smith-Waterman score: 61; 34.4% identity (59.0% similar) in 61 aa overlap (23-78:89-147) 
 
                       10        20         30        40        50  
AAD-12         FAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .  :. . ..:  . 
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLT 
       60        70        80        90       100        110        
 
                 60        70         80                            
AAD-12 DSTYMP---VMAQGAVFSAEVVPAVGGRT-CFA                            
       : . :    . .::  . :    .:.::: :                              
gi|114 DFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPE 
        120       130       140       150       160       170       
 
gi|114 FHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSN 
        180       190       200       210       220       230       
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 81.0  bits: 20.2 E():   16 
Smith-Waterman score: 55; 32.4% identity (58.8% similar) in 34 aa overlap (32-59:114-147) 
 
              10        20        30        40            50        
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV----GNMAWHA--DSTY 
                                     :::. :.. : .:    :   : .  .:.. 
gi|250 EVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSW 
            90       100       110       120       130       140    
 
          60        70        80 
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFA 
        ::.                      
gi|250 APVLDFVFSTLKNEL           
           150                   
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  61  Z-score: 80.5  bits: 21.8 E():   17 
Smith-Waterman score: 61; 34.4% identity (59.0% similar) in 61 aa overlap (23-78:119-177) 
 
                       10        20         30        40        50  
AAD-12         FAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .  :. . ..:  . 
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLT 
       90       100       110       120       130        140        
 
                 60        70         80                            
AAD-12 DSTYMP---VMAQGAVFSAEVVPAVGGRT-CFA                            
       : . :    . .::  . :    .:.::: :                              
gi|476 DFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPE 
        150       160       170       180       190       200       
 
gi|476 FHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSN 
        210       220       230       240       250       260       
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 79.5  bits: 19.9 E():   19 
Smith-Waterman score: 54; 37.9% identity (69.0% similar) in 29 aa overlap (47-75:23-50) 
 
         20        30        40        50        60        70       
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: .::.: . ::  
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gi|444         MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGV 
                       10        20         30        40        50  
 
         80                                                         
AAD-12 TCFA                                                         
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 78.6  bits: 21.0 E():   21 
Smith-Waterman score: 58; 22.4% identity (55.3% similar) in 76 aa overlap (1-74:103-177) 
 
                                              10        20          
AAD-12                               FAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|129 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
      30        40        50         60        70        80         
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTY-MPVMAQGAVFSAEVVPAVGGRTCFA         
       .: :: ::   : .. .. ...         : ::. .:... :.:               
gi|129 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAI-ATGDLVSLSEQELVDCV 
            140       150       160       170        180       190  
 
gi|129 EESEGSYNGWQYQSFEWVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSD 
             200       210       220       230       240       250  
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 78.6  bits: 21.0 E():   21 
Smith-Waterman score: 58; 22.4% identity (55.3% similar) in 76 aa overlap (1-74:103-177) 
 
                                              10        20          
AAD-12                               FAKRF-GAIERIGGGDIVAISNVKADGTVR 
                                     :.:..  : . ..    .: ...: .     
gi|119 NYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSC 
             80        90       100       110       120       130   
 
      30        40        50         60        70        80         
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTY-MPVMAQGAVFSAEVVPAVGGRTCFA         
       .: :: ::   : .. .. ...         : ::. .:... :.:               
gi|119 DHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAI-ATGDLVSLSEQELVDCV 
            140       150       160       170        180       190  
 
gi|119 EESEGSYNGWQYQSFEWVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSD 
             200       210       220       230       240       250  
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 78.4  bits: 21.0 E():   22 
Smith-Waterman score: 58; 25.0% identity (58.3% similar) in 48 aa overlap (20-67:262-309) 
 
                          10        20        30        40          
AAD-12            FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|169 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
      50        60        70        80                              
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFA                              
       .: :.::  .  ..::.:                                           
gi|169 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 77.6  bits: 18.9 E():   24 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (12-27:29-43) 
 
                                10        20        30        40    
AAD-12                  FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI 
                                   : :::::. ..:  :.                 
gi|105 CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIWRK 
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               10        20        30         40        50          
 
            50        60        70        80    
AAD-12 VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA    
                                                
gi|105 DSDKPIKGPITVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
      60        70        80        90          
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 77.4  bits: 19.1 E():   25 
Smith-Waterman score: 51; 36.7% identity (53.3% similar) in 30 aa overlap (24-53:55-82) 
 
                      10        20        30        40        50    
AAD-12        FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
            60        70        80              
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFA              
                                                
gi|400 EEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
             90       100       110       120   
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 77.4  bits: 19.1 E():   25 
Smith-Waterman score: 51; 36.7% identity (53.3% similar) in 30 aa overlap (24-53:55-82) 
 
                      10        20        30        40        50    
AAD-12        FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
            60        70        80              
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFA              
                                                
gi|400 EEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
             90       100       110       120   
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 77.4  bits: 19.1 E():   25 
Smith-Waterman score: 51; 36.7% identity (53.3% similar) in 30 aa overlap (24-53:55-82) 
 
                      10        20        30        40        50    
AAD-12        FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
            60        70        80              
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFA              
                                                
gi|400 EEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
             90       100       110       120   
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 77.4  bits: 19.1 E():   25 
Smith-Waterman score: 51; 36.7% identity (53.3% similar) in 30 aa overlap (24-53:55-82) 
 
                      10        20        30        40        50    
AAD-12        FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|117 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
            60        70        80              
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFA              
                                                
gi|117 EEPLQGPFNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
             90       100       110       120   

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 1796



 

 

 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 77.0  bits: 20.7 E():   26 
Smith-Waterman score: 57; 25.0% identity (58.3% similar) in 48 aa overlap (20-67:262-309) 
 
                          10        20        30        40          
AAD-12            FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
      50        60        70        80                              
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFA                              
       .: :.::  .  ..::.:                                           
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 77.0  bits: 20.7 E():   26 
Smith-Waterman score: 57; 25.0% identity (58.3% similar) in 48 aa overlap (20-67:262-309) 
 
                          10        20        30        40          
AAD-12            FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
      50        60        70        80                              
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFA                              
       .: :.::  .  ..::.:                                           
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 76.8  bits: 18.6 E():   27 
Smith-Waterman score: 49; 32.3% identity (58.1% similar) in 31 aa overlap (27-55:35-64) 
 
                   10        20        30          40        50     
AAD-12     FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE--WDDMMKVIVGNMAWHADST 
                                     : . ..::.  :: .  : .   .: ::.  
gi|323 QTCAGNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKP 
           10        20        30        40         50        60    
 
           60        70        80   
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFA   
       :                            
gi|323 YSWRYGWTAFCGPAGPRCLRTNAAVTVR 
            70        80        90  
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (51-75:27-50) 
 
               30        40        50        60        70        80 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|602     MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
gi|602 KINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (51-75:27-50) 
 
               30        40        50        60        70        80 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|279     MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
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gi|279 KINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (51-75:27-50) 
 
               30        40        50        60        70        80 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|131     MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
gi|131 KINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 52; 37.9% identity (69.0% similar) in 29 aa overlap (47-75:23-50) 
 
         20        30        40        50        60        70       
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: .::.: . ::  
gi|444         MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGV 
                       10        20         30        40        50  
 
         80                                                         
AAD-12 TCFA                                                         
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.2  bits: 17.3 E():   29 
Smith-Waterman score: 44; 35.0% identity (70.0% similar) in 20 aa overlap (1-20:19-38) 
 
                                 10        20        30        40   
AAD-12                   FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV 
                         .: .. :. :. ::: .. :                       
gi|217 LVSVEHQAARLKVAKAQQLAAQLPAMCRLEGGDALSASQ                      
               10        20        30                               
 
             50        60        70        80 
AAD-12 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 75.6  bits: 20.5 E():   31 
Smith-Waterman score: 56; 25.0% identity (58.3% similar) in 48 aa overlap (20-67:262-309) 
 
                          10        20        30        40          
AAD-12            FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|158 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQLT 
             240       250       260       270       280       290  
 
      50        60        70        80                              
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFA                              
       .: :.::  .  ..::.:                                           
gi|158 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.3  bits: 18.9 E():   32 
Smith-Waterman score: 50; 28.1% identity (59.4% similar) in 32 aa overlap (42-73:11-42) 
 
              20        30        40        50        60        70  
AAD-12 GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                                     ::.. .:: ...   :. : :    ..::  
gi|249                     MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQ 
                                   10        20        30        40 
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              80                                                    
AAD-12 AVGGRTCFA                                                    
        .                                                           
gi|249 DIMPCLHFVKGEEKEPSKECCSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVA 
               50        60        70        80        90       100 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 75.2  bits: 20.2 E():   33 
Smith-Waterman score: 55; 30.6% identity (58.3% similar) in 36 aa overlap (34-69:155-190) 
 
            10        20        30        40        50        60    
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :   . ..::.:..  :: .     .  :: 
gi|249 QLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA 
          130       140       150       160       170       180     
 
            70        80                                            
AAD-12 VFSAEVVPAVGGRTCFA                                            
       . .:::                                                       
gi|249 IPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTL 
          190       200       210       220       230       240     
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 73.9  bits: 18.9 E():   39 
Smith-Waterman score: 50; 31.0% identity (55.2% similar) in 29 aa overlap (56-79:31-59) 
 
          30        40        50        60        70             80 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICFD 
               10        20        30        40        50        60 
 
gi|132 EGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSISK 
               70        80        90       100       110       120 
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.7  bits: 16.2 E():   40 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (49-55:19-25) 
 
       20        30        40        50        60        70         
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.::..:                        
gi|320             YTTEGGTKAEAEDVIPEGWKADTSYE                       
                           10        20                             
 
       80 
AAD-12 FA 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.7  bits: 16.2 E():   40 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (49-55:19-25) 
 
       20        30        40        50        60        70         
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.::..:                        
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE                       
                           10        20                             
 
       80 
AAD-12 FA 
 
>>gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pachycon  (199 aa) 
 initn:  40 init1:  40 opt:  51  Z-score: 73.6  bits: 19.2 E():   40 
Smith-Waterman score: 51; 25.0% identity (53.3% similar) in 60 aa overlap (8-65:97-148) 
 
                                      10        20        30        
AAD-12                        FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD 
                                     .::   :. .:.:.  : :      : . . 
gi|169 MPDLTWDNELAAIAQRWVNQCKIGHDGCRNVERYQVGQNIAMSGSTAKG------PCNMN 
         70        80        90       100       110             120 
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        40          50        60        70        80                
AAD-12 DMMKVIVG--NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA                
       ..... ..  :    :: . ::  ..:  :                               
gi|169 NLVQMWINEVNALNAADVSSMP--SDGNYFMKIGHYTQLVWGKTTKVGCGIIQFLDGKFY 
              130       140         150       160       170         
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 73.3  bits: 19.7 E():   42 
Smith-Waterman score: 53; 30.6% identity (58.3% similar) in 36 aa overlap (42-76:16-51) 
 
              20        30        40         50        60        70 
AAD-12 GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA-WHADSTYMPVMAQGAVFSAEVV 
                                     ...:  : . ::. : :. :   .  : .  
gi|441                MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATP 
                              10        20        30        40      
 
               80                                                   
AAD-12 PAVGGRTCFA                                                   
        :.::.                                                       
gi|441 AAAGGKATTDEQKLLEDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKA 
          50        60        70        80        90       100      
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.6  bits: 18.4 E():   46 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (11-62:15-79) 
 
                   10        20        30               40          
AAD-12     FAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|218 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
           50         60        70        80                        
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTCFA                        
       :    :  .: :: ....:                                          
gi|218 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|34851174|gb|AAP15199.1| profilin-like protein [Humu  (131 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.6  bits: 18.4 E():   46 
Smith-Waterman score: 48; 29.6% identity (51.9% similar) in 81 aa overlap (11-77:15-93) 
 
                   10        20               30        40          
AAD-12     FAKRFGAIERIGGGDIVAISNVKADGTVR-------QHSPAEWDDMMKVIV--GNM 
                     : :  ..: . .  ::.:        : .: :   .:: .   :.. 
gi|348 MSWQAYVDDHLMCEIDGQHLTAAAIIGHDGSVWAQSSTFPQFKPEEIAAIMKDFEEPGSL 
               10        20        30        40        50        60 
 
           50         60         70        80                       
AAD-12 A---WHADST-YMPVMA-QGAVFSAEVVPAVGGRTCFA                       
       :    :  .  :: .:. ::::. ..   ..:: :                          
gi|348 APTGLHLGGIKYMVIMGEQGAVIRGK--KGAGGITVKKTGAAMIIGIYDEPLTPGQCNMI 
               70        80          90       100       110         
 
gi|348 VERLGDYLIDQNL 
      120       130  
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.6  bits: 18.4 E():   46 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (11-62:15-79) 
 
                   10        20        30               40          
AAD-12     FAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|144 MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
           50         60        70        80                        
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTCFA                        
       :    :  .: :: ....:                                          
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gi|144 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.6  bits: 18.4 E():   46 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (11-62:15-79) 
 
                   10        20        30               40          
AAD-12     FAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|288 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
           50         60        70        80                        
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTCFA                        
       :    :  .: :: ....:                                          
gi|288 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.6  bits: 18.4 E():   46 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (11-62:15-79) 
 
                   10        20        30               40          
AAD-12     FAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|604 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
           50         60        70        80                        
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTCFA                        
       :    :  .: :: ....:                                          
gi|604 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 72.3  bits: 19.7 E():   47 
Smith-Waterman score: 53; 22.9% identity (58.3% similar) in 48 aa overlap (17-62:223-270) 
 
                             10        20         30        40      
AAD-12               FAKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKV-IV 
                                     : . ..  ::   ..:.  :..  ..  :. 
gi|729 EGVLSRKVPSHLTLETPRVKMNMKYDRYAPVKVFKLDYDGIHFEKHTDIEYEPGVRYKII 
            200       210       220       230       240       250   
 
           50        60        70        80                         
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA                         
       ::   . :. .. . .::                                           
gi|729 GNGKLKDDGRHYSIDVQGIPRKAFNLDADLMDFKLKVSKPEDSNKAQFSYTFNEYTETEE 
            260       270       280       290       300       310   
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  44 init1:  44 opt:  55  Z-score: 72.3  bits: 20.2 E():   47 
Smith-Waterman score: 55; 24.2% identity (56.5% similar) in 62 aa overlap (13-73:438-492) 
 
                                 10        20        30         40  
AAD-12                   FAKRFGAIERIGGGDIVAISNVKADGTVRQHSP-AEWDDMMK 
                                     ::  .  ... :::  . :.  .  .: .  
gi|796 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHNAETTVEDRIG 
       410       420       430       440       450       460        
 
              50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
       .:. .    :....   .  ::..: :.  ::        
gi|796 IIIDS----AEKAFHKEL--GAIYS-EIKDAVSV      
       470           480          490          
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 72.2  bits: 19.2 E():   48 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (12-42:169-199) 
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                                  10        20        30         40 
AAD-12                    FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|331 CKYPEGTKLTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
      140       150       160       170        180       190        
 
               50        60        70        80    
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA    
       .:                                          
gi|331 RVDTPDKLTGPFTVRYTTEGGTKSEVEDVIPEGWKADTSYEAK 
       200       210       220       230       240 
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 71.8  bits: 19.2 E():   50 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (12-27:181-195) 
 
                                  10        20        30        40  
AAD-12                    FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
              50        60        70        80     
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA     
                                                   
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 71.8  bits: 17.8 E():   51 
Smith-Waterman score: 46; 26.9% identity (53.8% similar) in 52 aa overlap (23-72:8-56) 
 
               10        20        30        40        50           
AAD-12 FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY--MPV 
                             :: :.    .:.  ::..   .::. .  ..     :. 
gi|166                ATPTPTPKAAGSWCVPKPGVSDDQL---TGNINYACSQGIDCGPI 
                              10        20           30        40   
 
       60        70        80                                      
AAD-12 MAQGAVFSAEVVPAVGGRTCFA                                      
       .  :: :  ..: :                                              
gi|166 QPGGACFEPNTVKAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
             50        60        70        80        90       100  
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 71.8  bits: 18.4 E():   51 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (20-36:2-19) 
 
               10        20         30        40        50          
AAD-12 FAKRFGAIERIGGGDIVAISNVKAD-GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                          ..: .: :.. ..::.::                        
gi|250                   PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPFPRCRALVKSQC 
                                 10        20        30        40   
 
      60        70        80                                        
AAD-12 AQGAVFSAEVVPAVGGRTCFA                                        
                                                                    
gi|250 AGGQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCR 
             50        60        70        80        90       100   
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 71.6  bits: 18.9 E():   52 
Smith-Waterman score: 50; 40.0% identity (72.0% similar) in 25 aa overlap (16-40:9-29) 
 
               10        20        30        40        50        60 
AAD-12 FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 
                      :::.....: .    :.:: .:: :                     
gi|144        MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMVDQIVKSLTTKKELDP 
                      10            20        30        40          
 
               70        80                                         
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AAD-12 QGAVFSAEVVPAVGGRTCFA                                         
                                                                    
gi|144 FKIEQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKIDTDGGAFAATLKLGDK 
      50        60        70        80        90       100          
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 71.5  bits: 19.2 E():   52 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (12-42:192-222) 
 
                                  10        20        30         40 
AAD-12                    FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : : ..  
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
               50        60        70        80    
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA    
       .:                                          
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 71.4  bits: 19.2 E():   53 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (12-42:193-223) 
 
                                  10        20        30         40 
AAD-12                    FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|180 CKYPEGTKVTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
            170       180       190       200        210       220  
 
               50        60        70        80    
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA    
       .:                                          
gi|180 RVDTPDKLTGPFTVRYTTEGGTKSEVEDVIPEGWKADTSYEAK 
             230       240       250       260     
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 71.3  bits: 19.2 E():   54 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (12-27:199-213) 
 
                                  10        20        30        40  
AAD-12                    FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
              50        60        70        80     
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA     
                                                   
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 71.0  bits: 18.4 E():   56 
Smith-Waterman score: 48; 29.8% identity (47.4% similar) in 57 aa overlap (22-64:38-90) 
 
                        10        20        30           40         
AAD-12          FAKRFGAIERIGGGDIVAISNVKADGTVRQ---HSPAEWDDMMKVIVGNMA 
                                     :.: . .:.    .:  ::.. ::    .: 
gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKVA---QA 
        10        20        30        40        50        60        
 
                  50        60        70        80                  
AAD-12 W-----------HADSTYMPVMAQGAVFSAEVVPAVGGRTCFA                  
       :           :.:      :::::.                                  
gi|148 WAETRTPDCSLIHSDRCG-ENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQI 
           70        80         90       100       110       120    
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.8  bits: 18.9 E():   57 
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Smith-Waterman score: 50; 28.1% identity (56.2% similar) in 32 aa overlap (12-42:169-199) 
 
                                  10        20        30         40 
AAD-12                    FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|458 CKYPEGTKVTFHVEKGSNPNYLALLVKFVAGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
      140       150       160       170        180       190        
 
               50        60        70        80    
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA    
       ..                                          
gi|458 RIDTPEVLKGPFTVRYTTEGGTKGEAKDVIPEGWKADTCYESK 
       200       210       220       230       240 
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.4  bits: 18.1 E():   60 
Smith-Waterman score: 47; 25.0% identity (67.9% similar) in 28 aa overlap (53-80:5-32) 
 
             30        40        50        60        70        80   
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA   
                                     :.  :..  ... :. .. :. :. :.:   
gi|189                           MASKSSITPLLLAAVLASVFAAAAATGQYCYAGM 
                                         10        20        30     
 
gi|189 GLPSNPLEGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIG 
           40        50        60        70        80        90     
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 70.4  bits: 19.2 E():   60 
Smith-Waterman score: 51; 35.7% identity (64.3% similar) in 28 aa overlap (48-75:23-49) 
 
        20        30        40        50        60        70        
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .. ::. : :. :   .  : ..::.::   
gi|663         MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGK 
                       10        20        30        40         50  
 
        80                                                          
AAD-12 CFA                                                          
                                                                    
gi|663 ATTDEQKLLEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILK 
              60        70        80        90       100       110  
 
>>gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=Major  (308 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 70.3  bits: 19.2 E():   61 
Smith-Waterman score: 51; 31.5% identity (53.7% similar) in 54 aa overlap (2-51:104-154) 
 
                                            10        20            
AAD-12                              FAKRFGAIERIGGGDIVAISNVKAD--GTVR 
                                     ::  : : ..  .  :: . ..:   : :: 
gi|249 PLPTPLRRTSSRSSRPPSPSPPRASSPTSAAKAPGLIPKLDTAYDVAYKAAEAHPRGQVR 
            80        90       100       110       120       130    
 
      30          40        50        60        70        80        
AAD-12 Q--HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA        
       .  : : .    ..::.: .  ::                                     
gi|249 RLRHCPHR---SLRVIAGALEVHAVKPATEEVLAAKIPTGELQIVDKIDAAFKIAATAAN 
           140          150       160       170       180       190 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.2  bits: 17.8 E():   61 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (57-72:66-81) 
 
         30        40        50        60        70        80       
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA       
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS 
         100       110       120    
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>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  41 init1:  41 opt:  52  Z-score: 70.2  bits: 19.4 E():   62 
Smith-Waterman score: 52; 29.9% identity (47.1% similar) in 87 aa overlap (5-79:49-130) 
 
                                         10         20              
AAD-12                           FAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|195 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
        30        40         50        60            70        80   
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQG-AVFS---AEVVPAVGGRTCFA   
       .:    :  :  . .:  :::  .     ::..  :  .:.   :.:  . ::   :    
gi|195 LRYG--ATRDRPLWIIFSGNMNIKLK---MPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
gi|195 VSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  41 init1:  41 opt:  52  Z-score: 70.2  bits: 19.4 E():   62 
Smith-Waterman score: 52; 29.9% identity (47.1% similar) in 87 aa overlap (5-79:49-130) 
 
                                         10         20              
AAD-12                           FAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|117 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
        30        40         50        60            70        80   
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQG-AVFS---AEVVPAVGGRTCFA   
       .:    :  :  . .:  :::  .     ::..  :  .:.   :.:  . ::   :    
gi|117 LRYG--ATRDRPLWIIFSGNMNIKLK---MPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
gi|117 VSNVIIHGLHLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  41 init1:  41 opt:  52  Z-score: 70.2  bits: 19.4 E():   62 
Smith-Waterman score: 52; 29.9% identity (47.1% similar) in 87 aa overlap (5-79:49-130) 
 
                                         10         20              
AAD-12                           FAKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|493 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
        30        40         50        60            70        80   
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQG-AVFS---AEVVPAVGGRTCFA   
       .:    :  :  . .:  :::  .     ::..  :  .:.   :.:  . ::   :    
gi|493 LRYG--ATRDRPLWIIFSGNMNIKLK---MPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
gi|493 VSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.1  bits: 18.9 E():   62 
Smith-Waterman score: 50; 28.1% identity (56.2% similar) in 32 aa overlap (12-42:191-221) 
 
                                  10        20        30         40 
AAD-12                    FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|158 KCKYPEGTKVTFHVEKGSNPNYLALLVKFSGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
              170       180       190        200       210          
 
               50        60        70        80    
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA    
       ..                                          
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gi|158 RIDTPEVLKGPFTVRYTTEGGTKARAKDVIPEGWKADTAYESK 
     220       230       240       250       260   
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.1  bits: 18.9 E():   63 
Smith-Waterman score: 50; 28.1% identity (56.2% similar) in 32 aa overlap (12-42:192-222) 
 
                                  10        20        30         40 
AAD-12                    FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|390 CKYPEGTKVTFHVEKGSNPNYLALLVKFVAGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
             170       180       190        200       210       220 
 
               50        60        70        80    
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA    
       ..                                          
gi|390 RIDTPEVLKGPFTVRYTTEGGTKGEAKDVIPEGWKADTAYESK 
              230       240       250       260    
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (12-27:198-212) 
 
                                  10        20        30        40  
AAD-12                    FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
              50        60        70        80     
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA     
                                                   
gi|105 RKDSDKPIKGPITVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
        230       240       250       260          
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 50; 50.0% identity (75.0% similar) in 16 aa overlap (12-27:198-212) 
 
                                  10        20        30        40  
AAD-12                    FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.               
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGSDTYEPLKHSWGAIW 
       170       180       190       200        210       220       
 
              50        60        70        80     
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA     
                                                   
gi|115 RKDSDKPIKGPITVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
        230       240       250       260          
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.8  bits: 17.8 E():   64 
Smith-Waterman score: 46; 27.6% identity (72.4% similar) in 29 aa overlap (3-31:99-127) 
 
                                           10        20        30   
AAD-12                             FAKRFGAIERIGGGDIVAISNVKADGTVRQHS 
                                     :.   :....: :.:. ..: .  .::..  
gi|121 FEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVTSVRSYK 
       70        80        90       100       110       120         
 
             40        50        60        70        80 
AAD-12 PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                                        
gi|121 RI                                               
      130                                               
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.7  bits: 18.1 E():   66 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (51-75:27-50) 
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               30        40        50        60        70        80 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.7  bits: 18.1 E():   66 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (51-75:27-50) 
 
               30        40        50        60        70        80 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|134     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|134 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.7  bits: 18.1 E():   66 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (51-75:27-50) 
 
               30        40        50        60        70        80 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEYTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.7  bits: 18.1 E():   66 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (51-75:27-50) 
 
               30        40        50        60        70        80 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|753     MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|753 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.7  bits: 18.1 E():   66 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (51-75:27-50) 
 
               30        40        50        60        70        80 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|165     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|165 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.7  bits: 18.1 E():   66 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (51-75:27-50) 
 
               30        40        50        60        70        80 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
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gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.7  bits: 18.1 E():   66 
Smith-Waterman score: 47; 40.0% identity (68.0% similar) in 25 aa overlap (51-75:27-50) 
 
               30        40        50        60        70        80 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :.:.. . ::      
gi|602     MGVFTYEFEFTSVIPPARLYNAFVLDADNL-IPKIAPQAVKSTEILEGDGGVGTIK 
                   10        20        30         40        50      
 
gi|602 KINFGEGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.7  bits: 18.1 E():   66 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (51-75:27-50) 
 
               30        40        50        60        70        80 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.7  bits: 18.1 E():   66 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (51-75:27-50) 
 
               30        40        50        60        70        80 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|886     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|886 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIK 
          60        70        80        90       100       110      
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.7  bits: 18.1 E():   66 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (51-75:27-50) 
 
               30        40        50        60        70        80 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (12-52:110-157) 
 
                                  10        20              30      
AAD-12                    FAKRFGAIERIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
           40        50        60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
         . ..... . .  :.:                             
gi|154 MAEKLLRAVESYLLAHTDEYN                          
     140       150       160                          
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>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (12-52:110-157) 
 
                                  10        20              30      
AAD-12                    FAKRFGAIERIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
           40        50        60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
         . ..... . .  :.:                             
gi|154 MAEKLLRAVESYLLAHTDEYN                          
     140       150       160                          
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 69.5  bits: 19.7 E():   67 
Smith-Waterman score: 53; 26.2% identity (57.4% similar) in 61 aa overlap (13-73:438-492) 
 
                                 10        20        30        40   
AAD-12                   FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV 
                                     ::  .  ... :::  . :. ::    ..  
gi|142 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHN-AE--TTVED 
       410       420       430       440       450          460     
 
             50        60        70        80 
AAD-12 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
        .:..   :....   .  ::..: :.  ::        
gi|142 RIGGIIDSAEKAFHKEL--GAIYS-EIKDAVSA      
          470       480          490          
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 50; 25.0% identity (60.7% similar) in 28 aa overlap (53-80:66-93) 
 
             30        40        50        60        70        80   
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA   
                                     :  .:.. ::  :  .. :..  .. :.   
gi|219 QPLPPQQTFPQQPPFSQQQQQQPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQ 
          40        50        60        70        80        90      
 
gi|219 QQLILPPQQQQQLPQQQISIVQPSVLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSC 
         100       110       120       130       140       150      
 
>>gi|45108973|emb|CAF32567.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 69.4  bits: 19.7 E():   68 
Smith-Waterman score: 53; 28.8% identity (50.0% similar) in 66 aa overlap (15-80:105-160) 
 
                               10        20        30        40     
AAD-12                 FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV 
                                     :.  .  : .:: .:    . : :   . . 
gi|451 HGVRIRVRSGGHDYEGLSYRSLQPEEFAVVDLSKMRAVWVDGKAR----TAWVDS-GAQL 
           80        90       100       110           120           
 
           50        60        70        80                         
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA                         
       :.. ..:     ::.:    : : : :..:    ::                         
gi|451 GEL-YYAIHKASPVLA----FPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLV 
     130        140           150       160       170       180     
 
gi|451 DANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPKKASEGAVD 
          190       200       210       220       230       240     
 
>>gi|54144332|emb|CAD54670.2| pollen allergen Phl p 4 [P  (508 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 69.2  bits: 19.7 E():   69 
Smith-Waterman score: 53; 28.8% identity (50.0% similar) in 66 aa overlap (15-80:113-168) 
 
                               10        20        30        40     
AAD-12                 FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV 
                                     :.  .  : .:: .:    . : :   . . 
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gi|541 HGVRIRVRSGGHDYEGLSYRSLQPEEFAVVDLSKMRAVWVDGKAR----TAWVDS-GAQL 
             90       100       110       120           130         
 
           50        60        70        80                         
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA                         
       :.. ..:     ::.:    : : : :..:    ::                         
gi|541 GEL-YYAIHKASPVLA----FPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLV 
       140        150           160       170       180       190   
 
gi|541 DANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPKKASEGAVD 
            200       210       220       230       240       250   
 
>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.0  bits: 18.4 E():   71 
Smith-Waterman score: 48; 33.3% identity (59.3% similar) in 27 aa overlap (53-79:17-43) 
 
             30        40        50        60        70        80   
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA   
                                     :.:.:  .   ::..:  :  .: : .    
gi|510               MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLP 
                             10        20        30        40       
 
gi|510 VIRGKGGGIEFAKTETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHL 
         50        60        70        80        90       100       
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 69.0  bits: 18.9 E():   71 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (49-66:66-83) 
 
       20        30        40        50        60        70         
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
       80                                                           
AAD-12 FA                                                           
                                                                    
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full=Polc  (85 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.8  bits: 17.0 E():   73 
Smith-Waterman score: 43; 36.6% identity (46.3% similar) in 41 aa overlap (3-43:17-54) 
 
                             10        20        30        40       
AAD-12               FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                       ::: :    : : : :    .:  :. . .: :   ::  :    
gi|144 MADDHPQDKAERERIFKRFDAN---GDGKISAAELGEALKTLGSITPDEVKHMMAEIDTD 
               10        20           30        40        50        
 
         50        60        70        80 
AAD-12 MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                          
gi|144 GDGFISFQEFTDFGRANRGLLKDVAKIF       
        60        70        80            
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 68.6  bits: 18.6 E():   75 
Smith-Waterman score: 49; 28.1% identity (53.1% similar) in 32 aa overlap (12-42:192-222) 
 
                                  10        20        30         40 
AAD-12                    FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|168 CKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGDVVAV-DIKEKGKDKWTELKESWGAVW 
             170       180       190        200       210       220 
 
               50        60        70        80    
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA    
       ..                                          
gi|168 RIDTPDKLTGPFTVRYTTEGGTKSEFEDVIPEGWKADTSYSAK 
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              230       240       250       260    
 
>>gi|77999277|gb|ABB16985.1| profilin-like protein [Sola  (131 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 45; 27.2% identity (55.6% similar) in 81 aa overlap (11-77:15-93) 
 
                   10        20               30        40          
AAD-12     FAKRFGAIERIGGGDIVAISNVKADGTVR-------QHSPAEWDDMMKVIV--GNM 
                     : :. ... . :  ::::        : .: : . .:. ..  :.. 
gi|779 MSWQTYVDEHLLCEIEGNHLTSAAIVGQDGTVWAQSANFPQFKPEEISGIMNDFAEPGTL 
               10        20        30        40        50        60 
 
            50        60         70        80                       
AAD-12 A----WHADSTYMPVMAQ-GAVFSAEVVPAVGGRTCFA                       
       :    . . . :: .... :::. ..  :  :: :                          
gi|779 APTGLYLGGTKYMVIQGEPGAVIRGKKGP--GGITIKKTNQALIIGIYDEPMTPGQCNMI 
               70        80          90       100       110         
 
gi|779 VERLGDYLVEQGL 
      120       130  
 
>>gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 45; 27.1% identity (52.1% similar) in 48 aa overlap (11-57:15-62) 
 
                   10        20        30        40         50      
AAD-12     FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA-WHADSTY 
                     : :. . : . .  ::.:  .:    .   . :.: :. .:  .:  
gi|144 MSWQAYVDDHLMCEIEGNHLSAAAIIGQDGSVWAQSANFPQFKSEEITGIMSDFHEPGTL 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFA                                    
        :                                                           
gi|144 APTGLYIGGTKYMVIQGEPGAVIRGKKGPGGVTVKKTNQALIIGIYDEPMTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.3  bits: 17.8 E():   78 
Smith-Waterman score: 46; 36.0% identity (64.0% similar) in 25 aa overlap (51-75:27-50) 
 
               30        40        50        60        70        80 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|304     MGLYTFENEFTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
gi|304 KITFGEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.3  bits: 17.8 E():   78 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (12-21:109-118) 
 
                                  10        20        30        40  
AAD-12                    FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
              50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                               
gi|534 KAEALFRAVESYLLAHSDAYN                   
      140       150                            
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.3  bits: 17.8 E():   78 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (51-75:27-50) 
 
               30        40        50        60        70        80 
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AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIK 
          60        70        80        90       100       110      
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (51-75:27-50) 
 
               30        40        50        60        70        80 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|880     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
gi|880 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVI 
          60        70        80        90       100       110      
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (54-75:29-50) 
 
            30        40        50        60        70        80    
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA    
                                     : .: .:  :. :.: . . ::         
gi|400   MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
gi|400 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKIS 
       60        70        80        90       100       110         
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (13-53:111-158) 
 
                                 10        20            30         
AAD-12                   FAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
          40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
        . ..... . .  :.:.                            
gi|116 GEALLRAVESYLLAHSDAYN                          
              150       160                          
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (13-53:111-158) 
 
                                 10        20            30         
AAD-12                   FAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDQEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
          40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
        . ..... . .  :.:.                            
gi|116 GEALLRAVESYLLAHSDAYN                          
              150       160                          
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (51-75:27-50) 
 
               30        40        50        60        70        80 
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AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
gi|901 KITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (12-21:110-119) 
 
                                  10        20        30        40  
AAD-12                    FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
              50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                               
gi|534 KAEALFRAVESYLLAHSDAYN                   
     140       150       160                   
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (13-53:111-158) 
 
                                 10        20            30         
AAD-12                   FAKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
          40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
        . ..... . .  :.:.                            
gi|116 GEALLRAVESYLLAHSDAYN                          
              150       160                          
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.9  bits: 18.4 E():   82 
Smith-Waterman score: 48; 28.1% identity (53.1% similar) in 32 aa overlap (12-42:170-200) 
 
                                  10        20        30         40 
AAD-12                    FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|283 CKYPEGTKVTFHVEKGSNPNYLALLVKYVNGDGDVVAV-DIKEKGKDKWIELKESWGAIW 
     140       150       160       170        180       190         
 
               50        60        70        80    
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA    
       ..                                          
gi|283 RIDTPDKLTGPFTVRYTTEGGTKTEAEDVIPEGWKADTSYESK 
      200       210       220       230       240  
 
>>gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliensis]   (205 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 67.7  bits: 18.1 E():   84 
Smith-Waterman score: 47; 21.1% identity (47.4% similar) in 76 aa overlap (7-74:49-124) 
 
                                       10         20        30      
AAD-12                         FAKRFGAIERIGGGDIVAI-SNVKADGTVRQHSPAE 
                                     :::.  .. .: . : .: .:  . .     
gi|577 ISGEIMQLHHQKHHQTYITNYNKALEQLNDAIEKGDSAAVVKLQSAIKFNGGGHVNHSIF 
       20        30        40        50        60        70         
 
          40               50        60        70        80         
AAD-12 WDDMMKVIVG-------NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA         
       : ..  :  :       ...:  :. .  .     ...:: :   :               
gi|577 WKNLAPVREGGGELPHGSLGWAIDADFGSLEKLIQLMNAEGVALQGSGWVWLALDKELKK 
       80        90       100       110       120       130         
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gi|577 LVVETTANQDPLVTKGPTLVPLLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVY 
      140       150       160       170       180       190         
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.7  bits: 18.4 E():   84 
Smith-Waterman score: 48; 31.2% identity (53.1% similar) in 32 aa overlap (12-42:177-207) 
 
                                  10        20        30         40 
AAD-12                    FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|116 CKYPDGTKPTFHVEKGSNPNYLALLVKYIDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
        150       160       170       180        190       200      
 
               50        60        70        80    
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA    
       .:                                          
gi|116 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK 
         210       220       230       240         
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.5  bits: 18.1 E():   86 
Smith-Waterman score: 47; 23.1% identity (51.3% similar) in 39 aa overlap (19-53:147-185) 
 
                           10        20        30            40     
AAD-12             FAKRFGAIERIGGGDIVAISNVKADGTVRQH----SPAEWDDMMKVIV 
                                     ::.  .::.. .:    .   :    :.   
gi|613 ATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMHVGHYTQIVWAKTKKIGC 
        120       130       140       150       160       170       
 
           50        60        70        80 
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
       : . .. :.                            
gi|613 GRIMFKEDNWNKHYLVCNYGPAGNVLGAQIYEIKK  
        180       190       200       210   
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.2  bits: 18.4 E():   89 
Smith-Waterman score: 48; 28.1% identity (53.1% similar) in 32 aa overlap (12-42:192-222) 
 
                                  10        20        30         40 
AAD-12                    FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|117 CKYPEGTKVTFHVEKGSNPNYLALLVKYVNGDGDVVAV-DIKEKGKDKWIELKESWGAIW 
             170       180       190        200       210       220 
 
               50        60        70        80    
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA    
       ..                                          
gi|117 RIDTPDKLTGPFTVRYTTEGGTKTEAEDVIPEGWKADTSYESK 
              230       240       250       260    
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.2  bits: 18.4 E():   89 
Smith-Waterman score: 48; 31.2% identity (53.1% similar) in 32 aa overlap (12-42:192-222) 
 
                                  10        20        30         40 
AAD-12                    FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|386 CEYPKGTKVTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
             170       180       190        200       210       220 
 
               50        60        70        80    
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA    
       .:                                          
gi|386 RVDTPDKLTGPFTVRYTTEGGTKVEAEDVIPEGWKADTAYESK 
              230       240       250       260    
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.2  bits: 18.4 E():   90 
Smith-Waterman score: 48; 31.2% identity (53.1% similar) in 32 aa overlap (12-42:194-224) 
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                                  10        20        30         40 
AAD-12                    FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|117 CKYPDGTKPTFHVEKGSNPNYLALLVKYIDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
           170       180       190       200        210       220   
 
               50        60        70        80    
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA    
       .:                                          
gi|117 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK 
            230       240       250       260      
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.1  bits: 18.4 E():   91 
Smith-Waterman score: 48; 28.1% identity (53.1% similar) in 32 aa overlap (12-42:198-228) 
 
                                  10        20        30         40 
AAD-12                    FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|249 CKYPDGTKPTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIELKESWGAIW 
       170       180       190       200        210       220       
 
               50        60        70        80    
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA    
       ..                                          
gi|249 RIDTPDKLTGPFTVRYTTEGGTKAEFEDVIPEGWKADTHDASK 
        230       240       250       260          
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 66.9  bits: 18.9 E():   92 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (49-66:56-73) 
 
       20        30        40        50        60        70         
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
       80                                                           
AAD-12 FA                                                           
                                                                    
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (51-75:27-50) 
 
               30        40        50        60        70        80 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|753     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTTK 
                   10        20        30         40        50      
 
gi|753 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (51-75:27-50) 
 
               30        40        50        60        70        80 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
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>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (51-75:27-50) 
 
               30        40        50        60        70        80 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (51-75:27-50) 
 
               30        40        50        60        70        80 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|425     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
gi|425 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (51-75:27-50) 
 
               30        40        50        60        70        80 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|2959898|emb|CAA73720.1| Profilin [Mercurialis annua  (133 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 44; 28.8% identity (51.5% similar) in 66 aa overlap (13-64:19-84) 
 
                     10        20        30               40        
AAD-12       FAKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VG 
                         :  ..: : :  ::..  .:       : :   .:: .   : 
gi|295 MSWQTYVDDHLMCDIDGQGQHLAAASIVGHDGSIWAQSASFPQLKPEEITGIMKDFDEPG 
               10        20        30        40        50        60 
 
              50        60         70        80                     
AAD-12 NMA----WHADSTYMPVMAQ-GAVFSAEVVPAVGGRTCFA                     
       ..:    . : . :: .... :::                                     
gi|295 HLAPTGLYIAGTKYMVIQGESGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPGQCNMV 
               70        80        90       100       110       120 
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (51-75:27-50) 
 
               30        40        50        60        70        80 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|901     MGGYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (51-75:27-50) 
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               30        40        50        60        70        80 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 66.7  bits: 19.4 E():   95 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (30-68:535-572) 
 
                10        20        30        40        50          
AAD-12  FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
      60        70        80  
AAD-12 AQGAVFSAEVVPAVGGRTCFA  
        .:  :: :              
gi|331 KEGC-FSEEGPKLVAAAQAALV 
           570       580      
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 66.6  bits: 14.9 E():   96 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (49-55:19-25) 
 
       20        30        40        50        60        70         
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :..:..:                        
gi|320             YTTEGGTKAEAEDVIPEGWKVDTSYE                       
                           10        20                             
 
       80 
AAD-12 FA 
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 17.3 E():   97 
Smith-Waterman score: 44; 16.0% identity (72.0% similar) in 25 aa overlap (39-63:12-36) 
 
       10        20        30        40        50        60         
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
                                     .. .... ..: ....  :. : :.      
gi|249                    MRTVSARSSVALVVIVAAVLVWTSSASVAPAPAPGSEETCG 
                                  10        20        30        40  
 
       70        80                                                 
AAD-12 VVPAVGGRTCFA                                                 
                                                                    
gi|249 TVVGALMPCLPFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDG 
              50        60        70        80        90       100  
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 66.4  bits: 19.4 E():   98 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (30-68:558-595) 
 
                10        20        30        40        50          
AAD-12  FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|668 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
       530       540       550       560       570       580        
 
      60        70        80  
AAD-12 AQGAVFSAEVVPAVGGRTCFA  
        .:  :: :              
gi|668 KEGC-FSEEGPKLVAAAQAALV 
       590        600         
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>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 17.3 E():   99 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (11-33:15-37) 
 
                   10        20        30        40        50       
AAD-12     FAKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 
                     : : .... . .  ::.:  .::                        
gi|100 MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKPEENAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 PVMAQGAVFSAEVVPAVGGRTCFA                                     
                                                                    
gi|100 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 66.3  bits: 18.9 E(): 1e 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (49-66:56-73) 
 
       20        30        40        50        60        70         
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
       80                                                           
AAD-12 FA                                                           
                                                                    
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:39 2011 done: Fri Jan 21 00:02:39 2011 
 Total Scan time:  0.080 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 61  - 140 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     2     0:= 
  30     6     2:*= 
  32    21     8:==*==== 
  34    15    22:=====  * 
  36    69    44:==============*======== 
  38    77    73:========================*= 
  40    80   102:===========================      * 
  42   141   125:=========================================*===== 
  44   166   138:=============================================*========== 
  46   136   140:==============================================* 
  48   141   134:============================================*== 
  50   104   122:===================================     * 
  52    64   108:======================             * 
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  54    75    92:=========================     * 
  56    49    77:=================        * 
  58    62    63:====================* 
  60    69    51:================*====== 
  62    53    41:=============*==== 
  64    32    33:==========* 
  66    29    26:========*= 
  68    26    20:======*== 
  70    22    16:=====*== 
  72    16    12:===*== 
  74     8    10:===* 
  76     8     8:==* 
  78     3     6:=* 
  80     1     5:=* 
  82     5     3:*= 
  84     5     3:*= 
  86     1     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.39070.00362; mu= 5.8307 0.187 
 mean_var=51.171914.680, 0's: 2 Z-trim: 2  B-trim: 11 in 1/43 
 Lambda= 0.179291 
 Kolmogorov-Smirnov  statistic: 0.0453 (N=28) at  48 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   67 23.2     1.2 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   65 22.7     1.7 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   64 22.5     8.5 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   57 20.6       9 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   57 20.6       9 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   57 20.6       9 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   57 20.6       9 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   64 22.5      10 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   57 20.6      12 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   60 21.4      14 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   59 21.2      14 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   56 20.4      14 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   53 19.6      15 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   55 20.1      16 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   59 21.2      19 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   54 19.9      20 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   58 20.9      23 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   57 20.7      27 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   57 20.7      27 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   55 20.1      27 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   49 18.5      28 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 19.3      28 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   52 19.3      28 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   52 19.3      28 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   52 19.3      28 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   56 20.4      32 
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gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   56 20.4      32 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   54 19.9      32 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   56 20.4      32 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   50 18.8      34 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 20.2      34 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   43 16.9      36 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   53 19.6      39 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   50 18.8      41 
gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pach ( 199)   51 19.1      42 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 16.2      42 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 16.2      42 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   53 19.6      44 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   48 18.3      48 
gi|34851174|gb|AAP15199.1| profilin-like protein [ ( 131)   48 18.3      48 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   48 18.3      48 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   48 18.3      48 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   48 18.3      48 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   55 20.2      49 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   53 19.6      49 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   51 19.1      50 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   52 19.4      52 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 19.1      52 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 18.3      53 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   46 17.8      53 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 18.8      54 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   51 19.1      55 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   51 19.1      55 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   51 19.1      55 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 19.1      56 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   48 18.3      58 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   50 18.8      60 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   47 18.0      62 
gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=M ( 308)   51 19.1      63 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   52 19.4      64 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   52 19.4      64 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   52 19.4      64 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 17.8      64 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   50 18.8      65 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   50 18.8      65 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   50 18.8      66 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   46 17.8      67 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   47 18.0      68 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   47 18.0      68 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   47 18.0      68 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   47 18.0      68 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   47 18.0      68 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   47 18.0      68 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   47 18.0      68 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   47 18.0      68 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   47 18.0      68 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   47 18.0      68 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   47 18.0      69 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   47 18.0      69 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   53 19.7      70 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   50 18.9      70 
gi|45108973|emb|CAF32567.2| unnamed protein produc ( 500)   53 19.7      70 
gi|54144332|emb|CAD54670.2| pollen allergen Phl p  ( 508)   53 19.7      72 
gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   48 18.3      74 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 18.9      74 
gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full= (  85)   43 17.0      76 
gi|77999277|gb|ABB16985.1| profilin-like protein [ ( 131)   45 17.5      81 
gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full= ( 131)   45 17.5      81 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   46 17.8      81 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 17.8      81 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   46 17.8      81 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   46 17.8      82 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 17.8      82 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 17.8      82 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 17.8      82 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 17.8      82 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 17.8      82 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 1820



 

 

gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   46 17.8      82 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   48 18.3      85 
gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliens ( 205)   47 18.1      87 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   48 18.3      87 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   47 18.1      89 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   48 18.3      92 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   48 18.3      92 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   48 18.3      93 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 18.9      95 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   45 17.5      97 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   45 17.5      97 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   45 17.5      97 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   45 17.5      97 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   45 17.5      97 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   52 19.4      97 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   45 17.5      97 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   45 17.5      97 
gi|2959898|emb|CAA73720.1| Profilin [Mercurialis a ( 133)   44 17.3      97 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  67  Z-score: 101.0  bits: 23.2 E():  1.2 
Smith-Waterman score: 67; 40.0% identity (63.3% similar) in 30 aa overlap (23-52:30-56) 
 
                      10        20        30        40        50    
AAD-12        AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. : :   ::. :.. :  
gi|126 TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTK--KGNL-WEVKSA 
               10        20        30        40          50         
 
            60        70        80              
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFAD              
                                                
gi|126 KPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
        60        70        80        90        
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  65  Z-score: 98.3  bits: 22.7 E():  1.7 
Smith-Waterman score: 65; 35.5% identity (64.5% similar) in 31 aa overlap (23-53:30-57) 
 
                      10        20        30        40        50    
AAD-12        AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. . :   ::. :.. :. 
gi|144 VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKSS 
               10        20        30        40          50         
 
            60        70        80             
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFAD             
                                               
gi|144 KPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
        60        70        80        90       
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  64  Z-score: 85.8  bits: 22.5 E():  8.5 
Smith-Waterman score: 64; 33.3% identity (57.1% similar) in 63 aa overlap (22-80:89-149) 
 
                        10        20         30        40        50 
AAD-12          AKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .  :. . ..:  . 
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLT 
       60        70        80        90       100        110        
 
                  60        70        80                            
AAD-12 DSTYMP---VMAQGAVFSAEVVPAVGGRTCFAD                            
       : . :    . .::  . :    .:.:::   :                            
gi|114 DFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPE 
        120       130       140       150       160       170       
 
gi|114 FHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSN 
        180       190       200       210       220       230       
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
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 initn:  46 init1:  46 opt:  57  Z-score: 85.3  bits: 20.6 E():    9 
Smith-Waterman score: 57; 31.0% identity (50.0% similar) in 58 aa overlap (23-80:55-106) 
 
                       10        20        30        40        50   
AAD-12         AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
             60        70        80                 
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFAD                 
          :.  ::  :. . .   : .. : :                 
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  57  Z-score: 85.3  bits: 20.6 E():    9 
Smith-Waterman score: 57; 31.0% identity (50.0% similar) in 58 aa overlap (23-80:55-106) 
 
                       10        20        30        40        50   
AAD-12         AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
             60        70        80                 
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFAD                 
          :.  ::  :. . .   : .. : :                 
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  46 init1:  46 opt:  57  Z-score: 85.3  bits: 20.6 E():    9 
Smith-Waterman score: 57; 31.0% identity (50.0% similar) in 58 aa overlap (23-80:55-106) 
 
                       10        20        30        40        50   
AAD-12         AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|117 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
             60        70        80                 
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFAD                 
          :.  ::  :. . .   : .. : :                 
gi|117 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  57  Z-score: 85.3  bits: 20.6 E():    9 
Smith-Waterman score: 57; 31.0% identity (50.0% similar) in 58 aa overlap (23-80:55-106) 
 
                       10        20        30        40        50   
AAD-12         AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
             60        70        80                 
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFAD                 
          :.  ::  :. . .   : .. : :                 
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  64  Z-score: 84.3  bits: 22.5 E():   10 
Smith-Waterman score: 64; 33.3% identity (57.1% similar) in 63 aa overlap (22-80:119-179) 
 
                        10        20         30        40        50 
AAD-12          AKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .  :. . ..:  . 
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLT 
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       90       100       110       120       130        140        
 
                  60        70        80                            
AAD-12 DSTYMP---VMAQGAVFSAEVVPAVGGRTCFAD                            
       : . :    . .::  . :    .:.:::   :                            
gi|476 DFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPE 
        150       160       170       180       190       200       
 
gi|476 FHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSN 
        210       220       230       240       250       260       
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 83.3  bits: 20.6 E():   12 
Smith-Waterman score: 57; 41.4% identity (69.0% similar) in 29 aa overlap (46-74:23-50) 
 
          20        30        40        50        60        70      
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: :::.: . ::  
gi|444         MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGV 
                       10        20         30        40        50  
 
          80                                                        
AAD-12 TCFAD                                                        
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 82.1  bits: 21.4 E():   14 
Smith-Waterman score: 60; 21.4% identity (61.4% similar) in 70 aa overlap (8-75:265-327) 
 
                                      10        20        30        
AAD-12                        AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD 
                                     :..: :..:     ...: .. ..::. .  
gi|170 HSVVHSIIMQQQQQQQQQQGIDIFLPLSQHEQVGQGSLV-----QGQGIIQPQQPAQLEA 
          240       250       260       270            280          
 
        40        50          60        70        80 
AAD-12 MMKVIVGNMAWHADSTYMP--VMAQGAVFSAEVVPAVGGRTCFAD 
       . .... ..    . .:.:     . : : : .: ..::.      
gi|170 IRSLVLQTLPSMCN-VYVPPECSIMRAPF-ASIVAGIGGQ      
     290       300        310        320             
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  57 init1:  57 opt:  59  Z-score: 81.9  bits: 21.2 E():   14 
Smith-Waterman score: 59; 17.6% identity (55.9% similar) in 68 aa overlap (8-75:217-279) 
 
                                      10        20        30        
AAD-12                        AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD 
                                     ...: : .:     ...: .. ..::. .  
gi|106 IHSIVHSIIMQQEQQEQRQGVQILVPLSQQQQVGQGTLV-----QGQGIIQPQQPAQLEV 
        190       200       210       220            230       240  
 
        40        50        60        70        80 
AAD-12 MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
       . . .. ..:   .    :  .   .  : .: ..::.      
gi|106 IRSSVLQTLATMCNVYVPPYCSTIRAPFASIVAGIGGQ      
             250       260       270               
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 81.9  bits: 20.4 E():   14 
Smith-Waterman score: 56; 40.0% identity (68.0% similar) in 25 aa overlap (50-74:27-50) 
 
      20        30        40        50        60        70          
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. :::.. . ::      
gi|165     MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIK 
                   10        20        30         40        50      
 
      80                                                            
AAD-12 D                                                            
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gi|165 KITFGEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSIL 
          60        70        80        90       100       110      
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 81.3  bits: 19.6 E():   15 
Smith-Waterman score: 53; 27.1% identity (52.9% similar) in 70 aa overlap (11-80:29-85) 
 
                                 10        20        30        40   
AAD-12                   AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI 
                                   : :::::. ..:  :.   . :      .:   
gi|105 CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGS-DTYEP------LKHS 
               10        20        30         40               50   
 
             50        60        70        80               
AAD-12 VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD               
        : . :. ::   :.  .: . .....   : .: . :               
gi|105 WGAI-WRKDSDK-PI--KGPI-TVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
              60            70        80        90          
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 80.6  bits: 20.1 E():   16 
Smith-Waterman score: 55; 32.4% identity (58.8% similar) in 34 aa overlap (31-58:114-147) 
 
               10        20        30        40            50       
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV----GNMAWHA--DSTY 
                                     :::. :.. : .:    :   : .  .:.. 
gi|250 EVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSW 
            90       100       110       120       130       140    
 
           60        70        80 
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFAD 
        ::.                       
gi|250 APVLDFVFSTLKNEL            
           150                    
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  49 init1:  49 opt:  59  Z-score: 79.6  bits: 21.2 E():   19 
Smith-Waterman score: 59; 23.7% identity (59.3% similar) in 59 aa overlap (16-73:120-177) 
 
                              10        20        30        40      
AAD-12                AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     .: ...: .    .: :: ::   : .. . 
gi|309 LGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQ 
      90       100       110       120       130       140          
 
          50         60        70        80                         
AAD-12 MAWHAD-STYMPVMAQGAVFSAEVVPAVGGRTCFAD                         
       . ...  ..     : ::. .:... :.:                                
gi|309 VKYQGGCGSGWAFSATGAIEAAHAI-ATGDLVSLSEQELVDCVEESEGCYNGWHYQSFEW 
     150       160       170        180       190       200         
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 79.1  bits: 19.9 E():   20 
Smith-Waterman score: 54; 37.9% identity (69.0% similar) in 29 aa overlap (46-74:23-50) 
 
          20        30        40        50        60        70      
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: .::.: . ::  
gi|444         MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGV 
                       10        20         30        40        50  
 
          80                                                        
AAD-12 TCFAD                                                        
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 78.0  bits: 20.9 E():   23 
Smith-Waterman score: 58; 25.0% identity (58.3% similar) in 48 aa overlap (19-66:262-309) 
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                           10        20        30        40         
AAD-12             AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|169 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
       50        60        70        80                             
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD                             
       .: :.::  .  ..::.:                                           
gi|169 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 76.6  bits: 20.7 E():   27 
Smith-Waterman score: 57; 25.0% identity (58.3% similar) in 48 aa overlap (19-66:262-309) 
 
                           10        20        30        40         
AAD-12             AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
       50        60        70        80                             
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD                             
       .: :.::  .  ..::.:                                           
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 76.6  bits: 20.7 E():   27 
Smith-Waterman score: 57; 25.0% identity (58.3% similar) in 48 aa overlap (19-66:262-309) 
 
                           10        20        30        40         
AAD-12             AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
       50        60        70        80                             
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD                             
       .: :.::  .  ..::.:                                           
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  55  Z-score: 76.6  bits: 20.1 E():   27 
Smith-Waterman score: 55; 27.1% identity (52.9% similar) in 70 aa overlap (11-80:198-254) 
 
                                   10        20        30        40 
AAD-12                     AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.   . :      .: 
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGS-DTYEP------LK 
       170       180       190       200        210                 
 
               50        60        70        80                
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD                
          : . :. ::   :.  .: . .....   : .: . :                
gi|115 HSWGAI-WRKDSDK-PI--KGPI-TVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
     220        230           240       250       260          
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 76.4  bits: 18.5 E():   28 
Smith-Waterman score: 49; 32.3% identity (58.1% similar) in 31 aa overlap (26-54:35-64) 
 
                    10        20        30          40        50    
AAD-12      AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE--WDDMMKVIVGNMAWHADST 
                                     : . ..::.  :: .  : .   .: ::.  
gi|323 QTCAGNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKP 
           10        20        30        40         50        60    
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            60        70        80  
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFAD  
       :                            
gi|323 YSWRYGWTAFCGPAGPRCLRTNAAVTVR 
            70        80        90  
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 76.3  bits: 19.3 E():   28 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (50-74:27-50) 
 
      20        30        40        50        60        70          
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|602     MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
      80                                                            
AAD-12 D                                                            
                                                                    
gi|602 KINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 76.3  bits: 19.3 E():   28 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (50-74:27-50) 
 
      20        30        40        50        60        70          
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|131     MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
      80                                                            
AAD-12 D                                                            
                                                                    
gi|131 KINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 76.3  bits: 19.3 E():   28 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (50-74:27-50) 
 
      20        30        40        50        60        70          
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|279     MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
      80                                                            
AAD-12 D                                                            
                                                                    
gi|279 KINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 76.3  bits: 19.3 E():   28 
Smith-Waterman score: 52; 37.9% identity (69.0% similar) in 29 aa overlap (46-74:23-50) 
 
          20        30        40        50        60        70      
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: .::.: . ::  
gi|444         MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGV 
                       10        20         30        40        50  
 
          80                                                        
AAD-12 TCFAD                                                        
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
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 initn:  49 init1:  49 opt:  56  Z-score: 75.4  bits: 20.4 E():   32 
Smith-Waterman score: 56; 23.7% identity (55.9% similar) in 59 aa overlap (16-73:120-177) 
 
                              10        20        30        40      
AAD-12                AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     .: ...: .    .: :: ::   : .. . 
gi|129 LGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQ 
      90       100       110       120       130       140          
 
          50         60        70        80                         
AAD-12 MAWHADSTY-MPVMAQGAVFSAEVVPAVGGRTCFAD                         
       . ...         : ::. .:... :.:                                
gi|129 VKYQGGCGRGWAFSATGAIEAAHAI-ATGDLVSLSEQELVDCVEESEGSYNGWQYQSFEW 
     150       160       170        180       190       200         
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 75.4  bits: 20.4 E():   32 
Smith-Waterman score: 56; 23.7% identity (55.9% similar) in 59 aa overlap (16-73:120-177) 
 
                              10        20        30        40      
AAD-12                AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     .: ...: .    .: :: ::   : .. . 
gi|119 LGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQ 
      90       100       110       120       130       140          
 
          50         60        70        80                         
AAD-12 MAWHADSTY-MPVMAQGAVFSAEVVPAVGGRTCFAD                         
       . ...         : ::. .:... :.:                                
gi|119 VKYQGGCGRGWAFSATGAIEAAHAI-ATGDLVSLSEQELVDCVEESEGSYNGWQYQSFEW 
     150       160       170        180       190       200         
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  54  Z-score: 75.3  bits: 19.9 E():   32 
Smith-Waterman score: 54; 22.9% identity (51.4% similar) in 70 aa overlap (11-80:192-248) 
 
                                   10        20        30        40 
AAD-12                     AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : ::.::..       .....  .: .. : 
gi|168 CKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGDVVAVD-------IKEKGKDKWTEL-K 
             170       180       190       200              210     
 
               50        60        70        80                
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD                
          : . :. :.   :    :  :... .   : .. : :                
gi|168 ESWGAV-WRIDT---PDKLTGP-FTVRYTTEGGTKSEFEDVIPEGWKADTSYSAK 
            220          230        240       250       260    
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 75.3  bits: 20.4 E():   32 
Smith-Waterman score: 56; 25.0% identity (58.3% similar) in 48 aa overlap (19-66:262-309) 
 
                           10        20        30        40         
AAD-12             AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|158 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQLT 
             240       250       260       270       280       290  
 
       50        60        70        80                             
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD                             
       .: :.::  .  ..::.:                                           
gi|158 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.9  bits: 18.8 E():   34 
Smith-Waterman score: 50; 28.1% identity (59.4% similar) in 32 aa overlap (41-72:11-42) 
 
               20        30        40        50        60        70 
AAD-12 GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                                     ::.. .:: ...   :. : :    ..::  
gi|249                     MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQ 
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                                   10        20        30        40 
 
               80                                                   
AAD-12 AVGGRTCFAD                                                   
        .                                                           
gi|249 DIMPCLHFVKGEEKEPSKECCSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVA 
               50        60        70        80        90       100 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 74.8  bits: 20.2 E():   34 
Smith-Waterman score: 55; 30.6% identity (58.3% similar) in 36 aa overlap (33-68:155-190) 
 
             10        20        30        40        50        60   
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :   . ..::.:..  :: .     .  :: 
gi|249 QLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA 
          130       140       150       160       170       180     
 
             70        80                                           
AAD-12 VFSAEVVPAVGGRTCFAD                                           
       . .:::                                                       
gi|249 IPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTL 
          190       200       210       220       230       240     
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.4  bits: 16.9 E():   36 
Smith-Waterman score: 43; 36.8% identity (68.4% similar) in 19 aa overlap (1-19:20-38) 
 
                                  10        20        30        40  
AAD-12                    AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV 
                          : .. :. :. ::: .. :                       
gi|217 LVSVEHQAARLKVAKAQQLAAQLPAMCRLEGGDALSASQ                      
               10        20        30                               
 
              50        60        70        80 
AAD-12 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  53  Z-score: 73.8  bits: 19.6 E():   39 
Smith-Waterman score: 53; 27.1% identity (52.9% similar) in 70 aa overlap (11-80:198-254) 
 
                                   10        20        30        40 
AAD-12                     AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.   . :      .: 
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGS-DTYEP------LK 
       170       180       190       200        210                 
 
               50        60        70        80                
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD                
          : . :. ::   :.  .: . .....   : .: . :                
gi|105 HSWGAI-WRKDSDK-PI--KGPI-TVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
     220        230           240       250       260          
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 73.5  bits: 18.8 E():   41 
Smith-Waterman score: 50; 31.0% identity (55.2% similar) in 29 aa overlap (55-78:31-59) 
 
           30        40        50        60        70               
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICFD 
               10        20        30        40        50        60 
 
      80                                                            
AAD-12 D                                                            
                                                                    
gi|132 EGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSISK 
               70        80        90       100       110       120 
 
>>gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pachycon  (199 aa) 
 initn:  40 init1:  40 opt:  51  Z-score: 73.3  bits: 19.1 E():   42 
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Smith-Waterman score: 51; 25.0% identity (53.3% similar) in 60 aa overlap (7-64:97-148) 
 
                                       10        20        30       
AAD-12                         AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD 
                                     .::   :. .:.:.  : :      : . . 
gi|169 MPDLTWDNELAAIAQRWVNQCKIGHDGCRNVERYQVGQNIAMSGSTAKG------PCNMN 
         70        80        90       100       110             120 
 
         40          50        60        70        80               
AAD-12 DMMKVIVG--NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD               
       ..... ..  :    :: . ::  ..:  :                               
gi|169 NLVQMWINEVNALNAADVSSMP--SDGNYFMKIGHYTQLVWGKTTKVGCGIIQFLDGKFY 
              130       140         150       160       170         
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.2  bits: 16.2 E():   42 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (48-54:19-25) 
 
        20        30        40        50        60        70        
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.::..:                        
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE                       
                           10        20                             
 
        80 
AAD-12 FAD 
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.2  bits: 16.2 E():   42 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (48-54:19-25) 
 
        20        30        40        50        60        70        
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.::..:                        
gi|320             YTTEGGTKAEAEDVIPEGWKADTSYE                       
                           10        20                             
 
        80 
AAD-12 FAD 
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 72.9  bits: 19.6 E():   44 
Smith-Waterman score: 53; 30.6% identity (58.3% similar) in 36 aa overlap (41-75:16-51) 
 
               20        30        40         50        60          
AAD-12 GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA-WHADSTYMPVMAQGAVFSAEVV 
                                     ...:  : . ::. : :. :   .  : .  
gi|441                MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATP 
                              10        20        30        40      
 
      70        80                                                  
AAD-12 PAVGGRTCFAD                                                  
        :.::.                                                       
gi|441 AAAGGKATTDEQKLLEDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKA 
          50        60        70        80        90       100      
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.2  bits: 18.3 E():   48 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (10-61:15-79) 
 
                    10        20        30               40         
AAD-12      AKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|288 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
            50         60        70        80                       
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTCFAD                       
       :    :  .: :: ....:                                          
gi|288 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPLTPGQCNMIVE 
               70        80        90       100       110       120 
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>>gi|34851174|gb|AAP15199.1| profilin-like protein [Humu  (131 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.2  bits: 18.3 E():   48 
Smith-Waterman score: 48; 29.6% identity (51.9% similar) in 81 aa overlap (10-76:15-93) 
 
                    10        20               30        40         
AAD-12      AKRFGAIERIGGGDIVAISNVKADGTVR-------QHSPAEWDDMMKVIV--GNM 
                     : :  ..: . .  ::.:        : .: :   .:: .   :.. 
gi|348 MSWQAYVDDHLMCEIDGQHLTAAAIIGHDGSVWAQSSTFPQFKPEEIAAIMKDFEEPGSL 
               10        20        30        40        50        60 
 
            50          60        70        80                      
AAD-12 A---WHADST-YMPVMA-QGAVFSAEVVPAVGGRTCFAD                      
       :    :  .  :: .:. ::::. ..   ..:: :                          
gi|348 APTGLHLGGIKYMVIMGEQGAVIRGK--KGAGGITVKKTGAAMIIGIYDEPLTPGQCNMI 
               70        80          90       100       110         
 
gi|348 VERLGDYLIDQNL 
      120       130  
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.2  bits: 18.3 E():   48 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (10-61:15-79) 
 
                    10        20        30               40         
AAD-12      AKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|218 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
            50         60        70        80                       
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTCFAD                       
       :    :  .: :: ....:                                          
gi|218 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.2  bits: 18.3 E():   48 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (10-61:15-79) 
 
                    10        20        30               40         
AAD-12      AKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|604 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
            50         60        70        80                       
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTCFAD                       
       :    :  .: :: ....:                                          
gi|604 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.2  bits: 18.3 E():   48 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (10-61:15-79) 
 
                    10        20        30               40         
AAD-12      AKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|144 MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
            50         60        70        80                       
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTCFAD                       
       :    :  .: :: ....:                                          
gi|144 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  44 init1:  44 opt:  55  Z-score: 72.0  bits: 20.2 E():   49 
Smith-Waterman score: 55; 24.2% identity (56.5% similar) in 62 aa overlap (12-72:438-492) 
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                                  10        20        30         40 
AAD-12                    AKRFGAIERIGGGDIVAISNVKADGTVRQHSP-AEWDDMMK 
                                     ::  .  ... :::  . :.  .  .: .  
gi|796 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHNAETTVEDRIG 
       410       420       430       440       450       460        
 
               50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
       .:. .    :....   .  ::..: :.  ::         
gi|796 IIIDS----AEKAFHKEL--GAIYS-EIKDAVSV       
       470           480          490           
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 72.0  bits: 19.6 E():   49 
Smith-Waterman score: 53; 22.9% identity (58.3% similar) in 48 aa overlap (16-61:223-270) 
 
                              10        20         30        40     
AAD-12                AKRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKV-IV 
                                     : . ..  ::   ..:.  :..  ..  :. 
gi|729 EGVLSRKVPSHLTLETPRVKMNMKYDRYAPVKVFKLDYDGIHFEKHTDIEYEPGVRYKII 
            200       210       220       230       240       250   
 
            50        60        70        80                        
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD                        
       ::   . :. .. . .::                                           
gi|729 GNGKLKDDGRHYSIDVQGIPRKAFNLDADLMDFKLKVSKPEDSNKAQFSYTFNEYTETEE 
            260       270       280       290       300       310   
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 71.8  bits: 19.1 E():   50 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (11-41:169-199) 
 
                                   10        20        30           
AAD-12                     AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|331 CKYPEGTKLTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
      140       150       160       170        180       190        
 
      40        50        60        70        80   
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD   
       .:                                          
gi|331 RVDTPDKLTGPFTVRYTTEGGTKSEVEDVIPEGWKADTSYEAK 
       200       210       220       230       240 
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 71.5  bits: 19.4 E():   52 
Smith-Waterman score: 52; 32.4% identity (58.8% similar) in 34 aa overlap (47-80:23-55) 
 
         20        30        40        50        60        70       
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .. ::. : :. :   .  : ..::.::   
gi|663         MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGK 
                       10        20        30        40         50  
 
         80                                                         
AAD-12 CFAD                                                         
         .:                                                         
gi|663 ATTDEQKLLEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILK 
              60        70        80        90       100       110  
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 71.5  bits: 19.1 E():   52 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (11-26:181-195) 
 
                                   10        20        30        40 
AAD-12                     AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
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               50        60        70        80    
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD    
                                                   
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 71.4  bits: 18.3 E():   53 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (19-35:2-19) 
 
               10        20         30        40        50          
AAD-12 AKRFGAIERIGGGDIVAISNVKAD-GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMA 
                         ..: .: :.. ..::.::                         
gi|250                  PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPFPRCRALVKSQCA 
                                10        20        30        40    
 
      60        70        80                                        
AAD-12 QGAVFSAEVVPAVGGRTCFAD                                        
                                                                    
gi|250 GGQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRT 
            50        60        70        80        90       100    
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 71.4  bits: 17.8 E():   53 
Smith-Waterman score: 46; 26.9% identity (53.8% similar) in 52 aa overlap (22-71:8-56) 
 
               10        20        30        40        50           
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY--MPVM 
                            :: :.    .:.  ::..   .::. .  ..     :.. 
gi|166               ATPTPTPKAAGSWCVPKPGVSDDQL---TGNINYACSQGIDCGPIQ 
                             10        20           30        40    
 
       60        70        80                                     
AAD-12 AQGAVFSAEVVPAVGGRTCFAD                                     
         :: :  ..: :                                              
gi|166 PGGACFEPNTVKAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            50        60        70        80        90       100  
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 71.2  bits: 18.8 E():   54 
Smith-Waterman score: 50; 40.0% identity (72.0% similar) in 25 aa overlap (15-39:9-29) 
 
               10        20        30        40        50        60 
AAD-12 AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 
                     :::.....: .    :.:: .:: :                      
gi|144       MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMVDQIVKSLTTKKELDPF 
                     10            20        30        40        50 
 
               70        80                                         
AAD-12 GAVFSAEVVPAVGGRTCFAD                                         
                                                                    
gi|144 KIEQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKIDTDGGAFAATLKLGDKN 
               60        70        80        90       100       110 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 71.2  bits: 19.1 E():   55 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (11-41:192-222) 
 
                                   10        20        30           
AAD-12                     AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : : ..  
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
      40        50        60        70        80   
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD   
       .:                                          
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
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 initn:  41 init1:  41 opt:  51  Z-score: 71.2  bits: 19.1 E():   55 
Smith-Waterman score: 51; 22.9% identity (51.4% similar) in 70 aa overlap (11-80:192-248) 
 
                                   10        20        30        40 
AAD-12                     AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : ::.::..       .....  .: .. : 
gi|126 CKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGDVVAVD-------IKEKGKDKWIEL-K 
             170       180       190       200              210     
 
               50        60        70        80                
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD                
          : . :. :.   :    :  :... .   : .. : :                
gi|126 ESWGAV-WRIDT---PDKLTGP-FTVRYTTEGGTKSEFEDVIPEGWKADTSYSAK 
            220          230        240       250       260    
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 71.1  bits: 19.1 E():   55 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (11-41:193-223) 
 
                                   10        20        30           
AAD-12                     AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|180 CKYPEGTKVTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
            170       180       190       200        210       220  
 
      40        50        60        70        80   
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD   
       .:                                          
gi|180 RVDTPDKLTGPFTVRYTTEGGTKSEVEDVIPEGWKADTSYEAK 
             230       240       250       260     
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 71.0  bits: 19.1 E():   56 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (11-26:199-213) 
 
                                   10        20        30        40 
AAD-12                     AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
               50        60        70        80    
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD    
                                                   
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 48; 29.8% identity (47.4% similar) in 57 aa overlap (21-63:38-90) 
 
                         10        20           30        40        
AAD-12           AKRFGAIERIGGGDIVAISNVKADGTVRQ---HSPAEWDDMMKVIVGNMA 
                                     :.: . .:.    .:  ::.. ::    .: 
gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKVA---QA 
        10        20        30        40        50        60        
 
                   50        60        70        80                 
AAD-12 W-----------HADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD                 
       :           :.:      :::::.                                  
gi|148 WAETRTPDCSLIHSDRCG-ENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQI 
           70        80         90       100       110       120    
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.4  bits: 18.8 E():   60 
Smith-Waterman score: 50; 28.1% identity (56.2% similar) in 32 aa overlap (11-41:169-199) 
 
                                   10        20        30           
AAD-12                     AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|458 CKYPEGTKVTFHVEKGSNPNYLALLVKFVAGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
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      140       150       160       170        180       190        
 
      40        50        60        70        80   
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD   
       ..                                          
gi|458 RIDTPEVLKGPFTVRYTTEGGTKGEAKDVIPEGWKADTCYESK 
       200       210       220       230       240 
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.1  bits: 18.0 E():   62 
Smith-Waterman score: 47; 25.0% identity (67.9% similar) in 28 aa overlap (52-79:5-32) 
 
              30        40        50        60        70        80  
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD  
                                     :.  :..  ... :. .. :. :. :.:   
gi|189                           MASKSSITPLLLAAVLASVFAAAAATGQYCYAGM 
                                         10        20        30     
 
gi|189 GLPSNPLEGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIG 
           40        50        60        70        80        90     
 
>>gi|2498581|sp|Q40240.1|MPA5A_LOLPR RecName: Full=Major  (308 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 70.0  bits: 19.1 E():   63 
Smith-Waterman score: 51; 31.5% identity (53.7% similar) in 54 aa overlap (1-50:104-154) 
 
                                             10        20           
AAD-12                               AKRFGAIERIGGGDIVAISNVKAD--GTVR 
                                     ::  : : ..  .  :: . ..:   : :: 
gi|249 PLPTPLRRTSSRSSRPPSPSPPRASSPTSAAKAPGLIPKLDTAYDVAYKAAEAHPRGQVR 
            80        90       100       110       120       130    
 
         30        40        50        60        70        80       
AAD-12 Q--HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD       
       .  : : .    ..::.: .  ::                                     
gi|249 RLRHCPHR---SLRVIAGALEVHAVKPATEEVLAAKIPTGELQIVDKIDAAFKIAATAAN 
           140          150       160       170       180       190 
 
>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  41 init1:  41 opt:  52  Z-score: 69.9  bits: 19.4 E():   64 
Smith-Waterman score: 52; 29.9% identity (47.1% similar) in 87 aa overlap (4-78:49-130) 
 
                                          10         20             
AAD-12                            AKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|493 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
         30        40         50        60            70        80  
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQG-AVFS---AEVVPAVGGRTCFAD  
       .:    :  :  . .:  :::  .     ::..  :  .:.   :.:  . ::   :    
gi|493 LRYG--ATRDRPLWIIFSGNMNIKLK---MPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
gi|493 VSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  41 init1:  41 opt:  52  Z-score: 69.9  bits: 19.4 E():   64 
Smith-Waterman score: 52; 29.9% identity (47.1% similar) in 87 aa overlap (4-78:49-130) 
 
                                          10         20             
AAD-12                            AKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|117 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
         30        40         50        60            70        80  
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQG-AVFS---AEVVPAVGGRTCFAD  
       .:    :  :  . .:  :::  .     ::..  :  .:.   :.:  . ::   :    
gi|117 LRYG--ATRDRPLWIIFSGNMNIKLK---MPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
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gi|117 VSNVIIHGLHLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  41 init1:  41 opt:  52  Z-score: 69.9  bits: 19.4 E():   64 
Smith-Waterman score: 52; 29.9% identity (47.1% similar) in 87 aa overlap (4-78:49-130) 
 
                                          10         20             
AAD-12                            AKRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|195 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
         30        40         50        60            70        80  
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQG-AVFS---AEVVPAVGGRTCFAD  
       .:    :  :  . .:  :::  .     ::..  :  .:.   :.:  . ::   :    
gi|195 LRYG--ATRDRPLWIIFSGNMNIKLK---MPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
gi|195 VSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.9  bits: 17.8 E():   64 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (56-71:66-81) 
 
          30        40        50        60        70        80      
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD      
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS 
         100       110       120    
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 69.8  bits: 18.8 E():   65 
Smith-Waterman score: 50; 28.1% identity (56.2% similar) in 32 aa overlap (11-41:191-221) 
 
                                   10        20        30           
AAD-12                     AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|158 KCKYPEGTKVTFHVEKGSNPNYLALLVKFSGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
              170       180       190        200       210          
 
      40        50        60        70        80   
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD   
       ..                                          
gi|158 RIDTPEVLKGPFTVRYTTEGGTKARAKDVIPEGWKADTAYESK 
     220       230       240       250       260   
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 69.8  bits: 18.8 E():   65 
Smith-Waterman score: 50; 28.1% identity (56.2% similar) in 32 aa overlap (11-41:192-222) 
 
                                   10        20        30           
AAD-12                     AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|390 CKYPEGTKVTFHVEKGSNPNYLALLVKFVAGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
             170       180       190        200       210       220 
 
      40        50        60        70        80   
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD   
       ..                                          
gi|390 RIDTPEVLKGPFTVRYTTEGGTKGEAKDVIPEGWKADTAYESK 
              230       240       250       260    
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 69.6  bits: 18.8 E():   66 
Smith-Waterman score: 50; 22.9% identity (51.4% similar) in 70 aa overlap (11-80:198-254) 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 1835



 

 

 
                                   10        20        30        40 
AAD-12                     AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : ::.::..       .....  .: .. : 
gi|249 CKYPDGTKPTFHVEKGSNPNYLALLVKYVDGDGDVVAVD-------IKEKGKDKWIEL-K 
       170       180       190       200              210           
 
               50        60        70        80                
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD                
          : . :. :.   :    :  :... .   : .. : :                
gi|249 ESWGAI-WRIDT---PDKLTGP-FTVRYTTEGGTKAEFEDVIPEGWKADTHDASK 
     220        230           240       250       260          
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.5  bits: 17.8 E():   67 
Smith-Waterman score: 46; 27.6% identity (72.4% similar) in 29 aa overlap (2-30:99-127) 
 
                                            10        20        30  
AAD-12                              AKRFGAIERIGGGDIVAISNVKADGTVRQHS 
                                     :.   :....: :.:. ..: .  .::..  
gi|121 FEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVTSVRSYK 
       70        80        90       100       110       120         
 
              40        50        60        70        80 
AAD-12 PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                                         
gi|121 RI                                                
      130                                                
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.4  bits: 18.0 E():   68 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (50-74:27-50) 
 
      20        30        40        50        60        70          
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|886     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
      80                                                            
AAD-12 D                                                            
                                                                    
gi|886 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIK 
          60        70        80        90       100       110      
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.4  bits: 18.0 E():   68 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (50-74:27-50) 
 
      20        30        40        50        60        70          
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
      80                                                            
AAD-12 D                                                            
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.4  bits: 18.0 E():   68 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (50-74:27-50) 
 
      20        30        40        50        60        70          
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|165     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
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      80                                                            
AAD-12 D                                                            
                                                                    
gi|165 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.4  bits: 18.0 E():   68 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (50-74:27-50) 
 
      20        30        40        50        60        70          
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|134     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
      80                                                            
AAD-12 D                                                            
                                                                    
gi|134 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.4  bits: 18.0 E():   68 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (50-74:27-50) 
 
      20        30        40        50        60        70          
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEYTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
      80                                                            
AAD-12 D                                                            
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.4  bits: 18.0 E():   68 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (50-74:27-50) 
 
      20        30        40        50        60        70          
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
      80                                                            
AAD-12 D                                                            
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.4  bits: 18.0 E():   68 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (50-74:27-50) 
 
      20        30        40        50        60        70          
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|753     MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
      80                                                            
AAD-12 D                                                            
                                                                    
gi|753 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
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 initn:  46 init1:  46 opt:  47  Z-score: 69.4  bits: 18.0 E():   68 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (50-74:27-50) 
 
      20        30        40        50        60        70          
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
      80                                                            
AAD-12 D                                                            
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.4  bits: 18.0 E():   68 
Smith-Waterman score: 47; 40.0% identity (68.0% similar) in 25 aa overlap (50-74:27-50) 
 
      20        30        40        50        60        70          
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :.:.. . ::      
gi|602     MGVFTYEFEFTSVIPPARLYNAFVLDADNL-IPKIAPQAVKSTEILEGDGGVGTIK 
                   10        20        30         40        50      
 
      80                                                            
AAD-12 D                                                            
                                                                    
gi|602 KINFGEGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.4  bits: 18.0 E():   68 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (50-74:27-50) 
 
      20        30        40        50        60        70          
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
      80                                                            
AAD-12 D                                                            
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (11-51:110-157) 
 
                                   10        20              30     
AAD-12                     AKRFGAIERIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
            40        50        60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
         . ..... . .  :.:                              
gi|154 MAEKLLRAVESYLLAHTDEYN                           
     140       150       160                           
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (11-51:110-157) 
 
                                   10        20              30     
AAD-12                     AKRFGAIERIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
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      80        90       100       110       120       130          
 
            40        50        60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
         . ..... . .  :.:                              
gi|154 MAEKLLRAVESYLLAHTDEYN                           
     140       150       160                           
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 69.2  bits: 19.7 E():   70 
Smith-Waterman score: 53; 26.2% identity (57.4% similar) in 61 aa overlap (12-72:438-492) 
 
                                  10        20        30        40  
AAD-12                    AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV 
                                     ::  .  ... :::  . :. ::    ..  
gi|142 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHN-AE--TTVED 
       410       420       430       440       450          460     
 
              50        60        70        80 
AAD-12 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
        .:..   :....   .  ::..: :.  ::         
gi|142 RIGGIIDSAEKAFHKEL--GAIYS-EIKDAVSA       
          470       480          490           
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 69.1  bits: 18.9 E():   70 
Smith-Waterman score: 50; 25.0% identity (60.7% similar) in 28 aa overlap (52-79:66-93) 
 
              30        40        50        60        70        80  
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD  
                                     :  .:.. ::  :  .. :..  .. :.   
gi|219 QPLPPQQTFPQQPPFSQQQQQQPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQ 
          40        50        60        70        80        90      
 
gi|219 QQLILPPQQQQQLPQQQISIVQPSVLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSC 
         100       110       120       130       140       150      
 
>>gi|45108973|emb|CAF32567.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 69.1  bits: 19.7 E():   70 
Smith-Waterman score: 53; 28.8% identity (50.0% similar) in 66 aa overlap (14-79:105-160) 
 
                                10        20        30        40    
AAD-12                  AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV 
                                     :.  .  : .:: .:    . : :   . . 
gi|451 HGVRIRVRSGGHDYEGLSYRSLQPEEFAVVDLSKMRAVWVDGKAR----TAWVDS-GAQL 
           80        90       100       110           120           
 
            50        60        70        80                        
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD                        
       :.. ..:     ::.:    : : : :..:    ::                         
gi|451 GEL-YYAIHKASPVLA----FPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLV 
     130        140           150       160       170       180     
 
gi|451 DANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPKKASEGAVD 
          190       200       210       220       230       240     
 
>>gi|54144332|emb|CAD54670.2| pollen allergen Phl p 4 [P  (508 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 69.0  bits: 19.7 E():   72 
Smith-Waterman score: 53; 28.8% identity (50.0% similar) in 66 aa overlap (14-79:113-168) 
 
                                10        20        30        40    
AAD-12                  AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV 
                                     :.  .  : .:: .:    . : :   . . 
gi|541 HGVRIRVRSGGHDYEGLSYRSLQPEEFAVVDLSKMRAVWVDGKAR----TAWVDS-GAQL 
             90       100       110       120           130         
 
            50        60        70        80                        
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD                        
       :.. ..:     ::.:    : : : :..:    ::                         
gi|541 GEL-YYAIHKASPVLA----FPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLV 
       140        150           160       170       180       190   
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gi|541 DANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPKKASEGAVD 
            200       210       220       230       240       250   
 
>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.7  bits: 18.3 E():   74 
Smith-Waterman score: 48; 33.3% identity (59.3% similar) in 27 aa overlap (52-78:17-43) 
 
              30        40        50        60        70        80  
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD  
                                     :.:.:  .   ::..:  :  .: : .    
gi|510               MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLP 
                             10        20        30        40       
 
gi|510 VIRGKGGGIEFAKTETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHL 
         50        60        70        80        90       100       
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 68.7  bits: 18.9 E():   74 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (48-65:66-83) 
 
        20        30        40        50        60        70        
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
        80                                                          
AAD-12 FAD                                                          
                                                                    
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full=Polc  (85 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.5  bits: 17.0 E():   76 
Smith-Waterman score: 43; 36.6% identity (46.3% similar) in 41 aa overlap (2-42:17-54) 
 
                              10        20        30        40      
AAD-12                AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                       ::: :    : : : :    .:  :. . .: :   ::  :    
gi|144 MADDHPQDKAERERIFKRFDAN---GDGKISAAELGEALKTLGSITPDEVKHMMAEIDTD 
               10        20           30        40        50        
 
          50        60        70        80 
AAD-12 MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                           
gi|144 GDGFISFQEFTDFGRANRGLLKDVAKIF        
        60        70        80             
 
>>gi|77999277|gb|ABB16985.1| profilin-like protein [Sola  (131 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 45; 27.2% identity (55.6% similar) in 81 aa overlap (10-76:15-93) 
 
                    10        20               30        40         
AAD-12      AKRFGAIERIGGGDIVAISNVKADGTVR-------QHSPAEWDDMMKVIV--GNM 
                     : :. ... . :  ::::        : .: : . .:. ..  :.. 
gi|779 MSWQTYVDEHLLCEIEGNHLTSAAIVGQDGTVWAQSANFPQFKPEEISGIMNDFAEPGTL 
               10        20        30        40        50        60 
 
             50        60         70        80                      
AAD-12 A----WHADSTYMPVMAQ-GAVFSAEVVPAVGGRTCFAD                      
       :    . . . :: .... :::. ..  :  :: :                          
gi|779 APTGLYLGGTKYMVIQGEPGAVIRGKKGP--GGITIKKTNQALIIGIYDEPMTPGQCNMI 
               70        80          90       100       110         
 
gi|779 VERLGDYLVEQGL 
      120       130  
 
>>gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 45; 27.1% identity (52.1% similar) in 48 aa overlap (10-56:15-62) 
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                    10        20        30        40         50     
AAD-12      AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA-WHADSTY 
                     : :. . : . .  ::.:  .:    .   . :.: :. .:  .:  
gi|144 MSWQAYVDDHLMCEIEGNHLSAAAIIGQDGSVWAQSANFPQFKSEEITGIMSDFHEPGTL 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFAD                                   
        :                                                           
gi|144 APTGLYIGGTKYMVIQGEPGAVIRGKKGPGGVTVKKTNQALIIGIYDEPMTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (50-74:27-50) 
 
      20        30        40        50        60        70          
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
      80                                                            
AAD-12 D                                                            
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIK 
          60        70        80        90       100       110      
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (11-20:109-118) 
 
                                   10        20        30        40 
AAD-12                     AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
               50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                                
gi|534 KAEALFRAVESYLLAHSDAYN                    
      140       150                             
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 46; 36.0% identity (64.0% similar) in 25 aa overlap (50-74:27-50) 
 
      20        30        40        50        60        70          
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|304     MGLYTFENEFTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
      80                                                            
AAD-12 D                                                            
                                                                    
gi|304 KITFGEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (50-74:27-50) 
 
      20        30        40        50        60        70          
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|880     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 1841



 

 

      80                                                            
AAD-12 D                                                            
                                                                    
gi|880 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVI 
          60        70        80        90       100       110      
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (53-74:29-50) 
 
             30        40        50        60        70        80   
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD   
                                     : .: .:  :. :.: . . ::         
gi|400   MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
gi|400 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKIS 
       60        70        80        90       100       110         
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (12-52:111-158) 
 
                                  10        20            30        
AAD-12                    AKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
           40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
        . ..... . .  :.:.                             
gi|116 GEALLRAVESYLLAHSDAYN                           
              150       160                           
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (11-20:110-119) 
 
                                   10        20        30        40 
AAD-12                     AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
               50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                                
gi|534 KAEALFRAVESYLLAHSDAYN                    
     140       150       160                    
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (12-52:111-158) 
 
                                  10        20            30        
AAD-12                    AKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
           40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
        . ..... . .  :.:.                             
gi|116 GEALLRAVESYLLAHSDAYN                           
              150       160                           
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (12-52:111-158) 
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                                  10        20            30        
AAD-12                    AKRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDQEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
           40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
        . ..... . .  :.:.                             
gi|116 GEALLRAVESYLLAHSDAYN                           
              150       160                           
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (50-74:27-50) 
 
      20        30        40        50        60        70          
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
      80                                                            
AAD-12 D                                                            
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.6  bits: 18.3 E():   85 
Smith-Waterman score: 48; 28.1% identity (53.1% similar) in 32 aa overlap (11-41:170-200) 
 
                                   10        20        30           
AAD-12                     AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|283 CKYPEGTKVTFHVEKGSNPNYLALLVKYVNGDGDVVAV-DIKEKGKDKWIELKESWGAIW 
     140       150       160       170        180       190         
 
      40        50        60        70        80   
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD   
       ..                                          
gi|283 RIDTPDKLTGPFTVRYTTEGGTKTEAEDVIPEGWKADTSYESK 
      200       210       220       230       240  
 
>>gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliensis]   (205 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 67.4  bits: 18.1 E():   87 
Smith-Waterman score: 47; 21.1% identity (47.4% similar) in 76 aa overlap (6-73:49-124) 
 
                                        10         20        30     
AAD-12                          AKRFGAIERIGGGDIVAI-SNVKADGTVRQHSPAE 
                                     :::.  .. .: . : .: .:  . .     
gi|577 ISGEIMQLHHQKHHQTYITNYNKALEQLNDAIEKGDSAAVVKLQSAIKFNGGGHVNHSIF 
       20        30        40        50        60        70         
 
           40               50        60        70        80        
AAD-12 WDDMMKVIVG-------NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD        
       : ..  :  :       ...:  :. .  .     ...:: :   :               
gi|577 WKNLAPVREGGGELPHGSLGWAIDADFGSLEKLIQLMNAEGVALQGSGWVWLALDKELKK 
       80        90       100       110       120       130         
 
gi|577 LVVETTANQDPLVTKGPTLVPLLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVY 
      140       150       160       170       180       190         
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.4  bits: 18.3 E():   87 
Smith-Waterman score: 48; 31.2% identity (53.1% similar) in 32 aa overlap (11-41:177-207) 
 
                                   10        20        30           
AAD-12                     AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|116 CKYPDGTKPTFHVEKGSNPNYLALLVKYIDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
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        150       160       170       180        190       200      
 
      40        50        60        70        80   
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD   
       .:                                          
gi|116 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK 
         210       220       230       240         
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.2  bits: 18.1 E():   89 
Smith-Waterman score: 47; 23.1% identity (51.3% similar) in 39 aa overlap (18-52:147-185) 
 
                            10        20        30            40    
AAD-12              AKRFGAIERIGGGDIVAISNVKADGTVRQH----SPAEWDDMMKVIV 
                                     ::.  .::.. .:    .   :    :.   
gi|613 ATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMHVGHYTQIVWAKTKKIGC 
        120       130       140       150       160       170       
 
            50        60        70        80 
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
       : . .. :.                             
gi|613 GRIMFKEDNWNKHYLVCNYGPAGNVLGAQIYEIKK   
        180       190       200       210    
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.0  bits: 18.3 E():   92 
Smith-Waterman score: 48; 28.1% identity (53.1% similar) in 32 aa overlap (11-41:192-222) 
 
                                   10        20        30           
AAD-12                     AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|117 CKYPEGTKVTFHVEKGSNPNYLALLVKYVNGDGDVVAV-DIKEKGKDKWIELKESWGAIW 
             170       180       190        200       210       220 
 
      40        50        60        70        80   
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD   
       ..                                          
gi|117 RIDTPDKLTGPFTVRYTTEGGTKTEAEDVIPEGWKADTSYESK 
              230       240       250       260    
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.0  bits: 18.3 E():   92 
Smith-Waterman score: 48; 31.2% identity (53.1% similar) in 32 aa overlap (11-41:192-222) 
 
                                   10        20        30           
AAD-12                     AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|386 CEYPKGTKVTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
             170       180       190        200       210       220 
 
      40        50        60        70        80   
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD   
       .:                                          
gi|386 RVDTPDKLTGPFTVRYTTEGGTKVEAEDVIPEGWKADTAYESK 
              230       240       250       260    
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 66.9  bits: 18.3 E():   93 
Smith-Waterman score: 48; 31.2% identity (53.1% similar) in 32 aa overlap (11-41:194-224) 
 
                                   10        20        30           
AAD-12                     AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|117 CKYPDGTKPTFHVEKGSNPNYLALLVKYIDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
           170       180       190       200        210       220   
 
      40        50        60        70        80   
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD   
       .:                                          
gi|117 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK 
            230       240       250       260      
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>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 66.7  bits: 18.9 E():   95 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (48-65:56-73) 
 
        20        30        40        50        60        70        
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
        80                                                          
AAD-12 FAD                                                          
                                                                    
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (50-74:27-50) 
 
      20        30        40        50        60        70          
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|753     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTTK 
                   10        20        30         40        50      
 
      80                                                            
AAD-12 D                                                            
                                                                    
gi|753 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (50-74:27-50) 
 
      20        30        40        50        60        70          
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
      80                                                            
AAD-12 D                                                            
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (50-74:27-50) 
 
      20        30        40        50        60        70          
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
      80                                                            
AAD-12 D                                                            
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (50-74:27-50) 
 
      20        30        40        50        60        70          
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
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                                     ::.  .: .:  :.  ::.. . ::      
gi|425     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
      80                                                            
AAD-12 D                                                            
                                                                    
gi|425 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (50-74:27-50) 
 
      20        30        40        50        60        70          
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
      80                                                            
AAD-12 D                                                            
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 66.5  bits: 19.4 E():   97 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (29-67:535-572) 
 
                 10        20        30        40        50         
AAD-12   AKRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
       60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFAD 
        .:  :: :              
gi|331 KEGC-FSEEGPKLVAAAQAALV 
           570       580      
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (50-74:27-50) 
 
      20        30        40        50        60        70          
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|901     MGGYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
      80                                                            
AAD-12 D                                                            
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (50-74:27-50) 
 
      20        30        40        50        60        70          
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
      80                                                            
AAD-12 D                                                            
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gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|2959898|emb|CAA73720.1| Profilin [Mercurialis annua  (133 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 66.5  bits: 17.3 E():   97 
Smith-Waterman score: 44; 28.8% identity (51.5% similar) in 66 aa overlap (12-63:19-84) 
 
                      10        20        30               40       
AAD-12        AKRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VG 
                         :  ..: : :  ::..  .:       : :   .:: .   : 
gi|295 MSWQTYVDDHLMCDIDGQGQHLAAASIVGHDGSIWAQSASFPQLKPEEITGIMKDFDEPG 
               10        20        30        40        50        60 
 
               50        60         70        80                    
AAD-12 NMA----WHADSTYMPVMAQ-GAVFSAEVVPAVGGRTCFAD                    
       ..:    . : . :: .... :::                                     
gi|295 HLAPTGLYIAGTKYMVIQGESGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPGQCNMV 
               70        80        90       100       110       120 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:39 2011 done: Fri Jan 21 00:02:39 2011 
 Total Scan time:  0.070 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 62  - 141 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     2     0:= 
  30     5     2:*= 
  32    18     8:==*=== 
  34    19    22:=======* 
  36    67    44:==============*======== 
  38    77    73:========================*= 
  40    79   102:===========================      * 
  42   154   125:=========================================*========== 
  44   162   138:=============================================*======== 
  46   134   140:============================================= * 
  48   141   134:============================================*== 
  50   107   122:====================================    * 
  52    66   108:======================             * 
  54    71    92:========================      * 
  56    44    77:===============          * 
  58    70    63:====================*=== 
  60    64    51:================*===== 
  62    48    41:=============*== 
  64    34    33:==========*= 
  66    29    26:========*= 
  68    27    20:======*== 
  70    20    16:=====*= 
  72    17    12:===*== 
  74     6    10:== * 
  76     8     8:==* 
  78     5     6:=* 
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  80     1     5:=* 
  82     5     3:*= 
  84     1     3:* 
  86     5     2:*= 
  88     0     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.26970.00359; mu= 6.4701 0.185 
 mean_var=51.522614.769, 0's: 2 Z-trim: 2  B-trim: 11 in 1/43 
 Lambda= 0.178680 
 Kolmogorov-Smirnov  statistic: 0.0480 (N=28) at  48 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   67 23.1     1.2 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   65 22.6     1.8 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   58 20.8     7.7 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   58 20.8     7.7 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   58 20.8     7.7 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   58 20.8     7.7 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   64 22.5     8.5 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   64 22.5      10 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   57 20.6      12 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   54 19.8      13 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   60 21.4      14 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   59 21.2      14 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   56 20.4      14 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   55 20.1      17 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   59 21.2      19 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   54 19.8      20 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   53 19.6      22 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   58 20.9      23 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   56 20.4      23 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   55 20.1      27 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   57 20.7      27 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   57 20.7      27 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 19.3      29 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   52 19.3      29 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   52 19.3      29 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   52 19.3      29 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   49 18.5      29 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   56 20.4      32 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   56 20.4      32 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   56 20.4      32 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   54 19.9      33 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 20.2      34 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   50 18.8      35 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   50 18.8      41 
gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pach ( 199)   51 19.1      42 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   53 19.6      44 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 16.1      44 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 16.1      44 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   52 19.4      46 
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gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   55 20.2      49 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   48 18.3      49 
gi|34851174|gb|AAP15199.1| profilin-like protein [ ( 131)   48 18.3      49 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   48 18.3      49 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   48 18.3      49 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   48 18.3      49 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   53 19.6      49 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   51 19.1      50 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   52 19.4      52 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 19.1      53 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   48 18.3      53 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 18.3      54 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   46 17.7      54 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 18.8      54 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   51 19.1      55 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   51 19.1      55 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   51 19.1      56 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 19.1      56 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   48 18.3      59 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   50 18.8      60 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   52 19.4      64 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   52 19.4      64 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   52 19.4      64 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   50 18.8      65 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 17.8      65 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   50 18.8      65 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   46 17.8      68 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   53 19.7      69 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   47 18.0      69 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   47 18.0      69 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   47 18.0      69 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   47 18.0      69 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   47 18.0      69 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   47 18.0      69 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   47 18.0      69 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   47 18.0      69 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   47 18.0      69 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   47 18.0      69 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   47 18.0      70 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   47 18.0      70 
gi|45108973|emb|CAF32567.2| unnamed protein produc ( 500)   53 19.7      70 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   50 18.9      70 
gi|54144332|emb|CAD54670.2| pollen allergen Phl p  ( 508)   53 19.7      71 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 18.9      74 
gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   48 18.3      74 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   39 15.8      77 
gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full= (  85)   43 16.9      78 
gi|77999277|gb|ABB16985.1| profilin-like protein [ ( 131)   45 17.5      82 
gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full= ( 131)   45 17.5      82 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 17.8      82 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   46 17.8      82 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   46 17.8      82 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   46 17.8      83 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 17.8      83 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 17.8      83 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 17.8      83 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 17.8      83 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   46 17.8      83 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 17.8      83 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   48 18.3      85 
gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliens ( 205)   47 18.1      87 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   48 18.3      87 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   47 18.1      90 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   48 18.3      92 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   48 18.3      92 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   48 18.3      93 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 18.9      95 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   52 19.4      96 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   45 17.5      98 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   45 17.5      98 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   45 17.5      98 
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gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   45 17.5      98 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   45 17.5      98 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   45 17.5      99 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   45 17.5      99 
gi|2959898|emb|CAA73720.1| Profilin [Mercurialis a ( 133)   44 17.2      99 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   52 19.4      99 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  67  Z-score: 100.7  bits: 23.1 E():  1.2 
Smith-Waterman score: 67; 40.0% identity (63.3% similar) in 30 aa overlap (22-51:30-56) 
 
                       10        20        30        40        50   
AAD-12         KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. : :   ::. :.. :  
gi|126 TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTK--KGNL-WEVKSA 
               10        20        30        40          50         
 
             60        70        80             
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADM             
                                                
gi|126 KPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
        60        70        80        90        
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  65  Z-score: 98.0  bits: 22.6 E():  1.8 
Smith-Waterman score: 65; 35.5% identity (64.5% similar) in 31 aa overlap (22-52:30-57) 
 
                       10        20        30        40        50   
AAD-12         KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. . :   ::. :.. :. 
gi|144 VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKSS 
               10        20        30        40          50         
 
             60        70        80            
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADM            
                                               
gi|144 KPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
        60        70        80        90       
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 86.5  bits: 20.8 E():  7.7 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (22-80:55-107) 
 
                        10        20        30        40        50  
AAD-12          KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
              60        70        80                
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADM                
          :.  ::  :. . .   : .. : :.                
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 86.5  bits: 20.8 E():  7.7 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (22-80:55-107) 
 
                        10        20        30        40        50  
AAD-12          KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
              60        70        80                
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADM                
          :.  ::  :. . .   : .. : :.                
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
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>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 86.5  bits: 20.8 E():  7.7 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (22-80:55-107) 
 
                        10        20        30        40        50  
AAD-12          KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
              60        70        80                
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADM                
          :.  ::  :. . .   : .. : :.                
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 86.5  bits: 20.8 E():  7.7 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (22-80:55-107) 
 
                        10        20        30        40        50  
AAD-12          KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|117 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
              60        70        80                
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADM                
          :.  ::  :. . .   : .. : :.                
gi|117 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  64  Z-score: 85.8  bits: 22.5 E():  8.5 
Smith-Waterman score: 64; 33.3% identity (57.1% similar) in 63 aa overlap (21-79:89-149) 
 
                         10        20         30        40          
AAD-12           KRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .  :. . ..:  . 
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLT 
       60        70        80        90       100        110        
 
      50           60        70        80                           
AAD-12 DSTYMP---VMAQGAVFSAEVVPAVGGRTCFADM                           
       : . :    . .::  . :    .:.:::   :                            
gi|114 DFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPE 
        120       130       140       150       160       170       
 
gi|114 FHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSN 
        180       190       200       210       220       230       
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  64  Z-score: 84.3  bits: 22.5 E():   10 
Smith-Waterman score: 64; 33.3% identity (57.1% similar) in 63 aa overlap (21-79:119-179) 
 
                         10        20         30        40          
AAD-12           KRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .  :. . ..:  . 
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLT 
       90       100       110       120       130        140        
 
      50           60        70        80                           
AAD-12 DSTYMP---VMAQGAVFSAEVVPAVGGRTCFADM                           
       : . :    . .::  . :    .:.:::   :                            
gi|476 DFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPE 
        150       160       170       180       190       200       
 
gi|476 FHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSN 
        210       220       230       240       250       260       
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
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 initn:  55 init1:  55 opt:  57  Z-score: 83.1  bits: 20.6 E():   12 
Smith-Waterman score: 57; 41.4% identity (69.0% similar) in 29 aa overlap (45-73:23-50) 
 
           20        30        40        50        60        70     
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: :::.: . ::  
gi|444         MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGV 
                       10        20         30        40        50  
 
           80                                                       
AAD-12 TCFADM                                                       
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 82.5  bits: 19.8 E():   13 
Smith-Waterman score: 54; 26.8% identity (53.5% similar) in 71 aa overlap (10-80:29-86) 
 
                                  10        20        30        40  
AAD-12                    KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI 
                                   : :::::. ..:  :.   . :      .:   
gi|105 CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGS-DTYEP------LKHS 
               10        20        30         40               50   
 
              50        60        70        80              
AAD-12 VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM              
        : . :. ::   :.  .: . .....   : .: . :.              
gi|105 WGAI-WRKDSDK-PI--KGPI-TVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
              60            70        80        90          
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 82.1  bits: 21.4 E():   14 
Smith-Waterman score: 60; 21.4% identity (61.4% similar) in 70 aa overlap (7-74:265-327) 
 
                                       10        20        30       
AAD-12                         KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD 
                                     :..: :..:     ...: .. ..::. .  
gi|170 HSVVHSIIMQQQQQQQQQQGIDIFLPLSQHEQVGQGSLV-----QGQGIIQPQQPAQLEA 
          240       250       260       270            280          
 
         40        50          60        70        80 
AAD-12 MMKVIVGNMAWHADSTYMP--VMAQGAVFSAEVVPAVGGRTCFADM 
       . .... ..    . .:.:     . : : : .: ..::.       
gi|170 IRSLVLQTLPSMCN-VYVPPECSIMRAPF-ASIVAGIGGQ       
     290       300        310        320              
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  57 init1:  57 opt:  59  Z-score: 81.8  bits: 21.2 E():   14 
Smith-Waterman score: 59; 17.6% identity (55.9% similar) in 68 aa overlap (7-74:217-279) 
 
                                       10        20        30       
AAD-12                         KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD 
                                     ...: : .:     ...: .. ..::. .  
gi|106 IHSIVHSIIMQQEQQEQRQGVQILVPLSQQQQVGQGTLV-----QGQGIIQPQQPAQLEV 
        190       200       210       220            230       240  
 
         40        50        60        70        80 
AAD-12 MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
       . . .. ..:   .    :  .   .  : .: ..::.       
gi|106 IRSSVLQTLATMCNVYVPPYCSTIRAPFASIVAGIGGQ       
             250       260       270                
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 81.7  bits: 20.4 E():   14 
Smith-Waterman score: 56; 40.0% identity (68.0% similar) in 25 aa overlap (49-73:27-50) 
 
       20        30        40        50        60        70         
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. :::.. . ::      
gi|165     MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIK 
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                   10        20        30         40        50      
 
       80                                                           
AAD-12 DM                                                           
                                                                    
gi|165 KITFGEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSIL 
          60        70        80        90       100       110      
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 80.4  bits: 20.1 E():   17 
Smith-Waterman score: 55; 32.4% identity (58.8% similar) in 34 aa overlap (30-57:114-147) 
 
                10        20        30        40              50    
AAD-12  KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV----GNMAWHA--DSTY 
                                     :::. :.. : .:    :   : .  .:.. 
gi|250 EVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSW 
            90       100       110       120       130       140    
 
            60        70        80 
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADM 
        ::.                        
gi|250 APVLDFVFSTLKNEL             
           150                     
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  49 init1:  49 opt:  59  Z-score: 79.6  bits: 21.2 E():   19 
Smith-Waterman score: 59; 23.7% identity (59.3% similar) in 59 aa overlap (15-72:120-177) 
 
                               10        20        30        40     
AAD-12                 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     .: ...: .    .: :: ::   : .. . 
gi|309 LGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQ 
      90       100       110       120       130       140          
 
           50         60        70        80                        
AAD-12 MAWHAD-STYMPVMAQGAVFSAEVVPAVGGRTCFADM                        
       . ...  ..     : ::. .:... :.:                                
gi|309 VKYQGGCGSGWAFSATGAIEAAHAI-ATGDLVSLSEQELVDCVEESEGCYNGWHYQSFEW 
     150       160       170        180       190       200         
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 79.0  bits: 19.8 E():   20 
Smith-Waterman score: 54; 37.9% identity (69.0% similar) in 29 aa overlap (45-73:23-50) 
 
           20        30        40        50        60        70     
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: .::.: . ::  
gi|444         MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGV 
                       10        20         30        40        50  
 
           80                                                       
AAD-12 TCFADM                                                       
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.3  bits: 19.6 E():   22 
Smith-Waterman score: 53; 26.7% identity (66.7% similar) in 30 aa overlap (51-80:5-34) 
 
               30        40        50        60        70        80 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.  :..  ... :. .. :. :. :.: : 
gi|189                           MASKSSITPLLLAAVLASVFAAAAATGQYCYAGM 
                                         10        20        30     
 
gi|189 GLPSNPLEGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIG 
           40        50        60        70        80        90     
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 78.1  bits: 20.9 E():   23 
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Smith-Waterman score: 58; 25.0% identity (58.3% similar) in 48 aa overlap (18-65:262-309) 
 
                            10        20        30        40        
AAD-12              KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|169 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
        50        60        70        80                            
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM                            
       .: :.::  .  ..::.:                                           
gi|169 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  56  Z-score: 77.9  bits: 20.4 E():   23 
Smith-Waterman score: 56; 26.8% identity (53.5% similar) in 71 aa overlap (10-80:198-255) 
 
                                    10        20        30          
AAD-12                      KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.   . :      .: 
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGS-DTYEP------LK 
       170       180       190       200        210                 
 
      40        50        60        70        80               
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM               
          : . :. ::   :.  .: . .....   : .: . :.               
gi|115 HSWGAI-WRKDSDK-PI--KGPI-TVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
     220        230           240       250       260          
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  55  Z-score: 76.7  bits: 20.1 E():   27 
Smith-Waterman score: 55; 22.5% identity (52.1% similar) in 71 aa overlap (10-80:192-249) 
 
                                    10        20        30          
AAD-12                      KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : ::.::..       .....  .: .. : 
gi|168 CKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGDVVAVD-------IKEKGKDKWTEL-K 
             170       180       190       200              210     
 
      40        50        60        70        80               
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM               
          : . :. :.   :    :  :... .   : .. : :.               
gi|168 ESWGAV-WRIDT---PDKLTGP-FTVRYTTEGGTKSEFEDVIPEGWKADTSYSAK 
            220          230        240       250       260    
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 76.7  bits: 20.7 E():   27 
Smith-Waterman score: 57; 25.0% identity (58.3% similar) in 48 aa overlap (18-65:262-309) 
 
                            10        20        30        40        
AAD-12              KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
        50        60        70        80                            
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM                            
       .: :.::  .  ..::.:                                           
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 76.7  bits: 20.7 E():   27 
Smith-Waterman score: 57; 25.0% identity (58.3% similar) in 48 aa overlap (18-65:262-309) 
 
                            10        20        30        40        
AAD-12              KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
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        50        60        70        80                            
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM                            
       .: :.::  .  ..::.:                                           
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 76.2  bits: 19.3 E():   29 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (49-73:27-50) 
 
       20        30        40        50        60        70         
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|602     MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
       80                                                           
AAD-12 DM                                                           
                                                                    
gi|602 KINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 76.2  bits: 19.3 E():   29 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (49-73:27-50) 
 
       20        30        40        50        60        70         
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|279     MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
       80                                                           
AAD-12 DM                                                           
                                                                    
gi|279 KINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 76.2  bits: 19.3 E():   29 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (49-73:27-50) 
 
       20        30        40        50        60        70         
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|131     MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
       80                                                           
AAD-12 DM                                                           
                                                                    
gi|131 KINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 76.2  bits: 19.3 E():   29 
Smith-Waterman score: 52; 37.9% identity (69.0% similar) in 29 aa overlap (45-73:23-50) 
 
           20        30        40        50        60        70     
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: .::.: . ::  
gi|444         MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGV 
                       10        20         30        40        50  
 
           80                                                       
AAD-12 TCFADM                                                       
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADG 
              60        70        80        90       100       110  
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>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 76.1  bits: 18.5 E():   29 
Smith-Waterman score: 49; 32.3% identity (58.1% similar) in 31 aa overlap (25-53:35-64) 
 
                     10        20        30          40        50   
AAD-12       KRFGAIERIGGGDIVAISNVKADGTVRQHSPAE--WDDMMKVIVGNMAWHADST 
                                     : . ..::.  :: .  : .   .: ::.  
gi|323 QTCAGNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKP 
           10        20        30        40         50        60    
 
             60        70        80 
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADM 
       :                            
gi|323 YSWRYGWTAFCGPAGPRCLRTNAAVTVR 
            70        80        90  
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 75.4  bits: 20.4 E():   32 
Smith-Waterman score: 56; 23.7% identity (55.9% similar) in 59 aa overlap (15-72:120-177) 
 
                               10        20        30        40     
AAD-12                 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     .: ...: .    .: :: ::   : .. . 
gi|129 LGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQ 
      90       100       110       120       130       140          
 
           50         60        70        80                        
AAD-12 MAWHADSTY-MPVMAQGAVFSAEVVPAVGGRTCFADM                        
       . ...         : ::. .:... :.:                                
gi|129 VKYQGGCGRGWAFSATGAIEAAHAI-ATGDLVSLSEQELVDCVEESEGSYNGWQYQSFEW 
     150       160       170        180       190       200         
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 75.4  bits: 20.4 E():   32 
Smith-Waterman score: 56; 23.7% identity (55.9% similar) in 59 aa overlap (15-72:120-177) 
 
                               10        20        30        40     
AAD-12                 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     .: ...: .    .: :: ::   : .. . 
gi|119 LGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQ 
      90       100       110       120       130       140          
 
           50         60        70        80                        
AAD-12 MAWHADSTY-MPVMAQGAVFSAEVVPAVGGRTCFADM                        
       . ...         : ::. .:... :.:                                
gi|119 VKYQGGCGRGWAFSATGAIEAAHAI-ATGDLVSLSEQELVDCVEESEGSYNGWQYQSFEW 
     150       160       170        180       190       200         
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 75.3  bits: 20.4 E():   32 
Smith-Waterman score: 56; 25.0% identity (58.3% similar) in 48 aa overlap (18-65:262-309) 
 
                            10        20        30        40        
AAD-12              KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|158 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQLT 
             240       250       260       270       280       290  
 
        50        60        70        80                            
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM                            
       .: :.::  .  ..::.:                                           
gi|158 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 75.1  bits: 19.9 E():   33 
Smith-Waterman score: 54; 26.8% identity (53.5% similar) in 71 aa overlap (10-80:198-255) 
 
                                    10        20        30          
AAD-12                      KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.   . :      .: 
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gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGS-DTYEP------LK 
       170       180       190       200        210                 
 
      40        50        60        70        80               
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM               
          : . :. ::   :.  .: . .....   : .: . :.               
gi|105 HSWGAI-WRKDSDK-PI--KGPI-TVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
     220        230           240       250       260          
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 74.8  bits: 20.2 E():   34 
Smith-Waterman score: 55; 30.6% identity (58.3% similar) in 36 aa overlap (32-67:155-190) 
 
              10        20        30        40        50        60  
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :   . ..::.:..  :: .     .  :: 
gi|249 QLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA 
          130       140       150       160       170       180     
 
              70        80                                          
AAD-12 VFSAEVVPAVGGRTCFADM                                          
       . .:::                                                       
gi|249 IPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTL 
          190       200       210       220       230       240     
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.7  bits: 18.8 E():   35 
Smith-Waterman score: 50; 28.1% identity (59.4% similar) in 32 aa overlap (40-71:11-42) 
 
      10        20        30        40        50        60          
AAD-12 GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                                     ::.. .:: ...   :. : :    ..::  
gi|249                     MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQ 
                                   10        20        30        40 
 
      70        80                                                  
AAD-12 AVGGRTCFADM                                                  
        .                                                           
gi|249 DIMPCLHFVKGEEKEPSKECCSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVA 
               50        60        70        80        90       100 
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 50; 31.0% identity (55.2% similar) in 29 aa overlap (54-77:31-59) 
 
            30        40        50        60        70              
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICFD 
               10        20        30        40        50        60 
 
       80                                                           
AAD-12 DM                                                           
                                                                    
gi|132 EGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSISK 
               70        80        90       100       110       120 
 
>>gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pachycon  (199 aa) 
 initn:  40 init1:  40 opt:  51  Z-score: 73.2  bits: 19.1 E():   42 
Smith-Waterman score: 51; 25.0% identity (53.3% similar) in 60 aa overlap (6-63:97-148) 
 
                                        10        20        30      
AAD-12                          KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD 
                                     .::   :. .:.:.  : :      : . . 
gi|169 MPDLTWDNELAAIAQRWVNQCKIGHDGCRNVERYQVGQNIAMSGSTAKG------PCNMN 
         70        80        90       100       110             120 
 
          40          50        60        70        80              
AAD-12 DMMKVIVG--NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM              
       ..... ..  :    :: . ::  ..:  :                               
gi|169 NLVQMWINEVNALNAADVSSMP--SDGNYFMKIGHYTQLVWGKTTKVGCGIIQFLDGKFY 
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              130       140         150       160       170         
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 72.9  bits: 19.6 E():   44 
Smith-Waterman score: 53; 30.6% identity (58.3% similar) in 36 aa overlap (40-74:16-51) 
 
      10        20        30        40         50        60         
AAD-12 GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA-WHADSTYMPVMAQGAVFSAEVV 
                                     ...:  : . ::. : :. :   .  : .  
gi|441                MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATP 
                              10        20        30        40      
 
       70        80                                                 
AAD-12 PAVGGRTCFADM                                                 
        :.::.                                                       
gi|441 AAAGGKATTDEQKLLEDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKA 
          50        60        70        80        90       100      
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.8  bits: 16.1 E():   44 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (47-53:19-25) 
 
         20        30        40        50        60        70       
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.::..:                        
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE                       
                           10        20                             
 
         80 
AAD-12 FADM 
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.8  bits: 16.1 E():   44 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (47-53:19-25) 
 
         20        30        40        50        60        70       
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.::..:                        
gi|320             YTTEGGTKAEAEDVIPEGWKADTSYE                       
                           10        20                             
 
         80 
AAD-12 FADM 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  41 init1:  41 opt:  52  Z-score: 72.5  bits: 19.4 E():   46 
Smith-Waterman score: 52; 22.5% identity (52.1% similar) in 71 aa overlap (10-80:192-249) 
 
                                    10        20        30          
AAD-12                      KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : ::.::..       .....  .: .. : 
gi|126 CKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGDVVAVD-------IKEKGKDKWIEL-K 
             170       180       190       200              210     
 
      40        50        60        70        80               
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM               
          : . :. :.   :    :  :... .   : .. : :.               
gi|126 ESWGAV-WRIDT---PDKLTGP-FTVRYTTEGGTKSEFEDVIPEGWKADTSYSAK 
            220          230        240       250       260    
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  44 init1:  44 opt:  55  Z-score: 72.1  bits: 20.2 E():   49 
Smith-Waterman score: 55; 24.2% identity (56.5% similar) in 62 aa overlap (11-71:438-492) 
 
                                   10        20        30           
AAD-12                     KRFGAIERIGGGDIVAISNVKADGTVRQHSP-AEWDDMMK 
                                     ::  .  ... :::  . :.  .  .: .  
gi|796 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHNAETTVEDRIG 
       410       420       430       440       450       460        
 
      40        50        60        70        80 
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AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
       .:. .    :....   .  ::..: :.  ::          
gi|796 IIIDS----AEKAFHKEL--GAIYS-EIKDAVSV        
       470           480          490            
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.1  bits: 18.3 E():   49 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (9-60:15-79) 
 
                     10        20        30               40        
AAD-12       KRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|288 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
             50         60        70        80                      
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTCFADM                      
       :    :  .: :: ....:                                          
gi|288 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|34851174|gb|AAP15199.1| profilin-like protein [Humu  (131 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.3 E():   49 
Smith-Waterman score: 48; 29.6% identity (51.9% similar) in 81 aa overlap (9-75:15-93) 
 
                     10        20               30        40        
AAD-12       KRFGAIERIGGGDIVAISNVKADGTVR-------QHSPAEWDDMMKVIV--GNM 
                     : :  ..: . .  ::.:        : .: :   .:: .   :.. 
gi|348 MSWQAYVDDHLMCEIDGQHLTAAAIIGHDGSVWAQSSTFPQFKPEEIAAIMKDFEEPGSL 
               10        20        30        40        50        60 
 
             50          60        70        80                     
AAD-12 A---WHADST-YMPVMA-QGAVFSAEVVPAVGGRTCFADM                     
       :    :  .  :: .:. ::::. ..   ..:: :                          
gi|348 APTGLHLGGIKYMVIMGEQGAVIRGK--KGAGGITVKKTGAAMIIGIYDEPLTPGQCNMI 
               70        80          90       100       110         
 
gi|348 VERLGDYLIDQNL 
      120       130  
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.1  bits: 18.3 E():   49 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (9-60:15-79) 
 
                     10        20        30               40        
AAD-12       KRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|144 MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
             50         60        70        80                      
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTCFADM                      
       :    :  .: :: ....:                                          
gi|144 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.1  bits: 18.3 E():   49 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (9-60:15-79) 
 
                     10        20        30               40        
AAD-12       KRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|218 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
             50         60        70        80                      
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTCFADM                      
       :    :  .: :: ....:                                          
gi|218 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETLTPGQCNMIVE 
               70        80        90       100       110       120 
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>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.1  bits: 18.3 E():   49 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (9-60:15-79) 
 
                     10        20        30               40        
AAD-12       KRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|604 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
             50         60        70        80                      
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTCFADM                      
       :    :  .: :: ....:                                          
gi|604 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 72.0  bits: 19.6 E():   49 
Smith-Waterman score: 53; 22.9% identity (58.3% similar) in 48 aa overlap (15-60:223-270) 
 
                               10        20         30        40    
AAD-12                 KRFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKV-IV 
                                     : . ..  ::   ..:.  :..  ..  :. 
gi|729 EGVLSRKVPSHLTLETPRVKMNMKYDRYAPVKVFKLDYDGIHFEKHTDIEYEPGVRYKII 
            200       210       220       230       240       250   
 
             50        60        70        80                       
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM                       
       ::   . :. .. . .::                                           
gi|729 GNGKLKDDGRHYSIDVQGIPRKAFNLDADLMDFKLKVSKPEDSNKAQFSYTFNEYTETEE 
            260       270       280       290       300       310   
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 71.8  bits: 19.1 E():   50 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (10-40:169-199) 
 
                                    10        20        30          
AAD-12                      KRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|331 CKYPEGTKLTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
      140       150       160       170        180       190        
 
       40        50        60        70        80  
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM  
       .:                                          
gi|331 RVDTPDKLTGPFTVRYTTEGGTKSEVEDVIPEGWKADTSYEAK 
       200       210       220       230       240 
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 71.5  bits: 19.4 E():   52 
Smith-Waterman score: 52; 32.4% identity (58.8% similar) in 34 aa overlap (46-79:23-55) 
 
          20        30        40        50        60        70      
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .. ::. : :. :   .  : ..::.::   
gi|663         MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGK 
                       10        20        30        40         50  
 
          80                                                        
AAD-12 CFADM                                                        
         .:                                                         
gi|663 ATTDEQKLLEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILK 
              60        70        80        90       100       110  
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 71.4  bits: 19.1 E():   53 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (10-25:181-195) 
 
                                    10        20        30          
AAD-12                      KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
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                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
      40        50        60        70        80   
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM   
                                                   
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.3  bits: 18.3 E():   53 
Smith-Waterman score: 48; 23.3% identity (66.7% similar) in 30 aa overlap (51-80:5-34) 
 
               30        40        50        60        70        80 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.  :..  ... :. .. .. :. :.: : 
gi|439                           MASKSSITPLLLAAVLASVFAAATATGQYCYAGM 
                                         10        20        30     
 
gi|439 GLPSNPLEGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFI 
           40        50        60        70        80        90     
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 71.3  bits: 18.3 E():   54 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (18-34:2-19) 
 
               10        20         30        40        50          
AAD-12 KRFGAIERIGGGDIVAISNVKAD-GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQ 
                        ..: .: :.. ..::.::                          
gi|250                 PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPFPRCRALVKSQCAG 
                               10        20        30        40     
 
      60        70        80                                        
AAD-12 GAVFSAEVVPAVGGRTCFADM                                        
                                                                    
gi|250 GQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTE 
           50        60        70        80        90       100     
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 71.2  bits: 17.7 E():   54 
Smith-Waterman score: 46; 26.9% identity (53.8% similar) in 52 aa overlap (21-70:8-56) 
 
               10        20        30        40        50           
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY--MPVMA 
                           :: :.    .:.  ::..   .::. .  ..     :..  
gi|166              ATPTPTPKAAGSWCVPKPGVSDDQL---TGNINYACSQGIDCGPIQP 
                            10        20           30        40     
 
       60        70        80                                    
AAD-12 QGAVFSAEVVPAVGGRTCFADM                                    
        :: :  ..: :                                              
gi|166 GGACFEPNTVKAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
           50        60        70        80        90       100  
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 71.2  bits: 18.8 E():   54 
Smith-Waterman score: 50; 40.0% identity (72.0% similar) in 25 aa overlap (14-38:9-29) 
 
               10        20        30        40        50        60 
AAD-12 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG 
                    :::.....: .    :.:: .:: :                       
gi|144      MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMVDQIVKSLTTKKELDPFK 
                    10            20        30        40        50  
 
               70        80                                         
AAD-12 AVFSAEVVPAVGGRTCFADM                                         
                                                                    
gi|144 IEQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKIDTDGGAFAATLKLGDKNI 
              60        70        80        90       100       110  
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 1861



 

 

>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 71.1  bits: 19.1 E():   55 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (10-40:192-222) 
 
                                    10        20        30          
AAD-12                      KRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : : ..  
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
       40        50        60        70        80  
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM  
       .:                                          
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 71.1  bits: 19.1 E():   55 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (10-40:193-223) 
 
                                    10        20        30          
AAD-12                      KRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|180 CKYPEGTKVTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
            170       180       190       200        210       220  
 
       40        50        60        70        80  
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM  
       .:                                          
gi|180 RVDTPDKLTGPFTVRYTTEGGTKSEVEDVIPEGWKADTSYEAK 
             230       240       250       260     
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 71.0  bits: 19.1 E():   56 
Smith-Waterman score: 51; 22.5% identity (52.1% similar) in 71 aa overlap (10-80:198-255) 
 
                                    10        20        30          
AAD-12                      KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : ::.::..       .....  .: .. : 
gi|249 CKYPDGTKPTFHVEKGSNPNYLALLVKYVDGDGDVVAVD-------IKEKGKDKWIEL-K 
       170       180       190       200              210           
 
      40        50        60        70        80               
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM               
          : . :. :.   :    :  :... .   : .. : :.               
gi|249 ESWGAI-WRIDT---PDKLTGP-FTVRYTTEGGTKAEFEDVIPEGWKADTHDASK 
     220        230           240       250       260          
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 70.9  bits: 19.1 E():   56 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (10-25:199-213) 
 
                                    10        20        30          
AAD-12                      KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
      40        50        60        70        80   
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM   
                                                   
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 48; 29.8% identity (47.4% similar) in 57 aa overlap (20-62:38-90) 
 
                          10        20           30        40       
AAD-12            KRFGAIERIGGGDIVAISNVKADGTVRQ---HSPAEWDDMMKVIVGNMA 
                                     :.: . .:.    .:  ::.. ::    .: 
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gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKVA---QA 
        10        20        30        40        50        60        
 
                    50        60        70        80                
AAD-12 W-----------HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM                
       :           :.:      :::::.                                  
gi|148 WAETRTPDCSLIHSDRCG-ENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQI 
           70        80         90       100       110       120    
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.4  bits: 18.8 E():   60 
Smith-Waterman score: 50; 28.1% identity (56.2% similar) in 32 aa overlap (10-40:169-199) 
 
                                    10        20        30          
AAD-12                      KRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|458 CKYPEGTKVTFHVEKGSNPNYLALLVKFVAGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
      140       150       160       170        180       190        
 
       40        50        60        70        80  
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM  
       ..                                          
gi|458 RIDTPEVLKGPFTVRYTTEGGTKGEAKDVIPEGWKADTCYESK 
       200       210       220       230       240 
 
>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  41 init1:  41 opt:  52  Z-score: 69.9  bits: 19.4 E():   64 
Smith-Waterman score: 52; 29.9% identity (47.1% similar) in 87 aa overlap (3-77:49-130) 
 
                                           10         20            
AAD-12                             KRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|493 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
          30        40         50        60            70        80 
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQG-AVFS---AEVVPAVGGRTCFADM 
       .:    :  :  . .:  :::  .     ::..  :  .:.   :.:  . ::   :    
gi|493 LRYG--ATRDRPLWIIFSGNMNIKLK---MPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
gi|493 VSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  41 init1:  41 opt:  52  Z-score: 69.9  bits: 19.4 E():   64 
Smith-Waterman score: 52; 29.9% identity (47.1% similar) in 87 aa overlap (3-77:49-130) 
 
                                           10         20            
AAD-12                             KRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|195 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
          30        40         50        60            70        80 
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQG-AVFS---AEVVPAVGGRTCFADM 
       .:    :  :  . .:  :::  .     ::..  :  .:.   :.:  . ::   :    
gi|195 LRYG--ATRDRPLWIIFSGNMNIKLK---MPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
gi|195 VSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  41 init1:  41 opt:  52  Z-score: 69.9  bits: 19.4 E():   64 
Smith-Waterman score: 52; 29.9% identity (47.1% similar) in 87 aa overlap (3-77:49-130) 
 
                                           10         20            
AAD-12                             KRFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|117 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
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       20        30        40        50        60        70         
 
          30        40         50        60            70        80 
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQG-AVFS---AEVVPAVGGRTCFADM 
       .:    :  :  . .:  :::  .     ::..  :  .:.   :.:  . ::   :    
gi|117 LRYG--ATRDRPLWIIFSGNMNIKLK---MPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
gi|117 VSNVIIHGLHLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 69.8  bits: 18.8 E():   65 
Smith-Waterman score: 50; 28.1% identity (56.2% similar) in 32 aa overlap (10-40:191-221) 
 
                                    10        20        30          
AAD-12                      KRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|158 KCKYPEGTKVTFHVEKGSNPNYLALLVKFSGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
              170       180       190        200       210          
 
       40        50        60        70        80  
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM  
       ..                                          
gi|158 RIDTPEVLKGPFTVRYTTEGGTKARAKDVIPEGWKADTAYESK 
     220       230       240       250       260   
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.7  bits: 17.8 E():   65 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (55-70:66-81) 
 
           30        40        50        60        70        80     
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM     
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS 
         100       110       120    
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 69.7  bits: 18.8 E():   65 
Smith-Waterman score: 50; 28.1% identity (56.2% similar) in 32 aa overlap (10-40:192-222) 
 
                                    10        20        30          
AAD-12                      KRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|390 CKYPEGTKVTFHVEKGSNPNYLALLVKFVAGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
             170       180       190        200       210       220 
 
       40        50        60        70        80  
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM  
       ..                                          
gi|390 RIDTPEVLKGPFTVRYTTEGGTKGEAKDVIPEGWKADTAYESK 
              230       240       250       260    
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.3  bits: 17.8 E():   68 
Smith-Waterman score: 46; 27.6% identity (72.4% similar) in 29 aa overlap (1-29:99-127) 
 
                                             10        20        30 
AAD-12                               KRFGAIERIGGGDIVAISNVKADGTVRQHS 
                                     :.   :....: :.:. ..: .  .::..  
gi|121 FEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVTSVRSYK 
       70        80        90       100       110       120         
 
               40        50        60        70        80 
AAD-12 PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                                          
gi|121 RI                                                 
      130                                                 
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>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 69.3  bits: 19.7 E():   69 
Smith-Waterman score: 53; 26.2% identity (57.4% similar) in 61 aa overlap (11-71:438-492) 
 
                                   10        20        30        40 
AAD-12                     KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV 
                                     ::  .  ... :::  . :. ::    ..  
gi|142 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHN-AE--TTVED 
       410       420       430       440       450          460     
 
               50        60        70        80 
AAD-12 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
        .:..   :....   .  ::..: :.  ::          
gi|142 RIGGIIDSAEKAFHKEL--GAIYS-EIKDAVSA        
          470       480          490            
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (49-73:27-50) 
 
       20        30        40        50        60        70         
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|165     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
       80                                                           
AAD-12 DM                                                           
                                                                    
gi|165 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (49-73:27-50) 
 
       20        30        40        50        60        70         
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
       80                                                           
AAD-12 DM                                                           
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (49-73:27-50) 
 
       20        30        40        50        60        70         
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|886     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
       80                                                           
AAD-12 DM                                                           
                                                                    
gi|886 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIK 
          60        70        80        90       100       110      
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (49-73:27-50) 
 
       20        30        40        50        60        70         
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
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                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
       80                                                           
AAD-12 DM                                                           
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (49-73:27-50) 
 
       20        30        40        50        60        70         
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEYTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
       80                                                           
AAD-12 DM                                                           
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 47; 40.0% identity (68.0% similar) in 25 aa overlap (49-73:27-50) 
 
       20        30        40        50        60        70         
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :.:.. . ::      
gi|602     MGVFTYEFEFTSVIPPARLYNAFVLDADNL-IPKIAPQAVKSTEILEGDGGVGTIK 
                   10        20        30         40        50      
 
       80                                                           
AAD-12 DM                                                           
                                                                    
gi|602 KINFGEGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (49-73:27-50) 
 
       20        30        40        50        60        70         
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
       80                                                           
AAD-12 DM                                                           
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (49-73:27-50) 
 
       20        30        40        50        60        70         
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|753     MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
       80                                                           
AAD-12 DM                                                           
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gi|753 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (49-73:27-50) 
 
       20        30        40        50        60        70         
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
       80                                                           
AAD-12 DM                                                           
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (49-73:27-50) 
 
       20        30        40        50        60        70         
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|134     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
       80                                                           
AAD-12 DM                                                           
                                                                    
gi|134 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (10-50:110-157) 
 
                                    10           20           30    
AAD-12                      KRFGAIERIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
             40        50        60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
         . ..... . .  :.:                               
gi|154 MAEKLLRAVESYLLAHTDEYN                            
     140       150       160                            
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (10-50:110-157) 
 
                                    10           20           30    
AAD-12                      KRFGAIERIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
             40        50        60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
         . ..... . .  :.:                               
gi|154 MAEKLLRAVESYLLAHTDEYN                            
     140       150       160                            
 
>>gi|45108973|emb|CAF32567.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 69.2  bits: 19.7 E():   70 
Smith-Waterman score: 53; 28.8% identity (50.0% similar) in 66 aa overlap (13-78:105-160) 
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                                 10        20        30        40   
AAD-12                   KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV 
                                     :.  .  : .:: .:    . : :   . . 
gi|451 HGVRIRVRSGGHDYEGLSYRSLQPEEFAVVDLSKMRAVWVDGKAR----TAWVDS-GAQL 
           80        90       100       110           120           
 
             50        60        70        80                       
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM                       
       :.. ..:     ::.:    : : : :..:    ::                         
gi|451 GEL-YYAIHKASPVLA----FPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLV 
     130        140           150       160       170       180     
 
gi|451 DANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPKKASEGAVD 
          190       200       210       220       230       240     
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 69.1  bits: 18.9 E():   70 
Smith-Waterman score: 50; 25.0% identity (60.7% similar) in 28 aa overlap (51-78:66-93) 
 
               30        40        50        60        70        80 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:.. ::  :  .. :..  .. :.   
gi|219 QPLPPQQTFPQQPPFSQQQQQQPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQ 
          40        50        60        70        80        90      
 
gi|219 QQLILPPQQQQQLPQQQISIVQPSVLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSC 
         100       110       120       130       140       150      
 
>>gi|54144332|emb|CAD54670.2| pollen allergen Phl p 4 [P  (508 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 69.1  bits: 19.7 E():   71 
Smith-Waterman score: 53; 28.8% identity (50.0% similar) in 66 aa overlap (13-78:113-168) 
 
                                 10        20        30        40   
AAD-12                   KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV 
                                     :.  .  : .:: .:    . : :   . . 
gi|541 HGVRIRVRSGGHDYEGLSYRSLQPEEFAVVDLSKMRAVWVDGKAR----TAWVDS-GAQL 
             90       100       110       120           130         
 
             50        60        70        80                       
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM                       
       :.. ..:     ::.:    : : : :..:    ::                         
gi|541 GEL-YYAIHKASPVLA----FPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLV 
       140        150           160       170       180       190   
 
gi|541 DANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPKKASEGAVD 
            200       210       220       230       240       250   
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 68.7  bits: 18.9 E():   74 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (47-64:66-83) 
 
         20        30        40        50        60        70       
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
         80                                                         
AAD-12 FADM                                                         
                                                                    
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.7  bits: 18.3 E():   74 
Smith-Waterman score: 48; 33.3% identity (59.3% similar) in 27 aa overlap (51-77:17-43) 
 
               30        40        50        60        70        80 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.:.:  .   ::..:  :  .: : .    
gi|510               MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLP 
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                             10        20        30        40       
 
gi|510 VIRGKGGGIEFAKTETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHL 
         50        60        70        80        90       100       
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.4  bits: 15.8 E():   77 
Smith-Waterman score: 39; 42.9% identity (71.4% similar) in 14 aa overlap (5-18:25-38) 
 
                                   10        20        30        40 
AAD-12                     KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV 
                               :. :. ::: .. :                       
gi|217 LVSVEHQAARLKVAKAQQLAAQLPAMCRLEGGDALSASQ                      
               10        20        30                               
 
               50        60        70        80 
AAD-12 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
 
>>gi|14423850|sp|Q39419.1|POLC4_BETVE RecName: Full=Polc  (85 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.3  bits: 16.9 E():   78 
Smith-Waterman score: 43; 36.6% identity (46.3% similar) in 41 aa overlap (1-41:17-54) 
 
                               10        20        30        40     
AAD-12                 KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                       ::: :    : : : :    .:  :. . .: :   ::  :    
gi|144 MADDHPQDKAERERIFKRFDAN---GDGKISAAELGEALKTLGSITPDEVKHMMAEIDTD 
               10        20           30        40        50        
 
           50        60        70        80 
AAD-12 MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                            
gi|144 GDGFISFQEFTDFGRANRGLLKDVAKIF         
        60        70        80              
 
>>gi|77999277|gb|ABB16985.1| profilin-like protein [Sola  (131 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 45; 27.2% identity (55.6% similar) in 81 aa overlap (9-75:15-93) 
 
                     10        20               30        40        
AAD-12       KRFGAIERIGGGDIVAISNVKADGTVR-------QHSPAEWDDMMKVIV--GNM 
                     : :. ... . :  ::::        : .: : . .:. ..  :.. 
gi|779 MSWQTYVDEHLLCEIEGNHLTSAAIVGQDGTVWAQSANFPQFKPEEISGIMNDFAEPGTL 
               10        20        30        40        50        60 
 
              50         60        70        80                     
AAD-12 A----WHADSTYMPVMAQ-GAVFSAEVVPAVGGRTCFADM                     
       :    . . . :: .... :::. ..  :  :: :                          
gi|779 APTGLYLGGTKYMVIQGEPGAVIRGKKGP--GGITIKKTNQALIIGIYDEPMTPGQCNMI 
               70        80          90       100       110         
 
gi|779 VERLGDYLVEQGL 
      120       130  
 
>>gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 45; 27.1% identity (52.1% similar) in 48 aa overlap (9-55:15-62) 
 
                     10        20        30        40         50    
AAD-12       KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA-WHADSTY 
                     : :. . : . .  ::.:  .:    .   . :.: :. .:  .:  
gi|144 MSWQAYVDDHLMCEIEGNHLSAAAIIGQDGSVWAQSANFPQFKSEEITGIMSDFHEPGTL 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADM                                  
        :                                                           
gi|144 APTGLYIGGTKYMVIQGEPGAVIRGKKGPGGVTVKKTNQALIIGIYDEPMTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.9  bits: 17.8 E():   82 
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Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (10-19:109-118) 
 
                                    10        20        30          
AAD-12                      KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
      40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                                 
gi|534 KAEALFRAVESYLLAHSDAYN                     
      140       150                              
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (49-73:27-50) 
 
       20        30        40        50        60        70         
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
       80                                                           
AAD-12 DM                                                           
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIK 
          60        70        80        90       100       110      
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 46; 36.0% identity (64.0% similar) in 25 aa overlap (49-73:27-50) 
 
       20        30        40        50        60        70         
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|304     MGLYTFENEFTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
       80                                                           
AAD-12 DM                                                           
                                                                    
gi|304 KITFGEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (49-73:27-50) 
 
       20        30        40        50        60        70         
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|880     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
       80                                                           
AAD-12 DM                                                           
                                                                    
gi|880 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVI 
          60        70        80        90       100       110      
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (11-51:111-158) 
 
                                   10           20         30       
AAD-12                     KRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDQEMKAEHMKAIKEK 
               90       100       110       120       130       140 
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            40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
        . ..... . .  :.:.                              
gi|116 GEALLRAVESYLLAHSDAYN                            
              150       160                            
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (11-51:111-158) 
 
                                   10           20         30       
AAD-12                     KRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
            40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
        . ..... . .  :.:.                              
gi|116 GEALLRAVESYLLAHSDAYN                            
              150       160                            
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (52-73:29-50) 
 
              30        40        50        60        70        80  
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM  
                                     : .: .:  :. :.: . . ::         
gi|400   MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
gi|400 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKIS 
       60        70        80        90       100       110         
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (11-51:111-158) 
 
                                   10           20         30       
AAD-12                     KRFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
            40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
        . ..... . .  :.:.                              
gi|116 GEALLRAVESYLLAHSDAYN                            
              150       160                            
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (49-73:27-50) 
 
       20        30        40        50        60        70         
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
       80                                                           
AAD-12 DM                                                           
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (10-19:110-119) 
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                                    10        20        30          
AAD-12                      KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
      40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                                 
gi|534 KAEALFRAVESYLLAHSDAYN                     
     140       150       160                     
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.6  bits: 18.3 E():   85 
Smith-Waterman score: 48; 28.1% identity (53.1% similar) in 32 aa overlap (10-40:170-200) 
 
                                    10        20        30          
AAD-12                      KRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|283 CKYPEGTKVTFHVEKGSNPNYLALLVKYVNGDGDVVAV-DIKEKGKDKWIELKESWGAIW 
     140       150       160       170        180       190         
 
       40        50        60        70        80  
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM  
       ..                                          
gi|283 RIDTPDKLTGPFTVRYTTEGGTKTEAEDVIPEGWKADTSYESK 
      200       210       220       230       240  
 
>>gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliensis]   (205 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 67.4  bits: 18.1 E():   87 
Smith-Waterman score: 47; 21.1% identity (47.4% similar) in 76 aa overlap (5-72:49-124) 
 
                                         10         20        30    
AAD-12                           KRFGAIERIGGGDIVAI-SNVKADGTVRQHSPAE 
                                     :::.  .. .: . : .: .:  . .     
gi|577 ISGEIMQLHHQKHHQTYITNYNKALEQLNDAIEKGDSAAVVKLQSAIKFNGGGHVNHSIF 
       20        30        40        50        60        70         
 
            40               50        60        70        80       
AAD-12 WDDMMKVIVG-------NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM       
       : ..  :  :       ...:  :. .  .     ...:: :   :               
gi|577 WKNLAPVREGGGELPHGSLGWAIDADFGSLEKLIQLMNAEGVALQGSGWVWLALDKELKK 
       80        90       100       110       120       130         
 
gi|577 LVVETTANQDPLVTKGPTLVPLLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVY 
      140       150       160       170       180       190         
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.4  bits: 18.3 E():   87 
Smith-Waterman score: 48; 31.2% identity (53.1% similar) in 32 aa overlap (10-40:177-207) 
 
                                    10        20        30          
AAD-12                      KRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|116 CKYPDGTKPTFHVEKGSNPNYLALLVKYIDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
        150       160       170       180        190       200      
 
       40        50        60        70        80  
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM  
       .:                                          
gi|116 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK 
         210       220       230       240         
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.2  bits: 18.1 E():   90 
Smith-Waterman score: 47; 23.1% identity (51.3% similar) in 39 aa overlap (17-51:147-185) 
 
                             10        20            30        40   
AAD-12               KRFGAIERIGGGDIVAISNVKADGTVRQH----SPAEWDDMMKVIV 
                                     ::.  .::.. .:    .   :    :.   

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 1872



 

 

gi|613 ATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMHVGHYTQIVWAKTKKIGC 
        120       130       140       150       160       170       
 
             50        60        70        80 
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
       : . .. :.                              
gi|613 GRIMFKEDNWNKHYLVCNYGPAGNVLGAQIYEIKK    
        180       190       200       210     
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 66.9  bits: 18.3 E():   92 
Smith-Waterman score: 48; 28.1% identity (53.1% similar) in 32 aa overlap (10-40:192-222) 
 
                                    10        20        30          
AAD-12                      KRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|117 CKYPEGTKVTFHVEKGSNPNYLALLVKYVNGDGDVVAV-DIKEKGKDKWIELKESWGAIW 
             170       180       190        200       210       220 
 
       40        50        60        70        80  
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM  
       ..                                          
gi|117 RIDTPDKLTGPFTVRYTTEGGTKTEAEDVIPEGWKADTSYESK 
              230       240       250       260    
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 66.9  bits: 18.3 E():   92 
Smith-Waterman score: 48; 31.2% identity (53.1% similar) in 32 aa overlap (10-40:192-222) 
 
                                    10        20        30          
AAD-12                      KRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|386 CEYPKGTKVTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
             170       180       190        200       210       220 
 
       40        50        60        70        80  
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM  
       .:                                          
gi|386 RVDTPDKLTGPFTVRYTTEGGTKVEAEDVIPEGWKADTAYESK 
              230       240       250       260    
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 66.9  bits: 18.3 E():   93 
Smith-Waterman score: 48; 31.2% identity (53.1% similar) in 32 aa overlap (10-40:194-224) 
 
                                    10        20        30          
AAD-12                      KRFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|117 CKYPDGTKPTFHVEKGSNPNYLALLVKYIDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
           170       180       190       200        210       220   
 
       40        50        60        70        80  
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM  
       .:                                          
gi|117 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK 
            230       240       250       260      
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 66.7  bits: 18.9 E():   95 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (47-64:56-73) 
 
         20        30        40        50        60        70       
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
         80                                                         
AAD-12 FADM                                                         
                                                                    
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
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          90       100       110       120       130       140      
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 66.7  bits: 19.4 E():   96 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (28-66:535-572) 
 
                  10        20        30        40        50        
AAD-12    KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADM 
        .:  :: :               
gi|331 KEGC-FSEEGPKLVAAAQAALV  
           570       580       
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (49-73:27-50) 
 
       20        30        40        50        60        70         
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|753     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTTK 
                   10        20        30         40        50      
 
       80                                                           
AAD-12 DM                                                           
                                                                    
gi|753 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (49-73:27-50) 
 
       20        30        40        50        60        70         
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|425     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
       80                                                           
AAD-12 DM                                                           
                                                                    
gi|425 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (49-73:27-50) 
 
       20        30        40        50        60        70         
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
       80                                                           
AAD-12 DM                                                           
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (49-73:27-50) 
 
       20        30        40        50        60        70         
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AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
       80                                                           
AAD-12 DM                                                           
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (49-73:27-50) 
 
       20        30        40        50        60        70         
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
       80                                                           
AAD-12 DM                                                           
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (49-73:27-50) 
 
       20        30        40        50        60        70         
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|901     MGGYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
       80                                                           
AAD-12 DM                                                           
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (49-73:27-50) 
 
       20        30        40        50        60        70         
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
       80                                                           
AAD-12 DM                                                           
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|2959898|emb|CAA73720.1| Profilin [Mercurialis annua  (133 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 66.4  bits: 17.2 E():   99 
Smith-Waterman score: 44; 28.8% identity (51.5% similar) in 66 aa overlap (11-62:19-84) 
 
                       10        20        30               40      
AAD-12         KRFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VG 
                         :  ..: : :  ::..  .:       : :   .:: .   : 
gi|295 MSWQTYVDDHLMCDIDGQGQHLAAASIVGHDGSIWAQSASFPQLKPEEITGIMKDFDEPG 
               10        20        30        40        50        60 
 
                50         60        70        80                   
AAD-12 NMA----WHADSTYMPVMAQ-GAVFSAEVVPAVGGRTCFADM                   
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       ..:    . : . :: .... :::                                     
gi|295 HLAPTGLYIAGTKYMVIQGESGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPGQCNMV 
               70        80        90       100       110       120 
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 66.4  bits: 19.4 E():   99 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (28-66:558-595) 
 
                  10        20        30        40        50        
AAD-12    KRFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|668 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
       530       540       550       560       570       580        
 
        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADM 
        .:  :: :               
gi|668 KEGC-FSEEGPKLVAAAQAALV  
       590        600          
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:39 2011 done: Fri Jan 21 00:02:40 2011 
 Total Scan time:  0.060 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 63  - 142 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     1     0:= 
  30     4     2:*= 
  32    16     8:==*=== 
  34    25    22:=======*= 
  36    65    44:==============*======= 
  38    72    73:========================* 
  40    91   102:===============================  * 
  42   154   125:=========================================*========== 
  44   153   138:=============================================*===== 
  46   152   140:==============================================*==== 
  48   151   134:============================================*====== 
  50    97   122:=================================       * 
  52    59   108:====================               * 
  54    73    92:=========================     * 
  56    41    77:==============           * 
  58    64    63:====================*= 
  60    68    51:================*====== 
  62    44    41:=============*= 
  64    34    33:==========*= 
  66    28    26:========*= 
  68    21    20:======* 
  70    22    16:=====*== 
  72    19    12:===*=== 
  74     3    10:=  * 
  76    12     8:==*= 
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  78     4     6:=* 
  80     2     5:=* 
  82     4     3:*= 
  84     2     3:* 
  86     5     2:*= 
  88     0     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.05070.00355; mu= 7.5929 0.184 
 mean_var=50.502714.601, 0's: 2 Z-trim: 2  B-trim: 11 in 1/43 
 Lambda= 0.180475 
 Kolmogorov-Smirnov  statistic: 0.0655 (N=28) at  48 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.080 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   67 23.2     1.2 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   65 22.7     1.7 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   58 20.9     7.5 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   58 20.9     7.5 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   58 20.9     7.5 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   58 20.9     7.5 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   64 22.6     7.8 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   64 22.6     9.4 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   57 20.7      11 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   54 19.8      13 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   60 21.5      13 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   59 21.3      13 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   56 20.4      14 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   55 20.1      16 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   59 21.3      17 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   54 19.9      20 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   58 21.0      21 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   53 19.6      21 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   56 20.5      22 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   57 20.8      25 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   57 20.8      25 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   55 20.2      26 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 19.4      28 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   52 19.4      28 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   52 19.4      28 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   52 19.4      28 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   49 18.5      29 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   56 20.5      30 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   56 20.5      30 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   56 20.5      30 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   54 20.0      31 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 20.2      32 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   50 18.8      34 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   50 18.8      40 
gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pach ( 199)   51 19.1      41 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   53 19.7      41 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   52 19.4      44 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   55 20.3      45 
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gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   53 19.7      46 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 16.0      46 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 16.0      46 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   48 18.3      48 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   48 18.3      48 
gi|34851174|gb|AAP15199.1| profilin-like protein [ ( 131)   48 18.3      48 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   48 18.3      48 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   48 18.3      48 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   51 19.2      48 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   52 19.4      49 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 19.2      50 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   48 18.3      52 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   51 19.2      52 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 18.9      52 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   51 19.2      53 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 18.3      53 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   51 19.2      53 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 19.2      54 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   46 17.7      54 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   51 19.2      56 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   50 18.9      58 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   48 18.3      58 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   52 19.5      60 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   52 19.5      60 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   52 19.5      60 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   50 18.9      62 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   50 18.9      62 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 17.8      64 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   53 19.8      65 
gi|45108973|emb|CAF32567.2| unnamed protein produc ( 500)   53 19.8      65 
gi|54144332|emb|CAD54670.2| pollen allergen Phl p  ( 508)   53 19.8      66 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   47 18.1      68 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   47 18.1      68 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   47 18.1      68 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   47 18.1      68 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   47 18.1      68 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   47 18.1      68 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   47 18.1      68 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   47 18.1      68 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   47 18.1      68 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   47 18.1      68 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   47 18.1      68 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   47 18.1      68 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 18.9      71 
gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   48 18.4      72 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   39 15.8      79 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   46 17.8      81 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 17.8      81 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   46 17.8      81 
gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full= ( 131)   45 17.5      81 
gi|77999277|gb|ABB16985.1| profilin-like protein [ ( 131)   45 17.5      81 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   46 17.8      81 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 17.8      81 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 17.8      81 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 17.8      81 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 17.8      81 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 17.8      81 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   46 17.8      81 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   48 18.4      82 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   48 18.4      84 
gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliens ( 205)   47 18.1      85 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   47 18.1      87 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   48 18.4      89 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   48 18.4      89 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   52 19.5      89 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   48 18.4      89 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 19.0      90 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   52 19.5      92 
gi|55859454|emb|CAH92627.1| pollen allergen Sec c  ( 518)   51 19.3      96 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   44 17.3      96 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 19.0      96 
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gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   45 17.5      96 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   45 17.5      96 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   45 17.5      96 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   45 17.5      96 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   45 17.5      96 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   45 17.5      97 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   45 17.5      97 
gi|2959898|emb|CAA73720.1| Profilin [Mercurialis a ( 133)   44 17.3      98 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  67  Z-score: 101.1  bits: 23.2 E():  1.2 
Smith-Waterman score: 67; 40.0% identity (63.3% similar) in 30 aa overlap (21-50:30-56) 
 
                        10        20        30        40        50  
AAD-12          RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. : :   ::. :.. :  
gi|126 TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTK--KGNL-WEVKSA 
               10        20        30        40          50         
 
              60        70        80            
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMR            
                                                
gi|126 KPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
        60        70        80        90        
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  65  Z-score: 98.3  bits: 22.7 E():  1.7 
Smith-Waterman score: 65; 35.5% identity (64.5% similar) in 31 aa overlap (21-51:30-57) 
 
                        10        20        30        40        50  
AAD-12          RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. . :   ::. :.. :. 
gi|144 VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKSS 
               10        20        30        40          50         
 
              60        70        80           
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMR           
                                               
gi|144 KPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
        60        70        80        90       
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 86.8  bits: 20.9 E():  7.5 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (21-79:55-107) 
 
                         10        20        30        40        50 
AAD-12           RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
               60        70        80               
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMR               
          :.  ::  :. . .   : .. : :.                
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 86.8  bits: 20.9 E():  7.5 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (21-79:55-107) 
 
                         10        20        30        40        50 
AAD-12           RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
               60        70        80               
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMR               
          :.  ::  :. . .   : .. : :.                
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
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                 90       100       110       120   
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 86.8  bits: 20.9 E():  7.5 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (21-79:55-107) 
 
                         10        20        30        40        50 
AAD-12           RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
               60        70        80               
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMR               
          :.  ::  :. . .   : .. : :.                
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 86.8  bits: 20.9 E():  7.5 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (21-79:55-107) 
 
                         10        20        30        40        50 
AAD-12           RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|117 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
               60        70        80               
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMR               
          :.  ::  :. . .   : .. : :.                
gi|117 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  64  Z-score: 86.5  bits: 22.6 E():  7.8 
Smith-Waterman score: 64; 33.3% identity (57.1% similar) in 63 aa overlap (20-78:89-149) 
 
                          10        20         30        40         
AAD-12            RFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .  :. . ..:  . 
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLT 
       60        70        80        90       100        110        
 
       50           60        70        80                          
AAD-12 DSTYMP---VMAQGAVFSAEVVPAVGGRTCFADMR                          
       : . :    . .::  . :    .:.:::   :                            
gi|114 DFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPE 
        120       130       140       150       160       170       
 
gi|114 FHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSN 
        180       190       200       210       220       230       
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  64  Z-score: 85.0  bits: 22.6 E():  9.4 
Smith-Waterman score: 64; 33.3% identity (57.1% similar) in 63 aa overlap (20-78:119-179) 
 
                          10        20         30        40         
AAD-12            RFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .  :. . ..:  . 
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLT 
       90       100       110       120       130        140        
 
       50           60        70        80                          
AAD-12 DSTYMP---VMAQGAVFSAEVVPAVGGRTCFADMR                          
       : . :    . .::  . :    .:.:::   :                            
gi|476 DFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPE 
        150       160       170       180       190       200       
 
gi|476 FHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSN 
        210       220       230       240       250       260       
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>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 83.5  bits: 20.7 E():   11 
Smith-Waterman score: 57; 41.4% identity (69.0% similar) in 29 aa overlap (44-72:23-50) 
 
            20        30        40        50        60        70    
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: :::.: . ::  
gi|444         MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGV 
                       10        20         30        40        50  
 
            80                                                      
AAD-12 TCFADMR                                                      
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 82.6  bits: 19.8 E():   13 
Smith-Waterman score: 54; 26.8% identity (53.5% similar) in 71 aa overlap (9-79:29-86) 
 
                                   10        20        30        40 
AAD-12                     RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI 
                                   : :::::. ..:  :.   . :      .:   
gi|105 CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGS-DTYEP------LKHS 
               10        20        30         40               50   
 
               50        60        70        80             
AAD-12 VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR             
        : . :. ::   :.  .: . .....   : .: . :.              
gi|105 WGAI-WRKDSDK-PI--KGPI-TVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
              60            70        80        90          
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 82.6  bits: 21.5 E():   13 
Smith-Waterman score: 60; 21.4% identity (61.4% similar) in 70 aa overlap (6-73:265-327) 
 
                                        10        20        30      
AAD-12                          RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD 
                                     :..: :..:     ...: .. ..::. .  
gi|170 HSVVHSIIMQQQQQQQQQQGIDIFLPLSQHEQVGQGSLV-----QGQGIIQPQQPAQLEA 
          240       250       260       270            280          
 
          40        50          60        70        80 
AAD-12 MMKVIVGNMAWHADSTYMP--VMAQGAVFSAEVVPAVGGRTCFADMR 
       . .... ..    . .:.:     . : : : .: ..::.        
gi|170 IRSLVLQTLPSMCN-VYVPPECSIMRAPF-ASIVAGIGGQ        
     290       300        310        320               
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  57 init1:  57 opt:  59  Z-score: 82.3  bits: 21.3 E():   13 
Smith-Waterman score: 59; 17.6% identity (55.9% similar) in 68 aa overlap (6-73:217-279) 
 
                                        10        20        30      
AAD-12                          RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD 
                                     ...: : .:     ...: .. ..::. .  
gi|106 IHSIVHSIIMQQEQQEQRQGVQILVPLSQQQQVGQGTLV-----QGQGIIQPQQPAQLEV 
        190       200       210       220            230       240  
 
          40        50        60        70        80 
AAD-12 MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
       . . .. ..:   .    :  .   .  : .: ..::.        
gi|106 IRSSVLQTLATMCNVYVPPYCSTIRAPFASIVAGIGGQ        
             250       260       270                 
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 82.0  bits: 20.4 E():   14 
Smith-Waterman score: 56; 40.0% identity (68.0% similar) in 25 aa overlap (48-72:27-50) 
 
        20        30        40        50        60        70        
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
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                                     ::.  .: .:  :. :::.. . ::      
gi|165     MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIK 
                   10        20        30         40        50      
 
        80                                                          
AAD-12 DMR                                                          
                                                                    
gi|165 KITFGEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSIL 
          60        70        80        90       100       110      
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 80.7  bits: 20.1 E():   16 
Smith-Waterman score: 55; 32.4% identity (58.8% similar) in 34 aa overlap (29-56:114-147) 
 
                 10        20        30        40              50   
AAD-12   RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV----GNMAWHA--DSTY 
                                     :::. :.. : .:    :   : .  .:.. 
gi|250 EVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSW 
            90       100       110       120       130       140    
 
             60        70        80 
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMR 
        ::.                         
gi|250 APVLDFVFSTLKNEL              
           150                      
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  49 init1:  49 opt:  59  Z-score: 80.1  bits: 21.3 E():   17 
Smith-Waterman score: 59; 23.7% identity (59.3% similar) in 59 aa overlap (14-71:120-177) 
 
                                10        20        30        40    
AAD-12                  RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     .: ...: .    .: :: ::   : .. . 
gi|309 LGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQ 
      90       100       110       120       130       140          
 
             50        60        70        80                       
AAD-12 MAWHAD-STYMPVMAQGAVFSAEVVPAVGGRTCFADMR                       
       . ...  ..     : ::. .:... :.:                                
gi|309 VKYQGGCGSGWAFSATGAIEAAHAI-ATGDLVSLSEQELVDCVEESEGCYNGWHYQSFEW 
     150       160       170        180       190       200         
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 79.2  bits: 19.9 E():   20 
Smith-Waterman score: 54; 37.9% identity (69.0% similar) in 29 aa overlap (44-72:23-50) 
 
            20        30        40        50        60        70    
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: .::.: . ::  
gi|444         MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGV 
                       10        20         30        40        50  
 
            80                                                      
AAD-12 TCFADMR                                                      
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 78.6  bits: 21.0 E():   21 
Smith-Waterman score: 58; 25.0% identity (58.3% similar) in 48 aa overlap (17-64:262-309) 
 
                             10        20        30        40       
AAD-12               RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|169 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
         50        60        70        80                           
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR                           
       .: :.::  .  ..::.:                                           
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gi|169 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.6  bits: 19.6 E():   21 
Smith-Waterman score: 53; 26.7% identity (66.7% similar) in 30 aa overlap (50-79:5-34) 
 
      20        30        40        50        60        70          
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.  :..  ... :. .. :. :. :.: : 
gi|189                           MASKSSITPLLLAAVLASVFAAAAATGQYCYAGM 
                                         10        20        30     
 
      80                                                            
AAD-12 R                                                            
                                                                    
gi|189 GLPSNPLEGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIG 
           40        50        60        70        80        90     
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  56  Z-score: 78.4  bits: 20.5 E():   22 
Smith-Waterman score: 56; 26.8% identity (53.5% similar) in 71 aa overlap (9-79:198-255) 
 
                                     10        20        30         
AAD-12                       RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.   . :      .: 
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGS-DTYEP------LK 
       170       180       190       200        210                 
 
       40        50        60        70        80              
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR              
          : . :. ::   :.  .: . .....   : .: . :.               
gi|115 HSWGAI-WRKDSDK-PI--KGPI-TVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
     220        230           240       250       260          
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 77.2  bits: 20.8 E():   25 
Smith-Waterman score: 57; 25.0% identity (58.3% similar) in 48 aa overlap (17-64:262-309) 
 
                             10        20        30        40       
AAD-12               RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
         50        60        70        80                           
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR                           
       .: :.::  .  ..::.:                                           
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 77.2  bits: 20.8 E():   25 
Smith-Waterman score: 57; 25.0% identity (58.3% similar) in 48 aa overlap (17-64:262-309) 
 
                             10        20        30        40       
AAD-12               RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
         50        60        70        80                           
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR                           
       .: :.::  .  ..::.:                                           
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  55  Z-score: 77.1  bits: 20.2 E():   26 
Smith-Waterman score: 55; 22.5% identity (52.1% similar) in 71 aa overlap (9-79:192-249) 
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                                     10        20        30         
AAD-12                       RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : ::.::..       .....  .: .. : 
gi|168 CKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGDVVAVD-------IKEKGKDKWTEL-K 
             170       180       190       200              210     
 
       40        50        60        70        80              
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR              
          : . :. :.   :    :  :... .   : .. : :.               
gi|168 ESWGAV-WRIDT---PDKLTGP-FTVRYTTEGGTKSEFEDVIPEGWKADTSYSAK 
            220          230        240       250       260    
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 76.5  bits: 19.4 E():   28 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (48-72:27-50) 
 
        20        30        40        50        60        70        
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|602     MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
        80                                                          
AAD-12 DMR                                                          
                                                                    
gi|602 KINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 76.5  bits: 19.4 E():   28 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (48-72:27-50) 
 
        20        30        40        50        60        70        
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|279     MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
        80                                                          
AAD-12 DMR                                                          
                                                                    
gi|279 KINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 76.5  bits: 19.4 E():   28 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (48-72:27-50) 
 
        20        30        40        50        60        70        
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|131     MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
        80                                                          
AAD-12 DMR                                                          
                                                                    
gi|131 KINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 76.4  bits: 19.4 E():   28 
Smith-Waterman score: 52; 37.9% identity (69.0% similar) in 29 aa overlap (44-72:23-50) 
 
            20        30        40        50        60        70    
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: .::.: . ::  
gi|444         MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGV 
                       10        20         30        40        50  
 
            80                                                      
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AAD-12 TCFADMR                                                      
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 76.2  bits: 18.5 E():   29 
Smith-Waterman score: 49; 32.3% identity (58.1% similar) in 31 aa overlap (24-52:35-64) 
 
                      10        20        30          40        50  
AAD-12        RFGAIERIGGGDIVAISNVKADGTVRQHSPAE--WDDMMKVIVGNMAWHADST 
                                     : . ..::.  :: .  : .   .: ::.  
gi|323 QTCAGNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKP 
           10        20        30        40         50        60    
 
              60        70        80 
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMR 
       :                             
gi|323 YSWRYGWTAFCGPAGPRCLRTNAAVTVR  
            70        80        90   
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 75.9  bits: 20.5 E():   30 
Smith-Waterman score: 56; 23.7% identity (55.9% similar) in 59 aa overlap (14-71:120-177) 
 
                                10        20        30        40    
AAD-12                  RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     .: ...: .    .: :: ::   : .. . 
gi|129 LGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQ 
      90       100       110       120       130       140          
 
            50         60        70        80                       
AAD-12 MAWHADSTY-MPVMAQGAVFSAEVVPAVGGRTCFADMR                       
       . ...         : ::. .:... :.:                                
gi|129 VKYQGGCGRGWAFSATGAIEAAHAI-ATGDLVSLSEQELVDCVEESEGSYNGWQYQSFEW 
     150       160       170        180       190       200         
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 75.9  bits: 20.5 E():   30 
Smith-Waterman score: 56; 23.7% identity (55.9% similar) in 59 aa overlap (14-71:120-177) 
 
                                10        20        30        40    
AAD-12                  RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     .: ...: .    .: :: ::   : .. . 
gi|119 LGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQ 
      90       100       110       120       130       140          
 
            50         60        70        80                       
AAD-12 MAWHADSTY-MPVMAQGAVFSAEVVPAVGGRTCFADMR                       
       . ...         : ::. .:... :.:                                
gi|119 VKYQGGCGRGWAFSATGAIEAAHAI-ATGDLVSLSEQELVDCVEESEGSYNGWQYQSFEW 
     150       160       170        180       190       200         
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 75.8  bits: 20.5 E():   30 
Smith-Waterman score: 56; 25.0% identity (58.3% similar) in 48 aa overlap (17-64:262-309) 
 
                             10        20        30        40       
AAD-12               RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|158 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQLT 
             240       250       260       270       280       290  
 
         50        60        70        80                           
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR                           
       .: :.::  .  ..::.:                                           
gi|158 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 75.5  bits: 20.0 E():   31 
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Smith-Waterman score: 54; 26.8% identity (53.5% similar) in 71 aa overlap (9-79:198-255) 
 
                                     10        20        30         
AAD-12                       RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.   . :      .: 
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGS-DTYEP------LK 
       170       180       190       200        210                 
 
       40        50        60        70        80              
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR              
          : . :. ::   :.  .: . .....   : .: . :.               
gi|105 HSWGAI-WRKDSDK-PI--KGPI-TVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
     220        230           240       250       260          
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 75.3  bits: 20.2 E():   32 
Smith-Waterman score: 55; 30.6% identity (58.3% similar) in 36 aa overlap (31-66:155-190) 
 
               10        20        30        40        50        60 
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :   . ..::.:..  :: .     .  :: 
gi|249 QLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA 
          130       140       150       160       170       180     
 
               70        80                                         
AAD-12 VFSAEVVPAVGGRTCFADMR                                         
       . .:::                                                       
gi|249 IPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTL 
          190       200       210       220       230       240     
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.9  bits: 18.8 E():   34 
Smith-Waterman score: 50; 28.1% identity (59.4% similar) in 32 aa overlap (39-70:11-42) 
 
       10        20        30        40        50        60         
AAD-12 GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                                     ::.. .:: ...   :. : :    ..::  
gi|249                     MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQ 
                                   10        20        30        40 
 
       70        80                                                 
AAD-12 AVGGRTCFADMR                                                 
        .                                                           
gi|249 DIMPCLHFVKGEEKEPSKECCSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVA 
               50        60        70        80        90       100 
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 73.6  bits: 18.8 E():   40 
Smith-Waterman score: 50; 31.0% identity (55.2% similar) in 29 aa overlap (53-76:31-59) 
 
             30        40        50        60        70             
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICFD 
               10        20        30        40        50        60 
 
        80                                                          
AAD-12 DMR                                                          
                                                                    
gi|132 EGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSISK 
               70        80        90       100       110       120 
 
>>gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pachycon  (199 aa) 
 initn:  40 init1:  40 opt:  51  Z-score: 73.5  bits: 19.1 E():   41 
Smith-Waterman score: 51; 25.0% identity (53.3% similar) in 60 aa overlap (5-62:97-148) 
 
                                         10        20        30     
AAD-12                           RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD 
                                     .::   :. .:.:.  : :      : . . 
gi|169 MPDLTWDNELAAIAQRWVNQCKIGHDGCRNVERYQVGQNIAMSGSTAKG------PCNMN 
         70        80        90       100       110             120 
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           40          50        60        70        80             
AAD-12 DMMKVIVG--NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR             
       ..... ..  :    :: . ::  ..:  :                               
gi|169 NLVQMWINEVNALNAADVSSMP--SDGNYFMKIGHYTQLVWGKTTKVGCGIIQFLDGKFY 
              130       140         150       160       170         
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 73.3  bits: 19.7 E():   41 
Smith-Waterman score: 53; 30.6% identity (58.3% similar) in 36 aa overlap (39-73:16-51) 
 
       10        20        30        40         50        60        
AAD-12 GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA-WHADSTYMPVMAQGAVFSAEVV 
                                     ...:  : . ::. : :. :   .  : .  
gi|441                MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATP 
                              10        20        30        40      
 
        70        80                                                
AAD-12 PAVGGRTCFADMR                                                
        :.::.                                                       
gi|441 AAAGGKATTDEQKLLEDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKA 
          50        60        70        80        90       100      
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  41 init1:  41 opt:  52  Z-score: 72.9  bits: 19.4 E():   44 
Smith-Waterman score: 52; 22.5% identity (52.1% similar) in 71 aa overlap (9-79:192-249) 
 
                                     10        20        30         
AAD-12                       RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : ::.::..       .....  .: .. : 
gi|126 CKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGDVVAVD-------IKEKGKDKWIEL-K 
             170       180       190       200              210     
 
       40        50        60        70        80              
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR              
          : . :. :.   :    :  :... .   : .. : :.               
gi|126 ESWGAV-WRIDT---PDKLTGP-FTVRYTTEGGTKSEFEDVIPEGWKADTSYSAK 
            220          230        240       250       260    
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  44 init1:  44 opt:  55  Z-score: 72.6  bits: 20.3 E():   45 
Smith-Waterman score: 55; 24.2% identity (56.5% similar) in 62 aa overlap (10-70:438-492) 
 
                                    10        20        30          
AAD-12                      RFGAIERIGGGDIVAISNVKADGTVRQHSP-AEWDDMMK 
                                     ::  .  ... :::  . :.  .  .: .  
gi|796 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHNAETTVEDRIG 
       410       420       430       440       450       460        
 
       40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
       .:. .    :....   .  ::..: :.  ::           
gi|796 IIIDS----AEKAFHKEL--GAIYS-EIKDAVSV         
       470           480          490             
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 72.4  bits: 19.7 E():   46 
Smith-Waterman score: 53; 22.9% identity (58.3% similar) in 48 aa overlap (14-59:223-270) 
 
                                10        20         30         40  
AAD-12                  RFGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKV-IV 
                                     : . ..  ::   ..:.  :..  ..  :. 
gi|729 EGVLSRKVPSHLTLETPRVKMNMKYDRYAPVKVFKLDYDGIHFEKHTDIEYEPGVRYKII 
            200       210       220       230       240       250   
 
              50        60        70        80                      
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR                      
       ::   . :. .. . .::                                           
gi|729 GNGKLKDDGRHYSIDVQGIPRKAFNLDADLMDFKLKVSKPEDSNKAQFSYTFNEYTETEE 
            260       270       280       290       300       310   
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>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.4  bits: 16.0 E():   46 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (46-52:19-25) 
 
          20        30        40        50        60        70      
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.::..:                        
gi|320             YTTEGGTKAEAEDVIPEGWKADTSYE                       
                           10        20                             
 
          80 
AAD-12 FADMR 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.4  bits: 16.0 E():   46 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (46-52:19-25) 
 
          20        30        40        50        60        70      
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.::..:                        
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE                       
                           10        20                             
 
          80 
AAD-12 FADMR 
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.2  bits: 18.3 E():   48 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (8-59:15-79) 
 
                      10        20               30        40       
AAD-12        RFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|288 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
              50         60        70        80                     
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTCFADMR                     
       :    :  .: :: ....:                                          
gi|288 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.2  bits: 18.3 E():   48 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (8-59:15-79) 
 
                      10        20               30        40       
AAD-12        RFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|218 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
              50         60        70        80                     
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTCFADMR                     
       :    :  .: :: ....:                                          
gi|218 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|34851174|gb|AAP15199.1| profilin-like protein [Humu  (131 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.2  bits: 18.3 E():   48 
Smith-Waterman score: 48; 29.6% identity (51.9% similar) in 81 aa overlap (8-74:15-93) 
 
                      10        20               30        40       
AAD-12        RFGAIERIGGGDIVAISNVKADGTVR-------QHSPAEWDDMMKVIV--GNM 
                     : :  ..: . .  ::.:        : .: :   .:: .   :.. 
gi|348 MSWQAYVDDHLMCEIDGQHLTAAAIIGHDGSVWAQSSTFPQFKPEEIAAIMKDFEEPGSL 
               10        20        30        40        50        60 
 
              50          60        70        80                    
AAD-12 A---WHADST-YMPVMA-QGAVFSAEVVPAVGGRTCFADMR                    
       :    :  .  :: .:. ::::. ..   ..:: :                          
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gi|348 APTGLHLGGIKYMVIMGEQGAVIRGK--KGAGGITVKKTGAAMIIGIYDEPLTPGQCNMI 
               70        80          90       100       110         
 
gi|348 VERLGDYLIDQNL 
      120       130  
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.2  bits: 18.3 E():   48 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (8-59:15-79) 
 
                      10        20               30        40       
AAD-12        RFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|144 MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
              50         60        70        80                     
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTCFADMR                     
       :    :  .: :: ....:                                          
gi|144 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.2  bits: 18.3 E():   48 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (8-59:15-79) 
 
                      10        20               30        40       
AAD-12        RFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|604 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
              50         60        70        80                     
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTCFADMR                     
       :    :  .: :: ....:                                          
gi|604 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 72.1  bits: 19.2 E():   48 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (9-39:169-199) 
 
                                     10        20        30         
AAD-12                       RFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|331 CKYPEGTKLTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
      140       150       160       170        180       190        
 
        40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
       .:                                          
gi|331 RVDTPDKLTGPFTVRYTTEGGTKSEVEDVIPEGWKADTSYEAK 
       200       210       220       230       240 
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 71.9  bits: 19.4 E():   49 
Smith-Waterman score: 52; 32.4% identity (58.8% similar) in 34 aa overlap (45-78:23-55) 
 
           20        30        40        50        60        70     
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .. ::. : :. :   .  : ..::.::   
gi|663         MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGK 
                       10        20        30        40         50  
 
           80                                                       
AAD-12 CFADMR                                                       
         .:                                                         
gi|663 ATTDEQKLLEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILK 
              60        70        80        90       100       110  
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
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 initn:  42 init1:  42 opt:  51  Z-score: 71.8  bits: 19.2 E():   50 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (9-24:181-195) 
 
                                     10        20        30         
AAD-12                       RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
       40        50        60        70        80  
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR  
                                                   
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.5  bits: 18.3 E():   52 
Smith-Waterman score: 48; 23.3% identity (66.7% similar) in 30 aa overlap (50-79:5-34) 
 
      20        30        40        50        60        70          
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.  :..  ... :. .. .. :. :.: : 
gi|439                           MASKSSITPLLLAAVLASVFAAATATGQYCYAGM 
                                         10        20        30     
 
      80                                                            
AAD-12 R                                                            
                                                                    
gi|439 GLPSNPLEGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFI 
           40        50        60        70        80        90     
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 71.5  bits: 19.2 E():   52 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (9-39:192-222) 
 
                                     10        20        30         
AAD-12                       RFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : : ..  
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
        40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
       .:                                          
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK 
              230       240       250       260    
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 71.5  bits: 18.9 E():   52 
Smith-Waterman score: 50; 40.0% identity (72.0% similar) in 25 aa overlap (13-37:9-29) 
 
               10        20        30        40        50        60 
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                   :::.....: .    :.:: .:: :                        
gi|144     MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMVDQIVKSLTTKKELDPFKI 
                   10            20        30        40        50   
 
               70        80                                         
AAD-12 VFSAEVVPAVGGRTCFADMR                                         
                                                                    
gi|144 EQTKVPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKIDTDGGAFAATLKLGDKNIR 
             60        70        80        90       100       110   
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 71.5  bits: 19.2 E():   53 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (9-39:193-223) 
 
                                     10        20        30         
AAD-12                       RFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|180 CKYPEGTKVTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
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            170       180       190       200        210       220  
 
        40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
       .:                                          
gi|180 RVDTPDKLTGPFTVRYTTEGGTKSEVEDVIPEGWKADTSYEAK 
             230       240       250       260     
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 71.4  bits: 18.3 E():   53 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (17-33:2-19) 
 
               10        20         30        40        50          
AAD-12 RFGAIERIGGGDIVAISNVKAD-GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG 
                       ..: .: :.. ..::.::                           
gi|250                PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPFPRCRALVKSQCAGG 
                              10        20        30        40      
 
      60        70        80                                        
AAD-12 AVFSAEVVPAVGGRTCFADMR                                        
                                                                    
gi|250 QVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTEV 
          50        60        70        80        90       100      
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 71.3  bits: 19.2 E():   53 
Smith-Waterman score: 51; 22.5% identity (52.1% similar) in 71 aa overlap (9-79:198-255) 
 
                                     10        20        30         
AAD-12                       RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : ::.::..       .....  .: .. : 
gi|249 CKYPDGTKPTFHVEKGSNPNYLALLVKYVDGDGDVVAVD-------IKEKGKDKWIEL-K 
       170       180       190       200              210           
 
       40        50        60        70        80              
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR              
          : . :. :.   :    :  :... .   : .. : :.               
gi|249 ESWGAI-WRIDT---PDKLTGP-FTVRYTTEGGTKAEFEDVIPEGWKADTHDASK 
     220        230           240       250       260          
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 71.3  bits: 19.2 E():   54 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (9-24:199-213) 
 
                                     10        20        30         
AAD-12                       RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
       40        50        60        70        80  
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR  
                                                   
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 71.2  bits: 17.7 E():   54 
Smith-Waterman score: 46; 26.9% identity (53.8% similar) in 52 aa overlap (20-69:8-56) 
 
               10        20        30        40        50           
AAD-12 RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY--MPVMAQ 
                          :: :.    .:.  ::..   .::. .  ..     :..   
gi|166             ATPTPTPKAAGSWCVPKPGVSDDQL---TGNINYACSQGIDCGPIQPG 
                           10        20           30        40      
 
       60        70        80                                   
AAD-12 GAVFSAEVVPAVGGRTCFADMR                                   
       :: :  ..: :                                              
gi|166 GACFEPNTVKAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
          50        60        70        80        90       100  
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>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 70.9  bits: 19.2 E():   56 
Smith-Waterman score: 51; 22.6% identity (64.5% similar) in 31 aa overlap (50-80:66-96) 
 
      20        30        40        50        60        70          
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:.. ::  :  .. :..  .. :... 
gi|219 QPLPPQQTFPQQPPFSQQQQQQPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQ 
          40        50        60        70        80        90      
 
      80                                                            
AAD-12 R                                                            
       .                                                            
gi|219 QQLILPPQQQQQLPQQQISIVQPSVLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSC 
         100       110       120       130       140       150      
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.7  bits: 18.9 E():   58 
Smith-Waterman score: 50; 28.1% identity (56.2% similar) in 32 aa overlap (9-39:169-199) 
 
                                     10        20        30         
AAD-12                       RFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|458 CKYPEGTKVTFHVEKGSNPNYLALLVKFVAGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
      140       150       160       170        180       190        
 
        40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
       ..                                          
gi|458 RIDTPEVLKGPFTVRYTTEGGTKGEAKDVIPEGWKADTCYESK 
       200       210       220       230       240 
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 48; 29.8% identity (47.4% similar) in 57 aa overlap (19-61:38-90) 
 
                           10        20           30        40      
AAD-12             RFGAIERIGGGDIVAISNVKADGTVRQ---HSPAEWDDMMKVIVGNMA 
                                     :.: . .:.    .:  ::.. ::    .: 
gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKVA---QA 
        10        20        30        40        50        60        
 
                     50        60        70        80               
AAD-12 W-----------HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR               
       :           :.:      :::::.                                  
gi|148 WAETRTPDCSLIHSDRCG-ENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQI 
           70        80         90       100       110       120    
 
>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  41 init1:  41 opt:  52  Z-score: 70.4  bits: 19.5 E():   60 
Smith-Waterman score: 52; 29.9% identity (47.1% similar) in 87 aa overlap (2-76:49-130) 
 
                                             10        20           
AAD-12                              RFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|493 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
           30        40         50         60           70          
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQG-AVFS---AEVVPAVGGRTCFADM 
       .:    :  :  . .:  :::  .     ::..  :  .:.   :.:  . ::   :    
gi|493 LRYG--ATRDRPLWIIFSGNMNIKLK---MPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
      80                                                            
AAD-12 R                                                            
                                                                    
gi|493 VSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
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>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  41 init1:  41 opt:  52  Z-score: 70.4  bits: 19.5 E():   60 
Smith-Waterman score: 52; 29.9% identity (47.1% similar) in 87 aa overlap (2-76:49-130) 
 
                                             10        20           
AAD-12                              RFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|195 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
           30        40         50         60           70          
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQG-AVFS---AEVVPAVGGRTCFADM 
       .:    :  :  . .:  :::  .     ::..  :  .:.   :.:  . ::   :    
gi|195 LRYG--ATRDRPLWIIFSGNMNIKLK---MPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
      80                                                            
AAD-12 R                                                            
                                                                    
gi|195 VSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  41 init1:  41 opt:  52  Z-score: 70.4  bits: 19.5 E():   60 
Smith-Waterman score: 52; 29.9% identity (47.1% similar) in 87 aa overlap (2-76:49-130) 
 
                                             10        20           
AAD-12                              RFGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|117 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
           30        40         50         60           70          
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQG-AVFS---AEVVPAVGGRTCFADM 
       .:    :  :  . .:  :::  .     ::..  :  .:.   :.:  . ::   :    
gi|117 LRYG--ATRDRPLWIIFSGNMNIKLK---MPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
      80                                                            
AAD-12 R                                                            
                                                                    
gi|117 VSNVIIHGLHLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.1  bits: 18.9 E():   62 
Smith-Waterman score: 50; 28.1% identity (56.2% similar) in 32 aa overlap (9-39:191-221) 
 
                                     10        20        30         
AAD-12                       RFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|158 KCKYPEGTKVTFHVEKGSNPNYLALLVKFSGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
              170       180       190        200       210          
 
        40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
       ..                                          
gi|158 RIDTPEVLKGPFTVRYTTEGGTKARAKDVIPEGWKADTAYESK 
     220       230       240       250       260   
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.1  bits: 18.9 E():   62 
Smith-Waterman score: 50; 28.1% identity (56.2% similar) in 32 aa overlap (9-39:192-222) 
 
                                     10        20        30         
AAD-12                       RFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|390 CKYPEGTKVTFHVEKGSNPNYLALLVKFVAGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
             170       180       190        200       210       220 
 
        40        50        60        70        80 
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AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
       ..                                          
gi|390 RIDTPEVLKGPFTVRYTTEGGTKGEAKDVIPEGWKADTAYESK 
              230       240       250       260    
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.8  bits: 17.8 E():   64 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (54-69:66-81) 
 
            30        40        50        60        70        80    
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR    
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS 
         100       110       120    
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 69.8  bits: 19.8 E():   65 
Smith-Waterman score: 53; 26.2% identity (57.4% similar) in 61 aa overlap (10-70:438-492) 
 
                                    10        20        30          
AAD-12                      RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV 
                                     ::  .  ... :::  . :. ::    ..  
gi|142 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHN-AE--TTVED 
       410       420       430       440       450          460     
 
      40        50        60        70        80 
AAD-12 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
        .:..   :....   .  ::..: :.  ::           
gi|142 RIGGIIDSAEKAFHKEL--GAIYS-EIKDAVSA         
          470       480          490             
 
>>gi|45108973|emb|CAF32567.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 69.7  bits: 19.8 E():   65 
Smith-Waterman score: 53; 28.8% identity (50.0% similar) in 66 aa overlap (12-77:105-160) 
 
                                  10        20        30        40  
AAD-12                    RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV 
                                     :.  .  : .:: .:    . : :   . . 
gi|451 HGVRIRVRSGGHDYEGLSYRSLQPEEFAVVDLSKMRAVWVDGKAR----TAWVDS-GAQL 
           80        90       100       110           120           
 
              50        60        70        80                      
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR                      
       :.. ..:     ::.:    : : : :..:    ::                         
gi|451 GEL-YYAIHKASPVLA----FPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLV 
     130        140           150       160       170       180     
 
gi|451 DANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPKKASEGAVD 
          190       200       210       220       230       240     
 
>>gi|54144332|emb|CAD54670.2| pollen allergen Phl p 4 [P  (508 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 69.6  bits: 19.8 E():   66 
Smith-Waterman score: 53; 28.8% identity (50.0% similar) in 66 aa overlap (12-77:113-168) 
 
                                  10        20        30        40  
AAD-12                    RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV 
                                     :.  .  : .:: .:    . : :   . . 
gi|541 HGVRIRVRSGGHDYEGLSYRSLQPEEFAVVDLSKMRAVWVDGKAR----TAWVDS-GAQL 
             90       100       110       120           130         
 
              50        60        70        80                      
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR                      
       :.. ..:     ::.:    : : : :..:    ::                         
gi|541 GEL-YYAIHKASPVLA----FPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLV 
       140        150           160       170       180       190   
 
gi|541 DANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPKKASEGAVD 
            200       210       220       230       240       250   
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>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (48-72:27-50) 
 
        20        30        40        50        60        70        
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|165     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
        80                                                          
AAD-12 DMR                                                          
                                                                    
gi|165 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (48-72:27-50) 
 
        20        30        40        50        60        70        
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
        80                                                          
AAD-12 DMR                                                          
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (48-72:27-50) 
 
        20        30        40        50        60        70        
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
        80                                                          
AAD-12 DMR                                                          
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (48-72:27-50) 
 
        20        30        40        50        60        70        
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEYTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
        80                                                          
AAD-12 DMR                                                          
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 47; 40.0% identity (68.0% similar) in 25 aa overlap (48-72:27-50) 
 
        20        30        40        50        60        70        
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
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                                     ::.  .: .:  :: :.:.. . ::      
gi|602     MGVFTYEFEFTSVIPPARLYNAFVLDADNL-IPKIAPQAVKSTEILEGDGGVGTIK 
                   10        20        30         40        50      
 
        80                                                          
AAD-12 DMR                                                          
                                                                    
gi|602 KINFGEGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (48-72:27-50) 
 
        20        30        40        50        60        70        
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|753     MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
        80                                                          
AAD-12 DMR                                                          
                                                                    
gi|753 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (48-72:27-50) 
 
        20        30        40        50        60        70        
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
        80                                                          
AAD-12 DMR                                                          
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (48-72:27-50) 
 
        20        30        40        50        60        70        
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|886     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
        80                                                          
AAD-12 DMR                                                          
                                                                    
gi|886 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIK 
          60        70        80        90       100       110      
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (48-72:27-50) 
 
        20        30        40        50        60        70        
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|134     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
        80                                                          
AAD-12 DMR                                                          
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gi|134 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (48-72:27-50) 
 
        20        30        40        50        60        70        
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
        80                                                          
AAD-12 DMR                                                          
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (9-49:110-157) 
 
                                     10           20           30   
AAD-12                       RFGAIERIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
              40        50        60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
         . ..... . .  :.:                                
gi|154 MAEKLLRAVESYLLAHTDEYN                             
     140       150       160                             
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (9-49:110-157) 
 
                                     10           20           30   
AAD-12                       RFGAIERIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
              40        50        60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
         . ..... . .  :.:                                
gi|154 MAEKLLRAVESYLLAHTDEYN                             
     140       150       160                             
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 69.1  bits: 18.9 E():   71 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (46-63:66-83) 
 
          20        30        40        50        60        70      
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
          80                                                        
AAD-12 FADMR                                                        
                                                                    
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.9  bits: 18.4 E():   72 
Smith-Waterman score: 48; 33.3% identity (59.3% similar) in 27 aa overlap (50-76:17-43) 
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      20        30        40        50        60        70          
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.:.:  .   ::..:  :  .: : .    
gi|510               MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLP 
                             10        20        30        40       
 
      80                                                            
AAD-12 R                                                            
                                                                    
gi|510 VIRGKGGGIEFAKTETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHL 
         50        60        70        80        90       100       
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.2  bits: 15.8 E():   79 
Smith-Waterman score: 39; 42.9% identity (71.4% similar) in 14 aa overlap (4-17:25-38) 
 
                                    10        20        30          
AAD-12                      RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV 
                               :. :. ::: .. :                       
gi|217 LVSVEHQAARLKVAKAQQLAAQLPAMCRLEGGDALSASQ                      
               10        20        30                               
 
      40        50        60        70        80 
AAD-12 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (48-72:27-50) 
 
        20        30        40        50        60        70        
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
        80                                                          
AAD-12 DMR                                                          
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIK 
          60        70        80        90       100       110      
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (9-18:109-118) 
 
                                     10        20        30         
AAD-12                       RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
       40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                                  
gi|534 KAEALFRAVESYLLAHSDAYN                      
      140       150                               
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 46; 36.0% identity (64.0% similar) in 25 aa overlap (48-72:27-50) 
 
        20        30        40        50        60        70        
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|304     MGLYTFENEFTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
        80                                                          
AAD-12 DMR                                                          
                                                                    
gi|304 KITFGEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIK 
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          60        70        80        90       100       110      
 
>>gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 45; 27.1% identity (52.1% similar) in 48 aa overlap (8-54:15-62) 
 
                      10        20        30        40         50   
AAD-12        RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA-WHADSTY 
                     : :. . : . .  ::.:  .:    .   . :.: :. .:  .:  
gi|144 MSWQAYVDDHLMCEIEGNHLSAAAIIGQDGSVWAQSANFPQFKSEEITGIMSDFHEPGTL 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMR                                 
        :                                                           
gi|144 APTGLYIGGTKYMVIQGEPGAVIRGKKGPGGVTVKKTNQALIIGIYDEPMTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|77999277|gb|ABB16985.1| profilin-like protein [Sola  (131 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 45; 27.2% identity (55.6% similar) in 81 aa overlap (8-74:15-93) 
 
                      10        20               30        40       
AAD-12        RFGAIERIGGGDIVAISNVKADGTVR-------QHSPAEWDDMMKVIV--GNM 
                     : :. ... . :  ::::        : .: : . .:. ..  :.. 
gi|779 MSWQTYVDEHLLCEIEGNHLTSAAIVGQDGTVWAQSANFPQFKPEEISGIMNDFAEPGTL 
               10        20        30        40        50        60 
 
               50         60        70        80                    
AAD-12 A----WHADSTYMPVMAQ-GAVFSAEVVPAVGGRTCFADMR                    
       :    . . . :: .... :::. ..  :  :: :                          
gi|779 APTGLYLGGTKYMVIQGEPGAVIRGKKGP--GGITIKKTNQALIIGIYDEPMTPGQCNMI 
               70        80          90       100       110         
 
gi|779 VERLGDYLVEQGL 
      120       130  
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (48-72:27-50) 
 
        20        30        40        50        60        70        
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|880     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
        80                                                          
AAD-12 DMR                                                          
                                                                    
gi|880 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVI 
          60        70        80        90       100       110      
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (10-50:111-158) 
 
                                    10           20         30      
AAD-12                      RFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
             40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
        . ..... . .  :.:.                               
gi|116 GEALLRAVESYLLAHSDAYN                             
              150       160                             
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.0  bits: 17.8 E():   81 
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Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (51-72:29-50) 
 
               30        40        50        60        70        80 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|400   MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
gi|400 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKIS 
       60        70        80        90       100       110         
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (10-50:111-158) 
 
                                    10           20         30      
AAD-12                      RFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDQEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
             40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
        . ..... . .  :.:.                               
gi|116 GEALLRAVESYLLAHSDAYN                             
              150       160                             
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (9-18:110-119) 
 
                                     10        20        30         
AAD-12                       RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
       40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                                  
gi|534 KAEALFRAVESYLLAHSDAYN                      
     140       150       160                      
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (10-50:111-158) 
 
                                    10           20         30      
AAD-12                      RFGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
             40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
        . ..... . .  :.:.                               
gi|116 GEALLRAVESYLLAHSDAYN                             
              150       160                             
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (48-72:27-50) 
 
        20        30        40        50        60        70        
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
        80                                                          
AAD-12 DMR                                                          

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 1900



 

 

                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.9  bits: 18.4 E():   82 
Smith-Waterman score: 48; 28.1% identity (53.1% similar) in 32 aa overlap (9-39:170-200) 
 
                                     10        20        30         
AAD-12                       RFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|283 CKYPEGTKVTFHVEKGSNPNYLALLVKYVNGDGDVVAV-DIKEKGKDKWIELKESWGAIW 
     140       150       160       170        180       190         
 
        40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
       ..                                          
gi|283 RIDTPDKLTGPFTVRYTTEGGTKTEAEDVIPEGWKADTSYESK 
      200       210       220       230       240  
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.7  bits: 18.4 E():   84 
Smith-Waterman score: 48; 31.2% identity (53.1% similar) in 32 aa overlap (9-39:177-207) 
 
                                     10        20        30         
AAD-12                       RFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|116 CKYPDGTKPTFHVEKGSNPNYLALLVKYIDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
        150       160       170       180        190       200      
 
        40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
       .:                                          
gi|116 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK 
         210       220       230       240         
 
>>gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliensis]   (205 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 67.6  bits: 18.1 E():   85 
Smith-Waterman score: 47; 21.1% identity (47.4% similar) in 76 aa overlap (4-71:49-124) 
 
                                          10         20        30   
AAD-12                            RFGAIERIGGGDIVAI-SNVKADGTVRQHSPAE 
                                     :::.  .. .: . : .: .:  . .     
gi|577 ISGEIMQLHHQKHHQTYITNYNKALEQLNDAIEKGDSAAVVKLQSAIKFNGGGHVNHSIF 
       20        30        40        50        60        70         
 
             40               50        60        70        80      
AAD-12 WDDMMKVIVG-------NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR      
       : ..  :  :       ...:  :. .  .     ...:: :   :               
gi|577 WKNLAPVREGGGELPHGSLGWAIDADFGSLEKLIQLMNAEGVALQGSGWVWLALDKELKK 
       80        90       100       110       120       130         
 
gi|577 LVVETTANQDPLVTKGPTLVPLLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVY 
      140       150       160       170       180       190         
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.4  bits: 18.1 E():   87 
Smith-Waterman score: 47; 23.1% identity (51.3% similar) in 39 aa overlap (16-50:147-185) 
 
                              10        20            30        40  
AAD-12                RFGAIERIGGGDIVAISNVKADGTVRQH----SPAEWDDMMKVIV 
                                     ::.  .::.. .:    .   :    :.   
gi|613 ATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMHVGHYTQIVWAKTKKIGC 
        120       130       140       150       160       170       
 
              50        60        70        80 
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
       : . .. :.                               
gi|613 GRIMFKEDNWNKHYLVCNYGPAGNVLGAQIYEIKK     
        180       190       200       210      
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>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.3  bits: 18.4 E():   89 
Smith-Waterman score: 48; 28.1% identity (53.1% similar) in 32 aa overlap (9-39:192-222) 
 
                                     10        20        30         
AAD-12                       RFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|117 CKYPEGTKVTFHVEKGSNPNYLALLVKYVNGDGDVVAV-DIKEKGKDKWIELKESWGAIW 
             170       180       190        200       210       220 
 
        40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
       ..                                          
gi|117 RIDTPDKLTGPFTVRYTTEGGTKTEAEDVIPEGWKADTSYESK 
              230       240       250       260    
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.3  bits: 18.4 E():   89 
Smith-Waterman score: 48; 31.2% identity (53.1% similar) in 32 aa overlap (9-39:192-222) 
 
                                     10        20        30         
AAD-12                       RFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|386 CEYPKGTKVTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
             170       180       190        200       210       220 
 
        40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
       .:                                          
gi|386 RVDTPDKLTGPFTVRYTTEGGTKVEAEDVIPEGWKADTAYESK 
              230       240       250       260    
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 67.2  bits: 19.5 E():   89 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (27-65:535-572) 
 
                   10        20        30        40        50       
AAD-12     RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
         60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMR 
        .:  :: :                
gi|331 KEGC-FSEEGPKLVAAAQAALV   
           570       580        
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.2  bits: 18.4 E():   89 
Smith-Waterman score: 48; 31.2% identity (53.1% similar) in 32 aa overlap (9-39:194-224) 
 
                                     10        20        30         
AAD-12                       RFGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|117 CKYPDGTKPTFHVEKGSNPNYLALLVKYIDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
           170       180       190       200        210       220   
 
        40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
       .:                                          
gi|117 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK 
            230       240       250       260      
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 67.2  bits: 19.0 E():   90 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (46-63:56-73) 
 
          20        30        40        50        60        70      
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
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gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
          80                                                        
AAD-12 FADMR                                                        
                                                                    
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 66.9  bits: 19.5 E():   92 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (27-65:558-595) 
 
                   10        20        30        40        50       
AAD-12     RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|668 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
       530       540       550       560       570       580        
 
         60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMR 
        .:  :: :                
gi|668 KEGC-FSEEGPKLVAAAQAALV   
       590        600           
 
>>gi|55859454|emb|CAH92627.1| pollen allergen Sec c 4 [S  (518 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 66.7  bits: 19.3 E():   96 
Smith-Waterman score: 51; 27.3% identity (53.0% similar) in 66 aa overlap (12-77:126-181) 
 
                                  10        20        30        40  
AAD-12                    RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV 
                                     :.  .  :..:: .:    . : .   . . 
gi|558 HGIRLRVRSGGHDYEGLSYRSEKPETFAVVDLNKMRAVSVDGYAR----TAWVES-GAQL 
         100       110       120       130       140            150 
 
              50        60        70        80                      
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR                      
       :.. ..: .   ::.:    : : : :..:    ::                         
gi|558 GEL-YYAIAKNSPVLA----FPAGVCPSIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVV 
               160           170       180       190       200      
 
gi|558 DPNGKLLDKSSMSADHFWAVRGGGGESFGIVVSWQVKLLPVPPTVTVLKIPKTVQEGAID 
         210       220       230       240       250       260      
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 17.3 E():   96 
Smith-Waterman score: 44; 29.2% identity (79.2% similar) in 24 aa overlap (5-28:104-127) 
 
                                         10        20        30     
AAD-12                           RFGAIERIGGGDIVAISNVKADGTVRQHSPAEWD 
                                     :....: :.:. ..: .  .::..       
gi|121 ADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVTSVRSYKRI    
            80        90       100       110       120       130    
 
           40        50        60        70        80 
AAD-12 DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 66.6  bits: 19.0 E():   96 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (46-63:56-73) 
 
          20        30        40        50        60        70      
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
          80                                                        
AAD-12 FADMR                                                        
                                                                    
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
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          90       100       110       120       130       140      
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (48-72:27-50) 
 
        20        30        40        50        60        70        
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
        80                                                          
AAD-12 DMR                                                          
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (48-72:27-50) 
 
        20        30        40        50        60        70        
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
        80                                                          
AAD-12 DMR                                                          
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (48-72:27-50) 
 
        20        30        40        50        60        70        
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|753     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTTK 
                   10        20        30         40        50      
 
        80                                                          
AAD-12 DMR                                                          
                                                                    
gi|753 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (48-72:27-50) 
 
        20        30        40        50        60        70        
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
        80                                                          
AAD-12 DMR                                                          
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (48-72:27-50) 
 
        20        30        40        50        60        70        
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AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|425     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
        80                                                          
AAD-12 DMR                                                          
                                                                    
gi|425 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (48-72:27-50) 
 
        20        30        40        50        60        70        
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
        80                                                          
AAD-12 DMR                                                          
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (48-72:27-50) 
 
        20        30        40        50        60        70        
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|901     MGGYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
        80                                                          
AAD-12 DMR                                                          
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|2959898|emb|CAA73720.1| Profilin [Mercurialis annua  (133 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 66.5  bits: 17.3 E():   98 
Smith-Waterman score: 44; 28.8% identity (51.5% similar) in 66 aa overlap (10-61:19-84) 
 
                        10        20               30        40     
AAD-12          RFGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VG 
                         :  ..: : :  ::..  .:       : :   .:: .   : 
gi|295 MSWQTYVDDHLMCDIDGQGQHLAAASIVGHDGSIWAQSASFPQLKPEEITGIMKDFDEPG 
               10        20        30        40        50        60 
 
                 50         60        70        80                  
AAD-12 NMA----WHADSTYMPVMAQ-GAVFSAEVVPAVGGRTCFADMR                  
       ..:    . : . :: .... :::                                     
gi|295 HLAPTGLYIAGTKYMVIQGESGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPGQCNMV 
               70        80        90       100       110       120 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:40 2011 done: Fri Jan 21 00:02:40 2011 
 Total Scan time:  0.080 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
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 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 64  - 143 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     1     0:= 
  30     3     2:* 
  32    15     8:==*== 
  34    26    22:=======*= 
  36    61    44:==============*====== 
  38    73    73:========================* 
  40    92   102:===============================  * 
  42   155   125:=========================================*========== 
  44   156   138:=============================================*====== 
  46   151   140:==============================================*==== 
  48   149   134:============================================*===== 
  50    96   122:================================        * 
  52    62   108:=====================              * 
  54    73    92:=========================     * 
  56    41    77:==============           * 
  58    64    63:====================*= 
  60    67    51:================*====== 
  62    39    41:=============* 
  64    34    33:==========*= 
  66    28    26:========*= 
  68    29    20:======*=== 
  70    21    16:=====*= 
  72    18    12:===*== 
  74     3    10:=  * 
  76    12     8:==*= 
  78     4     6:=* 
  80     2     5:=* 
  82     5     3:*= 
  84     1     3:* 
  86     5     2:*= 
  88     0     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.05890.00356; mu= 7.5431 0.184 
 mean_var=50.860214.690, 0's: 2 Z-trim: 2  B-trim: 11 in 1/43 
 Lambda= 0.179840 
 Kolmogorov-Smirnov  statistic: 0.0641 (N=28) at  48 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
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The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   67 23.2     1.2 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   65 22.7     1.7 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   58 20.9     7.6 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   58 20.9     7.6 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   58 20.9     7.6 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   58 20.9     7.6 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   64 22.6     7.9 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   64 22.6     9.5 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   57 20.6      12 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   54 19.8      13 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   60 21.5      13 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   59 21.2      13 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   56 20.4      14 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   55 20.1      16 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   59 21.3      18 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   54 19.9      20 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   58 21.0      21 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   53 19.6      22 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   56 20.5      22 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   57 20.8      26 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   57 20.8      26 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   55 20.2      26 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 19.3      28 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   52 19.3      28 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   52 19.3      28 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   52 19.3      28 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   49 18.5      29 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   56 20.5      30 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   56 20.5      30 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   56 20.5      31 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   54 19.9      32 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 20.2      33 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   50 18.8      34 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   50 18.8      40 
gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pach ( 199)   51 19.1      41 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   53 19.7      42 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   52 19.4      44 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   55 20.3      46 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 16.0      47 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 16.0      47 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   53 19.7      47 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   48 18.3      48 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   48 18.3      48 
gi|34851174|gb|AAP15199.1| profilin-like protein [ ( 131)   48 18.3      48 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   48 18.3      48 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   48 18.3      48 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   51 19.1      49 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   52 19.4      50 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 19.1      51 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   48 18.3      53 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   51 19.2      53 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 18.9      53 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   51 19.2      53 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 18.3      53 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   51 19.2      54 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 19.2      54 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   46 17.7      54 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   51 19.2      57 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   50 18.9      58 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   48 18.3      58 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   52 19.5      61 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   52 19.5      61 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   52 19.5      61 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   50 18.9      63 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   50 18.9      63 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 17.8      65 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   53 19.8      65 
gi|45108973|emb|CAF32567.2| unnamed protein produc ( 500)   53 19.8      66 
gi|54144332|emb|CAD54670.2| pollen allergen Phl p  ( 508)   53 19.8      67 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   47 18.1      68 
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gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   47 18.1      68 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   47 18.1      68 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   47 18.1      68 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   47 18.1      68 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   47 18.1      68 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   47 18.1      68 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   47 18.1      68 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   47 18.1      68 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   47 18.1      68 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   47 18.1      69 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   47 18.1      69 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 18.9      71 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   51 19.2      72 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   51 19.2      72 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   51 19.2      72 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   51 19.2      72 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   51 19.2      72 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   51 19.2      72 
gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   48 18.3      73 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   39 15.8      80 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   46 17.8      81 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 17.8      81 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   46 17.8      81 
gi|77999277|gb|ABB16985.1| profilin-like protein [ ( 131)   45 17.5      82 
gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full= ( 131)   45 17.5      82 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   46 17.8      82 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 17.8      82 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 17.8      82 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 17.8      82 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 17.8      82 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   46 17.8      82 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 17.8      82 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   48 18.4      83 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   48 18.4      85 
gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliens ( 205)   47 18.1      85 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   47 18.1      88 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   48 18.4      89 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   48 18.4      89 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   48 18.4      90 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   52 19.5      90 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 18.9      90 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   52 19.5      93 
gi|55859454|emb|CAH92627.1| pollen allergen Sec c  ( 518)   51 19.2      96 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   44 17.2      96 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 19.0      97 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   45 17.5      97 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   45 17.5      97 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   45 17.5      97 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   45 17.5      97 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   45 17.5      97 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   45 17.5      97 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   45 17.5      97 
gi|2959898|emb|CAA73720.1| Profilin [Mercurialis a ( 133)   44 17.2      98 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  67  Z-score: 100.9  bits: 23.2 E():  1.2 
Smith-Waterman score: 67; 40.0% identity (63.3% similar) in 30 aa overlap (20-49:30-56) 
 
                         10        20        30        40        50 
AAD-12           FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. : :   ::. :.. :  
gi|126 TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTK--KGNL-WEVKSA 
               10        20        30        40          50         
 
               60        70        80           
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRA           
                                                
gi|126 KPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
        60        70        80        90        
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
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 initn:  55 init1:  55 opt:  65  Z-score: 98.2  bits: 22.7 E():  1.7 
Smith-Waterman score: 65; 35.5% identity (64.5% similar) in 31 aa overlap (20-50:30-57) 
 
                         10        20        30        40        50 
AAD-12           FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. . :   ::. :.. :. 
gi|144 VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKSS 
               10        20        30        40          50         
 
               60        70        80          
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRA          
                                               
gi|144 KPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
        60        70        80        90       
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 86.7  bits: 20.9 E():  7.6 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (20-78:55-107) 
 
                          10        20        30        40          
AAD-12            FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
      50        60        70        80              
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRA              
          :.  ::  :. . .   : .. : :.                
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 86.7  bits: 20.9 E():  7.6 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (20-78:55-107) 
 
                          10        20        30        40          
AAD-12            FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
      50        60        70        80              
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRA              
          :.  ::  :. . .   : .. : :.                
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 86.7  bits: 20.9 E():  7.6 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (20-78:55-107) 
 
                          10        20        30        40          
AAD-12            FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
      50        60        70        80              
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRA              
          :.  ::  :. . .   : .. : :.                
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 86.7  bits: 20.9 E():  7.6 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (20-78:55-107) 
 
                          10        20        30        40          
AAD-12            FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|117 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
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           30        40        50        60        70          80   
 
      50        60        70        80              
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRA              
          :.  ::  :. . .   : .. : :.                
gi|117 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  64  Z-score: 86.3  bits: 22.6 E():  7.9 
Smith-Waterman score: 64; 33.3% identity (57.1% similar) in 63 aa overlap (19-77:89-149) 
 
                           10        20         30        40        
AAD-12             FGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .  :. . ..:  . 
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLT 
       60        70        80        90       100        110        
 
        50           60        70        80                         
AAD-12 DSTYMP---VMAQGAVFSAEVVPAVGGRTCFADMRA                         
       : . :    . .::  . :    .:.:::   :                            
gi|114 DFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPE 
        120       130       140       150       160       170       
 
gi|114 FHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSN 
        180       190       200       210       220       230       
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  64  Z-score: 84.9  bits: 22.6 E():  9.5 
Smith-Waterman score: 64; 33.3% identity (57.1% similar) in 63 aa overlap (19-77:119-179) 
 
                           10        20         30        40        
AAD-12             FGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .  :. . ..:  . 
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLT 
       90       100       110       120       130        140        
 
        50           60        70        80                         
AAD-12 DSTYMP---VMAQGAVFSAEVVPAVGGRTCFADMRA                         
       : . :    . .::  . :    .:.:::   :                            
gi|476 DFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPE 
        150       160       170       180       190       200       
 
gi|476 FHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSN 
        210       220       230       240       250       260       
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 83.3  bits: 20.6 E():   12 
Smith-Waterman score: 57; 41.4% identity (69.0% similar) in 29 aa overlap (43-71:23-50) 
 
             20        30        40        50        60        70   
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: :::.: . ::  
gi|444         MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGV 
                       10        20         30        40        50  
 
             80                                                     
AAD-12 TCFADMRA                                                     
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 82.5  bits: 19.8 E():   13 
Smith-Waterman score: 54; 26.8% identity (53.5% similar) in 71 aa overlap (8-78:29-86) 
 
                                    10        20        30          
AAD-12                      FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI 
                                   : :::::. ..:  :.   . :      .:   
gi|105 CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGS-DTYEP------LKHS 
               10        20        30         40               50   
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      40        50        60        70        80            
AAD-12 VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA            
        : . :. ::   :.  .: . .....   : .: . :.              
gi|105 WGAI-WRKDSDK-PI--KGPI-TVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
              60            70        80        90          
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 82.5  bits: 21.5 E():   13 
Smith-Waterman score: 60; 21.4% identity (61.4% similar) in 70 aa overlap (5-72:265-327) 
 
                                         10        20        30     
AAD-12                           FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD 
                                     :..: :..:     ...: .. ..::. .  
gi|170 HSVVHSIIMQQQQQQQQQQGIDIFLPLSQHEQVGQGSLV-----QGQGIIQPQQPAQLEA 
          240       250       260       270            280          
 
           40        50          60        70        80 
AAD-12 MMKVIVGNMAWHADSTYMP--VMAQGAVFSAEVVPAVGGRTCFADMRA 
       . .... ..    . .:.:     . : : : .: ..::.         
gi|170 IRSLVLQTLPSMCN-VYVPPECSIMRAPF-ASIVAGIGGQ         
     290       300        310        320                
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  57 init1:  57 opt:  59  Z-score: 82.2  bits: 21.2 E():   13 
Smith-Waterman score: 59; 17.6% identity (55.9% similar) in 68 aa overlap (5-72:217-279) 
 
                                         10        20        30     
AAD-12                           FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDD 
                                     ...: : .:     ...: .. ..::. .  
gi|106 IHSIVHSIIMQQEQQEQRQGVQILVPLSQQQQVGQGTLV-----QGQGIIQPQQPAQLEV 
        190       200       210       220            230       240  
 
           40        50        60        70        80 
AAD-12 MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
       . . .. ..:   .    :  .   .  : .: ..::.         
gi|106 IRSSVLQTLATMCNVYVPPYCSTIRAPFASIVAGIGGQ         
             250       260       270                  
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 81.9  bits: 20.4 E():   14 
Smith-Waterman score: 56; 40.0% identity (68.0% similar) in 25 aa overlap (47-71:27-50) 
 
         20        30        40        50        60        70       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. :::.. . ::      
gi|165     MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIK 
                   10        20        30         40        50      
 
         80                                                         
AAD-12 DMRA                                                         
                                                                    
gi|165 KITFGEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSIL 
          60        70        80        90       100       110      
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 80.6  bits: 20.1 E():   16 
Smith-Waterman score: 55; 32.4% identity (58.8% similar) in 34 aa overlap (28-55:114-147) 
 
                  10        20        30        40              50  
AAD-12    FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV----GNMAWHA--DSTY 
                                     :::. :.. : .:    :   : .  .:.. 
gi|250 EVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSW 
            90       100       110       120       130       140    
 
              60        70        80 
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRA 
        ::.                          
gi|250 APVLDFVFSTLKNEL               
           150                       
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>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  49 init1:  49 opt:  59  Z-score: 80.0  bits: 21.3 E():   18 
Smith-Waterman score: 59; 23.7% identity (59.3% similar) in 59 aa overlap (13-70:120-177) 
 
                                 10        20        30        40   
AAD-12                   FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     .: ...: .    .: :: ::   : .. . 
gi|309 LGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQ 
      90       100       110       120       130       140          
 
              50        60        70        80                      
AAD-12 MAWHAD-STYMPVMAQGAVFSAEVVPAVGGRTCFADMRA                      
       . ...  ..     : ::. .:... :.:                                
gi|309 VKYQGGCGSGWAFSATGAIEAAHAI-ATGDLVSLSEQELVDCVEESEGCYNGWHYQSFEW 
     150       160       170        180       190       200         
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 79.1  bits: 19.9 E():   20 
Smith-Waterman score: 54; 37.9% identity (69.0% similar) in 29 aa overlap (43-71:23-50) 
 
             20        30        40        50        60        70   
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: .::.: . ::  
gi|444         MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGV 
                       10        20         30        40        50  
 
             80                                                     
AAD-12 TCFADMRA                                                     
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 78.5  bits: 21.0 E():   21 
Smith-Waterman score: 58; 25.0% identity (58.3% similar) in 48 aa overlap (16-63:262-309) 
 
                              10        20        30        40      
AAD-12                FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|169 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
          50        60        70        80                          
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA                          
       .: :.::  .  ..::.:                                           
gi|169 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.5  bits: 19.6 E():   22 
Smith-Waterman score: 53; 26.7% identity (66.7% similar) in 30 aa overlap (49-78:5-34) 
 
       20        30        40        50        60        70         
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.  :..  ... :. .. :. :. :.: : 
gi|189                           MASKSSITPLLLAAVLASVFAAAAATGQYCYAGM 
                                         10        20        30     
 
       80                                                           
AAD-12 RA                                                           
                                                                    
gi|189 GLPSNPLEGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIG 
           40        50        60        70        80        90     
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  56  Z-score: 78.3  bits: 20.5 E():   22 
Smith-Waterman score: 56; 26.8% identity (53.5% similar) in 71 aa overlap (8-78:198-255) 
 
                                      10        20        30        
AAD-12                        FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.   . :      .: 
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gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGS-DTYEP------LK 
       170       180       190       200        210                 
 
        40        50        60        70        80             
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA             
          : . :. ::   :.  .: . .....   : .: . :.               
gi|115 HSWGAI-WRKDSDK-PI--KGPI-TVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
     220        230           240       250       260          
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 77.1  bits: 20.8 E():   26 
Smith-Waterman score: 57; 25.0% identity (58.3% similar) in 48 aa overlap (16-63:262-309) 
 
                              10        20        30        40      
AAD-12                FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
          50        60        70        80                          
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA                          
       .: :.::  .  ..::.:                                           
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 77.1  bits: 20.8 E():   26 
Smith-Waterman score: 57; 25.0% identity (58.3% similar) in 48 aa overlap (16-63:262-309) 
 
                              10        20        30        40      
AAD-12                FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
          50        60        70        80                          
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA                          
       .: :.::  .  ..::.:                                           
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  55  Z-score: 77.0  bits: 20.2 E():   26 
Smith-Waterman score: 55; 22.5% identity (52.1% similar) in 71 aa overlap (8-78:192-249) 
 
                                      10        20        30        
AAD-12                        FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : ::.::..       .....  .: .. : 
gi|168 CKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGDVVAVD-------IKEKGKDKWTEL-K 
             170       180       190       200              210     
 
        40        50        60        70        80             
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA             
          : . :. :.   :    :  :... .   : .. : :.               
gi|168 ESWGAV-WRIDT---PDKLTGP-FTVRYTTEGGTKSEFEDVIPEGWKADTSYSAK 
            220          230        240       250       260    
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 76.4  bits: 19.3 E():   28 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (47-71:27-50) 
 
         20        30        40        50        60        70       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|602     MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
         80                                                         
AAD-12 DMRA                                                         
                                                                    
gi|602 KINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIK 
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          60        70        80        90       100       110      
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 76.4  bits: 19.3 E():   28 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (47-71:27-50) 
 
         20        30        40        50        60        70       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|279     MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
         80                                                         
AAD-12 DMRA                                                         
                                                                    
gi|279 KINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 76.4  bits: 19.3 E():   28 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (47-71:27-50) 
 
         20        30        40        50        60        70       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|131     MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
         80                                                         
AAD-12 DMRA                                                         
                                                                    
gi|131 KINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 76.3  bits: 19.3 E():   28 
Smith-Waterman score: 52; 37.9% identity (69.0% similar) in 29 aa overlap (43-71:23-50) 
 
             20        30        40        50        60        70   
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: .::.: . ::  
gi|444         MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGV 
                       10        20         30        40        50  
 
             80                                                     
AAD-12 TCFADMRA                                                     
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 76.1  bits: 18.5 E():   29 
Smith-Waterman score: 49; 32.3% identity (58.1% similar) in 31 aa overlap (23-51:35-64) 
 
                       10        20        30          40        50 
AAD-12         FGAIERIGGGDIVAISNVKADGTVRQHSPAE--WDDMMKVIVGNMAWHADST 
                                     : . ..::.  :: .  : .   .: ::.  
gi|323 QTCAGNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKP 
           10        20        30        40         50        60    
 
               60        70        80 
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
       :                              
gi|323 YSWRYGWTAFCGPAGPRCLRTNAAVTVR   
            70        80        90    
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 75.8  bits: 20.5 E():   30 
Smith-Waterman score: 56; 23.7% identity (55.9% similar) in 59 aa overlap (13-70:120-177) 
 
                                 10        20        30        40   
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AAD-12                   FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     .: ...: .    .: :: ::   : .. . 
gi|129 LGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQ 
      90       100       110       120       130       140          
 
             50         60        70        80                      
AAD-12 MAWHADSTY-MPVMAQGAVFSAEVVPAVGGRTCFADMRA                      
       . ...         : ::. .:... :.:                                
gi|129 VKYQGGCGRGWAFSATGAIEAAHAI-ATGDLVSLSEQELVDCVEESEGSYNGWQYQSFEW 
     150       160       170        180       190       200         
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 75.8  bits: 20.5 E():   30 
Smith-Waterman score: 56; 23.7% identity (55.9% similar) in 59 aa overlap (13-70:120-177) 
 
                                 10        20        30        40   
AAD-12                   FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     .: ...: .    .: :: ::   : .. . 
gi|119 LGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQ 
      90       100       110       120       130       140          
 
             50         60        70        80                      
AAD-12 MAWHADSTY-MPVMAQGAVFSAEVVPAVGGRTCFADMRA                      
       . ...         : ::. .:... :.:                                
gi|119 VKYQGGCGRGWAFSATGAIEAAHAI-ATGDLVSLSEQELVDCVEESEGSYNGWQYQSFEW 
     150       160       170        180       190       200         
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 75.7  bits: 20.5 E():   31 
Smith-Waterman score: 56; 25.0% identity (58.3% similar) in 48 aa overlap (16-63:262-309) 
 
                              10        20        30        40      
AAD-12                FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|158 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQLT 
             240       250       260       270       280       290  
 
          50        60        70        80                          
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA                          
       .: :.::  .  ..::.:                                           
gi|158 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 75.5  bits: 19.9 E():   32 
Smith-Waterman score: 54; 26.8% identity (53.5% similar) in 71 aa overlap (8-78:198-255) 
 
                                      10        20        30        
AAD-12                        FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.   . :      .: 
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGS-DTYEP------LK 
       170       180       190       200        210                 
 
        40        50        60        70        80             
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA             
          : . :. ::   :.  .: . .....   : .: . :.               
gi|105 HSWGAI-WRKDSDK-PI--KGPI-TVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
     220        230           240       250       260          
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 75.2  bits: 20.2 E():   33 
Smith-Waterman score: 55; 30.6% identity (58.3% similar) in 36 aa overlap (30-65:155-190) 
 
                10        20        30        40        50          
AAD-12  FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :   . ..::.:..  :: .     .  :: 
gi|249 QLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA 
          130       140       150       160       170       180     
 
      60        70        80                                        
AAD-12 VFSAEVVPAVGGRTCFADMRA                                        
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       . .:::                                                       
gi|249 IPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTL 
          190       200       210       220       230       240     
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.8  bits: 18.8 E():   34 
Smith-Waterman score: 50; 28.1% identity (59.4% similar) in 32 aa overlap (38-69:11-42) 
 
        10        20        30        40        50        60        
AAD-12 GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                                     ::.. .:: ...   :. : :    ..::  
gi|249                     MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQ 
                                   10        20        30        40 
 
        70        80                                                
AAD-12 AVGGRTCFADMRA                                                
        .                                                           
gi|249 DIMPCLHFVKGEEKEPSKECCSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVA 
               50        60        70        80        90       100 
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 73.5  bits: 18.8 E():   40 
Smith-Waterman score: 50; 31.0% identity (55.2% similar) in 29 aa overlap (52-75:31-59) 
 
              30        40        50        60        70            
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICFD 
               10        20        30        40        50        60 
 
         80                                                         
AAD-12 DMRA                                                         
                                                                    
gi|132 EGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSISK 
               70        80        90       100       110       120 
 
>>gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pachycon  (199 aa) 
 initn:  40 init1:  40 opt:  51  Z-score: 73.4  bits: 19.1 E():   41 
Smith-Waterman score: 51; 25.0% identity (53.3% similar) in 60 aa overlap (4-61:97-148) 
 
                                          10        20        30    
AAD-12                            FGAIERIGGGDIVAISNVKADGTVRQHSPAEWD 
                                     .::   :. .:.:.  : :      : . . 
gi|169 MPDLTWDNELAAIAQRWVNQCKIGHDGCRNVERYQVGQNIAMSGSTAKG------PCNMN 
         70        80        90       100       110             120 
 
            40          50        60        70        80            
AAD-12 DMMKVIVG--NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA            
       ..... ..  :    :: . ::  ..:  :                               
gi|169 NLVQMWINEVNALNAADVSSMP--SDGNYFMKIGHYTQLVWGKTTKVGCGIIQFLDGKFY 
              130       140         150       160       170         
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 73.3  bits: 19.7 E():   42 
Smith-Waterman score: 53; 30.6% identity (58.3% similar) in 36 aa overlap (38-72:16-51) 
 
        10        20        30        40         50        60       
AAD-12 GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA-WHADSTYMPVMAQGAVFSAEVV 
                                     ...:  : . ::. : :. :   .  : .  
gi|441                MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATP 
                              10        20        30        40      
 
         70        80                                               
AAD-12 PAVGGRTCFADMRA                                               
        :.::.                                                       
gi|441 AAAGGKATTDEQKLLEDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKA 
          50        60        70        80        90       100      
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  41 init1:  41 opt:  52  Z-score: 72.8  bits: 19.4 E():   44 
Smith-Waterman score: 52; 22.5% identity (52.1% similar) in 71 aa overlap (8-78:192-249) 
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                                      10        20        30        
AAD-12                        FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : ::.::..       .....  .: .. : 
gi|126 CKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGDVVAVD-------IKEKGKDKWIEL-K 
             170       180       190       200              210     
 
        40        50        60        70        80             
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA             
          : . :. :.   :    :  :... .   : .. : :.               
gi|126 ESWGAV-WRIDT---PDKLTGP-FTVRYTTEGGTKSEFEDVIPEGWKADTSYSAK 
            220          230        240       250       260    
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  44 init1:  44 opt:  55  Z-score: 72.5  bits: 20.3 E():   46 
Smith-Waterman score: 55; 24.2% identity (56.5% similar) in 62 aa overlap (9-69:438-492) 
 
                                     10        20         30        
AAD-12                       FGAIERIGGGDIVAISNVKADGTVRQHSP-AEWDDMMK 
                                     ::  .  ... :::  . :.  .  .: .  
gi|796 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHNAETTVEDRIG 
       410       420       430       440       450       460        
 
        40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
       .:. .    :....   .  ::..: :.  ::            
gi|796 IIIDS----AEKAFHKEL--GAIYS-EIKDAVSV          
       470           480          490              
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.4  bits: 16.0 E():   47 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (45-51:19-25) 
 
           20        30        40        50        60        70     
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.::..:                        
gi|320             YTTEGGTKAEAEDVIPEGWKADTSYE                       
                           10        20                             
 
           80 
AAD-12 FADMRA 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.4  bits: 16.0 E():   47 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (45-51:19-25) 
 
           20        30        40        50        60        70     
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.::..:                        
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE                       
                           10        20                             
 
           80 
AAD-12 FADMRA 
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 72.4  bits: 19.7 E():   47 
Smith-Waterman score: 53; 22.9% identity (58.3% similar) in 48 aa overlap (13-58:223-270) 
 
                                 10        20         30         40 
AAD-12                   FGAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKV-IV 
                                     : . ..  ::   ..:.  :..  ..  :. 
gi|729 EGVLSRKVPSHLTLETPRVKMNMKYDRYAPVKVFKLDYDGIHFEKHTDIEYEPGVRYKII 
            200       210       220       230       240       250   
 
               50        60        70        80                     
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA                     
       ::   . :. .. . .::                                           
gi|729 GNGKLKDDGRHYSIDVQGIPRKAFNLDADLMDFKLKVSKPEDSNKAQFSYTFNEYTETEE 
            260       270       280       290       300       310   
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>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.1  bits: 18.3 E():   48 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (7-58:15-79) 
 
                       10        20               30          40    
AAD-12         FGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|288 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
               50         60        70        80                    
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTCFADMRA                    
       :    :  .: :: ....:                                          
gi|288 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.1  bits: 18.3 E():   48 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (7-58:15-79) 
 
                       10        20               30          40    
AAD-12         FGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|218 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
               50         60        70        80                    
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTCFADMRA                    
       :    :  .: :: ....:                                          
gi|218 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|34851174|gb|AAP15199.1| profilin-like protein [Humu  (131 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.1  bits: 18.3 E():   48 
Smith-Waterman score: 48; 29.6% identity (51.9% similar) in 81 aa overlap (7-73:15-93) 
 
                       10        20               30        40      
AAD-12         FGAIERIGGGDIVAISNVKADGTVR-------QHSPAEWDDMMKVIV--GNM 
                     : :  ..: . .  ::.:        : .: :   .:: .   :.. 
gi|348 MSWQAYVDDHLMCEIDGQHLTAAAIIGHDGSVWAQSSTFPQFKPEEIAAIMKDFEEPGSL 
               10        20        30        40        50        60 
 
               50          60        70        80                   
AAD-12 A---WHADST-YMPVMA-QGAVFSAEVVPAVGGRTCFADMRA                   
       :    :  .  :: .:. ::::. ..   ..:: :                          
gi|348 APTGLHLGGIKYMVIMGEQGAVIRGK--KGAGGITVKKTGAAMIIGIYDEPLTPGQCNMI 
               70        80          90       100       110         
 
gi|348 VERLGDYLIDQNL 
      120       130  
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.1  bits: 18.3 E():   48 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (7-58:15-79) 
 
                       10        20               30          40    
AAD-12         FGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|144 MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
               50         60        70        80                    
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTCFADMRA                    
       :    :  .: :: ....:                                          
gi|144 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.1  bits: 18.3 E():   48 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (7-58:15-79) 
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                       10        20               30          40    
AAD-12         FGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|604 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
               50         60        70        80                    
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTCFADMRA                    
       :    :  .: :: ....:                                          
gi|604 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 72.1  bits: 19.1 E():   49 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (8-38:169-199) 
 
                                      10        20        30        
AAD-12                        FGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|331 CKYPEGTKLTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
      140       150       160       170        180       190        
 
         40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
       .:                                           
gi|331 RVDTPDKLTGPFTVRYTTEGGTKSEVEDVIPEGWKADTSYEAK  
       200       210       220       230       240  
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 71.9  bits: 19.4 E():   50 
Smith-Waterman score: 52; 32.4% identity (58.8% similar) in 34 aa overlap (44-77:23-55) 
 
            20        30        40        50        60        70    
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .. ::. : :. :   .  : ..::.::   
gi|663         MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGK 
                       10        20        30        40         50  
 
            80                                                      
AAD-12 CFADMRA                                                      
         .:                                                         
gi|663 ATTDEQKLLEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILK 
              60        70        80        90       100       110  
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 71.7  bits: 19.1 E():   51 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (8-23:181-195) 
 
                                      10        20        30        
AAD-12                        FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
        40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                                   
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
     210       220       230       240       250   
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.4  bits: 18.3 E():   53 
Smith-Waterman score: 48; 23.3% identity (66.7% similar) in 30 aa overlap (49-78:5-34) 
 
       20        30        40        50        60        70         
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.  :..  ... :. .. .. :. :.: : 
gi|439                           MASKSSITPLLLAAVLASVFAAATATGQYCYAGM 
                                         10        20        30     
 
       80                                                           
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AAD-12 RA                                                           
                                                                    
gi|439 GLPSNPLEGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFI 
           40        50        60        70        80        90     
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 71.4  bits: 19.2 E():   53 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (8-38:192-222) 
 
                                      10        20        30        
AAD-12                        FGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : : ..  
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
         40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
       .:                                           
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK  
              230       240       250       260     
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 71.4  bits: 18.9 E():   53 
Smith-Waterman score: 50; 40.0% identity (72.0% similar) in 25 aa overlap (12-36:9-29) 
 
               10        20        30        40        50        60 
AAD-12 FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 
                  :::.....: .    :.:: .:: :                         
gi|144    MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMVDQIVKSLTTKKELDPFKIE 
                  10            20        30        40        50    
 
               70        80                                         
AAD-12 FSAEVVPAVGGRTCFADMRA                                         
                                                                    
gi|144 QTKVPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKIDTDGGAFAATLKLGDKNIRI 
            60        70        80        90       100       110    
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 71.4  bits: 19.2 E():   53 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (8-38:193-223) 
 
                                      10        20        30        
AAD-12                        FGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|180 CKYPEGTKVTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
            170       180       190       200        210       220  
 
         40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
       .:                                           
gi|180 RVDTPDKLTGPFTVRYTTEGGTKSEVEDVIPEGWKADTSYEAK  
             230       240       250       260      
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 71.4  bits: 18.3 E():   53 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (16-32:2-19) 
 
               10        20         30        40        50          
AAD-12 FGAIERIGGGDIVAISNVKAD-GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                      ..: .: :.. ..::.::                            
gi|250               PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPFPRCRALVKSQCAGGQ 
                             10        20        30        40       
 
      60        70        80                                        
AAD-12 VFSAEVVPAVGGRTCFADMRA                                        
                                                                    
gi|250 VVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTEVM 
         50        60        70        80        90       100       
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 71.2  bits: 19.2 E():   54 
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Smith-Waterman score: 51; 22.5% identity (52.1% similar) in 71 aa overlap (8-78:198-255) 
 
                                      10        20        30        
AAD-12                        FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : ::.::..       .....  .: .. : 
gi|249 CKYPDGTKPTFHVEKGSNPNYLALLVKYVDGDGDVVAVD-------IKEKGKDKWIEL-K 
       170       180       190       200              210           
 
        40        50        60        70        80             
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA             
          : . :. :.   :    :  :... .   : .. : :.               
gi|249 ESWGAI-WRIDT---PDKLTGP-FTVRYTTEGGTKAEFEDVIPEGWKADTHDASK 
     220        230           240       250       260          
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 71.2  bits: 19.2 E():   54 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (8-23:199-213) 
 
                                      10        20        30        
AAD-12                        FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
        40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                                   
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK 
       230       240       250       260       270 
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 71.2  bits: 17.7 E():   54 
Smith-Waterman score: 46; 26.9% identity (53.8% similar) in 52 aa overlap (19-68:8-56) 
 
               10        20        30        40        50           
AAD-12 FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY--MPVMAQG 
                         :: :.    .:.  ::..   .::. .  ..     :..  : 
gi|166            ATPTPTPKAAGSWCVPKPGVSDDQL---TGNINYACSQGIDCGPIQPGG 
                          10        20           30        40       
 
       60        70        80                                  
AAD-12 AVFSAEVVPAVGGRTCFADMRA                                  
       : :  ..: :                                              
gi|166 ACFEPNTVKAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
         50        60        70        80        90       100  
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 70.8  bits: 19.2 E():   57 
Smith-Waterman score: 51; 22.6% identity (64.5% similar) in 31 aa overlap (49-79:66-96) 
 
       20        30        40        50        60        70         
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:.. ::  :  .. :..  .. :... 
gi|219 QPLPPQQTFPQQPPFSQQQQQQPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQ 
          40        50        60        70        80        90      
 
       80                                                           
AAD-12 RA                                                           
       .                                                            
gi|219 QQLILPPQQQQQLPQQQISIVQPSVLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSC 
         100       110       120       130       140       150      
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.7  bits: 18.9 E():   58 
Smith-Waterman score: 50; 28.1% identity (56.2% similar) in 32 aa overlap (8-38:169-199) 
 
                                      10        20        30        
AAD-12                        FGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|458 CKYPEGTKVTFHVEKGSNPNYLALLVKFVAGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
      140       150       160       170        180       190        
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         40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
       ..                                           
gi|458 RIDTPEVLKGPFTVRYTTEGGTKGEAKDVIPEGWKADTCYESK  
       200       210       220       230       240  
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 48; 29.8% identity (47.4% similar) in 57 aa overlap (18-60:38-90) 
 
                            10        20           30        40     
AAD-12              FGAIERIGGGDIVAISNVKADGTVRQ---HSPAEWDDMMKVIVGNMA 
                                     :.: . .:.    .:  ::.. ::    .: 
gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKVA---QA 
        10        20        30        40        50        60        
 
                      50        60        70        80              
AAD-12 W-----------HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA              
       :           :.:      :::::.                                  
gi|148 WAETRTPDCSLIHSDRCG-ENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQI 
           70        80         90       100       110       120    
 
>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  41 init1:  41 opt:  52  Z-score: 70.3  bits: 19.5 E():   61 
Smith-Waterman score: 52; 29.9% identity (47.1% similar) in 87 aa overlap (1-75:49-130) 
 
                                              10        20          
AAD-12                               FGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|493 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
            30        40         50         60           70         
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQG-AVFS---AEVVPAVGGRTCFADM 
       .:    :  :  . .:  :::  .     ::..  :  .:.   :.:  . ::   :    
gi|493 LRYG--ATRDRPLWIIFSGNMNIKLK---MPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
       80                                                           
AAD-12 RA                                                           
                                                                    
gi|493 VSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  41 init1:  41 opt:  52  Z-score: 70.3  bits: 19.5 E():   61 
Smith-Waterman score: 52; 29.9% identity (47.1% similar) in 87 aa overlap (1-75:49-130) 
 
                                              10        20          
AAD-12                               FGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|195 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
            30        40         50         60           70         
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQG-AVFS---AEVVPAVGGRTCFADM 
       .:    :  :  . .:  :::  .     ::..  :  .:.   :.:  . ::   :    
gi|195 LRYG--ATRDRPLWIIFSGNMNIKLK---MPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
       80                                                           
AAD-12 RA                                                           
                                                                    
gi|195 VSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  41 init1:  41 opt:  52  Z-score: 70.3  bits: 19.5 E():   61 
Smith-Waterman score: 52; 29.9% identity (47.1% similar) in 87 aa overlap (1-75:49-130) 
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                                              10        20          
AAD-12                               FGAIERIG-GGDIVAISNVKAD------GT 
                                     ::.    : :::. ...:   :      :: 
gi|117 CFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGT 
       20        30        40        50        60        70         
 
            30        40         50         60           70         
AAD-12 VRQHSPAEWDDMMKVIV-GNMAWHADSTYMPVMAQG-AVFS---AEVVPAVGGRTCFADM 
       .:    :  :  . .:  :::  .     ::..  :  .:.   :.:  . ::   :    
gi|117 LRYG--ATRDRPLWIIFSGNMNIKLK---MPMYIAGYKTFDGRGAQVYIGNGGPCVFIKR 
       80          90       100          110       120       130    
 
       80                                                           
AAD-12 RA                                                           
                                                                    
gi|117 VSNVIIHGLHLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSS 
           140       150       160       170       180       190    
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 50; 28.1% identity (56.2% similar) in 32 aa overlap (8-38:191-221) 
 
                                      10        20        30        
AAD-12                        FGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|158 KCKYPEGTKVTFHVEKGSNPNYLALLVKFSGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
              170       180       190        200       210          
 
         40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
       ..                                           
gi|158 RIDTPEVLKGPFTVRYTTEGGTKARAKDVIPEGWKADTAYESK  
     220       230       240       250       260    
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 50; 28.1% identity (56.2% similar) in 32 aa overlap (8-38:192-222) 
 
                                      10        20        30        
AAD-12                        FGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|390 CKYPEGTKVTFHVEKGSNPNYLALLVKFVAGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
             170       180       190        200       210       220 
 
         40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
       ..                                           
gi|390 RIDTPEVLKGPFTVRYTTEGGTKGEAKDVIPEGWKADTAYESK  
              230       240       250       260     
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.8  bits: 17.8 E():   65 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (53-68:66-81) 
 
             30        40        50        60        70        80   
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA   
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS 
         100       110       120    
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 69.7  bits: 19.8 E():   65 
Smith-Waterman score: 53; 26.2% identity (57.4% similar) in 61 aa overlap (9-69:438-492) 
 
                                     10        20        30         
AAD-12                       FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV 
                                     ::  .  ... :::  . :. ::    ..  
gi|142 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHN-AE--TTVED 
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       410       420       430       440       450          460     
 
       40        50        60        70        80 
AAD-12 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
        .:..   :....   .  ::..: :.  ::            
gi|142 RIGGIIDSAEKAFHKEL--GAIYS-EIKDAVSA          
          470       480          490              
 
>>gi|45108973|emb|CAF32567.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 69.7  bits: 19.8 E():   66 
Smith-Waterman score: 53; 28.8% identity (50.0% similar) in 66 aa overlap (11-76:105-160) 
 
                                   10        20        30        40 
AAD-12                     FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV 
                                     :.  .  : .:: .:    . : :   . . 
gi|451 HGVRIRVRSGGHDYEGLSYRSLQPEEFAVVDLSKMRAVWVDGKAR----TAWVDS-GAQL 
           80        90       100       110           120           
 
               50        60        70        80                     
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA                     
       :.. ..:     ::.:    : : : :..:    ::                         
gi|451 GEL-YYAIHKASPVLA----FPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLV 
     130        140           150       160       170       180     
 
gi|451 DANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPKKASEGAVD 
          190       200       210       220       230       240     
 
>>gi|54144332|emb|CAD54670.2| pollen allergen Phl p 4 [P  (508 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 69.5  bits: 19.8 E():   67 
Smith-Waterman score: 53; 28.8% identity (50.0% similar) in 66 aa overlap (11-76:113-168) 
 
                                   10        20        30        40 
AAD-12                     FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV 
                                     :.  .  : .:: .:    . : :   . . 
gi|541 HGVRIRVRSGGHDYEGLSYRSLQPEEFAVVDLSKMRAVWVDGKAR----TAWVDS-GAQL 
             90       100       110       120           130         
 
               50        60        70        80                     
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA                     
       :.. ..:     ::.:    : : : :..:    ::                         
gi|541 GEL-YYAIHKASPVLA----FPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLV 
       140        150           160       170       180       190   
 
gi|541 DANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPKKASEGAVD 
            200       210       220       230       240       250   
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (47-71:27-50) 
 
         20        30        40        50        60        70       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|165     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
         80                                                         
AAD-12 DMRA                                                         
                                                                    
gi|165 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (47-71:27-50) 
 
         20        30        40        50        60        70       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
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         80                                                         
AAD-12 DMRA                                                         
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (47-71:27-50) 
 
         20        30        40        50        60        70       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
         80                                                         
AAD-12 DMRA                                                         
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (47-71:27-50) 
 
         20        30        40        50        60        70       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEYTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
         80                                                         
AAD-12 DMRA                                                         
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 47; 40.0% identity (68.0% similar) in 25 aa overlap (47-71:27-50) 
 
         20        30        40        50        60        70       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :.:.. . ::      
gi|602     MGVFTYEFEFTSVIPPARLYNAFVLDADNL-IPKIAPQAVKSTEILEGDGGVGTIK 
                   10        20        30         40        50      
 
         80                                                         
AAD-12 DMRA                                                         
                                                                    
gi|602 KINFGEGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (47-71:27-50) 
 
         20        30        40        50        60        70       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|753     MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
         80                                                         
AAD-12 DMRA                                                         
                                                                    
gi|753 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
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>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (47-71:27-50) 
 
         20        30        40        50        60        70       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
         80                                                         
AAD-12 DMRA                                                         
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (47-71:27-50) 
 
         20        30        40        50        60        70       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|886     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
         80                                                         
AAD-12 DMRA                                                         
                                                                    
gi|886 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIK 
          60        70        80        90       100       110      
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (47-71:27-50) 
 
         20        30        40        50        60        70       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|134     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
         80                                                         
AAD-12 DMRA                                                         
                                                                    
gi|134 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (47-71:27-50) 
 
         20        30        40        50        60        70       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
         80                                                         
AAD-12 DMRA                                                         
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 69.3  bits: 18.1 E():   69 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (8-48:110-157) 
 
                                      10           20           30  
AAD-12                        FGAIERIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
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gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
               40        50        60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
         . ..... . .  :.:                                 
gi|154 MAEKLLRAVESYLLAHTDEYN                              
     140       150       160                              
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 69.3  bits: 18.1 E():   69 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (8-48:110-157) 
 
                                      10           20           30  
AAD-12                        FGAIERIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
               40        50        60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
         . ..... . .  :.:                                 
gi|154 MAEKLLRAVESYLLAHTDEYN                              
     140       150       160                              
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 69.0  bits: 18.9 E():   71 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (45-62:66-83) 
 
           20        30        40        50        60        70     
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
           80                                                       
AAD-12 FADMRA                                                       
                                                                    
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 68.9  bits: 19.2 E():   72 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (36-73:270-307) 
 
          10        20        30        40        50        60      
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
          70        80                                              
AAD-12 VPAVGGRTCFADMRA                                              
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 68.9  bits: 19.2 E():   72 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (36-73:270-307) 
 
          10        20        30        40        50        60      
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|270 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
          70        80                                              
AAD-12 VPAVGGRTCFADMRA                                              
       .  : : :                                                     
gi|270 IQHVKGGTPKRPDRAIETYLFAMFDENQKQPEVEKHFGLFFPDKRPKYNLNFSAKKNWDI 
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     300       310       320       330       340       350          
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 68.9  bits: 19.2 E():   72 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (36-73:270-307) 
 
          10        20        30        40        50        60      
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
          70        80                                              
AAD-12 VPAVGGRTCFADMRA                                              
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 68.9  bits: 19.2 E():   72 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (36-73:270-307) 
 
          10        20        30        40        50        60      
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
          70        80                                              
AAD-12 VPAVGGRTCFADMRA                                              
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFATFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 68.9  bits: 19.2 E():   72 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (36-73:270-307) 
 
          10        20        30        40        50        60      
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|118 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
          70        80                                              
AAD-12 VPAVGGRTCFADMRA                                              
       .  : : :                                                     
gi|118 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 68.9  bits: 19.2 E():   72 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (36-73:270-307) 
 
          10        20        30        40        50        60      
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|327 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
          70        80                                              
AAD-12 VPAVGGRTCFADMRA                                              
       .  : : :                                                     
gi|327 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.9  bits: 18.3 E():   73 
Smith-Waterman score: 48; 33.3% identity (59.3% similar) in 27 aa overlap (49-75:17-43) 
 
       20        30        40        50        60        70         
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AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.:.:  .   ::..:  :  .: : .    
gi|510               MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLP 
                             10        20        30        40       
 
       80                                                           
AAD-12 RA                                                           
                                                                    
gi|510 VIRGKGGGIEFAKTETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHL 
         50        60        70        80        90       100       
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.1  bits: 15.8 E():   80 
Smith-Waterman score: 39; 42.9% identity (71.4% similar) in 14 aa overlap (3-16:25-38) 
 
                                     10        20        30         
AAD-12                       FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV 
                               :. :. ::: .. :                       
gi|217 LVSVEHQAARLKVAKAQQLAAQLPAMCRLEGGDALSASQ                      
               10        20        30                               
 
       40        50        60        70        80 
AAD-12 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (47-71:27-50) 
 
         20        30        40        50        60        70       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
         80                                                         
AAD-12 DMRA                                                         
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIK 
          60        70        80        90       100       110      
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (8-17:109-118) 
 
                                      10        20        30        
AAD-12                        FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
        40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                                   
gi|534 KAEALFRAVESYLLAHSDAYN                       
      140       150                                
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 46; 36.0% identity (64.0% similar) in 25 aa overlap (47-71:27-50) 
 
         20        30        40        50        60        70       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|304     MGLYTFENEFTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
         80                                                         
AAD-12 DMRA                                                         
                                                                    
gi|304 KITFGEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIK 
          60        70        80        90       100       110      
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>>gi|77999277|gb|ABB16985.1| profilin-like protein [Sola  (131 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 45; 27.2% identity (55.6% similar) in 81 aa overlap (7-73:15-93) 
 
                       10        20               30        40      
AAD-12         FGAIERIGGGDIVAISNVKADGTVR-------QHSPAEWDDMMKVIV--GNM 
                     : :. ... . :  ::::        : .: : . .:. ..  :.. 
gi|779 MSWQTYVDEHLLCEIEGNHLTSAAIVGQDGTVWAQSANFPQFKPEEISGIMNDFAEPGTL 
               10        20        30        40        50        60 
 
                50         60        70        80                   
AAD-12 A----WHADSTYMPVMAQ-GAVFSAEVVPAVGGRTCFADMRA                   
       :    . . . :: .... :::. ..  :  :: :                          
gi|779 APTGLYLGGTKYMVIQGEPGAVIRGKKGP--GGITIKKTNQALIIGIYDEPMTPGQCNMI 
               70        80          90       100       110         
 
gi|779 VERLGDYLVEQGL 
      120       130  
 
>>gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 67.9  bits: 17.5 E():   82 
Smith-Waterman score: 45; 27.1% identity (52.1% similar) in 48 aa overlap (7-53:15-62) 
 
                       10        20        30        40         50  
AAD-12         FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA-WHADSTY 
                     : :. . : . .  ::.:  .:    .   . :.: :. .:  .:  
gi|144 MSWQAYVDDHLMCEIEGNHLSAAAIIGQDGSVWAQSANFPQFKSEEITGIMSDFHEPGTL 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRA                                
        :                                                           
gi|144 APTGLYIGGTKYMVIQGEPGAVIRGKKGPGGVTVKKTNQALIIGIYDEPMTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (47-71:27-50) 
 
         20        30        40        50        60        70       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|880     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
         80                                                         
AAD-12 DMRA                                                         
                                                                    
gi|880 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVI 
          60        70        80        90       100       110      
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (9-49:111-158) 
 
                                     10           20         30     
AAD-12                       FGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDQEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
              40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
        . ..... . .  :.:.                                
gi|116 GEALLRAVESYLLAHSDAYN                              
              150       160                              
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (9-49:111-158) 
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                                     10           20         30     
AAD-12                       FGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
              40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
        . ..... . .  :.:.                                
gi|116 GEALLRAVESYLLAHSDAYN                              
              150       160                              
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (8-17:110-119) 
 
                                      10        20        30        
AAD-12                        FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
        40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                                   
gi|534 KAEALFRAVESYLLAHSDAYN                       
     140       150       160                       
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (50-71:29-50) 
 
      20        30        40        50        60        70          
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|400   MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
      80                                                            
AAD-12 A                                                            
                                                                    
gi|400 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKIS 
       60        70        80        90       100       110         
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (47-71:27-50) 
 
         20        30        40        50        60        70       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
         80                                                         
AAD-12 DMRA                                                         
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (9-49:111-158) 
 
                                     10           20         30     
AAD-12                       FGAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
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              40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
        . ..... . .  :.:.                                
gi|116 GEALLRAVESYLLAHSDAYN                              
              150       160                              
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.8  bits: 18.4 E():   83 
Smith-Waterman score: 48; 28.1% identity (53.1% similar) in 32 aa overlap (8-38:170-200) 
 
                                      10        20        30        
AAD-12                        FGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|283 CKYPEGTKVTFHVEKGSNPNYLALLVKYVNGDGDVVAV-DIKEKGKDKWIELKESWGAIW 
     140       150       160       170        180       190         
 
         40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
       ..                                           
gi|283 RIDTPDKLTGPFTVRYTTEGGTKTEAEDVIPEGWKADTSYESK  
      200       210       220       230       240   
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.6  bits: 18.4 E():   85 
Smith-Waterman score: 48; 31.2% identity (53.1% similar) in 32 aa overlap (8-38:177-207) 
 
                                      10        20        30        
AAD-12                        FGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|116 CKYPDGTKPTFHVEKGSNPNYLALLVKYIDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
        150       160       170       180        190       200      
 
         40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
       .:                                           
gi|116 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK  
         210       220       230       240          
 
>>gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliensis]   (205 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 67.6  bits: 18.1 E():   85 
Smith-Waterman score: 47; 21.1% identity (47.4% similar) in 76 aa overlap (3-70:49-124) 
 
                                           10         20        30  
AAD-12                             FGAIERIGGGDIVAI-SNVKADGTVRQHSPAE 
                                     :::.  .. .: . : .: .:  . .     
gi|577 ISGEIMQLHHQKHHQTYITNYNKALEQLNDAIEKGDSAAVVKLQSAIKFNGGGHVNHSIF 
       20        30        40        50        60        70         
 
              40               50        60        70        80     
AAD-12 WDDMMKVIVG-------NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA     
       : ..  :  :       ...:  :. .  .     ...:: :   :               
gi|577 WKNLAPVREGGGELPHGSLGWAIDADFGSLEKLIQLMNAEGVALQGSGWVWLALDKELKK 
       80        90       100       110       120       130         
 
gi|577 LVVETTANQDPLVTKGPTLVPLLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVY 
      140       150       160       170       180       190         
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.4  bits: 18.1 E():   88 
Smith-Waterman score: 47; 23.1% identity (51.3% similar) in 39 aa overlap (15-49:147-185) 
 
                               10        20            30        40 
AAD-12                 FGAIERIGGGDIVAISNVKADGTVRQH----SPAEWDDMMKVIV 
                                     ::.  .::.. .:    .   :    :.   
gi|613 ATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMHVGHYTQIVWAKTKKIGC 
        120       130       140       150       160       170       
 
               50        60        70        80 
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
       : . .. :.                                
gi|613 GRIMFKEDNWNKHYLVCNYGPAGNVLGAQIYEIKK      
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        180       190       200       210       
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.2  bits: 18.4 E():   89 
Smith-Waterman score: 48; 28.1% identity (53.1% similar) in 32 aa overlap (8-38:192-222) 
 
                                      10        20        30        
AAD-12                        FGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|117 CKYPEGTKVTFHVEKGSNPNYLALLVKYVNGDGDVVAV-DIKEKGKDKWIELKESWGAIW 
             170       180       190        200       210       220 
 
         40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
       ..                                           
gi|117 RIDTPDKLTGPFTVRYTTEGGTKTEAEDVIPEGWKADTSYESK  
              230       240       250       260     
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.2  bits: 18.4 E():   89 
Smith-Waterman score: 48; 31.2% identity (53.1% similar) in 32 aa overlap (8-38:192-222) 
 
                                      10        20        30        
AAD-12                        FGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|386 CEYPKGTKVTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
             170       180       190        200       210       220 
 
         40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
       .:                                           
gi|386 RVDTPDKLTGPFTVRYTTEGGTKVEAEDVIPEGWKADTAYESK  
              230       240       250       260     
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.1  bits: 18.4 E():   90 
Smith-Waterman score: 48; 31.2% identity (53.1% similar) in 32 aa overlap (8-38:194-224) 
 
                                      10        20        30        
AAD-12                        FGAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|117 CKYPDGTKPTFHVEKGSNPNYLALLVKYIDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
           170       180       190       200        210       220   
 
         40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
       .:                                           
gi|117 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK  
            230       240       250       260       
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 67.1  bits: 19.5 E():   90 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (26-64:535-572) 
 
                    10        20        30        40        50      
AAD-12      FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
          60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRA 
        .:  :: :                 
gi|331 KEGC-FSEEGPKLVAAAQAALV    
           570       580         
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 67.1  bits: 18.9 E():   90 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (45-62:56-73) 
 
           20        30        40        50        60        70     
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AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
           80                                                       
AAD-12 FADMRA                                                       
                                                                    
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 66.9  bits: 19.5 E():   93 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (26-64:558-595) 
 
                    10        20        30        40        50      
AAD-12      FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|668 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
       530       540       550       560       570       580        
 
          60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRA 
        .:  :: :                 
gi|668 KEGC-FSEEGPKLVAAAQAALV    
       590        600            
 
>>gi|55859454|emb|CAH92627.1| pollen allergen Sec c 4 [S  (518 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 66.6  bits: 19.2 E():   96 
Smith-Waterman score: 51; 27.3% identity (53.0% similar) in 66 aa overlap (11-76:126-181) 
 
                                   10        20        30        40 
AAD-12                     FGAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV 
                                     :.  .  :..:: .:    . : .   . . 
gi|558 HGIRLRVRSGGHDYEGLSYRSEKPETFAVVDLNKMRAVSVDGYAR----TAWVES-GAQL 
         100       110       120       130       140            150 
 
               50        60        70        80                     
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA                     
       :.. ..: .   ::.:    : : : :..:    ::                         
gi|558 GEL-YYAIAKNSPVLA----FPAGVCPSIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVV 
               160           170       180       190       200      
 
gi|558 DPNGKLLDKSSMSADHFWAVRGGGGESFGIVVSWQVKLLPVPPTVTVLKIPKTVQEGAID 
         210       220       230       240       250       260      
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 17.2 E():   96 
Smith-Waterman score: 44; 29.2% identity (79.2% similar) in 24 aa overlap (4-27:104-127) 
 
                                          10        20        30    
AAD-12                            FGAIERIGGGDIVAISNVKADGTVRQHSPAEWD 
                                     :....: :.:. ..: .  .::..       
gi|121 ADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVTSVRSYKRI    
            80        90       100       110       120       130    
 
            40        50        60        70        80 
AAD-12 DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 66.6  bits: 19.0 E():   97 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (45-62:56-73) 
 
           20        30        40        50        60        70     
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
           80                                                       
AAD-12 FADMRA                                                       
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gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (47-71:27-50) 
 
         20        30        40        50        60        70       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
         80                                                         
AAD-12 DMRA                                                         
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (47-71:27-50) 
 
         20        30        40        50        60        70       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
         80                                                         
AAD-12 DMRA                                                         
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (47-71:27-50) 
 
         20        30        40        50        60        70       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|753     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTTK 
                   10        20        30         40        50      
 
         80                                                         
AAD-12 DMRA                                                         
                                                                    
gi|753 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (47-71:27-50) 
 
         20        30        40        50        60        70       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|425     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
         80                                                         
AAD-12 DMRA                                                         
                                                                    
gi|425 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (47-71:27-50) 
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         20        30        40        50        60        70       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
         80                                                         
AAD-12 DMRA                                                         
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (47-71:27-50) 
 
         20        30        40        50        60        70       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|901     MGGYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
         80                                                         
AAD-12 DMRA                                                         
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (47-71:27-50) 
 
         20        30        40        50        60        70       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
         80                                                         
AAD-12 DMRA                                                         
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|2959898|emb|CAA73720.1| Profilin [Mercurialis annua  (133 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 66.4  bits: 17.2 E():   98 
Smith-Waterman score: 44; 28.8% identity (51.5% similar) in 66 aa overlap (9-60:19-84) 
 
                         10        20               30          40  
AAD-12           FGAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VG 
                         :  ..: : :  ::..  .:       : :   .:: .   : 
gi|295 MSWQTYVDDHLMCDIDGQGQHLAAASIVGHDGSIWAQSASFPQLKPEEITGIMKDFDEPG 
               10        20        30        40        50        60 
 
                  50         60        70        80                 
AAD-12 NMA----WHADSTYMPVMAQ-GAVFSAEVVPAVGGRTCFADMRA                 
       ..:    . : . :: .... :::                                     
gi|295 HLAPTGLYIAGTKYMVIQGESGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPGQCNMV 
               70        80        90       100       110       120 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:40 2011 done: Fri Jan 21 00:02:40 2011 
 Total Scan time:  0.070 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
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# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 65  - 144 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     1     0:= 
  30     4     2:*= 
  32    18     8:==*=== 
  34    21    22:=======* 
  36    59    44:==============*===== 
  38    72    73:========================* 
  40    87   102:=============================    * 
  42   160   125:=========================================*============ 
  44   166   138:=============================================*========== 
  46   151   140:==============================================*==== 
  48   144   134:============================================*=== 
  50    99   122:=================================       * 
  52    59   108:====================               * 
  54    74    92:=========================     * 
  56    39    77:=============            * 
  58    59    63:====================* 
  60    74    51:================*======== 
  62    38    41:=============* 
  64    30    33:==========* 
  66    34    26:========*=== 
  68    25    20:======*== 
  70    21    16:=====*= 
  72    18    12:===*== 
  74     4    10:== * 
  76    12     8:==*= 
  78     4     6:=* 
  80     2     5:=* 
  82     4     3:*= 
  84     2     3:* 
  86     5     2:*= 
  88     0     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.09880.00354; mu= 7.3126 0.183 
 mean_var=50.321214.573, 0's: 2 Z-trim: 2  B-trim: 11 in 1/43 
 Lambda= 0.180800 
 Kolmogorov-Smirnov  statistic: 0.0648 (N=28) at  48 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
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 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   67 23.2     1.2 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   65 22.7     1.7 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   58 20.9     7.3 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   58 20.9     7.3 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   58 20.9     7.3 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   58 20.9     7.3 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   64 22.6     7.7 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   64 22.6     9.4 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   57 20.7      11 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   54 19.9      12 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   60 21.6      13 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   59 21.3      13 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   56 20.4      14 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   55 20.2      16 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   59 21.3      17 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   54 19.9      19 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   53 19.6      21 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   58 21.0      21 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   56 20.5      22 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   57 20.8      25 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   57 20.8      25 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   55 20.2      25 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 19.4      27 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   52 19.4      27 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   52 19.4      27 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   52 19.4      28 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   49 18.5      28 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   56 20.5      30 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   56 20.5      30 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   56 20.5      30 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   54 20.0      31 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 20.3      32 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   50 18.8      33 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   50 18.9      40 
gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pach ( 199)   51 19.1      40 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   53 19.7      41 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   52 19.4      43 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 16.0      45 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 16.0      45 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   55 20.3      45 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   53 19.7      46 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   48 18.3      47 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   48 18.3      47 
gi|34851174|gb|AAP15199.1| profilin-like protein [ ( 131)   48 18.3      47 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   48 18.3      47 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   48 18.3      47 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   51 19.2      48 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   52 19.5      49 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 19.2      50 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   48 18.3      52 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 18.9      52 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 18.3      52 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   51 19.2      52 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   51 19.2      52 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   51 19.2      53 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   46 17.8      53 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 19.2      53 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   51 19.2      56 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   48 18.3      57 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   50 18.9      57 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   50 18.9      62 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   50 18.9      62 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 17.8      63 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   53 19.8      64 
gi|45108973|emb|CAF32567.2| unnamed protein produc ( 500)   53 19.8      65 
gi|54144332|emb|CAD54670.2| pollen allergen Phl p  ( 508)   53 19.8      66 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   47 18.1      67 
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gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   47 18.1      67 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   47 18.1      67 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   47 18.1      67 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   47 18.1      67 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   47 18.1      67 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   47 18.1      67 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   47 18.1      67 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   47 18.1      67 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   47 18.1      67 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   47 18.1      67 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   47 18.1      67 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 18.9      70 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   51 19.2      71 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   51 19.2      71 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   51 19.2      71 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   51 19.2      71 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   51 19.2      71 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   51 19.2      71 
gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   48 18.4      72 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   39 15.8      78 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   46 17.8      80 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   46 17.8      80 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 17.8      80 
gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full= ( 131)   45 17.5      80 
gi|77999277|gb|ABB16985.1| profilin-like protein [ ( 131)   45 17.5      80 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   46 17.8      80 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 17.8      80 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 17.8      80 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 17.8      80 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 17.8      80 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   46 17.8      80 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 17.8      80 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   48 18.4      82 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   48 18.4      84 
gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliens ( 205)   47 18.1      84 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   47 18.1      86 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   48 18.4      88 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   48 18.4      88 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   48 18.4      89 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 19.0      89 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   52 19.5      89 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   52 19.5      93 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   44 17.3      95 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   45 17.6      95 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   45 17.6      95 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   45 17.6      95 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   45 17.6      95 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   45 17.6      95 
gi|55859454|emb|CAH92627.1| pollen allergen Sec c  ( 518)   51 19.3      96 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   45 17.6      96 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   45 17.6      96 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 19.0      96 
gi|2959898|emb|CAA73720.1| Profilin [Mercurialis a ( 133)   44 17.3      97 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   44 17.3   1e 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  67  Z-score: 101.3  bits: 23.2 E():  1.2 
Smith-Waterman score: 67; 40.0% identity (63.3% similar) in 30 aa overlap (19-48:30-56) 
 
                          10        20        30        40          
AAD-12            GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. : :   ::. :.. :  
gi|126 TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTK--KGNL-WEVKSA 
               10        20        30        40          50         
 
      50        60        70        80          
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA          
                                                
gi|126 KPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
        60        70        80        90        
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>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  65  Z-score: 98.5  bits: 22.7 E():  1.7 
Smith-Waterman score: 65; 35.5% identity (64.5% similar) in 31 aa overlap (19-49:30-57) 
 
                          10        20        30        40          
AAD-12            GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. . :   ::. :.. :. 
gi|144 VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKSS 
               10        20        30        40          50         
 
      50        60        70        80         
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA         
                                               
gi|144 KPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
        60        70        80        90       
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 86.9  bits: 20.9 E():  7.3 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (19-77:55-107) 
 
                           10        20        30        40         
AAD-12             GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
       50        60        70        80             
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA             
          :.  ::  :. . .   : .. : :.                
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 86.9  bits: 20.9 E():  7.3 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (19-77:55-107) 
 
                           10        20        30        40         
AAD-12             GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
       50        60        70        80             
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA             
          :.  ::  :. . .   : .. : :.                
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 86.9  bits: 20.9 E():  7.3 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (19-77:55-107) 
 
                           10        20        30        40         
AAD-12             GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
       50        60        70        80             
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA             
          :.  ::  :. . .   : .. : :.                
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 86.9  bits: 20.9 E():  7.3 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (19-77:55-107) 
 
                           10        20        30        40         
AAD-12             GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
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gi|117 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
       50        60        70        80             
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA             
          :.  ::  :. . .   : .. : :.                
gi|117 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  64  Z-score: 86.5  bits: 22.6 E():  7.7 
Smith-Waterman score: 64; 33.3% identity (57.1% similar) in 63 aa overlap (18-76:89-149) 
 
                            10        20         30        40       
AAD-12              GAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .  :. . ..:  . 
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLT 
       60        70        80        90       100        110        
 
         50           60        70        80                        
AAD-12 DSTYMP---VMAQGAVFSAEVVPAVGGRTCFADMRAA                        
       : . :    . .::  . :    .:.:::   :                            
gi|114 DFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPE 
        120       130       140       150       160       170       
 
gi|114 FHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSN 
        180       190       200       210       220       230       
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  64  Z-score: 85.0  bits: 22.6 E():  9.4 
Smith-Waterman score: 64; 33.3% identity (57.1% similar) in 63 aa overlap (18-76:119-179) 
 
                            10        20         30        40       
AAD-12              GAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .  :. . ..:  . 
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLT 
       90       100       110       120       130        140        
 
         50           60        70        80                        
AAD-12 DSTYMP---VMAQGAVFSAEVVPAVGGRTCFADMRAA                        
       : . :    . .::  . :    .:.:::   :                            
gi|476 DFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPE 
        150       160       170       180       190       200       
 
gi|476 FHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSN 
        210       220       230       240       250       260       
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 83.6  bits: 20.7 E():   11 
Smith-Waterman score: 57; 41.4% identity (69.0% similar) in 29 aa overlap (42-70:23-50) 
 
              20        30        40        50        60        70  
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: :::.: . ::  
gi|444         MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGV 
                       10        20         30        40        50  
 
              80                                                    
AAD-12 TCFADMRAA                                                    
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 82.8  bits: 19.9 E():   12 
Smith-Waterman score: 54; 26.8% identity (53.5% similar) in 71 aa overlap (7-77:29-86) 
 
                                     10        20        30         
AAD-12                       GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI 
                                   : :::::. ..:  :.   . :      .:   
gi|105 CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGS-DTYEP------LKHS 
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               10        20        30         40               50   
 
       40        50        60        70        80           
AAD-12 VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA           
        : . :. ::   :.  .: . .....   : .: . :.              
gi|105 WGAI-WRKDSDK-PI--KGPI-TVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
              60            70        80        90          
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 82.7  bits: 21.6 E():   13 
Smith-Waterman score: 60; 21.4% identity (61.4% similar) in 70 aa overlap (4-71:265-327) 
 
                                          10        20        30    
AAD-12                            GAIERIGGGDIVAISNVKADGTVRQHSPAEWDD 
                                     :..: :..:     ...: .. ..::. .  
gi|170 HSVVHSIIMQQQQQQQQQQGIDIFLPLSQHEQVGQGSLV-----QGQGIIQPQQPAQLEA 
          240       250       260       270            280          
 
            40        50          60        70        80 
AAD-12 MMKVIVGNMAWHADSTYMP--VMAQGAVFSAEVVPAVGGRTCFADMRAA 
       . .... ..    . .:.:     . : : : .: ..::.          
gi|170 IRSLVLQTLPSMCN-VYVPPECSIMRAPF-ASIVAGIGGQ          
     290       300        310        320                 
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  57 init1:  57 opt:  59  Z-score: 82.4  bits: 21.3 E():   13 
Smith-Waterman score: 59; 17.6% identity (55.9% similar) in 68 aa overlap (4-71:217-279) 
 
                                          10        20        30    
AAD-12                            GAIERIGGGDIVAISNVKADGTVRQHSPAEWDD 
                                     ...: : .:     ...: .. ..::. .  
gi|106 IHSIVHSIIMQQEQQEQRQGVQILVPLSQQQQVGQGTLV-----QGQGIIQPQQPAQLEV 
        190       200       210       220            230       240  
 
            40        50        60        70        80 
AAD-12 MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
       . . .. ..:   .    :  .   .  : .: ..::.          
gi|106 IRSSVLQTLATMCNVYVPPYCSTIRAPFASIVAGIGGQ          
             250       260       270                   
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 82.2  bits: 20.4 E():   14 
Smith-Waterman score: 56; 40.0% identity (68.0% similar) in 25 aa overlap (46-70:27-50) 
 
          20        30        40        50        60        70      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. :::.. . ::      
gi|165     MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIK 
                   10        20        30         40        50      
 
          80                                                        
AAD-12 DMRAA                                                        
                                                                    
gi|165 KITFGEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSIL 
          60        70        80        90       100       110      
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 80.8  bits: 20.2 E():   16 
Smith-Waterman score: 55; 32.4% identity (58.8% similar) in 34 aa overlap (27-54:114-147) 
 
                   10        20        30            40          50 
AAD-12     GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV----GNMAWHA--DSTY 
                                     :::. :.. : .:    :   : .  .:.. 
gi|250 EVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSW 
            90       100       110       120       130       140    
 
               60        70        80 
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
        ::.                           
gi|250 APVLDFVFSTLKNEL                
           150                        
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>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  49 init1:  49 opt:  59  Z-score: 80.2  bits: 21.3 E():   17 
Smith-Waterman score: 59; 23.7% identity (59.3% similar) in 59 aa overlap (12-69:120-177) 
 
                                  10        20        30        40  
AAD-12                    GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     .: ...: .    .: :: ::   : .. . 
gi|309 LGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQ 
      90       100       110       120       130       140          
 
               50        60        70        80                     
AAD-12 MAWHAD-STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA                     
       . ...  ..     : ::. .:... :.:                                
gi|309 VKYQGGCGSGWAFSATGAIEAAHAI-ATGDLVSLSEQELVDCVEESEGCYNGWHYQSFEW 
     150       160       170        180       190       200         
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 79.3  bits: 19.9 E():   19 
Smith-Waterman score: 54; 37.9% identity (69.0% similar) in 29 aa overlap (42-70:23-50) 
 
              20        30        40        50        60        70  
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: .::.: . ::  
gi|444         MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGV 
                       10        20         30        40        50  
 
              80                                                    
AAD-12 TCFADMRAA                                                    
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.7  bits: 19.6 E():   21 
Smith-Waterman score: 53; 26.7% identity (66.7% similar) in 30 aa overlap (48-77:5-34) 
 
        20        30        40        50        60        70        
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.  :..  ... :. .. :. :. :.: : 
gi|189                           MASKSSITPLLLAAVLASVFAAAAATGQYCYAGM 
                                         10        20        30     
 
        80                                                          
AAD-12 RAA                                                          
                                                                    
gi|189 GLPSNPLEGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIG 
           40        50        60        70        80        90     
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 78.6  bits: 21.0 E():   21 
Smith-Waterman score: 58; 25.0% identity (58.3% similar) in 48 aa overlap (15-62:262-309) 
 
                               10        20        30        40     
AAD-12                 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|169 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
           50        60        70        80                         
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA                         
       .: :.::  .  ..::.:                                           
gi|169 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  56  Z-score: 78.4  bits: 20.5 E():   22 
Smith-Waterman score: 56; 26.8% identity (53.5% similar) in 71 aa overlap (7-77:198-255) 
 
                                       10        20        30       
AAD-12                         GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
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                                     : :::::. ..:  :.   . :      .: 
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGS-DTYEP------LK 
       170       180       190       200        210                 
 
         40        50        60        70        80            
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA            
          : . :. ::   :.  .: . .....   : .: . :.               
gi|115 HSWGAI-WRKDSDK-PI--KGPI-TVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
     220        230           240       250       260          
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 77.2  bits: 20.8 E():   25 
Smith-Waterman score: 57; 25.0% identity (58.3% similar) in 48 aa overlap (15-62:262-309) 
 
                               10        20        30        40     
AAD-12                 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
           50        60        70        80                         
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA                         
       .: :.::  .  ..::.:                                           
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 77.2  bits: 20.8 E():   25 
Smith-Waterman score: 57; 25.0% identity (58.3% similar) in 48 aa overlap (15-62:262-309) 
 
                               10        20        30        40     
AAD-12                 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
           50        60        70        80                         
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA                         
       .: :.::  .  ..::.:                                           
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  55  Z-score: 77.2  bits: 20.2 E():   25 
Smith-Waterman score: 55; 22.5% identity (52.1% similar) in 71 aa overlap (7-77:192-249) 
 
                                       10        20        30       
AAD-12                         GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : ::.::..       .....  .: .. : 
gi|168 CKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGDVVAVD-------IKEKGKDKWTEL-K 
             170       180       190       200              210     
 
         40        50        60        70        80            
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA            
          : . :. :.   :    :  :... .   : .. : :.               
gi|168 ESWGAV-WRIDT---PDKLTGP-FTVRYTTEGGTKSEFEDVIPEGWKADTSYSAK 
            220          230        240       250       260    
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 76.6  bits: 19.4 E():   27 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (46-70:27-50) 
 
          20        30        40        50        60        70      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|602     MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
          80                                                        
AAD-12 DMRAA                                                        
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gi|602 KINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 76.6  bits: 19.4 E():   27 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (46-70:27-50) 
 
          20        30        40        50        60        70      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|279     MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
          80                                                        
AAD-12 DMRAA                                                        
                                                                    
gi|279 KINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 76.6  bits: 19.4 E():   27 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (46-70:27-50) 
 
          20        30        40        50        60        70      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|131     MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
          80                                                        
AAD-12 DMRAA                                                        
                                                                    
gi|131 KINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 76.5  bits: 19.4 E():   28 
Smith-Waterman score: 52; 37.9% identity (69.0% similar) in 29 aa overlap (42-70:23-50) 
 
              20        30        40        50        60        70  
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: .::.: . ::  
gi|444         MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGV 
                       10        20         30        40        50  
 
              80                                                    
AAD-12 TCFADMRAA                                                    
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 76.3  bits: 18.5 E():   28 
Smith-Waterman score: 49; 32.3% identity (58.1% similar) in 31 aa overlap (22-50:35-64) 
 
                        10        20        30          40          
AAD-12          GAIERIGGGDIVAISNVKADGTVRQHSPAE--WDDMMKVIVGNMAWHADST 
                                     : . ..::.  :: .  : .   .: ::.  
gi|323 QTCAGNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKP 
           10        20        30        40         50        60    
 
      50        60        70        80 
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
       :                               
gi|323 YSWRYGWTAFCGPAGPRCLRTNAAVTVR    
            70        80        90     
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 76.0  bits: 20.5 E():   30 
Smith-Waterman score: 56; 23.7% identity (55.9% similar) in 59 aa overlap (12-69:120-177) 
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                                  10        20        30        40  
AAD-12                    GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     .: ...: .    .: :: ::   : .. . 
gi|129 LGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQ 
      90       100       110       120       130       140          
 
              50         60        70        80                     
AAD-12 MAWHADSTY-MPVMAQGAVFSAEVVPAVGGRTCFADMRAA                     
       . ...         : ::. .:... :.:                                
gi|129 VKYQGGCGRGWAFSATGAIEAAHAI-ATGDLVSLSEQELVDCVEESEGSYNGWQYQSFEW 
     150       160       170        180       190       200         
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 76.0  bits: 20.5 E():   30 
Smith-Waterman score: 56; 23.7% identity (55.9% similar) in 59 aa overlap (12-69:120-177) 
 
                                  10        20        30        40  
AAD-12                    GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     .: ...: .    .: :: ::   : .. . 
gi|119 LGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQ 
      90       100       110       120       130       140          
 
              50         60        70        80                     
AAD-12 MAWHADSTY-MPVMAQGAVFSAEVVPAVGGRTCFADMRAA                     
       . ...         : ::. .:... :.:                                
gi|119 VKYQGGCGRGWAFSATGAIEAAHAI-ATGDLVSLSEQELVDCVEESEGSYNGWQYQSFEW 
     150       160       170        180       190       200         
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 75.8  bits: 20.5 E():   30 
Smith-Waterman score: 56; 25.0% identity (58.3% similar) in 48 aa overlap (15-62:262-309) 
 
                               10        20        30        40     
AAD-12                 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|158 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQLT 
             240       250       260       270       280       290  
 
           50        60        70        80                         
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA                         
       .: :.::  .  ..::.:                                           
gi|158 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 75.6  bits: 20.0 E():   31 
Smith-Waterman score: 54; 26.8% identity (53.5% similar) in 71 aa overlap (7-77:198-255) 
 
                                       10        20        30       
AAD-12                         GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.   . :      .: 
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGS-DTYEP------LK 
       170       180       190       200        210                 
 
         40        50        60        70        80            
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA            
          : . :. ::   :.  .: . .....   : .: . :.               
gi|105 HSWGAI-WRKDSDK-PI--KGPI-TVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
     220        230           240       250       260          
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 75.3  bits: 20.3 E():   32 
Smith-Waterman score: 55; 30.6% identity (58.3% similar) in 36 aa overlap (29-64:155-190) 
 
                 10        20        30        40        50         
AAD-12   GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :   . ..::.:..  :: .     .  :: 
gi|249 QLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA 
          130       140       150       160       170       180     
 
       60        70        80                                       
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AAD-12 VFSAEVVPAVGGRTCFADMRAA                                       
       . .:::                                                       
gi|249 IPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTL 
          190       200       210       220       230       240     
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.0  bits: 18.8 E():   33 
Smith-Waterman score: 50; 28.1% identity (59.4% similar) in 32 aa overlap (37-68:11-42) 
 
         10        20        30        40        50        60       
AAD-12 GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                                     ::.. .:: ...   :. : :    ..::  
gi|249                     MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQ 
                                   10        20        30        40 
 
         70        80                                               
AAD-12 AVGGRTCFADMRAA                                               
        .                                                           
gi|249 DIMPCLHFVKGEEKEPSKECCSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVA 
               50        60        70        80        90       100 
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 73.7  bits: 18.9 E():   40 
Smith-Waterman score: 50; 31.0% identity (55.2% similar) in 29 aa overlap (51-74:31-59) 
 
               30        40        50        60        70           
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICFD 
               10        20        30        40        50        60 
 
          80                                                        
AAD-12 DMRAA                                                        
                                                                    
gi|132 EGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSISK 
               70        80        90       100       110       120 
 
>>gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pachycon  (199 aa) 
 initn:  40 init1:  40 opt:  51  Z-score: 73.5  bits: 19.1 E():   40 
Smith-Waterman score: 51; 25.0% identity (53.3% similar) in 60 aa overlap (3-60:97-148) 
 
                                           10        20        30   
AAD-12                             GAIERIGGGDIVAISNVKADGTVRQHSPAEWD 
                                     .::   :. .:.:.  : :      : . . 
gi|169 MPDLTWDNELAAIAQRWVNQCKIGHDGCRNVERYQVGQNIAMSGSTAKG------PCNMN 
         70        80        90       100       110             120 
 
             40          50        60        70        80           
AAD-12 DMMKVIVG--NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA           
       ..... ..  :    :: . ::  ..:  :                               
gi|169 NLVQMWINEVNALNAADVSSMP--SDGNYFMKIGHYTQLVWGKTTKVGCGIIQFLDGKFY 
              130       140         150       160       170         
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 73.4  bits: 19.7 E():   41 
Smith-Waterman score: 53; 30.6% identity (58.3% similar) in 36 aa overlap (37-71:16-51) 
 
         10        20        30        40         50        60      
AAD-12 GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA-WHADSTYMPVMAQGAVFSAEVV 
                                     ...:  : . ::. : :. :   .  : .  
gi|441                MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATP 
                              10        20        30        40      
 
          70        80                                              
AAD-12 PAVGGRTCFADMRAA                                              
        :.::.                                                       
gi|441 AAAGGKATTDEQKLLEDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKA 
          50        60        70        80        90       100      
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  41 init1:  41 opt:  52  Z-score: 72.9  bits: 19.4 E():   43 
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Smith-Waterman score: 52; 22.5% identity (52.1% similar) in 71 aa overlap (7-77:192-249) 
 
                                       10        20        30       
AAD-12                         GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : ::.::..       .....  .: .. : 
gi|126 CKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGDVVAVD-------IKEKGKDKWIEL-K 
             170       180       190       200              210     
 
         40        50        60        70        80            
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA            
          : . :. :.   :    :  :... .   : .. : :.               
gi|126 ESWGAV-WRIDT---PDKLTGP-FTVRYTTEGGTKSEFEDVIPEGWKADTSYSAK 
            220          230        240       250       260    
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.7  bits: 16.0 E():   45 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (44-50:19-25) 
 
            20        30        40        50        60        70    
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.::..:                        
gi|320             YTTEGGTKAEAEDVIPEGWKADTSYE                       
                           10        20                             
 
            80 
AAD-12 FADMRAA 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.7  bits: 16.0 E():   45 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (44-50:19-25) 
 
            20        30        40        50        60        70    
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.::..:                        
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE                       
                           10        20                             
 
            80 
AAD-12 FADMRAA 
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  44 init1:  44 opt:  55  Z-score: 72.6  bits: 20.3 E():   45 
Smith-Waterman score: 55; 24.2% identity (56.5% similar) in 62 aa overlap (8-68:438-492) 
 
                                      10        20         30       
AAD-12                        GAIERIGGGDIVAISNVKADGTVRQHSP-AEWDDMMK 
                                     ::  .  ... :::  . :.  .  .: .  
gi|796 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHNAETTVEDRIG 
       410       420       430       440       450       460        
 
         40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
       .:. .    :....   .  ::..: :.  ::             
gi|796 IIIDS----AEKAFHKEL--GAIYS-EIKDAVSV           
       470           480          490               
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 72.5  bits: 19.7 E():   46 
Smith-Waterman score: 53; 22.9% identity (58.3% similar) in 48 aa overlap (12-57:223-270) 
 
                                  10        20         30           
AAD-12                    GAIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKV-IV 
                                     : . ..  ::   ..:.  :..  ..  :. 
gi|729 EGVLSRKVPSHLTLETPRVKMNMKYDRYAPVKVFKLDYDGIHFEKHTDIEYEPGVRYKII 
            200       210       220       230       240       250   
 
      40        50        60        70        80                    
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA                    
       ::   . :. .. . .::                                           
gi|729 GNGKLKDDGRHYSIDVQGIPRKAFNLDADLMDFKLKVSKPEDSNKAQFSYTFNEYTETEE 
            260       270       280       290       300       310   
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>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.3  bits: 18.3 E():   47 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (6-57:15-79) 
 
                        10        20               30          40   
AAD-12          GAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|288 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
                 50        60        70        80                   
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA                   
       :    :  .: :: ....:                                          
gi|288 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.3  bits: 18.3 E():   47 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (6-57:15-79) 
 
                        10        20               30          40   
AAD-12          GAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|218 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
                 50        60        70        80                   
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA                   
       :    :  .: :: ....:                                          
gi|218 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|34851174|gb|AAP15199.1| profilin-like protein [Humu  (131 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.3  bits: 18.3 E():   47 
Smith-Waterman score: 48; 29.6% identity (51.9% similar) in 81 aa overlap (6-72:15-93) 
 
                        10        20               30          40   
AAD-12          GAIERIGGGDIVAISNVKADGTVR-------QHSPAEWDDMMKVIV--GNM 
                     : :  ..: . .  ::.:        : .: :   .:: .   :.. 
gi|348 MSWQAYVDDHLMCEIDGQHLTAAAIIGHDGSVWAQSSTFPQFKPEEIAAIMKDFEEPGSL 
               10        20        30        40        50        60 
 
                 50         60        70        80                  
AAD-12 A---WHADST-YMPVMA-QGAVFSAEVVPAVGGRTCFADMRAA                  
       :    :  .  :: .:. ::::. ..   ..:: :                          
gi|348 APTGLHLGGIKYMVIMGEQGAVIRGK--KGAGGITVKKTGAAMIIGIYDEPLTPGQCNMI 
               70        80          90       100       110         
 
gi|348 VERLGDYLIDQNL 
      120       130  
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.3  bits: 18.3 E():   47 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (6-57:15-79) 
 
                        10        20               30          40   
AAD-12          GAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|144 MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
                 50        60        70        80                   
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA                   
       :    :  .: :: ....:                                          
gi|144 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.3  bits: 18.3 E():   47 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (6-57:15-79) 
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                        10        20               30          40   
AAD-12          GAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|604 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
                 50        60        70        80                   
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA                   
       :    :  .: :: ....:                                          
gi|604 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 72.2  bits: 19.2 E():   48 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (7-37:169-199) 
 
                                       10        20        30       
AAD-12                         GAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|331 CKYPEGTKLTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
      140       150       160       170        180       190        
 
          40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
       .:                                            
gi|331 RVDTPDKLTGPFTVRYTTEGGTKSEVEDVIPEGWKADTSYEAK   
       200       210       220       230       240   
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.0  bits: 19.5 E():   49 
Smith-Waterman score: 52; 32.4% identity (58.8% similar) in 34 aa overlap (43-76:23-55) 
 
             20        30        40        50        60        70   
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .. ::. : :. :   .  : ..::.::   
gi|663         MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGK 
                       10        20        30        40         50  
 
             80                                                     
AAD-12 CFADMRAA                                                     
         .:                                                         
gi|663 ATTDEQKLLEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILK 
              60        70        80        90       100       110  
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 71.8  bits: 19.2 E():   50 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (7-22:181-195) 
 
                                       10        20        30       
AAD-12                         GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
         40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                                    
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK  
     210       220       230       240       250    
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.6  bits: 18.3 E():   52 
Smith-Waterman score: 48; 23.3% identity (66.7% similar) in 30 aa overlap (48-77:5-34) 
 
        20        30        40        50        60        70        
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.  :..  ... :. .. .. :. :.: : 
gi|439                           MASKSSITPLLLAAVLASVFAAATATGQYCYAGM 
                                         10        20        30     
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        80                                                          
AAD-12 RAA                                                          
                                                                    
gi|439 GLPSNPLEGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFI 
           40        50        60        70        80        90     
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 71.5  bits: 18.9 E():   52 
Smith-Waterman score: 50; 40.0% identity (72.0% similar) in 25 aa overlap (11-35:9-29) 
 
               10        20        30        40        50        60 
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 
                 :::.....: .    :.:: .:: :                          
gi|144   MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMVDQIVKSLTTKKELDPFKIEQ 
                 10            20        30        40        50     
 
               70        80                                         
AAD-12 SAEVVPAVGGRTCFADMRAA                                         
                                                                    
gi|144 TKVPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKIDTDGGAFAATLKLGDKNIRIK 
           60        70        80        90       100       110     
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 71.5  bits: 18.3 E():   52 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (15-31:2-19) 
 
               10        20         30        40        50          
AAD-12 GAIERIGGGDIVAISNVKAD-GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 
                     ..: .: :.. ..::.::                             
gi|250              PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPFPRCRALVKSQCAGGQV 
                            10        20        30        40        
 
      60        70        80                                        
AAD-12 FSAEVVPAVGGRTCFADMRAA                                        
                                                                    
gi|250 VESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTEVMD 
        50        60        70        80        90       100        
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 71.5  bits: 19.2 E():   52 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (7-37:192-222) 
 
                                       10        20        30       
AAD-12                         GAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : : ..  
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
          40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
       .:                                            
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK   
              230       240       250       260      
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 71.5  bits: 19.2 E():   52 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (7-37:193-223) 
 
                                       10        20        30       
AAD-12                         GAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|180 CKYPEGTKVTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
            170       180       190       200        210       220  
 
          40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
       .:                                            
gi|180 RVDTPDKLTGPFTVRYTTEGGTKSEVEDVIPEGWKADTSYEAK   
             230       240       250       260       
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
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 initn:  41 init1:  41 opt:  51  Z-score: 71.4  bits: 19.2 E():   53 
Smith-Waterman score: 51; 22.5% identity (52.1% similar) in 71 aa overlap (7-77:198-255) 
 
                                       10        20        30       
AAD-12                         GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : ::.::..       .....  .: .. : 
gi|249 CKYPDGTKPTFHVEKGSNPNYLALLVKYVDGDGDVVAVD-------IKEKGKDKWIEL-K 
       170       180       190       200              210           
 
         40        50        60        70        80            
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA            
          : . :. :.   :    :  :... .   : .. : :.               
gi|249 ESWGAI-WRIDT---PDKLTGP-FTVRYTTEGGTKAEFEDVIPEGWKADTHDASK 
     220        230           240       250       260          
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 71.4  bits: 17.8 E():   53 
Smith-Waterman score: 46; 26.9% identity (53.8% similar) in 52 aa overlap (18-67:8-56) 
 
               10        20        30        40        50           
AAD-12 GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY--MPVMAQGA 
                        :: :.    .:.  ::..   .::. .  ..     :..  :: 
gi|166           ATPTPTPKAAGSWCVPKPGVSDDQL---TGNINYACSQGIDCGPIQPGGA 
                         10        20           30        40        
 
       60        70        80                                 
AAD-12 VFSAEVVPAVGGRTCFADMRAA                                 
        :  ..: :                                              
gi|166 CFEPNTVKAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
        50        60        70        80        90       100  
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 71.3  bits: 19.2 E():   53 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (7-22:199-213) 
 
                                       10        20        30       
AAD-12                         GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
         40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                                    
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK  
       230       240       250       260       270  
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 71.0  bits: 19.2 E():   56 
Smith-Waterman score: 51; 22.6% identity (64.5% similar) in 31 aa overlap (48-78:66-96) 
 
        20        30        40        50        60        70        
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:.. ::  :  .. :..  .. :... 
gi|219 QPLPPQQTFPQQPPFSQQQQQQPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQ 
          40        50        60        70        80        90      
 
        80                                                          
AAD-12 RAA                                                          
       .                                                            
gi|219 QQLILPPQQQQQLPQQQISIVQPSVLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSC 
         100       110       120       130       140       150      
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 48; 29.8% identity (47.4% similar) in 57 aa overlap (17-59:38-90) 
 
                             10        20           30        40    
AAD-12               GAIERIGGGDIVAISNVKADGTVRQ---HSPAEWDDMMKVIVGNMA 
                                     :.: . .:.    .:  ::.. ::    .: 
gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKVA---QA 
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        10        20        30        40        50        60        
 
                       50        60        70        80             
AAD-12 W-----------HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA             
       :           :.:      :::::.                                  
gi|148 WAETRTPDCSLIHSDRCG-ENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQI 
           70        80         90       100       110       120    
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.8  bits: 18.9 E():   57 
Smith-Waterman score: 50; 28.1% identity (56.2% similar) in 32 aa overlap (7-37:169-199) 
 
                                       10        20        30       
AAD-12                         GAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|458 CKYPEGTKVTFHVEKGSNPNYLALLVKFVAGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
      140       150       160       170        180       190        
 
          40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
       ..                                            
gi|458 RIDTPEVLKGPFTVRYTTEGGTKGEAKDVIPEGWKADTCYESK   
       200       210       220       230       240   
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.2  bits: 18.9 E():   62 
Smith-Waterman score: 50; 28.1% identity (56.2% similar) in 32 aa overlap (7-37:191-221) 
 
                                       10        20        30       
AAD-12                         GAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|158 KCKYPEGTKVTFHVEKGSNPNYLALLVKFSGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
              170       180       190        200       210          
 
          40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
       ..                                            
gi|158 RIDTPEVLKGPFTVRYTTEGGTKARAKDVIPEGWKADTAYESK   
     220       230       240       250       260     
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.1  bits: 18.9 E():   62 
Smith-Waterman score: 50; 28.1% identity (56.2% similar) in 32 aa overlap (7-37:192-222) 
 
                                       10        20        30       
AAD-12                         GAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|390 CKYPEGTKVTFHVEKGSNPNYLALLVKFVAGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
             170       180       190        200       210       220 
 
          40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
       ..                                            
gi|390 RIDTPEVLKGPFTVRYTTEGGTKGEAKDVIPEGWKADTAYESK   
              230       240       250       260      
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.9  bits: 17.8 E():   63 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (52-67:66-81) 
 
              30        40        50        60        70        80  
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA  
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS 
         100       110       120    
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 69.8  bits: 19.8 E():   64 
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Smith-Waterman score: 53; 26.2% identity (57.4% similar) in 61 aa overlap (8-68:438-492) 
 
                                      10        20        30        
AAD-12                        GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV 
                                     ::  .  ... :::  . :. ::    ..  
gi|142 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHN-AE--TTVED 
       410       420       430       440       450          460     
 
        40        50        60        70        80 
AAD-12 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
        .:..   :....   .  ::..: :.  ::             
gi|142 RIGGIIDSAEKAFHKEL--GAIYS-EIKDAVSA           
          470       480          490               
 
>>gi|45108973|emb|CAF32567.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 69.7  bits: 19.8 E():   65 
Smith-Waterman score: 53; 28.8% identity (50.0% similar) in 66 aa overlap (10-75:105-160) 
 
                                    10        20        30          
AAD-12                      GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV 
                                     :.  .  : .:: .:    . : :   . . 
gi|451 HGVRIRVRSGGHDYEGLSYRSLQPEEFAVVDLSKMRAVWVDGKAR----TAWVDS-GAQL 
           80        90       100       110           120           
 
      40        50        60        70        80                    
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA                    
       :.. ..:     ::.:    : : : :..:    ::                         
gi|451 GEL-YYAIHKASPVLA----FPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLV 
     130        140           150       160       170       180     
 
gi|451 DANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPKKASEGAVD 
          190       200       210       220       230       240     
 
>>gi|54144332|emb|CAD54670.2| pollen allergen Phl p 4 [P  (508 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 69.6  bits: 19.8 E():   66 
Smith-Waterman score: 53; 28.8% identity (50.0% similar) in 66 aa overlap (10-75:113-168) 
 
                                    10        20        30          
AAD-12                      GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV 
                                     :.  .  : .:: .:    . : :   . . 
gi|541 HGVRIRVRSGGHDYEGLSYRSLQPEEFAVVDLSKMRAVWVDGKAR----TAWVDS-GAQL 
             90       100       110       120           130         
 
      40        50        60        70        80                    
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA                    
       :.. ..:     ::.:    : : : :..:    ::                         
gi|541 GEL-YYAIHKASPVLA----FPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLV 
       140        150           160       170       180       190   
 
gi|541 DANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPKKASEGAVD 
            200       210       220       230       240       250   
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (46-70:27-50) 
 
          20        30        40        50        60        70      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|165     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
          80                                                        
AAD-12 DMRAA                                                        
                                                                    
gi|165 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (46-70:27-50) 
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          20        30        40        50        60        70      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
          80                                                        
AAD-12 DMRAA                                                        
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (46-70:27-50) 
 
          20        30        40        50        60        70      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
          80                                                        
AAD-12 DMRAA                                                        
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (46-70:27-50) 
 
          20        30        40        50        60        70      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEYTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
          80                                                        
AAD-12 DMRAA                                                        
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (46-70:27-50) 
 
          20        30        40        50        60        70      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|753     MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
          80                                                        
AAD-12 DMRAA                                                        
                                                                    
gi|753 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (46-70:27-50) 
 
          20        30        40        50        60        70      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
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          80                                                        
AAD-12 DMRAA                                                        
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (46-70:27-50) 
 
          20        30        40        50        60        70      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
          80                                                        
AAD-12 DMRAA                                                        
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 47; 40.0% identity (68.0% similar) in 25 aa overlap (46-70:27-50) 
 
          20        30        40        50        60        70      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :.:.. . ::      
gi|602     MGVFTYEFEFTSVIPPARLYNAFVLDADNL-IPKIAPQAVKSTEILEGDGGVGTIK 
                   10        20        30         40        50      
 
          80                                                        
AAD-12 DMRAA                                                        
                                                                    
gi|602 KINFGEGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (46-70:27-50) 
 
          20        30        40        50        60        70      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|886     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
          80                                                        
AAD-12 DMRAA                                                        
                                                                    
gi|886 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIK 
          60        70        80        90       100       110      
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (46-70:27-50) 
 
          20        30        40        50        60        70      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|134     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
          80                                                        
AAD-12 DMRAA                                                        
                                                                    
gi|134 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
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 initn:  44 init1:  44 opt:  47  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (7-47:110-157) 
 
                                       10           20           30 
AAD-12                         GAIERIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
                40        50        60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
         . ..... . .  :.:                                  
gi|154 MAEKLLRAVESYLLAHTDEYN                               
     140       150       160                               
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (7-47:110-157) 
 
                                       10           20           30 
AAD-12                         GAIERIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
                40        50        60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
         . ..... . .  :.:                                  
gi|154 MAEKLLRAVESYLLAHTDEYN                               
     140       150       160                               
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 69.1  bits: 18.9 E():   70 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (44-61:66-83) 
 
            20        30        40        50        60        70    
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
            80                                                      
AAD-12 FADMRAA                                                      
                                                                    
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.0  bits: 19.2 E():   71 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (35-72:270-307) 
 
           10        20        30        40        50        60     
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
           70        80                                             
AAD-12 VPAVGGRTCFADMRAA                                             
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.0  bits: 19.2 E():   71 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (35-72:270-307) 
 
           10        20        30        40        50        60     
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
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     240       250       260       270       280       290          
 
           70        80                                             
AAD-12 VPAVGGRTCFADMRAA                                             
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.0  bits: 19.2 E():   71 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (35-72:270-307) 
 
           10        20        30        40        50        60     
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|270 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
           70        80                                             
AAD-12 VPAVGGRTCFADMRAA                                             
       .  : : :                                                     
gi|270 IQHVKGGTPKRPDRAIETYLFAMFDENQKQPEVEKHFGLFFPDKRPKYNLNFSAKKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.0  bits: 19.2 E():   71 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (35-72:270-307) 
 
           10        20        30        40        50        60     
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
           70        80                                             
AAD-12 VPAVGGRTCFADMRAA                                             
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFATFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.0  bits: 19.2 E():   71 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (35-72:270-307) 
 
           10        20        30        40        50        60     
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|118 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
           70        80                                             
AAD-12 VPAVGGRTCFADMRAA                                             
       .  : : :                                                     
gi|118 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.0  bits: 19.2 E():   71 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (35-72:270-307) 
 
           10        20        30        40        50        60     
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|327 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
           70        80                                             
AAD-12 VPAVGGRTCFADMRAA                                             
       .  : : :                                                     
gi|327 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
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>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.0  bits: 18.4 E():   72 
Smith-Waterman score: 48; 33.3% identity (59.3% similar) in 27 aa overlap (48-74:17-43) 
 
        20        30        40        50        60        70        
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.:.:  .   ::..:  :  .: : .    
gi|510               MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLP 
                             10        20        30        40       
 
        80                                                          
AAD-12 RAA                                                          
                                                                    
gi|510 VIRGKGGGIEFAKTETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHL 
         50        60        70        80        90       100       
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.3  bits: 15.8 E():   78 
Smith-Waterman score: 39; 42.9% identity (71.4% similar) in 14 aa overlap (2-15:25-38) 
 
                                      10        20        30        
AAD-12                        GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV 
                               :. :. ::: .. :                       
gi|217 LVSVEHQAARLKVAKAQQLAAQLPAMCRLEGGDALSASQ                      
               10        20        30                               
 
        40        50        60        70        80 
AAD-12 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (46-70:27-50) 
 
          20        30        40        50        60        70      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
          80                                                        
AAD-12 DMRAA                                                        
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIK 
          60        70        80        90       100       110      
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 46; 36.0% identity (64.0% similar) in 25 aa overlap (46-70:27-50) 
 
          20        30        40        50        60        70      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|304     MGLYTFENEFTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
          80                                                        
AAD-12 DMRAA                                                        
                                                                    
gi|304 KITFGEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (7-16:109-118) 
 
                                       10        20        30       
AAD-12                         GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
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         40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                                    
gi|534 KAEALFRAVESYLLAHSDAYN                        
      140       150                                 
 
>>gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 45; 27.1% identity (52.1% similar) in 48 aa overlap (6-52:15-62) 
 
                        10        20        30        40         50 
AAD-12          GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA-WHADSTY 
                     : :. . : . .  ::.:  .:    .   . :.: :. .:  .:  
gi|144 MSWQAYVDDHLMCEIEGNHLSAAAIIGQDGSVWAQSANFPQFKSEEITGIMSDFHEPGTL 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAA                               
        :                                                           
gi|144 APTGLYIGGTKYMVIQGEPGAVIRGKKGPGGVTVKKTNQALIIGIYDEPMTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|77999277|gb|ABB16985.1| profilin-like protein [Sola  (131 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 45; 27.2% identity (55.6% similar) in 81 aa overlap (6-72:15-93) 
 
                        10        20               30          40   
AAD-12          GAIERIGGGDIVAISNVKADGTVR-------QHSPAEWDDMMKVIV--GNM 
                     : :. ... . :  ::::        : .: : . .:. ..  :.. 
gi|779 MSWQTYVDEHLLCEIEGNHLTSAAIVGQDGTVWAQSANFPQFKPEEISGIMNDFAEPGTL 
               10        20        30        40        50        60 
 
                 50         60        70        80                  
AAD-12 A----WHADSTYMPVMAQ-GAVFSAEVVPAVGGRTCFADMRAA                  
       :    . . . :: .... :::. ..  :  :: :                          
gi|779 APTGLYLGGTKYMVIQGEPGAVIRGKKGP--GGITIKKTNQALIIGIYDEPMTPGQCNMI 
               70        80          90       100       110         
 
gi|779 VERLGDYLVEQGL 
      120       130  
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (46-70:27-50) 
 
          20        30        40        50        60        70      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|880     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
          80                                                        
AAD-12 DMRAA                                                        
                                                                    
gi|880 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVI 
          60        70        80        90       100       110      
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (7-16:110-119) 
 
                                       10        20        30       
AAD-12                         GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
         40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
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gi|534 KAEALFRAVESYLLAHSDAYN                        
     140       150       160                        
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (8-48:111-158) 
 
                                      10           20            30 
AAD-12                        GAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
               40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
        . ..... . .  :.:.                                 
gi|116 GEALLRAVESYLLAHSDAYN                               
              150       160                               
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (8-48:111-158) 
 
                                      10           20            30 
AAD-12                        GAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDQEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
               40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
        . ..... . .  :.:.                                 
gi|116 GEALLRAVESYLLAHSDAYN                               
              150       160                               
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (49-70:29-50) 
 
       20        30        40        50        60        70         
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|400   MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
       80                                                           
AAD-12 AA                                                           
                                                                    
gi|400 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKIS 
       60        70        80        90       100       110         
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (46-70:27-50) 
 
          20        30        40        50        60        70      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
          80                                                        
AAD-12 DMRAA                                                        
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (8-48:111-158) 
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                                      10           20            30 
AAD-12                        GAIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
               40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
        . ..... . .  :.:.                                 
gi|116 GEALLRAVESYLLAHSDAYN                               
              150       160                               
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.9  bits: 18.4 E():   82 
Smith-Waterman score: 48; 28.1% identity (53.1% similar) in 32 aa overlap (7-37:170-200) 
 
                                       10        20        30       
AAD-12                         GAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|283 CKYPEGTKVTFHVEKGSNPNYLALLVKYVNGDGDVVAV-DIKEKGKDKWIELKESWGAIW 
     140       150       160       170        180       190         
 
          40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
       ..                                            
gi|283 RIDTPDKLTGPFTVRYTTEGGTKTEAEDVIPEGWKADTSYESK   
      200       210       220       230       240    
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.7  bits: 18.4 E():   84 
Smith-Waterman score: 48; 31.2% identity (53.1% similar) in 32 aa overlap (7-37:177-207) 
 
                                       10        20        30       
AAD-12                         GAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|116 CKYPDGTKPTFHVEKGSNPNYLALLVKYIDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
        150       160       170       180        190       200      
 
          40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
       .:                                            
gi|116 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK   
         210       220       230       240           
 
>>gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliensis]   (205 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 67.7  bits: 18.1 E():   84 
Smith-Waterman score: 47; 21.1% identity (47.4% similar) in 76 aa overlap (2-69:49-124) 
 
                                            10         20        30 
AAD-12                              GAIERIGGGDIVAI-SNVKADGTVRQHSPAE 
                                     :::.  .. .: . : .: .:  . .     
gi|577 ISGEIMQLHHQKHHQTYITNYNKALEQLNDAIEKGDSAAVVKLQSAIKFNGGGHVNHSIF 
       20        30        40        50        60        70         
 
               40               50        60        70        80    
AAD-12 WDDMMKVIVG-------NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA    
       : ..  :  :       ...:  :. .  .     ...:: :   :               
gi|577 WKNLAPVREGGGELPHGSLGWAIDADFGSLEKLIQLMNAEGVALQGSGWVWLALDKELKK 
       80        90       100       110       120       130         
 
gi|577 LVVETTANQDPLVTKGPTLVPLLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVY 
      140       150       160       170       180       190         
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.5  bits: 18.1 E():   86 
Smith-Waterman score: 47; 23.1% identity (51.3% similar) in 39 aa overlap (14-48:147-185) 
 
                                10        20            30          
AAD-12                  GAIERIGGGDIVAISNVKADGTVRQH----SPAEWDDMMKVIV 
                                     ::.  .::.. .:    .   :    :.   
gi|613 ATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMHVGHYTQIVWAKTKKIGC 
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        120       130       140       150       160       170       
 
      40        50        60        70        80 
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
       : . .. :.                                 
gi|613 GRIMFKEDNWNKHYLVCNYGPAGNVLGAQIYEIKK       
        180       190       200       210        
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.3  bits: 18.4 E():   88 
Smith-Waterman score: 48; 31.2% identity (53.1% similar) in 32 aa overlap (7-37:192-222) 
 
                                       10        20        30       
AAD-12                         GAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|386 CEYPKGTKVTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
             170       180       190        200       210       220 
 
          40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
       .:                                            
gi|386 RVDTPDKLTGPFTVRYTTEGGTKVEAEDVIPEGWKADTAYESK   
              230       240       250       260      
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.3  bits: 18.4 E():   88 
Smith-Waterman score: 48; 28.1% identity (53.1% similar) in 32 aa overlap (7-37:192-222) 
 
                                       10        20        30       
AAD-12                         GAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|117 CKYPEGTKVTFHVEKGSNPNYLALLVKYVNGDGDVVAV-DIKEKGKDKWIELKESWGAIW 
             170       180       190        200       210       220 
 
          40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
       ..                                            
gi|117 RIDTPDKLTGPFTVRYTTEGGTKTEAEDVIPEGWKADTSYESK   
              230       240       250       260      
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.3  bits: 18.4 E():   89 
Smith-Waterman score: 48; 31.2% identity (53.1% similar) in 32 aa overlap (7-37:194-224) 
 
                                       10        20        30       
AAD-12                         GAIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|117 CKYPDGTKPTFHVEKGSNPNYLALLVKYIDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
           170       180       190       200        210       220   
 
          40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
       .:                                            
gi|117 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK   
            230       240       250       260        
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 67.2  bits: 19.0 E():   89 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (44-61:56-73) 
 
            20        30        40        50        60        70    
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
            80                                                      
AAD-12 FADMRAA                                                      
                                                                    
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
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>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 67.2  bits: 19.5 E():   89 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (25-63:535-572) 
 
                     10        20        30        40        50     
AAD-12       GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
           60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAA 
        .:  :: :                  
gi|331 KEGC-FSEEGPKLVAAAQAALV     
           570       580          
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 66.9  bits: 19.5 E():   93 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (25-63:558-595) 
 
                     10        20        30        40        50     
AAD-12       GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|668 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
       530       540       550       560       570       580        
 
           60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAA 
        .:  :: :                  
gi|668 KEGC-FSEEGPKLVAAAQAALV     
       590        600             
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 44; 29.2% identity (79.2% similar) in 24 aa overlap (3-26:104-127) 
 
                                           10        20        30   
AAD-12                             GAIERIGGGDIVAISNVKADGTVRQHSPAEWD 
                                     :....: :.:. ..: .  .::..       
gi|121 ADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVTSVRSYKRI    
            80        90       100       110       120       130    
 
             40        50        60        70        80 
AAD-12 DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (46-70:27-50) 
 
          20        30        40        50        60        70      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
          80                                                        
AAD-12 DMRAA                                                        
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (46-70:27-50) 
 
          20        30        40        50        60        70      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|753     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTTK 
                   10        20        30         40        50      
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          80                                                        
AAD-12 DMRAA                                                        
                                                                    
gi|753 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (46-70:27-50) 
 
          20        30        40        50        60        70      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
          80                                                        
AAD-12 DMRAA                                                        
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (46-70:27-50) 
 
          20        30        40        50        60        70      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|425     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
          80                                                        
AAD-12 DMRAA                                                        
                                                                    
gi|425 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (46-70:27-50) 
 
          20        30        40        50        60        70      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
          80                                                        
AAD-12 DMRAA                                                        
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|55859454|emb|CAH92627.1| pollen allergen Sec c 4 [S  (518 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 66.7  bits: 19.3 E():   96 
Smith-Waterman score: 51; 27.3% identity (53.0% similar) in 66 aa overlap (10-75:126-181) 
 
                                    10        20        30          
AAD-12                      GAIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV 
                                     :.  .  :..:: .:    . : .   . . 
gi|558 HGIRLRVRSGGHDYEGLSYRSEKPETFAVVDLNKMRAVSVDGYAR----TAWVES-GAQL 
         100       110       120       130       140            150 
 
      40        50        60        70        80                    
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA                    
       :.. ..: .   ::.:    : : : :..:    ::                         
gi|558 GEL-YYAIAKNSPVLA----FPAGVCPSIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVV 
               160           170       180       190       200      
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gi|558 DPNGKLLDKSSMSADHFWAVRGGGGESFGIVVSWQVKLLPVPPTVTVLKIPKTVQEGAID 
         210       220       230       240       250       260      
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (46-70:27-50) 
 
          20        30        40        50        60        70      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|901     MGGYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
          80                                                        
AAD-12 DMRAA                                                        
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (46-70:27-50) 
 
          20        30        40        50        60        70      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
          80                                                        
AAD-12 DMRAA                                                        
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 66.6  bits: 19.0 E():   96 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (44-61:56-73) 
 
            20        30        40        50        60        70    
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
            80                                                      
AAD-12 FADMRAA                                                      
                                                                    
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|2959898|emb|CAA73720.1| Profilin [Mercurialis annua  (133 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 66.6  bits: 17.3 E():   97 
Smith-Waterman score: 44; 28.8% identity (51.5% similar) in 66 aa overlap (8-59:19-84) 
 
                          10        20               30          40 
AAD-12            GAIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VG 
                         :  ..: : :  ::..  .:       : :   .:: .   : 
gi|295 MSWQTYVDDHLMCDIDGQGQHLAAASIVGHDGSIWAQSASFPQLKPEEITGIMKDFDEPG 
               10        20        30        40        50        60 
 
                   50         60        70        80                
AAD-12 NMA----WHADSTYMPVMAQ-GAVFSAEVVPAVGGRTCFADMRAA                
       ..:    . : . :: .... :::                                     
gi|295 HLAPTGLYIAGTKYMVIQGESGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPGQCNMV 
               70        80        90       100       110       120 
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.3  bits: 17.3 E(): 1e 
Smith-Waterman score: 44; 16.0% identity (72.0% similar) in 25 aa overlap (34-58:12-36) 
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            10        20        30        40        50        60    
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
                                     .. .... ..: ....  :. : :.      
gi|249                    MRTVSARSSVALVVIVAAVLVWTSSASVAPAPAPGSEETCG 
                                  10        20        30        40  
 
            70        80                                            
AAD-12 VVPAVGGRTCFADMRAA                                            
                                                                    
gi|249 TVVGALMPCLPFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDG 
              50        60        70        80        90       100  
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:40 2011 done: Fri Jan 21 00:02:40 2011 
 Total Scan time:  0.060 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 66  - 145 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     1     0:= 
  30     5     2:*= 
  32    13     8:==*== 
  34    21    22:=======* 
  36    54    44:==============*=== 
  38    67    73:======================= * 
  40    98   102:=================================* 
  42   158   125:=========================================*=========== 
  44   174   138:=============================================*============ 
  46   150   140:==============================================*=== 
  48   144   134:============================================*=== 
  50   102   122:==================================      * 
  52    59   108:====================               * 
  54    68    92:=======================       * 
  56    44    77:===============          * 
  58    49    63:=================   * 
  60    76    51:================*========= 
  62    38    41:=============* 
  64    30    33:==========* 
  66    33    26:========*== 
  68    28    20:======*=== 
  70    22    16:=====*== 
  72    19    12:===*=== 
  74     4    10:== * 
  76    12     8:==*= 
  78     4     6:=* 
  80     2     5:=* 
  82     4     3:*= 
  84     2     3:* 
  86     5     2:*= 
  88     0     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
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  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.04790.00349; mu= 7.5296 0.181 
 mean_var=50.513614.849, 0's: 2 Z-trim: 2  B-trim: 11 in 1/43 
 Lambda= 0.180456 
 Kolmogorov-Smirnov  statistic: 0.0661 (N=28) at  48 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   67 23.2     1.2 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   65 22.7     1.7 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   58 20.9     7.4 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   58 20.9     7.4 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   58 20.9     7.4 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   58 20.9     7.4 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   64 22.6     7.7 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   64 22.7     9.3 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   57 20.7      11 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   54 19.8      13 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   60 21.6      13 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   59 21.3      13 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   56 20.4      14 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   55 20.2      16 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   59 21.3      17 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   54 19.9      19 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   58 21.1      21 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   53 19.6      21 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   56 20.5      22 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   57 20.8      25 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   57 20.8      25 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   55 20.2      25 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 19.4      27 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   52 19.4      27 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   52 19.4      27 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   52 19.4      28 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   49 18.5      28 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   56 20.5      29 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   56 20.5      29 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   56 20.5      30 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   54 20.0      31 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 20.3      32 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   50 18.8      33 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   50 18.9      39 
gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pach ( 199)   51 19.2      40 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   53 19.7      41 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   52 19.4      43 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   55 20.3      45 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   53 19.7      46 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 16.0      46 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 16.0      46 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   48 18.3      47 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   48 18.3      47 
gi|34851174|gb|AAP15199.1| profilin-like protein [ ( 131)   48 18.3      47 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   48 18.3      47 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   48 18.3      47 
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gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   51 19.2      48 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   52 19.5      49 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 19.2      50 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   48 18.3      52 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   51 19.2      52 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 18.9      52 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   51 19.2      52 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 18.3      52 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   51 19.2      53 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 19.2      53 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   46 17.8      53 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   51 19.2      55 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   50 18.9      57 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   48 18.3      57 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   50 18.9      61 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   50 18.9      62 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 17.8      63 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   53 19.8      64 
gi|45108973|emb|CAF32567.2| unnamed protein produc ( 500)   53 19.8      64 
gi|54144332|emb|CAD54670.2| pollen allergen Phl p  ( 508)   53 19.8      65 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 18.1      66 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 18.1      66 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   47 18.1      67 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   47 18.1      67 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   47 18.1      67 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   47 18.1      67 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   47 18.1      67 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   47 18.1      67 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   47 18.1      67 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   47 18.1      67 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   47 18.1      67 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   47 18.1      67 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   47 18.1      67 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   47 18.1      67 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 18.1      67 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 18.1      67 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 18.9      70 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   51 19.2      71 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   51 19.2      71 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   51 19.2      71 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   51 19.2      71 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   51 19.2      71 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   51 19.2      71 
gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   48 18.4      71 
gi|21793|emb|CAA24934.1| unnamed protein product [ (  39)   39 15.8      78 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   46 17.8      80 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 17.8      80 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   46 17.8      80 
gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full= ( 131)   45 17.5      80 
gi|77999277|gb|ABB16985.1| profilin-like protein [ ( 131)   45 17.5      80 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 17.8      80 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   46 17.8      80 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   46 17.8      80 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 17.8      80 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 17.8      80 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 17.8      80 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 17.8      80 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   48 18.4      81 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   48 18.4      83 
gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliens ( 205)   47 18.1      84 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   47 18.1      86 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   48 18.4      88 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   48 18.4      88 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   52 19.6      88 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   48 18.4      88 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 19.0      88 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   52 19.6      91 
gi|55859454|emb|CAH92627.1| pollen allergen Sec c  ( 518)   51 19.3      94 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   44 17.3      95 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 19.0      95 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   45 17.6      95 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 1969



 

 

gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   45 17.6      95 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   45 17.6      95 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   45 17.6      95 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   45 17.6      95 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   45 17.6      95 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   45 17.6      95 
gi|2959898|emb|CAA73720.1| Profilin [Mercurialis a ( 133)   44 17.3      97 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   44 17.3   1e 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  67  Z-score: 101.2  bits: 23.2 E():  1.2 
Smith-Waterman score: 67; 40.0% identity (63.3% similar) in 30 aa overlap (18-47:30-56) 
 
                           10        20        30        40         
AAD-12             AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. : :   ::. :.. :  
gi|126 TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTK--KGNL-WEVKSA 
               10        20        30        40          50         
 
       50        60        70        80         
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY         
                                                
gi|126 KPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
        60        70        80        90        
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  65  Z-score: 98.4  bits: 22.7 E():  1.7 
Smith-Waterman score: 65; 35.5% identity (64.5% similar) in 31 aa overlap (18-48:30-57) 
 
                           10        20        30        40         
AAD-12             AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. . :   ::. :.. :. 
gi|144 VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKSS 
               10        20        30        40          50         
 
       50        60        70        80        
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY        
                                               
gi|144 KPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
        60        70        80        90       
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 86.9  bits: 20.9 E():  7.4 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (18-76:55-107) 
 
                            10        20        30        40        
AAD-12              AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
        50        60        70        80            
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY            
          :.  ::  :. . .   : .. : :.                
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 86.9  bits: 20.9 E():  7.4 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (18-76:55-107) 
 
                            10        20        30        40        
AAD-12              AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
        50        60        70        80            
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY            
          :.  ::  :. . .   : .. : :.                
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
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                 90       100       110       120   
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 86.9  bits: 20.9 E():  7.4 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (18-76:55-107) 
 
                            10        20        30        40        
AAD-12              AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
        50        60        70        80            
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY            
          :.  ::  :. . .   : .. : :.                
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 86.9  bits: 20.9 E():  7.4 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (18-76:55-107) 
 
                            10        20        30        40        
AAD-12              AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|117 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
        50        60        70        80            
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY            
          :.  ::  :. . .   : .. : :.                
gi|117 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  64  Z-score: 86.6  bits: 22.6 E():  7.7 
Smith-Waterman score: 64; 33.3% identity (57.1% similar) in 63 aa overlap (17-75:89-149) 
 
                             10        20         30        40      
AAD-12               AIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .  :. . ..:  . 
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLT 
       60        70        80        90       100        110        
 
          50           60        70        80                       
AAD-12 DSTYMP---VMAQGAVFSAEVVPAVGGRTCFADMRAAY                       
       : . :    . .::  . :    .:.:::   :                            
gi|114 DFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPE 
        120       130       140       150       160       170       
 
gi|114 FHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSN 
        180       190       200       210       220       230       
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  64  Z-score: 85.1  bits: 22.7 E():  9.3 
Smith-Waterman score: 64; 33.3% identity (57.1% similar) in 63 aa overlap (17-75:119-179) 
 
                             10        20         30        40      
AAD-12               AIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .  :. . ..:  . 
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLT 
       90       100       110       120       130        140        
 
          50           60        70        80                       
AAD-12 DSTYMP---VMAQGAVFSAEVVPAVGGRTCFADMRAAY                       
       : . :    . .::  . :    .:.:::   :                            
gi|476 DFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPE 
        150       160       170       180       190       200       
 
gi|476 FHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSN 
        210       220       230       240       250       260       

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 1971



 

 

 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 83.6  bits: 20.7 E():   11 
Smith-Waterman score: 57; 41.4% identity (69.0% similar) in 29 aa overlap (41-69:23-50) 
 
               20        30        40        50        60        70 
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: :::.: . ::  
gi|444         MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGV 
                       10        20         30        40        50  
 
               80                                                   
AAD-12 TCFADMRAAY                                                   
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 82.7  bits: 19.8 E():   13 
Smith-Waterman score: 54; 26.8% identity (53.5% similar) in 71 aa overlap (6-76:29-86) 
 
                                      10        20        30        
AAD-12                        AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI 
                                   : :::::. ..:  :.   . :      .:   
gi|105 CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGS-DTYEP------LKHS 
               10        20        30         40               50   
 
        40        50        60        70        80          
AAD-12 VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY          
        : . :. ::   :.  .: . .....   : .: . :.              
gi|105 WGAI-WRKDSDK-PI--KGPI-TVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
              60            70        80        90          
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 82.7  bits: 21.6 E():   13 
Smith-Waterman score: 60; 21.4% identity (61.4% similar) in 70 aa overlap (3-70:265-327) 
 
                                           10        20        30   
AAD-12                             AIERIGGGDIVAISNVKADGTVRQHSPAEWDD 
                                     :..: :..:     ...: .. ..::. .  
gi|170 HSVVHSIIMQQQQQQQQQQGIDIFLPLSQHEQVGQGSLV-----QGQGIIQPQQPAQLEA 
          240       250       260       270            280          
 
             40        50          60        70        80 
AAD-12 MMKVIVGNMAWHADSTYMP--VMAQGAVFSAEVVPAVGGRTCFADMRAAY 
       . .... ..    . .:.:     . : : : .: ..::.           
gi|170 IRSLVLQTLPSMCN-VYVPPECSIMRAPF-ASIVAGIGGQ           
     290       300        310        320                  
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  57 init1:  57 opt:  59  Z-score: 82.4  bits: 21.3 E():   13 
Smith-Waterman score: 59; 17.6% identity (55.9% similar) in 68 aa overlap (3-70:217-279) 
 
                                           10        20        30   
AAD-12                             AIERIGGGDIVAISNVKADGTVRQHSPAEWDD 
                                     ...: : .:     ...: .. ..::. .  
gi|106 IHSIVHSIIMQQEQQEQRQGVQILVPLSQQQQVGQGTLV-----QGQGIIQPQQPAQLEV 
        190       200       210       220            230       240  
 
             40        50        60        70        80 
AAD-12 MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
       . . .. ..:   .    :  .   .  : .: ..::.           
gi|106 IRSSVLQTLATMCNVYVPPYCSTIRAPFASIVAGIGGQ           
             250       260       270                    
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 82.2  bits: 20.4 E():   14 
Smith-Waterman score: 56; 40.0% identity (68.0% similar) in 25 aa overlap (45-69:27-50) 
 
           20        30        40        50        60        70     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
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                                     ::.  .: .:  :. :::.. . ::      
gi|165     MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIK 
                   10        20        30         40        50      
 
           80                                                       
AAD-12 DMRAAY                                                       
                                                                    
gi|165 KITFGEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSIL 
          60        70        80        90       100       110      
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 80.8  bits: 20.2 E():   16 
Smith-Waterman score: 55; 32.4% identity (58.8% similar) in 34 aa overlap (26-53:114-147) 
 
                    10        20        30            40            
AAD-12      AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV----GNMAWHA--DSTY 
                                     :::. :.. : .:    :   : .  .:.. 
gi|250 EVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSW 
            90       100       110       120       130       140    
 
      50        60        70        80 
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
        ::.                            
gi|250 APVLDFVFSTLKNEL                 
           150                         
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  49 init1:  49 opt:  59  Z-score: 80.2  bits: 21.3 E():   17 
Smith-Waterman score: 59; 23.7% identity (59.3% similar) in 59 aa overlap (11-68:120-177) 
 
                                   10        20        30        40 
AAD-12                     AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     .: ...: .    .: :: ::   : .. . 
gi|309 LGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQ 
      90       100       110       120       130       140          
 
                50        60        70        80                    
AAD-12 MAWHAD-STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY                    
       . ...  ..     : ::. .:... :.:                                
gi|309 VKYQGGCGSGWAFSATGAIEAAHAI-ATGDLVSLSEQELVDCVEESEGCYNGWHYQSFEW 
     150       160       170        180       190       200         
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 79.3  bits: 19.9 E():   19 
Smith-Waterman score: 54; 37.9% identity (69.0% similar) in 29 aa overlap (41-69:23-50) 
 
               20        30        40        50        60        70 
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: .::.: . ::  
gi|444         MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGV 
                       10        20         30        40        50  
 
               80                                                   
AAD-12 TCFADMRAAY                                                   
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 78.7  bits: 21.1 E():   21 
Smith-Waterman score: 58; 25.0% identity (58.3% similar) in 48 aa overlap (14-61:262-309) 
 
                                10        20        30        40    
AAD-12                  AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|169 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
            50        60        70        80                        
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY                        
       .: :.::  .  ..::.:                                           

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 1973



 

 

gi|169 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.7  bits: 19.6 E():   21 
Smith-Waterman score: 53; 26.7% identity (66.7% similar) in 30 aa overlap (47-76:5-34) 
 
         20        30        40        50        60        70       
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.  :..  ... :. .. :. :. :.: : 
gi|189                           MASKSSITPLLLAAVLASVFAAAAATGQYCYAGM 
                                         10        20        30     
 
         80                                                         
AAD-12 RAAY                                                         
                                                                    
gi|189 GLPSNPLEGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIG 
           40        50        60        70        80        90     
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  56  Z-score: 78.5  bits: 20.5 E():   22 
Smith-Waterman score: 56; 26.8% identity (53.5% similar) in 71 aa overlap (6-76:198-255) 
 
                                        10        20        30      
AAD-12                          AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.   . :      .: 
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGS-DTYEP------LK 
       170       180       190       200        210                 
 
          40        50        60        70        80           
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY           
          : . :. ::   :.  .: . .....   : .: . :.               
gi|115 HSWGAI-WRKDSDK-PI--KGPI-TVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
     220        230           240       250       260          
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 77.3  bits: 20.8 E():   25 
Smith-Waterman score: 57; 25.0% identity (58.3% similar) in 48 aa overlap (14-61:262-309) 
 
                                10        20        30        40    
AAD-12                  AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
            50        60        70        80                        
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY                        
       .: :.::  .  ..::.:                                           
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 77.3  bits: 20.8 E():   25 
Smith-Waterman score: 57; 25.0% identity (58.3% similar) in 48 aa overlap (14-61:262-309) 
 
                                10        20        30        40    
AAD-12                  AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
            50        60        70        80                        
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY                        
       .: :.::  .  ..::.:                                           
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  55  Z-score: 77.2  bits: 20.2 E():   25 
Smith-Waterman score: 55; 22.5% identity (52.1% similar) in 71 aa overlap (6-76:192-249) 
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                                        10        20        30      
AAD-12                          AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : ::.::..       .....  .: .. : 
gi|168 CKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGDVVAVD-------IKEKGKDKWTEL-K 
             170       180       190       200              210     
 
          40        50        60        70        80           
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY           
          : . :. :.   :    :  :... .   : .. : :.               
gi|168 ESWGAV-WRIDT---PDKLTGP-FTVRYTTEGGTKSEFEDVIPEGWKADTSYSAK 
            220          230        240       250       260    
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 76.6  bits: 19.4 E():   27 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (45-69:27-50) 
 
           20        30        40        50        60        70     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|602     MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
           80                                                       
AAD-12 DMRAAY                                                       
                                                                    
gi|602 KINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 76.6  bits: 19.4 E():   27 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (45-69:27-50) 
 
           20        30        40        50        60        70     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|279     MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
           80                                                       
AAD-12 DMRAAY                                                       
                                                                    
gi|279 KINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 76.6  bits: 19.4 E():   27 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (45-69:27-50) 
 
           20        30        40        50        60        70     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|131     MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
           80                                                       
AAD-12 DMRAAY                                                       
                                                                    
gi|131 KINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 76.5  bits: 19.4 E():   28 
Smith-Waterman score: 52; 37.9% identity (69.0% similar) in 29 aa overlap (41-69:23-50) 
 
               20        30        40        50        60        70 
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: .::.: . ::  
gi|444         MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGV 
                       10        20         30        40        50  
 
               80                                                   
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AAD-12 TCFADMRAAY                                                   
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 76.3  bits: 18.5 E():   28 
Smith-Waterman score: 49; 32.3% identity (58.1% similar) in 31 aa overlap (21-49:35-64) 
 
                         10        20          30        40         
AAD-12           AIERIGGGDIVAISNVKADGTVRQHSPAE--WDDMMKVIVGNMAWHADST 
                                     : . ..::.  :: .  : .   .: ::.  
gi|323 QTCAGNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKP 
           10        20        30        40         50        60    
 
       50        60        70        80 
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
       :                                
gi|323 YSWRYGWTAFCGPAGPRCLRTNAAVTVR     
            70        80        90      
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 76.0  bits: 20.5 E():   29 
Smith-Waterman score: 56; 23.7% identity (55.9% similar) in 59 aa overlap (11-68:120-177) 
 
                                   10        20        30        40 
AAD-12                     AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     .: ...: .    .: :: ::   : .. . 
gi|129 LGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQ 
      90       100       110       120       130       140          
 
                50        60        70        80                    
AAD-12 MAWHADSTY-MPVMAQGAVFSAEVVPAVGGRTCFADMRAAY                    
       . ...         : ::. .:... :.:                                
gi|129 VKYQGGCGRGWAFSATGAIEAAHAI-ATGDLVSLSEQELVDCVEESEGSYNGWQYQSFEW 
     150       160       170        180       190       200         
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 76.0  bits: 20.5 E():   29 
Smith-Waterman score: 56; 23.7% identity (55.9% similar) in 59 aa overlap (11-68:120-177) 
 
                                   10        20        30        40 
AAD-12                     AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     .: ...: .    .: :: ::   : .. . 
gi|119 LGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQ 
      90       100       110       120       130       140          
 
                50        60        70        80                    
AAD-12 MAWHADSTY-MPVMAQGAVFSAEVVPAVGGRTCFADMRAAY                    
       . ...         : ::. .:... :.:                                
gi|119 VKYQGGCGRGWAFSATGAIEAAHAI-ATGDLVSLSEQELVDCVEESEGSYNGWQYQSFEW 
     150       160       170        180       190       200         
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 75.9  bits: 20.5 E():   30 
Smith-Waterman score: 56; 25.0% identity (58.3% similar) in 48 aa overlap (14-61:262-309) 
 
                                10        20        30        40    
AAD-12                  AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|158 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQLT 
             240       250       260       270       280       290  
 
            50        60        70        80                        
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY                        
       .: :.::  .  ..::.:                                           
gi|158 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 75.6  bits: 20.0 E():   31 
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Smith-Waterman score: 54; 26.8% identity (53.5% similar) in 71 aa overlap (6-76:198-255) 
 
                                        10        20        30      
AAD-12                          AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.   . :      .: 
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGS-DTYEP------LK 
       170       180       190       200        210                 
 
          40        50        60        70        80           
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY           
          : . :. ::   :.  .: . .....   : .: . :.               
gi|105 HSWGAI-WRKDSDK-PI--KGPI-TVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
     220        230           240       250       260          
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 75.4  bits: 20.3 E():   32 
Smith-Waterman score: 55; 30.6% identity (58.3% similar) in 36 aa overlap (28-63:155-190) 
 
                  10        20        30        40        50        
AAD-12    AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :   . ..::.:..  :: .     .  :: 
gi|249 QLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA 
          130       140       150       160       170       180     
 
        60        70        80                                      
AAD-12 VFSAEVVPAVGGRTCFADMRAAY                                      
       . .:::                                                       
gi|249 IPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTL 
          190       200       210       220       230       240     
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.0  bits: 18.8 E():   33 
Smith-Waterman score: 50; 28.1% identity (59.4% similar) in 32 aa overlap (36-67:11-42) 
 
          10        20        30        40        50        60      
AAD-12 GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                                     ::.. .:: ...   :. : :    ..::  
gi|249                     MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQ 
                                   10        20        30        40 
 
          70        80                                              
AAD-12 AVGGRTCFADMRAAY                                              
        .                                                           
gi|249 DIMPCLHFVKGEEKEPSKECCSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVA 
               50        60        70        80        90       100 
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 73.7  bits: 18.9 E():   39 
Smith-Waterman score: 50; 31.0% identity (55.2% similar) in 29 aa overlap (50-73:31-59) 
 
      20        30        40        50        60             70     
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICFD 
               10        20        30        40        50        60 
 
           80                                                       
AAD-12 DMRAAY                                                       
                                                                    
gi|132 EGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSISK 
               70        80        90       100       110       120 
 
>>gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pachycon  (199 aa) 
 initn:  40 init1:  40 opt:  51  Z-score: 73.6  bits: 19.2 E():   40 
Smith-Waterman score: 51; 25.0% identity (53.3% similar) in 60 aa overlap (2-59:97-148) 
 
                                            10        20        30  
AAD-12                              AIERIGGGDIVAISNVKADGTVRQHSPAEWD 
                                     .::   :. .:.:.  : :      : . . 
gi|169 MPDLTWDNELAAIAQRWVNQCKIGHDGCRNVERYQVGQNIAMSGSTAKG------PCNMN 
         70        80        90       100       110             120 
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                40        50        60        70        80          
AAD-12 DMMKVIVG--NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY          
       ..... ..  :    :: . ::  ..:  :                               
gi|169 NLVQMWINEVNALNAADVSSMP--SDGNYFMKIGHYTQLVWGKTTKVGCGIIQFLDGKFY 
              130       140         150       160       170         
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  50 init1:  50 opt:  53  Z-score: 73.4  bits: 19.7 E():   41 
Smith-Waterman score: 53; 30.6% identity (58.3% similar) in 36 aa overlap (36-70:16-51) 
 
          10        20        30        40         50        60     
AAD-12 GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA-WHADSTYMPVMAQGAVFSAEVV 
                                     ...:  : . ::. : :. :   .  : .  
gi|441                MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATP 
                              10        20        30        40      
 
           70        80                                             
AAD-12 PAVGGRTCFADMRAAY                                             
        :.::.                                                       
gi|441 AAAGGKATTDEQKLLEDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKA 
          50        60        70        80        90       100      
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  41 init1:  41 opt:  52  Z-score: 73.0  bits: 19.4 E():   43 
Smith-Waterman score: 52; 22.5% identity (52.1% similar) in 71 aa overlap (6-76:192-249) 
 
                                        10        20        30      
AAD-12                          AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : ::.::..       .....  .: .. : 
gi|126 CKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGDVVAVD-------IKEKGKDKWIEL-K 
             170       180       190       200              210     
 
          40        50        60        70        80           
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY           
          : . :. :.   :    :  :... .   : .. : :.               
gi|126 ESWGAV-WRIDT---PDKLTGP-FTVRYTTEGGTKSEFEDVIPEGWKADTSYSAK 
            220          230        240       250       260    
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  44 init1:  44 opt:  55  Z-score: 72.7  bits: 20.3 E():   45 
Smith-Waterman score: 55; 24.2% identity (56.5% similar) in 62 aa overlap (7-67:438-492) 
 
                                       10        20         30      
AAD-12                         AIERIGGGDIVAISNVKADGTVRQHSP-AEWDDMMK 
                                     ::  .  ... :::  . :.  .  .: .  
gi|796 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHNAETTVEDRIG 
       410       420       430       440       450       460        
 
          40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
       .:. .    :....   .  ::..: :.  ::              
gi|796 IIIDS----AEKAFHKEL--GAIYS-EIKDAVSV            
       470           480          490                
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 72.6  bits: 19.7 E():   46 
Smith-Waterman score: 53; 22.9% identity (58.3% similar) in 48 aa overlap (11-56:223-270) 
 
                                   10        20         30          
AAD-12                     AIERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKV-IV 
                                     : . ..  ::   ..:.  :..  ..  :. 
gi|729 EGVLSRKVPSHLTLETPRVKMNMKYDRYAPVKVFKLDYDGIHFEKHTDIEYEPGVRYKII 
            200       210       220       230       240       250   
 
       40        50        60        70        80                   
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY                   
       ::   . :. .. . .::                                           
gi|729 GNGKLKDDGRHYSIDVQGIPRKAFNLDADLMDFKLKVSKPEDSNKAQFSYTFNEYTETEE 
            260       270       280       290       300       310   
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>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.5  bits: 16.0 E():   46 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (43-49:19-25) 
 
             20        30        40        50        60        70   
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.::..:                        
gi|320             YTTEGGTKAEAEDVIPEGWKADTSYE                       
                           10        20                             
 
             80 
AAD-12 FADMRAAY 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.5  bits: 16.0 E():   46 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (43-49:19-25) 
 
             20        30        40        50        60        70   
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.::..:                        
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE                       
                           10        20                             
 
             80 
AAD-12 FADMRAAY 
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.3  bits: 18.3 E():   47 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (5-56:15-79) 
 
                         10        20               30          40  
AAD-12           AIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|288 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
                  50        60        70        80                  
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY                  
       :    :  .: :: ....:                                          
gi|288 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.3  bits: 18.3 E():   47 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (5-56:15-79) 
 
                         10        20               30          40  
AAD-12           AIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|218 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
                  50        60        70        80                  
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY                  
       :    :  .: :: ....:                                          
gi|218 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|34851174|gb|AAP15199.1| profilin-like protein [Humu  (131 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.3  bits: 18.3 E():   47 
Smith-Waterman score: 48; 29.6% identity (51.9% similar) in 81 aa overlap (5-71:15-93) 
 
                         10        20               30          40  
AAD-12           AIERIGGGDIVAISNVKADGTVR-------QHSPAEWDDMMKVIV--GNM 
                     : :  ..: . .  ::.:        : .: :   .:: .   :.. 
gi|348 MSWQAYVDDHLMCEIDGQHLTAAAIIGHDGSVWAQSSTFPQFKPEEIAAIMKDFEEPGSL 
               10        20        30        40        50        60 
 
                  50         60        70        80                 
AAD-12 A---WHADST-YMPVMA-QGAVFSAEVVPAVGGRTCFADMRAAY                 
       :    :  .  :: .:. ::::. ..   ..:: :                          
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gi|348 APTGLHLGGIKYMVIMGEQGAVIRGK--KGAGGITVKKTGAAMIIGIYDEPLTPGQCNMI 
               70        80          90       100       110         
 
gi|348 VERLGDYLIDQNL 
      120       130  
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.3  bits: 18.3 E():   47 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (5-56:15-79) 
 
                         10        20               30          40  
AAD-12           AIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|144 MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
                  50        60        70        80                  
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY                  
       :    :  .: :: ....:                                          
gi|144 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.3  bits: 18.3 E():   47 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (5-56:15-79) 
 
                         10        20               30          40  
AAD-12           AIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|604 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
                  50        60        70        80                  
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY                  
       :    :  .: :: ....:                                          
gi|604 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 72.2  bits: 19.2 E():   48 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (6-36:169-199) 
 
                                        10        20         30     
AAD-12                          AIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|331 CKYPEGTKLTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
      140       150       160       170        180       190        
 
           40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
       .:                                             
gi|331 RVDTPDKLTGPFTVRYTTEGGTKSEVEDVIPEGWKADTSYEAK    
       200       210       220       230       240    
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 72.0  bits: 19.5 E():   49 
Smith-Waterman score: 52; 32.4% identity (58.8% similar) in 34 aa overlap (42-75:23-55) 
 
              20        30        40        50        60        70  
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .. ::. : :. :   .  : ..::.::   
gi|663         MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGK 
                       10        20        30        40         50  
 
              80                                                    
AAD-12 CFADMRAAY                                                    
         .:                                                         
gi|663 ATTDEQKLLEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILK 
              60        70        80        90       100       110  
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
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 initn:  42 init1:  42 opt:  51  Z-score: 71.9  bits: 19.2 E():   50 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (6-21:181-195) 
 
                                        10        20        30      
AAD-12                          AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
          40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                                     
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK   
     210       220       230       240       250     
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.6  bits: 18.3 E():   52 
Smith-Waterman score: 48; 23.3% identity (66.7% similar) in 30 aa overlap (47-76:5-34) 
 
         20        30        40        50        60        70       
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.  :..  ... :. .. .. :. :.: : 
gi|439                           MASKSSITPLLLAAVLASVFAAATATGQYCYAGM 
                                         10        20        30     
 
         80                                                         
AAD-12 RAAY                                                         
                                                                    
gi|439 GLPSNPLEGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFI 
           40        50        60        70        80        90     
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 71.6  bits: 19.2 E():   52 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (6-36:192-222) 
 
                                        10        20         30     
AAD-12                          AIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : : ..  
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
           40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
       .:                                             
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK    
              230       240       250       260       
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 71.6  bits: 18.9 E():   52 
Smith-Waterman score: 50; 40.0% identity (72.0% similar) in 25 aa overlap (10-34:9-29) 
 
               10        20        30        40        50        60 
AAD-12 AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 
                :::.....: .    :.:: .:: :                           
gi|144  MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMVDQIVKSLTTKKELDPFKIEQT 
                10            20        30        40        50      
 
               70        80                                         
AAD-12 AEVVPAVGGRTCFADMRAAY                                         
                                                                    
gi|144 KVPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKIDTDGGAFAATLKLGDKNIRIKT 
          60        70        80        90       100       110      
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 71.6  bits: 19.2 E():   52 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (6-36:193-223) 
 
                                        10        20         30     
AAD-12                          AIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|180 CKYPEGTKVTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
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            170       180       190       200        210       220  
 
           40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
       .:                                             
gi|180 RVDTPDKLTGPFTVRYTTEGGTKSEVEDVIPEGWKADTSYEAK    
             230       240       250       260        
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 71.5  bits: 18.3 E():   52 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (14-30:2-19) 
 
               10         20        30        40        50          
AAD-12 AIERIGGGDIVAISNVKAD-GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 
                    ..: .: :.. ..::.::                              
gi|250             PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPFPRCRALVKSQCAGGQVV 
                           10        20        30        40         
 
      60        70        80                                        
AAD-12 SAEVVPAVGGRTCFADMRAAY                                        
                                                                    
gi|250 ESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTEVMDR 
       50        60        70        80        90       100         
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 71.4  bits: 19.2 E():   53 
Smith-Waterman score: 51; 22.5% identity (52.1% similar) in 71 aa overlap (6-76:198-255) 
 
                                        10        20        30      
AAD-12                          AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : ::.::..       .....  .: .. : 
gi|249 CKYPDGTKPTFHVEKGSNPNYLALLVKYVDGDGDVVAVD-------IKEKGKDKWIEL-K 
       170       180       190       200              210           
 
          40        50        60        70        80           
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY           
          : . :. :.   :    :  :... .   : .. : :.               
gi|249 ESWGAI-WRIDT---PDKLTGP-FTVRYTTEGGTKAEFEDVIPEGWKADTHDASK 
     220        230           240       250       260          
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 71.4  bits: 19.2 E():   53 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (6-21:199-213) 
 
                                        10        20        30      
AAD-12                          AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
          40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                                     
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK   
       230       240       250       260       270   
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 71.3  bits: 17.8 E():   53 
Smith-Waterman score: 46; 26.9% identity (53.8% similar) in 52 aa overlap (17-66:8-56) 
 
               10        20        30        40          50         
AAD-12 AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY--MPVMAQGAV 
                       :: :.    .:.  ::..   .::. .  ..     :..  ::  
gi|166          ATPTPTPKAAGSWCVPKPGVSDDQL---TGNINYACSQGIDCGPIQPGGAC 
                        10        20           30        40         
 
       60        70        80                                
AAD-12 FSAEVVPAVGGRTCFADMRAAY                                
       :  ..: :                                              
gi|166 FEPNTVKAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
       50        60        70        80        90       100  
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>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 71.0  bits: 19.2 E():   55 
Smith-Waterman score: 51; 22.6% identity (64.5% similar) in 31 aa overlap (47-77:66-96) 
 
         20        30        40        50        60        70       
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:.. ::  :  .. :..  .. :... 
gi|219 QPLPPQQTFPQQPPFSQQQQQQPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQ 
          40        50        60        70        80        90      
 
         80                                                         
AAD-12 RAAY                                                         
       .                                                            
gi|219 QQLILPPQQQQQLPQQQISIVQPSVLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSC 
         100       110       120       130       140       150      
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.8  bits: 18.9 E():   57 
Smith-Waterman score: 50; 28.1% identity (56.2% similar) in 32 aa overlap (6-36:169-199) 
 
                                        10        20         30     
AAD-12                          AIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|458 CKYPEGTKVTFHVEKGSNPNYLALLVKFVAGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
      140       150       160       170        180       190        
 
           40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
       ..                                             
gi|458 RIDTPEVLKGPFTVRYTTEGGTKGEAKDVIPEGWKADTCYESK    
       200       210       220       230       240    
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 48; 29.8% identity (47.4% similar) in 57 aa overlap (16-58:38-90) 
 
                              10        20           30        40   
AAD-12                AIERIGGGDIVAISNVKADGTVRQ---HSPAEWDDMMKVIVGNMA 
                                     :.: . .:.    .:  ::.. ::    .: 
gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKVA---QA 
        10        20        30        40        50        60        
 
                        50        60        70        80            
AAD-12 W-----------HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY            
       :           :.:      :::::.                                  
gi|148 WAETRTPDCSLIHSDRCG-ENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQI 
           70        80         90       100       110       120    
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.2  bits: 18.9 E():   61 
Smith-Waterman score: 50; 28.1% identity (56.2% similar) in 32 aa overlap (6-36:191-221) 
 
                                        10        20         30     
AAD-12                          AIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|158 KCKYPEGTKVTFHVEKGSNPNYLALLVKFSGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
              170       180       190        200       210          
 
           40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
       ..                                             
gi|158 RIDTPEVLKGPFTVRYTTEGGTKARAKDVIPEGWKADTAYESK    
     220       230       240       250       260      
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.2  bits: 18.9 E():   62 
Smith-Waterman score: 50; 28.1% identity (56.2% similar) in 32 aa overlap (6-36:192-222) 
 
                                        10        20         30     
AAD-12                          AIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
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                                     : ::.::. ..:  :  .  .  : :  .  
gi|390 CKYPEGTKVTFHVEKGSNPNYLALLVKFVAGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
             170       180       190        200       210       220 
 
           40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
       ..                                             
gi|390 RIDTPEVLKGPFTVRYTTEGGTKGEAKDVIPEGWKADTAYESK    
              230       240       250       260       
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.9  bits: 17.8 E():   63 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (51-66:66-81) 
 
               30        40        50        60        70        80 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS 
         100       110       120    
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 69.9  bits: 19.8 E():   64 
Smith-Waterman score: 53; 26.2% identity (57.4% similar) in 61 aa overlap (7-67:438-492) 
 
                                       10        20        30       
AAD-12                         AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV 
                                     ::  .  ... :::  . :. ::    ..  
gi|142 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHN-AE--TTVED 
       410       420       430       440       450          460     
 
         40        50        60        70        80 
AAD-12 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
        .:..   :....   .  ::..: :.  ::              
gi|142 RIGGIIDSAEKAFHKEL--GAIYS-EIKDAVSA            
          470       480          490                
 
>>gi|45108973|emb|CAF32567.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 69.8  bits: 19.8 E():   64 
Smith-Waterman score: 53; 28.8% identity (50.0% similar) in 66 aa overlap (9-74:105-160) 
 
                                     10        20        30         
AAD-12                       AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV 
                                     :.  .  : .:: .:    . : :   . . 
gi|451 HGVRIRVRSGGHDYEGLSYRSLQPEEFAVVDLSKMRAVWVDGKAR----TAWVDS-GAQL 
           80        90       100       110           120           
 
       40        50        60        70        80                   
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY                   
       :.. ..:     ::.:    : : : :..:    ::                         
gi|451 GEL-YYAIHKASPVLA----FPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLV 
     130        140           150       160       170       180     
 
gi|451 DANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPKKASEGAVD 
          190       200       210       220       230       240     
 
>>gi|54144332|emb|CAD54670.2| pollen allergen Phl p 4 [P  (508 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 69.7  bits: 19.8 E():   65 
Smith-Waterman score: 53; 28.8% identity (50.0% similar) in 66 aa overlap (9-74:113-168) 
 
                                     10        20        30         
AAD-12                       AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV 
                                     :.  .  : .:: .:    . : :   . . 
gi|541 HGVRIRVRSGGHDYEGLSYRSLQPEEFAVVDLSKMRAVWVDGKAR----TAWVDS-GAQL 
             90       100       110       120           130         
 
       40        50        60        70        80                   
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY                   
       :.. ..:     ::.:    : : : :..:    ::                         
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gi|541 GEL-YYAIHKASPVLA----FPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLV 
       140        150           160       170       180       190   
 
gi|541 DANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPKKASEGAVD 
            200       210       220       230       240       250   
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (64-80:141-157) 
 
            40        50        60        70        80 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     .:  :: .:.   :..: 
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY 
              120       130       140       150        
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (64-80:141-157) 
 
            40        50        60        70        80 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     .:  :: .:.   :..: 
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY 
              120       130       140       150        
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (45-69:27-50) 
 
           20        30        40        50        60        70     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|165     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
           80                                                       
AAD-12 DMRAAY                                                       
                                                                    
gi|165 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (45-69:27-50) 
 
           20        30        40        50        60        70     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEYTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
           80                                                       
AAD-12 DMRAAY                                                       
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (45-69:27-50) 
 
           20        30        40        50        60        70     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
           80                                                       
AAD-12 DMRAAY                                                       
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gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (45-69:27-50) 
 
           20        30        40        50        60        70     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|753     MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
           80                                                       
AAD-12 DMRAAY                                                       
                                                                    
gi|753 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (45-69:27-50) 
 
           20        30        40        50        60        70     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
           80                                                       
AAD-12 DMRAAY                                                       
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 47; 40.0% identity (68.0% similar) in 25 aa overlap (45-69:27-50) 
 
           20        30        40        50        60        70     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :.:.. . ::      
gi|602     MGVFTYEFEFTSVIPPARLYNAFVLDADNL-IPKIAPQAVKSTEILEGDGGVGTIK 
                   10        20        30         40        50      
 
           80                                                       
AAD-12 DMRAAY                                                       
                                                                    
gi|602 KINFGEGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (45-69:27-50) 
 
           20        30        40        50        60        70     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|886     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
           80                                                       
AAD-12 DMRAAY                                                       
                                                                    
gi|886 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIK 
          60        70        80        90       100       110      
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (45-69:27-50) 
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           20        30        40        50        60        70     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
           80                                                       
AAD-12 DMRAAY                                                       
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (45-69:27-50) 
 
           20        30        40        50        60        70     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
           80                                                       
AAD-12 DMRAAY                                                       
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (45-69:27-50) 
 
           20        30        40        50        60        70     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|134     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
           80                                                       
AAD-12 DMRAAY                                                       
                                                                    
gi|134 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (6-46:110-157) 
 
                                        10           20             
AAD-12                          AIERIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
      30         40        50        60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
         . ..... . .  :.:                                   
gi|154 MAEKLLRAVESYLLAHTDEYN                                
     140       150       160                                
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (6-46:110-157) 
 
                                        10           20             
AAD-12                          AIERIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
      30         40        50        60        70        80 
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AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
         . ..... . .  :.:                                   
gi|154 MAEKLLRAVESYLLAHTDEYN                                
     140       150       160                                
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (64-80:144-160) 
 
            40        50        60        70        80 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     .:  :: .:.   :..: 
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY 
           120       130       140       150       160 
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (64-80:144-160) 
 
            40        50        60        70        80 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     .:  :: .:.   :..: 
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY 
           120       130       140       150       160 
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 69.2  bits: 18.9 E():   70 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (43-60:66-83) 
 
             20        30        40        50        60        70   
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
             80                                                     
AAD-12 FADMRAAY                                                     
                                                                    
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.1  bits: 19.2 E():   71 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (34-71:270-307) 
 
            10        20        30        40        50        60    
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|270 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
            70        80                                            
AAD-12 VPAVGGRTCFADMRAAY                                            
       .  : : :                                                     
gi|270 IQHVKGGTPKRPDRAIETYLFAMFDENQKQPEVEKHFGLFFPDKRPKYNLNFSAKKNWDI 
     300       310       320       330       340       350          
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.1  bits: 19.2 E():   71 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (34-71:270-307) 
 
            10        20        30        40        50        60    
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
            70        80                                            
AAD-12 VPAVGGRTCFADMRAAY                                            
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
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     300       310       320       330       340       350          
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.1  bits: 19.2 E():   71 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (34-71:270-307) 
 
            10        20        30        40        50        60    
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
            70        80                                            
AAD-12 VPAVGGRTCFADMRAAY                                            
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.1  bits: 19.2 E():   71 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (34-71:270-307) 
 
            10        20        30        40        50        60    
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|118 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
            70        80                                            
AAD-12 VPAVGGRTCFADMRAAY                                            
       .  : : :                                                     
gi|118 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.1  bits: 19.2 E():   71 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (34-71:270-307) 
 
            10        20        30        40        50        60    
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|327 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
            70        80                                            
AAD-12 VPAVGGRTCFADMRAAY                                            
       .  : : :                                                     
gi|327 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.1  bits: 19.2 E():   71 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (34-71:270-307) 
 
            10        20        30        40        50        60    
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
            70        80                                            
AAD-12 VPAVGGRTCFADMRAAY                                            
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFATFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.0  bits: 18.4 E():   71 
Smith-Waterman score: 48; 33.3% identity (59.3% similar) in 27 aa overlap (47-73:17-43) 
 
         20        30        40        50        60        70       
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AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.:.:  .   ::..:  :  .: : .    
gi|510               MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLP 
                             10        20        30        40       
 
         80                                                         
AAD-12 RAAY                                                         
                                                                    
gi|510 VIRGKGGGIEFAKTETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHL 
         50        60        70        80        90       100       
 
>>gi|21793|emb|CAA24934.1| unnamed protein product [Trit  (39 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.3  bits: 15.8 E():   78 
Smith-Waterman score: 39; 42.9% identity (71.4% similar) in 14 aa overlap (1-14:25-38) 
 
                                       10        20        30       
AAD-12                         AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV 
                               :. :. ::: .. :                       
gi|217 LVSVEHQAARLKVAKAQQLAAQLPAMCRLEGGDALSASQ                      
               10        20        30                               
 
         40        50        60        70        80 
AAD-12 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (45-69:27-50) 
 
           20        30        40        50        60        70     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
           80                                                       
AAD-12 DMRAAY                                                       
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIK 
          60        70        80        90       100       110      
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (6-15:109-118) 
 
                                        10        20        30      
AAD-12                          AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
          40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                                     
gi|534 KAEALFRAVESYLLAHSDAYN                         
      140       150                                  
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 46; 36.0% identity (64.0% similar) in 25 aa overlap (45-69:27-50) 
 
           20        30        40        50        60        70     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|304     MGLYTFENEFTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
           80                                                       
AAD-12 DMRAAY                                                       
                                                                    
gi|304 KITFGEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIK 
          60        70        80        90       100       110      
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>>gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 45; 27.1% identity (52.1% similar) in 48 aa overlap (5-51:15-62) 
 
                         10        20        30        40           
AAD-12           AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA-WHADSTY 
                     : :. . : . .  ::.:  .:    .   . :.: :. .:  .:  
gi|144 MSWQAYVDDHLMCEIEGNHLSAAAIIGQDGSVWAQSANFPQFKSEEITGIMSDFHEPGTL 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAY                              
        :                                                           
gi|144 APTGLYIGGTKYMVIQGEPGAVIRGKKGPGGVTVKKTNQALIIGIYDEPMTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|77999277|gb|ABB16985.1| profilin-like protein [Sola  (131 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 45; 27.2% identity (55.6% similar) in 81 aa overlap (5-71:15-93) 
 
                         10        20               30          40  
AAD-12           AIERIGGGDIVAISNVKADGTVR-------QHSPAEWDDMMKVIV--GNM 
                     : :. ... . :  ::::        : .: : . .:. ..  :.. 
gi|779 MSWQTYVDEHLLCEIEGNHLTSAAIVGQDGTVWAQSANFPQFKPEEISGIMNDFAEPGTL 
               10        20        30        40        50        60 
 
                  50         60        70        80                 
AAD-12 A----WHADSTYMPVMAQ-GAVFSAEVVPAVGGRTCFADMRAAY                 
       :    . . . :: .... :::. ..  :  :: :                          
gi|779 APTGLYLGGTKYMVIQGEPGAVIRGKKGP--GGITIKKTNQALIIGIYDEPMTPGQCNMI 
               70        80          90       100       110         
 
gi|779 VERLGDYLVEQGL 
      120       130  
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (6-15:110-119) 
 
                                        10        20        30      
AAD-12                          AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
          40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                                     
gi|534 KAEALFRAVESYLLAHSDAYN                         
     140       150       160                         
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (45-69:27-50) 
 
           20        30        40        50        60        70     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
           80                                                       
AAD-12 DMRAAY                                                       
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (45-69:27-50) 
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           20        30        40        50        60        70     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|880     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
           80                                                       
AAD-12 DMRAAY                                                       
                                                                    
gi|880 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVI 
          60        70        80        90       100       110      
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (48-69:29-50) 
 
        20        30        40        50        60        70        
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|400   MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
        80                                                          
AAD-12 AAY                                                          
                                                                    
gi|400 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKIS 
       60        70        80        90       100       110         
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (7-47:111-158) 
 
                                       10           20              
AAD-12                         AIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
      30        40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
        . ..... . .  :.:.                                  
gi|116 GEALLRAVESYLLAHSDAYN                                
              150       160                                
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (7-47:111-158) 
 
                                       10           20              
AAD-12                         AIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
      30        40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
        . ..... . .  :.:.                                  
gi|116 GEALLRAVESYLLAHSDAYN                                
              150       160                                
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (7-47:111-158) 
 
                                       10           20              
AAD-12                         AIERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDQEMKAEHMKAIKEK 
               90       100       110       120       130       140 
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      30        40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
        . ..... . .  :.:.                                  
gi|116 GEALLRAVESYLLAHSDAYN                                
              150       160                                
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 68.0  bits: 18.4 E():   81 
Smith-Waterman score: 48; 28.1% identity (53.1% similar) in 32 aa overlap (6-36:170-200) 
 
                                        10        20         30     
AAD-12                          AIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|283 CKYPEGTKVTFHVEKGSNPNYLALLVKYVNGDGDVVAV-DIKEKGKDKWIELKESWGAIW 
     140       150       160       170        180       190         
 
           40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
       ..                                             
gi|283 RIDTPDKLTGPFTVRYTTEGGTKTEAEDVIPEGWKADTSYESK    
      200       210       220       230       240     
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.8  bits: 18.4 E():   83 
Smith-Waterman score: 48; 31.2% identity (53.1% similar) in 32 aa overlap (6-36:177-207) 
 
                                        10        20         30     
AAD-12                          AIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|116 CKYPDGTKPTFHVEKGSNPNYLALLVKYIDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
        150       160       170       180        190       200      
 
           40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
       .:                                             
gi|116 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK    
         210       220       230       240            
 
>>gi|5777414|emb|CAB53458.1| MnSOD [Hevea brasiliensis]   (205 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 67.7  bits: 18.1 E():   84 
Smith-Waterman score: 47; 21.1% identity (47.4% similar) in 76 aa overlap (1-68:49-124) 
 
                                             10         20          
AAD-12                               AIERIGGGDIVAI-SNVKADGTVRQHSPAE 
                                     :::.  .. .: . : .: .:  . .     
gi|577 ISGEIMQLHHQKHHQTYITNYNKALEQLNDAIEKGDSAAVVKLQSAIKFNGGGHVNHSIF 
       20        30        40        50        60        70         
 
      30               40        50        60        70        80   
AAD-12 WDDMMKVIVG-------NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY   
       : ..  :  :       ...:  :. .  .     ...:: :   :               
gi|577 WKNLAPVREGGGELPHGSLGWAIDADFGSLEKLIQLMNAEGVALQGSGWVWLALDKELKK 
       80        90       100       110       120       130         
 
gi|577 LVVETTANQDPLVTKGPTLVPLLGIDVWEHAYYLQYKNVRPDYLKNIWKVMNWKYASEVY 
      140       150       160       170       180       190         
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.5  bits: 18.1 E():   86 
Smith-Waterman score: 47; 23.1% identity (51.3% similar) in 39 aa overlap (13-47:147-185) 
 
                                 10        20            30         
AAD-12                   AIERIGGGDIVAISNVKADGTVRQH----SPAEWDDMMKVIV 
                                     ::.  .::.. .:    .   :    :.   
gi|613 ATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMHVGHYTQIVWAKTKKIGC 
        120       130       140       150       160       170       
 
       40        50        60        70        80 
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
       : . .. :.                                  
gi|613 GRIMFKEDNWNKHYLVCNYGPAGNVLGAQIYEIKK        
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        180       190       200       210         
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.4  bits: 18.4 E():   88 
Smith-Waterman score: 48; 28.1% identity (53.1% similar) in 32 aa overlap (6-36:192-222) 
 
                                        10        20         30     
AAD-12                          AIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|117 CKYPEGTKVTFHVEKGSNPNYLALLVKYVNGDGDVVAV-DIKEKGKDKWIELKESWGAIW 
             170       180       190        200       210       220 
 
           40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
       ..                                             
gi|117 RIDTPDKLTGPFTVRYTTEGGTKTEAEDVIPEGWKADTSYESK    
              230       240       250       260       
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.4  bits: 18.4 E():   88 
Smith-Waterman score: 48; 31.2% identity (53.1% similar) in 32 aa overlap (6-36:192-222) 
 
                                        10        20         30     
AAD-12                          AIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|386 CEYPKGTKVTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
             170       180       190        200       210       220 
 
           40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
       .:                                             
gi|386 RVDTPDKLTGPFTVRYTTEGGTKVEAEDVIPEGWKADTAYESK    
              230       240       250       260       
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 67.3  bits: 19.6 E():   88 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (24-62:535-572) 
 
                      10        20        30        40        50    
AAD-12        AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
            60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAY 
        .:  :: :                   
gi|331 KEGC-FSEEGPKLVAAAQAALV      
           570       580           
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.3  bits: 18.4 E():   88 
Smith-Waterman score: 48; 31.2% identity (53.1% similar) in 32 aa overlap (6-36:194-224) 
 
                                        10        20         30     
AAD-12                          AIERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|117 CKYPDGTKPTFHVEKGSNPNYLALLVKYIDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
           170       180       190       200        210       220   
 
           40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
       .:                                             
gi|117 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK    
            230       240       250       260         
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 67.3  bits: 19.0 E():   88 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (43-60:56-73) 
 
             20        30        40        50        60        70   
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AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
             80                                                     
AAD-12 FADMRAAY                                                     
                                                                    
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 67.0  bits: 19.6 E():   91 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (24-62:558-595) 
 
                      10        20        30        40        50    
AAD-12        AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|668 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
       530       540       550       560       570       580        
 
            60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAY 
        .:  :: :                   
gi|668 KEGC-FSEEGPKLVAAAQAALV      
       590        600              
 
>>gi|55859454|emb|CAH92627.1| pollen allergen Sec c 4 [S  (518 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 51; 27.3% identity (53.0% similar) in 66 aa overlap (9-74:126-181) 
 
                                     10        20        30         
AAD-12                       AIERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV 
                                     :.  .  :..:: .:    . : .   . . 
gi|558 HGIRLRVRSGGHDYEGLSYRSEKPETFAVVDLNKMRAVSVDGYAR----TAWVES-GAQL 
         100       110       120       130       140            150 
 
       40        50        60        70        80                   
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY                   
       :.. ..: .   ::.:    : : : :..:    ::                         
gi|558 GEL-YYAIAKNSPVLA----FPAGVCPSIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVV 
               160           170       180       190       200      
 
gi|558 DPNGKLLDKSSMSADHFWAVRGGGGESFGIVVSWQVKLLPVPPTVTVLKIPKTVQEGAID 
         210       220       230       240       250       260      
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 44; 29.2% identity (79.2% similar) in 24 aa overlap (2-25:104-127) 
 
                                            10        20        30  
AAD-12                              AIERIGGGDIVAISNVKADGTVRQHSPAEWD 
                                     :....: :.:. ..: .  .::..       
gi|121 ADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVTSVRSYKRI    
            80        90       100       110       120       130    
 
              40        50        60        70        80 
AAD-12 DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 66.7  bits: 19.0 E():   95 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (43-60:56-73) 
 
             20        30        40        50        60        70   
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
             80                                                     
AAD-12 FADMRAAY                                                     
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gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (45-69:27-50) 
 
           20        30        40        50        60        70     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
           80                                                       
AAD-12 DMRAAY                                                       
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (45-69:27-50) 
 
           20        30        40        50        60        70     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
           80                                                       
AAD-12 DMRAAY                                                       
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (45-69:27-50) 
 
           20        30        40        50        60        70     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|425     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
           80                                                       
AAD-12 DMRAAY                                                       
                                                                    
gi|425 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (45-69:27-50) 
 
           20        30        40        50        60        70     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
           80                                                       
AAD-12 DMRAAY                                                       
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (45-69:27-50) 
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           20        30        40        50        60        70     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|753     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTTK 
                   10        20        30         40        50      
 
           80                                                       
AAD-12 DMRAAY                                                       
                                                                    
gi|753 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (45-69:27-50) 
 
           20        30        40        50        60        70     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|901     MGGYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
           80                                                       
AAD-12 DMRAAY                                                       
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (45-69:27-50) 
 
           20        30        40        50        60        70     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
           80                                                       
AAD-12 DMRAAY                                                       
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|2959898|emb|CAA73720.1| Profilin [Mercurialis annua  (133 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 66.6  bits: 17.3 E():   97 
Smith-Waterman score: 44; 28.8% identity (51.5% similar) in 66 aa overlap (7-58:19-84) 
 
                           10        20               30            
AAD-12             AIERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VG 
                         :  ..: : :  ::..  .:       : :   .:: .   : 
gi|295 MSWQTYVDDHLMCDIDGQGQHLAAASIVGHDGSIWAQSASFPQLKPEEITGIMKDFDEPG 
               10        20        30        40        50        60 
 
      40            50         60        70        80               
AAD-12 NMA----WHADSTYMPVMAQ-GAVFSAEVVPAVGGRTCFADMRAAY               
       ..:    . : . :: .... :::                                     
gi|295 HLAPTGLYIAGTKYMVIQGESGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPGQCNMV 
               70        80        90       100       110       120 
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.3  bits: 17.3 E(): 1e 
Smith-Waterman score: 44; 16.0% identity (72.0% similar) in 25 aa overlap (33-57:12-36) 
 
             10        20        30        40        50        60   
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
                                     .. .... ..: ....  :. : :.      
gi|249                    MRTVSARSSVALVVIVAAVLVWTSSASVAPAPAPGSEETCG 
                                  10        20        30        40  
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             70        80                                           
AAD-12 VVPAVGGRTCFADMRAAY                                           
                                                                    
gi|249 TVVGALMPCLPFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDG 
              50        60        70        80        90       100  
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:40 2011 done: Fri Jan 21 00:02:40 2011 
 Total Scan time:  0.070 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 67  - 146 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     4     2:*= 
  32    12     8:==*= 
  34    22    22:=======* 
  36    64    44:==============*======= 
  38    63    73:=====================   * 
  40    96   102:================================ * 
  42   170   125:=========================================*=============== 
  44   166   138:=============================================*========== 
  46   146   140:==============================================*== 
  48   149   134:============================================*===== 
  50   106   122:====================================    * 
  52    58   108:====================               * 
  54    62    92:=====================         * 
  56    45    77:===============          * 
  58    46    63:================    * 
  60    75    51:================*======== 
  62    40    41:=============* 
  64    29    33:==========* 
  66    30    26:========*= 
  68    28    20:======*=== 
  70    19    16:=====*= 
  72    22    12:===*==== 
  74     3    10:=  * 
  76    14     8:==*== 
  78     4     6:=* 
  80     2     5:=* 
  82     4     3:*= 
  84     2     3:* 
  86     5     2:*= 
  88     0     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
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 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.02790.00353; mu= 7.6499 0.183 
 mean_var=49.864214.767, 0's: 2 Z-trim: 2  B-trim: 11 in 1/43 
 Lambda= 0.181627 
 Kolmogorov-Smirnov  statistic: 0.0708 (N=28) at  48 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   67 23.3     1.1 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   65 22.8     1.6 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   58 20.9     7.2 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   58 20.9     7.2 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   58 20.9     7.2 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   58 20.9     7.2 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   64 22.7     7.5 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   64 22.7       9 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   57 20.7      11 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   54 19.9      12 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   60 21.6      12 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   59 21.3      13 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   56 20.5      13 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   55 20.2      16 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   59 21.4      17 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   54 19.9      19 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   58 21.1      20 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   53 19.7      21 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   56 20.5      21 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   57 20.8      24 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   57 20.8      24 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   55 20.3      25 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 19.4      27 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   52 19.4      27 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   52 19.4      27 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   52 19.4      27 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   49 18.6      28 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   55 20.3      28 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   56 20.6      29 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   56 20.6      29 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   56 20.6      29 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   54 20.0      30 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 20.3      31 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   50 18.9      33 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   50 18.9      39 
gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pach ( 199)   51 19.2      40 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   52 19.5      42 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   55 20.3      44 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   53 19.8      45 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 16.0      45 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 16.0      45 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   48 18.3      46 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   48 18.3      46 
gi|34851174|gb|AAP15199.1| profilin-like protein [ ( 131)   48 18.3      46 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   48 18.3      46 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   48 18.3      46 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   51 19.2      47 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   52 19.5      48 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 19.2      49 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   51 19.2      51 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   48 18.4      51 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 18.9      51 
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gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   51 19.2      51 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 18.4      51 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   51 19.2      52 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 19.2      52 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   46 17.8      53 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   51 19.2      55 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   50 18.9      56 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   48 18.4      56 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   50 18.9      60 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   50 18.9      61 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   53 19.8      63 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 17.8      63 
gi|45108973|emb|CAF32567.2| unnamed protein produc ( 500)   53 19.8      63 
gi|54144332|emb|CAD54670.2| pollen allergen Phl p  ( 508)   53 19.8      64 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 18.1      65 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 18.1      65 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   47 18.1      66 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   47 18.1      66 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   47 18.1      66 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   47 18.1      66 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   47 18.1      66 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   47 18.1      66 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   47 18.1      66 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   47 18.1      66 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   47 18.1      66 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   47 18.1      66 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   47 18.1      66 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   47 18.1      66 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 18.1      66 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 18.1      66 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 19.0      69 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   51 19.3      70 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   51 19.3      70 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   51 19.3      70 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   51 19.3      70 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   51 19.3      70 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   51 19.3      70 
gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   48 18.4      70 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   46 17.8      79 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 17.8      79 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   46 17.8      79 
gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full= ( 131)   45 17.6      79 
gi|77999277|gb|ABB16985.1| profilin-like protein [ ( 131)   45 17.6      79 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 17.8      79 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 17.8      79 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   46 17.8      79 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   46 17.8      79 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 17.8      79 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 17.8      79 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 17.8      79 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   48 18.4      80 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   48 18.4      82 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   47 18.1      85 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   48 18.4      86 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   48 18.4      86 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   52 19.6      87 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   48 18.4      87 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 19.0      87 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   52 19.6      90 
gi|55859454|emb|CAH92627.1| pollen allergen Sec c  ( 518)   51 19.3      93 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 19.0      93 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   44 17.3      94 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   45 17.6      94 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   45 17.6      94 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   45 17.6      94 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   45 17.6      94 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   45 17.6      94 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   45 17.6      94 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   45 17.6      94 
gi|2959898|emb|CAA73720.1| Profilin [Mercurialis a ( 133)   44 17.3      96 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   44 17.3      99 
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gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   49 18.7      99 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   49 18.7      99 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   49 18.7      99 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   47 18.2      99 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   48 18.4      99 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  67  Z-score: 101.5  bits: 23.3 E():  1.1 
Smith-Waterman score: 67; 40.0% identity (63.3% similar) in 30 aa overlap (17-46:30-56) 
 
                            10        20        30        40        
AAD-12              IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. : :   ::. :.. :  
gi|126 TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTK--KGNL-WEVKSA 
               10        20        30        40          50         
 
        50        60        70        80        
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD        
                                                
gi|126 KPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
        60        70        80        90        
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  65  Z-score: 98.7  bits: 22.8 E():  1.6 
Smith-Waterman score: 65; 35.5% identity (64.5% similar) in 31 aa overlap (17-47:30-57) 
 
                            10        20        30        40        
AAD-12              IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. . :   ::. :.. :. 
gi|144 VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKSS 
               10        20        30        40          50         
 
        50        60        70        80       
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD       
                                               
gi|144 KPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
        60        70        80        90       
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 87.1  bits: 20.9 E():  7.2 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (17-75:55-107) 
 
                             10        20        30        40       
AAD-12               IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
         50        60        70        80           
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD           
          :.  ::  :. . .   : .. : :.                
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 87.1  bits: 20.9 E():  7.2 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (17-75:55-107) 
 
                             10        20        30        40       
AAD-12               IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
         50        60        70        80           
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD           
          :.  ::  :. . .   : .. : :.                
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
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 initn:  46 init1:  46 opt:  58  Z-score: 87.1  bits: 20.9 E():  7.2 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (17-75:55-107) 
 
                             10        20        30        40       
AAD-12               IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
         50        60        70        80           
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD           
          :.  ::  :. . .   : .. : :.                
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 87.1  bits: 20.9 E():  7.2 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (17-75:55-107) 
 
                             10        20        30        40       
AAD-12               IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|117 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
         50        60        70        80           
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD           
          :.  ::  :. . .   : .. : :.                
gi|117 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  64  Z-score: 86.8  bits: 22.7 E():  7.5 
Smith-Waterman score: 64; 33.3% identity (57.1% similar) in 63 aa overlap (16-74:89-149) 
 
                              10        20         30        40     
AAD-12                IERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .  :. . ..:  . 
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLT 
       60        70        80        90       100        110        
 
           50           60        70        80                      
AAD-12 DSTYMP---VMAQGAVFSAEVVPAVGGRTCFADMRAAYD                      
       : . :    . .::  . :    .:.:::   :                            
gi|114 DFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPE 
        120       130       140       150       160       170       
 
gi|114 FHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSN 
        180       190       200       210       220       230       
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  64  Z-score: 85.4  bits: 22.7 E():    9 
Smith-Waterman score: 64; 33.3% identity (57.1% similar) in 63 aa overlap (16-74:119-179) 
 
                              10        20         30        40     
AAD-12                IERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .  :. . ..:  . 
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLT 
       90       100       110       120       130        140        
 
           50           60        70        80                      
AAD-12 DSTYMP---VMAQGAVFSAEVVPAVGGRTCFADMRAAYD                      
       : . :    . .::  . :    .:.:::   :                            
gi|476 DFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPE 
        150       160       170       180       190       200       
 
gi|476 FHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSN 
        210       220       230       240       250       260       
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 83.8  bits: 20.7 E():   11 
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Smith-Waterman score: 57; 41.4% identity (69.0% similar) in 29 aa overlap (40-68:23-50) 
 
      10        20        30        40        50        60          
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: :::.: . ::  
gi|444         MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGV 
                       10        20         30        40        50  
 
      70        80                                                  
AAD-12 TCFADMRAAYD                                                  
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 82.9  bits: 19.9 E():   12 
Smith-Waterman score: 54; 26.8% identity (53.5% similar) in 71 aa overlap (5-75:29-86) 
 
                                       10        20        30       
AAD-12                         IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI 
                                   : :::::. ..:  :.   . :      .:   
gi|105 CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGS-DTYEP------LKHS 
               10        20        30         40               50   
 
         40        50        60        70        80         
AAD-12 VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD         
        : . :. ::   :.  .: . .....   : .: . :.              
gi|105 WGAI-WRKDSDK-PI--KGPI-TVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
              60            70        80        90          
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 82.9  bits: 21.6 E():   12 
Smith-Waterman score: 60; 21.4% identity (61.4% similar) in 70 aa overlap (2-69:265-327) 
 
                                            10        20        30  
AAD-12                              IERIGGGDIVAISNVKADGTVRQHSPAEWDD 
                                     :..: :..:     ...: .. ..::. .  
gi|170 HSVVHSIIMQQQQQQQQQQGIDIFLPLSQHEQVGQGSLV-----QGQGIIQPQQPAQLEA 
          240       250       260       270            280          
 
              40        50          60        70        80 
AAD-12 MMKVIVGNMAWHADSTYMP--VMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
       . .... ..    . .:.:     . : : : .: ..::.            
gi|170 IRSLVLQTLPSMCN-VYVPPECSIMRAPF-ASIVAGIGGQ            
     290       300        310        320                   
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  57 init1:  57 opt:  59  Z-score: 82.6  bits: 21.3 E():   13 
Smith-Waterman score: 59; 17.6% identity (55.9% similar) in 68 aa overlap (2-69:217-279) 
 
                                            10        20        30  
AAD-12                              IERIGGGDIVAISNVKADGTVRQHSPAEWDD 
                                     ...: : .:     ...: .. ..::. .  
gi|106 IHSIVHSIIMQQEQQEQRQGVQILVPLSQQQQVGQGTLV-----QGQGIIQPQQPAQLEV 
        190       200       210       220            230       240  
 
              40        50        60        70        80 
AAD-12 MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
       . . .. ..:   .    :  .   .  : .: ..::.            
gi|106 IRSSVLQTLATMCNVYVPPYCSTIRAPFASIVAGIGGQ            
             250       260       270                     
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 82.3  bits: 20.5 E():   13 
Smith-Waterman score: 56; 40.0% identity (68.0% similar) in 25 aa overlap (44-68:27-50) 
 
            20        30        40        50        60        70    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. :::.. . ::      
gi|165     MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIK 
                   10        20        30         40        50      
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            80                                                      
AAD-12 DMRAAYD                                                      
                                                                    
gi|165 KITFGEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSIL 
          60        70        80        90       100       110      
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 81.0  bits: 20.2 E():   16 
Smith-Waterman score: 55; 32.4% identity (58.8% similar) in 34 aa overlap (25-52:114-147) 
 
                     10        20        30            40           
AAD-12       IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV----GNMAWHA--DSTY 
                                     :::. :.. : .:    :   : .  .:.. 
gi|250 EVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSW 
            90       100       110       120       130       140    
 
       50        60        70        80 
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
        ::.                             
gi|250 APVLDFVFSTLKNEL                  
           150                          
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  49 init1:  49 opt:  59  Z-score: 80.4  bits: 21.4 E():   17 
Smith-Waterman score: 59; 23.7% identity (59.3% similar) in 59 aa overlap (10-67:120-177) 
 
                                    10        20        30          
AAD-12                      IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     .: ...: .    .: :: ::   : .. . 
gi|309 LGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQ 
      90       100       110       120       130       140          
 
      40         50        60        70        80                   
AAD-12 MAWHAD-STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD                   
       . ...  ..     : ::. .:... :.:                                
gi|309 VKYQGGCGSGWAFSATGAIEAAHAI-ATGDLVSLSEQELVDCVEESEGCYNGWHYQSFEW 
     150       160       170        180       190       200         
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 79.5  bits: 19.9 E():   19 
Smith-Waterman score: 54; 37.9% identity (69.0% similar) in 29 aa overlap (40-68:23-50) 
 
      10        20        30        40        50        60          
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: .::.: . ::  
gi|444         MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGV 
                       10        20         30        40        50  
 
      70        80                                                  
AAD-12 TCFADMRAAYD                                                  
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 78.9  bits: 21.1 E():   20 
Smith-Waterman score: 58; 25.0% identity (58.3% similar) in 48 aa overlap (13-60:262-309) 
 
                                 10        20        30        40   
AAD-12                   IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|169 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
             50        60        70        80                       
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD                       
       .: :.::  .  ..::.:                                           
gi|169 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
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>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 78.8  bits: 19.7 E():   21 
Smith-Waterman score: 53; 26.7% identity (66.7% similar) in 30 aa overlap (46-75:5-34) 
 
          20        30        40        50        60        70      
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.  :..  ... :. .. :. :. :.: : 
gi|189                           MASKSSITPLLLAAVLASVFAAAAATGQYCYAGM 
                                         10        20        30     
 
          80                                                        
AAD-12 RAAYD                                                        
                                                                    
gi|189 GLPSNPLEGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIG 
           40        50        60        70        80        90     
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  56  Z-score: 78.6  bits: 20.5 E():   21 
Smith-Waterman score: 56; 26.8% identity (53.5% similar) in 71 aa overlap (5-75:198-255) 
 
                                         10        20        30     
AAD-12                           IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.   . :      .: 
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGS-DTYEP------LK 
       170       180       190       200        210                 
 
           40        50        60        70        80          
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD          
          : . :. ::   :.  .: . .....   : .: . :.               
gi|115 HSWGAI-WRKDSDK-PI--KGPI-TVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
     220        230           240       250       260          
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 77.5  bits: 20.8 E():   24 
Smith-Waterman score: 57; 25.0% identity (58.3% similar) in 48 aa overlap (13-60:262-309) 
 
                                 10        20        30        40   
AAD-12                   IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
             50        60        70        80                       
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD                       
       .: :.::  .  ..::.:                                           
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 77.5  bits: 20.8 E():   24 
Smith-Waterman score: 57; 25.0% identity (58.3% similar) in 48 aa overlap (13-60:262-309) 
 
                                 10        20        30        40   
AAD-12                   IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
             50        60        70        80                       
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD                       
       .: :.::  .  ..::.:                                           
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  55  Z-score: 77.4  bits: 20.3 E():   25 
Smith-Waterman score: 55; 22.5% identity (52.1% similar) in 71 aa overlap (5-75:192-249) 
 
                                         10        20        30     
AAD-12                           IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : ::.::..       .....  .: .. : 
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gi|168 CKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGDVVAVD-------IKEKGKDKWTEL-K 
             170       180       190       200              210     
 
           40        50        60        70        80          
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD          
          : . :. :.   :    :  :... .   : .. : :.               
gi|168 ESWGAV-WRIDT---PDKLTGP-FTVRYTTEGGTKSEFEDVIPEGWKADTSYSAK 
            220          230        240       250       260    
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (44-68:27-50) 
 
            20        30        40        50        60        70    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|602     MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
            80                                                      
AAD-12 DMRAAYD                                                      
                                                                    
gi|602 KINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (44-68:27-50) 
 
            20        30        40        50        60        70    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|279     MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
            80                                                      
AAD-12 DMRAAYD                                                      
                                                                    
gi|279 KINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (44-68:27-50) 
 
            20        30        40        50        60        70    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|131     MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
            80                                                      
AAD-12 DMRAAYD                                                      
                                                                    
gi|131 KINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 52; 37.9% identity (69.0% similar) in 29 aa overlap (40-68:23-50) 
 
      10        20        30        40        50        60          
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: .::.: . ::  
gi|444         MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGV 
                       10        20         30        40        50  
 
      70        80                                                  
AAD-12 TCFADMRAAYD                                                  
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADG 
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              60        70        80        90       100       110  
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 76.4  bits: 18.6 E():   28 
Smith-Waterman score: 49; 32.3% identity (58.1% similar) in 31 aa overlap (20-48:35-64) 
 
                          10        20          30        40        
AAD-12            IERIGGGDIVAISNVKADGTVRQHSPAE--WDDMMKVIVGNMAWHADST 
                                     : . ..::.  :: .  : .   .: ::.  
gi|323 QTCAGNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKP 
           10        20        30        40         50        60    
 
        50        60        70        80 
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
       :                                 
gi|323 YSWRYGWTAFCGPAGPRCLRTNAAVTVR      
            70        80        90       
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 76.4  bits: 20.3 E():   28 
Smith-Waterman score: 55; 25.5% identity (55.3% similar) in 47 aa overlap (35-80:16-62) 
 
           10        20        30        40         50        60    
AAD-12 GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA-WHADSTYMPVMAQGAVFSAEVV 
                                     ...:  : . ::. : :. :   .  : .  
gi|441                MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATP 
                              10        20        30        40      
 
            70        80                                            
AAD-12 PAVGGRTCFADMRAAYD                                            
        :.::..   ...   :                                            
gi|441 AAAGGKATTDEQKLLEDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKA 
          50        60        70        80        90       100      
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 76.2  bits: 20.6 E():   29 
Smith-Waterman score: 56; 23.7% identity (55.9% similar) in 59 aa overlap (10-67:120-177) 
 
                                    10        20        30          
AAD-12                      IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     .: ...: .    .: :: ::   : .. . 
gi|129 LGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQ 
      90       100       110       120       130       140          
 
      40         50        60        70        80                   
AAD-12 MAWHADSTY-MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD                   
       . ...         : ::. .:... :.:                                
gi|129 VKYQGGCGRGWAFSATGAIEAAHAI-ATGDLVSLSEQELVDCVEESEGSYNGWQYQSFEW 
     150       160       170        180       190       200         
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 76.2  bits: 20.6 E():   29 
Smith-Waterman score: 56; 23.7% identity (55.9% similar) in 59 aa overlap (10-67:120-177) 
 
                                    10        20        30          
AAD-12                      IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     .: ...: .    .: :: ::   : .. . 
gi|119 LGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQ 
      90       100       110       120       130       140          
 
      40         50        60        70        80                   
AAD-12 MAWHADSTY-MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD                   
       . ...         : ::. .:... :.:                                
gi|119 VKYQGGCGRGWAFSATGAIEAAHAI-ATGDLVSLSEQELVDCVEESEGSYNGWQYQSFEW 
     150       160       170        180       190       200         
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 76.1  bits: 20.6 E():   29 
Smith-Waterman score: 56; 25.0% identity (58.3% similar) in 48 aa overlap (13-60:262-309) 
 
                                 10        20        30        40   
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AAD-12                   IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|158 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQLT 
             240       250       260       270       280       290  
 
             50        60        70        80                       
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD                       
       .: :.::  .  ..::.:                                           
gi|158 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 75.8  bits: 20.0 E():   30 
Smith-Waterman score: 54; 26.8% identity (53.5% similar) in 71 aa overlap (5-75:198-255) 
 
                                         10        20        30     
AAD-12                           IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.   . :      .: 
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGS-DTYEP------LK 
       170       180       190       200        210                 
 
           40        50        60        70        80          
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD          
          : . :. ::   :.  .: . .....   : .: . :.               
gi|105 HSWGAI-WRKDSDK-PI--KGPI-TVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
     220        230           240       250       260          
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 75.6  bits: 20.3 E():   31 
Smith-Waterman score: 55; 30.6% identity (58.3% similar) in 36 aa overlap (27-62:155-190) 
 
                   10        20        30        40        50       
AAD-12     IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :   . ..::.:..  :: .     .  :: 
gi|249 QLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA 
          130       140       150       160       170       180     
 
         60        70        80                                     
AAD-12 VFSAEVVPAVGGRTCFADMRAAYD                                     
       . .:::                                                       
gi|249 IPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTL 
          190       200       210       220       230       240     
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.2  bits: 18.9 E():   33 
Smith-Waterman score: 50; 28.1% identity (59.4% similar) in 32 aa overlap (35-66:11-42) 
 
           10        20        30        40        50        60     
AAD-12 GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                                     ::.. .:: ...   :. : :    ..::  
gi|249                     MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQ 
                                   10        20        30        40 
 
           70        80                                             
AAD-12 AVGGRTCFADMRAAYD                                             
        .                                                           
gi|249 DIMPCLHFVKGEEKEPSKECCSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVA 
               50        60        70        80        90       100 
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 73.8  bits: 18.9 E():   39 
Smith-Waterman score: 50; 31.0% identity (55.2% similar) in 29 aa overlap (49-72:31-59) 
 
       20        30        40        50        60             70    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICFD 
               10        20        30        40        50        60 
 
            80                                                      
AAD-12 DMRAAYD                                                      
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gi|132 EGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSISK 
               70        80        90       100       110       120 
 
>>gi|169822894|gb|ACA96507.1| Pac c 3 allergen [Pachycon  (199 aa) 
 initn:  40 init1:  40 opt:  51  Z-score: 73.7  bits: 19.2 E():   40 
Smith-Waterman score: 51; 25.0% identity (53.3% similar) in 60 aa overlap (1-58:97-148) 
 
                                             10        20        30 
AAD-12                               IERIGGGDIVAISNVKADGTVRQHSPAEWD 
                                     .::   :. .:.:.  : :      : . . 
gi|169 MPDLTWDNELAAIAQRWVNQCKIGHDGCRNVERYQVGQNIAMSGSTAKG------PCNMN 
         70        80        90       100       110             120 
 
                 40        50        60        70        80         
AAD-12 DMMKVIVG--NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD         
       ..... ..  :    :: . ::  ..:  :                               
gi|169 NLVQMWINEVNALNAADVSSMP--SDGNYFMKIGHYTQLVWGKTTKVGCGIIQFLDGKFY 
              130       140         150       160       170         
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  41 init1:  41 opt:  52  Z-score: 73.1  bits: 19.5 E():   42 
Smith-Waterman score: 52; 22.5% identity (52.1% similar) in 71 aa overlap (5-75:192-249) 
 
                                         10        20        30     
AAD-12                           IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : ::.::..       .....  .: .. : 
gi|126 CKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGDVVAVD-------IKEKGKDKWIEL-K 
             170       180       190       200              210     
 
           40        50        60        70        80          
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD          
          : . :. :.   :    :  :... .   : .. : :.               
gi|126 ESWGAV-WRIDT---PDKLTGP-FTVRYTTEGGTKSEFEDVIPEGWKADTSYSAK 
            220          230        240       250       260    
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  44 init1:  44 opt:  55  Z-score: 72.9  bits: 20.3 E():   44 
Smith-Waterman score: 55; 24.2% identity (56.5% similar) in 62 aa overlap (6-66:438-492) 
 
                                        10        20         30     
AAD-12                          IERIGGGDIVAISNVKADGTVRQHSP-AEWDDMMK 
                                     ::  .  ... :::  . :.  .  .: .  
gi|796 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHNAETTVEDRIG 
       410       420       430       440       450       460        
 
           40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
       .:. .    :....   .  ::..: :.  ::               
gi|796 IIIDS----AEKAFHKEL--GAIYS-EIKDAVSV             
       470           480          490                 
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 72.7  bits: 19.8 E():   45 
Smith-Waterman score: 53; 22.9% identity (58.3% similar) in 48 aa overlap (10-55:223-270) 
 
                                    10        20         30         
AAD-12                      IERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKV-IV 
                                     : . ..  ::   ..:.  :..  ..  :. 
gi|729 EGVLSRKVPSHLTLETPRVKMNMKYDRYAPVKVFKLDYDGIHFEKHTDIEYEPGVRYKII 
            200       210       220       230       240       250   
 
        40        50        60        70        80                  
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD                  
       ::   . :. .. . .::                                           
gi|729 GNGKLKDDGRHYSIDVQGIPRKAFNLDADLMDFKLKVSKPEDSNKAQFSYTFNEYTETEE 
            260       270       280       290       300       310   
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.6  bits: 16.0 E():   45 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (42-48:19-25) 
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              20        30        40        50        60        70  
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.::..:                        
gi|320             YTTEGGTKAEAEDVIPEGWKADTSYE                       
                           10        20                             
 
              80 
AAD-12 FADMRAAYD 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.6  bits: 16.0 E():   45 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (42-48:19-25) 
 
              20        30        40        50        60        70  
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.::..:                        
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE                       
                           10        20                             
 
              80 
AAD-12 FADMRAAYD 
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.4  bits: 18.3 E():   46 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (4-55:15-79) 
 
                          10        20               30          40 
AAD-12            IERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|288 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
                   50        60        70        80                 
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD                 
       :    :  .: :: ....:                                          
gi|288 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.4  bits: 18.3 E():   46 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (4-55:15-79) 
 
                          10        20               30          40 
AAD-12            IERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|218 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
                   50        60        70        80                 
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD                 
       :    :  .: :: ....:                                          
gi|218 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|34851174|gb|AAP15199.1| profilin-like protein [Humu  (131 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.4  bits: 18.3 E():   46 
Smith-Waterman score: 48; 29.6% identity (51.9% similar) in 81 aa overlap (4-70:15-93) 
 
                          10        20               30          40 
AAD-12            IERIGGGDIVAISNVKADGTVR-------QHSPAEWDDMMKVIV--GNM 
                     : :  ..: . .  ::.:        : .: :   .:: .   :.. 
gi|348 MSWQAYVDDHLMCEIDGQHLTAAAIIGHDGSVWAQSSTFPQFKPEEIAAIMKDFEEPGSL 
               10        20        30        40        50        60 
 
                   50         60        70        80                
AAD-12 A---WHADST-YMPVMA-QGAVFSAEVVPAVGGRTCFADMRAAYD                
       :    :  .  :: .:. ::::. ..   ..:: :                          
gi|348 APTGLHLGGIKYMVIMGEQGAVIRGK--KGAGGITVKKTGAAMIIGIYDEPLTPGQCNMI 
               70        80          90       100       110         
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gi|348 VERLGDYLIDQNL 
      120       130  
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.4  bits: 18.3 E():   46 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (4-55:15-79) 
 
                          10        20               30          40 
AAD-12            IERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|144 MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
                   50        60        70        80                 
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD                 
       :    :  .: :: ....:                                          
gi|144 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.4  bits: 18.3 E():   46 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (4-55:15-79) 
 
                          10        20               30          40 
AAD-12            IERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|604 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
                   50        60        70        80                 
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD                 
       :    :  .: :: ....:                                          
gi|604 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 72.4  bits: 19.2 E():   47 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (5-35:169-199) 
 
                                         10        20         30    
AAD-12                           IERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|331 CKYPEGTKLTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
      140       150       160       170        180       190        
 
            40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
       .:                                              
gi|331 RVDTPDKLTGPFTVRYTTEGGTKSEVEDVIPEGWKADTSYEAK     
       200       210       220       230       240     
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 72.2  bits: 19.5 E():   48 
Smith-Waterman score: 52; 32.4% identity (58.8% similar) in 34 aa overlap (41-74:23-55) 
 
               20        30        40        50        60        70 
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .. ::. : :. :   .  : ..::.::   
gi|663         MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGK 
                       10        20        30        40         50  
 
               80                                                   
AAD-12 CFADMRAAYD                                                   
         .:                                                         
gi|663 ATTDEQKLLEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILK 
              60        70        80        90       100       110  
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 72.0  bits: 19.2 E():   49 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (5-20:181-195) 
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                                         10        20        30     
AAD-12                           IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
           40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
                                                      
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK    
     210       220       230       240       250      
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 71.7  bits: 19.2 E():   51 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (5-35:192-222) 
 
                                         10        20         30    
AAD-12                           IERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : : ..  
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
            40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
       .:                                              
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK     
              230       240       250       260        
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.7  bits: 18.4 E():   51 
Smith-Waterman score: 48; 23.3% identity (66.7% similar) in 30 aa overlap (46-75:5-34) 
 
          20        30        40        50        60        70      
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.  :..  ... :. .. .. :. :.: : 
gi|439                           MASKSSITPLLLAAVLASVFAAATATGQYCYAGM 
                                         10        20        30     
 
          80                                                        
AAD-12 RAAYD                                                        
                                                                    
gi|439 GLPSNPLEGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFI 
           40        50        60        70        80        90     
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 71.7  bits: 18.9 E():   51 
Smith-Waterman score: 50; 40.0% identity (72.0% similar) in 25 aa overlap (9-33:9-29) 
 
               10        20        30        40        50        60 
AAD-12 IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
               :::.....: .    :.:: .:: :                            
gi|144 MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMVDQIVKSLTTKKELDPFKIEQTK 
               10            20        30        40        50       
 
               70        80                                         
AAD-12 EVVPAVGGRTCFADMRAAYD                                         
                                                                    
gi|144 VPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKIDTDGGAFAATLKLGDKNIRIKTD 
         60        70        80        90       100       110       
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 71.7  bits: 19.2 E():   51 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (5-35:193-223) 
 
                                         10        20         30    
AAD-12                           IERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|180 CKYPEGTKVTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
            170       180       190       200        210       220  
 
            40        50        60        70        80 
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AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
       .:                                              
gi|180 RVDTPDKLTGPFTVRYTTEGGTKSEVEDVIPEGWKADTSYEAK     
             230       240       250       260         
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 71.7  bits: 18.4 E():   51 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (13-29:2-19) 
 
               10         20        30        40        50          
AAD-12 IERIGGGDIVAISNVKAD-GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 
                   ..: .: :.. ..::.::                               
gi|250            PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPFPRCRALVKSQCAGGQVVE 
                          10        20        30        40          
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 71.6  bits: 19.2 E():   52 
Smith-Waterman score: 51; 22.5% identity (52.1% similar) in 71 aa overlap (5-75:198-255) 
 
                                         10        20        30     
AAD-12                           IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : ::.::..       .....  .: .. : 
gi|249 CKYPDGTKPTFHVEKGSNPNYLALLVKYVDGDGDVVAVD-------IKEKGKDKWIEL-K 
       170       180       190       200              210           
 
           40        50        60        70        80          
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD          
          : . :. :.   :    :  :... .   : .. : :.               
gi|249 ESWGAI-WRIDT---PDKLTGP-FTVRYTTEGGTKAEFEDVIPEGWKADTHDASK 
     220        230           240       250       260          
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 71.5  bits: 19.2 E():   52 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (5-20:199-213) 
 
                                         10        20        30     
AAD-12                           IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
           40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
                                                      
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK    
       230       240       250       260       270    
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 71.4  bits: 17.8 E():   53 
Smith-Waterman score: 46; 26.9% identity (53.8% similar) in 52 aa overlap (16-65:8-56) 
 
               10        20        30        40          50         
AAD-12 IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY--MPVMAQGAVF 
                      :: :.    .:.  ::..   .::. .  ..     :..  :: : 
gi|166         ATPTPTPKAAGSWCVPKPGVSDDQL---TGNINYACSQGIDCGPIQPGGACF 
                       10        20           30        40          
 
       60        70        80                               
AAD-12 SAEVVPAVGGRTCFADMRAAYD                               
         ..: :                                              
gi|166 EPNTVKAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
      50        60        70        80        90       100  
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 71.1  bits: 19.2 E():   55 
Smith-Waterman score: 51; 22.6% identity (64.5% similar) in 31 aa overlap (46-76:66-96) 
 
          20        30        40        50        60        70      
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:.. ::  :  .. :..  .. :... 
gi|219 QPLPPQQTFPQQPPFSQQQQQQPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQ 
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          40        50        60        70        80        90      
 
          80                                                        
AAD-12 RAAYD                                                        
       .                                                            
gi|219 QQLILPPQQQQQLPQQQISIVQPSVLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSC 
         100       110       120       130       140       150      
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 71.0  bits: 18.9 E():   56 
Smith-Waterman score: 50; 28.1% identity (56.2% similar) in 32 aa overlap (5-35:169-199) 
 
                                         10        20         30    
AAD-12                           IERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|458 CKYPEGTKVTFHVEKGSNPNYLALLVKFVAGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
      140       150       160       170        180       190        
 
            40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
       ..                                              
gi|458 RIDTPEVLKGPFTVRYTTEGGTKGEAKDVIPEGWKADTCYESK     
       200       210       220       230       240     
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 70.9  bits: 18.4 E():   56 
Smith-Waterman score: 48; 29.8% identity (47.4% similar) in 57 aa overlap (15-57:38-90) 
 
                               10        20           30        40  
AAD-12                 IERIGGGDIVAISNVKADGTVRQ---HSPAEWDDMMKVIVGNMA 
                                     :.: . .:.    .:  ::.. ::    .: 
gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKVA---QA 
        10        20        30        40        50        60        
 
                         50        60        70        80           
AAD-12 W-----------HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD           
       :           :.:      :::::.                                  
gi|148 WAETRTPDCSLIHSDRCG-ENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQI 
           70        80         90       100       110       120    
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.3  bits: 18.9 E():   60 
Smith-Waterman score: 50; 28.1% identity (56.2% similar) in 32 aa overlap (5-35:191-221) 
 
                                         10        20         30    
AAD-12                           IERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|158 KCKYPEGTKVTFHVEKGSNPNYLALLVKFSGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
              170       180       190        200       210          
 
            40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
       ..                                              
gi|158 RIDTPEVLKGPFTVRYTTEGGTKARAKDVIPEGWKADTAYESK     
     220       230       240       250       260       
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.3  bits: 18.9 E():   61 
Smith-Waterman score: 50; 28.1% identity (56.2% similar) in 32 aa overlap (5-35:192-222) 
 
                                         10        20         30    
AAD-12                           IERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|390 CKYPEGTKVTFHVEKGSNPNYLALLVKFVAGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
             170       180       190        200       210       220 
 
            40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
       ..                                              
gi|390 RIDTPEVLKGPFTVRYTTEGGTKGEAKDVIPEGWKADTAYESK     
              230       240       250       260        
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>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 70.1  bits: 19.8 E():   63 
Smith-Waterman score: 53; 26.2% identity (57.4% similar) in 61 aa overlap (6-66:438-492) 
 
                                        10        20        30      
AAD-12                          IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV 
                                     ::  .  ... :::  . :. ::    ..  
gi|142 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHN-AE--TTVED 
       410       420       430       440       450          460     
 
          40        50        60        70        80 
AAD-12 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
        .:..   :....   .  ::..: :.  ::               
gi|142 RIGGIIDSAEKAFHKEL--GAIYS-EIKDAVSA             
          470       480          490                 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.0  bits: 17.8 E():   63 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (50-65:66-81) 
 
      20        30        40        50        60        70          
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
      80                            
AAD-12 D                            
                                    
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS 
         100       110       120    
 
>>gi|45108973|emb|CAF32567.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 70.0  bits: 19.8 E():   63 
Smith-Waterman score: 53; 28.8% identity (50.0% similar) in 66 aa overlap (8-73:105-160) 
 
                                      10        20        30        
AAD-12                        IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV 
                                     :.  .  : .:: .:    . : :   . . 
gi|451 HGVRIRVRSGGHDYEGLSYRSLQPEEFAVVDLSKMRAVWVDGKAR----TAWVDS-GAQL 
           80        90       100       110           120           
 
        40        50        60        70        80                  
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD                  
       :.. ..:     ::.:    : : : :..:    ::                         
gi|451 GEL-YYAIHKASPVLA----FPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLV 
     130        140           150       160       170       180     
 
gi|451 DANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPKKASEGAVD 
          190       200       210       220       230       240     
 
>>gi|54144332|emb|CAD54670.2| pollen allergen Phl p 4 [P  (508 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 69.9  bits: 19.8 E():   64 
Smith-Waterman score: 53; 28.8% identity (50.0% similar) in 66 aa overlap (8-73:113-168) 
 
                                      10        20        30        
AAD-12                        IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV 
                                     :.  .  : .:: .:    . : :   . . 
gi|541 HGVRIRVRSGGHDYEGLSYRSLQPEEFAVVDLSKMRAVWVDGKAR----TAWVDS-GAQL 
             90       100       110       120           130         
 
        40        50        60        70        80                  
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD                  
       :.. ..:     ::.:    : : : :..:    ::                         
gi|541 GEL-YYAIHKASPVLA----FPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLV 
       140        150           160       170       180       190   
 
gi|541 DANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPKKASEGAVD 
            200       210       220       230       240       250   
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>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.7  bits: 18.1 E():   65 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (63-79:141-157) 
 
             40        50        60        70        80 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
                                     .:  :: .:.   :..:  
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY  
              120       130       140       150         
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.7  bits: 18.1 E():   65 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (63-79:141-157) 
 
             40        50        60        70        80 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
                                     .:  :: .:.   :..:  
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY  
              120       130       140       150         
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (44-68:27-50) 
 
            20        30        40        50        60        70    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|165     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
            80                                                      
AAD-12 DMRAAYD                                                      
                                                                    
gi|165 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (44-68:27-50) 
 
            20        30        40        50        60        70    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEYTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
            80                                                      
AAD-12 DMRAAYD                                                      
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (44-68:27-50) 
 
            20        30        40        50        60        70    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
            80                                                      
AAD-12 DMRAAYD                                                      
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (44-68:27-50) 
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            20        30        40        50        60        70    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|753     MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
            80                                                      
AAD-12 DMRAAYD                                                      
                                                                    
gi|753 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (44-68:27-50) 
 
            20        30        40        50        60        70    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
            80                                                      
AAD-12 DMRAAYD                                                      
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 47; 40.0% identity (68.0% similar) in 25 aa overlap (44-68:27-50) 
 
            20        30        40        50        60        70    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :.:.. . ::      
gi|602     MGVFTYEFEFTSVIPPARLYNAFVLDADNL-IPKIAPQAVKSTEILEGDGGVGTIK 
                   10        20        30         40        50      
 
            80                                                      
AAD-12 DMRAAYD                                                      
                                                                    
gi|602 KINFGEGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (44-68:27-50) 
 
            20        30        40        50        60        70    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|886     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
            80                                                      
AAD-12 DMRAAYD                                                      
                                                                    
gi|886 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIK 
          60        70        80        90       100       110      
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (44-68:27-50) 
 
            20        30        40        50        60        70    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
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            80                                                      
AAD-12 DMRAAYD                                                      
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (44-68:27-50) 
 
            20        30        40        50        60        70    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
            80                                                      
AAD-12 DMRAAYD                                                      
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (44-68:27-50) 
 
            20        30        40        50        60        70    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|134     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
            80                                                      
AAD-12 DMRAAYD                                                      
                                                                    
gi|134 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (5-45:110-157) 
 
                                         10           20            
AAD-12                           IERIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
        30        40        50        60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
         . ..... . .  :.:                                    
gi|154 MAEKLLRAVESYLLAHTDEYN                                 
     140       150       160                                 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (5-45:110-157) 
 
                                         10           20            
AAD-12                           IERIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
        30        40        50        60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
         . ..... . .  :.:                                    
gi|154 MAEKLLRAVESYLLAHTDEYN                                 
     140       150       160                                 
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 2018



 

 

 initn:  47 init1:  47 opt:  47  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (63-79:144-160) 
 
             40        50        60        70        80 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
                                     .:  :: .:.   :..:  
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY  
           120       130       140       150       160  
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (63-79:144-160) 
 
             40        50        60        70        80 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
                                     .:  :: .:.   :..:  
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY  
           120       130       140       150       160  
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 69.3  bits: 19.0 E():   69 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (42-59:66-83) 
 
              20        30        40        50        60        70  
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
              80                                                    
AAD-12 FADMRAAYD                                                    
                                                                    
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.2  bits: 19.3 E():   70 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (33-70:270-307) 
 
             10        20        30        40        50        60   
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|270 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
             70        80                                           
AAD-12 VPAVGGRTCFADMRAAYD                                           
       .  : : :                                                     
gi|270 IQHVKGGTPKRPDRAIETYLFAMFDENQKQPEVEKHFGLFFPDKRPKYNLNFSAKKNWDI 
     300       310       320       330       340       350          
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.2  bits: 19.3 E():   70 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (33-70:270-307) 
 
             10        20        30        40        50        60   
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
             70        80                                           
AAD-12 VPAVGGRTCFADMRAAYD                                           
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.2  bits: 19.3 E():   70 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (33-70:270-307) 
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             10        20        30        40        50        60   
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
             70        80                                           
AAD-12 VPAVGGRTCFADMRAAYD                                           
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.2  bits: 19.3 E():   70 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (33-70:270-307) 
 
             10        20        30        40        50        60   
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|118 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
             70        80                                           
AAD-12 VPAVGGRTCFADMRAAYD                                           
       .  : : :                                                     
gi|118 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.2  bits: 19.3 E():   70 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (33-70:270-307) 
 
             10        20        30        40        50        60   
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|327 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
             70        80                                           
AAD-12 VPAVGGRTCFADMRAAYD                                           
       .  : : :                                                     
gi|327 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.2  bits: 19.3 E():   70 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (33-70:270-307) 
 
             10        20        30        40        50        60   
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
             70        80                                           
AAD-12 VPAVGGRTCFADMRAAYD                                           
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFATFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.1  bits: 18.4 E():   70 
Smith-Waterman score: 48; 33.3% identity (59.3% similar) in 27 aa overlap (46-72:17-43) 
 
          20        30        40        50        60        70      
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.:.:  .   ::..:  :  .: : .    
gi|510               MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLP 
                             10        20        30        40       
 
          80                                                        

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 2020



 

 

AAD-12 RAAYD                                                        
                                                                    
gi|510 VIRGKGGGIEFAKTETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHL 
         50        60        70        80        90       100       
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (44-68:27-50) 
 
            20        30        40        50        60        70    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
            80                                                      
AAD-12 DMRAAYD                                                      
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIK 
          60        70        80        90       100       110      
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (5-14:109-118) 
 
                                         10        20        30     
AAD-12                           IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
           40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
                                                      
gi|534 KAEALFRAVESYLLAHSDAYN                          
      140       150                                   
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 46; 36.0% identity (64.0% similar) in 25 aa overlap (44-68:27-50) 
 
            20        30        40        50        60        70    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|304     MGLYTFENEFTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
            80                                                      
AAD-12 DMRAAYD                                                      
                                                                    
gi|304 KITFGEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 45; 27.1% identity (52.1% similar) in 48 aa overlap (4-50:15-62) 
 
                          10        20        30        40          
AAD-12            IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA-WHADSTY 
                     : :. . : . .  ::.:  .:    .   . :.: :. .:  .:  
gi|144 MSWQAYVDDHLMCEIEGNHLSAAAIIGQDGSVWAQSANFPQFKSEEITGIMSDFHEPGTL 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD                             
        :                                                           
gi|144 APTGLYIGGTKYMVIQGEPGAVIRGKKGPGGVTVKKTNQALIIGIYDEPMTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|77999277|gb|ABB16985.1| profilin-like protein [Sola  (131 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.2  bits: 17.6 E():   79 
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Smith-Waterman score: 45; 27.2% identity (55.6% similar) in 81 aa overlap (4-70:15-93) 
 
                          10        20               30          40 
AAD-12            IERIGGGDIVAISNVKADGTVR-------QHSPAEWDDMMKVIV--GNM 
                     : :. ... . :  ::::        : .: : . .:. ..  :.. 
gi|779 MSWQTYVDEHLLCEIEGNHLTSAAIVGQDGTVWAQSANFPQFKPEEISGIMNDFAEPGTL 
               10        20        30        40        50        60 
 
                   50         60        70        80                
AAD-12 A----WHADSTYMPVMAQ-GAVFSAEVVPAVGGRTCFADMRAAYD                
       :    . . . :: .... :::. ..  :  :: :                          
gi|779 APTGLYLGGTKYMVIQGEPGAVIRGKKGP--GGITIKKTNQALIIGIYDEPMTPGQCNMI 
               70        80          90       100       110         
 
gi|779 VERLGDYLVEQGL 
      120       130  
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (5-14:110-119) 
 
                                         10        20        30     
AAD-12                           IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
           40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
                                                      
gi|534 KAEALFRAVESYLLAHSDAYN                          
     140       150       160                          
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (47-68:29-50) 
 
         20        30        40        50        60        70       
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|400   MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
         80                                                         
AAD-12 AAYD                                                         
                                                                    
gi|400 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKIS 
       60        70        80        90       100       110         
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (44-68:27-50) 
 
            20        30        40        50        60        70    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
            80                                                      
AAD-12 DMRAAYD                                                      
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (44-68:27-50) 
 
            20        30        40        50        60        70    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 2022



 

 

                                     ::.  .: .:  ::  ::.. . ::      
gi|880     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
            80                                                      
AAD-12 DMRAAYD                                                      
                                                                    
gi|880 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVI 
          60        70        80        90       100       110      
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (6-46:111-158) 
 
                                        10           20             
AAD-12                          IERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
       30        40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
        . ..... . .  :.:.                                   
gi|116 GEALLRAVESYLLAHSDAYN                                 
              150       160                                 
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (6-46:111-158) 
 
                                        10           20             
AAD-12                          IERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
       30        40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
        . ..... . .  :.:.                                   
gi|116 GEALLRAVESYLLAHSDAYN                                 
              150       160                                 
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (6-46:111-158) 
 
                                        10           20             
AAD-12                          IERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDQEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
       30        40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
        . ..... . .  :.:.                                   
gi|116 GEALLRAVESYLLAHSDAYN                                 
              150       160                                 
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 68.1  bits: 18.4 E():   80 
Smith-Waterman score: 48; 28.1% identity (53.1% similar) in 32 aa overlap (5-35:170-200) 
 
                                         10        20         30    
AAD-12                           IERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|283 CKYPEGTKVTFHVEKGSNPNYLALLVKYVNGDGDVVAV-DIKEKGKDKWIELKESWGAIW 
     140       150       160       170        180       190         
 
            40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
       ..                                              
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gi|283 RIDTPDKLTGPFTVRYTTEGGTKTEAEDVIPEGWKADTSYESK     
      200       210       220       230       240      
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.9  bits: 18.4 E():   82 
Smith-Waterman score: 48; 31.2% identity (53.1% similar) in 32 aa overlap (5-35:177-207) 
 
                                         10        20         30    
AAD-12                           IERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|116 CKYPDGTKPTFHVEKGSNPNYLALLVKYIDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
        150       160       170       180        190       200      
 
            40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
       .:                                              
gi|116 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK     
         210       220       230       240             
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.6  bits: 18.1 E():   85 
Smith-Waterman score: 47; 23.1% identity (51.3% similar) in 39 aa overlap (12-46:147-185) 
 
                                  10        20            30        
AAD-12                    IERIGGGDIVAISNVKADGTVRQH----SPAEWDDMMKVIV 
                                     ::.  .::.. .:    .   :    :.   
gi|613 ATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMHVGHYTQIVWAKTKKIGC 
        120       130       140       150       160       170       
 
        40        50        60        70        80 
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
       : . .. :.                                   
gi|613 GRIMFKEDNWNKHYLVCNYGPAGNVLGAQIYEIKK         
        180       190       200       210          
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.5  bits: 18.4 E():   86 
Smith-Waterman score: 48; 28.1% identity (53.1% similar) in 32 aa overlap (5-35:192-222) 
 
                                         10        20         30    
AAD-12                           IERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|117 CKYPEGTKVTFHVEKGSNPNYLALLVKYVNGDGDVVAV-DIKEKGKDKWIELKESWGAIW 
             170       180       190        200       210       220 
 
            40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
       ..                                              
gi|117 RIDTPDKLTGPFTVRYTTEGGTKTEAEDVIPEGWKADTSYESK     
              230       240       250       260        
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.5  bits: 18.4 E():   86 
Smith-Waterman score: 48; 31.2% identity (53.1% similar) in 32 aa overlap (5-35:192-222) 
 
                                         10        20         30    
AAD-12                           IERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|386 CEYPKGTKVTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
             170       180       190        200       210       220 
 
            40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
       .:                                              
gi|386 RVDTPDKLTGPFTVRYTTEGGTKVEAEDVIPEGWKADTAYESK     
              230       240       250       260        
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 67.4  bits: 19.6 E():   87 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (23-61:535-572) 
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                       10        20        30        40        50   
AAD-12         IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
             60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYD 
        .:  :: :                    
gi|331 KEGC-FSEEGPKLVAAAQAALV       
           570       580            
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.4  bits: 18.4 E():   87 
Smith-Waterman score: 48; 31.2% identity (53.1% similar) in 32 aa overlap (5-35:194-224) 
 
                                         10        20         30    
AAD-12                           IERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|117 CKYPDGTKPTFHVEKGSNPNYLALLVKYIDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
           170       180       190       200        210       220   
 
            40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
       .:                                              
gi|117 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK     
            230       240       250       260          
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 67.4  bits: 19.0 E():   87 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (42-59:56-73) 
 
              20        30        40        50        60        70  
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
              80                                                    
AAD-12 FADMRAAYD                                                    
                                                                    
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 67.2  bits: 19.6 E():   90 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (23-61:558-595) 
 
                       10        20        30        40        50   
AAD-12         IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|668 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
       530       540       550       560       570       580        
 
             60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYD 
        .:  :: :                    
gi|668 KEGC-FSEEGPKLVAAAQAALV       
       590        600               
 
>>gi|55859454|emb|CAH92627.1| pollen allergen Sec c 4 [S  (518 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 66.9  bits: 19.3 E():   93 
Smith-Waterman score: 51; 27.3% identity (53.0% similar) in 66 aa overlap (8-73:126-181) 
 
                                      10        20        30        
AAD-12                        IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV 
                                     :.  .  :..:: .:    . : .   . . 
gi|558 HGIRLRVRSGGHDYEGLSYRSEKPETFAVVDLNKMRAVSVDGYAR----TAWVES-GAQL 
         100       110       120       130       140            150 
 
        40        50        60        70        80                  
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AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD                  
       :.. ..: .   ::.:    : : : :..:    ::                         
gi|558 GEL-YYAIAKNSPVLA----FPAGVCPSIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVV 
               160           170       180       190       200      
 
gi|558 DPNGKLLDKSSMSADHFWAVRGGGGESFGIVVSWQVKLLPVPPTVTVLKIPKTVQEGAID 
         210       220       230       240       250       260      
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 66.8  bits: 19.0 E():   93 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (42-59:56-73) 
 
              20        30        40        50        60        70  
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
              80                                                    
AAD-12 FADMRAAYD                                                    
                                                                    
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 44; 29.2% identity (79.2% similar) in 24 aa overlap (1-24:104-127) 
 
                                             10        20        30 
AAD-12                               IERIGGGDIVAISNVKADGTVRQHSPAEWD 
                                     :....: :.:. ..: .  .::..       
gi|121 ADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDGVTSVRSYKRI    
            80        90       100       110       120       130    
 
               40        50        60        70        80 
AAD-12 DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (44-68:27-50) 
 
            20        30        40        50        60        70    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|425     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
            80                                                      
AAD-12 DMRAAYD                                                      
                                                                    
gi|425 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (44-68:27-50) 
 
            20        30        40        50        60        70    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
            80                                                      
AAD-12 DMRAAYD                                                      
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.8  bits: 17.6 E():   94 
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Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (44-68:27-50) 
 
            20        30        40        50        60        70    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
            80                                                      
AAD-12 DMRAAYD                                                      
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (44-68:27-50) 
 
            20        30        40        50        60        70    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|753     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTTK 
                   10        20        30         40        50      
 
            80                                                      
AAD-12 DMRAAYD                                                      
                                                                    
gi|753 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (44-68:27-50) 
 
            20        30        40        50        60        70    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
            80                                                      
AAD-12 DMRAAYD                                                      
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (44-68:27-50) 
 
            20        30        40        50        60        70    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|901     MGGYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
            80                                                      
AAD-12 DMRAAYD                                                      
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (44-68:27-50) 
 
            20        30        40        50        60        70    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
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            80                                                      
AAD-12 DMRAAYD                                                      
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|2959898|emb|CAA73720.1| Profilin [Mercurialis annua  (133 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 66.7  bits: 17.3 E():   96 
Smith-Waterman score: 44; 28.8% identity (51.5% similar) in 66 aa overlap (6-57:19-84) 
 
                            10        20               30           
AAD-12              IERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VG 
                         :  ..: : :  ::..  .:       : :   .:: .   : 
gi|295 MSWQTYVDDHLMCDIDGQGQHLAAASIVGHDGSIWAQSASFPQLKPEEITGIMKDFDEPG 
               10        20        30        40        50        60 
 
       40            50         60        70        80              
AAD-12 NMA----WHADSTYMPVMAQ-GAVFSAEVVPAVGGRTCFADMRAAYD              
       ..:    . : . :: .... :::                                     
gi|295 HLAPTGLYIAGTKYMVIQGESGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPGQCNMV 
               70        80        90       100       110       120 
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 17.3 E():   99 
Smith-Waterman score: 44; 16.0% identity (72.0% similar) in 25 aa overlap (32-56:12-36) 
 
              10        20        30        40        50        60  
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
                                     .. .... ..: ....  :. : :.      
gi|249                    MRTVSARSSVALVVIVAAVLVWTSSASVAPAPAPGSEETCG 
                                  10        20        30        40  
 
              70        80                                          
AAD-12 VVPAVGGRTCFADMRAAYD                                          
                                                                    
gi|249 TVVGALMPCLPFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDG 
              50        60        70        80        90       100  
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 66.4  bits: 18.7 E():   99 
Smith-Waterman score: 49; 29.5% identity (47.4% similar) in 78 aa overlap (6-72:58-130) 
 
                                        10              20          
AAD-12                          IERIGGGDIVAISNVKAD------GTVRQHSPAEW 
                                     :::. ...:   :      ::.:    :   
gi|195 CWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGTLRY--GATR 
        30        40        50        60        70        80        
 
      30         40        50            60        70        80     
AAD-12 DDMMKVIV-GNMAWHADSTYMPVMAQG-AVFS---AEVVPAVGGRTCFADMRAAYD     
       :  . .:  :::  .     ::..  :  .:.   :.:  . ::   :             
gi|195 DRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKRVSNVIIHGL 
          90       100          110       120       130       140   
 
gi|195 YLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSSDGLVDVTLT 
            150       160       170       180       190       200   
 
>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 66.4  bits: 18.7 E():   99 
Smith-Waterman score: 49; 29.5% identity (47.4% similar) in 78 aa overlap (6-72:58-130) 
 
                                        10              20          
AAD-12                          IERIGGGDIVAISNVKAD------GTVRQHSPAEW 
                                     :::. ...:   :      ::.:    :   
gi|117 CWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGTLRY--GATR 
        30        40        50        60        70        80        
 
      30         40        50            60        70        80     
AAD-12 DDMMKVIV-GNMAWHADSTYMPVMAQG-AVFS---AEVVPAVGGRTCFADMRAAYD     
       :  . .:  :::  .     ::..  :  .:.   :.:  . ::   :             
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gi|117 DRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKRVSNVIIHGL 
          90       100          110       120       130       140   
 
gi|117 HLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSSDGLVDVTLS 
            150       160       170       180       190       200   
 
>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 66.4  bits: 18.7 E():   99 
Smith-Waterman score: 49; 29.5% identity (47.4% similar) in 78 aa overlap (6-72:58-130) 
 
                                        10              20          
AAD-12                          IERIGGGDIVAISNVKAD------GTVRQHSPAEW 
                                     :::. ...:   :      ::.:    :   
gi|493 CWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGTLRY--GATR 
        30        40        50        60        70        80        
 
      30         40        50            60        70        80     
AAD-12 DDMMKVIV-GNMAWHADSTYMPVMAQG-AVFS---AEVVPAVGGRTCFADMRAAYD     
       :  . .:  :::  .     ::..  :  .:.   :.:  . ::   :             
gi|493 DRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKRVSNVIIHGL 
          90       100          110       120       130       140   
 
gi|493 YLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSSDGLVDVTLT 
            150       160       170       180       190       200   
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 66.4  bits: 18.2 E():   99 
Smith-Waterman score: 47; 46.7% identity (73.3% similar) in 15 aa overlap (5-19:181-194) 
 
                                         10        20        30     
AAD-12                           IERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : ::.::. ..:  :                
gi|168 CKYPDDTKPTFHVEKGSNPNYLAILVKYVDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
              160       170       180        190       200          
 
           40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
                                                      
gi|168 RIDTPDKLTGPFTVRYTTEGGTKSEVEDVIPEGWKADTSYSAK    
     210       220       230       240       250      
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 66.3  bits: 18.4 E():   99 
Smith-Waterman score: 48; 25.7% identity (60.0% similar) in 35 aa overlap (1-31:81-115) 
 
                                             10            20       
AAD-12                               IERIGGGDIV----AISNVKADGTVRQHSP 
                                     :  .: :...     :. .:  :.:..  : 
gi|324 NFKALGVNFVLGDLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFP 
               60        70        80        90       100       110 
 
         30        40        50        60        70        80       
AAD-12 AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD       
       .:. .                                                        
gi|324 SEFGNDVDRSHAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASS 
              120       130       140       150       160       170 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:40 2011 done: Fri Jan 21 00:02:40 2011 
 Total Scan time:  0.070 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
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 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 68  - 147 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     4     2:*= 
  32    14     8:==*== 
  34    15    22:=====  * 
  36    62    44:==============*====== 
  38    58    73:====================    * 
  40   103   102:=================================*= 
  42   172   125:=========================================*================ 
  44   161   138:=============================================*======== 
  46   156   140:==============================================*===== 
  48   147   134:============================================*==== 
  50   100   122:==================================      * 
  52    63   108:=====================              * 
  54    58    92:====================          * 
  56    47    77:================         * 
  58    49    63:=================   * 
  60    73    51:================*======== 
  62    44    41:=============*= 
  64    25    33:========= * 
  66    30    26:========*= 
  68    27    20:======*== 
  70    23    16:=====*== 
  72    22    12:===*==== 
  74     2    10:=  * 
  76    14     8:==*== 
  78     3     6:=* 
  80     3     5:=* 
  82     4     3:*= 
  84     1     3:* 
  86     6     2:*= 
  88     0     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.93440.00351; mu= 8.1514 0.181 
 mean_var=48.840614.636, 0's: 2 Z-trim: 2  B-trim: 11 in 1/43 
 Lambda= 0.183520 
 Kolmogorov-Smirnov  statistic: 0.0708 (N=28) at  48 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.080 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   67 23.4     1.1 
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gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   65 22.8     1.5 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   58 21.0     6.9 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   58 21.0     6.9 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   58 21.0     6.9 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   58 21.0     6.9 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   64 22.8       7 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   64 22.8     8.4 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   57 20.8      11 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   60 21.7      12 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   54 19.9      12 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   59 21.4      12 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   56 20.5      13 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   55 20.2      15 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   59 21.4      16 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   54 20.0      18 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   58 21.2      19 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   53 19.7      20 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   56 20.6      20 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   57 20.9      23 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   57 20.9      23 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   55 20.3      24 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 19.5      26 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   52 19.5      26 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   52 19.5      26 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   52 19.5      26 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   55 20.3      27 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   49 18.6      27 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   56 20.6      28 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   56 20.6      28 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   56 20.6      28 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   54 20.1      29 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 20.4      30 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   50 18.9      32 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   50 18.9      38 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   52 19.5      41 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   55 20.4      42 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   53 19.8      43 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   51 19.2      45 
gi|34851174|gb|AAP15199.1| profilin-like protein [ ( 131)   48 18.4      45 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   48 18.4      45 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   48 18.4      45 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   48 18.4      45 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   48 18.4      45 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 16.0      46 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 16.0      46 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   52 19.5      46 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 19.3      47 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   51 19.3      49 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   51 19.3      49 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 19.0      49 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   48 18.4      50 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 18.4      50 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   51 19.3      50 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 19.3      50 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   46 17.8      52 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   51 19.3      53 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   50 19.0      54 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   48 18.4      55 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   50 19.0      59 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   50 19.0      59 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   53 19.9      60 
gi|45108973|emb|CAF32567.2| unnamed protein produc ( 500)   53 19.9      61 
gi|54144332|emb|CAD54670.2| pollen allergen Phl p  ( 508)   53 19.9      62 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 17.8      62 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 18.1      64 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 18.1      64 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   47 18.1      65 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   47 18.1      65 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   47 18.1      65 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   47 18.1      65 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   47 18.1      65 
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gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   47 18.1      65 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   47 18.1      65 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   47 18.1      65 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   47 18.1      65 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   47 18.1      65 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   47 18.1      65 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   47 18.1      65 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 18.1      65 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 18.1      65 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 19.0      67 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   51 19.3      67 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   51 19.3      67 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   51 19.3      67 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   51 19.3      67 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   51 19.3      67 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   51 19.3      67 
gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   48 18.4      69 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 17.9      77 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   46 17.9      77 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   46 17.9      77 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 17.9      78 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 17.9      78 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   46 17.9      78 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 17.9      78 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 17.9      78 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   46 17.9      78 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 17.9      78 
gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full= ( 131)   45 17.6      78 
gi|77999277|gb|ABB16985.1| profilin-like protein [ ( 131)   45 17.6      78 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   48 18.5      78 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   48 18.5      80 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   47 18.2      83 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   52 19.6      83 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   48 18.5      84 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   48 18.5      84 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 19.0      84 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   48 18.5      85 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   52 19.6      86 
gi|55859454|emb|CAH92627.1| pollen allergen Sec c  ( 518)   51 19.4      90 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 19.1      90 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   45 17.6      92 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   45 17.6      92 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   45 17.6      92 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   45 17.6      92 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   45 17.6      92 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   45 17.6      93 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   45 17.6      93 
gi|2959898|emb|CAA73720.1| Profilin [Mercurialis a ( 133)   44 17.3      94 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   49 18.8      96 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   49 18.8      96 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   49 18.8      96 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   47 18.2      97 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   44 17.3      97 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   49 18.8      98 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   44 17.3      99 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  67  Z-score: 101.9  bits: 23.4 E():  1.1 
Smith-Waterman score: 67; 40.0% identity (63.3% similar) in 30 aa overlap (16-45:30-56) 
 
                             10        20        30        40       
AAD-12               ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. : :   ::. :.. :  
gi|126 TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTK--KGNL-WEVKSA 
               10        20        30        40          50         
 
         50        60        70        80       
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA       
                                                
gi|126 KPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
        60        70        80        90        
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>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  65  Z-score: 99.1  bits: 22.8 E():  1.5 
Smith-Waterman score: 65; 35.5% identity (64.5% similar) in 31 aa overlap (16-46:30-57) 
 
                             10        20        30        40       
AAD-12               ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. . :   ::. :.. :. 
gi|144 VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKSS 
               10        20        30        40          50         
 
         50        60        70        80      
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA      
                                               
gi|144 KPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
        60        70        80        90       
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 87.4  bits: 21.0 E():  6.9 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (16-74:55-107) 
 
                              10        20        30        40      
AAD-12                ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
          50        60        70        80          
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA          
          :.  ::  :. . .   : .. : :.                
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 87.4  bits: 21.0 E():  6.9 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (16-74:55-107) 
 
                              10        20        30        40      
AAD-12                ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
          50        60        70        80          
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA          
          :.  ::  :. . .   : .. : :.                
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 87.4  bits: 21.0 E():  6.9 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (16-74:55-107) 
 
                              10        20        30        40      
AAD-12                ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
          50        60        70        80          
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA          
          :.  ::  :. . .   : .. : :.                
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 87.4  bits: 21.0 E():  6.9 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (16-74:55-107) 
 
                              10        20        30        40      
AAD-12                ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
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                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|117 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
          50        60        70        80          
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA          
          :.  ::  :. . .   : .. : :.                
gi|117 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  64  Z-score: 87.3  bits: 22.8 E():    7 
Smith-Waterman score: 64; 33.3% identity (57.1% similar) in 63 aa overlap (15-73:89-149) 
 
                               10         20        30        40    
AAD-12                 ERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .  :. . ..:  . 
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLT 
       60        70        80        90       100        110        
 
               50        60        70        80                     
AAD-12 DSTYMP---VMAQGAVFSAEVVPAVGGRTCFADMRAAYDA                     
       : . :    . .::  . :    .:.:::   :                            
gi|114 DFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPE 
        120       130       140       150       160       170       
 
gi|114 FHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSN 
        180       190       200       210       220       230       
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  64  Z-score: 85.8  bits: 22.8 E():  8.4 
Smith-Waterman score: 64; 33.3% identity (57.1% similar) in 63 aa overlap (15-73:119-179) 
 
                               10         20        30        40    
AAD-12                 ERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .  :. . ..:  . 
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLT 
       90       100       110       120       130        140        
 
               50        60        70        80                     
AAD-12 DSTYMP---VMAQGAVFSAEVVPAVGGRTCFADMRAAYDA                     
       : . :    . .::  . :    .:.:::   :                            
gi|476 DFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPE 
        150       160       170       180       190       200       
 
gi|476 FHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSN 
        210       220       230       240       250       260       
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 84.1  bits: 20.8 E():   11 
Smith-Waterman score: 57; 41.4% identity (69.0% similar) in 29 aa overlap (39-67:23-50) 
 
       10        20        30        40        50        60         
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: :::.: . ::  
gi|444         MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGV 
                       10        20         30        40        50  
 
       70        80                                                 
AAD-12 TCFADMRAAYDA                                                 
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  53 init1:  53 opt:  60  Z-score: 83.3  bits: 21.7 E():   12 
Smith-Waterman score: 60; 21.4% identity (61.4% similar) in 70 aa overlap (1-68:265-327) 
 
                                             10        20        30 
AAD-12                               ERIGGGDIVAISNVKADGTVRQHSPAEWDD 
                                     :..: :..:     ...: .. ..::. .  
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gi|170 HSVVHSIIMQQQQQQQQQQGIDIFLPLSQHEQVGQGSLV-----QGQGIIQPQQPAQLEA 
          240       250       260       270            280          
 
               40          50        60        70        80 
AAD-12 MMKVIVGNMAWHADSTYMP--VMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
       . .... ..    . .:.:     . : : : .: ..::.             
gi|170 IRSLVLQTLPSMCN-VYVPPECSIMRAPF-ASIVAGIGGQ             
     290       300        310        320                    
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 83.2  bits: 19.9 E():   12 
Smith-Waterman score: 54; 26.8% identity (53.5% similar) in 71 aa overlap (4-74:29-86) 
 
                                        10        20        30      
AAD-12                          ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI 
                                   : :::::. ..:  :.   . :      .:   
gi|105 CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGS-DTYEP------LKHS 
               10        20        30         40               50   
 
          40        50        60        70        80        
AAD-12 VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA        
        : . :. ::   :.  .: . .....   : .: . :.              
gi|105 WGAI-WRKDSDK-PI--KGPI-TVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
              60            70        80        90          
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  57 init1:  57 opt:  59  Z-score: 83.0  bits: 21.4 E():   12 
Smith-Waterman score: 59; 17.6% identity (55.9% similar) in 68 aa overlap (1-68:217-279) 
 
                                             10        20        30 
AAD-12                               ERIGGGDIVAISNVKADGTVRQHSPAEWDD 
                                     ...: : .:     ...: .. ..::. .  
gi|106 IHSIVHSIIMQQEQQEQRQGVQILVPLSQQQQVGQGTLV-----QGQGIIQPQQPAQLEV 
        190       200       210       220            230       240  
 
               40        50        60        70        80 
AAD-12 MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
       . . .. ..:   .    :  .   .  : .: ..::.             
gi|106 IRSSVLQTLATMCNVYVPPYCSTIRAPFASIVAGIGGQ             
             250       260       270                      
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 82.6  bits: 20.5 E():   13 
Smith-Waterman score: 56; 40.0% identity (68.0% similar) in 25 aa overlap (43-67:27-50) 
 
             20        30        40        50        60        70   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. :::.. . ::      
gi|165     MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIK 
                   10        20        30         40        50      
 
             80                                                     
AAD-12 DMRAAYDA                                                     
                                                                    
gi|165 KITFGEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSIL 
          60        70        80        90       100       110      
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 81.3  bits: 20.2 E():   15 
Smith-Waterman score: 55; 32.4% identity (58.8% similar) in 34 aa overlap (24-51:114-147) 
 
                      10        20        30            40          
AAD-12        ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV----GNMAWHA--DSTY 
                                     :::. :.. : .:    :   : .  .:.. 
gi|250 EVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSW 
            90       100       110       120       130       140    
 
        50        60        70        80 
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
        ::.                              
gi|250 APVLDFVFSTLKNEL                   
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           150                           
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  49 init1:  49 opt:  59  Z-score: 80.8  bits: 21.4 E():   16 
Smith-Waterman score: 59; 23.7% identity (59.3% similar) in 59 aa overlap (9-66:120-177) 
 
                                     10        20        30         
AAD-12                       ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     .: ...: .    .: :: ::   : .. . 
gi|309 LGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQ 
      90       100       110       120       130       140          
 
       40         50        60        70        80                  
AAD-12 MAWHAD-STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA                  
       . ...  ..     : ::. .:... :.:                                
gi|309 VKYQGGCGSGWAFSATGAIEAAHAI-ATGDLVSLSEQELVDCVEESEGCYNGWHYQSFEW 
     150       160       170        180       190       200         
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 79.8  bits: 20.0 E():   18 
Smith-Waterman score: 54; 37.9% identity (69.0% similar) in 29 aa overlap (39-67:23-50) 
 
       10        20        30        40        50        60         
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: .::.: . ::  
gi|444         MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGV 
                       10        20         30        40        50  
 
       70        80                                                 
AAD-12 TCFADMRAAYDA                                                 
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 79.3  bits: 21.2 E():   19 
Smith-Waterman score: 58; 25.0% identity (58.3% similar) in 48 aa overlap (12-59:262-309) 
 
                                  10        20        30        40  
AAD-12                    ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|169 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
              50        60        70        80                      
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA                      
       .: :.::  .  ..::.:                                           
gi|169 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.1  bits: 19.7 E():   20 
Smith-Waterman score: 53; 26.7% identity (66.7% similar) in 30 aa overlap (45-74:5-34) 
 
           20        30        40        50        60        70     
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.  :..  ... :. .. :. :. :.: : 
gi|189                           MASKSSITPLLLAAVLASVFAAAAATGQYCYAGM 
                                         10        20        30     
 
           80                                                       
AAD-12 RAAYDA                                                       
                                                                    
gi|189 GLPSNPLEGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIG 
           40        50        60        70        80        90     
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  56  Z-score: 79.0  bits: 20.6 E():   20 
Smith-Waterman score: 56; 26.8% identity (53.5% similar) in 71 aa overlap (4-74:198-255) 
 
                                          10        20        30    
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AAD-12                            ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.   . :      .: 
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGS-DTYEP------LK 
       170       180       190       200        210                 
 
            40        50        60        70        80         
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA         
          : . :. ::   :.  .: . .....   : .: . :.               
gi|115 HSWGAI-WRKDSDK-PI--KGPI-TVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
     220        230           240       250       260          
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 77.8  bits: 20.9 E():   23 
Smith-Waterman score: 57; 25.0% identity (58.3% similar) in 48 aa overlap (12-59:262-309) 
 
                                  10        20        30        40  
AAD-12                    ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
              50        60        70        80                      
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA                      
       .: :.::  .  ..::.:                                           
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 77.8  bits: 20.9 E():   23 
Smith-Waterman score: 57; 25.0% identity (58.3% similar) in 48 aa overlap (12-59:262-309) 
 
                                  10        20        30        40  
AAD-12                    ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
              50        60        70        80                      
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA                      
       .: :.::  .  ..::.:                                           
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  55  Z-score: 77.7  bits: 20.3 E():   24 
Smith-Waterman score: 55; 22.5% identity (52.1% similar) in 71 aa overlap (4-74:192-249) 
 
                                          10        20        30    
AAD-12                            ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : ::.::..       .....  .: .. : 
gi|168 CKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGDVVAVD-------IKEKGKDKWTEL-K 
             170       180       190       200              210     
 
            40        50        60        70        80         
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA         
          : . :. :.   :    :  :... .   : .. : :.               
gi|168 ESWGAV-WRIDT---PDKLTGP-FTVRYTTEGGTKSEFEDVIPEGWKADTSYSAK 
            220          230        240       250       260    
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 77.0  bits: 19.5 E():   26 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (43-67:27-50) 
 
             20        30        40        50        60        70   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|602     MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
             80                                                     
AAD-12 DMRAAYDA                                                     
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gi|602 KINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 77.0  bits: 19.5 E():   26 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (43-67:27-50) 
 
             20        30        40        50        60        70   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|279     MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
             80                                                     
AAD-12 DMRAAYDA                                                     
                                                                    
gi|279 KINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 77.0  bits: 19.5 E():   26 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (43-67:27-50) 
 
             20        30        40        50        60        70   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|131     MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
             80                                                     
AAD-12 DMRAAYDA                                                     
                                                                    
gi|131 KINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 76.9  bits: 19.5 E():   26 
Smith-Waterman score: 52; 37.9% identity (69.0% similar) in 29 aa overlap (39-67:23-50) 
 
       10        20        30        40        50        60         
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: .::.: . ::  
gi|444         MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGV 
                       10        20         30        40        50  
 
       70        80                                                 
AAD-12 TCFADMRAAYDA                                                 
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 76.7  bits: 20.3 E():   27 
Smith-Waterman score: 55; 25.5% identity (55.3% similar) in 47 aa overlap (34-79:16-62) 
 
            10        20        30        40         50        60   
AAD-12 GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA-WHADSTYMPVMAQGAVFSAEVV 
                                     ...:  : . ::. : :. :   .  : .  
gi|441                MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATP 
                              10        20        30        40      
 
             70        80                                           
AAD-12 PAVGGRTCFADMRAAYDA                                           
        :.::..   ...   :                                            
gi|441 AAAGGKATTDEQKLLEDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKA 
          50        60        70        80        90       100      
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 76.6  bits: 18.6 E():   27 
Smith-Waterman score: 49; 32.3% identity (58.1% similar) in 31 aa overlap (19-47:35-64) 
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                           10        20          30        40       
AAD-12             ERIGGGDIVAISNVKADGTVRQHSPAE--WDDMMKVIVGNMAWHADST 
                                     : . ..::.  :: .  : .   .: ::.  
gi|323 QTCAGNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKP 
           10        20        30        40         50        60    
 
         50        60        70        80 
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
       :                                  
gi|323 YSWRYGWTAFCGPAGPRCLRTNAAVTVR       
            70        80        90        
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 76.5  bits: 20.6 E():   28 
Smith-Waterman score: 56; 23.7% identity (55.9% similar) in 59 aa overlap (9-66:120-177) 
 
                                     10        20        30         
AAD-12                       ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     .: ...: .    .: :: ::   : .. . 
gi|129 LGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQ 
      90       100       110       120       130       140          
 
       40         50        60        70        80                  
AAD-12 MAWHADSTY-MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA                  
       . ...         : ::. .:... :.:                                
gi|129 VKYQGGCGRGWAFSATGAIEAAHAI-ATGDLVSLSEQELVDCVEESEGSYNGWQYQSFEW 
     150       160       170        180       190       200         
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 76.5  bits: 20.6 E():   28 
Smith-Waterman score: 56; 23.7% identity (55.9% similar) in 59 aa overlap (9-66:120-177) 
 
                                     10        20        30         
AAD-12                       ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     .: ...: .    .: :: ::   : .. . 
gi|119 LGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQ 
      90       100       110       120       130       140          
 
       40         50        60        70        80                  
AAD-12 MAWHADSTY-MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA                  
       . ...         : ::. .:... :.:                                
gi|119 VKYQGGCGRGWAFSATGAIEAAHAI-ATGDLVSLSEQELVDCVEESEGSYNGWQYQSFEW 
     150       160       170        180       190       200         
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 76.4  bits: 20.6 E():   28 
Smith-Waterman score: 56; 25.0% identity (58.3% similar) in 48 aa overlap (12-59:262-309) 
 
                                  10        20        30        40  
AAD-12                    ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|158 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQLT 
             240       250       260       270       280       290  
 
              50        60        70        80                      
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA                      
       .: :.::  .  ..::.:                                           
gi|158 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 76.1  bits: 20.1 E():   29 
Smith-Waterman score: 54; 26.8% identity (53.5% similar) in 71 aa overlap (4-74:198-255) 
 
                                          10        20        30    
AAD-12                            ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.   . :      .: 
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGS-DTYEP------LK 
       170       180       190       200        210                 
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            40        50        60        70        80         
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA         
          : . :. ::   :.  .: . .....   : .: . :.               
gi|105 HSWGAI-WRKDSDK-PI--KGPI-TVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
     220        230           240       250       260          
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 75.9  bits: 20.4 E():   30 
Smith-Waterman score: 55; 30.6% identity (58.3% similar) in 36 aa overlap (26-61:155-190) 
 
                    10        20        30        40        50      
AAD-12      ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :   . ..::.:..  :: .     .  :: 
gi|249 QLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA 
          130       140       150       160       170       180     
 
          60        70        80                                    
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDA                                    
       . .:::                                                       
gi|249 IPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTL 
          190       200       210       220       230       240     
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.4  bits: 18.9 E():   32 
Smith-Waterman score: 50; 28.1% identity (59.4% similar) in 32 aa overlap (34-65:11-42) 
 
            10        20        30        40        50        60    
AAD-12 GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                                     ::.. .:: ...   :. : :    ..::  
gi|249                     MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQ 
                                   10        20        30        40 
 
            70        80                                            
AAD-12 AVGGRTCFADMRAAYDA                                            
        .                                                           
gi|249 DIMPCLHFVKGEEKEPSKECCSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVA 
               50        60        70        80        90       100 
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.0  bits: 18.9 E():   38 
Smith-Waterman score: 50; 31.0% identity (55.2% similar) in 29 aa overlap (48-71:31-59) 
 
        20        30        40        50        60             70   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICFD 
               10        20        30        40        50        60 
 
             80                                                     
AAD-12 DMRAAYDA                                                     
                                                                    
gi|132 EGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSISK 
               70        80        90       100       110       120 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  41 init1:  41 opt:  52  Z-score: 73.4  bits: 19.5 E():   41 
Smith-Waterman score: 52; 22.5% identity (52.1% similar) in 71 aa overlap (4-74:192-249) 
 
                                          10        20        30    
AAD-12                            ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : ::.::..       .....  .: .. : 
gi|126 CKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGDVVAVD-------IKEKGKDKWIEL-K 
             170       180       190       200              210     
 
            40        50        60        70        80         
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA         
          : . :. :.   :    :  :... .   : .. : :.               
gi|126 ESWGAV-WRIDT---PDKLTGP-FTVRYTTEGGTKSEFEDVIPEGWKADTSYSAK 
            220          230        240       250       260    
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
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 initn:  44 init1:  44 opt:  55  Z-score: 73.2  bits: 20.4 E():   42 
Smith-Waterman score: 55; 24.2% identity (56.5% similar) in 62 aa overlap (5-65:438-492) 
 
                                         10        20         30    
AAD-12                           ERIGGGDIVAISNVKADGTVRQHSP-AEWDDMMK 
                                     ::  .  ... :::  . :.  .  .: .  
gi|796 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHNAETTVEDRIG 
       410       420       430       440       450       460        
 
            40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
       .:. .    :....   .  ::..: :.  ::                
gi|796 IIIDS----AEKAFHKEL--GAIYS-EIKDAVSV              
       470           480          490                  
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 73.0  bits: 19.8 E():   43 
Smith-Waterman score: 53; 22.9% identity (58.3% similar) in 48 aa overlap (9-54:223-270) 
 
                                     10         20        30        
AAD-12                       ERIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKV-IV 
                                     : . ..  ::   ..:.  :..  ..  :. 
gi|729 EGVLSRKVPSHLTLETPRVKMNMKYDRYAPVKVFKLDYDGIHFEKHTDIEYEPGVRYKII 
            200       210       220       230       240       250   
 
         40        50        60        70        80                 
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA                 
       ::   . :. .. . .::                                           
gi|729 GNGKLKDDGRHYSIDVQGIPRKAFNLDADLMDFKLKVSKPEDSNKAQFSYTFNEYTETEE 
            260       270       280       290       300       310   
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 72.6  bits: 19.2 E():   45 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (4-34:169-199) 
 
                                          10        20         30   
AAD-12                            ERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|331 CKYPEGTKLTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
      140       150       160       170        180       190        
 
             40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
       .:                                               
gi|331 RVDTPDKLTGPFTVRYTTEGGTKSEVEDVIPEGWKADTSYEAK      
       200       210       220       230       240      
 
>>gi|34851174|gb|AAP15199.1| profilin-like protein [Humu  (131 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.6  bits: 18.4 E():   45 
Smith-Waterman score: 48; 29.6% identity (51.9% similar) in 81 aa overlap (3-69:15-93) 
 
                           10        20               30            
AAD-12             ERIGGGDIVAISNVKADGTVR-------QHSPAEWDDMMKVIV--GNM 
                     : :  ..: . .  ::.:        : .: :   .:: .   :.. 
gi|348 MSWQAYVDDHLMCEIDGQHLTAAAIIGHDGSVWAQSSTFPQFKPEEIAAIMKDFEEPGSL 
               10        20        30        40        50        60 
 
      40            50         60        70        80               
AAD-12 A---WHADST-YMPVMA-QGAVFSAEVVPAVGGRTCFADMRAAYDA               
       :    :  .  :: .:. ::::. ..   ..:: :                          
gi|348 APTGLHLGGIKYMVIMGEQGAVIRGK--KGAGGITVKKTGAAMIIGIYDEPLTPGQCNMI 
               70        80          90       100       110         
 
gi|348 VERLGDYLIDQNL 
      120       130  
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.6  bits: 18.4 E():   45 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (3-54:15-79) 
 
                           10        20               30            
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AAD-12             ERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|604 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
      40            50        60        70        80                
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA                
       :    :  .: :: ....:                                          
gi|604 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.6  bits: 18.4 E():   45 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (3-54:15-79) 
 
                           10        20               30            
AAD-12             ERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|288 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
      40            50        60        70        80                
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA                
       :    :  .: :: ....:                                          
gi|288 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.6  bits: 18.4 E():   45 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (3-54:15-79) 
 
                           10        20               30            
AAD-12             ERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|144 MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
      40            50        60        70        80                
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA                
       :    :  .: :: ....:                                          
gi|144 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.6  bits: 18.4 E():   45 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (3-54:15-79) 
 
                           10        20               30            
AAD-12             ERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|218 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
      40            50        60        70        80                
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA                
       :    :  .: :: ....:                                          
gi|218 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.6  bits: 16.0 E():   46 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (41-47:19-25) 
 
               20        30        40        50        60        70 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.::..:                        
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE                       
                           10        20                             
 
               80 
AAD-12 FADMRAAYDA 
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>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.6  bits: 16.0 E():   46 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (41-47:19-25) 
 
               20        30        40        50        60        70 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.::..:                        
gi|320             YTTEGGTKAEAEDVIPEGWKADTSYE                       
                           10        20                             
 
               80 
AAD-12 FADMRAAYDA 
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 72.4  bits: 19.5 E():   46 
Smith-Waterman score: 52; 32.4% identity (58.8% similar) in 34 aa overlap (40-73:23-55) 
 
      10        20        30        40        50        60          
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .. ::. : :. :   .  : ..::.::   
gi|663         MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGK 
                       10        20        30        40         50  
 
      70        80                                                  
AAD-12 CFADMRAAYDA                                                  
         .:                                                         
gi|663 ATTDEQKLLEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILK 
              60        70        80        90       100       110  
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 72.3  bits: 19.3 E():   47 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (4-19:181-195) 
 
                                          10        20        30    
AAD-12                            ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
            40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                                                       
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK     
     210       220       230       240       250       
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 72.0  bits: 19.3 E():   49 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (4-34:192-222) 
 
                                          10        20         30   
AAD-12                            ERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : : ..  
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
             40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
       .:                                               
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK      
              230       240       250       260         
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 71.9  bits: 19.3 E():   49 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (4-34:193-223) 
 
                                          10        20         30   
AAD-12                            ERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|180 CKYPEGTKVTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
            170       180       190       200        210       220  
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             40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
       .:                                               
gi|180 RVDTPDKLTGPFTVRYTTEGGTKSEVEDVIPEGWKADTSYEAK      
             230       240       250       260          
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 71.9  bits: 19.0 E():   49 
Smith-Waterman score: 50; 40.0% identity (72.0% similar) in 25 aa overlap (8-32:9-29) 
 
                10        20        30        40        50          
AAD-12  ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
               :::.....: .    :.:: .:: :                            
gi|144 MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMVDQIVKSLTTKKELDPFKIEQTK 
               10            20        30        40        50       
 
      60        70        80                                        
AAD-12 EVVPAVGGRTCFADMRAAYDA                                        
                                                                    
gi|144 VPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKIDTDGGAFAATLKLGDKNIRIKTD 
         60        70        80        90       100       110       
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.9  bits: 18.4 E():   50 
Smith-Waterman score: 48; 23.3% identity (66.7% similar) in 30 aa overlap (45-74:5-34) 
 
           20        30        40        50        60        70     
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.  :..  ... :. .. .. :. :.: : 
gi|439                           MASKSSITPLLLAAVLASVFAAATATGQYCYAGM 
                                         10        20        30     
 
           80                                                       
AAD-12 RAAYDA                                                       
                                                                    
gi|439 GLPSNPLEGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFI 
           40        50        60        70        80        90     
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 71.8  bits: 18.4 E():   50 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (12-28:2-19) 
 
               10         20        30        40        50          
AAD-12 ERIGGGDIVAISNVKAD-GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                  ..: .: :.. ..::.::                                
gi|250           PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPFPRCRALVKSQCAGGQVVES 
                         10        20        30        40        50 
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 71.8  bits: 19.3 E():   50 
Smith-Waterman score: 51; 22.5% identity (52.1% similar) in 71 aa overlap (4-74:198-255) 
 
                                          10        20        30    
AAD-12                            ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : ::.::..       .....  .: .. : 
gi|249 CKYPDGTKPTFHVEKGSNPNYLALLVKYVDGDGDVVAVD-------IKEKGKDKWIEL-K 
       170       180       190       200              210           
 
            40        50        60        70        80         
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA         
          : . :. :.   :    :  :... .   : .. : :.               
gi|249 ESWGAI-WRIDT---PDKLTGP-FTVRYTTEGGTKAEFEDVIPEGWKADTHDASK 
     220        230           240       250       260          
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 71.8  bits: 19.3 E():   50 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (4-19:199-213) 
 
                                          10        20        30    
AAD-12                            ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
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                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
            40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                                                       
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK     
       230       240       250       260       270     
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 71.6  bits: 17.8 E():   52 
Smith-Waterman score: 46; 26.9% identity (53.8% similar) in 52 aa overlap (15-64:8-56) 
 
               10        20        30        40          50         
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY--MPVMAQGAVFS 
                     :: :.    .:.  ::..   .::. .  ..     :..  :: :  
gi|166        ATPTPTPKAAGSWCVPKPGVSDDQL---TGNINYACSQGIDCGPIQPGGACFE 
                      10        20           30        40        50 
 
       60        70        80                              
AAD-12 AEVVPAVGGRTCFADMRAAYDA                              
        ..: :                                              
gi|166 PNTVKAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
               60        70        80        90       100  
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 71.4  bits: 19.3 E():   53 
Smith-Waterman score: 51; 22.6% identity (64.5% similar) in 31 aa overlap (45-75:66-96) 
 
           20        30        40        50        60        70     
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:.. ::  :  .. :..  .. :... 
gi|219 QPLPPQQTFPQQPPFSQQQQQQPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQ 
          40        50        60        70        80        90      
 
           80                                                       
AAD-12 RAAYDA                                                       
       .                                                            
gi|219 QQLILPPQQQQQLPQQQISIVQPSVLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSC 
         100       110       120       130       140       150      
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 71.2  bits: 19.0 E():   54 
Smith-Waterman score: 50; 28.1% identity (56.2% similar) in 32 aa overlap (4-34:169-199) 
 
                                          10        20         30   
AAD-12                            ERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|458 CKYPEGTKVTFHVEKGSNPNYLALLVKFVAGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
      140       150       160       170        180       190        
 
             40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
       ..                                               
gi|458 RIDTPEVLKGPFTVRYTTEGGTKGEAKDVIPEGWKADTCYESK      
       200       210       220       230       240      
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 48; 29.8% identity (47.4% similar) in 57 aa overlap (14-56:38-90) 
 
                                10        20           30        40 
AAD-12                  ERIGGGDIVAISNVKADGTVRQ---HSPAEWDDMMKVIVGNMA 
                                     :.: . .:.    .:  ::.. ::    .: 
gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKVA---QA 
        10        20        30        40        50        60        
 
                          50        60        70        80          
AAD-12 W-----------HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA          
       :           :.:      :::::.                                  
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gi|148 WAETRTPDCSLIHSDRCG-ENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQI 
           70        80         90       100       110       120    
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.6  bits: 19.0 E():   59 
Smith-Waterman score: 50; 28.1% identity (56.2% similar) in 32 aa overlap (4-34:191-221) 
 
                                          10        20         30   
AAD-12                            ERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|158 KCKYPEGTKVTFHVEKGSNPNYLALLVKFSGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
              170       180       190        200       210          
 
             40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
       ..                                               
gi|158 RIDTPEVLKGPFTVRYTTEGGTKARAKDVIPEGWKADTAYESK      
     220       230       240       250       260        
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.5  bits: 19.0 E():   59 
Smith-Waterman score: 50; 28.1% identity (56.2% similar) in 32 aa overlap (4-34:192-222) 
 
                                          10        20         30   
AAD-12                            ERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|390 CKYPEGTKVTFHVEKGSNPNYLALLVKFVAGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
             170       180       190        200       210       220 
 
             40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
       ..                                               
gi|390 RIDTPEVLKGPFTVRYTTEGGTKGEAKDVIPEGWKADTAYESK      
              230       240       250       260         
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 70.4  bits: 19.9 E():   60 
Smith-Waterman score: 53; 26.2% identity (57.4% similar) in 61 aa overlap (5-65:438-492) 
 
                                         10        20        30     
AAD-12                           ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV 
                                     ::  .  ... :::  . :. ::    ..  
gi|142 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHN-AE--TTVED 
       410       420       430       440       450          460     
 
           40        50        60        70        80 
AAD-12 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
        .:..   :....   .  ::..: :.  ::                
gi|142 RIGGIIDSAEKAFHKEL--GAIYS-EIKDAVSA              
          470       480          490                  
 
>>gi|45108973|emb|CAF32567.2| unnamed protein product [P  (500 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 70.3  bits: 19.9 E():   61 
Smith-Waterman score: 53; 28.8% identity (50.0% similar) in 66 aa overlap (7-72:105-160) 
 
                                       10        20        30       
AAD-12                         ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV 
                                     :.  .  : .:: .:    . : :   . . 
gi|451 HGVRIRVRSGGHDYEGLSYRSLQPEEFAVVDLSKMRAVWVDGKAR----TAWVDS-GAQL 
           80        90       100       110           120           
 
         40        50        60        70        80                 
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA                 
       :.. ..:     ::.:    : : : :..:    ::                         
gi|451 GEL-YYAIHKASPVLA----FPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLV 
     130        140           150       160       170       180     
 
gi|451 DANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPKKASEGAVD 
          190       200       210       220       230       240     
 
>>gi|54144332|emb|CAD54670.2| pollen allergen Phl p 4 [P  (508 aa) 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 2046



 

 

 initn:  37 init1:  37 opt:  53  Z-score: 70.2  bits: 19.9 E():   62 
Smith-Waterman score: 53; 28.8% identity (50.0% similar) in 66 aa overlap (7-72:113-168) 
 
                                       10        20        30       
AAD-12                         ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV 
                                     :.  .  : .:: .:    . : :   . . 
gi|541 HGVRIRVRSGGHDYEGLSYRSLQPEEFAVVDLSKMRAVWVDGKAR----TAWVDS-GAQL 
             90       100       110       120           130         
 
         40        50        60        70        80                 
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA                 
       :.. ..:     ::.:    : : : :..:    ::                         
gi|541 GEL-YYAIHKASPVLA----FPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLV 
       140        150           160       170       180       190   
 
gi|541 DANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPKKASEGAVD 
            200       210       220       230       240       250   
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.2  bits: 17.8 E():   62 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (49-64:66-81) 
 
       20        30        40        50        60        70         
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
       80                           
AAD-12 DA                           
                                    
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS 
         100       110       120    
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 18.1 E():   64 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (62-78:141-157) 
 
              40        50        60        70        80 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                                     .:  :: .:.   :..:   
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY   
              120       130       140       150          
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 18.1 E():   64 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (62-78:141-157) 
 
              40        50        60        70        80 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                                     .:  :: .:.   :..:   
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY   
              120       130       140       150          
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.8  bits: 18.1 E():   65 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (43-67:27-50) 
 
             20        30        40        50        60        70   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|165     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
             80                                                     
AAD-12 DMRAAYDA                                                     
                                                                    
gi|165 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
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 initn:  46 init1:  46 opt:  47  Z-score: 69.8  bits: 18.1 E():   65 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (43-67:27-50) 
 
             20        30        40        50        60        70   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|753     MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
             80                                                     
AAD-12 DMRAAYDA                                                     
                                                                    
gi|753 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.8  bits: 18.1 E():   65 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (43-67:27-50) 
 
             20        30        40        50        60        70   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
             80                                                     
AAD-12 DMRAAYDA                                                     
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.8  bits: 18.1 E():   65 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (43-67:27-50) 
 
             20        30        40        50        60        70   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEYTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
             80                                                     
AAD-12 DMRAAYDA                                                     
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.8  bits: 18.1 E():   65 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (43-67:27-50) 
 
             20        30        40        50        60        70   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|886     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
             80                                                     
AAD-12 DMRAAYDA                                                     
                                                                    
gi|886 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIK 
          60        70        80        90       100       110      
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.8  bits: 18.1 E():   65 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (43-67:27-50) 
 
             20        30        40        50        60        70   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
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                   10        20        30         40        50      
 
             80                                                     
AAD-12 DMRAAYDA                                                     
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.8  bits: 18.1 E():   65 
Smith-Waterman score: 47; 40.0% identity (68.0% similar) in 25 aa overlap (43-67:27-50) 
 
             20        30        40        50        60        70   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :.:.. . ::      
gi|602     MGVFTYEFEFTSVIPPARLYNAFVLDADNL-IPKIAPQAVKSTEILEGDGGVGTIK 
                   10        20        30         40        50      
 
             80                                                     
AAD-12 DMRAAYDA                                                     
                                                                    
gi|602 KINFGEGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.8  bits: 18.1 E():   65 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (43-67:27-50) 
 
             20        30        40        50        60        70   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
             80                                                     
AAD-12 DMRAAYDA                                                     
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.8  bits: 18.1 E():   65 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (43-67:27-50) 
 
             20        30        40        50        60        70   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
             80                                                     
AAD-12 DMRAAYDA                                                     
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.8  bits: 18.1 E():   65 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (43-67:27-50) 
 
             20        30        40        50        60        70   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|134     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
             80                                                     
AAD-12 DMRAAYDA                                                     
                                                                    
gi|134 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
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>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 69.8  bits: 18.1 E():   65 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (4-44:110-157) 
 
                                          10           20           
AAD-12                            ERIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
         30        40        50        60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
         . ..... . .  :.:                                     
gi|154 MAEKLLRAVESYLLAHTDEYN                                  
     140       150       160                                  
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 69.8  bits: 18.1 E():   65 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (4-44:110-157) 
 
                                          10           20           
AAD-12                            ERIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
         30        40        50        60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
         . ..... . .  :.:                                     
gi|154 MAEKLLRAVESYLLAHTDEYN                                  
     140       150       160                                  
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.8  bits: 18.1 E():   65 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (62-78:144-160) 
 
              40        50        60        70        80 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                                     .:  :: .:.   :..:   
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY   
           120       130       140       150       160   
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.8  bits: 18.1 E():   65 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (62-78:144-160) 
 
              40        50        60        70        80 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                                     .:  :: .:.   :..:   
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY   
           120       130       140       150       160   
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 69.6  bits: 19.0 E():   67 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (41-58:66-83) 
 
               20        30        40        50        60        70 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
               80                                                   
AAD-12 FADMRAAYDA                                                   
                                                                    
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.5  bits: 19.3 E():   67 
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Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (32-69:270-307) 
 
              10        20        30        40        50        60  
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|118 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
              70        80                                          
AAD-12 VPAVGGRTCFADMRAAYDA                                          
       .  : : :                                                     
gi|118 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.5  bits: 19.3 E():   67 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (32-69:270-307) 
 
              10        20        30        40        50        60  
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
              70        80                                          
AAD-12 VPAVGGRTCFADMRAAYDA                                          
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.5  bits: 19.3 E():   67 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (32-69:270-307) 
 
              10        20        30        40        50        60  
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|270 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
              70        80                                          
AAD-12 VPAVGGRTCFADMRAAYDA                                          
       .  : : :                                                     
gi|270 IQHVKGGTPKRPDRAIETYLFAMFDENQKQPEVEKHFGLFFPDKRPKYNLNFSAKKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.5  bits: 19.3 E():   67 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (32-69:270-307) 
 
              10        20        30        40        50        60  
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
              70        80                                          
AAD-12 VPAVGGRTCFADMRAAYDA                                          
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.5  bits: 19.3 E():   67 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (32-69:270-307) 
 
              10        20        30        40        50        60  
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
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              70        80                                          
AAD-12 VPAVGGRTCFADMRAAYDA                                          
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFATFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.5  bits: 19.3 E():   67 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (32-69:270-307) 
 
              10        20        30        40        50        60  
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|327 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
              70        80                                          
AAD-12 VPAVGGRTCFADMRAAYDA                                          
       .  : : :                                                     
gi|327 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.3  bits: 18.4 E():   69 
Smith-Waterman score: 48; 33.3% identity (59.3% similar) in 27 aa overlap (45-71:17-43) 
 
           20        30        40        50        60        70     
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.:.:  .   ::..:  :  .: : .    
gi|510               MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLP 
                             10        20        30        40       
 
           80                                                       
AAD-12 RAAYDA                                                       
                                                                    
gi|510 VIRGKGGGIEFAKTETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHL 
         50        60        70        80        90       100       
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (4-13:109-118) 
 
                                          10        20        30    
AAD-12                            ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
            40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                                                       
gi|534 KAEALFRAVESYLLAHSDAYN                           
      140       150                                    
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (43-67:27-50) 
 
             20        30        40        50        60        70   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
             80                                                     
AAD-12 DMRAAYDA                                                     
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIK 
          60        70        80        90       100       110      
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>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 46; 36.0% identity (64.0% similar) in 25 aa overlap (43-67:27-50) 
 
             20        30        40        50        60        70   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|304     MGLYTFENEFTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
             80                                                     
AAD-12 DMRAAYDA                                                     
                                                                    
gi|304 KITFGEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (4-13:110-119) 
 
                                          10        20        30    
AAD-12                            ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
            40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                                                       
gi|534 KAEALFRAVESYLLAHSDAYN                           
     140       150       160                           
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (46-67:29-50) 
 
          20        30        40        50        60        70      
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|400   MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
          80                                                        
AAD-12 AAYDA                                                        
                                                                    
gi|400 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKIS 
       60        70        80        90       100       110         
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (43-67:27-50) 
 
             20        30        40        50        60        70   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
             80                                                     
AAD-12 DMRAAYDA                                                     
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (5-45:111-158) 
 
                                         10           20            
AAD-12                           ERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
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gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
        30        40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
        . ..... . .  :.:.                                    
gi|116 GEALLRAVESYLLAHSDAYN                                  
              150       160                                  
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (5-45:111-158) 
 
                                         10           20            
AAD-12                           ERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
        30        40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
        . ..... . .  :.:.                                    
gi|116 GEALLRAVESYLLAHSDAYN                                  
              150       160                                  
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (43-67:27-50) 
 
             20        30        40        50        60        70   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|880     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
             80                                                     
AAD-12 DMRAAYDA                                                     
                                                                    
gi|880 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVI 
          60        70        80        90       100       110      
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (5-45:111-158) 
 
                                         10           20            
AAD-12                           ERIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDQEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
        30        40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
        . ..... . .  :.:.                                    
gi|116 GEALLRAVESYLLAHSDAYN                                  
              150       160                                  
 
>>gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 45; 27.1% identity (52.1% similar) in 48 aa overlap (3-49:15-62) 
 
                           10        20        30        40         
AAD-12             ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA-WHADSTY 
                     : :. . : . .  ::.:  .:    .   . :.: :. .:  .:  
gi|144 MSWQAYVDDHLMCEIEGNHLSAAAIIGQDGSVWAQSANFPQFKSEEITGIMSDFHEPGTL 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA                            
        :                                                           
gi|144 APTGLYIGGTKYMVIQGEPGAVIRGKKGPGGVTVKKTNQALIIGIYDEPMTPGQCNMIVE 
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               70        80        90       100       110       120 
 
>>gi|77999277|gb|ABB16985.1| profilin-like protein [Sola  (131 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 45; 27.2% identity (55.6% similar) in 81 aa overlap (3-69:15-93) 
 
                           10        20               30            
AAD-12             ERIGGGDIVAISNVKADGTVR-------QHSPAEWDDMMKVIV--GNM 
                     : :. ... . :  ::::        : .: : . .:. ..  :.. 
gi|779 MSWQTYVDEHLLCEIEGNHLTSAAIVGQDGTVWAQSANFPQFKPEEISGIMNDFAEPGTL 
               10        20        30        40        50        60 
 
      40            50         60        70        80               
AAD-12 A----WHADSTYMPVMAQ-GAVFSAEVVPAVGGRTCFADMRAAYDA               
       :    . . . :: .... :::. ..  :  :: :                          
gi|779 APTGLYLGGTKYMVIQGEPGAVIRGKKGP--GGITIKKTNQALIIGIYDEPMTPGQCNMI 
               70        80          90       100       110         
 
gi|779 VERLGDYLVEQGL 
      120       130  
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 68.3  bits: 18.5 E():   78 
Smith-Waterman score: 48; 28.1% identity (53.1% similar) in 32 aa overlap (4-34:170-200) 
 
                                          10        20         30   
AAD-12                            ERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|283 CKYPEGTKVTFHVEKGSNPNYLALLVKYVNGDGDVVAV-DIKEKGKDKWIELKESWGAIW 
     140       150       160       170        180       190         
 
             40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
       ..                                               
gi|283 RIDTPDKLTGPFTVRYTTEGGTKTEAEDVIPEGWKADTSYESK      
      200       210       220       230       240       
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 68.1  bits: 18.5 E():   80 
Smith-Waterman score: 48; 31.2% identity (53.1% similar) in 32 aa overlap (4-34:177-207) 
 
                                          10        20         30   
AAD-12                            ERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|116 CKYPDGTKPTFHVEKGSNPNYLALLVKYIDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
        150       160       170       180        190       200      
 
             40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
       .:                                               
gi|116 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK      
         210       220       230       240              
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.8  bits: 18.2 E():   83 
Smith-Waterman score: 47; 23.1% identity (51.3% similar) in 39 aa overlap (11-45:147-185) 
 
                                   10        20            30       
AAD-12                     ERIGGGDIVAISNVKADGTVRQH----SPAEWDDMMKVIV 
                                     ::.  .::.. .:    .   :    :.   
gi|613 ATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMHVGHYTQIVWAKTKKIGC 
        120       130       140       150       160       170       
 
         40        50        60        70        80 
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
       : . .. :.                                    
gi|613 GRIMFKEDNWNKHYLVCNYGPAGNVLGAQIYEIKK          
        180       190       200       210           
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 67.8  bits: 19.6 E():   83 
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Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (22-60:535-572) 
 
                        10        20        30        40        50  
AAD-12          ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
              60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDA 
        .:  :: :                     
gi|331 KEGC-FSEEGPKLVAAAQAALV        
           570       580             
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 48; 28.1% identity (53.1% similar) in 32 aa overlap (4-34:192-222) 
 
                                          10        20         30   
AAD-12                            ERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|117 CKYPEGTKVTFHVEKGSNPNYLALLVKYVNGDGDVVAV-DIKEKGKDKWIELKESWGAIW 
             170       180       190        200       210       220 
 
             40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
       ..                                               
gi|117 RIDTPDKLTGPFTVRYTTEGGTKTEAEDVIPEGWKADTSYESK      
              230       240       250       260         
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 48; 31.2% identity (53.1% similar) in 32 aa overlap (4-34:192-222) 
 
                                          10        20         30   
AAD-12                            ERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|386 CEYPKGTKVTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
             170       180       190        200       210       220 
 
             40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
       .:                                               
gi|386 RVDTPDKLTGPFTVRYTTEGGTKVEAEDVIPEGWKADTAYESK      
              230       240       250       260         
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 67.7  bits: 19.0 E():   84 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (41-58:56-73) 
 
               20        30        40        50        60        70 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
               80                                                   
AAD-12 FADMRAAYDA                                                   
                                                                    
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.6  bits: 18.5 E():   85 
Smith-Waterman score: 48; 31.2% identity (53.1% similar) in 32 aa overlap (4-34:194-224) 
 
                                          10        20         30   
AAD-12                            ERIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|117 CKYPDGTKPTFHVEKGSNPNYLALLVKYIDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
           170       180       190       200        210       220   
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             40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
       .:                                               
gi|117 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK      
            230       240       250       260           
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 67.5  bits: 19.6 E():   86 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (22-60:558-595) 
 
                        10        20        30        40        50  
AAD-12          ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|668 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
       530       540       550       560       570       580        
 
              60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDA 
        .:  :: :                     
gi|668 KEGC-FSEEGPKLVAAAQAALV        
       590        600                
 
>>gi|55859454|emb|CAH92627.1| pollen allergen Sec c 4 [S  (518 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 67.2  bits: 19.4 E():   90 
Smith-Waterman score: 51; 27.3% identity (53.0% similar) in 66 aa overlap (7-72:126-181) 
 
                                       10        20        30       
AAD-12                         ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV 
                                     :.  .  :..:: .:    . : .   . . 
gi|558 HGIRLRVRSGGHDYEGLSYRSEKPETFAVVDLNKMRAVSVDGYAR----TAWVES-GAQL 
         100       110       120       130       140            150 
 
         40        50        60        70        80                 
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA                 
       :.. ..: .   ::.:    : : : :..:    ::                         
gi|558 GEL-YYAIAKNSPVLA----FPAGVCPSIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVV 
               160           170       180       190       200      
 
gi|558 DPNGKLLDKSSMSADHFWAVRGGGGESFGIVVSWQVKLLPVPPTVTVLKIPKTVQEGAID 
         210       220       230       240       250       260      
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 67.1  bits: 19.1 E():   90 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (41-58:56-73) 
 
               20        30        40        50        60        70 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
               80                                                   
AAD-12 FADMRAAYDA                                                   
                                                                    
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.9  bits: 17.6 E():   92 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (43-67:27-50) 
 
             20        30        40        50        60        70   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|425     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
             80                                                     
AAD-12 DMRAAYDA                                                     
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gi|425 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.9  bits: 17.6 E():   92 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (43-67:27-50) 
 
             20        30        40        50        60        70   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|753     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTTK 
                   10        20        30         40        50      
 
             80                                                     
AAD-12 DMRAAYDA                                                     
                                                                    
gi|753 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.9  bits: 17.6 E():   92 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (43-67:27-50) 
 
             20        30        40        50        60        70   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
             80                                                     
AAD-12 DMRAAYDA                                                     
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.9  bits: 17.6 E():   92 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (43-67:27-50) 
 
             20        30        40        50        60        70   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
             80                                                     
AAD-12 DMRAAYDA                                                     
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.9  bits: 17.6 E():   92 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (43-67:27-50) 
 
             20        30        40        50        60        70   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
             80                                                     
AAD-12 DMRAAYDA                                                     
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (43-67:27-50) 
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             20        30        40        50        60        70   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|901     MGGYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
             80                                                     
AAD-12 DMRAAYDA                                                     
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (43-67:27-50) 
 
             20        30        40        50        60        70   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
             80                                                     
AAD-12 DMRAAYDA                                                     
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|2959898|emb|CAA73720.1| Profilin [Mercurialis annua  (133 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 44; 28.8% identity (51.5% similar) in 66 aa overlap (5-56:19-84) 
 
                             10        20               30          
AAD-12               ERIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VG 
                         :  ..: : :  ::..  .:       : :   .:: .   : 
gi|295 MSWQTYVDDHLMCDIDGQGQHLAAASIVGHDGSIWAQSASFPQLKPEEITGIMKDFDEPG 
               10        20        30        40        50        60 
 
        40            50         60        70        80             
AAD-12 NMA----WHADSTYMPVMAQ-GAVFSAEVVPAVGGRTCFADMRAAYDA             
       ..:    . : . :: .... :::                                     
gi|295 HLAPTGLYIAGTKYMVIQGESGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPGQCNMV 
               70        80        90       100       110       120 
 
>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 66.6  bits: 18.8 E():   96 
Smith-Waterman score: 49; 29.5% identity (47.4% similar) in 78 aa overlap (5-71:58-130) 
 
                                         10              20         
AAD-12                           ERIGGGDIVAISNVKAD------GTVRQHSPAEW 
                                     :::. ...:   :      ::.:    :   
gi|117 CWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGTLRY--GATR 
        30        40        50        60        70        80        
 
       30         40        50            60        70        80    
AAD-12 DDMMKVIV-GNMAWHADSTYMPVMAQG-AVFS---AEVVPAVGGRTCFADMRAAYDA    
       :  . .:  :::  .     ::..  :  .:.   :.:  . ::   :             
gi|117 DRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKRVSNVIIHGL 
          90       100          110       120       130       140   
 
gi|117 HLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSSDGLVDVTLS 
            150       160       170       180       190       200   
 
>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 66.6  bits: 18.8 E():   96 
Smith-Waterman score: 49; 29.5% identity (47.4% similar) in 78 aa overlap (5-71:58-130) 
 
                                         10              20         
AAD-12                           ERIGGGDIVAISNVKAD------GTVRQHSPAEW 
                                     :::. ...:   :      ::.:    :   
gi|493 CWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGTLRY--GATR 
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        30        40        50        60        70        80        
 
       30         40        50            60        70        80    
AAD-12 DDMMKVIV-GNMAWHADSTYMPVMAQG-AVFS---AEVVPAVGGRTCFADMRAAYDA    
       :  . .:  :::  .     ::..  :  .:.   :.:  . ::   :             
gi|493 DRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKRVSNVIIHGL 
          90       100          110       120       130       140   
 
gi|493 YLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSSDGLVDVTLT 
            150       160       170       180       190       200   
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 66.6  bits: 18.8 E():   96 
Smith-Waterman score: 49; 29.5% identity (47.4% similar) in 78 aa overlap (5-71:58-130) 
 
                                         10              20         
AAD-12                           ERIGGGDIVAISNVKAD------GTVRQHSPAEW 
                                     :::. ...:   :      ::.:    :   
gi|195 CWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGTLRY--GATR 
        30        40        50        60        70        80        
 
       30         40        50            60        70        80    
AAD-12 DDMMKVIV-GNMAWHADSTYMPVMAQG-AVFS---AEVVPAVGGRTCFADMRAAYDA    
       :  . .:  :::  .     ::..  :  .:.   :.:  . ::   :             
gi|195 DRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKRVSNVIIHGL 
          90       100          110       120       130       140   
 
gi|195 YLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSSDGLVDVTLT 
            150       160       170       180       190       200   
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 66.5  bits: 18.2 E():   97 
Smith-Waterman score: 47; 46.7% identity (73.3% similar) in 15 aa overlap (4-18:181-194) 
 
                                          10        20        30    
AAD-12                            ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : ::.::. ..:  :                
gi|168 CKYPDDTKPTFHVEKGSNPNYLAILVKYVDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
              160       170       180        190       200          
 
            40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                                                       
gi|168 RIDTPDKLTGPFTVRYTTEGGTKSEVEDVIPEGWKADTSYSAK     
     210       220       230       240       250       
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 17.3 E():   97 
Smith-Waterman score: 44; 16.0% identity (72.0% similar) in 25 aa overlap (31-55:12-36) 
 
               10        20        30        40        50        60 
AAD-12 ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
                                     .. .... ..: ....  :. : :.      
gi|249                    MRTVSARSSVALVVIVAAVLVWTSSASVAPAPAPGSEETCG 
                                  10        20        30        40  
 
               70        80                                         
AAD-12 VVPAVGGRTCFADMRAAYDA                                         
                                                                    
gi|249 TVVGALMPCLPFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDG 
              50        60        70        80        90       100  
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 66.5  bits: 18.8 E():   98 
Smith-Waterman score: 49; 33.3% identity (64.3% similar) in 42 aa overlap (39-77:244-284) 
 
       10        20        30        40           50        60      
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW--HADSTYMP-VMAQGAVFSAEVVPAV 
                                     :.:  ..... .: :. .  . :.: :  : 
gi|585 GYYAYPYCYNLTPNQPSAQCEATTMQENDKMSWLFESEDVLLPSVYLRWNLTSGERVGLV 
           220       230       240       250       260       270    
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          70        80                                              
AAD-12 GGRTCFADMRAAYDA                                              
       :::.  : .: :                                                 
gi|585 GGRVKEA-LRIARQMTTSRKKVLPYYWYKYQDRRDTDLSRADLEATLRKITDLGADGFII 
           280        290       300       310       320       330   
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 17.3 E():   99 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (3-25:15-37) 
 
                           10        20        30        40         
AAD-12             ERIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 
                     : : .... . .  ::.:  .::                        
gi|100 MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKPEENAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA                             
                                                                    
gi|100 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:40 2011 done: Fri Jan 21 00:02:41 2011 
 Total Scan time:  0.080 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 69  - 148 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     4     2:*= 
  32    14     8:==*== 
  34    19    22:=======* 
  36    54    44:==============*=== 
  38    65    73:======================  * 
  40   101   102:=================================* 
  42   169   125:=========================================*=============== 
  44   165   138:=============================================*========= 
  46   149   140:==============================================*=== 
  48   160   134:============================================*========= 
  50    96   122:================================        * 
  52    69   108:=======================            * 
  54    53    92:==================            * 
  56    50    77:=================        * 
  58    43    63:===============     * 
  60    70    51:================*======= 
  62    47    41:=============*== 
  64    21    33:=======   * 
  66    31    26:========*== 
  68    25    20:======*== 
  70    26    16:=====*=== 
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  72    22    12:===*==== 
  74     4    10:== * 
  76    11     8:==*= 
  78     5     6:=* 
  80     4     5:=* 
  82     2     3:* 
  84     2     3:* 
  86     1     2:* 
  88     5     2:*=         inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.81790.0035; mu= 8.7490 0.181 
 mean_var=48.074214.484, 0's: 2 Z-trim: 2  B-trim: 11 in 1/43 
 Lambda= 0.184977 
 Kolmogorov-Smirnov  statistic: 0.0755 (N=29) at  48 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   67 23.4       1 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   65 22.9     1.5 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   64 22.8     6.6 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   58 21.1     6.7 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   58 21.1     6.7 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   58 21.1     6.7 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   58 21.1     6.7 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   64 22.9     7.9 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   57 20.8      10 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   54 20.0      12 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   56 20.6      12 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   55 20.3      15 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   59 21.5      15 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   57 20.9      17 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   54 20.0      18 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   58 21.2      19 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   53 19.7      19 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   56 20.6      19 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   57 21.0      22 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   57 21.0      22 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   55 20.4      23 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 19.5      25 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   52 19.5      25 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   52 19.5      25 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   52 19.5      26 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   55 20.4      26 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   56 20.7      26 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   56 20.7      26 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   56 20.7      27 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   49 18.6      27 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   54 20.1      28 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 20.4      29 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   50 18.9      31 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   54 20.1      33 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   50 19.0      37 
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gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   52 19.6      40 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   55 20.5      40 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   53 19.9      42 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   51 19.3      44 
gi|34851174|gb|AAP15199.1| profilin-like protein [ ( 131)   48 18.4      45 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   48 18.4      45 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   48 18.4      45 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   48 18.4      45 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   48 18.4      45 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   52 19.6      45 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 19.3      46 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 16.0      46 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 16.0      46 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   51 19.3      48 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   51 19.3      48 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 19.0      48 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   51 19.3      49 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 19.3      49 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   48 18.4      49 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 18.4      49 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   51 19.3      51 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   46 17.8      51 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   50 19.0      53 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   48 18.4      54 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   50 19.0      57 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   50 19.0      57 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   53 19.9      58 
gi|54144332|emb|CAD54670.2| pollen allergen Phl p  ( 508)   53 19.9      59 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 17.9      61 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 18.2      63 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 18.2      63 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   47 18.2      63 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   47 18.2      63 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   47 18.2      63 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   47 18.2      63 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   47 18.2      63 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   47 18.2      63 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   47 18.2      63 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   47 18.2      63 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   47 18.2      63 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   47 18.2      63 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   47 18.2      64 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   47 18.2      64 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 18.2      64 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 18.2      64 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 19.1      64 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   51 19.4      65 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   51 19.4      65 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   51 19.4      65 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   51 19.4      65 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   51 19.4      65 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   51 19.4      65 
gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   48 18.5      67 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   46 17.9      76 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 17.9      76 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   46 17.9      76 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   48 18.5      76 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 17.9      76 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 17.9      76 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 17.9      76 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   46 17.9      76 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 17.9      76 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   46 17.9      76 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 17.9      76 
gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full= ( 131)   45 17.6      77 
gi|77999277|gb|ABB16985.1| profilin-like protein [ ( 131)   45 17.6      77 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   48 18.5      78 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   52 19.7      80 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   47 18.2      81 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 19.1      81 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   48 18.5      82 
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gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   48 18.5      82 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   48 18.5      83 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   52 19.7      83 
gi|55859454|emb|CAH92627.1| pollen allergen Sec c  ( 518)   51 19.4      86 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 19.1      87 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   45 17.6      91 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   45 17.6      91 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   45 17.6      91 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   45 17.6      91 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   45 17.6      91 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   45 17.6      91 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   45 17.6      91 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   49 18.8      93 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   49 18.8      93 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   49 18.8      93 
gi|2959898|emb|CAA73720.1| Profilin [Mercurialis a ( 133)   44 17.3      93 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   47 18.2      95 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   49 18.8      95 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   44 17.3      96 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 18.8      97 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   44 17.3      97 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   47 18.2      98 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  67  Z-score: 102.2  bits: 23.4 E():    1 
Smith-Waterman score: 67; 40.0% identity (63.3% similar) in 30 aa overlap (15-44:30-56) 
 
                              10        20        30        40      
AAD-12                RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. : :   ::. :.. :  
gi|126 TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTK--KGNL-WEVKSA 
               10        20        30        40          50         
 
          50        60        70        80      
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL      
                                                
gi|126 KPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
        60        70        80        90        
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  65  Z-score: 99.4  bits: 22.9 E():  1.5 
Smith-Waterman score: 65; 35.5% identity (64.5% similar) in 31 aa overlap (15-45:30-57) 
 
                              10        20        30        40      
AAD-12                RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. . :   ::. :.. :. 
gi|144 VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKSS 
               10        20        30        40          50         
 
          50        60        70        80     
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL     
                                               
gi|144 KPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
        60        70        80        90       
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  64  Z-score: 87.7  bits: 22.8 E():  6.6 
Smith-Waterman score: 64; 33.3% identity (57.1% similar) in 63 aa overlap (14-72:89-149) 
 
                                10         20        30        40   
AAD-12                  RIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .  :. . ..:  . 
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLT 
       60        70        80        90       100        110        
 
                50        60        70        80                    
AAD-12 DSTYMP---VMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL                    
       : . :    . .::  . :    .:.:::   :                            
gi|114 DFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPE 
        120       130       140       150       160       170       
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gi|114 FHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSN 
        180       190       200       210       220       230       
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 87.7  bits: 21.1 E():  6.7 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (15-73:55-107) 
 
                               10        20        30        40     
AAD-12                 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
           50        60        70        80         
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL         
          :.  ::  :. . .   : .. : :.                
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 87.7  bits: 21.1 E():  6.7 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (15-73:55-107) 
 
                               10        20        30        40     
AAD-12                 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
           50        60        70        80         
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL         
          :.  ::  :. . .   : .. : :.                
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 87.7  bits: 21.1 E():  6.7 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (15-73:55-107) 
 
                               10        20        30        40     
AAD-12                 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|117 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
           50        60        70        80         
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL         
          :.  ::  :. . .   : .. : :.                
gi|117 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 87.7  bits: 21.1 E():  6.7 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (15-73:55-107) 
 
                               10        20        30        40     
AAD-12                 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
           50        60        70        80         
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL         
          :.  ::  :. . .   : .. : :.                
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  64  Z-score: 86.3  bits: 22.9 E():  7.9 
Smith-Waterman score: 64; 33.3% identity (57.1% similar) in 63 aa overlap (14-72:119-179) 
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                                10         20        30        40   
AAD-12                  RIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .  :. . ..:  . 
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLT 
       90       100       110       120       130        140        
 
                50        60        70        80                    
AAD-12 DSTYMP---VMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL                    
       : . :    . .::  . :    .:.:::   :                            
gi|476 DFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPE 
        150       160       170       180       190       200       
 
gi|476 FHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSN 
        210       220       230       240       250       260       
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 84.3  bits: 20.8 E():   10 
Smith-Waterman score: 57; 41.4% identity (69.0% similar) in 29 aa overlap (38-66:23-50) 
 
        10        20        30        40        50        60        
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: :::.: . ::  
gi|444         MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGV 
                       10        20         30        40        50  
 
        70        80                                                
AAD-12 TCFADMRAAYDAL                                                
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 83.3  bits: 20.0 E():   12 
Smith-Waterman score: 54; 26.8% identity (53.5% similar) in 71 aa overlap (3-73:29-86) 
 
                                         10        20        30     
AAD-12                           RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI 
                                   : :::::. ..:  :.   . :      .:   
gi|105 CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGS-DTYEP------LKHS 
               10        20        30         40               50   
 
           40        50        60        70        80       
AAD-12 VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL       
        : . :. ::   :.  .: . .....   : .: . :.              
gi|105 WGAI-WRKDSDK-PI--KGPI-TVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
              60            70        80        90          
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 82.9  bits: 20.6 E():   12 
Smith-Waterman score: 56; 40.0% identity (68.0% similar) in 25 aa overlap (42-66:27-50) 
 
              20        30        40        50        60        70  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. :::.. . ::      
gi|165     MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIK 
                   10        20        30         40        50      
 
              80                                                    
AAD-12 DMRAAYDAL                                                    
                                                                    
gi|165 KITFGEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSIL 
          60        70        80        90       100       110      
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 81.5  bits: 20.3 E():   15 
Smith-Waterman score: 55; 32.4% identity (58.8% similar) in 34 aa overlap (23-50:114-147) 
 
                       10        20        30            40         
AAD-12         RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV----GNMAWHA--DSTY 
                                     :::. :.. : .:    :   : .  .:.. 
gi|250 EVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSW 
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            90       100       110       120       130       140    
 
         50        60        70        80 
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
        ::.                               
gi|250 APVLDFVFSTLKNEL                    
           150                            
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  49 init1:  49 opt:  59  Z-score: 81.2  bits: 21.5 E():   15 
Smith-Waterman score: 59; 23.7% identity (59.3% similar) in 59 aa overlap (8-65:120-177) 
 
                                      10        20        30        
AAD-12                        RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     .: ...: .    .: :: ::   : .. . 
gi|309 LGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQ 
      90       100       110       120       130       140          
 
        40         50        60        70        80                 
AAD-12 MAWHAD-STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL                 
       . ...  ..     : ::. .:... :.:                                
gi|309 VKYQGGCGSGWAFSATGAIEAAHAI-ATGDLVSLSEQELVDCVEESEGCYNGWHYQSFEW 
     150       160       170        180       190       200         
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 80.5  bits: 20.9 E():   17 
Smith-Waterman score: 57; 18.2% identity (58.2% similar) in 55 aa overlap (13-67:225-279) 
 
                                 10        20        30        40   
AAD-12                   RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA 
                                     :...: .. ..::. . . . .. ..:    
gi|106 IMQQEQQEQRQGVQILVPLSQQQQVGQGTLVQGQGIIQPQQPAQLEVIRSSVLQTLATMC 
          200       210       220       230       240       250     
 
             50        60        70        80 
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
       .    :  .   .  : .: ..::.              
gi|106 NVYVPPYCSTIRAPFASIVAGIGGQ              
          260       270                       
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 80.0  bits: 20.0 E():   18 
Smith-Waterman score: 54; 37.9% identity (69.0% similar) in 29 aa overlap (38-66:23-50) 
 
        10        20        30        40        50        60        
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: .::.: . ::  
gi|444         MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGV 
                       10        20         30        40        50  
 
        70        80                                                
AAD-12 TCFADMRAAYDAL                                                
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 79.6  bits: 21.2 E():   19 
Smith-Waterman score: 58; 25.0% identity (58.3% similar) in 48 aa overlap (11-58:262-309) 
 
                                   10        20        30        40 
AAD-12                     RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|169 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
               50        60        70        80                     
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL                     
       .: :.::  .  ..::.:                                           
gi|169 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
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>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.3  bits: 19.7 E():   19 
Smith-Waterman score: 53; 26.7% identity (66.7% similar) in 30 aa overlap (44-73:5-34) 
 
            20        30        40        50        60        70    
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.  :..  ... :. .. :. :. :.: : 
gi|189                           MASKSSITPLLLAAVLASVFAAAAATGQYCYAGM 
                                         10        20        30     
 
            80                                                      
AAD-12 RAAYDAL                                                      
                                                                    
gi|189 GLPSNPLEGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIG 
           40        50        60        70        80        90     
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  56  Z-score: 79.3  bits: 20.6 E():   19 
Smith-Waterman score: 56; 26.8% identity (53.5% similar) in 71 aa overlap (3-73:198-255) 
 
                                           10        20        30   
AAD-12                             RIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.   . :      .: 
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGS-DTYEP------LK 
       170       180       190       200        210                 
 
             40        50        60        70        80        
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL        
          : . :. ::   :.  .: . .....   : .: . :.               
gi|115 HSWGAI-WRKDSDK-PI--KGPI-TVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
     220        230           240       250       260          
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 78.2  bits: 21.0 E():   22 
Smith-Waterman score: 57; 25.0% identity (58.3% similar) in 48 aa overlap (11-58:262-309) 
 
                                   10        20        30        40 
AAD-12                     RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
               50        60        70        80                     
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL                     
       .: :.::  .  ..::.:                                           
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 78.2  bits: 21.0 E():   22 
Smith-Waterman score: 57; 25.0% identity (58.3% similar) in 48 aa overlap (11-58:262-309) 
 
                                   10        20        30        40 
AAD-12                     RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
               50        60        70        80                     
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL                     
       .: :.::  .  ..::.:                                           
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  55  Z-score: 78.0  bits: 20.4 E():   23 
Smith-Waterman score: 55; 22.5% identity (52.1% similar) in 71 aa overlap (3-73:192-249) 
 
                                           10        20        30   
AAD-12                             RIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
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                                     : ::.::..       .....  .: .. : 
gi|168 CKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGDVVAVD-------IKEKGKDKWTEL-K 
             170       180       190       200              210     
 
             40        50        60        70        80        
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL        
          : . :. :.   :    :  :... .   : .. : :.               
gi|168 ESWGAV-WRIDT---PDKLTGP-FTVRYTTEGGTKSEFEDVIPEGWKADTSYSAK 
            220          230        240       250       260    
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 77.2  bits: 19.5 E():   25 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (42-66:27-50) 
 
              20        30        40        50        60        70  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|602     MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
              80                                                    
AAD-12 DMRAAYDAL                                                    
                                                                    
gi|602 KINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 77.2  bits: 19.5 E():   25 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (42-66:27-50) 
 
              20        30        40        50        60        70  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|131     MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
              80                                                    
AAD-12 DMRAAYDAL                                                    
                                                                    
gi|131 KINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 77.2  bits: 19.5 E():   25 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (42-66:27-50) 
 
              20        30        40        50        60        70  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|279     MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
              80                                                    
AAD-12 DMRAAYDAL                                                    
                                                                    
gi|279 KINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 77.1  bits: 19.5 E():   26 
Smith-Waterman score: 52; 37.9% identity (69.0% similar) in 29 aa overlap (38-66:23-50) 
 
        10        20        30        40        50        60        
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: .::.: . ::  
gi|444         MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGV 
                       10        20         30        40        50  
 
        70        80                                                
AAD-12 TCFADMRAAYDAL                                                
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gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 77.0  bits: 20.4 E():   26 
Smith-Waterman score: 55; 25.5% identity (55.3% similar) in 47 aa overlap (33-78:16-62) 
 
             10        20        30         40        50        60  
AAD-12 GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA-WHADSTYMPVMAQGAVFSAEVV 
                                     ...:  : . ::. : :. :   .  : .  
gi|441                MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATP 
                              10        20        30        40      
 
              70        80                                          
AAD-12 PAVGGRTCFADMRAAYDAL                                          
        :.::..   ...   :                                            
gi|441 AAAGGKATTDEQKLLEDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKA 
          50        60        70        80        90       100      
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 76.9  bits: 20.7 E():   26 
Smith-Waterman score: 56; 23.7% identity (55.9% similar) in 59 aa overlap (8-65:120-177) 
 
                                      10        20        30        
AAD-12                        RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     .: ...: .    .: :: ::   : .. . 
gi|129 LGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQ 
      90       100       110       120       130       140          
 
        40         50        60        70        80                 
AAD-12 MAWHADSTY-MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL                 
       . ...         : ::. .:... :.:                                
gi|129 VKYQGGCGRGWAFSATGAIEAAHAI-ATGDLVSLSEQELVDCVEESEGSYNGWQYQSFEW 
     150       160       170        180       190       200         
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 76.9  bits: 20.7 E():   26 
Smith-Waterman score: 56; 23.7% identity (55.9% similar) in 59 aa overlap (8-65:120-177) 
 
                                      10        20        30        
AAD-12                        RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     .: ...: .    .: :: ::   : .. . 
gi|119 LGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQ 
      90       100       110       120       130       140          
 
        40         50        60        70        80                 
AAD-12 MAWHADSTY-MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL                 
       . ...         : ::. .:... :.:                                
gi|119 VKYQGGCGRGWAFSATGAIEAAHAI-ATGDLVSLSEQELVDCVEESEGSYNGWQYQSFEW 
     150       160       170        180       190       200         
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 76.8  bits: 20.7 E():   27 
Smith-Waterman score: 56; 25.0% identity (58.3% similar) in 48 aa overlap (11-58:262-309) 
 
                                   10        20        30        40 
AAD-12                     RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|158 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQLT 
             240       250       260       270       280       290  
 
               50        60        70        80                     
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL                     
       .: :.::  .  ..::.:                                           
gi|158 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 76.7  bits: 18.6 E():   27 
Smith-Waterman score: 49; 32.3% identity (58.1% similar) in 31 aa overlap (18-46:35-64) 
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                            10        20          30        40      
AAD-12              RIGGGDIVAISNVKADGTVRQHSPAE--WDDMMKVIVGNMAWHADST 
                                     : . ..::.  :: .  : .   .: ::.  
gi|323 QTCAGNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKP 
           10        20        30        40         50        60    
 
          50        60        70        80 
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
       :                                   
gi|323 YSWRYGWTAFCGPAGPRCLRTNAAVTVR        
            70        80        90         
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 76.4  bits: 20.1 E():   28 
Smith-Waterman score: 54; 26.8% identity (53.5% similar) in 71 aa overlap (3-73:198-255) 
 
                                           10        20        30   
AAD-12                             RIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.   . :      .: 
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGS-DTYEP------LK 
       170       180       190       200        210                 
 
             40        50        60        70        80        
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL        
          : . :. ::   :.  .: . .....   : .: . :.               
gi|105 HSWGAI-WRKDSDK-PI--KGPI-TVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
     220        230           240       250       260          
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 76.2  bits: 20.4 E():   29 
Smith-Waterman score: 55; 30.6% identity (58.3% similar) in 36 aa overlap (25-60:155-190) 
 
                     10        20        30        40        50     
AAD-12       RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :   . ..::.:..  :: .     .  :: 
gi|249 QLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA 
          130       140       150       160       170       180     
 
           60        70        80                                   
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDAL                                   
       . .:::                                                       
gi|249 IPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTL 
          190       200       210       220       230       240     
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.5  bits: 18.9 E():   31 
Smith-Waterman score: 50; 28.1% identity (59.4% similar) in 32 aa overlap (33-64:11-42) 
 
             10        20        30        40        50        60   
AAD-12 GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                                     ::.. .:: ...   :. : :    ..::  
gi|249                     MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQ 
                                   10        20        30        40 
 
             70        80                                           
AAD-12 AVGGRTCFADMRAAYDAL                                           
        .                                                           
gi|249 DIMPCLHFVKGEEKEPSKECCSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVA 
               50        60        70        80        90       100 
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  53 init1:  53 opt:  54  Z-score: 75.0  bits: 20.1 E():   33 
Smith-Waterman score: 54; 22.0% identity (62.7% similar) in 59 aa overlap (11-67:271-327) 
 
                                   10        20        30        40 
AAD-12                     RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     : :...: .. ..::. . . .... ..   
gi|170 IIMQQQQQQQQQQGIDIFLPLSQHEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPS 
              250       260       270       280       290       300 
 
                 50        60        70        80 
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AAD-12 HADSTYMP--VMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
         . .:.:     . : : : .: ..::.              
gi|170 MCN-VYVPPECSIMRAPF-ASIVAGIGGQ              
               310        320                     
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.2  bits: 19.0 E():   37 
Smith-Waterman score: 50; 31.0% identity (55.2% similar) in 29 aa overlap (47-70:31-59) 
 
         20        30        40        50        60             70  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICFD 
               10        20        30        40        50        60 
 
              80                                                    
AAD-12 DMRAAYDAL                                                    
                                                                    
gi|132 EGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSISK 
               70        80        90       100       110       120 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  41 init1:  41 opt:  52  Z-score: 73.7  bits: 19.6 E():   40 
Smith-Waterman score: 52; 22.5% identity (52.1% similar) in 71 aa overlap (3-73:192-249) 
 
                                           10        20        30   
AAD-12                             RIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : ::.::..       .....  .: .. : 
gi|126 CKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGDVVAVD-------IKEKGKDKWIEL-K 
             170       180       190       200              210     
 
             40        50        60        70        80        
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL        
          : . :. :.   :    :  :... .   : .. : :.               
gi|126 ESWGAV-WRIDT---PDKLTGP-FTVRYTTEGGTKSEFEDVIPEGWKADTSYSAK 
            220          230        240       250       260    
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  44 init1:  44 opt:  55  Z-score: 73.6  bits: 20.5 E():   40 
Smith-Waterman score: 55; 24.2% identity (56.5% similar) in 62 aa overlap (4-64:438-492) 
 
                                          10        20         30   
AAD-12                            RIGGGDIVAISNVKADGTVRQHSP-AEWDDMMK 
                                     ::  .  ... :::  . :.  .  .: .  
gi|796 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHNAETTVEDRIG 
       410       420       430       440       450       460        
 
             40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
       .:. .    :....   .  ::..: :.  ::                 
gi|796 IIIDS----AEKAFHKEL--GAIYS-EIKDAVSV               
       470           480          490                   
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 73.3  bits: 19.9 E():   42 
Smith-Waterman score: 53; 22.9% identity (58.3% similar) in 48 aa overlap (8-53:223-270) 
 
                                      10         20        30       
AAD-12                        RIGGGDIVAISNVKADGT-VRQHSPAEWDDMMKV-IV 
                                     : . ..  ::   ..:.  :..  ..  :. 
gi|729 EGVLSRKVPSHLTLETPRVKMNMKYDRYAPVKVFKLDYDGIHFEKHTDIEYEPGVRYKII 
            200       210       220       230       240       250   
 
          40        50        60        70        80                
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL                
       ::   . :. .. . .::                                           
gi|729 GNGKLKDDGRHYSIDVQGIPRKAFNLDADLMDFKLKVSKPEDSNKAQFSYTFNEYTETEE 
            260       270       280       290       300       310   
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 72.9  bits: 19.3 E():   44 
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Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (3-33:169-199) 
 
                                           10        20         30  
AAD-12                             RIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|331 CKYPEGTKLTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
      140       150       160       170        180       190        
 
              40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
       .:                                                
gi|331 RVDTPDKLTGPFTVRYTTEGGTKSEVEDVIPEGWKADTSYEAK       
       200       210       220       230       240       
 
>>gi|34851174|gb|AAP15199.1| profilin-like protein [Humu  (131 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.7  bits: 18.4 E():   45 
Smith-Waterman score: 48; 29.6% identity (51.9% similar) in 81 aa overlap (2-68:15-93) 
 
                            10        20               30           
AAD-12              RIGGGDIVAISNVKADGTVR-------QHSPAEWDDMMKVIV--GNM 
                     : :  ..: . .  ::.:        : .: :   .:: .   :.. 
gi|348 MSWQAYVDDHLMCEIDGQHLTAAAIIGHDGSVWAQSSTFPQFKPEEIAAIMKDFEEPGSL 
               10        20        30        40        50        60 
 
          40         50         60        70        80              
AAD-12 A---WHADST-YMPVMA-QGAVFSAEVVPAVGGRTCFADMRAAYDAL              
       :    :  .  :: .:. ::::. ..   ..:: :                          
gi|348 APTGLHLGGIKYMVIMGEQGAVIRGK--KGAGGITVKKTGAAMIIGIYDEPLTPGQCNMI 
               70        80          90       100       110         
 
gi|348 VERLGDYLIDQNL 
      120       130  
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.7  bits: 18.4 E():   45 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (2-53:15-79) 
 
                            10        20               30           
AAD-12              RIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|604 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
          40         50        60        70        80               
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL               
       :    :  .: :: ....:                                          
gi|604 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.7  bits: 18.4 E():   45 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (2-53:15-79) 
 
                            10        20               30           
AAD-12              RIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|288 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
          40         50        60        70        80               
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL               
       :    :  .: :: ....:                                          
gi|288 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.7  bits: 18.4 E():   45 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (2-53:15-79) 
 
                            10        20               30           
AAD-12              RIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
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                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|144 MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
          40         50        60        70        80               
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL               
       :    :  .: :: ....:                                          
gi|144 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.7  bits: 18.4 E():   45 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (2-53:15-79) 
 
                            10        20               30           
AAD-12              RIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|218 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
          40         50        60        70        80               
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL               
       :    :  .: :: ....:                                          
gi|218 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 72.7  bits: 19.6 E():   45 
Smith-Waterman score: 52; 32.4% identity (58.8% similar) in 34 aa overlap (39-72:23-55) 
 
       10        20        30        40        50        60         
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .. ::. : :. :   .  : ..::.::   
gi|663         MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGK 
                       10        20        30        40         50  
 
       70        80                                                 
AAD-12 CFADMRAAYDAL                                                 
         .:                                                         
gi|663 ATTDEQKLLEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILK 
              60        70        80        90       100       110  
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 72.5  bits: 19.3 E():   46 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (3-18:181-195) 
 
                                           10        20        30   
AAD-12                             RIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
             40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
                                                        
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK      
     210       220       230       240       250        
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.4  bits: 16.0 E():   46 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (40-46:19-25) 
 
      10        20        30        40        50        60          
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.::..:                        
gi|320             YTTEGGTKAEAEDVIPEGWKADTSYE                       
                           10        20                             
 
      70        80 
AAD-12 FADMRAAYDAL 
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>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.4  bits: 16.0 E():   46 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (40-46:19-25) 
 
      10        20        30        40        50        60          
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.::..:                        
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE                       
                           10        20                             
 
      70        80 
AAD-12 FADMRAAYDAL 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 72.2  bits: 19.3 E():   48 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (3-33:192-222) 
 
                                           10        20         30  
AAD-12                             RIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : : ..  
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
              40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
       .:                                                
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK       
              230       240       250       260          
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 72.2  bits: 19.3 E():   48 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (3-33:193-223) 
 
                                           10        20         30  
AAD-12                             RIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|180 CKYPEGTKVTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
            170       180       190       200        210       220  
 
              40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
       .:                                                
gi|180 RVDTPDKLTGPFTVRYTTEGGTKSEVEDVIPEGWKADTSYEAK       
             230       240       250       260           
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 72.1  bits: 19.0 E():   48 
Smith-Waterman score: 50; 40.0% identity (72.0% similar) in 25 aa overlap (7-31:9-29) 
 
                 10        20        30        40        50         
AAD-12   RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
               :::.....: .    :.:: .:: :                            
gi|144 MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMVDQIVKSLTTKKELDPFKIEQTK 
               10            20        30        40        50       
 
       60        70        80                                       
AAD-12 EVVPAVGGRTCFADMRAAYDAL                                       
                                                                    
gi|144 VPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKIDTDGGAFAATLKLGDKNIRIKTD 
         60        70        80        90       100       110       
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 72.1  bits: 19.3 E():   49 
Smith-Waterman score: 51; 22.5% identity (52.1% similar) in 71 aa overlap (3-73:198-255) 
 
                                           10        20        30   
AAD-12                             RIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : ::.::..       .....  .: .. : 
gi|249 CKYPDGTKPTFHVEKGSNPNYLALLVKYVDGDGDVVAVD-------IKEKGKDKWIEL-K 
       170       180       190       200              210           
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             40        50        60        70        80        
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL        
          : . :. :.   :    :  :... .   : .. : :.               
gi|249 ESWGAI-WRIDT---PDKLTGP-FTVRYTTEGGTKAEFEDVIPEGWKADTHDASK 
     220        230           240       250       260          
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 72.0  bits: 19.3 E():   49 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (3-18:199-213) 
 
                                           10        20        30   
AAD-12                             RIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
             40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
                                                        
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK      
       230       240       250       260       270      
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.0  bits: 18.4 E():   49 
Smith-Waterman score: 48; 23.3% identity (66.7% similar) in 30 aa overlap (44-73:5-34) 
 
            20        30        40        50        60        70    
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.  :..  ... :. .. .. :. :.: : 
gi|439                           MASKSSITPLLLAAVLASVFAAATATGQYCYAGM 
                                         10        20        30     
 
            80                                                      
AAD-12 RAAYDAL                                                      
                                                                    
gi|439 GLPSNPLEGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFI 
           40        50        60        70        80        90     
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 72.0  bits: 18.4 E():   49 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (11-27:2-19) 
 
               10         20        30        40        50          
AAD-12 RIGGGDIVAISNVKAD-GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAE 
                 ..: .: :.. ..::.::                                 
gi|250          PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPFPRCRALVKSQCAGGQVVESI 
                        10        20        30        40        50  
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 71.7  bits: 19.3 E():   51 
Smith-Waterman score: 51; 22.6% identity (64.5% similar) in 31 aa overlap (44-74:66-96) 
 
            20        30        40        50        60        70    
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:.. ::  :  .. :..  .. :... 
gi|219 QPLPPQQTFPQQPPFSQQQQQQPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQ 
          40        50        60        70        80        90      
 
            80                                                      
AAD-12 RAAYDAL                                                      
       .                                                            
gi|219 QQLILPPQQQQQLPQQQISIVQPSVLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSC 
         100       110       120       130       140       150      
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 71.7  bits: 17.8 E():   51 
Smith-Waterman score: 46; 26.9% identity (53.8% similar) in 52 aa overlap (14-63:8-56) 
 
               10        20        30        40          50         
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY--MPVMAQGAVFSA 
                    :: :.    .:.  ::..   .::. .  ..     :..  :: :   
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gi|166       ATPTPTPKAAGSWCVPKPGVSDDQL---TGNINYACSQGIDCGPIQPGGACFEP 
                     10        20           30        40        50  
 
       60        70        80                             
AAD-12 EVVPAVGGRTCFADMRAAYDAL                             
       ..: :                                              
gi|166 NTVKAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
              60        70        80        90       100  
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 71.4  bits: 19.0 E():   53 
Smith-Waterman score: 50; 28.1% identity (56.2% similar) in 32 aa overlap (3-33:169-199) 
 
                                           10        20         30  
AAD-12                             RIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|458 CKYPEGTKVTFHVEKGSNPNYLALLVKFVAGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
      140       150       160       170        180       190        
 
              40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
       ..                                                
gi|458 RIDTPEVLKGPFTVRYTTEGGTKGEAKDVIPEGWKADTCYESK       
       200       210       220       230       240       
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 71.3  bits: 18.4 E():   54 
Smith-Waterman score: 48; 29.8% identity (47.4% similar) in 57 aa overlap (13-55:38-90) 
 
                                 10        20           30          
AAD-12                   RIGGGDIVAISNVKADGTVRQ---HSPAEWDDMMKVIVGNMA 
                                     :.: . .:.    .:  ::.. ::    .: 
gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKVA---QA 
        10        20        30        40        50        60        
 
      40                   50        60        70        80         
AAD-12 W-----------HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL         
       :           :.:      :::::.                                  
gi|148 WAETRTPDCSLIHSDRCG-ENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQI 
           70        80         90       100       110       120    
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.8  bits: 19.0 E():   57 
Smith-Waterman score: 50; 28.1% identity (56.2% similar) in 32 aa overlap (3-33:191-221) 
 
                                           10        20         30  
AAD-12                             RIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|158 KCKYPEGTKVTFHVEKGSNPNYLALLVKFSGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
              170       180       190        200       210          
 
              40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
       ..                                                
gi|158 RIDTPEVLKGPFTVRYTTEGGTKARAKDVIPEGWKADTAYESK       
     220       230       240       250       260         
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.8  bits: 19.0 E():   57 
Smith-Waterman score: 50; 28.1% identity (56.2% similar) in 32 aa overlap (3-33:192-222) 
 
                                           10        20         30  
AAD-12                             RIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|390 CKYPEGTKVTFHVEKGSNPNYLALLVKFVAGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
             170       180       190        200       210       220 
 
              40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
       ..                                                
gi|390 RIDTPEVLKGPFTVRYTTEGGTKGEAKDVIPEGWKADTAYESK       
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              230       240       250       260          
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 70.7  bits: 19.9 E():   58 
Smith-Waterman score: 53; 26.2% identity (57.4% similar) in 61 aa overlap (4-64:438-492) 
 
                                          10        20        30    
AAD-12                            RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKV 
                                     ::  .  ... :::  . :. ::    ..  
gi|142 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHN-AE--TTVED 
       410       420       430       440       450          460     
 
            40        50        60        70        80 
AAD-12 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
        .:..   :....   .  ::..: :.  ::                 
gi|142 RIGGIIDSAEKAFHKEL--GAIYS-EIKDAVSA               
          470       480          490                   
 
>>gi|54144332|emb|CAD54670.2| pollen allergen Phl p 4 [P  (508 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 70.5  bits: 19.9 E():   59 
Smith-Waterman score: 53; 28.8% identity (50.0% similar) in 66 aa overlap (6-71:113-168) 
 
                                        10        20        30      
AAD-12                          RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV 
                                     :.  .  : .:: .:    . : :   . . 
gi|541 HGVRIRVRSGGHDYEGLSYRSLQPEEFAVVDLSKMRAVWVDGKAR----TAWVDS-GAQL 
             90       100       110       120           130         
 
          40        50        60        70        80                
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL                
       :.. ..:     ::.:    : : : :..:    ::                         
gi|541 GEL-YYAIHKASPVLA----FPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLV 
       140        150           160       170       180       190   
 
gi|541 DANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPKKASEGAVD 
            200       210       220       230       240       250   
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.3  bits: 17.9 E():   61 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (48-63:66-81) 
 
        20        30        40        50        60        70        
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
        80                          
AAD-12 DAL                          
                                    
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS 
         100       110       120    
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (61-77:141-157) 
 
               40        50        60        70        80 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
                                     .:  :: .:.   :..:    
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY    
              120       130       140       150           
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (61-77:141-157) 
 
               40        50        60        70        80 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
                                     .:  :: .:.   :..:    
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY    
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              120       130       140       150           
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.9  bits: 18.2 E():   63 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (42-66:27-50) 
 
              20        30        40        50        60        70  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|165     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
              80                                                    
AAD-12 DMRAAYDAL                                                    
                                                                    
gi|165 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.9  bits: 18.2 E():   63 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (42-66:27-50) 
 
              20        30        40        50        60        70  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
              80                                                    
AAD-12 DMRAAYDAL                                                    
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.9  bits: 18.2 E():   63 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (42-66:27-50) 
 
              20        30        40        50        60        70  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|753     MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
              80                                                    
AAD-12 DMRAAYDAL                                                    
                                                                    
gi|753 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.9  bits: 18.2 E():   63 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (42-66:27-50) 
 
              20        30        40        50        60        70  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEYTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
              80                                                    
AAD-12 DMRAAYDAL                                                    
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.9  bits: 18.2 E():   63 
Smith-Waterman score: 47; 40.0% identity (68.0% similar) in 25 aa overlap (42-66:27-50) 
 
              20        30        40        50        60        70  
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AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :.:.. . ::      
gi|602     MGVFTYEFEFTSVIPPARLYNAFVLDADNL-IPKIAPQAVKSTEILEGDGGVGTIK 
                   10        20        30         40        50      
 
              80                                                    
AAD-12 DMRAAYDAL                                                    
                                                                    
gi|602 KINFGEGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.9  bits: 18.2 E():   63 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (42-66:27-50) 
 
              20        30        40        50        60        70  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|886     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
              80                                                    
AAD-12 DMRAAYDAL                                                    
                                                                    
gi|886 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIK 
          60        70        80        90       100       110      
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.9  bits: 18.2 E():   63 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (42-66:27-50) 
 
              20        30        40        50        60        70  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
              80                                                    
AAD-12 DMRAAYDAL                                                    
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.9  bits: 18.2 E():   63 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (42-66:27-50) 
 
              20        30        40        50        60        70  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
              80                                                    
AAD-12 DMRAAYDAL                                                    
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.9  bits: 18.2 E():   63 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (42-66:27-50) 
 
              20        30        40        50        60        70  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
              80                                                    
AAD-12 DMRAAYDAL                                                    
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gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.9  bits: 18.2 E():   63 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (42-66:27-50) 
 
              20        30        40        50        60        70  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|134     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
              80                                                    
AAD-12 DMRAAYDAL                                                    
                                                                    
gi|134 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (3-43:110-157) 
 
                                           10              20       
AAD-12                             RIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
          30        40        50        60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
         . ..... . .  :.:                                      
gi|154 MAEKLLRAVESYLLAHTDEYN                                   
     140       150       160                                   
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (3-43:110-157) 
 
                                           10              20       
AAD-12                             RIGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
          30        40        50        60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
         . ..... . .  :.:                                      
gi|154 MAEKLLRAVESYLLAHTDEYN                                   
     140       150       160                                   
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (61-77:144-160) 
 
               40        50        60        70        80 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
                                     .:  :: .:.   :..:    
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY    
           120       130       140       150       160    
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (61-77:144-160) 
 
               40        50        60        70        80 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
                                     .:  :: .:.   :..:    
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY    
           120       130       140       150       160    
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>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 69.8  bits: 19.1 E():   64 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (40-57:66-83) 
 
      10        20        30        40        50        60          
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
      70        80                                                  
AAD-12 FADMRAAYDAL                                                  
                                                                    
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.8  bits: 19.4 E():   65 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (31-68:270-307) 
 
               10        20        30        40        50        60 
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
               70        80                                         
AAD-12 VPAVGGRTCFADMRAAYDAL                                         
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.8  bits: 19.4 E():   65 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (31-68:270-307) 
 
               10        20        30        40        50        60 
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
               70        80                                         
AAD-12 VPAVGGRTCFADMRAAYDAL                                         
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.8  bits: 19.4 E():   65 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (31-68:270-307) 
 
               10        20        30        40        50        60 
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|270 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
               70        80                                         
AAD-12 VPAVGGRTCFADMRAAYDAL                                         
       .  : : :                                                     
gi|270 IQHVKGGTPKRPDRAIETYLFAMFDENQKQPEVEKHFGLFFPDKRPKYNLNFSAKKNWDI 
     300       310       320       330       340       350          
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.8  bits: 19.4 E():   65 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (31-68:270-307) 
 
               10        20        30        40        50        60 
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
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                                     ..:.:.. .: . ...  .. .: .. ... 
gi|118 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
               70        80                                         
AAD-12 VPAVGGRTCFADMRAAYDAL                                         
       .  : : :                                                     
gi|118 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.8  bits: 19.4 E():   65 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (31-68:270-307) 
 
               10        20        30        40        50        60 
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
               70        80                                         
AAD-12 VPAVGGRTCFADMRAAYDAL                                         
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFATFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.8  bits: 19.4 E():   65 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (31-68:270-307) 
 
               10        20        30        40        50        60 
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|327 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
               70        80                                         
AAD-12 VPAVGGRTCFADMRAAYDAL                                         
       .  : : :                                                     
gi|327 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.5  bits: 18.5 E():   67 
Smith-Waterman score: 48; 33.3% identity (59.3% similar) in 27 aa overlap (44-70:17-43) 
 
            20        30        40        50        60        70    
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.:.:  .   ::..:  :  .: : .    
gi|510               MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLP 
                             10        20        30        40       
 
            80                                                      
AAD-12 RAAYDAL                                                      
                                                                    
gi|510 VIRGKGGGIEFAKTETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHL 
         50        60        70        80        90       100       
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (42-66:27-50) 
 
              20        30        40        50        60        70  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
              80                                                    
AAD-12 DMRAAYDAL                                                    
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gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIK 
          60        70        80        90       100       110      
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (3-12:109-118) 
 
                                           10        20        30   
AAD-12                             RIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
             40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
                                                        
gi|534 KAEALFRAVESYLLAHSDAYN                            
      140       150                                     
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 46; 36.0% identity (64.0% similar) in 25 aa overlap (42-66:27-50) 
 
              20        30        40        50        60        70  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|304     MGLYTFENEFTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
              80                                                    
AAD-12 DMRAAYDAL                                                    
                                                                    
gi|304 KITFGEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 68.5  bits: 18.5 E():   76 
Smith-Waterman score: 48; 28.1% identity (53.1% similar) in 32 aa overlap (3-33:170-200) 
 
                                           10        20         30  
AAD-12                             RIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|283 CKYPEGTKVTFHVEKGSNPNYLALLVKYVNGDGDVVAV-DIKEKGKDKWIELKESWGAIW 
     140       150       160       170        180       190         
 
              40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
       ..                                                
gi|283 RIDTPDKLTGPFTVRYTTEGGTKTEAEDVIPEGWKADTSYESK       
      200       210       220       230       240        
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (3-12:110-119) 
 
                                           10        20        30   
AAD-12                             RIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
             40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
                                                        
gi|534 KAEALFRAVESYLLAHSDAYN                            
     140       150       160                            
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (4-44:111-158) 
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                                          10           20           
AAD-12                            RIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
         30        40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
        . ..... . .  :.:.                                     
gi|116 GEALLRAVESYLLAHSDAYN                                   
              150       160                                   
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (45-66:29-50) 
 
           20        30        40        50        60        70     
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|400   MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
           80                                                       
AAD-12 AAYDAL                                                       
                                                                    
gi|400 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKIS 
       60        70        80        90       100       110         
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (42-66:27-50) 
 
              20        30        40        50        60        70  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|880     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
              80                                                    
AAD-12 DMRAAYDAL                                                    
                                                                    
gi|880 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVI 
          60        70        80        90       100       110      
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (4-44:111-158) 
 
                                          10           20           
AAD-12                            RIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
         30        40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
        . ..... . .  :.:.                                     
gi|116 GEALLRAVESYLLAHSDAYN                                   
              150       160                                   
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (42-66:27-50) 
 
              20        30        40        50        60        70  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
              80                                                    
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AAD-12 DMRAAYDAL                                                    
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (4-44:111-158) 
 
                                          10           20           
AAD-12                            RIGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDQEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
         30        40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
        . ..... . .  :.:.                                     
gi|116 GEALLRAVESYLLAHSDAYN                                   
              150       160                                   
 
>>gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 45; 27.1% identity (52.1% similar) in 48 aa overlap (2-48:15-62) 
 
                            10        20        30         40       
AAD-12              RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA-WHADSTY 
                     : :. . : . .  ::.:  .:    .   . :.: :. .:  .:  
gi|144 MSWQAYVDDHLMCEIEGNHLSAAAIIGQDGSVWAQSANFPQFKSEEITGIMSDFHEPGTL 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL                           
        :                                                           
gi|144 APTGLYIGGTKYMVIQGEPGAVIRGKKGPGGVTVKKTNQALIIGIYDEPMTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|77999277|gb|ABB16985.1| profilin-like protein [Sola  (131 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 45; 27.2% identity (55.6% similar) in 81 aa overlap (2-68:15-93) 
 
                            10        20               30           
AAD-12              RIGGGDIVAISNVKADGTVR-------QHSPAEWDDMMKVIV--GNM 
                     : :. ... . :  ::::        : .: : . .:. ..  :.. 
gi|779 MSWQTYVDEHLLCEIEGNHLTSAAIVGQDGTVWAQSANFPQFKPEEISGIMNDFAEPGTL 
               10        20        30        40        50        60 
 
           40        50         60        70        80              
AAD-12 A----WHADSTYMPVMAQ-GAVFSAEVVPAVGGRTCFADMRAAYDAL              
       :    . . . :: .... :::. ..  :  :: :                          
gi|779 APTGLYLGGTKYMVIQGEPGAVIRGKKGP--GGITIKKTNQALIIGIYDEPMTPGQCNMI 
               70        80          90       100       110         
 
gi|779 VERLGDYLVEQGL 
      120       130  
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 68.3  bits: 18.5 E():   78 
Smith-Waterman score: 48; 31.2% identity (53.1% similar) in 32 aa overlap (3-33:177-207) 
 
                                           10        20         30  
AAD-12                             RIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|116 CKYPDGTKPTFHVEKGSNPNYLALLVKYIDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
        150       160       170       180        190       200      
 
              40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
       .:                                                
gi|116 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK       
         210       220       230       240               
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>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 68.1  bits: 19.7 E():   80 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (21-59:535-572) 
 
                         10        20        30        40        50 
AAD-12           RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
               60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
        .:  :: :                      
gi|331 KEGC-FSEEGPKLVAAAQAALV         
           570       580              
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 68.0  bits: 18.2 E():   81 
Smith-Waterman score: 47; 23.1% identity (51.3% similar) in 39 aa overlap (10-44:147-185) 
 
                                    10        20            30      
AAD-12                      RIGGGDIVAISNVKADGTVRQH----SPAEWDDMMKVIV 
                                     ::.  .::.. .:    .   :    :.   
gi|613 ATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMHVGHYTQIVWAKTKKIGC 
        120       130       140       150       160       170       
 
          40        50        60        70        80 
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
       : . .. :.                                     
gi|613 GRIMFKEDNWNKHYLVCNYGPAGNVLGAQIYEIKK           
        180       190       200       210            
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 67.9  bits: 19.1 E():   81 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (40-57:56-73) 
 
      10        20        30        40        50        60          
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
      70        80                                                  
AAD-12 FADMRAAYDAL                                                  
                                                                    
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 48; 28.1% identity (53.1% similar) in 32 aa overlap (3-33:192-222) 
 
                                           10        20         30  
AAD-12                             RIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|117 CKYPEGTKVTFHVEKGSNPNYLALLVKYVNGDGDVVAV-DIKEKGKDKWIELKESWGAIW 
             170       180       190        200       210       220 
 
              40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
       ..                                                
gi|117 RIDTPDKLTGPFTVRYTTEGGTKTEAEDVIPEGWKADTSYESK       
              230       240       250       260          
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 48; 31.2% identity (53.1% similar) in 32 aa overlap (3-33:192-222) 
 
                                           10        20         30  
AAD-12                             RIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
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                                     : ::.::. ..:  :  .     : :  .  
gi|386 CEYPKGTKVTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
             170       180       190        200       210       220 
 
              40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
       .:                                                
gi|386 RVDTPDKLTGPFTVRYTTEGGTKVEAEDVIPEGWKADTAYESK       
              230       240       250       260          
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.8  bits: 18.5 E():   83 
Smith-Waterman score: 48; 31.2% identity (53.1% similar) in 32 aa overlap (3-33:194-224) 
 
                                           10        20         30  
AAD-12                             RIGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|117 CKYPDGTKPTFHVEKGSNPNYLALLVKYIDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
           170       180       190       200        210       220   
 
              40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
       .:                                                
gi|117 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK       
            230       240       250       260            
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 67.8  bits: 19.7 E():   83 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (21-59:558-595) 
 
                         10        20        30        40        50 
AAD-12           RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|668 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
       530       540       550       560       570       580        
 
               60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
        .:  :: :                      
gi|668 KEGC-FSEEGPKLVAAAQAALV         
       590        600                 
 
>>gi|55859454|emb|CAH92627.1| pollen allergen Sec c 4 [S  (518 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 67.5  bits: 19.4 E():   86 
Smith-Waterman score: 51; 27.3% identity (53.0% similar) in 66 aa overlap (6-71:126-181) 
 
                                        10        20        30      
AAD-12                          RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV 
                                     :.  .  :..:: .:    . : .   . . 
gi|558 HGIRLRVRSGGHDYEGLSYRSEKPETFAVVDLNKMRAVSVDGYAR----TAWVES-GAQL 
         100       110       120       130       140            150 
 
          40        50        60        70        80                
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL                
       :.. ..: .   ::.:    : : : :..:    ::                         
gi|558 GEL-YYAIAKNSPVLA----FPAGVCPSIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVV 
               160           170       180       190       200      
 
gi|558 DPNGKLLDKSSMSADHFWAVRGGGGESFGIVVSWQVKLLPVPPTVTVLKIPKTVQEGAID 
         210       220       230       240       250       260      
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 67.4  bits: 19.1 E():   87 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (40-57:56-73) 
 
      10        20        30        40        50        60          
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
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      70        80                                                  
AAD-12 FADMRAAYDAL                                                  
                                                                    
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (42-66:27-50) 
 
              20        30        40        50        60        70  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
              80                                                    
AAD-12 DMRAAYDAL                                                    
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (42-66:27-50) 
 
              20        30        40        50        60        70  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|425     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
              80                                                    
AAD-12 DMRAAYDAL                                                    
                                                                    
gi|425 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (42-66:27-50) 
 
              20        30        40        50        60        70  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|753     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTTK 
                   10        20        30         40        50      
 
              80                                                    
AAD-12 DMRAAYDAL                                                    
                                                                    
gi|753 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (42-66:27-50) 
 
              20        30        40        50        60        70  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
              80                                                    
AAD-12 DMRAAYDAL                                                    
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
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 initn:  44 init1:  44 opt:  45  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (42-66:27-50) 
 
              20        30        40        50        60        70  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
              80                                                    
AAD-12 DMRAAYDAL                                                    
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.0  bits: 17.6 E():   91 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (42-66:27-50) 
 
              20        30        40        50        60        70  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
              80                                                    
AAD-12 DMRAAYDAL                                                    
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 67.0  bits: 17.6 E():   91 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (42-66:27-50) 
 
              20        30        40        50        60        70  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|901     MGGYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
              80                                                    
AAD-12 DMRAAYDAL                                                    
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 66.9  bits: 18.8 E():   93 
Smith-Waterman score: 49; 29.5% identity (47.4% similar) in 78 aa overlap (4-70:58-130) 
 
                                          10              20        
AAD-12                            RIGGGDIVAISNVKAD------GTVRQHSPAEW 
                                     :::. ...:   :      ::.:    :   
gi|117 CWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGTLRY--GATR 
        30        40        50        60        70        80        
 
        30         40        50            60        70        80   
AAD-12 DDMMKVIV-GNMAWHADSTYMPVMAQG-AVFS---AEVVPAVGGRTCFADMRAAYDAL   
       :  . .:  :::  .     ::..  :  .:.   :.:  . ::   :             
gi|117 DRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKRVSNVIIHGL 
          90       100          110       120       130       140   
 
gi|117 HLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSSDGLVDVTLS 
            150       160       170       180       190       200   
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 66.9  bits: 18.8 E():   93 
Smith-Waterman score: 49; 29.5% identity (47.4% similar) in 78 aa overlap (4-70:58-130) 
 
                                          10              20        
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AAD-12                            RIGGGDIVAISNVKAD------GTVRQHSPAEW 
                                     :::. ...:   :      ::.:    :   
gi|195 CWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGTLRY--GATR 
        30        40        50        60        70        80        
 
        30         40        50            60        70        80   
AAD-12 DDMMKVIV-GNMAWHADSTYMPVMAQG-AVFS---AEVVPAVGGRTCFADMRAAYDAL   
       :  . .:  :::  .     ::..  :  .:.   :.:  . ::   :             
gi|195 DRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKRVSNVIIHGL 
          90       100          110       120       130       140   
 
gi|195 YLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSSDGLVDVTLT 
            150       160       170       180       190       200   
 
>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 66.9  bits: 18.8 E():   93 
Smith-Waterman score: 49; 29.5% identity (47.4% similar) in 78 aa overlap (4-70:58-130) 
 
                                          10              20        
AAD-12                            RIGGGDIVAISNVKAD------GTVRQHSPAEW 
                                     :::. ...:   :      ::.:    :   
gi|493 CWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGTLRY--GATR 
        30        40        50        60        70        80        
 
        30         40        50            60        70        80   
AAD-12 DDMMKVIV-GNMAWHADSTYMPVMAQG-AVFS---AEVVPAVGGRTCFADMRAAYDAL   
       :  . .:  :::  .     ::..  :  .:.   :.:  . ::   :             
gi|493 DRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKRVSNVIIHGL 
          90       100          110       120       130       140   
 
gi|493 YLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSSDGLVDVTLT 
            150       160       170       180       190       200   
 
>>gi|2959898|emb|CAA73720.1| Profilin [Mercurialis annua  (133 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 44; 28.8% identity (51.5% similar) in 66 aa overlap (4-55:19-84) 
 
                              10        20               30         
AAD-12                RIGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VG 
                         :  ..: : :  ::..  .:       : :   .:: .   : 
gi|295 MSWQTYVDDHLMCDIDGQGQHLAAASIVGHDGSIWAQSASFPQLKPEEITGIMKDFDEPG 
               10        20        30        40        50        60 
 
             40        50         60        70        80            
AAD-12 NMA----WHADSTYMPVMAQ-GAVFSAEVVPAVGGRTCFADMRAAYDAL            
       ..:    . : . :: .... :::                                     
gi|295 HLAPTGLYIAGTKYMVIQGESGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPGQCNMV 
               70        80        90       100       110       120 
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 66.7  bits: 18.2 E():   95 
Smith-Waterman score: 47; 46.7% identity (73.3% similar) in 15 aa overlap (3-17:181-194) 
 
                                           10        20        30   
AAD-12                             RIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : ::.::. ..:  :                
gi|168 CKYPDDTKPTFHVEKGSNPNYLAILVKYVDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
              160       170       180        190       200          
 
             40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
                                                        
gi|168 RIDTPDKLTGPFTVRYTTEGGTKSEVEDVIPEGWKADTSYSAK      
     210       220       230       240       250        
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 66.7  bits: 18.8 E():   95 
Smith-Waterman score: 49; 33.3% identity (64.3% similar) in 42 aa overlap (38-76:244-284) 
 
        10        20        30        40           50        60     
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW--HADSTYMP-VMAQGAVFSAEVVPAV 
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                                     :.:  ..... .: :. .  . :.: :  : 
gi|585 GYYAYPYCYNLTPNQPSAQCEATTMQENDKMSWLFESEDVLLPSVYLRWNLTSGERVGLV 
           220       230       240       250       260       270    
 
           70        80                                             
AAD-12 GGRTCFADMRAAYDAL                                             
       :::.  : .: :                                                 
gi|585 GGRVKEA-LRIARQMTTSRKKVLPYYWYKYQDRRDTDLSRADLEATLRKITDLGADGFII 
           280        290       300       310       320       330   
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 17.3 E():   96 
Smith-Waterman score: 44; 16.0% identity (72.0% similar) in 25 aa overlap (30-54:12-36) 
 
               10        20        30        40        50        60 
AAD-12 RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                    .. .... ..: ....  :. : :.       
gi|249                   MRTVSARSSVALVVIVAAVLVWTSSASVAPAPAPGSEETCGT 
                                 10        20        30        40   
 
               70        80                                         
AAD-12 VPAVGGRTCFADMRAAYDAL                                         
                                                                    
gi|249 VVGALMPCLPFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGK 
             50        60        70        80        90       100   
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 66.6  bits: 18.8 E():   97 
Smith-Waterman score: 49; 40.0% identity (65.0% similar) in 20 aa overlap (37-56:332-348) 
 
         10        20        30        40        50        60       
AAD-12 IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
                                     :  :.   .:: :. .::.:           
gi|113 ILSQGNRFLASDIKKEVVGRYGESAMSESINWNWR---SYMDVFENGAIFVPSGVDPVLT 
             310       320       330          340       350         
 
         70        80                     
AAD-12 RTCFADMRAAYDAL                     
                                          
gi|113 PEQNAGMIPAEPGEAVLRLTSSAGVLSCQPGAPC 
      360       370       380       390   
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 17.3 E():   97 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (2-24:15-37) 
 
                            10        20        30        40        
AAD-12              RIGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 
                     : : .... . .  ::.:  .::                        
gi|100 MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKPEENAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL                            
                                                                    
gi|100 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 66.4  bits: 18.2 E():   98 
Smith-Waterman score: 47; 46.7% identity (73.3% similar) in 15 aa overlap (3-17:192-205) 
 
                                           10        20        30   
AAD-12                             RIGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : ::.::. ..:  :                
gi|752 CKYPDGTKPTFHVEKASNPNYLAILVKYVDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
             170       180       190        200       210       220 
 
             40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
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gi|752 RIDTPDKLTGPFTVRYTTEGGTKSEVEDVIPEGWKADTSYSAK      
              230       240       250       260         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:41 2011 done: Fri Jan 21 00:02:41 2011 
 Total Scan time:  0.070 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 70  - 149 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     4     2:*= 
  32    15     8:==*== 
  34    19    22:=======* 
  36    59    44:==============*===== 
  38    73    73:========================* 
  40   100   102:=================================* 
  42   156   125:=========================================*========== 
  44   169   138:=============================================*=========== 
  46   156   140:==============================================*===== 
  48   149   134:============================================*===== 
  50    92   122:===============================         * 
  52    72   108:========================           * 
  54    59    92:====================          * 
  56    47    77:================         * 
  58    48    63:================    * 
  60    63    51:================*==== 
  62    46    41:=============*== 
  64    25    33:========= * 
  66    29    26:========*= 
  68    27    20:======*== 
  70    24    16:=====*== 
  72    21    12:===*=== 
  74     4    10:== * 
  76    11     8:==*= 
  78     6     6:=* 
  80     4     5:=* 
  82     2     3:* 
  84     1     3:* 
  86     6     2:*= 
  88     0     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
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 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.82760.00355; mu= 8.7785 0.183 
 mean_var=48.303714.423, 0's: 2 Z-trim: 2  B-trim: 11 in 1/43 
 Lambda= 0.184537 
 Kolmogorov-Smirnov  statistic: 0.0755 (N=28) at  48 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   67 23.4     1.1 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   65 22.8     1.5 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   64 22.8     6.8 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   58 21.0     6.9 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   58 21.0     6.9 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   58 21.0     6.9 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   58 21.0     6.9 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   64 22.8     8.2 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   57 20.8      11 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   54 19.9      12 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   56 20.5      13 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   55 20.3      15 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   59 21.5      16 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   57 20.9      17 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   54 20.0      18 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   58 21.2      19 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   53 19.7      20 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   56 20.6      20 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   57 20.9      23 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   57 20.9      23 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   55 20.3      23 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 19.5      26 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   52 19.5      26 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   52 19.5      26 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   52 19.5      26 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   55 20.4      26 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   56 20.7      27 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   56 20.7      27 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   56 20.7      27 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   49 18.6      28 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   54 20.1      29 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 20.4      29 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   50 18.9      32 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   54 20.1      34 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   50 18.9      38 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   52 19.5      41 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   55 20.4      41 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   53 19.8      43 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   51 19.3      45 
gi|34851174|gb|AAP15199.1| profilin-like protein [ ( 131)   48 18.4      46 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   48 18.4      46 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   48 18.4      46 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   48 18.4      46 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   48 18.4      46 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   52 19.6      46 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 19.3      47 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 16.0      47 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 16.0      47 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   51 19.3      49 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   51 19.3      49 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 19.0      49 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   51 19.3      50 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   48 18.4      50 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 19.3      50 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 18.4      50 
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gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   46 17.8      52 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   51 19.3      52 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   50 19.0      54 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   48 18.4      55 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   50 19.0      58 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   50 19.0      58 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   53 19.9      59 
gi|54144332|emb|CAD54670.2| pollen allergen Phl p  ( 508)   53 19.9      60 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 17.8      62 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 18.1      64 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 18.1      64 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   47 18.1      65 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   47 18.1      65 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   47 18.1      65 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   47 18.1      65 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   47 18.1      65 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   47 18.1      65 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   47 18.1      65 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   47 18.1      65 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   47 18.1      65 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   47 18.1      65 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   47 18.1      65 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   47 18.1      65 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 18.1      65 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 18.1      65 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 19.0      66 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   51 19.3      66 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   51 19.3      66 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   51 19.3      66 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   51 19.3      66 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   51 19.3      66 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   51 19.3      66 
gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   48 18.4      68 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   46 17.9      78 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 17.9      78 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   46 17.9      78 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   48 18.5      78 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 17.9      78 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 17.9      78 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 17.9      78 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   46 17.9      78 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 17.9      78 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   46 17.9      78 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 17.9      78 
gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full= ( 131)   45 17.6      78 
gi|77999277|gb|ABB16985.1| profilin-like protein [ ( 131)   45 17.6      78 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   48 18.5      80 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   52 19.7      82 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   47 18.2      83 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 19.1      83 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   48 18.5      84 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   48 18.5      84 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   48 18.5      84 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   52 19.7      84 
gi|55859454|emb|CAH92627.1| pollen allergen Sec c  ( 518)   51 19.4      88 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 19.1      89 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   45 17.6      93 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   45 17.6      93 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   45 17.6      93 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   45 17.6      93 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   45 17.6      93 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   45 17.6      93 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   45 17.6      93 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   49 18.8      95 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   49 18.8      95 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   49 18.8      95 
gi|2959898|emb|CAA73720.1| Profilin [Mercurialis a ( 133)   44 17.3      95 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   47 18.2      96 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   49 18.8      97 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   44 17.3      98 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 18.8      99 
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gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   44 17.3      99 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  67  Z-score: 102.0  bits: 23.4 E():  1.1 
Smith-Waterman score: 67; 40.0% identity (63.3% similar) in 30 aa overlap (14-43:30-56) 
 
                               10        20        30        40     
AAD-12                 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. : :   ::. :.. :  
gi|126 TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTK--KGNL-WEVKSA 
               10        20        30        40          50         
 
           50        60        70        80     
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD     
                                                
gi|126 KPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
        60        70        80        90        
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  65  Z-score: 99.2  bits: 22.8 E():  1.5 
Smith-Waterman score: 65; 35.5% identity (64.5% similar) in 31 aa overlap (14-44:30-57) 
 
                               10        20        30        40     
AAD-12                 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. . :   ::. :.. :. 
gi|144 VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKSS 
               10        20        30        40          50         
 
           50        60        70        80    
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD    
                                               
gi|144 KPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
        60        70        80        90       
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  64  Z-score: 87.5  bits: 22.8 E():  6.8 
Smith-Waterman score: 64; 33.3% identity (57.1% similar) in 63 aa overlap (13-71:89-149) 
 
                                 10         20        30        40  
AAD-12                   IGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .  :. . ..:  . 
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLT 
       60        70        80        90       100        110        
 
                 50        60        70        80                   
AAD-12 DSTYMP---VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD                   
       : . :    . .::  . :    .:.:::   :                            
gi|114 DFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPE 
        120       130       140       150       160       170       
 
gi|114 FHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSN 
        180       190       200       210       220       230       
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 87.5  bits: 21.0 E():  6.9 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (14-72:55-107) 
 
                                10        20        30        40    
AAD-12                  IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
            50        60        70        80        
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD        
          :.  ::  :. . .   : .. : :.                
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 87.5  bits: 21.0 E():  6.9 
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Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (14-72:55-107) 
 
                                10        20        30        40    
AAD-12                  IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
            50        60        70        80        
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD        
          :.  ::  :. . .   : .. : :.                
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 87.5  bits: 21.0 E():  6.9 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (14-72:55-107) 
 
                                10        20        30        40    
AAD-12                  IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|117 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
            50        60        70        80        
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD        
          :.  ::  :. . .   : .. : :.                
gi|117 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 87.5  bits: 21.0 E():  6.9 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (14-72:55-107) 
 
                                10        20        30        40    
AAD-12                  IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
            50        60        70        80        
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD        
          :.  ::  :. . .   : .. : :.                
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  64  Z-score: 86.1  bits: 22.8 E():  8.2 
Smith-Waterman score: 64; 33.3% identity (57.1% similar) in 63 aa overlap (13-71:119-179) 
 
                                 10         20        30        40  
AAD-12                   IGGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .  :. . ..:  . 
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLT 
       90       100       110       120       130        140        
 
                 50        60        70        80                   
AAD-12 DSTYMP---VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD                   
       : . :    . .::  . :    .:.:::   :                            
gi|476 DFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPE 
        150       160       170       180       190       200       
 
gi|476 FHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSN 
        210       220       230       240       250       260       
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 84.1  bits: 20.8 E():   11 
Smith-Waterman score: 57; 41.4% identity (69.0% similar) in 29 aa overlap (37-65:23-50) 
 
         10        20        30        40        50        60       
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
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                                     .. .:: : .: .:  .: :::.: . ::  
gi|444         MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGV 
                       10        20         30        40        50  
 
         70        80                                               
AAD-12 TCFADMRAAYDALD                                               
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 83.1  bits: 19.9 E():   12 
Smith-Waterman score: 54; 26.8% identity (53.5% similar) in 71 aa overlap (2-72:29-86) 
 
                                          10        20        30    
AAD-12                            IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVI 
                                   : :::::. ..:  :.   . :      .:   
gi|105 CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGS-DTYEP------LKHS 
               10        20        30         40               50   
 
            40        50        60        70        80      
AAD-12 VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD      
        : . :. ::   :.  .: . .....   : .: . :.              
gi|105 WGAI-WRKDSDK-PI--KGPI-TVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
              60            70        80        90          
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 82.7  bits: 20.5 E():   13 
Smith-Waterman score: 56; 40.0% identity (68.0% similar) in 25 aa overlap (41-65:27-50) 
 
               20        30        40        50        60        70 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. :::.. . ::      
gi|165     MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIK 
                   10        20        30         40        50      
 
               80                                                   
AAD-12 DMRAAYDALD                                                   
                                                                    
gi|165 KITFGEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSIL 
          60        70        80        90       100       110      
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 81.3  bits: 20.3 E():   15 
Smith-Waterman score: 55; 32.4% identity (58.8% similar) in 34 aa overlap (22-49:114-147) 
 
                        10        20        30            40        
AAD-12          IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV----GNMAWHA--DSTY 
                                     :::. :.. : .:    :   : .  .:.. 
gi|250 EVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSW 
            90       100       110       120       130       140    
 
          50        60        70        80 
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
        ::.                                
gi|250 APVLDFVFSTLKNEL                     
           150                             
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  49 init1:  49 opt:  59  Z-score: 81.0  bits: 21.5 E():   16 
Smith-Waterman score: 59; 23.7% identity (59.3% similar) in 59 aa overlap (7-64:120-177) 
 
                                       10        20        30       
AAD-12                         IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     .: ...: .    .: :: ::   : .. . 
gi|309 LGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQ 
      90       100       110       120       130       140          
 
         40         50        60        70        80                
AAD-12 MAWHAD-STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD                
       . ...  ..     : ::. .:... :.:                                
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gi|309 VKYQGGCGSGWAFSATGAIEAAHAI-ATGDLVSLSEQELVDCVEESEGCYNGWHYQSFEW 
     150       160       170        180       190       200         
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 80.3  bits: 20.9 E():   17 
Smith-Waterman score: 57; 18.2% identity (58.2% similar) in 55 aa overlap (12-66:225-279) 
 
                                  10        20        30        40  
AAD-12                    IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA 
                                     :...: .. ..::. . . . .. ..:    
gi|106 IMQQEQQEQRQGVQILVPLSQQQQVGQGTLVQGQGIIQPQQPAQLEVIRSSVLQTLATMC 
          200       210       220       230       240       250     
 
              50        60        70        80 
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
       .    :  .   .  : .: ..::.               
gi|106 NVYVPPYCSTIRAPFASIVAGIGGQ               
          260       270                        
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 79.8  bits: 20.0 E():   18 
Smith-Waterman score: 54; 37.9% identity (69.0% similar) in 29 aa overlap (37-65:23-50) 
 
         10        20        30        40        50        60       
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: .::.: . ::  
gi|444         MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGV 
                       10        20         30        40        50  
 
         70        80                                               
AAD-12 TCFADMRAAYDALD                                               
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 79.5  bits: 21.2 E():   19 
Smith-Waterman score: 58; 25.0% identity (58.3% similar) in 48 aa overlap (10-57:262-309) 
 
                                    10        20        30          
AAD-12                      IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|169 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
      40        50        60        70        80                    
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD                    
       .: :.::  .  ..::.:                                           
gi|169 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.1  bits: 19.7 E():   20 
Smith-Waterman score: 53; 26.7% identity (66.7% similar) in 30 aa overlap (43-72:5-34) 
 
             20        30        40        50        60        70   
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.  :..  ... :. .. :. :. :.: : 
gi|189                           MASKSSITPLLLAAVLASVFAAAAATGQYCYAGM 
                                         10        20        30     
 
             80                                                     
AAD-12 RAAYDALD                                                     
                                                                    
gi|189 GLPSNPLEGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIG 
           40        50        60        70        80        90     
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  56  Z-score: 79.1  bits: 20.6 E():   20 
Smith-Waterman score: 56; 26.8% identity (53.5% similar) in 71 aa overlap (2-72:198-255) 
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                                            10        20        30  
AAD-12                              IGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.   . :      .: 
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGS-DTYEP------LK 
       170       180       190       200        210                 
 
              40        50        60        70        80       
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD       
          : . :. ::   :.  .: . .....   : .: . :.               
gi|115 HSWGAI-WRKDSDK-PI--KGPI-TVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
     220        230           240       250       260          
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 78.0  bits: 20.9 E():   23 
Smith-Waterman score: 57; 25.0% identity (58.3% similar) in 48 aa overlap (10-57:262-309) 
 
                                    10        20        30          
AAD-12                      IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
      40        50        60        70        80                    
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD                    
       .: :.::  .  ..::.:                                           
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 78.0  bits: 20.9 E():   23 
Smith-Waterman score: 57; 25.0% identity (58.3% similar) in 48 aa overlap (10-57:262-309) 
 
                                    10        20        30          
AAD-12                      IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
      40        50        60        70        80                    
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD                    
       .: :.::  .  ..::.:                                           
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  55  Z-score: 77.8  bits: 20.3 E():   23 
Smith-Waterman score: 55; 22.5% identity (52.1% similar) in 71 aa overlap (2-72:192-249) 
 
                                            10        20        30  
AAD-12                              IGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : ::.::..       .....  .: .. : 
gi|168 CKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGDVVAVD-------IKEKGKDKWTEL-K 
             170       180       190       200              210     
 
              40        50        60        70        80       
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD       
          : . :. :.   :    :  :... .   : .. : :.               
gi|168 ESWGAV-WRIDT---PDKLTGP-FTVRYTTEGGTKSEFEDVIPEGWKADTSYSAK 
            220          230        240       250       260    
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 77.0  bits: 19.5 E():   26 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (41-65:27-50) 
 
               20        30        40        50        60        70 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|602     MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
               80                                                   

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 2100



 

 

AAD-12 DMRAAYDALD                                                   
                                                                    
gi|602 KINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 77.0  bits: 19.5 E():   26 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (41-65:27-50) 
 
               20        30        40        50        60        70 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|131     MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
               80                                                   
AAD-12 DMRAAYDALD                                                   
                                                                    
gi|131 KINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 77.0  bits: 19.5 E():   26 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (41-65:27-50) 
 
               20        30        40        50        60        70 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|279     MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
               80                                                   
AAD-12 DMRAAYDALD                                                   
                                                                    
gi|279 KINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 76.9  bits: 19.5 E():   26 
Smith-Waterman score: 52; 37.9% identity (69.0% similar) in 29 aa overlap (37-65:23-50) 
 
         10        20        30        40        50        60       
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: .::.: . ::  
gi|444         MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGV 
                       10        20         30        40        50  
 
         70        80                                               
AAD-12 TCFADMRAAYDALD                                               
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 76.9  bits: 20.4 E():   26 
Smith-Waterman score: 55; 25.5% identity (55.3% similar) in 47 aa overlap (32-77:16-62) 
 
              10        20        30         40        50        60 
AAD-12 GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA-WHADSTYMPVMAQGAVFSAEVV 
                                     ...:  : . ::. : :. :   .  : .  
gi|441                MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATP 
                              10        20        30        40      
 
               70        80                                         
AAD-12 PAVGGRTCFADMRAAYDALD                                         
        :.::..   ...   :                                            
gi|441 AAAGGKATTDEQKLLEDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKA 
          50        60        70        80        90       100      
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 76.7  bits: 20.7 E():   27 
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Smith-Waterman score: 56; 23.7% identity (55.9% similar) in 59 aa overlap (7-64:120-177) 
 
                                       10        20        30       
AAD-12                         IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     .: ...: .    .: :: ::   : .. . 
gi|129 LGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQ 
      90       100       110       120       130       140          
 
         40         50        60        70        80                
AAD-12 MAWHADSTY-MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD                
       . ...         : ::. .:... :.:                                
gi|129 VKYQGGCGRGWAFSATGAIEAAHAI-ATGDLVSLSEQELVDCVEESEGSYNGWQYQSFEW 
     150       160       170        180       190       200         
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 76.7  bits: 20.7 E():   27 
Smith-Waterman score: 56; 23.7% identity (55.9% similar) in 59 aa overlap (7-64:120-177) 
 
                                       10        20        30       
AAD-12                         IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     .: ...: .    .: :: ::   : .. . 
gi|119 LGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQ 
      90       100       110       120       130       140          
 
         40         50        60        70        80                
AAD-12 MAWHADSTY-MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD                
       . ...         : ::. .:... :.:                                
gi|119 VKYQGGCGRGWAFSATGAIEAAHAI-ATGDLVSLSEQELVDCVEESEGSYNGWQYQSFEW 
     150       160       170        180       190       200         
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 76.6  bits: 20.7 E():   27 
Smith-Waterman score: 56; 25.0% identity (58.3% similar) in 48 aa overlap (10-57:262-309) 
 
                                    10        20        30          
AAD-12                      IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|158 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQLT 
             240       250       260       270       280       290  
 
      40        50        60        70        80                    
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD                    
       .: :.::  .  ..::.:                                           
gi|158 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 76.5  bits: 18.6 E():   28 
Smith-Waterman score: 49; 32.3% identity (58.1% similar) in 31 aa overlap (17-45:35-64) 
 
                             10        20          30        40     
AAD-12               IGGGDIVAISNVKADGTVRQHSPAE--WDDMMKVIVGNMAWHADST 
                                     : . ..::.  :: .  : .   .: ::.  
gi|323 QTCAGNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKP 
           10        20        30        40         50        60    
 
           50        60        70        80 
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
       :                                    
gi|323 YSWRYGWTAFCGPAGPRCLRTNAAVTVR         
            70        80        90          
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 76.2  bits: 20.1 E():   29 
Smith-Waterman score: 54; 26.8% identity (53.5% similar) in 71 aa overlap (2-72:198-255) 
 
                                            10        20        30  
AAD-12                              IGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.   . :      .: 
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGS-DTYEP------LK 
       170       180       190       200        210                 
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              40        50        60        70        80       
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD       
          : . :. ::   :.  .: . .....   : .: . :.               
gi|105 HSWGAI-WRKDSDK-PI--KGPI-TVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
     220        230           240       250       260          
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 76.0  bits: 20.4 E():   29 
Smith-Waterman score: 55; 30.6% identity (58.3% similar) in 36 aa overlap (24-59:155-190) 
 
                      10        20        30        40        50    
AAD-12        IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :   . ..::.:..  :: .     .  :: 
gi|249 QLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA 
          130       140       150       160       170       180     
 
            60        70        80                                  
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALD                                  
       . .:::                                                       
gi|249 IPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTL 
          190       200       210       220       230       240     
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.3  bits: 18.9 E():   32 
Smith-Waterman score: 50; 28.1% identity (59.4% similar) in 32 aa overlap (32-63:11-42) 
 
              10        20        30        40        50        60  
AAD-12 GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                                     ::.. .:: ...   :. : :    ..::  
gi|249                     MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQ 
                                   10        20        30        40 
 
              70        80                                          
AAD-12 AVGGRTCFADMRAAYDALD                                          
        .                                                           
gi|249 DIMPCLHFVKGEEKEPSKECCSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVA 
               50        60        70        80        90       100 
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  53 init1:  53 opt:  54  Z-score: 74.8  bits: 20.1 E():   34 
Smith-Waterman score: 54; 22.0% identity (62.7% similar) in 59 aa overlap (10-66:271-327) 
 
                                    10        20        30          
AAD-12                      IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     : :...: .. ..::. . . .... ..   
gi|170 IIMQQQQQQQQQQGIDIFLPLSQHEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPS 
              250       260       270       280       290       300 
 
      40          50        60        70        80 
AAD-12 HADSTYMP--VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
         . .:.:     . : : : .: ..::.               
gi|170 MCN-VYVPPECSIMRAPF-ASIVAGIGGQ               
               310        320                      
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 74.1  bits: 18.9 E():   38 
Smith-Waterman score: 50; 31.0% identity (55.2% similar) in 29 aa overlap (46-69:31-59) 
 
          20        30        40        50        60             70 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICFD 
               10        20        30        40        50        60 
 
               80                                                   
AAD-12 DMRAAYDALD                                                   
                                                                    
gi|132 EGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSISK 
               70        80        90       100       110       120 
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>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  41 init1:  41 opt:  52  Z-score: 73.5  bits: 19.5 E():   41 
Smith-Waterman score: 52; 22.5% identity (52.1% similar) in 71 aa overlap (2-72:192-249) 
 
                                            10        20        30  
AAD-12                              IGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : ::.::..       .....  .: .. : 
gi|126 CKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGDVVAVD-------IKEKGKDKWIEL-K 
             170       180       190       200              210     
 
              40        50        60        70        80       
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD       
          : . :. :.   :    :  :... .   : .. : :.               
gi|126 ESWGAV-WRIDT---PDKLTGP-FTVRYTTEGGTKSEFEDVIPEGWKADTSYSAK 
            220          230        240       250       260    
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  44 init1:  44 opt:  55  Z-score: 73.4  bits: 20.4 E():   41 
Smith-Waterman score: 55; 24.2% identity (56.5% similar) in 62 aa overlap (3-63:438-492) 
 
                                           10        20         30  
AAD-12                             IGGGDIVAISNVKADGTVRQHSP-AEWDDMMK 
                                     ::  .  ... :::  . :.  .  .: .  
gi|796 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHNAETTVEDRIG 
       410       420       430       440       450       460        
 
              40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
       .:. .    :....   .  ::..: :.  ::                  
gi|796 IIIDS----AEKAFHKEL--GAIYS-EIKDAVSV                
       470           480          490                    
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 73.1  bits: 19.8 E():   43 
Smith-Waterman score: 53; 22.9% identity (58.3% similar) in 48 aa overlap (7-52:223-270) 
 
                                       10         20        30      
AAD-12                         IGGGDIVAISNVKADGT-VRQHSPAEWDDMMKV-IV 
                                     : . ..  ::   ..:.  :..  ..  :. 
gi|729 EGVLSRKVPSHLTLETPRVKMNMKYDRYAPVKVFKLDYDGIHFEKHTDIEYEPGVRYKII 
            200       210       220       230       240       250   
 
           40        50        60        70        80               
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD               
       ::   . :. .. . .::                                           
gi|729 GNGKLKDDGRHYSIDVQGIPRKAFNLDADLMDFKLKVSKPEDSNKAQFSYTFNEYTETEE 
            260       270       280       290       300       310   
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 72.7  bits: 19.3 E():   45 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (2-32:169-199) 
 
                                            10        20         30 
AAD-12                              IGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|331 CKYPEGTKLTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
      140       150       160       170        180       190        
 
               40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
       .:                                                 
gi|331 RVDTPDKLTGPFTVRYTTEGGTKSEVEDVIPEGWKADTSYEAK        
       200       210       220       230       240        
 
>>gi|34851174|gb|AAP15199.1| profilin-like protein [Humu  (131 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 72.6  bits: 18.4 E():   46 
Smith-Waterman score: 48; 29.6% identity (51.9% similar) in 81 aa overlap (1-67:15-93) 
 
                             10               20        30          
AAD-12               IGGGDIVAISNVKADGTVR-------QHSPAEWDDMMKVIV--GNM 
                     : :  ..: . .  ::.:        : .: :   .:: .   :.. 
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gi|348 MSWQAYVDDHLMCEIDGQHLTAAAIIGHDGSVWAQSSTFPQFKPEEIAAIMKDFEEPGSL 
               10        20        30        40        50        60 
 
           40         50         60        70        80             
AAD-12 A---WHADST-YMPVMA-QGAVFSAEVVPAVGGRTCFADMRAAYDALD             
       :    :  .  :: .:. ::::. ..   ..:: :                          
gi|348 APTGLHLGGIKYMVIMGEQGAVIRGK--KGAGGITVKKTGAAMIIGIYDEPLTPGQCNMI 
               70        80          90       100       110         
 
gi|348 VERLGDYLIDQNL 
      120       130  
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.6  bits: 18.4 E():   46 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (1-52:15-79) 
 
                             10        20               30          
AAD-12               IGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|604 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
           40         50        60        70        80              
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD              
       :    :  .: :: ....:                                          
gi|604 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.6  bits: 18.4 E():   46 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (1-52:15-79) 
 
                             10        20               30          
AAD-12               IGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|288 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
           40         50        60        70        80              
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD              
       :    :  .: :: ....:                                          
gi|288 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.6  bits: 18.4 E():   46 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (1-52:15-79) 
 
                             10        20               30          
AAD-12               IGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|144 MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
           40         50        60        70        80              
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD              
       :    :  .: :: ....:                                          
gi|144 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.6  bits: 18.4 E():   46 
Smith-Waterman score: 48; 29.2% identity (50.8% similar) in 65 aa overlap (1-52:15-79) 
 
                             10        20               30          
AAD-12               IGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                     : :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|218 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
           40         50        60        70        80              
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AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD              
       :    :  .: :: ....:                                          
gi|218 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 72.5  bits: 19.6 E():   46 
Smith-Waterman score: 52; 32.4% identity (58.8% similar) in 34 aa overlap (38-71:23-55) 
 
        10        20        30        40        50        60        
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .. ::. : :. :   .  : ..::.::   
gi|663         MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGK 
                       10        20        30        40         50  
 
        70        80                                                
AAD-12 CFADMRAAYDALD                                                
         .:                                                         
gi|663 ATTDEQKLLEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILK 
              60        70        80        90       100       110  
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 72.3  bits: 19.3 E():   47 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (2-17:181-195) 
 
                                            10        20        30  
AAD-12                              IGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
              40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                                         
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK       
     210       220       230       240       250         
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.3  bits: 16.0 E():   47 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (39-45:19-25) 
 
       10        20        30        40        50        60         
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.::..:                        
gi|320             YTTEGGTKAEAEDVIPEGWKADTSYE                       
                           10        20                             
 
       70        80 
AAD-12 FADMRAAYDALD 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.3  bits: 16.0 E():   47 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (39-45:19-25) 
 
       10        20        30        40        50        60         
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.::..:                        
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE                       
                           10        20                             
 
       70        80 
AAD-12 FADMRAAYDALD 
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 72.0  bits: 19.3 E():   49 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (2-32:192-222) 
 
                                            10        20         30 
AAD-12                              IGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : : ..  
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
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             170       180       190        200       210       220 
 
               40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
       .:                                                 
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK        
              230       240       250       260           
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 72.0  bits: 19.3 E():   49 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (2-32:193-223) 
 
                                            10        20         30 
AAD-12                              IGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|180 CKYPEGTKVTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
            170       180       190       200        210       220  
 
               40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
       .:                                                 
gi|180 RVDTPDKLTGPFTVRYTTEGGTKSEVEDVIPEGWKADTSYEAK        
             230       240       250       260            
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 72.0  bits: 19.0 E():   49 
Smith-Waterman score: 50; 40.0% identity (72.0% similar) in 25 aa overlap (6-30:9-29) 
 
                  10        20        30        40        50        
AAD-12    IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
               :::.....: .    :.:: .:: :                            
gi|144 MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMVDQIVKSLTTKKELDPFKIEQTK 
               10            20        30        40        50       
 
        60        70        80                                      
AAD-12 EVVPAVGGRTCFADMRAAYDALD                                      
                                                                    
gi|144 VPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKIDTDGGAFAATLKLGDKNIRIKTD 
         60        70        80        90       100       110       
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 71.9  bits: 19.3 E():   50 
Smith-Waterman score: 51; 22.5% identity (52.1% similar) in 71 aa overlap (2-72:198-255) 
 
                                            10        20        30  
AAD-12                              IGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : ::.::..       .....  .: .. : 
gi|249 CKYPDGTKPTFHVEKGSNPNYLALLVKYVDGDGDVVAVD-------IKEKGKDKWIEL-K 
       170       180       190       200              210           
 
              40        50        60        70        80       
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD       
          : . :. :.   :    :  :... .   : .. : :.               
gi|249 ESWGAI-WRIDT---PDKLTGP-FTVRYTTEGGTKAEFEDVIPEGWKADTHDASK 
     220        230           240       250       260          
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.9  bits: 18.4 E():   50 
Smith-Waterman score: 48; 23.3% identity (66.7% similar) in 30 aa overlap (43-72:5-34) 
 
             20        30        40        50        60        70   
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.  :..  ... :. .. .. :. :.: : 
gi|439                           MASKSSITPLLLAAVLASVFAAATATGQYCYAGM 
                                         10        20        30     
 
             80                                                     
AAD-12 RAAYDALD                                                     
                                                                    
gi|439 GLPSNPLEGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFI 
           40        50        60        70        80        90     
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>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 71.9  bits: 19.3 E():   50 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (2-17:199-213) 
 
                                            10        20        30  
AAD-12                              IGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
              40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                                         
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK       
       230       240       250       260       270       
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 71.8  bits: 18.4 E():   50 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (10-26:2-19) 
 
               10         20        30        40        50          
AAD-12 IGGGDIVAISNVKAD-GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                ..: .: :.. ..::.::                                  
gi|250         PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPFPRCRALVKSQCAGGQVVESIQ 
                       10        20        30        40        50   
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 71.5  bits: 17.8 E():   52 
Smith-Waterman score: 46; 26.9% identity (53.8% similar) in 52 aa overlap (13-62:8-56) 
 
               10        20        30        40          50         
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY--MPVMAQGAVFSAE 
                   :: :.    .:.  ::..   .::. .  ..     :..  :: :  . 
gi|166      ATPTPTPKAAGSWCVPKPGVSDDQL---TGNINYACSQGIDCGPIQPGGACFEPN 
                    10        20           30        40        50   
 
       60        70        80                            
AAD-12 VVPAVGGRTCFADMRAAYDALD                            
       .: :                                              
gi|166 TVKAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
             60        70        80        90       100  
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 71.5  bits: 19.3 E():   52 
Smith-Waterman score: 51; 22.6% identity (64.5% similar) in 31 aa overlap (43-73:66-96) 
 
             20        30        40        50        60        70   
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:.. ::  :  .. :..  .. :... 
gi|219 QPLPPQQTFPQQPPFSQQQQQQPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQ 
          40        50        60        70        80        90      
 
             80                                                     
AAD-12 RAAYDALD                                                     
       .                                                            
gi|219 QQLILPPQQQQQLPQQQISIVQPSVLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSC 
         100       110       120       130       140       150      
 
>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 71.2  bits: 19.0 E():   54 
Smith-Waterman score: 50; 28.1% identity (56.2% similar) in 32 aa overlap (2-32:169-199) 
 
                                            10        20         30 
AAD-12                              IGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|458 CKYPEGTKVTFHVEKGSNPNYLALLVKFVAGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
      140       150       160       170        180       190        
 
               40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
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       ..                                                 
gi|458 RIDTPEVLKGPFTVRYTTEGGTKGEAKDVIPEGWKADTCYESK        
       200       210       220       230       240        
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 48; 29.8% identity (47.4% similar) in 57 aa overlap (12-54:38-90) 
 
                                  10        20           30         
AAD-12                    IGGGDIVAISNVKADGTVRQ---HSPAEWDDMMKVIVGNMA 
                                     :.: . .:.    .:  ::.. ::    .: 
gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKVA---QA 
        10        20        30        40        50        60        
 
                  40        50        60        70        80        
AAD-12 W-----------HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD        
       :           :.:      :::::.                                  
gi|148 WAETRTPDCSLIHSDRCG-ENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQI 
           70        80         90       100       110       120    
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.6  bits: 19.0 E():   58 
Smith-Waterman score: 50; 28.1% identity (56.2% similar) in 32 aa overlap (2-32:191-221) 
 
                                            10        20         30 
AAD-12                              IGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|158 KCKYPEGTKVTFHVEKGSNPNYLALLVKFSGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
              170       180       190        200       210          
 
               40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
       ..                                                 
gi|158 RIDTPEVLKGPFTVRYTTEGGTKARAKDVIPEGWKADTAYESK        
     220       230       240       250       260          
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.6  bits: 19.0 E():   58 
Smith-Waterman score: 50; 28.1% identity (56.2% similar) in 32 aa overlap (2-32:192-222) 
 
                                            10        20         30 
AAD-12                              IGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|390 CKYPEGTKVTFHVEKGSNPNYLALLVKFVAGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
             170       180       190        200       210       220 
 
               40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
       ..                                                 
gi|390 RIDTPEVLKGPFTVRYTTEGGTKGEAKDVIPEGWKADTAYESK        
              230       240       250       260           
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 70.5  bits: 19.9 E():   59 
Smith-Waterman score: 53; 26.2% identity (57.4% similar) in 61 aa overlap (3-63:438-492) 
 
                                           10        20        30   
AAD-12                             IGGGDIVAISNVKADGTVRQHSPAEWDDMMKV 
                                     ::  .  ... :::  . :. ::    ..  
gi|142 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHN-AE--TTVED 
       410       420       430       440       450          460     
 
             40        50        60        70        80 
AAD-12 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
        .:..   :....   .  ::..: :.  ::                  
gi|142 RIGGIIDSAEKAFHKEL--GAIYS-EIKDAVSA                
          470       480          490                    
 
>>gi|54144332|emb|CAD54670.2| pollen allergen Phl p 4 [P  (508 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 70.4  bits: 19.9 E():   60 
Smith-Waterman score: 53; 28.8% identity (50.0% similar) in 66 aa overlap (5-70:113-168) 
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                                         10        20        30     
AAD-12                           IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV 
                                     :.  .  : .:: .:    . : :   . . 
gi|541 HGVRIRVRSGGHDYEGLSYRSLQPEEFAVVDLSKMRAVWVDGKAR----TAWVDS-GAQL 
             90       100       110       120           130         
 
           40        50        60        70        80               
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD               
       :.. ..:     ::.:    : : : :..:    ::                         
gi|541 GEL-YYAIHKASPVLA----FPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLV 
       140        150           160       170       180       190   
 
gi|541 DANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPKKASEGAVD 
            200       210       220       230       240       250   
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.1  bits: 17.8 E():   62 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (47-62:66-81) 
 
         20        30        40        50        60        70       
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
         80                         
AAD-12 DALD                         
                                    
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS 
         100       110       120    
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 18.1 E():   64 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (60-76:141-157) 
 
      30        40        50        60        70        80 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     .:  :: .:.   :..:     
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY     
              120       130       140       150            
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 18.1 E():   64 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (60-76:141-157) 
 
      30        40        50        60        70        80 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     .:  :: .:.   :..:     
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY     
              120       130       140       150            
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.8  bits: 18.1 E():   65 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (41-65:27-50) 
 
               20        30        40        50        60        70 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|165     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
               80                                                   
AAD-12 DMRAAYDALD                                                   
                                                                    
gi|165 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.8  bits: 18.1 E():   65 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (41-65:27-50) 
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               20        30        40        50        60        70 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
               80                                                   
AAD-12 DMRAAYDALD                                                   
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.8  bits: 18.1 E():   65 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (41-65:27-50) 
 
               20        30        40        50        60        70 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|753     MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
               80                                                   
AAD-12 DMRAAYDALD                                                   
                                                                    
gi|753 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.8  bits: 18.1 E():   65 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (41-65:27-50) 
 
               20        30        40        50        60        70 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEYTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
               80                                                   
AAD-12 DMRAAYDALD                                                   
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.8  bits: 18.1 E():   65 
Smith-Waterman score: 47; 40.0% identity (68.0% similar) in 25 aa overlap (41-65:27-50) 
 
               20        30        40        50        60        70 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :.:.. . ::      
gi|602     MGVFTYEFEFTSVIPPARLYNAFVLDADNL-IPKIAPQAVKSTEILEGDGGVGTIK 
                   10        20        30         40        50      
 
               80                                                   
AAD-12 DMRAAYDALD                                                   
                                                                    
gi|602 KINFGEGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.8  bits: 18.1 E():   65 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (41-65:27-50) 
 
               20        30        40        50        60        70 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|886     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
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               80                                                   
AAD-12 DMRAAYDALD                                                   
                                                                    
gi|886 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIK 
          60        70        80        90       100       110      
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.8  bits: 18.1 E():   65 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (41-65:27-50) 
 
               20        30        40        50        60        70 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
               80                                                   
AAD-12 DMRAAYDALD                                                   
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.8  bits: 18.1 E():   65 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (41-65:27-50) 
 
               20        30        40        50        60        70 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
               80                                                   
AAD-12 DMRAAYDALD                                                   
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.8  bits: 18.1 E():   65 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (41-65:27-50) 
 
               20        30        40        50        60        70 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
               80                                                   
AAD-12 DMRAAYDALD                                                   
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 69.8  bits: 18.1 E():   65 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (41-65:27-50) 
 
               20        30        40        50        60        70 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|134     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
               80                                                   
AAD-12 DMRAAYDALD                                                   
                                                                    
gi|134 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
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 initn:  44 init1:  44 opt:  47  Z-score: 69.7  bits: 18.1 E():   65 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (2-42:110-157) 
 
                                            10              20      
AAD-12                              IGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
           30        40        50        60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
         . ..... . .  :.:                                       
gi|154 MAEKLLRAVESYLLAHTDEYN                                    
     140       150       160                                    
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 69.7  bits: 18.1 E():   65 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (2-42:110-157) 
 
                                            10              20      
AAD-12                              IGGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
           30        40        50        60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
         . ..... . .  :.:                                       
gi|154 MAEKLLRAVESYLLAHTDEYN                                    
     140       150       160                                    
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.7  bits: 18.1 E():   65 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (60-76:144-160) 
 
      30        40        50        60        70        80 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     .:  :: .:.   :..:     
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY     
           120       130       140       150       160     
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.7  bits: 18.1 E():   65 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (60-76:144-160) 
 
      30        40        50        60        70        80 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     .:  :: .:.   :..:     
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY     
           120       130       140       150       160     
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 69.6  bits: 19.0 E():   66 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (39-56:66-83) 
 
       10        20        30        40        50        60         
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
       70        80                                                 
AAD-12 FADMRAAYDALD                                                 
                                                                    
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.6  bits: 19.3 E():   66 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (30-67:270-307) 
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                10        20        30        40        50          
AAD-12  IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
      60        70        80                                        
AAD-12 VPAVGGRTCFADMRAAYDALD                                        
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.6  bits: 19.3 E():   66 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (30-67:270-307) 
 
                10        20        30        40        50          
AAD-12  IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
      60        70        80                                        
AAD-12 VPAVGGRTCFADMRAAYDALD                                        
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.6  bits: 19.3 E():   66 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (30-67:270-307) 
 
                10        20        30        40        50          
AAD-12  IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|270 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
      60        70        80                                        
AAD-12 VPAVGGRTCFADMRAAYDALD                                        
       .  : : :                                                     
gi|270 IQHVKGGTPKRPDRAIETYLFAMFDENQKQPEVEKHFGLFFPDKRPKYNLNFSAKKNWDI 
     300       310       320       330       340       350          
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.6  bits: 19.3 E():   66 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (30-67:270-307) 
 
                10        20        30        40        50          
AAD-12  IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|118 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
      60        70        80                                        
AAD-12 VPAVGGRTCFADMRAAYDALD                                        
       .  : : :                                                     
gi|118 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.6  bits: 19.3 E():   66 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (30-67:270-307) 
 
                10        20        30        40        50          
AAD-12  IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
      60        70        80                                        
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AAD-12 VPAVGGRTCFADMRAAYDALD                                        
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFATFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.6  bits: 19.3 E():   66 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (30-67:270-307) 
 
                10        20        30        40        50          
AAD-12  IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|327 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
      60        70        80                                        
AAD-12 VPAVGGRTCFADMRAAYDALD                                        
       .  : : :                                                     
gi|327 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.4  bits: 18.4 E():   68 
Smith-Waterman score: 48; 33.3% identity (59.3% similar) in 27 aa overlap (43-69:17-43) 
 
             20        30        40        50        60        70   
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.:.:  .   ::..:  :  .: : .    
gi|510               MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLP 
                             10        20        30        40       
 
             80                                                     
AAD-12 RAAYDALD                                                     
                                                                    
gi|510 VIRGKGGGIEFAKTETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHL 
         50        60        70        80        90       100       
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (41-65:27-50) 
 
               20        30        40        50        60        70 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
               80                                                   
AAD-12 DMRAAYDALD                                                   
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIK 
          60        70        80        90       100       110      
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (2-11:109-118) 
 
                                            10        20        30  
AAD-12                              IGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
              40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                                         
gi|534 KAEALFRAVESYLLAHSDAYN                             
      140       150                                      
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.3  bits: 17.9 E():   78 
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Smith-Waterman score: 46; 36.0% identity (64.0% similar) in 25 aa overlap (41-65:27-50) 
 
               20        30        40        50        60        70 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|304     MGLYTFENEFTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
               80                                                   
AAD-12 DMRAAYDALD                                                   
                                                                    
gi|304 KITFGEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 68.3  bits: 18.5 E():   78 
Smith-Waterman score: 48; 28.1% identity (53.1% similar) in 32 aa overlap (2-32:170-200) 
 
                                            10        20         30 
AAD-12                              IGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|283 CKYPEGTKVTFHVEKGSNPNYLALLVKYVNGDGDVVAV-DIKEKGKDKWIELKESWGAIW 
     140       150       160       170        180       190         
 
               40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
       ..                                                 
gi|283 RIDTPDKLTGPFTVRYTTEGGTKTEAEDVIPEGWKADTSYESK        
      200       210       220       230       240         
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (2-11:110-119) 
 
                                            10        20        30  
AAD-12                              IGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
              40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                                         
gi|534 KAEALFRAVESYLLAHSDAYN                             
     140       150       160                             
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (3-43:111-158) 
 
                                           10            20         
AAD-12                             IGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
          30        40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
        . ..... . .  :.:.                                      
gi|116 GEALLRAVESYLLAHSDAYN                                    
              150       160                                    
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (44-65:29-50) 
 
            20        30        40        50        60        70    
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|400   MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
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            80                                                      
AAD-12 AAYDALD                                                      
                                                                    
gi|400 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKIS 
       60        70        80        90       100       110         
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (41-65:27-50) 
 
               20        30        40        50        60        70 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|880     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
               80                                                   
AAD-12 DMRAAYDALD                                                   
                                                                    
gi|880 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVI 
          60        70        80        90       100       110      
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (3-43:111-158) 
 
                                           10            20         
AAD-12                             IGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
          30        40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
        . ..... . .  :.:.                                      
gi|116 GEALLRAVESYLLAHSDAYN                                    
              150       160                                    
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (41-65:27-50) 
 
               20        30        40        50        60        70 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
               80                                                   
AAD-12 DMRAAYDALD                                                   
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (3-43:111-158) 
 
                                           10            20         
AAD-12                             IGGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDQEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
          30        40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
        . ..... . .  :.:.                                      
gi|116 GEALLRAVESYLLAHSDAYN                                    
              150       160                                    
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>>gi|14423868|sp|Q9STB6.1|PROF2_HEVBR RecName: Full=Prof  (131 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 45; 27.1% identity (52.1% similar) in 48 aa overlap (1-47:15-62) 
 
                             10        20        30         40      
AAD-12               IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA-WHADSTY 
                     : :. . : . .  ::.:  .:    .   . :.: :. .:  .:  
gi|144 MSWQAYVDDHLMCEIEGNHLSAAAIIGQDGSVWAQSANFPQFKSEEITGIMSDFHEPGTL 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD                          
        :                                                           
gi|144 APTGLYIGGTKYMVIQGEPGAVIRGKKGPGGVTVKKTNQALIIGIYDEPMTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|77999277|gb|ABB16985.1| profilin-like protein [Sola  (131 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 45; 27.2% identity (55.6% similar) in 81 aa overlap (1-67:15-93) 
 
                             10               20        30          
AAD-12               IGGGDIVAISNVKADGTVR-------QHSPAEWDDMMKVIV--GNM 
                     : :. ... . :  ::::        : .: : . .:. ..  :.. 
gi|779 MSWQTYVDEHLLCEIEGNHLTSAAIVGQDGTVWAQSANFPQFKPEEISGIMNDFAEPGTL 
               10        20        30        40        50        60 
 
            40        50         60        70        80             
AAD-12 A----WHADSTYMPVMAQ-GAVFSAEVVPAVGGRTCFADMRAAYDALD             
       :    . . . :: .... :::. ..  :  :: :                          
gi|779 APTGLYLGGTKYMVIQGEPGAVIRGKKGP--GGITIKKTNQALIIGIYDEPMTPGQCNMI 
               70        80          90       100       110         
 
gi|779 VERLGDYLVEQGL 
      120       130  
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 68.1  bits: 18.5 E():   80 
Smith-Waterman score: 48; 31.2% identity (53.1% similar) in 32 aa overlap (2-32:177-207) 
 
                                            10        20         30 
AAD-12                              IGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|116 CKYPDGTKPTFHVEKGSNPNYLALLVKYIDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
        150       160       170       180        190       200      
 
               40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
       .:                                                 
gi|116 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK        
         210       220       230       240                
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 67.9  bits: 19.7 E():   82 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (20-58:535-572) 
 
                          10        20        30        40          
AAD-12            IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
      50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
        .:  :: :                       
gi|331 KEGC-FSEEGPKLVAAAQAALV          
           570       580               
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.8  bits: 18.2 E():   83 
Smith-Waterman score: 47; 23.1% identity (51.3% similar) in 39 aa overlap (9-43:147-185) 
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                                     10        20            30     
AAD-12                       IGGGDIVAISNVKADGTVRQH----SPAEWDDMMKVIV 
                                     ::.  .::.. .:    .   :    :.   
gi|613 ATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMHVGHYTQIVWAKTKKIGC 
        120       130       140       150       160       170       
 
           40        50        60        70        80 
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
       : . .. :.                                      
gi|613 GRIMFKEDNWNKHYLVCNYGPAGNVLGAQIYEIKK            
        180       190       200       210             
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 67.8  bits: 19.1 E():   83 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (39-56:56-73) 
 
       10        20        30        40        50        60         
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
       70        80                                                 
AAD-12 FADMRAAYDALD                                                 
                                                                    
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 48; 28.1% identity (53.1% similar) in 32 aa overlap (2-32:192-222) 
 
                                            10        20         30 
AAD-12                              IGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|117 CKYPEGTKVTFHVEKGSNPNYLALLVKYVNGDGDVVAV-DIKEKGKDKWIELKESWGAIW 
             170       180       190        200       210       220 
 
               40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
       ..                                                 
gi|117 RIDTPDKLTGPFTVRYTTEGGTKTEAEDVIPEGWKADTSYESK        
              230       240       250       260           
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 48; 31.2% identity (53.1% similar) in 32 aa overlap (2-32:192-222) 
 
                                            10        20         30 
AAD-12                              IGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|386 CEYPKGTKVTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
             170       180       190        200       210       220 
 
               40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
       .:                                                 
gi|386 RVDTPDKLTGPFTVRYTTEGGTKVEAEDVIPEGWKADTAYESK        
              230       240       250       260           
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 48; 31.2% identity (53.1% similar) in 32 aa overlap (2-32:194-224) 
 
                                            10        20         30 
AAD-12                              IGGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|117 CKYPDGTKPTFHVEKGSNPNYLALLVKYIDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
           170       180       190       200        210       220   
 
               40        50        60        70        80 
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AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
       .:                                                 
gi|117 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK        
            230       240       250       260             
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 67.7  bits: 19.7 E():   84 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (20-58:558-595) 
 
                          10        20        30        40          
AAD-12            IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|668 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
       530       540       550       560       570       580        
 
      50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
        .:  :: :                       
gi|668 KEGC-FSEEGPKLVAAAQAALV          
       590        600                  
 
>>gi|55859454|emb|CAH92627.1| pollen allergen Sec c 4 [S  (518 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 67.3  bits: 19.4 E():   88 
Smith-Waterman score: 51; 27.3% identity (53.0% similar) in 66 aa overlap (5-70:126-181) 
 
                                         10        20        30     
AAD-12                           IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV 
                                     :.  .  :..:: .:    . : .   . . 
gi|558 HGIRLRVRSGGHDYEGLSYRSEKPETFAVVDLNKMRAVSVDGYAR----TAWVES-GAQL 
         100       110       120       130       140            150 
 
           40        50        60        70        80               
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD               
       :.. ..: .   ::.:    : : : :..:    ::                         
gi|558 GEL-YYAIAKNSPVLA----FPAGVCPSIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVV 
               160           170       180       190       200      
 
gi|558 DPNGKLLDKSSMSADHFWAVRGGGGESFGIVVSWQVKLLPVPPTVTVLKIPKTVQEGAID 
         210       220       230       240       250       260      
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 67.2  bits: 19.1 E():   89 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (39-56:56-73) 
 
       10        20        30        40        50        60         
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
       70        80                                                 
AAD-12 FADMRAAYDALD                                                 
                                                                    
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (41-65:27-50) 
 
               20        30        40        50        60        70 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
               80                                                   
AAD-12 DMRAAYDALD                                                   
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
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>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (41-65:27-50) 
 
               20        30        40        50        60        70 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|425     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
               80                                                   
AAD-12 DMRAAYDALD                                                   
                                                                    
gi|425 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (41-65:27-50) 
 
               20        30        40        50        60        70 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|753     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTTK 
                   10        20        30         40        50      
 
               80                                                   
AAD-12 DMRAAYDALD                                                   
                                                                    
gi|753 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (41-65:27-50) 
 
               20        30        40        50        60        70 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
               80                                                   
AAD-12 DMRAAYDALD                                                   
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (41-65:27-50) 
 
               20        30        40        50        60        70 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
               80                                                   
AAD-12 DMRAAYDALD                                                   
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (41-65:27-50) 
 
               20        30        40        50        60        70 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
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                                     ::.  .: .:  :.  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
               80                                                   
AAD-12 DMRAAYDALD                                                   
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (41-65:27-50) 
 
               20        30        40        50        60        70 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|901     MGGYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
               80                                                   
AAD-12 DMRAAYDALD                                                   
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 66.7  bits: 18.8 E():   95 
Smith-Waterman score: 49; 29.5% identity (47.4% similar) in 78 aa overlap (3-69:58-130) 
 
                                           10              20       
AAD-12                             IGGGDIVAISNVKAD------GTVRQHSPAEW 
                                     :::. ...:   :      ::.:    :   
gi|117 CWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGTLRY--GATR 
        30        40        50        60        70        80        
 
         30         40        50            60        70        80  
AAD-12 DDMMKVIV-GNMAWHADSTYMPVMAQG-AVFS---AEVVPAVGGRTCFADMRAAYDALD  
       :  . .:  :::  .     ::..  :  .:.   :.:  . ::   :             
gi|117 DRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKRVSNVIIHGL 
          90       100          110       120       130       140   
 
gi|117 HLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSSDGLVDVTLS 
            150       160       170       180       190       200   
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 66.7  bits: 18.8 E():   95 
Smith-Waterman score: 49; 29.5% identity (47.4% similar) in 78 aa overlap (3-69:58-130) 
 
                                           10              20       
AAD-12                             IGGGDIVAISNVKAD------GTVRQHSPAEW 
                                     :::. ...:   :      ::.:    :   
gi|195 CWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGTLRY--GATR 
        30        40        50        60        70        80        
 
         30         40        50            60        70        80  
AAD-12 DDMMKVIV-GNMAWHADSTYMPVMAQG-AVFS---AEVVPAVGGRTCFADMRAAYDALD  
       :  . .:  :::  .     ::..  :  .:.   :.:  . ::   :             
gi|195 DRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKRVSNVIIHGL 
          90       100          110       120       130       140   
 
gi|195 YLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSSDGLVDVTLT 
            150       160       170       180       190       200   
 
>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 66.7  bits: 18.8 E():   95 
Smith-Waterman score: 49; 29.5% identity (47.4% similar) in 78 aa overlap (3-69:58-130) 
 
                                           10              20       
AAD-12                             IGGGDIVAISNVKAD------GTVRQHSPAEW 
                                     :::. ...:   :      ::.:    :   
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gi|493 CWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGTLRY--GATR 
        30        40        50        60        70        80        
 
         30         40        50            60        70        80  
AAD-12 DDMMKVIV-GNMAWHADSTYMPVMAQG-AVFS---AEVVPAVGGRTCFADMRAAYDALD  
       :  . .:  :::  .     ::..  :  .:.   :.:  . ::   :             
gi|493 DRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKRVSNVIIHGL 
          90       100          110       120       130       140   
 
gi|493 YLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSSDGLVDVTLT 
            150       160       170       180       190       200   
 
>>gi|2959898|emb|CAA73720.1| Profilin [Mercurialis annua  (133 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 44; 28.8% identity (51.5% similar) in 66 aa overlap (3-54:19-84) 
 
                               10        20               30        
AAD-12                 IGGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VG 
                         :  ..: : :  ::..  .:       : :   .:: .   : 
gi|295 MSWQTYVDDHLMCDIDGQGQHLAAASIVGHDGSIWAQSASFPQLKPEEITGIMKDFDEPG 
               10        20        30        40        50        60 
 
              40        50         60        70        80           
AAD-12 NMA----WHADSTYMPVMAQ-GAVFSAEVVPAVGGRTCFADMRAAYDALD           
       ..:    . : . :: .... :::                                     
gi|295 HLAPTGLYIAGTKYMVIQGESGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPGQCNMV 
               70        80        90       100       110       120 
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 66.6  bits: 18.2 E():   96 
Smith-Waterman score: 47; 46.7% identity (73.3% similar) in 15 aa overlap (2-16:181-194) 
 
                                            10        20        30  
AAD-12                              IGGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : ::.::. ..:  :                
gi|168 CKYPDDTKPTFHVEKGSNPNYLAILVKYVDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
              160       170       180        190       200          
 
              40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                                         
gi|168 RIDTPDKLTGPFTVRYTTEGGTKSEVEDVIPEGWKADTSYSAK       
     210       220       230       240       250         
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 66.6  bits: 18.8 E():   97 
Smith-Waterman score: 49; 33.3% identity (64.3% similar) in 42 aa overlap (37-75:244-284) 
 
         10        20        30          40         50        60    
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW--HADSTYMP-VMAQGAVFSAEVVPAV 
                                     :.:  ..... .: :. .  . :.: :  : 
gi|585 GYYAYPYCYNLTPNQPSAQCEATTMQENDKMSWLFESEDVLLPSVYLRWNLTSGERVGLV 
           220       230       240       250       260       270    
 
            70        80                                            
AAD-12 GGRTCFADMRAAYDALD                                            
       :::.  : .: :                                                 
gi|585 GGRVKEA-LRIARQMTTSRKKVLPYYWYKYQDRRDTDLSRADLEATLRKITDLGADGFII 
           280        290       300       310       320       330   
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 17.3 E():   98 
Smith-Waterman score: 44; 16.0% identity (72.0% similar) in 25 aa overlap (29-53:12-36) 
 
               10        20        30        40        50        60 
AAD-12 IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
                                   .. .... ..: ....  :. : :.        
gi|249                  MRTVSARSSVALVVIVAAVLVWTSSASVAPAPAPGSEETCGTV 
                                10        20        30        40    
 
               70        80                                         
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AAD-12 PAVGGRTCFADMRAAYDALD                                         
                                                                    
gi|249 VGALMPCLPFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKL 
            50        60        70        80        90       100    
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 66.4  bits: 18.8 E():   99 
Smith-Waterman score: 49; 40.0% identity (65.0% similar) in 20 aa overlap (36-55:332-348) 
 
          10        20        30        40        50        60      
AAD-12 IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
                                     :  :.   .:: :. .::.:           
gi|113 ILSQGNRFLASDIKKEVVGRYGESAMSESINWNWR---SYMDVFENGAIFVPSGVDPVLT 
             310       320       330          340       350         
 
          70        80                    
AAD-12 RTCFADMRAAYDALD                    
                                          
gi|113 PEQNAGMIPAEPGEAVLRLTSSAGVLSCQPGAPC 
      360       370       380       390   
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 17.3 E():   99 
Smith-Waterman score: 44; 30.4% identity (65.2% similar) in 23 aa overlap (1-23:15-37) 
 
                             10        20        30        40       
AAD-12               IGGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 
                     : : .... . .  ::.:  .::                        
gi|100 MSWKAYVDDHLCCEIDGQNLTSAAILGHDGSVWAQSPNFPQFKPEENAGIVKDFEEPGHL 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD                           
                                                                    
gi|100 APTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVE 
               70        80        90       100       110       120 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:41 2011 done: Fri Jan 21 00:02:41 2011 
 Total Scan time:  0.070 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 71  - 150 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     4     2:*= 
  32     5     8:==* 
  34    19    22:=======* 
  36    30    44:==========    * 
  38    57    73:===================     * 
  40    76   102:==========================       * 
  42   108   125:====================================     * 
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  44   143   138:=============================================*== 
  46   160   140:==============================================*======= 
  48   133   134:============================================* 
  50   131   122:========================================*=== 
  52   109   108:===================================*= 
  54    91    92:==============================* 
  56    57    77:===================      * 
  58    43    63:===============     * 
  60    34    51:============    * 
  62    63    41:=============*======= 
  64    44    33:==========*==== 
  66    22    26:========* 
  68    29    20:======*=== 
  70    32    16:=====*===== 
  72    23    12:===*==== 
  74    22    10:===*==== 
  76    17     8:==*=== 
  78     3     6:=* 
  80     7     5:=*= 
  82     9     3:*== 
  84     5     3:*= 
  86     2     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     5     1:*=        :*==== 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     1     0:=         *= 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.04960.00347; mu= 6.0848 0.178 
 mean_var=40.745610.900, 0's: 2 Z-trim: 3  B-trim: 196 in 2/42 
 Lambda= 0.200925 
 Kolmogorov-Smirnov  statistic: 0.0673 (N=29) at  60 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   67 24.7    0.42 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   65 24.1    0.62 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   58 22.1     3.2 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   58 22.1     3.2 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   58 22.1     3.2 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   58 22.1     3.2 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   64 23.8     3.4 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   64 23.8     4.2 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   57 21.8     5.2 
gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]      (  99)   54 20.9     5.8 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   56 21.5     6.4 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   60 22.7     6.8 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   55 21.2     7.7 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   57 21.8     9.1 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   54 20.9     9.5 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   58 22.1      10 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   53 20.6      10 
gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full ( 269)   56 21.5      11 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   57 21.8      12 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   57 21.8      12 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   57 21.8      13 
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gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   57 21.8      13 
gi|168316|gb|AAA63279.1| pollen allergen [Lolium p ( 263)   55 21.2      13 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 20.4      14 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   52 20.4      14 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   52 20.4      14 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   52 20.4      14 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   55 21.2      14 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   49 19.5      15 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   55 21.2      15 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   56 21.5      15 
gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]      ( 269)   54 20.9      16 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 21.2      17 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   50 19.8      17 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   54 20.9      20 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   50 19.8      21 
gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Po ( 263)   52 20.3      23 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   55 21.2      24 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   53 20.6      25 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 16.9      25 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 16.9      25 
gi|33149333|gb|AAP96759.1| group 1 allergen Dac g  ( 240)   51 20.1      26 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   52 20.3      27 
gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea m ( 252)   51 20.1      27 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   48 19.2      28 
gi|4090265|emb|CAA10520.1| group I pollen allergen ( 263)   51 20.1      28 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 19.8      29 
gi|18093991|emb|CAD20406.1| unnamed protein produc ( 264)   51 20.1      29 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 19.2      29 
gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=M ( 269)   51 20.1      29 
gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full ( 270)   51 20.1      29 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   46 18.6      29 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   51 20.1      31 
gi|45823012|emb|CAG24374.1| unnamed protein produc ( 240)   50 19.8      32 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   48 19.2      32 
gi|1582250|prf||2118271A allergen PhI p I          ( 262)   50 19.8      35 
gi|3901094|emb|CAA81613.1| pollen allergen Phl pI  ( 263)   50 19.8      35 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 18.6      36 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   53 20.6      36 
gi|54144332|emb|CAD54670.2| pollen allergen Phl p  ( 508)   53 20.6      37 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 18.9      38 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 18.9      38 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   47 18.9      38 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   47 18.9      38 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   47 18.9      38 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   47 18.9      38 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   47 18.9      38 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   47 18.9      38 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   47 18.9      38 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   47 18.9      38 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   47 18.9      38 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   47 18.9      38 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   47 18.9      38 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   47 18.9      38 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 18.9      38 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 18.9      38 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 19.8      40 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   51 20.0      41 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   51 20.0      41 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   51 20.0      41 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   51 20.0      41 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   51 20.0      41 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   51 20.0      41 
gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   48 19.2      41 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   46 18.6      46 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   46 18.6      46 
gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]   ( 159)   46 18.6      46 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 18.6      47 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 18.6      47 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 18.6      47 
gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]   ( 160)   46 18.6      47 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   46 18.6      47 
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gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 18.6      47 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   46 18.6      47 
gi|28373838|pdb|1N10|A Chain A, Crystal Structure  ( 241)   48 19.2      47 
gi|1167836|emb|CAA93121.1| protein with incomplete ( 248)   48 19.2      49 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   47 18.9      50 
gi|3860384|emb|CAA10140.1| major group I allergen  ( 263)   48 19.2      52 
gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=P ( 263)   48 19.2      52 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   52 20.3      52 
gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=M ( 265)   48 19.2      52 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 19.8      52 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   52 20.3      54 
gi|55859454|emb|CAH92627.1| pollen allergen Sec c  ( 518)   51 20.0      56 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 19.8      56 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   45 18.3      57 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   45 18.3      57 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   45 18.3      57 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   45 18.3      57 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   45 18.3      57 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   44 18.0      57 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   44 18.0      57 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   44 18.0      57 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   44 18.0      57 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   45 18.3      57 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   45 18.3      57 
gi|2959898|emb|CAA73720.1| Profilin [Mercurialis a ( 133)   44 18.0      58 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   43 17.8      59 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   44 18.0      60 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   49 19.5      60 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   49 19.5      60 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   49 19.5      60 
gi|168314|gb|AAA63278.1| pollen allergen [Lolium p ( 252)   47 18.9      60 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   49 19.5      61 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   44 18.0      63 
gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen ( 263)   47 18.9      63 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 19.5      63 
gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin pre ( 148)   44 18.0      64 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 15.5      67 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   47 18.9      67 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   47 18.9      67 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   47 18.9      68 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   44 18.0      69 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   44 18.0      69 
gi|14422361|emb|CAC41634.1| plantain pollen major  ( 131)   43 17.8      69 
gi|14422363|emb|CAC41635.1| plantain pollen major  ( 131)   43 17.8      69 
gi|14422359|emb|CAC41633.1| plantain pollen major  ( 131)   43 17.8      69 
gi|77999277|gb|ABB16985.1| profilin-like protein [ ( 131)   43 17.8      69 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   44 18.0      69 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   44 18.0      69 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   44 18.0      69 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   44 18.0      69 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   44 18.0      69 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   44 18.0      69 
gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Ma ( 160)   44 18.0      69 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   44 18.0      69 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   44 18.0      69 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   44 18.0      69 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   44 18.0      69 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   44 18.0      70 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   47 18.9      70 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   49 19.5      72 
gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum  (  94)   41 17.2      74 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   42 17.5      80 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   43 17.7      84 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   43 17.7      84 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   43 17.7      84 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   43 17.7      84 
gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar seri ( 358)   47 18.9      85 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   46 18.6      88 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   32 14.6      93 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   42 17.5      94 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   42 17.5      97 
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>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  67  Z-score: 109.2  bits: 24.7 E(): 0.42 
Smith-Waterman score: 67; 40.0% identity (63.3% similar) in 30 aa overlap (13-42:30-56) 
 
                                10        20        30        40    
AAD-12                  GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. : :   ::. :.. :  
gi|126 TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTK--KGNL-WEVKSA 
               10        20        30        40          50         
 
            50        60        70        80    
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE    
                                                
gi|126 KPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
        60        70        80        90        
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  65  Z-score: 106.2  bits: 24.1 E(): 0.62 
Smith-Waterman score: 65; 35.5% identity (64.5% similar) in 31 aa overlap (13-43:30-57) 
 
                                10        20        30        40    
AAD-12                  GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. . :   ::. :.. :. 
gi|144 VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKSS 
               10        20        30        40          50         
 
            50        60        70        80   
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE   
                                               
gi|144 KPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
        60        70        80        90       
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 93.3  bits: 22.1 E():  3.2 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (13-71:55-107) 
 
                                 10        20        30        40   
AAD-12                   GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
             50        60        70        80       
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE       
          :.  ::  :. . .   : .. : :.                
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 93.3  bits: 22.1 E():  3.2 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (13-71:55-107) 
 
                                 10        20        30        40   
AAD-12                   GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
             50        60        70        80       
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE       
          :.  ::  :. . .   : .. : :.                
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 93.3  bits: 22.1 E():  3.2 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (13-71:55-107) 
 
                                 10        20        30        40   
AAD-12                   GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
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                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
             50        60        70        80       
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE       
          :.  ::  :. . .   : .. : :.                
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 93.3  bits: 22.1 E():  3.2 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (13-71:55-107) 
 
                                 10        20        30        40   
AAD-12                   GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|117 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
             50        60        70        80       
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE       
          :.  ::  :. . .   : .. : :.                
gi|117 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  64  Z-score: 93.0  bits: 23.8 E():  3.4 
Smith-Waterman score: 64; 33.3% identity (57.1% similar) in 63 aa overlap (12-70:89-149) 
 
                                  10         20        30        40 
AAD-12                    GGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .  :. . ..:  . 
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLT 
       60        70        80        90       100        110        
 
                  50        60        70        80                  
AAD-12 DSTYMP---VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE                  
       : . :    . .::  . :    .:.:::   :                            
gi|114 DFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPE 
        120       130       140       150       160       170       
 
gi|114 FHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSN 
        180       190       200       210       220       230       
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  64  Z-score: 91.3  bits: 23.8 E():  4.2 
Smith-Waterman score: 64; 33.3% identity (57.1% similar) in 63 aa overlap (12-70:119-179) 
 
                                  10         20        30        40 
AAD-12                    GGGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .  :. . ..:  . 
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLT 
       90       100       110       120       130        140        
 
                  50        60        70        80                  
AAD-12 DSTYMP---VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE                  
       : . :    . .::  . :    .:.:::   :                            
gi|476 DFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPE 
        150       160       170       180       190       200       
 
gi|476 FHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSN 
        210       220       230       240       250       260       
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 89.6  bits: 21.8 E():  5.2 
Smith-Waterman score: 57; 41.4% identity (69.0% similar) in 29 aa overlap (36-64:23-50) 
 
          10        20        30        40        50        60      
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: :::.: . ::  
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gi|444         MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGV 
                       10        20         30        40        50  
 
          70        80                                              
AAD-12 TCFADMRAAYDALDE                                              
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|105969543|gb|ABF81661.1| EXPB10 [Zea mays]           (99 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 88.7  bits: 20.9 E():  5.8 
Smith-Waterman score: 54; 26.8% identity (53.5% similar) in 71 aa overlap (1-71:29-86) 
 
                                           10        20        30   
AAD-12                             GGGDIVAISNVKADGTVRQHSPAEWDDMMKVI 
                                   : :::::. ..:  :.   . :      .:   
gi|105 CKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGS-DTYEP------LKHS 
               10        20        30         40               50   
 
             40        50        60        70        80     
AAD-12 VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE     
        : . :. ::   :.  .: . .....   : .: . :.              
gi|105 WGAI-WRKDSDK-PI--KGPI-TVRLTTEGGTKTVYDDVIPAEWKPNTAYTT 
              60            70        80        90          
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 88.0  bits: 21.5 E():  6.4 
Smith-Waterman score: 56; 40.0% identity (68.0% similar) in 25 aa overlap (40-64:27-50) 
 
      10        20        30        40        50        60          
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. :::.. . ::      
gi|165     MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIK 
                   10        20        30         40        50      
 
      70        80                                                  
AAD-12 DMRAAYDALDE                                                  
                                                                    
gi|165 KITFGEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSIL 
          60        70        80        90       100       110      
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  49 init1:  49 opt:  60  Z-score: 87.5  bits: 22.7 E():  6.8 
Smith-Waterman score: 60; 21.1% identity (60.5% similar) in 76 aa overlap (6-80:120-193) 
 
                                        10        20        30      
AAD-12                          GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     .: ...: .    .: :: ::   : .. . 
gi|309 LGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQ 
      90       100       110       120       130       140          
 
          40         50        60        70        80               
AAD-12 MAWHAD-STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE               
       . ...  ..     : ::. .:... :.:  . ..... . : ..:               
gi|309 VKYQGGCGSGWAFSATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGCYNGWHYQSFE 
     150       160       170        180        190       200        
 
gi|309 WVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAIL 
       210       220       230       240       250       260        
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 86.6  bits: 21.2 E():  7.7 
Smith-Waterman score: 55; 32.4% identity (58.8% similar) in 34 aa overlap (21-48:114-147) 
 
                         10        20        30            40       
AAD-12           GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV----GNMAWHA--DSTY 
                                     :::. :.. : .:    :   : .  .:.. 
gi|250 EVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSW 
            90       100       110       120       130       140    
 
           50        60        70        80 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 2130



 

 

AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
        ::.                                 
gi|250 APVLDFVFSTLKNEL                      
           150                              
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.2  bits: 21.8 E():  9.1 
Smith-Waterman score: 57; 18.2% identity (58.2% similar) in 55 aa overlap (11-65:225-279) 
 
                                   10        20        30        40 
AAD-12                     GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA 
                                     :...: .. ..::. . . . .. ..:    
gi|106 IMQQEQQEQRQGVQILVPLSQQQQVGQGTLVQGQGIIQPQQPAQLEVIRSSVLQTLATMC 
          200       210       220       230       240       250     
 
               50        60        70        80 
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
       .    :  .   .  : .: ..::.                
gi|106 NVYVPPYCSTIRAPFASIVAGIGGQ                
          260       270                         
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 84.9  bits: 20.9 E():  9.5 
Smith-Waterman score: 54; 37.9% identity (69.0% similar) in 29 aa overlap (36-64:23-50) 
 
          10        20        30        40        50        60      
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: .::.: . ::  
gi|444         MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGV 
                       10        20         30        40        50  
 
          70        80                                              
AAD-12 TCFADMRAAYDALDE                                              
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 84.2  bits: 22.1 E():   10 
Smith-Waterman score: 58; 25.0% identity (58.3% similar) in 48 aa overlap (9-56:262-309) 
 
                                     10        20        30         
AAD-12                       GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|169 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
       40        50        60        70        80                   
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE                   
       .: :.::  .  ..::.:                                           
gi|169 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.2  bits: 20.6 E():   10 
Smith-Waterman score: 53; 26.7% identity (66.7% similar) in 30 aa overlap (42-71:5-34) 
 
              20        30        40        50        60        70  
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.  :..  ... :. .. :. :. :.: : 
gi|189                           MASKSSITPLLLAAVLASVFAAAAATGQYCYAGM 
                                         10        20        30     
 
              80                                                    
AAD-12 RAAYDALDE                                                    
                                                                    
gi|189 GLPSNPLEGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIG 
           40        50        60        70        80        90     
 
>>gi|115502168|sp|P0C1Y5.1|EXB11_MAIZE RecName: Full=Exp  (269 aa) 
 initn:  42 init1:  42 opt:  56  Z-score: 83.9  bits: 21.5 E():   11 
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Smith-Waterman score: 56; 26.8% identity (53.5% similar) in 71 aa overlap (1-71:198-255) 
 
                                             10        20        30 
AAD-12                               GGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.   . :      .: 
gi|115 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGS-DTYEP------LK 
       170       180       190       200        210                 
 
               40        50        60        70        80      
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE      
          : . :. ::   :.  .: . .....   : .: . :.               
gi|115 HSWGAI-WRKDSDK-PI--KGPI-TVQLTTEGGTKTVYDDVIPAGWKPNTAYTAK 
     220        230           240       250       260          
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  49 init1:  49 opt:  57  Z-score: 82.8  bits: 21.8 E():   12 
Smith-Waterman score: 57; 21.1% identity (57.9% similar) in 76 aa overlap (6-80:120-193) 
 
                                        10        20        30      
AAD-12                          GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     .: ...: .    .: :: ::   : .. . 
gi|129 LGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQ 
      90       100       110       120       130       140          
 
          40         50        60        70        80               
AAD-12 MAWHADSTY-MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE               
       . ...         : ::. .:... :.:  . ..... . : ..:               
gi|129 VKYQGGCGRGWAFSATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGSYNGWQYQSFE 
     150       160       170        180        190       200        
 
gi|129 WVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAIL 
       210       220       230       240       250       260        
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  49 init1:  49 opt:  57  Z-score: 82.8  bits: 21.8 E():   12 
Smith-Waterman score: 57; 21.1% identity (57.9% similar) in 76 aa overlap (6-80:120-193) 
 
                                        10        20        30      
AAD-12                          GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     .: ...: .    .: :: ::   : .. . 
gi|119 LGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQ 
      90       100       110       120       130       140          
 
          40         50        60        70        80               
AAD-12 MAWHADSTY-MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE               
       . ...         : ::. .:... :.:  . ..... . : ..:               
gi|119 VKYQGGCGRGWAFSATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGSYNGWQYQSFE 
     150       160       170        180        190       200        
 
gi|119 WVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAIL 
       210       220       230       240       250       260        
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 82.6  bits: 21.8 E():   13 
Smith-Waterman score: 57; 25.0% identity (58.3% similar) in 48 aa overlap (9-56:262-309) 
 
                                     10        20        30         
AAD-12                       GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
       40        50        60        70        80                   
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE                   
       .: :.::  .  ..::.:                                           
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 82.6  bits: 21.8 E():   13 
Smith-Waterman score: 57; 25.0% identity (58.3% similar) in 48 aa overlap (9-56:262-309) 
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                                     10        20        30         
AAD-12                       GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
       40        50        60        70        80                   
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE                   
       .: :.::  .  ..::.:                                           
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|168316|gb|AAA63279.1| pollen allergen [Lolium peren  (263 aa) 
 initn:  41 init1:  41 opt:  55  Z-score: 82.6  bits: 21.2 E():   13 
Smith-Waterman score: 55; 22.5% identity (52.1% similar) in 71 aa overlap (1-71:192-249) 
 
                                             10        20        30 
AAD-12                               GGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : ::.::..       .....  .: .. : 
gi|168 CKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGDVVAVD-------IKEKGKDKWTEL-K 
             170       180       190       200              210     
 
               40        50        60        70        80      
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE      
          : . :. :.   :    :  :... .   : .. : :.               
gi|168 ESWGAV-WRIDT---PDKLTGP-FTVRYTTEGGTKSEFEDVIPEGWKADTSYSAK 
            220          230        240       250       260    
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 81.8  bits: 20.4 E():   14 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (40-64:27-50) 
 
      10        20        30        40        50        60          
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|602     MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
      70        80                                                  
AAD-12 DMRAAYDALDE                                                  
                                                                    
gi|602 KINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 81.8  bits: 20.4 E():   14 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (40-64:27-50) 
 
      10        20        30        40        50        60          
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|279     MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
      70        80                                                  
AAD-12 DMRAAYDALDE                                                  
                                                                    
gi|279 KINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 81.8  bits: 20.4 E():   14 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (40-64:27-50) 
 
      10        20        30        40        50        60          
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|131     MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
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      70        80                                                  
AAD-12 DMRAAYDALDE                                                  
                                                                    
gi|131 KINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 81.8  bits: 20.4 E():   14 
Smith-Waterman score: 52; 37.9% identity (69.0% similar) in 29 aa overlap (36-64:23-50) 
 
          10        20        30        40        50        60      
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: .::.: . ::  
gi|444         MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGV 
                       10        20         30        40        50  
 
          70        80                                              
AAD-12 TCFADMRAAYDALDE                                              
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 81.8  bits: 21.2 E():   14 
Smith-Waterman score: 55; 16.4% identity (58.2% similar) in 55 aa overlap (11-65:237-291) 
 
                                   10        20        30        40 
AAD-12                     GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA 
                                     :...: .. ..::. . . .... ..     
gi|170 IMQQEQQEQLQGVQILVPLSQQQQVGQGILVQGQGIIQPQQPAQLEVIRSLVLQTLPTMC 
        210       220       230       240       250       260       
 
               50        60        70        80 
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
       .    :  .   .  : .: ..::.                
gi|170 NVYVPPYCSTIRAPFASIVASIGGQ                
        270       280       290                 
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 81.5  bits: 19.5 E():   15 
Smith-Waterman score: 49; 32.3% identity (58.1% similar) in 31 aa overlap (16-44:35-64) 
 
                              10        20          30        40    
AAD-12                GGGDIVAISNVKADGTVRQHSPAE--WDDMMKVIVGNMAWHADST 
                                     : . ..::.  :: .  : .   .: ::.  
gi|323 QTCAGNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKP 
           10        20        30        40         50        60    
 
            50        60        70        80 
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
       :                                     
gi|323 YSWRYGWTAFCGPAGPRCLRTNAAVTVR          
            70        80        90           
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 81.5  bits: 21.2 E():   15 
Smith-Waterman score: 55; 25.5% identity (55.3% similar) in 47 aa overlap (31-76:16-62) 
 
               10        20        30         40        50          
AAD-12 GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA-WHADSTYMPVMAQGAVFSAEVV 
                                     ...:  : . ::. : :. :   .  : .  
gi|441                MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATP 
                              10        20        30        40      
 
      60        70        80                                        
AAD-12 PAVGGRTCFADMRAAYDALDE                                        
        :.::..   ...   :                                            
gi|441 AAAGGKATTDEQKLLEDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKA 
          50        60        70        80        90       100      
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
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 initn:  56 init1:  56 opt:  56  Z-score: 81.1  bits: 21.5 E():   15 
Smith-Waterman score: 56; 25.0% identity (58.3% similar) in 48 aa overlap (9-56:262-309) 
 
                                     10        20        30         
AAD-12                       GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|158 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQLT 
             240       250       260       270       280       290  
 
       40        50        60        70        80                   
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE                   
       .: :.::  .  ..::.:                                           
gi|158 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|105969545|gb|ABF81662.1| EXPB10 [Zea mays]           (269 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 80.8  bits: 20.9 E():   16 
Smith-Waterman score: 54; 26.8% identity (53.5% similar) in 71 aa overlap (1-71:198-255) 
 
                                             10        20        30 
AAD-12                               GGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. ..:  :.   . :      .: 
gi|105 VKCKYGSKVTFHLEKGCNPNYLALLVKYVDGDGDIVAV-DIKEKGS-DTYEP------LK 
       170       180       190       200        210                 
 
               40        50        60        70        80      
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE      
          : . :. ::   :.  .: . .....   : .: . :.               
gi|105 HSWGAI-WRKDSDK-PI--KGPI-TVRLTTEGGTKTVYDDVIPTDWKPNTAYTTK 
     220        230           240       250       260          
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 80.5  bits: 21.2 E():   17 
Smith-Waterman score: 55; 30.6% identity (58.3% similar) in 36 aa overlap (23-58:155-190) 
 
                       10        20        30        40        50   
AAD-12         GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :   . ..::.:..  :: .     .  :: 
gi|249 QLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA 
          130       140       150       160       170       180     
 
             60        70        80                                 
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDE                                 
       . .:::                                                       
gi|249 IPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTL 
          190       200       210       220       230       240     
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 80.1  bits: 19.8 E():   17 
Smith-Waterman score: 50; 28.1% identity (59.4% similar) in 32 aa overlap (31-62:11-42) 
 
               10        20        30        40        50        60 
AAD-12 GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                                     ::.. .:: ...   :. : :    ..::  
gi|249                     MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQ 
                                   10        20        30        40 
 
               70        80                                         
AAD-12 AVGGRTCFADMRAAYDALDE                                         
        .                                                           
gi|249 DIMPCLHFVKGEEKEPSKECCSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVA 
               50        60        70        80        90       100 
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  53 init1:  53 opt:  54  Z-score: 79.3  bits: 20.9 E():   20 
Smith-Waterman score: 54; 22.0% identity (62.7% similar) in 59 aa overlap (9-65:271-327) 
 
                                     10        20        30         
AAD-12                       GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     : :...: .. ..::. . . .... ..   
gi|170 IIMQQQQQQQQQQGIDIFLPLSQHEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPS 
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              250       260       270       280       290       300 
 
       40          50        60        70        80 
AAD-12 HADSTYMP--VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
         . .:.:     . : : : .: ..::.                
gi|170 MCN-VYVPPECSIMRAPF-ASIVAGIGGQ                
               310        320                       
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 78.6  bits: 19.8 E():   21 
Smith-Waterman score: 50; 31.0% identity (55.2% similar) in 29 aa overlap (45-68:31-59) 
 
           20        30        40        50        60               
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICFD 
               10        20        30        40        50        60 
 
      70        80                                                  
AAD-12 DMRAAYDALDE                                                  
                                                                    
gi|132 EGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSISK 
               70        80        90       100       110       120 
 
>>gi|126385|sp|P14946.2|MPAL1_LOLPR RecName: Full=Pollen  (263 aa) 
 initn:  41 init1:  41 opt:  52  Z-score: 77.9  bits: 20.3 E():   23 
Smith-Waterman score: 52; 22.5% identity (52.1% similar) in 71 aa overlap (1-71:192-249) 
 
                                             10        20        30 
AAD-12                               GGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : ::.::..       .....  .: .. : 
gi|126 CKYPDDTKPTFHVEKASNPNYLAILVKYVDGDGDVVAVD-------IKEKGKDKWIEL-K 
             170       180       190       200              210     
 
               40        50        60        70        80      
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE      
          : . :. :.   :    :  :... .   : .. : :.               
gi|126 ESWGAV-WRIDT---PDKLTGP-FTVRYTTEGGTKSEFEDVIPEGWKADTSYSAK 
            220          230        240       250       260    
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  44 init1:  44 opt:  55  Z-score: 77.6  bits: 21.2 E():   24 
Smith-Waterman score: 55; 24.2% identity (56.5% similar) in 62 aa overlap (2-62:438-492) 
 
                                            10        20         30 
AAD-12                              GGGDIVAISNVKADGTVRQHSP-AEWDDMMK 
                                     ::  .  ... :::  . :.  .  .: .  
gi|796 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHNAETTVEDRIG 
       410       420       430       440       450       460        
 
               40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
       .:. .    :....   .  ::..: :.  ::                   
gi|796 IIIDS----AEKAFHKEL--GAIYS-EIKDAVSV                 
       470           480          490                     
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 77.4  bits: 20.6 E():   25 
Smith-Waterman score: 53; 22.9% identity (58.3% similar) in 48 aa overlap (6-51:223-270) 
 
                                        10         20        30     
AAD-12                          GGGDIVAISNVKADGT-VRQHSPAEWDDMMKV-IV 
                                     : . ..  ::   ..:.  :..  ..  :. 
gi|729 EGVLSRKVPSHLTLETPRVKMNMKYDRYAPVKVFKLDYDGIHFEKHTDIEYEPGVRYKII 
            200       210       220       230       240       250   
 
            40        50        60        70        80              
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE              
       ::   . :. .. . .::                                           
gi|729 GNGKLKDDGRHYSIDVQGIPRKAFNLDADLMDFKLKVSKPEDSNKAQFSYTFNEYTETEE 
            260       270       280       290       300       310   
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>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 77.4  bits: 16.9 E():   25 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (38-44:19-25) 
 
        10        20        30        40        50        60        
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.::..:                        
gi|320             YTTEGGTKAEAEDVIPEGWKADTSYE                       
                           10        20                             
 
        70        80 
AAD-12 FADMRAAYDALDE 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 77.4  bits: 16.9 E():   25 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (38-44:19-25) 
 
        10        20        30        40        50        60        
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.::..:                        
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE                       
                           10        20                             
 
        70        80 
AAD-12 FADMRAAYDALDE 
 
>>gi|33149333|gb|AAP96759.1| group 1 allergen Dac g 1.01  (240 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 77.0  bits: 20.1 E():   26 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (1-31:169-199) 
 
                                             10        20           
AAD-12                               GGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|331 CKYPEGTKLTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
      140       150       160       170        180       190        
 
      30        40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
       .:                                                  
gi|331 RVDTPDKLTGPFTVRYTTEGGTKSEVEDVIPEGWKADTSYEAK         
       200       210       220       230       240         
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 76.8  bits: 20.3 E():   27 
Smith-Waterman score: 52; 32.4% identity (58.8% similar) in 34 aa overlap (37-70:23-55) 
 
         10        20        30        40        50        60       
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .. ::. : :. :   .  : ..::.::   
gi|663         MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGK 
                       10        20        30        40         50  
 
         70        80                                               
AAD-12 CFADMRAAYDALDE                                               
         .:                                                         
gi|663 ATTDEQKLLEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILK 
              60        70        80        90       100       110  
 
>>gi|89892723|gb|ABD79095.1| Zea m 1 allergen [Zea mays]  (252 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 76.6  bits: 20.1 E():   27 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (1-16:181-195) 
 
                                             10        20        30 
AAD-12                               GGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|898 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
              160       170       180        190       200          
 
               40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 2137



 

 

                                                          
gi|898 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK        
     210       220       230       240       250          
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.3  bits: 19.2 E():   28 
Smith-Waterman score: 48; 23.3% identity (66.7% similar) in 30 aa overlap (42-71:5-34) 
 
              20        30        40        50        60        70  
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.  :..  ... :. .. .. :. :.: : 
gi|439                           MASKSSITPLLLAAVLASVFAAATATGQYCYAGM 
                                         10        20        30     
 
              80                                                    
AAD-12 RAAYDALDE                                                    
                                                                    
gi|439 GLPSNPLEGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFI 
           40        50        60        70        80        90     
 
>>gi|4090265|emb|CAA10520.1| group I pollen allergen [Po  (263 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 76.3  bits: 20.1 E():   28 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (1-31:192-222) 
 
                                             10        20           
AAD-12                               GGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : : ..  
gi|409 CEYPEGTKVTFHVEKGSNPNYLALLVKYVTGDGDVVAV-DIKEKGKDKWIELKESWGSIW 
             170       180       190        200       210       220 
 
      30        40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
       .:                                                  
gi|409 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYASK         
              230       240       250       260            
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 76.3  bits: 19.8 E():   29 
Smith-Waterman score: 50; 40.0% identity (72.0% similar) in 25 aa overlap (5-29:9-29) 
 
                   10        20        30        40        50       
AAD-12     GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
               :::.....: .    :.:: .:: :                            
gi|144 MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMVDQIVKSLTTKKELDPFKIEQTK 
               10            20        30        40        50       
 
         60        70        80                                     
AAD-12 EVVPAVGGRTCFADMRAAYDALDE                                     
                                                                    
gi|144 VPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKIDTDGGAFAATLKLGDKNIRIKTD 
         60        70        80        90       100       110       
 
>>gi|18093991|emb|CAD20406.1| unnamed protein product [D  (264 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 76.3  bits: 20.1 E():   29 
Smith-Waterman score: 51; 31.2% identity (56.2% similar) in 32 aa overlap (1-31:193-223) 
 
                                             10        20           
AAD-12                               GGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|180 CKYPEGTKVTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
            170       180       190       200        210       220  
 
      30        40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
       .:                                                  
gi|180 RVDTPDKLTGPFTVRYTTEGGTKSEVEDVIPEGWKADTSYEAK         
             230       240       250       260             
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 76.2  bits: 19.2 E():   29 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (9-25:2-19) 
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               10         20        30        40        50          
AAD-12 GGGDIVAISNVKAD-GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
               ..: .: :.. ..::.::                                   
gi|250        PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPFPRCRALVKSQCAGGQVVESIQK 
                      10        20        30        40        50    
 
>>gi|2498576|sp|Q41260.1|MPAP1_PHAAQ RecName: Full=Major  (269 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 76.1  bits: 20.1 E():   29 
Smith-Waterman score: 51; 22.5% identity (52.1% similar) in 71 aa overlap (1-71:198-255) 
 
                                             10        20        30 
AAD-12                               GGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : ::.::..       .....  .: .. : 
gi|249 CKYPDGTKPTFHVEKGSNPNYLALLVKYVDGDGDVVAVD-------IKEKGKDKWIEL-K 
       170       180       190       200              210           
 
               40        50        60        70        80      
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE      
          : . :. :.   :    :  :... .   : .. : :.               
gi|249 ESWGAI-WRIDT---PDKLTGP-FTVRYTTEGGTKAEFEDVIPEGWKADTHDASK 
     220        230           240       250       260          
 
>>gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE RecName: Full=Exp  (270 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 76.1  bits: 20.1 E():   29 
Smith-Waterman score: 51; 56.2% identity (75.0% similar) in 16 aa overlap (1-16:199-213) 
 
                                             10        20        30 
AAD-12                               GGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : :::::. .::  :.               
gi|115 VKCKYDSKVTFHLEKGCGPNYLALLVKYVDGDGDIVAV-DVKEKGSDTYEPLKHSWGAIW 
      170       180       190       200        210       220        
 
               40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                                          
gi|115 RKDSDKPLKGPLTVRLTTEGGTKSVYDDVIPANWKANTAYTAK        
       230       240       250       260       270        
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 76.0  bits: 18.6 E():   29 
Smith-Waterman score: 46; 26.9% identity (53.8% similar) in 52 aa overlap (12-61:8-56) 
 
               10        20        30        40          50         
AAD-12 GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY--MPVMAQGAVFSAEV 
                  :: :.    .:.  ::..   .::. .  ..     :..  :: :  .. 
gi|166     ATPTPTPKAAGSWCVPKPGVSDDQL---TGNINYACSQGIDCGPIQPGGACFEPNT 
                   10        20           30        40        50    
 
       60        70        80                           
AAD-12 VPAVGGRTCFADMRAAYDALDE                           
       : :                                              
gi|166 VKAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
            60        70        80        90       100  
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 75.6  bits: 20.1 E():   31 
Smith-Waterman score: 51; 22.6% identity (64.5% similar) in 31 aa overlap (42-72:66-96) 
 
              20        30        40        50        60        70  
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:.. ::  :  .. :..  .. :... 
gi|219 QPLPPQQTFPQQPPFSQQQQQQPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQ 
          40        50        60        70        80        90      
 
              80                                                    
AAD-12 RAAYDALDE                                                    
       .                                                            
gi|219 QQLILPPQQQQQLPQQQISIVQPSVLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSC 
         100       110       120       130       140       150      
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>>gi|45823012|emb|CAG24374.1| unnamed protein product [P  (240 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.4  bits: 19.8 E():   32 
Smith-Waterman score: 50; 28.1% identity (56.2% similar) in 32 aa overlap (1-31:169-199) 
 
                                             10        20           
AAD-12                               GGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|458 CKYPEGTKVTFHVEKGSNPNYLALLVKFVAGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
      140       150       160       170        180       190        
 
      30        40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
       ..                                                  
gi|458 RIDTPEVLKGPFTVRYTTEGGTKGEAKDVIPEGWKADTCYESK         
       200       210       220       230       240         
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 48; 29.8% identity (47.4% similar) in 57 aa overlap (11-53:38-90) 
 
                                   10           20        30        
AAD-12                     GGGDIVAISNVKADGTVRQ---HSPAEWDDMMKVIVGNMA 
                                     :.: . .:.    .:  ::.. ::    .: 
gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKVA---QA 
        10        20        30        40        50        60        
 
                   40        50        60        70        80       
AAD-12 W-----------HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE       
       :           :.:      :::::.                                  
gi|148 WAETRTPDCSLIHSDRCG-ENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQI 
           70        80         90       100       110       120    
 
>>gi|1582250|prf||2118271A allergen PhI p I               (262 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 74.7  bits: 19.8 E():   35 
Smith-Waterman score: 50; 28.1% identity (56.2% similar) in 32 aa overlap (1-31:191-221) 
 
                                             10        20           
AAD-12                               GGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|158 KCKYPEGTKVTFHVEKGSNPNYLALLVKFSGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
              170       180       190        200       210          
 
      30        40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
       ..                                                  
gi|158 RIDTPEVLKGPFTVRYTTEGGTKARAKDVIPEGWKADTAYESK         
     220       230       240       250       260           
 
>>gi|3901094|emb|CAA81613.1| pollen allergen Phl pI [Phl  (263 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 74.7  bits: 19.8 E():   35 
Smith-Waterman score: 50; 28.1% identity (56.2% similar) in 32 aa overlap (1-31:192-222) 
 
                                             10        20           
AAD-12                               GGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .  .  : :  .  
gi|390 CKYPEGTKVTFHVEKGSNPNYLALLVKFVAGDGDVVAV-DIKEKGKDKWIALKESWGAIW 
             170       180       190        200       210       220 
 
      30        40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
       ..                                                  
gi|390 RIDTPEVLKGPFTVRYTTEGGTKGEAKDVIPEGWKADTAYESK         
              230       240       250       260            
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.5  bits: 18.6 E():   36 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (46-61:66-81) 
 
          20        30        40        50        60        70      
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..:.:: :. ..: :               
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gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
          80                        
AAD-12 DALDE                        
                                    
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS 
         100       110       120    
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 74.4  bits: 20.6 E():   36 
Smith-Waterman score: 53; 26.2% identity (57.4% similar) in 61 aa overlap (2-62:438-492) 
 
                                            10        20        30  
AAD-12                              GGGDIVAISNVKADGTVRQHSPAEWDDMMKV 
                                     ::  .  ... :::  . :. ::    ..  
gi|142 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHN-AE--TTVED 
       410       420       430       440       450          460     
 
              40        50        60        70        80 
AAD-12 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
        .:..   :....   .  ::..: :.  ::                   
gi|142 RIGGIIDSAEKAFHKEL--GAIYS-EIKDAVSA                 
          470       480          490                     
 
>>gi|54144332|emb|CAD54670.2| pollen allergen Phl p 4 [P  (508 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 74.2  bits: 20.6 E():   37 
Smith-Waterman score: 53; 28.8% identity (50.0% similar) in 66 aa overlap (4-69:113-168) 
 
                                          10        20        30    
AAD-12                            GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV 
                                     :.  .  : .:: .:    . : :   . . 
gi|541 HGVRIRVRSGGHDYEGLSYRSLQPEEFAVVDLSKMRAVWVDGKAR----TAWVDS-GAQL 
             90       100       110       120           130         
 
            40        50        60        70        80              
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE              
       :.. ..:     ::.:    : : : :..:    ::                         
gi|541 GEL-YYAIHKASPVLA----FPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLV 
       140        150           160       170       180       190   
 
gi|541 DANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPKKASEGAVD 
            200       210       220       230       240       250   
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.1  bits: 18.9 E():   38 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (59-75:141-157) 
 
       30        40        50        60        70        80 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     .:  :: .:.   :..:      
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY      
              120       130       140       150             
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.1  bits: 18.9 E():   38 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (59-75:141-157) 
 
       30        40        50        60        70        80 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     .:  :: .:.   :..:      
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY      
              120       130       140       150             
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 74.0  bits: 18.9 E():   38 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (40-64:27-50) 
 
      10        20        30        40        50        60          
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
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gi|459     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
      70        80                                                  
AAD-12 DMRAAYDALDE                                                  
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 74.0  bits: 18.9 E():   38 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (40-64:27-50) 
 
      10        20        30        40        50        60          
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|165     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
      70        80                                                  
AAD-12 DMRAAYDALDE                                                  
                                                                    
gi|165 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 74.0  bits: 18.9 E():   38 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (40-64:27-50) 
 
      10        20        30        40        50        60          
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
      70        80                                                  
AAD-12 DMRAAYDALDE                                                  
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 74.0  bits: 18.9 E():   38 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (40-64:27-50) 
 
      10        20        30        40        50        60          
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|753     MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
      70        80                                                  
AAD-12 DMRAAYDALDE                                                  
                                                                    
gi|753 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 74.0  bits: 18.9 E():   38 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (40-64:27-50) 
 
      10        20        30        40        50        60          
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEYTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
      70        80                                                  
AAD-12 DMRAAYDALDE                                                  
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
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          60        70        80        90       100       110      
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 74.0  bits: 18.9 E():   38 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (40-64:27-50) 
 
      10        20        30        40        50        60          
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|886     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
      70        80                                                  
AAD-12 DMRAAYDALDE                                                  
                                                                    
gi|886 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIK 
          60        70        80        90       100       110      
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 74.0  bits: 18.9 E():   38 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (40-64:27-50) 
 
      10        20        30        40        50        60          
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|134     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
      70        80                                                  
AAD-12 DMRAAYDALDE                                                  
                                                                    
gi|134 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 74.0  bits: 18.9 E():   38 
Smith-Waterman score: 47; 40.0% identity (68.0% similar) in 25 aa overlap (40-64:27-50) 
 
      10        20        30        40        50        60          
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :.:.. . ::      
gi|602     MGVFTYEFEFTSVIPPARLYNAFVLDADNL-IPKIAPQAVKSTEILEGDGGVGTIK 
                   10        20        30         40        50      
 
      70        80                                                  
AAD-12 DMRAAYDALDE                                                  
                                                                    
gi|602 KINFGEGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 74.0  bits: 18.9 E():   38 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (40-64:27-50) 
 
      10        20        30        40        50        60          
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
      70        80                                                  
AAD-12 DMRAAYDALDE                                                  
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 74.0  bits: 18.9 E():   38 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (40-64:27-50) 
 
      10        20        30        40        50        60          
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AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
      70        80                                                  
AAD-12 DMRAAYDALDE                                                  
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 73.9  bits: 18.9 E():   38 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (1-41:110-157) 
 
                                             10              20     
AAD-12                               GGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
            30        40        50        60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
         . ..... . .  :.:                                        
gi|154 MAEKLLRAVESYLLAHTDEYN                                     
     140       150       160                                     
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 73.9  bits: 18.9 E():   38 
Smith-Waterman score: 47; 27.1% identity (62.5% similar) in 48 aa overlap (1-41:110-157) 
 
                                             10              20     
AAD-12                               GGGDIVAISN---VKADGTV---RQHSPAE 
                                     :::.:: ::.   .:.:  :   ....  : 
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
            30        40        50        60        70        80 
AAD-12 W-DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
         . ..... . .  :.:                                        
gi|154 MAEKLLRAVESYLLAHTDEYN                                     
     140       150       160                                     
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.9  bits: 18.9 E():   38 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (59-75:144-160) 
 
       30        40        50        60        70        80 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     .:  :: .:.   :..:      
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY      
           120       130       140       150       160      
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.9  bits: 18.9 E():   38 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (59-75:144-160) 
 
       30        40        50        60        70        80 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     .:  :: .:.   :..:      
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY      
           120       130       140       150       160      
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.6  bits: 19.8 E():   40 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (38-55:66-83) 
 
        10        20        30        40        50        60        
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 2144



 

 

          40        50        60        70        80        90      
 
        70        80                                                
AAD-12 FADMRAAYDALDE                                                
                                                                    
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 73.5  bits: 20.0 E():   41 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (29-66:270-307) 
 
                 10        20        30        40        50         
AAD-12   GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
       60        70        80                                       
AAD-12 VPAVGGRTCFADMRAAYDALDE                                       
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 73.5  bits: 20.0 E():   41 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (29-66:270-307) 
 
                 10        20        30        40        50         
AAD-12   GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|118 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
       60        70        80                                       
AAD-12 VPAVGGRTCFADMRAAYDALDE                                       
       .  : : :                                                     
gi|118 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 73.5  bits: 20.0 E():   41 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (29-66:270-307) 
 
                 10        20        30        40        50         
AAD-12   GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
       60        70        80                                       
AAD-12 VPAVGGRTCFADMRAAYDALDE                                       
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFATFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 73.5  bits: 20.0 E():   41 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (29-66:270-307) 
 
                 10        20        30        40        50         
AAD-12   GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|270 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
       60        70        80                                       
AAD-12 VPAVGGRTCFADMRAAYDALDE                                       
       .  : : :                                                     
gi|270 IQHVKGGTPKRPDRAIETYLFAMFDENQKQPEVEKHFGLFFPDKRPKYNLNFSAKKNWDI 
     300       310       320       330       340       350          
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>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 73.5  bits: 20.0 E():   41 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (29-66:270-307) 
 
                 10        20        30        40        50         
AAD-12   GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
       60        70        80                                       
AAD-12 VPAVGGRTCFADMRAAYDALDE                                       
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 73.5  bits: 20.0 E():   41 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (29-66:270-307) 
 
                 10        20        30        40        50         
AAD-12   GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|327 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
       60        70        80                                       
AAD-12 VPAVGGRTCFADMRAAYDALDE                                       
       .  : : :                                                     
gi|327 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.4  bits: 19.2 E():   41 
Smith-Waterman score: 48; 33.3% identity (59.3% similar) in 27 aa overlap (42-68:17-43) 
 
              20        30        40        50        60        70  
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.:.:  .   ::..:  :  .: : .    
gi|510               MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLP 
                             10        20        30        40       
 
              80                                                    
AAD-12 RAAYDALDE                                                    
                                                                    
gi|510 VIRGKGGGIEFAKTETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHL 
         50        60        70        80        90       100       
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 72.4  bits: 18.6 E():   46 
Smith-Waterman score: 46; 36.0% identity (64.0% similar) in 25 aa overlap (40-64:27-50) 
 
      10        20        30        40        50        60          
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|304     MGLYTFENEFTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
      70        80                                                  
AAD-12 DMRAAYDALDE                                                  
                                                                    
gi|304 KITFGEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 72.4  bits: 18.6 E():   46 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (40-64:27-50) 
 
      10        20        30        40        50        60          
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
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                                     ::.  .: .:  ::  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
      70        80                                                  
AAD-12 DMRAAYDALDE                                                  
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIK 
          60        70        80        90       100       110      
 
>>gi|534900|emb|CAA54695.1| 1 Sc2 [Betula pendula]        (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.4  bits: 18.6 E():   46 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (1-10:109-118) 
 
                                             10        20        30 
AAD-12                               GGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
       80        90       100       110       120       130         
 
               40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                                          
gi|534 KAEALFRAVESYLLAHSDAYN                              
      140       150                                       
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (43-64:29-50) 
 
             20        30        40        50        60        70   
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|400   MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
             80                                                     
AAD-12 AAYDALDE                                                     
                                                                    
gi|400 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKIS 
       60        70        80        90       100       110         
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (2-42:111-158) 
 
                                            10            20        
AAD-12                              GGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
           30        40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
        . ..... . .  :.:.                                       
gi|116 GEALLRAVESYLLAHSDAYN                                     
              150       160                                     
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (2-42:111-158) 
 
                                            10            20        
AAD-12                              GGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
           30        40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
        . ..... . .  :.:.                                       
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gi|116 GEALLRAVESYLLAHSDAYN                                     
              150       160                                     
 
>>gi|534910|emb|CAA54694.1| 1-Sc1 [Betula pendula]        (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 46; 70.0% identity (90.0% similar) in 10 aa overlap (1-10:110-119) 
 
                                             10        20        30 
AAD-12                               GGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:. :::                     
gi|534 FKYSYSVIEGGAVGDTLEKICNEIKIVPAPGGGSILKISNKYHTKGNHEMKAEQIKASKE 
      80        90       100       110       120       130          
 
               40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                                          
gi|534 KAEALFRAVESYLLAHSDAYN                              
     140       150       160                              
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (40-64:27-50) 
 
      10        20        30        40        50        60          
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|880     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
      70        80                                                  
AAD-12 DMRAAYDALDE                                                  
                                                                    
gi|880 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVI 
          60        70        80        90       100       110      
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (2-42:111-158) 
 
                                            10            20        
AAD-12                              GGGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDQEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
           30        40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
        . ..... . .  :.:.                                       
gi|116 GEALLRAVESYLLAHSDAYN                                     
              150       160                                     
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (40-64:27-50) 
 
      10        20        30        40        50        60          
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
      70        80                                                  
AAD-12 DMRAAYDALDE                                                  
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|28373838|pdb|1N10|A Chain A, Crystal Structure Of P  (241 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 72.3  bits: 19.2 E():   47 
Smith-Waterman score: 48; 28.1% identity (53.1% similar) in 32 aa overlap (1-31:170-200) 
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                                             10        20           
AAD-12                               GGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|283 CKYPEGTKVTFHVEKGSNPNYLALLVKYVNGDGDVVAV-DIKEKGKDKWIELKESWGAIW 
     140       150       160       170        180       190         
 
      30        40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
       ..                                                  
gi|283 RIDTPDKLTGPFTVRYTTEGGTKTEAEDVIPEGWKADTSYESK         
      200       210       220       230       240          
 
>>gi|1167836|emb|CAA93121.1| protein with incomplete sig  (248 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 72.0  bits: 19.2 E():   49 
Smith-Waterman score: 48; 31.2% identity (53.1% similar) in 32 aa overlap (1-31:177-207) 
 
                                             10        20           
AAD-12                               GGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|116 CKYPDGTKPTFHVEKGSNPNYLALLVKYIDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
        150       160       170       180        190       200      
 
      30        40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
       .:                                                  
gi|116 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK         
         210       220       230       240                 
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 71.8  bits: 18.9 E():   50 
Smith-Waterman score: 47; 23.1% identity (51.3% similar) in 39 aa overlap (8-42:147-185) 
 
                                      10        20            30    
AAD-12                        GGGDIVAISNVKADGTVRQH----SPAEWDDMMKVIV 
                                     ::.  .::.. .:    .   :    :.   
gi|613 ATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMHVGHYTQIVWAKTKKIGC 
        120       130       140       150       160       170       
 
            40        50        60        70        80 
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
       : . .. :.                                       
gi|613 GRIMFKEDNWNKHYLVCNYGPAGNVLGAQIYEIKK             
        180       190       200       210              
 
>>gi|3860384|emb|CAA10140.1| major group I allergen Hol   (263 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 71.6  bits: 19.2 E():   52 
Smith-Waterman score: 48; 31.2% identity (53.1% similar) in 32 aa overlap (1-31:192-222) 
 
                                             10        20           
AAD-12                               GGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|386 CEYPKGTKVTFHVEKGSNPNYLALLVKYVDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
             170       180       190        200       210       220 
 
      30        40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
       .:                                                  
gi|386 RVDTPDKLTGPFTVRYTTEGGTKVEAEDVIPEGWKADTAYESK         
              230       240       250       260            
 
>>gi|1171008|sp|P43213.1|MPAP1_PHLPR RecName: Full=Polle  (263 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 71.6  bits: 19.2 E():   52 
Smith-Waterman score: 48; 28.1% identity (53.1% similar) in 32 aa overlap (1-31:192-222) 
 
                                             10        20           
AAD-12                               GGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|117 CKYPEGTKVTFHVEKGSNPNYLALLVKYVNGDGDVVAV-DIKEKGKDKWIELKESWGAIW 
             170       180       190        200       210       220 
 
      30        40        50        60        70        80 
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AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
       ..                                                  
gi|117 RIDTPDKLTGPFTVRYTTEGGTKTEAEDVIPEGWKADTSYESK         
              230       240       250       260            
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 71.5  bits: 20.3 E():   52 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (19-57:535-572) 
 
                           10        20        30        40         
AAD-12             GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
       50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
        .:  :: :                        
gi|331 KEGC-FSEEGPKLVAAAQAALV           
           570       580                
 
>>gi|1171005|sp|P43216.1|MPAH1_HOLLA RecName: Full=Major  (265 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 71.5  bits: 19.2 E():   52 
Smith-Waterman score: 48; 31.2% identity (53.1% similar) in 32 aa overlap (1-31:194-224) 
 
                                             10        20           
AAD-12                               GGGDIVAISNVKADGTVRQHSPAE-WDDMM 
                                     : ::.::. ..:  :  .     : :  .  
gi|117 CKYPDGTKPTFHVEKGSNPNYLALLVKYIDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
           170       180       190       200        210       220   
 
      30        40        50        60        70        80 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
       .:                                                  
gi|117 RVDTPDKLTGPFTVRYTTEGGTKGEAEDVIPEGWKADTAYEAK         
            230       240       250       260              
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 71.5  bits: 19.8 E():   52 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (38-55:56-73) 
 
        10        20        30        40        50        60        
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
        70        80                                                
AAD-12 FADMRAAYDALDE                                                
                                                                    
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 71.2  bits: 20.3 E():   54 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (19-57:558-595) 
 
                           10        20        30        40         
AAD-12             GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|668 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
       530       540       550       560       570       580        
 
       50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
        .:  :: :                        
gi|668 KEGC-FSEEGPKLVAAAQAALV           
       590        600                   
 
>>gi|55859454|emb|CAH92627.1| pollen allergen Sec c 4 [S  (518 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 70.9  bits: 20.0 E():   56 
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Smith-Waterman score: 51; 27.3% identity (53.0% similar) in 66 aa overlap (4-69:126-181) 
 
                                          10        20        30    
AAD-12                            GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIV 
                                     :.  .  :..:: .:    . : .   . . 
gi|558 HGIRLRVRSGGHDYEGLSYRSEKPETFAVVDLNKMRAVSVDGYAR----TAWVES-GAQL 
         100       110       120       130       140            150 
 
            40        50        60        70        80              
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE              
       :.. ..: .   ::.:    : : : :..:    ::                         
gi|558 GEL-YYAIAKNSPVLA----FPAGVCPSIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVV 
               160           170       180       190       200      
 
gi|558 DPNGKLLDKSSMSADHFWAVRGGGGESFGIVVSWQVKLLPVPPTVTVLKIPKTVQEGAID 
         210       220       230       240       250       260      
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 70.9  bits: 19.8 E():   56 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (38-55:56-73) 
 
        10        20        30        40        50        60        
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
        70        80                                                
AAD-12 FADMRAAYDALDE                                                
                                                                    
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.9  bits: 18.3 E():   57 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (40-64:27-50) 
 
      10        20        30        40        50        60          
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
      70        80                                                  
AAD-12 DMRAAYDALDE                                                  
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.9  bits: 18.3 E():   57 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (40-64:27-50) 
 
      10        20        30        40        50        60          
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|753     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTTK 
                   10        20        30         40        50      
 
      70        80                                                  
AAD-12 DMRAAYDALDE                                                  
                                                                    
gi|753 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.9  bits: 18.3 E():   57 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (40-64:27-50) 
 
      10        20        30        40        50        60          
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
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                                     ::.  .: .:  :.  ::.. . ::      
gi|425     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
      70        80                                                  
AAD-12 DMRAAYDALDE                                                  
                                                                    
gi|425 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.9  bits: 18.3 E():   57 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (40-64:27-50) 
 
      10        20        30        40        50        60          
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
      70        80                                                  
AAD-12 DMRAAYDALDE                                                  
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.9  bits: 18.3 E():   57 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (40-64:27-50) 
 
      10        20        30        40        50        60          
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
      70        80                                                  
AAD-12 DMRAAYDALDE                                                  
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.8  bits: 18.0 E():   57 
Smith-Waterman score: 44; 28.6% identity (50.8% similar) in 63 aa overlap (2-51:17-79) 
 
                              10        20               30         
AAD-12                GGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                       :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|218 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
            40         50        60        70        80             
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE             
       :    :  .: :: ....:                                          
gi|218 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.8  bits: 18.0 E():   57 
Smith-Waterman score: 44; 28.6% identity (50.8% similar) in 63 aa overlap (2-51:17-79) 
 
                              10        20               30         
AAD-12                GGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                       :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|604 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
            40         50        60        70        80             
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE             
       :    :  .: :: ....:                                          
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gi|604 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.8  bits: 18.0 E():   57 
Smith-Waterman score: 44; 28.6% identity (50.8% similar) in 63 aa overlap (2-51:17-79) 
 
                              10        20               30         
AAD-12                GGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                       :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|144 MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
            40         50        60        70        80             
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE             
       :    :  .: :: ....:                                          
gi|144 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.8  bits: 18.0 E():   57 
Smith-Waterman score: 44; 28.6% identity (50.8% similar) in 63 aa overlap (2-51:17-79) 
 
                              10        20               30         
AAD-12                GGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                       :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|288 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
            40         50        60        70        80             
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE             
       :    :  .: :: ....:                                          
gi|288 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (40-64:27-50) 
 
      10        20        30        40        50        60          
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
      70        80                                                  
AAD-12 DMRAAYDALDE                                                  
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (40-64:27-50) 
 
      10        20        30        40        50        60          
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|901     MGGYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
      70        80                                                  
AAD-12 DMRAAYDALDE                                                  
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|2959898|emb|CAA73720.1| Profilin [Mercurialis annua  (133 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.7  bits: 18.0 E():   58 
Smith-Waterman score: 44; 28.8% identity (51.5% similar) in 66 aa overlap (2-53:19-84) 
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                                10        20               30       
AAD-12                  GGGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VG 
                         :  ..: : :  ::..  .:       : :   .:: .   : 
gi|295 MSWQTYVDDHLMCDIDGQGQHLAAASIVGHDGSIWAQSASFPQLKPEEITGIMKDFDEPG 
               10        20        30        40        50        60 
 
               40        50         60        70        80          
AAD-12 NMA----WHADSTYMPVMAQ-GAVFSAEVVPAVGGRTCFADMRAAYDALDE          
       ..:    . : . :: .... :::                                     
gi|295 HLAPTGLYIAGTKYMVIQGESGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPGQCNMV 
               70        80        90       100       110       120 
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.6  bits: 17.8 E():   59 
Smith-Waterman score: 43; 33.3% identity (55.6% similar) in 36 aa overlap (45-80:65-100) 
 
           20        30        40        50        60        70     
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .:  ..::. ::  . :.:: :  :   :  
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
           80            
AAD-12 YDALDE            
        .  .:            
gi|117 EEEKEESDDDMGFGLFD 
          100       110  
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.4  bits: 18.0 E():   60 
Smith-Waterman score: 44; 16.0% identity (72.0% similar) in 25 aa overlap (28-52:12-36) 
 
               10        20        30        40        50        60 
AAD-12 GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                                  .. .... ..: ....  :. : :.         
gi|249                 MRTVSARSSVALVVIVAAVLVWTSSASVAPAPAPGSEETCGTVV 
                               10        20        30        40     
 
               70        80                                         
AAD-12 AVGGRTCFADMRAAYDALDE                                         
                                                                    
gi|249 GALMPCLPFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLV 
           50        60        70        80        90       100     
 
>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 70.4  bits: 19.5 E():   60 
Smith-Waterman score: 49; 29.5% identity (47.4% similar) in 78 aa overlap (2-68:58-130) 
 
                                            10              20      
AAD-12                              GGGDIVAISNVKAD------GTVRQHSPAEW 
                                     :::. ...:   :      ::.:    :   
gi|493 CWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGTLRY--GATR 
        30        40        50        60        70        80        
 
          30         40        50            60        70        80 
AAD-12 DDMMKVIV-GNMAWHADSTYMPVMAQG-AVFS---AEVVPAVGGRTCFADMRAAYDALDE 
       :  . .:  :::  .     ::..  :  .:.   :.:  . ::   :             
gi|493 DRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKRVSNVIIHGL 
          90       100          110       120       130       140   
 
gi|493 YLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSSDGLVDVTLT 
            150       160       170       180       190       200   
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 70.4  bits: 19.5 E():   60 
Smith-Waterman score: 49; 29.5% identity (47.4% similar) in 78 aa overlap (2-68:58-130) 
 
                                            10              20      
AAD-12                              GGGDIVAISNVKAD------GTVRQHSPAEW 
                                     :::. ...:   :      ::.:    :   
gi|195 CWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGTLRY--GATR 
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        30        40        50        60        70        80        
 
          30         40        50            60        70        80 
AAD-12 DDMMKVIV-GNMAWHADSTYMPVMAQG-AVFS---AEVVPAVGGRTCFADMRAAYDALDE 
       :  . .:  :::  .     ::..  :  .:.   :.:  . ::   :             
gi|195 DRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKRVSNVIIHGL 
          90       100          110       120       130       140   
 
gi|195 YLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSSDGLVDVTLT 
            150       160       170       180       190       200   
 
>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 70.4  bits: 19.5 E():   60 
Smith-Waterman score: 49; 29.5% identity (47.4% similar) in 78 aa overlap (2-68:58-130) 
 
                                            10              20      
AAD-12                              GGGDIVAISNVKAD------GTVRQHSPAEW 
                                     :::. ...:   :      ::.:    :   
gi|117 CWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGTLRY--GATR 
        30        40        50        60        70        80        
 
          30         40        50            60        70        80 
AAD-12 DDMMKVIV-GNMAWHADSTYMPVMAQG-AVFS---AEVVPAVGGRTCFADMRAAYDALDE 
       :  . .:  :::  .     ::..  :  .:.   :.:  . ::   :             
gi|117 DRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKRVSNVIIHGL 
          90       100          110       120       130       140   
 
gi|117 HLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSSDGLVDVTLS 
            150       160       170       180       190       200   
 
>>gi|168314|gb|AAA63278.1| pollen allergen [Lolium peren  (252 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 70.4  bits: 18.9 E():   60 
Smith-Waterman score: 47; 46.7% identity (73.3% similar) in 15 aa overlap (1-15:181-194) 
 
                                             10        20        30 
AAD-12                               GGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : ::.::. ..:  :                
gi|168 CKYPDDTKPTFHVEKGSNPNYLAILVKYVDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
              160       170       180        190       200          
 
               40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                                          
gi|168 RIDTPDKLTGPFTVRYTTEGGTKSEVEDVIPEGWKADTSYSAK        
     210       220       230       240       250          
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 70.2  bits: 19.5 E():   61 
Smith-Waterman score: 49; 33.3% identity (64.3% similar) in 42 aa overlap (36-74:244-284) 
 
          10        20        30          40         50        60   
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW--HADSTYMP-VMAQGAVFSAEVVPAV 
                                     :.:  ..... .: :. .  . :.: :  : 
gi|585 GYYAYPYCYNLTPNQPSAQCEATTMQENDKMSWLFESEDVLLPSVYLRWNLTSGERVGLV 
           220       230       240       250       260       270    
 
             70        80                                           
AAD-12 GGRTCFADMRAAYDALDE                                           
       :::.  : .: :                                                 
gi|585 GGRVKEA-LRIARQMTTSRKKVLPYYWYKYQDRRDTDLSRADLEATLRKITDLGADGFII 
           280        290       300       310       320       330   
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 44; 21.1% identity (55.3% similar) in 38 aa overlap (42-79:5-42) 
 
              20        30        40        50        60        70  
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.  :..   .. :. .. .. :  :.: : 
gi|217                           MASKSSISPLLLATVLVSVFAAATATGPYCYAGM 
                                         10        20        30     
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              80                                                    
AAD-12 RAAYDALDE                                                    
           . :.                                                     
gi|217 GLPINPLEGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFI 
           40        50        60        70        80        90     
 
>>gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen allergen      (263 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 47; 46.7% identity (73.3% similar) in 15 aa overlap (1-15:192-205) 
 
                                             10        20        30 
AAD-12                               GGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     : ::.::. ..:  :                
gi|752 CKYPDGTKPTFHVEKASNPNYLAILVKYVDGDGDVVAV-DIKEKGKDKWIELKESWGAVW 
             170       180       190        200       210       220 
 
               40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                                          
gi|752 RIDTPDKLTGPFTVRYTTEGGTKSEVEDVIPEGWKADTSYSAK        
              230       240       250       260           
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 70.0  bits: 19.5 E():   63 
Smith-Waterman score: 49; 40.0% identity (65.0% similar) in 20 aa overlap (35-54:332-348) 
 
           10        20        30        40        50        60     
AAD-12 IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
                                     :  :.   .:: :. .::.:           
gi|113 ILSQGNRFLASDIKKEVVGRYGESAMSESINWNWR---SYMDVFENGAIFVPSGVDPVLT 
             310       320       330          340       350         
 
           70        80                   
AAD-12 RTCFADMRAAYDALDE                   
                                          
gi|113 PEQNAGMIPAEPGEAVLRLTSSAGVLSCQPGAPC 
      360       370       380       390   
 
>>gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin precurs  (148 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.9  bits: 18.0 E():   64 
Smith-Waterman score: 44; 21.2% identity (54.5% similar) in 33 aa overlap (6-38:25-57) 
 
                                  10        20        30        40  
AAD-12                    GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD 
                               :. ..:  .:  ...   ::.. .  .   : :    
gi|538 MARFTIVLAVLFAAALVSASAHKTVVTTSVAEEGEEENQRGCEWESRQCQMRHCMQWMRS 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE                      
                                                                    
gi|538 MRGQYEESFLRSAEANQGQFEHFRECCNELRDVKSHCRCEALRCMMRQMQQEYGMEQEMQ 
               70        80        90       100       110       120 
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.5  bits: 15.5 E():   67 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (38-44:19-25) 
 
        10        20        30        40        50        60        
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :..:..:                        
gi|320             YTTEGGTKAEAEDVIPEGWKVDTSYE                       
                           10        20                             
 
        70        80 
AAD-12 FADMRAAYDALDE 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 69.5  bits: 18.9 E():   67 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (23-80:116-175) 
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                       10        20        30        40          50 
AAD-12         GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|481 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
          90       100       110       120       130       140      
 
               60        70        80                               
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDE                               
         .   ...  . .    :   ::    :.                               
gi|481 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
         150       160       170       180       190       200      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 69.5  bits: 18.9 E():   67 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (23-80:117-176) 
 
                       10        20        30        40          50 
AAD-12         GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|168 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
         90       100       110       120       130       140       
 
               60        70        80                               
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDE                               
         .   ...  . .    :   ::    :.                               
gi|168 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
        150       160       170       180       190       200       
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (23-80:120-179) 
 
                       10        20        30        40          50 
AAD-12         GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|285 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
      90       100       110       120       130       140          
 
               60        70        80                               
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDE                               
         .   ...  . .    :   ::    :.                               
gi|285 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
     150       160       170       180       190       200          
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (1-10:109-118) 
 
                                             10        20        30 
AAD-12                               GGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|402 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKE 
       80        90       100       110       120       130         
 
               40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                                          
gi|402 MAEKLLRAVESYLLAHTAEYN                              
      140       150                                       
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (2-42:110-157) 
 
                                            10               20     
AAD-12                              GGGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|115 KYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
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           30        40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
        . ..... . .  :.:.                                       
gi|115 GETLLRAVESYLLAHSDAYN                                     
     140       150                                              
 
>>gi|14422361|emb|CAC41634.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.3  bits: 17.8 E():   69 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (41-58:85-102) 
 
               20        30        40        50        60        70 
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
               80        
AAD-12 MRAAYDALDE        
                         
gi|144 RHVKPLSFRAKTDAPGC 
          120       130  
 
>>gi|14422363|emb|CAC41635.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.3  bits: 17.8 E():   69 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (41-58:85-102) 
 
               20        30        40        50        60        70 
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSGRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
               80        
AAD-12 MRAAYDALDE        
                         
gi|144 RHVKPLSFRAKTDAPGC 
          120       130  
 
>>gi|14422359|emb|CAC41633.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.3  bits: 17.8 E():   69 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (41-58:85-102) 
 
               20        30        40        50        60        70 
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETDQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
               80        
AAD-12 MRAAYDALDE        
                         
gi|144 RHVKPLSFRAKTDAPGC 
          120       130  
 
>>gi|77999277|gb|ABB16985.1| profilin-like protein [Sola  (131 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.3  bits: 17.8 E():   69 
Smith-Waterman score: 43; 26.6% identity (55.7% similar) in 79 aa overlap (2-66:17-93) 
 
                              10               20        30         
AAD-12                GGGDIVAISNVKADGTVR-------QHSPAEWDDMMKVIV--GNM 
                       :. ... . :  ::::        : .: : . .:. ..  :.. 
gi|779 MSWQTYVDEHLLCEIEGNHLTSAAIVGQDGTVWAQSANFPQFKPEEISGIMNDFAEPGTL 
               10        20        30        40        50        60 
 
             40        50         60        70        80            
AAD-12 A----WHADSTYMPVMAQ-GAVFSAEVVPAVGGRTCFADMRAAYDALDE            
       :    . . . :: .... :::. ..  :  :: :                          
gi|779 APTGLYLGGTKYMVIQGEPGAVIRGKKGP--GGITIKKTNQALIIGIYDEPMTPGQCNMI 
               70        80          90       100       110         
 
gi|779 VERLGDYLVEQGL 
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      120       130  
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.2  bits: 18.0 E():   69 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (1-10:110-119) 
 
                                             10        20        30 
AAD-12                               GGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|167 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
               40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                                          
gi|167 MAEKLLRAVESYLLAHTAEYN                              
     140       150       160                              
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.2  bits: 18.0 E():   69 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (1-10:110-119) 
 
                                             10        20        30 
AAD-12                               GGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|730 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
               40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                                          
gi|730 MAEKLLRAVESYLLAHTAEYN                              
     140       150       160                              
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.2  bits: 18.0 E():   69 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (1-10:110-119) 
 
                                             10        20        30 
AAD-12                               GGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|167 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
               40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                                          
gi|167 MAEKLLRAVESYLLAHTAEYN                              
     140       150       160                              
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.2  bits: 18.0 E():   69 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (45-64:31-50) 
 
           20        30        40        50        60        70     
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
           80                                                       
AAD-12 YDALDE                                                       
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.2  bits: 18.0 E():   69 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (1-10:110-119) 
 
                                             10        20        30 
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AAD-12                               GGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|154 FKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
               40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                                          
gi|154 MAEKLLRAVESYLLAHTDEYN                              
     140       150       160                              
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.2  bits: 18.0 E():   69 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (1-10:110-119) 
 
                                             10        20        30 
AAD-12                               GGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|167 FKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
               40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                                          
gi|167 MAEKLLRAVESYLLAHTAEYN                              
     140       150       160                              
 
>>gi|730048|sp|P38949.2|MPAC1_CARBE RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.2  bits: 18.0 E():   69 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (1-10:110-119) 
 
                                             10        20        30 
AAD-12                               GGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|730 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGYHEVNAEKMKGAKE 
      80        90       100       110       120       130          
 
               40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                                          
gi|730 MAEKLLRAVESYLLAHTAEYN                              
     140       150       160                              
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.2  bits: 18.0 E():   69 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (45-64:31-50) 
 
           20        30        40        50        60        70     
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
           80                                                       
AAD-12 YDALDE                                                       
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.2  bits: 18.0 E():   69 
Smith-Waterman score: 44; 70.0% identity (90.0% similar) in 10 aa overlap (1-10:110-119) 
 
                                             10        20        30 
AAD-12                               GGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::.:: ::.                     
gi|154 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
 
               40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
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gi|154 MAEKLLRAVESYLLAHTAEYN                              
     140       150       160                              
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.2  bits: 18.0 E():   69 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (45-64:31-50) 
 
           20        30        40        50        60        70     
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|132 MGVFNYETESTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
           80                                                       
AAD-12 YDALDE                                                       
                                                                    
gi|132 EGSPFKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.2  bits: 18.0 E():   69 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (45-64:31-50) 
 
           20        30        40        50        60        70     
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|584 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
           80                                                       
AAD-12 YDALDE                                                       
                                                                    
gi|584 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (45-64:31-50) 
 
           20        30        40        50        60        70     
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
           80                                                       
AAD-12 YDALDE                                                       
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 69.1  bits: 18.9 E():   70 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (23-80:131-190) 
 
                       10        20        30        40          50 
AAD-12         GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|330 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
              110       120       130       140       150       160 
 
               60        70        80                               
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDE                               
         .   ...  . .    :   ::    :.                               
gi|330 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
              170       180       190       200       210       220 
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 68.9  bits: 19.5 E():   72 
Smith-Waterman score: 49; 38.1% identity (66.7% similar) in 21 aa overlap (9-29:216-232) 
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                                     10        20        30         
AAD-12                       GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     :... :: :    :..::: .          
gi|253 GHPTHLEHSSTNPNSFHYEHNIVSPSSIHPSTAHFDGEV----PSQWDDSLGHGASTPKV 
         190       200       210       220           230       240  
 
       40        50        60        70        80                   
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE                   
                                                                    
gi|253 RTPSHHVSSNPWAEINEPTGGDNDNLAPVTRPRKPARARRQKKEPRKLSDASQGARSSST 
             250       260       270       280       290       300  
 
>>gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum aest  (94 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.8  bits: 17.2 E():   74 
Smith-Waterman score: 41; 27.3% identity (48.5% similar) in 33 aa overlap (28-60:17-49) 
 
               10        20        30        40        50        60 
AAD-12 GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                                  :.:  .  . : :.    :  :  ::..   .: 
gi|668            IAVAVSADECEGDRRAMIKECAKYQQWPANPKLDPSDACCAVWQKANIP 
                          10        20        30        40          
 
               70        80                          
AAD-12 AVGGRTCFADMRAAYDALDE                          
                                                     
gi|668 CLCAGVTKEKEKIYCMEKVAYVANFCKKPFPHGYKCGSYTFPPLA 
      50        60        70        80        90     
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 42; 23.9% identity (54.3% similar) in 46 aa overlap (34-79:25-69) 
 
            10        20        30        40        50        60    
AAD-12 DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
                                     :  : . . ...   :::.  :: .:  .  
gi|217       MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQ 
                     10        20        30        40        50     
 
            70        80                                            
AAD-12 GRTCFADMRAAYDALDE                                            
       .   : ...   :..:                                             
gi|217 NLP-FQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVL 
            60        70        80        90       100       110    
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.7  bits: 17.7 E():   84 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (45-64:31-50) 
 
           20        30        40        50        60        70     
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|261 MGVFNYEAETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
           80                                                       
AAD-12 YDALDE                                                       
                                                                    
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.7  bits: 17.7 E():   84 
Smith-Waterman score: 43; 60.0% identity (90.0% similar) in 10 aa overlap (1-10:110-119) 
 
                                             10        20        30 
AAD-12                               GGGDIVAISNVKADGTVRQHSPAEWDDMMK 
                                     :::..: ::.                     
gi|167 FKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSKFHAKGDHEVNAEEMKGAKE 
      80        90       100       110       120       130          
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               40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                                          
gi|167 MAEKLLRAVESYLLAHTAEYN                              
     140       150       160                              
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.7  bits: 17.7 E():   84 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (45-64:31-50) 
 
           20        30        40        50        60        70     
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|132 MGVFNYETETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
           80                                                       
AAD-12 YDALDE                                                       
                                                                    
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.7  bits: 17.7 E():   84 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (45-64:31-50) 
 
           20        30        40        50        60        70     
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVISAARLFKSYVLDGDKLIPKVAPQAITSVENVGGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
           80                                                       
AAD-12 YDALDE                                                       
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSK 
               70        80        90       100       110       120 
 
>>gi|12005501|gb|AAG44480.1|AF245168_1 vacuolar serine p  (358 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 67.6  bits: 18.9 E():   85 
Smith-Waterman score: 47; 29.9% identity (58.2% similar) in 67 aa overlap (1-62:302-356) 
 
                                                  10        20      
AAD-12                               GGG-----DIVAISNVKADGTVRQHSPAEW 
                                     :::     :::: .. :: .::.     .. 
gi|120 KKLKEALITVATSGALTDIPSDTPNLLAWNGGGSSNYTDIVAQGGYKAGSTVE-----DF 
             280       290       300       310       320            
 
          30        40        50        60        70        80 
AAD-12 DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
       .. .. .:.    ::. ..   .  ::..: :.  ::                   
gi|120 EEHIHKLVN----HAEEVMHKEL--GAIYS-EIKDAVAV                 
        330           340         350                          
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.3  bits: 18.6 E():   88 
Smith-Waterman score: 46; 22.6% identity (64.5% similar) in 31 aa overlap (42-72:72-102) 
 
              20        30        40        50        60        70  
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:...:   :: .  :..  .. :... 
gi|170 QSFSQQPPFSQQQQQPLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQ 
              50        60        70        80        90       100  
 
              80                                                    
AAD-12 RAAYDALDE                                                    
       .                                                            
gi|170 QQLVLPPQQQQQQLVQQQIPIVQPSVLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSS 
             110       120       130       140       150       160  
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
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 initn:  32 init1:  32 opt:  32  Z-score: 66.9  bits: 14.6 E():   93 
Smith-Waterman score: 32; 25.0% identity (55.0% similar) in 20 aa overlap (8-27:1-20) 
 
               10        20        30        40        50        60 
AAD-12 GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
              :..:   :..  .   .: :                                  
gi|409        IAKVPPGGXITAEYGDKWLD                                  
                      10        20                                  
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.5 E():   94 
Smith-Waterman score: 42; 27.6% identity (58.6% similar) in 29 aa overlap (44-72:11-39) 
 
            20        30        40        50        60        70    
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                     ..:. : : ::.   . :.  :  . ..:  
gi|126                     MRSLLILVLCFLPLAALGKVFGRCELAAAMKRHGLDNYRG 
                                   10        20        30        40 
 
            80                                                      
AAD-12 AYDALDE                                                      
                                                                    
gi|126 YSLGNWVCAAKFESNFNTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSA 
               50        60        70        80        90       100 
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 42; 21.2% identity (51.5% similar) in 33 aa overlap (12-44:100-132) 
 
                                  10        20        30        40  
AAD-12                    GGGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD 
                                     :. : .. .     . :   . :.  :.:: 
gi|121 GFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNAD 
      70        80        90       100       110       120          
 
              50        60        70        80 
AAD-12 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
        ..                                     
gi|121 ISHSWDDAFDKAFSVIFEVLES                  
     130       140       150                   
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:41 2011 done: Fri Jan 21 00:02:41 2011 
 Total Scan time:  0.070 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 72  - 151 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     4     2:*= 
  32     8     8:==* 
  34    13    22:=====  * 
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  36    34    44:============  * 
  38    56    73:===================     * 
  40    70   102:========================         * 
  42   109   125:=====================================    * 
  44   156   138:=============================================*====== 
  46   163   140:==============================================*======== 
  48   119   134:========================================    * 
  50   128   122:========================================*== 
  52   111   108:===================================*= 
  54    82    92:============================  * 
  56    69    77:=======================  * 
  58    45    63:===============     * 
  60    42    51:==============  * 
  62    49    41:=============*=== 
  64    54    33:==========*======= 
  66    50    26:========*======== 
  68     8    20:===   * 
  70    26    16:=====*=== 
  72    25    12:===*===== 
  74    22    10:===*==== 
  76     9     8:==* 
  78     6     6:=* 
  80     3     5:=* 
  82     8     3:*== 
  84     2     3:* 
  86     6     2:*= 
  88     1     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     1     1:*         :* 
  94     5     1:*=        :*==== 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     1     0:=         *= 
 110     1     0:=         *= 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.88450.00332; mu= 6.8401 0.172 
 mean_var=37.9943 9.800, 0's: 2 Z-trim: 3  B-trim: 186 in 1/43 
 Lambda= 0.208073 
 Kolmogorov-Smirnov  statistic: 0.0612 (N=29) at  60 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.050 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   67 25.1    0.32 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   65 24.5    0.48 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   58 22.4     2.6 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   58 22.4     2.6 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   58 22.4     2.6 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   58 22.4     2.6 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   64 24.2     2.6 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   64 24.2     3.3 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   57 22.1     4.3 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   61 23.3     4.5 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   56 21.8     5.3 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   55 21.5     6.4 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   57 22.1     7.5 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   54 21.2       8 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   58 22.4     8.3 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   58 22.4     8.3 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   58 22.4     8.5 
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gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   53 20.9     8.8 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   57 22.1      10 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   57 22.1      10 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 20.6      12 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   52 20.6      12 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   52 20.6      12 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   52 20.6      12 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   55 21.5      12 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   49 19.7      13 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   56 21.8      13 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 21.5      14 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   50 20.0      15 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   54 21.2      16 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   50 20.0      18 
gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n ( 494)   55 21.5      20 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   53 20.9      21 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   52 20.6      23 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 17.0      23 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 17.0      23 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 20.0      25 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   48 19.4      25 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 19.4      25 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   46 18.8      26 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   51 20.3      27 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   48 19.4      28 
gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar seri ( 494)   53 20.9      31 
gi|54144332|emb|CAD54670.2| pollen allergen Phl p  ( 508)   53 20.9      31 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 18.8      32 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 19.1      33 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 19.1      33 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   47 19.1      34 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   47 19.1      34 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   47 19.1      34 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   47 19.1      34 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   47 19.1      34 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   47 19.1      34 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   47 19.1      34 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   47 19.1      34 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   47 19.1      34 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   47 19.1      34 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 19.1      34 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 19.1      34 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 20.0      35 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   51 20.3      35 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   51 20.3      35 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   51 20.3      35 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   51 20.3      35 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   51 20.3      35 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   51 20.3      35 
gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   48 19.4      36 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   46 18.8      41 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   46 18.8      41 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 18.8      42 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 18.8      42 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 18.8      42 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 18.8      42 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   46 18.8      42 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   46 18.8      42 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   44 18.2      43 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   52 20.6      44 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   47 19.1      45 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 20.0      45 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   52 20.6      46 
gi|55859454|emb|CAH92627.1| pollen allergen Sec c  ( 518)   51 20.3      48 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 20.0      49 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   45 18.5      51 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   45 18.5      51 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   45 18.5      51 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   45 18.5      51 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   45 18.5      51 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   45 18.5      51 
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gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   45 18.5      51 
gi|60418854|gb|AAX19854.1| profilin 1 [Malus x dom ( 131)   44 18.2      51 
gi|218059728|emb|CAT99617.1| profilin [Malus x dom ( 131)   44 18.2      51 
gi|28881453|emb|CAD46559.1| profilin [Malus x dome ( 131)   44 18.2      51 
gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full= ( 131)   44 18.2      51 
gi|2959898|emb|CAA73720.1| Profilin [Mercurialis a ( 133)   44 18.2      52 
gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryp ( 374)   49 19.7      52 
gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sug ( 374)   49 19.7      52 
gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cry ( 374)   49 19.7      52 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   49 19.7      54 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   44 18.2      54 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 19.7      55 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   44 18.2      57 
gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin pre ( 148)   44 18.2      58 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   47 19.1      59 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   47 19.1      59 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   44 18.2      60 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   47 19.1      60 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   44 18.2      62 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 18.2      62 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   47 19.1      62 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   44 18.2      62 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   44 18.2      62 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   44 18.2      62 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   44 18.2      62 
gi|14422359|emb|CAC41633.1| plantain pollen major  ( 131)   43 17.9      63 
gi|14422361|emb|CAC41634.1| plantain pollen major  ( 131)   43 17.9      63 
gi|77999277|gb|ABB16985.1| profilin-like protein [ ( 131)   43 17.9      63 
gi|14422363|emb|CAC41635.1| plantain pollen major  ( 131)   43 17.9      63 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   44 18.2      63 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   49 19.7      63 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 15.5      64 
gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum  (  94)   41 17.3      68 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   42 17.6      73 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   43 17.9      74 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   43 17.9      77 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   43 17.9      77 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   43 17.9      77 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   46 18.8      79 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   42 17.6      86 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   42 17.6      88 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   32 14.6      91 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   45 18.5      91 
gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allerge ( 159)   42 17.6      93 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 17.6      93 
gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allerge ( 159)   42 17.6      93 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   42 17.6      93 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   42 17.6      93 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 17.6      94 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 17.6      94 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   42 17.6      94 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 17.6      94 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   42 17.6      94 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 17.6      94 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   42 17.6      94 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 17.6      94 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 17.6      94 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 17.6      94 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 17.6      94 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   42 17.6      94 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 17.6      94 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   42 17.6      94 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   42 17.6      94 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   42 17.6      94 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 17.6      94 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 17.6      94 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   42 17.6      94 
gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 ( 131)   41 17.3      94 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   45 18.5      97 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   45 18.5      98 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   45 18.5      98 
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>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  67  Z-score: 111.3  bits: 25.1 E(): 0.32 
Smith-Waterman score: 67; 40.0% identity (63.3% similar) in 30 aa overlap (12-41:30-56) 
 
                                 10        20        30        40   
AAD-12                   GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. : :   ::. :.. :  
gi|126 TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTK--KGNL-WEVKSA 
               10        20        30        40          50         
 
             50        60        70        80   
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA   
                                                
gi|126 KPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
        60        70        80        90        
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  65  Z-score: 108.2  bits: 24.5 E(): 0.48 
Smith-Waterman score: 65; 35.5% identity (64.5% similar) in 31 aa overlap (12-42:30-57) 
 
                                 10        20        30        40   
AAD-12                   GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. . :   ::. :.. :. 
gi|144 VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKSS 
               10        20        30        40          50         
 
             50        60        70        80  
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA  
                                               
gi|144 KPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
        60        70        80        90       
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 94.9  bits: 22.4 E():  2.6 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (12-70:55-107) 
 
                                  10        20        30        40  
AAD-12                    GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
              50        60        70        80      
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA      
          :.  ::  :. . .   : .. : :.                
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 94.9  bits: 22.4 E():  2.6 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (12-70:55-107) 
 
                                  10        20        30        40  
AAD-12                    GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
              50        60        70        80      
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA      
          :.  ::  :. . .   : .. : :.                
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 94.9  bits: 22.4 E():  2.6 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (12-70:55-107) 
 
                                  10        20        30        40  
AAD-12                    GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
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                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
              50        60        70        80      
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA      
          :.  ::  :. . .   : .. : :.                
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 94.9  bits: 22.4 E():  2.6 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (12-70:55-107) 
 
                                  10        20        30        40  
AAD-12                    GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|117 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
              50        60        70        80      
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA      
          :.  ::  :. . .   : .. : :.                
gi|117 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  64  Z-score: 94.9  bits: 24.2 E():  2.6 
Smith-Waterman score: 64; 33.3% identity (57.1% similar) in 63 aa overlap (11-69:89-149) 
 
                                   10         20        30          
AAD-12                     GGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .  :. . ..:  . 
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLT 
       60        70        80        90       100        110        
 
      40           50        60        70        80                 
AAD-12 DSTYMP---VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA                 
       : . :    . .::  . :    .:.:::   :                            
gi|114 DFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPE 
        120       130       140       150       160       170       
 
gi|114 FHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSN 
        180       190       200       210       220       230       
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  64  Z-score: 93.3  bits: 24.2 E():  3.3 
Smith-Waterman score: 64; 33.3% identity (57.1% similar) in 63 aa overlap (11-69:119-179) 
 
                                   10         20        30          
AAD-12                     GGDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .  :. . ..:  . 
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLT 
       90       100       110       120       130        140        
 
      40           50        60        70        80                 
AAD-12 DSTYMP---VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA                 
       : . :    . .::  . :    .:.:::   :                            
gi|476 DFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPE 
        150       160       170       180       190       200       
 
gi|476 FHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSN 
        210       220       230       240       250       260       
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 91.2  bits: 22.1 E():  4.3 
Smith-Waterman score: 57; 41.4% identity (69.0% similar) in 29 aa overlap (35-63:23-50) 
 
           10        20        30        40        50        60     
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: :::.: . ::  
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gi|444         MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGV 
                       10        20         30        40        50  
 
           70        80                                             
AAD-12 TCFADMRAAYDALDEA                                             
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  49 init1:  49 opt:  61  Z-score: 90.8  bits: 23.3 E():  4.5 
Smith-Waterman score: 61; 20.8% identity (61.0% similar) in 77 aa overlap (5-80:120-194) 
 
                                         10        20        30     
AAD-12                           GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     .: ...: .    .: :: ::   : .. . 
gi|309 LGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQ 
      90       100       110       120       130       140          
 
           40         50        60        70        80              
AAD-12 MAWHAD-STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA              
       . ...  ..     : ::. .:... :.:  . ..... . : ..:.              
gi|309 VKYQGGCGSGWAFSATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGCYNGWHYQSFE 
     150       160       170        180        190       200        
 
gi|309 WVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAIL 
       210       220       230       240       250       260        
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 89.5  bits: 21.8 E():  5.3 
Smith-Waterman score: 56; 40.0% identity (68.0% similar) in 25 aa overlap (39-63:27-50) 
 
       10        20        30        40        50        60         
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. :::.. . ::      
gi|165     MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIK 
                   10        20        30         40        50      
 
       70        80                                                 
AAD-12 DMRAAYDALDEA                                                 
                                                                    
gi|165 KITFGEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSIL 
          60        70        80        90       100       110      
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 88.0  bits: 21.5 E():  6.4 
Smith-Waterman score: 55; 32.4% identity (58.8% similar) in 34 aa overlap (20-47:114-147) 
 
                          10        20        30              40    
AAD-12            GGDIVAISNVKADGTVRQHSPAEWDDMMKVIV----GNMAWHA--DSTY 
                                     :::. :.. : .:    :   : .  .:.. 
gi|250 EVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSW 
            90       100       110       120       130       140    
 
            50        60        70        80 
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA 
        ::.                                  
gi|250 APVLDFVFSTLKNEL                       
           150                               
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.8  bits: 22.1 E():  7.5 
Smith-Waterman score: 57; 18.2% identity (58.2% similar) in 55 aa overlap (10-64:225-279) 
 
                                    10        20        30          
AAD-12                      GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA 
                                     :...: .. ..::. . . . .. ..:    
gi|106 IMQQEQQEQRQGVQILVPLSQQQQVGQGTLVQGQGIIQPQQPAQLEVIRSSVLQTLATMC 
          200       210       220       230       240       250     
 
      40        50        60        70        80 
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AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA 
       .    :  .   .  : .: ..::.                 
gi|106 NVYVPPYCSTIRAPFASIVAGIGGQ                 
          260       270                          
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 86.3  bits: 21.2 E():    8 
Smith-Waterman score: 54; 37.9% identity (69.0% similar) in 29 aa overlap (35-63:23-50) 
 
           10        20        30        40        50        60     
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: .::.: . ::  
gi|444         MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGV 
                       10        20         30        40        50  
 
           70        80                                             
AAD-12 TCFADMRAAYDALDEA                                             
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 85.9  bits: 22.4 E():  8.3 
Smith-Waterman score: 58; 20.8% identity (58.4% similar) in 77 aa overlap (5-80:120-194) 
 
                                         10        20        30     
AAD-12                           GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     .: ...: .    .: :: ::   : .. . 
gi|129 LGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQ 
      90       100       110       120       130       140          
 
           40         50        60        70        80              
AAD-12 MAWHADSTY-MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA              
       . ...         : ::. .:... :.:  . ..... . : ..:.              
gi|129 VKYQGGCGRGWAFSATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGSYNGWQYQSFE 
     150       160       170        180        190       200        
 
gi|129 WVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAIL 
       210       220       230       240       250       260        
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 85.9  bits: 22.4 E():  8.3 
Smith-Waterman score: 58; 20.8% identity (58.4% similar) in 77 aa overlap (5-80:120-194) 
 
                                         10        20        30     
AAD-12                           GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     .: ...: .    .: :: ::   : .. . 
gi|119 LGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQ 
      90       100       110       120       130       140          
 
           40         50        60        70        80              
AAD-12 MAWHADSTY-MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA              
       . ...         : ::. .:... :.:  . ..... . : ..:.              
gi|119 VKYQGGCGRGWAFSATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGSYNGWQYQSFE 
     150       160       170        180        190       200        
 
gi|119 WVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAIL 
       210       220       230       240       250       260        
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 85.8  bits: 22.4 E():  8.5 
Smith-Waterman score: 58; 25.0% identity (58.3% similar) in 48 aa overlap (8-55:262-309) 
 
                                      10        20        30        
AAD-12                        GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|169 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
        40        50        60        70        80                  
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA                  
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       .: :.::  .  ..::.:                                           
gi|169 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 85.5  bits: 20.9 E():  8.8 
Smith-Waterman score: 53; 26.7% identity (66.7% similar) in 30 aa overlap (41-70:5-34) 
 
               20        30        40        50        60        70 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.  :..  ... :. .. :. :. :.: : 
gi|189                           MASKSSITPLLLAAVLASVFAAAAATGQYCYAGM 
                                         10        20        30     
 
               80                                                   
AAD-12 RAAYDALDEA                                                   
                                                                    
gi|189 GLPSNPLEGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIG 
           40        50        60        70        80        90     
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.2  bits: 22.1 E():   10 
Smith-Waterman score: 57; 25.0% identity (58.3% similar) in 48 aa overlap (8-55:262-309) 
 
                                      10        20        30        
AAD-12                        GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
        40        50        60        70        80                  
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA                  
       .: :.::  .  ..::.:                                           
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.2  bits: 22.1 E():   10 
Smith-Waterman score: 57; 25.0% identity (58.3% similar) in 48 aa overlap (8-55:262-309) 
 
                                      10        20        30        
AAD-12                        GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
        40        50        60        70        80                  
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA                  
       .: :.::  .  ..::.:                                           
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 83.1  bits: 20.6 E():   12 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (39-63:27-50) 
 
       10        20        30        40        50        60         
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|602     MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
       70        80                                                 
AAD-12 DMRAAYDALDEA                                                 
                                                                    
gi|602 KINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 83.1  bits: 20.6 E():   12 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (39-63:27-50) 
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       10        20        30        40        50        60         
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|279     MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
       70        80                                                 
AAD-12 DMRAAYDALDEA                                                 
                                                                    
gi|279 KINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 83.1  bits: 20.6 E():   12 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (39-63:27-50) 
 
       10        20        30        40        50        60         
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|131     MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
       70        80                                                 
AAD-12 DMRAAYDALDEA                                                 
                                                                    
gi|131 KINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 83.0  bits: 20.6 E():   12 
Smith-Waterman score: 52; 37.9% identity (69.0% similar) in 29 aa overlap (35-63:23-50) 
 
           10        20        30        40        50        60     
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: .::.: . ::  
gi|444         MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGV 
                       10        20         30        40        50  
 
           70        80                                             
AAD-12 TCFADMRAAYDALDEA                                             
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 82.9  bits: 21.5 E():   12 
Smith-Waterman score: 55; 25.5% identity (55.3% similar) in 47 aa overlap (30-75:16-62) 
 
               10        20        30         40        50          
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA-WHADSTYMPVMAQGAVFSAEVVP 
                                    ...:  : . ::. : :. :   .  : .   
gi|441               MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATPA 
                             10        20        30        40       
 
      60        70        80                                        
AAD-12 AVGGRTCFADMRAAYDALDEA                                        
       :.::..   ...   :                                             
gi|441 AAGGKATTDEQKLLEDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKAP 
         50        60        70        80        90       100       
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 82.7  bits: 19.7 E():   13 
Smith-Waterman score: 49; 32.3% identity (58.1% similar) in 31 aa overlap (15-43:35-64) 
 
                               10        20          30        40   
AAD-12                 GGDIVAISNVKADGTVRQHSPAE--WDDMMKVIVGNMAWHADST 
                                     : . ..::.  :: .  : .   .: ::.  
gi|323 QTCAGNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKP 
           10        20        30        40         50        60    
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             50        60        70        80 
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA 
       :                                      
gi|323 YSWRYGWTAFCGPAGPRCLRTNAAVTVR           
            70        80        90            
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 82.6  bits: 21.8 E():   13 
Smith-Waterman score: 56; 25.0% identity (58.3% similar) in 48 aa overlap (8-55:262-309) 
 
                                      10        20        30        
AAD-12                        GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|158 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQLT 
             240       250       260       270       280       290  
 
        40        50        60        70        80                  
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA                  
       .: :.::  .  ..::.:                                           
gi|158 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.0  bits: 21.5 E():   14 
Smith-Waterman score: 55; 30.6% identity (58.3% similar) in 36 aa overlap (22-57:155-190) 
 
                        10        20        30        40        50  
AAD-12          GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :   . ..::.:..  :: .     .  :: 
gi|249 QLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA 
          130       140       150       160       170       180     
 
              60        70        80                                
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEA                                
       . .:::                                                       
gi|249 IPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTL 
          190       200       210       220       230       240     
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 81.3  bits: 20.0 E():   15 
Smith-Waterman score: 50; 28.1% identity (59.4% similar) in 32 aa overlap (30-61:11-42) 
 
               10        20        30        40        50        60 
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
                                    ::.. .:: ...   :. : :    ..::   
gi|249                    MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQD 
                                  10        20        30        40  
 
               70        80                                         
AAD-12 VGGRTCFADMRAAYDALDEA                                         
       .                                                            
gi|249 IMPCLHFVKGEEKEPSKECCSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVAE 
              50        60        70        80        90       100  
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  53 init1:  53 opt:  54  Z-score: 80.6  bits: 21.2 E():   16 
Smith-Waterman score: 54; 22.0% identity (62.7% similar) in 59 aa overlap (8-64:271-327) 
 
                                      10        20        30        
AAD-12                        GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     : :...: .. ..::. . . .... ..   
gi|170 IIMQQQQQQQQQQGIDIFLPLSQHEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPS 
              250       260       270       280       290       300 
 
        40          50        60        70        80 
AAD-12 HADSTYMP--VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA 
         . .:.:     . : : : .: ..::.                 
gi|170 MCN-VYVPPECSIMRAPF-ASIVAGIGGQ                 
               310        320                        
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
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 initn:  47 init1:  47 opt:  50  Z-score: 79.8  bits: 20.0 E():   18 
Smith-Waterman score: 50; 31.0% identity (55.2% similar) in 29 aa overlap (44-67:31-59) 
 
            20        30        40        50        60              
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICFD 
               10        20        30        40        50        60 
 
       70        80                                                 
AAD-12 DMRAAYDALDEA                                                 
                                                                    
gi|132 EGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSISK 
               70        80        90       100       110       120 
 
>>gi|7963902|gb|AAF71379.1|AF264027_1 allergen Pen n 18   (494 aa) 
 initn:  44 init1:  44 opt:  55  Z-score: 79.0  bits: 21.5 E():   20 
Smith-Waterman score: 55; 24.2% identity (56.5% similar) in 62 aa overlap (1-61:438-492) 
 
                                             10        20           
AAD-12                               GGDIVAISNVKADGTVRQHSP-AEWDDMMK 
                                     ::  .  ... :::  . :.  .  .: .  
gi|796 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHNAETTVEDRIG 
       410       420       430       440       450       460        
 
      30        40        50        60        70        80 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA 
       .:. .    :....   .  ::..: :.  ::                    
gi|796 IIIDS----AEKAFHKEL--GAIYS-EIKDAVSV                  
       470           480          490                      
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 78.7  bits: 20.9 E():   21 
Smith-Waterman score: 53; 22.9% identity (58.3% similar) in 48 aa overlap (5-50:223-270) 
 
                                         10         20        30    
AAD-12                           GGDIVAISNVKADGT-VRQHSPAEWDDMMKV-IV 
                                     : . ..  ::   ..:.  :..  ..  :. 
gi|729 EGVLSRKVPSHLTLETPRVKMNMKYDRYAPVKVFKLDYDGIHFEKHTDIEYEPGVRYKII 
            200       210       220       230       240       250   
 
             40        50        60        70        80             
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA             
       ::   . :. .. . .::                                           
gi|729 GNGKLKDDGRHYSIDVQGIPRKAFNLDADLMDFKLKVSKPEDSNKAQFSYTFNEYTETEE 
            260       270       280       290       300       310   
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 78.0  bits: 20.6 E():   23 
Smith-Waterman score: 52; 32.4% identity (58.8% similar) in 34 aa overlap (36-69:23-55) 
 
          10        20        30        40        50        60      
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .. ::. : :. :   .  : ..::.::   
gi|663         MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGK 
                       10        20        30        40         50  
 
          70        80                                              
AAD-12 CFADMRAAYDALDEA                                              
         .:                                                         
gi|663 ATTDEQKLLEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILK 
              60        70        80        90       100       110  
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 78.0  bits: 17.0 E():   23 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (37-43:19-25) 
 
         10        20        30        40        50        60       
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.::..:                        
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE                       
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                           10        20                             
 
         70        80 
AAD-12 FADMRAAYDALDEA 
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 78.0  bits: 17.0 E():   23 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (37-43:19-25) 
 
         10        20        30        40        50        60       
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.::..:                        
gi|320             YTTEGGTKAEAEDVIPEGWKADTSYE                       
                           10        20                             
 
         70        80 
AAD-12 FADMRAAYDALDEA 
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 77.4  bits: 20.0 E():   25 
Smith-Waterman score: 50; 40.0% identity (72.0% similar) in 25 aa overlap (4-28:9-29) 
 
                    10        20        30        40        50      
AAD-12      GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
               :::.....: .    :.:: .:: :                            
gi|144 MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMVDQIVKSLTTKKELDPFKIEQTK 
               10            20        30        40        50       
 
          60        70        80                                    
AAD-12 EVVPAVGGRTCFADMRAAYDALDEA                                    
                                                                    
gi|144 VPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKIDTDGGAFAATLKLGDKNIRIKTD 
         60        70        80        90       100       110       
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.3  bits: 19.4 E():   25 
Smith-Waterman score: 48; 23.3% identity (66.7% similar) in 30 aa overlap (41-70:5-34) 
 
               20        30        40        50        60        70 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.  :..  ... :. .. .. :. :.: : 
gi|439                           MASKSSITPLLLAAVLASVFAAATATGQYCYAGM 
                                         10        20        30     
 
               80                                                   
AAD-12 RAAYDALDEA                                                   
                                                                    
gi|439 GLPSNPLEGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFI 
           40        50        60        70        80        90     
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 77.3  bits: 19.4 E():   25 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (8-24:2-19) 
 
               10         20        30        40        50          
AAD-12 GGDIVAISNVKAD-GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
              ..: .: :.. ..::.::                                    
gi|250       PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPFPRCRALVKSQCAGGQVVESIQKD 
                     10        20        30        40        50     
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 77.0  bits: 18.8 E():   26 
Smith-Waterman score: 46; 26.9% identity (53.8% similar) in 52 aa overlap (11-60:8-56) 
 
               10        20        30        40          50         
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY--MPVMAQGAVFSAEVV 
                 :: :.    .:.  ::..   .::. .  ..     :..  :: :  ..: 
gi|166    ATPTPTPKAAGSWCVPKPGVSDDQL---TGNINYACSQGIDCGPIQPGGACFEPNTV 
                  10        20           30        40        50     
 
       60        70        80                          
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AAD-12 PAVGGRTCFADMRAAYDALDEA                          
        :                                              
gi|166 KAHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
           60        70        80        90       100  
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.9  bits: 20.3 E():   27 
Smith-Waterman score: 51; 22.6% identity (64.5% similar) in 31 aa overlap (41-71:66-96) 
 
               20        30        40        50        60        70 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:.. ::  :  .. :..  .. :... 
gi|219 QPLPPQQTFPQQPPFSQQQQQQPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQ 
          40        50        60        70        80        90      
 
               80                                                   
AAD-12 RAAYDALDEA                                                   
       .                                                            
gi|219 QQLILPPQQQQQLPQQQISIVQPSVLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSC 
         100       110       120       130       140       150      
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 76.5  bits: 19.4 E():   28 
Smith-Waterman score: 48; 29.8% identity (47.4% similar) in 57 aa overlap (10-52:38-90) 
 
                                    10           20        30       
AAD-12                      GGDIVAISNVKADGTVRQ---HSPAEWDDMMKVIVGNMA 
                                     :.: . .:.    .:  ::.. ::    .: 
gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKVA---QA 
        10        20        30        40        50        60        
 
                    40        50        60        70        80      
AAD-12 W-----------HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA      
       :           :.:      :::::.                                  
gi|148 WAETRTPDCSLIHSDRCG-ENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQI 
           70        80         90       100       110       120    
 
>>gi|14215732|gb|AAG44693.2|AF263454_1 vacuolar serine p  (494 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 75.7  bits: 20.9 E():   31 
Smith-Waterman score: 53; 26.2% identity (57.4% similar) in 61 aa overlap (1-61:438-492) 
 
                                             10        20        30 
AAD-12                               GGDIVAISNVKADGTVRQHSPAEWDDMMKV 
                                     ::  .  ... :::  . :. ::    ..  
gi|142 KQLKAALISVATEGTLTDIPSDTPNLLAWNGGGSANYTKILADGGYKAHN-AE--TTVED 
       410       420       430       440       450          460     
 
               40        50        60        70        80 
AAD-12 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA 
        .:..   :....   .  ::..: :.  ::                    
gi|142 RIGGIIDSAEKAFHKEL--GAIYS-EIKDAVSA                  
          470       480          490                      
 
>>gi|54144332|emb|CAD54670.2| pollen allergen Phl p 4 [P  (508 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 75.5  bits: 20.9 E():   31 
Smith-Waterman score: 53; 28.8% identity (50.0% similar) in 66 aa overlap (3-68:113-168) 
 
                                           10        20        30   
AAD-12                             GGDIVAISNVKADGTVRQHSPAEWDDMMKVIV 
                                     :.  .  : .:: .:    . : :   . . 
gi|541 HGVRIRVRSGGHDYEGLSYRSLQPEEFAVVDLSKMRAVWVDGKAR----TAWVDS-GAQL 
             90       100       110       120           130         
 
             40        50        60        70        80             
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA             
       :.. ..:     ::.:    : : : :..:    ::                         
gi|541 GEL-YYAIHKASPVLA----FPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLV 
       140        150           160       170       180       190   
 
gi|541 DANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPKKASEGAVD 
            200       210       220       230       240       250   
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>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.4  bits: 18.8 E():   32 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (45-60:66-81) 
 
           20        30        40        50        60        70     
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
           80                       
AAD-12 DALDEA                       
                                    
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS 
         100       110       120    
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (58-74:141-157) 
 
        30        40        50        60        70        80 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA 
                                     .:  :: .:.   :..:       
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY       
              120       130       140       150              
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (58-74:141-157) 
 
        30        40        50        60        70        80 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA 
                                     .:  :: .:.   :..:       
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY       
              120       130       140       150              
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 75.0  bits: 19.1 E():   34 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (39-63:27-50) 
 
       10        20        30        40        50        60         
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|134     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
       70        80                                                 
AAD-12 DMRAAYDALDEA                                                 
                                                                    
gi|134 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 75.0  bits: 19.1 E():   34 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (39-63:27-50) 
 
       10        20        30        40        50        60         
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|165     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
       70        80                                                 
AAD-12 DMRAAYDALDEA                                                 
                                                                    
gi|165 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 75.0  bits: 19.1 E():   34 
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Smith-Waterman score: 47; 40.0% identity (68.0% similar) in 25 aa overlap (39-63:27-50) 
 
       10        20        30        40        50        60         
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :.:.. . ::      
gi|602     MGVFTYEFEFTSVIPPARLYNAFVLDADNL-IPKIAPQAVKSTEILEGDGGVGTIK 
                   10        20        30         40        50      
 
       70        80                                                 
AAD-12 DMRAAYDALDEA                                                 
                                                                    
gi|602 KINFGEGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 75.0  bits: 19.1 E():   34 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (39-63:27-50) 
 
       10        20        30        40        50        60         
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
       70        80                                                 
AAD-12 DMRAAYDALDEA                                                 
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 75.0  bits: 19.1 E():   34 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (39-63:27-50) 
 
       10        20        30        40        50        60         
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
       70        80                                                 
AAD-12 DMRAAYDALDEA                                                 
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 75.0  bits: 19.1 E():   34 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (39-63:27-50) 
 
       10        20        30        40        50        60         
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
       70        80                                                 
AAD-12 DMRAAYDALDEA                                                 
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 75.0  bits: 19.1 E():   34 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (39-63:27-50) 
 
       10        20        30        40        50        60         
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|886     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
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       70        80                                                 
AAD-12 DMRAAYDALDEA                                                 
                                                                    
gi|886 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIK 
          60        70        80        90       100       110      
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 75.0  bits: 19.1 E():   34 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (39-63:27-50) 
 
       10        20        30        40        50        60         
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|753     MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
       70        80                                                 
AAD-12 DMRAAYDALDEA                                                 
                                                                    
gi|753 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 75.0  bits: 19.1 E():   34 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (39-63:27-50) 
 
       10        20        30        40        50        60         
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
       70        80                                                 
AAD-12 DMRAAYDALDEA                                                 
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 75.0  bits: 19.1 E():   34 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (39-63:27-50) 
 
       10        20        30        40        50        60         
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEYTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
       70        80                                                 
AAD-12 DMRAAYDALDEA                                                 
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.9  bits: 19.1 E():   34 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (58-74:144-160) 
 
        30        40        50        60        70        80 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA 
                                     .:  :: .:.   :..:       
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY       
           120       130       140       150       160       
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.9  bits: 19.1 E():   34 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (58-74:144-160) 
 
        30        40        50        60        70        80 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 2180



 

 

                                     .:  :: .:.   :..:       
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY       
           120       130       140       150       160       
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.8  bits: 20.0 E():   35 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (37-54:66-83) 
 
         10        20        30        40        50        60       
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
         70        80                                               
AAD-12 FADMRAAYDALDEA                                               
                                                                    
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.7  bits: 20.3 E():   35 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (28-65:270-307) 
 
                  10        20        30        40        50        
AAD-12    GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|270 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
        60        70        80                                      
AAD-12 VPAVGGRTCFADMRAAYDALDEA                                      
       .  : : :                                                     
gi|270 IQHVKGGTPKRPDRAIETYLFAMFDENQKQPEVEKHFGLFFPDKRPKYNLNFSAKKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.7  bits: 20.3 E():   35 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (28-65:270-307) 
 
                  10        20        30        40        50        
AAD-12    GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
        60        70        80                                      
AAD-12 VPAVGGRTCFADMRAAYDALDEA                                      
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFATFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.7  bits: 20.3 E():   35 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (28-65:270-307) 
 
                  10        20        30        40        50        
AAD-12    GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|118 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
        60        70        80                                      
AAD-12 VPAVGGRTCFADMRAAYDALDEA                                      
       .  : : :                                                     
gi|118 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.7  bits: 20.3 E():   35 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (28-65:270-307) 
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                  10        20        30        40        50        
AAD-12    GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
        60        70        80                                      
AAD-12 VPAVGGRTCFADMRAAYDALDEA                                      
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.7  bits: 20.3 E():   35 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (28-65:270-307) 
 
                  10        20        30        40        50        
AAD-12    GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
        60        70        80                                      
AAD-12 VPAVGGRTCFADMRAAYDALDEA                                      
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.7  bits: 20.3 E():   35 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (28-65:270-307) 
 
                  10        20        30        40        50        
AAD-12    GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|327 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
        60        70        80                                      
AAD-12 VPAVGGRTCFADMRAAYDALDEA                                      
       .  : : :                                                     
gi|327 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.5  bits: 19.4 E():   36 
Smith-Waterman score: 48; 33.3% identity (59.3% similar) in 27 aa overlap (41-67:17-43) 
 
               20        30        40        50        60        70 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.:.:  .   ::..:  :  .: : .    
gi|510               MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLP 
                             10        20        30        40       
 
               80                                                   
AAD-12 RAAYDALDEA                                                   
                                                                    
gi|510 VIRGKGGGIEFAKTETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHL 
         50        60        70        80        90       100       
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (39-63:27-50) 
 
       10        20        30        40        50        60         
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
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       70        80                                                 
AAD-12 DMRAAYDALDEA                                                 
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIK 
          60        70        80        90       100       110      
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 46; 36.0% identity (64.0% similar) in 25 aa overlap (39-63:27-50) 
 
       10        20        30        40        50        60         
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|304     MGLYTFENEFTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
       70        80                                                 
AAD-12 DMRAAYDALDEA                                                 
                                                                    
gi|304 KITFGEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.3  bits: 18.8 E():   42 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (1-41:111-158) 
 
                                                10         20       
AAD-12                               GGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
            30        40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA 
        . ..... . .  :.:.                                        
gi|116 GEALLRAVESYLLAHSDAYN                                      
              150       160                                      
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.3  bits: 18.8 E():   42 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (1-41:111-158) 
 
                                                10         20       
AAD-12                               GGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDQEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
            30        40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA 
        . ..... . .  :.:.                                        
gi|116 GEALLRAVESYLLAHSDAYN                                      
              150       160                                      
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.3  bits: 18.8 E():   42 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (1-41:111-158) 
 
                                                10         20       
AAD-12                               GGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
            30        40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA 
        . ..... . .  :.:.                                        
gi|116 GEALLRAVESYLLAHSDAYN                                      
              150       160                                      
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
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 initn:  46 init1:  46 opt:  46  Z-score: 73.3  bits: 18.8 E():   42 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (42-63:29-50) 
 
              20        30        40        50        60        70  
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|400   MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
              80                                                    
AAD-12 AAYDALDEA                                                    
                                                                    
gi|400 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKIS 
       60        70        80        90       100       110         
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 73.3  bits: 18.8 E():   42 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (39-63:27-50) 
 
       10        20        30        40        50        60         
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
       70        80                                                 
AAD-12 DMRAAYDALDEA                                                 
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 73.3  bits: 18.8 E():   42 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (39-63:27-50) 
 
       10        20        30        40        50        60         
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|880     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
       70        80                                                 
AAD-12 DMRAAYDALDEA                                                 
                                                                    
gi|880 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVI 
          60        70        80        90       100       110      
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 73.0  bits: 18.2 E():   43 
Smith-Waterman score: 44; 32.4% identity (56.8% similar) in 37 aa overlap (44-80:65-101) 
 
            20        30        40        50        60        70    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .:  ..::. ::  . :.:: :  :   :  
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
            80           
AAD-12 YDALDEA           
        .  .:.           
gi|117 EEEKEESDDDMGFGLFD 
          100       110  
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 72.8  bits: 20.6 E():   44 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (18-56:535-572) 
 
                            10        20        30        40        
AAD-12              GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
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          510       520       530       540       550       560     
 
        50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA 
        .:  :: :                         
gi|331 KEGC-FSEEGPKLVAAAQAALV            
           570       580                 
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 72.7  bits: 19.1 E():   45 
Smith-Waterman score: 47; 23.1% identity (51.3% similar) in 39 aa overlap (7-41:147-185) 
 
                                       10            20        30   
AAD-12                         GGDIVAISNVKADGTVRQH----SPAEWDDMMKVIV 
                                     ::.  .::.. .:    .   :    :.   
gi|613 ATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMHVGHYTQIVWAKTKKIGC 
        120       130       140       150       160       170       
 
             40        50        60        70        80 
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA 
       : . .. :.                                        
gi|613 GRIMFKEDNWNKHYLVCNYGPAGNVLGAQIYEIKK              
        180       190       200       210               
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 72.6  bits: 20.0 E():   45 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (37-54:56-73) 
 
         10        20        30        40        50        60       
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
         70        80                                               
AAD-12 FADMRAAYDALDEA                                               
                                                                    
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 72.5  bits: 20.6 E():   46 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (18-56:558-595) 
 
                            10        20        30        40        
AAD-12              GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|668 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
       530       540       550       560       570       580        
 
        50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA 
        .:  :: :                         
gi|668 KEGC-FSEEGPKLVAAAQAALV            
       590        600                    
 
>>gi|55859454|emb|CAH92627.1| pollen allergen Sec c 4 [S  (518 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 72.1  bits: 20.3 E():   48 
Smith-Waterman score: 51; 27.3% identity (53.0% similar) in 66 aa overlap (3-68:126-181) 
 
                                           10        20        30   
AAD-12                             GGDIVAISNVKADGTVRQHSPAEWDDMMKVIV 
                                     :.  .  :..:: .:    . : .   . . 
gi|558 HGIRLRVRSGGHDYEGLSYRSEKPETFAVVDLNKMRAVSVDGYAR----TAWVES-GAQL 
         100       110       120       130       140            150 
 
             40        50        60        70        80             
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA             
       :.. ..: .   ::.:    : : : :..:    ::                         
gi|558 GEL-YYAIAKNSPVLA----FPAGVCPSIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVV 
               160           170       180       190       200      
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gi|558 DPNGKLLDKSSMSADHFWAVRGGGGESFGIVVSWQVKLLPVPPTVTVLKIPKTVQEGAID 
         210       220       230       240       250       260      
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 72.0  bits: 20.0 E():   49 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (37-54:56-73) 
 
         10        20        30        40        50        60       
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
         70        80                                               
AAD-12 FADMRAAYDALDEA                                               
                                                                    
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (39-63:27-50) 
 
       10        20        30        40        50        60         
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
       70        80                                                 
AAD-12 DMRAAYDALDEA                                                 
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (39-63:27-50) 
 
       10        20        30        40        50        60         
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
       70        80                                                 
AAD-12 DMRAAYDALDEA                                                 
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (39-63:27-50) 
 
       10        20        30        40        50        60         
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|425     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
       70        80                                                 
AAD-12 DMRAAYDALDEA                                                 
                                                                    
gi|425 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (39-63:27-50) 
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       10        20        30        40        50        60         
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|753     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTTK 
                   10        20        30         40        50      
 
       70        80                                                 
AAD-12 DMRAAYDALDEA                                                 
                                                                    
gi|753 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (39-63:27-50) 
 
       10        20        30        40        50        60         
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
       70        80                                                 
AAD-12 DMRAAYDALDEA                                                 
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (39-63:27-50) 
 
       10        20        30        40        50        60         
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|901     MGGYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
       70        80                                                 
AAD-12 DMRAAYDALDEA                                                 
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (39-63:27-50) 
 
       10        20        30        40        50        60         
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
       70        80                                                 
AAD-12 DMRAAYDALDEA                                                 
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|60418854|gb|AAX19854.1| profilin 1 [Malus x domesti  (131 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 71.7  bits: 18.2 E():   51 
Smith-Waterman score: 44; 28.6% identity (50.8% similar) in 63 aa overlap (1-50:17-79) 
 
                               10        20               30        
AAD-12                 GGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                       :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|604 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
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             40         50        60        70        80            
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA            
       :    :  .: :: ....:                                          
gi|604 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|218059728|emb|CAT99617.1| profilin [Malus x domesti  (131 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 71.7  bits: 18.2 E():   51 
Smith-Waterman score: 44; 28.6% identity (50.8% similar) in 63 aa overlap (1-50:17-79) 
 
                               10        20               30        
AAD-12                 GGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                       :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|218 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
             40         50        60        70        80            
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA            
       :    :  .: :: ....:                                          
gi|218 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|28881453|emb|CAD46559.1| profilin [Malus x domestic  (131 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 71.7  bits: 18.2 E():   51 
Smith-Waterman score: 44; 28.6% identity (50.8% similar) in 63 aa overlap (1-50:17-79) 
 
                               10        20               30        
AAD-12                 GGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                       :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|288 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
             40         50        60        70        80            
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA            
       :    :  .: :: ....:                                          
gi|288 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|14423873|sp|Q9XF40.1|PROF1_MALDO RecName: Full=Prof  (131 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 71.7  bits: 18.2 E():   51 
Smith-Waterman score: 44; 28.6% identity (50.8% similar) in 63 aa overlap (1-50:17-79) 
 
                               10        20               30        
AAD-12                 GGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VGNM 
                       :  ..: . .  ::.:  ::       : :   .:: .   :.. 
gi|144 MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
             40         50        60        70        80            
AAD-12 A---WHADST-YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA            
       :    :  .: :: ....:                                          
gi|144 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPLTPGQCNMIVE 
               70        80        90       100       110       120 
 
>>gi|2959898|emb|CAA73720.1| Profilin [Mercurialis annua  (133 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.5  bits: 18.2 E():   52 
Smith-Waterman score: 44; 28.8% identity (51.5% similar) in 66 aa overlap (1-52:19-84) 
 
                                 10        20               30      
AAD-12                   GGDIVAISNVKADGTVRQHS-------PAEWDDMMKVI--VG 
                         :  ..: : :  ::..  .:       : :   .:: .   : 
gi|295 MSWQTYVDDHLMCDIDGQGQHLAAASIVGHDGSIWAQSASFPQLKPEEITGIMKDFDEPG 
               10        20        30        40        50        60 
 
                40         50        60        70        80         
AAD-12 NMA----WHADSTYMPVMAQ-GAVFSAEVVPAVGGRTCFADMRAAYDALDEA         
       ..:    . : . :: .... :::                                     
gi|295 HLAPTGLYIAGTKYMVIQGESGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPGQCNMV 
               70        80        90       100       110       120 
 
>>gi|493634|dbj|BAA05543.1| Cry j IB precursor [Cryptome  (374 aa) 
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 initn:  41 init1:  41 opt:  49  Z-score: 71.5  bits: 19.7 E():   52 
Smith-Waterman score: 49; 29.5% identity (47.4% similar) in 78 aa overlap (1-67:58-130) 
 
                                             10              20     
AAD-12                               GGDIVAISNVKAD------GTVRQHSPAEW 
                                     :::. ...:   :      ::.:    :   
gi|493 CWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGTLRY--GATR 
        30        40        50        60        70        80        
 
           30         40        50            60        70          
AAD-12 DDMMKVIV-GNMAWHADSTYMPVMAQG-AVFS---AEVVPAVGGRTCFADMRAAYDALDE 
       :  . .:  :::  .     ::..  :  .:.   :.:  . ::   :             
gi|493 DRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKRVSNVIIHGL 
          90       100          110       120       130       140   
 
      80                                                            
AAD-12 A                                                            
                                                                    
gi|493 YLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSSDGLVDVTLT 
            150       160       170       180       190       200   
 
>>gi|1173367|sp|P18632.2|SBP_CRYJA RecName: Full=Sugi ba  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 71.5  bits: 19.7 E():   52 
Smith-Waterman score: 49; 29.5% identity (47.4% similar) in 78 aa overlap (1-67:58-130) 
 
                                             10              20     
AAD-12                               GGDIVAISNVKAD------GTVRQHSPAEW 
                                     :::. ...:   :      ::.:    :   
gi|117 CWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGTLRY--GATR 
        30        40        50        60        70        80        
 
           30         40        50            60        70          
AAD-12 DDMMKVIV-GNMAWHADSTYMPVMAQG-AVFS---AEVVPAVGGRTCFADMRAAYDALDE 
       :  . .:  :::  .     ::..  :  .:.   :.:  . ::   :             
gi|117 DRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKRVSNVIIHGL 
          90       100          110       120       130       140   
 
      80                                                            
AAD-12 A                                                            
                                                                    
gi|117 HLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSSDGLVDVTLS 
            150       160       170       180       190       200   
 
>>gi|19570315|dbj|BAB86286.1| Cry j 1 precursor [Cryptom  (374 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 71.5  bits: 19.7 E():   52 
Smith-Waterman score: 49; 29.5% identity (47.4% similar) in 78 aa overlap (1-67:58-130) 
 
                                             10              20     
AAD-12                               GGDIVAISNVKAD------GTVRQHSPAEW 
                                     :::. ...:   :      ::.:    :   
gi|195 CWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGDLYTVTNSDDDPVNPAPGTLRY--GATR 
        30        40        50        60        70        80        
 
           30         40        50            60        70          
AAD-12 DDMMKVIV-GNMAWHADSTYMPVMAQG-AVFS---AEVVPAVGGRTCFADMRAAYDALDE 
       :  . .:  :::  .     ::..  :  .:.   :.:  . ::   :             
gi|195 DRPLWIIFSGNMNIK---LKMPMYIAGYKTFDGRGAQVYIGNGGPCVFIKRVSNVIIHGL 
          90       100          110       120       130       140   
 
      80                                                            
AAD-12 A                                                            
                                                                    
gi|195 YLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTATNIWIDHNSFSNSSDGLVDVTLT 
            150       160       170       180       190       200   
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 71.3  bits: 19.7 E():   54 
Smith-Waterman score: 49; 33.3% identity (64.3% similar) in 42 aa overlap (35-73:244-284) 
 
           10        20        30          40         50        60  
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW--HADSTYMP-VMAQGAVFSAEVVPAV 
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                                     :.:  ..... .: :. .  . :.: :  : 
gi|585 GYYAYPYCYNLTPNQPSAQCEATTMQENDKMSWLFESEDVLLPSVYLRWNLTSGERVGLV 
           220       230       240       250       260       270    
 
              70        80                                          
AAD-12 GGRTCFADMRAAYDALDEA                                          
       :::.  : .: :                                                 
gi|585 GGRVKEA-LRIARQMTTSRKKVLPYYWYKYQDRRDTDLSRADLEATLRKITDLGADGFII 
           280        290       300       310       320       330   
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.2  bits: 18.2 E():   54 
Smith-Waterman score: 44; 16.0% identity (72.0% similar) in 25 aa overlap (27-51:12-36) 
 
               10        20        30        40        50        60 
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
                                 .. .... ..: ....  :. : :.          
gi|249                MRTVSARSSVALVVIVAAVLVWTSSASVAPAPAPGSEETCGTVVG 
                              10        20        30        40      
 
               70        80                                         
AAD-12 VGGRTCFADMRAAYDALDEA                                         
                                                                    
gi|249 ALMPCLPFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVS 
          50        60        70        80        90       100      
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 71.1  bits: 19.7 E():   55 
Smith-Waterman score: 49; 40.0% identity (65.0% similar) in 20 aa overlap (34-53:332-348) 
 
            10        20        30        40        50        60    
AAD-12 IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
                                     :  :.   .:: :. .::.:           
gi|113 ILSQGNRFLASDIKKEVVGRYGESAMSESINWNWR---SYMDVFENGAIFVPSGVDPVLT 
             310       320       330          340       350         
 
            70        80                  
AAD-12 RTCFADMRAAYDALDEA                  
                                          
gi|113 PEQNAGMIPAEPGEAVLRLTSSAGVLSCQPGAPC 
      360       370       380       390   
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 70.8  bits: 18.2 E():   57 
Smith-Waterman score: 44; 21.1% identity (55.3% similar) in 38 aa overlap (41-78:5-42) 
 
               20        30        40        50        60        70 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.  :..   .. :. .. .. :  :.: : 
gi|217                           MASKSSISPLLLATVLVSVFAAATATGPYCYAGM 
                                         10        20        30     
 
               80                                                   
AAD-12 RAAYDALDEA                                                   
           . :.                                                     
gi|217 GLPINPLEGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFI 
           40        50        60        70        80        90     
 
>>gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin precurs  (148 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.7  bits: 18.2 E():   58 
Smith-Waterman score: 44; 21.2% identity (54.5% similar) in 33 aa overlap (5-37:25-57) 
 
                                   10        20        30        40 
AAD-12                     GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD 
                               :. ..:  .:  ...   ::.. .  .   : :    
gi|538 MARFTIVLAVLFAAALVSASAHKTVVTTSVAEEGEEENQRGCEWESRQCQMRHCMQWMRS 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA                     
                                                                    

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 2190



 

 

gi|538 MRGQYEESFLRSAEANQGQFEHFRECCNELRDVKSHCRCEALRCMMRQMQQEYGMEQEMQ 
               70        80        90       100       110       120 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 70.5  bits: 19.1 E():   59 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (22-79:116-175) 
 
                        10        20        30          40          
AAD-12          GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|481 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
          90       100       110       120       130       140      
 
      50        60        70        80                              
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEA                              
         .   ...  . .    :   ::    :.                               
gi|481 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
         150       160       170       180       190       200      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 70.5  bits: 19.1 E():   59 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (22-79:117-176) 
 
                        10        20        30          40          
AAD-12          GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|168 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
         90       100       110       120       130       140       
 
      50        60        70        80                              
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEA                              
         .   ...  . .    :   ::    :.                               
gi|168 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
        150       160       170       180       190       200       
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 44; 34.1% identity (51.2% similar) in 41 aa overlap (51-80:37-77) 
 
               30        40        50        60              70     
AAD-12 PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR------TCFADMRAAY 
                                     :. : :.: . ::       :   : ...: 
gi|145 EEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSY 
         10        20        30        40        50        60       
 
                80                                                  
AAD-12 -----DALDEA                                                  
            ::.:::                                                  
gi|145 VLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAP 
         70        80        90       100       110       120       
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (22-79:120-179) 
 
                        10        20        30          40          
AAD-12          GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|285 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
      90       100       110       120       130       140          
 
      50        60        70        80                              
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEA                              
         .   ...  . .    :   ::    :.                               
gi|285 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
     150       160       170       180       190       200          
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 48; 25.0% identity (58.3% similar) in 48 aa overlap (1-41:110-157) 
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                                                10            20    
AAD-12                               GGDIVAISN---VKADGTVR----QHSPAE 
                                     ::.:. :::   .:.:  :.    . :    
gi|115 KYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKISNKYHTKGDHEVKAEQVKASKEM 
      80        90       100       110       120       130          
 
            30        40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA 
        . ..... . .  :.:.                                        
gi|115 GETLLRAVESYLLAHSDAYN                                      
     140       150                                               
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 44; 29.0% identity (67.7% similar) in 31 aa overlap (50-80:49-78) 
 
      20        30        40        50        60        70          
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|144 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
      80                                                            
AAD-12 A                                                            
       :                                                            
gi|144 AGLAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEAT 
        80        90       100       110       120       130        
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 70.1  bits: 19.1 E():   62 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (22-79:131-190) 
 
                        10        20        30          40          
AAD-12          GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|330 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
              110       120       130       140       150       160 
 
      50        60        70        80                              
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEA                              
         .   ...  . .    :   ::    :.                               
gi|330 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
              170       180       190       200       210       220 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (44-63:31-50) 
 
            20        30        40        50        60        70    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|584 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
            80                                                      
AAD-12 YDALDEA                                                      
                                                                    
gi|584 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (44-63:31-50) 
 
            20        30        40        50        60        70    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
            80                                                      

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 2192



 

 

AAD-12 YDALDEA                                                      
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (44-63:31-50) 
 
            20        30        40        50        60        70    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|132 MGVFNYETESTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
            80                                                      
AAD-12 YDALDEA                                                      
                                                                    
gi|132 EGSPFKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (44-63:31-50) 
 
            20        30        40        50        60        70    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
            80                                                      
AAD-12 YDALDEA                                                      
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|14422359|emb|CAC41633.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (40-57:85-102) 
 
      10        20        30        40        50        60          
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETDQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
      70        80       
AAD-12 MRAAYDALDEA       
                         
gi|144 RHVKPLSFRAKTDAPGC 
          120       130  
 
>>gi|14422361|emb|CAC41634.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (40-57:85-102) 
 
      10        20        30        40        50        60          
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
      70        80       
AAD-12 MRAAYDALDEA       
                         
gi|144 RHVKPLSFRAKTDAPGC 
          120       130  
 
>>gi|77999277|gb|ABB16985.1| profilin-like protein [Sola  (131 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 70.0  bits: 17.9 E():   63 
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Smith-Waterman score: 43; 26.6% identity (55.7% similar) in 79 aa overlap (1-65:17-93) 
 
                               10               20        30        
AAD-12                 GGDIVAISNVKADGTVR-------QHSPAEWDDMMKVIV--GNM 
                       :. ... . :  ::::        : .: : . .:. ..  :.. 
gi|779 MSWQTYVDEHLLCEIEGNHLTSAAIVGQDGTVWAQSANFPQFKPEEISGIMNDFAEPGTL 
               10        20        30        40        50        60 
 
              40         50        60        70        80           
AAD-12 A----WHADSTYMPVMAQ-GAVFSAEVVPAVGGRTCFADMRAAYDALDEA           
       :    . . . :: .... :::. ..  :  :: :                          
gi|779 APTGLYLGGTKYMVIQGEPGAVIRGKKGP--GGITIKKTNQALIIGIYDEPMTPGQCNMI 
               70        80          90       100       110         
 
gi|779 VERLGDYLVEQGL 
      120       130  
 
>>gi|14422363|emb|CAC41635.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (40-57:85-102) 
 
      10        20        30        40        50        60          
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSGRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
      70        80       
AAD-12 MRAAYDALDEA       
                         
gi|144 RHVKPLSFRAKTDAPGC 
          120       130  
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (44-63:31-50) 
 
            20        30        40        50        60        70    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
            80                                                      
AAD-12 YDALDEA                                                      
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 70.0  bits: 19.7 E():   63 
Smith-Waterman score: 49; 38.1% identity (66.7% similar) in 21 aa overlap (8-28:216-232) 
 
                                      10        20        30        
AAD-12                        GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     :... :: :    :..::: .          
gi|253 GHPTHLEHSSTNPNSFHYEHNIVSPSSIHPSTAHFDGEV----PSQWDDSLGHGASTPKV 
         190       200       210       220           230       240  
 
        40        50        60        70        80                  
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA                  
                                                                    
gi|253 RTPSHHVSSNPWAEINEPTGGDNDNLAPVTRPRKPARARRQKKEPRKLSDASQGARSSST 
             250       260       270       280       290       300  
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 69.9  bits: 15.5 E():   64 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (37-43:19-25) 
 
         10        20        30        40        50        60       
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
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                                     :..:..:                        
gi|320             YTTEGGTKAEAEDVIPEGWKVDTSYE                       
                           10        20                             
 
         70        80 
AAD-12 FADMRAAYDALDEA 
 
>>gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum aest  (94 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.4  bits: 17.3 E():   68 
Smith-Waterman score: 41; 27.3% identity (48.5% similar) in 33 aa overlap (27-59:17-49) 
 
               10        20        30        40        50        60 
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
                                 :.:  .  . : :.    :  :  ::..   .:  
gi|668           IAVAVSADECEGDRRAMIKECAKYQQWPANPKLDPSDACCAVWQKANIPC 
                         10        20        30        40        50 
 
               70        80                         
AAD-12 VGGRTCFADMRAAYDALDEA                         
                                                    
gi|668 LCAGVTKEKEKIYCMEKVAYVANFCKKPFPHGYKCGSYTFPPLA 
               60        70        80        90     
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 68.8  bits: 17.6 E():   73 
Smith-Waterman score: 42; 23.9% identity (54.3% similar) in 46 aa overlap (33-78:25-69) 
 
             10        20        30        40        50        60   
AAD-12 DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
                                     :  : . . ...   :::.  :: .:  .  
gi|217       MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQ 
                     10        20        30        40        50     
 
             70        80                                           
AAD-12 GRTCFADMRAAYDALDEA                                           
       .   : ...   :..:                                             
gi|217 NLP-FQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVL 
            60        70        80        90       100       110    
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 43; 29.0% identity (67.7% similar) in 31 aa overlap (50-80:49-78) 
 
      20        30        40        50        60        70          
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|186 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVRLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
      80                                                            
AAD-12 A                                                            
       :                                                            
gi|186 AGLGYTYTTIGGDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEAT 
        80        90       100       110       120       130        
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (44-63:31-50) 
 
            20        30        40        50        60        70    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|261 MGVFNYEAETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
            80                                                      
AAD-12 YDALDEA                                                      
                                                                    
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
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>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (44-63:31-50) 
 
            20        30        40        50        60        70    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|132 MGVFNYETETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
            80                                                      
AAD-12 YDALDEA                                                      
                                                                    
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (44-63:31-50) 
 
            20        30        40        50        60        70    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVISAARLFKSYVLDGDKLIPKVAPQAITSVENVGGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
            80                                                      
AAD-12 YDALDEA                                                      
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSK 
               70        80        90       100       110       120 
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 68.2  bits: 18.8 E():   79 
Smith-Waterman score: 46; 22.6% identity (64.5% similar) in 31 aa overlap (41-71:72-102) 
 
               20        30        40        50        60        70 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:...:   :: .  :..  .. :... 
gi|170 QSFSQQPPFSQQQQQPLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQ 
              50        60        70        80        90       100  
 
               80                                                   
AAD-12 RAAYDALDEA                                                   
       .                                                            
gi|170 QQLVLPPQQQQQQLVQQQIPIVQPSVLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSS 
             110       120       130       140       150       160  
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 17.6 E():   86 
Smith-Waterman score: 42; 27.6% identity (58.6% similar) in 29 aa overlap (43-71:11-39) 
 
             20        30        40        50        60        70   
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                     ..:. : : ::.   . :.  :  . ..:  
gi|126                     MRSLLILVLCFLPLAALGKVFGRCELAAAMKRHGLDNYRG 
                                   10        20        30        40 
 
             80                                                     
AAD-12 AYDALDEA                                                     
                                                                    
gi|126 YSLGNWVCAAKFESNFNTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSA 
               50        60        70        80        90       100 
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.3  bits: 17.6 E():   88 
Smith-Waterman score: 42; 21.2% identity (51.5% similar) in 33 aa overlap (11-43:100-132) 
 
                                   10        20        30        40 
AAD-12                     GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD 
                                     :. : .. .     . :   . :.  :.:: 
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gi|121 GFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNAD 
      70        80        90       100       110       120          
 
               50        60        70        80 
AAD-12 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA 
        ..                                      
gi|121 ISHSWDDAFDKAFSVIFEVLES                   
     130       140       150                    
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.1  bits: 14.6 E():   91 
Smith-Waterman score: 32; 25.0% identity (55.0% similar) in 20 aa overlap (7-26:1-20) 
 
               10        20        30        40        50        60 
AAD-12 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
             :..:   :..  .   .: :                                   
gi|409       IAKVPPGGXITAEYGDKWLD                                   
                     10        20                                   
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 67.1  bits: 18.5 E():   91 
Smith-Waterman score: 45; 23.7% identity (44.1% similar) in 59 aa overlap (22-78:126-184) 
 
                        10        20        30          40          
AAD-12          GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|330 GLVPKLDAAYSVSYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
         100       110       120       130       140       150      
 
      50        60        70        80                              
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEA                              
         .   ...  . .    :   ::    :                                
gi|330 IPAGELQIIDKIDAAFKVAATAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAA 
         160       170       180       190       200       210      
 
>>gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (39-63:27-50) 
 
       10        20        30        40        50        60         
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     .:.    :. : :. :.:.. . ::      
gi|212     MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIK 
                   10        20        30         40        50      
 
       70        80                                                 
AAD-12 DMRAAYDALDEA                                                 
                                                                    
gi|212 KITFGEASKYKYSRHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMK 
          60        70        80        90       100       110      
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (44-63:30-49) 
 
            20        30        40        50        60        70    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|402  GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
                10        20        30        40        50          
 
            80                                                      
AAD-12 YDALDEA                                                      
                                                                    
gi|402 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
      60        70        80        90       100       110          
 
>>gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (39-63:27-50) 
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       10        20        30        40        50        60         
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     .:.    :. : :. :.:.. . ::      
gi|212     MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIK 
                   10        20        30         40        50      
 
       70        80                                                 
AAD-12 DMRAAYDALDEA                                                 
                                                                    
gi|212 KITFGEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMK 
          60        70        80        90       100       110      
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 51; 27.1% identity (62.5% similar) in 48 aa overlap (1-41:110-157) 
 
                                                10         20       
AAD-12                               GGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|437 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
      80        90       100       110       120       130          
 
            30        40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA 
        . ..:.. . .  :.:.                                        
gi|437 GETLLKAVESYLLAHSDAYN                                      
     140       150                                               
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 48; 25.0% identity (62.5% similar) in 48 aa overlap (1-41:110-157) 
 
                                                10         20       
AAD-12                               GGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|437 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
      80        90       100       110       120       130          
 
            30        40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA 
        . ..... . .  :.:.                                        
gi|437 GETLLRAVESYLLAHSDAYN                                      
     140       150                                               
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (44-63:31-50) 
 
            20        30        40        50        60        70    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
            80                                                      
AAD-12 YDALDEA                                                      
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (44-63:31-50) 
 
            20        30        40        50        60        70    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
            80                                                      
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AAD-12 YDALDEA                                                      
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (44-63:31-50) 
 
            20        30        40        50        60        70    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
            80                                                      
AAD-12 YDALDEA                                                      
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (44-63:31-50) 
 
            20        30        40        50        60        70    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
            80                                                      
AAD-12 YDALDEA                                                      
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (1-41:111-158) 
 
                                                10         20       
AAD-12                               GGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
            30        40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA 
        . ..... . .  :.:.                                        
gi|132 GEALLRAVESYLLAHSDAYN                                      
              150       160                                      
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (44-63:31-50) 
 
            20        30        40        50        60        70    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
            80                                                      
AAD-12 YDALDEA                                                      
                                                                    
gi|167 EGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 66.8  bits: 17.6 E():   94 
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Smith-Waterman score: 42; 40.0% identity (60.0% similar) in 25 aa overlap (39-63:27-50) 
 
       10        20        30        40        50        60         
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:   : ::: . . ::      
gi|534     MGVFNYEDEATSVIAPARLFKSFVLDADNL-IPKVAPENVSSAENIEGNGGPGTIK 
                   10        20        30         40        50      
 
       70        80                                                 
AAD-12 DMRAAYDALDEA                                                 
                                                                    
gi|534 KITFPEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSIL 
          60        70        80        90       100       110      
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (44-63:31-50) 
 
            20        30        40        50        60        70    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
            80                                                      
AAD-12 YDALDEA                                                      
                                                                    
gi|400 EGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (44-63:31-50) 
 
            20        30        40        50        60        70    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
            80                                                      
AAD-12 YDALDEA                                                      
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (1-41:111-158) 
 
                                                10         20       
AAD-12                               GGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|400 KYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
            30        40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA 
        . ..... . .  :.:.                                        
gi|400 GEALLRAVESYLLAHSDAYN                                      
              150       160                                      
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (44-63:31-50) 
 
            20        30        40        50        60        70    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 2200



 

 

 
            80                                                      
AAD-12 YDALDEA                                                      
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (44-63:31-50) 
 
            20        30        40        50        60        70    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVMPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
            80                                                      
AAD-12 YDALDEA                                                      
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (44-63:31-50) 
 
            20        30        40        50        60        70    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
            80                                                      
AAD-12 YDALDEA                                                      
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (1-41:111-158) 
 
                                                10         20       
AAD-12                               GGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
            30        40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA 
        . ..... . .  :.:.                                        
gi|132 AEALLRAVESYLLAHSDAYN                                      
              150       160                                      
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (44-63:31-50) 
 
            20        30        40        50        60        70    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
            80                                                      
AAD-12 YDALDEA                                                      
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 2201



 

 

>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (1-41:111-158) 
 
                                                10         20       
AAD-12                               GGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|132 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
            30        40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA 
        . ..... . .  :.:.                                        
gi|132 GEALLRAVESYLLAHSDAYN                                      
              150       160                                      
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (44-63:31-50) 
 
            20        30        40        50        60        70    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
            80                                                      
AAD-12 YDALDEA                                                      
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (44-63:31-50) 
 
            20        30        40        50        60        70    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
            80                                                      
AAD-12 YDALDEA                                                      
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 47; 25.0% identity (62.5% similar) in 48 aa overlap (1-41:111-158) 
 
                                                10         20       
AAD-12                               GGDIVAISN---VKADGTVR-QHSPA---E 
                                     ::.:. :::   .:.:  .. .:  :   . 
gi|116 KYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEK 
               90       100       110       120       130       140 
 
            30        40        50        60        70        80 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA 
        . ..... . .  :.:.                                        
gi|116 GEALLRAVESYLLAHSDAYN                                      
              150       160                                      
 
>>gi|29465666|gb|AAL92870.1| pollen allergen Che a 2 [Ch  (131 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 41; 31.8% identity (63.6% similar) in 22 aa overlap (1-22:17-38) 
 
                               10        20        30        40     
AAD-12                 GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 
                       :. . . . .  ::::  .::.                       
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gi|294 MSWQTYVDDHLMCDIEGNHLSSAAILGHDGTVWAQSPSFPQLKPEEVSAIMKDFNEPGSL 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA                         
                                                                    
gi|294 APTGLHLGGTKYMVIQGEPGDVIRGKKGPGGVTIKKTNQALIIGIYGEPMTPGQCNMVVE 
               70        80        90       100       110       120 
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.6  bits: 18.5 E():   97 
Smith-Waterman score: 45; 30.0% identity (70.0% similar) in 20 aa overlap (7-26:95-114) 
 
                                       10        20        30       
AAD-12                         GGDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA 
                                     :. .:  ::...  :.:. .           
gi|198 DHASLVAALKKVDVVISTLGAPQIADQFNLIKAIKEVGTIKRFFPSEFGNDVDKHHAVEP 
           70        80        90       100       110       120     
 
         40        50        60        70        80                 
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA                 
                                                                    
gi|198 MKSMFDLKIKLRRTIEAEGIPHTYVVPHCFAGYFLTNLAQLGLAAPPRDKIVIYGDGTTK 
          130       140       150       160       170       180     
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 66.5  bits: 18.5 E():   98 
Smith-Waterman score: 45; 32.0% identity (64.0% similar) in 25 aa overlap (2-26:93-115) 
 
                                            10        20        30  
AAD-12                              GGDIVAISNVKADGTVRQHSPAEWDDMMKVI 
                                     : :.:   .:  :.:..  :.:. .      
gi|324 DLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAA--IKEAGNVKRFFPSEFGNDVDRS 
             70        80        90         100       110       120 
 
              40        50        60        70        80            
AAD-12 VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA            
                                                                    
gi|324 HAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASSAPRDKVVILG 
              130       140       150       160       170       180 
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 66.5  bits: 18.5 E():   98 
Smith-Waterman score: 45; 28.0% identity (72.0% similar) in 25 aa overlap (7-30:96-120) 
 
                                       10        20         30      
AAD-12                         GGDIVAISNVKADGTVRQHSPAEW-DDMMKVIVGNM 
                                     :. .:  :....  :.:. .:. .:      
gi|107 DHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEFGNDVDRVHAVEP 
          70        80        90       100       110       120      
 
          40        50        60        70        80                
AAD-12 AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA                
                                                                    
gi|107 AKTAFATKAEIRRKTEAEGIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNAR 
         130       140       150       160       170       180      
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:41 2011 done: Fri Jan 21 00:02:41 2011 
 Total Scan time:  0.050 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
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 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 73  - 152 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     1     0:= 
  30     2     2:* 
  32     5     8:==* 
  34     7    22:===    * 
  36    30    44:==========    * 
  38    43    73:===============         * 
  40    70   102:========================         * 
  42    80   125:===========================              * 
  44   128   138:===========================================  * 
  46   171   140:==============================================*========== 
  48   170   134:============================================*============ 
  50   135   122:========================================*==== 
  52   120   108:===================================*==== 
  54    88    92:==============================* 
  56    60    77:====================     * 
  58    56    63:=================== * 
  60    39    51:=============   * 
  62    40    41:=============* 
  64    30    33:==========* 
  66    55    26:========*========== 
  68    37    20:======*====== 
  70     7    16:===  * 
  72    22    12:===*==== 
  74    19    10:===*=== 
  76    17     8:==*=== 
  78    13     6:=*=== 
  80     9     5:=*= 
  82     4     3:*= 
  84     5     3:*= 
  86     7     2:*== 
  88     5     2:*=         inset = represents 1 library sequences 
  90     1     1:* 
  92     3     1:*         :*== 
  94     1     1:*         :* 
  96     1     1:*         :* 
  98     5     0:==        *===== 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
 116     1     0:=         *= 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.47530.00323; mu= 3.0193 0.168 
 mean_var=34.1223 8.649, 0's: 2 Z-trim: 4  B-trim: 186 in 1/43 
 Lambda= 0.219561 
 Kolmogorov-Smirnov  statistic: 0.0983 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.080 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   67 26.1    0.16 
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gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   65 25.5    0.25 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   58 23.2     1.5 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   58 23.2     1.5 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   58 23.2     1.5 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   58 23.2     1.5 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   64 24.7     1.8 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   64 24.7     2.3 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   57 22.8     2.7 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   61 23.8     3.1 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   56 22.5     3.3 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   55 22.1     4.1 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   54 21.8     5.1 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   57 22.6     5.2 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   53 21.5     5.6 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   58 22.8       6 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   58 22.8       6 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   58 22.8     6.2 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   57 22.5     7.7 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   57 22.5     7.7 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   49 20.4     7.8 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 21.2     7.9 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   52 21.2     7.9 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   52 21.2     7.9 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   52 21.2       8 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   55 22.0     8.5 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   55 22.0     8.8 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   56 22.2     9.6 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   50 20.6     9.9 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 21.9      10 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   54 21.6      12 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   50 20.6      12 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 17.9      13 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 17.9      13 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   49 20.3      15 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   53 21.3      16 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   52 21.0      17 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   48 20.0      17 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   46 19.4      17 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 19.9      17 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 20.5      18 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   48 19.9      19 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   51 20.7      20 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 19.4      22 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 19.6      23 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 19.6      23 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   47 19.6      24 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   47 19.6      24 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   47 19.6      24 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   47 19.6      24 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   47 19.6      24 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   47 19.6      24 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   47 19.6      24 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   47 19.6      24 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   47 19.6      24 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   47 19.6      24 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 19.6      24 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 19.6      24 
gi|54144332|emb|CAD54670.2| pollen allergen Phl p  ( 508)   53 21.2      25 
gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   48 19.8      26 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 20.4      26 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   51 20.6      27 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   51 20.6      27 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   51 20.6      27 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   51 20.6      27 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   51 20.6      27 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   51 20.6      27 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   46 19.3      29 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   46 19.3      29 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   44 18.8      29 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 19.3      29 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 19.3      29 
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gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   46 19.3      29 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 19.3      29 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   46 19.3      29 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 19.3      29 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   47 19.5      33 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 20.3      36 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   45 19.0      36 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   45 19.0      36 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   45 19.0      36 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   45 19.0      36 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   45 19.0      36 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   45 19.0      37 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   45 19.0      37 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 16.3      37 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   52 20.8      37 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   44 18.7      38 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   52 20.8      39 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 20.3      40 
gi|55859454|emb|CAH92627.1| pollen allergen Sec c  ( 518)   51 20.5      40 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   44 18.7      40 
gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin pre ( 148)   44 18.7      41 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   49 20.0      43 
gi|14422361|emb|CAC41634.1| plantain pollen major  ( 131)   43 18.4      45 
gi|14422363|emb|CAC41635.1| plantain pollen major  ( 131)   43 18.4      45 
gi|14422359|emb|CAC41633.1| plantain pollen major  ( 131)   43 18.4      45 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 20.0      45 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 18.7      45 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   44 18.7      45 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   44 18.7      46 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   44 18.7      46 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   44 18.7      46 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   44 18.7      46 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   44 18.7      46 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   47 19.4      46 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   47 19.4      46 
gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum  (  94)   41 17.9      46 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   47 19.4      47 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   47 19.4      49 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   42 18.1      52 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   32 15.5      52 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   49 19.9      52 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   43 18.3      54 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   43 18.3      56 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   43 18.3      56 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   43 18.3      56 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   46 19.1      63 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   42 18.0      63 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   42 18.0      65 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   42 18.0      69 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.0      69 
gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allerge ( 159)   42 18.0      69 
gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allerge ( 159)   42 18.0      69 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   42 18.0      69 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.0      70 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.0      70 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.0      70 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   42 18.0      70 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   42 18.0      70 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   42 18.0      70 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.0      70 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.0      70 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 18.0      70 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 18.0      70 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 18.0      70 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.0      70 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   42 18.0      70 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.0      70 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   42 18.0      70 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   42 18.0      70 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   42 18.0      70 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.0      70 
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gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   42 18.0      70 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   45 18.8      73 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   41 17.7      76 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 14.6      76 
gi|4006963|emb|CAA07328.1| pollen allergen Betv1,  ( 120)   40 17.5      77 
gi|4006947|emb|CAA07320.1| pollen allergen Betv1,  ( 120)   40 17.5      77 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   45 18.8      79 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   45 18.8      79 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   45 18.8      79 
gi|114326420|ref|NP_001041618.1| major allergen I  (  88)   38 16.9      82 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   43 18.2      83 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   39 17.2      83 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   41 17.7      84 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   41 17.7      86 
gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allerge ( 159)   41 17.7      86 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   41 17.7      87 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   41 17.7      87 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   41 17.7      87 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   41 17.7      87 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   41 17.7      87 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   41 17.7      87 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   41 17.7      87 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   41 17.7      87 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   28 14.3      87 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.2      88 
gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Ser ( 607)   48 19.5      92 
gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Se ( 608)   48 19.5      93 
gi|15886861|emb|CAC85911.1| arginine kinase [Plodi ( 355)   45 18.7      94 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   40 17.4      94 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   47 19.3      98 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  67  Z-score: 116.6  bits: 26.1 E(): 0.16 
Smith-Waterman score: 67; 40.0% identity (63.3% similar) in 30 aa overlap (11-40:30-56) 
 
                                  10        20        30        40  
AAD-12                    GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. : :   ::. :.. :  
gi|126 TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTK--KGNL-WEVKSA 
               10        20        30        40          50         
 
              50        60        70        80  
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT  
                                                
gi|126 KPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
        60        70        80        90        
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  65  Z-score: 113.3  bits: 25.5 E(): 0.25 
Smith-Waterman score: 65; 35.5% identity (64.5% similar) in 31 aa overlap (11-41:30-57) 
 
                                  10        20        30        40  
AAD-12                    GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. . :   ::. :.. :. 
gi|144 VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKSS 
               10        20        30        40          50         
 
              50        60        70        80 
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                               
gi|144 KPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
        60        70        80        90       
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 99.1  bits: 23.2 E():  1.5 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (11-69:55-107) 
 
                                   10        20        30        40 
AAD-12                     GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
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           30        40        50        60        70          80   
 
               50        60        70        80     
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT     
          :.  ::  :. . .   : .. : :.                
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 99.1  bits: 23.2 E():  1.5 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (11-69:55-107) 
 
                                   10        20        30        40 
AAD-12                     GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
               50        60        70        80     
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT     
          :.  ::  :. . .   : .. : :.                
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 99.1  bits: 23.2 E():  1.5 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (11-69:55-107) 
 
                                   10        20        30        40 
AAD-12                     GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
               50        60        70        80     
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT     
          :.  ::  :. . .   : .. : :.                
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 99.1  bits: 23.2 E():  1.5 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (11-69:55-107) 
 
                                   10        20        30        40 
AAD-12                     GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|117 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
               50        60        70        80     
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT     
          :.  ::  :. . .   : .. : :.                
gi|117 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  64  Z-score: 97.8  bits: 24.7 E():  1.8 
Smith-Waterman score: 64; 33.3% identity (57.1% similar) in 63 aa overlap (10-68:89-149) 
 
                                    10         20        30         
AAD-12                      GDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .  :. . ..:  . 
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLT 
       60        70        80        90       100        110        
 
       40           50        60        70        80                
AAD-12 DSTYMP---VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT                
       : . :    . .::  . :    .:.:::   :                            
gi|114 DFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPE 
        120       130       140       150       160       170       
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gi|114 FHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSN 
        180       190       200       210       220       230       
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  64  Z-score: 95.9  bits: 24.7 E():  2.3 
Smith-Waterman score: 64; 33.3% identity (57.1% similar) in 63 aa overlap (10-68:119-179) 
 
                                    10         20        30         
AAD-12                      GDIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .  :. . ..:  . 
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLT 
       90       100       110       120       130        140        
 
       40           50        60        70        80                
AAD-12 DSTYMP---VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT                
       : . :    . .::  . :    .:.:::   :                            
gi|476 DFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPE 
        150       160       170       180       190       200       
 
gi|476 FHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSN 
        210       220       230       240       250       260       
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 94.8  bits: 22.8 E():  2.7 
Smith-Waterman score: 57; 41.4% identity (69.0% similar) in 29 aa overlap (34-62:23-50) 
 
            10        20        30        40        50        60    
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: :::.: . ::  
gi|444         MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGV 
                       10        20         30        40        50  
 
            70        80                                            
AAD-12 TCFADMRAAYDALDEAT                                            
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  49 init1:  49 opt:  61  Z-score: 93.6  bits: 23.8 E():  3.1 
Smith-Waterman score: 61; 20.8% identity (61.0% similar) in 77 aa overlap (4-79:120-194) 
 
                                          10        20        30    
AAD-12                            GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     .: ...: .    .: :: ::   : .. . 
gi|309 LGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQ 
      90       100       110       120       130       140          
 
             40        50        60        70        80             
AAD-12 MAWHAD-STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT             
       . ...  ..     : ::. .:... :.:  . ..... . : ..:.              
gi|309 VKYQGGCGSGWAFSATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGCYNGWHYQSFE 
     150       160       170        180        190       200        
 
gi|309 WVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAIL 
       210       220       230       240       250       260        
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 93.1  bits: 22.5 E():  3.3 
Smith-Waterman score: 56; 40.0% identity (68.0% similar) in 25 aa overlap (38-62:27-50) 
 
        10        20        30        40        50        60        
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. :::.. . ::      
gi|165     MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIK 
                   10        20        30         40        50      
 
        70        80                                                
AAD-12 DMRAAYDALDEAT                                                
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gi|165 KITFGEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSIL 
          60        70        80        90       100       110      
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 91.5  bits: 22.1 E():  4.1 
Smith-Waterman score: 55; 32.4% identity (58.8% similar) in 34 aa overlap (19-46:114-147) 
 
                           10        20        30              40   
AAD-12             GDIVAISNVKADGTVRQHSPAEWDDMMKVIV----GNMAWHA--DSTY 
                                     :::. :.. : .:    :   : .  .:.. 
gi|250 EVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSW 
            90       100       110       120       130       140    
 
             50        60        70        80 
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
        ::.                                   
gi|250 APVLDFVFSTLKNEL                        
           150                                
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 89.7  bits: 21.8 E():  5.1 
Smith-Waterman score: 54; 37.9% identity (69.0% similar) in 29 aa overlap (34-62:23-50) 
 
            10        20        30        40        50        60    
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: .::.: . ::  
gi|444         MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGV 
                       10        20         30        40        50  
 
            70        80                                            
AAD-12 TCFADMRAAYDALDEAT                                            
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 89.6  bits: 22.6 E():  5.2 
Smith-Waterman score: 57; 18.2% identity (58.2% similar) in 55 aa overlap (9-63:225-279) 
 
                                     10        20        30         
AAD-12                       GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA 
                                     :...: .. ..::. . . . .. ..:    
gi|106 IMQQEQQEQRQGVQILVPLSQQQQVGQGTLVQGQGIIQPQQPAQLEVIRSSVLQTLATMC 
          200       210       220       230       240       250     
 
       40        50        60        70        80 
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
       .    :  .   .  : .: ..::.                  
gi|106 NVYVPPYCSTIRAPFASIVAGIGGQ                  
          260       270                           
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 89.0  bits: 21.5 E():  5.6 
Smith-Waterman score: 53; 26.7% identity (66.7% similar) in 30 aa overlap (40-69:5-34) 
 
      10        20        30        40        50        60          
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.  :..  ... :. .. :. :. :.: : 
gi|189                           MASKSSITPLLLAAVLASVFAAAAATGQYCYAGM 
                                         10        20        30     
 
      70        80                                                  
AAD-12 RAAYDALDEAT                                                  
                                                                    
gi|189 GLPSNPLEGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIG 
           40        50        60        70        80        90     
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 88.5  bits: 22.8 E():    6 
Smith-Waterman score: 58; 20.8% identity (58.4% similar) in 77 aa overlap (4-79:120-194) 
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                                          10        20        30    
AAD-12                            GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     .: ...: .    .: :: ::   : .. . 
gi|129 LGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQ 
      90       100       110       120       130       140          
 
            40         50        60        70        80             
AAD-12 MAWHADSTY-MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT             
       . ...         : ::. .:... :.:  . ..... . : ..:.              
gi|129 VKYQGGCGRGWAFSATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGSYNGWQYQSFE 
     150       160       170        180        190       200        
 
gi|129 WVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAIL 
       210       220       230       240       250       260        
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 88.5  bits: 22.8 E():    6 
Smith-Waterman score: 58; 20.8% identity (58.4% similar) in 77 aa overlap (4-79:120-194) 
 
                                          10        20        30    
AAD-12                            GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     .: ...: .    .: :: ::   : .. . 
gi|119 LGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQ 
      90       100       110       120       130       140          
 
            40         50        60        70        80             
AAD-12 MAWHADSTY-MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT             
       . ...         : ::. .:... :.:  . ..... . : ..:.              
gi|119 VKYQGGCGRGWAFSATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGSYNGWQYQSFE 
     150       160       170        180        190       200        
 
gi|119 WVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAIL 
       210       220       230       240       250       260        
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 88.3  bits: 22.8 E():  6.2 
Smith-Waterman score: 58; 25.0% identity (58.3% similar) in 48 aa overlap (7-54:262-309) 
 
                                       10        20        30       
AAD-12                         GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|169 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
         40        50        60        70        80                 
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT                 
       .: :.::  .  ..::.:                                           
gi|169 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.6  bits: 22.5 E():  7.7 
Smith-Waterman score: 57; 25.0% identity (58.3% similar) in 48 aa overlap (7-54:262-309) 
 
                                       10        20        30       
AAD-12                         GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
         40        50        60        70        80                 
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT                 
       .: :.::  .  ..::.:                                           
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.6  bits: 22.5 E():  7.7 
Smith-Waterman score: 57; 25.0% identity (58.3% similar) in 48 aa overlap (7-54:262-309) 
 
                                       10        20        30       

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 2211



 

 

AAD-12                         GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
         40        50        60        70        80                 
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT                 
       .: :.::  .  ..::.:                                           
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 86.4  bits: 20.4 E():  7.8 
Smith-Waterman score: 49; 32.3% identity (58.1% similar) in 31 aa overlap (14-42:35-64) 
 
                                10        20          30        40  
AAD-12                  GDIVAISNVKADGTVRQHSPAE--WDDMMKVIVGNMAWHADST 
                                     : . ..::.  :: .  : .   .: ::.  
gi|323 QTCAGNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKP 
           10        20        30        40         50        60    
 
              50        60        70        80 
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
       :                                       
gi|323 YSWRYGWTAFCGPAGPRCLRTNAAVTVR            
            70        80        90             
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 86.3  bits: 21.2 E():  7.9 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (38-62:27-50) 
 
        10        20        30        40        50        60        
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|602     MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
        70        80                                                
AAD-12 DMRAAYDALDEAT                                                
                                                                    
gi|602 KINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 86.3  bits: 21.2 E():  7.9 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (38-62:27-50) 
 
        10        20        30        40        50        60        
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|279     MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
        70        80                                                
AAD-12 DMRAAYDALDEAT                                                
                                                                    
gi|279 KINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 86.3  bits: 21.2 E():  7.9 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (38-62:27-50) 
 
        10        20        30        40        50        60        
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|131     MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
        70        80                                                
AAD-12 DMRAAYDALDEAT                                                
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gi|131 KINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 86.3  bits: 21.2 E():    8 
Smith-Waterman score: 52; 37.9% identity (69.0% similar) in 29 aa overlap (34-62:23-50) 
 
            10        20        30        40        50        60    
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: .::.: . ::  
gi|444         MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGV 
                       10        20         30        40        50  
 
            70        80                                            
AAD-12 TCFADMRAAYDALDEAT                                            
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 85.8  bits: 22.0 E():  8.5 
Smith-Waterman score: 55; 16.4% identity (58.2% similar) in 55 aa overlap (9-63:237-291) 
 
                                     10        20        30         
AAD-12                       GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA 
                                     :...: .. ..::. . . .... ..     
gi|170 IMQQEQQEQLQGVQILVPLSQQQQVGQGILVQGQGIIQPQQPAQLEVIRSLVLQTLPTMC 
        210       220       230       240       250       260       
 
       40        50        60        70        80 
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
       .    :  .   .  : .: ..::.                  
gi|170 NVYVPPYCSTIRAPFASIVASIGGQ                  
        270       280       290                   
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 85.5  bits: 22.0 E():  8.8 
Smith-Waterman score: 55; 25.5% identity (55.3% similar) in 47 aa overlap (29-74:16-62) 
 
               10        20        30         40        50          
AAD-12 GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA-WHADSTYMPVMAQGAVFSAEVVPA 
                                   ...:  : . ::. : :. :   .  : .  : 
gi|441              MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATPAA 
                            10        20        30        40        
 
      60        70        80                                        
AAD-12 VGGRTCFADMRAAYDALDEAT                                        
       .::..   ...   :                                              
gi|441 AGGKATTDEQKLLEDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKAPG 
        50        60        70        80        90       100        
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 84.9  bits: 22.2 E():  9.6 
Smith-Waterman score: 56; 25.0% identity (58.3% similar) in 48 aa overlap (7-54:262-309) 
 
                                       10        20        30       
AAD-12                         GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|158 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQLT 
             240       250       260       270       280       290  
 
         40        50        60        70        80                 
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT                 
       .: :.::  .  ..::.:                                           
gi|158 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.6  bits: 20.6 E():  9.9 
Smith-Waterman score: 50; 28.1% identity (59.4% similar) in 32 aa overlap (29-60:11-42) 
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               10        20        30        40        50        60 
AAD-12 GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
                                   ::.. .:: ...   :. : :    ..::  . 
gi|249                   MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQDI 
                                 10        20        30        40   
 
               70        80                                         
AAD-12 GGRTCFADMRAAYDALDEAT                                         
                                                                    
gi|249 MPCLHFVKGEEKEPSKECCSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVAEV 
             50        60        70        80        90       100   
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 84.4  bits: 21.9 E():   10 
Smith-Waterman score: 55; 30.6% identity (58.3% similar) in 36 aa overlap (21-56:155-190) 
 
                         10        20        30        40        50 
AAD-12           GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :   . ..::.:..  :: .     .  :: 
gi|249 QLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA 
          130       140       150       160       170       180     
 
               60        70        80                               
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEAT                               
       . .:::                                                       
gi|249 IPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTL 
          190       200       210       220       230       240     
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  53 init1:  53 opt:  54  Z-score: 83.0  bits: 21.6 E():   12 
Smith-Waterman score: 54; 22.0% identity (62.7% similar) in 59 aa overlap (7-63:271-327) 
 
                                       10        20        30       
AAD-12                         GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     : :...: .. ..::. . . .... ..   
gi|170 IIMQQQQQQQQQQGIDIFLPLSQHEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPS 
              250       260       270       280       290       300 
 
         40          50        60        70        80 
AAD-12 HADSTYMP--VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
         . .:.:     . : : : .: ..::.                  
gi|170 MCN-VYVPPECSIMRAPF-ASIVAGIGGQ                  
               310        320                         
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 82.9  bits: 20.6 E():   12 
Smith-Waterman score: 50; 31.0% identity (55.2% similar) in 29 aa overlap (43-66:31-59) 
 
             20        30        40        50        60             
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICFD 
               10        20        30        40        50        60 
 
        70        80                                                
AAD-12 DMRAAYDALDEAT                                                
                                                                    
gi|132 EGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSISK 
               70        80        90       100       110       120 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 82.8  bits: 17.9 E():   13 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (36-42:19-25) 
 
          10        20        30        40        50        60      
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.::..:                        
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE                       
                           10        20                             
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          70        80 
AAD-12 FADMRAAYDALDEAT 
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 82.8  bits: 17.9 E():   13 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (36-42:19-25) 
 
          10        20        30        40        50        60      
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.::..:                        
gi|320             YTTEGGTKAEAEDVIPEGWKADTSYE                       
                           10        20                             
 
          70        80 
AAD-12 FADMRAAYDALDEAT 
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 81.6  bits: 20.3 E():   15 
Smith-Waterman score: 49; 35.7% identity (52.4% similar) in 42 aa overlap (50-80:37-78) 
 
      20        30        40        50        60              70    
AAD-12 PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR------TCFADMRAAY 
                                     :. : :.: . ::       :   : ...: 
gi|145 EEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSY 
         10        20        30        40        50        60       
 
                 80                                                 
AAD-12 -----DALDEAT                                                 
            ::.::::                                                 
gi|145 VLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAP 
         70        80        90       100       110       120       
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 80.9  bits: 21.3 E():   16 
Smith-Waterman score: 53; 22.9% identity (58.3% similar) in 48 aa overlap (4-49:223-270) 
 
                                          10         20         30  
AAD-12                            GDIVAISNVKADGT-VRQHSPAEWDDMMKV-IV 
                                     : . ..  ::   ..:.  :..  ..  :. 
gi|729 EGVLSRKVPSHLTLETPRVKMNMKYDRYAPVKVFKLDYDGIHFEKHTDIEYEPGVRYKII 
            200       210       220       230       240       250   
 
              40        50        60        70        80            
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT            
       ::   . :. .. . .::                                           
gi|729 GNGKLKDDGRHYSIDVQGIPRKAFNLDADLMDFKLKVSKPEDSNKAQFSYTFNEYTETEE 
            260       270       280       290       300       310   
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 80.4  bits: 21.0 E():   17 
Smith-Waterman score: 52; 32.4% identity (58.8% similar) in 34 aa overlap (35-68:23-55) 
 
           10        20        30        40        50        60     
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .. ::. : :. :   .  : ..::.::   
gi|663         MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGK 
                       10        20        30        40         50  
 
           70        80                                             
AAD-12 CFADMRAAYDALDEAT                                             
         .:                                                         
gi|663 ATTDEQKLLEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILK 
              60        70        80        90       100       110  
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.4  bits: 20.0 E():   17 
Smith-Waterman score: 48; 23.3% identity (66.7% similar) in 30 aa overlap (40-69:5-34) 
 
      10        20        30        40        50        60          
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.  :..  ... :. .. .. :. :.: : 
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gi|439                           MASKSSITPLLLAAVLASVFAAATATGQYCYAGM 
                                         10        20        30     
 
      70        80                                                  
AAD-12 RAAYDALDEAT                                                  
                                                                    
gi|439 GLPSNPLEGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFI 
           40        50        60        70        80        90     
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 80.3  bits: 19.4 E():   17 
Smith-Waterman score: 46; 26.9% identity (53.8% similar) in 52 aa overlap (10-59:8-56) 
 
               10        20        30        40          50         
AAD-12 GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY--MPVMAQGAVFSAEVVP 
                :: :.    .:.  ::..   .::. .  ..     :..  :: :  ..:  
gi|166   ATPTPTPKAAGSWCVPKPGVSDDQL---TGNINYACSQGIDCGPIQPGGACFEPNTVK 
                 10        20           30        40        50      
 
       60        70        80                         
AAD-12 AVGGRTCFADMRAAYDALDEAT                         
       :                                              
gi|166 AHAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
          60        70        80        90       100  
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 80.3  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (7-23:2-19) 
 
               10         20        30        40        50          
AAD-12 GDIVAISNVKAD-GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPA 
             ..: .: :.. ..::.::                                     
gi|250      PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPFPRCRALVKSQCAGGQVVESIQKDC 
                    10        20        30        40        50      
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 80.0  bits: 20.5 E():   18 
Smith-Waterman score: 50; 40.0% identity (72.0% similar) in 25 aa overlap (3-27:9-29) 
 
                     10        20        30        40        50     
AAD-12       GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
               :::.....: .    :.:: .:: :                            
gi|144 MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMVDQIVKSLTTKKELDPFKIEQTK 
               10            20        30        40        50       
 
           60        70        80                                   
AAD-12 EVVPAVGGRTCFADMRAAYDALDEAT                                   
                                                                    
gi|144 VPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKIDTDGGAFAATLKLGDKNIRIKTD 
         60        70        80        90       100       110       
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 79.3  bits: 19.9 E():   19 
Smith-Waterman score: 48; 29.8% identity (47.4% similar) in 57 aa overlap (9-51:38-90) 
 
                                     10           20        30      
AAD-12                       GDIVAISNVKADGTVRQ---HSPAEWDDMMKVIVGNMA 
                                     :.: . .:.    .:  ::.. ::    .: 
gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKVA---QA 
        10        20        30        40        50        60        
 
                     40        50        60        70        80     
AAD-12 W-----------HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT     
       :           :.:      :::::.                                  
gi|148 WAETRTPDCSLIHSDRCG-ENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQI 
           70        80         90       100       110       120    
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.2  bits: 20.7 E():   20 
Smith-Waterman score: 51; 22.6% identity (64.5% similar) in 31 aa overlap (40-70:66-96) 
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      10        20        30        40        50        60          
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:.. ::  :  .. :..  .. :... 
gi|219 QPLPPQQTFPQQPPFSQQQQQQPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQ 
          40        50        60        70        80        90      
 
      70        80                                                  
AAD-12 RAAYDALDEAT                                                  
       .                                                            
gi|219 QQLILPPQQQQQLPQQQISIVQPSVLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSC 
         100       110       120       130       140       150      
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.5  bits: 19.4 E():   22 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (44-59:66-81) 
 
            20        30        40        50        60        70    
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
            80                      
AAD-12 DALDEAT                      
                                    
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS 
         100       110       120    
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.9  bits: 19.6 E():   23 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (57-73:141-157) 
 
         30        40        50        60        70        80 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .:  :: .:.   :..:        
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY        
              120       130       140       150               
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.9  bits: 19.6 E():   23 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (57-73:141-157) 
 
         30        40        50        60        70        80 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .:  :: .:.   :..:        
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY        
              120       130       140       150               
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.8  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (38-62:27-50) 
 
        10        20        30        40        50        60        
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|134     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
        70        80                                                
AAD-12 DMRAAYDALDEAT                                                
                                                                    
gi|134 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.8  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (38-62:27-50) 
 
        10        20        30        40        50        60        
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
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gi|459     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
        70        80                                                
AAD-12 DMRAAYDALDEAT                                                
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.8  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (38-62:27-50) 
 
        10        20        30        40        50        60        
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEYTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
        70        80                                                
AAD-12 DMRAAYDALDEAT                                                
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.8  bits: 19.6 E():   24 
Smith-Waterman score: 47; 40.0% identity (68.0% similar) in 25 aa overlap (38-62:27-50) 
 
        10        20        30        40        50        60        
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :.:.. . ::      
gi|602     MGVFTYEFEFTSVIPPARLYNAFVLDADNL-IPKIAPQAVKSTEILEGDGGVGTIK 
                   10        20        30         40        50      
 
        70        80                                                
AAD-12 DMRAAYDALDEAT                                                
                                                                    
gi|602 KINFGEGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.8  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (38-62:27-50) 
 
        10        20        30        40        50        60        
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|886     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
        70        80                                                
AAD-12 DMRAAYDALDEAT                                                
                                                                    
gi|886 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIK 
          60        70        80        90       100       110      
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.8  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (38-62:27-50) 
 
        10        20        30        40        50        60        
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|165     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
        70        80                                                
AAD-12 DMRAAYDALDEAT                                                
                                                                    
gi|165 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
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          60        70        80        90       100       110      
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.8  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (38-62:27-50) 
 
        10        20        30        40        50        60        
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
        70        80                                                
AAD-12 DMRAAYDALDEAT                                                
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.8  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (38-62:27-50) 
 
        10        20        30        40        50        60        
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
        70        80                                                
AAD-12 DMRAAYDALDEAT                                                
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.8  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (38-62:27-50) 
 
        10        20        30        40        50        60        
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
        70        80                                                
AAD-12 DMRAAYDALDEAT                                                
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.8  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (38-62:27-50) 
 
        10        20        30        40        50        60        
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|753     MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
        70        80                                                
AAD-12 DMRAAYDALDEAT                                                
                                                                    
gi|753 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (57-73:144-160) 
 
         30        40        50        60        70        80 
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AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .:  :: .:.   :..:        
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY        
           120       130       140       150       160        
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (57-73:144-160) 
 
         30        40        50        60        70        80 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .:  :: .:.   :..:        
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY        
           120       130       140       150       160        
 
>>gi|54144332|emb|CAD54670.2| pollen allergen Phl p 4 [P  (508 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 77.2  bits: 21.2 E():   25 
Smith-Waterman score: 53; 28.8% identity (50.0% similar) in 66 aa overlap (2-67:113-168) 
 
                                            10        20        30  
AAD-12                              GDIVAISNVKADGTVRQHSPAEWDDMMKVIV 
                                     :.  .  : .:: .:    . : :   . . 
gi|541 HGVRIRVRSGGHDYEGLSYRSLQPEEFAVVDLSKMRAVWVDGKAR----TAWVDS-GAQL 
             90       100       110       120           130         
 
              40        50        60        70        80            
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT            
       :.. ..:     ::.:    : : : :..:    ::                         
gi|541 GEL-YYAIHKASPVLA----FPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLV 
       140        150           160       170       180       190   
 
gi|541 DANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPKKASEGAVD 
            200       210       220       230       240       250   
 
>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.0  bits: 19.8 E():   26 
Smith-Waterman score: 48; 33.3% identity (59.3% similar) in 27 aa overlap (40-66:17-43) 
 
      10        20        30        40        50        60          
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.:.:  .   ::..:  :  .: : .    
gi|510               MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLP 
                             10        20        30        40       
 
      70        80                                                  
AAD-12 RAAYDALDEAT                                                  
                                                                    
gi|510 VIRGKGGGIEFAKTETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHL 
         50        60        70        80        90       100       
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.9  bits: 20.4 E():   26 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (36-53:66-83) 
 
          10        20        30        40        50        60      
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
          70        80                                              
AAD-12 FADMRAAYDALDEAT                                              
                                                                    
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.6  bits: 20.6 E():   27 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (27-64:270-307) 
 
                   10        20        30        40        50       
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AAD-12     GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|270 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
         60        70        80                                     
AAD-12 VPAVGGRTCFADMRAAYDALDEAT                                     
       .  : : :                                                     
gi|270 IQHVKGGTPKRPDRAIETYLFAMFDENQKQPEVEKHFGLFFPDKRPKYNLNFSAKKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.6  bits: 20.6 E():   27 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (27-64:270-307) 
 
                   10        20        30        40        50       
AAD-12     GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
         60        70        80                                     
AAD-12 VPAVGGRTCFADMRAAYDALDEAT                                     
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.6  bits: 20.6 E():   27 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (27-64:270-307) 
 
                   10        20        30        40        50       
AAD-12     GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
         60        70        80                                     
AAD-12 VPAVGGRTCFADMRAAYDALDEAT                                     
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.6  bits: 20.6 E():   27 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (27-64:270-307) 
 
                   10        20        30        40        50       
AAD-12     GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
         60        70        80                                     
AAD-12 VPAVGGRTCFADMRAAYDALDEAT                                     
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFATFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.6  bits: 20.6 E():   27 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (27-64:270-307) 
 
                   10        20        30        40        50       
AAD-12     GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|118 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
         60        70        80                                     
AAD-12 VPAVGGRTCFADMRAAYDALDEAT                                     
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       .  : : :                                                     
gi|118 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.6  bits: 20.6 E():   27 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (27-64:270-307) 
 
                   10        20        30        40        50       
AAD-12     GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|327 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
         60        70        80                                     
AAD-12 VPAVGGRTCFADMRAAYDALDEAT                                     
       .  : : :                                                     
gi|327 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (38-62:27-50) 
 
        10        20        30        40        50        60        
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
        70        80                                                
AAD-12 DMRAAYDALDEAT                                                
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIK 
          60        70        80        90       100       110      
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 46; 36.0% identity (64.0% similar) in 25 aa overlap (38-62:27-50) 
 
        10        20        30        40        50        60        
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|304     MGLYTFENEFTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
        70        80                                                
AAD-12 DMRAAYDALDEAT                                                
                                                                    
gi|304 KITFGEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 76.0  bits: 18.8 E():   29 
Smith-Waterman score: 44; 32.4% identity (56.8% similar) in 37 aa overlap (43-79:65-101) 
 
             20        30        40        50        60        70   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .:  ..::. ::  . :.:: :  :   :  
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
             80          
AAD-12 YDALDEAT          
        .  .:.           
gi|117 EEEKEESDDDMGFGLFD 
          100       110  
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.0  bits: 19.3 E():   29 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (41-62:29-50) 
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               20        30        40        50        60        70 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|400   MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
               80                                                   
AAD-12 AAYDALDEAT                                                   
                                                                    
gi|400 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKIS 
       60        70        80        90       100       110         
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.0  bits: 19.3 E():   29 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (41-62:29-50) 
 
               20        30        40        50        60        70 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|116   MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
               80                                                   
AAD-12 AAYDALDEAT                                                   
                                                                    
gi|116 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKIS 
       60        70        80        90       100       110         
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 76.0  bits: 19.3 E():   29 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (38-62:27-50) 
 
        10        20        30        40        50        60        
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|880     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
        70        80                                                
AAD-12 DMRAAYDALDEAT                                                
                                                                    
gi|880 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVI 
          60        70        80        90       100       110      
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.0  bits: 19.3 E():   29 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (41-62:29-50) 
 
               20        30        40        50        60        70 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|116   MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
               80                                                   
AAD-12 AAYDALDEAT                                                   
                                                                    
gi|116 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKIS 
       60        70        80        90       100       110         
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 76.0  bits: 19.3 E():   29 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (38-62:27-50) 
 
        10        20        30        40        50        60        
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
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        70        80                                                
AAD-12 DMRAAYDALDEAT                                                
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.0  bits: 19.3 E():   29 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (41-62:29-50) 
 
               20        30        40        50        60        70 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|116   MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
               80                                                   
AAD-12 AAYDALDEAT                                                   
                                                                    
gi|116 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKIS 
       60        70        80        90       100       110         
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 75.1  bits: 19.5 E():   33 
Smith-Waterman score: 47; 23.1% identity (51.3% similar) in 39 aa overlap (6-40:147-185) 
 
                                        10            20        30  
AAD-12                          GDIVAISNVKADGTVRQH----SPAEWDDMMKVIV 
                                     ::.  .::.. .:    .   :    :.   
gi|613 ATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMHVGHYTQIVWAKTKKIGC 
        120       130       140       150       160       170       
 
              40        50        60        70        80 
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
       : . .. :.                                         
gi|613 GRIMFKEDNWNKHYLVCNYGPAGNVLGAQIYEIKK               
        180       190       200       210                
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.4  bits: 20.3 E():   36 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (36-53:56-73) 
 
          10        20        30        40        50        60      
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
          70        80                                              
AAD-12 FADMRAAYDALDEAT                                              
                                                                    
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.4  bits: 19.0 E():   36 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (38-62:27-50) 
 
        10        20        30        40        50        60        
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
        70        80                                                
AAD-12 DMRAAYDALDEAT                                                
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
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 initn:  44 init1:  44 opt:  45  Z-score: 74.4  bits: 19.0 E():   36 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (38-62:27-50) 
 
        10        20        30        40        50        60        
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|753     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTTK 
                   10        20        30         40        50      
 
        70        80                                                
AAD-12 DMRAAYDALDEAT                                                
                                                                    
gi|753 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.4  bits: 19.0 E():   36 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (38-62:27-50) 
 
        10        20        30        40        50        60        
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
        70        80                                                
AAD-12 DMRAAYDALDEAT                                                
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.4  bits: 19.0 E():   36 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (38-62:27-50) 
 
        10        20        30        40        50        60        
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
        70        80                                                
AAD-12 DMRAAYDALDEAT                                                
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.4  bits: 19.0 E():   36 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (38-62:27-50) 
 
        10        20        30        40        50        60        
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|425     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
        70        80                                                
AAD-12 DMRAAYDALDEAT                                                
                                                                    
gi|425 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.3  bits: 19.0 E():   37 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (38-62:27-50) 
 
        10        20        30        40        50        60        
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|901     MGGYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIK 
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                   10        20        30         40        50      
 
        70        80                                                
AAD-12 DMRAAYDALDEAT                                                
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.3  bits: 19.0 E():   37 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (38-62:27-50) 
 
        10        20        30        40        50        60        
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
        70        80                                                
AAD-12 DMRAAYDALDEAT                                                
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 74.2  bits: 16.3 E():   37 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (36-42:19-25) 
 
          10        20        30        40        50        60      
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :..:..:                        
gi|320             YTTEGGTKAEAEDVIPEGWKVDTSYE                       
                           10        20                             
 
          70        80 
AAD-12 FADMRAAYDALDEAT 
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 74.1  bits: 20.8 E():   37 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (17-55:535-572) 
 
                             10        20        30        40       
AAD-12               GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
         50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
        .:  :: :                          
gi|331 KEGC-FSEEGPKLVAAAQAALV             
           570       580                  
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.0  bits: 18.7 E():   38 
Smith-Waterman score: 44; 16.0% identity (72.0% similar) in 25 aa overlap (26-50:12-36) 
 
               10        20        30        40        50        60 
AAD-12 GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
                                .. .... ..: ....  :. : :.           
gi|249               MRTVSARSSVALVVIVAAVLVWTSSASVAPAPAPGSEETCGTVVGA 
                             10        20        30        40       
 
               70        80                                         
AAD-12 GGRTCFADMRAAYDALDEAT                                         
                                                                    
gi|249 LMPCLPFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSE 
         50        60        70        80        90       100       
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 73.8  bits: 20.8 E():   39 
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Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (17-55:558-595) 
 
                             10        20        30        40       
AAD-12               GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|668 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
       530       540       550       560       570       580        
 
         50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
        .:  :: :                          
gi|668 KEGC-FSEEGPKLVAAAQAALV             
       590        600                     
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.7  bits: 20.3 E():   40 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (36-53:56-73) 
 
          10        20        30        40        50        60      
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
          70        80                                              
AAD-12 FADMRAAYDALDEAT                                              
                                                                    
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|55859454|emb|CAH92627.1| pollen allergen Sec c 4 [S  (518 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 73.6  bits: 20.5 E():   40 
Smith-Waterman score: 51; 27.3% identity (53.0% similar) in 66 aa overlap (2-67:126-181) 
 
                                            10        20        30  
AAD-12                              GDIVAISNVKADGTVRQHSPAEWDDMMKVIV 
                                     :.  .  :..:: .:    . : .   . . 
gi|558 HGIRLRVRSGGHDYEGLSYRSEKPETFAVVDLNKMRAVSVDGYAR----TAWVES-GAQL 
         100       110       120       130       140            150 
 
              40        50        60        70        80            
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT            
       :.. ..: .   ::.:    : : : :..:    ::                         
gi|558 GEL-YYAIAKNSPVLA----FPAGVCPSIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVV 
               160           170       180       190       200      
 
gi|558 DPNGKLLDKSSMSADHFWAVRGGGGESFGIVVSWQVKLLPVPPTVTVLKIPKTVQEGAID 
         210       220       230       240       250       260      
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 73.5  bits: 18.7 E():   40 
Smith-Waterman score: 44; 21.1% identity (55.3% similar) in 38 aa overlap (40-77:5-42) 
 
      10        20        30        40        50        60          
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.  :..   .. :. .. .. :  :.: : 
gi|217                           MASKSSISPLLLATVLVSVFAAATATGPYCYAGM 
                                         10        20        30     
 
      70        80                                                  
AAD-12 RAAYDALDEAT                                                  
           . :.                                                     
gi|217 GLPINPLEGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFI 
           40        50        60        70        80        90     
 
>>gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin precurs  (148 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.3  bits: 18.7 E():   41 
Smith-Waterman score: 44; 21.2% identity (54.5% similar) in 33 aa overlap (4-36:25-57) 
 
                                    10        20        30          
AAD-12                      GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD 
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                               :. ..:  .:  ...   ::.. .  .   : :    
gi|538 MARFTIVLAVLFAAALVSASAHKTVVTTSVAEEGEEENQRGCEWESRQCQMRHCMQWMRS 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT                    
                                                                    
gi|538 MRGQYEESFLRSAEANQGQFEHFRECCNELRDVKSHCRCEALRCMMRQMQQEYGMEQEMQ 
               70        80        90       100       110       120 
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 73.0  bits: 20.0 E():   43 
Smith-Waterman score: 49; 33.3% identity (64.3% similar) in 42 aa overlap (34-72:244-284) 
 
            10        20        30          40         50        60 
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW--HADSTYMP-VMAQGAVFSAEVVPAV 
                                     :.:  ..... .: :. .  . :.: :  : 
gi|585 GYYAYPYCYNLTPNQPSAQCEATTMQENDKMSWLFESEDVLLPSVYLRWNLTSGERVGLV 
           220       230       240       250       260       270    
 
               70        80                                         
AAD-12 GGRTCFADMRAAYDALDEAT                                         
       :::.  : .: :                                                 
gi|585 GGRVKEA-LRIARQMTTSRKKVLPYYWYKYQDRRDTDLSRADLEATLRKITDLGADGFII 
           280        290       300       310       320       330   
 
>>gi|14422361|emb|CAC41634.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.7  bits: 18.4 E():   45 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (39-56:85-102) 
 
       10        20        30        40        50        60         
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
       70        80      
AAD-12 MRAAYDALDEAT      
                         
gi|144 RHVKPLSFRAKTDAPGC 
          120       130  
 
>>gi|14422363|emb|CAC41635.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.7  bits: 18.4 E():   45 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (39-56:85-102) 
 
       10        20        30        40        50        60         
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSGRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
       70        80      
AAD-12 MRAAYDALDEAT      
                         
gi|144 RHVKPLSFRAKTDAPGC 
          120       130  
 
>>gi|14422359|emb|CAC41633.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.7  bits: 18.4 E():   45 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (39-56:85-102) 
 
       10        20        30        40        50        60         
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETDQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
       70        80      
AAD-12 MRAAYDALDEAT      
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gi|144 RHVKPLSFRAKTDAPGC 
          120       130  
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 72.7  bits: 20.0 E():   45 
Smith-Waterman score: 49; 40.0% identity (65.0% similar) in 20 aa overlap (33-52:332-348) 
 
             10        20        30        40        50        60   
AAD-12 IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
                                     :  :.   .:: :. .::.:           
gi|113 ILSQGNRFLASDIKKEVVGRYGESAMSESINWNWR---SYMDVFENGAIFVPSGVDPVLT 
             310       320       330          340       350         
 
             70        80                 
AAD-12 RTCFADMRAAYDALDEAT                 
                                          
gi|113 PEQNAGMIPAEPGEAVLRLTSSAGVLSCQPGAPC 
      360       370       380       390   
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 72.6  bits: 18.7 E():   45 
Smith-Waterman score: 44; 29.0% identity (67.7% similar) in 31 aa overlap (49-79:49-78) 
 
       20        30        40        50        60        70         
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|144 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
       80                                                           
AAD-12 AT                                                           
       :                                                            
gi|144 AGLAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEAT 
        80        90       100       110       120       130        
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.6  bits: 18.7 E():   45 
Smith-Waterman score: 44; 36.4% identity (63.6% similar) in 22 aa overlap (41-62:28-49) 
 
               20        30        40        50        60        70 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|115    GVFNYETETTSVIPAARLFKAFILDGDTLFPQVAPQAISSVENISGNGGPGTIKKIS 
                  10        20        30        40        50        
 
               80                                                   
AAD-12 AAYDALDEAT                                                   
                                                                    
gi|115 FPEGLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKIS 
        60        70        80        90       100       110        
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.6  bits: 18.7 E():   46 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (43-62:31-50) 
 
             20        30        40        50        60        70   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|132 MGVFNYETESTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
             80                                                     
AAD-12 YDALDEAT                                                     
                                                                    
gi|132 EGSPFKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.6  bits: 18.7 E():   46 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (43-62:31-50) 
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             20        30        40        50        60        70   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|584 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
             80                                                     
AAD-12 YDALDEAT                                                     
                                                                    
gi|584 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.6  bits: 18.7 E():   46 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (43-62:31-50) 
 
             20        30        40        50        60        70   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
             80                                                     
AAD-12 YDALDEAT                                                     
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.6  bits: 18.7 E():   46 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (43-62:31-50) 
 
             20        30        40        50        60        70   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
             80                                                     
AAD-12 YDALDEAT                                                     
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.5  bits: 18.7 E():   46 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (43-62:31-50) 
 
             20        30        40        50        60        70   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
             80                                                     
AAD-12 YDALDEAT                                                     
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 72.5  bits: 19.4 E():   46 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (21-78:116-175) 
 
                         10        20        30          40         
AAD-12           GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|481 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
          90       100       110       120       130       140      
 
       50        60        70        80                             
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AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEAT                             
         .   ...  . .    :   ::    :.                               
gi|481 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
         150       160       170       180       190       200      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 72.4  bits: 19.4 E():   46 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (21-78:117-176) 
 
                         10        20        30          40         
AAD-12           GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|168 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
         90       100       110       120       130       140       
 
       50        60        70        80                             
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEAT                             
         .   ...  . .    :   ::    :.                               
gi|168 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
        150       160       170       180       190       200       
 
>>gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum aest  (94 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.4  bits: 17.9 E():   46 
Smith-Waterman score: 41; 27.3% identity (48.5% similar) in 33 aa overlap (26-58:17-49) 
 
               10        20        30        40        50        60 
AAD-12 GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
                                :.:  .  . : :.    :  :  ::..   .:   
gi|668          IAVAVSADECEGDRRAMIKECAKYQQWPANPKLDPSDACCAVWQKANIPCL 
                        10        20        30        40        50  
 
               70        80                        
AAD-12 GGRTCFADMRAAYDALDEAT                        
                                                   
gi|668 CAGVTKEKEKIYCMEKVAYVANFCKKPFPHGYKCGSYTFPPLA 
              60        70        80        90     
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 72.3  bits: 19.4 E():   47 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (21-78:120-179) 
 
                         10        20        30          40         
AAD-12           GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|285 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
      90       100       110       120       130       140          
 
       50        60        70        80                             
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEAT                             
         .   ...  . .    :   ::    :.                               
gi|285 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
     150       160       170       180       190       200          
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 72.0  bits: 19.4 E():   49 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (21-78:131-190) 
 
                         10        20        30          40         
AAD-12           GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|330 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
              110       120       130       140       150       160 
 
       50        60        70        80                             
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEAT                             
         .   ...  . .    :   ::    :.                               
gi|330 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
              170       180       190       200       210       220 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 71.6  bits: 18.1 E():   52 
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Smith-Waterman score: 42; 23.9% identity (54.3% similar) in 46 aa overlap (32-77:25-69) 
 
              10        20        30        40        50        60  
AAD-12 DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
                                     :  : . . ...   :::.  :: .:  .  
gi|217       MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQ 
                     10        20        30        40        50     
 
              70        80                                          
AAD-12 GRTCFADMRAAYDALDEAT                                          
       .   : ...   :..:                                             
gi|217 NLP-FQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVL 
            60        70        80        90       100       110    
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 71.5  bits: 15.5 E():   52 
Smith-Waterman score: 32; 25.0% identity (55.0% similar) in 20 aa overlap (6-25:1-20) 
 
               10        20        30        40        50        60 
AAD-12 GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
            :..:   :..  .   .: :                                    
gi|409      IAKVPPGGXITAEYGDKWLD                                    
                    10        20                                    
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 71.5  bits: 19.9 E():   52 
Smith-Waterman score: 49; 38.1% identity (66.7% similar) in 21 aa overlap (7-27:216-232) 
 
                                       10        20        30       
AAD-12                         GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     :... :: :    :..::: .          
gi|253 GHPTHLEHSSTNPNSFHYEHNIVSPSSIHPSTAHFDGEV----PSQWDDSLGHGASTPKV 
         190       200       210       220           230       240  
 
         40        50        60        70        80                 
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT                 
                                                                    
gi|253 RTPSHHVSSNPWAEINEPTGGDNDNLAPVTRPRKPARARRQKKEPRKLSDASQGARSSST 
             250       260       270       280       290       300  
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 71.2  bits: 18.3 E():   54 
Smith-Waterman score: 43; 29.0% identity (67.7% similar) in 31 aa overlap (49-79:49-78) 
 
       20        30        40        50        60        70         
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|186 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVRLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
       80                                                           
AAD-12 AT                                                           
       :                                                            
gi|186 AGLGYTYTTIGGDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEAT 
        80        90       100       110       120       130        
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (43-62:31-50) 
 
             20        30        40        50        60        70   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|132 MGVFNYETETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
             80                                                     
AAD-12 YDALDEAT                                                     
                                                                    
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
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>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (43-62:31-50) 
 
             20        30        40        50        60        70   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|261 MGVFNYEAETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
             80                                                     
AAD-12 YDALDEAT                                                     
                                                                    
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (43-62:31-50) 
 
             20        30        40        50        60        70   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVISAARLFKSYVLDGDKLIPKVAPQAITSVENVGGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
             80                                                     
AAD-12 YDALDEAT                                                     
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSK 
               70        80        90       100       110       120 
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.0  bits: 19.1 E():   63 
Smith-Waterman score: 46; 22.6% identity (64.5% similar) in 31 aa overlap (40-70:72-102) 
 
      10        20        30        40        50        60          
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:...:   :: .  :..  .. :... 
gi|170 QSFSQQPPFSQQQQQPLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQ 
              50        60        70        80        90       100  
 
      70        80                                                  
AAD-12 RAAYDALDEAT                                                  
       .                                                            
gi|170 QQLVLPPQQQQQQLVQQQIPIVQPSVLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSS 
             110       120       130       140       150       160  
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 42; 27.6% identity (58.6% similar) in 29 aa overlap (42-70:11-39) 
 
              20        30        40        50        60        70  
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                     ..:. : : ::.   . :.  :  . ..:  
gi|126                     MRSLLILVLCFLPLAALGKVFGRCELAAAMKRHGLDNYRG 
                                   10        20        30        40 
 
              80                                                    
AAD-12 AYDALDEAT                                                    
                                                                    
gi|126 YSLGNWVCAAKFESNFNTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSA 
               50        60        70        80        90       100 
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.7  bits: 18.0 E():   65 
Smith-Waterman score: 42; 21.2% identity (51.5% similar) in 33 aa overlap (10-42:100-132) 
 
                                    10        20        30          
AAD-12                      GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD 
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                                     :. : .. .     . :   . :.  :.:: 
gi|121 GFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNAD 
      70        80        90       100       110       120          
 
      40        50        60        70        80 
AAD-12 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
        ..                                       
gi|121 ISHSWDDAFDKAFSVIFEVLES                    
     130       140       150                     
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   69 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (43-62:30-49) 
 
             20        30        40        50        60        70   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|437  GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
                10        20        30        40        50          
 
             80                                                     
AAD-12 YDALDEAT                                                     
                                                                    
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   69 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (43-62:30-49) 
 
             20        30        40        50        60        70   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|402  GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
                10        20        30        40        50          
 
             80                                                     
AAD-12 YDALDEAT                                                     
                                                                    
gi|402 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
      60        70        80        90       100       110          
 
>>gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.2  bits: 18.0 E():   69 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (38-62:27-50) 
 
        10        20        30        40        50        60        
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     .:.    :. : :. :.:.. . ::      
gi|212     MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIK 
                   10        20        30         40        50      
 
        70        80                                                
AAD-12 DMRAAYDALDEAT                                                
                                                                    
gi|212 KITFGEASKYKYSRHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMK 
          60        70        80        90       100       110      
 
>>gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.2  bits: 18.0 E():   69 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (38-62:27-50) 
 
        10        20        30        40        50        60        
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     .:.    :. : :. :.:.. . ::      
gi|212     MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIK 
                   10        20        30         40        50      
 
        70        80                                                
AAD-12 DMRAAYDALDEAT                                                
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gi|212 KITFGEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMK 
          60        70        80        90       100       110      
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   69 
Smith-Waterman score: 43; 25.5% identity (61.7% similar) in 47 aa overlap (1-40:111-157) 
 
                                                10         20       
AAD-12                               GDIVAISN---VKADGTVR-QHSPA---EW 
                                     :.:. :::   .:.:  .. .:  :   .  
gi|437 YSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKYHTKGDHEMKAEHMKAIKEKG 
               90       100       110       120       130       140 
 
            30        40        50        60        70        80 
AAD-12 DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
       . ..:.. . .  :.:.                                         
gi|437 ETLLKAVESYLLAHSDAYN                                       
              150                                                
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (43-62:31-50) 
 
             20        30        40        50        60        70   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
             80                                                     
AAD-12 YDALDEAT                                                     
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (43-62:31-50) 
 
             20        30        40        50        60        70   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
             80                                                     
AAD-12 YDALDEAT                                                     
                                                                    
gi|167 EGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (43-62:31-50) 
 
             20        30        40        50        60        70   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
             80                                                     
AAD-12 YDALDEAT                                                     
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (43-62:31-50) 
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             20        30        40        50        60        70   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
             80                                                     
AAD-12 YDALDEAT                                                     
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (43-62:31-50) 
 
             20        30        40        50        60        70   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
             80                                                     
AAD-12 YDALDEAT                                                     
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 40.0% identity (60.0% similar) in 25 aa overlap (38-62:27-50) 
 
        10        20        30        40        50        60        
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:   : ::: . . ::      
gi|534     MGVFNYEDEATSVIAPARLFKSFVLDADNL-IPKVAPENVSSAENIEGNGGPGTIK 
                   10        20        30         40        50      
 
        70        80                                                
AAD-12 DMRAAYDALDEAT                                                
                                                                    
gi|534 KITFPEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSIL 
          60        70        80        90       100       110      
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (43-62:31-50) 
 
             20        30        40        50        60        70   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
             80                                                     
AAD-12 YDALDEAT                                                     
                                                                    
gi|400 EGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (43-62:31-50) 
 
             20        30        40        50        60        70   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
             80                                                     
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AAD-12 YDALDEAT                                                     
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (43-62:31-50) 
 
             20        30        40        50        60        70   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
             80                                                     
AAD-12 YDALDEAT                                                     
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNK 
               70        80        90       100       110       120 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (43-62:31-50) 
 
             20        30        40        50        60        70   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
             80                                                     
AAD-12 YDALDEAT                                                     
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (43-62:31-50) 
 
             20        30        40        50        60        70   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
             80                                                     
AAD-12 YDALDEAT                                                     
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (43-62:31-50) 
 
             20        30        40        50        60        70   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
             80                                                     
AAD-12 YDALDEAT                                                     
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
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Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (43-62:31-50) 
 
             20        30        40        50        60        70   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
             80                                                     
AAD-12 YDALDEAT                                                     
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (43-62:31-50) 
 
             20        30        40        50        60        70   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
             80                                                     
AAD-12 YDALDEAT                                                     
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (43-62:31-50) 
 
             20        30        40        50        60        70   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
             80                                                     
AAD-12 YDALDEAT                                                     
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (43-62:31-50) 
 
             20        30        40        50        60        70   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
             80                                                     
AAD-12 YDALDEAT                                                     
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (43-62:31-50) 
 
             20        30        40        50        60        70   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
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             80                                                     
AAD-12 YDALDEAT                                                     
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (43-62:31-50) 
 
             20        30        40        50        60        70   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
             80                                                     
AAD-12 YDALDEAT                                                     
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (43-62:31-50) 
 
             20        30        40        50        60        70   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVMPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
             80                                                     
AAD-12 YDALDEAT                                                     
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.8  bits: 18.8 E():   73 
Smith-Waterman score: 45; 23.7% identity (44.1% similar) in 59 aa overlap (21-77:126-184) 
 
                         10        20        30          40         
AAD-12           GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|330 GLVPKLDAAYSVSYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
         100       110       120       130       140       150      
 
       50        60        70        80                             
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEAT                             
         .   ...  . .    :   ::    :                                
gi|330 IPAGELQIIDKIDAAFKVAATAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAA 
         160       170       180       190       200       210      
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.5  bits: 17.7 E():   76 
Smith-Waterman score: 41; 34.6% identity (61.5% similar) in 26 aa overlap (40-65:5-30) 
 
      10        20        30        40        50        60          
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.:  ...   ::   .: :::.. :     
gi|217                           MASKSNYNLLFTALLVFIFAAVAAVGNEDCTPWT 
                                         10        20        30     
 
      70        80                                                  
AAD-12 RAAYDALDEAT                                                  
                                                                    
gi|217 STLITPLPSCRNYVEEQACRIEMPGPPYLAKQECCEQLANIPQQCRCQALRYFMGPKSRP 
           40        50        60        70        80        90     
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>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 68.5  bits: 14.6 E():   76 
Smith-Waterman score: 29; 57.1% identity (71.4% similar) in 7 aa overlap (38-44:1-7) 
 
        10        20        30        40        50        60        
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::. : :                        
gi|751                               ADAGYAPAAPGTQPKA               
                                             10                     
 
        70        80 
AAD-12 DMRAAYDALDEAT 
 
>>gi|4006963|emb|CAA07328.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 17.5 E():   77 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (44-62:32-50) 
 
            20        30        40        50        60        70    
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            80                                                     
AAD-12 DALDEAT                                                     
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|4006947|emb|CAA07320.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 17.5 E():   77 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (44-62:32-50) 
 
            20        30        40        50        60        70    
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            80                                                     
AAD-12 DALDEAT                                                     
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.2  bits: 18.8 E():   79 
Smith-Waterman score: 45; 30.0% identity (70.0% similar) in 20 aa overlap (6-25:95-114) 
 
                                        10        20        30      
AAD-12                          GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA 
                                     :. .:  ::...  :.:. .           
gi|198 DHASLVAALKKVDVVISTLGAPQIADQFNLIKAIKEVGTIKRFFPSEFGNDVDKHHAVEP 
           70        80        90       100       110       120     
 
          40        50        60        70        80                
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT                
                                                                    
gi|198 MKSMFDLKIKLRRTIEAEGIPHTYVVPHCFAGYFLTNLAQLGLAAPPRDKIVIYGDGTTK 
          130       140       150       160       170       180     
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.2  bits: 18.8 E():   79 
Smith-Waterman score: 45; 32.0% identity (64.0% similar) in 25 aa overlap (1-25:93-115) 
 
                                             10        20        30 
AAD-12                               GDIVAISNVKADGTVRQHSPAEWDDMMKVI 
                                     : :.:   .:  :.:..  :.:. .      
gi|324 DLYDHESLVKAIKQVDVVISTVGHGQLADQGKIIAA--IKEAGNVKRFFPSEFGNDVDRS 
             70        80        90         100       110       120 
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               40        50        60        70        80           
AAD-12 VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT           
                                                                    
gi|324 HAVEPAKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASSAPRDKVVILG 
              130       140       150       160       170       180 
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 68.2  bits: 18.8 E():   79 
Smith-Waterman score: 45; 28.0% identity (72.0% similar) in 25 aa overlap (6-29:96-120) 
 
                                        10        20         30     
AAD-12                          GDIVAISNVKADGTVRQHSPAEW-DDMMKVIVGNM 
                                     :. .:  :....  :.:. .:. .:      
gi|107 DHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEFGNDVDRVHAVEP 
          70        80        90       100       110       120      
 
           40        50        60        70        80               
AAD-12 AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT               
                                                                    
gi|107 AKTAFATKAEIRRKTEAEGIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNAR 
         130       140       150       160       170       180      
 
>>gi|114326420|ref|NP_001041618.1| major allergen I poly  (88 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.9  bits: 16.9 E():   82 
Smith-Waterman score: 38; 31.8% identity (63.6% similar) in 22 aa overlap (39-60:3-24) 
 
       10        20        30        40        50        60         
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     :..  :  . .:. . :. :::         
gi|114                             MLDAALPPCPTVAATADCEICPAVKRDVDLFL 
                                           10        20        30   
 
       70        80                                             
AAD-12 MRAAYDALDEAT                                             
                                                                
gi|114 TGTPDEYVEQVAQYKALPVVLENARILKNCVDAKMTEEDKENALSLLDKIYTSPLC 
             40        50        60        70        80         
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.8  bits: 18.2 E():   83 
Smith-Waterman score: 43; 30.0% identity (55.0% similar) in 20 aa overlap (30-49:1-20) 
 
               10        20        30        40        50        60 
AAD-12 GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
                                    : .:. :.  .   :.  ::            
gi|142                              IPANFDWRQKTHVNPIRNQGGCGSCWAFAAS 
                                            10        20        30  
 
               70        80                                         
AAD-12 GGRTCFADMRAAYDALDEAT                                         
                                                                    
gi|142 SVAETLYAIHRHQNIILSEQELLDCTYHLYDPTYKCHGCQSGMSPEAFKYMKQKGLLEES 
              40        50        60        70        80        90  
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.8  bits: 17.2 E():   83 
Smith-Waterman score: 39; 28.6% identity (60.7% similar) in 28 aa overlap (48-75:4-31) 
 
        20        30        40        50        60        70        
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     .:.. .:.:. :. :     : .: . :   
gi|777                            MAFKGVLNDADVTAALDGCKSAFDHKAFFKACG 
                                          10        20        30    
 
        80                                                          
AAD-12 EAT                                                          
                                                                    
gi|777 LAAKSADDIKKAFAIIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAGDSDGD 
            40        50        60        70        80        90    
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
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 initn:  38 init1:  38 opt:  41  Z-score: 67.7  bits: 17.7 E():   84 
Smith-Waterman score: 41; 37.9% identity (62.1% similar) in 29 aa overlap (34-62:23-49) 
 
            10        20        30        40        50        60    
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .:  ::.  .:  : :.  :.:.: . ::  
gi|604         MAVFTFDDQATSPVAPATLYNALAKDADNI-IP-KAVGSFQSVEIVEGNGGP 
                       10        20        30          40        50 
 
            70        80                                            
AAD-12 TCFADMRAAYDALDEAT                                            
                                                                    
gi|604 GTIKKISFVEDGETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADG 
               60        70        80        90       100       110 
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (43-62:30-49) 
 
             20        30        40        50        60        70   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|437  GVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
                10        20        30        40        50          
 
             80                                                     
AAD-12 YDALDEAT                                                     
                                                                    
gi|437 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISHK 
      60        70        80        90       100       110          
 
>>gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 41; 32.0% identity (64.0% similar) in 25 aa overlap (38-62:27-50) 
 
        10        20        30        40        50        60        
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     .:.    :. : :. :.:.. . ::      
gi|212     MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGDGGPGTIK 
                   10        20        30         40        50      
 
        70        80                                                
AAD-12 DMRAAYDALDEAT                                                
                                                                    
gi|212 KITFGEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMK 
          60        70        80        90       100       110      
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (43-62:31-50) 
 
             20        30        40        50        60        70   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
             80                                                     
AAD-12 YDALDEAT                                                     
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 48; 25.5% identity (57.4% similar) in 47 aa overlap (1-40:112-158) 
 
                                                10            20    
AAD-12                               GDIVAISN---VKADGTVR----QHSPAEW 
                                     :.:. :::   .:.:  :.    . :     
gi|400 YNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKYHTKGDHEVKAEQVKASKEMG 
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              90       100       110       120       130       140  
 
            30        40        50        60        70        80 
AAD-12 DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
       . ..... : .  :.:.                                         
gi|400 ETLLRAVEGYLLAHSDAYN                                       
             150       160                                       
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (43-62:31-50) 
 
             20        30        40        50        60        70   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
             80                                                     
AAD-12 YDALDEAT                                                     
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (43-62:31-50) 
 
             20        30        40        50        60        70   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|125 MGVFNYETEATSVIPAARLFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
             80                                                     
AAD-12 YDALDEAT                                                     
                                                                    
gi|125 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (43-62:31-50) 
 
             20        30        40        50        60        70   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
             80                                                     
AAD-12 YDALDEAT                                                     
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (43-62:31-50) 
 
             20        30        40        50        60        70   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|154 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
             80                                                     
AAD-12 YDALDEAT                                                     
                                                                    
gi|154 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
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>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (43-62:31-50) 
 
             20        30        40        50        60        70   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
             80                                                     
AAD-12 YDALDEAT                                                     
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (43-62:31-50) 
 
             20        30        40        50        60        70   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
             80                                                     
AAD-12 YDALDEAT                                                     
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 67.4  bits: 14.3 E():   87 
Smith-Waterman score: 28; 40.0% identity (80.0% similar) in 10 aa overlap (49-58:4-13) 
 
       20        30        40        50        60        70         
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.:  :...:                     
gi|131                            GPVGGVVHAHMMPLL                   
                                          10                        
 
       80 
AAD-12 AT 
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.3  bits: 17.2 E():   88 
Smith-Waterman score: 39; 53.8% identity (69.2% similar) in 13 aa overlap (67-79:72-84) 
 
         40        50        60        70        80                 
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT                 
                                     ::.::  ::  .:                  
gi|131 ELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDE 
              50        60        70        80        90       100  
 
gi|131 FGALVDKWGAKG 
             110    
 
>>gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Serum a  (607 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.9  bits: 19.5 E():   92 
Smith-Waterman score: 48; 26.3% identity (78.9% similar) in 19 aa overlap (17-35:557-575) 
 
                             10        20        30        40       
AAD-12               GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:    ...:...::..            
gi|543 AETFTFHADICTLPEDEKQIKKQSALAELVKHKPKATKEQLKTVLGNFSAFVAKCCGRED 
        530       540       550       560       570       580       
 
         50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
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gi|543 KEACFAEEGPKLVASSQLALA              
        590       600                     
 
>>gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Serum   (608 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.9  bits: 19.5 E():   93 
Smith-Waterman score: 48; 21.7% identity (78.3% similar) in 23 aa overlap (17-39:558-580) 
 
                             10        20        30        40       
AAD-12               GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   ....:...:...  .:        
gi|135 AETFTFHADLCTLPEAEKQIKKQSALVELLKHKPKATEEQLKTVMGDFGSFVDKCCAAED 
       530       540       550       560       570       580        
 
         50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                          
gi|135 KEACFAEEGPKLVAAAQAALA              
       590       600                      
 
>>gi|15886861|emb|CAC85911.1| arginine kinase [Plodia in  (355 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 66.8  bits: 18.7 E():   94 
Smith-Waterman score: 45; 33.3% identity (61.1% similar) in 18 aa overlap (17-34:97-112) 
 
                             10        20        30        40       
AAD-12               GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .: : .: :.  .  ::.             
gi|158 YAPDAEAYVVFADLFDPIIEDYHNGFKKTDKHPPKNWGDVETL--GNLDPAGEFVVSTRV 
         70        80        90       100         110       120     
 
         50        60        70        80                           
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT                           
                                                                    
gi|158 RCGRSMEGYPFNPCLTEAQYKEMEEKVSSTLSGLEGELKGTFFPLTGMSKETQQQLIDDH 
          130       140       150       160       170       180     
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.4 E():   94 
Smith-Waterman score: 40; 35.3% identity (70.6% similar) in 17 aa overlap (48-64:30-46) 
 
        20        30        40        50        60        70        
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     :::. ...  :  ::..              
gi|476  DKGPGFVVTGRVYCDPCRAGFETNVSHNVQGATVAVDCRPFNGGESKLKAEATTDGLGW 
                10        20        30        40        50          
 
        80                                                          
AAD-12 EAT                                                          
                                                                    
gi|476 YKIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQGIRYANPIAFF 
      60        70        80        90       100       110          
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 66.4  bits: 19.3 E():   98 
Smith-Waterman score: 47; 34.0% identity (56.6% similar) in 53 aa overlap (29-80:310-352) 
 
                 10        20        30        40         50        
AAD-12   GDIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS-TYMPVMAQGAVFSAEVV 
                                     : .::   .::. .: :. :. :.       
gi|289 SVANMSLGGGKSKTLEDAVNAGVEAGLHFAVAAGND--NADACNYSPAAAEKAI------ 
     280       290       300       310         320       330        
 
        60        70        80                                      
AAD-12 PAVGGRTCFADMRAAYDALDEAT                                      
        .::. : .:: :: ..   : :                                      
gi|289 -TVGAST-LADERAYFSNYGECTDIFAPGLNILSTWIGSNYATNIISGTSMASPHIAGLL 
               340       350       360       370       380          
 
 
 
80 residues in 1 query   sequences 
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339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:41 2011 done: Fri Jan 21 00:02:41 2011 
 Total Scan time:  0.080 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 74  - 153 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     1     0:= 
  26     0     0: 
  28     0     0: 
  30     4     2:* 
  32     5     8:=* 
  34     5    22:==   * 
  36    27    44:=======   * 
  38    48    73:============      * 
  40    76   102:===================      * 
  42    65   125:=================              * 
  44   130   138:================================= * 
  46   181   140:==================================*=========== 
  48   172   134:=================================*========= 
  50   135   122:==============================*=== 
  52   116   108:==========================*== 
  54    88    92:======================* 
  56    61    77:================   * 
  58    53    63:============== * 
  60    38    51:==========  * 
  62    40    41:==========* 
  64    32    33:========* 
  66    54    26:======*======= 
  68    35    20:====*==== 
  70     9    16:===* 
  72    22    12:==*=== 
  74    19    10:==*== 
  76    18     8:=*=== 
  78    13     6:=*== 
  80     8     5:=* 
  82     4     3:* 
  84     5     3:*= 
  86     7     2:*= 
  88     5     2:*=         inset = represents 1 library sequences 
  90     1     1:* 
  92     3     1:*         :*== 
  94     1     1:*         :* 
  96     1     1:*         :* 
  98     5     0:==        *===== 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
 116     1     0:=         *= 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
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Statistics:  Expectation_n fit: rho(ln(x))= 5.40960.0032; mu= 3.3526 0.166 
 mean_var=34.3466 8.681, 0's: 2 Z-trim: 4  B-trim: 186 in 1/43 
 Lambda= 0.218843 
 Kolmogorov-Smirnov  statistic: 0.1023 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   67 26.0    0.17 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   65 25.4    0.26 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   58 23.1     1.6 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   58 23.1     1.6 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   58 23.1     1.6 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   58 23.1     1.6 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   64 24.7     1.8 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   64 24.6     2.3 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   57 22.7     2.7 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   61 23.8     3.1 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   56 22.4     3.4 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   55 22.1     4.1 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   54 21.8     5.2 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   57 22.6     5.2 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   53 21.5     5.7 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   58 22.8       6 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   58 22.8       6 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   58 22.8     6.2 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   57 22.5     7.7 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   57 22.5     7.7 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   49 20.4       8 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 21.2       8 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   52 21.2       8 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   52 21.2       8 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   52 21.2     8.1 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   55 22.0     8.5 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   55 21.9     8.9 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   56 22.2     9.6 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   50 20.6      10 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 21.9      10 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   54 21.6      12 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   50 20.5      13 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 17.9      13 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 17.9      13 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   49 20.2      15 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   53 21.3      16 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   52 21.0      17 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   48 19.9      17 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 19.9      17 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   46 19.4      17 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 20.5      18 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   48 19.9      20 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   51 20.7      20 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 19.3      22 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 19.6      23 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 19.6      23 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   47 19.6      24 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   47 19.6      24 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   47 19.6      24 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   47 19.6      24 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   47 19.6      24 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   47 19.6      24 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   47 19.6      24 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   47 19.6      24 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   47 19.6      24 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   47 19.6      24 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 19.6      24 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 19.6      24 
gi|54144332|emb|CAD54670.2| pollen allergen Phl p  ( 508)   53 21.2      25 
gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   48 19.8      26 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 20.4      26 
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gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   51 20.6      27 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   51 20.6      27 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   51 20.6      27 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   51 20.6      27 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   51 20.6      27 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   51 20.6      27 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   46 19.3      30 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   46 19.3      30 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   46 19.3      30 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 19.3      30 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 19.3      30 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 19.3      30 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   46 19.3      30 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 19.3      30 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   44 18.7      30 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   47 19.5      33 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   51 20.6      36 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 20.3      36 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   45 19.0      37 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   45 19.0      37 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   45 19.0      37 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   45 19.0      37 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   45 19.0      37 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   45 19.0      37 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   45 19.0      37 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   52 20.8      37 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 16.3      38 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   44 18.7      39 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   52 20.8      39 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 20.3      40 
gi|55859454|emb|CAH92627.1| pollen allergen Sec c  ( 518)   51 20.5      40 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   44 18.7      41 
gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin pre ( 148)   44 18.7      42 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   49 20.0      43 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 20.0      44 
gi|14422361|emb|CAC41634.1| plantain pollen major  ( 131)   43 18.4      45 
gi|14422363|emb|CAC41635.1| plantain pollen major  ( 131)   43 18.4      45 
gi|14422359|emb|CAC41633.1| plantain pollen major  ( 131)   43 18.4      45 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 18.6      46 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   44 18.6      46 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   44 18.6      46 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   44 18.6      46 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   44 18.6      46 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   44 18.6      46 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   47 19.4      46 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   44 18.6      46 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   47 19.4      46 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   47 19.4      47 
gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum  (  94)   41 17.8      47 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   47 19.4      49 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   49 19.9      52 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   42 18.1      53 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   32 15.4      54 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   43 18.3      54 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   41 17.8      55 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   43 18.3      57 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   43 18.3      57 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   43 18.3      57 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   46 19.1      63 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   42 18.0      64 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   42 18.0      66 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.0      70 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   42 18.0      70 
gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allerge ( 159)   42 18.0      70 
gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allerge ( 159)   42 18.0      70 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   42 18.0      70 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.0      71 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.0      71 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   42 18.0      71 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.0      71 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   42 18.0      71 
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gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.0      71 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 18.0      71 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.0      71 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 18.0      71 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.0      71 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   42 18.0      71 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.0      71 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   42 18.0      71 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   42 18.0      71 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   42 18.0      71 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.0      71 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 18.0      71 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   42 18.0      71 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   42 18.0      71 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   45 18.8      73 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   41 17.7      77 
gi|4006963|emb|CAA07328.1| pollen allergen Betv1,  ( 120)   40 17.5      78 
gi|4006947|emb|CAA07320.1| pollen allergen Betv1,  ( 120)   40 17.5      78 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   45 18.8      79 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   45 18.8      79 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 14.5      79 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   43 18.2      83 
gi|114326420|ref|NP_001041618.1| major allergen I  (  88)   38 16.9      83 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   41 17.7      84 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   41 17.7      87 
gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allerge ( 159)   41 17.7      87 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   41 17.7      87 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   41 17.7      87 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   41 17.7      87 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   41 17.7      87 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   41 17.7      87 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   41 17.7      87 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   41 17.7      87 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   41 17.7      87 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.2      90 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   28 14.2      91 
gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Ser ( 607)   48 19.6      91 
gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Se ( 608)   48 19.6      92 
gi|15886861|emb|CAC85911.1| arginine kinase [Plodi ( 355)   45 18.7      93 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   40 17.4      95 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   47 19.3      97 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   40 17.4      98 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   44 18.5      98 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  67  Z-score: 116.4  bits: 26.0 E(): 0.17 
Smith-Waterman score: 67; 40.0% identity (63.3% similar) in 30 aa overlap (10-39:30-56) 
 
                                   10        20        30        40 
AAD-12                     DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. : :   ::. :.. :  
gi|126 TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTK--KGNL-WEVKSA 
               10        20        30        40          50         
 
               50        60        70        80 
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                                
gi|126 KPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
        60        70        80        90        
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  65  Z-score: 113.1  bits: 25.4 E(): 0.26 
Smith-Waterman score: 65; 35.5% identity (64.5% similar) in 31 aa overlap (10-40:30-57) 
 
                                   10        20        30        40 
AAD-12                     DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. . :   ::. :.. :. 
gi|144 VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKSS 
               10        20        30        40          50         
 
               50        60        70        80 
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AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                                
gi|144 KPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE  
        60        70        80        90        
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 98.9  bits: 23.1 E():  1.6 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (10-68:55-107) 
 
                                    10        20        30          
AAD-12                      DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
      40        50        60        70        80    
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR    
          :.  ::  :. . .   : .. : :.                
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 98.9  bits: 23.1 E():  1.6 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (10-68:55-107) 
 
                                    10        20        30          
AAD-12                      DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
      40        50        60        70        80    
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR    
          :.  ::  :. . .   : .. : :.                
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 98.9  bits: 23.1 E():  1.6 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (10-68:55-107) 
 
                                    10        20        30          
AAD-12                      DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
      40        50        60        70        80    
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR    
          :.  ::  :. . .   : .. : :.                
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 98.9  bits: 23.1 E():  1.6 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (10-68:55-107) 
 
                                    10        20        30          
AAD-12                      DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|117 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
      40        50        60        70        80    
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR    
          :.  ::  :. . .   : .. : :.                
gi|117 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  64  Z-score: 97.8  bits: 24.7 E():  1.8 
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Smith-Waterman score: 64; 33.3% identity (57.1% similar) in 63 aa overlap (9-67:89-149) 
 
                                     10         20        30        
AAD-12                       DIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .  :. . ..:  . 
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLT 
       60        70        80        90       100        110        
 
        40           50        60        70        80               
AAD-12 DSTYMP---VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR               
       : . :    . .::  . :    .:.:::   :                            
gi|114 DFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPE 
        120       130       140       150       160       170       
 
gi|114 FHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSN 
        180       190       200       210       220       230       
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  64  Z-score: 95.9  bits: 24.6 E():  2.3 
Smith-Waterman score: 64; 33.3% identity (57.1% similar) in 63 aa overlap (9-67:119-179) 
 
                                     10         20        30        
AAD-12                       DIVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .  :. . ..:  . 
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLT 
       90       100       110       120       130        140        
 
        40           50        60        70        80               
AAD-12 DSTYMP---VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR               
       : . :    . .::  . :    .:.:::   :                            
gi|476 DFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPE 
        150       160       170       180       190       200       
 
gi|476 FHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSN 
        210       220       230       240       250       260       
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 94.7  bits: 22.7 E():  2.7 
Smith-Waterman score: 57; 41.4% identity (69.0% similar) in 29 aa overlap (33-61:23-50) 
 
             10        20        30        40        50        60   
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: :::.: . ::  
gi|444         MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGV 
                       10        20         30        40        50  
 
             70        80                                           
AAD-12 TCFADMRAAYDALDEATR                                           
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  49 init1:  49 opt:  61  Z-score: 93.6  bits: 23.8 E():  3.1 
Smith-Waterman score: 61; 20.8% identity (61.0% similar) in 77 aa overlap (3-78:120-194) 
 
                                           10        20        30   
AAD-12                             DIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     .: ...: .    .: :: ::   : .. . 
gi|309 LGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQ 
      90       100       110       120       130       140          
 
              40        50        60        70        80            
AAD-12 MAWHAD-STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR            
       . ...  ..     : ::. .:... :.:  . ..... . : ..:.              
gi|309 VKYQGGCGSGWAFSATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGCYNGWHYQSFE 
     150       160       170        180        190       200        
 
gi|309 WVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAIL 
       210       220       230       240       250       260        
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>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 93.0  bits: 22.4 E():  3.4 
Smith-Waterman score: 56; 40.0% identity (68.0% similar) in 25 aa overlap (37-61:27-50) 
 
         10        20        30        40        50        60       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. :::.. . ::      
gi|165     MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIK 
                   10        20        30         40        50      
 
         70        80                                               
AAD-12 DMRAAYDALDEATR                                               
                                                                    
gi|165 KITFGEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSIL 
          60        70        80        90       100       110      
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 91.4  bits: 22.1 E():  4.1 
Smith-Waterman score: 55; 32.4% identity (58.8% similar) in 34 aa overlap (18-45:114-147) 
 
                            10        20        30              40  
AAD-12              DIVAISNVKADGTVRQHSPAEWDDMMKVIV----GNMAWHA--DSTY 
                                     :::. :.. : .:    :   : .  .:.. 
gi|250 EVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSW 
            90       100       110       120       130       140    
 
              50        60        70        80 
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
        ::.                                    
gi|250 APVLDFVFSTLKNEL                         
           150                                 
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 89.6  bits: 21.8 E():  5.2 
Smith-Waterman score: 54; 37.9% identity (69.0% similar) in 29 aa overlap (33-61:23-50) 
 
             10        20        30        40        50        60   
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: .::.: . ::  
gi|444         MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGV 
                       10        20         30        40        50  
 
             70        80                                           
AAD-12 TCFADMRAAYDALDEATR                                           
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 89.6  bits: 22.6 E():  5.2 
Smith-Waterman score: 57; 18.2% identity (58.2% similar) in 55 aa overlap (8-62:225-279) 
 
                                      10        20        30        
AAD-12                        DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA 
                                     :...: .. ..::. . . . .. ..:    
gi|106 IMQQEQQEQRQGVQILVPLSQQQQVGQGTLVQGQGIIQPQQPAQLEVIRSSVLQTLATMC 
          200       210       220       230       240       250     
 
        40        50        60        70        80 
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
       .    :  .   .  : .: ..::.                   
gi|106 NVYVPPYCSTIRAPFASIVAGIGGQ                   
          260       270                            
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 88.8  bits: 21.5 E():  5.7 
Smith-Waterman score: 53; 26.7% identity (66.7% similar) in 30 aa overlap (39-68:5-34) 
 
       10        20        30        40        50        60         
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.  :..  ... :. .. :. :. :.: : 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 2252



 

 

gi|189                           MASKSSITPLLLAAVLASVFAAAAATGQYCYAGM 
                                         10        20        30     
 
       70        80                                                 
AAD-12 RAAYDALDEATR                                                 
                                                                    
gi|189 GLPSNPLEGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIG 
           40        50        60        70        80        90     
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 88.4  bits: 22.8 E():    6 
Smith-Waterman score: 58; 20.8% identity (58.4% similar) in 77 aa overlap (3-78:120-194) 
 
                                           10        20        30   
AAD-12                             DIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     .: ...: .    .: :: ::   : .. . 
gi|129 LGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQ 
      90       100       110       120       130       140          
 
             40         50        60        70        80            
AAD-12 MAWHADSTY-MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR            
       . ...         : ::. .:... :.:  . ..... . : ..:.              
gi|129 VKYQGGCGRGWAFSATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGSYNGWQYQSFE 
     150       160       170        180        190       200        
 
gi|129 WVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAIL 
       210       220       230       240       250       260        
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 88.4  bits: 22.8 E():    6 
Smith-Waterman score: 58; 20.8% identity (58.4% similar) in 77 aa overlap (3-78:120-194) 
 
                                           10        20        30   
AAD-12                             DIVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     .: ...: .    .: :: ::   : .. . 
gi|119 LGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQ 
      90       100       110       120       130       140          
 
             40         50        60        70        80            
AAD-12 MAWHADSTY-MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR            
       . ...         : ::. .:... :.:  . ..... . : ..:.              
gi|119 VKYQGGCGRGWAFSATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGSYNGWQYQSFE 
     150       160       170        180        190       200        
 
gi|119 WVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAIL 
       210       220       230       240       250       260        
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 88.3  bits: 22.8 E():  6.2 
Smith-Waterman score: 58; 25.0% identity (58.3% similar) in 48 aa overlap (6-53:262-309) 
 
                                        10        20        30      
AAD-12                          DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|169 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
          40        50        60        70        80                
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR                
       .: :.::  .  ..::.:                                           
gi|169 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.6  bits: 22.5 E():  7.7 
Smith-Waterman score: 57; 25.0% identity (58.3% similar) in 48 aa overlap (6-53:262-309) 
 
                                        10        20        30      
AAD-12                          DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
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             240       250       260       270       280       290  
 
          40        50        60        70        80                
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR                
       .: :.::  .  ..::.:                                           
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.6  bits: 22.5 E():  7.7 
Smith-Waterman score: 57; 25.0% identity (58.3% similar) in 48 aa overlap (6-53:262-309) 
 
                                        10        20        30      
AAD-12                          DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
          40        50        60        70        80                
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR                
       .: :.::  .  ..::.:                                           
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 86.3  bits: 20.4 E():    8 
Smith-Waterman score: 49; 32.3% identity (58.1% similar) in 31 aa overlap (13-41:35-64) 
 
                                 10        20          30        40 
AAD-12                   DIVAISNVKADGTVRQHSPAE--WDDMMKVIVGNMAWHADST 
                                     : . ..::.  :: .  : .   .: ::.  
gi|323 QTCAGNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKP 
           10        20        30        40         50        60    
 
               50        60        70        80 
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
       :                                        
gi|323 YSWRYGWTAFCGPAGPRCLRTNAAVTVR             
            70        80        90              
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 86.2  bits: 21.2 E():    8 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (37-61:27-50) 
 
         10        20        30        40        50        60       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|602     MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
         70        80                                               
AAD-12 DMRAAYDALDEATR                                               
                                                                    
gi|602 KINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 86.2  bits: 21.2 E():    8 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (37-61:27-50) 
 
         10        20        30        40        50        60       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|279     MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
         70        80                                               
AAD-12 DMRAAYDALDEATR                                               
                                                                    
gi|279 KINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
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>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 86.2  bits: 21.2 E():    8 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (37-61:27-50) 
 
         10        20        30        40        50        60       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|131     MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
         70        80                                               
AAD-12 DMRAAYDALDEATR                                               
                                                                    
gi|131 KINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 86.2  bits: 21.2 E():  8.1 
Smith-Waterman score: 52; 37.9% identity (69.0% similar) in 29 aa overlap (33-61:23-50) 
 
             10        20        30        40        50        60   
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: .::.: . ::  
gi|444         MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGV 
                       10        20         30        40        50  
 
             70        80                                           
AAD-12 TCFADMRAAYDALDEATR                                           
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 85.8  bits: 22.0 E():  8.5 
Smith-Waterman score: 55; 16.4% identity (58.2% similar) in 55 aa overlap (8-62:237-291) 
 
                                      10        20        30        
AAD-12                        DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA 
                                     :...: .. ..::. . . .... ..     
gi|170 IMQQEQQEQLQGVQILVPLSQQQQVGQGILVQGQGIIQPQQPAQLEVIRSLVLQTLPTMC 
        210       220       230       240       250       260       
 
        40        50        60        70        80 
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
       .    :  .   .  : .: ..::.                   
gi|170 NVYVPPYCSTIRAPFASIVASIGGQ                   
        270       280       290                    
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 85.4  bits: 21.9 E():  8.9 
Smith-Waterman score: 55; 25.5% identity (55.3% similar) in 47 aa overlap (28-73:16-62) 
 
               10        20        30         40        50          
AAD-12 DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA-WHADSTYMPVMAQGAVFSAEVVPAV 
                                  ...:  : . ::. : :. :   .  : .  :. 
gi|441             MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATPAAA 
                           10        20        30        40         
 
      60        70        80                                        
AAD-12 GGRTCFADMRAAYDALDEATR                                        
       ::..   ...   :                                               
gi|441 GGKATTDEQKLLEDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKAPGL 
       50        60        70        80        90       100         
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 84.9  bits: 22.2 E():  9.6 
Smith-Waterman score: 56; 25.0% identity (58.3% similar) in 48 aa overlap (6-53:262-309) 
 
                                        10        20        30      
AAD-12                          DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
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                                     .: . : :   .  :.:  .  ... ..   
gi|158 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQLT 
             240       250       260       270       280       290  
 
          40        50        60        70        80                
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR                
       .: :.::  .  ..::.:                                           
gi|158 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.5  bits: 20.6 E():   10 
Smith-Waterman score: 50; 28.1% identity (59.4% similar) in 32 aa overlap (28-59:11-42) 
 
               10        20        30        40        50        60 
AAD-12 DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
                                  ::.. .:: ...   :. : :    ..::  .  
gi|249                  MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQDIM 
                                10        20        30        40    
 
               70        80                                         
AAD-12 GRTCFADMRAAYDALDEATR                                         
                                                                    
gi|249 PCLHFVKGEEKEPSKECCSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVAEVP 
            50        60        70        80        90       100    
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 84.3  bits: 21.9 E():   10 
Smith-Waterman score: 55; 30.6% identity (58.3% similar) in 36 aa overlap (20-55:155-190) 
 
                          10        20        30        40          
AAD-12            DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :   . ..::.:..  :: .     .  :: 
gi|249 QLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA 
          130       140       150       160       170       180     
 
      50        60        70        80                              
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATR                              
       . .:::                                                       
gi|249 IPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTL 
          190       200       210       220       230       240     
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  53 init1:  53 opt:  54  Z-score: 83.0  bits: 21.6 E():   12 
Smith-Waterman score: 54; 22.0% identity (62.7% similar) in 59 aa overlap (6-62:271-327) 
 
                                        10        20        30      
AAD-12                          DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     : :...: .. ..::. . . .... ..   
gi|170 IIMQQQQQQQQQQGIDIFLPLSQHEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPS 
              250       260       270       280       290       300 
 
          40          50        60        70        80 
AAD-12 HADSTYMP--VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
         . .:.:     . : : : .: ..::.                   
gi|170 MCN-VYVPPECSIMRAPF-ASIVAGIGGQ                   
               310        320                          
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 82.7  bits: 20.5 E():   13 
Smith-Waterman score: 50; 31.0% identity (55.2% similar) in 29 aa overlap (42-65:31-59) 
 
              20        30        40        50        60            
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICFD 
               10        20        30        40        50        60 
 
         70        80                                               
AAD-12 DMRAAYDALDEATR                                               
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gi|132 EGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSISK 
               70        80        90       100       110       120 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 82.5  bits: 17.9 E():   13 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (35-41:19-25) 
 
           10        20        30        40        50        60     
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.::..:                        
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE                       
                           10        20                             
 
           70        80 
AAD-12 FADMRAAYDALDEATR 
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 82.5  bits: 17.9 E():   13 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (35-41:19-25) 
 
           10        20        30        40        50        60     
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.::..:                        
gi|320             YTTEGGTKAEAEDVIPEGWKADTSYE                       
                           10        20                             
 
           70        80 
AAD-12 FADMRAAYDALDEATR 
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 81.5  bits: 20.2 E():   15 
Smith-Waterman score: 49; 35.7% identity (52.4% similar) in 42 aa overlap (49-79:37-78) 
 
       20        30        40        50        60              70   
AAD-12 PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR------TCFADMRAAY 
                                     :. : :.: . ::       :   : ...: 
gi|145 EEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSY 
         10        20        30        40        50        60       
 
                  80                                                
AAD-12 -----DALDEATR                                                
            ::.::::                                                 
gi|145 VLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAP 
         70        80        90       100       110       120       
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 80.9  bits: 21.3 E():   16 
Smith-Waterman score: 53; 22.9% identity (58.3% similar) in 48 aa overlap (3-48:223-270) 
 
                                           10         20         30 
AAD-12                             DIVAISNVKADGT-VRQHSPAEWDDMMKV-IV 
                                     : . ..  ::   ..:.  :..  ..  :. 
gi|729 EGVLSRKVPSHLTLETPRVKMNMKYDRYAPVKVFKLDYDGIHFEKHTDIEYEPGVRYKII 
            200       210       220       230       240       250   
 
               40        50        60        70        80           
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR           
       ::   . :. .. . .::                                           
gi|729 GNGKLKDDGRHYSIDVQGIPRKAFNLDADLMDFKLKVSKPEDSNKAQFSYTFNEYTETEE 
            260       270       280       290       300       310   
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 80.3  bits: 21.0 E():   17 
Smith-Waterman score: 52; 32.4% identity (58.8% similar) in 34 aa overlap (34-67:23-55) 
 
            10        20        30        40        50        60    
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .. ::. : :. :   .  : ..::.::   
gi|663         MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGK 
                       10        20        30        40         50  
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            70        80                                            
AAD-12 CFADMRAAYDALDEATR                                            
         .:                                                         
gi|663 ATTDEQKLLEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILK 
              60        70        80        90       100       110  
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.2  bits: 19.9 E():   17 
Smith-Waterman score: 48; 23.3% identity (66.7% similar) in 30 aa overlap (39-68:5-34) 
 
       10        20        30        40        50        60         
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.  :..  ... :. .. .. :. :.: : 
gi|439                           MASKSSITPLLLAAVLASVFAAATATGQYCYAGM 
                                         10        20        30     
 
       70        80                                                 
AAD-12 RAAYDALDEATR                                                 
                                                                    
gi|439 GLPSNPLEGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFI 
           40        50        60        70        80        90     
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 80.2  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (6-22:2-19) 
 
               10         20        30        40        50          
AAD-12 DIVAISNVKAD-GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
            ..: .: :.. ..::.::                                      
gi|250     PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPFPRCRALVKSQCAGGQVVESIQKDCC 
                   10        20        30        40        50       
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 80.2  bits: 19.4 E():   17 
Smith-Waterman score: 46; 26.9% identity (53.8% similar) in 52 aa overlap (9-58:8-56) 
 
               10        20        30        40          50         
AAD-12 DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY--MPVMAQGAVFSAEVVPA 
               :: :.    .:.  ::..   .::. .  ..     :..  :: :  ..: : 
gi|166  ATPTPTPKAAGSWCVPKPGVSDDQL---TGNINYACSQGIDCGPIQPGGACFEPNTVKA 
                10        20           30        40        50       
 
       60        70        80                        
AAD-12 VGGRTCFADMRAAYDALDEATR                        
                                                     
gi|166 HAAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
         60        70        80        90       100  
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 80.0  bits: 20.5 E():   18 
Smith-Waterman score: 50; 40.0% identity (72.0% similar) in 25 aa overlap (2-26:9-29) 
 
                      10        20        30        40        50    
AAD-12        DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
               :::.....: .    :.:: .:: :                            
gi|144 MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMVDQIVKSLTTKKELDPFKIEQTK 
               10            20        30        40        50       
 
            60        70        80                                  
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATR                                  
                                                                    
gi|144 VPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKIDTDGGAFAATLKLGDKNIRIKTD 
         60        70        80        90       100       110       
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 79.2  bits: 19.9 E():   20 
Smith-Waterman score: 48; 29.8% identity (47.4% similar) in 57 aa overlap (8-50:38-90) 
 
                                      10           20        30     
AAD-12                        DIVAISNVKADGTVRQ---HSPAEWDDMMKVIVGNMA 
                                     :.: . .:.    .:  ::.. ::    .: 
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gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKVA---QA 
        10        20        30        40        50        60        
 
                      40        50        60        70        80    
AAD-12 W-----------HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR    
       :           :.:      :::::.                                  
gi|148 WAETRTPDCSLIHSDRCG-ENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQI 
           70        80         90       100       110       120    
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.1  bits: 20.7 E():   20 
Smith-Waterman score: 51; 22.6% identity (64.5% similar) in 31 aa overlap (39-69:66-96) 
 
       10        20        30        40        50        60         
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:.. ::  :  .. :..  .. :... 
gi|219 QPLPPQQTFPQQPPFSQQQQQQPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQ 
          40        50        60        70        80        90      
 
       70        80                                                 
AAD-12 RAAYDALDEATR                                                 
       .                                                            
gi|219 QQLILPPQQQQQLPQQQISIVQPSVLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSC 
         100       110       120       130       140       150      
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.4  bits: 19.3 E():   22 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (43-58:66-81) 
 
             20        30        40        50        60        70   
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
             80                     
AAD-12 DALDEATR                     
                                    
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS 
         100       110       120    
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.8  bits: 19.6 E():   23 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (56-72:141-157) 
 
          30        40        50        60        70        80 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                     .:  :: .:.   :..:         
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY         
              120       130       140       150                
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.8  bits: 19.6 E():   23 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (56-72:141-157) 
 
          30        40        50        60        70        80 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                     .:  :: .:.   :..:         
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY         
              120       130       140       150                
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (37-61:27-50) 
 
         10        20        30        40        50        60       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|134     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
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         70        80                                               
AAD-12 DMRAAYDALDEATR                                               
                                                                    
gi|134 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (37-61:27-50) 
 
         10        20        30        40        50        60       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
         70        80                                               
AAD-12 DMRAAYDALDEATR                                               
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (37-61:27-50) 
 
         10        20        30        40        50        60       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEYTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
         70        80                                               
AAD-12 DMRAAYDALDEATR                                               
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 47; 40.0% identity (68.0% similar) in 25 aa overlap (37-61:27-50) 
 
         10        20        30        40        50        60       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :.:.. . ::      
gi|602     MGVFTYEFEFTSVIPPARLYNAFVLDADNL-IPKIAPQAVKSTEILEGDGGVGTIK 
                   10        20        30         40        50      
 
         70        80                                               
AAD-12 DMRAAYDALDEATR                                               
                                                                    
gi|602 KINFGEGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (37-61:27-50) 
 
         10        20        30        40        50        60       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|886     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
         70        80                                               
AAD-12 DMRAAYDALDEATR                                               
                                                                    
gi|886 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIK 
          60        70        80        90       100       110      
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
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 initn:  46 init1:  46 opt:  47  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (37-61:27-50) 
 
         10        20        30        40        50        60       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|165     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
         70        80                                               
AAD-12 DMRAAYDALDEATR                                               
                                                                    
gi|165 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (37-61:27-50) 
 
         10        20        30        40        50        60       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
         70        80                                               
AAD-12 DMRAAYDALDEATR                                               
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (37-61:27-50) 
 
         10        20        30        40        50        60       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
         70        80                                               
AAD-12 DMRAAYDALDEATR                                               
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (37-61:27-50) 
 
         10        20        30        40        50        60       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
         70        80                                               
AAD-12 DMRAAYDALDEATR                                               
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (37-61:27-50) 
 
         10        20        30        40        50        60       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|753     MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
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                   10        20        30         40        50      
 
         70        80                                               
AAD-12 DMRAAYDALDEATR                                               
                                                                    
gi|753 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.6  bits: 19.6 E():   24 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (56-72:144-160) 
 
          30        40        50        60        70        80 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                     .:  :: .:.   :..:         
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY         
           120       130       140       150       160         
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.6  bits: 19.6 E():   24 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (56-72:144-160) 
 
          30        40        50        60        70        80 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                     .:  :: .:.   :..:         
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY         
           120       130       140       150       160         
 
>>gi|54144332|emb|CAD54670.2| pollen allergen Phl p 4 [P  (508 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 77.2  bits: 21.2 E():   25 
Smith-Waterman score: 53; 28.8% identity (50.0% similar) in 66 aa overlap (1-66:113-168) 
 
                                             10        20        30 
AAD-12                               DIVAISNVKADGTVRQHSPAEWDDMMKVIV 
                                     :.  .  : .:: .:    . : :   . . 
gi|541 HGVRIRVRSGGHDYEGLSYRSLQPEEFAVVDLSKMRAVWVDGKAR----TAWVDS-GAQL 
             90       100       110       120           130         
 
               40        50        60        70        80           
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR           
       :.. ..:     ::.:    : : : :..:    ::                         
gi|541 GEL-YYAIHKASPVLA----FPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLV 
       140        150           160       170       180       190   
 
gi|541 DANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPKKASEGAVD 
            200       210       220       230       240       250   
 
>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.9  bits: 19.8 E():   26 
Smith-Waterman score: 48; 33.3% identity (59.3% similar) in 27 aa overlap (39-65:17-43) 
 
       10        20        30        40        50        60         
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.:.:  .   ::..:  :  .: : .    
gi|510               MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLP 
                             10        20        30        40       
 
       70        80                                                 
AAD-12 RAAYDALDEATR                                                 
                                                                    
gi|510 VIRGKGGGIEFAKTETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHL 
         50        60        70        80        90       100       
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.9  bits: 20.4 E():   26 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (35-52:66-83) 
 
           10        20        30        40        50        60     
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
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          40        50        60        70        80        90      
 
           70        80                                             
AAD-12 FADMRAAYDALDEATR                                             
                                                                    
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.6  bits: 20.6 E():   27 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (26-63:270-307) 
 
                    10        20        30        40        50      
AAD-12      DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|270 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
          60        70        80                                    
AAD-12 VPAVGGRTCFADMRAAYDALDEATR                                    
       .  : : :                                                     
gi|270 IQHVKGGTPKRPDRAIETYLFAMFDENQKQPEVEKHFGLFFPDKRPKYNLNFSAKKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.6  bits: 20.6 E():   27 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (26-63:270-307) 
 
                    10        20        30        40        50      
AAD-12      DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
          60        70        80                                    
AAD-12 VPAVGGRTCFADMRAAYDALDEATR                                    
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.6  bits: 20.6 E():   27 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (26-63:270-307) 
 
                    10        20        30        40        50      
AAD-12      DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
          60        70        80                                    
AAD-12 VPAVGGRTCFADMRAAYDALDEATR                                    
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.6  bits: 20.6 E():   27 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (26-63:270-307) 
 
                    10        20        30        40        50      
AAD-12      DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
          60        70        80                                    
AAD-12 VPAVGGRTCFADMRAAYDALDEATR                                    
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFATFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
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>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.6  bits: 20.6 E():   27 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (26-63:270-307) 
 
                    10        20        30        40        50      
AAD-12      DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|118 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
          60        70        80                                    
AAD-12 VPAVGGRTCFADMRAAYDALDEATR                                    
       .  : : :                                                     
gi|118 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.6  bits: 20.6 E():   27 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (26-63:270-307) 
 
                    10        20        30        40        50      
AAD-12      DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|327 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
          60        70        80                                    
AAD-12 VPAVGGRTCFADMRAAYDALDEATR                                    
       .  : : :                                                     
gi|327 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 76.0  bits: 19.3 E():   30 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (37-61:27-50) 
 
         10        20        30        40        50        60       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
         70        80                                               
AAD-12 DMRAAYDALDEATR                                               
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIK 
          60        70        80        90       100       110      
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 76.0  bits: 19.3 E():   30 
Smith-Waterman score: 46; 36.0% identity (64.0% similar) in 25 aa overlap (37-61:27-50) 
 
         10        20        30        40        50        60       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|304     MGLYTFENEFTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
         70        80                                               
AAD-12 DMRAAYDALDEATR                                               
                                                                    
gi|304 KITFGEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (37-61:27-50) 
 
         10        20        30        40        50        60       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
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                                     ::.  .: .:  ::  ::.. . ::      
gi|880     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
         70        80                                               
AAD-12 DMRAAYDALDEATR                                               
                                                                    
gi|880 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVI 
          60        70        80        90       100       110      
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (40-61:29-50) 
 
      10        20        30        40        50        60          
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|116   MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
      70        80                                                  
AAD-12 AAYDALDEATR                                                  
                                                                    
gi|116 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKIS 
       60        70        80        90       100       110         
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (40-61:29-50) 
 
      10        20        30        40        50        60          
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|116   MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
      70        80                                                  
AAD-12 AAYDALDEATR                                                  
                                                                    
gi|116 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKIS 
       60        70        80        90       100       110         
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (40-61:29-50) 
 
      10        20        30        40        50        60          
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|116   MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
      70        80                                                  
AAD-12 AAYDALDEATR                                                  
                                                                    
gi|116 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKIS 
       60        70        80        90       100       110         
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (37-61:27-50) 
 
         10        20        30        40        50        60       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
         70        80                                               
AAD-12 DMRAAYDALDEATR                                               
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gi|901 KITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (40-61:29-50) 
 
      10        20        30        40        50        60          
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|400   MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
      70        80                                                  
AAD-12 AAYDALDEATR                                                  
                                                                    
gi|400 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKIS 
       60        70        80        90       100       110         
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 75.9  bits: 18.7 E():   30 
Smith-Waterman score: 44; 32.4% identity (56.8% similar) in 37 aa overlap (42-78:65-101) 
 
              20        30        40        50        60        70  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .:  ..::. ::  . :.:: :  :   :  
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
              80         
AAD-12 YDALDEATR         
        .  .:.           
gi|117 EEEKEESDDDMGFGLFD 
          100       110  
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 75.1  bits: 19.5 E():   33 
Smith-Waterman score: 47; 23.1% identity (51.3% similar) in 39 aa overlap (5-39:147-185) 
 
                                         10            20        30 
AAD-12                           DIVAISNVKADGTVRQH----SPAEWDDMMKVIV 
                                     ::.  .::.. .:    .   :    :.   
gi|613 ATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMHVGHYTQIVWAKTKKIGC 
        120       130       140       150       160       170       
 
               40        50        60        70        80 
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
       : . .. :.                                          
gi|613 GRIMFKEDNWNKHYLVCNYGPAGNVLGAQIYEIKK                
        180       190       200       210                 
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 74.4  bits: 20.6 E():   36 
Smith-Waterman score: 51; 34.2% identity (52.6% similar) in 38 aa overlap (47-80:321-358) 
 
         20        30        40        50        60            70   
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM----RAAY 
                                     :  .  ::..  .::.  .: .    :    
gi|845 RAIEQLHEEQEHSMKIDALRRSLEEQVKQLQVQIQEAEAAALLGGKRVIAKLETRIRDLE 
              300       310       320       330       340       350 
 
             80                                                     
AAD-12 DALDEATR                                                     
        :::: ::                                                     
gi|845 TALDEETRRHKETQNALRKKDRRIKEVQMQVDEEHKQFVMAQDTADRLLEKMNIQKRQLG 
              360       370       380       390       400       410 
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.4  bits: 20.3 E():   36 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (35-52:56-73) 
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           10        20        30        40        50        60     
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
           70        80                                             
AAD-12 FADMRAAYDALDEATR                                             
                                                                    
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.3  bits: 19.0 E():   37 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (37-61:27-50) 
 
         10        20        30        40        50        60       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|753     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTTK 
                   10        20        30         40        50      
 
         70        80                                               
AAD-12 DMRAAYDALDEATR                                               
                                                                    
gi|753 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.3  bits: 19.0 E():   37 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (37-61:27-50) 
 
         10        20        30        40        50        60       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
         70        80                                               
AAD-12 DMRAAYDALDEATR                                               
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.3  bits: 19.0 E():   37 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (37-61:27-50) 
 
         10        20        30        40        50        60       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
         70        80                                               
AAD-12 DMRAAYDALDEATR                                               
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.3  bits: 19.0 E():   37 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (37-61:27-50) 
 
         10        20        30        40        50        60       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|425     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
         70        80                                               
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AAD-12 DMRAAYDALDEATR                                               
                                                                    
gi|425 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.3  bits: 19.0 E():   37 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (37-61:27-50) 
 
         10        20        30        40        50        60       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
         70        80                                               
AAD-12 DMRAAYDALDEATR                                               
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.2  bits: 19.0 E():   37 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (37-61:27-50) 
 
         10        20        30        40        50        60       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|901     MGGYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
         70        80                                               
AAD-12 DMRAAYDALDEATR                                               
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.2  bits: 19.0 E():   37 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (37-61:27-50) 
 
         10        20        30        40        50        60       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
         70        80                                               
AAD-12 DMRAAYDALDEATR                                               
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 74.2  bits: 20.8 E():   37 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (16-54:535-572) 
 
                              10        20        30        40      
AAD-12                DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
          50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
        .:  :: :                           
gi|331 KEGC-FSEEGPKLVAAAQAALV              
           570       580                   
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 73.9  bits: 16.3 E():   38 
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Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (35-41:19-25) 
 
           10        20        30        40        50        60     
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :..:..:                        
gi|320             YTTEGGTKAEAEDVIPEGWKVDTSYE                       
                           10        20                             
 
           70        80 
AAD-12 FADMRAAYDALDEATR 
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.9  bits: 18.7 E():   39 
Smith-Waterman score: 44; 16.0% identity (72.0% similar) in 25 aa overlap (25-49:12-36) 
 
               10        20        30        40        50        60 
AAD-12 DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
                               .. .... ..: ....  :. : :.            
gi|249              MRTVSARSSVALVVIVAAVLVWTSSASVAPAPAPGSEETCGTVVGAL 
                            10        20        30        40        
 
               70        80                                         
AAD-12 GRTCFADMRAAYDALDEATR                                         
                                                                    
gi|249 MPCLPFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEV 
        50        60        70        80        90       100        
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 73.8  bits: 20.8 E():   39 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (16-54:558-595) 
 
                              10        20        30        40      
AAD-12                DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|668 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
       530       540       550       560       570       580        
 
          50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
        .:  :: :                           
gi|668 KEGC-FSEEGPKLVAAAQAALV              
       590        600                      
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.7  bits: 20.3 E():   40 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (35-52:56-73) 
 
           10        20        30        40        50        60     
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
           70        80                                             
AAD-12 FADMRAAYDALDEATR                                             
                                                                    
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|55859454|emb|CAH92627.1| pollen allergen Sec c 4 [S  (518 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 73.6  bits: 20.5 E():   40 
Smith-Waterman score: 51; 27.3% identity (53.0% similar) in 66 aa overlap (1-66:126-181) 
 
                                             10        20        30 
AAD-12                               DIVAISNVKADGTVRQHSPAEWDDMMKVIV 
                                     :.  .  :..:: .:    . : .   . . 
gi|558 HGIRLRVRSGGHDYEGLSYRSEKPETFAVVDLNKMRAVSVDGYAR----TAWVES-GAQL 
         100       110       120       130       140            150 
 
               40        50        60        70        80           
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR           
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       :.. ..: .   ::.:    : : : :..:    ::                         
gi|558 GEL-YYAIAKNSPVLA----FPAGVCPSIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVV 
               160           170       180       190       200      
 
gi|558 DPNGKLLDKSSMSADHFWAVRGGGGESFGIVVSWQVKLLPVPPTVTVLKIPKTVQEGAID 
         210       220       230       240       250       260      
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 73.4  bits: 18.7 E():   41 
Smith-Waterman score: 44; 21.1% identity (55.3% similar) in 38 aa overlap (39-76:5-42) 
 
       10        20        30        40        50        60         
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.  :..   .. :. .. .. :  :.: : 
gi|217                           MASKSSISPLLLATVLVSVFAAATATGPYCYAGM 
                                         10        20        30     
 
       70        80                                                 
AAD-12 RAAYDALDEATR                                                 
           . :.                                                     
gi|217 GLPINPLEGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFI 
           40        50        60        70        80        90     
 
>>gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin precurs  (148 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.2  bits: 18.7 E():   42 
Smith-Waterman score: 44; 21.2% identity (54.5% similar) in 33 aa overlap (3-35:25-57) 
 
                                     10        20        30         
AAD-12                       DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD 
                               :. ..:  .:  ...   ::.. .  .   : :    
gi|538 MARFTIVLAVLFAAALVSASAHKTVVTTSVAEEGEEENQRGCEWESRQCQMRHCMQWMRS 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR                   
                                                                    
gi|538 MRGQYEESFLRSAEANQGQFEHFRECCNELRDVKSHCRCEALRCMMRQMQQEYGMEQEMQ 
               70        80        90       100       110       120 
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 73.0  bits: 20.0 E():   43 
Smith-Waterman score: 49; 33.3% identity (64.3% similar) in 42 aa overlap (33-71:244-284) 
 
             10        20        30          40         50          
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW--HADSTYMP-VMAQGAVFSAEVVPAV 
                                     :.:  ..... .: :. .  . :.: :  : 
gi|585 GYYAYPYCYNLTPNQPSAQCEATTMQENDKMSWLFESEDVLLPSVYLRWNLTSGERVGLV 
           220       230       240       250       260       270    
 
      60        70        80                                        
AAD-12 GGRTCFADMRAAYDALDEATR                                        
       :::.  : .: :                                                 
gi|585 GGRVKEA-LRIARQMTTSRKKVLPYYWYKYQDRRDTDLSRADLEATLRKITDLGADGFII 
           280        290       300       310       320       330   
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 72.8  bits: 20.0 E():   44 
Smith-Waterman score: 49; 40.0% identity (65.0% similar) in 20 aa overlap (32-51:332-348) 
 
              10        20        30        40        50        60  
AAD-12 IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
                                     :  :.   .:: :. .::.:           
gi|113 ILSQGNRFLASDIKKEVVGRYGESAMSESINWNWR---SYMDVFENGAIFVPSGVDPVLT 
             310       320       330          340       350         
 
              70        80                
AAD-12 RTCFADMRAAYDALDEATR                
                                          
gi|113 PEQNAGMIPAEPGEAVLRLTSSAGVLSCQPGAPC 
      360       370       380       390   
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>>gi|14422361|emb|CAC41634.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.7  bits: 18.4 E():   45 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (38-55:85-102) 
 
        10        20        30        40        50        60        
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
        70        80     
AAD-12 MRAAYDALDEATR     
                         
gi|144 RHVKPLSFRAKTDAPGC 
          120       130  
 
>>gi|14422363|emb|CAC41635.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.7  bits: 18.4 E():   45 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (38-55:85-102) 
 
        10        20        30        40        50        60        
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSGRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
        70        80     
AAD-12 MRAAYDALDEATR     
                         
gi|144 RHVKPLSFRAKTDAPGC 
          120       130  
 
>>gi|14422359|emb|CAC41633.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.7  bits: 18.4 E():   45 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (38-55:85-102) 
 
        10        20        30        40        50        60        
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETDQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
        70        80     
AAD-12 MRAAYDALDEATR     
                         
gi|144 RHVKPLSFRAKTDAPGC 
          120       130  
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 72.6  bits: 18.6 E():   46 
Smith-Waterman score: 44; 29.0% identity (67.7% similar) in 31 aa overlap (48-78:49-78) 
 
        20        30        40        50        60        70        
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|144 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
        80                                                          
AAD-12 ATR                                                          
       :                                                            
gi|144 AGLAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEAT 
        80        90       100       110       120       130        
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.6  bits: 18.6 E():   46 
Smith-Waterman score: 44; 36.4% identity (63.6% similar) in 22 aa overlap (40-61:28-49) 
 
      10        20        30        40        50        60          
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
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gi|115    GVFNYETETTSVIPAARLFKAFILDGDTLFPQVAPQAISSVENISGNGGPGTIKKIS 
                  10        20        30        40        50        
 
      70        80                                                  
AAD-12 AAYDALDEATR                                                  
                                                                    
gi|115 FPEGLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKIS 
        60        70        80        90       100       110        
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (42-61:31-50) 
 
              20        30        40        50        60        70  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|132 MGVFNYETESTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
              80                                                    
AAD-12 YDALDEATR                                                    
                                                                    
gi|132 EGSPFKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (42-61:31-50) 
 
              20        30        40        50        60        70  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
              80                                                    
AAD-12 YDALDEATR                                                    
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (42-61:31-50) 
 
              20        30        40        50        60        70  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|584 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
              80                                                    
AAD-12 YDALDEATR                                                    
                                                                    
gi|584 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (42-61:31-50) 
 
              20        30        40        50        60        70  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
              80                                                    
AAD-12 YDALDEATR                                                    
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSK 
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               70        80        90       100       110       120 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 72.5  bits: 19.4 E():   46 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (20-77:116-175) 
 
                          10        20        30          40        
AAD-12            DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|481 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
          90       100       110       120       130       140      
 
        50        60        70        80                            
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATR                            
         .   ...  . .    :   ::    :.                               
gi|481 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
         150       160       170       180       190       200      
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (42-61:31-50) 
 
              20        30        40        50        60        70  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
              80                                                    
AAD-12 YDALDEATR                                                    
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 72.4  bits: 19.4 E():   46 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (20-77:117-176) 
 
                          10        20        30          40        
AAD-12            DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|168 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
         90       100       110       120       130       140       
 
        50        60        70        80                            
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATR                            
         .   ...  . .    :   ::    :.                               
gi|168 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
        150       160       170       180       190       200       
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 72.3  bits: 19.4 E():   47 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (20-77:120-179) 
 
                          10        20        30          40        
AAD-12            DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|285 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
      90       100       110       120       130       140          
 
        50        60        70        80                            
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATR                            
         .   ...  . .    :   ::    :.                               
gi|285 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
     150       160       170       180       190       200          
 
>>gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum aest  (94 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.3  bits: 17.8 E():   47 
Smith-Waterman score: 41; 27.3% identity (48.5% similar) in 33 aa overlap (25-57:17-49) 
 
               10        20        30        40        50        60 
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AAD-12 DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
                               :.:  .  . : :.    :  :  ::..   .:    
gi|668         IAVAVSADECEGDRRAMIKECAKYQQWPANPKLDPSDACCAVWQKANIPCLC 
                       10        20        30        40        50   
 
               70        80                       
AAD-12 GRTCFADMRAAYDALDEATR                       
                                                  
gi|668 AGVTKEKEKIYCMEKVAYVANFCKKPFPHGYKCGSYTFPPLA 
             60        70        80        90     
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 72.0  bits: 19.4 E():   49 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (20-77:131-190) 
 
                          10        20        30          40        
AAD-12            DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|330 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
              110       120       130       140       150       160 
 
        50        60        70        80                            
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATR                            
         .   ...  . .    :   ::    :.                               
gi|330 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
              170       180       190       200       210       220 
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 71.5  bits: 19.9 E():   52 
Smith-Waterman score: 49; 38.1% identity (66.7% similar) in 21 aa overlap (6-26:216-232) 
 
                                        10        20        30      
AAD-12                          DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     :... :: :    :..::: .          
gi|253 GHPTHLEHSSTNPNSFHYEHNIVSPSSIHPSTAHFDGEV----PSQWDDSLGHGASTPKV 
         190       200       210       220           230       240  
 
          40        50        60        70        80                
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR                
                                                                    
gi|253 RTPSHHVSSNPWAEINEPTGGDNDNLAPVTRPRKPARARRQKKEPRKLSDASQGARSSST 
             250       260       270       280       290       300  
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  38 init1:  38 opt:  42  Z-score: 71.5  bits: 18.1 E():   53 
Smith-Waterman score: 42; 23.9% identity (54.3% similar) in 46 aa overlap (31-76:25-69) 
 
               10        20        30        40        50        60 
AAD-12 DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
                                     :  : . . ...   :::.  :: .:  .  
gi|217       MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQ 
                     10        20        30        40        50     
 
               70        80                                         
AAD-12 GRTCFADMRAAYDALDEATR                                         
       .   : ...   :..:                                             
gi|217 NLP-FQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVL 
            60        70        80        90       100       110    
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 71.2  bits: 15.4 E():   54 
Smith-Waterman score: 32; 25.0% identity (55.0% similar) in 20 aa overlap (5-24:1-20) 
 
               10        20        30        40        50        60 
AAD-12 DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
           :..:   :..  .   .: :                                     
gi|409     IAKVPPGGXITAEYGDKWLD                                     
                   10        20                                     
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 71.2  bits: 18.3 E():   54 
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Smith-Waterman score: 43; 29.0% identity (67.7% similar) in 31 aa overlap (48-78:49-78) 
 
        20        30        40        50        60        70        
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|186 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVRLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
        80                                                          
AAD-12 ATR                                                          
       :                                                            
gi|186 AGLGYTYTTIGGDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEAT 
        80        90       100       110       120       130        
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 71.1  bits: 17.8 E():   55 
Smith-Waterman score: 41; 26.5% identity (58.8% similar) in 34 aa overlap (47-80:4-37) 
 
         20        30        40        50        60        70       
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     .:.. .:.:. :. :     : .: . :   
gi|777                            MAFKGVLNDADVTAALDGCKSAFDHKAFFKACG 
                                          10        20        30    
 
         80                                                         
AAD-12 EATR                                                         
        :..                                                         
gi|777 LAAKSADDIKKAFAIIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAGDSDGD 
            40        50        60        70        80        90    
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (42-61:31-50) 
 
              20        30        40        50        60        70  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|261 MGVFNYEAETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
              80                                                    
AAD-12 YDALDEATR                                                    
                                                                    
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (42-61:31-50) 
 
              20        30        40        50        60        70  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|132 MGVFNYETETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
              80                                                    
AAD-12 YDALDEATR                                                    
                                                                    
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (42-61:31-50) 
 
              20        30        40        50        60        70  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVISAARLFKSYVLDGDKLIPKVAPQAITSVENVGGNGGPGTIKNITFG 
               10        20        30        40        50        60 
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              80                                                    
AAD-12 YDALDEATR                                                    
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSK 
               70        80        90       100       110       120 
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.0  bits: 19.1 E():   63 
Smith-Waterman score: 46; 22.6% identity (64.5% similar) in 31 aa overlap (39-69:72-102) 
 
       10        20        30        40        50        60         
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:...:   :: .  :..  .. :... 
gi|170 QSFSQQPPFSQQQQQPLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQ 
              50        60        70        80        90       100  
 
       70        80                                                 
AAD-12 RAAYDALDEATR                                                 
       .                                                            
gi|170 QQLVLPPQQQQQQLVQQQIPIVQPSVLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSS 
             110       120       130       140       150       160  
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 18.0 E():   64 
Smith-Waterman score: 42; 27.6% identity (58.6% similar) in 29 aa overlap (41-69:11-39) 
 
               20        30        40        50        60        70 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                     ..:. : : ::.   . :.  :  . ..:  
gi|126                     MRSLLILVLCFLPLAALGKVFGRCELAAAMKRHGLDNYRG 
                                   10        20        30        40 
 
               80                                                   
AAD-12 AYDALDEATR                                                   
                                                                    
gi|126 YSLGNWVCAAKFESNFNTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSA 
               50        60        70        80        90       100 
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.6  bits: 18.0 E():   66 
Smith-Waterman score: 42; 21.2% identity (51.5% similar) in 33 aa overlap (9-41:100-132) 
 
                                     10        20        30         
AAD-12                       DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD 
                                     :. : .. .     . :   . :.  :.:: 
gi|121 GFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNAD 
      70        80        90       100       110       120          
 
       40        50        60        70        80 
AAD-12 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
        ..                                        
gi|121 ISHSWDDAFDKAFSVIFEVLES                     
     130       140       150                      
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (42-61:30-49) 
 
              20        30        40        50        60        70  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|402  GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
                10        20        30        40        50          
 
              80                                                    
AAD-12 YDALDEATR                                                    
                                                                    
gi|402 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
      60        70        80        90       100       110          
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>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (42-61:30-49) 
 
              20        30        40        50        60        70  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|437  GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
                10        20        30        40        50          
 
              80                                                    
AAD-12 YDALDEATR                                                    
                                                                    
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
>>gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (37-61:27-50) 
 
         10        20        30        40        50        60       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     .:.    :. : :. :.:.. . ::      
gi|212     MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIK 
                   10        20        30         40        50      
 
         70        80                                               
AAD-12 DMRAAYDALDEATR                                               
                                                                    
gi|212 KITFGEASKYKYSRHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMK 
          60        70        80        90       100       110      
 
>>gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (37-61:27-50) 
 
         10        20        30        40        50        60       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     .:.    :. : :. :.:.. . ::      
gi|212     MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIK 
                   10        20        30         40        50      
 
         70        80                                               
AAD-12 DMRAAYDALDEATR                                               
                                                                    
gi|212 KITFGEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMK 
          60        70        80        90       100       110      
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (42-61:30-49) 
 
              20        30        40        50        60        70  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|437  GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
                10        20        30        40        50          
 
              80                                                    
AAD-12 YDALDEATR                                                    
                                                                    
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (42-61:31-50) 
 
              20        30        40        50        60        70  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
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gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
              80                                                    
AAD-12 YDALDEATR                                                    
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (42-61:31-50) 
 
              20        30        40        50        60        70  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
              80                                                    
AAD-12 YDALDEATR                                                    
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (42-61:31-50) 
 
              20        30        40        50        60        70  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
              80                                                    
AAD-12 YDALDEATR                                                    
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (42-61:31-50) 
 
              20        30        40        50        60        70  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
              80                                                    
AAD-12 YDALDEATR                                                    
                                                                    
gi|167 EGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (42-61:31-50) 
 
              20        30        40        50        60        70  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
              80                                                    
AAD-12 YDALDEATR                                                    
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 2278



 

 

               70        80        90       100       110       120 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (42-61:31-50) 
 
              20        30        40        50        60        70  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
              80                                                    
AAD-12 YDALDEATR                                                    
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (42-61:31-50) 
 
              20        30        40        50        60        70  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
              80                                                    
AAD-12 YDALDEATR                                                    
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNK 
               70        80        90       100       110       120 
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (42-61:31-50) 
 
              20        30        40        50        60        70  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
              80                                                    
AAD-12 YDALDEATR                                                    
                                                                    
gi|400 EGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (42-61:31-50) 
 
              20        30        40        50        60        70  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
              80                                                    
AAD-12 YDALDEATR                                                    
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (42-61:31-50) 
 
              20        30        40        50        60        70  
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AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
              80                                                    
AAD-12 YDALDEATR                                                    
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 42; 40.0% identity (60.0% similar) in 25 aa overlap (37-61:27-50) 
 
         10        20        30        40        50        60       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:   : ::: . . ::      
gi|534     MGVFNYEDEATSVIAPARLFKSFVLDADNL-IPKVAPENVSSAENIEGNGGPGTIK 
                   10        20        30         40        50      
 
         70        80                                               
AAD-12 DMRAAYDALDEATR                                               
                                                                    
gi|534 KITFPEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSIL 
          60        70        80        90       100       110      
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (42-61:31-50) 
 
              20        30        40        50        60        70  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
              80                                                    
AAD-12 YDALDEATR                                                    
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (42-61:31-50) 
 
              20        30        40        50        60        70  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
              80                                                    
AAD-12 YDALDEATR                                                    
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (42-61:31-50) 
 
              20        30        40        50        60        70  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
              80                                                    
AAD-12 YDALDEATR                                                    

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 2280



 

 

                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (42-61:31-50) 
 
              20        30        40        50        60        70  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
              80                                                    
AAD-12 YDALDEATR                                                    
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (42-61:31-50) 
 
              20        30        40        50        60        70  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
              80                                                    
AAD-12 YDALDEATR                                                    
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (42-61:31-50) 
 
              20        30        40        50        60        70  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
              80                                                    
AAD-12 YDALDEATR                                                    
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (42-61:31-50) 
 
              20        30        40        50        60        70  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVMPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
              80                                                    
AAD-12 YDALDEATR                                                    
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (42-61:31-50) 
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              20        30        40        50        60        70  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
              80                                                    
AAD-12 YDALDEATR                                                    
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 68.8  bits: 18.8 E():   73 
Smith-Waterman score: 45; 23.7% identity (44.1% similar) in 59 aa overlap (20-76:126-184) 
 
                          10        20        30          40        
AAD-12            DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|330 GLVPKLDAAYSVSYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
         100       110       120       130       140       150      
 
        50        60        70        80                            
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATR                            
         .   ...  . .    :   ::    :                                
gi|330 IPAGELQIIDKIDAAFKVAATAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAA 
         160       170       180       190       200       210      
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.7 E():   77 
Smith-Waterman score: 41; 34.6% identity (61.5% similar) in 26 aa overlap (39-64:5-30) 
 
       10        20        30        40        50        60         
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.:  ...   ::   .: :::.. :     
gi|217                           MASKSNYNLLFTALLVFIFAAVAAVGNEDCTPWT 
                                         10        20        30     
 
       70        80                                                 
AAD-12 RAAYDALDEATR                                                 
                                                                    
gi|217 STLITPLPSCRNYVEEQACRIEMPGPPYLAKQECCEQLANIPQQCRCQALRYFMGPKSRP 
           40        50        60        70        80        90     
 
>>gi|4006963|emb|CAA07328.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.3  bits: 17.5 E():   78 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (43-61:32-50) 
 
             20        30        40        50        60        70   
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
             80                                                    
AAD-12 DALDEATR                                                    
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|4006947|emb|CAA07320.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.3  bits: 17.5 E():   78 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (43-61:32-50) 
 
             20        30        40        50        60        70   
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
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             80                                                    
AAD-12 DALDEATR                                                    
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.2  bits: 18.8 E():   79 
Smith-Waterman score: 45; 30.0% identity (70.0% similar) in 20 aa overlap (5-24:95-114) 
 
                                         10        20        30     
AAD-12                           DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA 
                                     :. .:  ::...  :.:. .           
gi|198 DHASLVAALKKVDVVISTLGAPQIADQFNLIKAIKEVGTIKRFFPSEFGNDVDKHHAVEP 
           70        80        90       100       110       120     
 
           40        50        60        70        80               
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR               
                                                                    
gi|198 MKSMFDLKIKLRRTIEAEGIPHTYVVPHCFAGYFLTNLAQLGLAAPPRDKIVIYGDGTTK 
          130       140       150       160       170       180     
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 68.2  bits: 18.8 E():   79 
Smith-Waterman score: 45; 28.0% identity (72.0% similar) in 25 aa overlap (5-28:96-120) 
 
                                         10        20         30    
AAD-12                           DIVAISNVKADGTVRQHSPAEW-DDMMKVIVGNM 
                                     :. .:  :....  :.:. .:. .:      
gi|107 DHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEFGNDVDRVHAVEP 
          70        80        90       100       110       120      
 
            40        50        60        70        80              
AAD-12 AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR              
                                                                    
gi|107 AKTAFATKAEIRRKTEAEGIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNAR 
         130       140       150       160       170       180      
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 68.2  bits: 14.5 E():   79 
Smith-Waterman score: 29; 57.1% identity (71.4% similar) in 7 aa overlap (37-43:1-7) 
 
         10        20        30        40        50        60       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::. : :                        
gi|751                               ADAGYAPAAPGTQPKA               
                                             10                     
 
         70        80 
AAD-12 DMRAAYDALDEATR 
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.8  bits: 18.2 E():   83 
Smith-Waterman score: 43; 30.0% identity (55.0% similar) in 20 aa overlap (29-48:1-20) 
 
               10        20        30        40        50        60 
AAD-12 DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
                                   : .:. :.  .   :.  ::             
gi|142                             IPANFDWRQKTHVNPIRNQGGCGSCWAFAASS 
                                           10        20        30   
 
               70        80                                         
AAD-12 GRTCFADMRAAYDALDEATR                                         
                                                                    
gi|142 VAETLYAIHRHQNIILSEQELLDCTYHLYDPTYKCHGCQSGMSPEAFKYMKQKGLLEESH 
             40        50        60        70        80        90   
 
>>gi|114326420|ref|NP_001041618.1| major allergen I poly  (88 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.8  bits: 16.9 E():   83 
Smith-Waterman score: 38; 31.8% identity (63.6% similar) in 22 aa overlap (38-59:3-24) 
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        10        20        30        40        50        60        
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     :..  :  . .:. . :. :::         
gi|114                             MLDAALPPCPTVAATADCEICPAVKRDVDLFL 
                                           10        20        30   
 
        70        80                                            
AAD-12 MRAAYDALDEATR                                            
                                                                
gi|114 TGTPDEYVEQVAQYKALPVVLENARILKNCVDAKMTEEDKENALSLLDKIYTSPLC 
             40        50        60        70        80         
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.7  bits: 17.7 E():   84 
Smith-Waterman score: 41; 37.9% identity (62.1% similar) in 29 aa overlap (33-61:23-49) 
 
             10        20        30        40        50        60   
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .:  ::.  .:  : :.  :.:.: . ::  
gi|604         MAVFTFDDQATSPVAPATLYNALAKDADNI-IP-KAVGSFQSVEIVEGNGGP 
                       10        20        30          40        50 
 
             70        80                                           
AAD-12 TCFADMRAAYDALDEATR                                           
                                                                    
gi|604 GTIKKISFVEDGETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADG 
               60        70        80        90       100       110 
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (42-61:30-49) 
 
              20        30        40        50        60        70  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|437  GVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
                10        20        30        40        50          
 
              80                                                    
AAD-12 YDALDEATR                                                    
                                                                    
gi|437 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISHK 
      60        70        80        90       100       110          
 
>>gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 41; 32.0% identity (64.0% similar) in 25 aa overlap (37-61:27-50) 
 
         10        20        30        40        50        60       
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     .:.    :. : :. :.:.. . ::      
gi|212     MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGDGGPGTIK 
                   10        20        30         40        50      
 
         70        80                                               
AAD-12 DMRAAYDALDEATR                                               
                                                                    
gi|212 KITFGEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMK 
          60        70        80        90       100       110      
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (42-61:31-50) 
 
              20        30        40        50        60        70  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
              80                                                    
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AAD-12 YDALDEATR                                                    
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (42-61:31-50) 
 
              20        30        40        50        60        70  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|125 MGVFNYETEATSVIPAARLFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
              80                                                    
AAD-12 YDALDEATR                                                    
                                                                    
gi|125 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (42-61:31-50) 
 
              20        30        40        50        60        70  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
              80                                                    
AAD-12 YDALDEATR                                                    
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (42-61:31-50) 
 
              20        30        40        50        60        70  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
              80                                                    
AAD-12 YDALDEATR                                                    
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (42-61:31-50) 
 
              20        30        40        50        60        70  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
              80                                                    
AAD-12 YDALDEATR                                                    
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.7 E():   87 
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Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (42-61:31-50) 
 
              20        30        40        50        60        70  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|154 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
              80                                                    
AAD-12 YDALDEATR                                                    
                                                                    
gi|154 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (42-61:31-50) 
 
              20        30        40        50        60        70  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
              80                                                    
AAD-12 YDALDEATR                                                    
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (42-61:31-50) 
 
              20        30        40        50        60        70  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
              80                                                    
AAD-12 YDALDEATR                                                    
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.2 E():   90 
Smith-Waterman score: 39; 53.8% identity (69.2% similar) in 13 aa overlap (66-78:72-84) 
 
          40        50        60        70        80                
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR                
                                     ::.::  ::  .:                  
gi|131 ELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDE 
              50        60        70        80        90       100  
 
gi|131 FGALVDKWGAKG 
             110    
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 67.1  bits: 14.2 E():   91 
Smith-Waterman score: 28; 40.0% identity (80.0% similar) in 10 aa overlap (48-57:4-13) 
 
        20        30        40        50        60        70        
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.:  :...:                     
gi|131                            GPVGGVVHAHMMPLL                   
                                          10                        
 
        80 
AAD-12 ATR 
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>>gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Serum a  (607 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.0  bits: 19.6 E():   91 
Smith-Waterman score: 48; 26.3% identity (78.9% similar) in 19 aa overlap (16-34:557-575) 
 
                              10        20        30        40      
AAD-12                DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:    ...:...::..            
gi|543 AETFTFHADICTLPEDEKQIKKQSALAELVKHKPKATKEQLKTVLGNFSAFVAKCCGRED 
        530       540       550       560       570       580       
 
          50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                           
gi|543 KEACFAEEGPKLVASSQLALA               
        590       600                      
 
>>gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Serum   (608 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.0  bits: 19.6 E():   92 
Smith-Waterman score: 48; 21.7% identity (78.3% similar) in 23 aa overlap (16-38:558-580) 
 
                              10        20        30        40      
AAD-12                DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   ....:...:...  .:        
gi|135 AETFTFHADLCTLPEAEKQIKKQSALVELLKHKPKATEEQLKTVMGDFGSFVDKCCAAED 
       530       540       550       560       570       580        
 
          50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                           
gi|135 KEACFAEEGPKLVAAAQAALA               
       590       600                       
 
>>gi|15886861|emb|CAC85911.1| arginine kinase [Plodia in  (355 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 66.9  bits: 18.7 E():   93 
Smith-Waterman score: 45; 33.3% identity (61.1% similar) in 18 aa overlap (16-33:97-112) 
 
                              10        20        30        40      
AAD-12                DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .: : .: :.  .  ::.             
gi|158 YAPDAEAYVVFADLFDPIIEDYHNGFKKTDKHPPKNWGDVETL--GNLDPAGEFVVSTRV 
         70        80        90       100         110       120     
 
          50        60        70        80                          
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR                          
                                                                    
gi|158 RCGRSMEGYPFNPCLTEAQYKEMEEKVSSTLSGLEGELKGTFFPLTGMSKETQQQLIDDH 
          130       140       150       160       170       180     
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.4 E():   95 
Smith-Waterman score: 40; 35.3% identity (70.6% similar) in 17 aa overlap (47-63:30-46) 
 
         20        30        40        50        60        70       
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     :::. ...  :  ::..              
gi|476  DKGPGFVVTGRVYCDPCRAGFETNVSHNVQGATVAVDCRPFNGGESKLKAEATTDGLGW 
                10        20        30        40        50          
 
         80                                                         
AAD-12 EATR                                                         
                                                                    
gi|476 YKIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQGIRYANPIAFF 
      60        70        80        90       100       110          
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 66.5  bits: 19.3 E():   97 
Smith-Waterman score: 47; 34.0% identity (56.6% similar) in 53 aa overlap (28-79:310-352) 
 
                  10        20        30         40        50       
AAD-12    DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS-TYMPVMAQGAVFSAEVV 
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                                     : .::   .::. .: :. :. :.       
gi|289 SVANMSLGGGKSKTLEDAVNAGVEAGLHFAVAAGND--NADACNYSPAAAEKAI------ 
     280       290       300       310         320       330        
 
         60        70        80                                     
AAD-12 PAVGGRTCFADMRAAYDALDEATR                                     
        .::. : .:: :: ..   : :                                      
gi|289 -TVGAST-LADERAYFSNYGECTDIFAPGLNILSTWIGSNYATNIISGTSMASPHIAGLL 
               340       350       360       370       380          
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.5  bits: 17.4 E():   98 
Smith-Waterman score: 40; 46.2% identity (84.6% similar) in 13 aa overlap (68-80:126-138) 
 
        40        50        60        70        80          
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR          
                                     . ::..::: :..          
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG 
         100       110       120       130       140        
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 18.5 E():   98 
Smith-Waterman score: 44; 30.0% identity (70.0% similar) in 20 aa overlap (5-24:96-115) 
 
                                         10        20        30     
AAD-12                           DIVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA 
                                     :. .:  :.:..  :.:. .           
gi|324 DHESLVKAIKQVDVVISTVGHGQLADQGKIIAAIKEAGNVKRFFPSEFGNDVDRSHAVEP 
          70        80        90       100       110       120      
 
           40        50        60        70        80               
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR               
                                                                    
gi|324 AKSAFETKAKIRRAVEAEGIPYTYVSSNFFAGYFLPTLNQPGASSAPRDKVVILGDGNPK 
         130       140       150       160       170       180      
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:42 2011 done: Fri Jan 21 00:02:42 2011 
 Total Scan time:  0.070 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 75  - 154 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     1     0:= 
  30     3     2:* 
  32     5     8:==* 
  34     6    22:==     * 
  36    32    44:===========   * 
  38    45    73:===============         * 
  40    74   102:=========================        * 
  42    66   125:======================                   * 
  44   126   138:==========================================   * 
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  46   178   140:==============================================*============= 
  48   180   134:============================================*=============== 
  50   139   122:========================================*====== 
  52   112   108:===================================*== 
  54    81    92:===========================   * 
  56    69    77:=======================  * 
  58    53    63:==================  * 
  60    36    51:============    * 
  62    43    41:=============*= 
  64    39    33:==========*== 
  66    43    26:========*====== 
  68    35    20:======*===== 
  70     9    16:===  * 
  72    24    12:===*==== 
  74    19    10:===*=== 
  76    19     8:==*==== 
  78    11     6:=*== 
  80     6     5:=* 
  82     4     3:*= 
  84     4     3:*= 
  86     5     2:*= 
  88     5     2:*=         inset = represents 1 library sequences 
  90     4     1:*= 
  92     3     1:*         :*== 
  94     2     1:*         :*= 
  96     1     1:*         :* 
  98     4     0:==        *==== 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
 116     1     0:=         *= 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.47750.0032; mu= 3.0774 0.165 
 mean_var=34.5739 8.754, 0's: 2 Z-trim: 4  B-trim: 186 in 1/43 
 Lambda= 0.218122 
 Kolmogorov-Smirnov  statistic: 0.1037 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   67 26.0    0.17 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   65 25.4    0.27 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   58 23.1     1.6 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   58 23.1     1.6 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   58 23.1     1.6 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   58 23.1     1.6 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   64 24.6     1.9 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   64 24.6     2.5 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   57 22.7     2.8 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   61 23.7     3.3 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   61 23.7     3.4 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   56 22.4     3.5 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   60 23.4     4.2 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   60 23.4     4.2 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   55 22.1     4.3 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   59 23.1     5.2 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   54 21.8     5.4 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   57 22.5     5.5 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   53 21.5     5.9 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   58 22.8     6.3 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   58 22.8     6.3 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   49 20.3     8.2 
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gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 21.1     8.3 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   52 21.1     8.3 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   52 21.1     8.3 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   52 21.1     8.4 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   55 21.9     9.2 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   55 21.9     9.2 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   50 20.5      10 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 21.9      11 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   54 21.6      13 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   50 20.5      13 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 17.9      13 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 17.9      13 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   49 20.2      15 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   53 21.2      16 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   48 19.9      18 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   46 19.4      18 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 19.9      18 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   50 20.4      18 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   48 19.9      20 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   51 20.6      21 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 19.3      22 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 19.6      24 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 19.6      24 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   47 19.6      24 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   47 19.6      24 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   47 19.6      24 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   47 19.6      24 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   47 19.6      24 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   47 19.6      24 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   47 19.6      24 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   47 19.6      24 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   47 19.6      24 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   47 19.6      24 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 19.6      25 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 19.6      25 
gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   48 19.8      27 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 20.3      27 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   51 20.6      28 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   51 20.6      28 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   51 20.6      28 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   51 20.6      28 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   51 20.6      28 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   51 20.6      28 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   46 19.2      30 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   46 19.2      30 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   44 18.7      31 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 19.2      31 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   46 19.2      31 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 19.2      31 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 19.2      31 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 19.2      31 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   46 19.2      31 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   47 19.5      34 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   45 18.9      34 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   51 20.5      37 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 20.2      38 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   45 18.9      38 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   45 18.9      38 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   45 18.9      38 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   45 18.9      38 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   45 18.9      38 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   45 18.9      38 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   45 18.9      38 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 16.3      38 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   52 20.8      39 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   44 18.6      40 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   52 20.7      41 
gi|54144332|emb|CAD54670.2| pollen allergen Phl p  ( 508)   51 20.5      41 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 20.2      41 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   44 18.6      42 
gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin pre ( 148)   44 18.6      43 
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gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   43 18.4      43 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   49 19.9      45 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   42 18.1      45 
gi|14422363|emb|CAC41635.1| plantain pollen major  ( 131)   43 18.3      46 
gi|14422359|emb|CAC41633.1| plantain pollen major  ( 131)   43 18.3      46 
gi|14422361|emb|CAC41634.1| plantain pollen major  ( 131)   43 18.3      46 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 19.9      46 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   44 18.6      47 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 18.6      47 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   44 18.6      47 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   44 18.6      47 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   44 18.6      47 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   44 18.6      47 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   44 18.6      47 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   47 19.4      48 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   47 19.4      48 
gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum  (  94)   41 17.8      48 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   47 19.4      49 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.4      49 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   47 19.4      51 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   32 15.4      54 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   49 19.9      54 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   43 18.3      56 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   43 18.3      58 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   43 18.3      58 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   43 18.3      58 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   46 19.1      65 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   42 18.0      65 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 19.6      66 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   42 18.0      67 
gi|21512|emb|CAA27571.1| patatin [Solanum tuberosu ( 386)   47 19.3      70 
gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allerge ( 159)   42 18.0      72 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   42 18.0      72 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   42 18.0      72 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.0      72 
gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allerge ( 159)   42 18.0      72 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.0      72 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   42 18.0      72 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.0      72 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.0      72 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   42 18.0      72 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.0      72 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   42 18.0      72 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   42 18.0      72 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   42 18.0      72 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.0      72 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 18.0      72 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.0      72 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 18.0      72 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 18.0      72 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   42 18.0      72 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.0      72 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   42 18.0      72 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   42 18.0      72 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.0      72 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   41 17.7      78 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 14.5      78 
gi|4006947|emb|CAA07320.1| pollen allergen Betv1,  ( 120)   40 17.4      79 
gi|4006963|emb|CAA07328.1| pollen allergen Betv1,  ( 120)   40 17.4      79 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   45 18.7      81 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   45 18.7      82 
gi|114326420|ref|NP_001041618.1| major allergen I  (  88)   38 16.9      84 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   43 18.2      85 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   41 17.7      86 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   41 17.7      89 
gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allerge ( 159)   41 17.7      89 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   41 17.7      89 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   41 17.7      89 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   41 17.7      89 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   41 17.7      89 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   41 17.7      89 
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gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   41 17.7      89 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   41 17.7      89 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   41 17.7      89 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   28 14.2      90 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.1      91 
gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Ser ( 607)   48 19.5      95 
gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Se ( 608)   48 19.5      95 
gi|15886861|emb|CAC85911.1| arginine kinase [Plodi ( 355)   45 18.7      96 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   40 17.4      97 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  67  Z-score: 116.1  bits: 26.0 E(): 0.17 
Smith-Waterman score: 67; 40.0% identity (63.3% similar) in 30 aa overlap (9-38:30-56) 
 
                                    10        20        30          
AAD-12                      IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. : :   ::. :.. :  
gi|126 TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTK--KGNL-WEVKSA 
               10        20        30        40          50         
 
      40        50        60        70        80 
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA 
                                                 
gi|126 KPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN  
        60        70        80        90         
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  65  Z-score: 112.8  bits: 25.4 E(): 0.27 
Smith-Waterman score: 65; 35.5% identity (64.5% similar) in 31 aa overlap (9-39:30-57) 
 
                                    10        20        30          
AAD-12                      IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. . :   ::. :.. :. 
gi|144 VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKSS 
               10        20        30        40          50         
 
      40        50        60        70        80 
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA 
                                                 
gi|144 KPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE   
        60        70        80        90         
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 98.7  bits: 23.1 E():  1.6 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (9-67:55-107) 
 
                                     10        20        30         
AAD-12                       IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
       40        50        60        70        80   
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA   
          :.  ::  :. . .   : .. : :.                
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 98.7  bits: 23.1 E():  1.6 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (9-67:55-107) 
 
                                     10        20        30         
AAD-12                       IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
       40        50        60        70        80   
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA   
          :.  ::  :. . .   : .. : :.                
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gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 98.7  bits: 23.1 E():  1.6 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (9-67:55-107) 
 
                                     10        20        30         
AAD-12                       IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
       40        50        60        70        80   
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA   
          :.  ::  :. . .   : .. : :.                
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 98.7  bits: 23.1 E():  1.6 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (9-67:55-107) 
 
                                     10        20        30         
AAD-12                       IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|117 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
       40        50        60        70        80   
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA   
          :.  ::  :. . .   : .. : :.                
gi|117 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  64  Z-score: 97.4  bits: 24.6 E():  1.9 
Smith-Waterman score: 64; 33.3% identity (57.1% similar) in 63 aa overlap (8-66:89-149) 
 
                                      10         20        30       
AAD-12                        IVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .  :. . ..:  . 
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLT 
       60        70        80        90       100        110        
 
         40           50        60        70        80              
AAD-12 DSTYMP---VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA              
       : . :    . .::  . :    .:.:::   :                            
gi|114 DFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPE 
        120       130       140       150       160       170       
 
gi|114 FHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSN 
        180       190       200       210       220       230       
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  64  Z-score: 95.5  bits: 24.6 E():  2.5 
Smith-Waterman score: 64; 33.3% identity (57.1% similar) in 63 aa overlap (8-66:119-179) 
 
                                      10         20        30       
AAD-12                        IVAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .  :. . ..:  . 
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLT 
       90       100       110       120       130        140        
 
         40           50        60        70        80              
AAD-12 DSTYMP---VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA              
       : . :    . .::  . :    .:.:::   :                            
gi|476 DFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPE 
        150       160       170       180       190       200       
 
gi|476 FHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSN 
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        210       220       230       240       250       260       
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 94.4  bits: 22.7 E():  2.8 
Smith-Waterman score: 57; 41.4% identity (69.0% similar) in 29 aa overlap (32-60:23-50) 
 
              10        20        30        40        50        60  
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: :::.: . ::  
gi|444         MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGV 
                       10        20         30        40        50  
 
              70        80                                          
AAD-12 TCFADMRAAYDALDEATRA                                          
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  49 init1:  49 opt:  61  Z-score: 93.2  bits: 23.7 E():  3.3 
Smith-Waterman score: 61; 20.8% identity (61.0% similar) in 77 aa overlap (2-77:120-194) 
 
                                            10        20        30  
AAD-12                              IVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     .: ...: .    .: :: ::   : .. . 
gi|309 LGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQ 
      90       100       110       120       130       140          
 
               40        50        60        70        80           
AAD-12 MAWHAD-STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA           
       . ...  ..     : ::. .:... :.:  . ..... . : ..:.              
gi|309 VKYQGGCGSGWAFSATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGCYNGWHYQSFE 
     150       160       170        180        190       200        
 
gi|309 WVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAIL 
       210       220       230       240       250       260        
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 93.0  bits: 23.7 E():  3.4 
Smith-Waterman score: 61; 21.1% identity (53.9% similar) in 76 aa overlap (5-80:262-337) 
 
                                         10        20        30     
AAD-12                           IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|169 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
           40        50        60        70        80               
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA               
       .: :.::  .  ..::.:.       :.    . ..   .:.:..:               
gi|169 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
gi|169 KPVSKDSPETYEEALKRFAKLLSDRKKLRANKASY 
             360       370       380       
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 92.7  bits: 22.4 E():  3.5 
Smith-Waterman score: 56; 40.0% identity (68.0% similar) in 25 aa overlap (36-60:27-50) 
 
          10        20        30        40        50        60      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. :::.. . ::      
gi|165     MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIK 
                   10        20        30         40        50      
 
          70        80                                              
AAD-12 DMRAAYDALDEATRA                                              
                                                                    
gi|165 KITFGEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSIL 
          60        70        80        90       100       110      
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>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 91.3  bits: 23.4 E():  4.2 
Smith-Waterman score: 60; 21.1% identity (53.9% similar) in 76 aa overlap (5-80:262-337) 
 
                                         10        20        30     
AAD-12                           IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
           40        50        60        70        80               
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA               
       .: :.::  .  ..::.:.       :.    . ..   .:.:..:               
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
gi|215 KPVSKDSPETYEEALKRFAKLLSDRKKLRANKASH 
             360       370       380       
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 91.3  bits: 23.4 E():  4.2 
Smith-Waterman score: 60; 21.1% identity (53.9% similar) in 76 aa overlap (5-80:262-337) 
 
                                         10        20        30     
AAD-12                           IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
           40        50        60        70        80               
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA               
       .: :.::  .  ..::.:.       :.    . ..   .:.:..:               
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
gi|215 KPVSKDSPETYEEALKRFAKLLSDRKKLRANKASH 
             360       370       380       
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 91.1  bits: 22.1 E():  4.3 
Smith-Waterman score: 55; 32.4% identity (58.8% similar) in 34 aa overlap (17-44:114-147) 
 
                             10        20            30          40 
AAD-12               IVAISNVKADGTVRQHSPAEWDDMMKVIV----GNMAWHA--DSTY 
                                     :::. :.. : .:    :   : .  .:.. 
gi|250 EVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSW 
            90       100       110       120       130       140    
 
               50        60        70        80 
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA 
        ::.                                     
gi|250 APVLDFVFSTLKNEL                          
           150                                  
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 89.6  bits: 23.1 E():  5.2 
Smith-Waterman score: 59; 21.1% identity (53.9% similar) in 76 aa overlap (5-80:262-337) 
 
                                         10        20        30     
AAD-12                           IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|158 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQLT 
             240       250       260       270       280       290  
 
           40        50        60        70        80               
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA               
       .: :.::  .  ..::.:.       :.    . ..   .:.:..:               
gi|158 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
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gi|158 KPVSKDSPETYEEALKRFAKLLSNRKKLRANKASY 
             360       370       380       
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 89.3  bits: 21.8 E():  5.4 
Smith-Waterman score: 54; 37.9% identity (69.0% similar) in 29 aa overlap (32-60:23-50) 
 
              10        20        30        40        50        60  
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: .::.: . ::  
gi|444         MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGV 
                       10        20         30        40        50  
 
              70        80                                          
AAD-12 TCFADMRAAYDALDEATRA                                          
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 89.2  bits: 22.5 E():  5.5 
Smith-Waterman score: 57; 18.2% identity (58.2% similar) in 55 aa overlap (7-61:225-279) 
 
                                       10        20        30       
AAD-12                         IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA 
                                     :...: .. ..::. . . . .. ..:    
gi|106 IMQQEQQEQRQGVQILVPLSQQQQVGQGTLVQGQGIIQPQQPAQLEVIRSSVLQTLATMC 
          200       210       220       230       240       250     
 
         40        50        60        70        80 
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA 
       .    :  .   .  : .: ..::.                    
gi|106 NVYVPPYCSTIRAPFASIVAGIGGQ                    
          260       270                             
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 88.6  bits: 21.5 E():  5.9 
Smith-Waterman score: 53; 26.7% identity (66.7% similar) in 30 aa overlap (38-67:5-34) 
 
        10        20        30        40        50        60        
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.  :..  ... :. .. :. :. :.: : 
gi|189                           MASKSSITPLLLAAVLASVFAAAAATGQYCYAGM 
                                         10        20        30     
 
        70        80                                                
AAD-12 RAAYDALDEATRA                                                
                                                                    
gi|189 GLPSNPLEGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIG 
           40        50        60        70        80        90     
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 88.1  bits: 22.8 E():  6.3 
Smith-Waterman score: 58; 20.8% identity (58.4% similar) in 77 aa overlap (2-77:120-194) 
 
                                            10        20        30  
AAD-12                              IVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     .: ...: .    .: :: ::   : .. . 
gi|119 LGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQ 
      90       100       110       120       130       140          
 
              40         50        60        70        80           
AAD-12 MAWHADSTY-MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA           
       . ...         : ::. .:... :.:  . ..... . : ..:.              
gi|119 VKYQGGCGRGWAFSATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGSYNGWQYQSFE 
     150       160       170        180        190       200        
 
gi|119 WVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAIL 
       210       220       230       240       250       260        
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
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 initn:  49 init1:  49 opt:  58  Z-score: 88.1  bits: 22.8 E():  6.3 
Smith-Waterman score: 58; 20.8% identity (58.4% similar) in 77 aa overlap (2-77:120-194) 
 
                                            10        20        30  
AAD-12                              IVAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     .: ...: .    .: :: ::   : .. . 
gi|129 LGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQ 
      90       100       110       120       130       140          
 
              40         50        60        70        80           
AAD-12 MAWHADSTY-MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA           
       . ...         : ::. .:... :.:  . ..... . : ..:.              
gi|129 VKYQGGCGRGWAFSATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGSYNGWQYQSFE 
     150       160       170        180        190       200        
 
gi|129 WVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAIL 
       210       220       230       240       250       260        
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 86.1  bits: 20.3 E():  8.2 
Smith-Waterman score: 49; 32.3% identity (58.1% similar) in 31 aa overlap (12-40:35-64) 
 
                                  10        20          30          
AAD-12                    IVAISNVKADGTVRQHSPAE--WDDMMKVIVGNMAWHADST 
                                     : . ..::.  :: .  : .   .: ::.  
gi|323 QTCAGNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKP 
           10        20        30        40         50        60    
 
      40        50        60        70        80 
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA 
       :                                         
gi|323 YSWRYGWTAFCGPAGPRCLRTNAAVTVR              
            70        80        90               
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 86.0  bits: 21.1 E():  8.3 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (36-60:27-50) 
 
          10        20        30        40        50        60      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|602     MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
          70        80                                              
AAD-12 DMRAAYDALDEATRA                                              
                                                                    
gi|602 KINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 86.0  bits: 21.1 E():  8.3 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (36-60:27-50) 
 
          10        20        30        40        50        60      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|279     MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
          70        80                                              
AAD-12 DMRAAYDALDEATRA                                              
                                                                    
gi|279 KINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 86.0  bits: 21.1 E():  8.3 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (36-60:27-50) 
 
          10        20        30        40        50        60      
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AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|131     MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
          70        80                                              
AAD-12 DMRAAYDALDEATRA                                              
                                                                    
gi|131 KINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 85.9  bits: 21.1 E():  8.4 
Smith-Waterman score: 52; 37.9% identity (69.0% similar) in 29 aa overlap (32-60:23-50) 
 
              10        20        30        40        50        60  
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: .::.: . ::  
gi|444         MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGV 
                       10        20         30        40        50  
 
              70        80                                          
AAD-12 TCFADMRAAYDALDEATRA                                          
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.1  bits: 21.9 E():  9.2 
Smith-Waterman score: 55; 25.0% identity (56.2% similar) in 48 aa overlap (33-80:23-69) 
 
             10        20        30        40        50        60   
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .. ::. : :. :   .  : ..::.::   
gi|663         MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGK 
                       10        20        30        40         50  
 
             70        80                                           
AAD-12 CFADMRAAYDALDEATRA                                           
         .: .   . .. . .:                                           
gi|663 ATTDEQKLLEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILK 
              60        70        80        90       100       110  
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 85.1  bits: 21.9 E():  9.2 
Smith-Waterman score: 55; 25.5% identity (55.3% similar) in 47 aa overlap (27-72:16-62) 
 
               10        20        30         40        50          
AAD-12 IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA-WHADSTYMPVMAQGAVFSAEVVPAVG 
                                 ...:  : . ::. : :. :   .  : .  :.: 
gi|441            MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATPAAAG 
                          10        20        30        40          
 
      60        70        80                                        
AAD-12 GRTCFADMRAAYDALDEATRA                                        
       :..   ...   :                                                
gi|441 GKATTDEQKLLEDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKAPGLI 
      50        60        70        80        90       100          
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.2  bits: 20.5 E():   10 
Smith-Waterman score: 50; 28.1% identity (59.4% similar) in 32 aa overlap (27-58:11-42) 
 
               10        20        30        40        50        60 
AAD-12 IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
                                 ::.. .:: ...   :. : :    ..::  .   
gi|249                 MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQDIMP 
                               10        20        30        40     
 
               70        80                                         
AAD-12 RTCFADMRAAYDALDEATRA                                         
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gi|249 CLHFVKGEEKEPSKECCSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVAEVPK 
           50        60        70        80        90       100     
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 84.0  bits: 21.9 E():   11 
Smith-Waterman score: 55; 30.6% identity (58.3% similar) in 36 aa overlap (19-54:155-190) 
 
                           10        20        30        40         
AAD-12             IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :   . ..::.:..  :: .     .  :: 
gi|249 QLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA 
          130       140       150       160       170       180     
 
       50        60        70        80                             
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRA                             
       . .:::                                                       
gi|249 IPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTL 
          190       200       210       220       230       240     
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  53 init1:  53 opt:  54  Z-score: 82.7  bits: 21.6 E():   13 
Smith-Waterman score: 54; 22.0% identity (62.7% similar) in 59 aa overlap (5-61:271-327) 
 
                                         10        20        30     
AAD-12                           IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     : :...: .. ..::. . . .... ..   
gi|170 IIMQQQQQQQQQQGIDIFLPLSQHEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPS 
              250       260       270       280       290       300 
 
           40          50        60        70        80 
AAD-12 HADSTYMP--VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA 
         . .:.:     . : : : .: ..::.                    
gi|170 MCN-VYVPPECSIMRAPF-ASIVAGIGGQ                    
               310        320                           
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 82.5  bits: 20.5 E():   13 
Smith-Waterman score: 50; 31.0% identity (55.2% similar) in 29 aa overlap (41-64:31-59) 
 
               20        30        40        50        60           
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICFD 
               10        20        30        40        50        60 
 
          70        80                                              
AAD-12 DMRAAYDALDEATRA                                              
                                                                    
gi|132 EGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSISK 
               70        80        90       100       110       120 
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 82.4  bits: 17.9 E():   13 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (34-40:19-25) 
 
            10        20        30        40        50        60    
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.::..:                        
gi|320             YTTEGGTKAEAEDVIPEGWKADTSYE                       
                           10        20                             
 
            70        80 
AAD-12 FADMRAAYDALDEATRA 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 82.4  bits: 17.9 E():   13 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (34-40:19-25) 
 
            10        20        30        40        50        60    
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
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                                     :.::..:                        
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE                       
                           10        20                             
 
            70        80 
AAD-12 FADMRAAYDALDEATRA 
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 81.2  bits: 20.2 E():   15 
Smith-Waterman score: 49; 35.7% identity (52.4% similar) in 42 aa overlap (48-78:37-78) 
 
        20        30        40        50        60              70  
AAD-12 PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR------TCFADMRAAY 
                                     :. : :.: . ::       :   : ...: 
gi|145 EEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSY 
         10        20        30        40        50        60       
 
                   80                                               
AAD-12 -----DALDEATRA                                               
            ::.::::                                                 
gi|145 VLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAP 
         70        80        90       100       110       120       
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 80.6  bits: 21.2 E():   16 
Smith-Waterman score: 53; 22.9% identity (58.3% similar) in 48 aa overlap (2-47:223-270) 
 
                                            10         20           
AAD-12                              IVAISNVKADGT-VRQHSPAEWDDMMKV-IV 
                                     : . ..  ::   ..:.  :..  ..  :. 
gi|729 EGVLSRKVPSHLTLETPRVKMNMKYDRYAPVKVFKLDYDGIHFEKHTDIEYEPGVRYKII 
            200       210       220       230       240       250   
 
      30        40        50        60        70        80          
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA          
       ::   . :. .. . .::                                           
gi|729 GNGKLKDDGRHYSIDVQGIPRKAFNLDADLMDFKLKVSKPEDSNKAQFSYTFNEYTETEE 
            260       270       280       290       300       310   
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.0  bits: 19.9 E():   18 
Smith-Waterman score: 48; 23.3% identity (66.7% similar) in 30 aa overlap (38-67:5-34) 
 
        10        20        30        40        50        60        
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.  :..  ... :. .. .. :. :.: : 
gi|439                           MASKSSITPLLLAAVLASVFAAATATGQYCYAGM 
                                         10        20        30     
 
        70        80                                                
AAD-12 RAAYDALDEATRA                                                
                                                                    
gi|439 GLPSNPLEGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFI 
           40        50        60        70        80        90     
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 80.0  bits: 19.4 E():   18 
Smith-Waterman score: 46; 26.9% identity (53.8% similar) in 52 aa overlap (8-57:8-56) 
 
               10        20        30        40          50         
AAD-12 IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY--MPVMAQGAVFSAEVVPAV 
              :: :.    .:.  ::..   .::. .  ..     :..  :: :  ..: :  
gi|166 ATPTPTPKAAGSWCVPKPGVSDDQL---TGNINYACSQGIDCGPIQPGGACFEPNTVKAH 
               10        20           30        40        50        
 
       60        70        80                       
AAD-12 GGRTCFADMRAAYDALDEATRA                       
                                                    
gi|166 AAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
        60        70        80        90       100  
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>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 80.0  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (5-21:2-19) 
 
               10         20        30        40        50          
AAD-12 IVAISNVKAD-GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
           ..: .: :.. ..::.::                                       
gi|250    PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPFPRCRALVKSQCAGGQVVESIQKDCCR 
                  10        20        30        40        50        
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 79.7  bits: 20.4 E():   18 
Smith-Waterman score: 50; 40.0% identity (72.0% similar) in 25 aa overlap (1-25:9-29) 
 
                       10        20        30        40        50   
AAD-12         IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
               :::.....: .    :.:: .:: :                            
gi|144 MQYLAIAVIVALAGLSAAA----HKPAYYDDNMANQMVDQIVKSLTTKKELDPFKIEQTK 
               10            20        30        40        50       
 
             60        70        80                                 
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRA                                 
                                                                    
gi|144 VPIDKKIGLIHIKGSATIKNAVITGLSHISRRGDAKIDTDGGAFAATLKLGDKNIRIKTD 
         60        70        80        90       100       110       
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 79.0  bits: 19.9 E():   20 
Smith-Waterman score: 48; 29.8% identity (47.4% similar) in 57 aa overlap (7-49:38-90) 
 
                                       10           20        30    
AAD-12                         IVAISNVKADGTVRQ---HSPAEWDDMMKVIVGNMA 
                                     :.: . .:.    .:  ::.. ::    .: 
gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKVA---QA 
        10        20        30        40        50        60        
 
                       40        50        60        70        80   
AAD-12 W-----------HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA   
       :           :.:      :::::.                                  
gi|148 WAETRTPDCSLIHSDRCG-ENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQI 
           70        80         90       100       110       120    
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.8  bits: 20.6 E():   21 
Smith-Waterman score: 51; 22.6% identity (64.5% similar) in 31 aa overlap (38-68:66-96) 
 
        10        20        30        40        50        60        
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:.. ::  :  .. :..  .. :... 
gi|219 QPLPPQQTFPQQPPFSQQQQQQPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQ 
          40        50        60        70        80        90      
 
        70        80                                                
AAD-12 RAAYDALDEATRA                                                
       .                                                            
gi|219 QQLILPPQQQQQLPQQQISIVQPSVLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSC 
         100       110       120       130       140       150      
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.2  bits: 19.3 E():   22 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (42-57:66-81) 
 
              20        30        40        50        60        70  
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
              80                    
AAD-12 DALDEATRA                    
                                    

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 2301



 

 

gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS 
         100       110       120    
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.6  bits: 19.6 E():   24 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (55-71:141-157) 
 
           30        40        50        60        70        80 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA 
                                     .:  :: .:.   :..:          
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY          
              120       130       140       150                 
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.6  bits: 19.6 E():   24 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (55-71:141-157) 
 
           30        40        50        60        70        80 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA 
                                     .:  :: .:.   :..:          
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY          
              120       130       140       150                 
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (36-60:27-50) 
 
          10        20        30        40        50        60      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|134     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
          70        80                                              
AAD-12 DMRAAYDALDEATRA                                              
                                                                    
gi|134 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (36-60:27-50) 
 
          10        20        30        40        50        60      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEYTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
          70        80                                              
AAD-12 DMRAAYDALDEATRA                                              
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (36-60:27-50) 
 
          10        20        30        40        50        60      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
          70        80                                              
AAD-12 DMRAAYDALDEATRA                                              
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
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>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (36-60:27-50) 
 
          10        20        30        40        50        60      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|165     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
          70        80                                              
AAD-12 DMRAAYDALDEATRA                                              
                                                                    
gi|165 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 47; 40.0% identity (68.0% similar) in 25 aa overlap (36-60:27-50) 
 
          10        20        30        40        50        60      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :.:.. . ::      
gi|602     MGVFTYEFEFTSVIPPARLYNAFVLDADNL-IPKIAPQAVKSTEILEGDGGVGTIK 
                   10        20        30         40        50      
 
          70        80                                              
AAD-12 DMRAAYDALDEATRA                                              
                                                                    
gi|602 KINFGEGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (36-60:27-50) 
 
          10        20        30        40        50        60      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|886     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
          70        80                                              
AAD-12 DMRAAYDALDEATRA                                              
                                                                    
gi|886 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIK 
          60        70        80        90       100       110      
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (36-60:27-50) 
 
          10        20        30        40        50        60      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
          70        80                                              
AAD-12 DMRAAYDALDEATRA                                              
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (36-60:27-50) 
 
          10        20        30        40        50        60      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
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gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
          70        80                                              
AAD-12 DMRAAYDALDEATRA                                              
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (36-60:27-50) 
 
          10        20        30        40        50        60      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|753     MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
          70        80                                              
AAD-12 DMRAAYDALDEATRA                                              
                                                                    
gi|753 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (36-60:27-50) 
 
          10        20        30        40        50        60      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
          70        80                                              
AAD-12 DMRAAYDALDEATRA                                              
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.4  bits: 19.6 E():   25 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (55-71:144-160) 
 
           30        40        50        60        70        80 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA 
                                     .:  :: .:.   :..:          
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY          
           120       130       140       150       160          
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.4  bits: 19.6 E():   25 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (55-71:144-160) 
 
           30        40        50        60        70        80 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA 
                                     .:  :: .:.   :..:          
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY          
           120       130       140       150       160          
 
>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.7  bits: 19.8 E():   27 
Smith-Waterman score: 48; 33.3% identity (59.3% similar) in 27 aa overlap (38-64:17-43) 
 
        10        20        30        40        50        60        
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.:.:  .   ::..:  :  .: : .    
gi|510               MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLP 
                             10        20        30        40       
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        70        80                                                
AAD-12 RAAYDALDEATRA                                                
                                                                    
gi|510 VIRGKGGGIEFAKTETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHL 
         50        60        70        80        90       100       
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.6  bits: 20.3 E():   27 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (34-51:66-83) 
 
            10        20        30        40        50        60    
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
            70        80                                            
AAD-12 FADMRAAYDALDEATRA                                            
                                                                    
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.3  bits: 20.6 E():   28 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (25-62:270-307) 
 
                     10        20        30        40        50     
AAD-12       IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
           60        70        80                                   
AAD-12 VPAVGGRTCFADMRAAYDALDEATRA                                   
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.3  bits: 20.6 E():   28 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (25-62:270-307) 
 
                     10        20        30        40        50     
AAD-12       IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
           60        70        80                                   
AAD-12 VPAVGGRTCFADMRAAYDALDEATRA                                   
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.3  bits: 20.6 E():   28 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (25-62:270-307) 
 
                     10        20        30        40        50     
AAD-12       IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|270 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
           60        70        80                                   
AAD-12 VPAVGGRTCFADMRAAYDALDEATRA                                   
       .  : : :                                                     
gi|270 IQHVKGGTPKRPDRAIETYLFAMFDENQKQPEVEKHFGLFFPDKRPKYNLNFSAKKNWDI 
     300       310       320       330       340       350          
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
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 initn:  51 init1:  51 opt:  51  Z-score: 76.3  bits: 20.6 E():   28 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (25-62:270-307) 
 
                     10        20        30        40        50     
AAD-12       IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|118 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
           60        70        80                                   
AAD-12 VPAVGGRTCFADMRAAYDALDEATRA                                   
       .  : : :                                                     
gi|118 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.3  bits: 20.6 E():   28 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (25-62:270-307) 
 
                     10        20        30        40        50     
AAD-12       IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|327 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
           60        70        80                                   
AAD-12 VPAVGGRTCFADMRAAYDALDEATRA                                   
       .  : : :                                                     
gi|327 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.3  bits: 20.6 E():   28 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (25-62:270-307) 
 
                     10        20        30        40        50     
AAD-12       IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
           60        70        80                                   
AAD-12 VPAVGGRTCFADMRAAYDALDEATRA                                   
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFATFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (36-60:27-50) 
 
          10        20        30        40        50        60      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
          70        80                                              
AAD-12 DMRAAYDALDEATRA                                              
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIK 
          60        70        80        90       100       110      
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 46; 36.0% identity (64.0% similar) in 25 aa overlap (36-60:27-50) 
 
          10        20        30        40        50        60      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|304     MGLYTFENEFTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGNGGPGTIK 
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                   10        20        30         40        50      
 
          70        80                                              
AAD-12 DMRAAYDALDEATRA                                              
                                                                    
gi|304 KITFGEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 75.7  bits: 18.7 E():   31 
Smith-Waterman score: 44; 32.4% identity (56.8% similar) in 37 aa overlap (41-77:65-101) 
 
               20        30        40        50        60        70 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .:  ..::. ::  . :.:: :  :   :  
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
               80        
AAD-12 YDALDEATRA        
        .  .:.           
gi|117 EEEKEESDDDMGFGLFD 
          100       110  
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (39-60:29-50) 
 
       10        20        30        40        50        60         
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|400   MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
       70        80                                                 
AAD-12 AAYDALDEATRA                                                 
                                                                    
gi|400 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKIS 
       60        70        80        90       100       110         
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (36-60:27-50) 
 
          10        20        30        40        50        60      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|880     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
          70        80                                              
AAD-12 DMRAAYDALDEATRA                                              
                                                                    
gi|880 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVI 
          60        70        80        90       100       110      
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (39-60:29-50) 
 
       10        20        30        40        50        60         
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|116   MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
       70        80                                                 
AAD-12 AAYDALDEATRA                                                 
                                                                    
gi|116 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKIS 
       60        70        80        90       100       110         
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>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (39-60:29-50) 
 
       10        20        30        40        50        60         
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|116   MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
       70        80                                                 
AAD-12 AAYDALDEATRA                                                 
                                                                    
gi|116 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKIS 
       60        70        80        90       100       110         
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (39-60:29-50) 
 
       10        20        30        40        50        60         
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|116   MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
       70        80                                                 
AAD-12 AAYDALDEATRA                                                 
                                                                    
gi|116 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKIS 
       60        70        80        90       100       110         
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (36-60:27-50) 
 
          10        20        30        40        50        60      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
          70        80                                              
AAD-12 DMRAAYDALDEATRA                                              
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 74.8  bits: 19.5 E():   34 
Smith-Waterman score: 47; 23.1% identity (51.3% similar) in 39 aa overlap (4-38:147-185) 
 
                                          10            20          
AAD-12                            IVAISNVKADGTVRQH----SPAEWDDMMKVIV 
                                     ::.  .::.. .:    .   :    :.   
gi|613 ATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMHVGHYTQIVWAKTKKIGC 
        120       130       140       150       160       170       
 
      30        40        50        60        70        80 
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA 
       : . .. :.                                           
gi|613 GRIMFKEDNWNKHYLVCNYGPAGNVLGAQIYEIKK                 
        180       190       200       210                  
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.8  bits: 18.9 E():   34 
Smith-Waterman score: 45; 50.0% identity (85.7% similar) in 14 aa overlap (67-80:126-139) 
 
         40        50        60        70        80         
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA         

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 2308



 

 

                                     . ::..::: :..:         
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG 
         100       110       120       130       140        
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  38 init1:  38 opt:  51  Z-score: 74.1  bits: 20.5 E():   37 
Smith-Waterman score: 51; 34.2% identity (52.6% similar) in 38 aa overlap (46-79:321-358) 
 
          20        30        40        50        60            70  
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM----RAAY 
                                     :  .  ::..  .::.  .: .    :    
gi|845 RAIEQLHEEQEHSMKIDALRRSLEEQVKQLQVQIQEAEAAALLGGKRVIAKLETRIRDLE 
              300       310       320       330       340       350 
 
              80                                                    
AAD-12 DALDEATRA                                                    
        :::: ::                                                     
gi|845 TALDEETRRHKETQNALRKKDRRIKEVQMQVDEEHKQFVMAQDTADRLLEKMNIQKRQLG 
              360       370       380       390       400       410 
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.1  bits: 20.2 E():   38 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (34-51:56-73) 
 
            10        20        30        40        50        60    
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
            70        80                                            
AAD-12 FADMRAAYDALDEATRA                                            
                                                                    
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.1  bits: 18.9 E():   38 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (36-60:27-50) 
 
          10        20        30        40        50        60      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
          70        80                                              
AAD-12 DMRAAYDALDEATRA                                              
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.1  bits: 18.9 E():   38 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (36-60:27-50) 
 
          10        20        30        40        50        60      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
          70        80                                              
AAD-12 DMRAAYDALDEATRA                                              
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.1  bits: 18.9 E():   38 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (36-60:27-50) 
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          10        20        30        40        50        60      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|425     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
          70        80                                              
AAD-12 DMRAAYDALDEATRA                                              
                                                                    
gi|425 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.1  bits: 18.9 E():   38 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (36-60:27-50) 
 
          10        20        30        40        50        60      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|753     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTTK 
                   10        20        30         40        50      
 
          70        80                                              
AAD-12 DMRAAYDALDEATRA                                              
                                                                    
gi|753 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.1  bits: 18.9 E():   38 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (36-60:27-50) 
 
          10        20        30        40        50        60      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
          70        80                                              
AAD-12 DMRAAYDALDEATRA                                              
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.0  bits: 18.9 E():   38 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (36-60:27-50) 
 
          10        20        30        40        50        60      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|901     MGGYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
          70        80                                              
AAD-12 DMRAAYDALDEATRA                                              
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.0  bits: 18.9 E():   38 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (36-60:27-50) 
 
          10        20        30        40        50        60      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
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          70        80                                              
AAD-12 DMRAAYDALDEATRA                                              
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 73.9  bits: 16.3 E():   38 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (34-40:19-25) 
 
            10        20        30        40        50        60    
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :..:..:                        
gi|320             YTTEGGTKAEAEDVIPEGWKVDTSYE                       
                           10        20                             
 
            70        80 
AAD-12 FADMRAAYDALDEATRA 
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 73.8  bits: 20.8 E():   39 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (15-53:535-572) 
 
                               10        20        30        40     
AAD-12                 IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
           50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA 
        .:  :: :                            
gi|331 KEGC-FSEEGPKLVAAAQAALV               
           570       580                    
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.7  bits: 18.6 E():   40 
Smith-Waterman score: 44; 16.0% identity (72.0% similar) in 25 aa overlap (24-48:12-36) 
 
               10        20        30        40        50        60 
AAD-12 IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
                              .. .... ..: ....  :. : :.             
gi|249             MRTVSARSSVALVVIVAAVLVWTSSASVAPAPAPGSEETCGTVVGALM 
                           10        20        30        40         
 
               70        80                                         
AAD-12 RTCFADMRAAYDALDEATRA                                         
                                                                    
gi|249 PCLPFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVP 
       50        60        70        80        90       100         
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 73.5  bits: 20.7 E():   41 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (15-53:558-595) 
 
                               10        20        30        40     
AAD-12                 IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|668 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
       530       540       550       560       570       580        
 
           50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA 
        .:  :: :                            
gi|668 KEGC-FSEEGPKLVAAAQAALV               
       590        600                       
 
>>gi|54144332|emb|CAD54670.2| pollen allergen Phl p 4 [P  (508 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 73.5  bits: 20.5 E():   41 
Smith-Waterman score: 51; 29.4% identity (52.9% similar) in 68 aa overlap (1-65:111-168) 
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                                                10        20        
AAD-12                               IVAISNVKA---DGTVRQHSPAEWDDMMKV 
                                     .: .:...:   :: .:    . : :   . 
gi|541 RRHGVRIRVRSGGHDYEGLSYRSLQPEEFAVVDLSKMRAVWVDGKAR----TAWVDS-GA 
               90       100       110       120           130       
 
        30        40        50        60        70        80        
AAD-12 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA        
        .:.. ..:     ::.:    : : : :..:    ::                       
gi|541 QLGEL-YYAIHKASPVLA----FPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVK 
         140        150           160       170       180       190 
 
gi|541 LVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPKKASEGA 
              200       210       220       230       240       250 
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.4  bits: 20.2 E():   41 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (34-51:56-73) 
 
            10        20        30        40        50        60    
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
            70        80                                            
AAD-12 FADMRAAYDALDEATRA                                            
                                                                    
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 73.2  bits: 18.6 E():   42 
Smith-Waterman score: 44; 21.1% identity (55.3% similar) in 38 aa overlap (38-75:5-42) 
 
        10        20        30        40        50        60        
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.  :..   .. :. .. .. :  :.: : 
gi|217                           MASKSSISPLLLATVLVSVFAAATATGPYCYAGM 
                                         10        20        30     
 
        70        80                                                
AAD-12 RAAYDALDEATRA                                                
           . :.                                                     
gi|217 GLPINPLEGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFI 
           40        50        60        70        80        90     
 
>>gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin precurs  (148 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.0  bits: 18.6 E():   43 
Smith-Waterman score: 44; 21.2% identity (54.5% similar) in 33 aa overlap (2-34:25-57) 
 
                                      10        20        30        
AAD-12                        IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD 
                               :. ..:  .:  ...   ::.. .  .   : :    
gi|538 MARFTIVLAVLFAAALVSASAHKTVVTTSVAEEGEEENQRGCEWESRQCQMRHCMQWMRS 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA                  
                                                                    
gi|538 MRGQYEESFLRSAEANQGQFEHFRECCNELRDVKSHCRCEALRCMMRQMQQEYGMEQEMQ 
               70        80        90       100       110       120 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 73.0  bits: 18.4 E():   43 
Smith-Waterman score: 43; 23.5% identity (51.0% similar) in 51 aa overlap (30-80:25-74) 
 
               10        20        30        40        50        60 
AAD-12 IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
                                    :  : . . ...   :::.  :: .:  . . 
gi|217      MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQN 
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                    10        20        30        40        50      
 
               70        80                                         
AAD-12 RTCFADMRAAYDALDEATRA                                         
          : ...   :..:    :                                         
gi|217 LP-FQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLN 
           60        70        80        90       100       110     
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 72.7  bits: 19.9 E():   45 
Smith-Waterman score: 49; 33.3% identity (64.3% similar) in 42 aa overlap (32-70:244-284) 
 
              10        20        30          40         50         
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW--HADSTYMP-VMAQGAVFSAEVVPAV 
                                     :.:  ..... .: :. .  . :.: :  : 
gi|585 GYYAYPYCYNLTPNQPSAQCEATTMQENDKMSWLFESEDVLLPSVYLRWNLTSGERVGLV 
           220       230       240       250       260       270    
 
       60        70        80                                       
AAD-12 GGRTCFADMRAAYDALDEATRA                                       
       :::.  : .: :                                                 
gi|585 GGRVKEA-LRIARQMTTSRKKVLPYYWYKYQDRRDTDLSRADLEATLRKITDLGADGFII 
           280        290       300       310       320       330   
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.7  bits: 18.1 E():   45 
Smith-Waterman score: 42; 25.7% identity (60.0% similar) in 35 aa overlap (46-80:4-38) 
 
          20        30        40        50        60        70      
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     .:.. .:.:. :. :     : .: . :   
gi|777                            MAFKGVLNDADVTAALDGCKSAFDHKAFFKACG 
                                          10        20        30    
 
          80                                                        
AAD-12 EATRA                                                        
        :...                                                        
gi|777 LAAKSADDIKKAFAIIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAGDSDGD 
            40        50        60        70        80        90    
 
>>gi|14422363|emb|CAC41635.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.5  bits: 18.3 E():   46 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (37-54:85-102) 
 
         10        20        30        40        50        60       
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSGRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
         70        80    
AAD-12 MRAAYDALDEATRA    
                         
gi|144 RHVKPLSFRAKTDAPGC 
          120       130  
 
>>gi|14422359|emb|CAC41633.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.5  bits: 18.3 E():   46 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (37-54:85-102) 
 
         10        20        30        40        50        60       
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETDQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
         70        80    
AAD-12 MRAAYDALDEATRA    
                         
gi|144 RHVKPLSFRAKTDAPGC 
          120       130  
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>>gi|14422361|emb|CAC41634.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.5  bits: 18.3 E():   46 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (37-54:85-102) 
 
         10        20        30        40        50        60       
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
         70        80    
AAD-12 MRAAYDALDEATRA    
                         
gi|144 RHVKPLSFRAKTDAPGC 
          120       130  
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 72.5  bits: 19.9 E():   46 
Smith-Waterman score: 49; 40.0% identity (65.0% similar) in 20 aa overlap (31-50:332-348) 
 
               10        20        30        40        50        60 
AAD-12 IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
                                     :  :.   .:: :. .::.:           
gi|113 ILSQGNRFLASDIKKEVVGRYGESAMSESINWNWR---SYMDVFENGAIFVPSGVDPVLT 
             310       320       330          340       350         
 
               70        80               
AAD-12 RTCFADMRAAYDALDEATRA               
                                          
gi|113 PEQNAGMIPAEPGEAVLRLTSSAGVLSCQPGAPC 
      360       370       380       390   
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 44; 36.4% identity (63.6% similar) in 22 aa overlap (39-60:28-49) 
 
       10        20        30        40        50        60         
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|115    GVFNYETETTSVIPAARLFKAFILDGDTLFPQVAPQAISSVENISGNGGPGTIKKIS 
                  10        20        30        40        50        
 
       70        80                                                 
AAD-12 AAYDALDEATRA                                                 
                                                                    
gi|115 FPEGLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKIS 
        60        70        80        90       100       110        
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 44; 29.0% identity (67.7% similar) in 31 aa overlap (47-77:49-78) 
 
         20        30        40        50        60        70       
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|144 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
         80                                                         
AAD-12 ATRA                                                         
       :                                                            
gi|144 AGLAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEAT 
        80        90       100       110       120       130        
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (41-60:31-50) 
 
               20        30        40        50        60        70 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
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                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
               80                                                   
AAD-12 YDALDEATRA                                                   
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (41-60:31-50) 
 
               20        30        40        50        60        70 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|132 MGVFNYETESTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
               80                                                   
AAD-12 YDALDEATRA                                                   
                                                                    
gi|132 EGSPFKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (41-60:31-50) 
 
               20        30        40        50        60        70 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
               80                                                   
AAD-12 YDALDEATRA                                                   
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (41-60:31-50) 
 
               20        30        40        50        60        70 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|584 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
               80                                                   
AAD-12 YDALDEATRA                                                   
                                                                    
gi|584 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (41-60:31-50) 
 
               20        30        40        50        60        70 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
               80                                                   
AAD-12 YDALDEATRA                                                   
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gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 72.2  bits: 19.4 E():   48 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (19-76:116-175) 
 
                           10        20        30          40       
AAD-12             IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|481 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
          90       100       110       120       130       140      
 
         50        60        70        80                           
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA                           
         .   ...  . .    :   ::    :.                               
gi|481 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
         150       160       170       180       190       200      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 72.2  bits: 19.4 E():   48 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (19-76:117-176) 
 
                           10        20        30          40       
AAD-12             IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|168 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
         90       100       110       120       130       140       
 
         50        60        70        80                           
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA                           
         .   ...  . .    :   ::    :.                               
gi|168 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
        150       160       170       180       190       200       
 
>>gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum aest  (94 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.2  bits: 17.8 E():   48 
Smith-Waterman score: 41; 27.3% identity (48.5% similar) in 33 aa overlap (24-56:17-49) 
 
               10        20        30        40        50        60 
AAD-12 IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
                              :.:  .  . : :.    :  :  ::..   .:     
gi|668        IAVAVSADECEGDRRAMIKECAKYQQWPANPKLDPSDACCAVWQKANIPCLCA 
                      10        20        30        40        50    
 
               70        80                      
AAD-12 RTCFADMRAAYDALDEATRA                      
                                                 
gi|668 GVTKEKEKIYCMEKVAYVANFCKKPFPHGYKCGSYTFPPLA 
            60        70        80        90     
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 72.1  bits: 19.4 E():   49 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (19-76:120-179) 
 
                           10        20        30          40       
AAD-12             IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|285 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
      90       100       110       120       130       140          
 
         50        60        70        80                           
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA                           
         .   ...  . .    :   ::    :.                               
gi|285 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
     150       160       170       180       190       200          
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 72.0  bits: 19.4 E():   49 
Smith-Waterman score: 47; 23.4% identity (45.3% similar) in 64 aa overlap (19-80:126-189) 
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                           10        20        30          40       
AAD-12             IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|330 GLVPKLDAAYSVSYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
         100       110       120       130       140       150      
 
         50        60        70        80                           
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA                           
         .   ...  . .    :   ::    : . .:                           
gi|330 IPAGELQIIDKIDAAFKVAATAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAA 
         160       170       180       190       200       210      
 
gi|330 VKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAAS 
         220       230       240       250       260       270      
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 71.7  bits: 19.4 E():   51 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (19-76:131-190) 
 
                           10        20        30          40       
AAD-12             IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|330 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
              110       120       130       140       150       160 
 
         50        60        70        80                           
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA                           
         .   ...  . .    :   ::    :.                               
gi|330 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
              170       180       190       200       210       220 
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 71.3  bits: 15.4 E():   54 
Smith-Waterman score: 32; 25.0% identity (55.0% similar) in 20 aa overlap (4-23:1-20) 
 
               10        20        30        40        50        60 
AAD-12 IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
          :..:   :..  .   .: :                                      
gi|409    IAKVPPGGXITAEYGDKWLD                                      
                  10        20                                      
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 71.2  bits: 19.9 E():   54 
Smith-Waterman score: 49; 38.1% identity (66.7% similar) in 21 aa overlap (5-25:216-232) 
 
                                         10        20        30     
AAD-12                           IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     :... :: :    :..::: .          
gi|253 GHPTHLEHSSTNPNSFHYEHNIVSPSSIHPSTAHFDGEV----PSQWDDSLGHGASTPKV 
         190       200       210       220           230       240  
 
           40        50        60        70        80               
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA               
                                                                    
gi|253 RTPSHHVSSNPWAEINEPTGGDNDNLAPVTRPRKPARARRQKKEPRKLSDASQGARSSST 
             250       260       270       280       290       300  
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 71.0  bits: 18.3 E():   56 
Smith-Waterman score: 43; 29.0% identity (67.7% similar) in 31 aa overlap (47-77:49-78) 
 
         20        30        40        50        60        70       
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|186 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVRLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
         80                                                         
AAD-12 ATRA                                                         
       :                                                            
gi|186 AGLGYTYTTIGGDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEAT 
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        80        90       100       110       120       130        
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (41-60:31-50) 
 
               20        30        40        50        60        70 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVISAARLFKSYVLDGDKLIPKVAPQAITSVENVGGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
               80                                                   
AAD-12 YDALDEATRA                                                   
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSK 
               70        80        90       100       110       120 
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (41-60:31-50) 
 
               20        30        40        50        60        70 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|261 MGVFNYEAETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
               80                                                   
AAD-12 YDALDEATRA                                                   
                                                                    
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.6  bits: 18.3 E():   58 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (41-60:31-50) 
 
               20        30        40        50        60        70 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|132 MGVFNYETETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
               80                                                   
AAD-12 YDALDEATRA                                                   
                                                                    
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.7  bits: 19.1 E():   65 
Smith-Waterman score: 46; 22.6% identity (64.5% similar) in 31 aa overlap (38-68:72-102) 
 
        10        20        30        40        50        60        
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:...:   :: .  :..  .. :... 
gi|170 QSFSQQPPFSQQQQQPLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQ 
              50        60        70        80        90       100  
 
        70        80                                                
AAD-12 RAAYDALDEATRA                                                
       .                                                            
gi|170 QQLVLPPQQQQQQLVQQQIPIVQPSVLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSS 
             110       120       130       140       150       160  
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.7  bits: 18.0 E():   65 
Smith-Waterman score: 42; 27.6% identity (58.6% similar) in 29 aa overlap (40-68:11-39) 
 
      10        20        30        40        50        60          
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AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                     ..:. : : ::.   . :.  :  . ..:  
gi|126                     MRSLLILVLCFLPLAALGKVFGRCELAAAMKRHGLDNYRG 
                                   10        20        30        40 
 
      70        80                                                  
AAD-12 AYDALDEATRA                                                  
                                                                    
gi|126 YSLGNWVCAAKFESNFNTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSA 
               50        60        70        80        90       100 
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 69.6  bits: 19.6 E():   66 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (66-80:431-446) 
 
          40        50        60        70         80 
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD-EATRA 
                                     :..: :::.: ...:: 
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA 
              410       420       430       440       
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.5  bits: 18.0 E():   67 
Smith-Waterman score: 42; 30.3% identity (54.5% similar) in 66 aa overlap (20-80:3-65) 
 
               10        20          30        40        50         
AAD-12 IVAISNVKADGTVRQHSPAEWD--DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAV 
                          ::   :  .:   . .:.: : .  :    .::.:.  : . 
gi|121                  DPEWHTLDAHEVEQVQATWKAVS-HDEVEILYTVFKAH--PDI 
                                10        20         30          40 
 
       60           70        80                                    
AAD-12 GGR-TCFA--DMRAAYDALDEATRA                                    
        ..   ::  :..:  :. : :..:                                    
gi|121 MAKFPKFAGKDLEAIKDTADFAVHASRIIGFFGEYVTLLGSSGNQAAIRTLLHDLGVFHK 
               50        60        70        80        90       100 
 
>>gi|21512|emb|CAA27571.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.2  bits: 19.3 E():   70 
Smith-Waterman score: 47; 22.5% identity (47.9% similar) in 71 aa overlap (10-80:267-337) 
 
                                    10        20        30          
AAD-12                      IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                     : :   .  :.:     ..: .    : :. 
gi|215 QVDPKFASIKSLNYKQMLLLSLGTGTTSEFDKTYTAEETAKWGTARWMLVIQKMTSAASS 
        240       250       260       270       280       290       
 
      40        50        60        70        80                    
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA                    
       ::  .  ...:.:        :.    . ..   ::.:..:                    
gi|215 YMTDYYLSTAFQALDSQNNYLRVQENALTGTTTELDDASEANMQLLVQVGEDLLKKSVSK 
        300       310       320       330       340       350       
 
gi|215 DNPETYEEALKRFAKLLSDRKKLRANKASY 
        360       370       380       
 
>>gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (36-60:27-50) 
 
          10        20        30        40        50        60      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     .:.    :. : :. :.:.. . ::      
gi|212     MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIK 
                   10        20        30         40        50      
 
          70        80                                              
AAD-12 DMRAAYDALDEATRA                                              
                                                                    
gi|212 KITFGEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMK 
          60        70        80        90       100       110      
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>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (41-60:30-49) 
 
               20        30        40        50        60        70 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|437  GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
                10        20        30        40        50          
 
               80                                                   
AAD-12 YDALDEATRA                                                   
                                                                    
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (41-60:30-49) 
 
               20        30        40        50        60        70 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|437  GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
                10        20        30        40        50          
 
               80                                                   
AAD-12 YDALDEATRA                                                   
                                                                    
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (41-60:30-49) 
 
               20        30        40        50        60        70 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|402  GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
                10        20        30        40        50          
 
               80                                                   
AAD-12 YDALDEATRA                                                   
                                                                    
gi|402 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
      60        70        80        90       100       110          
 
>>gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (36-60:27-50) 
 
          10        20        30        40        50        60      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     .:.    :. : :. :.:.. . ::      
gi|212     MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIK 
                   10        20        30         40        50      
 
          70        80                                              
AAD-12 DMRAAYDALDEATRA                                              
                                                                    
gi|212 KITFGEASKYKYSRHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMK 
          60        70        80        90       100       110      
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (41-60:31-50) 
 
               20        30        40        50        60        70 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
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                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
               80                                                   
AAD-12 YDALDEATRA                                                   
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (41-60:31-50) 
 
               20        30        40        50        60        70 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
               80                                                   
AAD-12 YDALDEATRA                                                   
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (41-60:31-50) 
 
               20        30        40        50        60        70 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
               80                                                   
AAD-12 YDALDEATRA                                                   
                                                                    
gi|400 EGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (41-60:31-50) 
 
               20        30        40        50        60        70 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
               80                                                   
AAD-12 YDALDEATRA                                                   
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (41-60:31-50) 
 
               20        30        40        50        60        70 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
               80                                                   
AAD-12 YDALDEATRA                                                   
                                                                    

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 2321



 

 

gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (41-60:31-50) 
 
               20        30        40        50        60        70 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
               80                                                   
AAD-12 YDALDEATRA                                                   
                                                                    
gi|167 EGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (41-60:31-50) 
 
               20        30        40        50        60        70 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
               80                                                   
AAD-12 YDALDEATRA                                                   
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (60.0% similar) in 25 aa overlap (36-60:27-50) 
 
          10        20        30        40        50        60      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:   : ::: . . ::      
gi|534     MGVFNYEDEATSVIAPARLFKSFVLDADNL-IPKVAPENVSSAENIEGNGGPGTIK 
                   10        20        30         40        50      
 
          70        80                                              
AAD-12 DMRAAYDALDEATRA                                              
                                                                    
gi|534 KITFPEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSIL 
          60        70        80        90       100       110      
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (41-60:31-50) 
 
               20        30        40        50        60        70 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
               80                                                   
AAD-12 YDALDEATRA                                                   
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (41-60:31-50) 
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               20        30        40        50        60        70 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
               80                                                   
AAD-12 YDALDEATRA                                                   
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (41-60:31-50) 
 
               20        30        40        50        60        70 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
               80                                                   
AAD-12 YDALDEATRA                                                   
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNK 
               70        80        90       100       110       120 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (41-60:31-50) 
 
               20        30        40        50        60        70 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
               80                                                   
AAD-12 YDALDEATRA                                                   
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (41-60:31-50) 
 
               20        30        40        50        60        70 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
               80                                                   
AAD-12 YDALDEATRA                                                   
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (41-60:31-50) 
 
               20        30        40        50        60        70 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
               80                                                   
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AAD-12 YDALDEATRA                                                   
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (41-60:31-50) 
 
               20        30        40        50        60        70 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
               80                                                   
AAD-12 YDALDEATRA                                                   
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (41-60:31-50) 
 
               20        30        40        50        60        70 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
               80                                                   
AAD-12 YDALDEATRA                                                   
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (41-60:31-50) 
 
               20        30        40        50        60        70 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
               80                                                   
AAD-12 YDALDEATRA                                                   
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (41-60:31-50) 
 
               20        30        40        50        60        70 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVMPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
               80                                                   
AAD-12 YDALDEATRA                                                   
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
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Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (41-60:31-50) 
 
               20        30        40        50        60        70 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
               80                                                   
AAD-12 YDALDEATRA                                                   
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.3  bits: 17.7 E():   78 
Smith-Waterman score: 41; 34.6% identity (61.5% similar) in 26 aa overlap (38-63:5-30) 
 
        10        20        30        40        50        60        
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.:  ...   ::   .: :::.. :     
gi|217                           MASKSNYNLLFTALLVFIFAAVAAVGNEDCTPWT 
                                         10        20        30     
 
        70        80                                                
AAD-12 RAAYDALDEATRA                                                
                                                                    
gi|217 STLITPLPSCRNYVEEQACRIEMPGPPYLAKQECCEQLANIPQQCRCQALRYFMGPKSRP 
           40        50        60        70        80        90     
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 68.3  bits: 14.5 E():   78 
Smith-Waterman score: 29; 57.1% identity (71.4% similar) in 7 aa overlap (36-42:1-7) 
 
          10        20        30        40        50        60      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::. : :                        
gi|751                               ADAGYAPAAPGTQPKA               
                                             10                     
 
          70        80 
AAD-12 DMRAAYDALDEATRA 
 
>>gi|4006947|emb|CAA07320.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.4 E():   79 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (42-60:32-50) 
 
              20        30        40        50        60        70  
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              80                                                   
AAD-12 DALDEATRA                                                   
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|4006963|emb|CAA07328.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.4 E():   79 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (42-60:32-50) 
 
              20        30        40        50        60        70  
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              80                                                   
AAD-12 DALDEATRA                                                   
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gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.0  bits: 18.7 E():   81 
Smith-Waterman score: 45; 30.0% identity (70.0% similar) in 20 aa overlap (4-23:95-114) 
 
                                          10        20        30    
AAD-12                            IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMA 
                                     :. .:  ::...  :.:. .           
gi|198 DHASLVAALKKVDVVISTLGAPQIADQFNLIKAIKEVGTIKRFFPSEFGNDVDKHHAVEP 
           70        80        90       100       110       120     
 
            40        50        60        70        80              
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA              
                                                                    
gi|198 MKSMFDLKIKLRRTIEAEGIPHTYVVPHCFAGYFLTNLAQLGLAAPPRDKIVIYGDGTTK 
          130       140       150       160       170       180     
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 67.9  bits: 18.7 E():   82 
Smith-Waterman score: 45; 28.0% identity (72.0% similar) in 25 aa overlap (4-27:96-120) 
 
                                          10        20         30   
AAD-12                            IVAISNVKADGTVRQHSPAEW-DDMMKVIVGNM 
                                     :. .:  :....  :.:. .:. .:      
gi|107 DHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEFGNDVDRVHAVEP 
          70        80        90       100       110       120      
 
             40        50        60        70        80             
AAD-12 AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA             
                                                                    
gi|107 AKTAFATKAEIRRKTEAEGIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNAR 
         130       140       150       160       170       180      
 
>>gi|114326420|ref|NP_001041618.1| major allergen I poly  (88 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.7  bits: 16.9 E():   84 
Smith-Waterman score: 38; 31.8% identity (63.6% similar) in 22 aa overlap (37-58:3-24) 
 
         10        20        30        40        50        60       
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     :..  :  . .:. . :. :::         
gi|114                             MLDAALPPCPTVAATADCEICPAVKRDVDLFL 
                                           10        20        30   
 
         70        80                                           
AAD-12 MRAAYDALDEATRA                                           
                                                                
gi|114 TGTPDEYVEQVAQYKALPVVLENARILKNCVDAKMTEEDKENALSLLDKIYTSPLC 
             40        50        60        70        80         
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 18.2 E():   85 
Smith-Waterman score: 43; 30.0% identity (55.0% similar) in 20 aa overlap (28-47:1-20) 
 
               10        20        30        40        50        60 
AAD-12 IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
                                  : .:. :.  .   :.  ::              
gi|142                            IPANFDWRQKTHVNPIRNQGGCGSCWAFAASSV 
                                          10        20        30    
 
               70        80                                         
AAD-12 RTCFADMRAAYDALDEATRA                                         
                                                                    
gi|142 AETLYAIHRHQNIILSEQELLDCTYHLYDPTYKCHGCQSGMSPEAFKYMKQKGLLEESHY 
            40        50        60        70        80        90    
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 41; 37.9% identity (62.1% similar) in 29 aa overlap (32-60:23-49) 
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              10        20        30        40        50        60  
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .:  ::.  .:  : :.  :.:.: . ::  
gi|604         MAVFTFDDQATSPVAPATLYNALAKDADNI-IP-KAVGSFQSVEIVEGNGGP 
                       10        20        30          40        50 
 
              70        80                                          
AAD-12 TCFADMRAAYDALDEATRA                                          
                                                                    
gi|604 GTIKKISFVEDGETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADG 
               60        70        80        90       100       110 
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.7 E():   89 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (41-60:30-49) 
 
               20        30        40        50        60        70 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|437  GVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
                10        20        30        40        50          
 
               80                                                   
AAD-12 YDALDEATRA                                                   
                                                                    
gi|437 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISHK 
      60        70        80        90       100       110          
 
>>gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.3  bits: 17.7 E():   89 
Smith-Waterman score: 41; 32.0% identity (64.0% similar) in 25 aa overlap (36-60:27-50) 
 
          10        20        30        40        50        60      
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     .:.    :. : :. :.:.. . ::      
gi|212     MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGDGGPGTIK 
                   10        20        30         40        50      
 
          70        80                                              
AAD-12 DMRAAYDALDEATRA                                              
                                                                    
gi|212 KITFGEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMK 
          60        70        80        90       100       110      
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (41-60:31-50) 
 
               20        30        40        50        60        70 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
               80                                                   
AAD-12 YDALDEATRA                                                   
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (41-60:31-50) 
 
               20        30        40        50        60        70 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
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               80                                                   
AAD-12 YDALDEATRA                                                   
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (41-60:31-50) 
 
               20        30        40        50        60        70 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
               80                                                   
AAD-12 YDALDEATRA                                                   
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (41-60:31-50) 
 
               20        30        40        50        60        70 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
               80                                                   
AAD-12 YDALDEATRA                                                   
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (41-60:31-50) 
 
               20        30        40        50        60        70 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|125 MGVFNYETEATSVIPAARLFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
               80                                                   
AAD-12 YDALDEATRA                                                   
                                                                    
gi|125 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (41-60:31-50) 
 
               20        30        40        50        60        70 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
               80                                                   
AAD-12 YDALDEATRA                                                   
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
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 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (41-60:31-50) 
 
               20        30        40        50        60        70 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
               80                                                   
AAD-12 YDALDEATRA                                                   
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (41-60:31-50) 
 
               20        30        40        50        60        70 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|154 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
               80                                                   
AAD-12 YDALDEATRA                                                   
                                                                    
gi|154 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 67.2  bits: 14.2 E():   90 
Smith-Waterman score: 28; 40.0% identity (80.0% similar) in 10 aa overlap (47-56:4-13) 
 
         20        30        40        50        60        70       
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.:  :...:                     
gi|131                            GPVGGVVHAHMMPLL                   
                                          10                        
 
         80 
AAD-12 ATRA 
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.1  bits: 17.1 E():   91 
Smith-Waterman score: 39; 53.8% identity (69.2% similar) in 13 aa overlap (65-77:72-84) 
 
           40        50        60        70        80               
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA               
                                     ::.::  ::  .:                  
gi|131 ELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDE 
              50        60        70        80        90       100  
 
gi|131 FGALVDKWGAKG 
             110    
 
>>gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Serum a  (607 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.7  bits: 19.5 E():   95 
Smith-Waterman score: 48; 26.3% identity (78.9% similar) in 19 aa overlap (15-33:557-575) 
 
                               10        20        30        40     
AAD-12                 IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:    ...:...::..            
gi|543 AETFTFHADICTLPEDEKQIKKQSALAELVKHKPKATKEQLKTVLGNFSAFVAKCCGRED 
        530       540       550       560       570       580       
 
           50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA 
                                            
gi|543 KEACFAEEGPKLVASSQLALA                
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        590       600                       
 
>>gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Serum   (608 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.7  bits: 19.5 E():   95 
Smith-Waterman score: 48; 21.7% identity (78.3% similar) in 23 aa overlap (15-37:558-580) 
 
                               10        20        30        40     
AAD-12                 IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   ....:...:...  .:        
gi|135 AETFTFHADLCTLPEAEKQIKKQSALVELLKHKPKATEEQLKTVMGDFGSFVDKCCAAED 
       530       540       550       560       570       580        
 
           50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA 
                                            
gi|135 KEACFAEEGPKLVAAAQAALA                
       590       600                        
 
>>gi|15886861|emb|CAC85911.1| arginine kinase [Plodia in  (355 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 66.6  bits: 18.7 E():   96 
Smith-Waterman score: 45; 33.3% identity (61.1% similar) in 18 aa overlap (15-32:97-112) 
 
                               10        20        30        40     
AAD-12                 IVAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .: : .: :.  .  ::.             
gi|158 YAPDAEAYVVFADLFDPIIEDYHNGFKKTDKHPPKNWGDVETL--GNLDPAGEFVVSTRV 
         70        80        90       100         110       120     
 
           50        60        70        80                         
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA                         
                                                                    
gi|158 RCGRSMEGYPFNPCLTEAQYKEMEEKVSSTLSGLEGELKGTFFPLTGMSKETQQQLIDDH 
          130       140       150       160       170       180     
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.4 E():   97 
Smith-Waterman score: 40; 35.3% identity (70.6% similar) in 17 aa overlap (46-62:30-46) 
 
          20        30        40        50        60        70      
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     :::. ...  :  ::..              
gi|476  DKGPGFVVTGRVYCDPCRAGFETNVSHNVQGATVAVDCRPFNGGESKLKAEATTDGLGW 
                10        20        30        40        50          
 
          80                                                        
AAD-12 EATRA                                                        
                                                                    
gi|476 YKIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQGIRYANPIAFF 
      60        70        80        90       100       110          
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:42 2011 done: Fri Jan 21 00:02:42 2011 
 Total Scan time:  0.070 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 76  - 155 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
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       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     1     0:= 
  30     4     2:*= 
  32     4     8:==* 
  34     6    22:==     * 
  36    33    44:===========   * 
  38    42    73:==============          * 
  40    75   102:=========================        * 
  42    68   125:=======================                  * 
  44   125   138:==========================================   * 
  46   172   140:==============================================*=========== 
  48   179   134:============================================*=============== 
  50   137   122:========================================*===== 
  52   116   108:===================================*=== 
  54    80    92:===========================   * 
  56    73    77:=========================* 
  58    49    63:=================   * 
  60    45    51:=============== * 
  62    36    41:============ * 
  64    36    33:==========*= 
  66    48    26:========*======= 
  68    37    20:======*====== 
  70     9    16:===  * 
  72    25    12:===*===== 
  74    17    10:===*== 
  76    18     8:==*=== 
  78    14     6:=*=== 
  80     5     5:=* 
  82     4     3:*= 
  84     4     3:*= 
  86     5     2:*= 
  88     6     2:*=         inset = represents 1 library sequences 
  90     3     1:* 
  92     3     1:*         :*== 
  94     2     1:*         :*= 
  96     1     1:*         :* 
  98     4     0:==        *==== 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
 116     1     0:=         *= 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.60430.00319; mu= 2.3919 0.165 
 mean_var=34.6081 8.759, 0's: 2 Z-trim: 4  B-trim: 186 in 1/43 
 Lambda= 0.218015 
 Kolmogorov-Smirnov  statistic: 0.1037 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   67 26.0    0.17 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   65 25.4    0.26 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   58 23.1     1.6 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   58 23.1     1.6 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   58 23.1     1.6 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   58 23.1     1.6 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   64 24.6       2 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   64 24.5     2.5 
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gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   57 22.7     2.8 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   61 23.7     3.3 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   61 23.7     3.4 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   56 22.4     3.5 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   55 22.1     4.2 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   60 23.4     4.3 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   60 23.4     4.3 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   59 23.1     5.3 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   54 21.8     5.4 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   57 22.5     5.5 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   53 21.5     5.9 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   58 22.7     6.4 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   58 22.7     6.4 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   49 20.4       8 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 21.1     8.2 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   52 21.1     8.2 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   52 21.1     8.2 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   52 21.1     8.3 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   55 21.9     9.3 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   55 21.9     9.3 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   50 20.6      10 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 21.8      11 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 17.9      12 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 17.9      12 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   50 20.5      13 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   54 21.5      13 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   49 20.2      15 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   53 21.2      17 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   46 19.4      17 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   48 19.9      17 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 19.9      18 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   48 19.9      20 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   51 20.6      21 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 19.3      22 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   49 20.1      23 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 19.6      24 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 19.6      24 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   47 19.6      24 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   47 19.6      24 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   47 19.6      24 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   47 19.6      24 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   47 19.6      24 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   47 19.6      24 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   47 19.6      24 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   47 19.6      24 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   47 19.6      24 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   47 19.6      24 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 19.6      24 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 19.6      24 
gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   48 19.8      27 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 20.3      28 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   51 20.5      29 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   51 20.5      29 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   51 20.5      29 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   51 20.5      29 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   51 20.5      29 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   51 20.5      29 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   44 18.7      30 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   46 19.2      30 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   46 19.2      30 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 19.2      30 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   46 19.2      30 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 19.2      30 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 19.2      30 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 19.2      30 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   46 19.2      30 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   45 19.0      34 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   47 19.5      34 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 16.4      36 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   45 18.9      37 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   45 18.9      37 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 2332



 

 

gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   45 18.9      37 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   45 18.9      37 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   45 18.9      37 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   45 18.9      38 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   45 18.9      38 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 20.2      38 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   51 20.5      38 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   44 18.7      39 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   52 20.7      40 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   44 18.6      41 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   52 20.7      42 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 20.2      42 
gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin pre ( 148)   44 18.6      43 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   43 18.4      43 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   42 18.1      44 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   49 19.9      45 
gi|14422363|emb|CAC41635.1| plantain pollen major  ( 131)   43 18.4      46 
gi|14422361|emb|CAC41634.1| plantain pollen major  ( 131)   43 18.4      46 
gi|14422359|emb|CAC41633.1| plantain pollen major  ( 131)   43 18.4      46 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   44 18.6      46 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 18.6      46 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   44 18.6      47 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   44 18.6      47 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   44 18.6      47 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   44 18.6      47 
gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum  (  94)   41 17.8      47 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 19.9      47 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   44 18.6      47 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   47 19.4      48 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   47 19.4      48 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   47 19.4      49 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.4      50 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   32 15.5      50 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   47 19.4      51 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   43 18.3      55 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   49 19.9      55 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   43 18.3      58 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   43 18.3      58 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   43 18.3      58 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   42 18.0      65 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   46 19.0      66 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   42 18.0      67 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 19.5      68 
gi|21512|emb|CAA27571.1| patatin [Solanum tuberosu ( 386)   47 19.3      71 
gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allerge ( 159)   42 18.0      71 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.0      71 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   42 18.0      71 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   42 18.0      71 
gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allerge ( 159)   42 18.0      71 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.0      72 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   42 18.0      72 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   42 18.0      72 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.0      72 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.0      72 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   42 18.0      72 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.0      72 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   42 18.0      72 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   42 18.0      72 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.0      72 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.0      72 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 18.0      72 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   42 18.0      72 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 18.0      72 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 18.0      72 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   42 18.0      72 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.0      72 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   42 18.0      72 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.0      72 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 14.6      73 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   41 17.7      77 
gi|4006963|emb|CAA07328.1| pollen allergen Betv1,  ( 120)   40 17.5      78 
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gi|4006947|emb|CAA07320.1| pollen allergen Betv1,  ( 120)   40 17.5      78 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   48 19.5      81 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   46 19.0      81 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   45 18.7      82 
gi|114326420|ref|NP_001041618.1| major allergen I  (  88)   38 16.9      82 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   45 18.7      83 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   28 14.3      84 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   43 18.2      85 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   41 17.7      85 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   41 17.7      88 
gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allerge ( 159)   41 17.7      88 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   41 17.7      89 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   41 17.7      89 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   41 17.7      89 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   41 17.7      89 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   41 17.7      89 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   41 17.7      89 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   41 17.7      89 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   41 17.7      89 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.2      89 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   40 17.4      96 
gi|15886861|emb|CAC85911.1| arginine kinase [Plodi ( 355)   45 18.7      98 
gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Ser ( 607)   48 19.4      98 
gi|54144332|emb|CAD54670.2| pollen allergen Phl p  ( 508)   47 19.2      98 
gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Se ( 608)   48 19.4      98 
gi|75139847|sp|Q7M1E8|Q7M1E8_9ROSA Pollen major al (  12)   26 13.8      98 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  67  Z-score: 116.2  bits: 26.0 E(): 0.17 
Smith-Waterman score: 67; 40.0% identity (63.3% similar) in 30 aa overlap (8-37:30-56) 
 
                                     10        20        30         
AAD-12                       VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. : :   ::. :.. :  
gi|126 TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTK--KGNL-WEVKSA 
               10        20        30        40          50         
 
       40        50        60        70        80 
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL 
                                                  
gi|126 KPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN   
        60        70        80        90          
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  65  Z-score: 112.9  bits: 25.4 E(): 0.26 
Smith-Waterman score: 65; 35.5% identity (64.5% similar) in 31 aa overlap (8-38:30-57) 
 
                                     10        20        30         
AAD-12                       VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. . :   ::. :.. :. 
gi|144 VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKSS 
               10        20        30        40          50         
 
       40        50        60        70        80 
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL 
                                                  
gi|144 KPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE    
        60        70        80        90          
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 98.8  bits: 23.1 E():  1.6 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (8-66:55-107) 
 
                                      10        20        30        
AAD-12                        VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
        40        50        60        70        80  
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL  
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          :.  ::  :. . .   : .. : :.                
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 98.8  bits: 23.1 E():  1.6 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (8-66:55-107) 
 
                                      10        20        30        
AAD-12                        VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
        40        50        60        70        80  
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL  
          :.  ::  :. . .   : .. : :.                
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 98.8  bits: 23.1 E():  1.6 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (8-66:55-107) 
 
                                      10        20        30        
AAD-12                        VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
        40        50        60        70        80  
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL  
          :.  ::  :. . .   : .. : :.                
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 98.8  bits: 23.1 E():  1.6 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (8-66:55-107) 
 
                                      10        20        30        
AAD-12                        VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|117 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
        40        50        60        70        80  
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL  
          :.  ::  :. . .   : .. : :.                
gi|117 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  64  Z-score: 97.2  bits: 24.6 E():    2 
Smith-Waterman score: 64; 33.3% identity (57.1% similar) in 63 aa overlap (7-65:89-149) 
 
                                       10         20        30      
AAD-12                         VAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .  :. . ..:  . 
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLT 
       60        70        80        90       100        110        
 
          40           50        60        70        80             
AAD-12 DSTYMP---VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL             
       : . :    . .::  . :    .:.:::   :                            
gi|114 DFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPE 
        120       130       140       150       160       170       
 
gi|114 FHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSN 
        180       190       200       210       220       230       
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>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  64  Z-score: 95.3  bits: 24.5 E():  2.5 
Smith-Waterman score: 64; 33.3% identity (57.1% similar) in 63 aa overlap (7-65:119-179) 
 
                                       10         20        30      
AAD-12                         VAISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .  :. . ..:  . 
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLT 
       90       100       110       120       130        140        
 
          40           50        60        70        80             
AAD-12 DSTYMP---VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL             
       : . :    . .::  . :    .:.:::   :                            
gi|476 DFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPE 
        150       160       170       180       190       200       
 
gi|476 FHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSN 
        210       220       230       240       250       260       
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 94.5  bits: 22.7 E():  2.8 
Smith-Waterman score: 57; 41.4% identity (69.0% similar) in 29 aa overlap (31-59:23-50) 
 
               10        20        30        40        50        60 
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: :::.: . ::  
gi|444         MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGV 
                       10        20         30        40        50  
 
               70        80                                         
AAD-12 TCFADMRAAYDALDEATRAL                                         
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  49 init1:  49 opt:  61  Z-score: 93.1  bits: 23.7 E():  3.3 
Smith-Waterman score: 61; 20.8% identity (61.0% similar) in 77 aa overlap (1-76:120-194) 
 
                                             10        20        30 
AAD-12                               VAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     .: ...: .    .: :: ::   : .. . 
gi|309 LGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQ 
      90       100       110       120       130       140          
 
                40        50        60        70        80          
AAD-12 MAWHAD-STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL          
       . ...  ..     : ::. .:... :.:  . ..... . : ..:.              
gi|309 VKYQGGCGSGWAFSATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGCYNGWHYQSFE 
     150       160       170        180        190       200        
 
gi|309 WVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAIL 
       210       220       230       240       250       260        
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 92.9  bits: 23.7 E():  3.4 
Smith-Waterman score: 61; 21.1% identity (53.9% similar) in 76 aa overlap (4-79:262-337) 
 
                                          10        20        30    
AAD-12                            VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|169 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
            40        50        60        70        80              
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL              
       .: :.::  .  ..::.:.       :.    . ..   .:.:..:               
gi|169 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
gi|169 KPVSKDSPETYEEALKRFAKLLSDRKKLRANKASY 
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             360       370       380       
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 92.8  bits: 22.4 E():  3.5 
Smith-Waterman score: 56; 40.0% identity (68.0% similar) in 25 aa overlap (35-59:27-50) 
 
           10        20        30        40        50        60     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. :::.. . ::      
gi|165     MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIK 
                   10        20        30         40        50      
 
           70        80                                             
AAD-12 DMRAAYDALDEATRAL                                             
                                                                    
gi|165 KITFGEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSIL 
          60        70        80        90       100       110      
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 91.2  bits: 22.1 E():  4.2 
Smith-Waterman score: 55; 32.4% identity (58.8% similar) in 34 aa overlap (16-43:114-147) 
 
                              10        20            30            
AAD-12                VAISNVKADGTVRQHSPAEWDDMMKVIV----GNMAWHA--DSTY 
                                     :::. :.. : .:    :   : .  .:.. 
gi|250 EVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSW 
            90       100       110       120       130       140    
 
      40        50        60        70        80 
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL 
        ::.                                      
gi|250 APVLDFVFSTLKNEL                           
           150                                   
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 91.2  bits: 23.4 E():  4.3 
Smith-Waterman score: 60; 21.1% identity (53.9% similar) in 76 aa overlap (4-79:262-337) 
 
                                          10        20        30    
AAD-12                            VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
            40        50        60        70        80              
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL              
       .: :.::  .  ..::.:.       :.    . ..   .:.:..:               
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
gi|215 KPVSKDSPETYEEALKRFAKLLSDRKKLRANKASH 
             360       370       380       
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 91.2  bits: 23.4 E():  4.3 
Smith-Waterman score: 60; 21.1% identity (53.9% similar) in 76 aa overlap (4-79:262-337) 
 
                                          10        20        30    
AAD-12                            VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
            40        50        60        70        80              
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL              
       .: :.::  .  ..::.:.       :.    . ..   .:.:..:               
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
gi|215 KPVSKDSPETYEEALKRFAKLLSDRKKLRANKASH 
             360       370       380       
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>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 89.5  bits: 23.1 E():  5.3 
Smith-Waterman score: 59; 21.1% identity (53.9% similar) in 76 aa overlap (4-79:262-337) 
 
                                          10        20        30    
AAD-12                            VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|158 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQLT 
             240       250       260       270       280       290  
 
            40        50        60        70        80              
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL              
       .: :.::  .  ..::.:.       :.    . ..   .:.:..:               
gi|158 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
gi|158 KPVSKDSPETYEEALKRFAKLLSNRKKLRANKASY 
             360       370       380       
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 89.4  bits: 21.8 E():  5.4 
Smith-Waterman score: 54; 37.9% identity (69.0% similar) in 29 aa overlap (31-59:23-50) 
 
               10        20        30        40        50        60 
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: .::.: . ::  
gi|444         MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGV 
                       10        20         30        40        50  
 
               70        80                                         
AAD-12 TCFADMRAAYDALDEATRAL                                         
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 89.2  bits: 22.5 E():  5.5 
Smith-Waterman score: 57; 18.2% identity (58.2% similar) in 55 aa overlap (6-60:225-279) 
 
                                        10        20        30      
AAD-12                          VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA 
                                     :...: .. ..::. . . . .. ..:    
gi|106 IMQQEQQEQRQGVQILVPLSQQQQVGQGTLVQGQGIIQPQQPAQLEVIRSSVLQTLATMC 
          200       210       220       230       240       250     
 
          40        50        60        70        80 
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL 
       .    :  .   .  : .: ..::.                     
gi|106 NVYVPPYCSTIRAPFASIVAGIGGQ                     
          260       270                              
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 88.7  bits: 21.5 E():  5.9 
Smith-Waterman score: 53; 26.7% identity (66.7% similar) in 30 aa overlap (37-66:5-34) 
 
         10        20        30        40        50        60       
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.  :..  ... :. .. :. :. :.: : 
gi|189                           MASKSSITPLLLAAVLASVFAAAAATGQYCYAGM 
                                         10        20        30     
 
         70        80                                               
AAD-12 RAAYDALDEATRAL                                               
                                                                    
gi|189 GLPSNPLEGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIG 
           40        50        60        70        80        90     
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 88.0  bits: 22.7 E():  6.4 
Smith-Waterman score: 58; 20.8% identity (58.4% similar) in 77 aa overlap (1-76:120-194) 
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                                             10        20        30 
AAD-12                               VAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     .: ...: .    .: :: ::   : .. . 
gi|119 LGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQ 
      90       100       110       120       130       140          
 
                40        50        60        70        80          
AAD-12 MAWHADSTY-MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL          
       . ...         : ::. .:... :.:  . ..... . : ..:.              
gi|119 VKYQGGCGRGWAFSATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGSYNGWQYQSFE 
     150       160       170        180        190       200        
 
gi|119 WVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAIL 
       210       220       230       240       250       260        
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 88.0  bits: 22.7 E():  6.4 
Smith-Waterman score: 58; 20.8% identity (58.4% similar) in 77 aa overlap (1-76:120-194) 
 
                                             10        20        30 
AAD-12                               VAISNVKADGTVRQHSPAEWDDMMKVIVGN 
                                     .: ...: .    .: :: ::   : .. . 
gi|129 LGLNKFADITPQEFSKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQ 
      90       100       110       120       130       140          
 
                40        50        60        70        80          
AAD-12 MAWHADSTY-MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL          
       . ...         : ::. .:... :.:  . ..... . : ..:.              
gi|129 VKYQGGCGRGWAFSATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGSYNGWQYQSFE 
     150       160       170        180        190       200        
 
gi|129 WVLEHGGIATDDDYPYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAIL 
       210       220       230       240       250       260        
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 86.3  bits: 20.4 E():    8 
Smith-Waterman score: 49; 32.3% identity (58.1% similar) in 31 aa overlap (11-39:35-64) 
 
                                   10          20        30         
AAD-12                     VAISNVKADGTVRQHSPAE--WDDMMKVIVGNMAWHADST 
                                     : . ..::.  :: .  : .   .: ::.  
gi|323 QTCAGNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKP 
           10        20        30        40         50        60    
 
       40        50        60        70        80 
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL 
       :                                          
gi|323 YSWRYGWTAFCGPAGPRCLRTNAAVTVR               
            70        80        90                
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 86.0  bits: 21.1 E():  8.2 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (35-59:27-50) 
 
           10        20        30        40        50        60     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|602     MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
           70        80                                             
AAD-12 DMRAAYDALDEATRAL                                             
                                                                    
gi|602 KINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 86.0  bits: 21.1 E():  8.2 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (35-59:27-50) 
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           10        20        30        40        50        60     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|279     MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
           70        80                                             
AAD-12 DMRAAYDALDEATRAL                                             
                                                                    
gi|279 KINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 86.0  bits: 21.1 E():  8.2 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (35-59:27-50) 
 
           10        20        30        40        50        60     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|131     MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
           70        80                                             
AAD-12 DMRAAYDALDEATRAL                                             
                                                                    
gi|131 KINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 86.0  bits: 21.1 E():  8.3 
Smith-Waterman score: 52; 37.9% identity (69.0% similar) in 29 aa overlap (31-59:23-50) 
 
               10        20        30        40        50        60 
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .. .:: : .: .:  .: .::.: . ::  
gi|444         MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGV 
                       10        20         30        40        50  
 
               70        80                                         
AAD-12 TCFADMRAAYDALDEATRAL                                         
                                                                    
gi|444 GTIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADG 
              60        70        80        90       100       110  
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  49 init1:  49 opt:  55  Z-score: 85.1  bits: 21.9 E():  9.3 
Smith-Waterman score: 55; 25.0% identity (56.2% similar) in 48 aa overlap (32-79:23-69) 
 
              10        20        30        40        50        60  
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .. ::. : :. :   .  : ..::.::   
gi|663         MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGK 
                       10        20        30        40         50  
 
              70        80                                          
AAD-12 CFADMRAAYDALDEATRAL                                          
         .: .   . .. . .:                                           
gi|663 ATTDEQKLLEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILK 
              60        70        80        90       100       110  
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 85.1  bits: 21.9 E():  9.3 
Smith-Waterman score: 55; 25.5% identity (55.3% similar) in 47 aa overlap (26-71:16-62) 
 
               10        20        30         40        50          
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMA-WHADSTYMPVMAQGAVFSAEVVPAVGG 
                                ...:  : . ::. : :. :   .  : .  :.:: 
gi|441           MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATPAAAGG 
                         10        20        30        40        50 
 
      60        70        80                                        
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AAD-12 RTCFADMRAAYDALDEATRAL                                        
       ..   ...   :                                                 
gi|441 KATTDEQKLLEDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKAPGLIP 
               60        70        80        90       100       110 
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.3  bits: 20.6 E():   10 
Smith-Waterman score: 50; 28.1% identity (59.4% similar) in 32 aa overlap (26-57:11-42) 
 
               10        20        30        40        50        60 
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                ::.. .:: ...   :. : :    ..::  .    
gi|249                MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQDIMPC 
                              10        20        30        40      
 
               70        80                                         
AAD-12 TCFADMRAAYDALDEATRAL                                         
                                                                    
gi|249 LHFVKGEEKEPSKECCSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVAEVPKK 
          50        60        70        80        90       100      
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 83.9  bits: 21.8 E():   11 
Smith-Waterman score: 55; 30.6% identity (58.3% similar) in 36 aa overlap (18-53:155-190) 
 
                            10        20        30        40        
AAD-12              VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :   . ..::.:..  :: .     .  :: 
gi|249 QLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA 
          130       140       150       160       170       180     
 
        50        60        70        80                            
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRAL                            
       . .:::                                                       
gi|249 IPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTL 
          190       200       210       220       230       240     
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 82.9  bits: 17.9 E():   12 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (33-39:19-25) 
 
             10        20        30        40        50        60   
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.::..:                        
gi|320             YTTEGGTKAEAEDVIPEGWKADTSYE                       
                           10        20                             
 
             70        80 
AAD-12 FADMRAAYDALDEATRAL 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 82.9  bits: 17.9 E():   12 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (33-39:19-25) 
 
             10        20        30        40        50        60   
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.::..:                        
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE                       
                           10        20                             
 
             70        80 
AAD-12 FADMRAAYDALDEATRAL 
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 82.6  bits: 20.5 E():   13 
Smith-Waterman score: 50; 31.0% identity (55.2% similar) in 29 aa overlap (40-63:31-59) 
 
      10        20        30        40        50             60     
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICFD 
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               10        20        30        40        50        60 
 
           70        80                                             
AAD-12 DMRAAYDALDEATRAL                                             
                                                                    
gi|132 EGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSISK 
               70        80        90       100       110       120 
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  53 init1:  53 opt:  54  Z-score: 82.6  bits: 21.5 E():   13 
Smith-Waterman score: 54; 22.0% identity (62.7% similar) in 59 aa overlap (4-60:271-327) 
 
                                          10        20        30    
AAD-12                            VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     : :...: .. ..::. . . .... ..   
gi|170 IIMQQQQQQQQQQGIDIFLPLSQHEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPS 
              250       260       270       280       290       300 
 
            40          50        60        70        80 
AAD-12 HADSTYMP--VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL 
         . .:.:     . : : : .: ..::.                     
gi|170 MCN-VYVPPECSIMRAPF-ASIVAGIGGQ                     
               310        320                            
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 81.3  bits: 20.2 E():   15 
Smith-Waterman score: 49; 35.7% identity (52.4% similar) in 42 aa overlap (47-77:37-78) 
 
         20        30        40        50        60              70 
AAD-12 PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR------TCFADMRAAY 
                                     :. : :.: . ::       :   : ...: 
gi|145 EEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSY 
         10        20        30        40        50        60       
 
                    80                                              
AAD-12 -----DALDEATRAL                                              
            ::.::::                                                 
gi|145 VLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAP 
         70        80        90       100       110       120       
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 80.5  bits: 21.2 E():   17 
Smith-Waterman score: 53; 22.9% identity (58.3% similar) in 48 aa overlap (1-46:223-270) 
 
                                             10         20          
AAD-12                               VAISNVKADGT-VRQHSPAEWDDMMKV-IV 
                                     : . ..  ::   ..:.  :..  ..  :. 
gi|729 EGVLSRKVPSHLTLETPRVKMNMKYDRYAPVKVFKLDYDGIHFEKHTDIEYEPGVRYKII 
            200       210       220       230       240       250   
 
       30        40        50        60        70        80         
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL         
       ::   . :. .. . .::                                           
gi|729 GNGKLKDDGRHYSIDVQGIPRKAFNLDADLMDFKLKVSKPEDSNKAQFSYTFNEYTETEE 
            260       270       280       290       300       310   
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 80.2  bits: 19.4 E():   17 
Smith-Waterman score: 46; 26.9% identity (53.8% similar) in 52 aa overlap (7-56:8-56) 
 
                10        20        30          40        50        
AAD-12  VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY--MPVMAQGAVFSAEVVPAV 
              :: :.    .:.  ::..   .::. .  ..     :..  :: :  ..: :  
gi|166 ATPTPTPKAAGSWCVPKPGVSDDQL---TGNINYACSQGIDCGPIQPGGACFEPNTVKAH 
               10        20           30        40        50        
 
        60        70        80                      
AAD-12 GGRTCFADMRAAYDALDEATRAL                      
                                                    
gi|166 AAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
        60        70        80        90       100  
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>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.1  bits: 19.9 E():   17 
Smith-Waterman score: 48; 23.3% identity (66.7% similar) in 30 aa overlap (37-66:5-34) 
 
         10        20        30        40        50        60       
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.  :..  ... :. .. .. :. :.: : 
gi|439                           MASKSSITPLLLAAVLASVFAAATATGQYCYAGM 
                                         10        20        30     
 
         70        80                                               
AAD-12 RAAYDALDEATRAL                                               
                                                                    
gi|439 GLPSNPLEGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFI 
           40        50        60        70        80        90     
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 80.1  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (4-20:2-19) 
 
                10        20        30        40        50          
AAD-12 VAISNVKAD-GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
          ..: .: :.. ..::.::                                        
gi|250   PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPFPRCRALVKSQCAGGQVVESIQKDCCRQ 
                 10        20        30        40        50         
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 79.1  bits: 19.9 E():   20 
Smith-Waterman score: 48; 29.8% identity (47.4% similar) in 57 aa overlap (6-48:38-90) 
 
                                        10           20        30   
AAD-12                          VAISNVKADGTVRQ---HSPAEWDDMMKVIVGNMA 
                                     :.: . .:.    .:  ::.. ::    .: 
gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKVA---QA 
        10        20        30        40        50        60        
 
                        40        50        60        70        80  
AAD-12 W-----------HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL  
       :           :.:      :::::.                                  
gi|148 WAETRTPDCSLIHSDRCG-ENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQI 
           70        80         90       100       110       120    
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.8  bits: 20.6 E():   21 
Smith-Waterman score: 51; 22.6% identity (64.5% similar) in 31 aa overlap (37-67:66-96) 
 
         10        20        30        40        50        60       
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:.. ::  :  .. :..  .. :... 
gi|219 QPLPPQQTFPQQPPFSQQQQQQPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQ 
          40        50        60        70        80        90      
 
         70        80                                               
AAD-12 RAAYDALDEATRAL                                               
       .                                                            
gi|219 QQLILPPQQQQQLPQQQISIVQPSVLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSC 
         100       110       120       130       140       150      
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.3  bits: 19.3 E():   22 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (41-56:66-81) 
 
               20        30        40        50        60        70 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
               80                   
AAD-12 DALDEATRAL                   
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gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS 
         100       110       120    
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  49  Z-score: 78.0  bits: 20.1 E():   23 
Smith-Waterman score: 49; 33.3% identity (62.5% similar) in 24 aa overlap (1-24:6-29) 
 
                    10        20        30        40        50      
AAD-12      VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
            .:.  . :  ..  :.:: .:: :                                
gi|144 MQYLAIAVIVALAGLSAAAHKPAYYDDNMANQMVDQIVKSLTTKKELDPFKIEQTKVPID 
               10        20        30        40        50        60 
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (54-70:141-157) 
 
            30        40        50        60        70        80 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL 
                                     .:  :: .:.   :..:           
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY           
              120       130       140       150                  
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (54-70:141-157) 
 
            30        40        50        60        70        80 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL 
                                     .:  :: .:.   :..:           
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY           
              120       130       140       150                  
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (35-59:27-50) 
 
           10        20        30        40        50        60     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|134     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
           70        80                                             
AAD-12 DMRAAYDALDEATRAL                                             
                                                                    
gi|134 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (35-59:27-50) 
 
           10        20        30        40        50        60     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEYTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
           70        80                                             
AAD-12 DMRAAYDALDEATRAL                                             
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (35-59:27-50) 
 
           10        20        30        40        50        60     
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AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
           70        80                                             
AAD-12 DMRAAYDALDEATRAL                                             
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (35-59:27-50) 
 
           10        20        30        40        50        60     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|165     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
           70        80                                             
AAD-12 DMRAAYDALDEATRAL                                             
                                                                    
gi|165 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 47; 40.0% identity (68.0% similar) in 25 aa overlap (35-59:27-50) 
 
           10        20        30        40        50        60     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :.:.. . ::      
gi|602     MGVFTYEFEFTSVIPPARLYNAFVLDADNL-IPKIAPQAVKSTEILEGDGGVGTIK 
                   10        20        30         40        50      
 
           70        80                                             
AAD-12 DMRAAYDALDEATRAL                                             
                                                                    
gi|602 KINFGEGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (35-59:27-50) 
 
           10        20        30        40        50        60     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|886     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
           70        80                                             
AAD-12 DMRAAYDALDEATRAL                                             
                                                                    
gi|886 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIK 
          60        70        80        90       100       110      
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (35-59:27-50) 
 
           10        20        30        40        50        60     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
           70        80                                             
AAD-12 DMRAAYDALDEATRAL                                             

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 2345



 

 

                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (35-59:27-50) 
 
           10        20        30        40        50        60     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
           70        80                                             
AAD-12 DMRAAYDALDEATRAL                                             
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (35-59:27-50) 
 
           10        20        30        40        50        60     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|753     MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
           70        80                                             
AAD-12 DMRAAYDALDEATRAL                                             
                                                                    
gi|753 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (35-59:27-50) 
 
           10        20        30        40        50        60     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
           70        80                                             
AAD-12 DMRAAYDALDEATRAL                                             
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (54-70:144-160) 
 
            30        40        50        60        70        80 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL 
                                     .:  :: .:.   :..:           
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY           
           120       130       140       150       160           
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (54-70:144-160) 
 
            30        40        50        60        70        80 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL 
                                     .:  :: .:.   :..:           
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY           
           120       130       140       150       160           
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>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.7  bits: 19.8 E():   27 
Smith-Waterman score: 48; 33.3% identity (59.3% similar) in 27 aa overlap (37-63:17-43) 
 
         10        20        30        40        50        60       
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.:.:  .   ::..:  :  .: : .    
gi|510               MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLP 
                             10        20        30        40       
 
         70        80                                               
AAD-12 RAAYDALDEATRAL                                               
                                                                    
gi|510 VIRGKGGGIEFAKTETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHL 
         50        60        70        80        90       100       
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.5  bits: 20.3 E():   28 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (33-50:66-83) 
 
             10        20        30        40        50        60   
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
             70        80                                           
AAD-12 FADMRAAYDALDEATRAL                                           
                                                                    
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.2  bits: 20.5 E():   29 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (24-61:270-307) 
 
                      10        20        30        40        50    
AAD-12        VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
            60        70        80                                  
AAD-12 VPAVGGRTCFADMRAAYDALDEATRAL                                  
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.2  bits: 20.5 E():   29 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (24-61:270-307) 
 
                      10        20        30        40        50    
AAD-12        VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
            60        70        80                                  
AAD-12 VPAVGGRTCFADMRAAYDALDEATRAL                                  
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.2  bits: 20.5 E():   29 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (24-61:270-307) 
 
                      10        20        30        40        50    
AAD-12        VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
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                                     ..:.:.. .: . ...  .. .: .. ... 
gi|270 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
            60        70        80                                  
AAD-12 VPAVGGRTCFADMRAAYDALDEATRAL                                  
       .  : : :                                                     
gi|270 IQHVKGGTPKRPDRAIETYLFAMFDENQKQPEVEKHFGLFFPDKRPKYNLNFSAKKNWDI 
     300       310       320       330       340       350          
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.2  bits: 20.5 E():   29 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (24-61:270-307) 
 
                      10        20        30        40        50    
AAD-12        VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|118 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
            60        70        80                                  
AAD-12 VPAVGGRTCFADMRAAYDALDEATRAL                                  
       .  : : :                                                     
gi|118 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.2  bits: 20.5 E():   29 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (24-61:270-307) 
 
                      10        20        30        40        50    
AAD-12        VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|327 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
            60        70        80                                  
AAD-12 VPAVGGRTCFADMRAAYDALDEATRAL                                  
       .  : : :                                                     
gi|327 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.2  bits: 20.5 E():   29 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (24-61:270-307) 
 
                      10        20        30        40        50    
AAD-12        VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
            60        70        80                                  
AAD-12 VPAVGGRTCFADMRAAYDALDEATRAL                                  
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFATFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 75.9  bits: 18.7 E():   30 
Smith-Waterman score: 44; 32.4% identity (56.8% similar) in 37 aa overlap (40-76:65-101) 
 
      10        20        30        40        50        60          
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .:  ..::. ::  . :.:: :  :   :  
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
      70        80       
AAD-12 YDALDEATRAL       
        .  .:.           
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gi|117 EEEKEESDDDMGFGLFD 
          100       110  
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (35-59:27-50) 
 
           10        20        30        40        50        60     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
           70        80                                             
AAD-12 DMRAAYDALDEATRAL                                             
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIK 
          60        70        80        90       100       110      
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 46; 36.0% identity (64.0% similar) in 25 aa overlap (35-59:27-50) 
 
           10        20        30        40        50        60     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|304     MGLYTFENEFTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
           70        80                                             
AAD-12 DMRAAYDALDEATRAL                                             
                                                                    
gi|304 KITFGEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (38-59:29-50) 
 
        10        20        30        40        50        60        
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|400   MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
        70        80                                                
AAD-12 AAYDALDEATRAL                                                
                                                                    
gi|400 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKIS 
       60        70        80        90       100       110         
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (35-59:27-50) 
 
           10        20        30        40        50        60     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|880     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
           70        80                                             
AAD-12 DMRAAYDALDEATRAL                                             
                                                                    
gi|880 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVI 
          60        70        80        90       100       110      
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (38-59:29-50) 
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 2349



 

 

        10        20        30        40        50        60        
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|116   MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
        70        80                                                
AAD-12 AAYDALDEATRAL                                                
                                                                    
gi|116 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKIS 
       60        70        80        90       100       110         
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (38-59:29-50) 
 
        10        20        30        40        50        60        
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|116   MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
        70        80                                                
AAD-12 AAYDALDEATRAL                                                
                                                                    
gi|116 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKIS 
       60        70        80        90       100       110         
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (38-59:29-50) 
 
        10        20        30        40        50        60        
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|116   MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
        70        80                                                
AAD-12 AAYDALDEATRAL                                                
                                                                    
gi|116 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKIS 
       60        70        80        90       100       110         
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (35-59:27-50) 
 
           10        20        30        40        50        60     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
           70        80                                             
AAD-12 DMRAAYDALDEATRAL                                             
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.9  bits: 19.0 E():   34 
Smith-Waterman score: 45; 50.0% identity (85.7% similar) in 14 aa overlap (66-79:126-139) 
 
          40        50        60        70        80        
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL        
                                     . ::..::: :..:         
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG 
         100       110       120       130       140        
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
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 initn:  37 init1:  37 opt:  47  Z-score: 74.8  bits: 19.5 E():   34 
Smith-Waterman score: 47; 23.1% identity (51.3% similar) in 39 aa overlap (3-37:147-185) 
 
                                           10            20         
AAD-12                             VAISNVKADGTVRQH----SPAEWDDMMKVIV 
                                     ::.  .::.. .:    .   :    :.   
gi|613 ATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMHVGHYTQIVWAKTKKIGC 
        120       130       140       150       160       170       
 
       30        40        50        60        70        80 
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL 
       : . .. :.                                            
gi|613 GRIMFKEDNWNKHYLVCNYGPAGNVLGAQIYEIKK                  
        180       190       200       210                   
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 74.4  bits: 16.4 E():   36 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (33-39:19-25) 
 
             10        20        30        40        50        60   
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :..:..:                        
gi|320             YTTEGGTKAEAEDVIPEGWKVDTSYE                       
                           10        20                             
 
             70        80 
AAD-12 FADMRAAYDALDEATRAL 
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.1  bits: 18.9 E():   37 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (35-59:27-50) 
 
           10        20        30        40        50        60     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
           70        80                                             
AAD-12 DMRAAYDALDEATRAL                                             
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.1  bits: 18.9 E():   37 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (35-59:27-50) 
 
           10        20        30        40        50        60     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|425     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
           70        80                                             
AAD-12 DMRAAYDALDEATRAL                                             
                                                                    
gi|425 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.1  bits: 18.9 E():   37 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (35-59:27-50) 
 
           10        20        30        40        50        60     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|753     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTTK 
                   10        20        30         40        50      
 
           70        80                                             
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AAD-12 DMRAAYDALDEATRAL                                             
                                                                    
gi|753 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.1  bits: 18.9 E():   37 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (35-59:27-50) 
 
           10        20        30        40        50        60     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
           70        80                                             
AAD-12 DMRAAYDALDEATRAL                                             
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.1  bits: 18.9 E():   37 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (35-59:27-50) 
 
           10        20        30        40        50        60     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
           70        80                                             
AAD-12 DMRAAYDALDEATRAL                                             
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.1  bits: 18.9 E():   38 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (35-59:27-50) 
 
           10        20        30        40        50        60     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|901     MGGYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
           70        80                                             
AAD-12 DMRAAYDALDEATRAL                                             
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.1  bits: 18.9 E():   38 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (35-59:27-50) 
 
           10        20        30        40        50        60     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
           70        80                                             
AAD-12 DMRAAYDALDEATRAL                                             
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.0  bits: 20.2 E():   38 
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Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (33-50:56-73) 
 
             10        20        30        40        50        60   
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
             70        80                                           
AAD-12 FADMRAAYDALDEATRAL                                           
                                                                    
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 74.0  bits: 20.5 E():   38 
Smith-Waterman score: 51; 34.2% identity (52.6% similar) in 38 aa overlap (45-78:321-358) 
 
           20        30        40        50        60            70 
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM----RAAY 
                                     :  .  ::..  .::.  .: .    :    
gi|845 RAIEQLHEEQEHSMKIDALRRSLEEQVKQLQVQIQEAEAAALLGGKRVIAKLETRIRDLE 
              300       310       320       330       340       350 
 
               80                                                   
AAD-12 DALDEATRAL                                                   
        :::: ::                                                     
gi|845 TALDEETRRHKETQNALRKKDRRIKEVQMQVDEEHKQFVMAQDTADRLLEKMNIQKRQLG 
              360       370       380       390       400       410 
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.8  bits: 18.7 E():   39 
Smith-Waterman score: 44; 16.0% identity (72.0% similar) in 25 aa overlap (23-47:12-36) 
 
               10        20        30        40        50        60 
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                             .. .... ..: ....  :. : :.              
gi|249            MRTVSARSSVALVVIVAAVLVWTSSASVAPAPAPGSEETCGTVVGALMP 
                          10        20        30        40          
 
               70        80                                         
AAD-12 TCFADMRAAYDALDEATRAL                                         
                                                                    
gi|249 CLPFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPK 
      50        60        70        80        90       100          
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 73.6  bits: 20.7 E():   40 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (14-52:535-572) 
 
                                10        20        30        40    
AAD-12                  VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
            50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL 
        .:  :: :                             
gi|331 KEGC-FSEEGPKLVAAAQAALV                
           570       580                     
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 73.3  bits: 18.6 E():   41 
Smith-Waterman score: 44; 21.1% identity (55.3% similar) in 38 aa overlap (37-74:5-42) 
 
         10        20        30        40        50        60       
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.  :..   .. :. .. .. :  :.: : 
gi|217                           MASKSSISPLLLATVLVSVFAAATATGPYCYAGM 
                                         10        20        30     

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 2353



 

 

 
         70        80                                               
AAD-12 RAAYDALDEATRAL                                               
           . :.                                                     
gi|217 GLPINPLEGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFI 
           40        50        60        70        80        90     
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 73.3  bits: 20.7 E():   42 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (14-52:558-595) 
 
                                10        20        30        40    
AAD-12                  VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|668 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
       530       540       550       560       570       580        
 
            50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL 
        .:  :: :                             
gi|668 KEGC-FSEEGPKLVAAAQAALV                
       590        600                        
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.2  bits: 20.2 E():   42 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (33-50:56-73) 
 
             10        20        30        40        50        60   
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
             70        80                                           
AAD-12 FADMRAAYDALDEATRAL                                           
                                                                    
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin precurs  (148 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.1  bits: 18.6 E():   43 
Smith-Waterman score: 44; 21.2% identity (54.5% similar) in 33 aa overlap (1-33:25-57) 
 
                                       10        20        30       
AAD-12                         VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD 
                               :. ..:  .:  ...   ::.. .  .   : :    
gi|538 MARFTIVLAVLFAAALVSASAHKTVVTTSVAEEGEEENQRGCEWESRQCQMRHCMQWMRS 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL                 
                                                                    
gi|538 MRGQYEESFLRSAEANQGQFEHFRECCNELRDVKSHCRCEALRCMMRQMQQEYGMEQEMQ 
               70        80        90       100       110       120 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 73.1  bits: 18.4 E():   43 
Smith-Waterman score: 43; 23.5% identity (51.0% similar) in 51 aa overlap (29-79:25-74) 
 
               10        20        30        40        50        60 
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                   :  : . . ...   :::.  :: .:  . .  
gi|217     MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNL 
                   10        20        30        40        50       
 
               70        80                                         
AAD-12 TCFADMRAAYDALDEATRAL                                         
         : ...   :..:    :                                          
gi|217 P-FQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLND 
          60        70        80        90       100       110      
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>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.8  bits: 18.1 E():   44 
Smith-Waterman score: 42; 25.7% identity (60.0% similar) in 35 aa overlap (45-79:4-38) 
 
           20        30        40        50        60        70     
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     .:.. .:.:. :. :     : .: . :   
gi|777                            MAFKGVLNDADVTAALDGCKSAFDHKAFFKACG 
                                          10        20        30    
 
           80                                                       
AAD-12 EATRAL                                                       
        :...                                                        
gi|777 LAAKSADDIKKAFAIIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAGDSDGD 
            40        50        60        70        80        90    
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 72.6  bits: 19.9 E():   45 
Smith-Waterman score: 49; 33.3% identity (64.3% similar) in 42 aa overlap (31-69:244-284) 
 
               10        20        30          40         50        
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW--HADSTYMP-VMAQGAVFSAEVVPAV 
                                     :.:  ..... .: :. .  . :.: :  : 
gi|585 GYYAYPYCYNLTPNQPSAQCEATTMQENDKMSWLFESEDVLLPSVYLRWNLTSGERVGLV 
           220       230       240       250       260       270    
 
        60        70        80                                      
AAD-12 GGRTCFADMRAAYDALDEATRAL                                      
       :::.  : .: :                                                 
gi|585 GGRVKEA-LRIARQMTTSRKKVLPYYWYKYQDRRDTDLSRADLEATLRKITDLGADGFII 
           280        290       300       310       320       330   
 
>>gi|14422363|emb|CAC41635.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.6  bits: 18.4 E():   46 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (36-53:85-102) 
 
          10        20        30        40        50        60      
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSGRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
          70        80   
AAD-12 MRAAYDALDEATRAL   
                         
gi|144 RHVKPLSFRAKTDAPGC 
          120       130  
 
>>gi|14422361|emb|CAC41634.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.6  bits: 18.4 E():   46 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (36-53:85-102) 
 
          10        20        30        40        50        60      
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
          70        80   
AAD-12 MRAAYDALDEATRAL   
                         
gi|144 RHVKPLSFRAKTDAPGC 
          120       130  
 
>>gi|14422359|emb|CAC41633.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.6  bits: 18.4 E():   46 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (36-53:85-102) 
 
          10        20        30        40        50        60      
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
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gi|144 GETDQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
          70        80   
AAD-12 MRAAYDALDEATRAL   
                         
gi|144 RHVKPLSFRAKTDAPGC 
          120       130  
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.4  bits: 18.6 E():   46 
Smith-Waterman score: 44; 36.4% identity (63.6% similar) in 22 aa overlap (38-59:28-49) 
 
        10        20        30        40        50        60        
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|115    GVFNYETETTSVIPAARLFKAFILDGDTLFPQVAPQAISSVENISGNGGPGTIKKIS 
                  10        20        30        40        50        
 
        70        80                                                
AAD-12 AAYDALDEATRAL                                                
                                                                    
gi|115 FPEGLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKIS 
        60        70        80        90       100       110        
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 72.4  bits: 18.6 E():   46 
Smith-Waterman score: 44; 29.0% identity (67.7% similar) in 31 aa overlap (46-76:49-78) 
 
          20        30        40        50        60        70      
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|144 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
          80                                                        
AAD-12 ATRAL                                                        
       :                                                            
gi|144 AGLAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEAT 
        80        90       100       110       120       130        
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (40-59:31-50) 
 
      10        20        30        40        50        60          
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
      70        80                                                  
AAD-12 YDALDEATRAL                                                  
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (40-59:31-50) 
 
      10        20        30        40        50        60          
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|132 MGVFNYETESTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
      70        80                                                  
AAD-12 YDALDEATRAL                                                  
                                                                    
gi|132 EGSPFKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNK 
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               70        80        90       100       110       120 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (40-59:31-50) 
 
      10        20        30        40        50        60          
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|584 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
      70        80                                                  
AAD-12 YDALDEATRAL                                                  
                                                                    
gi|584 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (40-59:31-50) 
 
      10        20        30        40        50        60          
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
      70        80                                                  
AAD-12 YDALDEATRAL                                                  
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum aest  (94 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.3  bits: 17.8 E():   47 
Smith-Waterman score: 41; 27.3% identity (48.5% similar) in 33 aa overlap (23-55:17-49) 
 
               10        20        30        40        50        60 
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                             :.:  .  . : :.    :  :  ::..   .:      
gi|668       IAVAVSADECEGDRRAMIKECAKYQQWPANPKLDPSDACCAVWQKANIPCLCAG 
                     10        20        30        40        50     
 
               70        80                     
AAD-12 TCFADMRAAYDALDEATRAL                     
                                                
gi|668 VTKEKEKIYCMEKVAYVANFCKKPFPHGYKCGSYTFPPLA 
           60        70        80        90     
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 72.3  bits: 19.9 E():   47 
Smith-Waterman score: 49; 40.0% identity (65.0% similar) in 20 aa overlap (30-49:332-348) 
 
                10        20        30        40        50          
AAD-12  VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
                                     :  :.   .:: :. .::.:           
gi|113 ILSQGNRFLASDIKKEVVGRYGESAMSESINWNWR---SYMDVFENGAIFVPSGVDPVLT 
             310       320       330          340       350         
 
      60        70        80              
AAD-12 RTCFADMRAAYDALDEATRAL              
                                          
gi|113 PEQNAGMIPAEPGEAVLRLTSSAGVLSCQPGAPC 
      360       370       380       390   
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (40-59:31-50) 
 
      10        20        30        40        50        60          
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AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
      70        80                                                  
AAD-12 YDALDEATRAL                                                  
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 72.1  bits: 19.4 E():   48 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (18-75:116-175) 
 
                            10        20        30          40      
AAD-12              VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|481 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
          90       100       110       120       130       140      
 
          50        60        70        80                          
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL                          
         .   ...  . .    :   ::    :.                               
gi|481 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
         150       160       170       180       190       200      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 72.1  bits: 19.4 E():   48 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (18-75:117-176) 
 
                            10        20        30          40      
AAD-12              VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|168 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
         90       100       110       120       130       140       
 
          50        60        70        80                          
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL                          
         .   ...  . .    :   ::    :.                               
gi|168 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
        150       160       170       180       190       200       
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 72.0  bits: 19.4 E():   49 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (18-75:120-179) 
 
                            10        20        30          40      
AAD-12              VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|285 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
      90       100       110       120       130       140          
 
          50        60        70        80                          
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL                          
         .   ...  . .    :   ::    :.                               
gi|285 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
     150       160       170       180       190       200          
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 71.9  bits: 19.4 E():   50 
Smith-Waterman score: 47; 23.4% identity (45.3% similar) in 64 aa overlap (18-79:126-189) 
 
                            10        20        30          40      
AAD-12              VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|330 GLVPKLDAAYSVSYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
         100       110       120       130       140       150      
 
          50        60        70        80                          
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL                          
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         .   ...  . .    :   ::    : . .:                           
gi|330 IPAGELQIIDKIDAAFKVAATAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAA 
         160       170       180       190       200       210      
 
gi|330 VKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAAS 
         220       230       240       250       260       270      
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 71.8  bits: 15.5 E():   50 
Smith-Waterman score: 32; 25.0% identity (55.0% similar) in 20 aa overlap (3-22:1-20) 
 
               10        20        30        40        50        60 
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
         :..:   :..  .   .: :                                       
gi|409   IAKVPPGGXITAEYGDKWLD                                       
                 10        20                                       
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 71.7  bits: 19.4 E():   51 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (18-75:131-190) 
 
                            10        20        30          40      
AAD-12              VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|330 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
              110       120       130       140       150       160 
 
          50        60        70        80                          
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL                          
         .   ...  . .    :   ::    :.                               
gi|330 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
              170       180       190       200       210       220 
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 71.0  bits: 18.3 E():   55 
Smith-Waterman score: 43; 29.0% identity (67.7% similar) in 31 aa overlap (46-76:49-78) 
 
          20        30        40        50        60        70      
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|186 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVRLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
          80                                                        
AAD-12 ATRAL                                                        
       :                                                            
gi|186 AGLGYTYTTIGGDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEAT 
        80        90       100       110       120       130        
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 71.0  bits: 19.9 E():   55 
Smith-Waterman score: 49; 38.1% identity (66.7% similar) in 21 aa overlap (4-24:216-232) 
 
                                          10        20        30    
AAD-12                            VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     :... :: :    :..::: .          
gi|253 GHPTHLEHSSTNPNSFHYEHNIVSPSSIHPSTAHFDGEV----PSQWDDSLGHGASTPKV 
         190       200       210       220           230       240  
 
            40        50        60        70        80              
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL              
                                                                    
gi|253 RTPSHHVSSNPWAEINEPTGGDNDNLAPVTRPRKPARARRQKKEPRKLSDASQGARSSST 
             250       260       270       280       290       300  
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (40-59:31-50) 
 
      10        20        30        40        50        60          
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
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                                     .: .:  :: :.: . . ::           
gi|261 MGVFNYEAETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
      70        80                                                  
AAD-12 YDALDEATRAL                                                  
                                                                    
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (40-59:31-50) 
 
      10        20        30        40        50        60          
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVISAARLFKSYVLDGDKLIPKVAPQAITSVENVGGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
      70        80                                                  
AAD-12 YDALDEATRAL                                                  
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSK 
               70        80        90       100       110       120 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (40-59:31-50) 
 
      10        20        30        40        50        60          
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|132 MGVFNYETETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
      70        80                                                  
AAD-12 YDALDEATRAL                                                  
                                                                    
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.8  bits: 18.0 E():   65 
Smith-Waterman score: 42; 27.6% identity (58.6% similar) in 29 aa overlap (39-67:11-39) 
 
       10        20        30        40        50        60         
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                     ..:. : : ::.   . :.  :  . ..:  
gi|126                     MRSLLILVLCFLPLAALGKVFGRCELAAAMKRHGLDNYRG 
                                   10        20        30        40 
 
       70        80                                                 
AAD-12 AYDALDEATRAL                                                 
                                                                    
gi|126 YSLGNWVCAAKFESNFNTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSA 
               50        60        70        80        90       100 
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.7  bits: 19.0 E():   66 
Smith-Waterman score: 46; 22.6% identity (64.5% similar) in 31 aa overlap (37-67:72-102) 
 
         10        20        30        40        50        60       
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:...:   :: .  :..  .. :... 
gi|170 QSFSQQPPFSQQQQQPLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQ 
              50        60        70        80        90       100  
 
         70        80                                               
AAD-12 RAAYDALDEATRAL                                               
       .                                                            
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gi|170 QQLVLPPQQQQQQLVQQQIPIVQPSVLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSS 
             110       120       130       140       150       160  
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.5  bits: 18.0 E():   67 
Smith-Waterman score: 42; 30.3% identity (54.5% similar) in 66 aa overlap (19-79:3-65) 
 
               10        20          30        40        50         
AAD-12 VAISNVKADGTVRQHSPAEWD--DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
                         ::   :  .:   . .:.: : .  :    .::.:.  : .  
gi|121                 DPEWHTLDAHEVEQVQATWKAVS-HDEVEILYTVFKAH--PDIM 
                               10        20         30          40  
 
       60           70        80                                    
AAD-12 GR-TCFA--DMRAAYDALDEATRAL                                    
       ..   ::  :..:  :. : :..:                                     
gi|121 AKFPKFAGKDLEAIKDTADFAVHASRIIGFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKT 
              50        60        70        80        90       100  
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 69.4  bits: 19.5 E():   68 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (65-79:431-446) 
 
           40        50        60        70         80 
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD-EATRAL 
                                     :..: :::.: ...::  
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA  
              410       420       430       440        
 
>>gi|21512|emb|CAA27571.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.1  bits: 19.3 E():   71 
Smith-Waterman score: 47; 22.5% identity (47.9% similar) in 71 aa overlap (9-79:267-337) 
 
                                     10        20        30         
AAD-12                       VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                     : :   .  :.:     ..: .    : :. 
gi|215 QVDPKFASIKSLNYKQMLLLSLGTGTTSEFDKTYTAEETAKWGTARWMLVIQKMTSAASS 
        240       250       260       270       280       290       
 
       40        50        60        70        80                   
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL                   
       ::  .  ...:.:        :.    . ..   ::.:..:                    
gi|215 YMTDYYLSTAFQALDSQNNYLRVQENALTGTTTELDDASEANMQLLVQVGEDLLKKSVSK 
        300       310       320       330       340       350       
 
gi|215 DNPETYEEALKRFAKLLSDRKKLRANKASY 
        360       370       380       
 
>>gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (35-59:27-50) 
 
           10        20        30        40        50        60     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     .:.    :. : :. :.:.. . ::      
gi|212     MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIK 
                   10        20        30         40        50      
 
           70        80                                             
AAD-12 DMRAAYDALDEATRAL                                             
                                                                    
gi|212 KITFGEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMK 
          60        70        80        90       100       110      
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (40-59:30-49) 
 
      10        20        30        40        50        60          
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
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gi|402  GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
                10        20        30        40        50          
 
      70        80                                                  
AAD-12 YDALDEATRAL                                                  
                                                                    
gi|402 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
      60        70        80        90       100       110          
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (40-59:30-49) 
 
      10        20        30        40        50        60          
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|437  GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
                10        20        30        40        50          
 
      70        80                                                  
AAD-12 YDALDEATRAL                                                  
                                                                    
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (40-59:30-49) 
 
      10        20        30        40        50        60          
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|437  GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
                10        20        30        40        50          
 
      70        80                                                  
AAD-12 YDALDEATRAL                                                  
                                                                    
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
>>gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (35-59:27-50) 
 
           10        20        30        40        50        60     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     .:.    :. : :. :.:.. . ::      
gi|212     MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIK 
                   10        20        30         40        50      
 
           70        80                                             
AAD-12 DMRAAYDALDEATRAL                                             
                                                                    
gi|212 KITFGEASKYKYSRHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMK 
          60        70        80        90       100       110      
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (40-59:31-50) 
 
      10        20        30        40        50        60          
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
      70        80                                                  
AAD-12 YDALDEATRAL                                                  
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
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               70        80        90       100       110       120 
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (40-59:31-50) 
 
      10        20        30        40        50        60          
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
      70        80                                                  
AAD-12 YDALDEATRAL                                                  
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (40-59:31-50) 
 
      10        20        30        40        50        60          
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
      70        80                                                  
AAD-12 YDALDEATRAL                                                  
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (40-59:31-50) 
 
      10        20        30        40        50        60          
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
      70        80                                                  
AAD-12 YDALDEATRAL                                                  
                                                                    
gi|400 EGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (40-59:31-50) 
 
      10        20        30        40        50        60          
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
      70        80                                                  
AAD-12 YDALDEATRAL                                                  
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (40-59:31-50) 
 
      10        20        30        40        50        60          
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AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
      70        80                                                  
AAD-12 YDALDEATRAL                                                  
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (40-59:31-50) 
 
      10        20        30        40        50        60          
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
      70        80                                                  
AAD-12 YDALDEATRAL                                                  
                                                                    
gi|167 EGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (40-59:31-50) 
 
      10        20        30        40        50        60          
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
      70        80                                                  
AAD-12 YDALDEATRAL                                                  
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (60.0% similar) in 25 aa overlap (35-59:27-50) 
 
           10        20        30        40        50        60     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:   : ::: . . ::      
gi|534     MGVFNYEDEATSVIAPARLFKSFVLDADNL-IPKVAPENVSSAENIEGNGGPGTIK 
                   10        20        30         40        50      
 
           70        80                                             
AAD-12 DMRAAYDALDEATRAL                                             
                                                                    
gi|534 KITFPEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSIL 
          60        70        80        90       100       110      
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (40-59:31-50) 
 
      10        20        30        40        50        60          
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
      70        80                                                  
AAD-12 YDALDEATRAL                                                  
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gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (40-59:31-50) 
 
      10        20        30        40        50        60          
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
      70        80                                                  
AAD-12 YDALDEATRAL                                                  
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (40-59:31-50) 
 
      10        20        30        40        50        60          
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
      70        80                                                  
AAD-12 YDALDEATRAL                                                  
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNK 
               70        80        90       100       110       120 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (40-59:31-50) 
 
      10        20        30        40        50        60          
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVMPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
      70        80                                                  
AAD-12 YDALDEATRAL                                                  
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (40-59:31-50) 
 
      10        20        30        40        50        60          
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
      70        80                                                  
AAD-12 YDALDEATRAL                                                  
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (40-59:31-50) 
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      10        20        30        40        50        60          
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
      70        80                                                  
AAD-12 YDALDEATRAL                                                  
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (40-59:31-50) 
 
      10        20        30        40        50        60          
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
      70        80                                                  
AAD-12 YDALDEATRAL                                                  
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (40-59:31-50) 
 
      10        20        30        40        50        60          
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
      70        80                                                  
AAD-12 YDALDEATRAL                                                  
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (40-59:31-50) 
 
      10        20        30        40        50        60          
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
      70        80                                                  
AAD-12 YDALDEATRAL                                                  
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (40-59:31-50) 
 
      10        20        30        40        50        60          
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
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      70        80                                                  
AAD-12 YDALDEATRAL                                                  
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 68.8  bits: 14.6 E():   73 
Smith-Waterman score: 29; 57.1% identity (71.4% similar) in 7 aa overlap (35-41:1-7) 
 
           10        20        30        40        50        60     
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::. : :                        
gi|751                               ADAGYAPAAPGTQPKA               
                                             10                     
 
           70        80 
AAD-12 DMRAAYDALDEATRAL 
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.3  bits: 17.7 E():   77 
Smith-Waterman score: 41; 34.6% identity (61.5% similar) in 26 aa overlap (37-62:5-30) 
 
         10        20        30        40        50        60       
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.:  ...   ::   .: :::.. :     
gi|217                           MASKSNYNLLFTALLVFIFAAVAAVGNEDCTPWT 
                                         10        20        30     
 
         70        80                                               
AAD-12 RAAYDALDEATRAL                                               
                                                                    
gi|217 STLITPLPSCRNYVEEQACRIEMPGPPYLAKQECCEQLANIPQQCRCQALRYFMGPKSRP 
           40        50        60        70        80        90     
 
>>gi|4006963|emb|CAA07328.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.3  bits: 17.5 E():   78 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (41-59:32-50) 
 
               20        30        40        50        60        70 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               80                                                  
AAD-12 DALDEATRAL                                                  
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|4006947|emb|CAA07320.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.3  bits: 17.5 E():   78 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (41-59:32-50) 
 
               20        30        40        50        60        70 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               80                                                  
AAD-12 DALDEATRAL                                                  
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 67.9  bits: 19.5 E():   81 
Smith-Waterman score: 48; 30.5% identity (52.5% similar) in 59 aa overlap (6-64:135-183) 
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 2367



 

 

                                        10        20        30      
AAD-12                          VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA 
                                     : .:: .:    . : :   . .:.. ..: 
gi|558 RSGGHDYEGLSYRSERPEAFAVVDLNKMRAVVVDGKAR----TAWVDS-GAQLGEL-YYA 
          110       120       130       140            150          
 
          40        50        60        70        80                
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL                
        .   ::.:    : : : :..:    ::                                
gi|558 IAKNSPVLA----FPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGTLL 
      160           170       180       190       200       210     
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.9  bits: 19.0 E():   81 
Smith-Waterman score: 46; 21.2% identity (57.7% similar) in 52 aa overlap (32-80:37-87) 
 
              10        20        30        40        50        60  
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|269 EAVLLGILLYIPIVLSDDRAPIPSNSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQTK 
         10        20        30         40        50        60      
 
                 70        80                                       
AAD-12 CF---ADMRAAYDALDEATRAL                                       
        .   .:  . . ...:: ...                                       
gi|269 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSLAPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.7 E():   82 
Smith-Waterman score: 45; 30.0% identity (70.0% similar) in 20 aa overlap (3-22:95-114) 
 
                                           10        20        30   
AAD-12                             VAISNVKADGTVRQHSPAEWDDMMKVIVGNMA 
                                     :. .:  ::...  :.:. .           
gi|198 DHASLVAALKKVDVVISTLGAPQIADQFNLIKAIKEVGTIKRFFPSEFGNDVDKHHAVEP 
           70        80        90       100       110       120     
 
             40        50        60        70        80             
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL             
                                                                    
gi|198 MKSMFDLKIKLRRTIEAEGIPHTYVVPHCFAGYFLTNLAQLGLAAPPRDKIVIYGDGTTK 
          130       140       150       160       170       180     
 
>>gi|114326420|ref|NP_001041618.1| major allergen I poly  (88 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.9  bits: 16.9 E():   82 
Smith-Waterman score: 38; 31.8% identity (63.6% similar) in 22 aa overlap (36-57:3-24) 
 
          10        20        30        40        50        60      
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     :..  :  . .:. . :. :::         
gi|114                             MLDAALPPCPTVAATADCEICPAVKRDVDLFL 
                                           10        20        30   
 
          70        80                                          
AAD-12 MRAAYDALDEATRAL                                          
                                                                
gi|114 TGTPDEYVEQVAQYKALPVVLENARILKNCVDAKMTEEDKENALSLLDKIYTSPLC 
             40        50        60        70        80         
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 67.8  bits: 18.7 E():   83 
Smith-Waterman score: 45; 28.0% identity (72.0% similar) in 25 aa overlap (3-26:96-120) 
 
                                           10        20         30  
AAD-12                             VAISNVKADGTVRQHSPAEW-DDMMKVIVGNM 
                                     :. .:  :....  :.:. .:. .:      
gi|107 DHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEFGNDVDRVHAVEP 
          70        80        90       100       110       120      
 
              40        50        60        70        80            
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AAD-12 AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL            
                                                                    
gi|107 AKTAFATKAEIRRKTEAEGIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNAR 
         130       140       150       160       170       180      
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 67.7  bits: 14.3 E():   84 
Smith-Waterman score: 28; 40.0% identity (80.0% similar) in 10 aa overlap (46-55:4-13) 
 
          20        30        40        50        60        70      
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.:  :...:                     
gi|131                            GPVGGVVHAHMMPLL                   
                                          10                        
 
          80 
AAD-12 ATRAL 
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 18.2 E():   85 
Smith-Waterman score: 43; 30.0% identity (55.0% similar) in 20 aa overlap (27-46:1-20) 
 
               10        20        30        40        50        60 
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                 : .:. :.  .   :.  ::               
gi|142                           IPANFDWRQKTHVNPIRNQGGCGSCWAFAASSVA 
                                         10        20        30     
 
               70        80                                         
AAD-12 TCFADMRAAYDALDEATRAL                                         
                                                                    
gi|142 ETLYAIHRHQNIILSEQELLDCTYHLYDPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYP 
           40        50        60        70        80        90     
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 41; 37.9% identity (62.1% similar) in 29 aa overlap (31-59:23-49) 
 
               10        20        30        40        50        60 
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     .:  ::.  .:  : :.  :.:.: . ::  
gi|604         MAVFTFDDQATSPVAPATLYNALAKDADNI-IP-KAVGSFQSVEIVEGNGGP 
                       10        20        30          40        50 
 
               70        80                                         
AAD-12 TCFADMRAAYDALDEATRAL                                         
                                                                    
gi|604 GTIKKISFVEDGETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADG 
               60        70        80        90       100       110 
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (40-59:30-49) 
 
      10        20        30        40        50        60          
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|437  GVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
                10        20        30        40        50          
 
      70        80                                                  
AAD-12 YDALDEATRAL                                                  
                                                                    
gi|437 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISHK 
      60        70        80        90       100       110          
 
>>gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 41; 32.0% identity (64.0% similar) in 25 aa overlap (35-59:27-50) 
 
           10        20        30        40        50        60     
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AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     .:.    :. : :. :.:.. . ::      
gi|212     MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGDGGPGTIK 
                   10        20        30         40        50      
 
           70        80                                             
AAD-12 DMRAAYDALDEATRAL                                             
                                                                    
gi|212 KITFGEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMK 
          60        70        80        90       100       110      
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.7 E():   89 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (40-59:31-50) 
 
      10        20        30        40        50        60          
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
      70        80                                                  
AAD-12 YDALDEATRAL                                                  
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.7 E():   89 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (40-59:31-50) 
 
      10        20        30        40        50        60          
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
      70        80                                                  
AAD-12 YDALDEATRAL                                                  
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.7 E():   89 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (40-59:31-50) 
 
      10        20        30        40        50        60          
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
      70        80                                                  
AAD-12 YDALDEATRAL                                                  
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.7 E():   89 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (40-59:31-50) 
 
      10        20        30        40        50        60          
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|125 MGVFNYETEATSVIPAARLFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
      70        80                                                  
AAD-12 YDALDEATRAL                                                  
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gi|125 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.7 E():   89 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (40-59:31-50) 
 
      10        20        30        40        50        60          
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
      70        80                                                  
AAD-12 YDALDEATRAL                                                  
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.7 E():   89 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (40-59:31-50) 
 
      10        20        30        40        50        60          
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|154 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
      70        80                                                  
AAD-12 YDALDEATRAL                                                  
                                                                    
gi|154 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.7 E():   89 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (40-59:31-50) 
 
      10        20        30        40        50        60          
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
      70        80                                                  
AAD-12 YDALDEATRAL                                                  
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.7 E():   89 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (40-59:31-50) 
 
      10        20        30        40        50        60          
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
      70        80                                                  
AAD-12 YDALDEATRAL                                                  
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.2 E():   89 
Smith-Waterman score: 39; 53.8% identity (69.2% similar) in 13 aa overlap (64-76:72-84) 
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            40        50        60        70        80              
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL              
                                     ::.::  ::  .:                  
gi|131 ELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDE 
              50        60        70        80        90       100  
 
gi|131 FGALVDKWGAKG 
             110    
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.4 E():   96 
Smith-Waterman score: 40; 35.3% identity (70.6% similar) in 17 aa overlap (45-61:30-46) 
 
           20        30        40        50        60        70     
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     :::. ...  :  ::..              
gi|476  DKGPGFVVTGRVYCDPCRAGFETNVSHNVQGATVAVDCRPFNGGESKLKAEATTDGLGW 
                10        20        30        40        50          
 
           80                                                       
AAD-12 EATRAL                                                       
                                                                    
gi|476 YKIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQGIRYANPIAFF 
      60        70        80        90       100       110          
 
>>gi|15886861|emb|CAC85911.1| arginine kinase [Plodia in  (355 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 66.5  bits: 18.7 E():   98 
Smith-Waterman score: 45; 33.3% identity (61.1% similar) in 18 aa overlap (14-31:97-112) 
 
                                10        20        30        40    
AAD-12                  VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .: : .: :.  .  ::.             
gi|158 YAPDAEAYVVFADLFDPIIEDYHNGFKKTDKHPPKNWGDVETL--GNLDPAGEFVVSTRV 
         70        80        90       100         110       120     
 
            50        60        70        80                        
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL                        
                                                                    
gi|158 RCGRSMEGYPFNPCLTEAQYKEMEEKVSSTLSGLEGELKGTFFPLTGMSKETQQQLIDDH 
          130       140       150       160       170       180     
 
>>gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Serum a  (607 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.5  bits: 19.4 E():   98 
Smith-Waterman score: 48; 26.3% identity (78.9% similar) in 19 aa overlap (14-32:557-575) 
 
                                10        20        30        40    
AAD-12                  VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:    ...:...::..            
gi|543 AETFTFHADICTLPEDEKQIKKQSALAELVKHKPKATKEQLKTVLGNFSAFVAKCCGRED 
        530       540       550       560       570       580       
 
            50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL 
                                             
gi|543 KEACFAEEGPKLVASSQLALA                 
        590       600                        
 
>>gi|54144332|emb|CAD54670.2| pollen allergen Phl p 4 [P  (508 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 66.5  bits: 19.2 E():   98 
Smith-Waterman score: 47; 29.9% identity (52.2% similar) in 67 aa overlap (1-64:112-168) 
 
                                                10        20        
AAD-12                               VAISNVKA---DGTVRQHSPAEWDDMMKVI 
                                     : .:...:   :: .:    . : :   .  
gi|541 RHGVRIRVRSGGHDYEGLSYRSLQPEEFAVVDLSKMRAVWVDGKAR----TAWVDS-GAQ 
              90       100       110       120           130        
 
        30        40        50        60        70        80        
AAD-12 VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL        
       .:.. ..:     ::.:    : : : :..:    ::                        
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gi|541 LGEL-YYAIHKASPVLA----FPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKL 
        140        150           160       170       180       190  
 
gi|541 VDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPKKASEGAV 
             200       210       220       230       240       250  
 
>>gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Serum   (608 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.5  bits: 19.4 E():   98 
Smith-Waterman score: 48; 21.7% identity (78.3% similar) in 23 aa overlap (14-36:558-580) 
 
                                10        20        30        40    
AAD-12                  VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   ....:...:...  .:        
gi|135 AETFTFHADLCTLPEAEKQIKKQSALVELLKHKPKATEEQLKTVMGDFGSFVDKCCAAED 
       530       540       550       560       570       580        
 
            50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL 
                                             
gi|135 KEACFAEEGPKLVAAAQAALA                 
       590       600                         
 
>>gi|75139847|sp|Q7M1E8|Q7M1E8_9ROSA Pollen major allerg  (12 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 66.5  bits: 13.8 E():   98 
Smith-Waterman score: 26; 57.1% identity (71.4% similar) in 7 aa overlap (25-31:4-10) 
 
               10        20        30        40        50        60 
AAD-12 VAISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                               ::. : :                              
gi|751                      ATGKVVQGAMPP                            
                                    10                              
 
               70        80 
AAD-12 TCFADMRAAYDALDEATRAL 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:42 2011 done: Fri Jan 21 00:02:42 2011 
 Total Scan time:  0.070 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 77  - 156 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     1     0:= 
  26     0     0: 
  28     1     0:= 
  30     4     2:*= 
  32     4     8:==* 
  34     7    22:===    * 
  36    33    44:===========   * 
  38    39    73:=============           * 
  40    77   102:==========================       * 
  42    66   125:======================                   * 
  44   120   138:========================================     * 
  46   179   140:==============================================*============= 
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  48   177   134:============================================*============== 
  50   138   122:========================================*===== 
  52   122   108:===================================*===== 
  54    77    92:==========================    * 
  56    68    77:=======================  * 
  58    54    63:==================  * 
  60    44    51:=============== * 
  62    34    41:============ * 
  64    33    33:==========* 
  66    50    26:========*======== 
  68    40    20:======*======= 
  70     8    16:===  * 
  72    26    12:===*===== 
  74    18    10:===*== 
  76    18     8:==*=== 
  78    13     6:=*=== 
  80     3     5:=* 
  82     5     3:*= 
  84     3     3:* 
  86     7     2:*== 
  88     2     2:*          inset = represents 1 library sequences 
  90     7     1:*== 
  92     2     1:*         :*= 
  94     2     1:*         :*= 
  96     1     1:*         :* 
  98     4     0:==        *==== 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
 116     1     0:=         *= 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.63720.00321; mu= 2.2060 0.166 
 mean_var=34.4813 8.735, 0's: 2 Z-trim: 4  B-trim: 186 in 1/43 
 Lambda= 0.218415 
 Kolmogorov-Smirnov  statistic: 0.1084 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   67 26.0    0.17 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   65 25.4    0.26 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   58 23.1     1.6 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   58 23.1     1.6 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   58 23.1     1.6 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   58 23.1     1.6 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   64 24.6     1.9 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   64 24.5     2.5 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   57 22.7     2.7 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   61 23.7     3.4 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   56 22.4     3.4 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   60 23.4     4.1 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   55 22.1     4.2 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   60 23.4     4.2 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   60 23.4     4.2 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   54 21.8     4.6 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   58 22.8     4.8 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   59 23.1     5.3 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   54 21.8     5.3 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   57 22.5     5.4 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   49 20.4     7.9 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   57 22.4     7.9 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   57 22.4     7.9 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 2374



 

 

gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 21.2     8.1 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   52 21.2     8.1 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   52 21.2     8.1 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   52 21.2     8.2 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   55 21.9     9.3 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   50 20.6      10 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 21.8      11 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 18.0      12 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 18.0      12 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   50 20.5      13 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   54 21.5      13 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   49 20.2      14 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   49 20.2      15 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   46 19.4      17 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 19.9      17 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   48 19.9      20 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   51 20.6      21 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 19.3      22 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 19.6      24 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 19.6      24 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   47 19.6      24 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   47 19.6      24 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   47 19.6      24 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   47 19.6      24 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   47 19.6      24 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   47 19.6      24 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   47 19.6      24 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   47 19.6      24 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   47 19.6      24 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   47 19.6      24 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 19.6      24 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 19.6      24 
gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   48 19.8      27 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 20.3      27 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   51 20.6      29 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   51 20.6      29 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   51 20.6      29 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   51 20.6      29 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   51 20.6      29 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   51 20.6      29 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   44 18.8      30 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   46 19.3      30 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   46 19.3      30 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   46 19.3      30 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 19.3      30 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 19.3      30 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 19.3      30 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 19.3      30 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   46 19.3      30 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   50 20.3      32 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   45 19.0      33 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   45 19.0      34 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   47 19.5      34 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 16.4      35 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   45 18.9      37 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   45 18.9      37 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   45 18.9      37 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   45 18.9      37 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   45 18.9      37 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   45 18.9      37 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   45 18.9      37 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 20.2      38 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   51 20.5      38 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   44 18.7      39 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   52 20.7      40 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   52 20.7      42 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 20.2      42 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   43 18.4      42 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   46 19.2      43 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   42 18.1      44 
gi|14422363|emb|CAC41635.1| plantain pollen major  ( 131)   43 18.4      45 
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gi|14422361|emb|CAC41634.1| plantain pollen major  ( 131)   43 18.4      45 
gi|14422359|emb|CAC41633.1| plantain pollen major  ( 131)   43 18.4      45 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   49 19.9      45 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   44 18.6      46 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   44 18.6      46 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   44 18.6      46 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   44 18.6      46 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   44 18.6      46 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   44 18.6      46 
gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum  (  94)   41 17.9      46 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   44 18.6      47 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 19.9      47 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   47 19.4      48 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   47 19.4      48 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   47 19.4      49 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   32 15.5      49 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.4      49 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   47 19.4      51 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   43 18.3      55 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   49 19.9      55 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   43 18.3      57 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   43 18.3      57 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   43 18.3      57 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   42 18.0      64 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   46 19.0      65 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   42 18.0      66 
gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Glo ( 151)   42 18.0      66 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 19.5      68 
gi|21512|emb|CAA27571.1| patatin [Solanum tuberosu ( 386)   47 19.3      70 
gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allerge ( 159)   42 18.0      70 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.0      70 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   42 18.0      70 
gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allerge ( 159)   42 18.0      70 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   42 18.0      70 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.0      71 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.0      71 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   42 18.0      71 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.0      71 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.0      71 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   42 18.0      71 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 18.0      71 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   42 18.0      71 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   42 18.0      71 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   42 18.0      71 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.0      71 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 18.0      71 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   42 18.0      71 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 18.0      71 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   42 18.0      71 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.0      71 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.0      71 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.0      71 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   42 18.0      71 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 14.7      71 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   41 17.7      77 
gi|4006963|emb|CAA07328.1| pollen allergen Betv1,  ( 120)   40 17.5      77 
gi|4006947|emb|CAA07320.1| pollen allergen Betv1,  ( 120)   40 17.5      77 
gi|114326420|ref|NP_001041618.1| major allergen I  (  88)   38 16.9      81 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   46 19.0      81 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   48 19.5      81 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   45 18.7      82 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   28 14.4      82 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   45 18.7      82 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   43 18.2      85 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   41 17.7      85 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   41 17.7      87 
gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allerge ( 159)   41 17.7      87 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   41 17.7      88 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   41 17.7      88 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   41 17.7      88 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   41 17.7      88 
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gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   41 17.7      88 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   41 17.7      88 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   41 17.7      88 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   41 17.7      88 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.2      89 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   40 17.4      95 
gi|75139847|sp|Q7M1E8|Q7M1E8_9ROSA Pollen major al (  12)   26 13.8      96 
gi|15886861|emb|CAC85911.1| arginine kinase [Plodi ( 355)   45 18.7      97 
gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Ser ( 607)   48 19.4      98 
gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Se ( 608)   48 19.4      98 
gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin pre ( 148)   40 17.4      99 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  67  Z-score: 116.4  bits: 26.0 E(): 0.17 
Smith-Waterman score: 67; 40.0% identity (63.3% similar) in 30 aa overlap (7-36:30-56) 
 
                                      10        20        30        
AAD-12                        AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. : :   ::. :.. :  
gi|126 TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTK--KGNL-WEVKSA 
               10        20        30        40          50         
 
        40        50        60        70        80 
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
                                                   
gi|126 KPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN    
        60        70        80        90           
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  65  Z-score: 113.1  bits: 25.4 E(): 0.26 
Smith-Waterman score: 65; 35.5% identity (64.5% similar) in 31 aa overlap (7-37:30-57) 
 
                                      10        20        30        
AAD-12                        AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. . :   ::. :.. :. 
gi|144 VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKSS 
               10        20        30        40          50         
 
        40        50        60        70        80 
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
                                                   
gi|144 KPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE     
        60        70        80        90           
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 98.9  bits: 23.1 E():  1.6 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (7-65:55-107) 
 
                                       10        20        30       
AAD-12                         AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
         40        50        60        70        80 
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
          :.  ::  :. . .   : .. : :.                
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 98.9  bits: 23.1 E():  1.6 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (7-65:55-107) 
 
                                       10        20        30       
AAD-12                         AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
         40        50        60        70        80 
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AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
          :.  ::  :. . .   : .. : :.                
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 98.9  bits: 23.1 E():  1.6 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (7-65:55-107) 
 
                                       10        20        30       
AAD-12                         AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
         40        50        60        70        80 
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
          :.  ::  :. . .   : .. : :.                
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 98.9  bits: 23.1 E():  1.6 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (7-65:55-107) 
 
                                       10        20        30       
AAD-12                         AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|117 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
         40        50        60        70        80 
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
          :.  ::  :. . .   : .. : :.                
gi|117 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE 
                 90       100       110       120   
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  64  Z-score: 97.3  bits: 24.6 E():  1.9 
Smith-Waterman score: 64; 33.3% identity (57.1% similar) in 63 aa overlap (6-64:89-149) 
 
                                        10         20        30     
AAD-12                          AISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .  :. . ..:  . 
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLT 
       60        70        80        90       100        110        
 
           40           50        60        70        80            
AAD-12 DSTYMP---VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV            
       : . :    . .::  . :    .:.:::   :                            
gi|114 DFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPE 
        120       130       140       150       160       170       
 
gi|114 FHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSN 
        180       190       200       210       220       230       
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  64  Z-score: 95.3  bits: 24.5 E():  2.5 
Smith-Waterman score: 64; 33.3% identity (57.1% similar) in 63 aa overlap (6-64:119-179) 
 
                                        10         20        30     
AAD-12                          AISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .  :. . ..:  . 
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLT 
       90       100       110       120       130        140        
 
           40           50        60        70        80            
AAD-12 DSTYMP---VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV            
       : . :    . .::  . :    .:.:::   :                            
gi|476 DFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPE 
        150       160       170       180       190       200       
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gi|476 FHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSN 
        210       220       230       240       250       260       
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 94.6  bits: 22.7 E():  2.7 
Smith-Waterman score: 57; 41.4% identity (69.0% similar) in 29 aa overlap (30-58:23-50) 
 
               10        20        30        40        50        60 
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                    .. .:: : .: .:  .: :::.: . ::   
gi|444        MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGVG 
                      10        20         30        40        50   
 
               70        80                                         
AAD-12 CFADMRAAYDALDEATRALV                                         
                                                                    
gi|444 TIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGG 
             60        70        80        90       100       110   
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 92.9  bits: 23.7 E():  3.4 
Smith-Waterman score: 61; 21.1% identity (53.9% similar) in 76 aa overlap (3-78:262-337) 
 
                                           10        20        30   
AAD-12                             AISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|169 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
             40        50        60        70        80             
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV             
       .: :.::  .  ..::.:.       :.    . ..   .:.:..:               
gi|169 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
gi|169 KPVSKDSPETYEEALKRFAKLLSDRKKLRANKASY 
             360       370       380       
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 92.9  bits: 22.4 E():  3.4 
Smith-Waterman score: 56; 40.0% identity (68.0% similar) in 25 aa overlap (34-58:27-50) 
 
            10        20        30        40        50        60    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. :::.. . ::      
gi|165     MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIK 
                   10        20        30         40        50      
 
            70        80                                            
AAD-12 DMRAAYDALDEATRALV                                            
                                                                    
gi|165 KITFGEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSIL 
          60        70        80        90       100       110      
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  48 init1:  48 opt:  60  Z-score: 91.4  bits: 23.4 E():  4.1 
Smith-Waterman score: 60; 22.2% identity (61.9% similar) in 63 aa overlap (14-75:134-194) 
 
                                10        20        30         40   
AAD-12                  AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD-STYMPVM 
                                     : :: ::   : .. .. ...  ..      
gi|309 SKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQVKYQGGCGSGWAFS 
           110       120       130       140       150       160    
 
             50        60        70        80                       
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV                       
       : ::. .:... :.:  . ..... . : ..:.                            
gi|309 ATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGCYNGWHYQSFEWVLEHGGIATDDDY 
           170        180        190       200       210       220  
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gi|309 PYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAILEQPISVSIDAKDFH 
             230       240       250       260       270       280  
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 91.3  bits: 22.1 E():  4.2 
Smith-Waterman score: 55; 32.4% identity (58.8% similar) in 34 aa overlap (15-42:114-147) 
 
                               10        20            30           
AAD-12                 AISNVKADGTVRQHSPAEWDDMMKVIV----GNMAWHA--DSTY 
                                     :::. :.. : .:    :   : .  .:.. 
gi|250 EVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSW 
            90       100       110       120       130       140    
 
       40        50        60        70        80 
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
        ::.                                       
gi|250 APVLDFVFSTLKNEL                            
           150                                    
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 91.2  bits: 23.4 E():  4.2 
Smith-Waterman score: 60; 21.1% identity (53.9% similar) in 76 aa overlap (3-78:262-337) 
 
                                           10        20        30   
AAD-12                             AISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
             40        50        60        70        80             
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV             
       .: :.::  .  ..::.:.       :.    . ..   .:.:..:               
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
gi|215 KPVSKDSPETYEEALKRFAKLLSDRKKLRANKASH 
             360       370       380       
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 91.2  bits: 23.4 E():  4.2 
Smith-Waterman score: 60; 21.1% identity (53.9% similar) in 76 aa overlap (3-78:262-337) 
 
                                           10        20        30   
AAD-12                             AISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
             40        50        60        70        80             
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV             
       .: :.::  .  ..::.:.       :.    . ..   .:.:..:               
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
gi|215 KPVSKDSPETYEEALKRFAKLLSDRKKLRANKASH 
             360       370       380       
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  53 init1:  53 opt:  54  Z-score: 90.5  bits: 21.8 E():  4.6 
Smith-Waterman score: 54; 26.7% identity (57.8% similar) in 45 aa overlap (36-80:5-48) 
 
          10        20        30        40        50        60      
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.  :..  ... :. .. :. :. :.: : 
gi|189                           MASKSSITPLLLAAVLASVFAAAAATGQYCYAGM 
                                         10        20        30     
 
          70        80                                              
AAD-12 RAAYDALDEATRALV                                              
           . : :. :  :                                              
gi|189 GLPSNPL-EGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFI 
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           40         50        60        70        80        90    
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 90.2  bits: 22.8 E():  4.8 
Smith-Waterman score: 58; 26.0% identity (56.0% similar) in 50 aa overlap (31-80:23-71) 
 
               10        20        30        40        50        60 
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .. ::. : :. :   .  : ..::.::   
gi|663         MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGK 
                       10        20        30        40         50  
 
               70        80                                         
AAD-12 CFADMRAAYDALDEATRALV                                         
         .: .   . .. . .: :                                         
gi|663 ATTDEQKLLEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILK 
              60        70        80        90       100       110  
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 89.5  bits: 23.1 E():  5.3 
Smith-Waterman score: 59; 21.1% identity (53.9% similar) in 76 aa overlap (3-78:262-337) 
 
                                           10        20        30   
AAD-12                             AISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|158 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQLT 
             240       250       260       270       280       290  
 
             40        50        60        70        80             
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV             
       .: :.::  .  ..::.:.       :.    . ..   .:.:..:               
gi|158 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
gi|158 KPVSKDSPETYEEALKRFAKLLSNRKKLRANKASY 
             360       370       380       
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 89.5  bits: 21.8 E():  5.3 
Smith-Waterman score: 54; 37.9% identity (69.0% similar) in 29 aa overlap (30-58:23-50) 
 
               10        20        30        40        50        60 
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                    .. .:: : .: .:  .: .::.: . ::   
gi|444        MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGVG 
                      10        20         30        40        50   
 
               70        80                                         
AAD-12 CFADMRAAYDALDEATRALV                                         
                                                                    
gi|444 TIKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGG 
             60        70        80        90       100       110   
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 89.3  bits: 22.5 E():  5.4 
Smith-Waterman score: 57; 18.2% identity (58.2% similar) in 55 aa overlap (5-59:225-279) 
 
                                         10        20        30     
AAD-12                           AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA 
                                     :...: .. ..::. . . . .. ..:    
gi|106 IMQQEQQEQRQGVQILVPLSQQQQVGQGTLVQGQGIIQPQQPAQLEVIRSSVLQTLATMC 
          200       210       220       230       240       250     
 
           40        50        60        70        80 
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
       .    :  .   .  : .: ..::.                      
gi|106 NVYVPPYCSTIRAPFASIVAGIGGQ                      
          260       270                               
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 86.4  bits: 20.4 E():  7.9 
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Smith-Waterman score: 49; 32.3% identity (58.1% similar) in 31 aa overlap (10-38:35-64) 
 
                                    10          20        30        
AAD-12                      AISNVKADGTVRQHSPAE--WDDMMKVIVGNMAWHADST 
                                     : . ..::.  :: .  : .   .: ::.  
gi|323 QTCAGNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKP 
           10        20        30        40         50        60    
 
        40        50        60        70        80 
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
       :                                           
gi|323 YSWRYGWTAFCGPAGPRCLRTNAAVTVR                
            70        80        90                 
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  48 init1:  48 opt:  57  Z-score: 86.3  bits: 22.4 E():  7.9 
Smith-Waterman score: 57; 22.2% identity (58.7% similar) in 63 aa overlap (14-75:134-194) 
 
                                10        20        30         40   
AAD-12                  AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY-MPVM 
                                     : :: ::   : .. .. ...          
gi|119 SKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQVKYQGGCGRGWAFS 
           110       120       130       140       150       160    
 
             50        60        70        80                       
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV                       
       : ::. .:... :.:  . ..... . : ..:.                            
gi|119 ATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGSYNGWQYQSFEWVLEHGGIATDDDY 
           170        180        190       200       210       220  
 
gi|119 PYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAILEQPISVSIDAKDFH 
             230       240       250       260       270       280  
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  48 init1:  48 opt:  57  Z-score: 86.3  bits: 22.4 E():  7.9 
Smith-Waterman score: 57; 22.2% identity (58.7% similar) in 63 aa overlap (14-75:134-194) 
 
                                10        20        30         40   
AAD-12                  AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY-MPVM 
                                     : :: ::   : .. .. ...          
gi|129 SKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQVKYQGGCGRGWAFS 
           110       120       130       140       150       160    
 
             50        60        70        80                       
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV                       
       : ::. .:... :.:  . ..... . : ..:.                            
gi|129 ATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGSYNGWQYQSFEWVLEHGGIATDDDY 
           170        180        190       200       210       220  
 
gi|129 PYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAILEQPISVSIDAKDFH 
             230       240       250       260       270       280  
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 86.1  bits: 21.2 E():  8.1 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (34-58:27-50) 
 
            10        20        30        40        50        60    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|602     MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
            70        80                                            
AAD-12 DMRAAYDALDEATRALV                                            
                                                                    
gi|602 KINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 86.1  bits: 21.2 E():  8.1 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (34-58:27-50) 
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            10        20        30        40        50        60    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|279     MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
            70        80                                            
AAD-12 DMRAAYDALDEATRALV                                            
                                                                    
gi|279 KINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 86.1  bits: 21.2 E():  8.1 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (34-58:27-50) 
 
            10        20        30        40        50        60    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|131     MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
            70        80                                            
AAD-12 DMRAAYDALDEATRALV                                            
                                                                    
gi|131 KINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 86.1  bits: 21.2 E():  8.2 
Smith-Waterman score: 52; 37.9% identity (69.0% similar) in 29 aa overlap (30-58:23-50) 
 
               10        20        30        40        50        60 
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                    .. .:: : .: .:  .: .::.: . ::   
gi|444        MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGVG 
                      10        20         30        40        50   
 
               70        80                                         
AAD-12 CFADMRAAYDALDEATRALV                                         
                                                                    
gi|444 TIKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGG 
             60        70        80        90       100       110   
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 85.1  bits: 21.9 E():  9.3 
Smith-Waterman score: 55; 25.5% identity (55.3% similar) in 47 aa overlap (25-70:16-62) 
 
               10        20        30         40        50          
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMA-WHADSTYMPVMAQGAVFSAEVVPAVGGR 
                               ...:  : . ::. : :. :   .  : .  :.::. 
gi|441          MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATPAAAGGK 
                        10        20        30        40        50  
 
      60        70        80                                        
AAD-12 TCFADMRAAYDALDEATRALV                                        
       .   ...   :                                                  
gi|441 ATTDEQKLLEDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKAPGLIPK 
              60        70        80        90       100       110  
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.4  bits: 20.6 E():   10 
Smith-Waterman score: 50; 28.1% identity (59.4% similar) in 32 aa overlap (25-56:11-42) 
 
               10        20        30        40        50        60 
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                               ::.. .:: ...   :. : :    ..::  .     
gi|249               MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQDIMPCL 
                             10        20        30        40       
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               70        80                                         
AAD-12 CFADMRAAYDALDEATRALV                                         
                                                                    
gi|249 HFVKGEEKEPSKECCSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVAEVPKKC 
         50        60        70        80        90       100       
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 84.0  bits: 21.8 E():   11 
Smith-Waterman score: 55; 30.6% identity (58.3% similar) in 36 aa overlap (17-52:155-190) 
 
                             10        20        30        40       
AAD-12               AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :   . ..::.:..  :: .     .  :: 
gi|249 QLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA 
          130       140       150       160       170       180     
 
         50        60        70        80                           
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALV                           
       . .:::                                                       
gi|249 IPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTL 
          190       200       210       220       230       240     
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 83.1  bits: 18.0 E():   12 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (32-38:19-25) 
 
              10        20        30        40        50        60  
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.::..:                        
gi|320             YTTEGGTKAEAEDVIPEGWKADTSYE                       
                           10        20                             
 
              70        80 
AAD-12 FADMRAAYDALDEATRALV 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 83.1  bits: 18.0 E():   12 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (32-38:19-25) 
 
              10        20        30        40        50        60  
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.::..:                        
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE                       
                           10        20                             
 
              70        80 
AAD-12 FADMRAAYDALDEATRALV 
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 82.7  bits: 20.5 E():   13 
Smith-Waterman score: 50; 31.0% identity (55.2% similar) in 29 aa overlap (39-62:31-59) 
 
       10        20        30        40        50             60    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICFD 
               10        20        30        40        50        60 
 
            70        80                                            
AAD-12 DMRAAYDALDEATRALV                                            
                                                                    
gi|132 EGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSISK 
               70        80        90       100       110       120 
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  53 init1:  53 opt:  54  Z-score: 82.6  bits: 21.5 E():   13 
Smith-Waterman score: 54; 22.0% identity (62.7% similar) in 59 aa overlap (3-59:271-327) 
 
                                           10        20        30   
AAD-12                             AISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     : :...: .. ..::. . . .... ..   
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gi|170 IIMQQQQQQQQQQGIDIFLPLSQHEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPS 
              250       260       270       280       290       300 
 
             40          50        60        70        80 
AAD-12 HADSTYMP--VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
         . .:.:     . : : : .: ..::.                      
gi|170 MCN-VYVPPECSIMRAPF-ASIVAGIGGQ                      
               310        320                             
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 81.9  bits: 20.2 E():   14 
Smith-Waterman score: 49; 24.4% identity (57.8% similar) in 45 aa overlap (36-80:5-48) 
 
          10        20        30        40        50        60      
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.  :..  ... :. .. .. :. :.: : 
gi|439                           MASKSSITPLLLAAVLASVFAAATATGQYCYAGM 
                                         10        20        30     
 
          70        80                                              
AAD-12 RAAYDALDEATRALV                                              
           . : :. :  :                                              
gi|439 GLPSNPL-EGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYF 
           40         50        60        70        80        90    
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 81.4  bits: 20.2 E():   15 
Smith-Waterman score: 49; 35.7% identity (52.4% similar) in 42 aa overlap (46-76:37-78) 
 
          20        30        40        50              60          
AAD-12 PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR------TCFADMRAAY 
                                     :. : :.: . ::       :   : ...: 
gi|145 EEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSY 
         10        20        30        40        50        60       
 
           70        80                                             
AAD-12 -----DALDEATRALV                                             
            ::.::::                                                 
gi|145 VLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAP 
         70        80        90       100       110       120       
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 80.3  bits: 19.4 E():   17 
Smith-Waterman score: 46; 26.9% identity (53.8% similar) in 52 aa overlap (6-55:8-56) 
 
                 10        20        30          40        50       
AAD-12   AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY--MPVMAQGAVFSAEVVPAV 
              :: :.    .:.  ::..   .::. .  ..     :..  :: :  ..: :  
gi|166 ATPTPTPKAAGSWCVPKPGVSDDQL---TGNINYACSQGIDCGPIQPGGACFEPNTVKAH 
               10        20           30        40        50        
 
         60        70        80                     
AAD-12 GGRTCFADMRAAYDALDEATRALV                     
                                                    
gi|166 AAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
        60        70        80        90       100  
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 80.1  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (3-19:2-19) 
 
                10        20        30        40        50          
AAD-12 AISNVKAD-GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
         ..: .: :.. ..::.::                                         
gi|250  PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPFPRCRALVKSQCAGGQVVESIQKDCCRQI 
                10        20        30        40        50          
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 79.1  bits: 19.9 E():   20 
Smith-Waterman score: 48; 29.8% identity (47.4% similar) in 57 aa overlap (5-47:38-90) 
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                                         10           20        30  
AAD-12                           AISNVKADGTVRQ---HSPAEWDDMMKVIVGNMA 
                                     :.: . .:.    .:  ::.. ::    .: 
gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKVA---QA 
        10        20        30        40        50        60        
 
                         40        50        60        70        80 
AAD-12 W-----------HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
       :           :.:      :::::.                                  
gi|148 WAETRTPDCSLIHSDRCG-ENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQI 
           70        80         90       100       110       120    
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.8  bits: 20.6 E():   21 
Smith-Waterman score: 51; 22.6% identity (64.5% similar) in 31 aa overlap (36-66:66-96) 
 
          10        20        30        40        50        60      
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:.. ::  :  .. :..  .. :... 
gi|219 QPLPPQQTFPQQPPFSQQQQQQPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQ 
          40        50        60        70        80        90      
 
          70        80                                              
AAD-12 RAAYDALDEATRALV                                              
       .                                                            
gi|219 QQLILPPQQQQQLPQQQISIVQPSVLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSC 
         100       110       120       130       140       150      
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.4  bits: 19.3 E():   22 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (40-55:66-81) 
 
      10        20        30        40        50        60          
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
      70        80                  
AAD-12 DALDEATRALV                  
                                    
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS 
         100       110       120    
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (53-69:141-157) 
 
             30        40        50        60        70        80 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
                                     .:  :: .:.   :..:            
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY            
              120       130       140       150                   
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (53-69:141-157) 
 
             30        40        50        60        70        80 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
                                     .:  :: .:.   :..:            
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY            
              120       130       140       150                   
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.6  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (34-58:27-50) 
 
            10        20        30        40        50        60    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
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gi|886     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
            70        80                                            
AAD-12 DMRAAYDALDEATRALV                                            
                                                                    
gi|886 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIK 
          60        70        80        90       100       110      
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.6  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (34-58:27-50) 
 
            10        20        30        40        50        60    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|134     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
            70        80                                            
AAD-12 DMRAAYDALDEATRALV                                            
                                                                    
gi|134 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.6  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (34-58:27-50) 
 
            10        20        30        40        50        60    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEYTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
            70        80                                            
AAD-12 DMRAAYDALDEATRALV                                            
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.6  bits: 19.6 E():   24 
Smith-Waterman score: 47; 40.0% identity (68.0% similar) in 25 aa overlap (34-58:27-50) 
 
            10        20        30        40        50        60    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :.:.. . ::      
gi|602     MGVFTYEFEFTSVIPPARLYNAFVLDADNL-IPKIAPQAVKSTEILEGDGGVGTIK 
                   10        20        30         40        50      
 
            70        80                                            
AAD-12 DMRAAYDALDEATRALV                                            
                                                                    
gi|602 KINFGEGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.6  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (34-58:27-50) 
 
            10        20        30        40        50        60    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
            70        80                                            
AAD-12 DMRAAYDALDEATRALV                                            
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIK 
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          60        70        80        90       100       110      
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.6  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (34-58:27-50) 
 
            10        20        30        40        50        60    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|165     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
            70        80                                            
AAD-12 DMRAAYDALDEATRALV                                            
                                                                    
gi|165 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.6  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (34-58:27-50) 
 
            10        20        30        40        50        60    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
            70        80                                            
AAD-12 DMRAAYDALDEATRALV                                            
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.6  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (34-58:27-50) 
 
            10        20        30        40        50        60    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|753     MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
            70        80                                            
AAD-12 DMRAAYDALDEATRALV                                            
                                                                    
gi|753 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.6  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (34-58:27-50) 
 
            10        20        30        40        50        60    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
            70        80                                            
AAD-12 DMRAAYDALDEATRALV                                            
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.6  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (34-58:27-50) 
 
            10        20        30        40        50        60    
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AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
            70        80                                            
AAD-12 DMRAAYDALDEATRALV                                            
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.6  bits: 19.6 E():   24 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (53-69:144-160) 
 
             30        40        50        60        70        80 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
                                     .:  :: .:.   :..:            
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY            
           120       130       140       150       160            
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.6  bits: 19.6 E():   24 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (53-69:144-160) 
 
             30        40        50        60        70        80 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
                                     .:  :: .:.   :..:            
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY            
           120       130       140       150       160            
 
>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.7  bits: 19.8 E():   27 
Smith-Waterman score: 48; 33.3% identity (59.3% similar) in 27 aa overlap (36-62:17-43) 
 
          10        20        30        40        50        60      
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.:.:  .   ::..:  :  .: : .    
gi|510               MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLP 
                             10        20        30        40       
 
          70        80                                              
AAD-12 RAAYDALDEATRALV                                              
                                                                    
gi|510 VIRGKGGGIEFAKTETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHL 
         50        60        70        80        90       100       
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.6  bits: 20.3 E():   27 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (32-49:66-83) 
 
              10        20        30        40        50        60  
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
              70        80                                          
AAD-12 FADMRAAYDALDEATRALV                                          
                                                                    
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.2  bits: 20.6 E():   29 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (23-60:270-307) 
 
                       10        20        30        40        50   
AAD-12         AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
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     240       250       260       270       280       290          
 
             60        70        80                                 
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALV                                 
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.2  bits: 20.6 E():   29 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (23-60:270-307) 
 
                       10        20        30        40        50   
AAD-12         AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
             60        70        80                                 
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALV                                 
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.2  bits: 20.6 E():   29 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (23-60:270-307) 
 
                       10        20        30        40        50   
AAD-12         AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|118 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
             60        70        80                                 
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALV                                 
       .  : : :                                                     
gi|118 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.2  bits: 20.6 E():   29 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (23-60:270-307) 
 
                       10        20        30        40        50   
AAD-12         AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|327 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
             60        70        80                                 
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALV                                 
       .  : : :                                                     
gi|327 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.2  bits: 20.6 E():   29 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (23-60:270-307) 
 
                       10        20        30        40        50   
AAD-12         AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|270 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
             60        70        80                                 
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALV                                 
       .  : : :                                                     
gi|270 IQHVKGGTPKRPDRAIETYLFAMFDENQKQPEVEKHFGLFFPDKRPKYNLNFSAKKNWDI 
     300       310       320       330       340       350          
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>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.2  bits: 20.6 E():   29 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (23-60:270-307) 
 
                       10        20        30        40        50   
AAD-12         AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
             60        70        80                                 
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALV                                 
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFATFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 76.0  bits: 18.8 E():   30 
Smith-Waterman score: 44; 32.4% identity (56.8% similar) in 37 aa overlap (39-75:65-101) 
 
       10        20        30        40        50        60         
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .:  ..::. ::  . :.:: :  :   :  
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
       70        80      
AAD-12 YDALDEATRALV      
        .  .:.           
gi|117 EEEKEESDDDMGFGLFD 
          100       110  
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (34-58:27-50) 
 
            10        20        30        40        50        60    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
            70        80                                            
AAD-12 DMRAAYDALDEATRALV                                            
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIK 
          60        70        80        90       100       110      
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 46; 36.0% identity (64.0% similar) in 25 aa overlap (34-58:27-50) 
 
            10        20        30        40        50        60    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|304     MGLYTFENEFTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
            70        80                                            
AAD-12 DMRAAYDALDEATRALV                                            
                                                                    
gi|304 KITFGEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (34-58:27-50) 
 
            10        20        30        40        50        60    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
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                                     ::.  .: .:  ::  ::.. . ::      
gi|880     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
            70        80                                            
AAD-12 DMRAAYDALDEATRALV                                            
                                                                    
gi|880 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVI 
          60        70        80        90       100       110      
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (37-58:29-50) 
 
         10        20        30        40        50        60       
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|400   MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
         70        80                                               
AAD-12 AAYDALDEATRALV                                               
                                                                    
gi|400 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKIS 
       60        70        80        90       100       110         
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (37-58:29-50) 
 
         10        20        30        40        50        60       
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|116   MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
         70        80                                               
AAD-12 AAYDALDEATRALV                                               
                                                                    
gi|116 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKIS 
       60        70        80        90       100       110         
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (37-58:29-50) 
 
         10        20        30        40        50        60       
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|116   MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
         70        80                                               
AAD-12 AAYDALDEATRALV                                               
                                                                    
gi|116 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKIS 
       60        70        80        90       100       110         
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (37-58:29-50) 
 
         10        20        30        40        50        60       
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|116   MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
         70        80                                               
AAD-12 AAYDALDEATRALV                                               
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gi|116 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKIS 
       60        70        80        90       100       110         
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (34-58:27-50) 
 
            10        20        30        40        50        60    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
            70        80                                            
AAD-12 DMRAAYDALDEATRALV                                            
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 75.4  bits: 20.3 E():   32 
Smith-Waterman score: 50; 25.0% identity (60.0% similar) in 40 aa overlap (8-45:231-270) 
 
                                      10         20         30      
AAD-12                        AISNVKADGT-VRQHSPAEWDDMMKV-IVGNMAWHAD 
                                     ::   ..:.  :..  ..  :.::   . : 
gi|729 PSHLTLETPRVKMNMKYDRYAPVKVFKLDYDGIHFEKHTDIEYEPGVRYKIIGNGKLKDD 
              210       220       230       240       250       260 
 
          40        50        60        70        80                
AAD-12 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV                
       . .. . .::                                                   
gi|729 GRHYSIDVQGIPRKAFNLDADLMDFKLKVSKPEDSNKAQFSYTFNEYTETEEYEFDPHRA 
              270       280       290       300       310       320 
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 75.1  bits: 19.0 E():   33 
Smith-Waterman score: 45; 24.4% identity (53.3% similar) in 45 aa overlap (36-80:5-48) 
 
          10        20        30        40        50        60      
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.  :..   .. :. .. .. :  :.: : 
gi|217                           MASKSSISPLLLATVLVSVFAAATATGPYCYAGM 
                                         10        20        30     
 
          70        80                                              
AAD-12 RAAYDALDEATRALV                                              
           . : :. :  :                                              
gi|217 GLPINPL-EGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYF 
           40         50        60        70        80        90    
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.0  bits: 19.0 E():   34 
Smith-Waterman score: 45; 50.0% identity (85.7% similar) in 14 aa overlap (65-78:126-139) 
 
           40        50        60        70        80       
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV       
                                     . ::..::: :..:         
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG 
         100       110       120       130       140        
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 74.9  bits: 19.5 E():   34 
Smith-Waterman score: 47; 23.1% identity (51.3% similar) in 39 aa overlap (2-36:147-185) 
 
                                            10            20        
AAD-12                              AISNVKADGTVRQH----SPAEWDDMMKVIV 
                                     ::.  .::.. .:    .   :    :.   
gi|613 ATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMHVGHYTQIVWAKTKKIGC 
        120       130       140       150       160       170       
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        30        40        50        60        70        80 
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
       : . .. :.                                             
gi|613 GRIMFKEDNWNKHYLVCNYGPAGNVLGAQIYEIKK                   
        180       190       200       210                    
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 74.6  bits: 16.4 E():   35 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (32-38:19-25) 
 
              10        20        30        40        50        60  
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :..:..:                        
gi|320             YTTEGGTKAEAEDVIPEGWKVDTSYE                       
                           10        20                             
 
              70        80 
AAD-12 FADMRAAYDALDEATRALV 
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.2  bits: 18.9 E():   37 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (34-58:27-50) 
 
            10        20        30        40        50        60    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|753     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTTK 
                   10        20        30         40        50      
 
            70        80                                            
AAD-12 DMRAAYDALDEATRALV                                            
                                                                    
gi|753 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.2  bits: 18.9 E():   37 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (34-58:27-50) 
 
            10        20        30        40        50        60    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
            70        80                                            
AAD-12 DMRAAYDALDEATRALV                                            
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.2  bits: 18.9 E():   37 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (34-58:27-50) 
 
            10        20        30        40        50        60    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
            70        80                                            
AAD-12 DMRAAYDALDEATRALV                                            
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.2  bits: 18.9 E():   37 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (34-58:27-50) 
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            10        20        30        40        50        60    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
            70        80                                            
AAD-12 DMRAAYDALDEATRALV                                            
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.2  bits: 18.9 E():   37 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (34-58:27-50) 
 
            10        20        30        40        50        60    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|425     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
            70        80                                            
AAD-12 DMRAAYDALDEATRALV                                            
                                                                    
gi|425 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.2  bits: 18.9 E():   37 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (34-58:27-50) 
 
            10        20        30        40        50        60    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|901     MGGYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
            70        80                                            
AAD-12 DMRAAYDALDEATRALV                                            
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.2  bits: 18.9 E():   37 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (34-58:27-50) 
 
            10        20        30        40        50        60    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
            70        80                                            
AAD-12 DMRAAYDALDEATRALV                                            
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.0  bits: 20.2 E():   38 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (32-49:56-73) 
 
              10        20        30        40        50        60  
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
              70        80                                          
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AAD-12 FADMRAAYDALDEATRALV                                          
                                                                    
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 74.0  bits: 20.5 E():   38 
Smith-Waterman score: 51; 34.2% identity (52.6% similar) in 38 aa overlap (44-77:321-358) 
 
            20        30        40        50        60              
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM----RAAY 
                                     :  .  ::..  .::.  .: .    :    
gi|845 RAIEQLHEEQEHSMKIDALRRSLEEQVKQLQVQIQEAEAAALLGGKRVIAKLETRIRDLE 
              300       310       320       330       340       350 
 
      70        80                                                  
AAD-12 DALDEATRALV                                                  
        :::: ::                                                     
gi|845 TALDEETRRHKETQNALRKKDRRIKEVQMQVDEEHKQFVMAQDTADRLLEKMNIQKRQLG 
              360       370       380       390       400       410 
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.9  bits: 18.7 E():   39 
Smith-Waterman score: 44; 16.0% identity (72.0% similar) in 25 aa overlap (22-46:12-36) 
 
               10        20        30        40        50        60 
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                            .. .... ..: ....  :. : :.               
gi|249           MRTVSARSSVALVVIVAAVLVWTSSASVAPAPAPGSEETCGTVVGALMPC 
                         10        20        30        40        50 
 
               70        80                                         
AAD-12 CFADMRAAYDALDEATRALV                                         
                                                                    
gi|249 LPFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKH 
               60        70        80        90       100       110 
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 73.6  bits: 20.7 E():   40 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (13-51:535-572) 
 
                                 10        20        30        40   
AAD-12                   AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
             50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
        .:  :: :                              
gi|331 KEGC-FSEEGPKLVAAAQAALV                 
           570       580                      
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 73.3  bits: 20.7 E():   42 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (13-51:558-595) 
 
                                 10        20        30        40   
AAD-12                   AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|668 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
       530       540       550       560       570       580        
 
             50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
        .:  :: :                              
gi|668 KEGC-FSEEGPKLVAAAQAALV                 
       590        600                         
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.2  bits: 20.2 E():   42 
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Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (32-49:56-73) 
 
              10        20        30        40        50        60  
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
              70        80                                          
AAD-12 FADMRAAYDALDEATRALV                                          
                                                                    
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 73.2  bits: 18.4 E():   42 
Smith-Waterman score: 43; 23.5% identity (51.0% similar) in 51 aa overlap (28-78:25-74) 
 
               10        20        30        40        50        60 
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                  :  : . . ...   :::.  :: .:  . .   
gi|217    MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLP 
                  10        20        30        40        50        
 
               70        80                                         
AAD-12 CFADMRAAYDALDEATRALV                                         
        : ...   :..:    :                                           
gi|217 -FQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDV 
         60        70        80        90       100       110       
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.0  bits: 19.2 E():   43 
Smith-Waterman score: 46; 60.0% identity (80.0% similar) in 10 aa overlap (14-23:20-29) 
 
                     10        20        30        40        50     
AAD-12       AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                          :.:: .:: :                                
gi|144 MQYLAIAVIVALAGLSAAAHKPAYYDDNMANQMVDQIVKSLTTKKELDPFKIEQTKVPID 
               10        20        30        40        50        60 
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.9  bits: 18.1 E():   44 
Smith-Waterman score: 42; 25.7% identity (60.0% similar) in 35 aa overlap (44-78:4-38) 
 
            20        30        40        50        60        70    
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     .:.. .:.:. :. :     : .: . :   
gi|777                            MAFKGVLNDADVTAALDGCKSAFDHKAFFKACG 
                                          10        20        30    
 
            80                                                      
AAD-12 EATRALV                                                      
        :...                                                        
gi|777 LAAKSADDIKKAFAIIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAGDSDGD 
            40        50        60        70        80        90    
 
>>gi|14422363|emb|CAC41635.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.7  bits: 18.4 E():   45 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (35-52:85-102) 
 
           10        20        30        40        50        60     
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSGRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
           70        80  
AAD-12 MRAAYDALDEATRALV  
                         
gi|144 RHVKPLSFRAKTDAPGC 
          120       130  
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>>gi|14422361|emb|CAC41634.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.7  bits: 18.4 E():   45 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (35-52:85-102) 
 
           10        20        30        40        50        60     
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
           70        80  
AAD-12 MRAAYDALDEATRALV  
                         
gi|144 RHVKPLSFRAKTDAPGC 
          120       130  
 
>>gi|14422359|emb|CAC41633.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.7  bits: 18.4 E():   45 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (35-52:85-102) 
 
           10        20        30        40        50        60     
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETDQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
           70        80  
AAD-12 MRAAYDALDEATRALV  
                         
gi|144 RHVKPLSFRAKTDAPGC 
          120       130  
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 72.6  bits: 19.9 E():   45 
Smith-Waterman score: 49; 33.3% identity (64.3% similar) in 42 aa overlap (30-68:244-284) 
 
                10        20        30          40         50       
AAD-12  AISNVKADGTVRQHSPAEWDDMMKVIVGNMAW--HADSTYMP-VMAQGAVFSAEVVPAV 
                                     :.:  ..... .: :. .  . :.: :  : 
gi|585 GYYAYPYCYNLTPNQPSAQCEATTMQENDKMSWLFESEDVLLPSVYLRWNLTSGERVGLV 
           220       230       240       250       260       270    
 
         60        70        80                                     
AAD-12 GGRTCFADMRAAYDALDEATRALV                                     
       :::.  : .: :                                                 
gi|585 GGRVKEA-LRIARQMTTSRKKVLPYYWYKYQDRRDTDLSRADLEATLRKITDLGADGFII 
           280        290       300       310       320       330   
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 44; 36.4% identity (63.6% similar) in 22 aa overlap (37-58:28-49) 
 
         10        20        30        40        50        60       
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|115    GVFNYETETTSVIPAARLFKAFILDGDTLFPQVAPQAISSVENISGNGGPGTIKKIS 
                  10        20        30        40        50        
 
         70        80                                               
AAD-12 AAYDALDEATRALV                                               
                                                                    
gi|115 FPEGLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKIS 
        60        70        80        90       100       110        
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 44; 29.0% identity (67.7% similar) in 31 aa overlap (45-75:49-78) 
 
           20        30        40        50        60        70     
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
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                                     :.: ....:  .:  : .. :.   :..:. 
gi|144 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
           80                                                       
AAD-12 ATRALV                                                       
       :                                                            
gi|144 AGLAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEAT 
        80        90       100       110       120       130        
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (39-58:31-50) 
 
       10        20        30        40        50        60         
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
       70        80                                                 
AAD-12 YDALDEATRALV                                                 
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (39-58:31-50) 
 
       10        20        30        40        50        60         
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|132 MGVFNYETESTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
       70        80                                                 
AAD-12 YDALDEATRALV                                                 
                                                                    
gi|132 EGSPFKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (39-58:31-50) 
 
       10        20        30        40        50        60         
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
       70        80                                                 
AAD-12 YDALDEATRALV                                                 
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (39-58:31-50) 
 
       10        20        30        40        50        60         
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|584 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
       70        80                                                 
AAD-12 YDALDEATRALV                                                 
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gi|584 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum aest  (94 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.4  bits: 17.9 E():   46 
Smith-Waterman score: 41; 27.3% identity (48.5% similar) in 33 aa overlap (22-54:17-49) 
 
               10        20        30        40        50        60 
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                            :.:  .  . : :.    :  :  ::..   .:       
gi|668      IAVAVSADECEGDRRAMIKECAKYQQWPANPKLDPSDACCAVWQKANIPCLCAGV 
                    10        20        30        40        50      
 
               70        80                    
AAD-12 CFADMRAAYDALDEATRALV                    
                                               
gi|668 TKEKEKIYCMEKVAYVANFCKKPFPHGYKCGSYTFPPLA 
          60        70        80        90     
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (39-58:31-50) 
 
       10        20        30        40        50        60         
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
       70        80                                                 
AAD-12 YDALDEATRALV                                                 
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 72.4  bits: 19.9 E():   47 
Smith-Waterman score: 49; 40.0% identity (65.0% similar) in 20 aa overlap (29-48:332-348) 
 
                 10        20        30        40        50         
AAD-12   AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
                                     :  :.   .:: :. .::.:           
gi|113 ILSQGNRFLASDIKKEVVGRYGESAMSESINWNWR---SYMDVFENGAIFVPSGVDPVLT 
             310       320       330          340       350         
 
       60        70        80             
AAD-12 RTCFADMRAAYDALDEATRALV             
                                          
gi|113 PEQNAGMIPAEPGEAVLRLTSSAGVLSCQPGAPC 
      360       370       380       390   
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 72.2  bits: 19.4 E():   48 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (17-74:116-175) 
 
                             10        20        30          40     
AAD-12               AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|481 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
          90       100       110       120       130       140      
 
           50        60        70        80                         
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV                         
         .   ...  . .    :   ::    :.                               
gi|481 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
         150       160       170       180       190       200      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 72.2  bits: 19.4 E():   48 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (17-74:117-176) 
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                             10        20        30          40     
AAD-12               AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|168 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
         90       100       110       120       130       140       
 
           50        60        70        80                         
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV                         
         .   ...  . .    :   ::    :.                               
gi|168 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
        150       160       170       180       190       200       
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 72.1  bits: 19.4 E():   49 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (17-74:120-179) 
 
                             10        20        30          40     
AAD-12               AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|285 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
      90       100       110       120       130       140          
 
           50        60        70        80                         
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV                         
         .   ...  . .    :   ::    :.                               
gi|285 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
     150       160       170       180       190       200          
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 72.0  bits: 15.5 E():   49 
Smith-Waterman score: 32; 25.0% identity (55.0% similar) in 20 aa overlap (2-21:1-20) 
 
               10        20        30        40        50        60 
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
        :..:   :..  .   .: :                                        
gi|409  IAKVPPGGXITAEYGDKWLD                                        
                10        20                                        
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 72.0  bits: 19.4 E():   49 
Smith-Waterman score: 47; 23.4% identity (45.3% similar) in 64 aa overlap (17-78:126-189) 
 
                             10        20        30          40     
AAD-12               AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|330 GLVPKLDAAYSVSYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
         100       110       120       130       140       150      
 
           50        60        70        80                         
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV                         
         .   ...  . .    :   ::    : . .:                           
gi|330 IPAGELQIIDKIDAAFKVAATAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAA 
         160       170       180       190       200       210      
 
gi|330 VKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAAS 
         220       230       240       250       260       270      
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 71.7  bits: 19.4 E():   51 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (17-74:131-190) 
 
                             10        20        30          40     
AAD-12               AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|330 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
              110       120       130       140       150       160 
 
           50        60        70        80                         
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV                         
         .   ...  . .    :   ::    :.                               
gi|330 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
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              170       180       190       200       210       220 
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 71.1  bits: 18.3 E():   55 
Smith-Waterman score: 43; 29.0% identity (67.7% similar) in 31 aa overlap (45-75:49-78) 
 
           20        30        40        50        60        70     
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|186 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVRLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
           80                                                       
AAD-12 ATRALV                                                       
       :                                                            
gi|186 AGLGYTYTTIGGDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEAT 
        80        90       100       110       120       130        
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 71.0  bits: 19.9 E():   55 
Smith-Waterman score: 49; 38.1% identity (66.7% similar) in 21 aa overlap (3-23:216-232) 
 
                                           10        20        30   
AAD-12                             AISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     :... :: :    :..::: .          
gi|253 GHPTHLEHSSTNPNSFHYEHNIVSPSSIHPSTAHFDGEV----PSQWDDSLGHGASTPKV 
         190       200       210       220           230       240  
 
             40        50        60        70        80             
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV             
                                                                    
gi|253 RTPSHHVSSNPWAEINEPTGGDNDNLAPVTRPRKPARARRQKKEPRKLSDASQGARSSST 
             250       260       270       280       290       300  
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.7  bits: 18.3 E():   57 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (39-58:31-50) 
 
       10        20        30        40        50        60         
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|261 MGVFNYEAETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
       70        80                                                 
AAD-12 YDALDEATRALV                                                 
                                                                    
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.7  bits: 18.3 E():   57 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (39-58:31-50) 
 
       10        20        30        40        50        60         
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|132 MGVFNYETETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
       70        80                                                 
AAD-12 YDALDEATRALV                                                 
                                                                    
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.7  bits: 18.3 E():   57 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (39-58:31-50) 
 
       10        20        30        40        50        60         
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AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVISAARLFKSYVLDGDKLIPKVAPQAITSVENVGGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
       70        80                                                 
AAD-12 YDALDEATRALV                                                 
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSK 
               70        80        90       100       110       120 
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 18.0 E():   64 
Smith-Waterman score: 42; 27.6% identity (58.6% similar) in 29 aa overlap (38-66:11-39) 
 
        10        20        30        40        50        60        
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                     ..:. : : ::.   . :.  :  . ..:  
gi|126                     MRSLLILVLCFLPLAALGKVFGRCELAAAMKRHGLDNYRG 
                                   10        20        30        40 
 
        70        80                                                
AAD-12 AYDALDEATRALV                                                
                                                                    
gi|126 YSLGNWVCAAKFESNFNTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSA 
               50        60        70        80        90       100 
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.7  bits: 19.0 E():   65 
Smith-Waterman score: 46; 22.6% identity (64.5% similar) in 31 aa overlap (36-66:72-102) 
 
          10        20        30        40        50        60      
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:...:   :: .  :..  .. :... 
gi|170 QSFSQQPPFSQQQQQPLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQ 
              50        60        70        80        90       100  
 
          70        80                                              
AAD-12 RAAYDALDEATRALV                                              
       .                                                            
gi|170 QQLVLPPQQQQQQLVQQQIPIVQPSVLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSS 
             110       120       130       140       150       160  
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.6  bits: 18.0 E():   66 
Smith-Waterman score: 42; 30.3% identity (54.5% similar) in 66 aa overlap (18-78:3-65) 
 
               10        20          30        40        50         
AAD-12 AISNVKADGTVRQHSPAEWD--DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
                        ::   :  .:   . .:.: : .  :    .::.:.  : . . 
gi|121                DPEWHTLDAHEVEQVQATWKAVS-HDEVEILYTVFKAH--PDIMA 
                              10        20         30          40   
 
        60          70        80                                    
AAD-12 R-TCFA--DMRAAYDALDEATRALV                                    
       .   ::  :..:  :. : :..:                                      
gi|121 KFPKFAGKDLEAIKDTADFAVHASRIIGFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTR 
             50        60        70        80        90       100   
 
>>gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Globin   (151 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.6  bits: 18.0 E():   66 
Smith-Waterman score: 42; 33.3% identity (57.6% similar) in 33 aa overlap (48-80:115-147) 
 
        20        30        40        50        60        70        
AAD-12 EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                     : :  :  . ..: ::  .::. :  .:   
gi|121 IGDLPNIDGDVTTFVASHTPRGVTHDQLNNFRAGFVSYMKAHTDFAGAEAAWGATLDAFF 
           90       100       110       120       130       140     
 
        80     
AAD-12 ALV     
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       ..:     
gi|121 GMVFAKM 
          150  
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 69.4  bits: 19.5 E():   68 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (64-78:431-446) 
 
            40        50        60        70         80 
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD-EATRALV 
                                     :..: :::.: ...::   
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA   
              410       420       430       440         
 
>>gi|21512|emb|CAA27571.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.1  bits: 19.3 E():   70 
Smith-Waterman score: 47; 22.5% identity (47.9% similar) in 71 aa overlap (8-78:267-337) 
 
                                      10        20        30        
AAD-12                        AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                     : :   .  :.:     ..: .    : :. 
gi|215 QVDPKFASIKSLNYKQMLLLSLGTGTTSEFDKTYTAEETAKWGTARWMLVIQKMTSAASS 
        240       250       260       270       280       290       
 
        40        50        60        70        80                  
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV                  
       ::  .  ...:.:        :.    . ..   ::.:..:                    
gi|215 YMTDYYLSTAFQALDSQNNYLRVQENALTGTTTELDDASEANMQLLVQVGEDLLKKSVSK 
        300       310       320       330       340       350       
 
gi|215 DNPETYEEALKRFAKLLSDRKKLRANKASY 
        360       370       380       
 
>>gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (34-58:27-50) 
 
            10        20        30        40        50        60    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     .:.    :. : :. :.:.. . ::      
gi|212     MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIK 
                   10        20        30         40        50      
 
            70        80                                            
AAD-12 DMRAAYDALDEATRALV                                            
                                                                    
gi|212 KITFGEASKYKYSRHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMK 
          60        70        80        90       100       110      
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (39-58:30-49) 
 
       10        20        30        40        50        60         
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|402  GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
                10        20        30        40        50          
 
       70        80                                                 
AAD-12 YDALDEATRALV                                                 
                                                                    
gi|402 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
      60        70        80        90       100       110          
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (39-58:30-49) 
 
       10        20        30        40        50        60         
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
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                                     .: .:  :. :.: . . ::           
gi|437  GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
                10        20        30        40        50          
 
       70        80                                                 
AAD-12 YDALDEATRALV                                                 
                                                                    
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
>>gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (34-58:27-50) 
 
            10        20        30        40        50        60    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     .:.    :. : :. :.:.. . ::      
gi|212     MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIK 
                   10        20        30         40        50      
 
            70        80                                            
AAD-12 DMRAAYDALDEATRALV                                            
                                                                    
gi|212 KITFGEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMK 
          60        70        80        90       100       110      
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (39-58:30-49) 
 
       10        20        30        40        50        60         
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|437  GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
                10        20        30        40        50          
 
       70        80                                                 
AAD-12 YDALDEATRALV                                                 
                                                                    
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (39-58:31-50) 
 
       10        20        30        40        50        60         
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
       70        80                                                 
AAD-12 YDALDEATRALV                                                 
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (39-58:31-50) 
 
       10        20        30        40        50        60         
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
       70        80                                                 
AAD-12 YDALDEATRALV                                                 
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gi|400 EGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (39-58:31-50) 
 
       10        20        30        40        50        60         
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
       70        80                                                 
AAD-12 YDALDEATRALV                                                 
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (39-58:31-50) 
 
       10        20        30        40        50        60         
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
       70        80                                                 
AAD-12 YDALDEATRALV                                                 
                                                                    
gi|167 EGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (39-58:31-50) 
 
       10        20        30        40        50        60         
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
       70        80                                                 
AAD-12 YDALDEATRALV                                                 
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (39-58:31-50) 
 
       10        20        30        40        50        60         
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
       70        80                                                 
AAD-12 YDALDEATRALV                                                 
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (39-58:31-50) 
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       10        20        30        40        50        60         
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
       70        80                                                 
AAD-12 YDALDEATRALV                                                 
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (39-58:31-50) 
 
       10        20        30        40        50        60         
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
       70        80                                                 
AAD-12 YDALDEATRALV                                                 
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 42; 40.0% identity (60.0% similar) in 25 aa overlap (34-58:27-50) 
 
            10        20        30        40        50        60    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:   : ::: . . ::      
gi|534     MGVFNYEDEATSVIAPARLFKSFVLDADNL-IPKVAPENVSSAENIEGNGGPGTIK 
                   10        20        30         40        50      
 
            70        80                                            
AAD-12 DMRAAYDALDEATRALV                                            
                                                                    
gi|534 KITFPEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSIL 
          60        70        80        90       100       110      
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (39-58:31-50) 
 
       10        20        30        40        50        60         
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
       70        80                                                 
AAD-12 YDALDEATRALV                                                 
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (39-58:31-50) 
 
       10        20        30        40        50        60         
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
       70        80                                                 
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AAD-12 YDALDEATRALV                                                 
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (39-58:31-50) 
 
       10        20        30        40        50        60         
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
       70        80                                                 
AAD-12 YDALDEATRALV                                                 
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNK 
               70        80        90       100       110       120 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (39-58:31-50) 
 
       10        20        30        40        50        60         
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVMPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
       70        80                                                 
AAD-12 YDALDEATRALV                                                 
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (39-58:31-50) 
 
       10        20        30        40        50        60         
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
       70        80                                                 
AAD-12 YDALDEATRALV                                                 
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSK 
               70        80        90       100       110       120 
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (39-58:31-50) 
 
       10        20        30        40        50        60         
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
       70        80                                                 
AAD-12 YDALDEATRALV                                                 
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   71 
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Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (39-58:31-50) 
 
       10        20        30        40        50        60         
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
       70        80                                                 
AAD-12 YDALDEATRALV                                                 
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (39-58:31-50) 
 
       10        20        30        40        50        60         
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
       70        80                                                 
AAD-12 YDALDEATRALV                                                 
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (39-58:31-50) 
 
       10        20        30        40        50        60         
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
       70        80                                                 
AAD-12 YDALDEATRALV                                                 
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (39-58:31-50) 
 
       10        20        30        40        50        60         
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
       70        80                                                 
AAD-12 YDALDEATRALV                                                 
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 69.0  bits: 14.7 E():   71 
Smith-Waterman score: 29; 57.1% identity (71.4% similar) in 7 aa overlap (34-40:1-7) 
 
            10        20        30        40        50        60    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::. : :                        
gi|751                               ADAGYAPAAPGTQPKA               
                                             10                     
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            70        80 
AAD-12 DMRAAYDALDEATRALV 
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.7 E():   77 
Smith-Waterman score: 41; 34.6% identity (61.5% similar) in 26 aa overlap (36-61:5-30) 
 
          10        20        30        40        50        60      
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.:  ...   ::   .: :::.. :     
gi|217                           MASKSNYNLLFTALLVFIFAAVAAVGNEDCTPWT 
                                         10        20        30     
 
          70        80                                              
AAD-12 RAAYDALDEATRALV                                              
                                                                    
gi|217 STLITPLPSCRNYVEEQACRIEMPGPPYLAKQECCEQLANIPQQCRCQALRYFMGPKSRP 
           40        50        60        70        80        90     
 
>>gi|4006963|emb|CAA07328.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 17.5 E():   77 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (40-58:32-50) 
 
      10        20        30        40        50        60          
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      70        80                                                 
AAD-12 DALDEATRALV                                                 
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|4006947|emb|CAA07320.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 17.5 E():   77 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (40-58:32-50) 
 
      10        20        30        40        50        60          
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      70        80                                                 
AAD-12 DALDEATRALV                                                 
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|114326420|ref|NP_001041618.1| major allergen I poly  (88 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.0  bits: 16.9 E():   81 
Smith-Waterman score: 38; 31.8% identity (63.6% similar) in 22 aa overlap (35-56:3-24) 
 
           10        20        30        40        50        60     
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     :..  :  . .:. . :. :::         
gi|114                             MLDAALPPCPTVAATADCEICPAVKRDVDLFL 
                                           10        20        30   
 
           70        80                                         
AAD-12 MRAAYDALDEATRALV                                         
                                                                
gi|114 TGTPDEYVEQVAQYKALPVVLENARILKNCVDAKMTEEDKENALSLLDKIYTSPLC 
             40        50        60        70        80         
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.0  bits: 19.0 E():   81 
Smith-Waterman score: 46; 21.2% identity (57.7% similar) in 52 aa overlap (31-79:37-87) 
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               10        20        30        40        50        60 
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|269 EAVLLGILLYIPIVLSDDRAPIPSNSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQTK 
         10        20        30         40        50        60      
 
                  70        80                                      
AAD-12 CF---ADMRAAYDALDEATRALV                                      
        .   .:  . . ...:: ...                                       
gi|269 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSLAPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 67.9  bits: 19.5 E():   81 
Smith-Waterman score: 48; 30.5% identity (52.5% similar) in 59 aa overlap (5-63:135-183) 
 
                                         10        20        30     
AAD-12                           AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA 
                                     : .:: .:    . : :   . .:.. ..: 
gi|558 RSGGHDYEGLSYRSERPEAFAVVDLNKMRAVVVDGKAR----TAWVDS-GAQLGEL-YYA 
          110       120       130       140            150          
 
           40        50        60        70        80               
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV               
        .   ::.:    : : : :..:    ::                                
gi|558 IAKNSPVLA----FPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGTLL 
      160           170       180       190       200       210     
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 18.7 E():   82 
Smith-Waterman score: 45; 30.0% identity (70.0% similar) in 20 aa overlap (2-21:95-114) 
 
                                            10        20        30  
AAD-12                              AISNVKADGTVRQHSPAEWDDMMKVIVGNMA 
                                     :. .:  ::...  :.:. .           
gi|198 DHASLVAALKKVDVVISTLGAPQIADQFNLIKAIKEVGTIKRFFPSEFGNDVDKHHAVEP 
           70        80        90       100       110       120     
 
              40        50        60        70        80            
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV            
                                                                    
gi|198 MKSMFDLKIKLRRTIEAEGIPHTYVVPHCFAGYFLTNLAQLGLAAPPRDKIVIYGDGTTK 
          130       140       150       160       170       180     
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 67.9  bits: 14.4 E():   82 
Smith-Waterman score: 28; 40.0% identity (80.0% similar) in 10 aa overlap (45-54:4-13) 
 
           20        30        40        50        60        70     
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.:  :...:                     
gi|131                            GPVGGVVHAHMMPLL                   
                                          10                        
 
           80 
AAD-12 ATRALV 
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 67.9  bits: 18.7 E():   82 
Smith-Waterman score: 45; 28.0% identity (72.0% similar) in 25 aa overlap (2-25:96-120) 
 
                                            10         20        30 
AAD-12                              AISNVKADGTVRQHSPAEW-DDMMKVIVGNM 
                                     :. .:  :....  :.:. .:. .:      
gi|107 DHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEFGNDVDRVHAVEP 
          70        80        90       100       110       120      
 
               40        50        60        70        80           
AAD-12 AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV           
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gi|107 AKTAFATKAEIRRKTEAEGIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNAR 
         130       140       150       160       170       180      
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 18.2 E():   85 
Smith-Waterman score: 43; 30.0% identity (55.0% similar) in 20 aa overlap (26-45:1-20) 
 
               10        20        30        40        50        60 
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                : .:. :.  .   :.  ::                
gi|142                          IPANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAE 
                                        10        20        30      
 
               70        80                                         
AAD-12 CFADMRAAYDALDEATRALV                                         
                                                                    
gi|142 TLYAIHRHQNIILSEQELLDCTYHLYDPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPY 
          40        50        60        70        80        90      
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 41; 37.9% identity (62.1% similar) in 29 aa overlap (30-58:23-49) 
 
               10        20        30        40        50        60 
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                    .:  ::.  .:  : :.  :.:.: . ::   
gi|604        MAVFTFDDQATSPVAPATLYNALAKDADNI-IP-KAVGSFQSVEIVEGNGGPG 
                      10        20        30          40        50  
 
               70        80                                         
AAD-12 CFADMRAAYDALDEATRALV                                         
                                                                    
gi|604 TIKKISFVEDGETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGG 
              60        70        80        90       100       110  
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (39-58:30-49) 
 
       10        20        30        40        50        60         
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|437  GVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
                10        20        30        40        50          
 
       70        80                                                 
AAD-12 YDALDEATRALV                                                 
                                                                    
gi|437 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISHK 
      60        70        80        90       100       110          
 
>>gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 41; 32.0% identity (64.0% similar) in 25 aa overlap (34-58:27-50) 
 
            10        20        30        40        50        60    
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     .:.    :. : :. :.:.. . ::      
gi|212     MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGDGGPGTIK 
                   10        20        30         40        50      
 
            70        80                                            
AAD-12 DMRAAYDALDEATRALV                                            
                                                                    
gi|212 KITFGEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMK 
          60        70        80        90       100       110      
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (39-58:31-50) 
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       10        20        30        40        50        60         
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|125 MGVFNYETEATSVIPAARLFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
       70        80                                                 
AAD-12 YDALDEATRALV                                                 
                                                                    
gi|125 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (39-58:31-50) 
 
       10        20        30        40        50        60         
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
       70        80                                                 
AAD-12 YDALDEATRALV                                                 
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (39-58:31-50) 
 
       10        20        30        40        50        60         
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
       70        80                                                 
AAD-12 YDALDEATRALV                                                 
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (39-58:31-50) 
 
       10        20        30        40        50        60         
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
       70        80                                                 
AAD-12 YDALDEATRALV                                                 
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (39-58:31-50) 
 
       10        20        30        40        50        60         
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
       70        80                                                 
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AAD-12 YDALDEATRALV                                                 
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (39-58:31-50) 
 
       10        20        30        40        50        60         
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
       70        80                                                 
AAD-12 YDALDEATRALV                                                 
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (39-58:31-50) 
 
       10        20        30        40        50        60         
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|154 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
       70        80                                                 
AAD-12 YDALDEATRALV                                                 
                                                                    
gi|154 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (39-58:31-50) 
 
       10        20        30        40        50        60         
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
       70        80                                                 
AAD-12 YDALDEATRALV                                                 
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.3  bits: 17.2 E():   89 
Smith-Waterman score: 39; 53.8% identity (69.2% similar) in 13 aa overlap (63-75:72-84) 
 
             40        50        60        70        80             
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV             
                                     ::.::  ::  .:                  
gi|131 ELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDE 
              50        60        70        80        90       100  
 
gi|131 FGALVDKWGAKG 
             110    
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.4 E():   95 
Smith-Waterman score: 40; 35.3% identity (70.6% similar) in 17 aa overlap (44-60:30-46) 
 
            20        30        40        50        60        70    
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AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     :::. ...  :  ::..              
gi|476  DKGPGFVVTGRVYCDPCRAGFETNVSHNVQGATVAVDCRPFNGGESKLKAEATTDGLGW 
                10        20        30        40        50          
 
            80                                                      
AAD-12 EATRALV                                                      
                                                                    
gi|476 YKIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQGIRYANPIAFF 
      60        70        80        90       100       110          
 
>>gi|75139847|sp|Q7M1E8|Q7M1E8_9ROSA Pollen major allerg  (12 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 66.7  bits: 13.8 E():   96 
Smith-Waterman score: 26; 57.1% identity (71.4% similar) in 7 aa overlap (24-30:4-10) 
 
               10        20        30        40        50        60 
AAD-12 AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                              ::. : :                               
gi|751                     ATGKVVQGAMPP                             
                                   10                               
 
>>gi|15886861|emb|CAC85911.1| arginine kinase [Plodia in  (355 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 66.5  bits: 18.7 E():   97 
Smith-Waterman score: 45; 33.3% identity (61.1% similar) in 18 aa overlap (13-30:97-112) 
 
                                 10        20        30        40   
AAD-12                   AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .: : .: :.  .  ::.             
gi|158 YAPDAEAYVVFADLFDPIIEDYHNGFKKTDKHPPKNWGDVETL--GNLDPAGEFVVSTRV 
         70        80        90       100         110       120     
 
             50        60        70        80                       
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV                       
                                                                    
gi|158 RCGRSMEGYPFNPCLTEAQYKEMEEKVSSTLSGLEGELKGTFFPLTGMSKETQQQLIDDH 
          130       140       150       160       170       180     
 
>>gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Serum a  (607 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.5  bits: 19.4 E():   98 
Smith-Waterman score: 48; 26.3% identity (78.9% similar) in 19 aa overlap (13-31:557-575) 
 
                                 10        20        30        40   
AAD-12                   AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:    ...:...::..            
gi|543 AETFTFHADICTLPEDEKQIKKQSALAELVKHKPKATKEQLKTVLGNFSAFVAKCCGRED 
        530       540       550       560       570       580       
 
             50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
                                              
gi|543 KEACFAEEGPKLVASSQLALA                  
        590       600                         
 
>>gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Serum   (608 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.4  bits: 19.4 E():   98 
Smith-Waterman score: 48; 21.7% identity (78.3% similar) in 23 aa overlap (13-35:558-580) 
 
                                 10        20        30        40   
AAD-12                   AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   ....:...:...  .:        
gi|135 AETFTFHADLCTLPEAEKQIKKQSALVELLKHKPKATEEQLKTVMGDFGSFVDKCCAAED 
       530       540       550       560       570       580        
 
             50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
                                              
gi|135 KEACFAEEGPKLVAAAQAALA                  
       590       600                          
 
>>gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin precurs  (148 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 17.4 E():   99 
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Smith-Waterman score: 40; 20.0% identity (53.3% similar) in 30 aa overlap (3-32:28-57) 
 
                                        10        20        30      
AAD-12                          AISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD 
                                  ..:  .:  ...   ::.. .  .   : :    
gi|538 MARFTIVLAVLFAAALVSASAHKTVVTTSVAEEGEEENQRGCEWESRQCQMRHCMQWMRS 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV                
                                                                    
gi|538 MRGQYEESFLRSAEANQGQFEHFRECCNELRDVKSHCRCEALRCMMRQMQQEYGMEQEMQ 
               70        80        90       100       110       120 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:42 2011 done: Fri Jan 21 00:02:42 2011 
 Total Scan time:  0.070 Total Display time:  0.070 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 78  - 157 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     1     0:= 
  26     0     0: 
  28     1     0:= 
  30     4     2:* 
  32     4     8:=* 
  34     8    22:==   * 
  36    31    44:========  * 
  38    39    73:==========        * 
  40    73   102:===================      * 
  42    70   125:==================             * 
  44   125   138:================================  * 
  46   171   140:==================================*======== 
  48   184   134:=================================*============ 
  50   132   122:==============================*== 
  52   126   108:==========================*===== 
  54    75    92:===================   * 
  56    69    77:================== * 
  58    52    63:=============  * 
  60    42    51:=========== * 
  62    36    41:========= * 
  64    37    33:========*= 
  66    48    26:======*===== 
  68    39    20:====*===== 
  70     9    16:===* 
  72    25    12:==*==== 
  74    19    10:==*== 
  76    18     8:=*=== 
  78    13     6:=*== 
  80     3     5:=* 
  82     5     3:*= 
  84     3     3:* 
  86     7     2:*= 
  88     3     2:*          inset = represents 1 library sequences 
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  90     6     1:*= 
  92     2     1:*         :*= 
  94     2     1:*         :*= 
  96     1     1:*         :* 
  98     4     0:=         *==== 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
 116     1     0:=         *= 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.67230.0032; mu= 1.9878 0.166 
 mean_var=34.9796 8.872, 0's: 2 Z-trim: 4  B-trim: 186 in 1/43 
 Lambda= 0.216854 
 Kolmogorov-Smirnov  statistic: 0.1057 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.080 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   67 26.0    0.18 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   65 25.4    0.27 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   58 23.1     1.6 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   58 23.1     1.6 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   58 23.1     1.6 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   58 23.1     1.6 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   64 24.6       2 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   64 24.5     2.6 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   57 22.7     2.8 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   61 23.6     3.5 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   56 22.4     3.5 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   60 23.3     4.3 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   55 22.1     4.3 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   60 23.3     4.4 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   60 23.3     4.4 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   54 21.8     4.8 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   58 22.8       5 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   59 23.0     5.4 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   54 21.7     5.4 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   57 22.5     5.6 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   49 20.4       8 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   57 22.4     8.2 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   57 22.4     8.2 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 21.1     8.3 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   52 21.1     8.3 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   52 21.1     8.3 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   52 21.1     8.4 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   55 21.8     9.5 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   50 20.6      10 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 21.8      11 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 18.0      12 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 18.0      12 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   50 20.5      13 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   54 21.5      13 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   49 20.2      14 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   49 20.2      15 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   46 19.4      17 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 19.9      18 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   48 19.9      20 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   51 20.6      21 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 19.3      22 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 19.6      23 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 19.6      24 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 19.6      24 
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gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   47 19.6      24 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   47 19.6      24 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   47 19.6      24 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   47 19.6      24 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   47 19.6      24 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   47 19.6      24 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   47 19.6      24 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   47 19.6      24 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   47 19.6      24 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   47 19.6      24 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   47 19.6      24 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 19.6      25 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 19.6      25 
gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   48 19.8      27 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 20.3      28 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   51 20.5      29 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   51 20.5      29 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   51 20.5      29 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   51 20.5      29 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   51 20.5      29 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   51 20.5      29 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   44 18.7      30 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   46 19.2      30 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   46 19.2      31 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 19.2      31 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 19.2      31 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 19.2      31 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 19.2      31 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   46 19.2      31 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   50 20.2      32 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   45 19.0      34 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   45 19.0      34 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   47 19.5      34 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 16.4      35 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   45 18.9      38 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   45 18.9      38 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   45 18.9      38 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   45 18.9      38 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   45 18.9      38 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   45 18.9      38 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   45 18.9      38 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   45 18.9      38 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 20.2      39 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   51 20.4      39 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   44 18.7      39 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   52 20.7      41 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   43 18.4      43 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 20.2      43 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   52 20.7      43 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   46 19.1      44 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   42 18.1      44 
gi|14422363|emb|CAC41635.1| plantain pollen major  ( 131)   43 18.4      45 
gi|14422359|emb|CAC41633.1| plantain pollen major  ( 131)   43 18.4      45 
gi|14422361|emb|CAC41634.1| plantain pollen major  ( 131)   43 18.4      45 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   49 19.9      46 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   44 18.6      46 
gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum  (  94)   41 17.9      47 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   44 18.6      47 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   44 18.6      47 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   44 18.6      47 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   44 18.6      47 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   44 18.6      47 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 19.9      48 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   47 19.4      49 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   47 19.4      49 
gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen all (  20)   32 15.5      49 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   47 19.4      49 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.4      50 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   47 19.3      52 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   43 18.3      55 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   49 19.8      56 
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gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   43 18.3      58 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   43 18.3      58 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   43 18.3      58 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   42 18.0      65 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   46 19.0      66 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   42 18.0      67 
gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Glo ( 151)   42 18.0      67 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 19.5      69 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 14.7      71 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.0      71 
gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allerge ( 159)   42 18.0      71 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   42 18.0      71 
gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allerge ( 159)   42 18.0      71 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   42 18.0      71 
gi|21512|emb|CAA27571.1| patatin [Solanum tuberosu ( 386)   47 19.3      72 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   42 18.0      72 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.0      72 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.0      72 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   42 18.0      72 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.0      72 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.0      72 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.0      72 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 18.0      72 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.0      72 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 18.0      72 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   42 18.0      72 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   42 18.0      72 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   42 18.0      72 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 18.0      72 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   42 18.0      72 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   42 18.0      72 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.0      72 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.0      72 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   42 18.0      72 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 13.9      76 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   41 17.7      77 
gi|4006963|emb|CAA07328.1| pollen allergen Betv1,  ( 120)   40 17.5      77 
gi|4006947|emb|CAA07320.1| pollen allergen Betv1,  ( 120)   40 17.5      77 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   28 14.4      81 
gi|114326420|ref|NP_001041618.1| major allergen I  (  88)   38 16.9      81 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   46 19.0      82 
gi|19847822|gb|AAK27264.1| isoflavone reductase-li ( 306)   45 18.7      83 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   48 19.5      83 
gi|10764491|gb|AAG22740.1|AF282850_1 allergenic is ( 308)   45 18.7      83 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   41 17.7      85 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   43 18.2      85 
gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allerge ( 159)   41 17.7      88 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   41 17.7      88 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   41 17.7      88 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   41 17.7      88 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   41 17.7      88 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   41 17.7      88 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   41 17.7      88 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   41 17.7      88 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   41 17.7      88 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   41 17.7      88 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.2      89 
gi|75139847|sp|Q7M1E8|Q7M1E8_9ROSA Pollen major al (  12)   26 13.8      94 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   40 17.4      95 
gi|15886861|emb|CAC85911.1| arginine kinase [Plodi ( 355)   45 18.7      99 
gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin pre ( 148)   40 17.4      99 
gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Ser ( 607)   48 19.4   1e 
gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Se ( 608)   48 19.4   1e 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  67  Z-score: 116.0  bits: 26.0 E(): 0.18 
Smith-Waterman score: 67; 40.0% identity (63.3% similar) in 30 aa overlap (6-35:30-56) 
 
                                       10        20        30       
AAD-12                         ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. : :   ::. :.. :  
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gi|126 TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTK--KGNL-WEVKSA 
               10        20        30        40          50         
 
         40        50        60        70        80 
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH 
                                                    
gi|126 KPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN     
        60        70        80        90            
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  65  Z-score: 112.8  bits: 25.4 E(): 0.27 
Smith-Waterman score: 65; 35.5% identity (64.5% similar) in 31 aa overlap (6-36:30-57) 
 
                                       10        20        30       
AAD-12                         ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. . :   ::. :.. :. 
gi|144 VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKSS 
               10        20        30        40          50         
 
         40        50        60        70        80 
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH 
                                                    
gi|144 KPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE      
        60        70        80        90            
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 98.6  bits: 23.1 E():  1.6 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (6-64:55-107) 
 
                                        10        20        30      
AAD-12                          ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
          40        50        60        70        80 
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH 
          :.  ::  :. . .   : .. : :.                 
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE  
                 90       100       110       120    
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 98.6  bits: 23.1 E():  1.6 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (6-64:55-107) 
 
                                        10        20        30      
AAD-12                          ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
          40        50        60        70        80 
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH 
          :.  ::  :. . .   : .. : :.                 
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE  
                 90       100       110       120    
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 98.6  bits: 23.1 E():  1.6 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (6-64:55-107) 
 
                                        10        20        30      
AAD-12                          ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
          40        50        60        70        80 
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH 
          :.  ::  :. . .   : .. : :.                 
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE  
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                 90       100       110       120    
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 98.6  bits: 23.1 E():  1.6 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (6-64:55-107) 
 
                                        10        20        30      
AAD-12                          ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|117 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
          40        50        60        70        80 
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH 
          :.  ::  :. . .   : .. : :.                 
gi|117 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE  
                 90       100       110       120    
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  64  Z-score: 96.9  bits: 24.6 E():    2 
Smith-Waterman score: 64; 33.3% identity (57.1% similar) in 63 aa overlap (5-63:89-149) 
 
                                          10        20        30    
AAD-12                           ISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .  :. . ..:  . 
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLT 
       60        70        80        90       100        110        
 
               40        50        60        70        80           
AAD-12 DSTYMP---VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH           
       : . :    . .::  . :    .:.:::   :                            
gi|114 DFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPE 
        120       130       140       150       160       170       
 
gi|114 FHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSN 
        180       190       200       210       220       230       
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  64  Z-score: 95.0  bits: 24.5 E():  2.6 
Smith-Waterman score: 64; 33.3% identity (57.1% similar) in 63 aa overlap (5-63:119-179) 
 
                                          10        20        30    
AAD-12                           ISNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .  :. . ..:  . 
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLT 
       90       100       110       120       130        140        
 
               40        50        60        70        80           
AAD-12 DSTYMP---VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH           
       : . :    . .::  . :    .:.:::   :                            
gi|476 DFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPE 
        150       160       170       180       190       200       
 
gi|476 FHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSN 
        210       220       230       240       250       260       
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 94.3  bits: 22.7 E():  2.8 
Smith-Waterman score: 57; 41.4% identity (69.0% similar) in 29 aa overlap (29-57:23-50) 
 
               10        20        30        40        50        60 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                   .. .:: : .: .:  .: :::.: . ::    
gi|444       MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGVGT 
                     10        20         30        40        50    
 
               70        80                                         
AAD-12 FADMRAAYDALDEATRALVH                                         
                                                                    
gi|444 IKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGS 
            60        70        80        90       100       110    
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>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 92.7  bits: 23.6 E():  3.5 
Smith-Waterman score: 61; 21.1% identity (53.9% similar) in 76 aa overlap (2-77:262-337) 
 
                                            10        20        30  
AAD-12                              ISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|169 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
              40        50        60        70        80            
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH            
       .: :.::  .  ..::.:.       :.    . ..   .:.:..:               
gi|169 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
gi|169 KPVSKDSPETYEEALKRFAKLLSDRKKLRANKASY 
             360       370       380       
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 92.6  bits: 22.4 E():  3.5 
Smith-Waterman score: 56; 40.0% identity (68.0% similar) in 25 aa overlap (33-57:27-50) 
 
             10        20        30        40        50        60   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. :::.. . ::      
gi|165     MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIK 
                   10        20        30         40        50      
 
             70        80                                           
AAD-12 DMRAAYDALDEATRALVH                                           
                                                                    
gi|165 KITFGEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSIL 
          60        70        80        90       100       110      
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  48 init1:  48 opt:  60  Z-score: 91.1  bits: 23.3 E():  4.3 
Smith-Waterman score: 60; 22.2% identity (61.9% similar) in 63 aa overlap (13-74:134-194) 
 
                                 10        20        30         40  
AAD-12                   ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD-STYMPVM 
                                     : :: ::   : .. .. ...  ..      
gi|309 SKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQVKYQGGCGSGWAFS 
           110       120       130       140       150       160    
 
              50        60        70        80                      
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH                      
       : ::. .:... :.:  . ..... . : ..:.                            
gi|309 ATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGCYNGWHYQSFEWVLEHGGIATDDDY 
           170        180        190       200       210       220  
 
gi|309 PYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAILEQPISVSIDAKDFH 
             230       240       250       260       270       280  
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 91.1  bits: 22.1 E():  4.3 
Smith-Waterman score: 55; 32.4% identity (58.8% similar) in 34 aa overlap (14-41:114-147) 
 
                                10        20            30          
AAD-12                  ISNVKADGTVRQHSPAEWDDMMKVIV----GNMAWHA--DSTY 
                                     :::. :.. : .:    :   : .  .:.. 
gi|250 EVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSW 
            90       100       110       120       130       140    
 
        40        50        60        70        80 
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH 
        ::.                                        
gi|250 APVLDFVFSTLKNEL                             
           150                                     
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>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 91.0  bits: 23.3 E():  4.4 
Smith-Waterman score: 60; 21.1% identity (53.9% similar) in 76 aa overlap (2-77:262-337) 
 
                                            10        20        30  
AAD-12                              ISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
              40        50        60        70        80            
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH            
       .: :.::  .  ..::.:.       :.    . ..   .:.:..:               
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
gi|215 KPVSKDSPETYEEALKRFAKLLSDRKKLRANKASH 
             360       370       380       
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 91.0  bits: 23.3 E():  4.4 
Smith-Waterman score: 60; 21.1% identity (53.9% similar) in 76 aa overlap (2-77:262-337) 
 
                                            10        20        30  
AAD-12                              ISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
              40        50        60        70        80            
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH            
       .: :.::  .  ..::.:.       :.    . ..   .:.:..:               
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
gi|215 KPVSKDSPETYEEALKRFAKLLSDRKKLRANKASH 
             360       370       380       
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  53 init1:  53 opt:  54  Z-score: 90.3  bits: 21.8 E():  4.8 
Smith-Waterman score: 54; 26.7% identity (57.8% similar) in 45 aa overlap (35-79:5-48) 
 
           10        20        30        40        50        60     
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.  :..  ... :. .. :. :. :.: : 
gi|189                           MASKSSITPLLLAAVLASVFAAAAATGQYCYAGM 
                                         10        20        30     
 
           70        80                                             
AAD-12 RAAYDALDEATRALVH                                             
           . : :. :  :                                              
gi|189 GLPSNPL-EGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFI 
           40         50        60        70        80        90    
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 90.0  bits: 22.8 E():    5 
Smith-Waterman score: 58; 26.0% identity (56.0% similar) in 50 aa overlap (30-79:23-71) 
 
               10        20        30        40        50        60 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                    .. ::. : :. :   .  : ..::.::    
gi|663        MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGKA 
                      10        20        30        40         50   
 
               70        80                                         
AAD-12 FADMRAAYDALDEATRALVH                                         
        .: .   . .. . .: :                                          
gi|663 TTDEQKLLEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILKL 
             60        70        80        90       100       110   
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
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 initn:  59 init1:  59 opt:  59  Z-score: 89.3  bits: 23.0 E():  5.4 
Smith-Waterman score: 59; 21.1% identity (53.9% similar) in 76 aa overlap (2-77:262-337) 
 
                                            10        20        30  
AAD-12                              ISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|158 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQLT 
             240       250       260       270       280       290  
 
              40        50        60        70        80            
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH            
       .: :.::  .  ..::.:.       :.    . ..   .:.:..:               
gi|158 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
gi|158 KPVSKDSPETYEEALKRFAKLLSNRKKLRANKASY 
             360       370       380       
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 89.3  bits: 21.7 E():  5.4 
Smith-Waterman score: 54; 37.9% identity (69.0% similar) in 29 aa overlap (29-57:23-50) 
 
               10        20        30        40        50        60 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                   .. .:: : .: .:  .: .::.: . ::    
gi|444       MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGVGT 
                     10        20         30        40        50    
 
               70        80                                         
AAD-12 FADMRAAYDALDEATRALVH                                         
                                                                    
gi|444 IKKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGGS 
            60        70        80        90       100       110    
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 89.0  bits: 22.5 E():  5.6 
Smith-Waterman score: 57; 18.2% identity (58.2% similar) in 55 aa overlap (4-58:225-279) 
 
                                          10        20        30    
AAD-12                            ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA 
                                     :...: .. ..::. . . . .. ..:    
gi|106 IMQQEQQEQRQGVQILVPLSQQQQVGQGTLVQGQGIIQPQQPAQLEVIRSSVLQTLATMC 
          200       210       220       230       240       250     
 
            40        50        60        70        80 
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH 
       .    :  .   .  : .: ..::.                       
gi|106 NVYVPPYCSTIRAPFASIVAGIGGQ                       
          260       270                                
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 86.2  bits: 20.4 E():    8 
Smith-Waterman score: 49; 32.3% identity (58.1% similar) in 31 aa overlap (9-37:35-64) 
 
                                     10          20        30       
AAD-12                       ISNVKADGTVRQHSPAE--WDDMMKVIVGNMAWHADST 
                                     : . ..::.  :: .  : .   .: ::.  
gi|323 QTCAGNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKP 
           10        20        30        40         50        60    
 
         40        50        60        70        80 
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH 
       :                                            
gi|323 YSWRYGWTAFCGPAGPRCLRTNAAVTVR                 
            70        80        90                  
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  48 init1:  48 opt:  57  Z-score: 86.1  bits: 22.4 E():  8.2 
Smith-Waterman score: 57; 22.2% identity (58.7% similar) in 63 aa overlap (13-74:134-194) 
 
                                 10        20        30         40  
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AAD-12                   ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY-MPVM 
                                     : :: ::   : .. .. ...          
gi|119 SKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQVKYQGGCGRGWAFS 
           110       120       130       140       150       160    
 
              50        60        70        80                      
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH                      
       : ::. .:... :.:  . ..... . : ..:.                            
gi|119 ATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGSYNGWQYQSFEWVLEHGGIATDDDY 
           170        180        190       200       210       220  
 
gi|119 PYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAILEQPISVSIDAKDFH 
             230       240       250       260       270       280  
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  48 init1:  48 opt:  57  Z-score: 86.1  bits: 22.4 E():  8.2 
Smith-Waterman score: 57; 22.2% identity (58.7% similar) in 63 aa overlap (13-74:134-194) 
 
                                 10        20        30         40  
AAD-12                   ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY-MPVM 
                                     : :: ::   : .. .. ...          
gi|129 SKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQVKYQGGCGRGWAFS 
           110       120       130       140       150       160    
 
              50        60        70        80                      
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH                      
       : ::. .:... :.:  . ..... . : ..:.                            
gi|129 ATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGSYNGWQYQSFEWVLEHGGIATDDDY 
           170        180        190       200       210       220  
 
gi|129 PYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAILEQPISVSIDAKDFH 
             230       240       250       260       270       280  
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 85.9  bits: 21.1 E():  8.3 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (33-57:27-50) 
 
             10        20        30        40        50        60   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|602     MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
             70        80                                           
AAD-12 DMRAAYDALDEATRALVH                                           
                                                                    
gi|602 KINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 85.9  bits: 21.1 E():  8.3 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (33-57:27-50) 
 
             10        20        30        40        50        60   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|279     MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
             70        80                                           
AAD-12 DMRAAYDALDEATRALVH                                           
                                                                    
gi|279 KINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 85.9  bits: 21.1 E():  8.3 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (33-57:27-50) 
 
             10        20        30        40        50        60   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
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                                     ::.  .: .:  :: :::.. . ::      
gi|131     MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
             70        80                                           
AAD-12 DMRAAYDALDEATRALVH                                           
                                                                    
gi|131 KINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 85.9  bits: 21.1 E():  8.4 
Smith-Waterman score: 52; 37.9% identity (69.0% similar) in 29 aa overlap (29-57:23-50) 
 
               10        20        30        40        50        60 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                   .. .:: : .: .:  .: .::.: . ::    
gi|444       MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGVGT 
                     10        20         30        40        50    
 
               70        80                                         
AAD-12 FADMRAAYDALDEATRALVH                                         
                                                                    
gi|444 IKKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGS 
            60        70        80        90       100       110    
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 84.9  bits: 21.8 E():  9.5 
Smith-Waterman score: 55; 25.5% identity (55.3% similar) in 47 aa overlap (24-69:16-62) 
 
               10        20        30         40        50          
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMA-WHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                              ...:  : . ::. : :. :   .  : .  :.::.. 
gi|441         MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATPAAAGGKA 
                       10        20        30        40        50   
 
      60        70        80                                        
AAD-12 CFADMRAAYDALDEATRALVH                                        
          ...   :                                                   
gi|441 TTDEQKLLEDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKAPGLIPKL 
             60        70        80        90       100       110   
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.3  bits: 20.6 E():   10 
Smith-Waterman score: 50; 28.1% identity (59.4% similar) in 32 aa overlap (24-55:11-42) 
 
               10        20        30        40        50        60 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                              ::.. .:: ...   :. : :    ..::  .      
gi|249              MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQDIMPCLH 
                            10        20        30        40        
 
               70        80                                         
AAD-12 FADMRAAYDALDEATRALVH                                         
                                                                    
gi|249 FVKGEEKEPSKECCSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVAEVPKKCD 
        50        60        70        80        90       100        
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 83.8  bits: 21.8 E():   11 
Smith-Waterman score: 55; 30.6% identity (58.3% similar) in 36 aa overlap (16-51:155-190) 
 
                              10        20        30        40      
AAD-12                ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :   . ..::.:..  :: .     .  :: 
gi|249 QLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA 
          130       140       150       160       170       180     
 
          50        60        70        80                          
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH                          
       . .:::                                                       
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gi|249 IPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTL 
          190       200       210       220       230       240     
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 83.0  bits: 18.0 E():   12 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (31-37:19-25) 
 
               10        20        30        40        50        60 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.::..:                        
gi|320             YTTEGGTKAEAEDVIPEGWKADTSYE                       
                           10        20                             
 
               70        80 
AAD-12 FADMRAAYDALDEATRALVH 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 83.0  bits: 18.0 E():   12 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (31-37:19-25) 
 
               10        20        30        40        50        60 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.::..:                        
gi|320             YTTEGGKKVEAEDVIPEGWKADTSYE                       
                           10        20                             
 
               70        80 
AAD-12 FADMRAAYDALDEATRALVH 
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 82.5  bits: 20.5 E():   13 
Smith-Waterman score: 50; 31.0% identity (55.2% similar) in 29 aa overlap (38-61:31-59) 
 
        10        20        30        40        50             60   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICFD 
               10        20        30        40        50        60 
 
             70        80                                           
AAD-12 DMRAAYDALDEATRALVH                                           
                                                                    
gi|132 EGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSISK 
               70        80        90       100       110       120 
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  53 init1:  53 opt:  54  Z-score: 82.4  bits: 21.5 E():   13 
Smith-Waterman score: 54; 22.0% identity (62.7% similar) in 59 aa overlap (2-58:271-327) 
 
                                            10        20        30  
AAD-12                              ISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     : :...: .. ..::. . . .... ..   
gi|170 IIMQQQQQQQQQQGIDIFLPLSQHEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPS 
              250       260       270       280       290       300 
 
                40        50        60        70        80 
AAD-12 HADSTYMP--VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH 
         . .:.:     . : : : .: ..::.                       
gi|170 MCN-VYVPPECSIMRAPF-ASIVAGIGGQ                       
               310        320                              
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 81.8  bits: 20.2 E():   14 
Smith-Waterman score: 49; 24.4% identity (57.8% similar) in 45 aa overlap (35-79:5-48) 
 
           10        20        30        40        50        60     
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.  :..  ... :. .. .. :. :.: : 
gi|439                           MASKSSITPLLLAAVLASVFAAATATGQYCYAGM 
                                         10        20        30     
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           70        80                                             
AAD-12 RAAYDALDEATRALVH                                             
           . : :. :  :                                              
gi|439 GLPSNPL-EGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYF 
           40         50        60        70        80        90    
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 81.2  bits: 20.2 E():   15 
Smith-Waterman score: 49; 35.7% identity (52.4% similar) in 42 aa overlap (45-75:37-78) 
 
           20        30        40        50              60         
AAD-12 PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR------TCFADMRAAY 
                                     :. : :.: . ::       :   : ...: 
gi|145 EEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSY 
         10        20        30        40        50        60       
 
            70        80                                            
AAD-12 -----DALDEATRALVH                                            
            ::.::::                                                 
gi|145 VLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAP 
         70        80        90       100       110       120       
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 80.2  bits: 19.4 E():   17 
Smith-Waterman score: 46; 26.9% identity (53.8% similar) in 52 aa overlap (5-54:8-56) 
 
                  10        20        30          40        50      
AAD-12    ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY--MPVMAQGAVFSAEVVPAV 
              :: :.    .:.  ::..   .::. .  ..     :..  :: :  ..: :  
gi|166 ATPTPTPKAAGSWCVPKPGVSDDQL---TGNINYACSQGIDCGPIQPGGACFEPNTVKAH 
               10        20           30        40        50        
 
          60        70        80                    
AAD-12 GGRTCFADMRAAYDALDEATRALVH                    
                                                    
gi|166 AAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
        60        70        80        90       100  
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 80.0  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (2-18:2-19) 
 
                10        20        30        40        50          
AAD-12 ISNVKAD-GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
        ..: .: :.. ..::.::                                          
gi|250 PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPFPRCRALVKSQCAGGQVVESIQKDCCRQIA 
               10        20        30        40        50        60 
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 79.0  bits: 19.9 E():   20 
Smith-Waterman score: 48; 29.8% identity (47.4% similar) in 57 aa overlap (4-46:38-90) 
 
                                          10           20        30 
AAD-12                            ISNVKADGTVRQ---HSPAEWDDMMKVIVGNMA 
                                     :.: . .:.    .:  ::.. ::    .: 
gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKVA---QA 
        10        20        30        40        50        60        
 
                          40        50        60        70          
AAD-12 W-----------HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
       :           :.:      :::::.                                  
gi|148 WAETRTPDCSLIHSDRCG-ENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQI 
           70        80         90       100       110       120    
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.7  bits: 20.6 E():   21 
Smith-Waterman score: 51; 22.6% identity (64.5% similar) in 31 aa overlap (35-65:66-96) 
 
           10        20        30        40        50        60     
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:.. ::  :  .. :..  .. :... 
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gi|219 QPLPPQQTFPQQPPFSQQQQQQPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQ 
          40        50        60        70        80        90      
 
           70        80                                             
AAD-12 RAAYDALDEATRALVH                                             
       .                                                            
gi|219 QQLILPPQQQQQLPQQQISIVQPSVLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSC 
         100       110       120       130       140       150      
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.3  bits: 19.3 E():   22 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (39-54:66-81) 
 
       10        20        30        40        50        60         
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
       70        80                 
AAD-12 DALDEATRALVH                 
                                    
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS 
         100       110       120    
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.9  bits: 19.6 E():   23 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (64-80:14-30) 
 
            40        50        60        70        80              
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH              
                                     .: :.: .:.  .. .:              
gi|219                  MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQ 
                                10        20        30        40    
 
gi|219 TFEENDLQQLIIEIDADGSGELEFDEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNG 
            50        60        70        80        90       100    
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.6  bits: 19.6 E():   24 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (52-68:141-157) 
 
              30        40        50        60        70        80 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH 
                                     .:  :: .:.   :..:             
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY             
              120       130       140       150                    
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.6  bits: 19.6 E():   24 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (52-68:141-157) 
 
              30        40        50        60        70        80 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH 
                                     .:  :: .:.   :..:             
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY             
              120       130       140       150                    
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (33-57:27-50) 
 
             10        20        30        40        50        60   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|886     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
             70        80                                           
AAD-12 DMRAAYDALDEATRALVH                                           
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gi|886 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIK 
          60        70        80        90       100       110      
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (33-57:27-50) 
 
             10        20        30        40        50        60   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEYTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
             70        80                                           
AAD-12 DMRAAYDALDEATRALVH                                           
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 47; 40.0% identity (68.0% similar) in 25 aa overlap (33-57:27-50) 
 
             10        20        30        40        50        60   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :.:.. . ::      
gi|602     MGVFTYEFEFTSVIPPARLYNAFVLDADNL-IPKIAPQAVKSTEILEGDGGVGTIK 
                   10        20        30         40        50      
 
             70        80                                           
AAD-12 DMRAAYDALDEATRALVH                                           
                                                                    
gi|602 KINFGEGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (33-57:27-50) 
 
             10        20        30        40        50        60   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|134     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
             70        80                                           
AAD-12 DMRAAYDALDEATRALVH                                           
                                                                    
gi|134 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 47; 23.7% identity (54.2% similar) in 59 aa overlap (33-80:27-84) 
 
             10        20        30        40        50             
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG----- 
                                     ::.  .: .:  :.  ::.. . ::      
gi|304     MGLYTFENEFTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
        60              70        80                                
AAD-12 RTCFAD------MRAAYDALDEATRALVH                                
       .  :..      ..   :..:::. . ..                                
gi|304 KITFGEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (33-57:27-50) 
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             10        20        30        40        50        60   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
             70        80                                           
AAD-12 DMRAAYDALDEATRALVH                                           
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (33-57:27-50) 
 
             10        20        30        40        50        60   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
             70        80                                           
AAD-12 DMRAAYDALDEATRALVH                                           
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (33-57:27-50) 
 
             10        20        30        40        50        60   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|753     MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
             70        80                                           
AAD-12 DMRAAYDALDEATRALVH                                           
                                                                    
gi|753 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (33-57:27-50) 
 
             10        20        30        40        50        60   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|165     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
             70        80                                           
AAD-12 DMRAAYDALDEATRALVH                                           
                                                                    
gi|165 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (33-57:27-50) 
 
             10        20        30        40        50        60   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
             70        80                                           
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AAD-12 DMRAAYDALDEATRALVH                                           
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (33-57:27-50) 
 
             10        20        30        40        50        60   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
             70        80                                           
AAD-12 DMRAAYDALDEATRALVH                                           
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.4  bits: 19.6 E():   25 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (52-68:144-160) 
 
              30        40        50        60        70        80 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH 
                                     .:  :: .:.   :..:             
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY             
           120       130       140       150       160             
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.4  bits: 19.6 E():   25 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (52-68:144-160) 
 
              30        40        50        60        70        80 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH 
                                     .:  :: .:.   :..:             
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY             
           120       130       140       150       160             
 
>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.6  bits: 19.8 E():   27 
Smith-Waterman score: 48; 33.3% identity (59.3% similar) in 27 aa overlap (35-61:17-43) 
 
           10        20        30        40        50        60     
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.:.:  .   ::..:  :  .: : .    
gi|510               MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLP 
                             10        20        30        40       
 
           70        80                                             
AAD-12 RAAYDALDEATRALVH                                             
                                                                    
gi|510 VIRGKGGGIEFAKTETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHL 
         50        60        70        80        90       100       
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.4  bits: 20.3 E():   28 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (31-48:66-83) 
 
               10        20        30        40        50        60 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
               70        80                                         
AAD-12 FADMRAAYDALDEATRALVH                                         
                                                                    
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
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         100       110       120       130       140       150      
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.1  bits: 20.5 E():   29 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (22-59:270-307) 
 
                        10        20        30        40        50  
AAD-12          ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
              60        70        80                                
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVH                                
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.1  bits: 20.5 E():   29 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (22-59:270-307) 
 
                        10        20        30        40        50  
AAD-12          ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
              60        70        80                                
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVH                                
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.1  bits: 20.5 E():   29 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (22-59:270-307) 
 
                        10        20        30        40        50  
AAD-12          ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|270 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
              60        70        80                                
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVH                                
       .  : : :                                                     
gi|270 IQHVKGGTPKRPDRAIETYLFAMFDENQKQPEVEKHFGLFFPDKRPKYNLNFSAKKNWDI 
     300       310       320       330       340       350          
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.1  bits: 20.5 E():   29 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (22-59:270-307) 
 
                        10        20        30        40        50  
AAD-12          ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|118 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
              60        70        80                                
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVH                                
       .  : : :                                                     
gi|118 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.1  bits: 20.5 E():   29 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (22-59:270-307) 
 
                        10        20        30        40        50  
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AAD-12          ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
              60        70        80                                
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVH                                
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFATFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.1  bits: 20.5 E():   29 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (22-59:270-307) 
 
                        10        20        30        40        50  
AAD-12          ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|327 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
              60        70        80                                
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVH                                
       .  : : :                                                     
gi|327 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 75.9  bits: 18.7 E():   30 
Smith-Waterman score: 44; 32.4% identity (56.8% similar) in 37 aa overlap (38-74:65-101) 
 
        10        20        30        40        50        60        
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .:  ..::. ::  . :.:: :  :   :  
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
        70        80     
AAD-12 YDALDEATRALVH     
        .  .:.           
gi|117 EEEKEESDDDMGFGLFD 
          100       110  
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (33-57:27-50) 
 
             10        20        30        40        50        60   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
             70        80                                           
AAD-12 DMRAAYDALDEATRALVH                                           
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIK 
          60        70        80        90       100       110      
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (33-57:27-50) 
 
             10        20        30        40        50        60   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|880     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
             70        80                                           
AAD-12 DMRAAYDALDEATRALVH                                           
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gi|880 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVI 
          60        70        80        90       100       110      
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (36-57:29-50) 
 
          10        20        30        40        50        60      
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|116   MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
          70        80                                              
AAD-12 AAYDALDEATRALVH                                              
                                                                    
gi|116 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKIS 
       60        70        80        90       100       110         
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (36-57:29-50) 
 
          10        20        30        40        50        60      
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|116   MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
          70        80                                              
AAD-12 AAYDALDEATRALVH                                              
                                                                    
gi|116 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKIS 
       60        70        80        90       100       110         
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (36-57:29-50) 
 
          10        20        30        40        50        60      
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|400   MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
          70        80                                              
AAD-12 AAYDALDEATRALVH                                              
                                                                    
gi|400 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKIS 
       60        70        80        90       100       110         
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (36-57:29-50) 
 
          10        20        30        40        50        60      
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|116   MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
          70        80                                              
AAD-12 AAYDALDEATRALVH                                              
                                                                    
gi|116 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKIS 
       60        70        80        90       100       110         
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (33-57:27-50) 
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             10        20        30        40        50        60   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
             70        80                                           
AAD-12 DMRAAYDALDEATRALVH                                           
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 75.2  bits: 20.2 E():   32 
Smith-Waterman score: 50; 25.0% identity (60.0% similar) in 40 aa overlap (7-44:231-270) 
 
                                        10        20         30     
AAD-12                         ISNVKADGT-VRQHSPAEWDDMMKV-IVGNMAWHAD 
                                     ::   ..:.  :..  ..  :.::   . : 
gi|729 PSHLTLETPRVKMNMKYDRYAPVKVFKLDYDGIHFEKHTDIEYEPGVRYKIIGNGKLKDD 
              210       220       230       240       250       260 
 
           40        50        60        70        80               
AAD-12 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH               
       . .. . .::                                                   
gi|729 GRHYSIDVQGIPRKAFNLDADLMDFKLKVSKPEDSNKAQFSYTFNEYTETEEYEFDPHRA 
              270       280       290       300       310       320 
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 75.0  bits: 19.0 E():   34 
Smith-Waterman score: 45; 24.4% identity (53.3% similar) in 45 aa overlap (35-79:5-48) 
 
           10        20        30        40        50        60     
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.  :..   .. :. .. .. :  :.: : 
gi|217                           MASKSSISPLLLATVLVSVFAAATATGPYCYAGM 
                                         10        20        30     
 
           70        80                                             
AAD-12 RAAYDALDEATRALVH                                             
           . : :. :  :                                              
gi|217 GLPINPL-EGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYF 
           40         50        60        70        80        90    
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.9  bits: 19.0 E():   34 
Smith-Waterman score: 45; 50.0% identity (85.7% similar) in 14 aa overlap (64-77:126-139) 
 
            40        50        60        70        80      
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH      
                                     . ::..::: :..:         
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG 
         100       110       120       130       140        
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 74.8  bits: 19.5 E():   34 
Smith-Waterman score: 47; 23.1% identity (51.3% similar) in 39 aa overlap (1-35:147-185) 
 
                                             10            20       
AAD-12                               ISNVKADGTVRQH----SPAEWDDMMKVIV 
                                     ::.  .::.. .:    .   :    :.   
gi|613 ATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMHVGHYTQIVWAKTKKIGC 
        120       130       140       150       160       170       
 
         30        40        50        60        70        80 
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH 
       : . .. :.                                              
gi|613 GRIMFKEDNWNKHYLVCNYGPAGNVLGAQIYEIKK                    
        180       190       200       210                     
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>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 74.6  bits: 16.4 E():   35 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (31-37:19-25) 
 
               10        20        30        40        50        60 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :..:..:                        
gi|320             YTTEGGTKAEAEDVIPEGWKVDTSYE                       
                           10        20                             
 
               70        80 
AAD-12 FADMRAAYDALDEATRALVH 
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.1  bits: 18.9 E():   38 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (33-57:27-50) 
 
             10        20        30        40        50        60   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
             70        80                                           
AAD-12 DMRAAYDALDEATRALVH                                           
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.1  bits: 18.9 E():   38 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (33-57:27-50) 
 
             10        20        30        40        50        60   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|753     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTTK 
                   10        20        30         40        50      
 
             70        80                                           
AAD-12 DMRAAYDALDEATRALVH                                           
                                                                    
gi|753 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.1  bits: 18.9 E():   38 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (33-57:27-50) 
 
             10        20        30        40        50        60   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
             70        80                                           
AAD-12 DMRAAYDALDEATRALVH                                           
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.1  bits: 18.9 E():   38 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (33-57:27-50) 
 
             10        20        30        40        50        60   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
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             70        80                                           
AAD-12 DMRAAYDALDEATRALVH                                           
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 74.1  bits: 18.9 E():   38 
Smith-Waterman score: 45; 27.0% identity (64.9% similar) in 37 aa overlap (44-80:49-84) 
 
            20        30        40        50        60        70    
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|144 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
            80                                                      
AAD-12 ATRALVH                                                      
       :  : ..                                                      
gi|144 AGLAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEAT 
        80        90       100       110       120       130        
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.1  bits: 18.9 E():   38 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (33-57:27-50) 
 
             10        20        30        40        50        60   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|425     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
             70        80                                           
AAD-12 DMRAAYDALDEATRALVH                                           
                                                                    
gi|425 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.1  bits: 18.9 E():   38 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (33-57:27-50) 
 
             10        20        30        40        50        60   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
             70        80                                           
AAD-12 DMRAAYDALDEATRALVH                                           
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.1  bits: 18.9 E():   38 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (33-57:27-50) 
 
             10        20        30        40        50        60   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|901     MGGYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
             70        80                                           
AAD-12 DMRAAYDALDEATRALVH                                           
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
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 initn:  50 init1:  50 opt:  50  Z-score: 73.8  bits: 20.2 E():   39 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (31-48:56-73) 
 
               10        20        30        40        50        60 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
               70        80                                         
AAD-12 FADMRAAYDALDEATRALVH                                         
                                                                    
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 73.8  bits: 20.4 E():   39 
Smith-Waterman score: 51; 34.2% identity (52.6% similar) in 38 aa overlap (43-76:321-358) 
 
             20        30        40        50        60             
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM----RAAY 
                                     :  .  ::..  .::.  .: .    :    
gi|845 RAIEQLHEEQEHSMKIDALRRSLEEQVKQLQVQIQEAEAAALLGGKRVIAKLETRIRDLE 
              300       310       320       330       340       350 
 
       70        80                                                 
AAD-12 DALDEATRALVH                                                 
        :::: ::                                                     
gi|845 TALDEETRRHKETQNALRKKDRRIKEVQMQVDEEHKQFVMAQDTADRLLEKMNIQKRQLG 
              360       370       380       390       400       410 
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.8  bits: 18.7 E():   39 
Smith-Waterman score: 44; 16.0% identity (72.0% similar) in 25 aa overlap (21-45:12-36) 
 
               10        20        30        40        50        60 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                           .. .... ..: ....  :. : :.                
gi|249          MRTVSARSSVALVVIVAAVLVWTSSASVAPAPAPGSEETCGTVVGALMPCL 
                        10        20        30        40        50  
 
               70        80                                         
AAD-12 FADMRAAYDALDEATRALVH                                         
                                                                    
gi|249 PFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHC 
              60        70        80        90       100       110  
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 73.5  bits: 20.7 E():   41 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (12-50:535-572) 
 
                                  10        20        30        40  
AAD-12                    ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
              50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH 
        .:  :: :                               
gi|331 KEGC-FSEEGPKLVAAAQAALV                  
           570       580                       
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 73.1  bits: 18.4 E():   43 
Smith-Waterman score: 43; 23.5% identity (51.0% similar) in 51 aa overlap (27-77:25-74) 
 
               10        20        30        40        50        60 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                 :  : . . ...   :::.  :: .:  . .    
gi|217   MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLP- 
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                 10        20        30        40        50         
 
               70        80                                         
AAD-12 FADMRAAYDALDEATRALVH                                         
       : ...   :..:    :                                            
gi|217 FQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVF 
        60        70        80        90       100       110        
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.1  bits: 20.2 E():   43 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (31-48:56-73) 
 
               10        20        30        40        50        60 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
               70        80                                         
AAD-12 FADMRAAYDALDEATRALVH                                         
                                                                    
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 73.1  bits: 20.7 E():   43 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (12-50:558-595) 
 
                                  10        20        30        40  
AAD-12                    ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|668 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
       530       540       550       560       570       580        
 
              50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH 
        .:  :: :                               
gi|668 KEGC-FSEEGPKLVAAAQAALV                  
       590        600                          
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.9  bits: 19.1 E():   44 
Smith-Waterman score: 46; 60.0% identity (80.0% similar) in 10 aa overlap (13-22:20-29) 
 
                      10        20        30        40        50    
AAD-12        ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                          :.:: .:: :                                
gi|144 MQYLAIAVIVALAGLSAAAHKPAYYDDNMANQMVDQIVKSLTTKKELDPFKIEQTKVPID 
               10        20        30        40        50        60 
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.8  bits: 18.1 E():   44 
Smith-Waterman score: 42; 25.7% identity (60.0% similar) in 35 aa overlap (43-77:4-38) 
 
             20        30        40        50        60        70   
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     .:.. .:.:. :. :     : .: . :   
gi|777                            MAFKGVLNDADVTAALDGCKSAFDHKAFFKACG 
                                          10        20        30    
 
             80                                                     
AAD-12 EATRALVH                                                     
        :...                                                        
gi|777 LAAKSADDIKKAFAIIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAGDSDGD 
            40        50        60        70        80        90    
 
>>gi|14422363|emb|CAC41635.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.6  bits: 18.4 E():   45 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (34-51:85-102) 
 
            10        20        30        40        50        60    
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AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSGRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
            70        80 
AAD-12 MRAAYDALDEATRALVH 
                         
gi|144 RHVKPLSFRAKTDAPGC 
          120       130  
 
>>gi|14422359|emb|CAC41633.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.6  bits: 18.4 E():   45 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (34-51:85-102) 
 
            10        20        30        40        50        60    
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETDQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
            70        80 
AAD-12 MRAAYDALDEATRALVH 
                         
gi|144 RHVKPLSFRAKTDAPGC 
          120       130  
 
>>gi|14422361|emb|CAC41634.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.6  bits: 18.4 E():   45 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (34-51:85-102) 
 
            10        20        30        40        50        60    
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
            70        80 
AAD-12 MRAAYDALDEATRALVH 
                         
gi|144 RHVKPLSFRAKTDAPGC 
          120       130  
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 72.5  bits: 19.9 E():   46 
Smith-Waterman score: 49; 33.3% identity (64.3% similar) in 42 aa overlap (29-67:244-284) 
 
                 10        20        30           40        50      
AAD-12   ISNVKADGTVRQHSPAEWDDMMKVIVGNMAW--HADSTYMP-VMAQGAVFSAEVVPAV 
                                     :.:  ..... .: :. .  . :.: :  : 
gi|585 GYYAYPYCYNLTPNQPSAQCEATTMQENDKMSWLFESEDVLLPSVYLRWNLTSGERVGLV 
           220       230       240       250       260       270    
 
          60        70        80                                    
AAD-12 GGRTCFADMRAAYDALDEATRALVH                                    
       :::.  : .: :                                                 
gi|585 GGRVKEA-LRIARQMTTSRKKVLPYYWYKYQDRRDTDLSRADLEATLRKITDLGADGFII 
           280        290       300       310       320       330   
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.4  bits: 18.6 E():   46 
Smith-Waterman score: 44; 36.4% identity (63.6% similar) in 22 aa overlap (36-57:28-49) 
 
          10        20        30        40        50        60      
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|115    GVFNYETETTSVIPAARLFKAFILDGDTLFPQVAPQAISSVENISGNGGPGTIKKIS 
                  10        20        30        40        50        
 
          70        80                                              
AAD-12 AAYDALDEATRALVH                                              
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gi|115 FPEGLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKIS 
        60        70        80        90       100       110        
 
>>gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum aest  (94 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.4  bits: 17.9 E():   47 
Smith-Waterman score: 41; 27.3% identity (48.5% similar) in 33 aa overlap (21-53:17-49) 
 
               10        20        30        40        50        60 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                           :.:  .  . : :.    :  :  ::..   .:        
gi|668     IAVAVSADECEGDRRAMIKECAKYQQWPANPKLDPSDACCAVWQKANIPCLCAGVT 
                   10        20        30        40        50       
 
               70        80                   
AAD-12 FADMRAAYDALDEATRALVH                   
                                              
gi|668 KEKEKIYCMEKVAYVANFCKKPFPHGYKCGSYTFPPLA 
         60        70        80        90     
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (38-57:31-50) 
 
        10        20        30        40        50        60        
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
        70        80                                                
AAD-12 YDALDEATRALVH                                                
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (38-57:31-50) 
 
        10        20        30        40        50        60        
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
        70        80                                                
AAD-12 YDALDEATRALVH                                                
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (38-57:31-50) 
 
        10        20        30        40        50        60        
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|132 MGVFNYETESTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
        70        80                                                
AAD-12 YDALDEATRALVH                                                
                                                                    
gi|132 EGSPFKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (38-57:31-50) 
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        10        20        30        40        50        60        
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|584 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
        70        80                                                
AAD-12 YDALDEATRALVH                                                
                                                                    
gi|584 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (38-57:31-50) 
 
        10        20        30        40        50        60        
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
        70        80                                                
AAD-12 YDALDEATRALVH                                                
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 72.2  bits: 19.9 E():   48 
Smith-Waterman score: 49; 40.0% identity (65.0% similar) in 20 aa overlap (28-47:332-348) 
 
                  10        20        30        40        50        
AAD-12    ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
                                     :  :.   .:: :. .::.:           
gi|113 ILSQGNRFLASDIKKEVVGRYGESAMSESINWNWR---SYMDVFENGAIFVPSGVDPVLT 
             310       320       330          340       350         
 
        60        70        80            
AAD-12 RTCFADMRAAYDALDEATRALVH            
                                          
gi|113 PEQNAGMIPAEPGEAVLRLTSSAGVLSCQPGAPC 
      360       370       380       390   
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 72.1  bits: 19.4 E():   49 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (16-73:116-175) 
 
                              10        20        30          40    
AAD-12                ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|481 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
          90       100       110       120       130       140      
 
            50        60        70        80                        
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH                        
         .   ...  . .    :   ::    :.                               
gi|481 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
         150       160       170       180       190       200      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 72.0  bits: 19.4 E():   49 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (16-73:117-176) 
 
                              10        20        30          40    
AAD-12                ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|168 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
         90       100       110       120       130       140       
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            50        60        70        80                        
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH                        
         .   ...  . .    :   ::    :.                               
gi|168 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
        150       160       170       180       190       200       
 
>>gi|409328|gb|AAB27445.1| Pha a I=34 kda pollen allerge  (20 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 72.0  bits: 15.5 E():   49 
Smith-Waterman score: 32; 25.0% identity (55.0% similar) in 20 aa overlap (1-20:1-20) 
 
               10        20        30        40        50        60 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
       :..:   :..  .   .: :                                         
gi|409 IAKVPPGGXITAEYGDKWLD                                         
               10        20                                         
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 71.9  bits: 19.4 E():   49 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (16-73:120-179) 
 
                              10        20        30          40    
AAD-12                ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|285 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
      90       100       110       120       130       140          
 
            50        60        70        80                        
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH                        
         .   ...  . .    :   ::    :.                               
gi|285 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
     150       160       170       180       190       200          
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 71.8  bits: 19.4 E():   50 
Smith-Waterman score: 47; 23.4% identity (45.3% similar) in 64 aa overlap (16-77:126-189) 
 
                              10        20        30          40    
AAD-12                ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|330 GLVPKLDAAYSVSYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
         100       110       120       130       140       150      
 
            50        60        70        80                        
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH                        
         .   ...  . .    :   ::    : . .:                           
gi|330 IPAGELQIIDKIDAAFKVAATAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAA 
         160       170       180       190       200       210      
 
gi|330 VKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAAS 
         220       230       240       250       260       270      
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 71.6  bits: 19.3 E():   52 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (16-73:131-190) 
 
                              10        20        30          40    
AAD-12                ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|330 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
              110       120       130       140       150       160 
 
            50        60        70        80                        
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH                        
         .   ...  . .    :   ::    :.                               
gi|330 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
              170       180       190       200       210       220 
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 71.0  bits: 18.3 E():   55 
Smith-Waterman score: 43; 29.0% identity (67.7% similar) in 31 aa overlap (44-74:49-78) 
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            20        30        40        50        60        70    
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|186 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVRLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
            80                                                      
AAD-12 ATRALVH                                                      
       :                                                            
gi|186 AGLGYTYTTIGGDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEAT 
        80        90       100       110       120       130        
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 70.9  bits: 19.8 E():   56 
Smith-Waterman score: 49; 38.1% identity (66.7% similar) in 21 aa overlap (2-22:216-232) 
 
                                            10        20        30  
AAD-12                              ISNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     :... :: :    :..::: .          
gi|253 GHPTHLEHSSTNPNSFHYEHNIVSPSSIHPSTAHFDGEV----PSQWDDSLGHGASTPKV 
         190       200       210       220           230       240  
 
              40        50        60        70        80            
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH            
                                                                    
gi|253 RTPSHHVSSNPWAEINEPTGGDNDNLAPVTRPRKPARARRQKKEPRKLSDASQGARSSST 
             250       260       270       280       290       300  
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (38-57:31-50) 
 
        10        20        30        40        50        60        
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|261 MGVFNYEAETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
        70        80                                                
AAD-12 YDALDEATRALVH                                                
                                                                    
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (38-57:31-50) 
 
        10        20        30        40        50        60        
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|132 MGVFNYETETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
        70        80                                                
AAD-12 YDALDEATRALVH                                                
                                                                    
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (38-57:31-50) 
 
        10        20        30        40        50        60        
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVISAARLFKSYVLDGDKLIPKVAPQAITSVENVGGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
        70        80                                                
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AAD-12 YDALDEATRALVH                                                
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSK 
               70        80        90       100       110       120 
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.8  bits: 18.0 E():   65 
Smith-Waterman score: 42; 27.6% identity (58.6% similar) in 29 aa overlap (37-65:11-39) 
 
         10        20        30        40        50        60       
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                     ..:. : : ::.   . :.  :  . ..:  
gi|126                     MRSLLILVLCFLPLAALGKVFGRCELAAAMKRHGLDNYRG 
                                   10        20        30        40 
 
         70        80                                               
AAD-12 AYDALDEATRALVH                                               
                                                                    
gi|126 YSLGNWVCAAKFESNFNTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSA 
               50        60        70        80        90       100 
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.6  bits: 19.0 E():   66 
Smith-Waterman score: 46; 22.6% identity (64.5% similar) in 31 aa overlap (35-65:72-102) 
 
           10        20        30        40        50        60     
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:...:   :: .  :..  .. :... 
gi|170 QSFSQQPPFSQQQQQPLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQ 
              50        60        70        80        90       100  
 
           70        80                                             
AAD-12 RAAYDALDEATRALVH                                             
       .                                                            
gi|170 QQLVLPPQQQQQQLVQQQIPIVQPSVLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSS 
             110       120       130       140       150       160  
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.5  bits: 18.0 E():   67 
Smith-Waterman score: 42; 30.3% identity (54.5% similar) in 66 aa overlap (17-77:3-65) 
 
               10          20        30        40        50         
AAD-12 ISNVKADGTVRQHSPAEWD--DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                       ::   :  .:   . .:.: : .  :    .::.:.  : . .. 
gi|121               DPEWHTLDAHEVEQVQATWKAVS-HDEVEILYTVFKAH--PDIMAK 
                             10        20         30          40    
 
        60          70        80                                    
AAD-12 -TCFA--DMRAAYDALDEATRALVH                                    
          ::  :..:  :. : :..:                                       
gi|121 FPKFAGKDLEAIKDTADFAVHASRIIGFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRG 
            50        60        70        80        90       100    
 
>>gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Globin   (151 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.5  bits: 18.0 E():   67 
Smith-Waterman score: 42; 33.3% identity (57.6% similar) in 33 aa overlap (47-79:115-147) 
 
         20        30        40        50        60        70       
AAD-12 EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                     : :  :  . ..: ::  .::. :  .:   
gi|121 IGDLPNIDGDVTTFVASHTPRGVTHDQLNNFRAGFVSYMKAHTDFAGAEAAWGATLDAFF 
           90       100       110       120       130       140     
 
         80    
AAD-12 ALVH    
       ..:     
gi|121 GMVFAKM 
          150  
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 69.3  bits: 19.5 E():   69 
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Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (63-77:431-446) 
 
             40        50        60        70         80 
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD-EATRALVH 
                                     :..: :::.: ...::    
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA    
              410       420       430       440          
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 69.1  bits: 14.7 E():   71 
Smith-Waterman score: 29; 57.1% identity (71.4% similar) in 7 aa overlap (33-39:1-7) 
 
             10        20        30        40        50        60   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::. : :                        
gi|751                               ADAGYAPAAPGTQPKA               
                                             10                     
 
             70        80 
AAD-12 DMRAAYDALDEATRALVH 
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (38-57:30-49) 
 
        10        20        30        40        50        60        
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|402  GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
                10        20        30        40        50          
 
        70        80                                                
AAD-12 YDALDEATRALVH                                                
                                                                    
gi|402 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
      60        70        80        90       100       110          
 
>>gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (33-57:27-50) 
 
             10        20        30        40        50        60   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     .:.    :. : :. :.:.. . ::      
gi|212     MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIK 
                   10        20        30         40        50      
 
             70        80                                           
AAD-12 DMRAAYDALDEATRALVH                                           
                                                                    
gi|212 KITFGEASKYKYSRHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMK 
          60        70        80        90       100       110      
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (38-57:30-49) 
 
        10        20        30        40        50        60        
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|437  GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
                10        20        30        40        50          
 
        70        80                                                
AAD-12 YDALDEATRALVH                                                
                                                                    
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
>>gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.0  bits: 18.0 E():   71 
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Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (33-57:27-50) 
 
             10        20        30        40        50        60   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     .:.    :. : :. :.:.. . ::      
gi|212     MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIK 
                   10        20        30         40        50      
 
             70        80                                           
AAD-12 DMRAAYDALDEATRALVH                                           
                                                                    
gi|212 KITFGEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMK 
          60        70        80        90       100       110      
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (38-57:30-49) 
 
        10        20        30        40        50        60        
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|437  GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
                10        20        30        40        50          
 
        70        80                                                
AAD-12 YDALDEATRALVH                                                
                                                                    
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
>>gi|21512|emb|CAA27571.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.0  bits: 19.3 E():   72 
Smith-Waterman score: 47; 22.5% identity (47.9% similar) in 71 aa overlap (7-77:267-337) 
 
                                       10        20        30       
AAD-12                         ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                     : :   .  :.:     ..: .    : :. 
gi|215 QVDPKFASIKSLNYKQMLLLSLGTGTTSEFDKTYTAEETAKWGTARWMLVIQKMTSAASS 
        240       250       260       270       280       290       
 
         40        50        60        70        80                 
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH                 
       ::  .  ...:.:        :.    . ..   ::.:..:                    
gi|215 YMTDYYLSTAFQALDSQNNYLRVQENALTGTTTELDDASEANMQLLVQVGEDLLKKSVSK 
        300       310       320       330       340       350       
 
gi|215 DNPETYEEALKRFAKLLSDRKKLRANKASY 
        360       370       380       
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (38-57:31-50) 
 
        10        20        30        40        50        60        
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
        70        80                                                
AAD-12 YDALDEATRALVH                                                
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (38-57:31-50) 
 
        10        20        30        40        50        60        
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
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                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
        70        80                                                
AAD-12 YDALDEATRALVH                                                
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (38-57:31-50) 
 
        10        20        30        40        50        60        
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
        70        80                                                
AAD-12 YDALDEATRALVH                                                
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (38-57:31-50) 
 
        10        20        30        40        50        60        
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
        70        80                                                
AAD-12 YDALDEATRALVH                                                
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (38-57:31-50) 
 
        10        20        30        40        50        60        
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
        70        80                                                
AAD-12 YDALDEATRALVH                                                
                                                                    
gi|400 EGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (38-57:31-50) 
 
        10        20        30        40        50        60        
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
        70        80                                                
AAD-12 YDALDEATRALVH                                                
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gi|167 EGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (38-57:31-50) 
 
        10        20        30        40        50        60        
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
        70        80                                                
AAD-12 YDALDEATRALVH                                                
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (38-57:31-50) 
 
        10        20        30        40        50        60        
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
        70        80                                                
AAD-12 YDALDEATRALVH                                                
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (38-57:31-50) 
 
        10        20        30        40        50        60        
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
        70        80                                                
AAD-12 YDALDEATRALVH                                                
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (38-57:31-50) 
 
        10        20        30        40        50        60        
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
        70        80                                                
AAD-12 YDALDEATRALVH                                                
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNK 
               70        80        90       100       110       120 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (38-57:31-50) 
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        10        20        30        40        50        60        
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVMPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
        70        80                                                
AAD-12 YDALDEATRALVH                                                
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (38-57:31-50) 
 
        10        20        30        40        50        60        
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
        70        80                                                
AAD-12 YDALDEATRALVH                                                
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (60.0% similar) in 25 aa overlap (33-57:27-50) 
 
             10        20        30        40        50        60   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:   : ::: . . ::      
gi|534     MGVFNYEDEATSVIAPARLFKSFVLDADNL-IPKVAPENVSSAENIEGNGGPGTIK 
                   10        20        30         40        50      
 
             70        80                                           
AAD-12 DMRAAYDALDEATRALVH                                           
                                                                    
gi|534 KITFPEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSIL 
          60        70        80        90       100       110      
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (38-57:31-50) 
 
        10        20        30        40        50        60        
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
        70        80                                                
AAD-12 YDALDEATRALVH                                                
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (38-57:31-50) 
 
        10        20        30        40        50        60        
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
        70        80                                                
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AAD-12 YDALDEATRALVH                                                
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (38-57:31-50) 
 
        10        20        30        40        50        60        
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
        70        80                                                
AAD-12 YDALDEATRALVH                                                
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (38-57:31-50) 
 
        10        20        30        40        50        60        
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
        70        80                                                
AAD-12 YDALDEATRALVH                                                
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (38-57:31-50) 
 
        10        20        30        40        50        60        
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
        70        80                                                
AAD-12 YDALDEATRALVH                                                
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (38-57:31-50) 
 
        10        20        30        40        50        60        
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
        70        80                                                
AAD-12 YDALDEATRALVH                                                
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 68.5  bits: 13.9 E():   76 
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Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (76-80:2-6) 
 
          50        60        70        80     
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH     
                                     : :::     
gi|463                              DRNLVHSATR 
                                            10 
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.7 E():   77 
Smith-Waterman score: 41; 34.6% identity (61.5% similar) in 26 aa overlap (35-60:5-30) 
 
           10        20        30        40        50        60     
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.:  ...   ::   .: :::.. :     
gi|217                           MASKSNYNLLFTALLVFIFAAVAAVGNEDCTPWT 
                                         10        20        30     
 
           70        80                                             
AAD-12 RAAYDALDEATRALVH                                             
                                                                    
gi|217 STLITPLPSCRNYVEEQACRIEMPGPPYLAKQECCEQLANIPQQCRCQALRYFMGPKSRP 
           40        50        60        70        80        90     
 
>>gi|4006963|emb|CAA07328.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 17.5 E():   77 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (39-57:32-50) 
 
       10        20        30        40        50        60         
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       70        80                                                
AAD-12 DALDEATRALVH                                                
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|4006947|emb|CAA07320.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 17.5 E():   77 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (39-57:32-50) 
 
       10        20        30        40        50        60         
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       70        80                                                
AAD-12 DALDEATRALVH                                                
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 68.0  bits: 14.4 E():   81 
Smith-Waterman score: 28; 40.0% identity (80.0% similar) in 10 aa overlap (44-53:4-13) 
 
            20        30        40        50        60        70    
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.:  :...:                     
gi|131                            GPVGGVVHAHMMPLL                   
                                          10                        
 
            80 
AAD-12 ATRALVH 
 
>>gi|114326420|ref|NP_001041618.1| major allergen I poly  (88 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.9  bits: 16.9 E():   81 
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Smith-Waterman score: 38; 31.8% identity (63.6% similar) in 22 aa overlap (34-55:3-24) 
 
            10        20        30        40        50        60    
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     :..  :  . .:. . :. :::         
gi|114                             MLDAALPPCPTVAATADCEICPAVKRDVDLFL 
                                           10        20        30   
 
            70        80                                        
AAD-12 MRAAYDALDEATRALVH                                        
                                                                
gi|114 TGTPDEYVEQVAQYKALPVVLENARILKNCVDAKMTEEDKENALSLLDKIYTSPLC 
             40        50        60        70        80         
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.9  bits: 19.0 E():   82 
Smith-Waterman score: 46; 21.2% identity (57.7% similar) in 52 aa overlap (30-78:37-87) 
 
                10        20        30        40        50          
AAD-12  ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|269 EAVLLGILLYIPIVLSDDRAPIPSNSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQTK 
         10        20        30         40        50        60      
 
      60           70        80                                     
AAD-12 CF---ADMRAAYDALDEATRALVH                                     
        .   .:  . . ...:: ...                                       
gi|269 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSLAPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
>>gi|19847822|gb|AAK27264.1| isoflavone reductase-like p  (306 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.8  bits: 18.7 E():   83 
Smith-Waterman score: 45; 30.0% identity (70.0% similar) in 20 aa overlap (1-20:95-114) 
 
                                             10        20        30 
AAD-12                               ISNVKADGTVRQHSPAEWDDMMKVIVGNMA 
                                     :. .:  ::...  :.:. .           
gi|198 DHASLVAALKKVDVVISTLGAPQIADQFNLIKAIKEVGTIKRFFPSEFGNDVDKHHAVEP 
           70        80        90       100       110       120     
 
               40        50        60        70        80           
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH           
                                                                    
gi|198 MKSMFDLKIKLRRTIEAEGIPHTYVVPHCFAGYFLTNLAQLGLAAPPRDKIVIYGDGTTK 
          130       140       150       160       170       180     
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 67.8  bits: 19.5 E():   83 
Smith-Waterman score: 48; 30.5% identity (52.5% similar) in 59 aa overlap (4-62:135-183) 
 
                                          10        20        30    
AAD-12                            ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA 
                                     : .:: .:    . : :   . .:.. ..: 
gi|558 RSGGHDYEGLSYRSERPEAFAVVDLNKMRAVVVDGKAR----TAWVDS-GAQLGEL-YYA 
          110       120       130       140            150          
 
            40        50        60        70        80              
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH              
        .   ::.:    : : : :..:    ::                                
gi|558 IAKNSPVLA----FPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGTLL 
      160           170       180       190       200       210     
 
>>gi|10764491|gb|AAG22740.1|AF282850_1 allergenic isofla  (308 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 67.8  bits: 18.7 E():   83 
Smith-Waterman score: 45; 28.0% identity (72.0% similar) in 25 aa overlap (1-24:96-120) 
 
                                             10         20          
AAD-12                               ISNVKADGTVRQHSPAEW-DDMMKVIVGNM 
                                     :. .:  :....  :.:. .:. .:      
gi|107 DHESLVKAFKQVDVVISTVGHLQLADQVKIIAAIKEAGNIKRFFPSEFGNDVDRVHAVEP 
          70        80        90       100       110       120      
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      30        40        50        60        70        80          
AAD-12 AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH          
                                                                    
gi|107 AKTAFATKAEIRRKTEAEGIPYTYVSSNFFAGYFLPTLAQPGLTSPPREKVVIFGDGNAR 
         130       140       150       160       170       180      
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 41; 37.9% identity (62.1% similar) in 29 aa overlap (29-57:23-49) 
 
               10        20        30        40        50        60 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                   .:  ::.  .:  : :.  :.:.: . ::    
gi|604       MAVFTFDDQATSPVAPATLYNALAKDADNI-IP-KAVGSFQSVEIVEGNGGPGT 
                     10        20        30          40        50   
 
               70        80                                         
AAD-12 FADMRAAYDALDEATRALVH                                         
                                                                    
gi|604 IKKISFVEDGETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGS 
             60        70        80        90       100       110   
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 18.2 E():   85 
Smith-Waterman score: 43; 30.0% identity (55.0% similar) in 20 aa overlap (25-44:1-20) 
 
               10        20        30        40        50        60 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                               : .:. :.  .   :.  ::                 
gi|142                         IPANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAET 
                                       10        20        30       
 
               70        80                                         
AAD-12 FADMRAAYDALDEATRALVH                                         
                                                                    
gi|142 LYAIHRHQNIILSEQELLDCTYHLYDPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYK 
         40        50        60        70        80        90       
 
>>gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 41; 32.0% identity (64.0% similar) in 25 aa overlap (33-57:27-50) 
 
             10        20        30        40        50        60   
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     .:.    :. : :. :.:.. . ::      
gi|212     MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGDGGPGTIK 
                   10        20        30         40        50      
 
             70        80                                           
AAD-12 DMRAAYDALDEATRALVH                                           
                                                                    
gi|212 KITFGEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMK 
          60        70        80        90       100       110      
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (38-57:30-49) 
 
        10        20        30        40        50        60        
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|437  GVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
                10        20        30        40        50          
 
        70        80                                                
AAD-12 YDALDEATRALVH                                                
                                                                    
gi|437 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISHK 
      60        70        80        90       100       110          
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>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (38-57:31-50) 
 
        10        20        30        40        50        60        
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
        70        80                                                
AAD-12 YDALDEATRALVH                                                
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (38-57:31-50) 
 
        10        20        30        40        50        60        
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|125 MGVFNYETEATSVIPAARLFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
        70        80                                                
AAD-12 YDALDEATRALVH                                                
                                                                    
gi|125 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (38-57:31-50) 
 
        10        20        30        40        50        60        
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
        70        80                                                
AAD-12 YDALDEATRALVH                                                
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (38-57:31-50) 
 
        10        20        30        40        50        60        
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
        70        80                                                
AAD-12 YDALDEATRALVH                                                
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (38-57:31-50) 
 
        10        20        30        40        50        60        
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
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gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
        70        80                                                
AAD-12 YDALDEATRALVH                                                
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (38-57:31-50) 
 
        10        20        30        40        50        60        
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
        70        80                                                
AAD-12 YDALDEATRALVH                                                
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (38-57:31-50) 
 
        10        20        30        40        50        60        
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
        70        80                                                
AAD-12 YDALDEATRALVH                                                
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (38-57:31-50) 
 
        10        20        30        40        50        60        
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|154 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
        70        80                                                
AAD-12 YDALDEATRALVH                                                
                                                                    
gi|154 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.2 E():   89 
Smith-Waterman score: 39; 53.8% identity (69.2% similar) in 13 aa overlap (62-74:72-84) 
 
              40        50        60        70        80            
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH            
                                     ::.::  ::  .:                  
gi|131 ELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDE 
              50        60        70        80        90       100  
 
gi|131 FGALVDKWGAKG 
             110    
 
>>gi|75139847|sp|Q7M1E8|Q7M1E8_9ROSA Pollen major allerg  (12 aa) 
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 initn:  26 init1:  26 opt:  26  Z-score: 66.8  bits: 13.8 E():   94 
Smith-Waterman score: 26; 57.1% identity (71.4% similar) in 7 aa overlap (23-29:4-10) 
 
               10        20        30        40        50        60 
AAD-12 ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                             ::. : :                                
gi|751                    ATGKVVQGAMPP                              
                                  10                                
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.4 E():   95 
Smith-Waterman score: 40; 35.3% identity (70.6% similar) in 17 aa overlap (43-59:30-46) 
 
             20        30        40        50        60        70   
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     :::. ...  :  ::..              
gi|476  DKGPGFVVTGRVYCDPCRAGFETNVSHNVQGATVAVDCRPFNGGESKLKAEATTDGLGW 
                10        20        30        40        50          
 
             80                                                     
AAD-12 EATRALVH                                                     
                                                                    
gi|476 YKIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQGIRYANPIAFF 
      60        70        80        90       100       110          
 
>>gi|15886861|emb|CAC85911.1| arginine kinase [Plodia in  (355 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 66.4  bits: 18.7 E():   99 
Smith-Waterman score: 45; 33.3% identity (61.1% similar) in 18 aa overlap (12-29:97-112) 
 
                                  10        20        30        40  
AAD-12                    ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .: : .: :.  .  ::.             
gi|158 YAPDAEAYVVFADLFDPIIEDYHNGFKKTDKHPPKNWGDVETL--GNLDPAGEFVVSTRV 
         70        80        90       100         110       120     
 
              50        60        70        80                      
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH                      
                                                                    
gi|158 RCGRSMEGYPFNPCLTEAQYKEMEEKVSSTLSGLEGELKGTFFPLTGMSKETQQQLIDDH 
          130       140       150       160       170       180     
 
>>gi|5381323|gb|AAD42943.1|AF091841_1 2S albumin precurs  (148 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.3  bits: 17.4 E():   99 
Smith-Waterman score: 40; 20.0% identity (53.3% similar) in 30 aa overlap (2-31:28-57) 
 
                                         10        20        30     
AAD-12                           ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD 
                                  ..:  .:  ...   ::.. .  .   : :    
gi|538 MARFTIVLAVLFAAALVSASAHKTVVTTSVAEEGEEENQRGCEWESRQCQMRHCMQWMRS 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH               
                                                                    
gi|538 MRGQYEESFLRSAEANQGQFEHFRECCNELRDVKSHCRCEALRCMMRQMQQEYGMEQEMQ 
               70        80        90       100       110       120 
 
>>gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Serum a  (607 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.3  bits: 19.4 E(): 1e 
Smith-Waterman score: 48; 26.3% identity (78.9% similar) in 19 aa overlap (12-30:557-575) 
 
                                  10        20        30        40  
AAD-12                    ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:    ...:...::..            
gi|543 AETFTFHADICTLPEDEKQIKKQSALAELVKHKPKATKEQLKTVLGNFSAFVAKCCGRED 
        530       540       550       560       570       580       
 
              50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH 
                                               
gi|543 KEACFAEEGPKLVASSQLALA                   
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        590       600                          
 
>>gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Serum   (608 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.3  bits: 19.4 E(): 1e 
Smith-Waterman score: 48; 21.7% identity (78.3% similar) in 23 aa overlap (12-34:558-580) 
 
                                  10        20        30        40  
AAD-12                    ISNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   ....:...:...  .:        
gi|135 AETFTFHADLCTLPEAEKQIKKQSALVELLKHKPKATEEQLKTVMGDFGSFVDKCCAAED 
       530       540       550       560       570       580        
 
              50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH 
                                               
gi|135 KEACFAEEGPKLVAAAQAALA                   
       590       600                           
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:42 2011 done: Fri Jan 21 00:02:42 2011 
 Total Scan time:  0.080 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 79  - 158 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     1     0:= 
  26     0     0: 
  28     0     0: 
  30     4     2:* 
  32     6     8:=* 
  34     7    22:==   * 
  36    25    44:=======   * 
  38    40    73:==========        * 
  40    74   102:===================      * 
  42    69   125:==================             * 
  44   126   138:================================  * 
  46   172   140:==================================*======== 
  48   183   134:=================================*============ 
  50   136   122:==============================*=== 
  52   125   108:==========================*===== 
  54    80    92:====================  * 
  56    66    77:=================  * 
  58    55    63:============== * 
  60    39    51:==========  * 
  62    39    41:==========* 
  64    42    33:========*== 
  66    42    26:======*==== 
  68    38    20:====*===== 
  70     9    16:===* 
  72    23    12:==*=== 
  74    16    10:==*= 
  76    21     8:=*==== 
  78    12     6:=*= 
  80     3     5:=* 
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  82     4     3:* 
  84     4     3:* 
  86     7     2:*= 
  88     3     2:*          inset = represents 1 library sequences 
  90     6     1:*= 
  92     2     1:*         :*= 
  94     2     1:*         :*= 
  96     1     1:*         :* 
  98     5     0:==        *===== 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
 116     1     0:=         *= 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.61750.0032; mu= 2.2628 0.166 
 mean_var=35.3093 9.079, 0's: 2 Z-trim: 4  B-trim: 186 in 1/43 
 Lambda= 0.215839 
 Kolmogorov-Smirnov  statistic: 0.1084 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   67 25.9    0.18 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   65 25.3    0.28 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   59 23.3     1.7 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   58 23.0     1.7 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   58 23.0     1.7 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   58 23.0     1.7 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   58 23.0     1.7 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   64 24.5     2.1 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   64 24.5     2.6 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   57 22.6     2.9 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   61 23.6     3.6 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   56 22.3     3.6 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   60 23.3     4.3 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   55 22.0     4.4 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   60 23.3     4.4 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   60 23.3     4.4 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   54 21.7     4.9 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   58 22.8     5.1 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   59 23.0     5.5 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   54 21.7     5.6 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   57 22.5     5.7 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   49 20.3     8.3 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   57 22.4     8.3 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   57 22.4     8.3 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 21.1     8.5 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   52 21.1     8.5 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   52 21.1     8.5 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   52 21.1     8.6 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   55 21.8     9.7 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   50 20.5      11 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 21.8      11 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   50 20.5      12 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 17.9      13 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 17.9      13 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   50 20.5      13 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   54 21.5      13 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   49 20.2      15 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   46 19.4      18 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   48 19.9      18 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   48 19.8      20 
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gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   51 20.6      21 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 19.3      23 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   51 20.6      23 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 19.5      24 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   45 19.0      24 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 19.5      24 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 19.5      24 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   47 19.5      25 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   47 19.5      25 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   47 19.5      25 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   47 19.5      25 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   47 19.5      25 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   47 19.5      25 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   47 19.5      25 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   47 19.5      25 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   47 19.5      25 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   47 19.5      25 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   47 19.5      25 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 19.5      25 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 19.5      25 
gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   48 19.8      28 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.2      28 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 20.3      28 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   51 20.5      29 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   51 20.5      29 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   51 20.5      29 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   51 20.5      29 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   51 20.5      29 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   51 20.5      29 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   44 18.7      31 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   46 19.2      31 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   46 19.2      31 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   46 19.2      31 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 19.2      31 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 19.2      31 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 19.2      31 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 19.2      31 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   50 20.2      33 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 16.3      37 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   45 18.9      38 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   45 18.9      38 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   45 18.9      38 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   45 18.9      38 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   45 18.9      38 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   45 18.9      38 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   45 18.9      38 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   45 18.9      38 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 20.2      39 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   51 20.4      39 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   44 18.6      40 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   52 20.7      41 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   52 20.7      43 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 20.2      43 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   43 18.4      43 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   46 19.1      44 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   42 18.1      45 
gi|14422363|emb|CAC41635.1| plantain pollen major  ( 131)   43 18.3      46 
gi|14422361|emb|CAC41634.1| plantain pollen major  ( 131)   43 18.3      46 
gi|14422359|emb|CAC41633.1| plantain pollen major  ( 131)   43 18.3      46 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   49 19.9      46 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   44 18.6      47 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   44 18.6      47 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   44 18.6      47 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   44 18.6      47 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   44 18.6      47 
gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum  (  94)   41 17.8      48 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 19.9      48 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   44 18.6      48 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   47 19.4      49 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   47 19.4      49 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   47 19.4      50 
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gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.4      50 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   47 19.3      52 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   43 18.3      56 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   49 19.8      56 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   43 18.3      59 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   43 18.3      59 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   43 18.3      59 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   42 18.0      65 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   42 18.0      68 
gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Glo ( 151)   42 18.0      68 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 19.5      69 
gi|21512|emb|CAA27571.1| patatin [Solanum tuberosu ( 386)   47 19.3      72 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.0      72 
gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allerge ( 159)   42 18.0      72 
gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allerge ( 159)   42 18.0      72 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   42 18.0      72 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   42 18.0      72 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.0      72 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   42 18.0      72 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.0      72 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.0      72 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.0      72 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   42 18.0      72 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.0      72 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 18.0      72 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   42 18.0      72 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 18.0      72 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   42 18.0      72 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   42 18.0      72 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.0      72 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   42 18.0      72 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 18.0      72 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   42 18.0      72 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.0      72 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.0      72 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   42 18.0      72 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 14.6      73 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   41 17.7      78 
gi|4006947|emb|CAA07320.1| pollen allergen Betv1,  ( 120)   40 17.4      78 
gi|4006963|emb|CAA07328.1| pollen allergen Betv1,  ( 120)   40 17.4      78 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 13.8      79 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   46 19.0      82 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   48 19.5      82 
gi|114326420|ref|NP_001041618.1| major allergen I  (  88)   38 16.9      83 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   28 14.3      84 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   43 18.2      86 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   41 17.7      86 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   41 17.7      89 
gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allerge ( 159)   41 17.7      89 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   41 17.7      89 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   41 17.7      89 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   41 17.7      89 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   41 17.7      89 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   41 17.7      89 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   41 17.7      89 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   41 17.7      89 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   41 17.7      89 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.1      90 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   40 17.4      96 
gi|75139847|sp|Q7M1E8|Q7M1E8_9ROSA Pollen major al (  12)   26 13.8      98 
gi|15886861|emb|CAC85911.1| arginine kinase [Plodi ( 355)   45 18.7      99 
gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Ser ( 607)   48 19.4      99 
gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Se ( 608)   48 19.4      99 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  67  Z-score: 115.7  bits: 25.9 E(): 0.18 
Smith-Waterman score: 67; 40.0% identity (63.3% similar) in 30 aa overlap (5-34:30-56) 
 
                                        10        20        30      
AAD-12                          SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. : :   ::. :.. :  
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gi|126 TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTK--KGNL-WEVKSA 
               10        20        30        40          50         
 
          40        50        60        70        80 
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                                     
gi|126 KPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN      
        60        70        80        90             
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  65  Z-score: 112.4  bits: 25.3 E(): 0.28 
Smith-Waterman score: 65; 35.5% identity (64.5% similar) in 31 aa overlap (5-35:30-57) 
 
                                        10        20        30      
AAD-12                          SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. . :   ::. :.. :. 
gi|144 VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKSS 
               10        20        30        40          50         
 
          40        50        60        70        80 
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                                     
gi|144 KPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE       
        60        70        80        90             
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  55 init1:  55 opt:  59  Z-score: 98.5  bits: 23.3 E():  1.7 
Smith-Waterman score: 59; 27.7% identity (57.4% similar) in 47 aa overlap (34-80:5-50) 
 
            10        20        30        40        50        60    
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.  :..  ... :. .. :. :. :.: : 
gi|189                           MASKSSITPLLLAAVLASVFAAAAATGQYCYAGM 
                                         10        20        30     
 
            70        80                                            
AAD-12 RAAYDALDEATRALVHQ                                            
           . : :. :  : :                                            
gi|189 GLPSNPL-EGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFI 
           40         50        60        70        80        90    
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 98.4  bits: 23.0 E():  1.7 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (5-63:55-107) 
 
                                         10        20        30     
AAD-12                           SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
           40        50        60        70        80 
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
          :.  ::  :. . .   : .. : :.                  
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE   
                 90       100       110       120     
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 98.4  bits: 23.0 E():  1.7 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (5-63:55-107) 
 
                                         10        20        30     
AAD-12                           SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
           40        50        60        70        80 
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
          :.  ::  :. . .   : .. : :.                  
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE   
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                 90       100       110       120     
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 98.4  bits: 23.0 E():  1.7 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (5-63:55-107) 
 
                                         10        20        30     
AAD-12                           SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|117 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
           40        50        60        70        80 
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
          :.  ::  :. . .   : .. : :.                  
gi|117 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE   
                 90       100       110       120     
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 98.4  bits: 23.0 E():  1.7 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (5-63:55-107) 
 
                                         10        20        30     
AAD-12                           SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
           40        50        60        70        80 
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
          :.  ::  :. . .   : .. : :.                  
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE   
                 90       100       110       120     
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  64  Z-score: 96.8  bits: 24.5 E():  2.1 
Smith-Waterman score: 64; 33.3% identity (57.1% similar) in 63 aa overlap (4-62:89-149) 
 
                                           10        20        30   
AAD-12                            SNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .  :. . ..:  . 
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLT 
       60        70        80        90       100        110        
 
                40        50        60        70        80          
AAD-12 DSTYMP---VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ          
       : . :    . .::  . :    .:.:::   :                            
gi|114 DFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPE 
        120       130       140       150       160       170       
 
gi|114 FHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSN 
        180       190       200       210       220       230       
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  64  Z-score: 94.9  bits: 24.5 E():  2.6 
Smith-Waterman score: 64; 33.3% identity (57.1% similar) in 63 aa overlap (4-62:119-179) 
 
                                           10        20        30   
AAD-12                            SNVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .  :. . ..:  . 
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLT 
       90       100       110       120       130        140        
 
                40        50        60        70        80          
AAD-12 DSTYMP---VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ          
       : . :    . .::  . :    .:.:::   :                            
gi|476 DFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPE 
        150       160       170       180       190       200       
 
gi|476 FHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSN 
        210       220       230       240       250       260       
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>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 94.1  bits: 22.6 E():  2.9 
Smith-Waterman score: 57; 41.4% identity (69.0% similar) in 29 aa overlap (28-56:23-50) 
 
               10        20        30        40        50        60 
AAD-12 SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF 
                                  .. .:: : .: .:  .: :::.: . ::     
gi|444      MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGVGTI 
                    10        20         30        40        50     
 
               70        80                                         
AAD-12 ADMRAAYDALDEATRALVHQ                                         
                                                                    
gi|444 KKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSI 
           60        70        80        90       100       110     
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 92.5  bits: 23.6 E():  3.6 
Smith-Waterman score: 61; 21.1% identity (53.9% similar) in 76 aa overlap (1-76:262-337) 
 
                                             10        20        30 
AAD-12                               SNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|169 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
               40        50        60        70        80           
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ           
       .: :.::  .  ..::.:.       :.    . ..   .:.:..:               
gi|169 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
gi|169 KPVSKDSPETYEEALKRFAKLLSDRKKLRANKASY 
             360       370       380       
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 92.5  bits: 22.3 E():  3.6 
Smith-Waterman score: 56; 40.0% identity (68.0% similar) in 25 aa overlap (32-56:27-50) 
 
              10        20        30        40        50        60  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. :::.. . ::      
gi|165     MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIK 
                   10        20        30         40        50      
 
              70        80                                          
AAD-12 DMRAAYDALDEATRALVHQ                                          
                                                                    
gi|165 KITFGEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSIL 
          60        70        80        90       100       110      
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  48 init1:  48 opt:  60  Z-score: 91.0  bits: 23.3 E():  4.3 
Smith-Waterman score: 60; 22.2% identity (61.9% similar) in 63 aa overlap (12-73:134-194) 
 
                                  10        20        30         40 
AAD-12                    SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD-STYMPVM 
                                     : :: ::   : .. .. ...  ..      
gi|309 SKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQVKYQGGCGSGWAFS 
           110       120       130       140       150       160    
 
               50        60        70        80                     
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ                     
       : ::. .:... :.:  . ..... . : ..:.                            
gi|309 ATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGCYNGWHYQSFEWVLEHGGIATDDDY 
           170        180        190       200       210       220  
 
gi|309 PYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAILEQPISVSIDAKDFH 
             230       240       250       260       270       280  
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>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 90.9  bits: 22.0 E():  4.4 
Smith-Waterman score: 55; 32.4% identity (58.8% similar) in 34 aa overlap (13-40:114-147) 
 
                                 10        20            30         
AAD-12                   SNVKADGTVRQHSPAEWDDMMKVIV----GNMAWHA--DSTY 
                                     :::. :.. : .:    :   : .  .:.. 
gi|250 EVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSW 
            90       100       110       120       130       140    
 
         40        50        60        70        80 
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
        ::.                                         
gi|250 APVLDFVFSTLKNEL                              
           150                                      
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 90.9  bits: 23.3 E():  4.4 
Smith-Waterman score: 60; 21.1% identity (53.9% similar) in 76 aa overlap (1-76:262-337) 
 
                                             10        20        30 
AAD-12                               SNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
               40        50        60        70        80           
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ           
       .: :.::  .  ..::.:.       :.    . ..   .:.:..:               
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
gi|215 KPVSKDSPETYEEALKRFAKLLSDRKKLRANKASH 
             360       370       380       
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 90.9  bits: 23.3 E():  4.4 
Smith-Waterman score: 60; 21.1% identity (53.9% similar) in 76 aa overlap (1-76:262-337) 
 
                                             10        20        30 
AAD-12                               SNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|215 ATRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMT 
             240       250       260       270       280       290  
 
               40        50        60        70        80           
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ           
       .: :.::  .  ..::.:.       :.    . ..   .:.:..:               
gi|215 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
gi|215 KPVSKDSPETYEEALKRFAKLLSDRKKLRANKASH 
             360       370       380       
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 90.0  bits: 21.7 E():  4.9 
Smith-Waterman score: 54; 25.5% identity (57.4% similar) in 47 aa overlap (34-80:5-50) 
 
            10        20        30        40        50        60    
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.  :..  ... :. .. .. :. :.: : 
gi|439                           MASKSSITPLLLAAVLASVFAAATATGQYCYAGM 
                                         10        20        30     
 
            70        80                                            
AAD-12 RAAYDALDEATRALVHQ                                            
           . : :. :  : :                                            
gi|439 GLPSNPL-EGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYF 
           40         50        60        70        80        90    
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
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 initn:  49 init1:  49 opt:  58  Z-score: 89.8  bits: 22.8 E():  5.1 
Smith-Waterman score: 58; 26.0% identity (56.0% similar) in 50 aa overlap (29-78:23-71) 
 
               10        20        30        40        50        60 
AAD-12 SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF 
                                   .. ::. : :. :   .  : ..::.::     
gi|663       MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGKAT 
                     10        20        30        40         50    
 
               70        80                                         
AAD-12 ADMRAAYDALDEATRALVHQ                                         
       .: .   . .. . .: :                                           
gi|663 TDEQKLLEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILKLD 
            60        70        80        90       100       110    
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 89.2  bits: 23.0 E():  5.5 
Smith-Waterman score: 59; 21.1% identity (53.9% similar) in 76 aa overlap (1-76:262-337) 
 
                                             10        20        30 
AAD-12                               SNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     .: . : :   .  :.:  .  ... ..   
gi|158 ATRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQLT 
             240       250       260       270       280       290  
 
               40        50        60        70        80           
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ           
       .: :.::  .  ..::.:.       :.    . ..   .:.:..:               
gi|158 NAASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLK 
             300       310       320       330       340       350  
 
gi|158 KPVSKDSPETYEEALKRFAKLLSNRKKLRANKASY 
             360       370       380       
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 89.1  bits: 21.7 E():  5.6 
Smith-Waterman score: 54; 37.9% identity (69.0% similar) in 29 aa overlap (28-56:23-50) 
 
               10        20        30        40        50        60 
AAD-12 SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF 
                                  .. .:: : .: .:  .: .::.: . ::     
gi|444      MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGVGTI 
                    10        20         30        40        50     
 
               70        80                                         
AAD-12 ADMRAAYDALDEATRALVHQ                                         
                                                                    
gi|444 KKISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGGSI 
           60        70        80        90       100       110     
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 88.9  bits: 22.5 E():  5.7 
Smith-Waterman score: 57; 18.2% identity (58.2% similar) in 55 aa overlap (3-57:225-279) 
 
                                           10        20        30   
AAD-12                             SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA 
                                     :...: .. ..::. . . . .. ..:    
gi|106 IMQQEQQEQRQGVQILVPLSQQQQVGQGTLVQGQGIIQPQQPAQLEVIRSSVLQTLATMC 
          200       210       220       230       240       250     
 
             40        50        60        70        80 
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
       .    :  .   .  : .: ..::.                        
gi|106 NVYVPPYCSTIRAPFASIVAGIGGQ                        
          260       270                                 
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 86.0  bits: 20.3 E():  8.3 
Smith-Waterman score: 49; 32.3% identity (58.1% similar) in 31 aa overlap (8-36:35-64) 
 
                                      10          20        30      
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AAD-12                        SNVKADGTVRQHSPAE--WDDMMKVIVGNMAWHADST 
                                     : . ..::.  :: .  : .   .: ::.  
gi|323 QTCAGNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKP 
           10        20        30        40         50        60    
 
          40        50        60        70        80 
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
       :                                             
gi|323 YSWRYGWTAFCGPAGPRCLRTNAAVTVR                  
            70        80        90                   
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  48 init1:  48 opt:  57  Z-score: 86.0  bits: 22.4 E():  8.3 
Smith-Waterman score: 57; 22.2% identity (58.7% similar) in 63 aa overlap (12-73:134-194) 
 
                                  10        20        30         40 
AAD-12                    SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY-MPVM 
                                     : :: ::   : .. .. ...          
gi|119 SKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQVKYQGGCGRGWAFS 
           110       120       130       140       150       160    
 
               50        60        70        80                     
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ                     
       : ::. .:... :.:  . ..... . : ..:.                            
gi|119 ATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGSYNGWQYQSFEWVLEHGGIATDDDY 
           170        180        190       200       210       220  
 
gi|119 PYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAILEQPISVSIDAKDFH 
             230       240       250       260       270       280  
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  48 init1:  48 opt:  57  Z-score: 86.0  bits: 22.4 E():  8.3 
Smith-Waterman score: 57; 22.2% identity (58.7% similar) in 63 aa overlap (12-73:134-194) 
 
                                  10        20        30         40 
AAD-12                    SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY-MPVM 
                                     : :: ::   : .. .. ...          
gi|129 SKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQVKYQGGCGRGWAFS 
           110       120       130       140       150       160    
 
               50        60        70        80                     
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ                     
       : ::. .:... :.:  . ..... . : ..:.                            
gi|129 ATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGSYNGWQYQSFEWVLEHGGIATDDDY 
           170        180        190       200       210       220  
 
gi|129 PYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAILEQPISVSIDAKDFH 
             230       240       250       260       270       280  
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 85.8  bits: 21.1 E():  8.5 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (32-56:27-50) 
 
              10        20        30        40        50        60  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|602     MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
              70        80                                          
AAD-12 DMRAAYDALDEATRALVHQ                                          
                                                                    
gi|602 KINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 85.8  bits: 21.1 E():  8.5 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (32-56:27-50) 
 
              10        20        30        40        50        60  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
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                                     ::.  .: .:  :: :::.. . ::      
gi|279     MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
              70        80                                          
AAD-12 DMRAAYDALDEATRALVHQ                                          
                                                                    
gi|279 KINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 85.8  bits: 21.1 E():  8.5 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (32-56:27-50) 
 
              10        20        30        40        50        60  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|131     MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
              70        80                                          
AAD-12 DMRAAYDALDEATRALVHQ                                          
                                                                    
gi|131 KINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 85.7  bits: 21.1 E():  8.6 
Smith-Waterman score: 52; 37.9% identity (69.0% similar) in 29 aa overlap (28-56:23-50) 
 
               10        20        30        40        50        60 
AAD-12 SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF 
                                  .. .:: : .: .:  .: .::.: . ::     
gi|444      MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGVGTI 
                    10        20         30        40        50     
 
               70        80                                         
AAD-12 ADMRAAYDALDEATRALVHQ                                         
                                                                    
gi|444 KKISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSI 
           60        70        80        90       100       110     
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 84.8  bits: 21.8 E():  9.7 
Smith-Waterman score: 55; 25.5% identity (55.3% similar) in 47 aa overlap (23-68:16-62) 
 
               10        20         30        40        50          
AAD-12 SNVKADGTVRQHSPAEWDDMMKVIVGNMA-WHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                             ...:  : . ::. : :. :   .  : .  :.::..  
gi|441        MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATPAAAGGKAT 
                      10        20        30        40        50    
 
      60        70        80                                        
AAD-12 FADMRAAYDALDEATRALVHQ                                        
         ...   :                                                    
gi|441 TDEQKLLEDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLD 
            60        70        80        90       100       110    
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.1  bits: 20.5 E():   11 
Smith-Waterman score: 50; 28.1% identity (59.4% similar) in 32 aa overlap (23-54:11-42) 
 
               10        20        30        40        50        60 
AAD-12 SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF 
                             ::.. .:: ...   :. : :    ..::  .       
gi|249             MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQDIMPCLHF 
                           10        20        30        40         
 
               70        80                                         
AAD-12 ADMRAAYDALDEATRALVHQ                                         
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gi|249 VKGEEKEPSKECCSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVAEVPKKCDI 
       50        60        70        80        90       100         
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 83.7  bits: 21.8 E():   11 
Smith-Waterman score: 55; 30.6% identity (58.3% similar) in 36 aa overlap (15-50:155-190) 
 
                               10        20        30        40     
AAD-12                 SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :   . ..::.:..  :: .     .  :: 
gi|249 QLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA 
          130       140       150       160       170       180     
 
           50        60        70        80                         
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ                         
       . .:::                                                       
gi|249 IPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTL 
          190       200       210       220       230       240     
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 83.3  bits: 20.5 E():   12 
Smith-Waterman score: 50; 25.5% identity (53.2% similar) in 47 aa overlap (34-80:5-50) 
 
            10        20        30        40        50        60    
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.  :..   .. :. .. .. :  :.: : 
gi|217                           MASKSSISPLLLATVLVSVFAAATATGPYCYAGM 
                                         10        20        30     
 
            70        80                                            
AAD-12 RAAYDALDEATRALVHQ                                            
           . : :. :  : :                                            
gi|217 GLPINPL-EGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYF 
           40         50        60        70        80        90    
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 82.7  bits: 17.9 E():   13 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (30-36:19-25) 
 
               10        20        30        40        50        60 
AAD-12 SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF 
                                    :.::..:                         
gi|320            YTTEGGTKAEAEDVIPEGWKADTSYE                        
                          10        20                              
 
               70        80 
AAD-12 ADMRAAYDALDEATRALVHQ 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 82.7  bits: 17.9 E():   13 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (30-36:19-25) 
 
               10        20        30        40        50        60 
AAD-12 SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF 
                                    :.::..:                         
gi|320            YTTEGGKKVEAEDVIPEGWKADTSYE                        
                          10        20                              
 
               70        80 
AAD-12 ADMRAAYDALDEATRALVHQ 
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 82.4  bits: 20.5 E():   13 
Smith-Waterman score: 50; 31.0% identity (55.2% similar) in 29 aa overlap (37-60:31-59) 
 
         10        20        30        40        50             60  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICFD 
               10        20        30        40        50        60 
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              70        80                                          
AAD-12 DMRAAYDALDEATRALVHQ                                          
                                                                    
gi|132 EGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSISK 
               70        80        90       100       110       120 
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  53 init1:  53 opt:  54  Z-score: 82.3  bits: 21.5 E():   13 
Smith-Waterman score: 54; 22.0% identity (62.7% similar) in 59 aa overlap (1-57:271-327) 
 
                                             10        20        30 
AAD-12                               SNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     : :...: .. ..::. . . .... ..   
gi|170 IIMQQQQQQQQQQGIDIFLPLSQHEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPS 
              250       260       270       280       290       300 
 
                 40        50        60        70        80 
AAD-12 HADSTYMP--VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
         . .:.:     . : : : .: ..::.                        
gi|170 MCN-VYVPPECSIMRAPF-ASIVAGIGGQ                        
               310        320                               
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 81.1  bits: 20.2 E():   15 
Smith-Waterman score: 49; 35.7% identity (52.4% similar) in 42 aa overlap (44-74:37-78) 
 
            20        30        40        50              60        
AAD-12 PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR------TCFADMRAAY 
                                     :. : :.: . ::       :   : ...: 
gi|145 EEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSY 
         10        20        30        40        50        60       
 
             70        80                                           
AAD-12 -----DALDEATRALVHQ                                           
            ::.::::                                                 
gi|145 VLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAP 
         70        80        90       100       110       120       
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 80.0  bits: 19.4 E():   18 
Smith-Waterman score: 46; 26.9% identity (53.8% similar) in 52 aa overlap (4-53:8-56) 
 
                   10        20        30          40        50     
AAD-12     SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY--MPVMAQGAVFSAEVVPAV 
              :: :.    .:.  ::..   .::. .  ..     :..  :: :  ..: :  
gi|166 ATPTPTPKAAGSWCVPKPGVSDDQL---TGNINYACSQGIDCGPIQPGGACFEPNTVKAH 
               10        20           30        40        50        
 
           60        70        80                   
AAD-12 GGRTCFADMRAAYDALDEATRALVHQ                   
                                                    
gi|166 AAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
        60        70        80        90       100  
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 79.9  bits: 19.9 E():   18 
Smith-Waterman score: 48; 38.9% identity (83.3% similar) in 18 aa overlap (1-17:2-19) 
 
                 10        20        30        40        50         
AAD-12  SNVKAD-GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
        ..: .: :.. ..::.::                                          
gi|250 PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPFPRCRALVKSQCAGGQVVESIQKDCCRQIA 
               10        20        30        40        50        60 
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 78.9  bits: 19.8 E():   20 
Smith-Waterman score: 48; 29.8% identity (47.4% similar) in 57 aa overlap (3-45:38-90) 
 
                                           10           20          
AAD-12                             SNVKADGTVRQ---HSPAEWDDMMKVIVGNMA 
                                     :.: . .:.    .:  ::.. ::    .: 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 2471



 

 

gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKVA---QA 
        10        20        30        40        50        60        
 
      30                   40        50        60        70         
AAD-12 W-----------HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
       :           :.:      :::::.                                  
gi|148 WAETRTPDCSLIHSDRCG-ENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQI 
           70        80         90       100       110       120    
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.6  bits: 20.6 E():   21 
Smith-Waterman score: 51; 22.6% identity (64.5% similar) in 31 aa overlap (34-64:66-96) 
 
            10        20        30        40        50        60    
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:.. ::  :  .. :..  .. :... 
gi|219 QPLPPQQTFPQQPPFSQQQQQQPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQ 
          40        50        60        70        80        90      
 
            70        80                                            
AAD-12 RAAYDALDEATRALVHQ                                            
       .                                                            
gi|219 QQLILPPQQQQQLPQQQISIVQPSVLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSC 
         100       110       120       130       140       150      
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.1  bits: 19.3 E():   23 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (38-53:66-81) 
 
        10        20        30        40        50        60        
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
        70        80                
AAD-12 DALDEATRALVHQ                
                                    
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS 
         100       110       120    
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.0  bits: 20.6 E():   23 
Smith-Waterman score: 51; 21.3% identity (57.4% similar) in 47 aa overlap (34-80:72-118) 
 
            10        20        30        40        50        60    
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:...:   :: .  :..  .. :... 
gi|170 QSFSQQPPFSQQQQQPLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQ 
              50        60        70        80        90       100  
 
            70        80                                            
AAD-12 RAAYDALDEATRALVHQ                                            
       .      ..  . ::.:                                            
gi|170 QQLVLPPQQQQQQLVQQQIPIVQPSVLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSS 
             110       120       130       140       150       160  
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.7  bits: 19.5 E():   24 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (63-79:14-30) 
 
             40        50        60        70        80             
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ             
                                     .: :.: .:.  .. .:              
gi|219                  MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQ 
                                10        20        30        40    
 
gi|219 TFEENDLQQLIIEIDADGSGELEFDEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNG 
            50        60        70        80        90       100    
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
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 initn:  40 init1:  40 opt:  45  Z-score: 77.6  bits: 19.0 E():   24 
Smith-Waterman score: 45; 25.5% identity (58.8% similar) in 51 aa overlap (33-80:13-61) 
 
             10        20        30        40        50             
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV-PAVG--GRTC 
                                     :..   : : :. :. ..    ::  :..  
gi|207                   MSITDIVSEKDIDAALESVKAAGS-FNYKIFFQKVGLAGKSA 
                                 10        20         30        40  
 
      60        70        80                                        
AAD-12 FADMRAAYDALDEATRALVHQ                                        
        :: . ... ::.   ....:                                        
gi|207 -ADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGV 
               50        60        70        80        90       100 
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.5  bits: 19.5 E():   24 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (51-67:141-157) 
 
               30        40        50        60        70        80 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.5  bits: 19.5 E():   24 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (51-67:141-157) 
 
               30        40        50        60        70        80 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.4  bits: 19.5 E():   25 
Smith-Waterman score: 47; 40.0% identity (68.0% similar) in 25 aa overlap (32-56:27-50) 
 
              10        20        30        40        50        60  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :.:.. . ::      
gi|602     MGVFTYEFEFTSVIPPARLYNAFVLDADNL-IPKIAPQAVKSTEILEGDGGVGTIK 
                   10        20        30         40        50      
 
              70        80                                          
AAD-12 DMRAAYDALDEATRALVHQ                                          
                                                                    
gi|602 KINFGEGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.4  bits: 19.5 E():   25 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (32-56:27-50) 
 
              10        20        30        40        50        60  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|134     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
              70        80                                          
AAD-12 DMRAAYDALDEATRALVHQ                                          
                                                                    
gi|134 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.4  bits: 19.5 E():   25 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (32-56:27-50) 
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              10        20        30        40        50        60  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
              70        80                                          
AAD-12 DMRAAYDALDEATRALVHQ                                          
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.4  bits: 19.5 E():   25 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (32-56:27-50) 
 
              10        20        30        40        50        60  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
              70        80                                          
AAD-12 DMRAAYDALDEATRALVHQ                                          
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 77.4  bits: 19.5 E():   25 
Smith-Waterman score: 47; 23.7% identity (54.2% similar) in 59 aa overlap (32-79:27-84) 
 
              10        20        30        40        50            
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG----- 
                                     ::.  .: .:  :.  ::.. . ::      
gi|304     MGLYTFENEFTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
         60              70        80                               
AAD-12 RTCFAD------MRAAYDALDEATRALVHQ                               
       .  :..      ..   :..:::. . ..                                
gi|304 KITFGEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.4  bits: 19.5 E():   25 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (32-56:27-50) 
 
              10        20        30        40        50        60  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEYTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
              70        80                                          
AAD-12 DMRAAYDALDEATRALVHQ                                          
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.4  bits: 19.5 E():   25 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (32-56:27-50) 
 
              10        20        30        40        50        60  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|886     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
              70        80                                          
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AAD-12 DMRAAYDALDEATRALVHQ                                          
                                                                    
gi|886 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIK 
          60        70        80        90       100       110      
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.4  bits: 19.5 E():   25 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (32-56:27-50) 
 
              10        20        30        40        50        60  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|753     MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
              70        80                                          
AAD-12 DMRAAYDALDEATRALVHQ                                          
                                                                    
gi|753 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.4  bits: 19.5 E():   25 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (32-56:27-50) 
 
              10        20        30        40        50        60  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|165     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
              70        80                                          
AAD-12 DMRAAYDALDEATRALVHQ                                          
                                                                    
gi|165 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.4  bits: 19.5 E():   25 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (32-56:27-50) 
 
              10        20        30        40        50        60  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
              70        80                                          
AAD-12 DMRAAYDALDEATRALVHQ                                          
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.4  bits: 19.5 E():   25 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (32-56:27-50) 
 
              10        20        30        40        50        60  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
              70        80                                          
AAD-12 DMRAAYDALDEATRALVHQ                                          
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.3  bits: 19.5 E():   25 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 2475



 

 

Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (51-67:144-160) 
 
               30        40        50        60        70        80 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.3  bits: 19.5 E():   25 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (51-67:144-160) 
 
               30        40        50        60        70        80 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.5  bits: 19.8 E():   28 
Smith-Waterman score: 48; 33.3% identity (59.3% similar) in 27 aa overlap (34-60:17-43) 
 
            10        20        30        40        50        60    
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.:.:  .   ::..:  :  .: : .    
gi|510               MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLP 
                             10        20        30        40       
 
            70        80                                            
AAD-12 RAAYDALDEATRALVHQ                                            
                                                                    
gi|510 VIRGKGGGIEFAKTETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHL 
         50        60        70        80        90       100       
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 76.4  bits: 19.2 E():   28 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (63-80:126-143) 
 
             40        50        60        70        80     
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ     
                                     . ::..::: :..: ...     
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG 
         100       110       120       130       140        
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.4  bits: 20.3 E():   28 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (30-47:66-83) 
 
                10        20        30        40        50          
AAD-12  SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
      60        70        80                                        
AAD-12 FADMRAAYDALDEATRALVHQ                                        
                                                                    
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.0  bits: 20.5 E():   29 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (21-58:270-307) 
 
                         10        20        30        40        50 
AAD-12           SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
               60        70        80                               
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AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQ                               
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.0  bits: 20.5 E():   29 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (21-58:270-307) 
 
                         10        20        30        40        50 
AAD-12           SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
               60        70        80                               
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQ                               
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.0  bits: 20.5 E():   29 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (21-58:270-307) 
 
                         10        20        30        40        50 
AAD-12           SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|118 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
               60        70        80                               
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQ                               
       .  : : :                                                     
gi|118 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.0  bits: 20.5 E():   29 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (21-58:270-307) 
 
                         10        20        30        40        50 
AAD-12           SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|270 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
               60        70        80                               
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQ                               
       .  : : :                                                     
gi|270 IQHVKGGTPKRPDRAIETYLFAMFDENQKQPEVEKHFGLFFPDKRPKYNLNFSAKKNWDI 
     300       310       320       330       340       350          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.0  bits: 20.5 E():   29 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (21-58:270-307) 
 
                         10        20        30        40        50 
AAD-12           SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|327 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
               60        70        80                               
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQ                               
       .  : : :                                                     
gi|327 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.0  bits: 20.5 E():   29 
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Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (21-58:270-307) 
 
                         10        20        30        40        50 
AAD-12           SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
               60        70        80                               
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQ                               
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFATFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 75.7  bits: 18.7 E():   31 
Smith-Waterman score: 44; 32.4% identity (56.8% similar) in 37 aa overlap (37-73:65-101) 
 
         10        20        30        40        50        60       
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .:  ..::. ::  . :.:: :  :   :  
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
         70        80    
AAD-12 YDALDEATRALVHQ    
        .  .:.           
gi|117 EEEKEESDDDMGFGLFD 
          100       110  
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (32-56:27-50) 
 
              10        20        30        40        50        60  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
              70        80                                          
AAD-12 DMRAAYDALDEATRALVHQ                                          
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIK 
          60        70        80        90       100       110      
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (32-56:27-50) 
 
              10        20        30        40        50        60  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|880     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
              70        80                                          
AAD-12 DMRAAYDALDEATRALVHQ                                          
                                                                    
gi|880 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVI 
          60        70        80        90       100       110      
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (32-56:27-50) 
 
              10        20        30        40        50        60  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
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              70        80                                          
AAD-12 DMRAAYDALDEATRALVHQ                                          
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (35-56:29-50) 
 
           10        20        30        40        50        60     
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|116   MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
           70        80                                             
AAD-12 AAYDALDEATRALVHQ                                             
                                                                    
gi|116 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKIS 
       60        70        80        90       100       110         
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (35-56:29-50) 
 
           10        20        30        40        50        60     
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|116   MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
           70        80                                             
AAD-12 AAYDALDEATRALVHQ                                             
                                                                    
gi|116 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKIS 
       60        70        80        90       100       110         
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (35-56:29-50) 
 
           10        20        30        40        50        60     
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|116   MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
           70        80                                             
AAD-12 AAYDALDEATRALVHQ                                             
                                                                    
gi|116 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKIS 
       60        70        80        90       100       110         
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (35-56:29-50) 
 
           10        20        30        40        50        60     
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|400   MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
           70        80                                             
AAD-12 AAYDALDEATRALVHQ                                             
                                                                    
gi|400 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKIS 
       60        70        80        90       100       110         
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>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 75.2  bits: 20.2 E():   33 
Smith-Waterman score: 50; 25.0% identity (60.0% similar) in 40 aa overlap (6-43:231-270) 
 
                                         10        20         30    
AAD-12                          SNVKADGT-VRQHSPAEWDDMMKV-IVGNMAWHAD 
                                     ::   ..:.  :..  ..  :.::   . : 
gi|729 PSHLTLETPRVKMNMKYDRYAPVKVFKLDYDGIHFEKHTDIEYEPGVRYKIIGNGKLKDD 
              210       220       230       240       250       260 
 
            40        50        60        70        80              
AAD-12 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ              
       . .. . .::                                                   
gi|729 GRHYSIDVQGIPRKAFNLDADLMDFKLKVSKPEDSNKAQFSYTFNEYTETEEYEFDPHRA 
              270       280       290       300       310       320 
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 74.3  bits: 16.3 E():   37 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (30-36:19-25) 
 
               10        20        30        40        50        60 
AAD-12 SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF 
                                    :..:..:                         
gi|320            YTTEGGTKAEAEDVIPEGWKVDTSYE                        
                          10        20                              
 
               70        80 
AAD-12 ADMRAAYDALDEATRALVHQ 
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.0  bits: 18.9 E():   38 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (32-56:27-50) 
 
              10        20        30        40        50        60  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
              70        80                                          
AAD-12 DMRAAYDALDEATRALVHQ                                          
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.0  bits: 18.9 E():   38 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (32-56:27-50) 
 
              10        20        30        40        50        60  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|753     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTTK 
                   10        20        30         40        50      
 
              70        80                                          
AAD-12 DMRAAYDALDEATRALVHQ                                          
                                                                    
gi|753 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.0  bits: 18.9 E():   38 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (32-56:27-50) 
 
              10        20        30        40        50        60  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
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              70        80                                          
AAD-12 DMRAAYDALDEATRALVHQ                                          
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 74.0  bits: 18.9 E():   38 
Smith-Waterman score: 45; 27.0% identity (64.9% similar) in 37 aa overlap (43-79:49-84) 
 
             20        30        40        50        60        70   
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|144 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
             80                                                     
AAD-12 ATRALVHQ                                                     
       :  : ..                                                      
gi|144 AGLAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEAT 
        80        90       100       110       120       130        
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.0  bits: 18.9 E():   38 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (32-56:27-50) 
 
              10        20        30        40        50        60  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
              70        80                                          
AAD-12 DMRAAYDALDEATRALVHQ                                          
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.0  bits: 18.9 E():   38 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (32-56:27-50) 
 
              10        20        30        40        50        60  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|425     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
              70        80                                          
AAD-12 DMRAAYDALDEATRALVHQ                                          
                                                                    
gi|425 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 73.9  bits: 18.9 E():   38 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (32-56:27-50) 
 
              10        20        30        40        50        60  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
              70        80                                          
AAD-12 DMRAAYDALDEATRALVHQ                                          
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
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 initn:  44 init1:  44 opt:  45  Z-score: 73.9  bits: 18.9 E():   38 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (32-56:27-50) 
 
              10        20        30        40        50        60  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|901     MGGYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
              70        80                                          
AAD-12 DMRAAYDALDEATRALVHQ                                          
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.8  bits: 20.2 E():   39 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (30-47:56-73) 
 
                10        20        30        40        50          
AAD-12  SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
      60        70        80                                        
AAD-12 FADMRAAYDALDEATRALVHQ                                        
                                                                    
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 73.8  bits: 20.4 E():   39 
Smith-Waterman score: 51; 34.2% identity (52.6% similar) in 38 aa overlap (42-75:321-358) 
 
              20        30        40        50        60            
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM----RAAY 
                                     :  .  ::..  .::.  .: .    :    
gi|845 RAIEQLHEEQEHSMKIDALRRSLEEQVKQLQVQIQEAEAAALLGGKRVIAKLETRIRDLE 
              300       310       320       330       340       350 
 
        70        80                                                
AAD-12 DALDEATRALVHQ                                                
        :::: ::                                                     
gi|845 TALDEETRRHKETQNALRKKDRRIKEVQMQVDEEHKQFVMAQDTADRLLEKMNIQKRQLG 
              360       370       380       390       400       410 
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.7  bits: 18.6 E():   40 
Smith-Waterman score: 44; 16.0% identity (72.0% similar) in 25 aa overlap (20-44:12-36) 
 
               10        20        30        40        50        60 
AAD-12 SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF 
                          .. .... ..: ....  :. : :.                 
gi|249         MRTVSARSSVALVVIVAAVLVWTSSASVAPAPAPGSEETCGTVVGALMPCLP 
                       10        20        30        40        50   
 
               70        80                                         
AAD-12 ADMRAAYDALDEATRALVHQ                                         
                                                                    
gi|249 FVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHCG 
             60        70        80        90       100       110   
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 73.5  bits: 20.7 E():   41 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (11-49:535-572) 
 
                                   10        20        30        40 
AAD-12                     SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
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          510       520       530       540       550       560     
 
               50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
        .:  :: :                                
gi|331 KEGC-FSEEGPKLVAAAQAALV                   
           570       580                        
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 73.1  bits: 20.7 E():   43 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (11-49:558-595) 
 
                                   10        20        30        40 
AAD-12                     SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|668 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
       530       540       550       560       570       580        
 
               50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
        .:  :: :                                
gi|668 KEGC-FSEEGPKLVAAAQAALV                   
       590        600                           
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.1  bits: 20.2 E():   43 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (30-47:56-73) 
 
                10        20        30        40        50          
AAD-12  SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
      60        70        80                                        
AAD-12 FADMRAAYDALDEATRALVHQ                                        
                                                                    
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 73.0  bits: 18.4 E():   43 
Smith-Waterman score: 43; 23.5% identity (51.0% similar) in 51 aa overlap (26-76:25-74) 
 
               10        20        30        40        50        60 
AAD-12 SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF 
                                :  : . . ...   :::.  :: .:  . .   : 
gi|217  MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLP-F 
                10        20        30        40        50          
 
               70        80                                         
AAD-12 ADMRAAYDALDEATRALVHQ                                         
        ...   :..:    :                                             
gi|217 QEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFR 
       60        70        80        90       100       110         
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.8  bits: 19.1 E():   44 
Smith-Waterman score: 46; 60.0% identity (80.0% similar) in 10 aa overlap (12-21:20-29) 
 
                       10        20        30        40        50   
AAD-12         SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                          :.:: .:: :                                
gi|144 MQYLAIAVIVALAGLSAAAHKPAYYDDNMANQMVDQIVKSLTTKKELDPFKIEQTKVPID 
               10        20        30        40        50        60 
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.7  bits: 18.1 E():   45 
Smith-Waterman score: 42; 25.7% identity (60.0% similar) in 35 aa overlap (42-76:4-38) 
 
              20        30        40        50        60        70  
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AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     .:.. .:.:. :. :     : .: . :   
gi|777                            MAFKGVLNDADVTAALDGCKSAFDHKAFFKACG 
                                          10        20        30    
 
              80                                                    
AAD-12 EATRALVHQ                                                    
        :...                                                        
gi|777 LAAKSADDIKKAFAIIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAGDSDGD 
            40        50        60        70        80        90    
 
>>gi|14422363|emb|CAC41635.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.5  bits: 18.3 E():   46 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (33-50:85-102) 
 
             10        20        30        40        50        60   
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSGRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
             70        80 
AAD-12 MRAAYDALDEATRALVHQ 
                          
gi|144 RHVKPLSFRAKTDAPGC  
          120       130   
 
>>gi|14422361|emb|CAC41634.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.5  bits: 18.3 E():   46 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (33-50:85-102) 
 
             10        20        30        40        50        60   
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
             70        80 
AAD-12 MRAAYDALDEATRALVHQ 
                          
gi|144 RHVKPLSFRAKTDAPGC  
          120       130   
 
>>gi|14422359|emb|CAC41633.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.5  bits: 18.3 E():   46 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (33-50:85-102) 
 
             10        20        30        40        50        60   
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETDQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
             70        80 
AAD-12 MRAAYDALDEATRALVHQ 
                          
gi|144 RHVKPLSFRAKTDAPGC  
          120       130   
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 72.4  bits: 19.9 E():   46 
Smith-Waterman score: 49; 33.3% identity (64.3% similar) in 42 aa overlap (28-66:244-284) 
 
                  10        20        30           40        50     
AAD-12    SNVKADGTVRQHSPAEWDDMMKVIVGNMAW--HADSTYMP-VMAQGAVFSAEVVPAV 
                                     :.:  ..... .: :. .  . :.: :  : 
gi|585 GYYAYPYCYNLTPNQPSAQCEATTMQENDKMSWLFESEDVLLPSVYLRWNLTSGERVGLV 
           220       230       240       250       260       270    
 
           60        70        80                                   
AAD-12 GGRTCFADMRAAYDALDEATRALVHQ                                   
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       :::.  : .: :                                                 
gi|585 GGRVKEA-LRIARQMTTSRKKVLPYYWYKYQDRRDTDLSRADLEATLRKITDLGADGFII 
           280        290       300       310       320       330   
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 44; 36.4% identity (63.6% similar) in 22 aa overlap (35-56:28-49) 
 
           10        20        30        40        50        60     
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|115    GVFNYETETTSVIPAARLFKAFILDGDTLFPQVAPQAISSVENISGNGGPGTIKKIS 
                  10        20        30        40        50        
 
           70        80                                             
AAD-12 AAYDALDEATRALVHQ                                             
                                                                    
gi|115 FPEGLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKIS 
        60        70        80        90       100       110        
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (37-56:31-50) 
 
         10        20        30        40        50        60       
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|132 MGVFNYETESTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
         70        80                                               
AAD-12 YDALDEATRALVHQ                                               
                                                                    
gi|132 EGSPFKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (37-56:31-50) 
 
         10        20        30        40        50        60       
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
         70        80                                               
AAD-12 YDALDEATRALVHQ                                               
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (37-56:31-50) 
 
         10        20        30        40        50        60       
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|584 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
         70        80                                               
AAD-12 YDALDEATRALVHQ                                               
                                                                    
gi|584 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (37-56:31-50) 
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         10        20        30        40        50        60       
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
         70        80                                               
AAD-12 YDALDEATRALVHQ                                               
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum aest  (94 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.2  bits: 17.8 E():   48 
Smith-Waterman score: 41; 27.3% identity (48.5% similar) in 33 aa overlap (20-52:17-49) 
 
               10        20        30        40        50        60 
AAD-12 SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF 
                          :.:  .  . : :.    :  :  ::..   .:         
gi|668    IAVAVSADECEGDRRAMIKECAKYQQWPANPKLDPSDACCAVWQKANIPCLCAGVTK 
                  10        20        30        40        50        
 
               70        80                  
AAD-12 ADMRAAYDALDEATRALVHQ                  
                                             
gi|668 EKEKIYCMEKVAYVANFCKKPFPHGYKCGSYTFPPLA 
        60        70        80        90     
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 72.2  bits: 19.9 E():   48 
Smith-Waterman score: 49; 40.0% identity (65.0% similar) in 20 aa overlap (27-46:332-348) 
 
                   10        20        30        40        50       
AAD-12     SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
                                     :  :.   .:: :. .::.:           
gi|113 ILSQGNRFLASDIKKEVVGRYGESAMSESINWNWR---SYMDVFENGAIFVPSGVDPVLT 
             310       320       330          340       350         
 
         60        70        80           
AAD-12 RTCFADMRAAYDALDEATRALVHQ           
                                          
gi|113 PEQNAGMIPAEPGEAVLRLTSSAGVLSCQPGAPC 
      360       370       380       390   
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (37-56:31-50) 
 
         10        20        30        40        50        60       
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
         70        80                                               
AAD-12 YDALDEATRALVHQ                                               
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 72.0  bits: 19.4 E():   49 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (15-72:116-175) 
 
                               10        20        30          40   
AAD-12                 SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|481 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
          90       100       110       120       130       140      
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             50        60        70        80                       
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ                       
         .   ...  . .    :   ::    :.                               
gi|481 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
         150       160       170       180       190       200      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 72.0  bits: 19.4 E():   49 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (15-72:117-176) 
 
                               10        20        30          40   
AAD-12                 SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|168 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
         90       100       110       120       130       140       
 
             50        60        70        80                       
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ                       
         .   ...  . .    :   ::    :.                               
gi|168 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
        150       160       170       180       190       200       
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 71.9  bits: 19.4 E():   50 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (15-72:120-179) 
 
                               10        20        30          40   
AAD-12                 SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|285 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
      90       100       110       120       130       140          
 
             50        60        70        80                       
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ                       
         .   ...  . .    :   ::    :.                               
gi|285 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
     150       160       170       180       190       200          
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 71.8  bits: 19.4 E():   50 
Smith-Waterman score: 47; 23.4% identity (45.3% similar) in 64 aa overlap (15-76:126-189) 
 
                               10        20        30          40   
AAD-12                 SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|330 GLVPKLDAAYSVSYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
         100       110       120       130       140       150      
 
             50        60        70        80                       
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ                       
         .   ...  . .    :   ::    : . .:                           
gi|330 IPAGELQIIDKIDAAFKVAATAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAA 
         160       170       180       190       200       210      
 
gi|330 VKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAAS 
         220       230       240       250       260       270      
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 71.5  bits: 19.3 E():   52 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (15-72:131-190) 
 
                               10        20        30          40   
AAD-12                 SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|330 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
              110       120       130       140       150       160 
 
             50        60        70        80                       
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ                       
         .   ...  . .    :   ::    :.                               
gi|330 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
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              170       180       190       200       210       220 
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 43; 29.0% identity (67.7% similar) in 31 aa overlap (43-73:49-78) 
 
             20        30        40        50        60        70   
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|186 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVRLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
             80                                                     
AAD-12 ATRALVHQ                                                     
       :                                                            
gi|186 AGLGYTYTTIGGDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEAT 
        80        90       100       110       120       130        
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 70.9  bits: 19.8 E():   56 
Smith-Waterman score: 49; 38.1% identity (66.7% similar) in 21 aa overlap (1-21:216-232) 
 
                                             10        20        30 
AAD-12                               SNVKADGTVRQHSPAEWDDMMKVIVGNMAW 
                                     :... :: :    :..::: .          
gi|253 GHPTHLEHSSTNPNSFHYEHNIVSPSSIHPSTAHFDGEV----PSQWDDSLGHGASTPKV 
         190       200       210       220           230       240  
 
               40        50        60        70        80           
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ           
                                                                    
gi|253 RTPSHHVSSNPWAEINEPTGGDNDNLAPVTRPRKPARARRQKKEPRKLSDASQGARSSST 
             250       260       270       280       290       300  
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.6  bits: 18.3 E():   59 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (37-56:31-50) 
 
         10        20        30        40        50        60       
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|261 MGVFNYEAETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
         70        80                                               
AAD-12 YDALDEATRALVHQ                                               
                                                                    
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.6  bits: 18.3 E():   59 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (37-56:31-50) 
 
         10        20        30        40        50        60       
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|132 MGVFNYETETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
         70        80                                               
AAD-12 YDALDEATRALVHQ                                               
                                                                    
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.6  bits: 18.3 E():   59 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (37-56:31-50) 
 
         10        20        30        40        50        60       
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AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVISAARLFKSYVLDGDKLIPKVAPQAITSVENVGGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
         70        80                                               
AAD-12 YDALDEATRALVHQ                                               
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSK 
               70        80        90       100       110       120 
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.7  bits: 18.0 E():   65 
Smith-Waterman score: 42; 27.6% identity (58.6% similar) in 29 aa overlap (36-64:11-39) 
 
          10        20        30        40        50        60      
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                     ..:. : : ::.   . :.  :  . ..:  
gi|126                     MRSLLILVLCFLPLAALGKVFGRCELAAAMKRHGLDNYRG 
                                   10        20        30        40 
 
          70        80                                              
AAD-12 AYDALDEATRALVHQ                                              
                                                                    
gi|126 YSLGNWVCAAKFESNFNTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSA 
               50        60        70        80        90       100 
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.4  bits: 18.0 E():   68 
Smith-Waterman score: 42; 30.3% identity (54.5% similar) in 66 aa overlap (16-76:3-65) 
 
               10          20        30        40        50         
AAD-12 SNVKADGTVRQHSPAEWD--DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR- 
                      ::   :  .:   . .:.: : .  :    .::.:.  : . ..  
gi|121              DPEWHTLDAHEVEQVQATWKAVS-HDEVEILYTVFKAH--PDIMAKF 
                            10        20         30          40     
 
        60          70        80                                    
AAD-12 TCFA--DMRAAYDALDEATRALVHQ                                    
         ::  :..:  :. : :..:                                        
gi|121 PKFAGKDLEAIKDTADFAVHASRIIGFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRGI 
           50        60        70        80        90       100     
 
>>gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Globin   (151 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.4  bits: 18.0 E():   68 
Smith-Waterman score: 42; 33.3% identity (57.6% similar) in 33 aa overlap (46-78:115-147) 
 
          20        30        40        50        60        70      
AAD-12 EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                     : :  :  . ..: ::  .::. :  .:   
gi|121 IGDLPNIDGDVTTFVASHTPRGVTHDQLNNFRAGFVSYMKAHTDFAGAEAAWGATLDAFF 
           90       100       110       120       130       140     
 
          80   
AAD-12 ALVHQ   
       ..:     
gi|121 GMVFAKM 
          150  
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 69.3  bits: 19.5 E():   69 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (62-76:431-446) 
 
              40        50        60        70         80 
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD-EATRALVHQ 
                                     :..: :::.: ...::     
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA     
              410       420       430       440           
 
>>gi|21512|emb|CAA27571.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.0  bits: 19.3 E():   72 
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Smith-Waterman score: 47; 22.5% identity (47.9% similar) in 71 aa overlap (6-76:267-337) 
 
                                        10        20        30      
AAD-12                          SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                     : :   .  :.:     ..: .    : :. 
gi|215 QVDPKFASIKSLNYKQMLLLSLGTGTTSEFDKTYTAEETAKWGTARWMLVIQKMTSAASS 
        240       250       260       270       280       290       
 
          40        50        60        70        80                
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ                
       ::  .  ...:.:        :.    . ..   ::.:..:                    
gi|215 YMTDYYLSTAFQALDSQNNYLRVQENALTGTTTELDDASEANMQLLVQVGEDLLKKSVSK 
        300       310       320       330       340       350       
 
gi|215 DNPETYEEALKRFAKLLSDRKKLRANKASY 
        360       370       380       
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (37-56:30-49) 
 
         10        20        30        40        50        60       
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|402  GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
                10        20        30        40        50          
 
         70        80                                               
AAD-12 YDALDEATRALVHQ                                               
                                                                    
gi|402 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
      60        70        80        90       100       110          
 
>>gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (32-56:27-50) 
 
              10        20        30        40        50        60  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     .:.    :. : :. :.:.. . ::      
gi|212     MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIK 
                   10        20        30         40        50      
 
              70        80                                          
AAD-12 DMRAAYDALDEATRALVHQ                                          
                                                                    
gi|212 KITFGEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMK 
          60        70        80        90       100       110      
 
>>gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (32-56:27-50) 
 
              10        20        30        40        50        60  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     .:.    :. : :. :.:.. . ::      
gi|212     MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIK 
                   10        20        30         40        50      
 
              70        80                                          
AAD-12 DMRAAYDALDEATRALVHQ                                          
                                                                    
gi|212 KITFGEASKYKYSRHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMK 
          60        70        80        90       100       110      
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (37-56:30-49) 
 
         10        20        30        40        50        60       
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
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                                     .: .:  :. :.: . . ::           
gi|437  GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
                10        20        30        40        50          
 
         70        80                                               
AAD-12 YDALDEATRALVHQ                                               
                                                                    
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (37-56:30-49) 
 
         10        20        30        40        50        60       
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|437  GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
                10        20        30        40        50          
 
         70        80                                               
AAD-12 YDALDEATRALVHQ                                               
                                                                    
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (37-56:31-50) 
 
         10        20        30        40        50        60       
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
         70        80                                               
AAD-12 YDALDEATRALVHQ                                               
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (37-56:31-50) 
 
         10        20        30        40        50        60       
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
         70        80                                               
AAD-12 YDALDEATRALVHQ                                               
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (37-56:31-50) 
 
         10        20        30        40        50        60       
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
         70        80                                               
AAD-12 YDALDEATRALVHQ                                               
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gi|400 EGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (37-56:31-50) 
 
         10        20        30        40        50        60       
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
         70        80                                               
AAD-12 YDALDEATRALVHQ                                               
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (37-56:31-50) 
 
         10        20        30        40        50        60       
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
         70        80                                               
AAD-12 YDALDEATRALVHQ                                               
                                                                    
gi|167 EGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (37-56:31-50) 
 
         10        20        30        40        50        60       
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
         70        80                                               
AAD-12 YDALDEATRALVHQ                                               
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (37-56:31-50) 
 
         10        20        30        40        50        60       
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
         70        80                                               
AAD-12 YDALDEATRALVHQ                                               
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (37-56:31-50) 
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         10        20        30        40        50        60       
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
         70        80                                               
AAD-12 YDALDEATRALVHQ                                               
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNK 
               70        80        90       100       110       120 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (60.0% similar) in 25 aa overlap (32-56:27-50) 
 
              10        20        30        40        50        60  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:   : ::: . . ::      
gi|534     MGVFNYEDEATSVIAPARLFKSFVLDADNL-IPKVAPENVSSAENIEGNGGPGTIK 
                   10        20        30         40        50      
 
              70        80                                          
AAD-12 DMRAAYDALDEATRALVHQ                                          
                                                                    
gi|534 KITFPEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSIL 
          60        70        80        90       100       110      
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (37-56:31-50) 
 
         10        20        30        40        50        60       
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
         70        80                                               
AAD-12 YDALDEATRALVHQ                                               
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (37-56:31-50) 
 
         10        20        30        40        50        60       
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
         70        80                                               
AAD-12 YDALDEATRALVHQ                                               
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (37-56:31-50) 
 
         10        20        30        40        50        60       
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVMPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
         70        80                                               
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AAD-12 YDALDEATRALVHQ                                               
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (37-56:31-50) 
 
         10        20        30        40        50        60       
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
         70        80                                               
AAD-12 YDALDEATRALVHQ                                               
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (37-56:31-50) 
 
         10        20        30        40        50        60       
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
         70        80                                               
AAD-12 YDALDEATRALVHQ                                               
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (37-56:31-50) 
 
         10        20        30        40        50        60       
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
         70        80                                               
AAD-12 YDALDEATRALVHQ                                               
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSK 
               70        80        90       100       110       120 
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (37-56:31-50) 
 
         10        20        30        40        50        60       
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
         70        80                                               
AAD-12 YDALDEATRALVHQ                                               
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
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Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (37-56:31-50) 
 
         10        20        30        40        50        60       
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
         70        80                                               
AAD-12 YDALDEATRALVHQ                                               
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (37-56:31-50) 
 
         10        20        30        40        50        60       
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
         70        80                                               
AAD-12 YDALDEATRALVHQ                                               
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (37-56:31-50) 
 
         10        20        30        40        50        60       
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
         70        80                                               
AAD-12 YDALDEATRALVHQ                                               
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 68.8  bits: 14.6 E():   73 
Smith-Waterman score: 29; 57.1% identity (71.4% similar) in 7 aa overlap (32-38:1-7) 
 
              10        20        30        40        50        60  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::. : :                        
gi|751                               ADAGYAPAAPGTQPKA               
                                             10                     
 
              70        80 
AAD-12 DMRAAYDALDEATRALVHQ 
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.3  bits: 17.7 E():   78 
Smith-Waterman score: 41; 34.6% identity (61.5% similar) in 26 aa overlap (34-59:5-30) 
 
            10        20        30        40        50        60    
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.:  ...   ::   .: :::.. :     
gi|217                           MASKSNYNLLFTALLVFIFAAVAAVGNEDCTPWT 
                                         10        20        30     
 
            70        80                                            
AAD-12 RAAYDALDEATRALVHQ                                            
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gi|217 STLITPLPSCRNYVEEQACRIEMPGPPYLAKQECCEQLANIPQQCRCQALRYFMGPKSRP 
           40        50        60        70        80        90     
 
>>gi|4006947|emb|CAA07320.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.4 E():   78 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (38-56:32-50) 
 
        10        20        30        40        50        60        
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        70        80                                               
AAD-12 DALDEATRALVHQ                                               
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|4006963|emb|CAA07328.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.4 E():   78 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (38-56:32-50) 
 
        10        20        30        40        50        60        
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        70        80                                               
AAD-12 DALDEATRALVHQ                                               
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 68.2  bits: 13.8 E():   79 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (75-79:2-6) 
 
           50        60        70        80    
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ    
                                     : :::     
gi|463                              DRNLVHSATR 
                                            10 
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.9  bits: 19.0 E():   82 
Smith-Waterman score: 46; 21.2% identity (57.7% similar) in 52 aa overlap (29-77:37-87) 
 
                 10        20        30        40        50         
AAD-12   SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|269 EAVLLGILLYIPIVLSDDRAPIPSNSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQTK 
         10        20        30         40        50        60      
 
       60           70        80                                    
AAD-12 CF---ADMRAAYDALDEATRALVHQ                                    
        .   .:  . . ...:: ...                                       
gi|269 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSLAPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 67.8  bits: 19.5 E():   82 
Smith-Waterman score: 48; 30.5% identity (52.5% similar) in 59 aa overlap (3-61:135-183) 
 
                                           10        20        30   
AAD-12                             SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHA 
                                     : .:: .:    . : :   . .:.. ..: 
gi|558 RSGGHDYEGLSYRSERPEAFAVVDLNKMRAVVVDGKAR----TAWVDS-GAQLGEL-YYA 
          110       120       130       140            150          
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             40        50        60        70        80             
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ             
        .   ::.:    : : : :..:    ::                                
gi|558 IAKNSPVLA----FPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGTLL 
      160           170       180       190       200       210     
 
>>gi|114326420|ref|NP_001041618.1| major allergen I poly  (88 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.8  bits: 16.9 E():   83 
Smith-Waterman score: 38; 31.8% identity (63.6% similar) in 22 aa overlap (33-54:3-24) 
 
             10        20        30        40        50        60   
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     :..  :  . .:. . :. :::         
gi|114                             MLDAALPPCPTVAATADCEICPAVKRDVDLFL 
                                           10        20        30   
 
             70        80                                       
AAD-12 MRAAYDALDEATRALVHQ                                       
                                                                
gi|114 TGTPDEYVEQVAQYKALPVVLENARILKNCVDAKMTEEDKENALSLLDKIYTSPLC 
             40        50        60        70        80         
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 67.7  bits: 14.3 E():   84 
Smith-Waterman score: 28; 40.0% identity (80.0% similar) in 10 aa overlap (43-52:4-13) 
 
             20        30        40        50        60        70   
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.:  :...:                     
gi|131                            GPVGGVVHAHMMPLL                   
                                          10                        
 
             80 
AAD-12 ATRALVHQ 
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.5  bits: 18.2 E():   86 
Smith-Waterman score: 43; 30.0% identity (55.0% similar) in 20 aa overlap (24-43:1-20) 
 
               10        20        30        40        50        60 
AAD-12 SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF 
                              : .:. :.  .   :.  ::                  
gi|142                        IPANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETL 
                                      10        20        30        
 
               70        80                                         
AAD-12 ADMRAAYDALDEATRALVHQ                                         
                                                                    
gi|142 YAIHRHQNIILSEQELLDCTYHLYDPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKM 
        40        50        60        70        80        90        
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 41; 37.9% identity (62.1% similar) in 29 aa overlap (28-56:23-49) 
 
               10        20        30        40        50        60 
AAD-12 SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF 
                                  .:  ::.  .:  : :.  :.:.: . ::     
gi|604      MAVFTFDDQATSPVAPATLYNALAKDADNI-IP-KAVGSFQSVEIVEGNGGPGTI 
                    10        20        30          40        50    
 
               70        80                                         
AAD-12 ADMRAAYDALDEATRALVHQ                                         
                                                                    
gi|604 KKISFVEDGETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSL 
            60        70        80        90       100       110    
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.7 E():   89 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (37-56:30-49) 
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         10        20        30        40        50        60       
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|437  GVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
                10        20        30        40        50          
 
         70        80                                               
AAD-12 YDALDEATRALVHQ                                               
                                                                    
gi|437 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISHK 
      60        70        80        90       100       110          
 
>>gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.3  bits: 17.7 E():   89 
Smith-Waterman score: 41; 32.0% identity (64.0% similar) in 25 aa overlap (32-56:27-50) 
 
              10        20        30        40        50        60  
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     .:.    :. : :. :.:.. . ::      
gi|212     MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGDGGPGTIK 
                   10        20        30         40        50      
 
              70        80                                          
AAD-12 DMRAAYDALDEATRALVHQ                                          
                                                                    
gi|212 KITFGEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMK 
          60        70        80        90       100       110      
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (37-56:31-50) 
 
         10        20        30        40        50        60       
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
         70        80                                               
AAD-12 YDALDEATRALVHQ                                               
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (37-56:31-50) 
 
         10        20        30        40        50        60       
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
         70        80                                               
AAD-12 YDALDEATRALVHQ                                               
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (37-56:31-50) 
 
         10        20        30        40        50        60       
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
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         70        80                                               
AAD-12 YDALDEATRALVHQ                                               
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (37-56:31-50) 
 
         10        20        30        40        50        60       
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|125 MGVFNYETEATSVIPAARLFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
         70        80                                               
AAD-12 YDALDEATRALVHQ                                               
                                                                    
gi|125 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (37-56:31-50) 
 
         10        20        30        40        50        60       
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|154 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
         70        80                                               
AAD-12 YDALDEATRALVHQ                                               
                                                                    
gi|154 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (37-56:31-50) 
 
         10        20        30        40        50        60       
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
         70        80                                               
AAD-12 YDALDEATRALVHQ                                               
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (37-56:31-50) 
 
         10        20        30        40        50        60       
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
         70        80                                               
AAD-12 YDALDEATRALVHQ                                               
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 2499



 

 

 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (37-56:31-50) 
 
         10        20        30        40        50        60       
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
         70        80                                               
AAD-12 YDALDEATRALVHQ                                               
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.1  bits: 17.1 E():   90 
Smith-Waterman score: 39; 53.8% identity (69.2% similar) in 13 aa overlap (61-73:72-84) 
 
               40        50        60        70        80           
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ           
                                     ::.::  ::  .:                  
gi|131 ELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDE 
              50        60        70        80        90       100  
 
gi|131 FGALVDKWGAKG 
             110    
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.4 E():   96 
Smith-Waterman score: 40; 35.3% identity (70.6% similar) in 17 aa overlap (42-58:30-46) 
 
              20        30        40        50        60        70  
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     :::. ...  :  ::..              
gi|476  DKGPGFVVTGRVYCDPCRAGFETNVSHNVQGATVAVDCRPFNGGESKLKAEATTDGLGW 
                10        20        30        40        50          
 
              80                                                    
AAD-12 EATRALVHQ                                                    
                                                                    
gi|476 YKIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQGIRYANPIAFF 
      60        70        80        90       100       110          
 
>>gi|75139847|sp|Q7M1E8|Q7M1E8_9ROSA Pollen major allerg  (12 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 66.5  bits: 13.8 E():   98 
Smith-Waterman score: 26; 57.1% identity (71.4% similar) in 7 aa overlap (22-28:4-10) 
 
               10        20        30        40        50        60 
AAD-12 SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF 
                            ::. : :                                 
gi|751                   ATGKVVQGAMPP                               
                                 10                                 
 
>>gi|15886861|emb|CAC85911.1| arginine kinase [Plodia in  (355 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 66.4  bits: 18.7 E():   99 
Smith-Waterman score: 45; 33.3% identity (61.1% similar) in 18 aa overlap (11-28:97-112) 
 
                                   10        20        30        40 
AAD-12                     SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .: : .: :.  .  ::.             
gi|158 YAPDAEAYVVFADLFDPIIEDYHNGFKKTDKHPPKNWGDVETL--GNLDPAGEFVVSTRV 
         70        80        90       100         110       120     
 
               50        60        70        80                     
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ                     
                                                                    
gi|158 RCGRSMEGYPFNPCLTEAQYKEMEEKVSSTLSGLEGELKGTFFPLTGMSKETQQQLIDDH 
          130       140       150       160       170       180     
 
>>gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Serum a  (607 aa) 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 2500



 

 

 initn:  46 init1:  46 opt:  48  Z-score: 66.4  bits: 19.4 E():   99 
Smith-Waterman score: 48; 26.3% identity (78.9% similar) in 19 aa overlap (11-29:557-575) 
 
                                   10        20        30        40 
AAD-12                     SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:    ...:...::..            
gi|543 AETFTFHADICTLPEDEKQIKKQSALAELVKHKPKATKEQLKTVLGNFSAFVAKCCGRED 
        530       540       550       560       570       580       
 
               50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                                
gi|543 KEACFAEEGPKLVASSQLALA                    
        590       600                           
 
>>gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Serum   (608 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.4  bits: 19.4 E():   99 
Smith-Waterman score: 48; 21.7% identity (78.3% similar) in 23 aa overlap (11-33:558-580) 
 
                                   10        20        30        40 
AAD-12                     SNVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   ....:...:...  .:        
gi|135 AETFTFHADLCTLPEAEKQIKKQSALVELLKHKPKATEEQLKTVMGDFGSFVDKCCAAED 
       530       540       550       560       570       580        
 
               50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                                
gi|135 KEACFAEEGPKLVAAAQAALA                    
       590       600                            
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:42 2011 done: Fri Jan 21 00:02:43 2011 
 Total Scan time:  0.070 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 80  - 159 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     1     0:= 
  26     0     0: 
  28     0     0: 
  30     4     2:* 
  32     8     8:=* 
  34     6    22:==   * 
  36    25    44:=======   * 
  38    39    73:==========        * 
  40    76   102:===================      * 
  42    68   125:=================              * 
  44   128   138:================================  * 
  46   175   140:==================================*========= 
  48   182   134:=================================*============ 
  50   133   122:==============================*=== 
  52   125   108:==========================*===== 
  54    79    92:====================  * 
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  56    67    77:=================  * 
  58    51    63:=============  * 
  60    38    51:==========  * 
  62    42    41:==========* 
  64    42    33:========*== 
  66    41    26:======*==== 
  68    39    20:====*===== 
  70     8    16:== * 
  72    24    12:==*=== 
  74    16    10:==*= 
  76    22     8:=*==== 
  78    11     6:=*= 
  80     4     5:=* 
  82     3     3:* 
  84     4     3:* 
  86    10     2:*== 
  88     3     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     2     1:*         :*= 
  94     2     1:*         :*= 
  96     1     1:*         :* 
  98     4     0:=         *==== 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     1     0:=         *= 
 114     1     0:=         *= 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.61800.0032; mu= 2.2696 0.166 
 mean_var=35.2993 9.096, 0's: 2 Z-trim: 4  B-trim: 186 in 1/43 
 Lambda= 0.215870 
 Kolmogorov-Smirnov  statistic: 0.1064 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   67 25.9    0.18 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   65 25.3    0.28 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   60 23.6     1.3 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   58 23.0     1.7 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   58 23.0     1.7 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   58 23.0     1.7 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   58 23.0     1.7 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   64 24.5     2.1 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   64 24.5     2.7 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   57 22.6     2.9 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   56 22.3     3.6 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   55 22.0       4 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   60 23.3     4.3 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   55 22.0     4.4 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   58 22.8     5.1 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   59 23.0     5.5 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   54 21.7     5.6 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   57 22.5     5.7 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   58 22.7     6.8 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   58 22.7     6.8 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   49 20.3     8.3 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   57 22.4     8.3 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   57 22.4     8.3 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   57 22.4     8.5 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 21.1     8.5 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   52 21.1     8.5 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   52 21.1     8.5 
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gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   52 21.1     8.6 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   51 20.8     9.5 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   55 21.8     9.7 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   50 20.5      11 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 21.8      11 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 17.9      13 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 17.9      13 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   50 20.5      13 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   49 20.2      15 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   53 21.2      16 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   46 19.4      18 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   52 20.9      19 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   48 19.8      21 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   51 20.6      21 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 19.3      23 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 19.5      24 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   45 19.0      24 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 19.5      24 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 19.5      24 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   47 19.5      25 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   47 19.5      25 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   47 19.5      25 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   47 19.5      25 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   47 19.5      25 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   47 19.5      25 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   47 19.5      25 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   47 19.5      25 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   47 19.5      25 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   47 19.5      25 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   47 19.5      25 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 19.5      25 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 19.5      25 
gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   48 19.8      28 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   46 19.2      28 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.2      28 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 20.3      28 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   51 20.5      30 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   51 20.5      30 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   51 20.5      30 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   51 20.5      30 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   51 20.5      30 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   51 20.5      30 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   44 18.7      31 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   46 19.2      31 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   46 19.2      31 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   46 19.2      31 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 19.2      31 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 19.2      31 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 19.2      31 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 19.2      31 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   50 20.2      33 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.4      36 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 16.3      37 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   45 18.9      38 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   45 18.9      38 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   45 18.9      38 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   45 18.9      38 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   45 18.9      38 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   45 18.9      38 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   45 18.9      38 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   45 18.9      38 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 20.2      39 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   51 20.4      39 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   44 18.6      40 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   52 20.7      41 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   52 20.7      43 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 20.2      43 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   43 18.4      43 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   46 19.1      44 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   42 18.1      45 
gi|14422363|emb|CAC41635.1| plantain pollen major  ( 131)   43 18.3      46 
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gi|14422359|emb|CAC41633.1| plantain pollen major  ( 131)   43 18.3      46 
gi|14422361|emb|CAC41634.1| plantain pollen major  ( 131)   43 18.3      46 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   49 19.9      46 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   44 18.6      47 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   44 18.6      47 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   44 18.6      47 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   44 18.6      47 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   44 18.6      47 
gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum  (  94)   41 17.8      48 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 19.9      48 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   44 18.6      48 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   47 19.4      49 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   47 19.4      49 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   47 19.4      50 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.3      50 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   47 19.3      52 
gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Glo ( 151)   43 18.3      55 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   43 18.3      56 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   43 18.3      59 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   43 18.3      59 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   43 18.3      59 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   42 18.0      66 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   42 18.0      68 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 19.5      69 
gi|21512|emb|CAA27571.1| patatin [Solanum tuberosu ( 386)   47 19.3      72 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.0      72 
gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allerge ( 159)   42 18.0      72 
gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allerge ( 159)   42 18.0      72 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   42 18.0      72 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   42 18.0      72 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.0      72 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   42 18.0      72 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.0      72 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   42 18.0      72 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.0      72 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   42 18.0      72 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.0      72 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.0      72 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   42 18.0      72 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 18.0      72 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 18.0      72 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   42 18.0      72 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.0      72 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   42 18.0      72 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 18.0      72 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   42 18.0      72 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   42 18.0      72 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.0      72 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.0      72 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 14.6      73 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   41 17.7      78 
gi|4006963|emb|CAA07328.1| pollen allergen Betv1,  ( 120)   40 17.4      79 
gi|4006947|emb|CAA07320.1| pollen allergen Betv1,  ( 120)   40 17.4      79 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 13.8      79 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   46 19.0      83 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   48 19.5      83 
gi|114326420|ref|NP_001041618.1| major allergen I  (  88)   38 16.9      83 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   28 14.3      84 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   47 19.2      86 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   43 18.2      86 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   41 17.7      86 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   41 17.7      89 
gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allerge ( 159)   41 17.7      89 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   41 17.7      89 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   41 17.7      89 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   41 17.7      89 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   41 17.7      89 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   41 17.7      89 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   41 17.7      89 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   41 17.7      89 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   41 17.7      89 
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gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.1      90 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   40 17.4      97 
gi|75139847|sp|Q7M1E8|Q7M1E8_9ROSA Pollen major al (  12)   26 13.8      98 
gi|15886861|emb|CAC85911.1| arginine kinase [Plodi ( 355)   45 18.7      99 
gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Ser ( 607)   48 19.4      99 
gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Se ( 608)   48 19.4      99 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  67  Z-score: 115.7  bits: 25.9 E(): 0.18 
Smith-Waterman score: 67; 40.0% identity (63.3% similar) in 30 aa overlap (4-33:30-56) 
 
                                         10        20        30     
AAD-12                           NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. : :   ::. :.. :  
gi|126 TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTK--KGNL-WEVKSA 
               10        20        30        40          50         
 
           40        50        60        70        80 
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQR 
                                                      
gi|126 KPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN       
        60        70        80        90              
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  65  Z-score: 112.4  bits: 25.3 E(): 0.28 
Smith-Waterman score: 65; 35.5% identity (64.5% similar) in 31 aa overlap (4-34:30-57) 
 
                                         10        20        30     
AAD-12                           NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. . :   ::. :.. :. 
gi|144 VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKSS 
               10        20        30        40          50         
 
           40        50        60        70        80 
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQR 
                                                      
gi|144 KPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE        
        60        70        80        90              
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  55 init1:  55 opt:  60  Z-score: 100.2  bits: 23.6 E():  1.3 
Smith-Waterman score: 60; 27.1% identity (58.3% similar) in 48 aa overlap (33-80:5-51) 
 
             10        20        30        40        50        60   
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.  :..  ... :. .. :. :. :.: : 
gi|189                           MASKSSITPLLLAAVLASVFAAAAATGQYCYAGM 
                                         10        20        30     
 
             70        80                                           
AAD-12 RAAYDALDEATRALVHQR                                           
           . : :. :  : :.                                           
gi|189 GLPSNPL-EGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFI 
           40         50        60        70        80        90    
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 98.4  bits: 23.0 E():  1.7 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (4-62:55-107) 
 
                                          10        20        30    
AAD-12                            NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
            40        50        60        70        80 
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQR 
          :.  ::  :. . .   : .. : :.                   
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE    
                 90       100       110       120      
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>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 98.4  bits: 23.0 E():  1.7 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (4-62:55-107) 
 
                                          10        20        30    
AAD-12                            NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
            40        50        60        70        80 
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQR 
          :.  ::  :. . .   : .. : :.                   
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE    
                 90       100       110       120      
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 98.4  bits: 23.0 E():  1.7 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (4-62:55-107) 
 
                                          10        20        30    
AAD-12                            NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|117 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
            40        50        60        70        80 
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQR 
          :.  ::  :. . .   : .. : :.                   
gi|117 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE    
                 90       100       110       120      
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 98.4  bits: 23.0 E():  1.7 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (4-62:55-107) 
 
                                          10        20        30    
AAD-12                            NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
            40        50        60        70        80 
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQR 
          :.  ::  :. . .   : .. : :.                   
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE    
                 90       100       110       120      
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  64  Z-score: 96.8  bits: 24.5 E():  2.1 
Smith-Waterman score: 64; 33.3% identity (57.1% similar) in 63 aa overlap (3-61:89-149) 
 
                                            10        20        30  
AAD-12                             NVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .  :. . ..:  . 
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLT 
       60        70        80        90       100        110        
 
                 40        50        60        70        80         
AAD-12 DSTYMP---VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQR         
       : . :    . .::  . :    .:.:::   :                            
gi|114 DFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPE 
        120       130       140       150       160       170       
 
gi|114 FHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSN 
        180       190       200       210       220       230       
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  64  Z-score: 94.9  bits: 24.5 E():  2.7 
Smith-Waterman score: 64; 33.3% identity (57.1% similar) in 63 aa overlap (3-61:119-179) 
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                                            10        20        30  
AAD-12                             NVKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .  :. . ..:  . 
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLT 
       90       100       110       120       130        140        
 
                 40        50        60        70        80         
AAD-12 DSTYMP---VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQR         
       : . :    . .::  . :    .:.:::   :                            
gi|476 DFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPE 
        150       160       170       180       190       200       
 
gi|476 FHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSN 
        210       220       230       240       250       260       
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 94.1  bits: 22.6 E():  2.9 
Smith-Waterman score: 57; 41.4% identity (69.0% similar) in 29 aa overlap (27-55:23-50) 
 
               10        20        30        40        50        60 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                 .. .:: : .: .:  .: :::.: . ::      
gi|444     MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGVGTIK 
                   10        20         30        40        50      
 
               70        80                                         
AAD-12 DMRAAYDALDEATRALVHQR                                         
                                                                    
gi|444 KISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSII 
          60        70        80        90       100       110      
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 92.4  bits: 22.3 E():  3.6 
Smith-Waterman score: 56; 40.0% identity (68.0% similar) in 25 aa overlap (31-55:27-50) 
 
               10        20        30        40        50        60 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. :::.. . ::      
gi|165     MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIK 
                   10        20        30         40        50      
 
               70        80                                         
AAD-12 DMRAAYDALDEATRALVHQR                                         
                                                                    
gi|165 KITFGEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSIL 
          60        70        80        90       100       110      
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 91.7  bits: 22.0 E():    4 
Smith-Waterman score: 55; 25.0% identity (58.3% similar) in 48 aa overlap (33-80:5-51) 
 
             10        20        30        40        50        60   
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.  :..  ... :. .. .. :. :.: : 
gi|439                           MASKSSITPLLLAAVLASVFAAATATGQYCYAGM 
                                         10        20        30     
 
             70        80                                           
AAD-12 RAAYDALDEATRALVHQR                                           
           . : :. :  : :.                                           
gi|439 GLPSNPL-EGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYF 
           40         50        60        70        80        90    
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  48 init1:  48 opt:  60  Z-score: 91.0  bits: 23.3 E():  4.3 
Smith-Waterman score: 60; 22.2% identity (61.9% similar) in 63 aa overlap (11-72:134-194) 
 
                                   10        20        30           
AAD-12                     NVKADGTVRQHSPAEWDDMMKVIVGNMAWHAD-STYMPVM 
                                     : :: ::   : .. .. ...  ..      
gi|309 SKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQVKYQGGCGSGWAFS 
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           110       120       130       140       150       160    
 
      40        50        60        70        80                    
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQR                    
       : ::. .:... :.:  . ..... . : ..:.                            
gi|309 ATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGCYNGWHYQSFEWVLEHGGIATDDDY 
           170        180        190       200       210       220  
 
gi|309 PYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAILEQPISVSIDAKDFH 
             230       240       250       260       270       280  
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 90.9  bits: 22.0 E():  4.4 
Smith-Waterman score: 55; 32.4% identity (58.8% similar) in 34 aa overlap (12-39:114-147) 
 
                                  10        20            30        
AAD-12                    NVKADGTVRQHSPAEWDDMMKVIV----GNMAWHA--DSTY 
                                     :::. :.. : .:    :   : .  .:.. 
gi|250 EVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSW 
            90       100       110       120       130       140    
 
          40        50        60        70        80 
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQR 
        ::.                                          
gi|250 APVLDFVFSTLKNEL                               
           150                                       
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 89.8  bits: 22.8 E():  5.1 
Smith-Waterman score: 58; 26.0% identity (56.0% similar) in 50 aa overlap (28-77:23-71) 
 
               10        20        30        40        50        60 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                  .. ::. : :. :   .  : ..::.::    . 
gi|663      MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGKATT 
                    10        20        30        40         50     
 
               70        80                                         
AAD-12 DMRAAYDALDEATRALVHQR                                         
       : .   . .. . .: :                                            
gi|663 DEQKLLEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILKLDT 
           60        70        80        90       100       110     
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 89.2  bits: 23.0 E():  5.5 
Smith-Waterman score: 59; 21.3% identity (53.3% similar) in 75 aa overlap (1-75:263-337) 
 
                                             10        20        30 
AAD-12                               NVKADGTVRQHSPAEWDDMMKVIVGNMAWH 
                                     : . : :   .  :.:  .  ... ..  . 
gi|169 TRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMTN 
            240       250       260       270       280       290   
 
               40        50        60        70        80           
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQR           
       : :.::  .  ..::.:.       :.    . ..   .:.:..:                
gi|169 AASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLKK 
            300       310       320       330       340       350   
 
gi|169 PVSKDSPETYEEALKRFAKLLSDRKKLRANKASY 
            360       370       380       
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 89.1  bits: 21.7 E():  5.6 
Smith-Waterman score: 54; 37.9% identity (69.0% similar) in 29 aa overlap (27-55:23-50) 
 
               10        20        30        40        50        60 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                 .. .:: : .: .:  .: .::.: . ::      
gi|444     MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGVGTIK 
                   10        20         30        40        50      
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               70        80                                         
AAD-12 DMRAAYDALDEATRALVHQR                                         
                                                                    
gi|444 KISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGGSII 
          60        70        80        90       100       110      
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 88.9  bits: 22.5 E():  5.7 
Smith-Waterman score: 57; 18.2% identity (58.2% similar) in 55 aa overlap (2-56:225-279) 
 
                                            10        20        30  
AAD-12                              NVKADGTVRQHSPAEWDDMMKVIVGNMAWHA 
                                     :...: .. ..::. . . . .. ..:    
gi|106 IMQQEQQEQRQGVQILVPLSQQQQVGQGTLVQGQGIIQPQQPAQLEVIRSSVLQTLATMC 
          200       210       220       230       240       250     
 
              40        50        60        70        80 
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQR 
       .    :  .   .  : .: ..::.                         
gi|106 NVYVPPYCSTIRAPFASIVAGIGGQ                         
          260       270                                  
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 87.5  bits: 22.7 E():  6.8 
Smith-Waterman score: 58; 21.3% identity (53.3% similar) in 75 aa overlap (1-75:263-337) 
 
                                             10        20        30 
AAD-12                               NVKADGTVRQHSPAEWDDMMKVIVGNMAWH 
                                     : . : :   .  :.:  .  ... ..  . 
gi|215 TRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMTN 
            240       250       260       270       280       290   
 
               40        50        60        70        80           
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQR           
       : :.::  .  ..::.:.       :.    . ..   .:.:..:                
gi|215 AASSYMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDASEANMELLVQVGETLLKK 
            300       310       320       330       340       350   
 
gi|215 PVSKDSPETYEEALKRFAKLLSDRKKLRANKASH 
            360       370       380       
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 87.5  bits: 22.7 E():  6.8 
Smith-Waterman score: 58; 21.3% identity (53.3% similar) in 75 aa overlap (1-75:263-337) 
 
                                             10        20        30 
AAD-12                               NVKADGTVRQHSPAEWDDMMKVIVGNMAWH 
                                     : . : :   .  :.:  .  ... ..  . 
gi|215 TRLAQDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMTN 
            240       250       260       270       280       290   
 
               40        50        60        70        80           
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQR           
       : :.::  .  ..::.:.       :.    . ..   .:.:..:                
gi|215 AASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLKK 
            300       310       320       330       340       350   
 
gi|215 PVSKDSPETYEEALKRFAKLLSDRKKLRANKASH 
            360       370       380       
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 86.0  bits: 20.3 E():  8.3 
Smith-Waterman score: 49; 32.3% identity (58.1% similar) in 31 aa overlap (7-35:35-64) 
 
                                       10          20        30     
AAD-12                         NVKADGTVRQHSPAE--WDDMMKVIVGNMAWHADST 
                                     : . ..::.  :: .  : .   .: ::.  
gi|323 QTCAGNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKP 
           10        20        30        40         50        60    
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           40        50        60        70        80 
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQR 
       :                                              
gi|323 YSWRYGWTAFCGPAGPRCLRTNAAVTVR                   
            70        80        90                    
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  48 init1:  48 opt:  57  Z-score: 86.0  bits: 22.4 E():  8.3 
Smith-Waterman score: 57; 22.2% identity (58.7% similar) in 63 aa overlap (11-72:134-194) 
 
                                   10        20        30           
AAD-12                     NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY-MPVM 
                                     : :: ::   : .. .. ...          
gi|129 SKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQVKYQGGCGRGWAFS 
           110       120       130       140       150       160    
 
      40        50        60        70        80                    
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQR                    
       : ::. .:... :.:  . ..... . : ..:.                            
gi|129 ATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGSYNGWQYQSFEWVLEHGGIATDDDY 
           170        180        190       200       210       220  
 
gi|129 PYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAILEQPISVSIDAKDFH 
             230       240       250       260       270       280  
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  48 init1:  48 opt:  57  Z-score: 86.0  bits: 22.4 E():  8.3 
Smith-Waterman score: 57; 22.2% identity (58.7% similar) in 63 aa overlap (11-72:134-194) 
 
                                   10        20        30           
AAD-12                     NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY-MPVM 
                                     : :: ::   : .. .. ...          
gi|119 SKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQVKYQGGCGRGWAFS 
           110       120       130       140       150       160    
 
      40        50        60        70        80                    
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQR                    
       : ::. .:... :.:  . ..... . : ..:.                            
gi|119 ATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGSYNGWQYQSFEWVLEHGGIATDDDY 
           170        180        190       200       210       220  
 
gi|119 PYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAILEQPISVSIDAKDFH 
             230       240       250       260       270       280  
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.8  bits: 22.4 E():  8.5 
Smith-Waterman score: 57; 21.3% identity (53.3% similar) in 75 aa overlap (1-75:263-337) 
 
                                             10        20        30 
AAD-12                               NVKADGTVRQHSPAEWDDMMKVIVGNMAWH 
                                     : . : :   .  :.:  .  ... ..  . 
gi|158 TRLAQEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQLTN 
            240       250       260       270       280       290   
 
               40        50        60        70        80           
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQR           
       : :.::  .  ..::.:.       :.    . ..   .:.:..:                
gi|158 AASSYMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLKK 
            300       310       320       330       340       350   
 
gi|158 PVSKDSPETYEEALKRFAKLLSNRKKLRANKASY 
            360       370       380       
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 85.8  bits: 21.1 E():  8.5 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (31-55:27-50) 
 
               10        20        30        40        50        60 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|602     MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
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                   10        20        30         40        50      
 
               70        80                                         
AAD-12 DMRAAYDALDEATRALVHQR                                         
                                                                    
gi|602 KINFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 85.8  bits: 21.1 E():  8.5 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (31-55:27-50) 
 
               10        20        30        40        50        60 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|279     MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
               70        80                                         
AAD-12 DMRAAYDALDEATRALVHQR                                         
                                                                    
gi|279 KINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 85.8  bits: 21.1 E():  8.5 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (31-55:27-50) 
 
               10        20        30        40        50        60 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :::.. . ::      
gi|131     MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIK 
                   10        20        30         40        50      
 
               70        80                                         
AAD-12 DMRAAYDALDEATRALVHQR                                         
                                                                    
gi|131 KINFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 85.7  bits: 21.1 E():  8.6 
Smith-Waterman score: 52; 37.9% identity (69.0% similar) in 29 aa overlap (27-55:23-50) 
 
               10        20        30        40        50        60 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                 .. .:: : .: .:  .: .::.: . ::      
gi|444     MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGVGTIK 
                   10        20         30        40        50      
 
               70        80                                         
AAD-12 DMRAAYDALDEATRALVHQR                                         
                                                                    
gi|444 KISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSII 
          60        70        80        90       100       110      
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  46 init1:  46 opt:  51  Z-score: 85.0  bits: 20.8 E():  9.5 
Smith-Waterman score: 51; 25.0% identity (54.2% similar) in 48 aa overlap (33-80:5-51) 
 
             10        20        30        40        50        60   
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.  :..   .. :. .. .. :  :.: : 
gi|217                           MASKSSISPLLLATVLVSVFAAATATGPYCYAGM 
                                         10        20        30     
 
             70        80                                           
AAD-12 RAAYDALDEATRALVHQR                                           
           . : :. :  : :.                                           
gi|217 GLPINPL-EGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYF 
           40         50        60        70        80        90    
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>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 84.8  bits: 21.8 E():  9.7 
Smith-Waterman score: 55; 25.5% identity (55.3% similar) in 47 aa overlap (22-67:16-62) 
 
               10        20         30        40        50          
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMA-WHADSTYMPVMAQGAVFSAEVVPAVGGRTCF 
                            ...:  : . ::. : :. :   .  : .  :.::..   
gi|441       MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATPAAAGGKATT 
                     10        20        30        40        50     
 
      60        70        80                                        
AAD-12 ADMRAAYDALDEATRALVHQR                                        
        ...   :                                                     
gi|441 DEQKLLEDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDT 
           60        70        80        90       100       110     
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.1  bits: 20.5 E():   11 
Smith-Waterman score: 50; 28.1% identity (59.4% similar) in 32 aa overlap (22-53:11-42) 
 
               10        20        30        40        50        60 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                            ::.. .:: ...   :. : :    ..::  .        
gi|249            MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQDIMPCLHFV 
                          10        20        30        40          
 
               70        80                                         
AAD-12 DMRAAYDALDEATRALVHQR                                         
                                                                    
gi|249 KGEEKEPSKECCSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVAEVPKKCDIK 
      50        60        70        80        90       100          
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 83.7  bits: 21.8 E():   11 
Smith-Waterman score: 55; 30.6% identity (58.3% similar) in 36 aa overlap (14-49:155-190) 
 
                                10        20        30        40    
AAD-12                  NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :   . ..::.:..  :: .     .  :: 
gi|249 QLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA 
          130       140       150       160       170       180     
 
            50        60        70        80                        
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQR                        
       . .:::                                                       
gi|249 IPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTL 
          190       200       210       220       230       240     
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 82.7  bits: 17.9 E():   13 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (29-35:19-25) 
 
               10        20        30        40        50        60 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                   :.::..:                          
gi|320           YTTEGGTKAEAEDVIPEGWKADTSYE                         
                         10        20                               
 
               70        80 
AAD-12 DMRAAYDALDEATRALVHQR 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 82.7  bits: 17.9 E():   13 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (29-35:19-25) 
 
               10        20        30        40        50        60 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                   :.::..:                          
gi|320           YTTEGGKKVEAEDVIPEGWKADTSYE                         
                         10        20                               
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               70        80 
AAD-12 DMRAAYDALDEATRALVHQR 
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 82.3  bits: 20.5 E():   13 
Smith-Waterman score: 50; 31.0% identity (55.2% similar) in 29 aa overlap (36-59:31-59) 
 
          10        20        30        40        50             60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICFD 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 DMRAAYDALDEATRALVHQR                                         
                                                                    
gi|132 EGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSISK 
               70        80        90       100       110       120 
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 81.1  bits: 20.2 E():   15 
Smith-Waterman score: 49; 35.7% identity (52.4% similar) in 42 aa overlap (43-73:37-78) 
 
             20        30        40        50              60       
AAD-12 PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR------TCFADMRAAY 
                                     :. : :.: . ::       :   : ...: 
gi|145 EEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSY 
         10        20        30        40        50        60       
 
              70        80                                          
AAD-12 -----DALDEATRALVHQR                                          
            ::.::::                                                 
gi|145 VLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAP 
         70        80        90       100       110       120       
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 80.6  bits: 21.2 E():   16 
Smith-Waterman score: 53; 21.1% identity (63.2% similar) in 57 aa overlap (2-56:273-327) 
 
                                            10        20        30  
AAD-12                              NVKADGTVRQHSPAEWDDMMKVIVGNMAWHA 
                                     :...: .. ..::. . . .... ..     
gi|170 MQQQQQQQQQQGIDIFLPLSQHEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMC 
            250       260       270       280       290       300   
 
                40        50        60        70        80 
AAD-12 DSTYMP--VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQR 
       . .:.:     . : : : .: ..::.                         
gi|170 N-VYVPPECSIMRAPF-ASIVAGIGGQ                         
             310        320                                
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 80.0  bits: 19.4 E():   18 
Smith-Waterman score: 46; 26.9% identity (53.8% similar) in 52 aa overlap (3-52:8-56) 
 
                    10        20        30          40        50    
AAD-12      NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY--MPVMAQGAVFSAEVVPAV 
              :: :.    .:.  ::..   .::. .  ..     :..  :: :  ..: :  
gi|166 ATPTPTPKAAGSWCVPKPGVSDDQL---TGNINYACSQGIDCGPIQPGGACFEPNTVKAH 
               10        20           30        40        50        
 
            60        70        80                  
AAD-12 GGRTCFADMRAAYDALDEATRALVHQR                  
                                                    
gi|166 AAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
        60        70        80        90       100  
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.6  bits: 20.9 E():   19 
Smith-Waterman score: 52; 20.8% identity (58.3% similar) in 48 aa overlap (33-80:72-119) 
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             10        20        30        40        50        60   
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:...:   :: .  :..  .. :... 
gi|170 QSFSQQPPFSQQQQQPLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQ 
              50        60        70        80        90       100  
 
             70        80                                           
AAD-12 RAAYDALDEATRALVHQR                                           
       .      ..  . ::.:.                                           
gi|170 QQLVLPPQQQQQQLVQQQIPIVQPSVLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSS 
             110       120       130       140       150       160  
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 78.9  bits: 19.8 E():   21 
Smith-Waterman score: 48; 29.8% identity (47.4% similar) in 57 aa overlap (2-44:38-90) 
 
                                            10           20         
AAD-12                              NVKADGTVRQ---HSPAEWDDMMKVIVGNMA 
                                     :.: . .:.    .:  ::.. ::    .: 
gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKVA---QA 
        10        20        30        40        50        60        
 
                  30        40        50        60        70        
AAD-12 W-----------HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
       :           :.:      :::::.                                  
gi|148 WAETRTPDCSLIHSDRCG-ENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQI 
           70        80         90       100       110       120    
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.6  bits: 20.6 E():   21 
Smith-Waterman score: 51; 22.6% identity (64.5% similar) in 31 aa overlap (33-63:66-96) 
 
             10        20        30        40        50        60   
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:.. ::  :  .. :..  .. :... 
gi|219 QPLPPQQTFPQQPPFSQQQQQQPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQ 
          40        50        60        70        80        90      
 
             70        80                                           
AAD-12 RAAYDALDEATRALVHQR                                           
       .                                                            
gi|219 QQLILPPQQQQQLPQQQISIVQPSVLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSC 
         100       110       120       130       140       150      
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.1  bits: 19.3 E():   23 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (37-52:66-81) 
 
         10        20        30        40        50        60       
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
         70        80               
AAD-12 DALDEATRALVHQR               
                                    
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS 
         100       110       120    
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.7  bits: 19.5 E():   24 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (62-78:14-30) 
 
              40        50        60        70        80            
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQR            
                                     .: :.: .:.  .. .:              
gi|219                  MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQ 
                                10        20        30        40    
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gi|219 TFEENDLQQLIIEIDADGSGELEFDEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNG 
            50        60        70        80        90       100    
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 77.6  bits: 19.0 E():   24 
Smith-Waterman score: 45; 25.5% identity (58.8% similar) in 51 aa overlap (32-79:13-61) 
 
              10        20        30        40        50            
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV-PAVG--GRTC 
                                     :..   : : :. :. ..    ::  :..  
gi|207                   MSITDIVSEKDIDAALESVKAAGS-FNYKIFFQKVGLAGKSA 
                                 10        20         30        40  
 
       60        70        80                                       
AAD-12 FADMRAAYDALDEATRALVHQR                                       
        :: . ... ::.   ....:                                        
gi|207 -ADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGV 
               50        60        70        80        90       100 
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.5  bits: 19.5 E():   24 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (50-66:141-157) 
 
      20        30        40        50        60        70          
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
      80 
AAD-12 R 
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.5  bits: 19.5 E():   24 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (50-66:141-157) 
 
      20        30        40        50        60        70          
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
      80 
AAD-12 R 
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.4  bits: 19.5 E():   25 
Smith-Waterman score: 47; 40.0% identity (68.0% similar) in 25 aa overlap (31-55:27-50) 
 
               10        20        30        40        50        60 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :: :.:.. . ::      
gi|602     MGVFTYEFEFTSVIPPARLYNAFVLDADNL-IPKIAPQAVKSTEILEGDGGVGTIK 
                   10        20        30         40        50      
 
               70        80                                         
AAD-12 DMRAAYDALDEATRALVHQR                                         
                                                                    
gi|602 KINFGEGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIK 
          60        70        80        90       100       110      
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.4  bits: 19.5 E():   25 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (31-55:27-50) 
 
               10        20        30        40        50        60 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|134     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
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               70        80                                         
AAD-12 DMRAAYDALDEATRALVHQR                                         
                                                                    
gi|134 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.4  bits: 19.5 E():   25 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (31-55:27-50) 
 
               10        20        30        40        50        60 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
               70        80                                         
AAD-12 DMRAAYDALDEATRALVHQR                                         
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.4  bits: 19.5 E():   25 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (31-55:27-50) 
 
               10        20        30        40        50        60 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEYTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
               70        80                                         
AAD-12 DMRAAYDALDEATRALVHQR                                         
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.4  bits: 19.5 E():   25 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (31-55:27-50) 
 
               10        20        30        40        50        60 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
               70        80                                         
AAD-12 DMRAAYDALDEATRALVHQR                                         
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 77.4  bits: 19.5 E():   25 
Smith-Waterman score: 47; 23.7% identity (54.2% similar) in 59 aa overlap (31-78:27-84) 
 
               10        20        30        40        50           
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG----- 
                                     ::.  .: .:  :.  ::.. . ::      
gi|304     MGLYTFENEFTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
          60              70        80                              
AAD-12 RTCFAD------MRAAYDALDEATRALVHQR                              
       .  :..      ..   :..:::. . ..                                
gi|304 KITFGEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
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 initn:  46 init1:  46 opt:  47  Z-score: 77.4  bits: 19.5 E():   25 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (31-55:27-50) 
 
               10        20        30        40        50        60 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|165     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
               70        80                                         
AAD-12 DMRAAYDALDEATRALVHQR                                         
                                                                    
gi|165 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.4  bits: 19.5 E():   25 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (31-55:27-50) 
 
               10        20        30        40        50        60 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|886     MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
               70        80                                         
AAD-12 DMRAAYDALDEATRALVHQR                                         
                                                                    
gi|886 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIK 
          60        70        80        90       100       110      
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.4  bits: 19.5 E():   25 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (31-55:27-50) 
 
               10        20        30        40        50        60 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|753     MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
               70        80                                         
AAD-12 DMRAAYDALDEATRALVHQR                                         
                                                                    
gi|753 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.4  bits: 19.5 E():   25 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (31-55:27-50) 
 
               10        20        30        40        50        60 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
                   10        20        30         40        50      
 
               70        80                                         
AAD-12 DMRAAYDALDEATRALVHQR                                         
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.4  bits: 19.5 E():   25 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (31-55:27-50) 
 
               10        20        30        40        50        60 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :. .::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIK 
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                   10        20        30         40        50      
 
               70        80                                         
AAD-12 DMRAAYDALDEATRALVHQR                                         
                                                                    
gi|459 KITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIK 
          60        70        80        90       100       110      
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.3  bits: 19.5 E():   25 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (50-66:144-160) 
 
      20        30        40        50        60        70          
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
      80 
AAD-12 R 
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.3  bits: 19.5 E():   25 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (50-66:144-160) 
 
      20        30        40        50        60        70          
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
      80 
AAD-12 R 
 
>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.5  bits: 19.8 E():   28 
Smith-Waterman score: 48; 33.3% identity (59.3% similar) in 27 aa overlap (33-59:17-43) 
 
             10        20        30        40        50        60   
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.:.:  .   ::..:  :  .: : .    
gi|510               MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLP 
                             10        20        30        40       
 
             70        80                                           
AAD-12 RAAYDALDEATRALVHQR                                           
                                                                    
gi|510 VIRGKGGGIEFAKTETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHL 
         50        60        70        80        90       100       
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 76.5  bits: 19.2 E():   28 
Smith-Waterman score: 46; 41.2% identity (82.4% similar) in 17 aa overlap (1-16:3-19) 
 
                  10        20        30        40        50        
AAD-12   NVKAD-GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
         .: .: :.. ..::.::                                          
gi|250 PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPFPRCRALVKSQCAGGQVVESIQKDCCRQIA 
               10        20        30        40        50        60 
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 76.4  bits: 19.2 E():   28 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (62-79:126-143) 
 
              40        50        60        70        80    
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQR    
                                     . ::..::: :..: ...     
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG 
         100       110       120       130       140        
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
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 initn:  50 init1:  50 opt:  50  Z-score: 76.3  bits: 20.3 E():   28 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (29-46:66-83) 
 
                 10        20        30        40        50         
AAD-12   NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
       60        70        80                                       
AAD-12 FADMRAAYDALDEATRALVHQR                                       
                                                                    
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.0  bits: 20.5 E():   30 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (20-57:270-307) 
 
                          10        20        30        40          
AAD-12            NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
      50        60        70        80                              
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQR                              
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.0  bits: 20.5 E():   30 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (20-57:270-307) 
 
                          10        20        30        40          
AAD-12            NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
      50        60        70        80                              
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQR                              
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.0  bits: 20.5 E():   30 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (20-57:270-307) 
 
                          10        20        30        40          
AAD-12            NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|118 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
      50        60        70        80                              
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQR                              
       .  : : :                                                     
gi|118 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.0  bits: 20.5 E():   30 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (20-57:270-307) 
 
                          10        20        30        40          
AAD-12            NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|270 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
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     240       250       260       270       280       290          
 
      50        60        70        80                              
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQR                              
       .  : : :                                                     
gi|270 IQHVKGGTPKRPDRAIETYLFAMFDENQKQPEVEKHFGLFFPDKRPKYNLNFSAKKNWDI 
     300       310       320       330       340       350          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.0  bits: 20.5 E():   30 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (20-57:270-307) 
 
                          10        20        30        40          
AAD-12            NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|327 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
      50        60        70        80                              
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQR                              
       .  : : :                                                     
gi|327 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.0  bits: 20.5 E():   30 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (20-57:270-307) 
 
                          10        20        30        40          
AAD-12            NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
      50        60        70        80                              
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQR                              
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFATFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 75.7  bits: 18.7 E():   31 
Smith-Waterman score: 44; 32.4% identity (56.8% similar) in 37 aa overlap (36-72:65-101) 
 
          10        20        30        40        50        60      
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .:  ..::. ::  . :.:: :  :   :  
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
          70        80   
AAD-12 YDALDEATRALVHQR   
        .  .:.           
gi|117 EEEKEESDDDMGFGLFD 
          100       110  
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (31-55:27-50) 
 
               10        20        30        40        50        60 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
               70        80                                         
AAD-12 DMRAAYDALDEATRALVHQR                                         
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIK 
          60        70        80        90       100       110      
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>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (31-55:27-50) 
 
               10        20        30        40        50        60 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|880     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
               70        80                                         
AAD-12 DMRAAYDALDEATRALVHQR                                         
                                                                    
gi|880 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVI 
          60        70        80        90       100       110      
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (31-55:27-50) 
 
               10        20        30        40        50        60 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  ::  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
               70        80                                         
AAD-12 DMRAAYDALDEATRALVHQR                                         
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (34-55:29-50) 
 
            10        20        30        40        50        60    
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|116   MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
            70        80                                            
AAD-12 AAYDALDEATRALVHQR                                            
                                                                    
gi|116 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKIS 
       60        70        80        90       100       110         
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (34-55:29-50) 
 
            10        20        30        40        50        60    
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|116   MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
            70        80                                            
AAD-12 AAYDALDEATRALVHQR                                            
                                                                    
gi|116 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKIS 
       60        70        80        90       100       110         
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (34-55:29-50) 
 
            10        20        30        40        50        60    
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
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                                     : .: .:  :. :.: . . ::         
gi|116   MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
            70        80                                            
AAD-12 AAYDALDEATRALVHQR                                            
                                                                    
gi|116 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKIS 
       60        70        80        90       100       110         
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (34-55:29-50) 
 
            10        20        30        40        50        60    
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|400   MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
            70        80                                            
AAD-12 AAYDALDEATRALVHQR                                            
                                                                    
gi|400 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKIS 
       60        70        80        90       100       110         
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 75.2  bits: 20.2 E():   33 
Smith-Waterman score: 50; 25.0% identity (60.0% similar) in 40 aa overlap (5-42:231-270) 
 
                                          10        20         30   
AAD-12                           NVKADGT-VRQHSPAEWDDMMKV-IVGNMAWHAD 
                                     ::   ..:.  :..  ..  :.::   . : 
gi|729 PSHLTLETPRVKMNMKYDRYAPVKVFKLDYDGIHFEKHTDIEYEPGVRYKIIGNGKLKDD 
              210       220       230       240       250       260 
 
             40        50        60        70        80             
AAD-12 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQR             
       . .. . .::                                                   
gi|729 GRHYSIDVQGIPRKAFNLDADLMDFKLKVSKPEDSNKAQFSYTFNEYTETEEYEFDPHRA 
              270       280       290       300       310       320 
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 74.5  bits: 19.4 E():   36 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (59-80:74-98) 
 
       30        40        50        60           70        80      
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---DEATRALVHQR      
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
 
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 74.3  bits: 16.3 E():   37 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (29-35:19-25) 
 
               10        20        30        40        50        60 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                   :..:..:                          
gi|320           YTTEGGTKAEAEDVIPEGWKVDTSYE                         
                         10        20                               
 
               70        80 
AAD-12 DMRAAYDALDEATRALVHQR 
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.0  bits: 18.9 E():   38 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (31-55:27-50) 
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               10        20        30        40        50        60 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
               70        80                                         
AAD-12 DMRAAYDALDEATRALVHQR                                         
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.0  bits: 18.9 E():   38 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (31-55:27-50) 
 
               10        20        30        40        50        60 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
               70        80                                         
AAD-12 DMRAAYDALDEATRALVHQR                                         
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 74.0  bits: 18.9 E():   38 
Smith-Waterman score: 45; 27.0% identity (64.9% similar) in 37 aa overlap (42-78:49-84) 
 
              20        30        40        50        60        70  
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|144 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
              80                                                    
AAD-12 ATRALVHQR                                                    
       :  : ..                                                      
gi|144 AGLAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEAT 
        80        90       100       110       120       130        
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.0  bits: 18.9 E():   38 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (31-55:27-50) 
 
               10        20        30        40        50        60 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|425     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
               70        80                                         
AAD-12 DMRAAYDALDEATRALVHQR                                         
                                                                    
gi|425 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.0  bits: 18.9 E():   38 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (31-55:27-50) 
 
               10        20        30        40        50        60 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|753     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTTK 
                   10        20        30         40        50      
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               70        80                                         
AAD-12 DMRAAYDALDEATRALVHQR                                         
                                                                    
gi|753 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.0  bits: 18.9 E():   38 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (31-55:27-50) 
 
               10        20        30        40        50        60 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|459     MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
               70        80                                         
AAD-12 DMRAAYDALDEATRALVHQR                                         
                                                                    
gi|459 KITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIK 
          60        70        80        90       100       110      
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 73.9  bits: 18.9 E():   38 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (31-55:27-50) 
 
               10        20        30        40        50        60 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|901     MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
               70        80                                         
AAD-12 DMRAAYDALDEATRALVHQR                                         
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 73.9  bits: 18.9 E():   38 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (31-55:27-50) 
 
               10        20        30        40        50        60 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:  :.  ::.. . ::      
gi|901     MGGYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIK 
                   10        20        30         40        50      
 
               70        80                                         
AAD-12 DMRAAYDALDEATRALVHQR                                         
                                                                    
gi|901 KITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTII 
          60        70        80        90       100       110      
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.8  bits: 20.2 E():   39 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (29-46:56-73) 
 
                 10        20        30        40        50         
AAD-12   NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
       60        70        80                                       
AAD-12 FADMRAAYDALDEATRALVHQR                                       
                                                                    
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
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 initn:  37 init1:  37 opt:  51  Z-score: 73.8  bits: 20.4 E():   39 
Smith-Waterman score: 51; 34.2% identity (52.6% similar) in 38 aa overlap (41-74:321-358) 
 
               20        30        40        50        60           
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM----RAAY 
                                     :  .  ::..  .::.  .: .    :    
gi|845 RAIEQLHEEQEHSMKIDALRRSLEEQVKQLQVQIQEAEAAALLGGKRVIAKLETRIRDLE 
              300       310       320       330       340       350 
 
         70        80                                               
AAD-12 DALDEATRALVHQR                                               
        :::: ::                                                     
gi|845 TALDEETRRHKETQNALRKKDRRIKEVQMQVDEEHKQFVMAQDTADRLLEKMNIQKRQLG 
              360       370       380       390       400       410 
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.6  bits: 18.6 E():   40 
Smith-Waterman score: 44; 16.0% identity (72.0% similar) in 25 aa overlap (19-43:12-36) 
 
               10        20        30        40        50        60 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                         .. .... ..: ....  :. : :.                  
gi|249        MRTVSARSSVALVVIVAAVLVWTSSASVAPAPAPGSEETCGTVVGALMPCLPF 
                      10        20        30        40        50    
 
               70        80                                         
AAD-12 DMRAAYDALDEATRALVHQR                                         
                                                                    
gi|249 VQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGI 
            60        70        80        90       100       110    
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 73.5  bits: 20.7 E():   41 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (10-48:535-572) 
 
                                    10        20        30          
AAD-12                      NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
      40        50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQR 
        .:  :: :                                 
gi|331 KEGC-FSEEGPKLVAAAQAALV                    
           570       580                         
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 73.1  bits: 20.7 E():   43 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (10-48:558-595) 
 
                                    10        20        30          
AAD-12                      NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|668 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
       530       540       550       560       570       580        
 
      40        50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQR 
        .:  :: :                                 
gi|668 KEGC-FSEEGPKLVAAAQAALV                    
       590        600                            
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.1  bits: 20.2 E():   43 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (29-46:56-73) 
 
                 10        20        30        40        50         
AAD-12   NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
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          30        40        50        60        70        80      
 
       60        70        80                                       
AAD-12 FADMRAAYDALDEATRALVHQR                                       
                                                                    
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 73.0  bits: 18.4 E():   43 
Smith-Waterman score: 43; 23.5% identity (51.0% similar) in 51 aa overlap (25-75:25-74) 
 
               10        20        30        40        50        60 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                               :  : . . ...   :::.  :: .:  . .   :  
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLP-FQ 
               10        20        30        40        50           
 
               70        80                                         
AAD-12 DMRAAYDALDEATRALVHQR                                         
       ...   :..:    :                                              
gi|217 EIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRL 
      60        70        80        90       100       110          
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.8  bits: 19.1 E():   44 
Smith-Waterman score: 46; 60.0% identity (80.0% similar) in 10 aa overlap (11-20:20-29) 
 
                        10        20        30        40        50  
AAD-12          NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                          :.:: .:: :                                
gi|144 MQYLAIAVIVALAGLSAAAHKPAYYDDNMANQMVDQIVKSLTTKKELDPFKIEQTKVPID 
               10        20        30        40        50        60 
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.7  bits: 18.1 E():   45 
Smith-Waterman score: 42; 25.7% identity (60.0% similar) in 35 aa overlap (41-75:4-38) 
 
               20        30        40        50        60        70 
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     .:.. .:.:. :. :     : .: . :   
gi|777                            MAFKGVLNDADVTAALDGCKSAFDHKAFFKACG 
                                          10        20        30    
 
               80                                                   
AAD-12 EATRALVHQR                                                   
        :...                                                        
gi|777 LAAKSADDIKKAFAIIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAGDSDGD 
            40        50        60        70        80        90    
 
>>gi|14422363|emb|CAC41635.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.5  bits: 18.3 E():   46 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (32-49:85-102) 
 
              10        20        30        40        50        60  
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSGRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
              70        80 
AAD-12 MRAAYDALDEATRALVHQR 
                           
gi|144 RHVKPLSFRAKTDAPGC   
          120       130    
 
>>gi|14422359|emb|CAC41633.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.5  bits: 18.3 E():   46 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (32-49:85-102) 
 
              10        20        30        40        50        60  
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AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETDQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
              70        80 
AAD-12 MRAAYDALDEATRALVHQR 
                           
gi|144 RHVKPLSFRAKTDAPGC   
          120       130    
 
>>gi|14422361|emb|CAC41634.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.5  bits: 18.3 E():   46 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (32-49:85-102) 
 
              10        20        30        40        50        60  
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
              70        80 
AAD-12 MRAAYDALDEATRALVHQR 
                           
gi|144 RHVKPLSFRAKTDAPGC   
          120       130    
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 72.4  bits: 19.9 E():   46 
Smith-Waterman score: 49; 33.3% identity (64.3% similar) in 42 aa overlap (27-65:244-284) 
 
                   10        20          30         40        50    
AAD-12     NVKADGTVRQHSPAEWDDMMKVIVGNMAW--HADSTYMP-VMAQGAVFSAEVVPAV 
                                     :.:  ..... .: :. .  . :.: :  : 
gi|585 GYYAYPYCYNLTPNQPSAQCEATTMQENDKMSWLFESEDVLLPSVYLRWNLTSGERVGLV 
           220       230       240       250       260       270    
 
            60        70        80                                  
AAD-12 GGRTCFADMRAAYDALDEATRALVHQR                                  
       :::.  : .: :                                                 
gi|585 GGRVKEA-LRIARQMTTSRKKVLPYYWYKYQDRRDTDLSRADLEATLRKITDLGADGFII 
           280        290       300       310       320       330   
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 44; 36.4% identity (63.6% similar) in 22 aa overlap (34-55:28-49) 
 
            10        20        30        40        50        60    
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|115    GVFNYETETTSVIPAARLFKAFILDGDTLFPQVAPQAISSVENISGNGGPGTIKKIS 
                  10        20        30        40        50        
 
            70        80                                            
AAD-12 AAYDALDEATRALVHQR                                            
                                                                    
gi|115 FPEGLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKIS 
        60        70        80        90       100       110        
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.2  bits: 18.6 E():   47 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (36-55:31-50) 
 
          10        20        30        40        50        60      
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|132 MGVFNYETESTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
          70        80                                              
AAD-12 YDALDEATRALVHQR                                              
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gi|132 EGSPFKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.2  bits: 18.6 E():   47 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (36-55:31-50) 
 
          10        20        30        40        50        60      
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|584 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
          70        80                                              
AAD-12 YDALDEATRALVHQR                                              
                                                                    
gi|584 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.2  bits: 18.6 E():   47 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (36-55:31-50) 
 
          10        20        30        40        50        60      
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
          70        80                                              
AAD-12 YDALDEATRALVHQR                                              
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.2  bits: 18.6 E():   47 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (36-55:31-50) 
 
          10        20        30        40        50        60      
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
          70        80                                              
AAD-12 YDALDEATRALVHQR                                              
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum aest  (94 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.2  bits: 17.8 E():   48 
Smith-Waterman score: 41; 27.3% identity (48.5% similar) in 33 aa overlap (19-51:17-49) 
 
               10        20        30        40        50        60 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                         :.:  .  . : :.    :  :  ::..   .:          
gi|668   IAVAVSADECEGDRRAMIKECAKYQQWPANPKLDPSDACCAVWQKANIPCLCAGVTKE 
                 10        20        30        40        50         
 
               70        80                 
AAD-12 DMRAAYDALDEATRALVHQR                 
                                            
gi|668 KEKIYCMEKVAYVANFCKKPFPHGYKCGSYTFPPLA 
       60        70        80        90     
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 72.2  bits: 19.9 E():   48 
Smith-Waterman score: 49; 40.0% identity (65.0% similar) in 20 aa overlap (26-45:332-348) 
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                    10        20        30        40        50      
AAD-12      NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
                                     :  :.   .:: :. .::.:           
gi|113 ILSQGNRFLASDIKKEVVGRYGESAMSESINWNWR---SYMDVFENGAIFVPSGVDPVLT 
             310       320       330          340       350         
 
          60        70        80          
AAD-12 RTCFADMRAAYDALDEATRALVHQR          
                                          
gi|113 PEQNAGMIPAEPGEAVLRLTSSAGVLSCQPGAPC 
      360       370       380       390   
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (36-55:31-50) 
 
          10        20        30        40        50        60      
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
          70        80                                              
AAD-12 YDALDEATRALVHQR                                              
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 72.0  bits: 19.4 E():   49 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (14-71:116-175) 
 
                                10        20        30          40  
AAD-12                  NVKADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|481 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
          90       100       110       120       130       140      
 
              50        60        70        80                      
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQR                      
         .   ...  . .    :   ::    :.                               
gi|481 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
         150       160       170       180       190       200      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 72.0  bits: 19.4 E():   49 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (14-71:117-176) 
 
                                10        20        30          40  
AAD-12                  NVKADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|168 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
         90       100       110       120       130       140       
 
              50        60        70        80                      
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQR                      
         .   ...  . .    :   ::    :.                               
gi|168 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
        150       160       170       180       190       200       
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 71.9  bits: 19.4 E():   50 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (14-71:120-179) 
 
                                10        20        30          40  
AAD-12                  NVKADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|285 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
      90       100       110       120       130       140          
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              50        60        70        80                      
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQR                      
         .   ...  . .    :   ::    :.                               
gi|285 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
     150       160       170       180       190       200          
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 71.8  bits: 19.3 E():   50 
Smith-Waterman score: 47; 23.4% identity (45.3% similar) in 64 aa overlap (14-75:126-189) 
 
                                10        20        30          40  
AAD-12                  NVKADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|330 GLVPKLDAAYSVSYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
         100       110       120       130       140       150      
 
              50        60        70        80                      
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQR                      
         .   ...  . .    :   ::    : . .:                           
gi|330 IPAGELQIIDKIDAAFKVAATAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAA 
         160       170       180       190       200       210      
 
gi|330 VKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAAS 
         220       230       240       250       260       270      
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 71.5  bits: 19.3 E():   52 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (14-71:131-190) 
 
                                10        20        30          40  
AAD-12                  NVKADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|330 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
              110       120       130       140       150       160 
 
              50        60        70        80                      
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQR                      
         .   ...  . .    :   ::    :.                               
gi|330 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
              170       180       190       200       210       220 
 
>>gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Globin   (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.1  bits: 18.3 E():   55 
Smith-Waterman score: 43; 30.6% identity (55.6% similar) in 36 aa overlap (45-80:115-150) 
 
           20        30        40        50        60        70     
AAD-12 EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                     : :  :  . ..: ::  .::. :  .:   
gi|121 IGDLPNIDGDVTTFVASHTPRGVTHDQLNNFRAGFVSYMKAHTDFAGAEAAWGATLDAFF 
           90       100       110       120       130       140     
 
           80  
AAD-12 ALVHQR  
       ..:  .  
gi|121 GMVFAKM 
          150  
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 43; 29.0% identity (67.7% similar) in 31 aa overlap (42-72:49-78) 
 
              20        30        40        50        60        70  
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|186 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVRLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
              80                                                    
AAD-12 ATRALVHQR                                                    
       :                                                            
gi|186 AGLGYTYTTIGGDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEAT 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 2530



 

 

        80        90       100       110       120       130        
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.6  bits: 18.3 E():   59 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (36-55:31-50) 
 
          10        20        30        40        50        60      
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|261 MGVFNYEAETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
          70        80                                              
AAD-12 YDALDEATRALVHQR                                              
                                                                    
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.6  bits: 18.3 E():   59 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (36-55:31-50) 
 
          10        20        30        40        50        60      
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|132 MGVFNYETETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
          70        80                                              
AAD-12 YDALDEATRALVHQR                                              
                                                                    
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.6  bits: 18.3 E():   59 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (36-55:31-50) 
 
          10        20        30        40        50        60      
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVISAARLFKSYVLDGDKLIPKVAPQAITSVENVGGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
          70        80                                              
AAD-12 YDALDEATRALVHQR                                              
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSK 
               70        80        90       100       110       120 
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.7  bits: 18.0 E():   66 
Smith-Waterman score: 42; 27.6% identity (58.6% similar) in 29 aa overlap (35-63:11-39) 
 
           10        20        30        40        50        60     
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                     ..:. : : ::.   . :.  :  . ..:  
gi|126                     MRSLLILVLCFLPLAALGKVFGRCELAAAMKRHGLDNYRG 
                                   10        20        30        40 
 
           70        80                                             
AAD-12 AYDALDEATRALVHQR                                             
                                                                    
gi|126 YSLGNWVCAAKFESNFNTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSA 
               50        60        70        80        90       100 
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.4  bits: 18.0 E():   68 
Smith-Waterman score: 42; 30.3% identity (54.5% similar) in 66 aa overlap (15-75:3-65) 
 
               10          20        30        40        50         
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AAD-12 NVKADGTVRQHSPAEWD--DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR-T 
                     ::   :  .:   . .:.: : .  :    .::.:.  : . ..   
gi|121             DPEWHTLDAHEVEQVQATWKAVS-HDEVEILYTVFKAH--PDIMAKFP 
                           10        20         30          40      
 
        60          70        80                                    
AAD-12 CFA--DMRAAYDALDEATRALVHQR                                    
        ::  :..:  :. : :..:                                         
gi|121 KFAGKDLEAIKDTADFAVHASRIIGFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRGIT 
          50        60        70        80        90       100      
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 69.3  bits: 19.5 E():   69 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (61-75:431-446) 
 
               40        50        60        70         80 
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD-EATRALVHQR 
                                     :..: :::.: ...::      
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA      
              410       420       430       440            
 
>>gi|21512|emb|CAA27571.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.0  bits: 19.3 E():   72 
Smith-Waterman score: 47; 22.5% identity (47.9% similar) in 71 aa overlap (5-75:267-337) 
 
                                         10        20        30     
AAD-12                           NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                     : :   .  :.:     ..: .    : :. 
gi|215 QVDPKFASIKSLNYKQMLLLSLGTGTTSEFDKTYTAEETAKWGTARWMLVIQKMTSAASS 
        240       250       260       270       280       290       
 
           40        50        60        70        80               
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQR               
       ::  .  ...:.:        :.    . ..   ::.:..:                    
gi|215 YMTDYYLSTAFQALDSQNNYLRVQENALTGTTTELDDASEANMQLLVQVGEDLLKKSVSK 
        300       310       320       330       340       350       
 
gi|215 DNPETYEEALKRFAKLLSDRKKLRANKASY 
        360       370       380       
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (36-55:30-49) 
 
          10        20        30        40        50        60      
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|402  GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
                10        20        30        40        50          
 
          70        80                                              
AAD-12 YDALDEATRALVHQR                                              
                                                                    
gi|402 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
      60        70        80        90       100       110          
 
>>gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (31-55:27-50) 
 
               10        20        30        40        50        60 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     .:.    :. : :. :.:.. . ::      
gi|212     MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIK 
                   10        20        30         40        50      
 
               70        80                                         
AAD-12 DMRAAYDALDEATRALVHQR                                         
                                                                    
gi|212 KITFGEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMK 
          60        70        80        90       100       110      
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>>gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (31-55:27-50) 
 
               10        20        30        40        50        60 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     .:.    :. : :. :.:.. . ::      
gi|212     MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIK 
                   10        20        30         40        50      
 
               70        80                                         
AAD-12 DMRAAYDALDEATRALVHQR                                         
                                                                    
gi|212 KITFGEASKYKYSRHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMK 
          60        70        80        90       100       110      
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (36-55:30-49) 
 
          10        20        30        40        50        60      
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|437  GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
                10        20        30        40        50          
 
          70        80                                              
AAD-12 YDALDEATRALVHQR                                              
                                                                    
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (36-55:30-49) 
 
          10        20        30        40        50        60      
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|437  GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
                10        20        30        40        50          
 
          70        80                                              
AAD-12 YDALDEATRALVHQR                                              
                                                                    
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (36-55:31-50) 
 
          10        20        30        40        50        60      
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
          70        80                                              
AAD-12 YDALDEATRALVHQR                                              
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (36-55:31-50) 
 
          10        20        30        40        50        60      
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
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                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
          70        80                                              
AAD-12 YDALDEATRALVHQR                                              
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (36-55:31-50) 
 
          10        20        30        40        50        60      
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
          70        80                                              
AAD-12 YDALDEATRALVHQR                                              
                                                                    
gi|400 EGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (36-55:31-50) 
 
          10        20        30        40        50        60      
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
          70        80                                              
AAD-12 YDALDEATRALVHQR                                              
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (36-55:31-50) 
 
          10        20        30        40        50        60      
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
          70        80                                              
AAD-12 YDALDEATRALVHQR                                              
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (36-55:31-50) 
 
          10        20        30        40        50        60      
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
          70        80                                              
AAD-12 YDALDEATRALVHQR                                              
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gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (36-55:31-50) 
 
          10        20        30        40        50        60      
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
          70        80                                              
AAD-12 YDALDEATRALVHQR                                              
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (36-55:31-50) 
 
          10        20        30        40        50        60      
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
          70        80                                              
AAD-12 YDALDEATRALVHQR                                              
                                                                    
gi|167 EGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (60.0% similar) in 25 aa overlap (31-55:27-50) 
 
               10        20        30        40        50        60 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::.  .: .:   : ::: . . ::      
gi|534     MGVFNYEDEATSVIAPARLFKSFVLDADNL-IPKVAPENVSSAENIEGNGGPGTIK 
                   10        20        30         40        50      
 
               70        80                                         
AAD-12 DMRAAYDALDEATRALVHQR                                         
                                                                    
gi|534 KITFPEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSIL 
          60        70        80        90       100       110      
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (36-55:31-50) 
 
          10        20        30        40        50        60      
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
          70        80                                              
AAD-12 YDALDEATRALVHQR                                              
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (36-55:31-50) 
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          10        20        30        40        50        60      
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
          70        80                                              
AAD-12 YDALDEATRALVHQR                                              
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNK 
               70        80        90       100       110       120 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (36-55:31-50) 
 
          10        20        30        40        50        60      
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVMPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
          70        80                                              
AAD-12 YDALDEATRALVHQR                                              
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (36-55:31-50) 
 
          10        20        30        40        50        60      
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
          70        80                                              
AAD-12 YDALDEATRALVHQR                                              
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (36-55:31-50) 
 
          10        20        30        40        50        60      
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
          70        80                                              
AAD-12 YDALDEATRALVHQR                                              
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (36-55:31-50) 
 
          10        20        30        40        50        60      
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
          70        80                                              
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AAD-12 YDALDEATRALVHQR                                              
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (36-55:31-50) 
 
          10        20        30        40        50        60      
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
          70        80                                              
AAD-12 YDALDEATRALVHQR                                              
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (36-55:31-50) 
 
          10        20        30        40        50        60      
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
          70        80                                              
AAD-12 YDALDEATRALVHQR                                              
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (36-55:31-50) 
 
          10        20        30        40        50        60      
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
          70        80                                              
AAD-12 YDALDEATRALVHQR                                              
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (36-55:31-50) 
 
          10        20        30        40        50        60      
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
          70        80                                              
AAD-12 YDALDEATRALVHQR                                              
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 68.8  bits: 14.6 E():   73 
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Smith-Waterman score: 29; 57.1% identity (71.4% similar) in 7 aa overlap (31-37:1-7) 
 
               10        20        30        40        50        60 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     ::. : :                        
gi|751                               ADAGYAPAAPGTQPKA               
                                             10                     
 
               70        80 
AAD-12 DMRAAYDALDEATRALVHQR 
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.3  bits: 17.7 E():   78 
Smith-Waterman score: 41; 34.6% identity (61.5% similar) in 26 aa overlap (33-58:5-30) 
 
             10        20        30        40        50        60   
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.:  ...   ::   .: :::.. :     
gi|217                           MASKSNYNLLFTALLVFIFAAVAAVGNEDCTPWT 
                                         10        20        30     
 
             70        80                                           
AAD-12 RAAYDALDEATRALVHQR                                           
                                                                    
gi|217 STLITPLPSCRNYVEEQACRIEMPGPPYLAKQECCEQLANIPQQCRCQALRYFMGPKSRP 
           40        50        60        70        80        90     
 
>>gi|4006963|emb|CAA07328.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.4 E():   79 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (37-55:32-50) 
 
         10        20        30        40        50        60       
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         70        80                                              
AAD-12 DALDEATRALVHQR                                              
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|4006947|emb|CAA07320.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.4 E():   79 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (37-55:32-50) 
 
         10        20        30        40        50        60       
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         70        80                                              
AAD-12 DALDEATRALVHQR                                              
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 68.2  bits: 13.8 E():   79 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (74-78:2-6) 
 
            50        60        70        80   
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQR   
                                     : :::     
gi|463                              DRNLVHSATR 
                                            10 
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.8  bits: 19.0 E():   83 
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Smith-Waterman score: 46; 21.2% identity (57.7% similar) in 52 aa overlap (28-76:37-87) 
 
                  10        20        30        40        50        
AAD-12    NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|269 EAVLLGILLYIPIVLSDDRAPIPSNSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQTK 
         10        20        30         40        50        60      
 
           60        70        80                                   
AAD-12 CF---ADMRAAYDALDEATRALVHQR                                   
        .   .:  . . ...:: ...                                       
gi|269 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSLAPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 67.8  bits: 19.5 E():   83 
Smith-Waterman score: 48; 30.5% identity (52.5% similar) in 59 aa overlap (2-60:135-183) 
 
                                            10        20        30  
AAD-12                              NVKADGTVRQHSPAEWDDMMKVIVGNMAWHA 
                                     : .:: .:    . : :   . .:.. ..: 
gi|558 RSGGHDYEGLSYRSERPEAFAVVDLNKMRAVVVDGKAR----TAWVDS-GAQLGEL-YYA 
          110       120       130       140            150          
 
              40        50        60        70        80            
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQR            
        .   ::.:    : : : :..:    ::                                
gi|558 IAKNSPVLA----FPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGTLL 
      160           170       180       190       200       210     
 
>>gi|114326420|ref|NP_001041618.1| major allergen I poly  (88 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.8  bits: 16.9 E():   83 
Smith-Waterman score: 38; 31.8% identity (63.6% similar) in 22 aa overlap (32-53:3-24) 
 
              10        20        30        40        50        60  
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     :..  :  . .:. . :. :::         
gi|114                             MLDAALPPCPTVAATADCEICPAVKRDVDLFL 
                                           10        20        30   
 
              70        80                                      
AAD-12 MRAAYDALDEATRALVHQR                                      
                                                                
gi|114 TGTPDEYVEQVAQYKALPVVLENARILKNCVDAKMTEEDKENALSLLDKIYTSPLC 
             40        50        60        70        80         
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 67.7  bits: 14.3 E():   84 
Smith-Waterman score: 28; 40.0% identity (80.0% similar) in 10 aa overlap (42-51:4-13) 
 
              20        30        40        50        60        70  
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.:  :...:                     
gi|131                            GPVGGVVHAHMMPLL                   
                                          10                        
 
              80 
AAD-12 ATRALVHQR 
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 67.5  bits: 19.2 E():   86 
Smith-Waterman score: 47; 43.8% identity (62.5% similar) in 16 aa overlap (5-20:221-232) 
 
                                         10        20        30     
AAD-12                           NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                     :: :    :..::: .               
gi|253 LEHSSTNPNSFHYEHNIVSPSSIHPSTAHFDGEV----PSQWDDSLGHGASTPKVRTPSH 
              200       210       220           230       240       
 
           40        50        60        70        80               
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQR               
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gi|253 HVSSNPWAEINEPTGGDNDNLAPVTRPRKPARARRQKKEPRKLSDASQGARSSSTGGTAH 
        250       260       270       280       290       300       
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.5  bits: 18.2 E():   86 
Smith-Waterman score: 43; 30.0% identity (55.0% similar) in 20 aa overlap (23-42:1-20) 
 
               10        20        30        40        50        60 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                             : .:. :.  .   :.  ::                   
gi|142                       IPANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLY 
                                     10        20        30         
 
               70        80                                         
AAD-12 DMRAAYDALDEATRALVHQR                                         
                                                                    
gi|142 AIHRHQNIILSEQELLDCTYHLYDPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMK 
       40        50        60        70        80        90         
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 41; 37.9% identity (62.1% similar) in 29 aa overlap (27-55:23-49) 
 
               10        20        30        40        50        60 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                 .:  ::.  .:  : :.  :.:.: . ::      
gi|604     MAVFTFDDQATSPVAPATLYNALAKDADNI-IP-KAVGSFQSVEIVEGNGGPGTIK 
                   10        20        30          40        50     
 
               70        80                                         
AAD-12 DMRAAYDALDEATRALVHQR                                         
                                                                    
gi|604 KISFVEDGETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLI 
           60        70        80        90       100       110     
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.7 E():   89 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (36-55:30-49) 
 
          10        20        30        40        50        60      
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|437  GVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
                10        20        30        40        50          
 
          70        80                                              
AAD-12 YDALDEATRALVHQR                                              
                                                                    
gi|437 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISHK 
      60        70        80        90       100       110          
 
>>gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.3  bits: 17.7 E():   89 
Smith-Waterman score: 41; 32.0% identity (64.0% similar) in 25 aa overlap (31-55:27-50) 
 
               10        20        30        40        50        60 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                     .:.    :. : :. :.:.. . ::      
gi|212     MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGDGGPGTIK 
                   10        20        30         40        50      
 
               70        80                                         
AAD-12 DMRAAYDALDEATRALVHQR                                         
                                                                    
gi|212 KITFGEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMK 
          60        70        80        90       100       110      
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (36-55:31-50) 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 2540



 

 

 
          10        20        30        40        50        60      
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
          70        80                                              
AAD-12 YDALDEATRALVHQR                                              
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (36-55:31-50) 
 
          10        20        30        40        50        60      
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
          70        80                                              
AAD-12 YDALDEATRALVHQR                                              
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (36-55:31-50) 
 
          10        20        30        40        50        60      
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|125 MGVFNYETEATSVIPAARLFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
          70        80                                              
AAD-12 YDALDEATRALVHQR                                              
                                                                    
gi|125 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (36-55:31-50) 
 
          10        20        30        40        50        60      
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|154 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
          70        80                                              
AAD-12 YDALDEATRALVHQR                                              
                                                                    
gi|154 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (36-55:31-50) 
 
          10        20        30        40        50        60      
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
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          70        80                                              
AAD-12 YDALDEATRALVHQR                                              
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (36-55:31-50) 
 
          10        20        30        40        50        60      
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
          70        80                                              
AAD-12 YDALDEATRALVHQR                                              
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (36-55:31-50) 
 
          10        20        30        40        50        60      
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
          70        80                                              
AAD-12 YDALDEATRALVHQR                                              
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (36-55:31-50) 
 
          10        20        30        40        50        60      
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
          70        80                                              
AAD-12 YDALDEATRALVHQR                                              
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.1  bits: 17.1 E():   90 
Smith-Waterman score: 39; 53.8% identity (69.2% similar) in 13 aa overlap (60-72:72-84) 
 
      30        40        50        60        70        80          
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQR          
                                     ::.::  ::  .:                  
gi|131 ELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDE 
              50        60        70        80        90       100  
 
gi|131 FGALVDKWGAKG 
             110    
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.4 E():   97 
Smith-Waterman score: 40; 35.3% identity (70.6% similar) in 17 aa overlap (41-57:30-46) 
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               20        30        40        50        60        70 
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     :::. ...  :  ::..              
gi|476  DKGPGFVVTGRVYCDPCRAGFETNVSHNVQGATVAVDCRPFNGGESKLKAEATTDGLGW 
                10        20        30        40        50          
 
               80                                                   
AAD-12 EATRALVHQR                                                   
                                                                    
gi|476 YKIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQGIRYANPIAFF 
      60        70        80        90       100       110          
 
>>gi|75139847|sp|Q7M1E8|Q7M1E8_9ROSA Pollen major allerg  (12 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 66.4  bits: 13.8 E():   98 
Smith-Waterman score: 26; 57.1% identity (71.4% similar) in 7 aa overlap (21-27:4-10) 
 
               10        20        30        40        50        60 
AAD-12 NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                           ::. : :                                  
gi|751                  ATGKVVQGAMPP                                
                                10                                  
 
>>gi|15886861|emb|CAC85911.1| arginine kinase [Plodia in  (355 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 66.4  bits: 18.7 E():   99 
Smith-Waterman score: 45; 33.3% identity (61.1% similar) in 18 aa overlap (10-27:97-112) 
 
                                    10        20        30          
AAD-12                      NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .: : .: :.  .  ::.             
gi|158 YAPDAEAYVVFADLFDPIIEDYHNGFKKTDKHPPKNWGDVETL--GNLDPAGEFVVSTRV 
         70        80        90       100         110       120     
 
      40        50        60        70        80                    
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQR                    
                                                                    
gi|158 RCGRSMEGYPFNPCLTEAQYKEMEEKVSSTLSGLEGELKGTFFPLTGMSKETQQQLIDDH 
          130       140       150       160       170       180     
 
>>gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Serum a  (607 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 66.4  bits: 19.4 E():   99 
Smith-Waterman score: 48; 26.3% identity (78.9% similar) in 19 aa overlap (10-28:557-575) 
 
                                    10        20        30          
AAD-12                      NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:    ...:...::..            
gi|543 AETFTFHADICTLPEDEKQIKKQSALAELVKHKPKATKEQLKTVLGNFSAFVAKCCGRED 
        530       540       550       560       570       580       
 
      40        50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQR 
                                                 
gi|543 KEACFAEEGPKLVASSQLALA                     
        590       600                            
 
>>gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Serum   (608 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 66.4  bits: 19.4 E():   99 
Smith-Waterman score: 48; 21.7% identity (78.3% similar) in 23 aa overlap (10-32:558-580) 
 
                                    10        20        30          
AAD-12                      NVKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   ....:...:...  .:        
gi|135 AETFTFHADLCTLPEAEKQIKKQSALVELLKHKPKATEEQLKTVMGDFGSFVDKCCAAED 
       530       540       550       560       570       580        
 
      40        50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQR 
                                                 
gi|135 KEACFAEEGPKLVAAAQAALA                     
       590       600                             
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80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:43 2011 done: Fri Jan 21 00:02:43 2011 
 Total Scan time:  0.060 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 81  - 160 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     1     0:= 
  26     0     0: 
  28     0     0: 
  30     4     2:* 
  32     9     8:=*= 
  34     5    22:==   * 
  36    33    44:========= * 
  38    31    73:========          * 
  40    74   102:===================      * 
  42    70   125:==================             * 
  44   122   138:===============================   * 
  46   170   140:==================================*======== 
  48   198   134:=================================*================ 
  50   134   122:==============================*=== 
  52   118   108:==========================*=== 
  54    82    92:===================== * 
  56    65    77:=================  * 
  58    52    63:=============  * 
  60    36    51:=========   * 
  62    38    41:==========* 
  64    47    33:========*=== 
  66    39    26:======*=== 
  68    41    20:====*====== 
  70     7    16:== * 
  72    24    12:==*=== 
  74    18    10:==*== 
  76    22     8:=*==== 
  78     9     6:=*= 
  80     5     5:=* 
  82     5     3:*= 
  84     5     3:*= 
  86     7     2:*= 
  88     3     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     1     1:*         :* 
  94     3     1:*         :*== 
  96     1     1:*         :* 
  98     4     0:=         *==== 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     1     0:=         *= 
 114     1     0:=         *= 
 116     0     0:          * 
 118     0     0:          * 
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>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.65630.00313; mu= 2.0193 0.162 
 mean_var=35.8626 9.294, 0's: 2 Z-trim: 4  B-trim: 186 in 1/43 
 Lambda= 0.214167 
 Kolmogorov-Smirnov  statistic: 0.1104 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   67 25.8    0.19 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   65 25.2    0.29 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   62 24.2    0.91 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   58 23.0     1.8 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   58 23.0     1.8 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   58 23.0     1.8 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   58 23.0     1.8 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   64 24.5     2.2 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   57 22.6     2.7 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   64 24.4     2.8 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   57 22.6       3 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   56 22.3     3.7 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   60 23.3     4.5 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   55 22.0     4.6 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   58 22.7     5.2 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   54 21.7     5.7 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   57 22.4     5.9 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   53 21.4     6.3 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   49 20.3     8.4 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   57 22.3     8.6 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   57 22.3     8.6 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 21.1     8.7 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   52 21.1     8.7 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   52 21.1     8.7 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   52 21.0     8.8 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   55 21.8     9.5 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   55 21.8     9.9 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   50 20.5      11 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   56 22.0      11 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 21.7      11 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 17.9      13 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 17.9      13 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   55 21.7      13 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   55 21.7      13 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   50 20.4      13 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   49 20.1      16 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   54 21.4      17 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   53 21.1      17 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   46 19.3      18 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   52 20.9      19 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   48 19.8      21 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   51 20.6      22 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 19.3      23 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 19.5      24 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   45 19.0      25 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 19.5      25 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 19.5      25 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   47 19.5      25 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   47 19.5      25 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   47 19.5      25 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   47 19.5      25 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   47 19.5      25 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   47 19.5      25 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   47 19.5      25 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   47 19.5      25 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   47 19.5      25 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   47 19.5      25 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   47 19.5      25 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 19.5      25 
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gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 19.5      25 
gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   48 19.7      28 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.2      28 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 20.2      29 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   51 20.5      30 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   51 20.5      30 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   51 20.5      30 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   51 20.5      30 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   51 20.5      30 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   51 20.5      30 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   44 18.7      31 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   46 19.2      31 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 19.2      31 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   46 19.2      31 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 19.2      31 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 19.2      31 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   46 19.2      31 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 19.2      31 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   50 20.2      33 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   45 18.9      35 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.4      36 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 16.4      37 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   45 18.9      39 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   45 18.9      39 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   45 18.9      39 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   45 18.9      39 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   45 18.9      39 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   45 18.9      39 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   45 18.9      39 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   45 18.9      39 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 20.2      40 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   51 20.4      40 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   44 18.6      40 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   52 20.7      42 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   52 20.6      44 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 20.1      44 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   43 18.3      44 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   46 19.1      45 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   42 18.1      45 
gi|14422363|emb|CAC41635.1| plantain pollen major  ( 131)   43 18.3      47 
gi|14422359|emb|CAC41633.1| plantain pollen major  ( 131)   43 18.3      47 
gi|14422361|emb|CAC41634.1| plantain pollen major  ( 131)   43 18.3      47 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   49 19.9      47 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   44 18.6      48 
gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum  (  94)   41 17.8      48 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   44 18.6      48 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   44 18.6      48 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   44 18.6      48 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   44 18.6      48 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   44 18.6      48 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 19.8      49 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   47 19.3      50 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   47 19.3      50 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   47 19.3      51 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.3      51 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   47 19.3      53 
gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Glo ( 151)   43 18.3      55 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   43 18.3      57 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   43 18.3      59 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   43 18.3      59 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   43 18.3      59 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   42 18.0      66 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   42 18.0      68 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 19.5      70 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   42 18.0      72 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.0      72 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   42 18.0      72 
gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allerge ( 159)   42 18.0      72 
gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allerge ( 159)   42 18.0      72 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 14.6      73 
gi|21512|emb|CAA27571.1| patatin [Solanum tuberosu ( 386)   47 19.2      73 
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gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.0      73 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   42 18.0      73 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   42 18.0      73 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.0      73 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.0      73 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.0      73 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   42 18.0      73 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 18.0      73 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.0      73 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.0      73 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.0      73 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 18.0      73 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   42 18.0      73 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 18.0      73 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   42 18.0      73 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   42 18.0      73 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   42 18.0      73 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.0      73 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   42 18.0      73 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 13.9      78 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   41 17.7      79 
gi|4006963|emb|CAA07328.1| pollen allergen Betv1,  ( 120)   40 17.4      79 
gi|4006947|emb|CAA07320.1| pollen allergen Betv1,  ( 120)   40 17.4      79 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   40 17.4      79 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   28 14.4      83 
gi|114326420|ref|NP_001041618.1| major allergen I  (  88)   38 16.9      83 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   46 18.9      84 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   48 19.5      84 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   41 17.7      87 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   43 18.2      87 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   47 19.2      87 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   41 17.7      89 
gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allerge ( 159)   41 17.7      89 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   41 17.7      90 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   41 17.7      90 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   41 17.7      90 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   41 17.7      90 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   41 17.7      90 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   41 17.7      90 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   41 17.7      90 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   41 17.7      90 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.1      91 
gi|75139847|sp|Q7M1E8|Q7M1E8_9ROSA Pollen major al (  12)   26 13.8      97 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   40 17.4      97 
gi|15886861|emb|CAC85911.1| arginine kinase [Plodi ( 355)   45 18.6   1e 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  67  Z-score: 115.3  bits: 25.8 E(): 0.19 
Smith-Waterman score: 67; 40.0% identity (63.3% similar) in 30 aa overlap (3-32:30-56) 
 
                                          10        20        30    
AAD-12                            VKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. : :   ::. :.. :  
gi|126 TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTK--KGNL-WEVKSA 
               10        20        30        40          50         
 
            40        50        60        70        80 
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS 
                                                       
gi|126 KPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN        
        60        70        80        90               
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  65  Z-score: 112.1  bits: 25.2 E(): 0.29 
Smith-Waterman score: 65; 35.5% identity (64.5% similar) in 31 aa overlap (3-33:30-57) 
 
                                          10        20        30    
AAD-12                            VKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. . :   ::. :.. :. 
gi|144 VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKSS 
               10        20        30        40          50         
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            40        50        60        70        80 
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS 
                                                       
gi|144 KPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE         
        60        70        80        90               
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 103.2  bits: 24.2 E(): 0.91 
Smith-Waterman score: 62; 26.5% identity (59.2% similar) in 49 aa overlap (32-80:5-52) 
 
              10        20        30        40        50        60  
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.  :..  ... :. .. :. :. :.: : 
gi|189                           MASKSSITPLLLAAVLASVFAAAAATGQYCYAGM 
                                         10        20        30     
 
              70        80                                          
AAD-12 RAAYDALDEATRALVHQRS                                          
           . : :. :  : :..                                          
gi|189 GLPSNPL-EGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFI 
           40         50        60        70        80        90    
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 98.1  bits: 23.0 E():  1.8 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (3-61:55-107) 
 
                                           10        20        30   
AAD-12                             VKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
             40        50        60        70        80 
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS 
          :.  ::  :. . .   : .. : :.                    
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE     
                 90       100       110       120       
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 98.1  bits: 23.0 E():  1.8 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (3-61:55-107) 
 
                                           10        20        30   
AAD-12                             VKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
             40        50        60        70        80 
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS 
          :.  ::  :. . .   : .. : :.                    
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE     
                 90       100       110       120       
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 98.1  bits: 23.0 E():  1.8 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (3-61:55-107) 
 
                                           10        20        30   
AAD-12                             VKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|117 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
             40        50        60        70        80 
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS 
          :.  ::  :. . .   : .. : :.                    
gi|117 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE     
                 90       100       110       120       
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>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 98.1  bits: 23.0 E():  1.8 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (3-61:55-107) 
 
                                           10        20        30   
AAD-12                             VKADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
             40        50        60        70        80 
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS 
          :.  ::  :. . .   : .. : :.                    
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE     
                 90       100       110       120       
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  64  Z-score: 96.5  bits: 24.5 E():  2.2 
Smith-Waterman score: 64; 33.3% identity (57.1% similar) in 63 aa overlap (2-60:89-149) 
 
                                             10        20        30 
AAD-12                              VKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .  :. . ..:  . 
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLT 
       60        70        80        90       100        110        
 
                  40        50        60        70        80        
AAD-12 DSTYMP---VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS        
       : . :    . .::  . :    .:.:::   :                            
gi|114 DFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPE 
        120       130       140       150       160       170       
 
gi|114 FHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSN 
        180       190       200       210       220       230       
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  50 init1:  50 opt:  57  Z-score: 94.8  bits: 22.6 E():  2.7 
Smith-Waterman score: 57; 24.5% identity (59.2% similar) in 49 aa overlap (32-80:5-52) 
 
              10        20        30        40        50        60  
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.  :..  ... :. .. .. :. :.: : 
gi|439                           MASKSSITPLLLAAVLASVFAAATATGQYCYAGM 
                                         10        20        30     
 
              70        80                                          
AAD-12 RAAYDALDEATRALVHQRS                                          
           . : :. :  : :..                                          
gi|439 GLPSNPL-EGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYF 
           40         50        60        70        80        90    
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  64  Z-score: 94.5  bits: 24.4 E():  2.8 
Smith-Waterman score: 64; 33.3% identity (57.1% similar) in 63 aa overlap (2-60:119-179) 
 
                                             10        20        30 
AAD-12                              VKADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .  :. . ..:  . 
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLT 
       90       100       110       120       130        140        
 
                  40        50        60        70        80        
AAD-12 DSTYMP---VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS        
       : . :    . .::  . :    .:.:::   :                            
gi|476 DFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPE 
        150       160       170       180       190       200       
 
gi|476 FHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSN 
        210       220       230       240       250       260       
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
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 initn:  55 init1:  55 opt:  57  Z-score: 93.9  bits: 22.6 E():    3 
Smith-Waterman score: 57; 41.4% identity (69.0% similar) in 29 aa overlap (26-54:23-50) 
 
               10        20        30        40        50        60 
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                .. .:: : .: .:  .: :::.: . ::       
gi|444    MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGVGTIKK 
                  10        20         30        40        50       
 
               70        80                                         
AAD-12 MRAAYDALDEATRALVHQRS                                         
                                                                    
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 92.2  bits: 22.3 E():  3.7 
Smith-Waterman score: 56; 40.0% identity (68.0% similar) in 25 aa overlap (30-54:27-50) 
 
               10        20        30        40        50        60 
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                    ::.  .: .:  :. :::.. . ::       
gi|165    MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIKK 
                  10        20        30         40        50       
 
               70        80                                         
AAD-12 MRAAYDALDEATRALVHQRS                                         
                                                                    
gi|165 ITFGEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSILK 
         60        70        80        90       100       110       
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  48 init1:  48 opt:  60  Z-score: 90.7  bits: 23.3 E():  4.5 
Smith-Waterman score: 60; 22.2% identity (61.9% similar) in 63 aa overlap (10-71:134-194) 
 
                                    10        20        30          
AAD-12                      VKADGTVRQHSPAEWDDMMKVIVGNMAWHAD-STYMPVM 
                                     : :: ::   : .. .. ...  ..      
gi|309 SKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQVKYQGGCGSGWAFS 
           110       120       130       140       150       160    
 
       40        50        60        70        80                   
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS                   
       : ::. .:... :.:  . ..... . : ..:.                            
gi|309 ATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGCYNGWHYQSFEWVLEHGGIATDDDY 
           170        180        190       200       210       220  
 
gi|309 PYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAILEQPISVSIDAKDFH 
             230       240       250       260       270       280  
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 90.7  bits: 22.0 E():  4.6 
Smith-Waterman score: 55; 32.4% identity (58.8% similar) in 34 aa overlap (11-38:114-147) 
 
                                   10        20            30       
AAD-12                     VKADGTVRQHSPAEWDDMMKVIV----GNMAWHA--DSTY 
                                     :::. :.. : .:    :   : .  .:.. 
gi|250 EVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSW 
            90       100       110       120       130       140    
 
           40        50        60        70        80 
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS 
        ::.                                           
gi|250 APVLDFVFSTLKNEL                                
           150                                        
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 89.6  bits: 22.7 E():  5.2 
Smith-Waterman score: 58; 26.0% identity (56.0% similar) in 50 aa overlap (27-76:23-71) 
 
               10        20        30        40        50        60 
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AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                 .. ::. : :. :   .  : ..::.::    .: 
gi|663     MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGKATTD 
                   10        20        30        40         50      
 
               70        80                                         
AAD-12 MRAAYDALDEATRALVHQRS                                         
        .   . .. . .: :                                             
gi|663 EQKLLEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILKLDTD 
          60        70        80        90       100       110      
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 88.9  bits: 21.7 E():  5.7 
Smith-Waterman score: 54; 37.9% identity (69.0% similar) in 29 aa overlap (26-54:23-50) 
 
               10        20        30        40        50        60 
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                .. .:: : .: .:  .: .::.: . ::       
gi|444    MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGVGTIKK 
                  10        20         30        40        50       
 
               70        80                                         
AAD-12 MRAAYDALDEATRALVHQRS                                         
                                                                    
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 88.6  bits: 22.4 E():  5.9 
Smith-Waterman score: 57; 18.2% identity (58.2% similar) in 55 aa overlap (1-55:225-279) 
 
                                             10        20        30 
AAD-12                               VKADGTVRQHSPAEWDDMMKVIVGNMAWHA 
                                     :...: .. ..::. . . . .. ..:    
gi|106 IMQQEQQEQRQGVQILVPLSQQQQVGQGTLVQGQGIIQPQQPAQLEVIRSSVLQTLATMC 
          200       210       220       230       240       250     
 
               40        50        60        70        80 
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS 
       .    :  .   .  : .: ..::.                          
gi|106 NVYVPPYCSTIRAPFASIVAGIGGQ                          
          260       270                                   
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 88.1  bits: 21.4 E():  6.3 
Smith-Waterman score: 53; 24.5% identity (55.1% similar) in 49 aa overlap (32-80:5-52) 
 
              10        20        30        40        50        60  
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.  :..   .. :. .. .. :  :.: : 
gi|217                           MASKSSISPLLLATVLVSVFAAATATGPYCYAGM 
                                         10        20        30     
 
              70        80                                          
AAD-12 RAAYDALDEATRALVHQRS                                          
           . : :. :  : :..                                          
gi|217 GLPINPL-EGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYF 
           40         50        60        70        80        90    
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 85.8  bits: 20.3 E():  8.4 
Smith-Waterman score: 49; 32.3% identity (58.1% similar) in 31 aa overlap (6-34:35-64) 
 
                                        10          20        30    
AAD-12                          VKADGTVRQHSPAE--WDDMMKVIVGNMAWHADST 
                                     : . ..::.  :: .  : .   .: ::.  
gi|323 QTCAGNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKP 
           10        20        30        40         50        60    
 
            40        50        60        70        80 
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS 
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       :                                               
gi|323 YSWRYGWTAFCGPAGPRCLRTNAAVTVR                    
            70        80        90                     
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  48 init1:  48 opt:  57  Z-score: 85.7  bits: 22.3 E():  8.6 
Smith-Waterman score: 57; 22.2% identity (58.7% similar) in 63 aa overlap (10-71:134-194) 
 
                                    10        20        30          
AAD-12                      VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY-MPVM 
                                     : :: ::   : .. .. ...          
gi|129 SKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQVKYQGGCGRGWAFS 
           110       120       130       140       150       160    
 
       40        50        60        70        80                   
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS                   
       : ::. .:... :.:  . ..... . : ..:.                            
gi|129 ATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGSYNGWQYQSFEWVLEHGGIATDDDY 
           170        180        190       200       210       220  
 
gi|129 PYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAILEQPISVSIDAKDFH 
             230       240       250       260       270       280  
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  48 init1:  48 opt:  57  Z-score: 85.7  bits: 22.3 E():  8.6 
Smith-Waterman score: 57; 22.2% identity (58.7% similar) in 63 aa overlap (10-71:134-194) 
 
                                    10        20        30          
AAD-12                      VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY-MPVM 
                                     : :: ::   : .. .. ...          
gi|119 SKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQVKYQGGCGRGWAFS 
           110       120       130       140       150       160    
 
       40        50        60        70        80                   
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS                   
       : ::. .:... :.:  . ..... . : ..:.                            
gi|119 ATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGSYNGWQYQSFEWVLEHGGIATDDDY 
           170        180        190       200       210       220  
 
gi|119 PYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAILEQPISVSIDAKDFH 
             230       240       250       260       270       280  
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 85.6  bits: 21.1 E():  8.7 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (30-54:27-50) 
 
               10        20        30        40        50        60 
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                    ::.  .: .:  :: :::.. . ::       
gi|602    MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKK 
                  10        20        30         40        50       
 
               70        80                                         
AAD-12 MRAAYDALDEATRALVHQRS                                         
                                                                    
gi|602 INFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIKS 
         60        70        80        90       100       110       
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 85.6  bits: 21.1 E():  8.7 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (30-54:27-50) 
 
               10        20        30        40        50        60 
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                    ::.  .: .:  :: :::.. . ::       
gi|279    MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKK 
                  10        20        30         40        50       
 
               70        80                                         
AAD-12 MRAAYDALDEATRALVHQRS                                         
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gi|279 INFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKS 
         60        70        80        90       100       110       
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 85.6  bits: 21.1 E():  8.7 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (30-54:27-50) 
 
               10        20        30        40        50        60 
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                    ::.  .: .:  :: :::.. . ::       
gi|131    MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKK 
                  10        20        30         40        50       
 
               70        80                                         
AAD-12 MRAAYDALDEATRALVHQRS                                         
                                                                    
gi|131 INFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKS 
         60        70        80        90       100       110       
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 85.5  bits: 21.0 E():  8.8 
Smith-Waterman score: 52; 37.9% identity (69.0% similar) in 29 aa overlap (26-54:23-50) 
 
               10        20        30        40        50        60 
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                .. .:: : .: .:  .: .::.: . ::       
gi|444    MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGVGTIKK 
                  10        20         30        40        50       
 
               70        80                                         
AAD-12 MRAAYDALDEATRALVHQRS                                         
                                                                    
gi|444 ISFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIK 
         60        70        80        90       100       110       
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 84.9  bits: 21.8 E():  9.5 
Smith-Waterman score: 55; 16.4% identity (58.2% similar) in 55 aa overlap (1-55:237-291) 
 
                                             10        20        30 
AAD-12                               VKADGTVRQHSPAEWDDMMKVIVGNMAWHA 
                                     :...: .. ..::. . . .... ..     
gi|170 IMQQEQQEQLQGVQILVPLSQQQQVGQGILVQGQGIIQPQQPAQLEVIRSLVLQTLPTMC 
        210       220       230       240       250       260       
 
               40        50        60        70        80 
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS 
       .    :  .   .  : .: ..::.                          
gi|170 NVYVPPYCSTIRAPFASIVASIGGQ                          
        270       280       290                           
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 84.6  bits: 21.8 E():  9.9 
Smith-Waterman score: 55; 25.5% identity (55.3% similar) in 47 aa overlap (21-66:16-62) 
 
               10        20         30        40        50          
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMA-WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                           ...:  : . ::. : :. :   .  : .  :.::..    
gi|441      MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATPAAAGGKATTD 
                    10        20        30        40        50      
 
      60        70        80                                        
AAD-12 DMRAAYDALDEATRALVHQRS                                        
       ...   :                                                      
gi|441 EQKLLEDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTA 
          60        70        80        90       100       110      
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.9  bits: 20.5 E():   11 
Smith-Waterman score: 50; 28.1% identity (59.4% similar) in 32 aa overlap (21-52:11-42) 
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               10        20        30        40        50        60 
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                           ::.. .:: ...   :. : :    ..::  .         
gi|249           MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQDIMPCLHFVK 
                         10        20        30        40        50 
 
               70        80                                         
AAD-12 MRAAYDALDEATRALVHQRS                                         
                                                                    
gi|249 GEEKEPSKECCSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVAEVPKKCDIKT 
               60        70        80        90       100       110 
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 83.9  bits: 22.0 E():   11 
Smith-Waterman score: 56; 21.1% identity (53.5% similar) in 71 aa overlap (4-74:267-337) 
 
                                          10        20        30    
AAD-12                            VKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                     : :   .  :.:  .  ... ..  .: :. 
gi|169 QEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMTNAASS 
        240       250       260       270       280       290       
 
            40        50        60        70        80              
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS              
       ::  .  ..::.:.       :.    . ..   .:.:..:                    
gi|169 YMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLKKPVSK 
        300       310       320       330       340       350       
 
gi|169 DSPETYEEALKRFAKLLSDRKKLRANKASY 
        360       370       380       
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 83.4  bits: 21.7 E():   11 
Smith-Waterman score: 55; 30.6% identity (58.3% similar) in 36 aa overlap (13-48:155-190) 
 
                                 10        20        30        40   
AAD-12                   VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :   . ..::.:..  :: .     .  :: 
gi|249 QLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA 
          130       140       150       160       170       180     
 
             50        60        70        80                       
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS                       
       . .:::                                                       
gi|249 IPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTL 
          190       200       210       220       230       240     
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 82.6  bits: 17.9 E():   13 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (28-34:19-25) 
 
               10        20        30        40        50        60 
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                  :.::..:                           
gi|320          YTTEGGKKVEAEDVIPEGWKADTSYE                          
                        10        20                                
 
               70        80 
AAD-12 MRAAYDALDEATRALVHQRS 
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 82.6  bits: 17.9 E():   13 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (28-34:19-25) 
 
               10        20        30        40        50        60 
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                  :.::..:                           
gi|320          YTTEGGTKAEAEDVIPEGWKADTSYE                          
                        10        20                                
 
               70        80 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 2554



 

 

AAD-12 MRAAYDALDEATRALVHQRS 
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.2  bits: 21.7 E():   13 
Smith-Waterman score: 55; 21.1% identity (53.5% similar) in 71 aa overlap (4-74:267-337) 
 
                                          10        20        30    
AAD-12                            VKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                     : :   .  :.:  .  ... ..  .: :. 
gi|215 QEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMTNAASS 
        240       250       260       270       280       290       
 
            40        50        60        70        80              
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS              
       ::  .  ..::.:.       :.    . ..   .:.:..:                    
gi|215 YMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDASEANMELLVQVGETLLKKPVSK 
        300       310       320       330       340       350       
 
gi|215 DSPETYEEALKRFAKLLSDRKKLRANKASH 
        360       370       380       
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.2  bits: 21.7 E():   13 
Smith-Waterman score: 55; 21.1% identity (53.5% similar) in 71 aa overlap (4-74:267-337) 
 
                                          10        20        30    
AAD-12                            VKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                     : :   .  :.:  .  ... ..  .: :. 
gi|215 QDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMTNAASS 
        240       250       260       270       280       290       
 
            40        50        60        70        80              
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS              
       ::  .  ..::.:.       :.    . ..   .:.:..:                    
gi|215 YMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLKKPVSK 
        300       310       320       330       340       350       
 
gi|215 DSPETYEEALKRFAKLLSDRKKLRANKASH 
        360       370       380       
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 82.2  bits: 20.4 E():   13 
Smith-Waterman score: 50; 31.0% identity (55.2% similar) in 29 aa overlap (35-58:31-59) 
 
           10        20        30        40        50               
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICFD 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 DMRAAYDALDEATRALVHQRS                                        
                                                                    
gi|132 EGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSISK 
               70        80        90       100       110       120 
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 80.9  bits: 20.1 E():   16 
Smith-Waterman score: 49; 35.7% identity (52.4% similar) in 42 aa overlap (42-72:37-78) 
 
              20        30        40        50              60      
AAD-12 PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR------TCFADMRAAY 
                                     :. : :.: . ::       :   : ...: 
gi|145 EEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSY 
         10        20        30        40        50        60       
 
               70        80                                         
AAD-12 -----DALDEATRALVHQRS                                         
            ::.::::                                                 
gi|145 VLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAP 
         70        80        90       100       110       120       
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>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 80.5  bits: 21.4 E():   17 
Smith-Waterman score: 54; 21.1% identity (53.5% similar) in 71 aa overlap (4-74:267-337) 
 
                                          10        20        30    
AAD-12                            VKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                     : :   .  :.:  .  ... ..  .: :. 
gi|158 QEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQLTNAASS 
        240       250       260       270       280       290       
 
            40        50        60        70        80              
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS              
       ::  .  ..::.:.       :.    . ..   .:.:..:                    
gi|158 YMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLKKPVSK 
        300       310       320       330       340       350       
 
gi|158 DSPETYEEALKRFAKLLSNRKKLRANKASY 
        360       370       380       
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 80.4  bits: 21.1 E():   17 
Smith-Waterman score: 53; 21.1% identity (63.2% similar) in 57 aa overlap (1-55:273-327) 
 
                                             10        20        30 
AAD-12                               VKADGTVRQHSPAEWDDMMKVIVGNMAWHA 
                                     :...: .. ..::. . . .... ..     
gi|170 MQQQQQQQQQQGIDIFLPLSQHEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMC 
            250       260       270       280       290       300   
 
                 40        50        60        70        80 
AAD-12 DSTYMP--VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS 
       . .:.:     . : : : .: ..::.                          
gi|170 N-VYVPPECSIMRAPF-ASIVAGIGGQ                          
             310        320                                 
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 79.9  bits: 19.3 E():   18 
Smith-Waterman score: 46; 26.9% identity (53.8% similar) in 52 aa overlap (2-51:8-56) 
 
                     10        20        30          40        50   
AAD-12       VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY--MPVMAQGAVFSAEVVPAV 
              :: :.    .:.  ::..   .::. .  ..     :..  :: :  ..: :  
gi|166 ATPTPTPKAAGSWCVPKPGVSDDQL---TGNINYACSQGIDCGPIQPGGACFEPNTVKAH 
               10        20           30        40        50        
 
             60        70        80                 
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRS                 
                                                    
gi|166 AAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
        60        70        80        90       100  
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.5  bits: 20.9 E():   19 
Smith-Waterman score: 52; 20.8% identity (58.3% similar) in 48 aa overlap (32-79:72-119) 
 
              10        20        30        40        50        60  
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:...:   :: .  :..  .. :... 
gi|170 QSFSQQPPFSQQQQQPLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQ 
              50        60        70        80        90       100  
 
              70        80                                          
AAD-12 RAAYDALDEATRALVHQRS                                          
       .      ..  . ::.:.                                           
gi|170 QQLVLPPQQQQQQLVQQQIPIVQPSVLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSS 
             110       120       130       140       150       160  
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 78.7  bits: 19.8 E():   21 
Smith-Waterman score: 48; 29.8% identity (47.4% similar) in 57 aa overlap (1-43:38-90) 
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                                                10        20        
AAD-12                               VKADGTVRQ---HSPAEWDDMMKVIVGNMA 
                                     :.: . .:.    .:  ::.. ::    .: 
gi|148 WLVLAISFAILHLSHAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKVA---QA 
        10        20        30        40        50        60        
 
                   30        40        50        60        70       
AAD-12 W-----------HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
       :           :.:      :::::.                                  
gi|148 WAETRTPDCSLIHSDRCG-ENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQI 
           70        80         90       100       110       120    
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.4  bits: 20.6 E():   22 
Smith-Waterman score: 51; 22.6% identity (64.5% similar) in 31 aa overlap (32-62:66-96) 
 
              10        20        30        40        50        60  
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:.. ::  :  .. :..  .. :... 
gi|219 QPLPPQQTFPQQPPFSQQQQQQPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQ 
          40        50        60        70        80        90      
 
              70        80                                          
AAD-12 RAAYDALDEATRALVHQRS                                          
       .                                                            
gi|219 QQLILPPQQQQQLPQQQISIVQPSVLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSC 
         100       110       120       130       140       150      
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.0  bits: 19.3 E():   23 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (36-51:66-81) 
 
          10        20        30        40        50        60      
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
          70        80              
AAD-12 DALDEATRALVHQRS              
                                    
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS 
         100       110       120    
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.6  bits: 19.5 E():   24 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (61-77:14-30) 
 
               40        50        60        70        80           
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS           
                                     .: :.: .:.  .. .:              
gi|219                  MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQ 
                                10        20        30        40    
 
gi|219 TFEENDLQQLIIEIDADGSGELEFDEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNG 
            50        60        70        80        90       100    
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 77.5  bits: 19.0 E():   25 
Smith-Waterman score: 45; 25.5% identity (58.8% similar) in 51 aa overlap (31-78:13-61) 
 
               10        20        30        40         50          
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV-PAVG--GRTC 
                                     :..   : : :. :. ..    ::  :..  
gi|207                   MSITDIVSEKDIDAALESVKAAGS-FNYKIFFQKVGLAGKSA 
                                 10        20         30        40  
 
        60        70        80                                      
AAD-12 FADMRAAYDALDEATRALVHQRS                                      
        :: . ... ::.   ....:                                        

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 2557



 

 

gi|207 -ADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGV 
               50        60        70        80        90       100 
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.4  bits: 19.5 E():   25 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (49-65:141-157) 
 
       20        30        40        50        60        70         
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
       80 
AAD-12 RS 
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.4  bits: 19.5 E():   25 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (49-65:141-157) 
 
       20        30        40        50        60        70         
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
       80 
AAD-12 RS 
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.2  bits: 19.5 E():   25 
Smith-Waterman score: 47; 40.0% identity (68.0% similar) in 25 aa overlap (30-54:27-50) 
 
               10        20        30        40        50        60 
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                    ::.  .: .:  :: :.:.. . ::       
gi|602    MGVFTYEFEFTSVIPPARLYNAFVLDADNL-IPKIAPQAVKSTEILEGDGGVGTIKK 
                  10        20        30         40        50       
 
               70        80                                         
AAD-12 MRAAYDALDEATRALVHQRS                                         
                                                                    
gi|602 INFGEGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIKS 
         60        70        80        90       100       110       
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.2  bits: 19.5 E():   25 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (30-54:27-50) 
 
               10        20        30        40        50        60 
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                    ::.  .: .:  :. .::.. . ::       
gi|134    MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKK 
                  10        20        30         40        50       
 
               70        80                                         
AAD-12 MRAAYDALDEATRALVHQRS                                         
                                                                    
gi|134 ITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKS 
         60        70        80        90       100       110       
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.2  bits: 19.5 E():   25 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (30-54:27-50) 
 
               10        20        30        40        50        60 
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                    ::.  .: .:  :. .::.. . ::       
gi|459    MGVYTFENEYTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKK 
                  10        20        30         40        50       
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 2558



 

 

               70        80                                         
AAD-12 MRAAYDALDEATRALVHQRS                                         
                                                                    
gi|459 ITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKS 
         60        70        80        90       100       110       
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.2  bits: 19.5 E():   25 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (30-54:27-50) 
 
               10        20        30        40        50        60 
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                    ::.  .: .:  :. .::.. . ::       
gi|459    MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKK 
                  10        20        30         40        50       
 
               70        80                                         
AAD-12 MRAAYDALDEATRALVHQRS                                         
                                                                    
gi|459 ITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIKS 
         60        70        80        90       100       110       
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.2  bits: 19.5 E():   25 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (30-54:27-50) 
 
               10        20        30        40        50        60 
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                    ::.  .: .:  :. .::.. . ::       
gi|459    MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKK 
                  10        20        30         40        50       
 
               70        80                                         
AAD-12 MRAAYDALDEATRALVHQRS                                         
                                                                    
gi|459 ITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKS 
         60        70        80        90       100       110       
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.2  bits: 19.5 E():   25 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (30-54:27-50) 
 
               10        20        30        40        50        60 
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                    ::.  .: .:  :. .::.. . ::       
gi|165    MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKK 
                  10        20        30         40        50       
 
               70        80                                         
AAD-12 MRAAYDALDEATRALVHQRS                                         
                                                                    
gi|165 ITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKS 
         60        70        80        90       100       110       
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.2  bits: 19.5 E():   25 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (30-54:27-50) 
 
               10        20        30        40        50        60 
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                    ::.  .: .:  :. .::.. . ::       
gi|886    MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKK 
                  10        20        30         40        50       
 
               70        80                                         
AAD-12 MRAAYDALDEATRALVHQRS                                         
                                                                    
gi|886 ITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIKS 
         60        70        80        90       100       110       
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
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 initn:  45 init1:  45 opt:  47  Z-score: 77.2  bits: 19.5 E():   25 
Smith-Waterman score: 47; 23.7% identity (54.2% similar) in 59 aa overlap (30-77:27-84) 
 
               10        20        30        40        50           
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----R 
                                    ::.  .: .:  :.  ::.. . ::     . 
gi|304    MGLYTFENEFTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGNGGPGTIKK 
                  10        20        30         40        50       
 
          60              70        80                              
AAD-12 TCFAD------MRAAYDALDEATRALVHQRS                              
         :..      ..   :..:::. . ..                                 
gi|304 ITFGEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKS 
         60        70        80        90       100       110       
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.2  bits: 19.5 E():   25 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (30-54:27-50) 
 
               10        20        30        40        50        60 
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                    ::.  .: .:  :. .::.. . ::       
gi|753    MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKK 
                  10        20        30         40        50       
 
               70        80                                         
AAD-12 MRAAYDALDEATRALVHQRS                                         
                                                                    
gi|753 ITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKS 
         60        70        80        90       100       110       
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.2  bits: 19.5 E():   25 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (30-54:27-50) 
 
               10        20        30        40        50        60 
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                    ::.  .: .:  :. .::.. . ::       
gi|459    MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKK 
                  10        20        30         40        50       
 
               70        80                                         
AAD-12 MRAAYDALDEATRALVHQRS                                         
                                                                    
gi|459 ITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKS 
         60        70        80        90       100       110       
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.2  bits: 19.5 E():   25 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (30-54:27-50) 
 
               10        20        30        40        50        60 
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                    ::.  .: .:  :. .::.. . ::       
gi|459    MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKK 
                  10        20        30         40        50       
 
               70        80                                         
AAD-12 MRAAYDALDEATRALVHQRS                                         
                                                                    
gi|459 ITFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKS 
         60        70        80        90       100       110       
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.2  bits: 19.5 E():   25 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (49-65:144-160) 
 
       20        30        40        50        60        70         
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
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           120       130       140       150       160              
 
       80 
AAD-12 RS 
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.2  bits: 19.5 E():   25 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (49-65:144-160) 
 
       20        30        40        50        60        70         
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
       80 
AAD-12 RS 
 
>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.4  bits: 19.7 E():   28 
Smith-Waterman score: 48; 33.3% identity (59.3% similar) in 27 aa overlap (32-58:17-43) 
 
              10        20        30        40        50        60  
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.:.:  .   ::..:  :  .: : .    
gi|510               MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLP 
                             10        20        30        40       
 
              70        80                                          
AAD-12 RAAYDALDEATRALVHQRS                                          
                                                                    
gi|510 VIRGKGGGIEFAKTETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHL 
         50        60        70        80        90       100       
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 76.3  bits: 19.2 E():   28 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (61-78:126-143) 
 
               40        50        60        70        80   
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS   
                                     . ::..::: :..: ...     
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG 
         100       110       120       130       140        
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.2  bits: 20.2 E():   29 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (28-45:66-83) 
 
                  10        20        30        40        50        
AAD-12    VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
        60        70        80                                      
AAD-12 FADMRAAYDALDEATRALVHQRS                                      
                                                                    
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 75.8  bits: 20.5 E():   30 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (19-56:270-307) 
 
                           10        20        30        40         
AAD-12             VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
       50        60        70        80                             
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AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRS                             
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 75.8  bits: 20.5 E():   30 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (19-56:270-307) 
 
                           10        20        30        40         
AAD-12             VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
       50        60        70        80                             
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRS                             
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 75.8  bits: 20.5 E():   30 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (19-56:270-307) 
 
                           10        20        30        40         
AAD-12             VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|118 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
       50        60        70        80                             
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRS                             
       .  : : :                                                     
gi|118 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 75.8  bits: 20.5 E():   30 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (19-56:270-307) 
 
                           10        20        30        40         
AAD-12             VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|327 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
       50        60        70        80                             
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRS                             
       .  : : :                                                     
gi|327 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 75.8  bits: 20.5 E():   30 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (19-56:270-307) 
 
                           10        20        30        40         
AAD-12             VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|270 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
       50        60        70        80                             
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRS                             
       .  : : :                                                     
gi|270 IQHVKGGTPKRPDRAIETYLFAMFDENQKQPEVEKHFGLFFPDKRPKYNLNFSAKKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 75.8  bits: 20.5 E():   30 
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Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (19-56:270-307) 
 
                           10        20        30        40         
AAD-12             VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
       50        60        70        80                             
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRS                             
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFATFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 75.6  bits: 18.7 E():   31 
Smith-Waterman score: 44; 32.4% identity (56.8% similar) in 37 aa overlap (35-71:65-101) 
 
           10        20        30        40        50        60     
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .:  ..::. ::  . :.:: :  :   :  
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
           70        80  
AAD-12 YDALDEATRALVHQRS  
        .  .:.           
gi|117 EEEKEESDDDMGFGLFD 
          100       110  
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (30-54:27-50) 
 
               10        20        30        40        50        60 
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                    ::.  .: .:  ::  ::.. . ::       
gi|901    MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKK 
                  10        20        30         40        50       
 
               70        80                                         
AAD-12 MRAAYDALDEATRALVHQRS                                         
                                                                    
gi|901 ITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIKT 
         60        70        80        90       100       110       
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.5  bits: 19.2 E():   31 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (33-54:29-50) 
 
             10        20        30        40        50        60   
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|116   MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
             70        80                                           
AAD-12 AAYDALDEATRALVHQRS                                           
                                                                    
gi|116 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKIS 
       60        70        80        90       100       110         
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 75.5  bits: 19.2 E():   31 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (30-54:27-50) 
 
               10        20        30        40        50        60 
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                    ::.  .: .:  ::  ::.. . ::       
gi|880    MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKK 
                  10        20        30         40        50       
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               70        80                                         
AAD-12 MRAAYDALDEATRALVHQRS                                         
                                                                    
gi|880 ITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVIK 
         60        70        80        90       100       110       
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.5  bits: 19.2 E():   31 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (33-54:29-50) 
 
             10        20        30        40        50        60   
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|400   MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
             70        80                                           
AAD-12 AAYDALDEATRALVHQRS                                           
                                                                    
gi|400 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKIS 
       60        70        80        90       100       110         
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.5  bits: 19.2 E():   31 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (33-54:29-50) 
 
             10        20        30        40        50        60   
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|116   MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
             70        80                                           
AAD-12 AAYDALDEATRALVHQRS                                           
                                                                    
gi|116 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKIS 
       60        70        80        90       100       110         
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 75.5  bits: 19.2 E():   31 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (30-54:27-50) 
 
               10        20        30        40        50        60 
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                    ::.  .: .:  ::  ::.. . ::       
gi|901    MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKK 
                  10        20        30         40        50       
 
               70        80                                         
AAD-12 MRAAYDALDEATRALVHQRS                                         
                                                                    
gi|901 ITFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTIIK 
         60        70        80        90       100       110       
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.5  bits: 19.2 E():   31 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (33-54:29-50) 
 
             10        20        30        40        50        60   
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|116   MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
             70        80                                           
AAD-12 AAYDALDEATRALVHQRS                                           
                                                                    
gi|116 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKIS 
       60        70        80        90       100       110         
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>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 75.0  bits: 20.2 E():   33 
Smith-Waterman score: 50; 25.0% identity (60.0% similar) in 40 aa overlap (4-41:231-270) 
 
                                           10        20         30  
AAD-12                            VKADGT-VRQHSPAEWDDMMKV-IVGNMAWHAD 
                                     ::   ..:.  :..  ..  :.::   . : 
gi|729 PSHLTLETPRVKMNMKYDRYAPVKVFKLDYDGIHFEKHTDIEYEPGVRYKIIGNGKLKDD 
              210       220       230       240       250       260 
 
              40        50        60        70        80            
AAD-12 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS            
       . .. . .::                                                   
gi|729 GRHYSIDVQGIPRKAFNLDADLMDFKLKVSKPEDSNKAQFSYTFNEYTETEEYEFDPHRA 
              270       280       290       300       310       320 
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.7  bits: 18.9 E():   35 
Smith-Waterman score: 45; 45.5% identity (90.9% similar) in 11 aa overlap (5-15:9-19) 
 
                   10        20        30        40        50       
AAD-12     VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
               :.. ..::.::                                          
gi|250 PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPFPRCRALVKSQCAGGQVVESIQKDCCRQIA 
               10        20        30        40        50        60 
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 74.3  bits: 19.4 E():   36 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (58-79:74-98) 
 
        30        40        50        60           70        80     
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---DEATRALVHQRS     
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
 
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 74.3  bits: 16.4 E():   37 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (28-34:19-25) 
 
               10        20        30        40        50        60 
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                  :..:..:                           
gi|320          YTTEGGTKAEAEDVIPEGWKVDTSYE                          
                        10        20                                
 
               70        80 
AAD-12 MRAAYDALDEATRALVHQRS 
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 73.9  bits: 18.9 E():   39 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (30-54:27-50) 
 
               10        20        30        40        50        60 
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                    ::.  .: .:  :.  ::.. . ::       
gi|459    MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKK 
                  10        20        30         40        50       
 
               70        80                                         
AAD-12 MRAAYDALDEATRALVHQRS                                         
                                                                    
gi|459 ITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKS 
         60        70        80        90       100       110       
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 73.9  bits: 18.9 E():   39 
Smith-Waterman score: 45; 27.0% identity (64.9% similar) in 37 aa overlap (41-77:49-84) 
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               20        30        40        50        60        70 
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|144 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
               80                                                   
AAD-12 ATRALVHQRS                                                   
       :  : ..                                                      
gi|144 AGLAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEAT 
        80        90       100       110       120       130        
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 73.9  bits: 18.9 E():   39 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (30-54:27-50) 
 
               10        20        30        40        50        60 
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                    ::.  .: .:  :.  ::.. . ::       
gi|425    MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKK 
                  10        20        30         40        50       
 
               70        80                                         
AAD-12 MRAAYDALDEATRALVHQRS                                         
                                                                    
gi|425 ITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKS 
         60        70        80        90       100       110       
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 73.9  bits: 18.9 E():   39 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (30-54:27-50) 
 
               10        20        30        40        50        60 
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                    ::.  .: .:  :.  ::.. . ::       
gi|753    MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTTKK 
                  10        20        30         40        50       
 
               70        80                                         
AAD-12 MRAAYDALDEATRALVHQRS                                         
                                                                    
gi|753 ITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKS 
         60        70        80        90       100       110       
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 73.9  bits: 18.9 E():   39 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (30-54:27-50) 
 
               10        20        30        40        50        60 
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                    ::.  .: .:  :.  ::.. . ::       
gi|459    MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKK 
                  10        20        30         40        50       
 
               70        80                                         
AAD-12 MRAAYDALDEATRALVHQRS                                         
                                                                    
gi|459 ITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKS 
         60        70        80        90       100       110       
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 73.9  bits: 18.9 E():   39 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (30-54:27-50) 
 
               10        20        30        40        50        60 
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                    ::.  .: .:  :.  ::.. . ::       
gi|459    MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKK 
                  10        20        30         40        50       
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               70        80                                         
AAD-12 MRAAYDALDEATRALVHQRS                                         
                                                                    
gi|459 ITFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIKS 
         60        70        80        90       100       110       
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 73.8  bits: 18.9 E():   39 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (30-54:27-50) 
 
               10        20        30        40        50        60 
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                    ::.  .: .:  :.  ::.. . ::       
gi|901    MGGYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKK 
                  10        20        30         40        50       
 
               70        80                                         
AAD-12 MRAAYDALDEATRALVHQRS                                         
                                                                    
gi|901 ITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIK 
         60        70        80        90       100       110       
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 73.8  bits: 18.9 E():   39 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (30-54:27-50) 
 
               10        20        30        40        50        60 
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                    ::.  .: .:  :.  ::.. . ::       
gi|901    MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKK 
                  10        20        30         40        50       
 
               70        80                                         
AAD-12 MRAAYDALDEATRALVHQRS                                         
                                                                    
gi|901 ITFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIK 
         60        70        80        90       100       110       
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.6  bits: 20.2 E():   40 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (28-45:56-73) 
 
                  10        20        30        40        50        
AAD-12    VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
        60        70        80                                      
AAD-12 FADMRAAYDALDEATRALVHQRS                                      
                                                                    
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 73.6  bits: 20.4 E():   40 
Smith-Waterman score: 51; 34.2% identity (52.6% similar) in 38 aa overlap (40-73:321-358) 
 
      10        20        30        40        50        60          
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM----RAAY 
                                     :  .  ::..  .::.  .: .    :    
gi|845 RAIEQLHEEQEHSMKIDALRRSLEEQVKQLQVQIQEAEAAALLGGKRVIAKLETRIRDLE 
              300       310       320       330       340       350 
 
          70        80                                              
AAD-12 DALDEATRALVHQRS                                              
        :::: ::                                                     
gi|845 TALDEETRRHKETQNALRKKDRRIKEVQMQVDEEHKQFVMAQDTADRLLEKMNIQKRQLG 
              360       370       380       390       400       410 
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
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 initn:  44 init1:  44 opt:  44  Z-score: 73.6  bits: 18.6 E():   40 
Smith-Waterman score: 44; 16.0% identity (72.0% similar) in 25 aa overlap (18-42:12-36) 
 
               10        20        30        40        50        60 
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                        .. .... ..: ....  :. : :.                   
gi|249       MRTVSARSSVALVVIVAAVLVWTSSASVAPAPAPGSEETCGTVVGALMPCLPFV 
                     10        20        30        40        50     
 
               70        80                                         
AAD-12 MRAAYDALDEATRALVHQRS                                         
                                                                    
gi|249 QGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIV 
           60        70        80        90       100       110     
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 73.3  bits: 20.7 E():   42 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (9-47:535-572) 
 
                                     10        20        30         
AAD-12                       VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
       40        50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS 
        .:  :: :                                  
gi|331 KEGC-FSEEGPKLVAAAQAALV                     
           570       580                          
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 72.9  bits: 20.6 E():   44 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (9-47:558-595) 
 
                                     10        20        30         
AAD-12                       VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|668 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
       530       540       550       560       570       580        
 
       40        50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS 
        .:  :: :                                  
gi|668 KEGC-FSEEGPKLVAAAQAALV                     
       590        600                             
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 72.9  bits: 20.1 E():   44 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (28-45:56-73) 
 
                  10        20        30        40        50        
AAD-12    VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
        60        70        80                                      
AAD-12 FADMRAAYDALDEATRALVHQRS                                      
                                                                    
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 72.9  bits: 18.3 E():   44 
Smith-Waterman score: 43; 23.5% identity (51.0% similar) in 51 aa overlap (24-74:25-74) 
 
                10        20        30        40        50          
AAD-12  VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                               :  : . . ...   :::.  :: .:  . .   :  
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLP-FQ 
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               10        20        30        40        50           
 
      60        70        80                                        
AAD-12 DMRAAYDALDEATRALVHQRS                                        
       ...   :..:    :                                              
gi|217 EIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRL 
      60        70        80        90       100       110          
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.7  bits: 19.1 E():   45 
Smith-Waterman score: 46; 60.0% identity (80.0% similar) in 10 aa overlap (10-19:20-29) 
 
                         10        20        30        40        50 
AAD-12           VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                          :.:: .:: :                                
gi|144 MQYLAIAVIVALAGLSAAAHKPAYYDDNMANQMVDQIVKSLTTKKELDPFKIEQTKVPID 
               10        20        30        40        50        60 
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.6  bits: 18.1 E():   45 
Smith-Waterman score: 42; 25.7% identity (60.0% similar) in 35 aa overlap (40-74:4-38) 
 
      10        20        30        40        50        60          
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     .:.. .:.:. :. :     : .: . :   
gi|777                            MAFKGVLNDADVTAALDGCKSAFDHKAFFKACG 
                                          10        20        30    
 
      70        80                                                  
AAD-12 EATRALVHQRS                                                  
        :...                                                        
gi|777 LAAKSADDIKKAFAIIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAGDSDGD 
            40        50        60        70        80        90    
 
>>gi|14422363|emb|CAC41635.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.4  bits: 18.3 E():   47 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (31-48:85-102) 
 
               10        20        30        40        50        60 
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSGRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
               70        80 
AAD-12 MRAAYDALDEATRALVHQRS 
                            
gi|144 RHVKPLSFRAKTDAPGC    
          120       130     
 
>>gi|14422359|emb|CAC41633.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.4  bits: 18.3 E():   47 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (31-48:85-102) 
 
               10        20        30        40        50        60 
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETDQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
               70        80 
AAD-12 MRAAYDALDEATRALVHQRS 
                            
gi|144 RHVKPLSFRAKTDAPGC    
          120       130     
 
>>gi|14422361|emb|CAC41634.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.4  bits: 18.3 E():   47 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (31-48:85-102) 
 
               10        20        30        40        50        60 
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AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
               70        80 
AAD-12 MRAAYDALDEATRALVHQRS 
                            
gi|144 RHVKPLSFRAKTDAPGC    
          120       130     
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 72.3  bits: 19.9 E():   47 
Smith-Waterman score: 49; 33.3% identity (64.3% similar) in 42 aa overlap (26-64:244-284) 
 
                    10        20          30         40        50   
AAD-12      VKADGTVRQHSPAEWDDMMKVIVGNMAW--HADSTYMP-VMAQGAVFSAEVVPAV 
                                     :.:  ..... .: :. .  . :.: :  : 
gi|585 GYYAYPYCYNLTPNQPSAQCEATTMQENDKMSWLFESEDVLLPSVYLRWNLTSGERVGLV 
           220       230       240       250       260       270    
 
             60        70        80                                 
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRS                                 
       :::.  : .: :                                                 
gi|585 GGRVKEA-LRIARQMTTSRKKVLPYYWYKYQDRRDTDLSRADLEATLRKITDLGADGFII 
           280        290       300       310       320       330   
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 44; 36.4% identity (63.6% similar) in 22 aa overlap (33-54:28-49) 
 
             10        20        30        40        50        60   
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|115    GVFNYETETTSVIPAARLFKAFILDGDTLFPQVAPQAISSVENISGNGGPGTIKKIS 
                  10        20        30        40        50        
 
             70        80                                           
AAD-12 AAYDALDEATRALVHQRS                                           
                                                                    
gi|115 FPEGLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKIS 
        60        70        80        90       100       110        
 
>>gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum aest  (94 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.2  bits: 17.8 E():   48 
Smith-Waterman score: 41; 27.3% identity (48.5% similar) in 33 aa overlap (18-50:17-49) 
 
               10        20        30        40        50        60 
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                        :.:  .  . : :.    :  :  ::..   .:           
gi|668  IAVAVSADECEGDRRAMIKECAKYQQWPANPKLDPSDACCAVWQKANIPCLCAGVTKEK 
                10        20        30        40        50          
 
               70        80                
AAD-12 MRAAYDALDEATRALVHQRS                
                                           
gi|668 EKIYCMEKVAYVANFCKKPFPHGYKCGSYTFPPLA 
      60        70        80        90     
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (35-54:31-50) 
 
           10        20        30        40        50        60     
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
           70        80                                             
AAD-12 YDALDEATRALVHQRS                                             
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gi|226 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (35-54:31-50) 
 
           10        20        30        40        50        60     
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|584 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
           70        80                                             
AAD-12 YDALDEATRALVHQRS                                             
                                                                    
gi|584 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (35-54:31-50) 
 
           10        20        30        40        50        60     
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|132 MGVFNYETESTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
           70        80                                             
AAD-12 YDALDEATRALVHQRS                                             
                                                                    
gi|132 EGSPFKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (35-54:31-50) 
 
           10        20        30        40        50        60     
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
           70        80                                             
AAD-12 YDALDEATRALVHQRS                                             
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.1  bits: 18.6 E():   48 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (35-54:31-50) 
 
           10        20        30        40        50        60     
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
           70        80                                             
AAD-12 YDALDEATRALVHQRS                                             
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 72.1  bits: 19.8 E():   49 
Smith-Waterman score: 49; 40.0% identity (65.0% similar) in 20 aa overlap (25-44:332-348) 
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                     10        20        30        40        50     
AAD-12       VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
                                     :  :.   .:: :. .::.:           
gi|113 ILSQGNRFLASDIKKEVVGRYGESAMSESINWNWR---SYMDVFENGAIFVPSGVDPVLT 
             310       320       330          340       350         
 
           60        70        80         
AAD-12 RTCFADMRAAYDALDEATRALVHQRS         
                                          
gi|113 PEQNAGMIPAEPGEAVLRLTSSAGVLSCQPGAPC 
      360       370       380       390   
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 71.9  bits: 19.3 E():   50 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (13-70:116-175) 
 
                                 10        20        30          40 
AAD-12                   VKADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|481 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
          90       100       110       120       130       140      
 
               50        60        70        80                     
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS                     
         .   ...  . .    :   ::    :.                               
gi|481 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
         150       160       170       180       190       200      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 71.9  bits: 19.3 E():   50 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (13-70:117-176) 
 
                                 10        20        30          40 
AAD-12                   VKADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|168 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
         90       100       110       120       130       140       
 
               50        60        70        80                     
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS                     
         .   ...  . .    :   ::    :.                               
gi|168 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
        150       160       170       180       190       200       
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 71.8  bits: 19.3 E():   51 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (13-70:120-179) 
 
                                 10        20        30          40 
AAD-12                   VKADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|285 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
      90       100       110       120       130       140          
 
               50        60        70        80                     
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS                     
         .   ...  . .    :   ::    :.                               
gi|285 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
     150       160       170       180       190       200          
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 71.7  bits: 19.3 E():   51 
Smith-Waterman score: 47; 23.4% identity (45.3% similar) in 64 aa overlap (13-74:126-189) 
 
                                 10        20        30          40 
AAD-12                   VKADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|330 GLVPKLDAAYSVSYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
         100       110       120       130       140       150      
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               50        60        70        80                     
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS                     
         .   ...  . .    :   ::    : . .:                           
gi|330 IPAGELQIIDKIDAAFKVAATAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAA 
         160       170       180       190       200       210      
 
gi|330 VKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAAS 
         220       230       240       250       260       270      
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 71.4  bits: 19.3 E():   53 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (13-70:131-190) 
 
                                 10        20        30          40 
AAD-12                   VKADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|330 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
              110       120       130       140       150       160 
 
               50        60        70        80                     
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS                     
         .   ...  . .    :   ::    :.                               
gi|330 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
              170       180       190       200       210       220 
 
>>gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Globin   (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.0  bits: 18.3 E():   55 
Smith-Waterman score: 43; 30.6% identity (55.6% similar) in 36 aa overlap (44-79:115-150) 
 
            20        30        40        50        60        70    
AAD-12 EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                     : :  :  . ..: ::  .::. :  .:   
gi|121 IGDLPNIDGDVTTFVASHTPRGVTHDQLNNFRAGFVSYMKAHTDFAGAEAAWGATLDAFF 
           90       100       110       120       130       140     
 
            80 
AAD-12 ALVHQRS 
       ..:  .  
gi|121 GMVFAKM 
          150  
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 70.9  bits: 18.3 E():   57 
Smith-Waterman score: 43; 29.0% identity (67.7% similar) in 31 aa overlap (41-71:49-78) 
 
               20        30        40        50        60        70 
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|186 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVRLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
               80                                                   
AAD-12 ATRALVHQRS                                                   
       :                                                            
gi|186 AGLGYTYTTIGGDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEAT 
        80        90       100       110       120       130        
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (35-54:31-50) 
 
           10        20        30        40        50        60     
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|261 MGVFNYEAETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
           70        80                                             
AAD-12 YDALDEATRALVHQRS                                             
                                                                    
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
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               70        80        90       100       110       120 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (35-54:31-50) 
 
           10        20        30        40        50        60     
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|132 MGVFNYETETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
           70        80                                             
AAD-12 YDALDEATRALVHQRS                                             
                                                                    
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (35-54:31-50) 
 
           10        20        30        40        50        60     
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVISAARLFKSYVLDGDKLIPKVAPQAITSVENVGGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
           70        80                                             
AAD-12 YDALDEATRALVHQRS                                             
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSK 
               70        80        90       100       110       120 
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.6  bits: 18.0 E():   66 
Smith-Waterman score: 42; 27.6% identity (58.6% similar) in 29 aa overlap (34-62:11-39) 
 
            10        20        30        40        50        60    
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                     ..:. : : ::.   . :.  :  . ..:  
gi|126                     MRSLLILVLCFLPLAALGKVFGRCELAAAMKRHGLDNYRG 
                                   10        20        30        40 
 
            70        80                                            
AAD-12 AYDALDEATRALVHQRS                                            
                                                                    
gi|126 YSLGNWVCAAKFESNFNTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSA 
               50        60        70        80        90       100 
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.4  bits: 18.0 E():   68 
Smith-Waterman score: 42; 30.3% identity (54.5% similar) in 66 aa overlap (14-74:3-65) 
 
               10          20        30        40        50         
AAD-12 VKADGTVRQHSPAEWD--DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR-TC 
                    ::   :  .:   . .:.: : .  :    .::.:.  : . ..    
gi|121            DPEWHTLDAHEVEQVQATWKAVS-HDEVEILYTVFKAH--PDIMAKFPK 
                          10        20         30          40       
 
          60        70        80                                    
AAD-12 FA--DMRAAYDALDEATRALVHQRS                                    
       ::  :..:  :. : :..:                                          
gi|121 FAGKDLEAIKDTADFAVHASRIIGFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRGITK 
         50        60        70        80        90       100       
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 69.2  bits: 19.5 E():   70 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (60-74:431-446) 
 
      30        40        50        60         70        80 
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AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD-EATRALVHQRS 
                                     :..: :::.: ...::       
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA       
              410       420       430       440             
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (35-54:30-49) 
 
           10        20        30        40        50        60     
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|437  GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
                10        20        30        40        50          
 
           70        80                                             
AAD-12 YDALDEATRALVHQRS                                             
                                                                    
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (35-54:30-49) 
 
           10        20        30        40        50        60     
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|402  GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
                10        20        30        40        50          
 
           70        80                                             
AAD-12 YDALDEATRALVHQRS                                             
                                                                    
gi|402 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
      60        70        80        90       100       110          
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (35-54:30-49) 
 
           10        20        30        40        50        60     
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|437  GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
                10        20        30        40        50          
 
           70        80                                             
AAD-12 YDALDEATRALVHQRS                                             
                                                                    
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
>>gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (30-54:27-50) 
 
               10        20        30        40        50        60 
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                    .:.    :. : :. :.:.. . ::       
gi|212    MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKK 
                  10        20        30         40        50       
 
               70        80                                         
AAD-12 MRAAYDALDEATRALVHQRS                                         
                                                                    
gi|212 ITFGEASKYKYSRHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKS 
         60        70        80        90       100       110       
 
>>gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
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Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (30-54:27-50) 
 
               10        20        30        40        50        60 
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                    .:.    :. : :. :.:.. . ::       
gi|212    MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKK 
                  10        20        30         40        50       
 
               70        80                                         
AAD-12 MRAAYDALDEATRALVHQRS                                         
                                                                    
gi|212 ITFGEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKS 
         60        70        80        90       100       110       
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 68.9  bits: 14.6 E():   73 
Smith-Waterman score: 29; 57.1% identity (71.4% similar) in 7 aa overlap (30-36:1-7) 
 
               10        20        30        40        50        60 
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                    ::. : :                         
gi|751                              ADAGYAPAAPGTQPKA                
                                            10                      
 
               70        80 
AAD-12 MRAAYDALDEATRALVHQRS 
 
>>gi|21512|emb|CAA27571.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.9  bits: 19.2 E():   73 
Smith-Waterman score: 47; 22.5% identity (47.9% similar) in 71 aa overlap (4-74:267-337) 
 
                                          10        20        30    
AAD-12                            VKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                     : :   .  :.:     ..: .    : :. 
gi|215 QVDPKFASIKSLNYKQMLLLSLGTGTTSEFDKTYTAEETAKWGTARWMLVIQKMTSAASS 
        240       250       260       270       280       290       
 
            40        50        60        70        80              
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS              
       ::  .  ...:.:        :.    . ..   ::.:..:                    
gi|215 YMTDYYLSTAFQALDSQNNYLRVQENALTGTTTELDDASEANMQLLVQVGEDLLKKSVSK 
        300       310       320       330       340       350       
 
gi|215 DNPETYEEALKRFAKLLSDRKKLRANKASY 
        360       370       380       
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (35-54:31-50) 
 
           10        20        30        40        50        60     
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
           70        80                                             
AAD-12 YDALDEATRALVHQRS                                             
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (35-54:31-50) 
 
           10        20        30        40        50        60     
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
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           70        80                                             
AAD-12 YDALDEATRALVHQRS                                             
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (35-54:31-50) 
 
           10        20        30        40        50        60     
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
           70        80                                             
AAD-12 YDALDEATRALVHQRS                                             
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (35-54:31-50) 
 
           10        20        30        40        50        60     
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
           70        80                                             
AAD-12 YDALDEATRALVHQRS                                             
                                                                    
gi|400 EGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (35-54:31-50) 
 
           10        20        30        40        50        60     
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
           70        80                                             
AAD-12 YDALDEATRALVHQRS                                             
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (35-54:31-50) 
 
           10        20        30        40        50        60     
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
           70        80                                             
AAD-12 YDALDEATRALVHQRS                                             
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
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>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (35-54:31-50) 
 
           10        20        30        40        50        60     
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
           70        80                                             
AAD-12 YDALDEATRALVHQRS                                             
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (35-54:31-50) 
 
           10        20        30        40        50        60     
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
           70        80                                             
AAD-12 YDALDEATRALVHQRS                                             
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (35-54:31-50) 
 
           10        20        30        40        50        60     
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
           70        80                                             
AAD-12 YDALDEATRALVHQRS                                             
                                                                    
gi|167 EGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (35-54:31-50) 
 
           10        20        30        40        50        60     
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
           70        80                                             
AAD-12 YDALDEATRALVHQRS                                             
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (35-54:31-50) 
 
           10        20        30        40        50        60     
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
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gi|116 MGVFNYESETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
           70        80                                             
AAD-12 YDALDEATRALVHQRS                                             
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (35-54:31-50) 
 
           10        20        30        40        50        60     
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
           70        80                                             
AAD-12 YDALDEATRALVHQRS                                             
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNK 
               70        80        90       100       110       120 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (35-54:31-50) 
 
           10        20        30        40        50        60     
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVMPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
           70        80                                             
AAD-12 YDALDEATRALVHQRS                                             
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (35-54:31-50) 
 
           10        20        30        40        50        60     
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
           70        80                                             
AAD-12 YDALDEATRALVHQRS                                             
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (35-54:31-50) 
 
           10        20        30        40        50        60     
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
           70        80                                             
AAD-12 YDALDEATRALVHQRS                                             
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
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               70        80        90       100       110       120 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 42; 40.0% identity (60.0% similar) in 25 aa overlap (30-54:27-50) 
 
               10        20        30        40        50        60 
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                    ::.  .: .:   : ::: . . ::       
gi|534    MGVFNYEDEATSVIAPARLFKSFVLDADNL-IPKVAPENVSSAENIEGNGGPGTIKK 
                  10        20        30         40        50       
 
               70        80                                         
AAD-12 MRAAYDALDEATRALVHQRS                                         
                                                                    
gi|534 ITFPEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILK 
         60        70        80        90       100       110       
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (35-54:31-50) 
 
           10        20        30        40        50        60     
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
           70        80                                             
AAD-12 YDALDEATRALVHQRS                                             
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (35-54:31-50) 
 
           10        20        30        40        50        60     
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
           70        80                                             
AAD-12 YDALDEATRALVHQRS                                             
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (35-54:31-50) 
 
           10        20        30        40        50        60     
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
           70        80                                             
AAD-12 YDALDEATRALVHQRS                                             
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 68.3  bits: 13.9 E():   78 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (73-77:2-6) 
 
             50        60        70        80  
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AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS  
                                     : :::     
gi|463                              DRNLVHSATR 
                                            10 
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.2  bits: 17.7 E():   79 
Smith-Waterman score: 41; 34.6% identity (61.5% similar) in 26 aa overlap (32-57:5-30) 
 
              10        20        30        40        50        60  
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.:  ...   ::   .: :::.. :     
gi|217                           MASKSNYNLLFTALLVFIFAAVAAVGNEDCTPWT 
                                         10        20        30     
 
              70        80                                          
AAD-12 RAAYDALDEATRALVHQRS                                          
                                                                    
gi|217 STLITPLPSCRNYVEEQACRIEMPGPPYLAKQECCEQLANIPQQCRCQALRYFMGPKSRP 
           40        50        60        70        80        90     
 
>>gi|4006963|emb|CAA07328.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.4 E():   79 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (36-54:32-50) 
 
          10        20        30        40        50        60      
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          70        80                                             
AAD-12 DALDEATRALVHQRS                                             
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|4006947|emb|CAA07320.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.4 E():   79 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (36-54:32-50) 
 
          10        20        30        40        50        60      
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          70        80                                             
AAD-12 DALDEATRALVHQRS                                             
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.4 E():   79 
Smith-Waterman score: 41; 33.3% identity (51.9% similar) in 27 aa overlap (54-80:2-27) 
 
            30        40        50        60        70        80    
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS    
                                     :  :.: :    . : :. :  : :..    
gi|253                              TGPYCYAGMGLPINPL-EGCREYVAQQTCGI 
                                            10         20        30 
 
gi|253 SISGSAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREP 
               40        50        60        70        80        90 
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 67.8  bits: 14.4 E():   83 
Smith-Waterman score: 28; 40.0% identity (80.0% similar) in 10 aa overlap (41-50:4-13) 
 
               20        30        40        50        60        70 
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AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.:  :...:                     
gi|131                            GPVGGVVHAHMMPLL                   
                                          10                        
 
               80 
AAD-12 ATRALVHQRS 
 
>>gi|114326420|ref|NP_001041618.1| major allergen I poly  (88 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.8  bits: 16.9 E():   83 
Smith-Waterman score: 38; 31.8% identity (63.6% similar) in 22 aa overlap (31-52:3-24) 
 
               10        20        30        40        50        60 
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     :..  :  . .:. . :. :::         
gi|114                             MLDAALPPCPTVAATADCEICPAVKRDVDLFL 
                                           10        20        30   
 
               70        80                                     
AAD-12 MRAAYDALDEATRALVHQRS                                     
                                                                
gi|114 TGTPDEYVEQVAQYKALPVVLENARILKNCVDAKMTEEDKENALSLLDKIYTSPLC 
             40        50        60        70        80         
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 67.7  bits: 18.9 E():   84 
Smith-Waterman score: 46; 21.2% identity (57.7% similar) in 52 aa overlap (27-75:37-87) 
 
                   10        20        30        40        50       
AAD-12     VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|269 EAVLLGILLYIPIVLSDDRAPIPSNSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQTK 
         10        20        30         40        50        60      
 
            60        70        80                                  
AAD-12 CF---ADMRAAYDALDEATRALVHQRS                                  
        .   .:  . . ...:: ...                                       
gi|269 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSLAPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 67.7  bits: 19.5 E():   84 
Smith-Waterman score: 48; 30.5% identity (52.5% similar) in 59 aa overlap (1-59:135-183) 
 
                                             10        20        30 
AAD-12                               VKADGTVRQHSPAEWDDMMKVIVGNMAWHA 
                                     : .:: .:    . : :   . .:.. ..: 
gi|558 RSGGHDYEGLSYRSERPEAFAVVDLNKMRAVVVDGKAR----TAWVDS-GAQLGEL-YYA 
          110       120       130       140            150          
 
               40        50        60        70        80           
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS           
        .   ::.:    : : : :..:    ::                                
gi|558 IAKNSPVLA----FPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGTLL 
      160           170       180       190       200       210     
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 41; 37.9% identity (62.1% similar) in 29 aa overlap (26-54:23-49) 
 
               10        20        30        40        50        60 
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                .:  ::.  .:  : :.  :.:.: . ::       
gi|604    MAVFTFDDQATSPVAPATLYNALAKDADNI-IP-KAVGSFQSVEIVEGNGGPGTIKK 
                  10        20        30          40        50      
 
               70        80                                         
AAD-12 MRAAYDALDEATRALVHQRS                                         
                                                                    
gi|604 ISFVEDGETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIK 
          60        70        80        90       100       110      
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>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.4  bits: 18.2 E():   87 
Smith-Waterman score: 43; 30.0% identity (55.0% similar) in 20 aa overlap (22-41:1-20) 
 
               10        20        30        40        50        60 
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                            : .:. :.  .   :.  ::                    
gi|142                      IPANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYA 
                                    10        20        30          
 
               70        80                                         
AAD-12 MRAAYDALDEATRALVHQRS                                         
                                                                    
gi|142 IHRHQNIILSEQELLDCTYHLYDPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKL 
      40        50        60        70        80        90          
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 67.4  bits: 19.2 E():   87 
Smith-Waterman score: 47; 43.8% identity (62.5% similar) in 16 aa overlap (4-19:221-232) 
 
                                          10        20        30    
AAD-12                            VKADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                     :: :    :..::: .               
gi|253 LEHSSTNPNSFHYEHNIVSPSSIHPSTAHFDGEV----PSQWDDSLGHGASTPKVRTPSH 
              200       210       220           230       240       
 
            40        50        60        70        80              
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS              
                                                                    
gi|253 HVSSNPWAEINEPTGGDNDNLAPVTRPRKPARARRQKKEPRKLSDASQGARSSSTGGTAH 
        250       260       270       280       290       300       
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (35-54:30-49) 
 
           10        20        30        40        50        60     
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|437  GVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
                10        20        30        40        50          
 
           70        80                                             
AAD-12 YDALDEATRALVHQRS                                             
                                                                    
gi|437 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISHK 
      60        70        80        90       100       110          
 
>>gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 41; 32.0% identity (64.0% similar) in 25 aa overlap (30-54:27-50) 
 
               10        20        30        40        50        60 
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                    .:.    :. : :. :.:.. . ::       
gi|212    MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGDGGPGTIKK 
                  10        20        30         40        50       
 
               70        80                                         
AAD-12 MRAAYDALDEATRALVHQRS                                         
                                                                    
gi|212 ITFGEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKS 
         60        70        80        90       100       110       
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (35-54:31-50) 
 
           10        20        30        40        50        60     
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
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                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
           70        80                                             
AAD-12 YDALDEATRALVHQRS                                             
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (35-54:31-50) 
 
           10        20        30        40        50        60     
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
           70        80                                             
AAD-12 YDALDEATRALVHQRS                                             
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (35-54:31-50) 
 
           10        20        30        40        50        60     
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
           70        80                                             
AAD-12 YDALDEATRALVHQRS                                             
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (35-54:31-50) 
 
           10        20        30        40        50        60     
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
           70        80                                             
AAD-12 YDALDEATRALVHQRS                                             
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (35-54:31-50) 
 
           10        20        30        40        50        60     
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|154 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
           70        80                                             
AAD-12 YDALDEATRALVHQRS                                             
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gi|154 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (35-54:31-50) 
 
           10        20        30        40        50        60     
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
           70        80                                             
AAD-12 YDALDEATRALVHQRS                                             
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (35-54:31-50) 
 
           10        20        30        40        50        60     
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|125 MGVFNYETEATSVIPAARLFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
           70        80                                             
AAD-12 YDALDEATRALVHQRS                                             
                                                                    
gi|125 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (35-54:31-50) 
 
           10        20        30        40        50        60     
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
           70        80                                             
AAD-12 YDALDEATRALVHQRS                                             
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.1  bits: 17.1 E():   91 
Smith-Waterman score: 39; 53.8% identity (69.2% similar) in 13 aa overlap (59-71:72-84) 
 
       30        40        50        60        70        80         
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS         
                                     ::.::  ::  .:                  
gi|131 ELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDE 
              50        60        70        80        90       100  
 
gi|131 FGALVDKWGAKG 
             110    
 
>>gi|75139847|sp|Q7M1E8|Q7M1E8_9ROSA Pollen major allerg  (12 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 66.6  bits: 13.8 E():   97 
Smith-Waterman score: 26; 57.1% identity (71.4% similar) in 7 aa overlap (20-26:4-10) 
 
               10        20        30        40        50        60 
AAD-12 VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                          ::. : :                                   
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gi|751                 ATGKVVQGAMPP                                 
                               10                                   
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.4 E():   97 
Smith-Waterman score: 40; 35.3% identity (70.6% similar) in 17 aa overlap (40-56:30-46) 
 
      10        20        30        40        50        60          
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     :::. ...  :  ::..              
gi|476  DKGPGFVVTGRVYCDPCRAGFETNVSHNVQGATVAVDCRPFNGGESKLKAEATTDGLGW 
                10        20        30        40        50          
 
      70        80                                                  
AAD-12 EATRALVHQRS                                                  
                                                                    
gi|476 YKIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQGIRYANPIAFF 
      60        70        80        90       100       110          
 
>>gi|15886861|emb|CAC85911.1| arginine kinase [Plodia in  (355 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 66.3  bits: 18.6 E(): 1e 
Smith-Waterman score: 45; 33.3% identity (61.1% similar) in 18 aa overlap (9-26:97-112) 
 
                                     10        20        30         
AAD-12                       VKADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .: : .: :.  .  ::.             
gi|158 YAPDAEAYVVFADLFDPIIEDYHNGFKKTDKHPPKNWGDVETL--GNLDPAGEFVVSTRV 
         70        80        90       100         110       120     
 
       40        50        60        70        80                   
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS                   
                                                                    
gi|158 RCGRSMEGYPFNPCLTEAQYKEMEEKVSSTLSGLEGELKGTFFPLTGMSKETQQQLIDDH 
          130       140       150       160       170       180     
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:43 2011 done: Fri Jan 21 00:02:43 2011 
 Total Scan time:  0.060 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 82  - 161 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     1     0:= 
  26     0     0: 
  28     0     0: 
  30     3     2:* 
  32     9     8:=*= 
  34     7    22:==   * 
  36    32    44:========  * 
  38    33    73:=========         * 
  40    72   102:==================       * 
  42    73   125:===================            * 
  44   122   138:===============================   * 
  46   174   140:==================================*========= 
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  48   198   134:=================================*================ 
  50   126   122:==============================*= 
  52   120   108:==========================*=== 
  54    79    92:====================  * 
  56    72    77:================== * 
  58    50    63:=============  * 
  60    35    51:=========   * 
  62    40    41:==========* 
  64    30    33:========* 
  66    52    26:======*====== 
  68    40    20:====*===== 
  70     7    16:== * 
  72    24    12:==*=== 
  74    18    10:==*== 
  76    20     8:=*=== 
  78    14     6:=*== 
  80     5     5:=* 
  82     5     3:*= 
  84     4     3:* 
  86     7     2:*= 
  88     2     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     1     1:*         :* 
  94     3     1:*         :*== 
  96     1     1:*         :* 
  98     4     0:=         *==== 
 100     0     0:          * 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
 116     1     0:=         *= 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.62470.00308; mu= 2.1615 0.160 
 mean_var=34.7952 9.119, 0's: 2 Z-trim: 4  B-trim: 186 in 1/43 
 Lambda= 0.217428 
 Kolmogorov-Smirnov  statistic: 0.1084 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   67 26.0    0.17 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   65 25.4    0.26 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   62 24.3    0.82 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   58 23.1     1.6 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   58 23.1     1.6 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   58 23.1     1.6 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   58 23.1     1.6 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   64 24.6       2 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   57 22.8     2.4 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   64 24.5     2.5 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   57 22.7     2.8 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   56 22.4     3.4 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   60 23.4     4.1 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   55 22.1     4.2 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   58 22.8     4.8 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   54 21.8     5.3 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   53 21.5     5.8 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   49 20.4     7.9 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   57 22.4     7.9 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   57 22.4     7.9 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 21.2     8.1 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   52 21.2     8.1 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   52 21.2     8.1 
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gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   52 21.2     8.2 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   55 21.9     9.2 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   56 22.1      10 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   50 20.6      10 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 21.9      11 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 18.0      12 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 18.0      12 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   55 21.8      12 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   55 21.8      12 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   50 20.5      13 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   49 20.2      15 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   54 21.5      15 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   52 21.0      16 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   46 19.4      17 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   52 20.9      18 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   51 20.7      20 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 19.4      22 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 19.6      23 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   45 19.1      23 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 19.6      23 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 19.6      23 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   47 19.6      24 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   47 19.6      24 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   47 19.6      24 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   47 19.6      24 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   47 19.6      24 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   47 19.6      24 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   47 19.6      24 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   47 19.6      24 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   47 19.6      24 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   47 19.6      24 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   47 19.6      24 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 19.6      24 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 19.6      24 
gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   48 19.8      27 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.3      27 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 20.3      27 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   51 20.6      28 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   51 20.6      28 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   51 20.6      28 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   51 20.6      28 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   51 20.6      28 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   51 20.6      28 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   44 18.8      29 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   46 19.3      30 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   46 19.3      30 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 19.3      30 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 19.3      30 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   46 19.3      30 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 19.3      30 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 19.3      30 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   50 20.3      32 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   45 19.0      33 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.5      35 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 16.4      35 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   45 19.0      37 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   45 19.0      37 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   45 19.0      37 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   45 19.0      37 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   45 19.0      37 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   45 19.0      37 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   45 19.0      37 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   45 19.0      37 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   45 19.0      38 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 20.2      38 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   51 20.5      38 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   44 18.7      38 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   52 20.7      39 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   52 20.7      41 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 20.2      41 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   43 18.4      42 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 2588



 

 

gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   46 19.2      43 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   42 18.1      43 
gi|14422363|emb|CAC41635.1| plantain pollen major  ( 131)   43 18.4      45 
gi|14422361|emb|CAC41634.1| plantain pollen major  ( 131)   43 18.4      45 
gi|14422359|emb|CAC41633.1| plantain pollen major  ( 131)   43 18.4      45 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   49 19.9      45 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   44 18.6      45 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   44 18.6      46 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   44 18.6      46 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   44 18.6      46 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   44 18.6      46 
gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum  (  94)   41 17.9      46 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   44 18.6      46 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 19.9      46 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   47 19.4      47 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   47 19.4      47 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   47 19.4      48 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.4      49 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   47 19.4      50 
gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Glo ( 151)   43 18.4      53 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   43 18.3      54 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   43 18.3      57 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   43 18.3      57 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   43 18.3      57 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   42 18.0      63 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   42 18.0      65 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 19.6      67 
gi|21512|emb|CAA27571.1| patatin [Solanum tuberosu ( 386)   47 19.3      69 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.0      70 
gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allerge ( 159)   42 18.0      70 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   42 18.0      70 
gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allerge ( 159)   42 18.0      70 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   42 18.0      70 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.0      70 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.0      70 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   42 18.0      70 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.0      70 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   42 18.0      70 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.0      70 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   42 18.0      70 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 18.0      70 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.0      70 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   42 18.0      70 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 18.0      70 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.0      70 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   42 18.0      70 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   42 18.0      70 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   42 18.0      70 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 18.0      70 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   42 18.0      70 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.0      70 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.0      70 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 14.7      71 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   41 17.7      76 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   40 17.5      76 
gi|4006963|emb|CAA07328.1| pollen allergen Betv1,  ( 120)   40 17.5      76 
gi|4006947|emb|CAA07320.1| pollen allergen Betv1,  ( 120)   40 17.5      76 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 13.9      76 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   46 19.0      80 
gi|114326420|ref|NP_001041618.1| major allergen I  (  88)   38 17.0      80 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   28 14.4      81 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   47 19.3      83 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   43 18.2      83 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   41 17.7      83 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   41 17.7      86 
gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allerge ( 159)   41 17.7      86 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   41 17.7      87 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   41 17.7      87 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   41 17.7      87 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   41 17.7      87 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   41 17.7      87 
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gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   41 17.7      87 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   41 17.7      87 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   41 17.7      87 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.2      88 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   40 17.4      94 
gi|75139847|sp|Q7M1E8|Q7M1E8_9ROSA Pollen major al (  12)   26 13.8      95 
gi|15886861|emb|CAC85911.1| arginine kinase [Plodi ( 355)   45 18.7      96 
gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Ser ( 607)   48 19.5      96 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 18.7      99 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  67  Z-score: 116.3  bits: 26.0 E(): 0.17 
Smith-Waterman score: 67; 40.0% identity (63.3% similar) in 30 aa overlap (2-31:30-56) 
 
                                           10        20        30   
AAD-12                             KADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. : :   ::. :.. :  
gi|126 TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTK--KGNL-WEVKSA 
               10        20        30        40          50         
 
             40        50        60        70        80 
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA 
                                                        
gi|126 KPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN         
        60        70        80        90                
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  65  Z-score: 113.0  bits: 25.4 E(): 0.26 
Smith-Waterman score: 65; 35.5% identity (64.5% similar) in 31 aa overlap (2-32:30-57) 
 
                                           10        20        30   
AAD-12                             KADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. . :   ::. :.. :. 
gi|144 VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKSS 
               10        20        30        40          50         
 
             40        50        60        70        80 
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA 
                                                        
gi|144 KPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE          
        60        70        80        90                
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 104.1  bits: 24.3 E(): 0.82 
Smith-Waterman score: 62; 26.5% identity (59.2% similar) in 49 aa overlap (31-79:5-52) 
 
               10        20        30        40        50        60 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.  :..  ... :. .. :. :. :.: : 
gi|189                           MASKSSITPLLLAAVLASVFAAAAATGQYCYAGM 
                                         10        20        30     
 
               70        80                                         
AAD-12 RAAYDALDEATRALVHQRSA                                         
           . : :. :  : :..                                          
gi|189 GLPSNPL-EGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFI 
           40         50        60        70        80        90    
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 98.9  bits: 23.1 E():  1.6 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (2-60:55-107) 
 
                                            10        20        30  
AAD-12                              KADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
              40        50        60        70        80 
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA 
          :.  ::  :. . .   : .. : :.                     
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gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE      
                 90       100       110       120        
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 98.9  bits: 23.1 E():  1.6 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (2-60:55-107) 
 
                                            10        20        30  
AAD-12                              KADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
              40        50        60        70        80 
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA 
          :.  ::  :. . .   : .. : :.                     
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE      
                 90       100       110       120        
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 98.9  bits: 23.1 E():  1.6 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (2-60:55-107) 
 
                                            10        20        30  
AAD-12                              KADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|117 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
              40        50        60        70        80 
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA 
          :.  ::  :. . .   : .. : :.                     
gi|117 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE      
                 90       100       110       120        
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 98.9  bits: 23.1 E():  1.6 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (2-60:55-107) 
 
                                            10        20        30  
AAD-12                              KADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
              40        50        60        70        80 
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA 
          :.  ::  :. . .   : .. : :.                     
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE      
                 90       100       110       120        
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  64  Z-score: 97.3  bits: 24.6 E():    2 
Smith-Waterman score: 64; 33.3% identity (57.1% similar) in 63 aa overlap (1-59:89-149) 
 
                                              10        20          
AAD-12                               KADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .  :. . ..:  . 
gi|114 ASAVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLT 
       60        70        80        90       100        110        
 
      30           40        50        60        70        80       
AAD-12 DSTYMP---VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA       
       : . :    . .::  . :    .:.:::   :                            
gi|114 DFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPE 
        120       130       140       150       160       170       
 
gi|114 FHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSN 
        180       190       200       210       220       230       
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
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 initn:  50 init1:  50 opt:  57  Z-score: 95.5  bits: 22.8 E():  2.4 
Smith-Waterman score: 57; 24.5% identity (59.2% similar) in 49 aa overlap (31-79:5-52) 
 
               10        20        30        40        50        60 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.  :..  ... :. .. .. :. :.: : 
gi|439                           MASKSSITPLLLAAVLASVFAAATATGQYCYAGM 
                                         10        20        30     
 
               70        80                                         
AAD-12 RAAYDALDEATRALVHQRSA                                         
           . : :. :  : :..                                          
gi|439 GLPSNPL-EGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYF 
           40         50        60        70        80        90    
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  64  Z-score: 95.3  bits: 24.5 E():  2.5 
Smith-Waterman score: 64; 33.3% identity (57.1% similar) in 63 aa overlap (1-59:119-179) 
 
                                              10        20          
AAD-12                               KADGT-VRQHSPAEWDDMMKVIVGNMAWHA 
                                     :.::: : : .::.: .  :. . ..:  . 
gi|476 ASAVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLT 
       90       100       110       120       130        140        
 
      30           40        50        60        70        80       
AAD-12 DSTYMP---VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA       
       : . :    . .::  . :    .:.:::   :                            
gi|476 DFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPE 
        150       160       170       180       190       200       
 
gi|476 FHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSN 
        210       220       230       240       250       260       
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 94.6  bits: 22.7 E():  2.8 
Smith-Waterman score: 57; 41.4% identity (69.0% similar) in 29 aa overlap (25-53:23-50) 
 
               10        20        30        40        50        60 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                               .. .:: : .: .:  .: :::.: . ::        
gi|444   MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGVGTIKKI 
                 10        20         30        40        50        
 
               70        80                                         
AAD-12 RAAYDALDEATRALVHQRSA                                         
                                                                    
gi|444 SFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKS 
        60        70        80        90       100       110        
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 92.9  bits: 22.4 E():  3.4 
Smith-Waterman score: 56; 40.0% identity (68.0% similar) in 25 aa overlap (29-53:27-50) 
 
               10        20        30        40        50        60 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                   ::.  .: .:  :. :::.. . ::        
gi|165   MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIKKI 
                 10        20        30         40        50        
 
               70        80                                         
AAD-12 RAAYDALDEATRALVHQRSA                                         
                                                                    
gi|165 TFGEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSILKN 
        60        70        80        90       100       110        
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  48 init1:  48 opt:  60  Z-score: 91.4  bits: 23.4 E():  4.1 
Smith-Waterman score: 60; 22.2% identity (61.9% similar) in 63 aa overlap (9-70:134-194) 
 
                                     10        20        30         
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AAD-12                       KADGTVRQHSPAEWDDMMKVIVGNMAWHAD-STYMPVM 
                                     : :: ::   : .. .. ...  ..      
gi|309 SKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQVKYQGGCGSGWAFS 
           110       120       130       140       150       160    
 
        40        50        60        70        80                  
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA                  
       : ::. .:... :.:  . ..... . : ..:.                            
gi|309 ATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGCYNGWHYQSFEWVLEHGGIATDDDY 
           170        180        190       200       210       220  
 
gi|309 PYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAILEQPISVSIDAKDFH 
             230       240       250       260       270       280  
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 91.3  bits: 22.1 E():  4.2 
Smith-Waterman score: 55; 32.4% identity (58.8% similar) in 34 aa overlap (10-37:114-147) 
 
                                    10        20              30    
AAD-12                      KADGTVRQHSPAEWDDMMKVIV----GNMAWHA--DSTY 
                                     :::. :.. : .:    :   : .  .:.. 
gi|250 EVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSW 
            90       100       110       120       130       140    
 
            40        50        60        70        80 
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA 
        ::.                                            
gi|250 APVLDFVFSTLKNEL                                 
           150                                         
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 90.2  bits: 22.8 E():  4.8 
Smith-Waterman score: 58; 26.0% identity (56.0% similar) in 50 aa overlap (26-75:23-71) 
 
               10        20        30        40        50        60 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                .. ::. : :. :   .  : ..::.::    .:  
gi|663    MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGKATTDE 
                  10        20        30        40         50       
 
               70        80                                         
AAD-12 RAAYDALDEATRALVHQRSA                                         
       .   . .. . .: :                                              
gi|663 QKLLEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILKLDTDY 
         60        70        80        90       100       110       
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 89.5  bits: 21.8 E():  5.3 
Smith-Waterman score: 54; 37.9% identity (69.0% similar) in 29 aa overlap (25-53:23-50) 
 
               10        20        30        40        50        60 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                               .. .:: : .: .:  .: .::.: . ::        
gi|444   MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGVGTIKKI 
                 10        20         30        40        50        
 
               70        80                                         
AAD-12 RAAYDALDEATRALVHQRSA                                         
                                                                    
gi|444 SFGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKS 
        60        70        80        90       100       110        
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 88.7  bits: 21.5 E():  5.8 
Smith-Waterman score: 53; 24.5% identity (55.1% similar) in 49 aa overlap (31-79:5-52) 
 
               10        20        30        40        50        60 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.  :..   .. :. .. .. :  :.: : 
gi|217                           MASKSSISPLLLATVLVSVFAAATATGPYCYAGM 
                                         10        20        30     
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               70        80                                         
AAD-12 RAAYDALDEATRALVHQRSA                                         
           . : :. :  : :..                                          
gi|217 GLPINPL-EGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYF 
           40         50        60        70        80        90    
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 86.4  bits: 20.4 E():  7.9 
Smith-Waterman score: 49; 32.3% identity (58.1% similar) in 31 aa overlap (5-33:35-64) 
 
                                         10          20        30   
AAD-12                           KADGTVRQHSPAE--WDDMMKVIVGNMAWHADST 
                                     : . ..::.  :: .  : .   .: ::.  
gi|323 QTCAGNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKP 
           10        20        30        40         50        60    
 
             40        50        60        70        80 
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA 
       :                                                
gi|323 YSWRYGWTAFCGPAGPRCLRTNAAVTVR                     
            70        80        90                      
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  48 init1:  48 opt:  57  Z-score: 86.3  bits: 22.4 E():  7.9 
Smith-Waterman score: 57; 22.2% identity (58.7% similar) in 63 aa overlap (9-70:134-194) 
 
                                     10        20        30         
AAD-12                       KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY-MPVM 
                                     : :: ::   : .. .. ...          
gi|129 SKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQVKYQGGCGRGWAFS 
           110       120       130       140       150       160    
 
        40        50        60        70        80                  
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA                  
       : ::. .:... :.:  . ..... . : ..:.                            
gi|129 ATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGSYNGWQYQSFEWVLEHGGIATDDDY 
           170        180        190       200       210       220  
 
gi|129 PYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAILEQPISVSIDAKDFH 
             230       240       250       260       270       280  
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  48 init1:  48 opt:  57  Z-score: 86.3  bits: 22.4 E():  7.9 
Smith-Waterman score: 57; 22.2% identity (58.7% similar) in 63 aa overlap (9-70:134-194) 
 
                                     10        20        30         
AAD-12                       KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY-MPVM 
                                     : :: ::   : .. .. ...          
gi|119 SKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQVKYQGGCGRGWAFS 
           110       120       130       140       150       160    
 
        40        50        60        70        80                  
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA                  
       : ::. .:... :.:  . ..... . : ..:.                            
gi|119 ATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGSYNGWQYQSFEWVLEHGGIATDDDY 
           170        180        190       200       210       220  
 
gi|119 PYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAILEQPISVSIDAKDFH 
             230       240       250       260       270       280  
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 86.2  bits: 21.2 E():  8.1 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (29-53:27-50) 
 
               10        20        30        40        50        60 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                   ::.  .: .:  :: :::.. . ::        
gi|602   MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKI 
                 10        20        30         40        50        
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               70        80                                         
AAD-12 RAAYDALDEATRALVHQRSA                                         
                                                                    
gi|602 NFGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIKST 
        60        70        80        90       100       110        
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 86.2  bits: 21.2 E():  8.1 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (29-53:27-50) 
 
               10        20        30        40        50        60 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                   ::.  .: .:  :: :::.. . ::        
gi|131   MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKI 
                 10        20        30         40        50        
 
               70        80                                         
AAD-12 RAAYDALDEATRALVHQRSA                                         
                                                                    
gi|131 NFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKST 
        60        70        80        90       100       110        
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 86.2  bits: 21.2 E():  8.1 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (29-53:27-50) 
 
               10        20        30        40        50        60 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                   ::.  .: .:  :: :::.. . ::        
gi|279   MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKI 
                 10        20        30         40        50        
 
               70        80                                         
AAD-12 RAAYDALDEATRALVHQRSA                                         
                                                                    
gi|279 NFGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKST 
        60        70        80        90       100       110        
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 86.1  bits: 21.2 E():  8.2 
Smith-Waterman score: 52; 37.9% identity (69.0% similar) in 29 aa overlap (25-53:23-50) 
 
               10        20        30        40        50        60 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                               .. .:: : .: .:  .: .::.: . ::        
gi|444   MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGVGTIKKI 
                 10        20         30        40        50        
 
               70        80                                         
AAD-12 RAAYDALDEATRALVHQRSA                                         
                                                                    
gi|444 SFGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKS 
        60        70        80        90       100       110        
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 85.2  bits: 21.9 E():  9.2 
Smith-Waterman score: 55; 25.5% identity (55.3% similar) in 47 aa overlap (20-65:16-62) 
 
               10        20         30        40        50          
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMA-WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                          ...:  : . ::. : :. :   .  : .  :.::..   . 
gi|441     MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATPAAAGGKATTDE 
                   10        20        30        40        50       
 
      60        70        80                                        
AAD-12 MRAAYDALDEATRALVHQRSA                                        
       ..   :                                                       
gi|441 QKLLEDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAY 
         60        70        80        90       100       110       
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
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 initn:  56 init1:  56 opt:  56  Z-score: 84.5  bits: 22.1 E():   10 
Smith-Waterman score: 56; 21.1% identity (53.5% similar) in 71 aa overlap (3-73:267-337) 
 
                                           10        20        30   
AAD-12                             KADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                     : :   .  :.:  .  ... ..  .: :. 
gi|169 QEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMTNAASS 
        240       250       260       270       280       290       
 
             40        50        60        70        80             
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA             
       ::  .  ..::.:.       :.    . ..   .:.:..:                    
gi|169 YMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLKKPVSK 
        300       310       320       330       340       350       
 
gi|169 DSPETYEEALKRFAKLLSDRKKLRANKASY 
        360       370       380       
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.5  bits: 20.6 E():   10 
Smith-Waterman score: 50; 28.1% identity (59.4% similar) in 32 aa overlap (20-51:11-42) 
 
               10        20        30        40        50        60 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                          ::.. .:: ...   :. : :    ..::  .          
gi|249          MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQDIMPCLHFVKG 
                        10        20        30        40        50  
 
               70        80                                         
AAD-12 RAAYDALDEATRALVHQRSA                                         
                                                                    
gi|249 EEKEPSKECCSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVAEVPKKCDIKTT 
              60        70        80        90       100       110  
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 84.0  bits: 21.9 E():   11 
Smith-Waterman score: 55; 30.6% identity (58.3% similar) in 36 aa overlap (12-47:155-190) 
 
                                  10        20        30        40  
AAD-12                    KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :   . ..::.:..  :: .     .  :: 
gi|249 QLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA 
          130       140       150       160       170       180     
 
              50        60        70        80                      
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA                      
       . .:::                                                       
gi|249 IPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTL 
          190       200       210       220       230       240     
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 83.1  bits: 18.0 E():   12 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (27-33:19-25) 
 
               10        20        30        40        50        60 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                 :.::..:                            
gi|320         YTTEGGKKVEAEDVIPEGWKADTSYE                           
                       10        20                                 
 
               70        80 
AAD-12 RAAYDALDEATRALVHQRSA 
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 83.1  bits: 18.0 E():   12 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (27-33:19-25) 
 
               10        20        30        40        50        60 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                 :.::..:                            
gi|320         YTTEGGTKAEAEDVIPEGWKADTSYE                           
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                       10        20                                 
 
               70        80 
AAD-12 RAAYDALDEATRALVHQRSA 
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.8  bits: 21.8 E():   12 
Smith-Waterman score: 55; 21.1% identity (53.5% similar) in 71 aa overlap (3-73:267-337) 
 
                                           10        20        30   
AAD-12                             KADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                     : :   .  :.:  .  ... ..  .: :. 
gi|215 QDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMTNAASS 
        240       250       260       270       280       290       
 
             40        50        60        70        80             
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA             
       ::  .  ..::.:.       :.    . ..   .:.:..:                    
gi|215 YMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLKKPVSK 
        300       310       320       330       340       350       
 
gi|215 DSPETYEEALKRFAKLLSDRKKLRANKASH 
        360       370       380       
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.8  bits: 21.8 E():   12 
Smith-Waterman score: 55; 21.1% identity (53.5% similar) in 71 aa overlap (3-73:267-337) 
 
                                           10        20        30   
AAD-12                             KADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                     : :   .  :.:  .  ... ..  .: :. 
gi|215 QEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMTNAASS 
        240       250       260       270       280       290       
 
             40        50        60        70        80             
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA             
       ::  .  ..::.:.       :.    . ..   .:.:..:                    
gi|215 YMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDASEANMELLVQVGETLLKKPVSK 
        300       310       320       330       340       350       
 
gi|215 DSPETYEEALKRFAKLLSDRKKLRANKASH 
        360       370       380       
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 82.7  bits: 20.5 E():   13 
Smith-Waterman score: 50; 31.0% identity (55.2% similar) in 29 aa overlap (34-57:31-59) 
 
            10        20        30        40        50              
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICFD 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 DMRAAYDALDEATRALVHQRSA                                       
                                                                    
gi|132 EGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSISK 
               70        80        90       100       110       120 
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 81.4  bits: 20.2 E():   15 
Smith-Waterman score: 49; 35.7% identity (52.4% similar) in 42 aa overlap (41-71:37-78) 
 
               20        30        40        50              60     
AAD-12 PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR------TCFADMRAAY 
                                     :. : :.: . ::       :   : ...: 
gi|145 EEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSY 
         10        20        30        40        50        60       
 
                70        80                                        
AAD-12 -----DALDEATRALVHQRSA                                        
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            ::.::::                                                 
gi|145 VLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAP 
         70        80        90       100       110       120       
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 81.1  bits: 21.5 E():   15 
Smith-Waterman score: 54; 21.1% identity (53.5% similar) in 71 aa overlap (3-73:267-337) 
 
                                           10        20        30   
AAD-12                             KADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                     : :   .  :.:  .  ... ..  .: :. 
gi|158 QEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQLTNAASS 
        240       250       260       270       280       290       
 
             40        50        60        70        80             
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA             
       ::  .  ..::.:.       :.    . ..   .:.:..:                    
gi|158 YMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLKKPVSK 
        300       310       320       330       340       350       
 
gi|158 DSPETYEEALKRFAKLLSNRKKLRANKASY 
        360       370       380       
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 80.8  bits: 21.0 E():   16 
Smith-Waterman score: 52; 16.7% identity (57.4% similar) in 54 aa overlap (1-54:226-279) 
 
                                             10        20        30 
AAD-12                               KADGTVRQHSPAEWDDMMKVIVGNMAWHAD 
                                     ...: .. ..::. . . . .. ..:   . 
gi|106 MQQEQQEQRQGVQILVPLSQQQQVGQGTLVQGQGIIQPQQPAQLEVIRSSVLQTLATMCN 
         200       210       220       230       240       250      
 
               40        50        60        70        80 
AAD-12 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA 
           :  .   .  : .: ..::.                           
gi|106 VYVPPYCSTIRAPFASIVAGIGGQ                           
         260       270                                    
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 80.3  bits: 19.4 E():   17 
Smith-Waterman score: 46; 26.9% identity (53.8% similar) in 52 aa overlap (1-50:8-56) 
 
                      10        20        30          40        50  
AAD-12        KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY--MPVMAQGAVFSAEVVPAV 
              :: :.    .:.  ::..   .::. .  ..     :..  :: :  ..: :  
gi|166 ATPTPTPKAAGSWCVPKPGVSDDQL---TGNINYACSQGIDCGPIQPGGACFEPNTVKAH 
               10        20           30        40        50        
 
              60        70        80                
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSA                
                                                    
gi|166 AAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
        60        70        80        90       100  
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.0  bits: 20.9 E():   18 
Smith-Waterman score: 52; 20.8% identity (58.3% similar) in 48 aa overlap (31-78:72-119) 
 
               10        20        30        40        50        60 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:...:   :: .  :..  .. :... 
gi|170 QSFSQQPPFSQQQQQPLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQ 
              50        60        70        80        90       100  
 
               70        80                                         
AAD-12 RAAYDALDEATRALVHQRSA                                         
       .      ..  . ::.:.                                           
gi|170 QQLVLPPQQQQQQLVQQQIPIVQPSVLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSS 
             110       120       130       140       150       160  
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>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.9  bits: 20.7 E():   20 
Smith-Waterman score: 51; 22.6% identity (64.5% similar) in 31 aa overlap (31-61:66-96) 
 
               10        20        30        40        50        60 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:.. ::  :  .. :..  .. :... 
gi|219 QPLPPQQTFPQQPPFSQQQQQQPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQ 
          40        50        60        70        80        90      
 
               70        80                                         
AAD-12 RAAYDALDEATRALVHQRSA                                         
       .                                                            
gi|219 QQLILPPQQQQQLPQQQISIVQPSVLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSC 
         100       110       120       130       140       150      
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.4  bits: 19.4 E():   22 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (35-50:66-81) 
 
           10        20        30        40        50        60     
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
           70        80             
AAD-12 DALDEATRALVHQRSA             
                                    
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS 
         100       110       120    
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.0  bits: 19.6 E():   23 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (60-76:14-30) 
 
      30        40        50        60        70        80          
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA          
                                     .: :.: .:.  .. .:              
gi|219                  MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQ 
                                10        20        30        40    
 
gi|219 TFEENDLQQLIIEIDADGSGELEFDEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNG 
            50        60        70        80        90       100    
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 77.9  bits: 19.1 E():   23 
Smith-Waterman score: 45; 25.5% identity (58.8% similar) in 51 aa overlap (30-77:13-61) 
 
               10        20        30        40         50          
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV-PAVG--GRTCF 
                                    :..   : : :. :. ..    ::  :..   
gi|207                  MSITDIVSEKDIDAALESVKAAGS-FNYKIFFQKVGLAGKSA- 
                                10        20         30        40   
 
        60        70        80                                      
AAD-12 ADMRAAYDALDEATRALVHQRSA                                      
       :: . ... ::.   ....:                                         
gi|207 ADAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVE 
              50        60        70        80        90       100  
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.8  bits: 19.6 E():   23 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (48-64:141-157) 
 
        20        30        40        50        60        70        
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
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        80 
AAD-12 RSA 
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.8  bits: 19.6 E():   23 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (48-64:141-157) 
 
        20        30        40        50        60        70        
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
        80 
AAD-12 RSA 
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 47; 40.0% identity (68.0% similar) in 25 aa overlap (29-53:27-50) 
 
               10        20        30        40        50        60 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                   ::.  .: .:  :: :.:.. . ::        
gi|602   MGVFTYEFEFTSVIPPARLYNAFVLDADNL-IPKIAPQAVKSTEILEGDGGVGTIKKI 
                 10        20        30         40        50        
 
               70        80                                         
AAD-12 RAAYDALDEATRALVHQRSA                                         
                                                                    
gi|602 NFGEGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIKSI 
        60        70        80        90       100       110        
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (29-53:27-50) 
 
               10        20        30        40        50        60 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                   ::.  .: .:  :. .::.. . ::        
gi|459   MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKI 
                 10        20        30         40        50        
 
               70        80                                         
AAD-12 RAAYDALDEATRALVHQRSA                                         
                                                                    
gi|459 TFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIKSI 
        60        70        80        90       100       110        
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (29-53:27-50) 
 
               10        20        30        40        50        60 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                   ::.  .: .:  :. .::.. . ::        
gi|459   MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKI 
                 10        20        30         40        50        
 
               70        80                                         
AAD-12 RAAYDALDEATRALVHQRSA                                         
                                                                    
gi|459 TFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSI 
        60        70        80        90       100       110        
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (29-53:27-50) 
 
               10        20        30        40        50        60 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                   ::.  .: .:  :. .::.. . ::        
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gi|886   MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKI 
                 10        20        30         40        50        
 
               70        80                                         
AAD-12 RAAYDALDEATRALVHQRSA                                         
                                                                    
gi|886 TFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIKSI 
        60        70        80        90       100       110        
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 47; 23.7% identity (54.2% similar) in 59 aa overlap (29-76:27-84) 
 
               10        20        30        40        50           
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RT 
                                   ::.  .: .:  :.  ::.. . ::     .  
gi|304   MGLYTFENEFTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGNGGPGTIKKI 
                 10        20        30         40        50        
 
                60        70        80                              
AAD-12 CFAD------MRAAYDALDEATRALVHQRSA                              
        :..      ..   :..:::. . ..                                  
gi|304 TFGEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSI 
        60        70        80        90       100       110        
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (29-53:27-50) 
 
               10        20        30        40        50        60 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                   ::.  .: .:  :. .::.. . ::        
gi|459   MGVYTFENEYTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKI 
                 10        20        30         40        50        
 
               70        80                                         
AAD-12 RAAYDALDEATRALVHQRSA                                         
                                                                    
gi|459 TFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSI 
        60        70        80        90       100       110        
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (29-53:27-50) 
 
               10        20        30        40        50        60 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                   ::.  .: .:  :. .::.. . ::        
gi|753   MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKI 
                 10        20        30         40        50        
 
               70        80                                         
AAD-12 RAAYDALDEATRALVHQRSA                                         
                                                                    
gi|753 TFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSI 
        60        70        80        90       100       110        
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (29-53:27-50) 
 
               10        20        30        40        50        60 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                   ::.  .: .:  :. .::.. . ::        
gi|134   MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKI 
                 10        20        30         40        50        
 
               70        80                                         
AAD-12 RAAYDALDEATRALVHQRSA                                         
                                                                    
gi|134 TFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSI 
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        60        70        80        90       100       110        
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (29-53:27-50) 
 
               10        20        30        40        50        60 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                   ::.  .: .:  :. .::.. . ::        
gi|165   MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKI 
                 10        20        30         40        50        
 
               70        80                                         
AAD-12 RAAYDALDEATRALVHQRSA                                         
                                                                    
gi|165 TFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSI 
        60        70        80        90       100       110        
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (29-53:27-50) 
 
               10        20        30        40        50        60 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                   ::.  .: .:  :. .::.. . ::        
gi|459   MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKI 
                 10        20        30         40        50        
 
               70        80                                         
AAD-12 RAAYDALDEATRALVHQRSA                                         
                                                                    
gi|459 TFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSI 
        60        70        80        90       100       110        
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (29-53:27-50) 
 
               10        20        30        40        50        60 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                   ::.  .: .:  :. .::.. . ::        
gi|459   MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKI 
                 10        20        30         40        50        
 
               70        80                                         
AAD-12 RAAYDALDEATRALVHQRSA                                         
                                                                    
gi|459 TFGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSI 
        60        70        80        90       100       110        
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.6  bits: 19.6 E():   24 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (48-64:144-160) 
 
        20        30        40        50        60        70        
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
        80 
AAD-12 RSA 
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.6  bits: 19.6 E():   24 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (48-64:144-160) 
 
        20        30        40        50        60        70        
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
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           120       130       140       150       160              
 
        80 
AAD-12 RSA 
 
>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.8  bits: 19.8 E():   27 
Smith-Waterman score: 48; 33.3% identity (59.3% similar) in 27 aa overlap (31-57:17-43) 
 
               10        20        30        40        50        60 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.:.:  .   ::..:  :  .: : .    
gi|510               MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLP 
                             10        20        30        40       
 
               70        80                                         
AAD-12 RAAYDALDEATRALVHQRSA                                         
                                                                    
gi|510 VIRGKGGGIEFAKTETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHL 
         50        60        70        80        90       100       
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 76.7  bits: 19.3 E():   27 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (60-77:126-143) 
 
      30        40        50        60        70        80  
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA  
                                     . ::..::: :..: ...     
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG 
         100       110       120       130       140        
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.6  bits: 20.3 E():   27 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (27-44:66-83) 
 
                   10        20        30        40        50       
AAD-12     KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
         60        70        80                                     
AAD-12 FADMRAAYDALDEATRALVHQRSA                                     
                                                                    
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.3  bits: 20.6 E():   28 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (18-55:270-307) 
 
                            10        20        30        40        
AAD-12              KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
        50        60        70        80                            
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSA                            
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.3  bits: 20.6 E():   28 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (18-55:270-307) 
 
                            10        20        30        40        
AAD-12              KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|270 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
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     240       250       260       270       280       290          
 
        50        60        70        80                            
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSA                            
       .  : : :                                                     
gi|270 IQHVKGGTPKRPDRAIETYLFAMFDENQKQPEVEKHFGLFFPDKRPKYNLNFSAKKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.3  bits: 20.6 E():   28 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (18-55:270-307) 
 
                            10        20        30        40        
AAD-12              KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
        50        60        70        80                            
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSA                            
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.3  bits: 20.6 E():   28 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (18-55:270-307) 
 
                            10        20        30        40        
AAD-12              KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
        50        60        70        80                            
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSA                            
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFATFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.3  bits: 20.6 E():   28 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (18-55:270-307) 
 
                            10        20        30        40        
AAD-12              KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|118 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
        50        60        70        80                            
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSA                            
       .  : : :                                                     
gi|118 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.3  bits: 20.6 E():   28 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (18-55:270-307) 
 
                            10        20        30        40        
AAD-12              KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|327 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
        50        60        70        80                            
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSA                            
       .  : : :                                                     
gi|327 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
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>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 76.0  bits: 18.8 E():   29 
Smith-Waterman score: 44; 32.4% identity (56.8% similar) in 37 aa overlap (34-70:65-101) 
 
            10        20        30        40        50        60    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .:  ..::. ::  . :.:: :  :   :  
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
            70        80 
AAD-12 YDALDEATRALVHQRSA 
        .  .:.           
gi|117 EEEKEESDDDMGFGLFD 
          100       110  
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 76.0  bits: 19.3 E():   30 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (29-53:27-50) 
 
               10        20        30        40        50        60 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                   ::.  .: .:  ::  ::.. . ::        
gi|901   MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKI 
                 10        20        30         40        50        
 
               70        80                                         
AAD-12 RAAYDALDEATRALVHQRSA                                         
                                                                    
gi|901 TFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIKTT 
        60        70        80        90       100       110        
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (29-53:27-50) 
 
               10        20        30        40        50        60 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                   ::.  .: .:  ::  ::.. . ::        
gi|880   MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKI 
                 10        20        30         40        50        
 
               70        80                                         
AAD-12 RAAYDALDEATRALVHQRSA                                         
                                                                    
gi|880 TFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVIKT 
        60        70        80        90       100       110        
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (32-53:29-50) 
 
              10        20        30        40        50        60  
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|116   MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
              70        80                                          
AAD-12 AAYDALDEATRALVHQRSA                                          
                                                                    
gi|116 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKIS 
       60        70        80        90       100       110         
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (32-53:29-50) 
 
              10        20        30        40        50        60  
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
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                                     : .: .:  :. :.: . . ::         
gi|400   MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
              70        80                                          
AAD-12 AAYDALDEATRALVHQRSA                                          
                                                                    
gi|400 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKIS 
       60        70        80        90       100       110         
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (29-53:27-50) 
 
               10        20        30        40        50        60 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                   ::.  .: .:  ::  ::.. . ::        
gi|901   MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKI 
                 10        20        30         40        50        
 
               70        80                                         
AAD-12 RAAYDALDEATRALVHQRSA                                         
                                                                    
gi|901 TFGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTIIKT 
        60        70        80        90       100       110        
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (32-53:29-50) 
 
              10        20        30        40        50        60  
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|116   MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
              70        80                                          
AAD-12 AAYDALDEATRALVHQRSA                                          
                                                                    
gi|116 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKIS 
       60        70        80        90       100       110         
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (32-53:29-50) 
 
              10        20        30        40        50        60  
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|116   MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
              70        80                                          
AAD-12 AAYDALDEATRALVHQRSA                                          
                                                                    
gi|116 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKIS 
       60        70        80        90       100       110         
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 75.5  bits: 20.3 E():   32 
Smith-Waterman score: 50; 25.0% identity (60.0% similar) in 40 aa overlap (3-40:231-270) 
 
                                            10        20         30 
AAD-12                             KADGT-VRQHSPAEWDDMMKV-IVGNMAWHAD 
                                     ::   ..:.  :..  ..  :.::   . : 
gi|729 PSHLTLETPRVKMNMKYDRYAPVKVFKLDYDGIHFEKHTDIEYEPGVRYKIIGNGKLKDD 
              210       220       230       240       250       260 
 
               40        50        60        70        80           
AAD-12 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA           
       . .. . .::                                                   
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gi|729 GRHYSIDVQGIPRKAFNLDADLMDFKLKVSKPEDSNKAQFSYTFNEYTETEEYEFDPHRA 
              270       280       290       300       310       320 
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.1  bits: 19.0 E():   33 
Smith-Waterman score: 45; 45.5% identity (90.9% similar) in 11 aa overlap (4-14:9-19) 
 
                    10        20        30        40        50      
AAD-12      KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
               :.. ..::.::                                          
gi|250 PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPFPRCRALVKSQCAGGQVVESIQKDCCRQIA 
               10        20        30        40        50        60 
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 74.8  bits: 19.5 E():   35 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (57-78:74-98) 
 
         30        40        50        60           70        80    
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---DEATRALVHQRSA    
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
 
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 74.6  bits: 16.4 E():   35 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (27-33:19-25) 
 
               10        20        30        40        50        60 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                 :..:..:                            
gi|320         YTTEGGTKAEAEDVIPEGWKVDTSYE                           
                       10        20                                 
 
               70        80 
AAD-12 RAAYDALDEATRALVHQRSA 
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.3  bits: 19.0 E():   37 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (29-53:27-50) 
 
               10        20        30        40        50        60 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                   ::.  .: .:  :.  ::.. . ::        
gi|459   MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKI 
                 10        20        30         40        50        
 
               70        80                                         
AAD-12 RAAYDALDEATRALVHQRSA                                         
                                                                    
gi|459 TFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSI 
        60        70        80        90       100       110        
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.3  bits: 19.0 E():   37 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (29-53:27-50) 
 
               10        20        30        40        50        60 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                   ::.  .: .:  :.  ::.. . ::        
gi|459   MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKI 
                 10        20        30         40        50        
 
               70        80                                         
AAD-12 RAAYDALDEATRALVHQRSA                                         
                                                                    
gi|459 TFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIKSI 
        60        70        80        90       100       110        
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>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.3  bits: 19.0 E():   37 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (29-53:27-50) 
 
               10        20        30        40        50        60 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                   ::.  .: .:  :.  ::.. . ::        
gi|425   MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKI 
                 10        20        30         40        50        
 
               70        80                                         
AAD-12 RAAYDALDEATRALVHQRSA                                         
                                                                    
gi|425 TFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSI 
        60        70        80        90       100       110        
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.3  bits: 19.0 E():   37 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (29-53:27-50) 
 
               10        20        30        40        50        60 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                   ::.  .: .:  :.  ::.. . ::        
gi|753   MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTTKKI 
                 10        20        30         40        50        
 
               70        80                                         
AAD-12 RAAYDALDEATRALVHQRSA                                         
                                                                    
gi|753 TFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSI 
        60        70        80        90       100       110        
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 74.3  bits: 19.0 E():   37 
Smith-Waterman score: 45; 27.0% identity (64.9% similar) in 37 aa overlap (40-76:49-84) 
 
      10        20        30        40        50        60          
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|144 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
      70        80                                                  
AAD-12 ATRALVHQRSA                                                  
       :  : ..                                                      
gi|144 AGLAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEAT 
        80        90       100       110       120       130        
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.3  bits: 19.0 E():   37 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (29-53:27-50) 
 
               10        20        30        40        50        60 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                   ::.  .: .:  :.  ::.. . ::        
gi|459   MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKI 
                 10        20        30         40        50        
 
               70        80                                         
AAD-12 RAAYDALDEATRALVHQRSA                                         
                                                                    
gi|459 TFGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSI 
        60        70        80        90       100       110        
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.2  bits: 19.0 E():   37 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (29-53:27-50) 
 
               10        20        30        40        50        60 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                   ::.  .: .:  :.  ::.. . ::        
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gi|901   MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKI 
                 10        20        30         40        50        
 
               70        80                                         
AAD-12 RAAYDALDEATRALVHQRSA                                         
                                                                    
gi|901 TFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKT 
        60        70        80        90       100       110        
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.2  bits: 19.0 E():   37 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (29-53:27-50) 
 
               10        20        30        40        50        60 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                   ::.  .: .:  :.  ::.. . ::        
gi|901   MGGYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKI 
                 10        20        30         40        50        
 
               70        80                                         
AAD-12 RAAYDALDEATRALVHQRSA                                         
                                                                    
gi|901 TFGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKT 
        60        70        80        90       100       110        
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 74.1  bits: 19.0 E():   38 
Smith-Waterman score: 45; 32.6% identity (44.2% similar) in 43 aa overlap (11-42:52-90) 
 
                                   10        20                     
AAD-12                     KADGTVRQHSPAEWDDMMKVIVGNMAW-----------HA 
                                     :  ::.. ::    .::           :. 
gi|148 HAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKVA---QAWAETRTPDCSLIHS 
              30        40        50        60           70         
 
      30        40        50        60        70        80          
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA          
       :      :::::.                                                
gi|148 DRCG-ENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQIVWANSERVGCGRAL 
       80         90       100       110       120       130        
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.1  bits: 20.2 E():   38 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (27-44:56-73) 
 
                   10        20        30        40        50       
AAD-12     KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
         60        70        80                                     
AAD-12 FADMRAAYDALDEATRALVHQRSA                                     
                                                                    
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 74.1  bits: 20.5 E():   38 
Smith-Waterman score: 51; 34.2% identity (52.6% similar) in 38 aa overlap (39-72:321-358) 
 
       10        20        30        40        50        60         
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM----RAAY 
                                     :  .  ::..  .::.  .: .    :    
gi|845 RAIEQLHEEQEHSMKIDALRRSLEEQVKQLQVQIQEAEAAALLGGKRVIAKLETRIRDLE 
              300       310       320       330       340       350 
 
           70        80                                             
AAD-12 DALDEATRALVHQRSA                                             
        :::: ::                                                     
gi|845 TALDEETRRHKETQNALRKKDRRIKEVQMQVDEEHKQFVMAQDTADRLLEKMNIQKRQLG 
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              360       370       380       390       400       410 
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.9  bits: 18.7 E():   38 
Smith-Waterman score: 44; 16.0% identity (72.0% similar) in 25 aa overlap (17-41:12-36) 
 
               10        20        30        40        50        60 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                       .. .... ..: ....  :. : :.                    
gi|249      MRTVSARSSVALVVIVAAVLVWTSSASVAPAPAPGSEETCGTVVGALMPCLPFVQ 
                    10        20        30        40        50      
 
               70        80                                         
AAD-12 RAAYDALDEATRALVHQRSA                                         
                                                                    
gi|249 GKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVD 
          60        70        80        90       100       110      
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 73.7  bits: 20.7 E():   39 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (8-46:535-572) 
 
                                      10        20        30        
AAD-12                        KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
        40        50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA 
        .:  :: :                                   
gi|331 KEGC-FSEEGPKLVAAAQAALV                      
           570       580                           
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 73.4  bits: 20.7 E():   41 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (8-46:558-595) 
 
                                      10        20        30        
AAD-12                        KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|668 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
       530       540       550       560       570       580        
 
        40        50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA 
        .:  :: :                                   
gi|668 KEGC-FSEEGPKLVAAAQAALV                      
       590        600                              
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.3  bits: 20.2 E():   41 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (27-44:56-73) 
 
                   10        20        30        40        50       
AAD-12     KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
         60        70        80                                     
AAD-12 FADMRAAYDALDEATRALVHQRSA                                     
                                                                    
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 73.3  bits: 18.4 E():   42 
Smith-Waterman score: 43; 23.5% identity (51.0% similar) in 51 aa overlap (23-73:25-74) 
 
                 10        20        30        40        50         
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AAD-12   KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                               :  : . . ...   :::.  :: .:  . .   :  
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLP-FQ 
               10        20        30        40        50           
 
       60        70        80                                       
AAD-12 DMRAAYDALDEATRALVHQRSA                                       
       ...   :..:    :                                              
gi|217 EIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRL 
      60        70        80        90       100       110          
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.1  bits: 19.2 E():   43 
Smith-Waterman score: 46; 60.0% identity (80.0% similar) in 10 aa overlap (9-18:20-29) 
 
                          10        20        30        40          
AAD-12            KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                          :.:: .:: :                                
gi|144 MQYLAIAVIVALAGLSAAAHKPAYYDDNMANQMVDQIVKSLTTKKELDPFKIEQTKVPID 
               10        20        30        40        50        60 
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.0  bits: 18.1 E():   43 
Smith-Waterman score: 42; 25.7% identity (60.0% similar) in 35 aa overlap (39-73:4-38) 
 
       10        20        30        40        50        60         
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     .:.. .:.:. :. :     : .: . :   
gi|777                            MAFKGVLNDADVTAALDGCKSAFDHKAFFKACG 
                                          10        20        30    
 
       70        80                                                 
AAD-12 EATRALVHQRSA                                                 
        :...                                                        
gi|777 LAAKSADDIKKAFAIIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAGDSDGD 
            40        50        60        70        80        90    
 
>>gi|14422363|emb|CAC41635.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.7  bits: 18.4 E():   45 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (30-47:85-102) 
 
                10        20        30        40        50          
AAD-12  KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSGRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
      60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSA 
                             
gi|144 RHVKPLSFRAKTDAPGC     
          120       130      
 
>>gi|14422361|emb|CAC41634.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.7  bits: 18.4 E():   45 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (30-47:85-102) 
 
                10        20        30        40        50          
AAD-12  KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
      60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSA 
                             
gi|144 RHVKPLSFRAKTDAPGC     
          120       130      
 
>>gi|14422359|emb|CAC41633.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.7  bits: 18.4 E():   45 
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Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (30-47:85-102) 
 
                10        20        30        40        50          
AAD-12  KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETDQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
      60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSA 
                             
gi|144 RHVKPLSFRAKTDAPGC     
          120       130      
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 72.7  bits: 19.9 E():   45 
Smith-Waterman score: 49; 33.3% identity (64.3% similar) in 42 aa overlap (25-63:244-284) 
 
                     10        20          30         40        50  
AAD-12       KADGTVRQHSPAEWDDMMKVIVGNMAW--HADSTYMP-VMAQGAVFSAEVVPAV 
                                     :.:  ..... .: :. .  . :.: :  : 
gi|585 GYYAYPYCYNLTPNQPSAQCEATTMQENDKMSWLFESEDVLLPSVYLRWNLTSGERVGLV 
           220       230       240       250       260       270    
 
              60        70        80                                
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSA                                
       :::.  : .: :                                                 
gi|585 GGRVKEA-LRIARQMTTSRKKVLPYYWYKYQDRRDTDLSRADLEATLRKITDLGADGFII 
           280        290       300       310       320       330   
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.6  bits: 18.6 E():   45 
Smith-Waterman score: 44; 36.4% identity (63.6% similar) in 22 aa overlap (32-53:28-49) 
 
              10        20        30        40        50        60  
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|115    GVFNYETETTSVIPAARLFKAFILDGDTLFPQVAPQAISSVENISGNGGPGTIKKIS 
                  10        20        30        40        50        
 
              70        80                                          
AAD-12 AAYDALDEATRALVHQRSA                                          
                                                                    
gi|115 FPEGLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKIS 
        60        70        80        90       100       110        
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (34-53:31-50) 
 
            10        20        30        40        50        60    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|132 MGVFNYETESTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
            70        80                                            
AAD-12 YDALDEATRALVHQRSA                                            
                                                                    
gi|132 EGSPFKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (34-53:31-50) 
 
            10        20        30        40        50        60    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
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            70        80                                            
AAD-12 YDALDEATRALVHQRSA                                            
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (34-53:31-50) 
 
            10        20        30        40        50        60    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|584 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
            70        80                                            
AAD-12 YDALDEATRALVHQRSA                                            
                                                                    
gi|584 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (34-53:31-50) 
 
            10        20        30        40        50        60    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
            70        80                                            
AAD-12 YDALDEATRALVHQRSA                                            
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum aest  (94 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.5  bits: 17.9 E():   46 
Smith-Waterman score: 41; 27.3% identity (48.5% similar) in 33 aa overlap (17-49:17-49) 
 
               10        20        30        40        50        60 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                       :.:  .  . : :.    :  :  ::..   .:            
gi|668 IAVAVSADECEGDRRAMIKECAKYQQWPANPKLDPSDACCAVWQKANIPCLCAGVTKEKE 
               10        20        30        40        50        60 
 
               70        80               
AAD-12 RAAYDALDEATRALVHQRSA               
                                          
gi|668 KIYCMEKVAYVANFCKKPFPHGYKCGSYTFPPLA 
               70        80        90     
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (34-53:31-50) 
 
            10        20        30        40        50        60    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
            70        80                                            
AAD-12 YDALDEATRALVHQRSA                                            
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
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>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 72.5  bits: 19.9 E():   46 
Smith-Waterman score: 49; 40.0% identity (65.0% similar) in 20 aa overlap (24-43:332-348) 
 
                      10        20        30        40        50    
AAD-12        KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
                                     :  :.   .:: :. .::.:           
gi|113 ILSQGNRFLASDIKKEVVGRYGESAMSESINWNWR---SYMDVFENGAIFVPSGVDPVLT 
             310       320       330          340       350         
 
            60        70        80        
AAD-12 RTCFADMRAAYDALDEATRALVHQRSA        
                                          
gi|113 PEQNAGMIPAEPGEAVLRLTSSAGVLSCQPGAPC 
      360       370       380       390   
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 72.3  bits: 19.4 E():   47 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (12-69:116-175) 
 
                                  10        20          30          
AAD-12                    KADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|481 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
          90       100       110       120       130       140      
 
      40        50        60        70        80                    
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA                    
         .   ...  . .    :   ::    :.                               
gi|481 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
         150       160       170       180       190       200      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 72.2  bits: 19.4 E():   47 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (12-69:117-176) 
 
                                  10        20          30          
AAD-12                    KADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|168 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
         90       100       110       120       130       140       
 
      40        50        60        70        80                    
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA                    
         .   ...  . .    :   ::    :.                               
gi|168 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
        150       160       170       180       190       200       
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 72.1  bits: 19.4 E():   48 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (12-69:120-179) 
 
                                  10        20          30          
AAD-12                    KADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|285 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
      90       100       110       120       130       140          
 
      40        50        60        70        80                    
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA                    
         .   ...  . .    :   ::    :.                               
gi|285 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
     150       160       170       180       190       200          
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 72.0  bits: 19.4 E():   49 
Smith-Waterman score: 47; 23.4% identity (45.3% similar) in 64 aa overlap (12-73:126-189) 
 
                                  10        20          30          
AAD-12                    KADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
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gi|330 GLVPKLDAAYSVSYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
         100       110       120       130       140       150      
 
      40        50        60        70        80                    
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA                    
         .   ...  . .    :   ::    : . .:                           
gi|330 IPAGELQIIDKIDAAFKVAATAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAA 
         160       170       180       190       200       210      
 
gi|330 VKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAAS 
         220       230       240       250       260       270      
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 71.8  bits: 19.4 E():   50 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (12-69:131-190) 
 
                                  10        20          30          
AAD-12                    KADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|330 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
              110       120       130       140       150       160 
 
      40        50        60        70        80                    
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA                    
         .   ...  . .    :   ::    :.                               
gi|330 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
              170       180       190       200       210       220 
 
>>gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Globin   (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 43; 30.6% identity (55.6% similar) in 36 aa overlap (43-78:115-150) 
 
             20        30        40        50        60        70   
AAD-12 EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                     : :  :  . ..: ::  .::. :  .:   
gi|121 IGDLPNIDGDVTTFVASHTPRGVTHDQLNNFRAGFVSYMKAHTDFAGAEAAWGATLDAFF 
           90       100       110       120       130       140     
 
             80 
AAD-12 ALVHQRSA 
       ..:  .   
gi|121 GMVFAKM  
          150   
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 71.2  bits: 18.3 E():   54 
Smith-Waterman score: 43; 29.0% identity (67.7% similar) in 31 aa overlap (40-70:49-78) 
 
      10        20        30        40        50        60          
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|186 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVRLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
      70        80                                                  
AAD-12 ATRALVHQRSA                                                  
       :                                                            
gi|186 AGLGYTYTTIGGDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEAT 
        80        90       100       110       120       130        
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (34-53:31-50) 
 
            10        20        30        40        50        60    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|261 MGVFNYEAETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
            70        80                                            
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AAD-12 YDALDEATRALVHQRSA                                            
                                                                    
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (34-53:31-50) 
 
            10        20        30        40        50        60    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|132 MGVFNYETETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
            70        80                                            
AAD-12 YDALDEATRALVHQRSA                                            
                                                                    
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (34-53:31-50) 
 
            10        20        30        40        50        60    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVISAARLFKSYVLDGDKLIPKVAPQAITSVENVGGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
            70        80                                            
AAD-12 YDALDEATRALVHQRSA                                            
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSK 
               70        80        90       100       110       120 
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 42; 27.6% identity (58.6% similar) in 29 aa overlap (33-61:11-39) 
 
             10        20        30        40        50        60   
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                     ..:. : : ::.   . :.  :  . ..:  
gi|126                     MRSLLILVLCFLPLAALGKVFGRCELAAAMKRHGLDNYRG 
                                   10        20        30        40 
 
             70        80                                           
AAD-12 AYDALDEATRALVHQRSA                                           
                                                                    
gi|126 YSLGNWVCAAKFESNFNTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSA 
               50        60        70        80        90       100 
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.7  bits: 18.0 E():   65 
Smith-Waterman score: 42; 30.3% identity (54.5% similar) in 66 aa overlap (13-73:3-65) 
 
               10          20        30        40        50         
AAD-12 KADGTVRQHSPAEWD--DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR-TCF 
                   ::   :  .:   . .:.: : .  :    .::.:.  : . ..   : 
gi|121           DPEWHTLDAHEVEQVQATWKAVS-HDEVEILYTVFKAH--PDIMAKFPKF 
                         10        20         30          40        
 
          60        70        80                                    
AAD-12 A--DMRAAYDALDEATRALVHQRSA                                    
       :  :..:  :. : :..:                                           
gi|121 AGKDLEAIKDTADFAVHASRIIGFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRGITKA 
        50        60        70        80        90       100        
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 69.5  bits: 19.6 E():   67 
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Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (59-73:431-446) 
 
       30        40        50        60         70        80 
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSA 
                                     :..: :::.: ...::        
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA        
              410       420       430       440              
 
>>gi|21512|emb|CAA27571.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.2  bits: 19.3 E():   69 
Smith-Waterman score: 47; 22.5% identity (47.9% similar) in 71 aa overlap (3-73:267-337) 
 
                                           10        20        30   
AAD-12                             KADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                     : :   .  :.:     ..: .    : :. 
gi|215 QVDPKFASIKSLNYKQMLLLSLGTGTTSEFDKTYTAEETAKWGTARWMLVIQKMTSAASS 
        240       250       260       270       280       290       
 
             40        50        60        70        80             
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA             
       ::  .  ...:.:        :.    . ..   ::.:..:                    
gi|215 YMTDYYLSTAFQALDSQNNYLRVQENALTGTTTELDDASEANMQLLVQVGEDLLKKSVSK 
        300       310       320       330       340       350       
 
gi|215 DNPETYEEALKRFAKLLSDRKKLRANKASY 
        360       370       380       
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (34-53:30-49) 
 
            10        20        30        40        50        60    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|402  GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
                10        20        30        40        50          
 
            70        80                                            
AAD-12 YDALDEATRALVHQRSA                                            
                                                                    
gi|402 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
      60        70        80        90       100       110          
 
>>gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (29-53:27-50) 
 
               10        20        30        40        50        60 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                   .:.    :. : :. :.:.. . ::        
gi|212   MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKI 
                 10        20        30         40        50        
 
               70        80                                         
AAD-12 RAAYDALDEATRALVHQRSA                                         
                                                                    
gi|212 TFGEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKST 
        60        70        80        90       100       110        
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (34-53:30-49) 
 
            10        20        30        40        50        60    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|437  GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
                10        20        30        40        50          
 
            70        80                                            
AAD-12 YDALDEATRALVHQRSA                                            
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gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
>>gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (29-53:27-50) 
 
               10        20        30        40        50        60 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                   .:.    :. : :. :.:.. . ::        
gi|212   MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKI 
                 10        20        30         40        50        
 
               70        80                                         
AAD-12 RAAYDALDEATRALVHQRSA                                         
                                                                    
gi|212 TFGEASKYKYSRHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKST 
        60        70        80        90       100       110        
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (34-53:30-49) 
 
            10        20        30        40        50        60    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|437  GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
                10        20        30        40        50          
 
            70        80                                            
AAD-12 YDALDEATRALVHQRSA                                            
                                                                    
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (34-53:31-50) 
 
            10        20        30        40        50        60    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
            70        80                                            
AAD-12 YDALDEATRALVHQRSA                                            
                                                                    
gi|400 EGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (34-53:31-50) 
 
            10        20        30        40        50        60    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
            70        80                                            
AAD-12 YDALDEATRALVHQRSA                                            
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (34-53:31-50) 
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            10        20        30        40        50        60    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
            70        80                                            
AAD-12 YDALDEATRALVHQRSA                                            
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (34-53:31-50) 
 
            10        20        30        40        50        60    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
            70        80                                            
AAD-12 YDALDEATRALVHQRSA                                            
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (34-53:31-50) 
 
            10        20        30        40        50        60    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
            70        80                                            
AAD-12 YDALDEATRALVHQRSA                                            
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (34-53:31-50) 
 
            10        20        30        40        50        60    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
            70        80                                            
AAD-12 YDALDEATRALVHQRSA                                            
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (34-53:31-50) 
 
            10        20        30        40        50        60    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
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            70        80                                            
AAD-12 YDALDEATRALVHQRSA                                            
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (34-53:31-50) 
 
            10        20        30        40        50        60    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
            70        80                                            
AAD-12 YDALDEATRALVHQRSA                                            
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNK 
               70        80        90       100       110       120 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (34-53:31-50) 
 
            10        20        30        40        50        60    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
            70        80                                            
AAD-12 YDALDEATRALVHQRSA                                            
                                                                    
gi|167 EGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 40.0% identity (60.0% similar) in 25 aa overlap (29-53:27-50) 
 
               10        20        30        40        50        60 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                   ::.  .: .:   : ::: . . ::        
gi|534   MGVFNYEDEATSVIAPARLFKSFVLDADNL-IPKVAPENVSSAENIEGNGGPGTIKKI 
                 10        20        30         40        50        
 
               70        80                                         
AAD-12 RAAYDALDEATRALVHQRSA                                         
                                                                    
gi|534 TFPEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKI 
        60        70        80        90       100       110        
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (34-53:31-50) 
 
            10        20        30        40        50        60    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
            70        80                                            
AAD-12 YDALDEATRALVHQRSA                                            
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (34-53:31-50) 
 
            10        20        30        40        50        60    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
            70        80                                            
AAD-12 YDALDEATRALVHQRSA                                            
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (34-53:31-50) 
 
            10        20        30        40        50        60    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVMPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
            70        80                                            
AAD-12 YDALDEATRALVHQRSA                                            
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (34-53:31-50) 
 
            10        20        30        40        50        60    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
            70        80                                            
AAD-12 YDALDEATRALVHQRSA                                            
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (34-53:31-50) 
 
            10        20        30        40        50        60    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
            70        80                                            
AAD-12 YDALDEATRALVHQRSA                                            
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (34-53:31-50) 
 
            10        20        30        40        50        60    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
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               10        20        30        40        50        60 
 
            70        80                                            
AAD-12 YDALDEATRALVHQRSA                                            
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (34-53:31-50) 
 
            10        20        30        40        50        60    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
            70        80                                            
AAD-12 YDALDEATRALVHQRSA                                            
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (34-53:31-50) 
 
            10        20        30        40        50        60    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
            70        80                                            
AAD-12 YDALDEATRALVHQRSA                                            
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (34-53:31-50) 
 
            10        20        30        40        50        60    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
            70        80                                            
AAD-12 YDALDEATRALVHQRSA                                            
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 69.1  bits: 14.7 E():   71 
Smith-Waterman score: 29; 57.1% identity (71.4% similar) in 7 aa overlap (29-35:1-7) 
 
               10        20        30        40        50        60 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                   ::. : :                          
gi|751                             ADAGYAPAAPGTQPKA                 
                                           10                       
 
               70        80 
AAD-12 RAAYDALDEATRALVHQRSA 
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.5  bits: 17.7 E():   76 
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Smith-Waterman score: 41; 34.6% identity (61.5% similar) in 26 aa overlap (31-56:5-30) 
 
               10        20        30        40        50        60 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :.:  ...   ::   .: :::.. :     
gi|217                           MASKSNYNLLFTALLVFIFAAVAAVGNEDCTPWT 
                                         10        20        30     
 
               70        80                                         
AAD-12 RAAYDALDEATRALVHQRSA                                         
                                                                    
gi|217 STLITPLPSCRNYVEEQACRIEMPGPPYLAKQECCEQLANIPQQCRCQALRYFMGPKSRP 
           40        50        60        70        80        90     
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.5  bits: 17.5 E():   76 
Smith-Waterman score: 41; 33.3% identity (51.9% similar) in 27 aa overlap (53-79:2-27) 
 
             30        40        50        60        70        80   
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA   
                                     :  :.: :    . : :. :  : :..    
gi|253                              TGPYCYAGMGLPINPL-EGCREYVAQQTCGI 
                                            10         20        30 
 
gi|253 SISGSAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREP 
               40        50        60        70        80        90 
 
>>gi|4006963|emb|CAA07328.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.5  bits: 17.5 E():   76 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (35-53:32-50) 
 
           10        20        30        40        50        60     
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           70        80                                            
AAD-12 DALDEATRALVHQRSA                                            
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|4006947|emb|CAA07320.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.5  bits: 17.5 E():   76 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (35-53:32-50) 
 
           10        20        30        40        50        60     
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           70        80                                            
AAD-12 DALDEATRALVHQRSA                                            
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 68.5  bits: 13.9 E():   76 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (72-76:2-6) 
 
              50        60        70        80 
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA 
                                     : :::     
gi|463                              DRNLVHSATR 
                                            10 
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.1  bits: 19.0 E():   80 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 2623



 

 

Smith-Waterman score: 46; 21.2% identity (57.7% similar) in 52 aa overlap (26-74:37-87) 
 
                    10        20        30        40        50      
AAD-12      KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|269 EAVLLGILLYIPIVLSDDRAPIPSNSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQTK 
         10        20        30         40        50        60      
 
             60        70        80                                 
AAD-12 CF---ADMRAAYDALDEATRALVHQRSA                                 
        .   .:  . . ...:: ...                                       
gi|269 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSLAPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
>>gi|114326420|ref|NP_001041618.1| major allergen I poly  (88 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.1  bits: 17.0 E():   80 
Smith-Waterman score: 38; 31.8% identity (63.6% similar) in 22 aa overlap (30-51:3-24) 
 
               10        20        30        40        50        60 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                    :..  :  . .:. . :. :::          
gi|114                            MLDAALPPCPTVAATADCEICPAVKRDVDLFLT 
                                          10        20        30    
 
               70        80                                    
AAD-12 RAAYDALDEATRALVHQRSA                                    
                                                               
gi|114 GTPDEYVEQVAQYKALPVVLENARILKNCVDAKMTEEDKENALSLLDKIYTSPLC 
            40        50        60        70        80         
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 68.0  bits: 14.4 E():   81 
Smith-Waterman score: 28; 40.0% identity (80.0% similar) in 10 aa overlap (40-49:4-13) 
 
      10        20        30        40        50        60          
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.:  :...:                     
gi|131                            GPVGGVVHAHMMPLL                   
                                          10                        
 
      70        80 
AAD-12 ATRALVHQRSA 
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 67.8  bits: 19.3 E():   83 
Smith-Waterman score: 47; 43.8% identity (62.5% similar) in 16 aa overlap (3-18:221-232) 
 
                                           10        20        30   
AAD-12                             KADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                     :: :    :..::: .               
gi|253 LEHSSTNPNSFHYEHNIVSPSSIHPSTAHFDGEV----PSQWDDSLGHGASTPKVRTPSH 
              200       210       220           230       240       
 
             40        50        60        70        80             
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA             
                                                                    
gi|253 HVSSNPWAEINEPTGGDNDNLAPVTRPRKPARARRQKKEPRKLSDASQGARSSSTGGTAH 
        250       260       270       280       290       300       
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.8  bits: 18.2 E():   83 
Smith-Waterman score: 43; 30.0% identity (55.0% similar) in 20 aa overlap (21-40:1-20) 
 
               10        20        30        40        50        60 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                           : .:. :.  .   :.  ::                     
gi|142                     IPANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAI 
                                   10        20        30        40 
 
               70        80                                         
AAD-12 RAAYDALDEATRALVHQRSA                                         
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gi|142 HRHQNIILSEQELLDCTYHLYDPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLN 
               50        60        70        80        90       100 
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.8  bits: 17.7 E():   83 
Smith-Waterman score: 41; 37.9% identity (62.1% similar) in 29 aa overlap (25-53:23-49) 
 
               10        20        30        40        50        60 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                               .:  ::.  .:  : :.  :.:.: . ::        
gi|604   MAVFTFDDQATSPVAPATLYNALAKDADNI-IP-KAVGSFQSVEIVEGNGGPGTIKKI 
                 10        20        30          40        50       
 
               70        80                                         
AAD-12 RAAYDALDEATRALVHQRSA                                         
                                                                    
gi|604 SFVEDGETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKL 
         60        70        80        90       100       110       
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (34-53:30-49) 
 
            10        20        30        40        50        60    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|437  GVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
                10        20        30        40        50          
 
            70        80                                            
AAD-12 YDALDEATRALVHQRSA                                            
                                                                    
gi|437 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISHK 
      60        70        80        90       100       110          
 
>>gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 41; 32.0% identity (64.0% similar) in 25 aa overlap (29-53:27-50) 
 
               10        20        30        40        50        60 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                   .:.    :. : :. :.:.. . ::        
gi|212   MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGDGGPGTIKKI 
                 10        20        30         40        50        
 
               70        80                                         
AAD-12 RAAYDALDEATRALVHQRSA                                         
                                                                    
gi|212 TFGEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKST 
        60        70        80        90       100       110        
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (34-53:31-50) 
 
            10        20        30        40        50        60    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
            70        80                                            
AAD-12 YDALDEATRALVHQRSA                                            
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (34-53:31-50) 
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            10        20        30        40        50        60    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
            70        80                                            
AAD-12 YDALDEATRALVHQRSA                                            
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (34-53:31-50) 
 
            10        20        30        40        50        60    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
            70        80                                            
AAD-12 YDALDEATRALVHQRSA                                            
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (34-53:31-50) 
 
            10        20        30        40        50        60    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
            70        80                                            
AAD-12 YDALDEATRALVHQRSA                                            
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (34-53:31-50) 
 
            10        20        30        40        50        60    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|154 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
            70        80                                            
AAD-12 YDALDEATRALVHQRSA                                            
                                                                    
gi|154 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (34-53:31-50) 
 
            10        20        30        40        50        60    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
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            70        80                                            
AAD-12 YDALDEATRALVHQRSA                                            
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (34-53:31-50) 
 
            10        20        30        40        50        60    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|125 MGVFNYETEATSVIPAARLFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
            70        80                                            
AAD-12 YDALDEATRALVHQRSA                                            
                                                                    
gi|125 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (34-53:31-50) 
 
            10        20        30        40        50        60    
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
            70        80                                            
AAD-12 YDALDEATRALVHQRSA                                            
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.4  bits: 17.2 E():   88 
Smith-Waterman score: 39; 53.8% identity (69.2% similar) in 13 aa overlap (58-70:72-84) 
 
        30        40        50        60        70        80        
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA        
                                     ::.::  ::  .:                  
gi|131 ELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDE 
              50        60        70        80        90       100  
 
gi|131 FGALVDKWGAKG 
             110    
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.4 E():   94 
Smith-Waterman score: 40; 35.3% identity (70.6% similar) in 17 aa overlap (39-55:30-46) 
 
       10        20        30        40        50        60         
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     :::. ...  :  ::..              
gi|476  DKGPGFVVTGRVYCDPCRAGFETNVSHNVQGATVAVDCRPFNGGESKLKAEATTDGLGW 
                10        20        30        40        50          
 
       70        80                                                 
AAD-12 EATRALVHQRSA                                                 
                                                                    
gi|476 YKIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQGIRYANPIAFF 
      60        70        80        90       100       110          
 
>>gi|75139847|sp|Q7M1E8|Q7M1E8_9ROSA Pollen major allerg  (12 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 66.7  bits: 13.8 E():   95 
Smith-Waterman score: 26; 57.1% identity (71.4% similar) in 7 aa overlap (19-25:4-10) 
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               10        20        30        40        50        60 
AAD-12 KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                         ::. : :                                    
gi|751                ATGKVVQGAMPP                                  
                              10                                    
 
>>gi|15886861|emb|CAC85911.1| arginine kinase [Plodia in  (355 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 66.6  bits: 18.7 E():   96 
Smith-Waterman score: 45; 33.3% identity (61.1% similar) in 18 aa overlap (8-25:97-112) 
 
                                      10        20        30        
AAD-12                        KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .: : .: :.  .  ::.             
gi|158 YAPDAEAYVVFADLFDPIIEDYHNGFKKTDKHPPKNWGDVETL--GNLDPAGEFVVSTRV 
         70        80        90       100         110       120     
 
        40        50        60        70        80                  
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA                  
                                                                    
gi|158 RCGRSMEGYPFNPCLTEAQYKEMEEKVSSTLSGLEGELKGTFFPLTGMSKETQQQLIDDH 
          130       140       150       160       170       180     
 
>>gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Serum a  (607 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 66.6  bits: 19.5 E():   96 
Smith-Waterman score: 48; 26.3% identity (78.9% similar) in 19 aa overlap (8-26:557-575) 
 
                                      10        20        30        
AAD-12                        KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:    ...:...::..            
gi|543 AETFTFHADICTLPEDEKQIKKQSALAELVKHKPKATKEQLKTVLGNFSAFVAKCCGRED 
        530       540       550       560       570       580       
 
        40        50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA 
                                                   
gi|543 KEACFAEEGPKLVASSQLALA                       
        590       600                              
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 66.4  bits: 18.7 E():   99 
Smith-Waterman score: 45; 21.2% identity (57.7% similar) in 52 aa overlap (26-74:37-87) 
 
                    10        20        30        40        50      
AAD-12      KADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|682 EAVLLGILLYIPIVLSDDRAPIPANSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQAK 
         10        20        30         40        50        60      
 
             60        70        80                                 
AAD-12 CF---ADMRAAYDALDEATRALVHQRSA                                 
        .   .:  . . ...:: ...                                       
gi|682 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSFSPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:43 2011 done: Fri Jan 21 00:02:43 2011 
 Total Scan time:  0.070 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
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  1>>>AAD-12: 83  - 162 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     1     0:= 
  26     0     0: 
  28     1     0:= 
  30     3     2:* 
  32     8     8:=* 
  34     7    22:==   * 
  36    34    44:========= * 
  38    35    73:=========         * 
  40    69   102:==================       * 
  42    73   125:===================            * 
  44   124   138:===============================   * 
  46   172   140:==================================*======== 
  48   191   134:=================================*============== 
  50   122   122:==============================* 
  52   122   108:==========================*==== 
  54    87    92:======================* 
  56    67    77:=================  * 
  58    52    63:=============  * 
  60    35    51:=========   * 
  62    40    41:==========* 
  64    25    33:======= * 
  66    57    26:======*======== 
  68    40    20:====*===== 
  70     9    16:===* 
  72    24    12:==*=== 
  74    16    10:==*= 
  76    21     8:=*==== 
  78    17     6:=*=== 
  80     4     5:=* 
  82     4     3:* 
  84     6     3:*= 
  86     8     2:*= 
  88     2     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     2     1:*         :*= 
  94     1     1:*         :* 
  96     1     1:*         :* 
  98     4     0:=         *==== 
 100     0     0:          * 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
 116     1     0:=         *= 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.65200.00306; mu= 2.0094 0.159 
 mean_var=34.3459 9.048, 0's: 2 Z-trim: 4  B-trim: 186 in 1/43 
 Lambda= 0.218845 
 Kolmogorov-Smirnov  statistic: 0.1064 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   67 26.1    0.16 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   65 25.5    0.24 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   62 24.4    0.78 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   58 23.2     1.5 
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gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   58 23.2     1.5 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   58 23.2     1.5 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   58 23.2     1.5 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   57 22.8     2.3 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   57 22.8     2.6 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   56 22.5     3.3 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   60 23.4       4 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   55 22.2       4 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   58 22.9     4.6 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   54 21.8     5.1 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   53 21.6     5.6 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   58 22.8       7 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   49 20.4     7.6 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   57 22.5     7.7 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   57 22.5     7.7 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 21.2     7.8 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   52 21.2     7.8 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   52 21.2     7.8 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   52 21.2     7.9 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   55 21.9       9 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   58 22.7       9 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   50 20.6     9.7 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   56 22.2     9.8 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 21.9      10 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 18.0      12 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 18.0      12 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   55 21.8      12 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   55 21.8      12 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   50 20.6      12 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   49 20.3      14 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   54 21.5      15 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   52 21.0      17 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   51 20.7      20 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 19.4      21 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 19.6      22 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   45 19.1      23 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 19.6      23 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 19.6      23 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   47 19.6      23 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   47 19.6      23 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   47 19.6      23 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   47 19.6      23 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   47 19.6      23 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   47 19.6      23 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   47 19.6      23 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   47 19.6      23 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   47 19.6      23 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   47 19.6      23 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   47 19.6      23 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 19.6      23 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 19.6      23 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   50 20.4      24 
gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   48 19.9      26 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.3      26 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 20.4      27 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   51 20.6      28 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   51 20.6      28 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   51 20.6      28 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   51 20.6      28 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   51 20.6      28 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   51 20.6      28 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   44 18.8      29 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   46 19.3      29 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   46 19.3      29 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 19.3      29 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 19.3      29 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 19.3      29 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   46 19.3      29 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 19.3      29 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   50 20.3      31 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   45 19.0      32 
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gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.5      34 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 16.5      34 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   45 19.0      36 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   45 19.0      36 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   45 19.0      36 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   45 19.0      36 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   45 19.0      36 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   45 19.0      36 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   45 19.0      36 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   45 19.0      36 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   45 19.0      37 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 20.3      37 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   51 20.5      37 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   44 18.7      37 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   52 20.8      39 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   52 20.7      41 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 20.2      41 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   43 18.4      41 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   49 20.0      42 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   46 19.2      42 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   42 18.2      42 
gi|14422359|emb|CAC41633.1| plantain pollen major  ( 131)   43 18.4      44 
gi|14422363|emb|CAC41635.1| plantain pollen major  ( 131)   43 18.4      44 
gi|14422361|emb|CAC41634.1| plantain pollen major  ( 131)   43 18.4      44 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   49 20.0      44 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   44 18.7      44 
gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum  (  94)   41 17.9      45 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   44 18.7      45 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   44 18.7      45 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   44 18.7      45 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   44 18.7      45 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   44 18.7      45 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 19.9      45 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   47 19.4      46 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   47 19.4      47 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   47 19.4      47 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.4      48 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   47 19.4      49 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   48 19.7      52 
gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Glo ( 151)   43 18.4      52 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   43 18.4      53 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   43 18.4      56 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   43 18.4      56 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   43 18.4      56 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   40 17.6      61 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   42 18.1      62 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 19.6      66 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   42 18.0      68 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   42 18.0      68 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.0      68 
gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allerge ( 159)   42 18.0      68 
gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allerge ( 159)   42 18.0      68 
gi|21512|emb|CAA27571.1| patatin [Solanum tuberosu ( 386)   47 19.3      69 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 14.7      69 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.0      69 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.0      69 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.0      69 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   42 18.0      69 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.0      69 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 18.0      69 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.0      69 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   42 18.0      69 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 18.0      69 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   42 18.0      69 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   42 18.0      69 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   42 18.0      69 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.0      69 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.0      69 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   42 18.0      69 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   42 18.0      69 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.0      69 
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gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   42 18.0      69 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 18.0      69 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 13.9      74 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   41 17.8      74 
gi|4006963|emb|CAA07328.1| pollen allergen Betv1,  ( 120)   40 17.5      75 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   40 17.5      75 
gi|4006947|emb|CAA07320.1| pollen allergen Betv1,  ( 120)   40 17.5      75 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   28 14.4      79 
gi|114326420|ref|NP_001041618.1| major allergen I  (  88)   38 17.0      79 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   41 17.7      82 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   43 18.3      82 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   47 19.3      82 
gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allerge ( 159)   41 17.7      85 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   41 17.7      85 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   41 17.7      85 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   41 17.7      85 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   41 17.7      85 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   41 17.7      85 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   41 17.7      85 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   41 17.7      85 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   41 17.7      85 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   41 17.7      85 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.2      86 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   44 18.5      90 
gi|75139847|sp|Q7M1E8|Q7M1E8_9ROSA Pollen major al (  12)   26 13.9      92 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   40 17.5      92 
gi|15886861|emb|CAC85911.1| arginine kinase [Plodi ( 355)   45 18.7      95 
gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Ser ( 607)   48 19.5      95 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   40 17.4      98 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  59 init1:  59 opt:  67  Z-score: 116.8  bits: 26.1 E(): 0.16 
Smith-Waterman score: 67; 40.0% identity (63.3% similar) in 30 aa overlap (1-30:30-56) 
 
                                            10        20        30  
AAD-12                              ADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. : :   ::. :.. :  
gi|126 TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTK--KGNL-WEVKSA 
               10        20        30        40          50         
 
              40        50        60        70        80 
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR 
                                                         
gi|126 KPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN          
        60        70        80        90                 
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  55 init1:  55 opt:  65  Z-score: 113.5  bits: 25.5 E(): 0.24 
Smith-Waterman score: 65; 35.5% identity (64.5% similar) in 31 aa overlap (1-31:30-57) 
 
                                            10        20        30  
AAD-12                              ADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                    :.  .:::.  ::. . :   ::. :.. :. 
gi|144 VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKSS 
               10        20        30        40          50         
 
              40        50        60        70        80 
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR 
                                                         
gi|144 KPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE           
        60        70        80        90                 
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 104.4  bits: 24.4 E(): 0.78 
Smith-Waterman score: 62; 26.5% identity (59.2% similar) in 49 aa overlap (30-78:5-52) 
 
               10        20        30        40        50        60 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                    :.  :..  ... :. .. :. :. :.: :  
gi|189                          MASKSSITPLLLAAVLASVFAAAAATGQYCYAGMG 
                                        10        20        30      
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               70        80                                         
AAD-12 AAYDALDEATRALVHQRSAR                                         
          . : :. :  : :..                                           
gi|189 LPSNPL-EGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIG 
          40         50        60        70        80        90     
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 99.2  bits: 23.2 E():  1.5 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (1-59:55-107) 
 
                                             10        20        30 
AAD-12                               ADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
               40        50        60        70        80 
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR 
          :.  ::  :. . .   : .. : :.                      
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE       
                 90       100       110       120         
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 99.2  bits: 23.2 E():  1.5 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (1-59:55-107) 
 
                                             10        20        30 
AAD-12                               ADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
               40        50        60        70        80 
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR 
          :.  ::  :. . .   : .. : :.                      
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE       
                 90       100       110       120         
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 99.2  bits: 23.2 E():  1.5 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (1-59:55-107) 
 
                                             10        20        30 
AAD-12                               ADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|117 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
               40        50        60        70        80 
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR 
          :.  ::  :. . .   : .. : :.                      
gi|117 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE       
                 90       100       110       120         
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 99.2  bits: 23.2 E():  1.5 
Smith-Waterman score: 58; 30.5% identity (50.8% similar) in 59 aa overlap (1-59:55-107) 
 
                                             10        20        30 
AAD-12                               ADGTVRQHSPAEWDDMMKVIVGNMAWHADS 
                                     :.  .:.:.  ::  : :   :  .:  :: 
gi|400 WCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDS 
           30        40        50        60        70          80   
 
               40        50        60        70        80 
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR 
          :.  ::  :. . .   : .. : :.                      
gi|400 EE-PL--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE       
                 90       100       110       120         
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>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  50 init1:  50 opt:  57  Z-score: 95.8  bits: 22.8 E():  2.3 
Smith-Waterman score: 57; 24.5% identity (59.2% similar) in 49 aa overlap (30-78:5-52) 
 
               10        20        30        40        50        60 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                    :.  :..  ... :. .. .. :. :.: :  
gi|439                          MASKSSITPLLLAAVLASVFAAATATGQYCYAGMG 
                                        10        20        30      
 
               70        80                                         
AAD-12 AAYDALDEATRALVHQRSAR                                         
          . : :. :  : :..                                           
gi|439 LPSNPL-EGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFI 
          40         50        60        70        80        90     
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 94.9  bits: 22.8 E():  2.6 
Smith-Waterman score: 57; 41.4% identity (69.0% similar) in 29 aa overlap (24-52:23-50) 
 
               10        20        30        40        50        60 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                              .. .:: : .: .:  .: :::.: . ::         
gi|444  MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGVGTIKKIS 
                10        20         30        40        50         
 
               70        80                                         
AAD-12 AAYDALDEATRALVHQRSAR                                         
                                                                    
gi|444 FGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKST 
       60        70        80        90       100       110         
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 93.2  bits: 22.5 E():  3.3 
Smith-Waterman score: 56; 40.0% identity (68.0% similar) in 25 aa overlap (28-52:27-50) 
 
               10        20        30        40        50        60 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                  ::.  .: .:  :. :::.. . ::         
gi|165  MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIKKIT 
                10        20        30         40        50         
 
               70        80                                         
AAD-12 AAYDALDEATRALVHQRSAR                                         
                                                                    
gi|165 FGEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSILKNT 
       60        70        80        90       100       110         
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  48 init1:  48 opt:  60  Z-score: 91.7  bits: 23.4 E():    4 
Smith-Waterman score: 60; 22.2% identity (61.9% similar) in 63 aa overlap (8-69:134-194) 
 
                                      10        20         30       
AAD-12                        ADGTVRQHSPAEWDDMMKVIVGNMAWHAD-STYMPVM 
                                     : :: ::   : .. .. ...  ..      
gi|309 SKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQVKYQGGCGSGWAFS 
           110       120       130       140       150       160    
 
         40        50        60        70        80                 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR                 
       : ::. .:... :.:  . ..... . : ..:.                            
gi|309 ATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGCYNGWHYQSFEWVLEHGGIATDDDY 
           170        180        190       200       210       220  
 
gi|309 PYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAILEQPISVSIDAKDFH 
             230       240       250       260       270       280  
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 91.6  bits: 22.2 E():    4 
Smith-Waterman score: 55; 32.4% identity (58.8% similar) in 34 aa overlap (9-36:114-147) 
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                                     10        20              30   
AAD-12                       ADGTVRQHSPAEWDDMMKVIV----GNMAWHA--DSTY 
                                     :::. :.. : .:    :   : .  .:.. 
gi|250 EVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSW 
            90       100       110       120       130       140    
 
             40        50        60        70        80 
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR 
        ::.                                             
gi|250 APVLDFVFSTLKNEL                                  
           150                                          
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 90.5  bits: 22.9 E():  4.6 
Smith-Waterman score: 58; 26.0% identity (56.0% similar) in 50 aa overlap (25-74:23-71) 
 
               10        20        30        40        50        60 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                               .. ::. : :. :   .  : ..::.::    .: . 
gi|663   MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGKATTDEQ 
                 10        20        30        40         50        
 
               70        80                                         
AAD-12 AAYDALDEATRALVHQRSAR                                         
          . .. . .: :                                               
gi|663 KLLEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILKLDTDYD 
        60        70        80        90       100       110        
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 89.8  bits: 21.8 E():  5.1 
Smith-Waterman score: 54; 37.9% identity (69.0% similar) in 29 aa overlap (24-52:23-50) 
 
               10        20        30        40        50        60 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                              .. .:: : .: .:  .: .::.: . ::         
gi|444  MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGVGTIKKIS 
                10        20         30        40        50         
 
               70        80                                         
AAD-12 AAYDALDEATRALVHQRSAR                                         
                                                                    
gi|444 FGEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKST 
       60        70        80        90       100       110         
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 89.0  bits: 21.6 E():  5.6 
Smith-Waterman score: 53; 24.5% identity (55.1% similar) in 49 aa overlap (30-78:5-52) 
 
               10        20        30        40        50        60 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                    :.  :..   .. :. .. .. :  :.: :  
gi|217                          MASKSSISPLLLATVLVSVFAAATATGPYCYAGMG 
                                        10        20        30      
 
               70        80                                         
AAD-12 AAYDALDEATRALVHQRSAR                                         
          . : :. :  : :..                                           
gi|217 LPINPL-EGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFI 
          40         50        60        70        80        90     
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  58  Z-score: 87.3  bits: 22.8 E():    7 
Smith-Waterman score: 58; 32.8% identity (55.7% similar) in 61 aa overlap (2-58:91-149) 
 
                                             10        20        30 
AAD-12                              ADGT-VRQHSPAEWDDMMKVIVGNMAWHADS 
                                     ::: : : .::.: .  :. . ..:  .:  
gi|114 AVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLTDF 
               70        80        90       100        110          
 
                  40        50        60        70        80        
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AAD-12 TYMP---VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR        
       . :    . .::  . :    .:.:::   :                              
gi|114 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      120       130       140       150       160       170         
 
gi|114 LVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNIT 
      180       190       200       210       220       230         
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 86.7  bits: 20.4 E():  7.6 
Smith-Waterman score: 49; 32.3% identity (58.1% similar) in 31 aa overlap (4-32:35-64) 
 
                                          10          20        30  
AAD-12                            ADGTVRQHSPAE--WDDMMKVIVGNMAWHADST 
                                     : . ..::.  :: .  : .   .: ::.  
gi|323 QTCAGNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKP 
           10        20        30        40         50        60    
 
              40        50        60        70        80 
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR 
       :                                                 
gi|323 YSWRYGWTAFCGPAGPRCLRTNAAVTVR                      
            70        80        90                       
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  48 init1:  48 opt:  57  Z-score: 86.6  bits: 22.5 E():  7.7 
Smith-Waterman score: 57; 22.2% identity (58.7% similar) in 63 aa overlap (8-69:134-194) 
 
                                      10        20        30        
AAD-12                        ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY-MPVM 
                                     : :: ::   : .. .. ...          
gi|129 SKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQVKYQGGCGRGWAFS 
           110       120       130       140       150       160    
 
         40        50        60        70        80                 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR                 
       : ::. .:... :.:  . ..... . : ..:.                            
gi|129 ATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGSYNGWQYQSFEWVLEHGGIATDDDY 
           170        180        190       200       210       220  
 
gi|129 PYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAILEQPISVSIDAKDFH 
             230       240       250       260       270       280  
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  48 init1:  48 opt:  57  Z-score: 86.6  bits: 22.5 E():  7.7 
Smith-Waterman score: 57; 22.2% identity (58.7% similar) in 63 aa overlap (8-69:134-194) 
 
                                      10        20        30        
AAD-12                        ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY-MPVM 
                                     : :: ::   : .. .. ...          
gi|119 SKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQVKYQGGCGRGWAFS 
           110       120       130       140       150       160    
 
         40        50        60        70        80                 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR                 
       : ::. .:... :.:  . ..... . : ..:.                            
gi|119 ATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGSYNGWQYQSFEWVLEHGGIATDDDY 
           170        180        190       200       210       220  
 
gi|119 PYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAILEQPISVSIDAKDFH 
             230       240       250       260       270       280  
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 86.4  bits: 21.2 E():  7.8 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (28-52:27-50) 
 
               10        20        30        40        50        60 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                  ::.  .: .:  :: :::.. . ::         
gi|602  MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKIN 
                10        20        30         40        50         
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               70        80                                         
AAD-12 AAYDALDEATRALVHQRSAR                                         
                                                                    
gi|602 FGEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIKSTS 
       60        70        80        90       100       110         
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 86.4  bits: 21.2 E():  7.8 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (28-52:27-50) 
 
               10        20        30        40        50        60 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                  ::.  .: .:  :: :::.. . ::         
gi|279  MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKIN 
                10        20        30         40        50         
 
               70        80                                         
AAD-12 AAYDALDEATRALVHQRSAR                                         
                                                                    
gi|279 FGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTS 
       60        70        80        90       100       110         
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 86.4  bits: 21.2 E():  7.8 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (28-52:27-50) 
 
               10        20        30        40        50        60 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                  ::.  .: .:  :: :::.. . ::         
gi|131  MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKIN 
                10        20        30         40        50         
 
               70        80                                         
AAD-12 AAYDALDEATRALVHQRSAR                                         
                                                                    
gi|131 FGEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTS 
       60        70        80        90       100       110         
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 86.4  bits: 21.2 E():  7.9 
Smith-Waterman score: 52; 37.9% identity (69.0% similar) in 29 aa overlap (24-52:23-50) 
 
               10        20        30        40        50        60 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                              .. .:: : .: .:  .: .::.: . ::         
gi|444  MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGVGTIKKIS 
                10        20         30        40        50         
 
               70        80                                         
AAD-12 AAYDALDEATRALVHQRSAR                                         
                                                                    
gi|444 FGEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKST 
       60        70        80        90       100       110         
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 85.4  bits: 21.9 E():    9 
Smith-Waterman score: 55; 25.5% identity (55.3% similar) in 47 aa overlap (19-64:16-62) 
 
               10        20         30        40        50          
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMA-WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                         ...:  : . ::. : :. :   .  : .  :.::..   .. 
gi|441    MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQ 
                  10        20        30        40        50        
 
      60        70        80                                        
AAD-12 RAAYDALDEATRALVHQRSAR                                        
       .   :                                                        
gi|441 KLLEDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYD 
        60        70        80        90       100       110        
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>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  58  Z-score: 85.3  bits: 22.7 E():    9 
Smith-Waterman score: 58; 32.8% identity (55.7% similar) in 61 aa overlap (2-58:121-179) 
 
                                             10        20        30 
AAD-12                              ADGT-VRQHSPAEWDDMMKVIVGNMAWHADS 
                                     ::: : : .::.: .  :. . ..:  .:  
gi|476 AVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLTDF 
              100       110       120       130        140          
 
                  40        50        60        70        80        
AAD-12 TYMP---VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR        
       . :    . .::  . :    .:.:::   :                              
gi|476 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      150       160       170       180       190       200         
 
gi|476 LVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNIT 
      210       220       230       240       250       260         
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.7  bits: 20.6 E():  9.7 
Smith-Waterman score: 50; 28.1% identity (59.4% similar) in 32 aa overlap (19-50:11-42) 
 
               10        20        30        40        50        60 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                         ::.. .:: ...   :. : :    ..::  .           
gi|249         MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQDIMPCLHFVKGE 
                       10        20        30        40        50   
 
               70        80                                         
AAD-12 AAYDALDEATRALVHQRSAR                                         
                                                                    
gi|249 EKEPSKECCSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVAEVPKKCDIKTTL 
             60        70        80        90       100       110   
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 84.7  bits: 22.2 E():  9.8 
Smith-Waterman score: 56; 21.1% identity (53.5% similar) in 71 aa overlap (2-72:267-337) 
 
                                            10        20        30  
AAD-12                              ADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                     : :   .  :.:  .  ... ..  .: :. 
gi|169 QEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMTNAASS 
        240       250       260       270       280       290       
 
              40        50        60        70        80            
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR            
       ::  .  ..::.:.       :.    . ..   .:.:..:                    
gi|169 YMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLKKPVSK 
        300       310       320       330       340       350       
 
gi|169 DSPETYEEALKRFAKLLSDRKKLRANKASY 
        360       370       380       
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 84.2  bits: 21.9 E():   10 
Smith-Waterman score: 55; 30.6% identity (58.3% similar) in 36 aa overlap (11-46:155-190) 
 
                                   10        20        30        40 
AAD-12                     ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :   . ..::.:..  :: .     .  :: 
gi|249 QLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA 
          130       140       150       160       170       180     
 
               50        60        70        80                     
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR                     
       . .:::                                                       
gi|249 IPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTL 
          190       200       210       220       230       240     
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
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 initn:  40 init1:  40 opt:  40  Z-score: 83.4  bits: 18.0 E():   12 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (26-32:19-25) 
 
               10        20        30        40        50        60 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                :.::..:                             
gi|320        YTTEGGKKVEAEDVIPEGWKADTSYE                            
                      10        20                                  
 
               70        80 
AAD-12 AAYDALDEATRALVHQRSAR 
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 83.4  bits: 18.0 E():   12 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (26-32:19-25) 
 
               10        20        30        40        50        60 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                :.::..:                             
gi|320        YTTEGGTKAEAEDVIPEGWKADTSYE                            
                      10        20                                  
 
               70        80 
AAD-12 AAYDALDEATRALVHQRSAR 
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 83.0  bits: 21.8 E():   12 
Smith-Waterman score: 55; 21.1% identity (53.5% similar) in 71 aa overlap (2-72:267-337) 
 
                                            10        20        30  
AAD-12                              ADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                     : :   .  :.:  .  ... ..  .: :. 
gi|215 QDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMTNAASS 
        240       250       260       270       280       290       
 
              40        50        60        70        80            
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR            
       ::  .  ..::.:.       :.    . ..   .:.:..:                    
gi|215 YMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLKKPVSK 
        300       310       320       330       340       350       
 
gi|215 DSPETYEEALKRFAKLLSDRKKLRANKASH 
        360       370       380       
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 83.0  bits: 21.8 E():   12 
Smith-Waterman score: 55; 21.1% identity (53.5% similar) in 71 aa overlap (2-72:267-337) 
 
                                            10        20        30  
AAD-12                              ADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                     : :   .  :.:  .  ... ..  .: :. 
gi|215 QEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMTNAASS 
        240       250       260       270       280       290       
 
              40        50        60        70        80            
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR            
       ::  .  ..::.:.       :.    . ..   .:.:..:                    
gi|215 YMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDASEANMELLVQVGETLLKKPVSK 
        300       310       320       330       340       350       
 
gi|215 DSPETYEEALKRFAKLLSDRKKLRANKASH 
        360       370       380       
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 82.9  bits: 20.6 E():   12 
Smith-Waterman score: 50; 31.0% identity (55.2% similar) in 29 aa overlap (33-56:31-59) 
 
             10        20        30        40        50             
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICFD 
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               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 DMRAAYDALDEATRALVHQRSAR                                      
                                                                    
gi|132 EGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSISK 
               70        80        90       100       110       120 
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 81.7  bits: 20.3 E():   14 
Smith-Waterman score: 49; 35.7% identity (52.4% similar) in 42 aa overlap (40-70:37-78) 
 
      10        20        30        40        50              60    
AAD-12 PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR------TCFADMRAAY 
                                     :. : :.: . ::       :   : ...: 
gi|145 EEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSY 
         10        20        30        40        50        60       
 
                 70        80                                       
AAD-12 -----DALDEATRALVHQRSAR                                       
            ::.::::                                                 
gi|145 VLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAP 
         70        80        90       100       110       120       
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 81.3  bits: 21.5 E():   15 
Smith-Waterman score: 54; 21.1% identity (53.5% similar) in 71 aa overlap (2-72:267-337) 
 
                                            10        20        30  
AAD-12                              ADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                     : :   .  :.:  .  ... ..  .: :. 
gi|158 QEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQLTNAASS 
        240       250       260       270       280       290       
 
              40        50        60        70        80            
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR            
       ::  .  ..::.:.       :.    . ..   .:.:..:                    
gi|158 YMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLKKPVSK 
        300       310       320       330       340       350       
 
gi|158 DSPETYEEALKRFAKLLSNRKKLRANKASY 
        360       370       380       
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.2  bits: 21.0 E():   17 
Smith-Waterman score: 52; 20.8% identity (58.3% similar) in 48 aa overlap (30-77:72-119) 
 
                10        20        30        40        50          
AAD-12  ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:...:   :: .  :..  .. :... 
gi|170 QSFSQQPPFSQQQQQPLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQ 
              50        60        70        80        90       100  
 
      60        70        80                                        
AAD-12 RAAYDALDEATRALVHQRSAR                                        
       .      ..  . ::.:.                                           
gi|170 QQLVLPPQQQQQQLVQQQIPIVQPSVLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSS 
             110       120       130       140       150       160  
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.1  bits: 20.7 E():   20 
Smith-Waterman score: 51; 22.6% identity (64.5% similar) in 31 aa overlap (30-60:66-96) 
 
                10        20        30        40        50          
AAD-12  ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:.. ::  :  .. :..  .. :... 
gi|219 QPLPPQQTFPQQPPFSQQQQQQPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQ 
          40        50        60        70        80        90      
 
      60        70        80                                        
AAD-12 RAAYDALDEATRALVHQRSAR                                        
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       .                                                            
gi|219 QQLILPPQQQQQLPQQQISIVQPSVLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSC 
         100       110       120       130       140       150      
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.7  bits: 19.4 E():   21 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (34-49:66-81) 
 
            10        20        30        40        50        60    
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
            70        80            
AAD-12 DALDEATRALVHQRSAR            
                                    
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS 
         100       110       120    
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.3  bits: 19.6 E():   22 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (59-75:14-30) 
 
       30        40        50        60        70        80         
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR         
                                     .: :.: .:.  .. .:              
gi|219                  MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQ 
                                10        20        30        40    
 
gi|219 TFEENDLQQLIIEIDADGSGELEFDEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNG 
            50        60        70        80        90       100    
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 78.1  bits: 19.1 E():   23 
Smith-Waterman score: 45; 25.5% identity (58.8% similar) in 51 aa overlap (29-76:13-61) 
 
               10        20        30        40         50          
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV-PAVG--GRTCFA 
                                   :..   : : :. :. ..    ::  :..  : 
gi|207                 MSITDIVSEKDIDAALESVKAAGS-FNYKIFFQKVGLAGKSA-A 
                               10        20         30        40    
 
        60        70        80                                      
AAD-12 DMRAAYDALDEATRALVHQRSAR                                      
       : . ... ::.   ....:                                          
gi|207 DAKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEE 
             50        60        70        80        90       100   
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.0  bits: 19.6 E():   23 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (47-63:141-157) 
 
         20        30        40        50        60        70       
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
         80 
AAD-12 RSAR 
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.0  bits: 19.6 E():   23 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (47-63:141-157) 
 
         20        30        40        50        60        70       
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
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         80 
AAD-12 RSAR 
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.9  bits: 19.6 E():   23 
Smith-Waterman score: 47; 40.0% identity (68.0% similar) in 25 aa overlap (28-52:27-50) 
 
               10        20        30        40        50        60 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                  ::.  .: .:  :: :.:.. . ::         
gi|602  MGVFTYEFEFTSVIPPARLYNAFVLDADNL-IPKIAPQAVKSTEILEGDGGVGTIKKIN 
                10        20        30         40        50         
 
               70        80                                         
AAD-12 AAYDALDEATRALVHQRSAR                                         
                                                                    
gi|602 FGEGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIKSIS 
       60        70        80        90       100       110         
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.9  bits: 19.6 E():   23 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (28-52:27-50) 
 
               10        20        30        40        50        60 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                  ::.  .: .:  :. .::.. . ::         
gi|459  MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKIT 
                10        20        30         40        50         
 
               70        80                                         
AAD-12 AAYDALDEATRALVHQRSAR                                         
                                                                    
gi|459 FGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSIS 
       60        70        80        90       100       110         
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.9  bits: 19.6 E():   23 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (28-52:27-50) 
 
               10        20        30        40        50        60 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                  ::.  .: .:  :. .::.. . ::         
gi|459  MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKIT 
                10        20        30         40        50         
 
               70        80                                         
AAD-12 AAYDALDEATRALVHQRSAR                                         
                                                                    
gi|459 FGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIKSIS 
       60        70        80        90       100       110         
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 77.9  bits: 19.6 E():   23 
Smith-Waterman score: 47; 23.7% identity (54.2% similar) in 59 aa overlap (28-75:27-84) 
 
               10        20        30        40        50           
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTC 
                                  ::.  .: .:  :.  ::.. . ::     .   
gi|304  MGLYTFENEFTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGNGGPGTIKKIT 
                10        20        30         40        50         
 
                60        70        80                              
AAD-12 FAD------MRAAYDALDEATRALVHQRSAR                              
       :..      ..   :..:::. . ..                                   
gi|304 FGEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSIS 
       60        70        80        90       100       110         
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.9  bits: 19.6 E():   23 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (28-52:27-50) 
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               10        20        30        40        50        60 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                  ::.  .: .:  :. .::.. . ::         
gi|459  MGVYTFENEYTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKIT 
                10        20        30         40        50         
 
               70        80                                         
AAD-12 AAYDALDEATRALVHQRSAR                                         
                                                                    
gi|459 FGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSIS 
       60        70        80        90       100       110         
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.9  bits: 19.6 E():   23 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (28-52:27-50) 
 
               10        20        30        40        50        60 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                  ::.  .: .:  :. .::.. . ::         
gi|886  MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKIT 
                10        20        30         40        50         
 
               70        80                                         
AAD-12 AAYDALDEATRALVHQRSAR                                         
                                                                    
gi|886 FGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIKSIS 
       60        70        80        90       100       110         
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.9  bits: 19.6 E():   23 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (28-52:27-50) 
 
               10        20        30        40        50        60 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                  ::.  .: .:  :. .::.. . ::         
gi|134  MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKIT 
                10        20        30         40        50         
 
               70        80                                         
AAD-12 AAYDALDEATRALVHQRSAR                                         
                                                                    
gi|134 FGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSIS 
       60        70        80        90       100       110         
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.9  bits: 19.6 E():   23 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (28-52:27-50) 
 
               10        20        30        40        50        60 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                  ::.  .: .:  :. .::.. . ::         
gi|165  MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKIT 
                10        20        30         40        50         
 
               70        80                                         
AAD-12 AAYDALDEATRALVHQRSAR                                         
                                                                    
gi|165 FGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSIS 
       60        70        80        90       100       110         
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.9  bits: 19.6 E():   23 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (28-52:27-50) 
 
               10        20        30        40        50        60 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                  ::.  .: .:  :. .::.. . ::         
gi|753  MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKIT 
                10        20        30         40        50         
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               70        80                                         
AAD-12 AAYDALDEATRALVHQRSAR                                         
                                                                    
gi|753 FGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSIS 
       60        70        80        90       100       110         
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.9  bits: 19.6 E():   23 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (28-52:27-50) 
 
               10        20        30        40        50        60 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                  ::.  .: .:  :. .::.. . ::         
gi|459  MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKIT 
                10        20        30         40        50         
 
               70        80                                         
AAD-12 AAYDALDEATRALVHQRSAR                                         
                                                                    
gi|459 FGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSIS 
       60        70        80        90       100       110         
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.9  bits: 19.6 E():   23 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (28-52:27-50) 
 
               10        20        30        40        50        60 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                  ::.  .: .:  :. .::.. . ::         
gi|459  MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKIT 
                10        20        30         40        50         
 
               70        80                                         
AAD-12 AAYDALDEATRALVHQRSAR                                         
                                                                    
gi|459 FGEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSIS 
       60        70        80        90       100       110         
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.8  bits: 19.6 E():   23 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (47-63:144-160) 
 
         20        30        40        50        60        70       
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
         80 
AAD-12 RSAR 
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.8  bits: 19.6 E():   23 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (47-63:144-160) 
 
         20        30        40        50        60        70       
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
         80 
AAD-12 RSAR 
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 50; 17.6% identity (54.9% similar) in 51 aa overlap (3-53:229-279) 
 
                                           10        20        30   
AAD-12                             ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY 
                                     : .. ..::. . . . .. ..:   .    
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gi|106 EQQEQRQGVQILVPLSQQQQVGQGTLVQGQGIIQPQQPAQLEVIRSSVLQTLATMCNVYV 
      200       210       220       230       240       250         
 
             40        50        60        70        80 
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR 
        :  .   .  : .: ..::.                            
gi|106 PPYCSTIRAPFASIVAGIGGQ                            
      260       270                                     
 
>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.0  bits: 19.9 E():   26 
Smith-Waterman score: 48; 33.3% identity (59.3% similar) in 27 aa overlap (30-56:17-43) 
 
               10        20        30        40        50        60 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                    :.:.:  .   ::..:  :  .: : .     
gi|510              MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLPV 
                            10        20        30        40        
 
               70        80                                         
AAD-12 AAYDALDEATRALVHQRSAR                                         
                                                                    
gi|510 IRGKGGGIEFAKTETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHLC 
        50        60        70        80        90       100        
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 76.9  bits: 19.3 E():   26 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (59-76:126-143) 
 
       30        40        50        60        70        80 
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR 
                                     . ::..::: :..: ...     
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG 
         100       110       120       130       140        
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.8  bits: 20.4 E():   27 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (26-43:66-83) 
 
                    10        20        30        40        50      
AAD-12      ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
          60        70        80                                    
AAD-12 FADMRAAYDALDEATRALVHQRSAR                                    
                                                                    
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.5  bits: 20.6 E():   28 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (17-54:270-307) 
 
                             10        20        30        40       
AAD-12               ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|270 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
         50        60        70        80                           
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSAR                           
       .  : : :                                                     
gi|270 IQHVKGGTPKRPDRAIETYLFAMFDENQKQPEVEKHFGLFFPDKRPKYNLNFSAKKNWDI 
     300       310       320       330       340       350          
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.5  bits: 20.6 E():   28 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (17-54:270-307) 
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 2645



 

 

                             10        20        30        40       
AAD-12               ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
         50        60        70        80                           
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSAR                           
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.5  bits: 20.6 E():   28 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (17-54:270-307) 
 
                             10        20        30        40       
AAD-12               ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
         50        60        70        80                           
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSAR                           
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFATFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.5  bits: 20.6 E():   28 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (17-54:270-307) 
 
                             10        20        30        40       
AAD-12               ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
         50        60        70        80                           
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSAR                           
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.5  bits: 20.6 E():   28 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (17-54:270-307) 
 
                             10        20        30        40       
AAD-12               ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|118 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
         50        60        70        80                           
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSAR                           
       .  : : :                                                     
gi|118 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.5  bits: 20.6 E():   28 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (17-54:270-307) 
 
                             10        20        30        40       
AAD-12               ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|327 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
         50        60        70        80                           
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AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSAR                           
       .  : : :                                                     
gi|327 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 76.2  bits: 18.8 E():   29 
Smith-Waterman score: 44; 32.4% identity (56.8% similar) in 37 aa overlap (33-69:65-101) 
 
             10        20        30        40        50        60   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .:  ..::. ::  . :.:: :  :   :  
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
             70        80 
AAD-12 YDALDEATRALVHQRSAR 
        .  .:.            
gi|117 EEEKEESDDDMGFGLFD  
          100       110   
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 76.2  bits: 19.3 E():   29 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (28-52:27-50) 
 
               10        20        30        40        50        60 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                  ::.  .: .:  ::  ::.. . ::         
gi|901  MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKIT 
                10        20        30         40        50         
 
               70        80                                         
AAD-12 AAYDALDEATRALVHQRSAR                                         
                                                                    
gi|901 FGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIKTTS 
       60        70        80        90       100       110         
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (28-52:27-50) 
 
               10        20        30        40        50        60 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                  ::.  .: .:  ::  ::.. . ::         
gi|880  MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKIT 
                10        20        30         40        50         
 
               70        80                                         
AAD-12 AAYDALDEATRALVHQRSAR                                         
                                                                    
gi|880 FGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVIKTT 
       60        70        80        90       100       110         
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (31-52:29-50) 
 
               10        20        30        40        50        60 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|400   MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
               70        80                                         
AAD-12 AAYDALDEATRALVHQRSAR                                         
                                                                    
gi|400 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKIS 
       60        70        80        90       100       110         
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.1  bits: 19.3 E():   29 
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Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (31-52:29-50) 
 
               10        20        30        40        50        60 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|116   MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
               70        80                                         
AAD-12 AAYDALDEATRALVHQRSAR                                         
                                                                    
gi|116 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKIS 
       60        70        80        90       100       110         
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (31-52:29-50) 
 
               10        20        30        40        50        60 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|116   MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
               70        80                                         
AAD-12 AAYDALDEATRALVHQRSAR                                         
                                                                    
gi|116 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKIS 
       60        70        80        90       100       110         
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (28-52:27-50) 
 
               10        20        30        40        50        60 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                  ::.  .: .:  ::  ::.. . ::         
gi|901  MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKIT 
                10        20        30         40        50         
 
               70        80                                         
AAD-12 AAYDALDEATRALVHQRSAR                                         
                                                                    
gi|901 FGEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTIIKTT 
       60        70        80        90       100       110         
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (31-52:29-50) 
 
               10        20        30        40        50        60 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|116   MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKIT 
                 10        20        30        40        50         
 
               70        80                                         
AAD-12 AAYDALDEATRALVHQRSAR                                         
                                                                    
gi|116 FPEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKIS 
       60        70        80        90       100       110         
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 75.6  bits: 20.3 E():   31 
Smith-Waterman score: 50; 25.0% identity (60.0% similar) in 40 aa overlap (2-39:231-270) 
 
                                             10         20          
AAD-12                              ADGT-VRQHSPAEWDDMMKV-IVGNMAWHAD 
                                     ::   ..:.  :..  ..  :.::   . : 
gi|729 PSHLTLETPRVKMNMKYDRYAPVKVFKLDYDGIHFEKHTDIEYEPGVRYKIIGNGKLKDD 
              210       220       230       240       250       260 
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      30        40        50        60        70        80          
AAD-12 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR          
       . .. . .::                                                   
gi|729 GRHYSIDVQGIPRKAFNLDADLMDFKLKVSKPEDSNKAQFSYTFNEYTETEEYEFDPHRA 
              270       280       290       300       310       320 
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.3  bits: 19.0 E():   32 
Smith-Waterman score: 45; 45.5% identity (90.9% similar) in 11 aa overlap (3-13:9-19) 
 
                     10        20        30        40        50     
AAD-12       ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
               :.. ..::.::                                          
gi|250 PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPFPRCRALVKSQCAGGQVVESIQKDCCRQIA 
               10        20        30        40        50        60 
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 74.9  bits: 19.5 E():   34 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (56-77:74-98) 
 
          30        40        50        60           70        80   
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---DEATRALVHQRSAR   
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
 
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 74.9  bits: 16.5 E():   34 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (26-32:19-25) 
 
               10        20        30        40        50        60 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                :..:..:                             
gi|320        YTTEGGTKAEAEDVIPEGWKVDTSYE                            
                      10        20                                  
 
               70        80 
AAD-12 AAYDALDEATRALVHQRSAR 
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.5  bits: 19.0 E():   36 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (28-52:27-50) 
 
               10        20        30        40        50        60 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                  ::.  .: .:  :.  ::.. . ::         
gi|459  MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKIT 
                10        20        30         40        50         
 
               70        80                                         
AAD-12 AAYDALDEATRALVHQRSAR                                         
                                                                    
gi|459 FGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSIS 
       60        70        80        90       100       110         
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.5  bits: 19.0 E():   36 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (28-52:27-50) 
 
               10        20        30        40        50        60 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                  ::.  .: .:  :.  ::.. . ::         
gi|459  MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKIT 
                10        20        30         40        50         
 
               70        80                                         
AAD-12 AAYDALDEATRALVHQRSAR                                         
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gi|459 FGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIKSIS 
       60        70        80        90       100       110         
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.5  bits: 19.0 E():   36 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (28-52:27-50) 
 
               10        20        30        40        50        60 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                  ::.  .: .:  :.  ::.. . ::         
gi|753  MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTTKKIT 
                10        20        30         40        50         
 
               70        80                                         
AAD-12 AAYDALDEATRALVHQRSAR                                         
                                                                    
gi|753 FGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSIS 
       60        70        80        90       100       110         
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.5  bits: 19.0 E():   36 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (28-52:27-50) 
 
               10        20        30        40        50        60 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                  ::.  .: .:  :.  ::.. . ::         
gi|425  MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKIT 
                10        20        30         40        50         
 
               70        80                                         
AAD-12 AAYDALDEATRALVHQRSAR                                         
                                                                    
gi|425 FGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSIS 
       60        70        80        90       100       110         
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 74.5  bits: 19.0 E():   36 
Smith-Waterman score: 45; 27.0% identity (64.9% similar) in 37 aa overlap (39-75:49-84) 
 
       10        20        30        40        50        60         
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|144 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
       70        80                                                 
AAD-12 ATRALVHQRSAR                                                 
       :  : ..                                                      
gi|144 AGLAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEAT 
        80        90       100       110       120       130        
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.5  bits: 19.0 E():   36 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (28-52:27-50) 
 
               10        20        30        40        50        60 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                  ::.  .: .:  :.  ::.. . ::         
gi|459  MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKIT 
                10        20        30         40        50         
 
               70        80                                         
AAD-12 AAYDALDEATRALVHQRSAR                                         
                                                                    
gi|459 FGEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSIS 
       60        70        80        90       100       110         
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.4  bits: 19.0 E():   36 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (28-52:27-50) 
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               10        20        30        40        50        60 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                  ::.  .: .:  :.  ::.. . ::         
gi|901  MGGYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKIT 
                10        20        30         40        50         
 
               70        80                                         
AAD-12 AAYDALDEATRALVHQRSAR                                         
                                                                    
gi|901 FGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTT 
       60        70        80        90       100       110         
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.4  bits: 19.0 E():   36 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (28-52:27-50) 
 
               10        20        30        40        50        60 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                  ::.  .: .:  :.  ::.. . ::         
gi|901  MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKIT 
                10        20        30         40        50         
 
               70        80                                         
AAD-12 AAYDALDEATRALVHQRSAR                                         
                                                                    
gi|901 FGEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTT 
       60        70        80        90       100       110         
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 74.3  bits: 19.0 E():   37 
Smith-Waterman score: 45; 32.6% identity (44.2% similar) in 43 aa overlap (10-41:52-90) 
 
                                    10        20                    
AAD-12                      ADGTVRQHSPAEWDDMMKVIVGNMAW-----------HA 
                                     :  ::.. ::    .::           :. 
gi|148 HAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKVA---QAWAETRTPDCSLIHS 
              30        40        50        60           70         
 
       30        40        50        60        70        80         
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR         
       :      :::::.                                                
gi|148 DRCG-ENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQIVWANSERVGCGRAL 
       80         90       100       110       120       130        
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.2  bits: 20.3 E():   37 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (26-43:56-73) 
 
                    10        20        30        40        50      
AAD-12      ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
          60        70        80                                    
AAD-12 FADMRAAYDALDEATRALVHQRSAR                                    
                                                                    
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 74.2  bits: 20.5 E():   37 
Smith-Waterman score: 51; 34.2% identity (52.6% similar) in 38 aa overlap (38-71:321-358) 
 
        10        20        30        40        50            60    
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM----RAAY 
                                     :  .  ::..  .::.  .: .    :    
gi|845 RAIEQLHEEQEHSMKIDALRRSLEEQVKQLQVQIQEAEAAALLGGKRVIAKLETRIRDLE 
              300       310       320       330       340       350 
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            70        80                                            
AAD-12 DALDEATRALVHQRSAR                                            
        :::: ::                                                     
gi|845 TALDEETRRHKETQNALRKKDRRIKEVQMQVDEEHKQFVMAQDTADRLLEKMNIQKRQLG 
              360       370       380       390       400       410 
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.1  bits: 18.7 E():   37 
Smith-Waterman score: 44; 16.0% identity (72.0% similar) in 25 aa overlap (16-40:12-36) 
 
               10        20        30        40        50        60 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                      .. .... ..: ....  :. : :.                     
gi|249     MRTVSARSSVALVVIVAAVLVWTSSASVAPAPAPGSEETCGTVVGALMPCLPFVQG 
                   10        20        30        40        50       
 
               70        80                                         
AAD-12 AAYDALDEATRALVHQRSAR                                         
                                                                    
gi|249 KEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDS 
         60        70        80        90       100       110       
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 73.9  bits: 20.8 E():   39 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (7-45:535-572) 
 
                                       10        20        30       
AAD-12                         ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
         40        50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR 
        .:  :: :                                    
gi|331 KEGC-FSEEGPKLVAAAQAALV                       
           570       580                            
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 73.5  bits: 20.7 E():   41 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (7-45:558-595) 
 
                                       10        20        30       
AAD-12                         ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|668 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
       530       540       550       560       570       580        
 
         40        50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR 
        .:  :: :                                    
gi|668 KEGC-FSEEGPKLVAAAQAALV                       
       590        600                               
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.5  bits: 20.2 E():   41 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (26-43:56-73) 
 
                    10        20        30        40        50      
AAD-12      ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
          60        70        80                                    
AAD-12 FADMRAAYDALDEATRALVHQRSAR                                    
                                                                    
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
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 initn:  38 init1:  38 opt:  43  Z-score: 73.5  bits: 18.4 E():   41 
Smith-Waterman score: 43; 23.5% identity (51.0% similar) in 51 aa overlap (22-72:25-74) 
 
                  10        20        30        40        50        
AAD-12    ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                               :  : . . ...   :::.  :: .:  . .   :  
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLP-FQ 
               10        20        30        40        50           
 
        60        70        80                                      
AAD-12 DMRAAYDALDEATRALVHQRSAR                                      
       ...   :..:    :                                              
gi|217 EIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRL 
      60        70        80        90       100       110          
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 73.3  bits: 20.0 E():   42 
Smith-Waterman score: 49; 20.3% identity (55.9% similar) in 59 aa overlap (25-80:37-94) 
 
                     10        20        30        40        50     
AAD-12       ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|269 EAVLLGILLYIPIVLSDDRAPIPSNSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQTK 
         10        20        30         40        50        60      
 
              60        70        80                                
AAD-12 CF---ADMRAAYDALDEATRALVHQRSAR                                
        .   .:  . . ...:: ...  . . :                                
gi|269 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSLAPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.2  bits: 19.2 E():   42 
Smith-Waterman score: 46; 60.0% identity (80.0% similar) in 10 aa overlap (8-17:20-29) 
 
                           10        20        30        40         
AAD-12             ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                          :.:: .:: :                                
gi|144 MQYLAIAVIVALAGLSAAAHKPAYYDDNMANQMVDQIVKSLTTKKELDPFKIEQTKVPID 
               10        20        30        40        50        60 
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.2  bits: 18.2 E():   42 
Smith-Waterman score: 42; 25.7% identity (60.0% similar) in 35 aa overlap (38-72:4-38) 
 
        10        20        30        40        50        60        
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     .:.. .:.:. :. :     : .: . :   
gi|777                            MAFKGVLNDADVTAALDGCKSAFDHKAFFKACG 
                                          10        20        30    
 
        70        80                                                
AAD-12 EATRALVHQRSAR                                                
        :...                                                        
gi|777 LAAKSADDIKKAFAIIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAGDSDGD 
            40        50        60        70        80        90    
 
>>gi|14422359|emb|CAC41633.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.9  bits: 18.4 E():   44 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (29-46:85-102) 
 
                 10        20        30        40        50         
AAD-12   ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETDQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
       60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSAR 
                              
gi|144 RHVKPLSFRAKTDAPGC      
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          120       130       
 
>>gi|14422363|emb|CAC41635.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.9  bits: 18.4 E():   44 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (29-46:85-102) 
 
                 10        20        30        40        50         
AAD-12   ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSGRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
       60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSAR 
                              
gi|144 RHVKPLSFRAKTDAPGC      
          120       130       
 
>>gi|14422361|emb|CAC41634.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.9  bits: 18.4 E():   44 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (29-46:85-102) 
 
                 10        20        30        40        50         
AAD-12   ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
       60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSAR 
                              
gi|144 RHVKPLSFRAKTDAPGC      
          120       130       
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 72.8  bits: 20.0 E():   44 
Smith-Waterman score: 49; 33.3% identity (64.3% similar) in 42 aa overlap (24-62:244-284) 
 
                      10        20          30         40        50 
AAD-12        ADGTVRQHSPAEWDDMMKVIVGNMAW--HADSTYMP-VMAQGAVFSAEVVPAV 
                                     :.:  ..... .: :. .  . :.: :  : 
gi|585 GYYAYPYCYNLTPNQPSAQCEATTMQENDKMSWLFESEDVLLPSVYLRWNLTSGERVGLV 
           220       230       240       250       260       270    
 
               60        70        80                               
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSAR                               
       :::.  : .: :                                                 
gi|585 GGRVKEA-LRIARQMTTSRKKVLPYYWYKYQDRRDTDLSRADLEATLRKITDLGADGFII 
           280        290       300       310       320       330   
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.8  bits: 18.7 E():   44 
Smith-Waterman score: 44; 36.4% identity (63.6% similar) in 22 aa overlap (31-52:28-49) 
 
               10        20        30        40        50        60 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     : .: .:  :. :.: . . ::         
gi|115    GVFNYETETTSVIPAARLFKAFILDGDTLFPQVAPQAISSVENISGNGGPGTIKKIS 
                  10        20        30        40        50        
 
               70        80                                         
AAD-12 AAYDALDEATRALVHQRSAR                                         
                                                                    
gi|115 FPEGLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKIS 
        60        70        80        90       100       110        
 
>>gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum aest  (94 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.7  bits: 17.9 E():   45 
Smith-Waterman score: 41; 27.3% identity (48.5% similar) in 33 aa overlap (16-48:17-49) 
 
                10        20        30        40        50          
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AAD-12  ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                       :.:  .  . : :.    :  :  ::..   .:            
gi|668 IAVAVSADECEGDRRAMIKECAKYQQWPANPKLDPSDACCAVWQKANIPCLCAGVTKEKE 
               10        20        30        40        50        60 
 
      60        70        80              
AAD-12 RAAYDALDEATRALVHQRSAR              
                                          
gi|668 KIYCMEKVAYVANFCKKPFPHGYKCGSYTFPPLA 
               70        80        90     
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (33-52:31-50) 
 
             10        20        30        40        50        60   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|132 MGVFNYETESTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
             70        80                                           
AAD-12 YDALDEATRALVHQRSAR                                           
                                                                    
gi|132 EGSPFKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (33-52:31-50) 
 
             10        20        30        40        50        60   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
             70        80                                           
AAD-12 YDALDEATRALVHQRSAR                                           
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (33-52:31-50) 
 
             10        20        30        40        50        60   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|584 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
             70        80                                           
AAD-12 YDALDEATRALVHQRSAR                                           
                                                                    
gi|584 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (33-52:31-50) 
 
             10        20        30        40        50        60   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
             70        80                                           
AAD-12 YDALDEATRALVHQRSAR                                           
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gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.6  bits: 18.7 E():   45 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (33-52:31-50) 
 
             10        20        30        40        50        60   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
             70        80                                           
AAD-12 YDALDEATRALVHQRSAR                                           
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 72.6  bits: 19.9 E():   45 
Smith-Waterman score: 49; 40.0% identity (65.0% similar) in 20 aa overlap (23-42:332-348) 
 
                       10        20        30        40        50   
AAD-12         ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
                                     :  :.   .:: :. .::.:           
gi|113 ILSQGNRFLASDIKKEVVGRYGESAMSESINWNWR---SYMDVFENGAIFVPSGVDPVLT 
             310       320       330          340       350         
 
             60        70        80       
AAD-12 RTCFADMRAAYDALDEATRALVHQRSAR       
                                          
gi|113 PEQNAGMIPAEPGEAVLRLTSSAGVLSCQPGAPC 
      360       370       380       390   
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 72.4  bits: 19.4 E():   46 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (11-68:116-175) 
 
                                   10        20          30         
AAD-12                     ADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|481 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
          90       100       110       120       130       140      
 
       40        50        60        70        80                   
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR                   
         .   ...  . .    :   ::    :.                               
gi|481 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
         150       160       170       180       190       200      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 72.4  bits: 19.4 E():   47 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (11-68:117-176) 
 
                                   10        20          30         
AAD-12                     ADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|168 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
         90       100       110       120       130       140       
 
       40        50        60        70        80                   
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR                   
         .   ...  . .    :   ::    :.                               
gi|168 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
        150       160       170       180       190       200       
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 72.3  bits: 19.4 E():   47 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (11-68:120-179) 
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                                   10        20          30         
AAD-12                     ADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|285 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
      90       100       110       120       130       140          
 
       40        50        60        70        80                   
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR                   
         .   ...  . .    :   ::    :.                               
gi|285 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
     150       160       170       180       190       200          
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 72.2  bits: 19.4 E():   48 
Smith-Waterman score: 47; 23.4% identity (45.3% similar) in 64 aa overlap (11-72:126-189) 
 
                                   10        20          30         
AAD-12                     ADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|330 GLVPKLDAAYSVSYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
         100       110       120       130       140       150      
 
       40        50        60        70        80                   
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR                   
         .   ...  . .    :   ::    : . .:                           
gi|330 IPAGELQIIDKIDAAFKVAATAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAA 
         160       170       180       190       200       210      
 
gi|330 VKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAAS 
         220       230       240       250       260       270      
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 71.9  bits: 19.4 E():   49 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (11-68:131-190) 
 
                                   10        20          30         
AAD-12                     ADGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|330 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
              110       120       130       140       150       160 
 
       40        50        60        70        80                   
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR                   
         .   ...  . .    :   ::    :.                               
gi|330 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
              170       180       190       200       210       220 
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 71.6  bits: 19.7 E():   52 
Smith-Waterman score: 48; 20.3% identity (55.9% similar) in 59 aa overlap (25-80:37-94) 
 
                     10        20        30        40        50     
AAD-12       ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|682 EAVLLGILLYIPIVLSDDRAPIPANSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQAK 
         10        20        30         40        50        60      
 
              60        70        80                                
AAD-12 CF---ADMRAAYDALDEATRALVHQRSAR                                
        .   .:  . . ...:: ...  . . :                                
gi|682 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSFSPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
>>gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Globin   (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.6  bits: 18.4 E():   52 
Smith-Waterman score: 43; 30.6% identity (55.6% similar) in 36 aa overlap (42-77:115-150) 
 
              20        30        40        50        60        70  
AAD-12 EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                     : :  :  . ..: ::  .::. :  .:   
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gi|121 IGDLPNIDGDVTTFVASHTPRGVTHDQLNNFRAGFVSYMKAHTDFAGAEAAWGATLDAFF 
           90       100       110       120       130       140     
 
              80 
AAD-12 ALVHQRSAR 
       ..:  .    
gi|121 GMVFAKM   
          150    
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 43; 29.0% identity (67.7% similar) in 31 aa overlap (39-69:49-78) 
 
       10        20        30        40        50        60         
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|186 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVRLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
       70        80                                                 
AAD-12 ATRALVHQRSAR                                                 
       :                                                            
gi|186 AGLGYTYTTIGGDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEAT 
        80        90       100       110       120       130        
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.0  bits: 18.4 E():   56 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (33-52:31-50) 
 
             10        20        30        40        50        60   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|261 MGVFNYEAETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
             70        80                                           
AAD-12 YDALDEATRALVHQRSAR                                           
                                                                    
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.0  bits: 18.4 E():   56 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (33-52:31-50) 
 
             10        20        30        40        50        60   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVISAARLFKSYVLDGDKLIPKVAPQAITSVENVGGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
             70        80                                           
AAD-12 YDALDEATRALVHQRSAR                                           
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSK 
               70        80        90       100       110       120 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.0  bits: 18.4 E():   56 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (33-52:31-50) 
 
             10        20        30        40        50        60   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|132 MGVFNYETETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
             70        80                                           
AAD-12 YDALDEATRALVHQRSAR                                           
                                                                    
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
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               70        80        90       100       110       120 
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 70.3  bits: 17.6 E():   61 
Smith-Waterman score: 40; 25.5% identity (52.9% similar) in 51 aa overlap (1-49:9-56) 
 
                       10        20        30          40        50 
AAD-12         ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTY--MPVMAQGAVFSAEVVPAV 
               : :.    .:.  ::..   .::. .  ..     :..  :: :  ..: :  
gi|166 ATPTPTPKAAGSWCVPKPGVSDDQL---TGNINYACSQGIDCGPIQPGGACFEPNTVKAH 
               10        20           30        40        50        
 
               60        70        80               
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSAR               
                                                    
gi|166 AAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
        60        70        80        90       100  
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.1 E():   62 
Smith-Waterman score: 42; 27.6% identity (58.6% similar) in 29 aa overlap (32-60:11-39) 
 
              10        20        30        40        50        60  
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                     ..:. : : ::.   . :.  :  . ..:  
gi|126                     MRSLLILVLCFLPLAALGKVFGRCELAAAMKRHGLDNYRG 
                                   10        20        30        40 
 
              70        80                                          
AAD-12 AYDALDEATRALVHQRSAR                                          
                                                                    
gi|126 YSLGNWVCAAKFESNFNTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSA 
               50        60        70        80        90       100 
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 69.6  bits: 19.6 E():   66 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (58-72:431-446) 
 
        30        40        50        60         70        80 
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSAR 
                                     :..: :::.: ...::         
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA         
              410       420       430       440               
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.4  bits: 18.0 E():   68 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (33-52:30-49) 
 
             10        20        30        40        50        60   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|437  GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
                10        20        30        40        50          
 
             70        80                                           
AAD-12 YDALDEATRALVHQRSAR                                           
                                                                    
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.4  bits: 18.0 E():   68 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (33-52:30-49) 
 
             10        20        30        40        50        60   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|437  GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
                10        20        30        40        50          
 
             70        80                                           
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AAD-12 YDALDEATRALVHQRSAR                                           
                                                                    
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.4  bits: 18.0 E():   68 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (33-52:30-49) 
 
             10        20        30        40        50        60   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|402  GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
                10        20        30        40        50          
 
             70        80                                           
AAD-12 YDALDEATRALVHQRSAR                                           
                                                                    
gi|402 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
      60        70        80        90       100       110          
 
>>gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.4  bits: 18.0 E():   68 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (28-52:27-50) 
 
               10        20        30        40        50        60 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                  .:.    :. : :. :.:.. . ::         
gi|212  MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKIT 
                10        20        30         40        50         
 
               70        80                                         
AAD-12 AAYDALDEATRALVHQRSAR                                         
                                                                    
gi|212 FGEASKYKYSRHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTT 
       60        70        80        90       100       110         
 
>>gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.4  bits: 18.0 E():   68 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (28-52:27-50) 
 
               10        20        30        40        50        60 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                  .:.    :. : :. :.:.. . ::         
gi|212  MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKIT 
                10        20        30         40        50         
 
               70        80                                         
AAD-12 AAYDALDEATRALVHQRSAR                                         
                                                                    
gi|212 FGEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTT 
       60        70        80        90       100       110         
 
>>gi|21512|emb|CAA27571.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.3  bits: 19.3 E():   69 
Smith-Waterman score: 47; 22.5% identity (47.9% similar) in 71 aa overlap (2-72:267-337) 
 
                                            10        20        30  
AAD-12                              ADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                     : :   .  :.:     ..: .    : :. 
gi|215 QVDPKFASIKSLNYKQMLLLSLGTGTTSEFDKTYTAEETAKWGTARWMLVIQKMTSAASS 
        240       250       260       270       280       290       
 
              40        50        60        70        80            
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR            
       ::  .  ...:.:        :.    . ..   ::.:..:                    
gi|215 YMTDYYLSTAFQALDSQNNYLRVQENALTGTTTELDDASEANMQLLVQVGEDLLKKSVSK 
        300       310       320       330       340       350       
 
gi|215 DNPETYEEALKRFAKLLSDRKKLRANKASY 
        360       370       380       

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 2660



 

 

 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 69.3  bits: 14.7 E():   69 
Smith-Waterman score: 29; 57.1% identity (71.4% similar) in 7 aa overlap (28-34:1-7) 
 
               10        20        30        40        50        60 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                  ::. : :                           
gi|751                            ADAGYAPAAPGTQPKA                  
                                          10                        
 
               70        80 
AAD-12 AAYDALDEATRALVHQRSAR 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (33-52:31-50) 
 
             10        20        30        40        50        60   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
             70        80                                           
AAD-12 YDALDEATRALVHQRSAR                                           
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (33-52:31-50) 
 
             10        20        30        40        50        60   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
             70        80                                           
AAD-12 YDALDEATRALVHQRSAR                                           
                                                                    
gi|400 EGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (33-52:31-50) 
 
             10        20        30        40        50        60   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
             70        80                                           
AAD-12 YDALDEATRALVHQRSAR                                           
                                                                    
gi|167 EGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (33-52:31-50) 
 
             10        20        30        40        50        60   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
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             70        80                                           
AAD-12 YDALDEATRALVHQRSAR                                           
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (33-52:31-50) 
 
             10        20        30        40        50        60   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
             70        80                                           
AAD-12 YDALDEATRALVHQRSAR                                           
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (33-52:31-50) 
 
             10        20        30        40        50        60   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
             70        80                                           
AAD-12 YDALDEATRALVHQRSAR                                           
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNK 
               70        80        90       100       110       120 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (33-52:31-50) 
 
             10        20        30        40        50        60   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
             70        80                                           
AAD-12 YDALDEATRALVHQRSAR                                           
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (33-52:31-50) 
 
             10        20        30        40        50        60   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVMPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
             70        80                                           
AAD-12 YDALDEATRALVHQRSAR                                           
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
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>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (33-52:31-50) 
 
             10        20        30        40        50        60   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
             70        80                                           
AAD-12 YDALDEATRALVHQRSAR                                           
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (33-52:31-50) 
 
             10        20        30        40        50        60   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
             70        80                                           
AAD-12 YDALDEATRALVHQRSAR                                           
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (33-52:31-50) 
 
             10        20        30        40        50        60   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
             70        80                                           
AAD-12 YDALDEATRALVHQRSAR                                           
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (33-52:31-50) 
 
             10        20        30        40        50        60   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
             70        80                                           
AAD-12 YDALDEATRALVHQRSAR                                           
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (33-52:31-50) 
 
             10        20        30        40        50        60   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
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gi|116 MGVFNYESETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
             70        80                                           
AAD-12 YDALDEATRALVHQRSAR                                           
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (33-52:31-50) 
 
             10        20        30        40        50        60   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
             70        80                                           
AAD-12 YDALDEATRALVHQRSAR                                           
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (33-52:31-50) 
 
             10        20        30        40        50        60   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
             70        80                                           
AAD-12 YDALDEATRALVHQRSAR                                           
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 40.0% identity (60.0% similar) in 25 aa overlap (28-52:27-50) 
 
               10        20        30        40        50        60 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                  ::.  .: .:   : ::: . . ::         
gi|534  MGVFNYEDEATSVIAPARLFKSFVLDADNL-IPKVAPENVSSAENIEGNGGPGTIKKIT 
                10        20        30         40        50         
 
               70        80                                         
AAD-12 AAYDALDEATRALVHQRSAR                                         
                                                                    
gi|534 FPEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKIT 
       60        70        80        90       100       110         
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (33-52:31-50) 
 
             10        20        30        40        50        60   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
             70        80                                           
AAD-12 YDALDEATRALVHQRSAR                                           
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
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               70        80        90       100       110       120 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (33-52:31-50) 
 
             10        20        30        40        50        60   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
             70        80                                           
AAD-12 YDALDEATRALVHQRSAR                                           
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (33-52:31-50) 
 
             10        20        30        40        50        60   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
             70        80                                           
AAD-12 YDALDEATRALVHQRSAR                                           
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSK 
               70        80        90       100       110       120 
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 68.7  bits: 13.9 E():   74 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (71-75:2-6) 
 
               50        60        70        80 
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR 
                                     : :::      
gi|463                              DRNLVHSATR  
                                            10  
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.7  bits: 17.8 E():   74 
Smith-Waterman score: 41; 34.6% identity (61.5% similar) in 26 aa overlap (30-55:5-30) 
 
               10        20        30        40        50        60 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                    :.:  ...   ::   .: :::.. :      
gi|217                          MASKSNYNLLFTALLVFIFAAVAAVGNEDCTPWTS 
                                        10        20        30      
 
               70        80                                         
AAD-12 AAYDALDEATRALVHQRSAR                                         
                                                                    
gi|217 TLITPLPSCRNYVEEQACRIEMPGPPYLAKQECCEQLANIPQQCRCQALRYFMGPKSRPD 
          40        50        60        70        80        90      
 
>>gi|4006963|emb|CAA07328.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.7  bits: 17.5 E():   75 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (34-52:32-50) 
 
            10        20        30        40        50        60    
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            70        80                                           
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AAD-12 DALDEATRALVHQRSAR                                           
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.7  bits: 17.5 E():   75 
Smith-Waterman score: 41; 33.3% identity (51.9% similar) in 27 aa overlap (52-78:2-27) 
 
              30        40        50        60        70        80  
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR  
                                     :  :.: :    . : :. :  : :..    
gi|253                              TGPYCYAGMGLPINPL-EGCREYVAQQTCGI 
                                            10         20        30 
 
gi|253 SISGSAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREP 
               40        50        60        70        80        90 
 
>>gi|4006947|emb|CAA07320.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.7  bits: 17.5 E():   75 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (34-52:32-50) 
 
            10        20        30        40        50        60    
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            70        80                                           
AAD-12 DALDEATRALVHQRSAR                                           
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 68.2  bits: 14.4 E():   79 
Smith-Waterman score: 28; 40.0% identity (80.0% similar) in 10 aa overlap (39-48:4-13) 
 
       10        20        30        40        50        60         
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.:  :...:                     
gi|131                            GPVGGVVHAHMMPLL                   
                                          10                        
 
       70        80 
AAD-12 ATRALVHQRSAR 
 
>>gi|114326420|ref|NP_001041618.1| major allergen I poly  (88 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.2  bits: 17.0 E():   79 
Smith-Waterman score: 38; 31.8% identity (63.6% similar) in 22 aa overlap (29-50:3-24) 
 
               10        20        30        40        50        60 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                   :..  :  . .:. . :. :::           
gi|114                           MLDAALPPCPTVAATADCEICPAVKRDVDLFLTG 
                                         10        20        30     
 
               70        80                                   
AAD-12 AAYDALDEATRALVHQRSAR                                   
                                                              
gi|114 TPDEYVEQVAQYKALPVVLENARILKNCVDAKMTEEDKENALSLLDKIYTSPLC 
           40        50        60        70        80         
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.9  bits: 17.7 E():   82 
Smith-Waterman score: 41; 37.9% identity (62.1% similar) in 29 aa overlap (24-52:23-49) 
 
               10        20        30        40        50        60 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                              .:  ::.  .:  : :.  :.:.: . ::         
gi|604  MAVFTFDDQATSPVAPATLYNALAKDADNI-IP-KAVGSFQSVEIVEGNGGPGTIKKIS 
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                10        20        30          40        50        
 
               70        80                                         
AAD-12 AAYDALDEATRALVHQRSAR                                         
                                                                    
gi|604 FVEDGETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLT 
        60        70        80        90       100       110        
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.9  bits: 18.3 E():   82 
Smith-Waterman score: 43; 30.0% identity (55.0% similar) in 20 aa overlap (20-39:1-20) 
 
               10        20        30        40        50        60 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                          : .:. :.  .   :.  ::                      
gi|142                    IPANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIH 
                                  10        20        30        40  
 
               70        80                                         
AAD-12 AAYDALDEATRALVHQRSAR                                         
                                                                    
gi|142 RHQNIILSEQELLDCTYHLYDPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQ 
              50        60        70        80        90       100  
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 67.9  bits: 19.3 E():   82 
Smith-Waterman score: 47; 43.8% identity (62.5% similar) in 16 aa overlap (2-17:221-232) 
 
                                            10        20        30  
AAD-12                              ADGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                     :: :    :..::: .               
gi|253 LEHSSTNPNSFHYEHNIVSPSSIHPSTAHFDGEV----PSQWDDSLGHGASTPKVRTPSH 
              200       210       220           230       240       
 
              40        50        60        70        80            
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR            
                                                                    
gi|253 HVSSNPWAEINEPTGGDNDNLAPVTRPRKPARARRQKKEPRKLSDASQGARSSSTGGTAH 
        250       260       270       280       290       300       
 
>>gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 41; 32.0% identity (64.0% similar) in 25 aa overlap (28-52:27-50) 
 
               10        20        30        40        50        60 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                  .:.    :. : :. :.:.. . ::         
gi|212  MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGDGGPGTIKKIT 
                10        20        30         40        50         
 
               70        80                                         
AAD-12 AAYDALDEATRALVHQRSAR                                         
                                                                    
gi|212 FGEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTT 
       60        70        80        90       100       110         
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (33-52:30-49) 
 
             10        20        30        40        50        60   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|437  GVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
                10        20        30        40        50          
 
             70        80                                           
AAD-12 YDALDEATRALVHQRSAR                                           
                                                                    
gi|437 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISHK 
      60        70        80        90       100       110          
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>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (33-52:31-50) 
 
             10        20        30        40        50        60   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
             70        80                                           
AAD-12 YDALDEATRALVHQRSAR                                           
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (33-52:31-50) 
 
             10        20        30        40        50        60   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
             70        80                                           
AAD-12 YDALDEATRALVHQRSAR                                           
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (33-52:31-50) 
 
             10        20        30        40        50        60   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
             70        80                                           
AAD-12 YDALDEATRALVHQRSAR                                           
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (33-52:31-50) 
 
             10        20        30        40        50        60   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|125 MGVFNYETEATSVIPAARLFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
             70        80                                           
AAD-12 YDALDEATRALVHQRSAR                                           
                                                                    
gi|125 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (33-52:31-50) 
 
             10        20        30        40        50        60   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
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                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
             70        80                                           
AAD-12 YDALDEATRALVHQRSAR                                           
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (33-52:31-50) 
 
             10        20        30        40        50        60   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
             70        80                                           
AAD-12 YDALDEATRALVHQRSAR                                           
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (33-52:31-50) 
 
             10        20        30        40        50        60   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|154 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
             70        80                                           
AAD-12 YDALDEATRALVHQRSAR                                           
                                                                    
gi|154 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (33-52:31-50) 
 
             10        20        30        40        50        60   
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
             70        80                                           
AAD-12 YDALDEATRALVHQRSAR                                           
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.2 E():   86 
Smith-Waterman score: 39; 53.8% identity (69.2% similar) in 13 aa overlap (57-69:72-84) 
 
         30        40        50        60        70        80       
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR       
                                     ::.::  ::  .:                  
gi|131 ELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDE 
              50        60        70        80        90       100  
 
gi|131 FGALVDKWGAKG 
             110    
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>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.2  bits: 18.5 E():   90 
Smith-Waterman score: 44; 36.4% identity (77.3% similar) in 22 aa overlap (59-80:106-127) 
 
       30        40        50        60        70        80         
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR         
                                     ...: . :.:::.:  ... ::         
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
 
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
 
>>gi|75139847|sp|Q7M1E8|Q7M1E8_9ROSA Pollen major allerg  (12 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 67.0  bits: 13.9 E():   92 
Smith-Waterman score: 26; 57.1% identity (71.4% similar) in 7 aa overlap (18-24:4-10) 
 
               10        20        30        40        50        60 
AAD-12 ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                        ::. : :                                     
gi|751               ATGKVVQGAMPP                                   
                             10                                     
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.5 E():   92 
Smith-Waterman score: 40; 35.3% identity (70.6% similar) in 17 aa overlap (38-54:30-46) 
 
        10        20        30        40        50        60        
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     :::. ...  :  ::..              
gi|476  DKGPGFVVTGRVYCDPCRAGFETNVSHNVQGATVAVDCRPFNGGESKLKAEATTDGLGW 
                10        20        30        40        50          
 
        70        80                                                
AAD-12 EATRALVHQRSAR                                                
                                                                    
gi|476 YKIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQGIRYANPIAFF 
      60        70        80        90       100       110          
 
>>gi|15886861|emb|CAC85911.1| arginine kinase [Plodia in  (355 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 66.7  bits: 18.7 E():   95 
Smith-Waterman score: 45; 33.3% identity (61.1% similar) in 18 aa overlap (7-24:97-112) 
 
                                       10        20        30       
AAD-12                         ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .: : .: :.  .  ::.             
gi|158 YAPDAEAYVVFADLFDPIIEDYHNGFKKTDKHPPKNWGDVETL--GNLDPAGEFVVSTRV 
         70        80        90       100         110       120     
 
         40        50        60        70        80                 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR                 
                                                                    
gi|158 RCGRSMEGYPFNPCLTEAQYKEMEEKVSSTLSGLEGELKGTFFPLTGMSKETQQQLIDDH 
          130       140       150       160       170       180     
 
>>gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Serum a  (607 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 66.7  bits: 19.5 E():   95 
Smith-Waterman score: 48; 26.3% identity (78.9% similar) in 19 aa overlap (7-25:557-575) 
 
                                       10        20        30       
AAD-12                         ADGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:    ...:...::..            
gi|543 AETFTFHADICTLPEDEKQIKKQSALAELVKHKPKATKEQLKTVLGNFSAFVAKCCGRED 
        530       540       550       560       570       580       
 
         40        50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR 
                                                    
gi|543 KEACFAEEGPKLVASSQLALA                        
        590       600                               
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>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 17.4 E():   98 
Smith-Waterman score: 42; 30.3% identity (54.5% similar) in 66 aa overlap (12-72:3-65) 
 
               10          20        30        40        50         
AAD-12 ADGTVRQHSPAEWD--DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR-TCFA 
                  ::   :  .:   . .:.: : .  :    .::.:.  : . ..   :: 
gi|121          DPEWHTLDAHEVEQVQATWKAVS-HDEVEILYTVFKAH--PDIMAKFPKFA 
                        10        20         30          40         
 
          60        70        80                                    
AAD-12 --DMRAAYDALDEATRALVHQRSAR                                    
         :..:  :. : :..:                                            
gi|121 GKDLEAIKDTADFAVHASRIIGFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRGITKAQ 
       50        60        70        80        90       100         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:43 2011 done: Fri Jan 21 00:02:43 2011 
 Total Scan time:  0.060 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 84  - 163 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     3     2:* 
  32     6     8:=* 
  34     8    22:==   * 
  36    31    44:========  * 
  38    32    73:========          * 
  40    66   102:=================        * 
  42    74   125:===================            * 
  44   124   138:===============================   * 
  46   178   140:==================================*========== 
  48   181   134:=================================*============ 
  50   135   122:==============================*=== 
  52   121   108:==========================*==== 
  54    91    92:======================* 
  56    67    77:=================  * 
  58    59    63:===============* 
  60    24    51:======      * 
  62    46    41:==========*= 
  64    22    33:======  * 
  66    57    26:======*======== 
  68    40    20:====*===== 
  70     9    16:===* 
  72    22    12:==*=== 
  74    21    10:==*=== 
  76    18     8:=*=== 
  78    17     6:=*=== 
  80     3     5:=* 
  82     6     3:*= 
  84     3     3:* 
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  86     9     2:*== 
  88     3     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     3     1:*         :*== 
  94     3     1:*         :*== 
  96     3     1:*         :*== 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     1     0:=         *= 
 112     1     0:=         *= 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.38070.00294; mu= 3.3557 0.153 
 mean_var=34.6155 9.014, 0's: 2 Z-trim: 3  B-trim: 186 in 1/43 
 Lambda= 0.217991 
 Kolmogorov-Smirnov  statistic: 0.1138 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   65 25.4    0.26 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   63 24.8     0.4 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   62 24.4     0.8 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   57 22.8     2.4 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   56 22.5     2.4 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   56 22.5     2.4 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   56 22.5     2.4 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   56 22.5     2.4 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   57 22.8     2.7 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   56 22.4     3.3 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   60 23.5     3.8 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   55 22.1     4.1 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   58 22.9     4.5 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   54 21.8     5.2 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   53 21.5     5.7 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   58 22.8     6.7 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   57 22.5     7.4 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   57 22.5     7.4 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   49 20.4     7.9 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 21.2     7.9 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   52 21.2     7.9 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   52 21.2     7.9 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   52 21.2       8 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   58 22.8     8.5 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   55 22.0     8.7 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   56 22.2     9.4 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   50 20.6      10 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 21.9      10 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   55 21.9      12 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   55 21.9      12 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   50 20.6      12 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 17.9      13 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 17.9      13 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   54 21.6      15 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   49 20.3      15 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   52 21.0      17 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   51 20.7      19 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 19.4      22 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 19.6      22 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 19.6      23 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 19.6      23 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   45 19.1      23 
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gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   47 19.6      23 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   47 19.6      23 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   47 19.6      23 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   47 19.6      23 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   47 19.6      23 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   47 19.6      23 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   47 19.6      23 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   47 19.6      23 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   47 19.6      23 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   47 19.6      23 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   47 19.6      23 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   50 20.4      24 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 19.6      24 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 19.6      24 
gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   48 19.9      26 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 20.4      26 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.3      27 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   51 20.7      27 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   51 20.7      27 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   51 20.7      27 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   51 20.7      27 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   51 20.7      27 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   51 20.7      27 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   46 19.3      29 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   46 19.3      29 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 19.3      29 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 19.3      29 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 19.3      29 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   46 19.3      29 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 19.3      29 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   44 18.8      29 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   50 20.4      30 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   45 19.0      33 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.5      33 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   51 20.6      35 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 20.3      35 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   45 19.0      36 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   45 19.0      36 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   45 19.0      36 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   45 19.0      36 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   45 19.0      36 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   45 19.0      36 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   52 20.9      36 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   45 19.0      36 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   45 19.0      36 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   45 19.0      37 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   52 20.9      38 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   44 18.7      38 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 16.3      38 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 20.3      39 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   49 20.0      40 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   46 19.2      41 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   43 18.4      42 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   49 20.0      42 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 20.0      43 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   42 18.1      43 
gi|14422363|emb|CAC41635.1| plantain pollen major  ( 131)   43 18.4      44 
gi|14422359|emb|CAC41633.1| plantain pollen major  ( 131)   43 18.4      44 
gi|14422361|emb|CAC41634.1| plantain pollen major  ( 131)   43 18.4      44 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   44 18.7      45 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   44 18.7      45 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   44 18.7      45 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   44 18.7      45 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   44 18.7      45 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   47 19.5      45 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   47 19.5      45 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   44 18.7      45 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   47 19.5      46 
gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum  (  94)   41 17.9      46 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.5      46 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   47 19.5      48 
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gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   48 19.7      49 
gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Glo ( 151)   43 18.4      52 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   43 18.4      53 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   43 18.4      56 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   43 18.4      56 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   43 18.4      56 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 19.7      62 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   42 18.1      63 
gi|21512|emb|CAA27571.1| patatin [Solanum tuberosu ( 386)   47 19.4      65 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   42 18.0      69 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   42 18.0      69 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.0      69 
gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allerge ( 159)   42 18.0      69 
gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allerge ( 159)   42 18.0      69 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.0      69 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.0      69 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   42 18.0      69 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.0      69 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.0      69 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.0      69 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   42 18.0      69 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 18.0      69 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   42 18.0      69 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   42 18.0      69 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 18.0      69 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.0      69 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   42 18.0      69 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   42 18.0      69 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 18.0      69 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.0      69 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.0      69 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   42 18.0      69 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   42 18.0      69 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   41 17.8      75 
gi|4006963|emb|CAA07328.1| pollen allergen Betv1,  ( 120)   40 17.5      76 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   40 17.5      76 
gi|4006947|emb|CAA07320.1| pollen allergen Betv1,  ( 120)   40 17.5      76 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   39 17.2      77 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   47 19.4      78 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 14.5      79 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   43 18.3      81 
gi|114326420|ref|NP_001041618.1| major allergen I  (  88)   38 16.9      82 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   41 17.7      82 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   41 17.7      85 
gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allerge ( 159)   41 17.7      85 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   41 17.7      85 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   41 17.7      85 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   41 17.7      85 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   41 17.7      85 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   41 17.7      85 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   41 17.7      85 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   41 17.7      85 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   41 17.7      85 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 13.7      87 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   44 18.5      87 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.2      88 
gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Ser ( 607)   48 19.6      89 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   28 14.2      90 
gi|15886861|emb|CAC85911.1| arginine kinase [Plodi ( 355)   45 18.8      91 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   40 17.4      93 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   47 19.3      94 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   45 18.8      96 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   40 17.4      99 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  57 init1:  57 opt:  65  Z-score: 112.9  bits: 25.4 E(): 0.26 
Smith-Waterman score: 65; 42.3% identity (65.4% similar) in 26 aa overlap (4-29:34-56) 
 
                                          10        20        30    
AAD-12                            DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 
                                     .:::.  ::. : :   ::. :.. :     
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gi|126 DLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTK--KGNL-WEVKSAKPL 
            10        20        30        40          50         60 
 
            40        50        60        70        80 
AAD-12 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH 
                                                       
gi|126 TGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN           
               70        80        90                  
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  53 init1:  53 opt:  63  Z-score: 109.6  bits: 24.8 E():  0.4 
Smith-Waterman score: 63; 37.0% identity (66.7% similar) in 27 aa overlap (4-30:34-57) 
 
                                          10        20        30    
AAD-12                            DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 
                                     .:::.  ::. . :   ::. :.. :.    
gi|144 TFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTK--KGNL-WEVKSSKPL 
            10        20        30        40          50         60 
 
            40        50        60        70        80 
AAD-12 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH 
                                                       
gi|144 TGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE            
               70        80        90                  
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 104.2  bits: 24.4 E():  0.8 
Smith-Waterman score: 62; 26.5% identity (59.2% similar) in 49 aa overlap (29-77:5-52) 
 
               10        20        30        40        50        60 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                   :.  :..  ... :. .. :. :. :.: :   
gi|189                         MASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGL 
                                       10        20        30       
 
               70        80                                         
AAD-12 AYDALDEATRALVHQRSARH                                         
         . : :. :  : :..                                            
gi|189 PSNPL-EGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGR 
         40         50        60        70        80        90      
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  50 init1:  50 opt:  57  Z-score: 95.7  bits: 22.8 E():  2.4 
Smith-Waterman score: 57; 24.5% identity (59.2% similar) in 49 aa overlap (29-77:5-52) 
 
               10        20        30        40        50        60 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                   :.  :..  ... :. .. .. :. :.: :   
gi|439                         MASKSSITPLLLAAVLASVFAAATATGQYCYAGMGL 
                                       10        20        30       
 
               70        80                                         
AAD-12 AYDALDEATRALVHQRSARH                                         
         . : :. :  : :..                                            
gi|439 PSNPL-EGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIG 
         40         50        60        70        80        90      
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 95.5  bits: 22.5 E():  2.4 
Smith-Waterman score: 56; 30.9% identity (50.9% similar) in 55 aa overlap (4-58:59-107) 
 
                                          10        20        30    
AAD-12                            DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 
                                     .:.:.  ::  : :   :  .:  ::   : 
gi|117 KVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDSEE-P 
       30        40        50        60        70          80       
 
            40        50        60        70        80 
AAD-12 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH 
       .  ::  :. . .   : .. : :.                       
gi|117 L--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE        
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             90       100       110       120          
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 95.5  bits: 22.5 E():  2.4 
Smith-Waterman score: 56; 30.9% identity (50.9% similar) in 55 aa overlap (4-58:59-107) 
 
                                          10        20        30    
AAD-12                            DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 
                                     .:.:.  ::  : :   :  .:  ::   : 
gi|400 KVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDSEE-P 
       30        40        50        60        70          80       
 
            40        50        60        70        80 
AAD-12 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH 
       .  ::  :. . .   : .. : :.                       
gi|400 L--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE        
             90       100       110       120          
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 95.5  bits: 22.5 E():  2.4 
Smith-Waterman score: 56; 30.9% identity (50.9% similar) in 55 aa overlap (4-58:59-107) 
 
                                          10        20        30    
AAD-12                            DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 
                                     .:.:.  ::  : :   :  .:  ::   : 
gi|400 KVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDSEE-P 
       30        40        50        60        70          80       
 
            40        50        60        70        80 
AAD-12 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH 
       .  ::  :. . .   : .. : :.                       
gi|400 L--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE        
             90       100       110       120          
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 95.5  bits: 22.5 E():  2.4 
Smith-Waterman score: 56; 30.9% identity (50.9% similar) in 55 aa overlap (4-58:59-107) 
 
                                          10        20        30    
AAD-12                            DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 
                                     .:.:.  ::  : :   :  .:  ::   : 
gi|400 KVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDSEE-P 
       30        40        50        60        70          80       
 
            40        50        60        70        80 
AAD-12 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH 
       .  ::  :. . .   : .. : :.                       
gi|400 L--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE        
             90       100       110       120          
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 94.8  bits: 22.8 E():  2.7 
Smith-Waterman score: 57; 41.4% identity (69.0% similar) in 29 aa overlap (23-51:23-50) 
 
               10        20        30        40        50        60 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: :::.: . ::          
gi|444 MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
               70        80                                         
AAD-12 AYDALDEATRALVHQRSARH                                         
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 93.1  bits: 22.4 E():  3.3 
Smith-Waterman score: 56; 40.0% identity (68.0% similar) in 25 aa overlap (27-51:27-50) 
 
               10        20        30        40        50        60 
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AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. :::.. . ::          
gi|165 MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
               70        80                                         
AAD-12 AYDALDEATRALVHQRSARH                                         
                                                                    
gi|165 GEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSILKNTS 
      60        70        80        90       100       110          
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  48 init1:  48 opt:  60  Z-score: 92.0  bits: 23.5 E():  3.8 
Smith-Waterman score: 60; 22.2% identity (61.9% similar) in 63 aa overlap (7-68:134-194) 
 
                                       10        20         30      
AAD-12                         DGTVRQHSPAEWDDMMKVIVGNMAWHAD-STYMPVM 
                                     : :: ::   : .. .. ...  ..      
gi|309 SKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQVKYQGGCGSGWAFS 
           110       120       130       140       150       160    
 
          40        50        60        70        80                
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH                
       : ::. .:... :.:  . ..... . : ..:.                            
gi|309 ATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGCYNGWHYQSFEWVLEHGGIATDDDY 
           170        180        190       200       210       220  
 
gi|309 PYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAILEQPISVSIDAKDFH 
             230       240       250       260       270       280  
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 91.5  bits: 22.1 E():  4.1 
Smith-Waterman score: 55; 32.4% identity (58.8% similar) in 34 aa overlap (8-35:114-147) 
 
                                      10        20              30  
AAD-12                        DGTVRQHSPAEWDDMMKVIV----GNMAWHA--DSTY 
                                     :::. :.. : .:    :   : .  .:.. 
gi|250 EVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSW 
            90       100       110       120       130       140    
 
              40        50        60        70        80 
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH 
        ::.                                              
gi|250 APVLDFVFSTLKNEL                                   
           150                                           
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 90.7  bits: 22.9 E():  4.5 
Smith-Waterman score: 58; 26.0% identity (56.0% similar) in 50 aa overlap (24-73:23-71) 
 
               10        20        30        40        50        60 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                              .. ::. : :. :   .  : ..::.::    .: .  
gi|663  MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGKATTDEQK 
                10        20        30        40         50         
 
               70        80                                         
AAD-12 AYDALDEATRALVHQRSARH                                         
         . .. . .: :                                                
gi|663 LLEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILKLDTDYDV 
       60        70        80        90       100       110         
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 89.7  bits: 21.8 E():  5.2 
Smith-Waterman score: 54; 37.9% identity (69.0% similar) in 29 aa overlap (23-51:23-50) 
 
               10        20        30        40        50        60 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: .::.: . ::          
gi|444 MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
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               70        80                                         
AAD-12 AYDALDEATRALVHQRSARH                                         
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 88.9  bits: 21.5 E():  5.7 
Smith-Waterman score: 53; 24.5% identity (55.1% similar) in 49 aa overlap (29-77:5-52) 
 
               10        20        30        40        50        60 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                   :.  :..   .. :. .. .. :  :.: :   
gi|217                         MASKSSISPLLLATVLVSVFAAATATGPYCYAGMGL 
                                       10        20        30       
 
               70        80                                         
AAD-12 AYDALDEATRALVHQRSARH                                         
         . : :. :  : :..                                            
gi|217 PINPL-EGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIG 
         40         50        60        70        80        90      
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  58  Z-score: 87.7  bits: 22.8 E():  6.7 
Smith-Waterman score: 58; 32.8% identity (55.7% similar) in 61 aa overlap (1-57:91-149) 
 
                                              10        20          
AAD-12                               DGT-VRQHSPAEWDDMMKVIVGNMAWHADS 
                                     ::: : : .::.: .  :. . ..:  .:  
gi|114 AVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLTDF 
               70        80        90       100        110          
 
      30           40        50        60        70        80       
AAD-12 TYMP---VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH       
       . :    . .::  . :    .:.:::   :                              
gi|114 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      120       130       140       150       160       170         
 
gi|114 LVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNIT 
      180       190       200       210       220       230         
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  48 init1:  48 opt:  57  Z-score: 86.9  bits: 22.5 E():  7.4 
Smith-Waterman score: 57; 22.2% identity (58.7% similar) in 63 aa overlap (7-68:134-194) 
 
                                       10        20        30       
AAD-12                         DGTVRQHSPAEWDDMMKVIVGNMAWHADSTY-MPVM 
                                     : :: ::   : .. .. ...          
gi|129 SKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQVKYQGGCGRGWAFS 
           110       120       130       140       150       160    
 
          40        50        60        70        80                
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH                
       : ::. .:... :.:  . ..... . : ..:.                            
gi|129 ATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGSYNGWQYQSFEWVLEHGGIATDDDY 
           170        180        190       200       210       220  
 
gi|129 PYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAILEQPISVSIDAKDFH 
             230       240       250       260       270       280  
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  48 init1:  48 opt:  57  Z-score: 86.9  bits: 22.5 E():  7.4 
Smith-Waterman score: 57; 22.2% identity (58.7% similar) in 63 aa overlap (7-68:134-194) 
 
                                       10        20        30       
AAD-12                         DGTVRQHSPAEWDDMMKVIVGNMAWHADSTY-MPVM 
                                     : :: ::   : .. .. ...          
gi|119 SKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQVKYQGGCGRGWAFS 
           110       120       130       140       150       160    
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          40        50        60        70        80                
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH                
       : ::. .:... :.:  . ..... . : ..:.                            
gi|119 ATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGSYNGWQYQSFEWVLEHGGIATDDDY 
           170        180        190       200       210       220  
 
gi|119 PYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAILEQPISVSIDAKDFH 
             230       240       250       260       270       280  
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 86.3  bits: 20.4 E():  7.9 
Smith-Waterman score: 49; 32.3% identity (58.1% similar) in 31 aa overlap (3-31:35-64) 
 
                                           10          20        30 
AAD-12                             DGTVRQHSPAE--WDDMMKVIVGNMAWHADST 
                                     : . ..::.  :: .  : .   .: ::.  
gi|323 QTCAGNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKP 
           10        20        30        40         50        60    
 
               40        50        60        70        80 
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH 
       :                                                  
gi|323 YSWRYGWTAFCGPAGPRCLRTNAAVTVR                       
            70        80        90                        
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 86.3  bits: 21.2 E():  7.9 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (27-51:27-50) 
 
               10        20        30        40        50        60 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|602 MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
               70        80                                         
AAD-12 AYDALDEATRALVHQRSARH                                         
                                                                    
gi|602 GEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 86.3  bits: 21.2 E():  7.9 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (27-51:27-50) 
 
               10        20        30        40        50        60 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|279 MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
               70        80                                         
AAD-12 AYDALDEATRALVHQRSARH                                         
                                                                    
gi|279 GEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 86.3  bits: 21.2 E():  7.9 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (27-51:27-50) 
 
               10        20        30        40        50        60 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|131 MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
               70        80                                         
AAD-12 AYDALDEATRALVHQRSARH                                         
                                                                    
gi|131 GEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSH 
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      60        70        80        90       100       110          
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 86.3  bits: 21.2 E():    8 
Smith-Waterman score: 52; 37.9% identity (69.0% similar) in 29 aa overlap (23-51:23-50) 
 
               10        20        30        40        50        60 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: .::.: . ::          
gi|444 MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
               70        80                                         
AAD-12 AYDALDEATRALVHQRSARH                                         
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  58  Z-score: 85.8  bits: 22.8 E():  8.5 
Smith-Waterman score: 58; 32.8% identity (55.7% similar) in 61 aa overlap (1-57:121-179) 
 
                                              10        20          
AAD-12                               DGT-VRQHSPAEWDDMMKVIVGNMAWHADS 
                                     ::: : : .::.: .  :. . ..:  .:  
gi|476 AVLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLTDF 
              100       110       120       130        140          
 
      30           40        50        60        70        80       
AAD-12 TYMP---VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH       
       . :    . .::  . :    .:.:::   :                              
gi|476 NLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFH 
      150       160       170       180       190       200         
 
gi|476 LVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNIT 
      210       220       230       240       250       260         
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 85.6  bits: 22.0 E():  8.7 
Smith-Waterman score: 55; 25.5% identity (55.3% similar) in 47 aa overlap (18-63:16-62) 
 
               10        20         30        40        50          
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMA-WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                        ...:  : . ::. : :. :   .  : .  :.::..   ... 
gi|441   MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQK 
                 10        20        30        40        50         
 
      60        70        80                                        
AAD-12 AAYDALDEATRALVHQRSARH                                        
          :                                                         
gi|441 LLEDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDV 
       60        70        80        90       100       110         
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 85.0  bits: 22.2 E():  9.4 
Smith-Waterman score: 56; 21.1% identity (53.5% similar) in 71 aa overlap (1-71:267-337) 
 
                                             10        20        30 
AAD-12                               DGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                     : :   .  :.:  .  ... ..  .: :. 
gi|169 QEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMTNAASS 
        240       250       260       270       280       290       
 
               40        50        60        70        80           
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH           
       ::  .  ..::.:.       :.    . ..   .:.:..:                    
gi|169 YMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLKKPVSK 
        300       310       320       330       340       350       
 
gi|169 DSPETYEEALKRFAKLLSDRKKLRANKASY 
        360       370       380       
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>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.6  bits: 20.6 E():   10 
Smith-Waterman score: 50; 28.1% identity (59.4% similar) in 32 aa overlap (18-49:11-42) 
 
               10        20        30        40        50        60 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                        ::.. .:: ...   :. : :    ..::  .            
gi|249        MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQDIMPCLHFVKGEE 
                      10        20        30        40        50    
 
               70        80                                         
AAD-12 AYDALDEATRALVHQRSARH                                         
                                                                    
gi|249 KEPSKECCSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVAEVPKKCDIKTTLP 
            60        70        80        90       100       110    
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 84.5  bits: 21.9 E():   10 
Smith-Waterman score: 55; 30.6% identity (58.3% similar) in 36 aa overlap (10-45:155-190) 
 
                                    10        20        30          
AAD-12                      DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :   . ..::.:..  :: .     .  :: 
gi|249 QLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA 
          130       140       150       160       170       180     
 
      40        50        60        70        80                    
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH                    
       . .:::                                                       
gi|249 IPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTL 
          190       200       210       220       230       240     
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 83.3  bits: 21.9 E():   12 
Smith-Waterman score: 55; 21.1% identity (53.5% similar) in 71 aa overlap (1-71:267-337) 
 
                                             10        20        30 
AAD-12                               DGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                     : :   .  :.:  .  ... ..  .: :. 
gi|215 QEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMTNAASS 
        240       250       260       270       280       290       
 
               40        50        60        70        80           
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH           
       ::  .  ..::.:.       :.    . ..   .:.:..:                    
gi|215 YMTDYYISTVFQARHSQNNYLRVQENALNGTTTEMDDASEANMELLVQVGETLLKKPVSK 
        300       310       320       330       340       350       
 
gi|215 DSPETYEEALKRFAKLLSDRKKLRANKASH 
        360       370       380       
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 83.3  bits: 21.9 E():   12 
Smith-Waterman score: 55; 21.1% identity (53.5% similar) in 71 aa overlap (1-71:267-337) 
 
                                             10        20        30 
AAD-12                               DGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                     : :   .  :.:  .  ... ..  .: :. 
gi|215 QDDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMTNAASS 
        240       250       260       270       280       290       
 
               40        50        60        70        80           
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH           
       ::  .  ..::.:.       :.    . ..   .:.:..:                    
gi|215 YMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLKKPVSK 
        300       310       320       330       340       350       
 
gi|215 DSPETYEEALKRFAKLLSDRKKLRANKASH 
        360       370       380       
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>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 82.9  bits: 20.6 E():   12 
Smith-Waterman score: 50; 31.0% identity (55.2% similar) in 29 aa overlap (32-55:31-59) 
 
              10        20        30        40        50            
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICFD 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 DMRAAYDALDEATRALVHQRSARH                                     
                                                                    
gi|132 EGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSISK 
               70        80        90       100       110       120 
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 82.5  bits: 17.9 E():   13 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (25-31:19-25) 
 
               10        20        30        40        50        60 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                               :.::..:                              
gi|320       YTTEGGTKAEAEDVIPEGWKADTSYE                             
                     10        20                                   
 
               70        80 
AAD-12 AYDALDEATRALVHQRSARH 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 82.5  bits: 17.9 E():   13 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (25-31:19-25) 
 
               10        20        30        40        50        60 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                               :.::..:                              
gi|320       YTTEGGKKVEAEDVIPEGWKADTSYE                             
                     10        20                                   
 
               70        80 
AAD-12 AYDALDEATRALVHQRSARH 
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 81.6  bits: 21.6 E():   15 
Smith-Waterman score: 54; 21.1% identity (53.5% similar) in 71 aa overlap (1-71:267-337) 
 
                                             10        20        30 
AAD-12                               DGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                     : :   .  :.:  .  ... ..  .: :. 
gi|158 QEDPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQLTNAASS 
        240       250       260       270       280       290       
 
               40        50        60        70        80           
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH           
       ::  .  ..::.:.       :.    . ..   .:.:..:                    
gi|158 YMTDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLKKPVSK 
        300       310       320       330       340       350       
 
gi|158 DSPETYEEALKRFAKLLSNRKKLRANKASY 
        360       370       380       
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 81.6  bits: 20.3 E():   15 
Smith-Waterman score: 49; 35.7% identity (52.4% similar) in 42 aa overlap (39-69:37-78) 
 
       10        20        30        40        50              60   
AAD-12 PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR------TCFADMRAAY 
                                     :. : :.: . ::       :   : ...: 
gi|145 EEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSY 
         10        20        30        40        50        60       
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                  70        80                                      
AAD-12 -----DALDEATRALVHQRSARH                                      
            ::.::::                                                 
gi|145 VLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAP 
         70        80        90       100       110       120       
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.4  bits: 21.0 E():   17 
Smith-Waterman score: 52; 20.8% identity (58.3% similar) in 48 aa overlap (29-76:72-119) 
 
                 10        20        30        40        50         
AAD-12   DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:...:   :: .  :..  .. :... 
gi|170 QSFSQQPPFSQQQQQPLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQ 
              50        60        70        80        90       100  
 
       60        70        80                                       
AAD-12 RAAYDALDEATRALVHQRSARH                                       
       .      ..  . ::.:.                                           
gi|170 QQLVLPPQQQQQQLVQQQIPIVQPSVLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSS 
             110       120       130       140       150       160  
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.3  bits: 20.7 E():   19 
Smith-Waterman score: 51; 22.6% identity (64.5% similar) in 31 aa overlap (29-59:66-96) 
 
                 10        20        30        40        50         
AAD-12   DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:.. ::  :  .. :..  .. :... 
gi|219 QPLPPQQTFPQQPPFSQQQQQQPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQ 
          40        50        60        70        80        90      
 
       60        70        80                                       
AAD-12 RAAYDALDEATRALVHQRSARH                                       
       .                                                            
gi|219 QQLILPPQQQQQLPQQQISIVQPSVLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSC 
         100       110       120       130       140       150      
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.5  bits: 19.4 E():   22 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (33-48:66-81) 
 
             10        20        30        40        50        60   
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
             70        80           
AAD-12 DALDEATRALVHQRSARH           
                                    
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS 
         100       110       120    
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.2  bits: 19.6 E():   22 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (58-74:14-30) 
 
        30        40        50        60        70        80        
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH        
                                     .: :.: .:.  .. .:              
gi|219                  MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQ 
                                10        20        30        40    
 
gi|219 TFEENDLQQLIIEIDADGSGELEFDEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNG 
            50        60        70        80        90       100    
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.9  bits: 19.6 E():   23 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (46-62:141-157) 
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          20        30        40        50        60        70      
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
          80 
AAD-12 RSARH 
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.9  bits: 19.6 E():   23 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (46-62:141-157) 
 
          20        30        40        50        60        70      
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
          80 
AAD-12 RSARH 
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 77.9  bits: 19.1 E():   23 
Smith-Waterman score: 45; 25.5% identity (58.8% similar) in 51 aa overlap (28-75:13-61) 
 
               10        20        30        40         50          
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV-PAVG--GRTCFAD 
                                  :..   : : :. :. ..    ::  :..  :: 
gi|207                MSITDIVSEKDIDAALESVKAAGS-FNYKIFFQKVGLAGKSA-AD 
                              10        20         30        40     
 
        60        70        80                                      
AAD-12 MRAAYDALDEATRALVHQRSARH                                      
        . ... ::.   ....:                                           
gi|207 AKKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEF 
            50        60        70        80        90       100    
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.8  bits: 19.6 E():   23 
Smith-Waterman score: 47; 40.0% identity (68.0% similar) in 25 aa overlap (27-51:27-50) 
 
               10        20        30        40        50        60 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :.:.. . ::          
gi|602 MGVFTYEFEFTSVIPPARLYNAFVLDADNL-IPKIAPQAVKSTEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
               70        80                                         
AAD-12 AYDALDEATRALVHQRSARH                                         
                                                                    
gi|602 GEGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.8  bits: 19.6 E():   23 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (27-51:27-50) 
 
               10        20        30        40        50        60 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
               70        80                                         
AAD-12 AYDALDEATRALVHQRSARH                                         
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
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 initn:  46 init1:  46 opt:  47  Z-score: 77.8  bits: 19.6 E():   23 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (27-51:27-50) 
 
               10        20        30        40        50        60 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
               70        80                                         
AAD-12 AYDALDEATRALVHQRSARH                                         
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 77.8  bits: 19.6 E():   23 
Smith-Waterman score: 47; 23.7% identity (54.2% similar) in 59 aa overlap (27-74:27-84) 
 
               10        20        30        40        50           
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCF 
                                 ::.  .: .:  :.  ::.. . ::     .  : 
gi|304 MGLYTFENEFTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
                60        70        80                              
AAD-12 AD------MRAAYDALDEATRALVHQRSARH                              
       ..      ..   :..:::. . ..                                    
gi|304 GEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.8  bits: 19.6 E():   23 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (27-51:27-50) 
 
               10        20        30        40        50        60 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEYTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
               70        80                                         
AAD-12 AYDALDEATRALVHQRSARH                                         
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.8  bits: 19.6 E():   23 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (27-51:27-50) 
 
               10        20        30        40        50        60 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|886 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
               70        80                                         
AAD-12 AYDALDEATRALVHQRSARH                                         
                                                                    
gi|886 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIKSISH 
      60        70        80        90       100       110          
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.8  bits: 19.6 E():   23 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (27-51:27-50) 
 
               10        20        30        40        50        60 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|134 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
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               10        20        30         40        50          
 
               70        80                                         
AAD-12 AYDALDEATRALVHQRSARH                                         
                                                                    
gi|134 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.8  bits: 19.6 E():   23 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (27-51:27-50) 
 
               10        20        30        40        50        60 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|165 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
               70        80                                         
AAD-12 AYDALDEATRALVHQRSARH                                         
                                                                    
gi|165 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.8  bits: 19.6 E():   23 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (27-51:27-50) 
 
               10        20        30        40        50        60 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|753 MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
               70        80                                         
AAD-12 AYDALDEATRALVHQRSARH                                         
                                                                    
gi|753 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.8  bits: 19.6 E():   23 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (27-51:27-50) 
 
               10        20        30        40        50        60 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
               70        80                                         
AAD-12 AYDALDEATRALVHQRSARH                                         
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 77.8  bits: 19.6 E():   23 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (27-51:27-50) 
 
               10        20        30        40        50        60 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
               70        80                                         
AAD-12 AYDALDEATRALVHQRSARH                                         
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
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>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 77.8  bits: 20.4 E():   24 
Smith-Waterman score: 50; 17.6% identity (54.9% similar) in 51 aa overlap (2-52:229-279) 
 
                                            10        20        30  
AAD-12                              DGTVRQHSPAEWDDMMKVIVGNMAWHADSTY 
                                     : .. ..::. . . . .. ..:   .    
gi|106 EQQEQRQGVQILVPLSQQQQVGQGTLVQGQGIIQPQQPAQLEVIRSSVLQTLATMCNVYV 
      200       210       220       230       240       250         
 
              40        50        60        70        80 
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH 
        :  .   .  : .: ..::.                             
gi|106 PPYCSTIRAPFASIVAGIGGQ                             
      260       270                                      
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.8  bits: 19.6 E():   24 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (46-62:144-160) 
 
          20        30        40        50        60        70      
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
          80 
AAD-12 RSARH 
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.8  bits: 19.6 E():   24 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (46-62:144-160) 
 
          20        30        40        50        60        70      
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
          80 
AAD-12 RSARH 
 
>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.1  bits: 19.9 E():   26 
Smith-Waterman score: 48; 33.3% identity (59.3% similar) in 27 aa overlap (29-55:17-43) 
 
               10        20        30        40        50        60 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                   :.:.:  .   ::..:  :  .: : .      
gi|510             MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLPVI 
                           10        20        30        40         
 
               70        80                                         
AAD-12 AYDALDEATRALVHQRSARH                                         
                                                                    
gi|510 RGKGGGIEFAKTETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHLCT 
       50        60        70        80        90       100         
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 77.1  bits: 20.4 E():   26 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (25-42:66-83) 
 
                     10        20        30        40        50     
AAD-12       DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
           60        70        80                                   
AAD-12 FADMRAAYDALDEATRALVHQRSARH                                   
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gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 76.8  bits: 19.3 E():   27 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (58-75:126-143) 
 
        30        40        50        60        70        80 
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH 
                                     . ::..::: :..: ...      
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG  
         100       110       120       130       140         
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.8  bits: 20.7 E():   27 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (16-53:270-307) 
 
                              10        20        30        40      
AAD-12                DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|270 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
          50        60        70        80                          
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARH                          
       .  : : :                                                     
gi|270 IQHVKGGTPKRPDRAIETYLFAMFDENQKQPEVEKHFGLFFPDKRPKYNLNFSAKKNWDI 
     300       310       320       330       340       350          
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.8  bits: 20.7 E():   27 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (16-53:270-307) 
 
                              10        20        30        40      
AAD-12                DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
          50        60        70        80                          
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARH                          
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.8  bits: 20.7 E():   27 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (16-53:270-307) 
 
                              10        20        30        40      
AAD-12                DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
          50        60        70        80                          
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARH                          
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFATFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.8  bits: 20.7 E():   27 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (16-53:270-307) 
 
                              10        20        30        40      
AAD-12                DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
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          50        60        70        80                          
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARH                          
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.8  bits: 20.7 E():   27 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (16-53:270-307) 
 
                              10        20        30        40      
AAD-12                DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|118 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
          50        60        70        80                          
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARH                          
       .  : : :                                                     
gi|118 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.8  bits: 20.7 E():   27 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (16-53:270-307) 
 
                              10        20        30        40      
AAD-12                DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|327 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
          50        60        70        80                          
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARH                          
       .  : : :                                                     
gi|327 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (27-51:27-50) 
 
               10        20        30        40        50        60 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
               70        80                                         
AAD-12 AYDALDEATRALVHQRSARH                                         
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIKTTSK 
      60        70        80        90       100       110          
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (27-51:27-50) 
 
               10        20        30        40        50        60 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|880 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
               70        80                                         
AAD-12 AYDALDEATRALVHQRSARH                                         
                                                                    
gi|880 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVIKTTS 
      60        70        80        90       100       110          
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>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (30-51:29-50) 
 
               10        20        30        40        50        60 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                    : .: .:  :. :.: . . ::          
gi|116  MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITF 
                10        20        30        40        50          
 
               70        80                                         
AAD-12 AYDALDEATRALVHQRSARH                                         
                                                                    
gi|116 PEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISN 
      60        70        80        90       100       110          
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (30-51:29-50) 
 
               10        20        30        40        50        60 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                    : .: .:  :. :.: . . ::          
gi|116  MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITF 
                10        20        30        40        50          
 
               70        80                                         
AAD-12 AYDALDEATRALVHQRSARH                                         
                                                                    
gi|116 PEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISN 
      60        70        80        90       100       110          
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (30-51:29-50) 
 
               10        20        30        40        50        60 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                    : .: .:  :. :.: . . ::          
gi|400  MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITF 
                10        20        30        40        50          
 
               70        80                                         
AAD-12 AYDALDEATRALVHQRSARH                                         
                                                                    
gi|400 PEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKISN 
      60        70        80        90       100       110          
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (27-51:27-50) 
 
               10        20        30        40        50        60 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
               70        80                                         
AAD-12 AYDALDEATRALVHQRSARH                                         
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (30-51:29-50) 
 
               10        20        30        40        50        60 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                    : .: .:  :. :.: . . ::          
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gi|116  MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITF 
                10        20        30        40        50          
 
               70        80                                         
AAD-12 AYDALDEATRALVHQRSARH                                         
                                                                    
gi|116 PEGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISN 
      60        70        80        90       100       110          
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 76.0  bits: 18.8 E():   29 
Smith-Waterman score: 44; 32.4% identity (56.8% similar) in 37 aa overlap (32-68:65-101) 
 
              10        20        30        40        50        60  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .:  ..::. ::  . :.:: :  :   :  
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
              70        80 
AAD-12 YDALDEATRALVHQRSARH 
        .  .:.             
gi|117 EEEKEESDDDMGFGLFD   
          100       110    
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 75.9  bits: 20.4 E():   30 
Smith-Waterman score: 50; 25.0% identity (60.0% similar) in 40 aa overlap (1-38:231-270) 
 
                                              10         20         
AAD-12                               DGT-VRQHSPAEWDDMMKV-IVGNMAWHAD 
                                     ::   ..:.  :..  ..  :.::   . : 
gi|729 PSHLTLETPRVKMNMKYDRYAPVKVFKLDYDGIHFEKHTDIEYEPGVRYKIIGNGKLKDD 
              210       220       230       240       250       260 
 
       30        40        50        60        70        80         
AAD-12 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH         
       . .. . .::                                                   
gi|729 GRHYSIDVQGIPRKAFNLDADLMDFKLKVSKPEDSNKAQFSYTFNEYTETEEYEFDPHRA 
              270       280       290       300       310       320 
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.2  bits: 19.0 E():   33 
Smith-Waterman score: 45; 45.5% identity (90.9% similar) in 11 aa overlap (2-12:9-19) 
 
                      10        20        30        40        50    
AAD-12        DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
               :.. ..::.::                                          
gi|250 PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPFPRCRALVKSQCAGGQVVESIQKDCCRQIA 
               10        20        30        40        50        60 
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 75.0  bits: 19.5 E():   33 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (55-76:74-98) 
 
           30        40        50        60           70        80  
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---DEATRALVHQRSARH  
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
 
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 74.7  bits: 20.6 E():   35 
Smith-Waterman score: 51; 34.2% identity (52.6% similar) in 38 aa overlap (37-70:321-358) 
 
         10        20        30        40        50            60   
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM----RAAY 
                                     :  .  ::..  .::.  .: .    :    
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gi|845 RAIEQLHEEQEHSMKIDALRRSLEEQVKQLQVQIQEAEAAALLGGKRVIAKLETRIRDLE 
              300       310       320       330       340       350 
 
             70        80                                           
AAD-12 DALDEATRALVHQRSARH                                           
        :::: ::                                                     
gi|845 TALDEETRRHKETQNALRKKDRRIKEVQMQVDEEHKQFVMAQDTADRLLEKMNIQKRQLG 
              360       370       380       390       400       410 
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.6  bits: 20.3 E():   35 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (25-42:56-73) 
 
                     10        20        30        40        50     
AAD-12       DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
           60        70        80                                   
AAD-12 FADMRAAYDALDEATRALVHQRSARH                                   
                                                                    
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.4  bits: 19.0 E():   36 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (27-51:27-50) 
 
               10        20        30        40        50        60 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
               70        80                                         
AAD-12 AYDALDEATRALVHQRSARH                                         
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 74.4  bits: 19.0 E():   36 
Smith-Waterman score: 45; 27.0% identity (64.9% similar) in 37 aa overlap (38-74:49-84) 
 
        10        20        30        40        50        60        
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|144 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
        70        80                                                
AAD-12 ATRALVHQRSARH                                                
       :  : ..                                                      
gi|144 AGLAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEAT 
        80        90       100       110       120       130        
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.4  bits: 19.0 E():   36 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (27-51:27-50) 
 
               10        20        30        40        50        60 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
               70        80                                         
AAD-12 AYDALDEATRALVHQRSARH                                         
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIKSISH 
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      60        70        80        90       100       110          
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.4  bits: 19.0 E():   36 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (27-51:27-50) 
 
               10        20        30        40        50        60 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|753 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTTKKITF 
               10        20        30         40        50          
 
               70        80                                         
AAD-12 AYDALDEATRALVHQRSARH                                         
                                                                    
gi|753 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.4  bits: 19.0 E():   36 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (27-51:27-50) 
 
               10        20        30        40        50        60 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
               70        80                                         
AAD-12 AYDALDEATRALVHQRSARH                                         
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.4  bits: 19.0 E():   36 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (27-51:27-50) 
 
               10        20        30        40        50        60 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|425 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
               70        80                                         
AAD-12 AYDALDEATRALVHQRSARH                                         
                                                                    
gi|425 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 74.4  bits: 20.9 E():   36 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (6-44:535-572) 
 
                                        10        20        30      
AAD-12                          DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
          40        50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH 
        .:  :: :                                     
gi|331 KEGC-FSEEGPKLVAAAQAALV                        
           570       580                             
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.4  bits: 19.0 E():   36 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (27-51:27-50) 
 
               10        20        30        40        50        60 
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AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
               70        80                                         
AAD-12 AYDALDEATRALVHQRSARH                                         
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.4  bits: 19.0 E():   36 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (27-51:27-50) 
 
               10        20        30        40        50        60 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|901 MGGYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
               70        80                                         
AAD-12 AYDALDEATRALVHQRSARH                                         
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 74.3  bits: 19.0 E():   37 
Smith-Waterman score: 45; 32.6% identity (44.2% similar) in 43 aa overlap (9-40:52-90) 
 
                                     10        20                   
AAD-12                       DGTVRQHSPAEWDDMMKVIVGNMAW-----------HA 
                                     :  ::.. ::    .::           :. 
gi|148 HAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKVA---QAWAETRTPDCSLIHS 
              30        40        50        60           70         
 
        30        40        50        60        70        80        
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH        
       :      :::::.                                                
gi|148 DRCG-ENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQIVWANSERVGCGRAL 
       80         90       100       110       120       130        
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 74.1  bits: 20.9 E():   38 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (6-44:558-595) 
 
                                        10        20        30      
AAD-12                          DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|668 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
       530       540       550       560       570       580        
 
          40        50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH 
        .:  :: :                                     
gi|668 KEGC-FSEEGPKLVAAAQAALV                        
       590        600                                
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.0  bits: 18.7 E():   38 
Smith-Waterman score: 44; 16.0% identity (72.0% similar) in 25 aa overlap (15-39:12-36) 
 
               10        20        30        40        50        60 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                     .. .... ..: ....  :. : :.                      
gi|249    MRTVSARSSVALVVIVAAVLVWTSSASVAPAPAPGSEETCGTVVGALMPCLPFVQGK 
                  10        20        30        40        50        
 
               70        80                                         
AAD-12 AYDALDEATRALVHQRSARH                                         
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gi|249 EKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDSK 
        60        70        80        90       100       110        
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 74.0  bits: 16.3 E():   38 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (25-31:19-25) 
 
               10        20        30        40        50        60 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                               :..:..:                              
gi|320       YTTEGGTKAEAEDVIPEGWKVDTSYE                             
                     10        20                                   
 
               70        80 
AAD-12 AYDALDEATRALVHQRSARH 
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.9  bits: 20.3 E():   39 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (25-42:56-73) 
 
                     10        20        30        40        50     
AAD-12       DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
           60        70        80                                   
AAD-12 FADMRAAYDALDEATRALVHQRSARH                                   
                                                                    
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 73.6  bits: 20.0 E():   40 
Smith-Waterman score: 49; 20.3% identity (55.9% similar) in 59 aa overlap (24-79:37-94) 
 
                      10        20        30        40        50    
AAD-12        DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|269 EAVLLGILLYIPIVLSDDRAPIPSNSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQTK 
         10        20        30         40        50        60      
 
               60        70        80                               
AAD-12 CF---ADMRAAYDALDEATRALVHQRSARH                               
        .   .:  . . ...:: ...  . . :                                
gi|269 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSLAPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.3  bits: 19.2 E():   41 
Smith-Waterman score: 46; 60.0% identity (80.0% similar) in 10 aa overlap (7-16:20-29) 
 
                            10        20        30        40        
AAD-12              DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                          :.:: .:: :                                
gi|144 MQYLAIAVIVALAGLSAAAHKPAYYDDNMANQMVDQIVKSLTTKKELDPFKIEQTKVPID 
               10        20        30        40        50        60 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 73.3  bits: 18.4 E():   42 
Smith-Waterman score: 43; 23.5% identity (51.0% similar) in 51 aa overlap (21-71:25-74) 
 
                   10        20        30        40        50       
AAD-12     DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                               :  : . . ...   :::.  :: .:  . .   :  
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLP-FQ 
               10        20        30        40        50           
 
         60        70        80                                     
AAD-12 DMRAAYDALDEATRALVHQRSARH                                     
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       ...   :..:    :                                              
gi|217 EIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRL 
      60        70        80        90       100       110          
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 73.2  bits: 20.0 E():   42 
Smith-Waterman score: 49; 33.3% identity (64.3% similar) in 42 aa overlap (23-61:244-284) 
 
                       10        20          30         40          
AAD-12         DGTVRQHSPAEWDDMMKVIVGNMAW--HADSTYMP-VMAQGAVFSAEVVPAV 
                                     :.:  ..... .: :. .  . :.: :  : 
gi|585 GYYAYPYCYNLTPNQPSAQCEATTMQENDKMSWLFESEDVLLPSVYLRWNLTSGERVGLV 
           220       230       240       250       260       270    
 
      50        60        70        80                              
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARH                              
       :::.  : .: :                                                 
gi|585 GGRVKEA-LRIARQMTTSRKKVLPYYWYKYQDRRDTDLSRADLEATLRKITDLGADGFII 
           280        290       300       310       320       330   
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 73.0  bits: 20.0 E():   43 
Smith-Waterman score: 49; 40.0% identity (65.0% similar) in 20 aa overlap (22-41:332-348) 
 
                        10        20        30        40        50  
AAD-12          DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
                                     :  :.   .:: :. .::.:           
gi|113 ILSQGNRFLASDIKKEVVGRYGESAMSESINWNWR---SYMDVFENGAIFVPSGVDPVLT 
             310       320       330          340       350         
 
              60        70        80      
AAD-12 RTCFADMRAAYDALDEATRALVHQRSARH      
                                          
gi|113 PEQNAGMIPAEPGEAVLRLTSSAGVLSCQPGAPC 
      360       370       380       390   
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.9  bits: 18.1 E():   43 
Smith-Waterman score: 42; 25.7% identity (60.0% similar) in 35 aa overlap (37-71:4-38) 
 
         10        20        30        40        50        60       
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     .:.. .:.:. :. :     : .: . :   
gi|777                            MAFKGVLNDADVTAALDGCKSAFDHKAFFKACG 
                                          10        20        30    
 
         70        80                                               
AAD-12 EATRALVHQRSARH                                               
        :...                                                        
gi|777 LAAKSADDIKKAFAIIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAGDSDGD 
            40        50        60        70        80        90    
 
>>gi|14422363|emb|CAC41635.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.8  bits: 18.4 E():   44 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (28-45:85-102) 
 
                  10        20        30        40        50        
AAD-12    DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSGRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARH 
                               
gi|144 RHVKPLSFRAKTDAPGC       
          120       130        
 
>>gi|14422359|emb|CAC41633.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.8  bits: 18.4 E():   44 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (28-45:85-102) 
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                  10        20        30        40        50        
AAD-12    DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETDQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARH 
                               
gi|144 RHVKPLSFRAKTDAPGC       
          120       130        
 
>>gi|14422361|emb|CAC41634.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.8  bits: 18.4 E():   44 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (28-45:85-102) 
 
                  10        20        30        40        50        
AAD-12    DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARH 
                               
gi|144 RHVKPLSFRAKTDAPGC       
          120       130        
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 44; 36.4% identity (63.6% similar) in 22 aa overlap (30-51:28-49) 
 
               10        20        30        40        50        60 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                    : .: .:  :. :.: . . ::          
gi|115   GVFNYETETTSVIPAARLFKAFILDGDTLFPQVAPQAISSVENISGNGGPGTIKKISF 
                 10        20        30        40        50         
 
               70        80                                         
AAD-12 AYDALDEATRALVHQRSARH                                         
                                                                    
gi|115 PEGLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKISN 
       60        70        80        90       100       110         
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (32-51:31-50) 
 
              10        20        30        40        50        60  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|132 MGVFNYETESTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
              70        80                                          
AAD-12 YDALDEATRALVHQRSARH                                          
                                                                    
gi|132 EGSPFKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (32-51:31-50) 
 
              10        20        30        40        50        60  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|584 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
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              70        80                                          
AAD-12 YDALDEATRALVHQRSARH                                          
                                                                    
gi|584 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (32-51:31-50) 
 
              10        20        30        40        50        60  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
              70        80                                          
AAD-12 YDALDEATRALVHQRSARH                                          
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (32-51:31-50) 
 
              10        20        30        40        50        60  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
              70        80                                          
AAD-12 YDALDEATRALVHQRSARH                                          
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 72.6  bits: 19.5 E():   45 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (10-67:116-175) 
 
                                    10        20          30        
AAD-12                      DGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|481 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
          90       100       110       120       130       140      
 
        40        50        60        70        80                  
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH                  
         .   ...  . .    :   ::    :.                               
gi|481 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
         150       160       170       180       190       200      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 72.6  bits: 19.5 E():   45 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (10-67:117-176) 
 
                                    10        20          30        
AAD-12                      DGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|168 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
         90       100       110       120       130       140       
 
        40        50        60        70        80                  
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH                  
         .   ...  . .    :   ::    :.                               
gi|168 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
        150       160       170       180       190       200       
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
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 initn:  44 init1:  44 opt:  44  Z-score: 72.6  bits: 18.7 E():   45 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (32-51:31-50) 
 
              10        20        30        40        50        60  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
              70        80                                          
AAD-12 YDALDEATRALVHQRSARH                                          
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 72.5  bits: 19.5 E():   46 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (10-67:120-179) 
 
                                    10        20          30        
AAD-12                      DGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|285 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
      90       100       110       120       130       140          
 
        40        50        60        70        80                  
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH                  
         .   ...  . .    :   ::    :.                               
gi|285 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
     150       160       170       180       190       200          
 
>>gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum aest  (94 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.4  bits: 17.9 E():   46 
Smith-Waterman score: 41; 27.3% identity (48.5% similar) in 33 aa overlap (15-47:17-49) 
 
                 10        20        30        40        50         
AAD-12   DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                       :.:  .  . : :.    :  :  ::..   .:            
gi|668 IAVAVSADECEGDRRAMIKECAKYQQWPANPKLDPSDACCAVWQKANIPCLCAGVTKEKE 
               10        20        30        40        50        60 
 
       60        70        80             
AAD-12 RAAYDALDEATRALVHQRSARH             
                                          
gi|668 KIYCMEKVAYVANFCKKPFPHGYKCGSYTFPPLA 
               70        80        90     
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 72.4  bits: 19.5 E():   46 
Smith-Waterman score: 47; 23.4% identity (45.3% similar) in 64 aa overlap (10-71:126-189) 
 
                                    10        20          30        
AAD-12                      DGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|330 GLVPKLDAAYSVSYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
         100       110       120       130       140       150      
 
        40        50        60        70        80                  
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH                  
         .   ...  . .    :   ::    : . .:                           
gi|330 IPAGELQIIDKIDAAFKVAATAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAA 
         160       170       180       190       200       210      
 
gi|330 VKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAAS 
         220       230       240       250       260       270      
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 72.2  bits: 19.5 E():   48 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (10-67:131-190) 
 
                                    10        20          30        
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AAD-12                      DGTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|330 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
              110       120       130       140       150       160 
 
        40        50        60        70        80                  
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH                  
         .   ...  . .    :   ::    :.                               
gi|330 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
              170       180       190       200       210       220 
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 71.9  bits: 19.7 E():   49 
Smith-Waterman score: 48; 20.3% identity (55.9% similar) in 59 aa overlap (24-79:37-94) 
 
                      10        20        30        40        50    
AAD-12        DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|682 EAVLLGILLYIPIVLSDDRAPIPANSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQAK 
         10        20        30         40        50        60      
 
               60        70        80                               
AAD-12 CF---ADMRAAYDALDEATRALVHQRSARH                               
        .   .:  . . ...:: ...  . . :                                
gi|682 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSFSPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
>>gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Globin   (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.5  bits: 18.4 E():   52 
Smith-Waterman score: 43; 30.6% identity (55.6% similar) in 36 aa overlap (41-76:115-150) 
 
               20        30        40        50        60        70 
AAD-12 EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                     : :  :  . ..: ::  .::. :  .:   
gi|121 IGDLPNIDGDVTTFVASHTPRGVTHDQLNNFRAGFVSYMKAHTDFAGAEAAWGATLDAFF 
           90       100       110       120       130       140     
 
               80 
AAD-12 ALVHQRSARH 
       ..:  .     
gi|121 GMVFAKM    
          150     
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 71.3  bits: 18.4 E():   53 
Smith-Waterman score: 43; 29.0% identity (67.7% similar) in 31 aa overlap (38-68:49-78) 
 
        10        20        30        40        50        60        
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|186 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVRLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
        70        80                                                
AAD-12 ATRALVHQRSARH                                                
       :                                                            
gi|186 AGLGYTYTTIGGDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEAT 
        80        90       100       110       120       130        
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.0  bits: 18.4 E():   56 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (32-51:31-50) 
 
              10        20        30        40        50        60  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|261 MGVFNYEAETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
              70        80                                          
AAD-12 YDALDEATRALVHQRSARH                                          
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gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.0  bits: 18.4 E():   56 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (32-51:31-50) 
 
              10        20        30        40        50        60  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVISAARLFKSYVLDGDKLIPKVAPQAITSVENVGGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
              70        80                                          
AAD-12 YDALDEATRALVHQRSARH                                          
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSK 
               70        80        90       100       110       120 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.0  bits: 18.4 E():   56 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (32-51:31-50) 
 
              10        20        30        40        50        60  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|132 MGVFNYETETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
              70        80                                          
AAD-12 YDALDEATRALVHQRSARH                                          
                                                                    
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 70.1  bits: 19.7 E():   62 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (57-71:431-446) 
 
         30        40        50        60         70        80 
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARH 
                                     :..: :::.: ...::          
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA          
              410       420       430       440                
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.1 E():   63 
Smith-Waterman score: 42; 27.6% identity (58.6% similar) in 29 aa overlap (31-59:11-39) 
 
               10        20        30        40        50        60 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                     ..:. : : ::.   . :.  :  . ..:  
gi|126                     MRSLLILVLCFLPLAALGKVFGRCELAAAMKRHGLDNYRG 
                                   10        20        30        40 
 
               70        80                                         
AAD-12 AYDALDEATRALVHQRSARH                                         
                                                                    
gi|126 YSLGNWVCAAKFESNFNTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSA 
               50        60        70        80        90       100 
 
>>gi|21512|emb|CAA27571.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.7  bits: 19.4 E():   65 
Smith-Waterman score: 47; 22.5% identity (47.9% similar) in 71 aa overlap (1-71:267-337) 
 
                                             10        20        30 
AAD-12                               DGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                     : :   .  :.:     ..: .    : :. 
gi|215 QVDPKFASIKSLNYKQMLLLSLGTGTTSEFDKTYTAEETAKWGTARWMLVIQKMTSAASS 
        240       250       260       270       280       290       
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               40        50        60        70        80           
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH           
       ::  .  ...:.:        :.    . ..   ::.:..:                    
gi|215 YMTDYYLSTAFQALDSQNNYLRVQENALTGTTTELDDASEANMQLLVQVGEDLLKKSVSK 
        300       310       320       330       340       350       
 
gi|215 DNPETYEEALKRFAKLLSDRKKLRANKASY 
        360       370       380       
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (32-51:30-49) 
 
              10        20        30        40        50        60  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|437  GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
                10        20        30        40        50          
 
              70        80                                          
AAD-12 YDALDEATRALVHQRSARH                                          
                                                                    
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (32-51:30-49) 
 
              10        20        30        40        50        60  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|437  GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
                10        20        30        40        50          
 
              70        80                                          
AAD-12 YDALDEATRALVHQRSARH                                          
                                                                    
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (32-51:30-49) 
 
              10        20        30        40        50        60  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|402  GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
                10        20        30        40        50          
 
              70        80                                          
AAD-12 YDALDEATRALVHQRSARH                                          
                                                                    
gi|402 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
      60        70        80        90       100       110          
 
>>gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (27-51:27-50) 
 
               10        20        30        40        50        60 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
               70        80                                         
AAD-12 AYDALDEATRALVHQRSARH                                         
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gi|212 GEASKYKYSRHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (27-51:27-50) 
 
               10        20        30        40        50        60 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
               70        80                                         
AAD-12 AYDALDEATRALVHQRSARH                                         
                                                                    
gi|212 GEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (32-51:31-50) 
 
              10        20        30        40        50        60  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
              70        80                                          
AAD-12 YDALDEATRALVHQRSARH                                          
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (32-51:31-50) 
 
              10        20        30        40        50        60  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
              70        80                                          
AAD-12 YDALDEATRALVHQRSARH                                          
                                                                    
gi|400 EGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (32-51:31-50) 
 
              10        20        30        40        50        60  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
              70        80                                          
AAD-12 YDALDEATRALVHQRSARH                                          
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (32-51:31-50) 
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              10        20        30        40        50        60  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
              70        80                                          
AAD-12 YDALDEATRALVHQRSARH                                          
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (32-51:31-50) 
 
              10        20        30        40        50        60  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
              70        80                                          
AAD-12 YDALDEATRALVHQRSARH                                          
                                                                    
gi|167 EGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (32-51:31-50) 
 
              10        20        30        40        50        60  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
              70        80                                          
AAD-12 YDALDEATRALVHQRSARH                                          
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (32-51:31-50) 
 
              10        20        30        40        50        60  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVMPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
              70        80                                          
AAD-12 YDALDEATRALVHQRSARH                                          
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (32-51:31-50) 
 
              10        20        30        40        50        60  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
              70        80                                          
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AAD-12 YDALDEATRALVHQRSARH                                          
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNK 
               70        80        90       100       110       120 
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (32-51:31-50) 
 
              10        20        30        40        50        60  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
              70        80                                          
AAD-12 YDALDEATRALVHQRSARH                                          
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (32-51:31-50) 
 
              10        20        30        40        50        60  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
              70        80                                          
AAD-12 YDALDEATRALVHQRSARH                                          
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (32-51:31-50) 
 
              10        20        30        40        50        60  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
              70        80                                          
AAD-12 YDALDEATRALVHQRSARH                                          
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (32-51:31-50) 
 
              10        20        30        40        50        60  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
              70        80                                          
AAD-12 YDALDEATRALVHQRSARH                                          
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
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Smith-Waterman score: 42; 40.0% identity (60.0% similar) in 25 aa overlap (27-51:27-50) 
 
               10        20        30        40        50        60 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:   : ::: . . ::          
gi|534 MGVFNYEDEATSVIAPARLFKSFVLDADNL-IPKVAPENVSSAENIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
               70        80                                         
AAD-12 AYDALDEATRALVHQRSARH                                         
                                                                    
gi|534 PEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITS 
      60        70        80        90       100       110          
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (32-51:31-50) 
 
              10        20        30        40        50        60  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
              70        80                                          
AAD-12 YDALDEATRALVHQRSARH                                          
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (32-51:31-50) 
 
              10        20        30        40        50        60  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
              70        80                                          
AAD-12 YDALDEATRALVHQRSARH                                          
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (32-51:31-50) 
 
              10        20        30        40        50        60  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
              70        80                                          
AAD-12 YDALDEATRALVHQRSARH                                          
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (32-51:31-50) 
 
              10        20        30        40        50        60  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
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              70        80                                          
AAD-12 YDALDEATRALVHQRSARH                                          
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (32-51:31-50) 
 
              10        20        30        40        50        60  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
              70        80                                          
AAD-12 YDALDEATRALVHQRSARH                                          
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (32-51:31-50) 
 
              10        20        30        40        50        60  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
              70        80                                          
AAD-12 YDALDEATRALVHQRSARH                                          
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 41; 34.6% identity (61.5% similar) in 26 aa overlap (29-54:5-30) 
 
               10        20        30        40        50        60 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                   :.:  ...   ::   .: :::.. :       
gi|217                         MASKSNYNLLFTALLVFIFAAVAAVGNEDCTPWTST 
                                       10        20        30       
 
               70        80                                         
AAD-12 AYDALDEATRALVHQRSARH                                         
                                                                    
gi|217 LITPLPSCRNYVEEQACRIEMPGPPYLAKQECCEQLANIPQQCRCQALRYFMGPKSRPDQ 
         40        50        60        70        80        90       
 
>>gi|4006963|emb|CAA07328.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.5  bits: 17.5 E():   76 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (33-51:32-50) 
 
             10        20        30        40        50        60   
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
             70        80                                          
AAD-12 DALDEATRALVHQRSARH                                          
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
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>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.5  bits: 17.5 E():   76 
Smith-Waterman score: 41; 33.3% identity (51.9% similar) in 27 aa overlap (51-77:2-27) 
 
               30        40        50        60        70        80 
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH 
                                     :  :.: :    . : :. :  : :..    
gi|253                              TGPYCYAGMGLPINPL-EGCREYVAQQTCGI 
                                            10         20        30 
 
gi|253 SISGSAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREP 
               40        50        60        70        80        90 
 
>>gi|4006947|emb|CAA07320.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.5  bits: 17.5 E():   76 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (33-51:32-50) 
 
             10        20        30        40        50        60   
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
             70        80                                          
AAD-12 DALDEATRALVHQRSARH                                          
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  39  Z-score: 68.4  bits: 17.2 E():   77 
Smith-Waterman score: 39; 26.2% identity (54.8% similar) in 42 aa overlap (9-48:18-56) 
 
                        10        20        30          40          
AAD-12          DGTVRQHSPAEWDDMMKVIVGNMAWHADSTY--MPVMAQGAVFSAEVVPAV 
                        :.  ::..   .::. .  ..     :..  :: :  ..: :  
gi|166 ATPTPTPKAAGSWCVPKPGVSDDQL---TGNINYACSQGIDCGPIQPGGACFEPNTVKAH 
               10        20           30        40        50        
 
      50        60        70        80              
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARH              
                                                    
gi|166 AAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
        60        70        80        90       100  
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 68.3  bits: 19.4 E():   78 
Smith-Waterman score: 47; 43.8% identity (62.5% similar) in 16 aa overlap (1-16:221-232) 
 
                                             10        20        30 
AAD-12                               DGTVRQHSPAEWDDMMKVIVGNMAWHADST 
                                     :: :    :..::: .               
gi|253 LEHSSTNPNSFHYEHNIVSPSSIHPSTAHFDGEV----PSQWDDSLGHGASTPKVRTPSH 
              200       210       220           230       240       
 
               40        50        60        70        80           
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH           
                                                                    
gi|253 HVSSNPWAEINEPTGGDNDNLAPVTRPRKPARARRQKKEPRKLSDASQGARSSSTGGTAH 
        250       260       270       280       290       300       
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 68.2  bits: 14.5 E():   79 
Smith-Waterman score: 29; 57.1% identity (71.4% similar) in 7 aa overlap (27-33:1-7) 
 
               10        20        30        40        50        60 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::. : :                            
gi|751                           ADAGYAPAAPGTQPKA                   
                                         10                         
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               70        80 
AAD-12 AYDALDEATRALVHQRSARH 
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.0  bits: 18.3 E():   81 
Smith-Waterman score: 43; 30.0% identity (55.0% similar) in 20 aa overlap (19-38:1-20) 
 
               10        20        30        40        50        60 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                         : .:. :.  .   :.  ::                       
gi|142                   IPANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHR 
                                 10        20        30        40   
 
               70        80                                         
AAD-12 AYDALDEATRALVHQRSARH                                         
                                                                    
gi|142 HQNIILSEQELLDCTYHLYDPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQC 
             50        60        70        80        90       100   
 
>>gi|114326420|ref|NP_001041618.1| major allergen I poly  (88 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.9  bits: 16.9 E():   82 
Smith-Waterman score: 38; 31.8% identity (63.6% similar) in 22 aa overlap (28-49:3-24) 
 
               10        20        30        40        50        60 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                  :..  :  . .:. . :. :::            
gi|114                          MLDAALPPCPTVAATADCEICPAVKRDVDLFLTGT 
                                        10        20        30      
 
               70        80                                  
AAD-12 AYDALDEATRALVHQRSARH                                  
                                                             
gi|114 PDEYVEQVAQYKALPVVLENARILKNCVDAKMTEEDKENALSLLDKIYTSPLC 
          40        50        60        70        80         
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.9  bits: 17.7 E():   82 
Smith-Waterman score: 41; 37.9% identity (62.1% similar) in 29 aa overlap (23-51:23-49) 
 
               10        20        30        40        50        60 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .:  ::.  .:  : :.  :.:.: . ::          
gi|604 MAVFTFDDQATSPVAPATLYNALAKDADNI-IP-KAVGSFQSVEIVEGNGGPGTIKKISF 
               10        20        30          40        50         
 
               70        80                                         
AAD-12 AYDALDEATRALVHQRSARH                                         
                                                                    
gi|604 VEDGETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTI 
       60        70        80        90       100       110         
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (32-51:30-49) 
 
              10        20        30        40        50        60  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|437  GVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
                10        20        30        40        50          
 
              70        80                                          
AAD-12 YDALDEATRALVHQRSARH                                          
                                                                    
gi|437 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISHK 
      60        70        80        90       100       110          
 
>>gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 41; 32.0% identity (64.0% similar) in 25 aa overlap (27-51:27-50) 
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               10        20        30        40        50        60 
AAD-12 DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGDGGPGTIKKITF 
               10        20        30         40        50          
 
               70        80                                         
AAD-12 AYDALDEATRALVHQRSARH                                         
                                                                    
gi|212 GEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (32-51:31-50) 
 
              10        20        30        40        50        60  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
              70        80                                          
AAD-12 YDALDEATRALVHQRSARH                                          
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (32-51:31-50) 
 
              10        20        30        40        50        60  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
              70        80                                          
AAD-12 YDALDEATRALVHQRSARH                                          
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (32-51:31-50) 
 
              10        20        30        40        50        60  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|125 MGVFNYETEATSVIPAARLFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
              70        80                                          
AAD-12 YDALDEATRALVHQRSARH                                          
                                                                    
gi|125 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (32-51:31-50) 
 
              10        20        30        40        50        60  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
              70        80                                          
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AAD-12 YDALDEATRALVHQRSARH                                          
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (32-51:31-50) 
 
              10        20        30        40        50        60  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|154 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
              70        80                                          
AAD-12 YDALDEATRALVHQRSARH                                          
                                                                    
gi|154 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (32-51:31-50) 
 
              10        20        30        40        50        60  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
              70        80                                          
AAD-12 YDALDEATRALVHQRSARH                                          
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (32-51:31-50) 
 
              10        20        30        40        50        60  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
              70        80                                          
AAD-12 YDALDEATRALVHQRSARH                                          
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (32-51:31-50) 
 
              10        20        30        40        50        60  
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
              70        80                                          
AAD-12 YDALDEATRALVHQRSARH                                          
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 67.4  bits: 13.7 E():   87 
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Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (70-74:2-6) 
 
      40        50        60        70        80 
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH 
                                     : :::       
gi|463                              DRNLVHSATR   
                                            10   
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.4  bits: 18.5 E():   87 
Smith-Waterman score: 44; 36.4% identity (77.3% similar) in 22 aa overlap (58-79:106-127) 
 
        30        40        50        60        70        80        
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH        
                                     ...: . :.:::.:  ... ::         
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
 
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.3  bits: 17.2 E():   88 
Smith-Waterman score: 39; 53.8% identity (69.2% similar) in 13 aa overlap (56-68:72-84) 
 
          30        40        50        60        70        80      
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH      
                                     ::.::  ::  .:                  
gi|131 ELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDE 
              50        60        70        80        90       100  
 
gi|131 FGALVDKWGAKG 
             110    
 
>>gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Serum a  (607 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 67.3  bits: 19.6 E():   89 
Smith-Waterman score: 48; 26.3% identity (78.9% similar) in 19 aa overlap (6-24:557-575) 
 
                                        10        20        30      
AAD-12                          DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:    ...:...::..            
gi|543 AETFTFHADICTLPEDEKQIKKQSALAELVKHKPKATKEQLKTVLGNFSAFVAKCCGRED 
        530       540       550       560       570       580       
 
          40        50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH 
                                                     
gi|543 KEACFAEEGPKLVASSQLALA                         
        590       600                                
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 67.1  bits: 14.2 E():   90 
Smith-Waterman score: 28; 40.0% identity (80.0% similar) in 10 aa overlap (38-47:4-13) 
 
        10        20        30        40        50        60        
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.:  :...:                     
gi|131                            GPVGGVVHAHMMPLL                   
                                          10                        
 
        70        80 
AAD-12 ATRALVHQRSARH 
 
>>gi|15886861|emb|CAC85911.1| arginine kinase [Plodia in  (355 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 67.1  bits: 18.8 E():   91 
Smith-Waterman score: 45; 33.3% identity (61.1% similar) in 18 aa overlap (6-23:97-112) 
 
                                        10        20        30      
AAD-12                          DGTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .: : .: :.  .  ::.             
gi|158 YAPDAEAYVVFADLFDPIIEDYHNGFKKTDKHPPKNWGDVETL--GNLDPAGEFVVSTRV 
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         70        80        90       100         110       120     
 
          40        50        60        70        80                
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH                
                                                                    
gi|158 RCGRSMEGYPFNPCLTEAQYKEMEEKVSSTLSGLEGELKGTFFPLTGMSKETQQQLIDDH 
          130       140       150       160       170       180     
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.4 E():   93 
Smith-Waterman score: 40; 35.3% identity (70.6% similar) in 17 aa overlap (37-53:30-46) 
 
         10        20        30        40        50        60       
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     :::. ...  :  ::..              
gi|476  DKGPGFVVTGRVYCDPCRAGFETNVSHNVQGATVAVDCRPFNGGESKLKAEATTDGLGW 
                10        20        30        40        50          
 
         70        80                                               
AAD-12 EATRALVHQRSARH                                               
                                                                    
gi|476 YKIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQGIRYANPIAFF 
      60        70        80        90       100       110          
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 47; 34.0% identity (56.6% similar) in 53 aa overlap (18-69:310-352) 
 
                            10        20         30        40       
AAD-12              DGTVRQHSPAEWDDMMKVIVGNMAWHADS-TYMPVMAQGAVFSAEVV 
                                     : .::   .::. .: :. :. :.       
gi|289 SVANMSLGGGKSKTLEDAVNAGVEAGLHFAVAAGND--NADACNYSPAAAEKAI------ 
     280       290       300       310         320       330        
 
         50        60        70        80                           
AAD-12 PAVGGRTCFADMRAAYDALDEATRALVHQRSARH                           
        .::. : .:: :: ..   : :                                      
gi|289 -TVGAST-LADERAYFSNYGECTDIFAPGLNILSTWIGSNYATNIISGTSMASPHIAGLL 
               340       350       360       370       380          
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 66.6  bits: 18.8 E():   96 
Smith-Waterman score: 45; 29.2% identity (56.2% similar) in 48 aa overlap (8-53:213-260) 
 
                                      10          20        30      
AAD-12                        DGTVRQHSPAEW--DDMMKVIVGNMAWHADSTYMPVM 
                                     :  ::   . : ::  ...  . :: :    
gi|111 TGVLGVAPSVSLYAVKVLNSSGSGSYSGIVSGIEWATTNGMDVINMSLGGASGSTAMKQA 
            190       200       210       220       230       240   
 
          40        50        60        70        80                
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH                
       ...:  .. :: :..: .                                           
gi|111 VDNAYAKGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSNSNRASFSSVGAELEV 
            250       260       270       280       290       300   
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 42; 30.3% identity (54.5% similar) in 66 aa overlap (11-71:3-65) 
 
               10          20        30        40        50         
AAD-12 DGTVRQHSPAEWD--DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR-TCFA- 
                 ::   :  .:   . .:.: : .  :    .::.:.  : . ..   ::  
gi|121         DPEWHTLDAHEVEQVQATWKAVS-HDEVEILYTVFKAH--PDIMAKFPKFAG 
                       10        20         30          40          
 
          60        70        80                                    
AAD-12 -DMRAAYDALDEATRALVHQRSARH                                    
        :..:  :. : :..:                                             
gi|121 KDLEAIKDTADFAVHASRIIGFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRGITKAQF 
      50        60        70        80        90       100          
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80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:43 2011 done: Fri Jan 21 00:02:44 2011 
 Total Scan time:  0.070 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 85  - 164 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     3     2:* 
  32     6     8:==* 
  34     5    22:==     * 
  36    34    44:============  * 
  38    34    73:============            * 
  40    71   102:========================         * 
  42    74   125:=========================                * 
  44   129   138:===========================================  * 
  46   123   140:=========================================     * 
  48   179   134:============================================*=============== 
  50   165   122:========================================*============== 
  52   109   108:===================================*= 
  54   110    92:==============================*====== 
  56    62    77:=====================    * 
  58    54    63:==================  * 
  60    36    51:============    * 
  62    31    41:===========  * 
  64    34    33:==========*= 
  66    59    26:========*=========== 
  68    21    20:======* 
  70    30    16:=====*==== 
  72    21    12:===*=== 
  74    23    10:===*==== 
  76    18     8:==*=== 
  78    24     6:=*====== 
  80     4     5:=* 
  82     2     3:* 
  84     3     3:* 
  86     3     2:* 
  88     7     2:*==        inset = represents 1 library sequences 
  90     2     1:* 
  92     3     1:*         :*== 
  94     1     1:*         :* 
  96     6     1:*=        :*===== 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     1     0:=         *= 
 108     0     0:          * 
 110     0     0:          * 
 112     1     0:=         *= 
 114     1     0:=         *= 
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 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.62600.0028; mu= 1.8313 0.146 
 mean_var=32.9380 8.821, 0's: 2 Z-trim: 4  B-trim: 186 in 1/43 
 Lambda= 0.223473 
 Kolmogorov-Smirnov  statistic: 0.1172 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   65 25.8    0.19 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   63 25.2     0.3 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   62 24.7    0.63 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   57 23.1     1.9 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   56 22.8     1.9 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   56 22.8     1.9 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   56 22.8     1.9 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   56 22.8     1.9 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   57 23.1     2.2 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   56 22.7     2.7 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   60 23.7     3.3 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   55 22.4     3.4 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   58 23.1     3.9 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   54 22.1     4.3 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   53 21.8     4.7 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   49 20.7     6.4 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   57 22.7     6.5 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   57 22.7     6.5 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 21.4     6.6 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   52 21.4     6.6 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   52 21.4     6.6 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   52 21.4     6.7 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   55 22.2     7.6 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   50 20.9     8.3 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 22.1     8.8 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 18.3     9.9 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 18.3     9.9 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   50 20.8      10 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   49 20.5      12 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   52 21.2      15 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   51 20.9      17 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 19.6      18 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 19.9      19 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   45 19.3      20 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 19.8      20 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 19.8      20 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   47 19.8      20 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   47 19.8      20 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   47 19.8      20 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   47 19.8      20 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   47 19.8      20 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   47 19.8      20 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   47 19.8      20 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   47 19.8      20 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   47 19.8      20 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   47 19.8      20 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   47 19.8      20 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 19.8      20 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 19.8      20 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   50 20.6      21 
gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   48 20.1      23 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.5      23 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 20.6      23 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   51 20.8      24 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   51 20.8      24 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   51 20.8      24 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   51 20.8      24 
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gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   51 20.8      24 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   51 20.8      24 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   44 19.0      25 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   46 19.5      25 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   46 19.5      25 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   46 19.5      25 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 19.5      25 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 19.5      25 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 19.5      25 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 19.5      25 
gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Al ( 146)   45 19.2      28 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.7      29 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 16.6      30 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   50 20.5      31 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   45 19.2      31 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   45 19.2      31 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   45 19.2      31 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   45 19.2      31 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   45 19.2      31 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   45 19.2      31 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   45 19.2      32 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   45 19.2      32 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   45 19.2      32 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 20.5      32 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   51 20.7      32 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   44 18.9      33 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   52 21.0      34 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   50 20.4      35 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   52 21.0      35 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 20.4      35 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   43 18.6      36 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   49 20.2      36 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   46 19.4      37 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   42 18.4      37 
gi|14422363|emb|CAC41635.1| plantain pollen major  ( 131)   43 18.6      38 
gi|14422361|emb|CAC41634.1| plantain pollen major  ( 131)   43 18.6      38 
gi|14422359|emb|CAC41633.1| plantain pollen major  ( 131)   43 18.6      38 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   49 20.2      39 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   49 20.2      39 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   49 20.2      39 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   44 18.9      39 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   44 18.9      39 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   44 18.9      39 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   44 18.9      39 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   44 18.9      39 
gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum  (  94)   41 18.1      39 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   44 18.9      40 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 20.1      40 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   47 19.6      41 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   47 19.6      41 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   47 19.6      41 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   48 19.9      42 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.6      42 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   47 19.6      43 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   50 20.4      45 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   48 19.9      45 
gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Glo ( 151)   43 18.6      46 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   43 18.6      47 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   48 19.8      49 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   43 18.5      49 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   43 18.5      49 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   43 18.5      49 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   41 18.0      53 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   42 18.3      55 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 19.8      58 
gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allerge ( 159)   42 18.2      61 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   42 18.2      61 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.2      61 
gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allerge ( 159)   42 18.2      61 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   42 18.2      61 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.2      61 
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gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.2      61 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   42 18.2      61 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.2      61 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.2      61 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 18.2      61 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   42 18.2      61 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 18.2      61 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   42 18.2      61 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.2      61 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   42 18.2      61 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.2      61 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   42 18.2      61 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.2      61 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 18.2      61 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.2      61 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   42 18.2      61 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   42 18.2      61 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   42 18.2      61 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 14.9      62 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   41 17.9      66 
gi|4006963|emb|CAA07328.1| pollen allergen Betv1,  ( 120)   40 17.7      66 
gi|4006947|emb|CAA07320.1| pollen allergen Betv1,  ( 120)   40 17.7      66 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 14.1      67 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   39 17.4      67 
gi|114326420|ref|NP_001041618.1| major allergen I  (  88)   38 17.2      70 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   28 14.6      71 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   43 18.4      73 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   41 17.9      73 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   41 17.9      75 
gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allerge ( 159)   41 17.9      75 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   41 17.9      76 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   41 17.9      76 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   41 17.9      76 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   41 17.9      76 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   41 17.9      76 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   41 17.9      76 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   41 17.9      76 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   41 17.9      76 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.4      77 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   44 18.7      80 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   40 17.6      82 
gi|75139847|sp|Q7M1E8|Q7M1E8_9ROSA Pollen major al (  12)   26 14.0      83 
gi|15886861|emb|CAC85911.1| arginine kinase [Plodi ( 355)   45 18.9      84 
gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Ser ( 607)   48 19.7      85 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   40 17.6      88 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   40 17.6      89 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   47 19.4      90 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   45 18.9      90 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   40 17.6      90 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   40 17.6      90 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   40 17.6      90 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   43 18.4      93 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   40 17.6      94 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   40 17.6      94 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   40 17.6      94 
gi|4376222|emb|CAA04829.1| pollen allergen, Betv1  ( 159)   40 17.6      94 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   38 17.1      94 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   38 17.1      94 
gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula pl ( 160)   40 17.6      94 
gi|1321728|emb|CAA96547.1| major allergen Bet v 1  ( 160)   40 17.6      94 
gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen be ( 160)   40 17.6      94 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   40 17.6      94 
gi|4006953|emb|CAA07323.1| pollen allergen Betv1,  ( 160)   40 17.6      94 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   40 17.6      94 
gi|4006957|emb|CAA07325.1| pollen allergen Betv1,  ( 160)   40 17.6      94 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   40 17.6      94 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   40 17.6      94 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   40 17.6      94 
gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula pl ( 160)   40 17.6      94 
gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=M ( 160)   40 17.6      94 
gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=M ( 160)   40 17.6      94 
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gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   40 17.6      94 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   40 17.6      94 
gi|82492265|gb|ABB78006.1| major allergen Pru p 1  ( 160)   40 17.6      94 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   40 17.6      94 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   40 17.6      94 
gi|1513216|gb|AAC02632.1| cherry-allergen PRUA1 [P ( 160)   40 17.6      94 
gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 ( 160)   40 17.6      94 
gi|167472849|gb|ABZ81046.1| pollen allergen Que a  ( 160)   40 17.6      94 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   40 17.6      94 
gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 ( 160)   40 17.6      94 
gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Be ( 160)   40 17.6      94 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   40 17.6      94 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   40 17.6      94 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   40 17.6      94 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   40 17.6      94 
gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 ( 160)   40 17.6      94 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   40 17.6      94 
gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 ( 161)   40 17.6      95 
gi|18639|emb|CAA33217.1| glycinin subunit G3 [Glyc ( 481)   46 19.1      99 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   46 19.1   1e 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   46 19.1   1e 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   39 17.3   1e 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  57 init1:  57 opt:  65  Z-score: 115.2  bits: 25.8 E(): 0.19 
Smith-Waterman score: 65; 42.3% identity (65.4% similar) in 26 aa overlap (3-28:34-56) 
 
                                           10        20        30   
AAD-12                             GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 
                                     .:::.  ::. : :   ::. :.. :     
gi|126 DLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTK--KGNL-WEVKSAKPL 
            10        20        30        40          50         60 
 
             40        50        60        70        80 
AAD-12 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS 
                                                        
gi|126 TGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN            
               70        80        90                   
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  53 init1:  53 opt:  63  Z-score: 111.8  bits: 25.2 E():  0.3 
Smith-Waterman score: 63; 37.0% identity (66.7% similar) in 27 aa overlap (3-29:34-57) 
 
                                           10        20        30   
AAD-12                             GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 
                                     .:::.  ::. . :   ::. :.. :.    
gi|144 TFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTK--KGNL-WEVKSSKPL 
            10        20        30        40          50         60 
 
             40        50        60        70        80 
AAD-12 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS 
                                                        
gi|144 TGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE             
               70        80        90                   
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 106.1  bits: 24.7 E(): 0.63 
Smith-Waterman score: 62; 26.5% identity (59.2% similar) in 49 aa overlap (28-76:5-52) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                  :.  :..  ... :. .. :. :. :.: :    
gi|189                        MASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLP 
                                      10        20        30        
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
        . : :. :  : :..                                             
gi|189 SNPL-EGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRR 
        40         50        60        70        80        90       
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>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  50 init1:  50 opt:  57  Z-score: 97.3  bits: 23.1 E():  1.9 
Smith-Waterman score: 57; 24.5% identity (59.2% similar) in 49 aa overlap (28-76:5-52) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                  :.  :..  ... :. .. .. :. :.: :    
gi|439                        MASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLP 
                                      10        20        30        
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
        . : :. :  : :..                                             
gi|439 SNPL-EGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGR 
        40         50        60        70        80        90       
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 97.3  bits: 22.8 E():  1.9 
Smith-Waterman score: 56; 30.9% identity (50.9% similar) in 55 aa overlap (3-57:59-107) 
 
                                           10        20        30   
AAD-12                             GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 
                                     .:.:.  ::  : :   :  .:  ::   : 
gi|117 KVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDSEE-P 
       30        40        50        60        70          80       
 
             40        50        60        70        80 
AAD-12 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS 
       .  ::  :. . .   : .. : :.                        
gi|117 L--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE         
             90       100       110       120           
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 97.3  bits: 22.8 E():  1.9 
Smith-Waterman score: 56; 30.9% identity (50.9% similar) in 55 aa overlap (3-57:59-107) 
 
                                           10        20        30   
AAD-12                             GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 
                                     .:.:.  ::  : :   :  .:  ::   : 
gi|400 KVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDSEE-P 
       30        40        50        60        70          80       
 
             40        50        60        70        80 
AAD-12 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS 
       .  ::  :. . .   : .. : :.                        
gi|400 L--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE         
             90       100       110       120           
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 97.3  bits: 22.8 E():  1.9 
Smith-Waterman score: 56; 30.9% identity (50.9% similar) in 55 aa overlap (3-57:59-107) 
 
                                           10        20        30   
AAD-12                             GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 
                                     .:.:.  ::  : :   :  .:  ::   : 
gi|400 KVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDSEE-P 
       30        40        50        60        70          80       
 
             40        50        60        70        80 
AAD-12 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS 
       .  ::  :. . .   : .. : :.                        
gi|400 L--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE         
             90       100       110       120           
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 97.3  bits: 22.8 E():  1.9 
Smith-Waterman score: 56; 30.9% identity (50.9% similar) in 55 aa overlap (3-57:59-107) 
 
                                           10        20        30   
AAD-12                             GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 
                                     .:.:.  ::  : :   :  .:  ::   : 
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gi|400 KVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDSEE-P 
       30        40        50        60        70          80       
 
             40        50        60        70        80 
AAD-12 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS 
       .  ::  :. . .   : .. : :.                        
gi|400 L--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE         
             90       100       110       120           
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 96.4  bits: 23.1 E():  2.2 
Smith-Waterman score: 57; 41.4% identity (69.0% similar) in 29 aa overlap (22-50:23-50) 
 
                10        20        30        40        50          
AAD-12  GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: :::.: . ::          
gi|444 MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
      60        70        80                                        
AAD-12 AYDALDEATRALVHQRSARHS                                        
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 94.6  bits: 22.7 E():  2.7 
Smith-Waterman score: 56; 40.0% identity (68.0% similar) in 25 aa overlap (26-50:27-50) 
 
                10        20        30        40        50          
AAD-12  GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. :::.. . ::          
gi|165 MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
      60        70        80                                        
AAD-12 AYDALDEATRALVHQRSARHS                                        
                                                                    
gi|165 GEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSILKNTS 
      60        70        80        90       100       110          
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  48 init1:  48 opt:  60  Z-score: 93.1  bits: 23.7 E():  3.3 
Smith-Waterman score: 60; 22.2% identity (61.9% similar) in 63 aa overlap (6-67:134-194) 
 
                                        10        20         30     
AAD-12                          GTVRQHSPAEWDDMMKVIVGNMAWHAD-STYMPVM 
                                     : :: ::   : .. .. ...  ..      
gi|309 SKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQVKYQGGCGSGWAFS 
           110       120       130       140       150       160    
 
           40        50        60        70        80               
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS               
       : ::. .:... :.:  . ..... . : ..:.                            
gi|309 ATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGCYNGWHYQSFEWVLEHGGIATDDDY 
           170        180        190       200       210       220  
 
gi|309 PYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAILEQPISVSIDAKDFH 
             230       240       250       260       270       280  
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 93.0  bits: 22.4 E():  3.4 
Smith-Waterman score: 55; 32.4% identity (58.8% similar) in 34 aa overlap (7-34:114-147) 
 
                                       10            20          30 
AAD-12                         GTVRQHSPAEWDDMMKVIV----GNMAWHA--DSTY 
                                     :::. :.. : .:    :   : .  .:.. 
gi|250 EVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSW 
            90       100       110       120       130       140    
 
               40        50        60        70        80 
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AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS 
        ::.                                               
gi|250 APVLDFVFSTLKNEL                                    
           150                                            
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 91.9  bits: 23.1 E():  3.9 
Smith-Waterman score: 58; 26.0% identity (56.0% similar) in 50 aa overlap (23-72:23-71) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                             .. ::. : :. :   .  : ..::.::    .: .   
gi|663 MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGKATTDEQKL 
               10        20        30        40         50          
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
        . .. . .: :                                                 
gi|663 LEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILKLDTDYDVA 
      60        70        80        90       100       110          
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 91.1  bits: 22.1 E():  4.3 
Smith-Waterman score: 54; 37.9% identity (69.0% similar) in 29 aa overlap (22-50:23-50) 
 
                10        20        30        40        50          
AAD-12  GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: .::.: . ::          
gi|444 MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
      60        70        80                                        
AAD-12 AYDALDEATRALVHQRSARHS                                        
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 90.4  bits: 21.8 E():  4.7 
Smith-Waterman score: 53; 24.5% identity (55.1% similar) in 49 aa overlap (28-76:5-52) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                  :.  :..   .. :. .. .. :  :.: :    
gi|217                        MASKSSISPLLLATVLVSVFAAATATGPYCYAGMGLP 
                                      10        20        30        
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
        . : :. :  : :..                                             
gi|217 INPL-EGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGR 
        40         50        60        70        80        90       
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 88.0  bits: 20.7 E():  6.4 
Smith-Waterman score: 49; 32.3% identity (58.1% similar) in 31 aa overlap (2-30:35-64) 
 
                                            10          20          
AAD-12                              GTVRQHSPAE--WDDMMKVIVGNMAWHADST 
                                     : . ..::.  :: .  : .   .: ::.  
gi|323 QTCAGNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKP 
           10        20        30        40         50        60    
 
      30        40        50        60        70        80 
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS 
       :                                                   
gi|323 YSWRYGWTAFCGPAGPRCLRTNAAVTVR                        
            70        80        90                         
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  48 init1:  48 opt:  57  Z-score: 87.9  bits: 22.7 E():  6.5 
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Smith-Waterman score: 57; 22.2% identity (58.7% similar) in 63 aa overlap (6-67:134-194) 
 
                                        10        20        30      
AAD-12                          GTVRQHSPAEWDDMMKVIVGNMAWHADSTY-MPVM 
                                     : :: ::   : .. .. ...          
gi|129 SKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQVKYQGGCGRGWAFS 
           110       120       130       140       150       160    
 
           40        50        60        70        80               
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS               
       : ::. .:... :.:  . ..... . : ..:.                            
gi|129 ATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGSYNGWQYQSFEWVLEHGGIATDDDY 
           170        180        190       200       210       220  
 
gi|129 PYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAILEQPISVSIDAKDFH 
             230       240       250       260       270       280  
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  48 init1:  48 opt:  57  Z-score: 87.9  bits: 22.7 E():  6.5 
Smith-Waterman score: 57; 22.2% identity (58.7% similar) in 63 aa overlap (6-67:134-194) 
 
                                        10        20        30      
AAD-12                          GTVRQHSPAEWDDMMKVIVGNMAWHADSTY-MPVM 
                                     : :: ::   : .. .. ...          
gi|119 SKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQVKYQGGCGRGWAFS 
           110       120       130       140       150       160    
 
           40        50        60        70        80               
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS               
       : ::. .:... :.:  . ..... . : ..:.                            
gi|119 ATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGSYNGWQYQSFEWVLEHGGIATDDDY 
           170        180        190       200       210       220  
 
gi|119 PYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAILEQPISVSIDAKDFH 
             230       240       250       260       270       280  
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 87.7  bits: 21.4 E():  6.6 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (26-50:27-50) 
 
                10        20        30        40        50          
AAD-12  GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|602 MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
      60        70        80                                        
AAD-12 AYDALDEATRALVHQRSARHS                                        
                                                                    
gi|602 GEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 87.7  bits: 21.4 E():  6.6 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (26-50:27-50) 
 
                10        20        30        40        50          
AAD-12  GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|131 MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
      60        70        80                                        
AAD-12 AYDALDEATRALVHQRSARHS                                        
                                                                    
gi|131 GEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 87.7  bits: 21.4 E():  6.6 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (26-50:27-50) 
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                10        20        30        40        50          
AAD-12  GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|279 MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
      60        70        80                                        
AAD-12 AYDALDEATRALVHQRSARHS                                        
                                                                    
gi|279 GEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 87.7  bits: 21.4 E():  6.7 
Smith-Waterman score: 52; 37.9% identity (69.0% similar) in 29 aa overlap (22-50:23-50) 
 
                10        20        30        40        50          
AAD-12  GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: .::.: . ::          
gi|444 MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
      60        70        80                                        
AAD-12 AYDALDEATRALVHQRSARHS                                        
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 86.7  bits: 22.2 E():  7.6 
Smith-Waterman score: 55; 25.5% identity (55.3% similar) in 47 aa overlap (17-62:16-62) 
 
               10        20         30        40        50          
AAD-12 GTVRQHSPAEWDDMMKVIVGNMA-WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                       ...:  : . ::. : :. :   .  : .  :.::..   ...  
gi|441  MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKL 
                10        20        30        40        50          
 
      60        70        80                                        
AAD-12 AYDALDEATRALVHQRSARHS                                        
         :                                                          
gi|441 LEDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVA 
      60        70        80        90       100       110          
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 86.0  bits: 20.9 E():  8.3 
Smith-Waterman score: 50; 28.1% identity (59.4% similar) in 32 aa overlap (17-48:11-42) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                       ::.. .:: ...   :. : :    ..::  .             
gi|249       MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQDIMPCLHFVKGEEK 
                     10        20        30        40        50     
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
                                                                    
gi|249 EPSKECCSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVAEVPKKCDIKTTLPP 
           60        70        80        90       100       110     
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 85.5  bits: 22.1 E():  8.8 
Smith-Waterman score: 55; 30.6% identity (58.3% similar) in 36 aa overlap (9-44:155-190) 
 
                                     10        20        30         
AAD-12                       GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :   . ..::.:..  :: .     .  :: 
gi|249 QLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA 
          130       140       150       160       170       180     
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       40        50        60        70        80                   
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS                   
       . .:::                                                       
gi|249 IPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTL 
          190       200       210       220       230       240     
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 84.6  bits: 18.3 E():  9.9 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (24-30:19-25) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                              :.::..:                               
gi|320      YTTEGGTKAEAEDVIPEGWKADTSYE                              
                    10        20                                    
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 84.6  bits: 18.3 E():  9.9 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (24-30:19-25) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                              :.::..:                               
gi|320      YTTEGGKKVEAEDVIPEGWKADTSYE                              
                    10        20                                    
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 84.2  bits: 20.8 E():   10 
Smith-Waterman score: 50; 31.0% identity (55.2% similar) in 29 aa overlap (31-54:31-59) 
 
               10        20        30        40        50           
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICFD 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 DMRAAYDALDEATRALVHQRSARHS                                    
                                                                    
gi|132 EGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSISK 
               70        80        90       100       110       120 
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 82.9  bits: 20.5 E():   12 
Smith-Waterman score: 49; 35.7% identity (52.4% similar) in 42 aa overlap (38-68:37-78) 
 
        10        20        30        40        50              60  
AAD-12 PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR------TCFADMRAAY 
                                     :. : :.: . ::       :   : ...: 
gi|145 EEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSY 
         10        20        30        40        50        60       
 
                   70        80                                     
AAD-12 -----DALDEATRALVHQRSARHS                                     
            ::.::::                                                 
gi|145 VLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAP 
         70        80        90       100       110       120       
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.4  bits: 21.2 E():   15 
Smith-Waterman score: 52; 20.8% identity (58.3% similar) in 48 aa overlap (28-75:72-119) 
 
                  10        20        30        40        50        
AAD-12    GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:...:   :: .  :..  .. :... 
gi|170 QSFSQQPPFSQQQQQPLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQ 
              50        60        70        80        90       100  
 
        60        70        80                                      
AAD-12 RAAYDALDEATRALVHQRSARHS                                      
       .      ..  . ::.:.                                           
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gi|170 QQLVLPPQQQQQQLVQQQIPIVQPSVLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSS 
             110       120       130       140       150       160  
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.3  bits: 20.9 E():   17 
Smith-Waterman score: 51; 22.6% identity (64.5% similar) in 31 aa overlap (28-58:66-96) 
 
                  10        20        30        40        50        
AAD-12    GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:.. ::  :  .. :..  .. :... 
gi|219 QPLPPQQTFPQQPPFSQQQQQQPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQ 
          40        50        60        70        80        90      
 
        60        70        80                                      
AAD-12 RAAYDALDEATRALVHQRSARHS                                      
       .                                                            
gi|219 QQLILPPQQQQQLPQQQISIVQPSVLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSC 
         100       110       120       130       140       150      
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 79.8  bits: 19.6 E():   18 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (32-47:66-81) 
 
              10        20        30        40        50        60  
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
              70        80          
AAD-12 DALDEATRALVHQRSARHS          
                                    
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS 
         100       110       120    
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.4  bits: 19.9 E():   19 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (57-73:14-30) 
 
         30        40        50        60        70        80       
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS       
                                     .: :.: .:.  .. .:              
gi|219                  MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQ 
                                10        20        30        40    
 
gi|219 TFEENDLQQLIIEIDADGSGELEFDEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNG 
            50        60        70        80        90       100    
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 79.2  bits: 19.3 E():   20 
Smith-Waterman score: 45; 25.5% identity (58.8% similar) in 51 aa overlap (27-74:13-61) 
 
               10        20        30        40           50        
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV-PAVG--GRTCFADM 
                                 :..   : : :. :. ..    ::  :..  ::  
gi|207               MSITDIVSEKDIDAALESVKAAGS-FNYKIFFQKVGLAGKSA-ADA 
                             10        20         30        40      
 
        60        70        80                                      
AAD-12 RAAYDALDEATRALVHQRSARHS                                      
       . ... ::.   ....:                                            
gi|207 KKVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQ 
           50        60        70        80        90       100     
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.1  bits: 19.8 E():   20 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (45-61:141-157) 
 
           20        30        40        50        60        70     
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
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gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
           80 
AAD-12 RSARHS 
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.1  bits: 19.8 E():   20 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (45-61:141-157) 
 
           20        30        40        50        60        70     
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
           80 
AAD-12 RSARHS 
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.0  bits: 19.8 E():   20 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (26-50:27-50) 
 
                10        20        30        40        50          
AAD-12  GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
      60        70        80                                        
AAD-12 AYDALDEATRALVHQRSARHS                                        
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 79.0  bits: 19.8 E():   20 
Smith-Waterman score: 47; 23.7% identity (54.2% similar) in 59 aa overlap (26-73:27-84) 
 
                10        20        30        40        50          
AAD-12  GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCF 
                                 ::.  .: .:  :.  ::.. . ::     .  : 
gi|304 MGLYTFENEFTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
                 60        70        80                             
AAD-12 AD------MRAAYDALDEATRALVHQRSARHS                             
       ..      ..   :..:::. . ..                                    
gi|304 GEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.0  bits: 19.8 E():   20 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (26-50:27-50) 
 
                10        20        30        40        50          
AAD-12  GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|886 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
      60        70        80                                        
AAD-12 AYDALDEATRALVHQRSARHS                                        
                                                                    
gi|886 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIKSISH 
      60        70        80        90       100       110          
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.0  bits: 19.8 E():   20 
Smith-Waterman score: 47; 40.0% identity (68.0% similar) in 25 aa overlap (26-50:27-50) 
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                10        20        30        40        50          
AAD-12  GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :.:.. . ::          
gi|602 MGVFTYEFEFTSVIPPARLYNAFVLDADNL-IPKIAPQAVKSTEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
      60        70        80                                        
AAD-12 AYDALDEATRALVHQRSARHS                                        
                                                                    
gi|602 GEGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISH 
      60        70        80        90       100       110          
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.0  bits: 19.8 E():   20 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (26-50:27-50) 
 
                10        20        30        40        50          
AAD-12  GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|753 MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
      60        70        80                                        
AAD-12 AYDALDEATRALVHQRSARHS                                        
                                                                    
gi|753 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.0  bits: 19.8 E():   20 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (26-50:27-50) 
 
                10        20        30        40        50          
AAD-12  GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
      60        70        80                                        
AAD-12 AYDALDEATRALVHQRSARHS                                        
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.0  bits: 19.8 E():   20 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (26-50:27-50) 
 
                10        20        30        40        50          
AAD-12  GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|165 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
      60        70        80                                        
AAD-12 AYDALDEATRALVHQRSARHS                                        
                                                                    
gi|165 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.0  bits: 19.8 E():   20 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (26-50:27-50) 
 
                10        20        30        40        50          
AAD-12  GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEYTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
      60        70        80                                        

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 2727



 

 

AAD-12 AYDALDEATRALVHQRSARHS                                        
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.0  bits: 19.8 E():   20 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (26-50:27-50) 
 
                10        20        30        40        50          
AAD-12  GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|134 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
      60        70        80                                        
AAD-12 AYDALDEATRALVHQRSARHS                                        
                                                                    
gi|134 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.0  bits: 19.8 E():   20 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (26-50:27-50) 
 
                10        20        30        40        50          
AAD-12  GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
      60        70        80                                        
AAD-12 AYDALDEATRALVHQRSARHS                                        
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.0  bits: 19.8 E():   20 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (26-50:27-50) 
 
                10        20        30        40        50          
AAD-12  GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
      60        70        80                                        
AAD-12 AYDALDEATRALVHQRSARHS                                        
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.0  bits: 19.8 E():   20 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (45-61:144-160) 
 
           20        30        40        50        60        70     
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
           80 
AAD-12 RSARHS 
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.0  bits: 19.8 E():   20 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (45-61:144-160) 
 
           20        30        40        50        60        70     
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AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
           80 
AAD-12 RSARHS 
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.7  bits: 20.6 E():   21 
Smith-Waterman score: 50; 17.6% identity (54.9% similar) in 51 aa overlap (1-51:229-279) 
 
                                             10        20        30 
AAD-12                               GTVRQHSPAEWDDMMKVIVGNMAWHADSTY 
                                     : .. ..::. . . . .. ..:   .    
gi|106 EQQEQRQGVQILVPLSQQQQVGQGTLVQGQGIIQPQQPAQLEVIRSSVLQTLATMCNVYV 
      200       210       220       230       240       250         
 
               40        50        60        70        80 
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS 
        :  .   .  : .: ..::.                              
gi|106 PPYCSTIRAPFASIVAGIGGQ                              
      260       270                                       
 
>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.1  bits: 20.1 E():   23 
Smith-Waterman score: 48; 33.3% identity (59.3% similar) in 27 aa overlap (28-54:17-43) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                  :.:.:  .   ::..:  :  .: : .       
gi|510            MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLPVIR 
                          10        20        30        40          
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
                                                                    
gi|510 GKGGGIEFAKTETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHLCTP 
      50        60        70        80        90       100          
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.0  bits: 19.5 E():   23 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (57-74:126-143) 
 
         30        40        50        60        70        80 
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS 
                                     . ::..::: :..: ...       
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG   
         100       110       120       130       140          
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.0  bits: 20.6 E():   23 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (24-41:66-83) 
 
                      10        20        30        40        50    
AAD-12        GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
            60        70        80                                  
AAD-12 FADMRAAYDALDEATRALVHQRSARHS                                  
                                                                    
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.6  bits: 20.8 E():   24 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (15-52:270-307) 
 
                               10        20        30        40     
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AAD-12                 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
           50        60        70        80                         
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS                         
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.6  bits: 20.8 E():   24 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (15-52:270-307) 
 
                               10        20        30        40     
AAD-12                 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|118 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
           50        60        70        80                         
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS                         
       .  : : :                                                     
gi|118 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.6  bits: 20.8 E():   24 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (15-52:270-307) 
 
                               10        20        30        40     
AAD-12                 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
           50        60        70        80                         
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS                         
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.6  bits: 20.8 E():   24 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (15-52:270-307) 
 
                               10        20        30        40     
AAD-12                 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|270 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
           50        60        70        80                         
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS                         
       .  : : :                                                     
gi|270 IQHVKGGTPKRPDRAIETYLFAMFDENQKQPEVEKHFGLFFPDKRPKYNLNFSAKKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.6  bits: 20.8 E():   24 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (15-52:270-307) 
 
                               10        20        30        40     
AAD-12                 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
           50        60        70        80                         
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS                         
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       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFATFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.6  bits: 20.8 E():   24 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (15-52:270-307) 
 
                               10        20        30        40     
AAD-12                 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|327 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
           50        60        70        80                         
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS                         
       .  : : :                                                     
gi|327 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 77.3  bits: 19.0 E():   25 
Smith-Waterman score: 44; 32.4% identity (56.8% similar) in 37 aa overlap (31-67:65-101) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .:  ..::. ::  . :.:: :  :   :  
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
               70        80 
AAD-12 YDALDEATRALVHQRSARHS 
        .  .:.              
gi|117 EEEKEESDDDMGFGLFD    
          100       110     
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 77.3  bits: 19.5 E():   25 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (26-50:27-50) 
 
                10        20        30        40        50          
AAD-12  GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
      60        70        80                                        
AAD-12 AYDALDEATRALVHQRSARHS                                        
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIKTTSK 
      60        70        80        90       100       110          
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 77.2  bits: 19.5 E():   25 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (26-50:27-50) 
 
                10        20        30        40        50          
AAD-12  GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
      60        70        80                                        
AAD-12 AYDALDEATRALVHQRSARHS                                        
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 77.2  bits: 19.5 E():   25 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (26-50:27-50) 
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                10        20        30        40        50          
AAD-12  GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|880 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
      60        70        80                                        
AAD-12 AYDALDEATRALVHQRSARHS                                        
                                                                    
gi|880 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVIKTTS 
      60        70        80        90       100       110          
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.2  bits: 19.5 E():   25 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (29-50:29-50) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
                                                                    
gi|400 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.2  bits: 19.5 E():   25 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (29-50:29-50) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.2  bits: 19.5 E():   25 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (29-50:29-50) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.2  bits: 19.5 E():   25 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (29-50:29-50) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
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               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|2506771|sp|P16968.2|IAA1_HORVU RecName: Full=Alpha-  (146 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.4  bits: 19.2 E():   28 
Smith-Waterman score: 45; 45.5% identity (90.9% similar) in 11 aa overlap (1-11:9-19) 
 
                       10        20        30        40        50   
AAD-12         GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
               :.. ..::.::                                          
gi|250 PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPFPRCRALVKSQCAGGQVVESIQKDCCRQIA 
               10        20        30        40        50        60 
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 76.0  bits: 19.7 E():   29 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (54-75:74-98) 
 
            30        40        50        60           70        80 
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---DEATRALVHQRSARHS 
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
 
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 75.9  bits: 16.6 E():   30 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (24-30:19-25) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                              :..:..:                               
gi|320      YTTEGGTKAEAEDVIPEGWKVDTSYE                              
                    10        20                                    
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.5  bits: 20.5 E():   31 
Smith-Waterman score: 50; 20.3% identity (53.6% similar) in 69 aa overlap (2-70:269-337) 
 
                                            10        20        30  
AAD-12                              GTVRQHSPAEWDDMMKVIVGNMAWHADSTYM 
                                     :   .  :.:  .  ... ..  .: :.:: 
gi|169 DPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMTNAASSYM 
      240       250       260       270       280       290         
 
              40        50        60        70        80            
AAD-12 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS            
         .  ..::.:.       :.    . ..   .:.:..:                      
gi|169 TDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLKKPVSKDS 
      300       310       320       330       340       350         
 
gi|169 PETYEEALKRFAKLLSDRKKLRANKASY 
      360       370       380       
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.5  bits: 19.2 E():   31 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (26-50:27-50) 
 
                10        20        30        40        50          
AAD-12  GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
      60        70        80                                        
AAD-12 AYDALDEATRALVHQRSARHS                                        
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gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.5  bits: 19.2 E():   31 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (26-50:27-50) 
 
                10        20        30        40        50          
AAD-12  GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
      60        70        80                                        
AAD-12 AYDALDEATRALVHQRSARHS                                        
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 75.5  bits: 19.2 E():   31 
Smith-Waterman score: 45; 27.0% identity (64.9% similar) in 37 aa overlap (37-73:49-84) 
 
         10        20        30        40        50        60       
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|144 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
         70        80                                               
AAD-12 ATRALVHQRSARHS                                               
       :  : ..                                                      
gi|144 AGLAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEAT 
        80        90       100       110       120       130        
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.5  bits: 19.2 E():   31 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (26-50:27-50) 
 
                10        20        30        40        50          
AAD-12  GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|753 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTTKKITF 
               10        20        30         40        50          
 
      60        70        80                                        
AAD-12 AYDALDEATRALVHQRSARHS                                        
                                                                    
gi|753 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.5  bits: 19.2 E():   31 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (26-50:27-50) 
 
                10        20        30        40        50          
AAD-12  GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
      60        70        80                                        
AAD-12 AYDALDEATRALVHQRSARHS                                        
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.5  bits: 19.2 E():   31 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (26-50:27-50) 
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                10        20        30        40        50          
AAD-12  GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|425 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
      60        70        80                                        
AAD-12 AYDALDEATRALVHQRSARHS                                        
                                                                    
gi|425 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.5  bits: 19.2 E():   32 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (26-50:27-50) 
 
                10        20        30        40        50          
AAD-12  GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|901 MGGYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
      60        70        80                                        
AAD-12 AYDALDEATRALVHQRSARHS                                        
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.5  bits: 19.2 E():   32 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (26-50:27-50) 
 
                10        20        30        40        50          
AAD-12  GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
      60        70        80                                        
AAD-12 AYDALDEATRALVHQRSARHS                                        
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 75.3  bits: 19.2 E():   32 
Smith-Waterman score: 45; 32.6% identity (44.2% similar) in 43 aa overlap (8-39:52-90) 
 
                                      10        20                  
AAD-12                        GTVRQHSPAEWDDMMKVIVGNMAW-----------HA 
                                     :  ::.. ::    .::           :. 
gi|148 HAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKVA---QAWAETRTPDCSLIHS 
              30        40        50        60           70         
 
         30        40        50        60        70        80       
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS       
       :      :::::.                                                
gi|148 DRCG-ENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQIVWANSERVGCGRAL 
       80         90       100       110       120       130        
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.3  bits: 20.5 E():   32 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (24-41:56-73) 
 
                      10        20        30        40        50    
AAD-12        GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
            60        70        80                                  
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AAD-12 FADMRAAYDALDEATRALVHQRSARHS                                  
                                                                    
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 75.3  bits: 20.7 E():   32 
Smith-Waterman score: 51; 34.2% identity (52.6% similar) in 38 aa overlap (36-69:321-358) 
 
          10        20        30        40        50            60  
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM----RAAY 
                                     :  .  ::..  .::.  .: .    :    
gi|845 RAIEQLHEEQEHSMKIDALRRSLEEQVKQLQVQIQEAEAAALLGGKRVIAKLETRIRDLE 
              300       310       320       330       340       350 
 
              70        80                                          
AAD-12 DALDEATRALVHQRSARHS                                          
        :::: ::                                                     
gi|845 TALDEETRRHKETQNALRKKDRRIKEVQMQVDEEHKQFVMAQDTADRLLEKMNIQKRQLG 
              360       370       380       390       400       410 
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.2  bits: 18.9 E():   33 
Smith-Waterman score: 44; 16.0% identity (72.0% similar) in 25 aa overlap (14-38:12-36) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                    .. .... ..: ....  :. : :.                       
gi|249   MRTVSARSSVALVVIVAAVLVWTSSASVAPAPAPGSEETCGTVVGALMPCLPFVQGKE 
                 10        20        30        40        50         
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
                                                                    
gi|249 KEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDSKL 
       60        70        80        90       100       110         
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 75.0  bits: 21.0 E():   34 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (5-43:535-572) 
 
                                         10        20        30     
AAD-12                           GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
           40        50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS 
        .:  :: :                                      
gi|331 KEGC-FSEEGPKLVAAAQAALV                         
           570       580                              
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 74.7  bits: 20.4 E():   35 
Smith-Waterman score: 50; 31.7% identity (55.0% similar) in 60 aa overlap (1-56:92-149) 
 
                                              10        20          
AAD-12                               GT-VRQHSPAEWDDMMKVIVGNMAWHADST 
                                     :: : : .::.: .  :. . ..:  .: . 
gi|114 VLVVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLTDFN 
              70        80        90       100        110           
 
      30           40        50        60        70        80       
AAD-12 YMP---VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS       
        :    . .::  . :    .:.:::   :                               
gi|114 LMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHL 
     120       130       140       150       160       170          
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 74.6  bits: 21.0 E():   35 
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Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (5-43:558-595) 
 
                                         10        20        30     
AAD-12                           GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|668 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
       530       540       550       560       570       580        
 
           40        50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS 
        .:  :: :                                      
gi|668 KEGC-FSEEGPKLVAAAQAALV                         
       590        600                                 
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.6  bits: 20.4 E():   35 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (24-41:56-73) 
 
                      10        20        30        40        50    
AAD-12        GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
            60        70        80                                  
AAD-12 FADMRAAYDALDEATRALVHQRSARHS                                  
                                                                    
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 74.5  bits: 18.6 E():   36 
Smith-Waterman score: 43; 23.5% identity (51.0% similar) in 51 aa overlap (20-70:25-74) 
 
                    10        20        30        40        50      
AAD-12      GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                               :  : . . ...   :::.  :: .:  . .   :  
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLP-FQ 
               10        20        30        40        50           
 
          60        70        80                                    
AAD-12 DMRAAYDALDEATRALVHQRSARHS                                    
       ...   :..:    :                                              
gi|217 EIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRL 
      60        70        80        90       100       110          
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 74.4  bits: 20.2 E():   36 
Smith-Waterman score: 49; 20.3% identity (55.9% similar) in 59 aa overlap (23-78:37-94) 
 
                       10        20        30        40        50   
AAD-12         GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|269 EAVLLGILLYIPIVLSDDRAPIPSNSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQTK 
         10        20        30         40        50        60      
 
                60        70        80                              
AAD-12 CF---ADMRAAYDALDEATRALVHQRSARHS                              
        .   .:  . . ...:: ...  . . :                                
gi|269 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSLAPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.3  bits: 19.4 E():   37 
Smith-Waterman score: 46; 60.0% identity (80.0% similar) in 10 aa overlap (6-15:20-29) 
 
                             10        20        30        40       
AAD-12               GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                          :.:: .:: :                                
gi|144 MQYLAIAVIVALAGLSAAAHKPAYYDDNMANQMVDQIVKSLTTKKELDPFKIEQTKVPID 
               10        20        30        40        50        60 
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>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.2  bits: 18.4 E():   37 
Smith-Waterman score: 42; 25.7% identity (60.0% similar) in 35 aa overlap (36-70:4-38) 
 
          10        20        30        40        50        60      
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     .:.. .:.:. :. :     : .: . :   
gi|777                            MAFKGVLNDADVTAALDGCKSAFDHKAFFKACG 
                                          10        20        30    
 
          70        80                                              
AAD-12 EATRALVHQRSARHS                                              
        :...                                                        
gi|777 LAAKSADDIKKAFAIIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAGDSDGD 
            40        50        60        70        80        90    
 
>>gi|14422363|emb|CAC41635.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.9  bits: 18.6 E():   38 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (27-44:85-102) 
 
                   10        20        30        40        50       
AAD-12     GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSGRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
         60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHS 
                                
gi|144 RHVKPLSFRAKTDAPGC        
          120       130         
 
>>gi|14422361|emb|CAC41634.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.9  bits: 18.6 E():   38 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (27-44:85-102) 
 
                   10        20        30        40        50       
AAD-12     GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
         60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHS 
                                
gi|144 RHVKPLSFRAKTDAPGC        
          120       130         
 
>>gi|14422359|emb|CAC41633.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.9  bits: 18.6 E():   38 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (27-44:85-102) 
 
                   10        20        30        40        50       
AAD-12     GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETDQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
         60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHS 
                                
gi|144 RHVKPLSFRAKTDAPGC        
          120       130         
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 73.9  bits: 20.2 E():   39 
Smith-Waterman score: 49; 33.3% identity (64.3% similar) in 42 aa overlap (22-60:244-284) 
 
                        10        20          30         40         
AAD-12          GTVRQHSPAEWDDMMKVIVGNMAW--HADSTYMP-VMAQGAVFSAEVVPAV 
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                                     :.:  ..... .: :. .  . :.: :  : 
gi|585 GYYAYPYCYNLTPNQPSAQCEATTMQENDKMSWLFESEDVLLPSVYLRWNLTSGERVGLV 
           220       230       240       250       260       270    
 
       50        60        70        80                             
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHS                             
       :::.  : .: :                                                 
gi|585 GGRVKEA-LRIARQMTTSRKKVLPYYWYKYQDRRDTDLSRADLEATLRKITDLGADGFII 
           280        290       300       310       320       330   
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.8  bits: 20.2 E():   39 
Smith-Waterman score: 49; 21.0% identity (56.5% similar) in 62 aa overlap (9-70:276-337) 
 
                                     10        20        30         
AAD-12                       GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :.:  .  ... ..  .: :.::  .  .. 
gi|215 KSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMTNAASSYMTDYYIST 
         250       260       270       280       290       300      
 
       40        50        60        70        80                   
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS                   
       ::.:.       :.    . ..   .:.:..:                             
gi|215 VFQARHSQNNYLRVQENALNGTTTEMDDASEANMELLVQVGETLLKKPVSKDSPETYEEA 
         310       320       330       340       350       360      
 
gi|215 LKRFAKLLSDRKKLRANKASH 
         370       380       
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.8  bits: 20.2 E():   39 
Smith-Waterman score: 49; 21.0% identity (56.5% similar) in 62 aa overlap (9-70:276-337) 
 
                                     10        20        30         
AAD-12                       GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :.:  .  ... ..  .: :.::  .  .. 
gi|215 KSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMTNAASSYMTDYYIST 
         250       260       270       280       290       300      
 
       40        50        60        70        80                   
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS                   
       ::.:.       :.    . ..   .:.:..:                             
gi|215 VFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLKKPVSKDSPETYEEA 
         310       320       330       340       350       360      
 
gi|215 LKRFAKLLSDRKKLRANKASH 
         370       380       
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.8  bits: 18.9 E():   39 
Smith-Waterman score: 44; 36.4% identity (63.6% similar) in 22 aa overlap (29-50:28-49) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|115  GVFNYETETTSVIPAARLFKAFILDGDTLFPQVAPQAISSVENISGNGGPGTIKKISFP 
                10        20        30        40        50          
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
                                                                    
gi|115 EGLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKISNK 
      60        70        80        90       100       110          
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.7  bits: 18.9 E():   39 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (31-50:31-50) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
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gi|226 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.7  bits: 18.9 E():   39 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (31-50:31-50) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|132 MGVFNYETESTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
                                                                    
gi|132 EGSPFKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.7  bits: 18.9 E():   39 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (31-50:31-50) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.7  bits: 18.9 E():   39 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (31-50:31-50) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|584 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
                                                                    
gi|584 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum aest  (94 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 73.7  bits: 18.1 E():   39 
Smith-Waterman score: 41; 27.3% identity (48.5% similar) in 33 aa overlap (14-46:17-49) 
 
                  10        20        30        40        50        
AAD-12    GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                       :.:  .  . : :.    :  :  ::..   .:            
gi|668 IAVAVSADECEGDRRAMIKECAKYQQWPANPKLDPSDACCAVWQKANIPCLCAGVTKEKE 
               10        20        30        40        50        60 
 
        60        70        80            
AAD-12 RAAYDALDEATRALVHQRSARHS            
                                          
gi|668 KIYCMEKVAYVANFCKKPFPHGYKCGSYTFPPLA 
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               70        80        90     
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.7  bits: 18.9 E():   40 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (31-50:31-50) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 73.7  bits: 20.1 E():   40 
Smith-Waterman score: 49; 40.0% identity (65.0% similar) in 20 aa overlap (21-40:332-348) 
 
                         10        20        30        40        50 
AAD-12           GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
                                     :  :.   .:: :. .::.:           
gi|113 ILSQGNRFLASDIKKEVVGRYGESAMSESINWNWR---SYMDVFENGAIFVPSGVDPVLT 
             310       320       330          340       350         
 
               60        70        80     
AAD-12 RTCFADMRAAYDALDEATRALVHQRSARHS     
                                          
gi|113 PEQNAGMIPAEPGEAVLRLTSSAGVLSCQPGAPC 
      360       370       380       390   
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 73.5  bits: 19.6 E():   41 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (9-66:116-175) 
 
                                     10        20          30       
AAD-12                       GTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|481 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
          90       100       110       120       130       140      
 
         40        50        60        70        80                 
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS                 
         .   ...  . .    :   ::    :.                               
gi|481 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
         150       160       170       180       190       200      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 73.4  bits: 19.6 E():   41 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (9-66:117-176) 
 
                                     10        20          30       
AAD-12                       GTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|168 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
         90       100       110       120       130       140       
 
         40        50        60        70        80                 
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS                 
         .   ...  . .    :   ::    :.                               
gi|168 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
        150       160       170       180       190       200       
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 73.3  bits: 19.6 E():   41 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (9-66:120-179) 
 
                                     10        20          30       
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AAD-12                       GTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|285 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
      90       100       110       120       130       140          
 
         40        50        60        70        80                 
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS                 
         .   ...  . .    :   ::    :.                               
gi|285 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
     150       160       170       180       190       200          
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 73.3  bits: 19.9 E():   42 
Smith-Waterman score: 48; 23.5% identity (61.8% similar) in 34 aa overlap (5-37:237-270) 
 
                                         10         20        30    
AAD-12                           GTVRQHSPAEWDDMMKV-IVGNMAWHADSTYMPV 
                                     .:.  :..  ..  :.::   . :. .. . 
gi|729 ETPRVKMNMKYDRYAPVKVFKLDYDGIHFEKHTDIEYEPGVRYKIIGNGKLKDDGRHYSI 
        210       220       230       240       250       260       
 
            40        50        60        70        80              
AAD-12 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS              
        .::                                                         
gi|729 DVQGIPRKAFNLDADLMDFKLKVSKPEDSNKAQFSYTFNEYTETEEYEFDPHRAYYVNWL 
        270       280       290       300       310       320       
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 73.2  bits: 19.6 E():   42 
Smith-Waterman score: 47; 23.4% identity (45.3% similar) in 64 aa overlap (9-70:126-189) 
 
                                     10        20          30       
AAD-12                       GTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|330 GLVPKLDAAYSVSYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
         100       110       120       130       140       150      
 
         40        50        60        70        80                 
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS                 
         .   ...  . .    :   ::    : . .:                           
gi|330 IPAGELQIIDKIDAAFKVAATAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAA 
         160       170       180       190       200       210      
 
gi|330 VKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAAS 
         220       230       240       250       260       270      
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 73.0  bits: 19.6 E():   43 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (9-66:131-190) 
 
                                     10        20          30       
AAD-12                       GTVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|330 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
              110       120       130       140       150       160 
 
         40        50        60        70        80                 
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS                 
         .   ...  . .    :   ::    :.                               
gi|330 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
              170       180       190       200       210       220 
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  50  Z-score: 72.7  bits: 20.4 E():   45 
Smith-Waterman score: 50; 31.7% identity (55.0% similar) in 60 aa overlap (1-56:122-179) 
 
                                              10        20          
AAD-12                               GT-VRQHSPAEWDDMMKVIVGNMAWHADST 
                                     :: : : .::.: .  :. . ..:  .: . 
gi|476 VLLVPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLTDFN 
             100       110       120       130        140           
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      30           40        50        60        70        80       
AAD-12 YMP---VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS       
        :    . .::  . :    .:.:::   :                               
gi|476 LMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHL 
     150       160       170       180       190       200          
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 72.6  bits: 19.9 E():   45 
Smith-Waterman score: 48; 20.3% identity (55.9% similar) in 59 aa overlap (23-78:37-94) 
 
                       10        20        30        40        50   
AAD-12         GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|682 EAVLLGILLYIPIVLSDDRAPIPANSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQAK 
         10        20        30         40        50        60      
 
                60        70        80                              
AAD-12 CF---ADMRAAYDALDEATRALVHQRSARHS                              
        .   .:  . . ...:: ...  . . :                                
gi|682 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSFSPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
>>gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Globin   (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 43; 30.6% identity (55.6% similar) in 36 aa overlap (40-75:115-150) 
 
      10        20        30        40        50        60          
AAD-12 EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                     : :  :  . ..: ::  .::. :  .:   
gi|121 IGDLPNIDGDVTTFVASHTPRGVTHDQLNNFRAGFVSYMKAHTDFAGAEAAWGATLDAFF 
           90       100       110       120       130       140     
 
      70        80 
AAD-12 ALVHQRSARHS 
       ..:  .      
gi|121 GMVFAKM     
          150      
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 43; 29.0% identity (67.7% similar) in 31 aa overlap (37-67:49-78) 
 
         10        20        30        40        50        60       
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|186 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVRLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
         70        80                                               
AAD-12 ATRALVHQRSARHS                                               
       :                                                            
gi|186 AGLGYTYTTIGGDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEAT 
        80        90       100       110       120       130        
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.1  bits: 19.8 E():   49 
Smith-Waterman score: 48; 21.0% identity (56.5% similar) in 62 aa overlap (9-70:276-337) 
 
                                     10        20        30         
AAD-12                       GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :.:  .  ... ..  .: :.::  .  .. 
gi|158 KSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQLTNAASSYMTDYYIST 
         250       260       270       280       290       300      
 
       40        50        60        70        80                   
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS                   
       ::.:.       :.    . ..   .:.:..:                             
gi|158 VFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLKKPVSKDSPETYEEA 
         310       320       330       340       350       360      
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 2743



 

 

gi|158 LKRFAKLLSNRKKLRANKASY 
         370       380       
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (31-50:31-50) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|261 MGVFNYEAETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
                                                                    
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (31-50:31-50) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVISAARLFKSYVLDGDKLIPKVAPQAITSVENVGGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSK 
               70        80        90       100       110       120 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (31-50:31-50) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|132 MGVFNYETETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
                                                                    
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.3  bits: 18.0 E():   53 
Smith-Waterman score: 41; 33.3% identity (51.9% similar) in 27 aa overlap (50-76:2-27) 
 
      20        30        40        50        60        70          
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH 
                                     :  :.: :    . : :. :  : :..    
gi|253                              TGPYCYAGMGLPINPL-EGCREYVAQQTCGI 
                                            10         20        30 
 
      80                                                            
AAD-12 S                                                            
                                                                    
gi|253 SISGSAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREP 
               40        50        60        70        80        90 
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.1  bits: 18.3 E():   55 
Smith-Waterman score: 42; 27.6% identity (58.6% similar) in 29 aa overlap (30-58:11-39) 
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               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                    ..:. : : ::.   . :.  :  . ..:   
gi|126                    MRSLLILVLCFLPLAALGKVFGRCELAAAMKRHGLDNYRGY 
                                  10        20        30        40  
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
                                                                    
gi|126 SLGNWVCAAKFESNFNTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSAL 
              50        60        70        80        90       100  
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 70.6  bits: 19.8 E():   58 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (56-70:431-446) 
 
          30        40        50        60         70        80 
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHS 
                                     :..: :::.: ...::           
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA           
              410       420       430       440                 
 
>>gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (26-50:27-50) 
 
                10        20        30        40        50          
AAD-12  GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
      60        70        80                                        
AAD-12 AYDALDEATRALVHQRSARHS                                        
                                                                    
gi|212 GEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (31-50:30-49) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|437  GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
                10        20        30        40        50          
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
                                                                    
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (31-50:30-49) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|402  GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
                10        20        30        40        50          
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
                                                                    
gi|402 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
      60        70        80        90       100       110          
 
>>gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allergen [C  (159 aa) 
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 initn:  41 init1:  41 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (26-50:27-50) 
 
                10        20        30        40        50          
AAD-12  GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
      60        70        80                                        
AAD-12 AYDALDEATRALVHQRSARHS                                        
                                                                    
gi|212 GEASKYKYSRHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (31-50:30-49) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|437  GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
                10        20        30        40        50          
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
                                                                    
gi|437 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
      60        70        80        90       100       110          
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (31-50:31-50) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (31-50:31-50) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
                                                                    
gi|400 EGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (31-50:31-50) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
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               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (31-50:31-50) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (31-50:31-50) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
                                                                    
gi|167 EGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (31-50:31-50) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (31-50:31-50) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVMPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
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>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (31-50:31-50) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNK 
               70        80        90       100       110       120 
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (31-50:31-50) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (31-50:31-50) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (31-50:31-50) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (31-50:31-50) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
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                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 42; 40.0% identity (60.0% similar) in 25 aa overlap (26-50:27-50) 
 
                10        20        30        40        50          
AAD-12  GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:   : ::: . . ::          
gi|534 MGVFNYEDEATSVIAPARLFKSFVLDADNL-IPKVAPENVSSAENIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
      60        70        80                                        
AAD-12 AYDALDEATRALVHQRSARHS                                        
                                                                    
gi|534 PEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITS 
      60        70        80        90       100       110          
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (31-50:31-50) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (31-50:31-50) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (31-50:31-50) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
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gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (31-50:31-50) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (31-50:31-50) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (31-50:31-50) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 70.2  bits: 14.9 E():   62 
Smith-Waterman score: 29; 57.1% identity (71.4% similar) in 7 aa overlap (26-32:1-7) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                ::. : :                             
gi|751                          ADAGYAPAAPGTQPKA                    
                                        10                          
 
               70        80 
AAD-12 YDALDEATRALVHQRSARHS 
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.6  bits: 17.9 E():   66 
Smith-Waterman score: 41; 34.6% identity (61.5% similar) in 26 aa overlap (28-53:5-30) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                  :.:  ...   ::   .: :::.. :        
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gi|217                        MASKSNYNLLFTALLVFIFAAVAAVGNEDCTPWTSTL 
                                      10        20        30        
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
                                                                    
gi|217 ITPLPSCRNYVEEQACRIEMPGPPYLAKQECCEQLANIPQQCRCQALRYFMGPKSRPDQS 
        40        50        60        70        80        90        
 
>>gi|4006963|emb|CAA07328.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.6  bits: 17.7 E():   66 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (32-50:32-50) 
 
              10        20        30        40        50        60  
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              70        80                                         
AAD-12 DALDEATRALVHQRSARHS                                         
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|4006947|emb|CAA07320.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.6  bits: 17.7 E():   66 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (32-50:32-50) 
 
              10        20        30        40        50        60  
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              70        80                                         
AAD-12 DALDEATRALVHQRSARHS                                         
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 69.5  bits: 14.1 E():   67 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (69-73:2-6) 
 
       40        50        60        70        80 
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS 
                                     : :::        
gi|463                              DRNLVHSATR    
                                            10    
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  39  Z-score: 69.5  bits: 17.4 E():   67 
Smith-Waterman score: 39; 26.2% identity (54.8% similar) in 42 aa overlap (8-47:18-56) 
 
                         10        20        30          40         
AAD-12           GTVRQHSPAEWDDMMKVIVGNMAWHADSTY--MPVMAQGAVFSAEVVPAV 
                        :.  ::..   .::. .  ..     :..  :: :  ..: :  
gi|166 ATPTPTPKAAGSWCVPKPGVSDDQL---TGNINYACSQGIDCGPIQPGGACFEPNTVKAH 
               10        20           30        40        50        
 
       50        60        70        80             
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHS             
                                                    
gi|166 AAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
        60        70        80        90       100  
 
>>gi|114326420|ref|NP_001041618.1| major allergen I poly  (88 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 69.1  bits: 17.2 E():   70 
Smith-Waterman score: 38; 31.8% identity (63.6% similar) in 22 aa overlap (27-48:3-24) 
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               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                 :..  :  . .:. . :. :::             
gi|114                         MLDAALPPCPTVAATADCEICPAVKRDVDLFLTGTP 
                                       10        20        30       
 
               70        80                                 
AAD-12 YDALDEATRALVHQRSARHS                                 
                                                            
gi|114 DEYVEQVAQYKALPVVLENARILKNCVDAKMTEEDKENALSLLDKIYTSPLC 
         40        50        60        70        80         
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 69.1  bits: 14.6 E():   71 
Smith-Waterman score: 28; 40.0% identity (80.0% similar) in 10 aa overlap (37-46:4-13) 
 
         10        20        30        40        50        60       
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.:  :...:                     
gi|131                            GPVGGVVHAHMMPLL                   
                                          10                        
 
         70        80 
AAD-12 ATRALVHQRSARHS 
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 18.4 E():   73 
Smith-Waterman score: 43; 30.0% identity (55.0% similar) in 20 aa overlap (18-37:1-20) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                        : .:. :.  .   :.  ::                        
gi|142                  IPANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRH 
                                10        20        30        40    
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
                                                                    
gi|142 QNIILSEQELLDCTYHLYDPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQ 
            50        60        70        80        90       100    
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 68.8  bits: 17.9 E():   73 
Smith-Waterman score: 41; 37.9% identity (62.1% similar) in 29 aa overlap (22-50:23-49) 
 
                10        20        30        40        50          
AAD-12  GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .:  ::.  .:  : :.  :.:.: . ::          
gi|604 MAVFTFDDQATSPVAPATLYNALAKDADNI-IP-KAVGSFQSVEIVEGNGGPGTIKKISF 
               10        20        30          40        50         
 
      60        70        80                                        
AAD-12 AYDALDEATRALVHQRSARHS                                        
                                                                    
gi|604 VEDGETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTI 
       60        70        80        90       100       110         
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.6  bits: 17.9 E():   75 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (31-50:30-49) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|437  GVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
                10        20        30        40        50          
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
                                                                    
gi|437 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISHK 
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      60        70        80        90       100       110          
 
>>gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.6  bits: 17.9 E():   75 
Smith-Waterman score: 41; 32.0% identity (64.0% similar) in 25 aa overlap (26-50:27-50) 
 
                10        20        30        40        50          
AAD-12  GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGDGGPGTIKKITF 
               10        20        30         40        50          
 
      60        70        80                                        
AAD-12 AYDALDEATRALVHQRSARHS                                        
                                                                    
gi|212 GEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (31-50:31-50) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (31-50:31-50) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (31-50:31-50) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|125 MGVFNYETEATSVIPAARLFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
                                                                    
gi|125 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (31-50:31-50) 
 
               10        20        30        40        50        60 
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AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (31-50:31-50) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (31-50:31-50) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|154 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
                                                                    
gi|154 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (31-50:31-50) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (31-50:31-50) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
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gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.4  bits: 17.4 E():   77 
Smith-Waterman score: 39; 53.8% identity (69.2% similar) in 13 aa overlap (55-67:72-84) 
 
           30        40        50        60        70        80     
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS     
                                     ::.::  ::  .:                  
gi|131 ELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDE 
              50        60        70        80        90       100  
 
gi|131 FGALVDKWGAKG 
             110    
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.1  bits: 18.7 E():   80 
Smith-Waterman score: 44; 36.4% identity (77.3% similar) in 22 aa overlap (57-78:106-127) 
 
         30        40        50        60        70        80       
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS       
                                     ...: . :.:::.:  ... ::         
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
 
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.6 E():   82 
Smith-Waterman score: 40; 35.3% identity (70.6% similar) in 17 aa overlap (36-52:30-46) 
 
          10        20        30        40        50        60      
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     :::. ...  :  ::..              
gi|476  DKGPGFVVTGRVYCDPCRAGFETNVSHNVQGATVAVDCRPFNGGESKLKAEATTDGLGW 
                10        20        30        40        50          
 
          70        80                                              
AAD-12 EATRALVHQRSARHS                                              
                                                                    
gi|476 YKIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQGIRYANPIAFF 
      60        70        80        90       100       110          
 
>>gi|75139847|sp|Q7M1E8|Q7M1E8_9ROSA Pollen major allerg  (12 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 67.8  bits: 14.0 E():   83 
Smith-Waterman score: 26; 57.1% identity (71.4% similar) in 7 aa overlap (16-22:4-10) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                      ::. : :                                       
gi|751             ATGKVVQGAMPP                                     
                           10                                       
 
>>gi|15886861|emb|CAC85911.1| arginine kinase [Plodia in  (355 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 67.7  bits: 18.9 E():   84 
Smith-Waterman score: 45; 33.3% identity (61.1% similar) in 18 aa overlap (5-22:97-112) 
 
                                         10        20        30     
AAD-12                           GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .: : .: :.  .  ::.             
gi|158 YAPDAEAYVVFADLFDPIIEDYHNGFKKTDKHPPKNWGDVETL--GNLDPAGEFVVSTRV 
         70        80        90       100         110       120     
 
           40        50        60        70        80               
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS               
                                                                    
gi|158 RCGRSMEGYPFNPCLTEAQYKEMEEKVSSTLSGLEGELKGTFFPLTGMSKETQQQLIDDH 
          130       140       150       160       170       180     
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>>gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Serum a  (607 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 67.6  bits: 19.7 E():   85 
Smith-Waterman score: 48; 26.3% identity (78.9% similar) in 19 aa overlap (5-23:557-575) 
 
                                         10        20        30     
AAD-12                           GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:    ...:...::..            
gi|543 AETFTFHADICTLPEDEKQIKKQSALAELVKHKPKATKEQLKTVLGNFSAFVAKCCGRED 
        530       540       550       560       570       580       
 
           40        50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS 
                                                      
gi|543 KEACFAEEGPKLVASSQLALA                          
        590       600                                 
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.6 E():   88 
Smith-Waterman score: 42; 30.3% identity (54.5% similar) in 66 aa overlap (10-70:3-65) 
 
               10          20        30        40        50         
AAD-12 GTVRQHSPAEWD--DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR-TCFA-- 
                ::   :  .:   . .:.: : .  :    .::.:.  : . ..   ::   
gi|121        DPEWHTLDAHEVEQVQATWKAVS-HDEVEILYTVFKAH--PDIMAKFPKFAGK 
                      10        20         30          40        50 
 
          60        70        80                                    
AAD-12 DMRAAYDALDEATRALVHQRSARHS                                    
       :..:  :. : :..:                                              
gi|121 DLEAIKDTADFAVHASRIIGFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRGITKAQFG 
               60        70        80        90       100       110 
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.6 E():   89 
Smith-Waterman score: 40; 40.0% identity (60.0% similar) in 20 aa overlap (61-80:29-48) 
 
               40        50        60        70        80           
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS           
                                     : : :::  : .  ..: .:           
gi|144   KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLS 
                 10        20        30        40        50         
 
gi|144 DSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAG 
       60        70        80        90       100       110         
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 67.2  bits: 19.4 E():   90 
Smith-Waterman score: 47; 34.0% identity (56.6% similar) in 53 aa overlap (17-68:310-352) 
 
                             10        20         30        40      
AAD-12               GTVRQHSPAEWDDMMKVIVGNMAWHADS-TYMPVMAQGAVFSAEVV 
                                     : .::   .::. .: :. :. :.       
gi|289 SVANMSLGGGKSKTLEDAVNAGVEAGLHFAVAAGND--NADACNYSPAAAEKAI------ 
     280       290       300       310         320       330        
 
          50        60        70        80                          
AAD-12 PAVGGRTCFADMRAAYDALDEATRALVHQRSARHS                          
        .::. : .:: :: ..   : :                                      
gi|289 -TVGAST-LADERAYFSNYGECTDIFAPGLNILSTWIGSNYATNIISGTSMASPHIAGLL 
               340       350       360       370       380          
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 67.1  bits: 18.9 E():   90 
Smith-Waterman score: 45; 29.2% identity (56.2% similar) in 48 aa overlap (7-52:213-260) 
 
                                       10          20        30     
AAD-12                         GTVRQHSPAEW--DDMMKVIVGNMAWHADSTYMPVM 
                                     :  ::   . : ::  ...  . :: :    
gi|111 TGVLGVAPSVSLYAVKVLNSSGSGSYSGIVSGIEWATTNGMDVINMSLGGASGSTAMKQA 
            190       200       210       220       230       240   
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           40        50        60        70        80               
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS               
       ...:  .. :: :..: .                                           
gi|111 VDNAYAKGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSNSNRASFSSVGAELEV 
            250       260       270       280       290       300   
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (29-44:29-44) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|215 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAATGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
                                                                    
gi|215 GSPITTMTVRTDAVNKEALSYDSTVIDGDILLGFIESIETHMVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (29-44:29-44) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|892 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
                                                                    
gi|892 GSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 40; 43.8% identity (62.5% similar) in 16 aa overlap (29-44:29-44) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.:.                 
gi|134 MGVQTHVLELTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPD 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
                                                                    
gi|134 GGPITTMTLRIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIF 
               70        80        90       100       110       120 
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 66.9  bits: 18.4 E():   93 
Smith-Waterman score: 43; 47.6% identity (71.4% similar) in 21 aa overlap (33-53:8-24) 
 
             10        20        30        40        50        60   
AAD-12 VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
                                     .:. :::..: :   ::: .:          
gi|286                        MGSLANNIMVVGAVLAALV---VGG-SCGPPKVPPGP 
                                      10           20         30    
 
             70        80                                           
AAD-12 ALDEATRALVHQRSARHS                                           
                                                                    
gi|286 NITTNYNGKWLTARATWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKG 
            40        50        60        70        80        90    
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>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (32-50:31-49) 
 
              10        20        30        40        50        60  
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|159 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
              70        80                                          
AAD-12 DALDEATRALVHQRSARHS                                          
                                                                    
gi|159 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (32-50:31-49) 
 
              10        20        30        40        50        60  
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|384 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENISGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
              70        80                                          
AAD-12 DALDEATRALVHQRSARHS                                          
                                                                    
gi|384 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (32-50:31-49) 
 
              10        20        30        40        50        60  
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|437 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
              70        80                                          
AAD-12 DALDEATRALVHQRSARHS                                          
                                                                    
gi|437 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|4376222|emb|CAA04829.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (32-50:31-49) 
 
              10        20        30        40        50        60  
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|437 GVFNYEIGATSVIPAARLFKAFILVGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
              70        80                                          
AAD-12 DALDEATRALVHQRSARHS                                          
                                                                    
gi|437 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
               70        80        90       100       110       120 
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.8  bits: 17.1 E():   94 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (54-67:39-52) 
 
            30        40        50        60        70        80    
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS    
                                     :::  .  ::. ::                 
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gi|191 TLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
gi|191 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.8  bits: 17.1 E():   94 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (54-67:39-52) 
 
            30        40        50        60        70        80    
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS    
                                     :::  .  ::. ::                 
gi|730 TLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
gi|730 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (32-50:32-50) 
 
              10        20        30        40        50        60  
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              70        80                                          
AAD-12 DALDEATRALVHQRSARHS                                          
                                                                    
gi|125 GFPFEYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321728|emb|CAA96547.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (32-50:32-50) 
 
              10        20        30        40        50        60  
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              70        80                                          
AAD-12 DALDEATRALVHQRSARHS                                          
                                                                    
gi|132 GFPFKYVKDRVDEVAHKNFKYSYSVIEGGPIGDTLEKISNEIKIVATPDGRSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (32-50:32-50) 
 
              10        20        30        40        50        60  
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              70        80                                          
AAD-12 DALDEATRALVHQRSARHS                                          
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (31-50:31-50) 
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               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|730 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
                                                                    
gi|730 EGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|4006953|emb|CAA07323.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (32-50:32-50) 
 
              10        20        30        40        50        60  
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              70        80                                          
AAD-12 DALDEATRALVHQRSARHS                                          
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (32-50:32-50) 
 
              10        20        30        40        50        60  
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|114 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              70        80                                          
AAD-12 DALDEATRALVHQRSARHS                                          
                                                                    
gi|114 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006957|emb|CAA07325.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (32-50:32-50) 
 
              10        20        30        40        50        60  
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKINFPE 
              10        20        30        40        50        60  
 
              70        80                                          
AAD-12 DALDEATRALVHQRSARHS                                          
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (32-50:32-50) 
 
              10        20        30        40        50        60  
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              70        80                                          
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AAD-12 DALDEATRALVHQRSARHS                                          
                                                                    
gi|132 GIPFKYVKDRVDEVDHANFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (32-50:32-50) 
 
              10        20        30        40        50        60  
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              70        80                                          
AAD-12 DALDEATRALVHQRSARHS                                          
                                                                    
gi|116 GIPFKYVKGRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (32-50:32-50) 
 
              10        20        30        40        50        60  
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|241 GVFNYETETTSVIPAARLFKAFFLDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              70        80                                          
AAD-12 DALDEATRALVHQRSARHS                                          
                                                                    
gi|241 GFPFRYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (32-50:32-50) 
 
              10        20        30        40        50        60  
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              70        80                                          
AAD-12 DALDEATRALVHQRSARHS                                          
                                                                    
gi|125 GFPFKYVKDGVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (32-50:32-50) 
 
              10        20        30        40        50        60  
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              70        80                                          
AAD-12 DALDEATRALVHQRSARHS                                          
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
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Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (32-50:32-50) 
 
              10        20        30        40        50        60  
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYEIEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              70        80                                          
AAD-12 DALDEATRALVHQRSARHS                                          
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (32-50:32-50) 
 
              10        20        30        40        50        60  
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              70        80                                          
AAD-12 DALDEATRALVHQRSARHS                                          
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (32-50:32-50) 
 
              10        20        30        40        50        60  
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              70        80                                          
AAD-12 DALDEATRALVHQRSARHS                                          
                                                                    
gi|132 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|82492265|gb|ABB78006.1| major allergen Pru p 1 [Pru  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 32.0% identity (64.0% similar) in 25 aa overlap (26-50:27-50) 
 
                10        20        30        40        50          
AAD-12  GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  .:.. . ::          
gi|824 MGVFTYESEFTSEIPPPRLFKAFVLDADNL-VPKIAPQAIKHSEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
      60        70        80                                        
AAD-12 AYDALDEATRALVHQRSARHS                                        
                                                                    
gi|824 GEGSQYGYVKHKIDSIDKENHSYSYTLIEGDALGDNLEKISYETKLVASPSGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (32-50:32-50) 
 
              10        20        30        40        50        60  
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSLIPAARLFRAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
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              70        80                                          
AAD-12 DALDEATRALVHQRSARHS                                          
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (32-50:32-50) 
 
              10        20        30        40        50        60  
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|256 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              70        80                                          
AAD-12 DALDEATRALVHQRSARHS                                          
                                                                    
gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1513216|gb|AAC02632.1| cherry-allergen PRUA1 [Prunu  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 32.0% identity (64.0% similar) in 25 aa overlap (26-50:27-50) 
 
                10        20        30        40        50          
AAD-12  GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  .:.. . ::          
gi|151 MGVFTYESEFTSEIPPPRLFKAFVLDADNL-VPKIAPQAIKHSEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
      60        70        80                                        
AAD-12 AYDALDEATRALVHQRSARHS                                        
                                                                    
gi|151 GEGSQYGYVKHKIDSIDKENYSYSYTLIEGDALGDTLEKISYETKLVASPSGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (32-50:32-50) 
 
              10        20        30        40        50        60  
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              70        80                                          
AAD-12 DALDEATRALVHQRSARHS                                          
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDILEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|167472849|gb|ABZ81046.1| pollen allergen Que a 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 30.0% identity (70.0% similar) in 20 aa overlap (31-50:31-50) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :. :.:.. . ::           
gi|167 MGVFTYESEDASVIPPARLFKAFVLDSDNLIPKVVPQALKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
                                                                    
gi|167 EGSHLKHAKHRIDVIDPENFTYSFSVIEGDALFDKLENVSTETKIVASPDGGSIVKSTSK 
               70        80        90       100       110       120 
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>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (32-50:32-50) 
 
              10        20        30        40        50        60  
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              70        80                                          
AAD-12 DALDEATRALVHQRSARHS                                          
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (32-50:32-50) 
 
              10        20        30        40        50        60  
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPG 
              10        20        30        40        50        60  
 
              70        80                                          
AAD-12 DALDEATRALVHQRSARHS                                          
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (32-50:32-50) 
 
              10        20        30        40        50        60  
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              70        80                                          
AAD-12 DALDEATRALVHQRSARHS                                          
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGPILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (32-50:32-50) 
 
              10        20        30        40        50        60  
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              70        80                                          
AAD-12 DALDEATRALVHQRSARHS                                          
                                                                    
gi|459 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (32-50:32-50) 
 
              10        20        30        40        50        60  
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
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gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              70        80                                          
AAD-12 DALDEATRALVHQRSARHS                                          
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (32-50:32-50) 
 
              10        20        30        40        50        60  
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              70        80                                          
AAD-12 DALDEATRALVHQRSARHS                                          
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (32-50:32-50) 
 
              10        20        30        40        50        60  
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              70        80                                          
AAD-12 DALDEATRALVHQRSARHS                                          
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVTTPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (32-50:32-50) 
 
              10        20        30        40        50        60  
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              70        80                                          
AAD-12 DALDEATRALVHQRSARHS                                          
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (32-50:32-50) 
 
              10        20        30        40        50        60  
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKASILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              70        80                                          
AAD-12 DALDEATRALVHQRSARHS                                          
                                                                    
gi|132 GSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKF 
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              70        80        90       100       110       120  
 
>>gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (31-50:31-50) 
 
               10        20        30        40        50        60 
AAD-12 GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 YDALDEATRALVHQRSARHS                                         
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGFVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|18639|emb|CAA33217.1| glycinin subunit G3 [Glycine   (481 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.4  bits: 19.1 E():   99 
Smith-Waterman score: 46; 30.4% identity (56.5% similar) in 23 aa overlap (13-35:137-159) 
 
                                 10        20        30        40   
AAD-12                   GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     :.. : .:   :  ..   ::.:        
gi|186 CPSTFEEPQQKGQSSRPQDRHQKIYHFREGDLIAVPTGFAYWMYNNEDTPVVAVSLIDTN 
        110       120       130       140       150       160       
 
             50        60        70        80                       
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS                       
                                                                    
gi|186 SFQNQLDQMPRRFYLAGNQEQEFLQYQPQKQQGGTQSQKGKRQQEEENEGGSILSGFAPE 
        170       180       190       200       210       220       
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.3  bits: 19.1 E(): 1e 
Smith-Waterman score: 46; 30.4% identity (56.5% similar) in 23 aa overlap (13-35:137-159) 
 
                                 10        20        30        40   
AAD-12                   GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     :.. : .:   :  ..   ::.:        
gi|186 TYQEPQESQQRGRSQRPQDRHQKVHRFREGDLIAVPTGVAWWMYNNEDTPVVAVSIIDTN 
        110       120       130       140       150       160       
 
             50        60        70        80                       
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS                       
                                                                    
gi|186 SLENQLDQMPRRFYLAGNQEQEFLKYQQQQQGGSQSQKGKQQEEENEGSNILSGFAPEFL 
        170       180       190       200       210       220       
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.3  bits: 19.1 E(): 1e 
Smith-Waterman score: 46; 30.4% identity (56.5% similar) in 23 aa overlap (13-35:137-159) 
 
                                 10        20        30        40   
AAD-12                   GTVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     :.. : .:   :  ..   ::.:        
gi|186 TYQEPQESQQRGRSQRPQDRHQKVHRFREGDLIAVPTGVAWWMYNNEDTPVVAVSIIDTN 
        110       120       130       140       150       160       
 
             50        60        70        80                       
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS                       
                                                                    
gi|186 SLENQLDQMPRRFYLAGNQEQEFLKYQQQQQGGSQSQKGKQQEEENEGSNILSGFAPEFL 
        170       180       190       200       210       220       
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.3  bits: 17.3 E(): 1e 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (39-48:57-66) 
 
       10        20        30        40        50        60         
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AAD-12 AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .::  .::::                     
gi|291 ATAGGSLLVPSGLILAGTVIALTLATPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAA 
         30        40        50        60        70        80       
 
       70        80                                           
AAD-12 RALVHQRSARHS                                           
                                                              
gi|291 VTVLSWIYRYVTGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVTGSQGS 
         90       100       110       120       130       140 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:44 2011 done: Fri Jan 21 00:02:44 2011 
 Total Scan time:  0.070 Total Display time:  0.080 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 86  - 165 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     3     2:* 
  32     3     8:=* 
  34     7    22:==   * 
  36    24    44:======    * 
  38    44    73:===========       * 
  40    89   102:=======================  * 
  42    69   125:==================             * 
  44   102   138:==========================        * 
  46   116   140:=============================     * 
  48   171   134:=================================*========= 
  50   194   122:==============================*================== 
  52   105   108:==========================* 
  54   116    92:======================*====== 
  56    55    77:==============     * 
  58    57    63:===============* 
  60    37    51:==========  * 
  62    32    41:========  * 
  64    36    33:========* 
  66    61    26:======*========= 
  68    23    20:====*= 
  70    28    16:===*=== 
  72    23    12:==*=== 
  74    25    10:==*==== 
  76    17     8:=*=== 
  78    20     6:=*=== 
  80     2     5:=* 
  82     2     3:* 
  84     5     3:*= 
  86     8     2:*= 
  88     0     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     3     1:*         :*== 
  94     1     1:*         :* 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 2767



 

 

  96     6     1:*=        :*===== 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     1     0:=         *= 
 112     0     0:          * 
 114     1     0:=         *= 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.61510.00277; mu= 1.7503 0.145 
 mean_var=34.2842 9.054, 0's: 2 Z-trim: 3  B-trim: 186 in 1/43 
 Lambda= 0.219042 
 Kolmogorov-Smirnov  statistic: 0.1319 (N=28) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   65 25.6    0.22 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   63 25.0    0.34 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   62 24.5     0.7 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   57 23.0     2.1 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   56 22.7     2.1 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   56 22.7     2.1 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   56 22.7     2.1 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   56 22.7     2.1 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   57 22.9     2.4 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   56 22.6       3 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   60 23.6     3.6 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   55 22.3     3.6 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   58 23.0     4.2 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   54 22.0     4.6 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   53 21.7     5.1 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   49 20.6     6.9 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   57 22.6     6.9 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   57 22.6     6.9 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 21.4     7.1 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   52 21.4     7.1 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   52 21.4     7.1 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   52 21.4     7.1 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   55 22.1       8 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   50 20.8     8.8 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 22.0     9.3 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 18.2      11 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 18.2      11 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   50 20.7      11 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   49 20.4      13 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   52 21.1      16 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   51 20.8      18 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 19.5      19 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 19.8      20 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   45 19.3      20 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 19.8      21 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 19.8      21 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   47 19.8      21 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   47 19.8      21 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   47 19.8      21 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   47 19.8      21 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   47 19.8      21 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   47 19.8      21 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   47 19.8      21 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   47 19.8      21 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   47 19.8      21 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   47 19.8      21 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   47 19.8      21 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 2768



 

 

gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 19.8      21 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 19.8      21 
gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   48 20.0      23 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.5      24 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 20.5      24 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   51 20.8      25 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   51 20.8      25 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   51 20.8      25 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   51 20.8      25 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   51 20.8      25 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   51 20.8      25 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   44 18.9      26 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   46 19.5      26 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 19.5      26 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   46 19.5      26 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   46 19.5      26 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 19.5      26 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 19.5      26 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 19.5      26 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.7      31 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 16.6      31 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   50 20.4      32 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   45 19.1      32 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   45 19.1      32 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   45 19.1      32 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   45 19.1      32 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   45 19.1      32 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   45 19.1      32 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   45 19.1      33 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   45 19.1      33 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   45 19.1      33 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 20.4      33 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   44 18.9      34 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   52 20.9      35 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   52 20.9      36 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 20.4      37 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   43 18.6      37 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   49 20.1      37 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   46 19.4      38 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   42 18.3      38 
gi|14422363|emb|CAC41635.1| plantain pollen major  ( 131)   43 18.6      40 
gi|14422361|emb|CAC41634.1| plantain pollen major  ( 131)   43 18.6      40 
gi|14422359|emb|CAC41633.1| plantain pollen major  ( 131)   43 18.6      40 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   49 20.1      40 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   49 20.1      40 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   49 20.1      40 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   44 18.8      40 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   44 18.8      41 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   44 18.8      41 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   44 18.8      41 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   44 18.8      41 
gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum  (  94)   41 18.1      41 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 20.1      41 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   44 18.8      41 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   47 19.6      42 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   47 19.6      42 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   47 19.6      43 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   47 19.6      43 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   48 19.8      43 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.6      43 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   49 20.1      44 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   47 19.6      45 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   48 19.8      46 
gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Glo ( 151)   43 18.5      47 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   43 18.5      48 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   48 19.8      50 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   43 18.5      50 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   43 18.5      50 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   43 18.5      50 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   41 18.0      55 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   42 18.2      56 
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gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   49 20.0      57 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 19.7      59 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   42 18.2      62 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.2      62 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   42 18.2      62 
gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allerge ( 159)   42 18.2      62 
gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allerge ( 159)   42 18.2      62 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   42 18.2      62 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.2      62 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.2      62 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.2      62 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   42 18.2      62 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 18.2      62 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.2      62 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.2      62 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   42 18.2      62 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.2      62 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   42 18.2      62 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   42 18.2      62 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 18.2      62 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   42 18.2      62 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   42 18.2      62 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.2      62 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   42 18.2      62 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 18.2      62 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.2      62 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 14.8      63 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   41 17.9      68 
gi|4006963|emb|CAA07328.1| pollen allergen Betv1,  ( 120)   40 17.7      68 
gi|4006947|emb|CAA07320.1| pollen allergen Betv1,  ( 120)   40 17.7      68 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   39 17.4      68 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 14.1      69 
gi|114326420|ref|NP_001041618.1| major allergen I  (  88)   38 17.1      72 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   28 14.6      73 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   43 18.4      74 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   41 17.9      74 
gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allerge ( 159)   41 17.9      77 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   41 17.9      77 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   41 17.9      77 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   41 17.9      77 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   41 17.9      77 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   41 17.9      77 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   41 17.9      77 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   41 17.9      77 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   41 17.9      77 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   41 17.9      77 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.4      78 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   41 17.9      79 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   40 17.6      84 
gi|75139847|sp|Q7M1E8|Q7M1E8_9ROSA Pollen major al (  12)   26 14.0      85 
gi|15886861|emb|CAC85911.1| arginine kinase [Plodi ( 355)   45 18.9      86 
gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Ser ( 607)   48 19.6      86 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   40 17.6      89 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   40 17.6      90 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   47 19.4      91 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   45 18.9      91 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   40 17.6      91 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   40 17.6      91 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   40 17.6      91 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   43 18.3      94 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   40 17.6      95 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   40 17.6      95 
gi|4376222|emb|CAA04829.1| pollen allergen, Betv1  ( 159)   40 17.6      95 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   40 17.6      95 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   38 17.0      96 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   38 17.0      96 
gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula pl ( 160)   40 17.6      96 
gi|4006953|emb|CAA07323.1| pollen allergen Betv1,  ( 160)   40 17.6      96 
gi|1321728|emb|CAA96547.1| major allergen Bet v 1  ( 160)   40 17.6      96 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   40 17.6      96 
gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen be ( 160)   40 17.6      96 
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gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   40 17.6      96 
gi|1513216|gb|AAC02632.1| cherry-allergen PRUA1 [P ( 160)   40 17.6      96 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   40 17.6      96 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   40 17.6      96 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   40 17.6      96 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   40 17.6      96 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   40 17.6      96 
gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula pl ( 160)   40 17.6      96 
gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=M ( 160)   40 17.6      96 
gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=M ( 160)   40 17.6      96 
gi|4006957|emb|CAA07325.1| pollen allergen Betv1,  ( 160)   40 17.6      96 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   40 17.6      96 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   40 17.6      96 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   40 17.6      96 
gi|167472849|gb|ABZ81046.1| pollen allergen Que a  ( 160)   40 17.6      96 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   40 17.6      96 
gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 ( 160)   40 17.6      96 
gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Be ( 160)   40 17.6      96 
gi|82492265|gb|ABB78006.1| major allergen Pru p 1  ( 160)   40 17.6      96 
gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 ( 160)   40 17.6      96 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   40 17.6      96 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   40 17.6      96 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   40 17.6      96 
gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 ( 160)   40 17.6      96 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   40 17.6      96 
gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 ( 161)   40 17.6      96 
gi|18639|emb|CAA33217.1| glycinin subunit G3 [Glyc ( 481)   46 19.1      99 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  57 init1:  57 opt:  65  Z-score: 114.2  bits: 25.6 E(): 0.22 
Smith-Waterman score: 65; 42.3% identity (65.4% similar) in 26 aa overlap (2-27:34-56) 
 
                                            10        20        30  
AAD-12                              TVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 
                                     .:::.  ::. : :   ::. :.. :     
gi|126 DLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTK--KGNL-WEVKSAKPL 
            10        20        30        40          50         60 
 
              40        50        60        70        80 
AAD-12 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL 
                                                         
gi|126 TGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN             
               70        80        90                    
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  53 init1:  53 opt:  63  Z-score: 110.8  bits: 25.0 E(): 0.34 
Smith-Waterman score: 63; 37.0% identity (66.7% similar) in 27 aa overlap (2-28:34-57) 
 
                                            10        20        30  
AAD-12                              TVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 
                                     .:::.  ::. . :   ::. :.. :.    
gi|144 TFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTK--KGNL-WEVKSSKPL 
            10        20        30        40          50         60 
 
              40        50        60        70        80 
AAD-12 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL 
                                                         
gi|144 TGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE              
               70        80        90                    
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 105.2  bits: 24.5 E():  0.7 
Smith-Waterman score: 62; 26.5% identity (59.2% similar) in 49 aa overlap (27-75:5-52) 
 
               10        20        30        40        50        60 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                 :.  :..  ... :. .. :. :. :.: :     
gi|189                       MASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPS 
                                     10        20        30         
 
               70        80                                         
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AAD-12 DALDEATRALVHQRSARHSL                                         
       . : :. :  : :..                                              
gi|189 NPL-EGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRS 
       40         50        60        70        80        90        
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  50 init1:  50 opt:  57  Z-score: 96.6  bits: 23.0 E():  2.1 
Smith-Waterman score: 57; 24.5% identity (59.2% similar) in 49 aa overlap (27-75:5-52) 
 
               10        20        30        40        50        60 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                 :.  :..  ... :. .. .. :. :.: :     
gi|439                       MASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPS 
                                     10        20        30         
 
               70        80                                         
AAD-12 DALDEATRALVHQRSARHSL                                         
       . : :. :  : :..                                              
gi|439 NPL-EGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRR 
       40         50        60        70        80        90        
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 96.6  bits: 22.7 E():  2.1 
Smith-Waterman score: 56; 30.9% identity (50.9% similar) in 55 aa overlap (2-56:59-107) 
 
                                            10        20        30  
AAD-12                              TVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 
                                     .:.:.  ::  : :   :  .:  ::   : 
gi|117 KVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDSEE-P 
       30        40        50        60        70          80       
 
              40        50        60        70        80 
AAD-12 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL 
       .  ::  :. . .   : .. : :.                         
gi|117 L--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE          
             90       100       110       120            
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 96.6  bits: 22.7 E():  2.1 
Smith-Waterman score: 56; 30.9% identity (50.9% similar) in 55 aa overlap (2-56:59-107) 
 
                                            10        20        30  
AAD-12                              TVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 
                                     .:.:.  ::  : :   :  .:  ::   : 
gi|400 KVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDSEE-P 
       30        40        50        60        70          80       
 
              40        50        60        70        80 
AAD-12 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL 
       .  ::  :. . .   : .. : :.                         
gi|400 L--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE          
             90       100       110       120            
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 96.6  bits: 22.7 E():  2.1 
Smith-Waterman score: 56; 30.9% identity (50.9% similar) in 55 aa overlap (2-56:59-107) 
 
                                            10        20        30  
AAD-12                              TVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 
                                     .:.:.  ::  : :   :  .:  ::   : 
gi|400 KVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDSEE-P 
       30        40        50        60        70          80       
 
              40        50        60        70        80 
AAD-12 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL 
       .  ::  :. . .   : .. : :.                         
gi|400 L--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE          
             90       100       110       120            
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 96.6  bits: 22.7 E():  2.1 
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Smith-Waterman score: 56; 30.9% identity (50.9% similar) in 55 aa overlap (2-56:59-107) 
 
                                            10        20        30  
AAD-12                              TVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 
                                     .:.:.  ::  : :   :  .:  ::   : 
gi|400 KVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDSEE-P 
       30        40        50        60        70          80       
 
              40        50        60        70        80 
AAD-12 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL 
       .  ::  :. . .   : .. : :.                         
gi|400 L--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE          
             90       100       110       120            
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 95.7  bits: 22.9 E():  2.4 
Smith-Waterman score: 57; 41.4% identity (69.0% similar) in 29 aa overlap (21-49:23-50) 
 
                 10        20        30        40        50         
AAD-12   TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: :::.: . ::          
gi|444 MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
       60        70        80                                       
AAD-12 AYDALDEATRALVHQRSARHSL                                       
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 94.0  bits: 22.6 E():    3 
Smith-Waterman score: 56; 40.0% identity (68.0% similar) in 25 aa overlap (25-49:27-50) 
 
                 10        20        30        40        50         
AAD-12   TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. :::.. . ::          
gi|165 MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
       60        70        80                                       
AAD-12 AYDALDEATRALVHQRSARHSL                                       
                                                                    
gi|165 GEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSILKNTS 
      60        70        80        90       100       110          
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  48 init1:  48 opt:  60  Z-score: 92.5  bits: 23.6 E():  3.6 
Smith-Waterman score: 60; 22.2% identity (61.9% similar) in 63 aa overlap (5-66:134-194) 
 
                                         10        20         30    
AAD-12                           TVRQHSPAEWDDMMKVIVGNMAWHAD-STYMPVM 
                                     : :: ::   : .. .. ...  ..      
gi|309 SKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQVKYQGGCGSGWAFS 
           110       120       130       140       150       160    
 
            40        50        60        70        80              
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL              
       : ::. .:... :.:  . ..... . : ..:.                            
gi|309 ATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGCYNGWHYQSFEWVLEHGGIATDDDY 
           170        180        190       200       210       220  
 
gi|309 PYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAILEQPISVSIDAKDFH 
             230       240       250       260       270       280  
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 92.4  bits: 22.3 E():  3.6 
Smith-Waterman score: 55; 32.4% identity (58.8% similar) in 34 aa overlap (6-33:114-147) 
 
                                        10            20            
AAD-12                          TVRQHSPAEWDDMMKVIV----GNMAWHA--DSTY 
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                                     :::. :.. : .:    :   : .  .:.. 
gi|250 EVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSW 
            90       100       110       120       130       140    
 
      30        40        50        60        70        80 
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL 
        ::.                                                
gi|250 APVLDFVFSTLKNEL                                     
           150                                             
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 91.3  bits: 23.0 E():  4.2 
Smith-Waterman score: 58; 26.0% identity (56.0% similar) in 50 aa overlap (22-71:23-71) 
 
                10        20        30        40        50          
AAD-12  TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                             .. ::. : :. :   .  : ..::.::    .: .   
gi|663 MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGKATTDEQKL 
               10        20        30        40         50          
 
      60        70        80                                        
AAD-12 YDALDEATRALVHQRSARHSL                                        
        . .. . .: :                                                 
gi|663 LEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILKLDTDYDVA 
      60        70        80        90       100       110          
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 90.6  bits: 22.0 E():  4.6 
Smith-Waterman score: 54; 37.9% identity (69.0% similar) in 29 aa overlap (21-49:23-50) 
 
                 10        20        30        40        50         
AAD-12   TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: .::.: . ::          
gi|444 MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
       60        70        80                                       
AAD-12 AYDALDEATRALVHQRSARHSL                                       
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 89.8  bits: 21.7 E():  5.1 
Smith-Waterman score: 53; 24.5% identity (55.1% similar) in 49 aa overlap (27-75:5-52) 
 
               10        20        30        40        50        60 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                 :.  :..   .. :. .. .. :  :.: :     
gi|217                       MASKSSISPLLLATVLVSVFAAATATGPYCYAGMGLPI 
                                     10        20        30         
 
               70        80                                         
AAD-12 DALDEATRALVHQRSARHSL                                         
       . : :. :  : :..                                              
gi|217 NPL-EGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRR 
       40         50        60        70        80        90        
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 87.4  bits: 20.6 E():  6.9 
Smith-Waterman score: 49; 32.3% identity (58.1% similar) in 31 aa overlap (1-29:35-64) 
 
                                               10        20         
AAD-12                               TVRQHSPAE--WDDMMKVIVGNMAWHADST 
                                     : . ..::.  :: .  : .   .: ::.  
gi|323 QTCAGNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKP 
           10        20        30        40         50        60    
 
       30        40        50        60        70        80 
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL 
       :                                                    
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gi|323 YSWRYGWTAFCGPAGPRCLRTNAAVTVR                         
            70        80        90                          
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  48 init1:  48 opt:  57  Z-score: 87.4  bits: 22.6 E():  6.9 
Smith-Waterman score: 57; 22.2% identity (58.7% similar) in 63 aa overlap (5-66:134-194) 
 
                                         10        20         30    
AAD-12                           TVRQHSPAEWDDMMKVIVGNMAWHADSTY-MPVM 
                                     : :: ::   : .. .. ...          
gi|129 SKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQVKYQGGCGRGWAFS 
           110       120       130       140       150       160    
 
            40        50        60        70        80              
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL              
       : ::. .:... :.:  . ..... . : ..:.                            
gi|129 ATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGSYNGWQYQSFEWVLEHGGIATDDDY 
           170        180        190       200       210       220  
 
gi|129 PYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAILEQPISVSIDAKDFH 
             230       240       250       260       270       280  
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  48 init1:  48 opt:  57  Z-score: 87.4  bits: 22.6 E():  6.9 
Smith-Waterman score: 57; 22.2% identity (58.7% similar) in 63 aa overlap (5-66:134-194) 
 
                                         10        20         30    
AAD-12                           TVRQHSPAEWDDMMKVIVGNMAWHADSTY-MPVM 
                                     : :: ::   : .. .. ...          
gi|119 SKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQVKYQGGCGRGWAFS 
           110       120       130       140       150       160    
 
            40        50        60        70        80              
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL              
       : ::. .:... :.:  . ..... . : ..:.                            
gi|119 ATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGSYNGWQYQSFEWVLEHGGIATDDDY 
           170        180        190       200       210       220  
 
gi|119 PYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAILEQPISVSIDAKDFH 
             230       240       250       260       270       280  
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 87.2  bits: 21.4 E():  7.1 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (25-49:27-50) 
 
                 10        20        30        40        50         
AAD-12   TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|602 MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
       60        70        80                                       
AAD-12 AYDALDEATRALVHQRSARHSL                                       
                                                                    
gi|602 GEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 87.2  bits: 21.4 E():  7.1 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (25-49:27-50) 
 
                 10        20        30        40        50         
AAD-12   TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|131 MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
       60        70        80                                       
AAD-12 AYDALDEATRALVHQRSARHSL                                       
                                                                    
gi|131 GEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSH 
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      60        70        80        90       100       110          
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 87.2  bits: 21.4 E():  7.1 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (25-49:27-50) 
 
                 10        20        30        40        50         
AAD-12   TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|279 MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
       60        70        80                                       
AAD-12 AYDALDEATRALVHQRSARHSL                                       
                                                                    
gi|279 GEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 87.1  bits: 21.4 E():  7.1 
Smith-Waterman score: 52; 37.9% identity (69.0% similar) in 29 aa overlap (21-49:23-50) 
 
                 10        20        30        40        50         
AAD-12   TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: .::.: . ::          
gi|444 MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
       60        70        80                                       
AAD-12 AYDALDEATRALVHQRSARHSL                                       
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 86.2  bits: 22.1 E():    8 
Smith-Waterman score: 55; 25.5% identity (55.3% similar) in 47 aa overlap (16-61:16-62) 
 
               10        20         30        40        50          
AAD-12 TVRQHSPAEWDDMMKVIVGNMA-WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                      ...:  : . ::. : :. :   .  : .  :.::..   ...   
gi|441 MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLL 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 YDALDEATRALVHQRSARHSL                                        
        :                                                           
gi|441 EDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAY 
               70        80        90       100       110       120 
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 85.5  bits: 20.8 E():  8.8 
Smith-Waterman score: 50; 28.1% identity (59.4% similar) in 32 aa overlap (16-47:11-42) 
 
               10        20        30        40        50        60 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                      ::.. .:: ...   :. : :    ..::  .              
gi|249      MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQDIMPCLHFVKGEEKE 
                    10        20        30        40        50      
 
               70        80                                         
AAD-12 DALDEATRALVHQRSARHSL                                         
                                                                    
gi|249 PSKECCSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVAEVPKKCDIKTTLPPI 
          60        70        80        90       100       110      
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 85.1  bits: 22.0 E():  9.3 
Smith-Waterman score: 55; 30.6% identity (58.3% similar) in 36 aa overlap (8-43:155-190) 
 
                                      10        20        30        
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AAD-12                        TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :   . ..::.:..  :: .     .  :: 
gi|249 QLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA 
          130       140       150       160       170       180     
 
        40        50        60        70        80                  
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL                  
       . .:::                                                       
gi|249 IPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTL 
          190       200       210       220       230       240     
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 84.1  bits: 18.2 E():   11 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (23-29:19-25) 
 
               10        20        30        40        50        60 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                             :.::..:                                
gi|320     YTTEGGTKAEAEDVIPEGWKADTSYE                               
                   10        20                                     
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 84.1  bits: 18.2 E():   11 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (23-29:19-25) 
 
               10        20        30        40        50        60 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                             :.::..:                                
gi|320     YTTEGGKKVEAEDVIPEGWKADTSYE                               
                   10        20                                     
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  50  Z-score: 83.7  bits: 20.7 E():   11 
Smith-Waterman score: 50; 31.0% identity (55.2% similar) in 29 aa overlap (30-53:31-59) 
 
                10        20        30        40             50     
AAD-12  TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICFD 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 DMRAAYDALDEATRALVHQRSARHSL                                   
                                                                    
gi|132 EGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSISK 
               70        80        90       100       110       120 
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 82.5  bits: 20.4 E():   13 
Smith-Waterman score: 49; 35.7% identity (52.4% similar) in 42 aa overlap (37-67:37-78) 
 
         10        20        30        40        50              60 
AAD-12 PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR------TCFADMRAAY 
                                     :. : :.: . ::       :   : ...: 
gi|145 EEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSY 
         10        20        30        40        50        60       
 
                    70        80                                    
AAD-12 -----DALDEATRALVHQRSARHSL                                    
            ::.::::                                                 
gi|145 VLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAP 
         70        80        90       100       110       120       
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.0  bits: 21.1 E():   16 
Smith-Waterman score: 52; 20.8% identity (58.3% similar) in 48 aa overlap (27-74:72-119) 
 
                   10        20        30        40        50       
AAD-12     TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:...:   :: .  :..  .. :... 
gi|170 QSFSQQPPFSQQQQQPLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQ 
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              50        60        70        80        90       100  
 
         60        70        80                                     
AAD-12 RAAYDALDEATRALVHQRSARHSL                                     
       .      ..  . ::.:.                                           
gi|170 QQLVLPPQQQQQQLVQQQIPIVQPSVLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSS 
             110       120       130       140       150       160  
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.9  bits: 20.8 E():   18 
Smith-Waterman score: 51; 22.6% identity (64.5% similar) in 31 aa overlap (27-57:66-96) 
 
                   10        20        30        40        50       
AAD-12     TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:.. ::  :  .. :..  .. :... 
gi|219 QPLPPQQTFPQQPPFSQQQQQQPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQ 
          40        50        60        70        80        90      
 
         60        70        80                                     
AAD-12 RAAYDALDEATRALVHQRSARHSL                                     
       .                                                            
gi|219 QQLILPPQQQQQLPQQQISIVQPSVLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSC 
         100       110       120       130       140       150      
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 79.4  bits: 19.5 E():   19 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (31-46:66-81) 
 
               10        20        30        40        50        60 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
               70        80         
AAD-12 DALDEATRALVHQRSARHSL         
                                    
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS 
         100       110       120    
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.0  bits: 19.8 E():   20 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (56-72:14-30) 
 
          30        40        50        60        70        80      
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL      
                                     .: :.: .:.  .. .:              
gi|219                  MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQ 
                                10        20        30        40    
 
gi|219 TFEENDLQQLIIEIDADGSGELEFDEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNG 
            50        60        70        80        90       100    
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 78.9  bits: 19.3 E():   20 
Smith-Waterman score: 45; 25.5% identity (58.8% similar) in 51 aa overlap (26-73:13-61) 
 
               10        20        30        40           50        
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV-PAVG--GRTCFADMR 
                                :..   : : :. :. ..    ::  :..  :: . 
gi|207              MSITDIVSEKDIDAALESVKAAGS-FNYKIFFQKVGLAGKSA-ADAK 
                            10        20         30        40       
 
        60        70        80                                      
AAD-12 AAYDALDEATRALVHQRSARHSL                                      
        ... ::.   ....:                                             
gi|207 KVFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQA 
          50        60        70        80        90       100      
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.8  bits: 19.8 E():   21 
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Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (44-60:141-157) 
 
            20        30        40        50        60        70    
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
            80 
AAD-12 RSARHSL 
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.8  bits: 19.8 E():   21 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (44-60:141-157) 
 
            20        30        40        50        60        70    
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
            80 
AAD-12 RSARHSL 
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.7  bits: 19.8 E():   21 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (25-49:27-50) 
 
                 10        20        30        40        50         
AAD-12   TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
       60        70        80                                       
AAD-12 AYDALDEATRALVHQRSARHSL                                       
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 78.7  bits: 19.8 E():   21 
Smith-Waterman score: 47; 23.7% identity (54.2% similar) in 59 aa overlap (25-72:27-84) 
 
                 10        20        30        40             50    
AAD-12   TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCF 
                                 ::.  .: .:  :.  ::.. . ::     .  : 
gi|304 MGLYTFENEFTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
                  60        70        80                            
AAD-12 AD------MRAAYDALDEATRALVHQRSARHSL                            
       ..      ..   :..:::. . ..                                    
gi|304 GEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.7  bits: 19.8 E():   21 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (25-49:27-50) 
 
                 10        20        30        40        50         
AAD-12   TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|886 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
       60        70        80                                       
AAD-12 AYDALDEATRALVHQRSARHSL                                       
                                                                    
gi|886 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIKSISH 
      60        70        80        90       100       110          
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>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.7  bits: 19.8 E():   21 
Smith-Waterman score: 47; 40.0% identity (68.0% similar) in 25 aa overlap (25-49:27-50) 
 
                 10        20        30        40        50         
AAD-12   TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :.:.. . ::          
gi|602 MGVFTYEFEFTSVIPPARLYNAFVLDADNL-IPKIAPQAVKSTEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
       60        70        80                                       
AAD-12 AYDALDEATRALVHQRSARHSL                                       
                                                                    
gi|602 GEGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISH 
      60        70        80        90       100       110          
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.7  bits: 19.8 E():   21 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (25-49:27-50) 
 
                 10        20        30        40        50         
AAD-12   TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|753 MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
       60        70        80                                       
AAD-12 AYDALDEATRALVHQRSARHSL                                       
                                                                    
gi|753 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.7  bits: 19.8 E():   21 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (25-49:27-50) 
 
                 10        20        30        40        50         
AAD-12   TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
       60        70        80                                       
AAD-12 AYDALDEATRALVHQRSARHSL                                       
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.7  bits: 19.8 E():   21 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (25-49:27-50) 
 
                 10        20        30        40        50         
AAD-12   TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|165 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
       60        70        80                                       
AAD-12 AYDALDEATRALVHQRSARHSL                                       
                                                                    
gi|165 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.7  bits: 19.8 E():   21 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (25-49:27-50) 
 
                 10        20        30        40        50         
AAD-12   TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
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                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEYTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
       60        70        80                                       
AAD-12 AYDALDEATRALVHQRSARHSL                                       
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.7  bits: 19.8 E():   21 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (25-49:27-50) 
 
                 10        20        30        40        50         
AAD-12   TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|134 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
       60        70        80                                       
AAD-12 AYDALDEATRALVHQRSARHSL                                       
                                                                    
gi|134 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.7  bits: 19.8 E():   21 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (25-49:27-50) 
 
                 10        20        30        40        50         
AAD-12   TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
       60        70        80                                       
AAD-12 AYDALDEATRALVHQRSARHSL                                       
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.7  bits: 19.8 E():   21 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (25-49:27-50) 
 
                 10        20        30        40        50         
AAD-12   TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
       60        70        80                                       
AAD-12 AYDALDEATRALVHQRSARHSL                                       
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.6  bits: 19.8 E():   21 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (44-60:144-160) 
 
            20        30        40        50        60        70    
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
            80 
AAD-12 RSARHSL 
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>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.6  bits: 19.8 E():   21 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (44-60:144-160) 
 
            20        30        40        50        60        70    
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
            80 
AAD-12 RSARHSL 
 
>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.8  bits: 20.0 E():   23 
Smith-Waterman score: 48; 33.3% identity (59.3% similar) in 27 aa overlap (27-53:17-43) 
 
               10        20        30        40        50        60 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                 :.:.:  .   ::..:  :  .: : .        
gi|510           MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLPVIRG 
                         10        20        30        40        50 
 
               70        80                                         
AAD-12 DALDEATRALVHQRSARHSL                                         
                                                                    
gi|510 KGGGIEFAKTETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHLCTPL 
               60        70        80        90       100       110 
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 77.7  bits: 19.5 E():   24 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (56-73:126-143) 
 
          30        40        50        60        70        80 
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL 
                                     . ::..::: :..: ...        
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG    
         100       110       120       130       140           
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 77.6  bits: 20.5 E():   24 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (23-40:66-83) 
 
                       10        20        30        40        50   
AAD-12         TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
             60        70        80                                 
AAD-12 FADMRAAYDALDEATRALVHQRSARHSL                                 
                                                                    
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.3  bits: 20.8 E():   25 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (14-51:270-307) 
 
                                10        20        30        40    
AAD-12                  TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
            50        60        70        80                        
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL                        
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
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>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.3  bits: 20.8 E():   25 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (14-51:270-307) 
 
                                10        20        30        40    
AAD-12                  TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|118 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
            50        60        70        80                        
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL                        
       .  : : :                                                     
gi|118 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.3  bits: 20.8 E():   25 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (14-51:270-307) 
 
                                10        20        30        40    
AAD-12                  TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
            50        60        70        80                        
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL                        
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFATFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.3  bits: 20.8 E():   25 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (14-51:270-307) 
 
                                10        20        30        40    
AAD-12                  TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
            50        60        70        80                        
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL                        
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.3  bits: 20.8 E():   25 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (14-51:270-307) 
 
                                10        20        30        40    
AAD-12                  TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|270 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
            50        60        70        80                        
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL                        
       .  : : :                                                     
gi|270 IQHVKGGTPKRPDRAIETYLFAMFDENQKQPEVEKHFGLFFPDKRPKYNLNFSAKKNWDI 
     300       310       320       330       340       350          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.3  bits: 20.8 E():   25 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (14-51:270-307) 
 
                                10        20        30        40    
AAD-12                  TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
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gi|327 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
            50        60        70        80                        
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL                        
       .  : : :                                                     
gi|327 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 77.0  bits: 18.9 E():   26 
Smith-Waterman score: 44; 32.4% identity (56.8% similar) in 37 aa overlap (30-66:65-101) 
 
                10        20        30        40        50          
AAD-12  TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .:  ..::. ::  . :.:: :  :   :  
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
      60        70        80 
AAD-12 YDALDEATRALVHQRSARHSL 
        .  .:.               
gi|117 EEEKEESDDDMGFGLFD     
          100       110      
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 77.0  bits: 19.5 E():   26 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (25-49:27-50) 
 
                 10        20        30        40        50         
AAD-12   TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
       60        70        80                                       
AAD-12 AYDALDEATRALVHQRSARHSL                                       
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIKTTSK 
      60        70        80        90       100       110          
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.9  bits: 19.5 E():   26 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (28-49:29-50) 
 
                10        20        30        40        50          
AAD-12  TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 YDALDEATRALVHQRSARHSL                                        
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 76.9  bits: 19.5 E():   26 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (25-49:27-50) 
 
                 10        20        30        40        50         
AAD-12   TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
       60        70        80                                       
AAD-12 AYDALDEATRALVHQRSARHSL                                       
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTIIKTTS 
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      60        70        80        90       100       110          
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 76.9  bits: 19.5 E():   26 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (25-49:27-50) 
 
                 10        20        30        40        50         
AAD-12   TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|880 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
       60        70        80                                       
AAD-12 AYDALDEATRALVHQRSARHSL                                       
                                                                    
gi|880 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVIKTTS 
      60        70        80        90       100       110          
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.9  bits: 19.5 E():   26 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (28-49:29-50) 
 
                10        20        30        40        50          
AAD-12  TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 YDALDEATRALVHQRSARHSL                                        
                                                                    
gi|400 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.9  bits: 19.5 E():   26 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (28-49:29-50) 
 
                10        20        30        40        50          
AAD-12  TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 YDALDEATRALVHQRSARHSL                                        
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.9  bits: 19.5 E():   26 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (28-49:29-50) 
 
                10        20        30        40        50          
AAD-12  TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 YDALDEATRALVHQRSARHSL                                        
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 75.7  bits: 19.7 E():   31 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (53-74:74-98) 
 
             30        40        50        60           70          
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AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---DEATRALVHQRSARHS 
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
 
      80                                                            
AAD-12 L                                                            
                                                                    
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 75.5  bits: 16.6 E():   31 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (23-29:19-25) 
 
               10        20        30        40        50        60 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                             :..:..:                                
gi|320     YTTEGGTKAEAEDVIPEGWKVDTSYE                               
                   10        20                                     
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.3  bits: 20.4 E():   32 
Smith-Waterman score: 50; 20.3% identity (53.6% similar) in 69 aa overlap (1-69:269-337) 
 
                                             10        20        30 
AAD-12                               TVRQHSPAEWDDMMKVIVGNMAWHADSTYM 
                                     :   .  :.:  .  ... ..  .: :.:: 
gi|169 DPAFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMTNAASSYM 
      240       250       260       270       280       290         
 
               40        50        60        70        80           
AAD-12 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL           
         .  ..::.:.       :.    . ..   .:.:..:                      
gi|169 TDYYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLKKPVSKDS 
      300       310       320       330       340       350         
 
gi|169 PETYEEALKRFAKLLSDRKKLRANKASY 
      360       370       380       
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.3  bits: 19.1 E():   32 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (25-49:27-50) 
 
                 10        20        30        40        50         
AAD-12   TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
       60        70        80                                       
AAD-12 AYDALDEATRALVHQRSARHSL                                       
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 75.3  bits: 19.1 E():   32 
Smith-Waterman score: 45; 27.0% identity (64.9% similar) in 37 aa overlap (36-72:49-84) 
 
          10        20        30        40        50        60      
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|144 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
          70        80                                              
AAD-12 ATRALVHQRSARHSL                                              
       :  : ..                                                      
gi|144 AGLAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEAT 
        80        90       100       110       120       130        
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>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.3  bits: 19.1 E():   32 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (25-49:27-50) 
 
                 10        20        30        40        50         
AAD-12   TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
       60        70        80                                       
AAD-12 AYDALDEATRALVHQRSARHSL                                       
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.3  bits: 19.1 E():   32 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (25-49:27-50) 
 
                 10        20        30        40        50         
AAD-12   TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
       60        70        80                                       
AAD-12 AYDALDEATRALVHQRSARHSL                                       
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.3  bits: 19.1 E():   32 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (25-49:27-50) 
 
                 10        20        30        40        50         
AAD-12   TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|425 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
       60        70        80                                       
AAD-12 AYDALDEATRALVHQRSARHSL                                       
                                                                    
gi|425 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.3  bits: 19.1 E():   32 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (25-49:27-50) 
 
                 10        20        30        40        50         
AAD-12   TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|753 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTTKKITF 
               10        20        30         40        50          
 
       60        70        80                                       
AAD-12 AYDALDEATRALVHQRSARHSL                                       
                                                                    
gi|753 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.2  bits: 19.1 E():   33 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (25-49:27-50) 
 
                 10        20        30        40        50         
AAD-12   TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
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                                 ::.  .: .:  :.  ::.. . ::          
gi|901 MGGYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
       60        70        80                                       
AAD-12 AYDALDEATRALVHQRSARHSL                                       
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.2  bits: 19.1 E():   33 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (25-49:27-50) 
 
                 10        20        30        40        50         
AAD-12   TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
       60        70        80                                       
AAD-12 AYDALDEATRALVHQRSARHSL                                       
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 45; 32.6% identity (44.2% similar) in 43 aa overlap (7-38:52-90) 
 
                                       10        20                 
AAD-12                         TVRQHSPAEWDDMMKVIVGNMAW-----------HA 
                                     :  ::.. ::    .::           :. 
gi|148 HAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKVA---QAWAETRTPDCSLIHS 
              30        40        50        60           70         
 
          30        40        50        60        70        80      
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL      
       :      :::::.                                                
gi|148 DRCG-ENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQIVWANSERVGCGRAL 
       80         90       100       110       120       130        
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.1  bits: 20.4 E():   33 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (23-40:56-73) 
 
                       10        20        30        40        50   
AAD-12         TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
             60        70        80                                 
AAD-12 FADMRAAYDALDEATRALVHQRSARHSL                                 
                                                                    
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.9  bits: 18.9 E():   34 
Smith-Waterman score: 44; 16.0% identity (72.0% similar) in 25 aa overlap (13-37:12-36) 
 
               10        20        30        40        50        60 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                   .. .... ..: ....  :. : :.                        
gi|249  MRTVSARSSVALVVIVAAVLVWTSSASVAPAPAPGSEETCGTVVGALMPCLPFVQGKEK 
                10        20        30        40        50          
 
               70        80                                         
AAD-12 DALDEATRALVHQRSARHSL                                         
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gi|249 EPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDSKLP 
      60        70        80        90       100       110          
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 74.7  bits: 20.9 E():   35 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (4-42:535-572) 
 
                                          10        20        30    
AAD-12                            TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
            40        50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL 
        .:  :: :                                       
gi|331 KEGC-FSEEGPKLVAAAQAALV                          
           570       580                               
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 74.3  bits: 20.9 E():   36 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (4-42:558-595) 
 
                                          10        20        30    
AAD-12                            TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|668 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
       530       540       550       560       570       580        
 
            40        50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL 
        .:  :: :                                       
gi|668 KEGC-FSEEGPKLVAAAQAALV                          
       590        600                                  
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.3  bits: 20.4 E():   37 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (23-40:56-73) 
 
                       10        20        30        40        50   
AAD-12         TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
             60        70        80                                 
AAD-12 FADMRAAYDALDEATRALVHQRSARHSL                                 
                                                                    
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 74.2  bits: 18.6 E():   37 
Smith-Waterman score: 43; 23.5% identity (51.0% similar) in 51 aa overlap (19-69:25-74) 
 
                     10        20        30        40        50     
AAD-12       TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                               :  : . . ...   :::.  :: .:  . .   :  
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLP-FQ 
               10        20        30        40        50           
 
           60        70        80                                   
AAD-12 DMRAAYDALDEATRALVHQRSARHSL                                   
       ...   :..:    :                                              
gi|217 EIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRL 
      60        70        80        90       100       110          
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 74.1  bits: 20.1 E():   37 
Smith-Waterman score: 49; 20.3% identity (55.9% similar) in 59 aa overlap (22-77:37-94) 
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                        10        20        30        40        50  
AAD-12          TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|269 EAVLLGILLYIPIVLSDDRAPIPSNSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQTK 
         10        20        30         40        50        60      
 
                 60        70        80                             
AAD-12 CF---ADMRAAYDALDEATRALVHQRSARHSL                             
        .   .:  . . ...:: ...  . . :                                
gi|269 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSLAPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.0  bits: 19.4 E():   38 
Smith-Waterman score: 46; 60.0% identity (80.0% similar) in 10 aa overlap (5-14:20-29) 
 
                              10        20        30        40      
AAD-12                TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                          :.:: .:: :                                
gi|144 MQYLAIAVIVALAGLSAAAHKPAYYDDNMANQMVDQIVKSLTTKKELDPFKIEQTKVPID 
               10        20        30        40        50        60 
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.9  bits: 18.3 E():   38 
Smith-Waterman score: 42; 25.7% identity (60.0% similar) in 35 aa overlap (35-69:4-38) 
 
           10        20        30        40        50        60     
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     .:.. .:.:. :. :     : .: . :   
gi|777                            MAFKGVLNDADVTAALDGCKSAFDHKAFFKACG 
                                          10        20        30    
 
           70        80                                             
AAD-12 EATRALVHQRSARHSL                                             
        :...                                                        
gi|777 LAAKSADDIKKAFAIIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAGDSDGD 
            40        50        60        70        80        90    
 
>>gi|14422363|emb|CAC41635.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.7  bits: 18.6 E():   40 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (26-43:85-102) 
 
                    10        20        30        40        50      
AAD-12      TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSGRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
          60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSL 
                                 
gi|144 RHVKPLSFRAKTDAPGC         
          120       130          
 
>>gi|14422361|emb|CAC41634.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.7  bits: 18.6 E():   40 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (26-43:85-102) 
 
                    10        20        30        40        50      
AAD-12      TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
          60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSL 
                                 
gi|144 RHVKPLSFRAKTDAPGC         
          120       130          
 
>>gi|14422359|emb|CAC41633.1| plantain pollen major alle  (131 aa) 
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 initn:  43 init1:  43 opt:  43  Z-score: 73.7  bits: 18.6 E():   40 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (26-43:85-102) 
 
                    10        20        30        40        50      
AAD-12      TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETDQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
          60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSL 
                                 
gi|144 RHVKPLSFRAKTDAPGC         
          120       130          
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 73.7  bits: 20.1 E():   40 
Smith-Waterman score: 49; 33.3% identity (64.3% similar) in 42 aa overlap (21-59:244-284) 
 
                         10        20          30         40        
AAD-12           TVRQHSPAEWDDMMKVIVGNMAW--HADSTYMP-VMAQGAVFSAEVVPAV 
                                     :.:  ..... .: :. .  . :.: :  : 
gi|585 GYYAYPYCYNLTPNQPSAQCEATTMQENDKMSWLFESEDVLLPSVYLRWNLTSGERVGLV 
           220       230       240       250       260       270    
 
        50        60        70        80                            
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSL                            
       :::.  : .: :                                                 
gi|585 GGRVKEA-LRIARQMTTSRKKVLPYYWYKYQDRRDTDLSRADLEATLRKITDLGADGFII 
           280        290       300       310       320       330   
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.6  bits: 20.1 E():   40 
Smith-Waterman score: 49; 21.0% identity (56.5% similar) in 62 aa overlap (8-69:276-337) 
 
                                      10        20        30        
AAD-12                        TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :.:  .  ... ..  .: :.::  .  .. 
gi|215 KSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMTNAASSYMTDYYIST 
         250       260       270       280       290       300      
 
        40        50        60        70        80                  
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL                  
       ::.:.       :.    . ..   .:.:..:                             
gi|215 VFQARHSQNNYLRVQENALNGTTTEMDDASEANMELLVQVGETLLKKPVSKDSPETYEEA 
         310       320       330       340       350       360      
 
gi|215 LKRFAKLLSDRKKLRANKASH 
         370       380       
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.6  bits: 20.1 E():   40 
Smith-Waterman score: 49; 21.0% identity (56.5% similar) in 62 aa overlap (8-69:276-337) 
 
                                      10        20        30        
AAD-12                        TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :.:  .  ... ..  .: :.::  .  .. 
gi|215 KSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMTNAASSYMTDYYIST 
         250       260       270       280       290       300      
 
        40        50        60        70        80                  
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL                  
       ::.:.       :.    . ..   .:.:..:                             
gi|215 VFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLKKPVSKDSPETYEEA 
         310       320       330       340       350       360      
 
gi|215 LKRFAKLLSDRKKLRANKASH 
         370       380       
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.5  bits: 18.8 E():   40 
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Smith-Waterman score: 44; 36.4% identity (63.6% similar) in 22 aa overlap (28-49:28-49) 
 
               10        20        30        40        50        60 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                  : .: .:  :. :.: . . ::            
gi|115 GVFNYETETTSVIPAARLFKAFILDGDTLFPQVAPQAISSVENISGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 DALDEATRALVHQRSARHSL                                         
                                                                    
gi|115 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.5  bits: 18.8 E():   41 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (30-49:31-50) 
 
                10        20        30        40        50          
AAD-12  TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|584 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 YDALDEATRALVHQRSARHSL                                        
                                                                    
gi|584 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.5  bits: 18.8 E():   41 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (30-49:31-50) 
 
                10        20        30        40        50          
AAD-12  TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|132 MGVFNYETESTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 YDALDEATRALVHQRSARHSL                                        
                                                                    
gi|132 EGSPFKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.5  bits: 18.8 E():   41 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (30-49:31-50) 
 
                10        20        30        40        50          
AAD-12  TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 YDALDEATRALVHQRSARHSL                                        
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.5  bits: 18.8 E():   41 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (30-49:31-50) 
 
                10        20        30        40        50          
AAD-12  TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
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      60        70        80                                        
AAD-12 YDALDEATRALVHQRSARHSL                                        
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum aest  (94 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 73.5  bits: 18.1 E():   41 
Smith-Waterman score: 41; 27.3% identity (48.5% similar) in 33 aa overlap (13-45:17-49) 
 
                   10        20        30        40        50       
AAD-12     TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                       :.:  .  . : :.    :  :  ::..   .:            
gi|668 IAVAVSADECEGDRRAMIKECAKYQQWPANPKLDPSDACCAVWQKANIPCLCAGVTKEKE 
               10        20        30        40        50        60 
 
         60        70        80           
AAD-12 RAAYDALDEATRALVHQRSARHSL           
                                          
gi|668 KIYCMEKVAYVANFCKKPFPHGYKCGSYTFPPLA 
               70        80        90     
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 73.4  bits: 20.1 E():   41 
Smith-Waterman score: 49; 40.0% identity (65.0% similar) in 20 aa overlap (20-39:332-348) 
 
                          10        20        30        40          
AAD-12            TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
                                     :  :.   .:: :. .::.:           
gi|113 ILSQGNRFLASDIKKEVVGRYGESAMSESINWNWR---SYMDVFENGAIFVPSGVDPVLT 
             310       320       330          340       350         
 
      50        60        70        80    
AAD-12 RTCFADMRAAYDALDEATRALVHQRSARHSL    
                                          
gi|113 PEQNAGMIPAEPGEAVLRLTSSAGVLSCQPGAPC 
      360       370       380       390   
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (30-49:31-50) 
 
                10        20        30        40        50          
AAD-12  TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 YDALDEATRALVHQRSARHSL                                        
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 73.2  bits: 19.6 E():   42 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (8-65:116-175) 
 
                                      10        20          30      
AAD-12                        TVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|481 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
          90       100       110       120       130       140      
 
          40        50        60        70        80                
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL                
         .   ...  . .    :   ::    :.                               
gi|481 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
         150       160       170       180       190       200      
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>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 73.2  bits: 19.6 E():   42 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (8-65:117-176) 
 
                                      10        20          30      
AAD-12                        TVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|168 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
         90       100       110       120       130       140       
 
          40        50        60        70        80                
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL                
         .   ...  . .    :   ::    :.                               
gi|168 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
        150       160       170       180       190       200       
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 73.1  bits: 19.6 E():   43 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (8-65:120-179) 
 
                                      10        20          30      
AAD-12                        TVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|285 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
      90       100       110       120       130       140          
 
          40        50        60        70        80                
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL                
         .   ...  . .    :   ::    :.                               
gi|285 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
     150       160       170       180       190       200          
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.1  bits: 19.6 E():   43 
Smith-Waterman score: 47; 36.0% identity (76.0% similar) in 25 aa overlap (56-80:106-130) 
 
          30        40        50        60        70        80      
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL      
                                     ...: . :.:::.:  ... ::. :      
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
 
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 73.1  bits: 19.8 E():   43 
Smith-Waterman score: 48; 23.5% identity (61.8% similar) in 34 aa overlap (4-36:237-270) 
 
                                          10         20        30   
AAD-12                            TVRQHSPAEWDDMMKV-IVGNMAWHADSTYMPV 
                                     .:.  :..  ..  :.::   . :. .. . 
gi|729 ETPRVKMNMKYDRYAPVKVFKLDYDGIHFEKHTDIEYEPGVRYKIIGNGKLKDDGRHYSI 
        210       220       230       240       250       260       
 
             40        50        60        70        80             
AAD-12 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL             
        .::                                                         
gi|729 DVQGIPRKAFNLDADLMDFKLKVSKPEDSNKAQFSYTFNEYTETEEYEFDPHRAYYVNWL 
        270       280       290       300       310       320       
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 73.0  bits: 19.6 E():   43 
Smith-Waterman score: 47; 23.4% identity (45.3% similar) in 64 aa overlap (8-69:126-189) 
 
                                      10        20          30      
AAD-12                        TVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|330 GLVPKLDAAYSVSYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
         100       110       120       130       140       150      
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          40        50        60        70        80                
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL                
         .   ...  . .    :   ::    : . .:                           
gi|330 IPAGELQIIDKIDAAFKVAATAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAA 
         160       170       180       190       200       210      
 
gi|330 VKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAAS 
         220       230       240       250       260       270      
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 72.8  bits: 20.1 E():   44 
Smith-Waterman score: 49; 29.8% identity (54.4% similar) in 57 aa overlap (2-55:95-149) 
 
                                            10        20        30  
AAD-12                              TVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 
                                     : : .::.: .  :. . ..:  .: . :  
gi|114 VPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLTDFNLMG 
           70        80        90       100        110        120   
 
                 40        50        60        70        80         
AAD-12 ---VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL         
          . .::  . :    .:.:::   :                                  
gi|114 TGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFG 
            130       140       150       160       170       180   
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 72.7  bits: 19.6 E():   45 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (8-65:131-190) 
 
                                      10        20          30      
AAD-12                        TVRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|330 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
              110       120       130       140       150       160 
 
          40        50        60        70        80                
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL                
         .   ...  . .    :   ::    :.                               
gi|330 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
              170       180       190       200       210       220 
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 72.4  bits: 19.8 E():   46 
Smith-Waterman score: 48; 20.3% identity (55.9% similar) in 59 aa overlap (22-77:37-94) 
 
                        10        20        30        40        50  
AAD-12          TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|682 EAVLLGILLYIPIVLSDDRAPIPANSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQAK 
         10        20        30         40        50        60      
 
                 60        70        80                             
AAD-12 CF---ADMRAAYDALDEATRALVHQRSARHSL                             
        .   .:  . . ...:: ...  . . :                                
gi|682 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSFSPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
>>gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Globin   (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.3  bits: 18.5 E():   47 
Smith-Waterman score: 43; 30.6% identity (55.6% similar) in 36 aa overlap (39-74:115-150) 
 
       10        20        30        40        50        60         
AAD-12 EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                     : :  :  . ..: ::  .::. :  .:   
gi|121 IGDLPNIDGDVTTFVASHTPRGVTHDQLNNFRAGFVSYMKAHTDFAGAEAAWGATLDAFF 
           90       100       110       120       130       140     
 
       70        80 
AAD-12 ALVHQRSARHSL 
       ..:  .       
gi|121 GMVFAKM      
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          150       
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 72.1  bits: 18.5 E():   48 
Smith-Waterman score: 43; 29.0% identity (67.7% similar) in 31 aa overlap (36-66:49-78) 
 
          10        20        30        40        50        60      
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|186 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVRLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
          70        80                                              
AAD-12 ATRALVHQRSARHSL                                              
       :                                                            
gi|186 AGLGYTYTTIGGDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEAT 
        80        90       100       110       120       130        
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 71.9  bits: 19.8 E():   50 
Smith-Waterman score: 48; 21.0% identity (56.5% similar) in 62 aa overlap (8-69:276-337) 
 
                                      10        20        30        
AAD-12                        TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :.:  .  ... ..  .: :.::  .  .. 
gi|158 KSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQLTNAASSYMTDYYIST 
         250       260       270       280       290       300      
 
        40        50        60        70        80                  
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL                  
       ::.:.       :.    . ..   .:.:..:                             
gi|158 VFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLKKPVSKDSPETYEEA 
         310       320       330       340       350       360      
 
gi|158 LKRFAKLLSNRKKLRANKASY 
         370       380       
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (30-49:31-50) 
 
                10        20        30        40        50          
AAD-12  TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|261 MGVFNYEAETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 YDALDEATRALVHQRSARHSL                                        
                                                                    
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (30-49:31-50) 
 
                10        20        30        40        50          
AAD-12  TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|132 MGVFNYETETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 YDALDEATRALVHQRSARHSL                                        
                                                                    
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.8  bits: 18.5 E():   50 
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Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (30-49:31-50) 
 
                10        20        30        40        50          
AAD-12  TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVISAARLFKSYVLDGDKLIPKVAPQAITSVENVGGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 YDALDEATRALVHQRSARHSL                                        
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSK 
               70        80        90       100       110       120 
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.1  bits: 18.0 E():   55 
Smith-Waterman score: 41; 33.3% identity (51.9% similar) in 27 aa overlap (49-75:2-27) 
 
       20        30        40        50        60        70         
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH 
                                     :  :.: :    . : :. :  : :..    
gi|253                              TGPYCYAGMGLPINPL-EGCREYVAQQTCGI 
                                            10         20        30 
 
       80                                                           
AAD-12 SL                                                           
                                                                    
gi|253 SISGSAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREP 
               40        50        60        70        80        90 
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 18.2 E():   56 
Smith-Waterman score: 42; 27.6% identity (58.6% similar) in 29 aa overlap (29-57:11-39) 
 
               10        20        30        40        50        60 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                   ..:. : : ::.   . :.  :  . ..:    
gi|126                   MRSLLILVLCFLPLAALGKVFGRCELAAAMKRHGLDNYRGYS 
                                 10        20        30        40   
 
               70        80                                         
AAD-12 DALDEATRALVHQRSARHSL                                         
                                                                    
gi|126 LGNWVCAAKFESNFNTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSALL 
             50        60        70        80        90       100   
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 70.8  bits: 20.0 E():   57 
Smith-Waterman score: 49; 29.8% identity (54.4% similar) in 57 aa overlap (2-55:125-179) 
 
                                            10        20        30  
AAD-12                              TVRQHSPAEWDDMMKVIVGNMAWHADSTYMP 
                                     : : .::.: .  :. . ..:  .: . :  
gi|476 VPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLTDFNLMG 
          100       110       120       130        140        150   
 
                 40        50        60        70        80         
AAD-12 ---VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL         
          . .::  . :    .:.:::   :                                  
gi|476 TGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFG 
            160       170       180       190       200       210   
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 70.5  bits: 19.7 E():   59 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (55-69:431-446) 
 
           30        40        50        60         70        80 
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSL 
                                     :..: :::.: ...::            
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA            
              410       420       430       440                  
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>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (30-49:30-49) 
 
               10        20        30        40        50        60 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 DALDEATRALVHQRSARHSL                                         
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (30-49:30-49) 
 
               10        20        30        40        50        60 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: : . ::            
gi|402 GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFAE 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 DALDEATRALVHQRSARHSL                                         
                                                                    
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (30-49:30-49) 
 
               10        20        30        40        50        60 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 DALDEATRALVHQRSARHSL                                         
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (25-49:27-50) 
 
                 10        20        30        40        50         
AAD-12   TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
       60        70        80                                       
AAD-12 AYDALDEATRALVHQRSARHSL                                       
                                                                    
gi|212 GEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (25-49:27-50) 
 
                 10        20        30        40        50         
AAD-12   TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
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                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
       60        70        80                                       
AAD-12 AYDALDEATRALVHQRSARHSL                                       
                                                                    
gi|212 GEASKYKYSRHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (30-49:31-50) 
 
                10        20        30        40        50          
AAD-12  TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 YDALDEATRALVHQRSARHSL                                        
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (30-49:31-50) 
 
                10        20        30        40        50          
AAD-12  TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 YDALDEATRALVHQRSARHSL                                        
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (30-49:31-50) 
 
                10        20        30        40        50          
AAD-12  TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 YDALDEATRALVHQRSARHSL                                        
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (30-49:31-50) 
 
                10        20        30        40        50          
AAD-12  TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 YDALDEATRALVHQRSARHSL                                        
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gi|400 EGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (30-49:31-50) 
 
                10        20        30        40        50          
AAD-12  TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 YDALDEATRALVHQRSARHSL                                        
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (30-49:31-50) 
 
                10        20        30        40        50          
AAD-12  TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 YDALDEATRALVHQRSARHSL                                        
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNK 
               70        80        90       100       110       120 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (30-49:31-50) 
 
                10        20        30        40        50          
AAD-12  TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 YDALDEATRALVHQRSARHSL                                        
                                                                    
gi|167 EGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (30-49:31-50) 
 
                10        20        30        40        50          
AAD-12  TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 YDALDEATRALVHQRSARHSL                                        
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (30-49:31-50) 
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                10        20        30        40        50          
AAD-12  TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVMPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 YDALDEATRALVHQRSARHSL                                        
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (30-49:31-50) 
 
                10        20        30        40        50          
AAD-12  TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 YDALDEATRALVHQRSARHSL                                        
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (30-49:31-50) 
 
                10        20        30        40        50          
AAD-12  TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 YDALDEATRALVHQRSARHSL                                        
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (30-49:31-50) 
 
                10        20        30        40        50          
AAD-12  TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 YDALDEATRALVHQRSARHSL                                        
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (30-49:31-50) 
 
                10        20        30        40        50          
AAD-12  TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
      60        70        80                                        
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AAD-12 YDALDEATRALVHQRSARHSL                                        
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (30-49:31-50) 
 
                10        20        30        40        50          
AAD-12  TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 YDALDEATRALVHQRSARHSL                                        
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 40.0% identity (60.0% similar) in 25 aa overlap (25-49:27-50) 
 
                 10        20        30        40        50         
AAD-12   TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:   : ::: . . ::          
gi|534 MGVFNYEDEATSVIAPARLFKSFVLDADNL-IPKVAPENVSSAENIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
       60        70        80                                       
AAD-12 AYDALDEATRALVHQRSARHSL                                       
                                                                    
gi|534 PEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITS 
      60        70        80        90       100       110          
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (30-49:31-50) 
 
                10        20        30        40        50          
AAD-12  TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 YDALDEATRALVHQRSARHSL                                        
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (30-49:31-50) 
 
                10        20        30        40        50          
AAD-12  TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 YDALDEATRALVHQRSARHSL                                        
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
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Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (30-49:31-50) 
 
                10        20        30        40        50          
AAD-12  TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 YDALDEATRALVHQRSARHSL                                        
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSK 
               70        80        90       100       110       120 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (30-49:31-50) 
 
                10        20        30        40        50          
AAD-12  TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 YDALDEATRALVHQRSARHSL                                        
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 70.0  bits: 14.8 E():   63 
Smith-Waterman score: 29; 57.1% identity (71.4% similar) in 7 aa overlap (25-31:1-7) 
 
               10        20        30        40        50        60 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                               ::. : :                              
gi|751                         ADAGYAPAAPGTQPKA                     
                                       10                           
 
               70        80 
AAD-12 DALDEATRALVHQRSARHSL 
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 41; 34.6% identity (61.5% similar) in 26 aa overlap (27-52:5-30) 
 
               10        20        30        40        50        60 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                 :.:  ...   ::   .: :::.. :         
gi|217                       MASKSNYNLLFTALLVFIFAAVAAVGNEDCTPWTSTLI 
                                     10        20        30         
 
               70        80                                         
AAD-12 DALDEATRALVHQRSARHSL                                         
                                                                    
gi|217 TPLPSCRNYVEEQACRIEMPGPPYLAKQECCEQLANIPQQCRCQALRYFMGPKSRPDQSG 
       40        50        60        70        80        90         
 
>>gi|4006963|emb|CAA07328.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.4  bits: 17.7 E():   68 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (31-49:32-50) 
 
               10        20        30        40        50        60 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               70        80                                        
AAD-12 DALDEATRALVHQRSARHSL                                        
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gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|4006947|emb|CAA07320.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.4  bits: 17.7 E():   68 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (31-49:32-50) 
 
               10        20        30        40        50        60 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               70        80                                        
AAD-12 DALDEATRALVHQRSARHSL                                        
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  39  Z-score: 69.4  bits: 17.4 E():   68 
Smith-Waterman score: 39; 26.2% identity (54.8% similar) in 42 aa overlap (7-46:18-56) 
 
                          10        20          30        40        
AAD-12            TVRQHSPAEWDDMMKVIVGNMAWHADSTY--MPVMAQGAVFSAEVVPAV 
                        :.  ::..   .::. .  ..     :..  :: :  ..: :  
gi|166 ATPTPTPKAAGSWCVPKPGVSDDQL---TGNINYACSQGIDCGPIQPGGACFEPNTVKAH 
               10        20           30        40        50        
 
        50        60        70        80            
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSL            
                                                    
gi|166 AAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
        60        70        80        90       100  
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 69.3  bits: 14.1 E():   69 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (68-72:2-6) 
 
        40        50        60        70        80 
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL 
                                     : :::         
gi|463                              DRNLVHSATR     
                                            10     
 
>>gi|114326420|ref|NP_001041618.1| major allergen I poly  (88 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 69.0  bits: 17.1 E():   72 
Smith-Waterman score: 38; 31.8% identity (63.6% similar) in 22 aa overlap (26-47:3-24) 
 
               10        20        30        40        50        60 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                :..  :  . .:. . :. :::              
gi|114                        MLDAALPPCPTVAATADCEICPAVKRDVDLFLTGTPD 
                                      10        20        30        
 
               70        80                                
AAD-12 DALDEATRALVHQRSARHSL                                
                                                           
gi|114 EYVEQVAQYKALPVVLENARILKNCVDAKMTEEDKENALSLLDKIYTSPLC 
        40        50        60        70        80         
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 68.9  bits: 14.6 E():   73 
Smith-Waterman score: 28; 40.0% identity (80.0% similar) in 10 aa overlap (36-45:4-13) 
 
          10        20        30        40        50        60      
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.:  :...:                     
gi|131                            GPVGGVVHAHMMPLL                   
                                          10                        
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          70        80 
AAD-12 ATRALVHQRSARHSL 
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 18.4 E():   74 
Smith-Waterman score: 43; 30.0% identity (55.0% similar) in 20 aa overlap (17-36:1-20) 
 
               10        20        30        40        50        60 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                       : .:. :.  .   :.  ::                         
gi|142                 IPANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQ 
                               10        20        30        40     
 
               70        80                                         
AAD-12 DALDEATRALVHQRSARHSL                                         
                                                                    
gi|142 NIILSEQELLDCTYHLYDPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQA 
           50        60        70        80        90       100     
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 41; 37.9% identity (62.1% similar) in 29 aa overlap (21-49:23-49) 
 
                 10        20        30        40        50         
AAD-12   TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .:  ::.  .:  : :.  :.:.: . ::          
gi|604 MAVFTFDDQATSPVAPATLYNALAKDADNI-IP-KAVGSFQSVEIVEGNGGPGTIKKISF 
               10        20        30          40        50         
 
       60        70        80                                       
AAD-12 AYDALDEATRALVHQRSARHSL                                       
                                                                    
gi|604 VEDGETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTI 
       60        70        80        90       100       110         
 
>>gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 32.0% identity (64.0% similar) in 25 aa overlap (25-49:27-50) 
 
                 10        20        30        40        50         
AAD-12   TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGDGGPGTIKKITF 
               10        20        30         40        50          
 
       60        70        80                                       
AAD-12 AYDALDEATRALVHQRSARHSL                                       
                                                                    
gi|212 GEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (30-49:30-49) 
 
               10        20        30        40        50        60 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFPE 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 DALDEATRALVHQRSARHSL                                         
                                                                    
gi|437 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISHKY 
               70        80        90       100       110       120 
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (30-49:31-50) 
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                10        20        30        40        50          
AAD-12  TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 YDALDEATRALVHQRSARHSL                                        
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (30-49:31-50) 
 
                10        20        30        40        50          
AAD-12  TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 YDALDEATRALVHQRSARHSL                                        
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (30-49:31-50) 
 
                10        20        30        40        50          
AAD-12  TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 YDALDEATRALVHQRSARHSL                                        
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (30-49:31-50) 
 
                10        20        30        40        50          
AAD-12  TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 YDALDEATRALVHQRSARHSL                                        
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (30-49:31-50) 
 
                10        20        30        40        50          
AAD-12  TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|125 MGVFNYETEATSVIPAARLFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
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      60        70        80                                        
AAD-12 YDALDEATRALVHQRSARHSL                                        
                                                                    
gi|125 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (30-49:31-50) 
 
                10        20        30        40        50          
AAD-12  TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|154 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 YDALDEATRALVHQRSARHSL                                        
                                                                    
gi|154 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (30-49:31-50) 
 
                10        20        30        40        50          
AAD-12  TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 YDALDEATRALVHQRSARHSL                                        
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (30-49:31-50) 
 
                10        20        30        40        50          
AAD-12  TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 YDALDEATRALVHQRSARHSL                                        
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.3  bits: 17.4 E():   78 
Smith-Waterman score: 39; 53.8% identity (69.2% similar) in 13 aa overlap (54-66:72-84) 
 
            30        40        50        60        70        80    
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL    
                                     ::.::  ::  .:                  
gi|131 ELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDE 
              50        60        70        80        90       100  
 
gi|131 FGALVDKWGAKG 
             110    
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.2  bits: 17.9 E():   79 
Smith-Waterman score: 41; 23.4% identity (55.8% similar) in 77 aa overlap (7-80:74-147) 
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                                       10        20         30      
AAD-12                         TVRQHSPAEWDDMMKVIVGN-MAWHADSTYMPVMAQ 
                                     :.  .: . .  :.  .:  .:::. : .. 
gi|215 YTLDENGVIQVTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETW--SSTYFXVGTD 
            50        60        70        80        90         100  
 
          40          50        60        70        80              
AAD-12 GAVFS--AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL              
         ..:  :  .    .:  .  . .   ..:.::.: :..  : ..:              
gi|215 YQTYSIVAGCLDNDYSRHLYW-IASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYC 
             110       120        130       140       150       160 
 
gi|215 VQY 
           
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 17.6 E():   84 
Smith-Waterman score: 40; 35.3% identity (70.6% similar) in 17 aa overlap (35-51:30-46) 
 
           10        20        30        40        50        60     
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     :::. ...  :  ::..              
gi|476  DKGPGFVVTGRVYCDPCRAGFETNVSHNVQGATVAVDCRPFNGGESKLKAEATTDGLGW 
                10        20        30        40        50          
 
           70        80                                             
AAD-12 EATRALVHQRSARHSL                                             
                                                                    
gi|476 YKIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQGIRYANPIAFF 
      60        70        80        90       100       110          
 
>>gi|75139847|sp|Q7M1E8|Q7M1E8_9ROSA Pollen major allerg  (12 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 67.6  bits: 14.0 E():   85 
Smith-Waterman score: 26; 57.1% identity (71.4% similar) in 7 aa overlap (15-21:4-10) 
 
               10        20        30        40        50        60 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                     ::. : :                                        
gi|751            ATGKVVQGAMPP                                      
                          10                                        
 
>>gi|15886861|emb|CAC85911.1| arginine kinase [Plodia in  (355 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 67.6  bits: 18.9 E():   86 
Smith-Waterman score: 45; 33.3% identity (61.1% similar) in 18 aa overlap (4-21:97-112) 
 
                                          10        20        30    
AAD-12                            TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .: : .: :.  .  ::.             
gi|158 YAPDAEAYVVFADLFDPIIEDYHNGFKKTDKHPPKNWGDVETL--GNLDPAGEFVVSTRV 
         70        80        90       100         110       120     
 
            40        50        60        70        80              
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL              
                                                                    
gi|158 RCGRSMEGYPFNPCLTEAQYKEMEEKVSSTLSGLEGELKGTFFPLTGMSKETQQQLIDDH 
          130       140       150       160       170       180     
 
>>gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Serum a  (607 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 67.5  bits: 19.6 E():   86 
Smith-Waterman score: 48; 26.3% identity (78.9% similar) in 19 aa overlap (4-22:557-575) 
 
                                          10        20        30    
AAD-12                            TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:    ...:...::..            
gi|543 AETFTFHADICTLPEDEKQIKKQSALAELVKHKPKATKEQLKTVLGNFSAFVAKCCGRED 
        530       540       550       560       570       580       
 
            40        50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL 
                                                       
gi|543 KEACFAEEGPKLVASSQLALA                           
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        590       600                                  
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.6 E():   89 
Smith-Waterman score: 42; 30.3% identity (54.5% similar) in 66 aa overlap (9-69:3-65) 
 
               10          20        30        40        50         
AAD-12 TVRQHSPAEWD--DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR-TCFA--D 
               ::   :  .:   . .:.: : .  :    .::.:.  : . ..   ::  : 
gi|121       DPEWHTLDAHEVEQVQATWKAVS-HDEVEILYTVFKAH--PDIMAKFPKFAGKD 
                     10        20         30          40        50  
 
          60        70        80                                    
AAD-12 MRAAYDALDEATRALVHQRSARHSL                                    
       ..:  :. : :..:                                               
gi|121 LEAIKDTADFAVHASRIIGFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGE 
              60        70        80        90       100       110  
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 40; 40.0% identity (60.0% similar) in 20 aa overlap (60-79:29-48) 
 
      30        40        50        60        70        80          
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL          
                                     : : :::  : .  ..: .:           
gi|144   KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLS 
                 10        20        30        40        50         
 
gi|144 DSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAG 
       60        70        80        90       100       110         
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 67.1  bits: 19.4 E():   91 
Smith-Waterman score: 47; 34.0% identity (56.6% similar) in 53 aa overlap (16-67:310-352) 
 
                              10        20         30        40     
AAD-12                TVRQHSPAEWDDMMKVIVGNMAWHADS-TYMPVMAQGAVFSAEVV 
                                     : .::   .::. .: :. :. :.       
gi|289 SVANMSLGGGKSKTLEDAVNAGVEAGLHFAVAAGND--NADACNYSPAAAEKAI------ 
     280       290       300       310         320       330        
 
           50        60        70        80                         
AAD-12 PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL                         
        .::. : .:: :: ..   : :                                      
gi|289 -TVGAST-LADERAYFSNYGECTDIFAPGLNILSTWIGSNYATNIISGTSMASPHIAGLL 
               340       350       360       370       380          
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 67.1  bits: 18.9 E():   91 
Smith-Waterman score: 45; 29.2% identity (56.2% similar) in 48 aa overlap (6-51:213-260) 
 
                                        10          20        30    
AAD-12                          TVRQHSPAEW--DDMMKVIVGNMAWHADSTYMPVM 
                                     :  ::   . : ::  ...  . :: :    
gi|111 TGVLGVAPSVSLYAVKVLNSSGSGSYSGIVSGIEWATTNGMDVINMSLGGASGSTAMKQA 
            190       200       210       220       230       240   
 
            40        50        60        70        80              
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL              
       ...:  .. :: :..: .                                           
gi|111 VDNAYAKGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSNSNRASFSSVGAELEV 
            250       260       270       280       290       300   
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.6 E():   91 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (28-43:29-44) 
 
                10        20        30        40        50          
AAD-12  TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|892 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVEVKGDGGAGTVRIITLPE 
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               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 YDALDEATRALVHQRSARHSL                                        
                                                                    
gi|892 GSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.6 E():   91 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (28-43:29-44) 
 
                10        20        30        40        50          
AAD-12  TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|215 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAATGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 YDALDEATRALVHQRSARHSL                                        
                                                                    
gi|215 GSPITTMTVRTDAVNKEALSYDSTVIDGDILLGFIESIETHMVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.6 E():   91 
Smith-Waterman score: 40; 43.8% identity (62.5% similar) in 16 aa overlap (28-43:29-44) 
 
                10        20        30        40        50          
AAD-12  TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.:.                 
gi|134 MGVQTHVLELTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPD 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 YDALDEATRALVHQRSARHSL                                        
                                                                    
gi|134 GGPITTMTLRIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIF 
               70        80        90       100       110       120 
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 66.8  bits: 18.3 E():   94 
Smith-Waterman score: 43; 47.6% identity (71.4% similar) in 21 aa overlap (32-52:8-24) 
 
              10        20        30        40        50        60  
AAD-12 VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
                                     .:. :::..: :   ::: .:          
gi|286                        MGSLANNIMVVGAVLAALV---VGG-SCGPPKVPPGP 
                                      10           20         30    
 
              70        80                                          
AAD-12 ALDEATRALVHQRSARHSL                                          
                                                                    
gi|286 NITTNYNGKWLTARATWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKG 
            40        50        60        70        80        90    
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (31-49:31-49) 
 
               10        20        30        40        50        60 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|159 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 DALDEATRALVHQRSARHSL                                         
                                                                    
gi|159 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
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>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (31-49:31-49) 
 
               10        20        30        40        50        60 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|437 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 DALDEATRALVHQRSARHSL                                         
                                                                    
gi|437 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|4376222|emb|CAA04829.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (31-49:31-49) 
 
               10        20        30        40        50        60 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|437 GVFNYEIGATSVIPAARLFKAFILVGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 DALDEATRALVHQRSARHSL                                         
                                                                    
gi|437 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
               70        80        90       100       110       120 
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (31-49:31-49) 
 
               10        20        30        40        50        60 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|384 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENISGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 DALDEATRALVHQRSARHSL                                         
                                                                    
gi|384 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.7  bits: 17.0 E():   96 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (53-66:39-52) 
 
             30        40        50        60        70        80   
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL   
                                     :::  .  ::. ::                 
gi|191 TLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
gi|191 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.7  bits: 17.0 E():   96 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (53-66:39-52) 
 
             30        40        50        60        70        80   
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL   
                                     :::  .  ::. ::                 
gi|730 TLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
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gi|730 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (31-49:32-50) 
 
               10        20        30        40        50        60 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               70        80                                         
AAD-12 DALDEATRALVHQRSARHSL                                         
                                                                    
gi|125 GFPFEYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006953|emb|CAA07323.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (31-49:32-50) 
 
               10        20        30        40        50        60 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               70        80                                         
AAD-12 DALDEATRALVHQRSARHSL                                         
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321728|emb|CAA96547.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (31-49:32-50) 
 
               10        20        30        40        50        60 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               70        80                                         
AAD-12 DALDEATRALVHQRSARHSL                                         
                                                                    
gi|132 GFPFKYVKDRVDEVAHKNFKYSYSVIEGGPIGDTLEKISNEIKIVATPDGRSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (31-49:32-50) 
 
               10        20        30        40        50        60 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               70        80                                         
AAD-12 DALDEATRALVHQRSARHSL                                         
                                                                    
gi|459 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (31-49:32-50) 
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               10        20        30        40        50        60 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               70        80                                         
AAD-12 DALDEATRALVHQRSARHSL                                         
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   96 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (30-49:31-50) 
 
                10        20        30        40        50          
AAD-12  TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|730 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 YDALDEATRALVHQRSARHSL                                        
                                                                    
gi|730 EGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1513216|gb|AAC02632.1| cherry-allergen PRUA1 [Prunu  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.7  bits: 17.6 E():   96 
Smith-Waterman score: 40; 32.0% identity (64.0% similar) in 25 aa overlap (25-49:27-50) 
 
                 10        20        30        40        50         
AAD-12   TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  .:.. . ::          
gi|151 MGVFTYESEFTSEIPPPRLFKAFVLDADNL-VPKIAPQAIKHSEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
       60        70        80                                       
AAD-12 AYDALDEATRALVHQRSARHSL                                       
                                                                    
gi|151 GEGSQYGYVKHKIDSIDKENYSYSYTLIEGDALGDTLEKISYETKLVASPSGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (31-49:32-50) 
 
               10        20        30        40        50        60 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|114 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               70        80                                         
AAD-12 DALDEATRALVHQRSARHSL                                         
                                                                    
gi|114 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (31-49:32-50) 
 
               10        20        30        40        50        60 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
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               70        80                                         
AAD-12 DALDEATRALVHQRSARHSL                                         
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (31-49:32-50) 
 
               10        20        30        40        50        60 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               70        80                                         
AAD-12 DALDEATRALVHQRSARHSL                                         
                                                                    
gi|132 GIPFKYVKDRVDEVDHANFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (31-49:32-50) 
 
               10        20        30        40        50        60 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               70        80                                         
AAD-12 DALDEATRALVHQRSARHSL                                         
                                                                    
gi|116 GIPFKYVKGRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (31-49:32-50) 
 
               10        20        30        40        50        60 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|241 GVFNYETETTSVIPAARLFKAFFLDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               70        80                                         
AAD-12 DALDEATRALVHQRSARHSL                                         
                                                                    
gi|241 GFPFRYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (31-49:32-50) 
 
               10        20        30        40        50        60 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               70        80                                         
AAD-12 DALDEATRALVHQRSARHSL                                         
                                                                    
gi|125 GFPFKYVKDGVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=Major  (160 aa) 
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 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (31-49:32-50) 
 
               10        20        30        40        50        60 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               70        80                                         
AAD-12 DALDEATRALVHQRSARHSL                                         
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (31-49:32-50) 
 
               10        20        30        40        50        60 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYEIEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               70        80                                         
AAD-12 DALDEATRALVHQRSARHSL                                         
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|4006957|emb|CAA07325.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (31-49:32-50) 
 
               10        20        30        40        50        60 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKINFPE 
              10        20        30        40        50        60  
 
               70        80                                         
AAD-12 DALDEATRALVHQRSARHSL                                         
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (31-49:32-50) 
 
               10        20        30        40        50        60 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|256 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               70        80                                         
AAD-12 DALDEATRALVHQRSARHSL                                         
                                                                    
gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (31-49:32-50) 
 
               10        20        30        40        50        60 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKASILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
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              10        20        30        40        50        60  
 
               70        80                                         
AAD-12 DALDEATRALVHQRSARHSL                                         
                                                                    
gi|132 GSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKF 
              70        80        90       100       110       120  
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (31-49:32-50) 
 
               10        20        30        40        50        60 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSLIPAARLFRAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               70        80                                         
AAD-12 DALDEATRALVHQRSARHSL                                         
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|167472849|gb|ABZ81046.1| pollen allergen Que a 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   96 
Smith-Waterman score: 40; 30.0% identity (70.0% similar) in 20 aa overlap (30-49:31-50) 
 
                10        20        30        40        50          
AAD-12  TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :. :.:.. . ::           
gi|167 MGVFTYESEDASVIPPARLFKAFVLDSDNLIPKVVPQALKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 YDALDEATRALVHQRSARHSL                                        
                                                                    
gi|167 EGSHLKHAKHRIDVIDPENFTYSFSVIEGDALFDKLENVSTETKIVASPDGGSIVKSTSK 
               70        80        90       100       110       120 
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (31-49:32-50) 
 
               10        20        30        40        50        60 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               70        80                                         
AAD-12 DALDEATRALVHQRSARHSL                                         
                                                                    
gi|132 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (31-49:32-50) 
 
               10        20        30        40        50        60 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               70        80                                         
AAD-12 DALDEATRALVHQRSARHSL                                         
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDILEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
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>>gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (31-49:32-50) 
 
               10        20        30        40        50        60 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               70        80                                         
AAD-12 DALDEATRALVHQRSARHSL                                         
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGPILKISNKY 
              70        80        90       100       110       120  
 
>>gi|82492265|gb|ABB78006.1| major allergen Pru p 1 [Pru  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.7  bits: 17.6 E():   96 
Smith-Waterman score: 40; 32.0% identity (64.0% similar) in 25 aa overlap (25-49:27-50) 
 
                 10        20        30        40        50         
AAD-12   TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  .:.. . ::          
gi|824 MGVFTYESEFTSEIPPPRLFKAFVLDADNL-VPKIAPQAIKHSEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
       60        70        80                                       
AAD-12 AYDALDEATRALVHQRSARHSL                                       
                                                                    
gi|824 GEGSQYGYVKHKIDSIDKENHSYSYTLIEGDALGDNLEKISYETKLVASPSGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (31-49:32-50) 
 
               10        20        30        40        50        60 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPG 
              10        20        30        40        50        60  
 
               70        80                                         
AAD-12 DALDEATRALVHQRSARHSL                                         
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (31-49:32-50) 
 
               10        20        30        40        50        60 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               70        80                                         
AAD-12 DALDEATRALVHQRSARHSL                                         
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (31-49:32-50) 
 
               10        20        30        40        50        60 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
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                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               70        80                                         
AAD-12 DALDEATRALVHQRSARHSL                                         
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (31-49:32-50) 
 
               10        20        30        40        50        60 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               70        80                                         
AAD-12 DALDEATRALVHQRSARHSL                                         
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (31-49:32-50) 
 
               10        20        30        40        50        60 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               70        80                                         
AAD-12 DALDEATRALVHQRSARHSL                                         
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (31-49:32-50) 
 
               10        20        30        40        50        60 
AAD-12 TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               70        80                                         
AAD-12 DALDEATRALVHQRSARHSL                                         
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVTTPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (30-49:31-50) 
 
                10        20        30        40        50          
AAD-12  TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 YDALDEATRALVHQRSARHSL                                        
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gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGFVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|18639|emb|CAA33217.1| glycinin subunit G3 [Glycine   (481 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.3  bits: 19.1 E():   99 
Smith-Waterman score: 46; 30.4% identity (56.5% similar) in 23 aa overlap (12-34:137-159) 
 
                                  10        20        30        40  
AAD-12                    TVRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     :.. : .:   :  ..   ::.:        
gi|186 CPSTFEEPQQKGQSSRPQDRHQKIYHFREGDLIAVPTGFAYWMYNNEDTPVVAVSLIDTN 
        110       120       130       140       150       160       
 
              50        60        70        80                      
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL                      
                                                                    
gi|186 SFQNQLDQMPRRFYLAGNQEQEFLQYQPQKQQGGTQSQKGKRQQEEENEGGSILSGFAPE 
        170       180       190       200       210       220       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:44 2011 done: Fri Jan 21 00:02:44 2011 
 Total Scan time:  0.070 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 87  - 166 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     3     2:* 
  32     3     8:=* 
  34     7    22:==   * 
  36    22    44:======    * 
  38    44    73:===========       * 
  40    87   102:======================   * 
  42    72   125:==================             * 
  44   108   138:===========================       * 
  46   120   140:==============================    * 
  48   156   134:=================================*===== 
  50   196   122:==============================*================== 
  52   103   108:==========================* 
  54   121    92:======================*======== 
  56    57    77:===============    * 
  58    57    63:===============* 
  60    37    51:==========  * 
  62    30    41:========  * 
  64    36    33:========* 
  66    60    26:======*======== 
  68    23    20:====*= 
  70    30    16:===*==== 
  72    22    12:==*=== 
  74    25    10:==*==== 
  76    18     8:=*=== 
  78    20     6:=*=== 
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  80     2     5:=* 
  82     3     3:* 
  84     3     3:* 
  86     6     2:*= 
  88     3     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     3     1:*         :*== 
  94     1     1:*         :* 
  96     6     1:*=        :*===== 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     1     0:=         *= 
 108     0     0:          * 
 110     1     0:=         *= 
 112     0     0:          * 
 114     1     0:=         *= 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.59160.00283; mu= 1.8490 0.148 
 mean_var=34.2559 9.077, 0's: 2 Z-trim: 3  B-trim: 186 in 1/43 
 Lambda= 0.219132 
 Kolmogorov-Smirnov  statistic: 0.1259 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   65 25.6    0.22 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   63 25.0    0.34 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   62 24.6     0.7 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   57 23.0     2.1 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   56 22.7     2.1 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   56 22.7     2.1 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   56 22.7     2.1 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   56 22.7     2.1 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   57 22.9     2.4 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   56 22.6       3 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   60 23.6     3.5 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   55 22.3     3.6 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   58 23.1     4.1 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   54 22.0     4.6 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   53 21.7       5 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   53 21.7     5.7 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   57 22.7     6.8 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   57 22.7     6.8 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   52 21.4       7 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   52 21.4       7 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 21.4       7 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   52 21.4     7.1 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   55 22.1       8 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   50 20.8     8.8 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 22.1     9.2 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 18.2      11 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 18.2      11 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   49 20.4      13 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   46 19.6      13 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   52 21.2      15 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   51 20.9      18 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 19.5      19 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 19.8      20 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   45 19.3      20 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 19.8      21 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 19.8      21 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   47 19.8      21 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   47 19.8      21 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   47 19.8      21 
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gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   47 19.8      21 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   47 19.8      21 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   47 19.8      21 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   47 19.8      21 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   47 19.8      21 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   47 19.8      21 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   47 19.8      21 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   47 19.8      21 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 19.8      21 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 19.8      21 
gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   48 20.0      23 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.5      24 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 20.5      24 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   51 20.8      25 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   51 20.8      25 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   51 20.8      25 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   51 20.8      25 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   51 20.8      25 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   51 20.8      25 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   44 18.9      26 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   46 19.5      26 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 19.5      26 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   46 19.5      26 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   46 19.5      26 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 19.5      26 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 19.5      26 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 19.5      26 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.7      30 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 16.6      31 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   45 19.1      32 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   45 19.1      32 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   45 19.1      32 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   45 19.1      32 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   45 19.1      32 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   45 19.1      32 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   45 19.1      33 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   45 19.1      33 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 20.4      33 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   45 19.1      33 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   44 18.9      34 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   52 20.9      34 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   43 18.6      35 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   52 20.9      36 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 20.4      36 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   43 18.6      37 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   49 20.1      37 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   46 19.4      38 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   42 18.3      38 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   49 20.1      39 
gi|14422363|emb|CAC41635.1| plantain pollen major  ( 131)   43 18.6      39 
gi|14422361|emb|CAC41634.1| plantain pollen major  ( 131)   43 18.6      39 
gi|14422359|emb|CAC41633.1| plantain pollen major  ( 131)   43 18.6      39 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   49 20.1      40 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   49 20.1      40 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   49 20.1      40 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   44 18.8      40 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   44 18.8      40 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   44 18.8      40 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   44 18.8      40 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   44 18.8      40 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 20.1      40 
gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum  (  94)   41 18.1      41 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   44 18.8      41 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   47 19.6      42 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   47 19.6      42 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   47 19.6      42 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   47 19.6      42 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   48 19.8      42 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.6      43 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   49 20.1      44 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   47 19.6      44 
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gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   48 19.8      46 
gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Glo ( 151)   43 18.5      47 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   43 18.5      48 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   48 19.8      49 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   43 18.5      50 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   43 18.5      50 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   43 18.5      50 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   49 20.0      56 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   42 18.2      56 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 19.8      59 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   42 18.2      62 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.2      62 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   42 18.2      62 
gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allerge ( 159)   42 18.2      62 
gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allerge ( 159)   42 18.2      62 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   42 18.2      62 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.2      62 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.2      62 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.2      62 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   42 18.2      62 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 18.2      62 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.2      62 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.2      62 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   42 18.2      62 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.2      62 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   42 18.2      62 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   42 18.2      62 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 18.2      62 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   42 18.2      62 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   42 18.2      62 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.2      62 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   42 18.2      62 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 18.2      62 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.2      62 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 14.8      64 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   41 17.9      67 
gi|4006963|emb|CAA07328.1| pollen allergen Betv1,  ( 120)   40 17.7      68 
gi|4006947|emb|CAA07320.1| pollen allergen Betv1,  ( 120)   40 17.7      68 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   39 17.4      68 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 14.0      69 
gi|114326420|ref|NP_001041618.1| major allergen I  (  88)   38 17.1      72 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   28 14.5      73 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   43 18.4      74 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   41 17.9      74 
gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allerge ( 159)   41 17.9      76 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   41 17.9      76 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   41 17.9      77 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   41 17.9      77 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   41 17.9      77 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   41 17.9      77 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   41 17.9      77 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   41 17.9      77 
gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   41 17.9      77 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   41 17.9      77 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   41 17.9      77 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.4      78 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   41 17.9      79 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   40 17.6      83 
gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Ser ( 607)   48 19.7      85 
gi|15886861|emb|CAC85911.1| arginine kinase [Plodi ( 355)   45 18.9      85 
gi|75139847|sp|Q7M1E8|Q7M1E8_9ROSA Pollen major al (  12)   26 14.0      86 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   40 17.6      89 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   40 17.6      90 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   47 19.4      90 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   45 18.9      90 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   40 17.6      91 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   40 17.6      91 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   40 17.6      91 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   43 18.3      93 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   40 17.6      94 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   40 17.6      94 
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gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   40 17.6      94 
gi|4376222|emb|CAA04829.1| pollen allergen, Betv1  ( 159)   40 17.6      94 
gi|4006953|emb|CAA07323.1| pollen allergen Betv1,  ( 160)   40 17.6      95 
gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula pl ( 160)   40 17.6      95 
gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen be ( 160)   40 17.6      95 
gi|1321728|emb|CAA96547.1| major allergen Bet v 1  ( 160)   40 17.6      95 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   40 17.6      95 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   40 17.6      95 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   40 17.6      95 
gi|1513216|gb|AAC02632.1| cherry-allergen PRUA1 [P ( 160)   40 17.6      95 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   40 17.6      95 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   40 17.6      95 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   40 17.6      95 
gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=M ( 160)   40 17.6      95 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   40 17.6      95 
gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula pl ( 160)   40 17.6      95 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   40 17.6      95 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   40 17.6      95 
gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=M ( 160)   40 17.6      95 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   40 17.6      95 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   40 17.6      95 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   40 17.6      95 
gi|167472849|gb|ABZ81046.1| pollen allergen Que a  ( 160)   40 17.6      95 
gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 ( 160)   40 17.6      95 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   40 17.6      95 
gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Be ( 160)   40 17.6      95 
gi|82492265|gb|ABB78006.1| major allergen Pru p 1  ( 160)   40 17.6      95 
gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 ( 160)   40 17.6      95 
gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 ( 160)   40 17.6      95 
gi|4006957|emb|CAA07325.1| pollen allergen Betv1,  ( 160)   40 17.6      95 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   40 17.6      95 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   40 17.6      95 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   38 17.0      95 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   38 17.0      95 
gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 ( 161)   40 17.6      96 
gi|18639|emb|CAA33217.1| glycinin subunit G3 [Glyc ( 481)   46 19.1      98 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   46 19.1      99 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   46 19.1      99 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  57 init1:  57 opt:  65  Z-score: 114.2  bits: 25.6 E(): 0.22 
Smith-Waterman score: 65; 42.3% identity (65.4% similar) in 26 aa overlap (1-26:34-56) 
 
                                             10        20        30 
AAD-12                               VRQHSPAEWDDMMKVIVGNMAWHADSTYMP 
                                     .:::.  ::. : :   ::. :.. :     
gi|126 DLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTK--KGNL-WEVKSAKPL 
            10        20        30        40          50         60 
 
               40        50        60        70        80 
AAD-12 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV 
                                                          
gi|126 TGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN              
               70        80        90                     
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  53 init1:  53 opt:  63  Z-score: 110.9  bits: 25.0 E(): 0.34 
Smith-Waterman score: 63; 37.0% identity (66.7% similar) in 27 aa overlap (1-27:34-57) 
 
                                             10        20        30 
AAD-12                               VRQHSPAEWDDMMKVIVGNMAWHADSTYMP 
                                     .:::.  ::. . :   ::. :.. :.    
gi|144 TFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTK--KGNL-WEVKSSKPL 
            10        20        30        40          50         60 
 
               40        50        60        70        80 
AAD-12 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV 
                                                          
gi|144 TGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE               
               70        80        90                     
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>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 105.3  bits: 24.6 E():  0.7 
Smith-Waterman score: 62; 26.5% identity (59.2% similar) in 49 aa overlap (26-74:5-52) 
 
               10        20        30        40        50        60 
AAD-12 VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
                                :.  :..  ... :. .. :. :. :.: :    . 
gi|189                      MASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSN 
                                    10        20        30          
 
               70        80                                         
AAD-12 ALDEATRALVHQRSARHSLV                                         
        : :. :  : :..                                               
gi|189 PL-EGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSH 
      40         50        60        70        80        90         
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  50 init1:  50 opt:  57  Z-score: 96.7  bits: 23.0 E():  2.1 
Smith-Waterman score: 57; 24.5% identity (59.2% similar) in 49 aa overlap (26-74:5-52) 
 
               10        20        30        40        50        60 
AAD-12 VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
                                :.  :..  ... :. .. .. :. :.: :    . 
gi|439                      MASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSN 
                                    10        20        30          
 
               70        80                                         
AAD-12 ALDEATRALVHQRSARHSLV                                         
        : :. :  : :..                                               
gi|439 PL-EGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRS 
      40         50        60        70        80        90         
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 96.6  bits: 22.7 E():  2.1 
Smith-Waterman score: 56; 30.9% identity (50.9% similar) in 55 aa overlap (1-55:59-107) 
 
                                             10        20        30 
AAD-12                               VRQHSPAEWDDMMKVIVGNMAWHADSTYMP 
                                     .:.:.  ::  : :   :  .:  ::   : 
gi|117 KVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDSEE-P 
       30        40        50        60        70          80       
 
               40        50        60        70        80 
AAD-12 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV 
       .  ::  :. . .   : .. : :.                          
gi|117 L--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE           
             90       100       110       120             
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 96.6  bits: 22.7 E():  2.1 
Smith-Waterman score: 56; 30.9% identity (50.9% similar) in 55 aa overlap (1-55:59-107) 
 
                                             10        20        30 
AAD-12                               VRQHSPAEWDDMMKVIVGNMAWHADSTYMP 
                                     .:.:.  ::  : :   :  .:  ::   : 
gi|400 KVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDSEE-P 
       30        40        50        60        70          80       
 
               40        50        60        70        80 
AAD-12 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV 
       .  ::  :. . .   : .. : :.                          
gi|400 L--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE           
             90       100       110       120             
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 96.6  bits: 22.7 E():  2.1 
Smith-Waterman score: 56; 30.9% identity (50.9% similar) in 55 aa overlap (1-55:59-107) 
 
                                             10        20        30 
AAD-12                               VRQHSPAEWDDMMKVIVGNMAWHADSTYMP 
                                     .:.:.  ::  : :   :  .:  ::   : 
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gi|400 KVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDSEE-P 
       30        40        50        60        70          80       
 
               40        50        60        70        80 
AAD-12 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV 
       .  ::  :. . .   : .. : :.                          
gi|400 L--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE           
             90       100       110       120             
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  44 init1:  44 opt:  56  Z-score: 96.6  bits: 22.7 E():  2.1 
Smith-Waterman score: 56; 30.9% identity (50.9% similar) in 55 aa overlap (1-55:59-107) 
 
                                             10        20        30 
AAD-12                               VRQHSPAEWDDMMKVIVGNMAWHADSTYMP 
                                     .:.:.  ::  : :   :  .:  ::   : 
gi|400 KVTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDSEE-P 
       30        40        50        60        70          80       
 
               40        50        60        70        80 
AAD-12 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV 
       .  ::  :. . .   : .. : :.                          
gi|400 L--QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE           
             90       100       110       120             
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 95.7  bits: 22.9 E():  2.4 
Smith-Waterman score: 57; 41.4% identity (69.0% similar) in 29 aa overlap (20-48:23-50) 
 
                  10        20        30        40        50        
AAD-12    VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: :::.: . ::          
gi|444 MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
        60        70        80                                      
AAD-12 AYDALDEATRALVHQRSARHSLV                                      
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 94.0  bits: 22.6 E():    3 
Smith-Waterman score: 56; 40.0% identity (68.0% similar) in 25 aa overlap (24-48:27-50) 
 
                  10        20        30        40        50        
AAD-12    VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. :::.. . ::          
gi|165 MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
        60        70        80                                      
AAD-12 AYDALDEATRALVHQRSARHSLV                                      
                                                                    
gi|165 GEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSILKNTS 
      60        70        80        90       100       110          
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  48 init1:  48 opt:  60  Z-score: 92.6  bits: 23.6 E():  3.5 
Smith-Waterman score: 60; 22.2% identity (61.9% similar) in 63 aa overlap (4-65:134-194) 
 
                                          10        20         30   
AAD-12                            VRQHSPAEWDDMMKVIVGNMAWHAD-STYMPVM 
                                     : :: ::   : .. .. ...  ..      
gi|309 SKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQVKYQGGCGSGWAFS 
           110       120       130       140       150       160    
 
             40        50        60        70        80             
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV             
       : ::. .:... :.:  . ..... . : ..:.                            
gi|309 ATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGCYNGWHYQSFEWVLEHGGIATDDDY 
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           170        180        190       200       210       220  
 
gi|309 PYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAILEQPISVSIDAKDFH 
             230       240       250       260       270       280  
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 92.4  bits: 22.3 E():  3.6 
Smith-Waterman score: 55; 32.4% identity (58.8% similar) in 34 aa overlap (5-32:114-147) 
 
                                         10            20           
AAD-12                           VRQHSPAEWDDMMKVIV----GNMAWHA--DSTY 
                                     :::. :.. : .:    :   : .  .:.. 
gi|250 EVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSW 
            90       100       110       120       130       140    
 
       30        40        50        60        70        80 
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV 
        ::.                                                 
gi|250 APVLDFVFSTLKNEL                                      
           150                                              
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 91.4  bits: 23.1 E():  4.1 
Smith-Waterman score: 58; 26.0% identity (56.0% similar) in 50 aa overlap (21-70:23-71) 
 
                 10        20        30        40        50         
AAD-12   VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                             .. ::. : :. :   .  : ..::.::    .: .   
gi|663 MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGKATTDEQKL 
               10        20        30        40         50          
 
       60        70        80                                       
AAD-12 YDALDEATRALVHQRSARHSLV                                       
        . .. . .: :                                                 
gi|663 LEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILKLDTDYDVA 
      60        70        80        90       100       110          
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 90.6  bits: 22.0 E():  4.6 
Smith-Waterman score: 54; 37.9% identity (69.0% similar) in 29 aa overlap (20-48:23-50) 
 
                  10        20        30        40        50        
AAD-12    VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: .::.: . ::          
gi|444 MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
        60        70        80                                      
AAD-12 AYDALDEATRALVHQRSARHSLV                                      
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 89.8  bits: 21.7 E():    5 
Smith-Waterman score: 53; 24.5% identity (55.1% similar) in 49 aa overlap (26-74:5-52) 
 
               10        20        30        40        50        60 
AAD-12 VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
                                :.  :..   .. :. .. .. :  :.: :    . 
gi|217                      MASKSSISPLLLATVLVSVFAAATATGPYCYAGMGLPIN 
                                    10        20        30          
 
               70        80                                         
AAD-12 ALDEATRALVHQRSARHSLV                                         
        : :. :  : :..                                               
gi|217 PL-EGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRRS 
      40         50        60        70        80        90         
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  53  Z-score: 88.9  bits: 21.7 E():  5.7 
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Smith-Waterman score: 53; 22.4% identity (55.2% similar) in 58 aa overlap (29-80:31-87) 
 
                 10        20        30        40             50    
AAD-12   VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICF- 
               10        20        30        40        50           
 
            60        70         80                                 
AAD-12 DMRAAYDALDEATRALVHQR-SARHSLV                                 
       :  . .. . . .. . .   : :.:..                                 
gi|132 DEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSIS 
      60        70        80        90       100       110          
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  48 init1:  48 opt:  57  Z-score: 87.5  bits: 22.7 E():  6.8 
Smith-Waterman score: 57; 22.2% identity (58.7% similar) in 63 aa overlap (4-65:134-194) 
 
                                          10        20         30   
AAD-12                            VRQHSPAEWDDMMKVIVGNMAWHADSTY-MPVM 
                                     : :: ::   : .. .. ...          
gi|119 SKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQVKYQGGCGRGWAFS 
           110       120       130       140       150       160    
 
             40        50        60        70        80             
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV             
       : ::. .:... :.:  . ..... . : ..:.                            
gi|119 ATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGSYNGWQYQSFEWVLEHGGIATDDDY 
           170        180        190       200       210       220  
 
gi|119 PYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAILEQPISVSIDAKDFH 
             230       240       250       260       270       280  
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  48 init1:  48 opt:  57  Z-score: 87.5  bits: 22.7 E():  6.8 
Smith-Waterman score: 57; 22.2% identity (58.7% similar) in 63 aa overlap (4-65:134-194) 
 
                                          10        20         30   
AAD-12                            VRQHSPAEWDDMMKVIVGNMAWHADSTY-MPVM 
                                     : :: ::   : .. .. ...          
gi|129 SKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQVKYQGGCGRGWAFS 
           110       120       130       140       150       160    
 
             40        50        60        70        80             
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV             
       : ::. .:... :.:  . ..... . : ..:.                            
gi|129 ATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGSYNGWQYQSFEWVLEHGGIATDDDY 
           170        180        190       200       210       220  
 
gi|129 PYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAILEQPISVSIDAKDFH 
             230       240       250       260       270       280  
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 87.3  bits: 21.4 E():    7 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (24-48:27-50) 
 
                  10        20        30        40        50        
AAD-12    VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|131 MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
        60        70        80                                      
AAD-12 AYDALDEATRALVHQRSARHSLV                                      
                                                                    
gi|131 GEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 87.3  bits: 21.4 E():    7 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (24-48:27-50) 
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                  10        20        30        40        50        
AAD-12    VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|279 MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
        60        70        80                                      
AAD-12 AYDALDEATRALVHQRSARHSLV                                      
                                                                    
gi|279 GEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 87.3  bits: 21.4 E():    7 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (24-48:27-50) 
 
                  10        20        30        40        50        
AAD-12    VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|602 MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
        60        70        80                                      
AAD-12 AYDALDEATRALVHQRSARHSLV                                      
                                                                    
gi|602 GEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 87.2  bits: 21.4 E():  7.1 
Smith-Waterman score: 52; 37.9% identity (69.0% similar) in 29 aa overlap (20-48:23-50) 
 
                  10        20        30        40        50        
AAD-12    VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: .::.: . ::          
gi|444 MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
        60        70        80                                      
AAD-12 AYDALDEATRALVHQRSARHSLV                                      
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 86.3  bits: 22.1 E():    8 
Smith-Waterman score: 55; 25.5% identity (55.3% similar) in 47 aa overlap (15-60:16-62) 
 
                10        20         30        40        50         
AAD-12  VRQHSPAEWDDMMKVIVGNMA-WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                      ...:  : . ::. : :. :   .  : .  :.::..   ...   
gi|441 MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLL 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 YDALDEATRALVHQRSARHSLV                                       
        :                                                           
gi|441 EDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAY 
               70        80        90       100       110       120 
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 85.5  bits: 20.8 E():  8.8 
Smith-Waterman score: 50; 28.1% identity (59.4% similar) in 32 aa overlap (15-46:11-42) 
 
               10        20        30        40        50        60 
AAD-12 VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
                     ::.. .:: ...   :. : :    ..::  .               
gi|249     MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQDIMPCLHFVKGEEKEP 
                   10        20        30        40        50       
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               70        80                                         
AAD-12 ALDEATRALVHQRSARHSLV                                         
                                                                    
gi|249 SKECCSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVAEVPKKCDIKTTLPPIT 
         60        70        80        90       100       110       
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 85.2  bits: 22.1 E():  9.2 
Smith-Waterman score: 55; 30.6% identity (58.3% similar) in 36 aa overlap (7-42:155-190) 
 
                                       10        20        30       
AAD-12                         VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :   . ..::.:..  :: .     .  :: 
gi|249 QLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA 
          130       140       150       160       170       180     
 
         40        50        60        70        80                 
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV                 
       . .:::                                                       
gi|249 IPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTL 
          190       200       210       220       230       240     
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 84.1  bits: 18.2 E():   11 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (22-28:19-25) 
 
               10        20        30        40        50        60 
AAD-12 VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
                            :.::..:                                 
gi|320    YTTEGGTKAEAEDVIPEGWKADTSYE                                
                  10        20                                      
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 84.1  bits: 18.2 E():   11 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (22-28:19-25) 
 
               10        20        30        40        50        60 
AAD-12 VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
                            :.::..:                                 
gi|320    YTTEGGKKVEAEDVIPEGWKADTSYE                                
                  10        20                                      
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 82.5  bits: 20.4 E():   13 
Smith-Waterman score: 49; 35.7% identity (52.4% similar) in 42 aa overlap (36-66:37-78) 
 
          10        20        30        40              50          
AAD-12 PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR------TCFADMRAAY 
                                     :. : :.: . ::       :   : ...: 
gi|145 EEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSY 
         10        20        30        40        50        60       
 
           60        70        80                                   
AAD-12 -----DALDEATRALVHQRSARHSLV                                   
            ::.::::                                                 
gi|145 VLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAP 
         70        80        90       100       110       120       
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 82.3  bits: 19.6 E():   13 
Smith-Waterman score: 46; 33.3% identity (59.3% similar) in 27 aa overlap (4-28:39-64) 
 
                                            10        20        30  
AAD-12                            VRQHSPAE--WDDMMKVIVGNMAWHADSTYMPV 
                                     ..::.  :: .  : .   .: ::. :    
gi|323 GNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKPYSWR 
       10        20        30        40         50        60        
 
              40        50        60        70        80 
AAD-12 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV 
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gi|323 YGWTAFCGPAGPRCLRTNAAVTVR                          
        70        80        90                           
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.1  bits: 21.2 E():   15 
Smith-Waterman score: 52; 20.8% identity (58.3% similar) in 48 aa overlap (26-73:72-119) 
 
                    10        20        30        40        50      
AAD-12      VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:...:   :: .  :..  .. :... 
gi|170 QSFSQQPPFSQQQQQPLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQ 
              50        60        70        80        90       100  
 
          60        70        80                                    
AAD-12 RAAYDALDEATRALVHQRSARHSLV                                    
       .      ..  . ::.:.                                           
gi|170 QQLVLPPQQQQQQLVQQQIPIVQPSVLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSS 
             110       120       130       140       150       160  
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.0  bits: 20.9 E():   18 
Smith-Waterman score: 51; 22.6% identity (64.5% similar) in 31 aa overlap (26-56:66-96) 
 
                    10        20        30        40        50      
AAD-12      VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:.. ::  :  .. :..  .. :... 
gi|219 QPLPPQQTFPQQPPFSQQQQQQPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQ 
          40        50        60        70        80        90      
 
          60        70        80                                    
AAD-12 RAAYDALDEATRALVHQRSARHSLV                                    
       .                                                            
gi|219 QQLILPPQQQQQLPQQQISIVQPSVLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSC 
         100       110       120       130       140       150      
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 79.5  bits: 19.5 E():   19 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (30-45:66-81) 
 
                10        20        30        40        50          
AAD-12  VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
      60        70        80        
AAD-12 DALDEATRALVHQRSARHSLV        
                                    
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS 
         100       110       120    
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.1  bits: 19.8 E():   20 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (55-71:14-30) 
 
           30        40        50        60        70        80     
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV     
                                     .: :.: .:.  .. .:              
gi|219                  MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQ 
                                10        20        30        40    
 
gi|219 TFEENDLQQLIIEIDADGSGELEFDEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNG 
            50        60        70        80        90       100    
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 78.9  bits: 19.3 E():   20 
Smith-Waterman score: 45; 25.5% identity (58.8% similar) in 51 aa overlap (25-72:13-61) 
 
               10        20        30        40           50        
AAD-12 VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV-PAVG--GRTCFADMRA 
                               :..   : : :. :. ..    ::  :..  :: .  
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gi|207             MSITDIVSEKDIDAALESVKAAGS-FNYKIFFQKVGLAGKSA-ADAKK 
                           10        20         30        40        
 
        60        70        80                                      
AAD-12 AYDALDEATRALVHQRSARHSLV                                      
       ... ::.   ....:                                              
gi|207 VFEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQAL 
         50        60        70        80        90       100       
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.8  bits: 19.8 E():   21 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (43-59:141-157) 
 
             20        30        40        50        60        70   
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
             80 
AAD-12 RSARHSLV 
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.8  bits: 19.8 E():   21 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (43-59:141-157) 
 
             20        30        40        50        60        70   
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
             80 
AAD-12 RSARHSLV 
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.7  bits: 19.8 E():   21 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (24-48:27-50) 
 
                  10        20        30        40        50        
AAD-12    VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
        60        70        80                                      
AAD-12 AYDALDEATRALVHQRSARHSLV                                      
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 78.7  bits: 19.8 E():   21 
Smith-Waterman score: 47; 23.7% identity (54.2% similar) in 59 aa overlap (24-71:27-84) 
 
                  10        20        30        40             50   
AAD-12    VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCF 
                                 ::.  .: .:  :.  ::.. . ::     .  : 
gi|304 MGLYTFENEFTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
                   60        70        80                           
AAD-12 AD------MRAAYDALDEATRALVHQRSARHSLV                           
       ..      ..   :..:::. . ..                                    
gi|304 GEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.7  bits: 19.8 E():   21 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (24-48:27-50) 
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                  10        20        30        40        50        
AAD-12    VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|886 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
        60        70        80                                      
AAD-12 AYDALDEATRALVHQRSARHSLV                                      
                                                                    
gi|886 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIKSISH 
      60        70        80        90       100       110          
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.7  bits: 19.8 E():   21 
Smith-Waterman score: 47; 40.0% identity (68.0% similar) in 25 aa overlap (24-48:27-50) 
 
                  10        20        30        40        50        
AAD-12    VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :.:.. . ::          
gi|602 MGVFTYEFEFTSVIPPARLYNAFVLDADNL-IPKIAPQAVKSTEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
        60        70        80                                      
AAD-12 AYDALDEATRALVHQRSARHSLV                                      
                                                                    
gi|602 GEGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISH 
      60        70        80        90       100       110          
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.7  bits: 19.8 E():   21 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (24-48:27-50) 
 
                  10        20        30        40        50        
AAD-12    VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|753 MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
        60        70        80                                      
AAD-12 AYDALDEATRALVHQRSARHSLV                                      
                                                                    
gi|753 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.7  bits: 19.8 E():   21 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (24-48:27-50) 
 
                  10        20        30        40        50        
AAD-12    VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
        60        70        80                                      
AAD-12 AYDALDEATRALVHQRSARHSLV                                      
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.7  bits: 19.8 E():   21 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (24-48:27-50) 
 
                  10        20        30        40        50        
AAD-12    VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|165 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
        60        70        80                                      
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AAD-12 AYDALDEATRALVHQRSARHSLV                                      
                                                                    
gi|165 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.7  bits: 19.8 E():   21 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (24-48:27-50) 
 
                  10        20        30        40        50        
AAD-12    VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEYTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
        60        70        80                                      
AAD-12 AYDALDEATRALVHQRSARHSLV                                      
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.7  bits: 19.8 E():   21 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (24-48:27-50) 
 
                  10        20        30        40        50        
AAD-12    VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|134 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
        60        70        80                                      
AAD-12 AYDALDEATRALVHQRSARHSLV                                      
                                                                    
gi|134 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.7  bits: 19.8 E():   21 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (24-48:27-50) 
 
                  10        20        30        40        50        
AAD-12    VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
        60        70        80                                      
AAD-12 AYDALDEATRALVHQRSARHSLV                                      
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.7  bits: 19.8 E():   21 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (24-48:27-50) 
 
                  10        20        30        40        50        
AAD-12    VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
        60        70        80                                      
AAD-12 AYDALDEATRALVHQRSARHSLV                                      
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.7  bits: 19.8 E():   21 
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Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (43-59:144-160) 
 
             20        30        40        50        60        70   
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
             80 
AAD-12 RSARHSLV 
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.7  bits: 19.8 E():   21 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (43-59:144-160) 
 
             20        30        40        50        60        70   
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
             80 
AAD-12 RSARHSLV 
 
>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.9  bits: 20.0 E():   23 
Smith-Waterman score: 48; 33.3% identity (59.3% similar) in 27 aa overlap (26-52:17-43) 
 
               10        20        30        40        50        60 
AAD-12 VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
                                :.:.:  .   ::..:  :  .: : .         
gi|510          MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLPVIRGK 
                        10        20        30        40        50  
 
               70        80                                         
AAD-12 ALDEATRALVHQRSARHSLV                                         
                                                                    
gi|510 GGGIEFAKTETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHLCTPLS 
              60        70        80        90       100       110  
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 77.8  bits: 19.5 E():   24 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (55-72:126-143) 
 
           30        40        50        60        70        80 
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV 
                                     . ::..::: :..: ...         
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG     
         100       110       120       130       140            
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 77.7  bits: 20.5 E():   24 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (22-39:66-83) 
 
                        10        20        30        40        50  
AAD-12          VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
              60        70        80                                
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLV                                
                                                                    
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.4  bits: 20.8 E():   25 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (13-50:270-307) 
 
                                 10        20        30        40   
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AAD-12                   VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
             50        60        70        80                       
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV                       
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.4  bits: 20.8 E():   25 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (13-50:270-307) 
 
                                 10        20        30        40   
AAD-12                   VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|118 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
             50        60        70        80                       
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV                       
       .  : : :                                                     
gi|118 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.4  bits: 20.8 E():   25 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (13-50:270-307) 
 
                                 10        20        30        40   
AAD-12                   VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
             50        60        70        80                       
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV                       
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFATFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.4  bits: 20.8 E():   25 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (13-50:270-307) 
 
                                 10        20        30        40   
AAD-12                   VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
             50        60        70        80                       
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV                       
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.4  bits: 20.8 E():   25 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (13-50:270-307) 
 
                                 10        20        30        40   
AAD-12                   VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|270 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
             50        60        70        80                       
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV                       
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       .  : : :                                                     
gi|270 IQHVKGGTPKRPDRAIETYLFAMFDENQKQPEVEKHFGLFFPDKRPKYNLNFSAKKNWDI 
     300       310       320       330       340       350          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.4  bits: 20.8 E():   25 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (13-50:270-307) 
 
                                 10        20        30        40   
AAD-12                   VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|327 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
             50        60        70        80                       
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV                       
       .  : : :                                                     
gi|327 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 77.0  bits: 18.9 E():   26 
Smith-Waterman score: 44; 32.4% identity (56.8% similar) in 37 aa overlap (29-65:65-101) 
 
                 10        20        30        40        50         
AAD-12   VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .:  ..::. ::  . :.:: :  :   :  
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
       60        70        80 
AAD-12 YDALDEATRALVHQRSARHSLV 
        .  .:.                
gi|117 EEEKEESDDDMGFGLFD      
          100       110       
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 77.0  bits: 19.5 E():   26 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (24-48:27-50) 
 
                  10        20        30        40        50        
AAD-12    VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
        60        70        80                                      
AAD-12 AYDALDEATRALVHQRSARHSLV                                      
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIKTTSK 
      60        70        80        90       100       110          
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.9  bits: 19.5 E():   26 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (27-48:29-50) 
 
                 10        20        30        40        50         
AAD-12   VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 YDALDEATRALVHQRSARHSLV                                       
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 76.9  bits: 19.5 E():   26 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (24-48:27-50) 
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                  10        20        30        40        50        
AAD-12    VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
        60        70        80                                      
AAD-12 AYDALDEATRALVHQRSARHSLV                                      
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 76.9  bits: 19.5 E():   26 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (24-48:27-50) 
 
                  10        20        30        40        50        
AAD-12    VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|880 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
        60        70        80                                      
AAD-12 AYDALDEATRALVHQRSARHSLV                                      
                                                                    
gi|880 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVIKTTS 
      60        70        80        90       100       110          
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.9  bits: 19.5 E():   26 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (27-48:29-50) 
 
                 10        20        30        40        50         
AAD-12   VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 YDALDEATRALVHQRSARHSLV                                       
                                                                    
gi|400 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.9  bits: 19.5 E():   26 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (27-48:29-50) 
 
                 10        20        30        40        50         
AAD-12   VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 YDALDEATRALVHQRSARHSLV                                       
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.9  bits: 19.5 E():   26 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (27-48:29-50) 
 
                 10        20        30        40        50         
AAD-12   VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
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       60        70        80                                       
AAD-12 YDALDEATRALVHQRSARHSLV                                       
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 75.8  bits: 19.7 E():   30 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (52-73:74-98) 
 
              30        40        50        60           70         
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---DEATRALVHQRSARHS 
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
 
       80                                                           
AAD-12 LV                                                           
                                                                    
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 75.5  bits: 16.6 E():   31 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (22-28:19-25) 
 
               10        20        30        40        50        60 
AAD-12 VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
                            :..:..:                                 
gi|320    YTTEGGTKAEAEDVIPEGWKVDTSYE                                
                  10        20                                      
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 75.3  bits: 19.1 E():   32 
Smith-Waterman score: 45; 27.0% identity (64.9% similar) in 37 aa overlap (35-71:49-84) 
 
           10        20        30        40        50        60     
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|144 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
           70        80                                             
AAD-12 ATRALVHQRSARHSLV                                             
       :  : ..                                                      
gi|144 AGLAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEAT 
        80        90       100       110       120       130        
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.3  bits: 19.1 E():   32 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (24-48:27-50) 
 
                  10        20        30        40        50        
AAD-12    VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
        60        70        80                                      
AAD-12 AYDALDEATRALVHQRSARHSLV                                      
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.3  bits: 19.1 E():   32 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (24-48:27-50) 
 
                  10        20        30        40        50        
AAD-12    VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
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gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
        60        70        80                                      
AAD-12 AYDALDEATRALVHQRSARHSLV                                      
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.3  bits: 19.1 E():   32 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (24-48:27-50) 
 
                  10        20        30        40        50        
AAD-12    VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|753 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTTKKITF 
               10        20        30         40        50          
 
        60        70        80                                      
AAD-12 AYDALDEATRALVHQRSARHSLV                                      
                                                                    
gi|753 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.3  bits: 19.1 E():   32 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (24-48:27-50) 
 
                  10        20        30        40        50        
AAD-12    VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
        60        70        80                                      
AAD-12 AYDALDEATRALVHQRSARHSLV                                      
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.3  bits: 19.1 E():   32 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (24-48:27-50) 
 
                  10        20        30        40        50        
AAD-12    VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|425 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
        60        70        80                                      
AAD-12 AYDALDEATRALVHQRSARHSLV                                      
                                                                    
gi|425 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.2  bits: 19.1 E():   33 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (24-48:27-50) 
 
                  10        20        30        40        50        
AAD-12    VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|901 MGGYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
        60        70        80                                      
AAD-12 AYDALDEATRALVHQRSARHSLV                                      
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTS 
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      60        70        80        90       100       110          
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.2  bits: 19.1 E():   33 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (24-48:27-50) 
 
                  10        20        30        40        50        
AAD-12    VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
        60        70        80                                      
AAD-12 AYDALDEATRALVHQRSARHSLV                                      
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.1  bits: 20.4 E():   33 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (22-39:56-73) 
 
                        10        20        30        40        50  
AAD-12          VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
              60        70        80                                
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLV                                
                                                                    
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 45; 32.6% identity (44.2% similar) in 43 aa overlap (6-37:52-90) 
 
                                        10        20                
AAD-12                          VRQHSPAEWDDMMKVIVGNMAW-----------HA 
                                     :  ::.. ::    .::           :. 
gi|148 HAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKVA---QAWAETRTPDCSLIHS 
              30        40        50        60           70         
 
           30        40        50        60        70        80     
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV     
       :      :::::.                                                
gi|148 DRCG-ENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQIVWANSERVGCGRAL 
       80         90       100       110       120       130        
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.9  bits: 18.9 E():   34 
Smith-Waterman score: 44; 16.0% identity (72.0% similar) in 25 aa overlap (12-36:12-36) 
 
               10        20        30        40        50        60 
AAD-12 VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
                  .. .... ..: ....  :. : :.                         
gi|249 MRTVSARSSVALVVIVAAVLVWTSSASVAPAPAPGSEETCGTVVGALMPCLPFVQGKEKE 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 ALDEATRALVHQRSARHSLV                                         
                                                                    
gi|249 PSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDSKLPP 
               70        80        90       100       110       120 
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 74.8  bits: 20.9 E():   34 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (3-41:535-572) 
 
                                           10        20        30   
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AAD-12                             VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
             40        50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV 
        .:  :: :                                        
gi|331 KEGC-FSEEGPKLVAAAQAALV                           
           570       580                                
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.6  bits: 18.6 E():   35 
Smith-Waterman score: 43; 26.0% identity (52.0% similar) in 50 aa overlap (31-80:30-79) 
 
               10        20        30        40        50        60 
AAD-12 VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
                                     .  .:.. :.:   .   : :   . :.   
gi|253  TGPYCYAGMGLPINPLEGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQH 
                10        20        30        40        50          
 
               70        80                                         
AAD-12 ALDEATRALVHQRSARHSLV                                         
          ::.: .. .::  .: :                                         
gi|253 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNAPYCLGLD 
      60        70        80        90       100       110          
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 74.4  bits: 20.9 E():   36 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (3-41:558-595) 
 
                                           10        20        30   
AAD-12                             VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|668 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
       530       540       550       560       570       580        
 
             40        50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV 
        .:  :: :                                        
gi|668 KEGC-FSEEGPKLVAAAQAALV                           
       590        600                                   
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.4  bits: 20.4 E():   36 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (22-39:56-73) 
 
                        10        20        30        40        50  
AAD-12          VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
              60        70        80                                
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLV                                
                                                                    
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 74.3  bits: 18.6 E():   37 
Smith-Waterman score: 43; 23.5% identity (51.0% similar) in 51 aa overlap (18-68:25-74) 
 
                      10        20        30        40        50    
AAD-12        VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                               :  : . . ...   :::.  :: .:  . .   :  
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLP-FQ 
               10        20        30        40        50           
 
            60        70        80                                  
AAD-12 DMRAAYDALDEATRALVHQRSARHSLV                                  
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       ...   :..:    :                                              
gi|217 EIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRL 
      60        70        80        90       100       110          
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 74.2  bits: 20.1 E():   37 
Smith-Waterman score: 49; 20.3% identity (55.9% similar) in 59 aa overlap (21-76:37-94) 
 
                         10        20        30        40        50 
AAD-12           VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|269 EAVLLGILLYIPIVLSDDRAPIPSNSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQTK 
         10        20        30         40        50        60      
 
                  60        70        80                            
AAD-12 CF---ADMRAAYDALDEATRALVHQRSARHSLV                            
        .   .:  . . ...:: ...  . . :                                
gi|269 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSLAPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.1  bits: 19.4 E():   38 
Smith-Waterman score: 46; 60.0% identity (80.0% similar) in 10 aa overlap (4-13:20-29) 
 
                               10        20        30        40     
AAD-12                 VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                          :.:: .:: :                                
gi|144 MQYLAIAVIVALAGLSAAAHKPAYYDDNMANQMVDQIVKSLTTKKELDPFKIEQTKVPID 
               10        20        30        40        50        60 
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.0  bits: 18.3 E():   38 
Smith-Waterman score: 42; 25.7% identity (60.0% similar) in 35 aa overlap (34-68:4-38) 
 
            10        20        30        40        50        60    
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     .:.. .:.:. :. :     : .: . :   
gi|777                            MAFKGVLNDADVTAALDGCKSAFDHKAFFKACG 
                                          10        20        30    
 
            70        80                                            
AAD-12 EATRALVHQRSARHSLV                                            
        :...                                                        
gi|777 LAAKSADDIKKAFAIIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAGDSDGD 
            40        50        60        70        80        90    
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 73.8  bits: 20.1 E():   39 
Smith-Waterman score: 49; 33.3% identity (64.3% similar) in 42 aa overlap (20-58:244-284) 
 
                          10        20          30         40       
AAD-12            VRQHSPAEWDDMMKVIVGNMAW--HADSTYMP-VMAQGAVFSAEVVPAV 
                                     :.:  ..... .: :. .  . :.: :  : 
gi|585 GYYAYPYCYNLTPNQPSAQCEATTMQENDKMSWLFESEDVLLPSVYLRWNLTSGERVGLV 
           220       230       240       250       260       270    
 
         50        60        70        80                           
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLV                           
       :::.  : .: :                                                 
gi|585 GGRVKEA-LRIARQMTTSRKKVLPYYWYKYQDRRDTDLSRADLEATLRKITDLGADGFII 
           280        290       300       310       320       330   
 
>>gi|14422363|emb|CAC41635.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.7  bits: 18.6 E():   39 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (25-42:85-102) 
 
                     10        20        30        40        50     
AAD-12       VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSGRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
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           60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLV 
                                  
gi|144 RHVKPLSFRAKTDAPGC          
          120       130           
 
>>gi|14422361|emb|CAC41634.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.7  bits: 18.6 E():   39 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (25-42:85-102) 
 
                     10        20        30        40        50     
AAD-12       VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
           60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLV 
                                  
gi|144 RHVKPLSFRAKTDAPGC          
          120       130           
 
>>gi|14422359|emb|CAC41633.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.7  bits: 18.6 E():   39 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (25-42:85-102) 
 
                     10        20        30        40        50     
AAD-12       VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETDQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
           60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLV 
                                  
gi|144 RHVKPLSFRAKTDAPGC          
          120       130           
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.7  bits: 20.1 E():   40 
Smith-Waterman score: 49; 21.0% identity (56.5% similar) in 62 aa overlap (7-68:276-337) 
 
                                       10        20        30       
AAD-12                         VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :.:  .  ... ..  .: :.::  .  .. 
gi|169 KSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMTNAASSYMTDYYIST 
         250       260       270       280       290       300      
 
         40        50        60        70        80                 
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV                 
       ::.:.       :.    . ..   .:.:..:                             
gi|169 VFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLKKPVSKDSPETYEEA 
         310       320       330       340       350       360      
 
gi|169 LKRFAKLLSDRKKLRANKASY 
         370       380       
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.7  bits: 20.1 E():   40 
Smith-Waterman score: 49; 21.0% identity (56.5% similar) in 62 aa overlap (7-68:276-337) 
 
                                       10        20        30       
AAD-12                         VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :.:  .  ... ..  .: :.::  .  .. 
gi|215 KSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMTNAASSYMTDYYIST 
         250       260       270       280       290       300      
 
         40        50        60        70        80                 
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV                 
       ::.:.       :.    . ..   .:.:..:                             
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gi|215 VFQARHSQNNYLRVQENALNGTTTEMDDASEANMELLVQVGETLLKKPVSKDSPETYEEA 
         310       320       330       340       350       360      
 
gi|215 LKRFAKLLSDRKKLRANKASH 
         370       380       
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.7  bits: 20.1 E():   40 
Smith-Waterman score: 49; 21.0% identity (56.5% similar) in 62 aa overlap (7-68:276-337) 
 
                                       10        20        30       
AAD-12                         VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :.:  .  ... ..  .: :.::  .  .. 
gi|215 KSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMTNAASSYMTDYYIST 
         250       260       270       280       290       300      
 
         40        50        60        70        80                 
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV                 
       ::.:.       :.    . ..   .:.:..:                             
gi|215 VFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLKKPVSKDSPETYEEA 
         310       320       330       340       350       360      
 
gi|215 LKRFAKLLSDRKKLRANKASH 
         370       380       
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.6  bits: 18.8 E():   40 
Smith-Waterman score: 44; 36.4% identity (63.6% similar) in 22 aa overlap (27-48:28-49) 
 
                10        20        30        40        50          
AAD-12  VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                  : .: .:  :. :.: . . ::            
gi|115 GVFNYETETTSVIPAARLFKAFILDGDTLFPQVAPQAISSVENISGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 DALDEATRALVHQRSARHSLV                                        
                                                                    
gi|115 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.5  bits: 18.8 E():   40 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (29-48:31-50) 
 
                 10        20        30        40        50         
AAD-12   VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|584 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 YDALDEATRALVHQRSARHSLV                                       
                                                                    
gi|584 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.5  bits: 18.8 E():   40 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (29-48:31-50) 
 
                 10        20        30        40        50         
AAD-12   VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 YDALDEATRALVHQRSARHSLV                                       
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
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               70        80        90       100       110       120 
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.5  bits: 18.8 E():   40 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (29-48:31-50) 
 
                 10        20        30        40        50         
AAD-12   VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|132 MGVFNYETESTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 YDALDEATRALVHQRSARHSLV                                       
                                                                    
gi|132 EGSPFKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.5  bits: 18.8 E():   40 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (29-48:31-50) 
 
                 10        20        30        40        50         
AAD-12   VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 YDALDEATRALVHQRSARHSLV                                       
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 73.5  bits: 20.1 E():   40 
Smith-Waterman score: 49; 40.0% identity (65.0% similar) in 20 aa overlap (19-38:332-348) 
 
                           10        20        30        40         
AAD-12             VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
                                     :  :.   .:: :. .::.:           
gi|113 ILSQGNRFLASDIKKEVVGRYGESAMSESINWNWR---SYMDVFENGAIFVPSGVDPVLT 
             310       320       330          340       350         
 
       50        60        70        80   
AAD-12 RTCFADMRAAYDALDEATRALVHQRSARHSLV   
                                          
gi|113 PEQNAGMIPAEPGEAVLRLTSSAGVLSCQPGAPC 
      360       370       380       390   
 
>>gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum aest  (94 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 73.5  bits: 18.1 E():   41 
Smith-Waterman score: 41; 27.3% identity (48.5% similar) in 33 aa overlap (12-44:17-49) 
 
                    10        20        30        40        50      
AAD-12      VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                       :.:  .  . : :.    :  :  ::..   .:            
gi|668 IAVAVSADECEGDRRAMIKECAKYQQWPANPKLDPSDACCAVWQKANIPCLCAGVTKEKE 
               10        20        30        40        50        60 
 
          60        70        80          
AAD-12 RAAYDALDEATRALVHQRSARHSLV          
                                          
gi|668 KIYCMEKVAYVANFCKKPFPHGYKCGSYTFPPLA 
               70        80        90     
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.5  bits: 18.8 E():   41 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (29-48:31-50) 
 
                 10        20        30        40        50         
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AAD-12   VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 YDALDEATRALVHQRSARHSLV                                       
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 73.3  bits: 19.6 E():   42 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (7-64:116-175) 
 
                                       10        20          30     
AAD-12                         VRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|481 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
          90       100       110       120       130       140      
 
           40        50        60        70        80               
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV               
         .   ...  . .    :   ::    :.                               
gi|481 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
         150       160       170       180       190       200      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 73.3  bits: 19.6 E():   42 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (7-64:117-176) 
 
                                       10        20          30     
AAD-12                         VRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|168 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
         90       100       110       120       130       140       
 
           40        50        60        70        80               
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV               
         .   ...  . .    :   ::    :.                               
gi|168 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
        150       160       170       180       190       200       
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.2  bits: 19.6 E():   42 
Smith-Waterman score: 47; 36.0% identity (76.0% similar) in 25 aa overlap (55-79:106-130) 
 
           30        40        50        60        70        80     
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV     
                                     ...: . :.:::.:  ... ::. :      
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
 
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 73.2  bits: 19.6 E():   42 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (7-64:120-179) 
 
                                       10        20          30     
AAD-12                         VRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|285 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
      90       100       110       120       130       140          
 
           40        50        60        70        80               
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV               
         .   ...  . .    :   ::    :.                               
gi|285 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
     150       160       170       180       190       200          
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>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 73.1  bits: 19.8 E():   42 
Smith-Waterman score: 48; 23.5% identity (61.8% similar) in 34 aa overlap (3-35:237-270) 
 
                                           10         20        30  
AAD-12                             VRQHSPAEWDDMMKV-IVGNMAWHADSTYMPV 
                                     .:.  :..  ..  :.::   . :. .. . 
gi|729 ETPRVKMNMKYDRYAPVKVFKLDYDGIHFEKHTDIEYEPGVRYKIIGNGKLKDDGRHYSI 
        210       220       230       240       250       260       
 
              40        50        60        70        80            
AAD-12 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV            
        .::                                                         
gi|729 DVQGIPRKAFNLDADLMDFKLKVSKPEDSNKAQFSYTFNEYTETEEYEFDPHRAYYVNWL 
        270       280       290       300       310       320       
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 73.1  bits: 19.6 E():   43 
Smith-Waterman score: 47; 23.4% identity (45.3% similar) in 64 aa overlap (7-68:126-189) 
 
                                       10        20          30     
AAD-12                         VRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|330 GLVPKLDAAYSVSYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
         100       110       120       130       140       150      
 
           40        50        60        70        80               
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV               
         .   ...  . .    :   ::    : . .:                           
gi|330 IPAGELQIIDKIDAAFKVAATAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAA 
         160       170       180       190       200       210      
 
gi|330 VKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAAS 
         220       230       240       250       260       270      
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 72.9  bits: 20.1 E():   44 
Smith-Waterman score: 49; 29.8% identity (54.4% similar) in 57 aa overlap (1-54:95-149) 
 
                                             10        20        30 
AAD-12                               VRQHSPAEWDDMMKVIVGNMAWHADSTYMP 
                                     : : .::.: .  :. . ..:  .: . :  
gi|114 VPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLTDFNLMG 
           70        80        90       100        110        120   
 
                  40        50        60        70        80        
AAD-12 ---VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV        
          . .::  . :    .:.:::   :                                  
gi|114 TGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFG 
            130       140       150       160       170       180   
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 72.8  bits: 19.6 E():   44 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (7-64:131-190) 
 
                                       10        20          30     
AAD-12                         VRQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|330 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
              110       120       130       140       150       160 
 
           40        50        60        70        80               
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV               
         .   ...  . .    :   ::    :.                               
gi|330 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
              170       180       190       200       210       220 
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 72.5  bits: 19.8 E():   46 
Smith-Waterman score: 48; 20.3% identity (55.9% similar) in 59 aa overlap (21-76:37-94) 
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                         10        20        30        40        50 
AAD-12           VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|682 EAVLLGILLYIPIVLSDDRAPIPANSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQAK 
         10        20        30         40        50        60      
 
                  60        70        80                            
AAD-12 CF---ADMRAAYDALDEATRALVHQRSARHSLV                            
        .   .:  . . ...:: ...  . . :                                
gi|682 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSFSPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
>>gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Globin   (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.4  bits: 18.5 E():   47 
Smith-Waterman score: 43; 30.6% identity (55.6% similar) in 36 aa overlap (38-73:115-150) 
 
        10        20        30        40        50        60        
AAD-12 EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                     : :  :  . ..: ::  .::. :  .:   
gi|121 IGDLPNIDGDVTTFVASHTPRGVTHDQLNNFRAGFVSYMKAHTDFAGAEAAWGATLDAFF 
           90       100       110       120       130       140     
 
        70        80 
AAD-12 ALVHQRSARHSLV 
       ..:  .        
gi|121 GMVFAKM       
          150        
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 72.2  bits: 18.5 E():   48 
Smith-Waterman score: 43; 29.0% identity (67.7% similar) in 31 aa overlap (35-65:49-78) 
 
           10        20        30        40        50        60     
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|186 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVRLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
           70        80                                             
AAD-12 ATRALVHQRSARHSLV                                             
       :                                                            
gi|186 AGLGYTYTTIGGDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEAT 
        80        90       100       110       120       130        
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.0  bits: 19.8 E():   49 
Smith-Waterman score: 48; 21.0% identity (56.5% similar) in 62 aa overlap (7-68:276-337) 
 
                                       10        20        30       
AAD-12                         VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :.:  .  ... ..  .: :.::  .  .. 
gi|158 KSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQLTNAASSYMTDYYIST 
         250       260       270       280       290       300      
 
         40        50        60        70        80                 
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV                 
       ::.:.       :.    . ..   .:.:..:                             
gi|158 VFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLKKPVSKDSPETYEEA 
         310       320       330       340       350       360      
 
gi|158 LKRFAKLLSNRKKLRANKASY 
         370       380       
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (29-48:31-50) 
 
                 10        20        30        40        50         
AAD-12   VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
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gi|261 MGVFNYEAETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 YDALDEATRALVHQRSARHSLV                                       
                                                                    
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (29-48:31-50) 
 
                 10        20        30        40        50         
AAD-12   VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|132 MGVFNYETETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 YDALDEATRALVHQRSARHSLV                                       
                                                                    
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (29-48:31-50) 
 
                 10        20        30        40        50         
AAD-12   VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVISAARLFKSYVLDGDKLIPKVAPQAITSVENVGGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 YDALDEATRALVHQRSARHSLV                                       
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSK 
               70        80        90       100       110       120 
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 70.9  bits: 20.0 E():   56 
Smith-Waterman score: 49; 29.8% identity (54.4% similar) in 57 aa overlap (1-54:125-179) 
 
                                             10        20        30 
AAD-12                               VRQHSPAEWDDMMKVIVGNMAWHADSTYMP 
                                     : : .::.: .  :. . ..:  .: . :  
gi|476 VPANKKFFVNNLVFRGPCQPHLSFKVDGTIVAQPDPARWKNS-KIWL-QFAQLTDFNLMG 
          100       110       120       130        140        150   
 
                  40        50        60        70        80        
AAD-12 ---VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV        
          . .::  . :    .:.:::   :                                  
gi|476 TGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLVFG 
            160       170       180       190       200       210   
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 18.2 E():   56 
Smith-Waterman score: 42; 27.6% identity (58.6% similar) in 29 aa overlap (28-56:11-39) 
 
               10        20        30        40        50        60 
AAD-12 VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
                                  ..:. : : ::.   . :.  :  . ..:     
gi|126                  MRSLLILVLCFLPLAALGKVFGRCELAAAMKRHGLDNYRGYSL 
                                10        20        30        40    
 
               70        80                                         
AAD-12 ALDEATRALVHQRSARHSLV                                         
                                                                    
gi|126 GNWVCAAKFESNFNTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSALLS 
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            50        60        70        80        90       100    
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 70.6  bits: 19.8 E():   59 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (54-68:431-446) 
 
            30        40        50        60         70        80 
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLV 
                                     :..: :::.: ...::             
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA             
              410       420       430       440                   
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (29-48:30-49) 
 
                10        20        30        40        50          
AAD-12  VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 DALDEATRALVHQRSARHSLV                                        
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (29-48:30-49) 
 
                10        20        30        40        50          
AAD-12  VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: : . ::            
gi|402 GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFAE 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 DALDEATRALVHQRSARHSLV                                        
                                                                    
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (29-48:30-49) 
 
                10        20        30        40        50          
AAD-12  VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 DALDEATRALVHQRSARHSLV                                        
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (24-48:27-50) 
 
                  10        20        30        40        50        
AAD-12    VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
        60        70        80                                      
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AAD-12 AYDALDEATRALVHQRSARHSLV                                      
                                                                    
gi|212 GEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (24-48:27-50) 
 
                  10        20        30        40        50        
AAD-12    VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
        60        70        80                                      
AAD-12 AYDALDEATRALVHQRSARHSLV                                      
                                                                    
gi|212 GEASKYKYSRHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (29-48:31-50) 
 
                 10        20        30        40        50         
AAD-12   VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 YDALDEATRALVHQRSARHSLV                                       
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (29-48:31-50) 
 
                 10        20        30        40        50         
AAD-12   VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 YDALDEATRALVHQRSARHSLV                                       
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (29-48:31-50) 
 
                 10        20        30        40        50         
AAD-12   VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 YDALDEATRALVHQRSARHSLV                                       
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
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Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (29-48:31-50) 
 
                 10        20        30        40        50         
AAD-12   VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 YDALDEATRALVHQRSARHSLV                                       
                                                                    
gi|400 EGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (29-48:31-50) 
 
                 10        20        30        40        50         
AAD-12   VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 YDALDEATRALVHQRSARHSLV                                       
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (29-48:31-50) 
 
                 10        20        30        40        50         
AAD-12   VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 YDALDEATRALVHQRSARHSLV                                       
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNK 
               70        80        90       100       110       120 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (29-48:31-50) 
 
                 10        20        30        40        50         
AAD-12   VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 YDALDEATRALVHQRSARHSLV                                       
                                                                    
gi|167 EGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (29-48:31-50) 
 
                 10        20        30        40        50         
AAD-12   VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
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       60        70        80                                       
AAD-12 YDALDEATRALVHQRSARHSLV                                       
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (29-48:31-50) 
 
                 10        20        30        40        50         
AAD-12   VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVMPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 YDALDEATRALVHQRSARHSLV                                       
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (29-48:31-50) 
 
                 10        20        30        40        50         
AAD-12   VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 YDALDEATRALVHQRSARHSLV                                       
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (29-48:31-50) 
 
                 10        20        30        40        50         
AAD-12   VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 YDALDEATRALVHQRSARHSLV                                       
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (29-48:31-50) 
 
                 10        20        30        40        50         
AAD-12   VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 YDALDEATRALVHQRSARHSLV                                       
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
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>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (29-48:31-50) 
 
                 10        20        30        40        50         
AAD-12   VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 YDALDEATRALVHQRSARHSLV                                       
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (29-48:31-50) 
 
                 10        20        30        40        50         
AAD-12   VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 YDALDEATRALVHQRSARHSLV                                       
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 40.0% identity (60.0% similar) in 25 aa overlap (24-48:27-50) 
 
                  10        20        30        40        50        
AAD-12    VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:   : ::: . . ::          
gi|534 MGVFNYEDEATSVIAPARLFKSFVLDADNL-IPKVAPENVSSAENIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
        60        70        80                                      
AAD-12 AYDALDEATRALVHQRSARHSLV                                      
                                                                    
gi|534 PEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITS 
      60        70        80        90       100       110          
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (29-48:31-50) 
 
                 10        20        30        40        50         
AAD-12   VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 YDALDEATRALVHQRSARHSLV                                       
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (29-48:31-50) 
 
                 10        20        30        40        50         
AAD-12   VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
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gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 YDALDEATRALVHQRSARHSLV                                       
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (29-48:31-50) 
 
                 10        20        30        40        50         
AAD-12   VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 YDALDEATRALVHQRSARHSLV                                       
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSK 
               70        80        90       100       110       120 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (29-48:31-50) 
 
                 10        20        30        40        50         
AAD-12   VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 YDALDEATRALVHQRSARHSLV                                       
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 69.9  bits: 14.8 E():   64 
Smith-Waterman score: 29; 57.1% identity (71.4% similar) in 7 aa overlap (24-30:1-7) 
 
               10        20        30        40        50        60 
AAD-12 VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
                              ::. : :                               
gi|751                        ADAGYAPAAPGTQPKA                      
                                      10                            
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.5  bits: 17.9 E():   67 
Smith-Waterman score: 41; 34.6% identity (61.5% similar) in 26 aa overlap (26-51:5-30) 
 
               10        20        30        40        50        60 
AAD-12 VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
                                :.:  ...   ::   .: :::.. :          
gi|217                      MASKSNYNLLFTALLVFIFAAVAAVGNEDCTPWTSTLIT 
                                    10        20        30          
 
               70        80                                         
AAD-12 ALDEATRALVHQRSARHSLV                                         
                                                                    
gi|217 PLPSCRNYVEEQACRIEMPGPPYLAKQECCEQLANIPQQCRCQALRYFMGPKSRPDQSGL 
      40        50        60        70        80        90          
 
>>gi|4006963|emb|CAA07328.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.4  bits: 17.7 E():   68 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (30-48:32-50) 
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                10        20        30        40        50          
AAD-12  VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      60        70        80                                       
AAD-12 DALDEATRALVHQRSARHSLV                                       
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|4006947|emb|CAA07320.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.4  bits: 17.7 E():   68 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (30-48:32-50) 
 
                10        20        30        40        50          
AAD-12  VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      60        70        80                                       
AAD-12 DALDEATRALVHQRSARHSLV                                       
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  39  Z-score: 69.4  bits: 17.4 E():   68 
Smith-Waterman score: 39; 26.2% identity (54.8% similar) in 42 aa overlap (6-45:18-56) 
 
                           10        20          30        40       
AAD-12             VRQHSPAEWDDMMKVIVGNMAWHADSTY--MPVMAQGAVFSAEVVPAV 
                        :.  ::..   .::. .  ..     :..  :: :  ..: :  
gi|166 ATPTPTPKAAGSWCVPKPGVSDDQL---TGNINYACSQGIDCGPIQPGGACFEPNTVKAH 
               10        20           30        40        50        
 
         50        60        70        80           
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLV           
                                                    
gi|166 AAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
        60        70        80        90       100  
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 69.3  bits: 14.0 E():   69 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (67-71:2-6) 
 
         40        50        60        70        80 
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV 
                                     : :::          
gi|463                              DRNLVHSATR      
                                            10      
 
>>gi|114326420|ref|NP_001041618.1| major allergen I poly  (88 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 69.0  bits: 17.1 E():   72 
Smith-Waterman score: 38; 31.8% identity (63.6% similar) in 22 aa overlap (25-46:3-24) 
 
               10        20        30        40        50        60 
AAD-12 VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
                               :..  :  . .:. . :. :::               
gi|114                       MLDAALPPCPTVAATADCEICPAVKRDVDLFLTGTPDE 
                                     10        20        30         
 
               70        80                               
AAD-12 ALDEATRALVHQRSARHSLV                               
                                                          
gi|114 YVEQVAQYKALPVVLENARILKNCVDAKMTEEDKENALSLLDKIYTSPLC 
       40        50        60        70        80         
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
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 initn:  28 init1:  28 opt:  28  Z-score: 68.8  bits: 14.5 E():   73 
Smith-Waterman score: 28; 40.0% identity (80.0% similar) in 10 aa overlap (35-44:4-13) 
 
           10        20        30        40        50        60     
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.:  :...:                     
gi|131                            GPVGGVVHAHMMPLL                   
                                          10                        
 
           70        80 
AAD-12 ATRALVHQRSARHSLV 
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 18.4 E():   74 
Smith-Waterman score: 43; 30.0% identity (55.0% similar) in 20 aa overlap (16-35:1-20) 
 
               10        20        30        40        50        60 
AAD-12 VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
                      : .:. :.  .   :.  ::                          
gi|142                IPANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQN 
                              10        20        30        40      
 
               70        80                                         
AAD-12 ALDEATRALVHQRSARHSLV                                         
                                                                    
gi|142 IILSEQELLDCTYHLYDPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQAN 
          50        60        70        80        90       100      
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 41; 37.9% identity (62.1% similar) in 29 aa overlap (20-48:23-49) 
 
                  10        20        30        40        50        
AAD-12    VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .:  ::.  .:  : :.  :.:.: . ::          
gi|604 MAVFTFDDQATSPVAPATLYNALAKDADNI-IP-KAVGSFQSVEIVEGNGGPGTIKKISF 
               10        20        30          40        50         
 
        60        70        80                                      
AAD-12 AYDALDEATRALVHQRSARHSLV                                      
                                                                    
gi|604 VEDGETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTI 
       60        70        80        90       100       110         
 
>>gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 41; 32.0% identity (64.0% similar) in 25 aa overlap (24-48:27-50) 
 
                  10        20        30        40        50        
AAD-12    VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGDGGPGTIKKITF 
               10        20        30         40        50          
 
        60        70        80                                      
AAD-12 AYDALDEATRALVHQRSARHSLV                                      
                                                                    
gi|212 GEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (29-48:30-49) 
 
                10        20        30        40        50          
AAD-12  VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFPE 
               10        20        30        40        50        60 
 
      60        70        80                                        
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AAD-12 DALDEATRALVHQRSARHSLV                                        
                                                                    
gi|437 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISHKY 
               70        80        90       100       110       120 
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (29-48:31-50) 
 
                 10        20        30        40        50         
AAD-12   VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 YDALDEATRALVHQRSARHSLV                                       
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (29-48:31-50) 
 
                 10        20        30        40        50         
AAD-12   VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 YDALDEATRALVHQRSARHSLV                                       
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (29-48:31-50) 
 
                 10        20        30        40        50         
AAD-12   VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 YDALDEATRALVHQRSARHSLV                                       
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (29-48:31-50) 
 
                 10        20        30        40        50         
AAD-12   VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 YDALDEATRALVHQRSARHSLV                                       
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
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Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (29-48:31-50) 
 
                 10        20        30        40        50         
AAD-12   VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|125 MGVFNYETEATSVIPAARLFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 YDALDEATRALVHQRSARHSLV                                       
                                                                    
gi|125 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (29-48:31-50) 
 
                 10        20        30        40        50         
AAD-12   VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|154 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 YDALDEATRALVHQRSARHSLV                                       
                                                                    
gi|154 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 44; 26.4% identity (60.4% similar) in 53 aa overlap (13-63:99-150) 
 
                                 10        20        30        40   
AAD-12                   VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     :.... .:: .  .  .:  ::   : : . 
gi|170 TGQFATHAGRIVGFVSEIVALMGNSANMPAMETLIKDMAANHKARGIP-KAQFNEFRASL 
       70        80        90       100       110        120        
 
             50          60        70        80 
AAD-12 VPAVGGRTCFAD-MRAAY-DALDEATRALVHQRSARHSLV 
       :  . ... . : . ::. ..::                  
gi|170 VSYLQSKVSWNDSLGAAWTQGLDNVFNMMFSYL        
       130       140       150       160        
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (29-48:31-50) 
 
                 10        20        30        40        50         
AAD-12   VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 YDALDEATRALVHQRSARHSLV                                       
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (29-48:31-50) 
 
                 10        20        30        40        50         
AAD-12   VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
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       60        70        80                                       
AAD-12 YDALDEATRALVHQRSARHSLV                                       
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.3  bits: 17.4 E():   78 
Smith-Waterman score: 39; 53.8% identity (69.2% similar) in 13 aa overlap (53-65:72-84) 
 
             30        40        50        60        70        80   
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV   
                                     ::.::  ::  .:                  
gi|131 ELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDE 
              50        60        70        80        90       100  
 
gi|131 FGALVDKWGAKG 
             110    
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.2  bits: 17.9 E():   79 
Smith-Waterman score: 41; 23.4% identity (55.8% similar) in 77 aa overlap (6-79:74-147) 
 
                                        10         20        30     
AAD-12                          VRQHSPAEWDDMMKVIVGN-MAWHADSTYMPVMAQ 
                                     :.  .: . .  :.  .:  .:::. : .. 
gi|215 YTLDENGVIQVTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETW--SSTYFXVGTD 
            50        60        70        80        90         100  
 
             40        50        60        70        80             
AAD-12 GAVFS--AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV             
         ..:  :  .    .:  .  . .   ..:.::.: :..  : ..:              
gi|215 YQTYSIVAGCLDNDYSRHLYW-IASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYC 
             110       120        130       140       150       160 
 
gi|215 VQY 
           
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.6 E():   83 
Smith-Waterman score: 40; 35.3% identity (70.6% similar) in 17 aa overlap (34-50:30-46) 
 
            10        20        30        40        50        60    
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     :::. ...  :  ::..              
gi|476  DKGPGFVVTGRVYCDPCRAGFETNVSHNVQGATVAVDCRPFNGGESKLKAEATTDGLGW 
                10        20        30        40        50          
 
            70        80                                            
AAD-12 EATRALVHQRSARHSLV                                            
                                                                    
gi|476 YKIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQGIRYANPIAFF 
      60        70        80        90       100       110          
 
>>gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Serum a  (607 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 67.6  bits: 19.7 E():   85 
Smith-Waterman score: 48; 26.3% identity (78.9% similar) in 19 aa overlap (3-21:557-575) 
 
                                           10        20        30   
AAD-12                             VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:    ...:...::..            
gi|543 AETFTFHADICTLPEDEKQIKKQSALAELVKHKPKATKEQLKTVLGNFSAFVAKCCGRED 
        530       540       550       560       570       580       
 
             40        50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV 
                                                        
gi|543 KEACFAEEGPKLVASSQLALA                            
        590       600                                   
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>>gi|15886861|emb|CAC85911.1| arginine kinase [Plodia in  (355 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 67.6  bits: 18.9 E():   85 
Smith-Waterman score: 45; 33.3% identity (61.1% similar) in 18 aa overlap (3-20:97-112) 
 
                                           10        20        30   
AAD-12                             VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .: : .: :.  .  ::.             
gi|158 YAPDAEAYVVFADLFDPIIEDYHNGFKKTDKHPPKNWGDVETL--GNLDPAGEFVVSTRV 
         70        80        90       100         110       120     
 
             40        50        60        70        80             
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV             
                                                                    
gi|158 RCGRSMEGYPFNPCLTEAQYKEMEEKVSSTLSGLEGELKGTFFPLTGMSKETQQQLIDDH 
          130       140       150       160       170       180     
 
>>gi|75139847|sp|Q7M1E8|Q7M1E8_9ROSA Pollen major allerg  (12 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 67.5  bits: 14.0 E():   86 
Smith-Waterman score: 26; 57.1% identity (71.4% similar) in 7 aa overlap (14-20:4-10) 
 
               10        20        30        40        50        60 
AAD-12 VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
                    ::. : :                                         
gi|751           ATGKVVQGAMPP                                       
                         10                                         
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.6 E():   89 
Smith-Waterman score: 42; 30.3% identity (54.5% similar) in 66 aa overlap (8-68:3-65) 
 
               10          20        30        40         50        
AAD-12 VRQHSPAEWD--DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR-TCFA--DM 
              ::   :  .:   . .:.: : .  :    .::.:.  : . ..   ::  :. 
gi|121      DPEWHTLDAHEVEQVQATWKAVS-HDEVEILYTVFKAH--PDIMAKFPKFAGKDL 
                    10        20         30          40        50   
 
          60        70        80                                    
AAD-12 RAAYDALDEATRALVHQRSARHSLV                                    
       .:  :. : :..:                                                
gi|121 EAIKDTADFAVHASRIIGFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEF 
             60        70        80        90       100       110   
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.6 E():   90 
Smith-Waterman score: 40; 40.0% identity (60.0% similar) in 20 aa overlap (59-78:29-48) 
 
       30        40        50        60        70        80         
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV         
                                     : : :::  : .  ..: .:           
gi|144   KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLS 
                 10        20        30        40        50         
 
gi|144 DSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAG 
       60        70        80        90       100       110         
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 67.2  bits: 19.4 E():   90 
Smith-Waterman score: 47; 34.0% identity (56.6% similar) in 53 aa overlap (15-66:310-352) 
 
                               10        20         30        40    
AAD-12                 VRQHSPAEWDDMMKVIVGNMAWHADS-TYMPVMAQGAVFSAEVV 
                                     : .::   .::. .: :. :. :.       
gi|289 SVANMSLGGGKSKTLEDAVNAGVEAGLHFAVAAGND--NADACNYSPAAAEKAI------ 
     280       290       300       310         320       330        
 
            50        60        70        80                        
AAD-12 PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV                        
        .::. : .:: :: ..   : :                                      
gi|289 -TVGAST-LADERAYFSNYGECTDIFAPGLNILSTWIGSNYATNIISGTSMASPHIAGLL 
               340       350       360       370       380          
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>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 67.1  bits: 18.9 E():   90 
Smith-Waterman score: 45; 29.2% identity (56.2% similar) in 48 aa overlap (5-50:213-260) 
 
                                           10        20        30   
AAD-12                           VRQHSPAEW--DDMMKVIVGNMAWHADSTYMPVM 
                                     :  ::   . : ::  ...  . :: :    
gi|111 TGVLGVAPSVSLYAVKVLNSSGSGSYSGIVSGIEWATTNGMDVINMSLGGASGSTAMKQA 
            190       200       210       220       230       240   
 
             40        50        60        70        80             
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV             
       ...:  .. :: :..: .                                           
gi|111 VDNAYAKGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSNSNRASFSSVGAELEV 
            250       260       270       280       290       300   
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (27-42:29-44) 
 
                 10        20        30        40        50         
AAD-12   VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|215 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAATGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 YDALDEATRALVHQRSARHSLV                                       
                                                                    
gi|215 GSPITTMTVRTDAVNKEALSYDSTVIDGDILLGFIESIETHMVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 40; 43.8% identity (62.5% similar) in 16 aa overlap (27-42:29-44) 
 
                 10        20        30        40        50         
AAD-12   VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.:.                 
gi|134 MGVQTHVLELTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPD 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 YDALDEATRALVHQRSARHSLV                                       
                                                                    
gi|134 GGPITTMTLRIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIF 
               70        80        90       100       110       120 
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (27-42:29-44) 
 
                 10        20        30        40        50         
AAD-12   VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|892 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 YDALDEATRALVHQRSARHSLV                                       
                                                                    
gi|892 GSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 66.9  bits: 18.3 E():   93 
Smith-Waterman score: 43; 47.6% identity (71.4% similar) in 21 aa overlap (31-51:8-24) 
 
               10        20        30        40        50        60 
AAD-12 VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
                                     .:. :::..: :   ::: .:          
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gi|286                        MGSLANNIMVVGAVLAALV---VGG-SCGPPKVPPGP 
                                      10           20         30    
 
               70        80                                         
AAD-12 ALDEATRALVHQRSARHSLV                                         
                                                                    
gi|286 NITTNYNGKWLTARATWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKG 
            40        50        60        70        80        90    
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (30-48:31-49) 
 
                10        20        30        40        50          
AAD-12  VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|159 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 DALDEATRALVHQRSARHSLV                                        
                                                                    
gi|159 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (30-48:31-49) 
 
                10        20        30        40        50          
AAD-12  VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|437 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 DALDEATRALVHQRSARHSLV                                        
                                                                    
gi|437 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (30-48:31-49) 
 
                10        20        30        40        50          
AAD-12  VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|384 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENISGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 DALDEATRALVHQRSARHSLV                                        
                                                                    
gi|384 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|4376222|emb|CAA04829.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (30-48:31-49) 
 
                10        20        30        40        50          
AAD-12  VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|437 GVFNYEIGATSVIPAARLFKAFILVGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 DALDEATRALVHQRSARHSLV                                        
                                                                    
gi|437 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
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               70        80        90       100       110       120 
 
>>gi|4006953|emb|CAA07323.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (30-48:32-50) 
 
                10        20        30        40        50          
AAD-12  VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      60        70        80                                        
AAD-12 DALDEATRALVHQRSARHSLV                                        
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (30-48:32-50) 
 
                10        20        30        40        50          
AAD-12  VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      60        70        80                                        
AAD-12 DALDEATRALVHQRSARHSLV                                        
                                                                    
gi|125 GFPFEYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (30-48:32-50) 
 
                10        20        30        40        50          
AAD-12  VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      60        70        80                                        
AAD-12 DALDEATRALVHQRSARHSLV                                        
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321728|emb|CAA96547.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (30-48:32-50) 
 
                10        20        30        40        50          
AAD-12  VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      60        70        80                                        
AAD-12 DALDEATRALVHQRSARHSLV                                        
                                                                    
gi|132 GFPFKYVKDRVDEVAHKNFKYSYSVIEGGPIGDTLEKISNEIKIVATPDGRSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (30-48:32-50) 
 
                10        20        30        40        50          
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AAD-12  VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      60        70        80                                        
AAD-12 DALDEATRALVHQRSARHSLV                                        
                                                                    
gi|459 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (30-48:32-50) 
 
                10        20        30        40        50          
AAD-12  VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|114 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      60        70        80                                        
AAD-12 DALDEATRALVHQRSARHSLV                                        
                                                                    
gi|114 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (29-48:31-50) 
 
                 10        20        30        40        50         
AAD-12   VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|730 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 YDALDEATRALVHQRSARHSLV                                       
                                                                    
gi|730 EGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1513216|gb|AAC02632.1| cherry-allergen PRUA1 [Prunu  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 32.0% identity (64.0% similar) in 25 aa overlap (24-48:27-50) 
 
                  10        20        30        40        50        
AAD-12    VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  .:.. . ::          
gi|151 MGVFTYESEFTSEIPPPRLFKAFVLDADNL-VPKIAPQAIKHSEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
        60        70        80                                      
AAD-12 AYDALDEATRALVHQRSARHSLV                                      
                                                                    
gi|151 GEGSQYGYVKHKIDSIDKENYSYSYTLIEGDALGDTLEKISYETKLVASPSGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (30-48:32-50) 
 
                10        20        30        40        50          
AAD-12  VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      60        70        80                                        
AAD-12 DALDEATRALVHQRSARHSLV                                        
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gi|116 GIPFKYVKGRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (30-48:32-50) 
 
                10        20        30        40        50          
AAD-12  VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      60        70        80                                        
AAD-12 DALDEATRALVHQRSARHSLV                                        
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (30-48:32-50) 
 
                10        20        30        40        50          
AAD-12  VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      60        70        80                                        
AAD-12 DALDEATRALVHQRSARHSLV                                        
                                                                    
gi|132 GIPFKYVKDRVDEVDHANFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (30-48:32-50) 
 
                10        20        30        40        50          
AAD-12  VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      60        70        80                                        
AAD-12 DALDEATRALVHQRSARHSLV                                        
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (30-48:32-50) 
 
                10        20        30        40        50          
AAD-12  VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|241 GVFNYETETTSVIPAARLFKAFFLDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      60        70        80                                        
AAD-12 DALDEATRALVHQRSARHSLV                                        
                                                                    
gi|241 GFPFRYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (30-48:32-50) 
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                10        20        30        40        50          
AAD-12  VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      60        70        80                                        
AAD-12 DALDEATRALVHQRSARHSLV                                        
                                                                    
gi|125 GFPFKYVKDGVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (30-48:32-50) 
 
                10        20        30        40        50          
AAD-12  VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      60        70        80                                        
AAD-12 DALDEATRALVHQRSARHSLV                                        
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (30-48:32-50) 
 
                10        20        30        40        50          
AAD-12  VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKASILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      60        70        80                                        
AAD-12 DALDEATRALVHQRSARHSLV                                        
                                                                    
gi|132 GSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKF 
              70        80        90       100       110       120  
 
>>gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (30-48:32-50) 
 
                10        20        30        40        50          
AAD-12  VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYEIEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      60        70        80                                        
AAD-12 DALDEATRALVHQRSARHSLV                                        
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (30-48:32-50) 
 
                10        20        30        40        50          
AAD-12  VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|256 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
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      60        70        80                                        
AAD-12 DALDEATRALVHQRSARHSLV                                        
                                                                    
gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (30-48:32-50) 
 
                10        20        30        40        50          
AAD-12  VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      60        70        80                                        
AAD-12 DALDEATRALVHQRSARHSLV                                        
                                                                    
gi|132 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (30-48:32-50) 
 
                10        20        30        40        50          
AAD-12  VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSLIPAARLFRAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      60        70        80                                        
AAD-12 DALDEATRALVHQRSARHSLV                                        
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|167472849|gb|ABZ81046.1| pollen allergen Que a 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 30.0% identity (70.0% similar) in 20 aa overlap (29-48:31-50) 
 
                 10        20        30        40        50         
AAD-12   VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :. :.:.. . ::           
gi|167 MGVFTYESEDASVIPPARLFKAFVLDSDNLIPKVVPQALKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 YDALDEATRALVHQRSARHSLV                                       
                                                                    
gi|167 EGSHLKHAKHRIDVIDPENFTYSFSVIEGDALFDKLENVSTETKIVASPDGGSIVKSTSK 
               70        80        90       100       110       120 
 
>>gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (30-48:32-50) 
 
                10        20        30        40        50          
AAD-12  VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      60        70        80                                        
AAD-12 DALDEATRALVHQRSARHSLV                                        
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDILEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
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 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (30-48:32-50) 
 
                10        20        30        40        50          
AAD-12  VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      60        70        80                                        
AAD-12 DALDEATRALVHQRSARHSLV                                        
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVTTPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (30-48:32-50) 
 
                10        20        30        40        50          
AAD-12  VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      60        70        80                                        
AAD-12 DALDEATRALVHQRSARHSLV                                        
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGPILKISNKY 
              70        80        90       100       110       120  
 
>>gi|82492265|gb|ABB78006.1| major allergen Pru p 1 [Pru  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 32.0% identity (64.0% similar) in 25 aa overlap (24-48:27-50) 
 
                  10        20        30        40        50        
AAD-12    VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  .:.. . ::          
gi|824 MGVFTYESEFTSEIPPPRLFKAFVLDADNL-VPKIAPQAIKHSEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
        60        70        80                                      
AAD-12 AYDALDEATRALVHQRSARHSLV                                      
                                                                    
gi|824 GEGSQYGYVKHKIDSIDKENHSYSYTLIEGDALGDNLEKISYETKLVASPSGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (30-48:32-50) 
 
                10        20        30        40        50          
AAD-12  VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPG 
              10        20        30        40        50        60  
 
      60        70        80                                        
AAD-12 DALDEATRALVHQRSARHSLV                                        
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (30-48:32-50) 
 
                10        20        30        40        50          
AAD-12  VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
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              10        20        30        40        50        60  
 
      60        70        80                                        
AAD-12 DALDEATRALVHQRSARHSLV                                        
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006957|emb|CAA07325.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (30-48:32-50) 
 
                10        20        30        40        50          
AAD-12  VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKINFPE 
              10        20        30        40        50        60  
 
      60        70        80                                        
AAD-12 DALDEATRALVHQRSARHSLV                                        
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (30-48:32-50) 
 
                10        20        30        40        50          
AAD-12  VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      60        70        80                                        
AAD-12 DALDEATRALVHQRSARHSLV                                        
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (30-48:32-50) 
 
                10        20        30        40        50          
AAD-12  VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      60        70        80                                        
AAD-12 DALDEATRALVHQRSARHSLV                                        
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.7  bits: 17.0 E():   95 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (52-65:39-52) 
 
              30        40        50        60        70        80  
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV  
                                     :::  .  ::. ::                 
gi|191 TLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
gi|191 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.7  bits: 17.0 E():   95 
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Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (52-65:39-52) 
 
              30        40        50        60        70        80  
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV  
                                     :::  .  ::. ::                 
gi|730 TLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
gi|730 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (29-48:31-50) 
 
                 10        20        30        40        50         
AAD-12   VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 YDALDEATRALVHQRSARHSLV                                       
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGFVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|18639|emb|CAA33217.1| glycinin subunit G3 [Glycine   (481 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.4  bits: 19.1 E():   98 
Smith-Waterman score: 46; 30.4% identity (56.5% similar) in 23 aa overlap (11-33:137-159) 
 
                                   10        20        30        40 
AAD-12                     VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     :.. : .:   :  ..   ::.:        
gi|186 CPSTFEEPQQKGQSSRPQDRHQKIYHFREGDLIAVPTGFAYWMYNNEDTPVVAVSLIDTN 
        110       120       130       140       150       160       
 
               50        60        70        80                     
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV                     
                                                                    
gi|186 SFQNQLDQMPRRFYLAGNQEQEFLQYQPQKQQGGTQSQKGKRQQEEENEGGSILSGFAPE 
        170       180       190       200       210       220       
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.4  bits: 19.1 E():   99 
Smith-Waterman score: 46; 30.4% identity (56.5% similar) in 23 aa overlap (11-33:137-159) 
 
                                   10        20        30        40 
AAD-12                     VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     :.. : .:   :  ..   ::.:        
gi|186 TYQEPQESQQRGRSQRPQDRHQKVHRFREGDLIAVPTGVAWWMYNNEDTPVVAVSIIDTN 
        110       120       130       140       150       160       
 
               50        60        70        80                     
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV                     
                                                                    
gi|186 SLENQLDQMPRRFYLAGNQEQEFLKYQQQQQGGSQSQKGKQQEEENEGSNILSGFAPEFL 
        170       180       190       200       210       220       
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.4  bits: 19.1 E():   99 
Smith-Waterman score: 46; 30.4% identity (56.5% similar) in 23 aa overlap (11-33:137-159) 
 
                                   10        20        30        40 
AAD-12                     VRQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     :.. : .:   :  ..   ::.:        
gi|186 TYQEPQESQQRGRSQRPQDRHQKVHRFREGDLIAVPTGVAWWMYNNEDTPVVAVSIIDTN 
        110       120       130       140       150       160       
 
               50        60        70        80                     
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV                     
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gi|186 SLENQLDQMPRRFYLAGNQEQEFLKYQQQQQGGSQSQKGKQQEEENEGSNILSGFAPEFL 
        170       180       190       200       210       220       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:44 2011 done: Fri Jan 21 00:02:44 2011 
 Total Scan time:  0.070 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 88  - 167 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     4     2:* 
  32     2     8:=* 
  34     8    22:==   * 
  36    26    44:=======   * 
  38    42    73:===========       * 
  40    91   102:=======================  * 
  42    66   125:=================              * 
  44   109   138:============================      * 
  46   109   140:============================      * 
  48   169   134:=================================*========= 
  50   189   122:==============================*================= 
  52   106   108:==========================* 
  54   114    92:======================*====== 
  56    63    77:================   * 
  58    58    63:===============* 
  60    39    51:==========  * 
  62    30    41:========  * 
  64    36    33:========* 
  66    58    26:======*======== 
  68    23    20:====*= 
  70    30    16:===*==== 
  72    21    12:==*=== 
  74    25    10:==*==== 
  76    18     8:=*=== 
  78    21     6:=*==== 
  80     2     5:=* 
  82     3     3:* 
  84     3     3:* 
  86     6     2:*= 
  88     3     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     3     1:*         :*== 
  94     5     1:*=        :*==== 
  96     2     1:*         :*= 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     1     0:=         *= 
 108     1     0:=         *= 
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 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.59580.00277; mu= 1.8807 0.145 
 mean_var=33.9079 9.066, 0's: 2 Z-trim: 3  B-trim: 186 in 1/43 
 Lambda= 0.220254 
 Kolmogorov-Smirnov  statistic: 0.1319 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   64 25.4    0.27 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   62 24.7    0.41 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   62 24.6    0.68 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   57 23.0     2.1 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   57 23.0     2.3 
gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=P ( 122)   55 22.4     2.6 
gi|4007655|emb|CAA10348.1| pollen allergen (group  ( 122)   55 22.4     2.6 
gi|4007636|emb|CAA10350.1| pollen allergen (group  ( 122)   55 22.4     2.6 
gi|4007040|emb|CAA10345.1| pollen allergen (group  ( 122)   55 22.4     2.6 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   56 22.6     2.9 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   60 23.6     3.5 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   55 22.3     3.6 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   58 23.1     4.1 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   54 22.0     4.5 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   53 21.7       5 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   53 21.7     5.6 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   57 22.7     6.7 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   57 22.7     6.7 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   52 21.4     6.9 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   52 21.4     6.9 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 21.4     6.9 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   52 21.4       7 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   55 22.1     7.9 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   50 20.8     8.7 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 22.1     9.1 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 18.2      10 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 18.2      10 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   49 20.4      13 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   46 19.7      13 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   52 21.2      15 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   51 20.9      18 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 19.6      19 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   47 19.8      20 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 19.8      20 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   45 19.3      20 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 19.8      20 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 19.8      20 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   47 19.8      21 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   47 19.8      21 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   47 19.8      21 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   47 19.8      21 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   47 19.8      21 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   47 19.8      21 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   47 19.8      21 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   47 19.8      21 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   47 19.8      21 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   47 19.8      21 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   47 19.8      21 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 19.8      21 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 19.8      21 
gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   48 20.0      23 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.5      23 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 20.5      24 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   51 20.8      25 
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gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   51 20.8      25 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   51 20.8      25 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   51 20.8      25 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   51 20.8      25 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   51 20.8      25 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   44 19.0      26 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   46 19.5      26 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   46 19.5      26 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   46 19.5      26 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 19.5      26 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 19.5      26 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 19.5      26 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 19.5      26 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.7      30 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 16.6      31 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   45 19.2      32 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   45 19.2      32 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   45 19.2      32 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   45 19.2      32 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   45 19.2      32 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   45 19.2      32 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   45 19.2      32 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   45 19.2      32 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 20.4      33 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   45 19.1      33 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   44 18.9      34 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   52 20.9      34 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   43 18.6      35 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   52 20.9      36 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 20.4      36 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   43 18.6      37 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   49 20.1      37 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   46 19.4      38 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   42 18.3      38 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   49 20.1      39 
gi|14422363|emb|CAC41635.1| plantain pollen major  ( 131)   43 18.6      39 
gi|14422361|emb|CAC41634.1| plantain pollen major  ( 131)   43 18.6      39 
gi|14422359|emb|CAC41633.1| plantain pollen major  ( 131)   43 18.6      39 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   49 20.1      40 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   49 20.1      40 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   49 20.1      40 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   44 18.8      40 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   44 18.8      40 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   44 18.8      40 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   44 18.8      40 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   44 18.8      40 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 20.1      40 
gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum  (  94)   41 18.1      40 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   44 18.8      41 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   47 19.6      41 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   47 19.6      42 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   47 19.6      42 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   47 19.6      42 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   48 19.9      42 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.6      43 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   47 19.6      44 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   48 19.8      46 
gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Glo ( 151)   43 18.5      47 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   43 18.5      48 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   48 19.8      49 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   43 18.5      50 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   43 18.5      50 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   43 18.5      50 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   42 18.2      56 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 19.8      59 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.2      62 
gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allerge ( 159)   42 18.2      62 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   42 18.2      62 
gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allerge ( 159)   42 18.2      62 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   42 18.2      62 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   42 18.2      62 
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gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.2      62 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 18.2      62 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.2      62 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   42 18.2      62 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   42 18.2      62 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 18.2      62 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.2      62 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.2      62 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   42 18.2      62 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.2      62 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 18.2      62 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   42 18.2      62 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.2      62 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   42 18.2      62 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.2      62 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.2      62 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   42 18.2      62 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   42 18.2      62 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 14.8      64 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   41 17.9      67 
gi|4006947|emb|CAA07320.1| pollen allergen Betv1,  ( 120)   40 17.7      67 
gi|4006963|emb|CAA07328.1| pollen allergen Betv1,  ( 120)   40 17.7      67 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   39 17.4      68 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   47 19.5      68 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 14.0      69 
gi|114326420|ref|NP_001041618.1| major allergen I  (  88)   38 17.1      71 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   28 14.5      73 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   43 18.4      74 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   41 17.9      74 
gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allerge ( 159)   41 17.9      76 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   41 17.9      76 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   41 17.9      77 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   41 17.9      77 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   41 17.9      77 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   41 17.9      77 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   41 17.9      77 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   41 17.9      77 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   41 17.9      77 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   41 17.9      77 
gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   41 17.9      77 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.4      78 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   41 17.9      79 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   40 17.6      83 
gi|15886861|emb|CAC85911.1| arginine kinase [Plodi ( 355)   45 18.9      85 
gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Ser ( 607)   48 19.7      85 
gi|75139847|sp|Q7M1E8|Q7M1E8_9ROSA Pollen major al (  12)   26 14.0      86 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   40 17.6      89 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   47 19.4      90 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   45 18.9      90 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   40 17.6      91 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   40 17.6      91 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   40 17.6      91 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   43 18.3      93 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   40 17.6      95 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   40 17.6      95 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   40 17.6      95 
gi|4376222|emb|CAA04829.1| pollen allergen, Betv1  ( 159)   40 17.6      95 
gi|1321728|emb|CAA96547.1| major allergen Bet v 1  ( 160)   40 17.6      95 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   40 17.6      95 
gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula pl ( 160)   40 17.6      95 
gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen be ( 160)   40 17.6      95 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   40 17.6      95 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   40 17.6      95 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   40 17.6      95 
gi|4006953|emb|CAA07323.1| pollen allergen Betv1,  ( 160)   40 17.6      95 
gi|1513216|gb|AAC02632.1| cherry-allergen PRUA1 [P ( 160)   40 17.6      95 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   40 17.6      95 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   40 17.6      95 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   40 17.6      95 
gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=M ( 160)   40 17.6      95 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   40 17.6      95 
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gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula pl ( 160)   40 17.6      95 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   40 17.6      95 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   40 17.6      95 
gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=M ( 160)   40 17.6      95 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   40 17.6      95 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   40 17.6      95 
gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Be ( 160)   40 17.6      95 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   40 17.6      95 
gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 ( 160)   40 17.6      95 
gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 ( 160)   40 17.6      95 
gi|167472849|gb|ABZ81046.1| pollen allergen Que a  ( 160)   40 17.6      95 
gi|82492265|gb|ABB78006.1| major allergen Pru p 1  ( 160)   40 17.6      95 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   40 17.6      95 
gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 ( 160)   40 17.6      95 
gi|4006957|emb|CAA07325.1| pollen allergen Betv1,  ( 160)   40 17.6      95 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   40 17.6      95 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   38 17.0      95 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   38 17.0      95 
gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 ( 161)   40 17.6      96 
gi|18639|emb|CAA33217.1| glycinin subunit G3 [Glyc ( 481)   46 19.1      99 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   46 19.1   1e 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   46 19.1   1e 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  56 init1:  56 opt:  64  Z-score: 112.7  bits: 25.4 E(): 0.27 
Smith-Waterman score: 64; 44.0% identity (64.0% similar) in 25 aa overlap (1-25:35-56) 
 
                                             10        20        30 
AAD-12                               RQHSPAEWDDMMKVIVGNMAWHADSTYMPV 
                                     :::.  ::. : :   ::. :.. :      
gi|126 LTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTK--KGNL-WEVKSAKPLT 
           10        20        30        40          50         60  
 
               40        50        60        70        80 
AAD-12 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                                          
gi|126 GPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN               
              70        80        90                      
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  52 init1:  52 opt:  62  Z-score: 109.4  bits: 24.7 E(): 0.41 
Smith-Waterman score: 62; 38.5% identity (65.4% similar) in 26 aa overlap (1-26:35-57) 
 
                                             10        20        30 
AAD-12                               RQHSPAEWDDMMKVIVGNMAWHADSTYMPV 
                                     :::.  ::. . :   ::. :.. :.     
gi|144 FKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKSSKPLT 
           10        20        30        40          50         60  
 
               40        50        60        70        80 
AAD-12 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                                          
gi|144 GPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE                
              70        80        90                      
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 105.5  bits: 24.6 E(): 0.68 
Smith-Waterman score: 62; 26.5% identity (59.2% similar) in 49 aa overlap (25-73:5-52) 
 
               10        20        30        40        50        60 
AAD-12 RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                               :.  :..  ... :. .. :. :. :.: :    .  
gi|189                     MASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNP 
                                   10        20        30        40 
 
               70        80                                         
AAD-12 LDEATRALVHQRSARHSLVY                                         
       : :. :  : :..                                                
gi|189 L-EGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHP 
                50        60        70        80        90          
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>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  50 init1:  50 opt:  57  Z-score: 96.8  bits: 23.0 E():  2.1 
Smith-Waterman score: 57; 24.5% identity (59.2% similar) in 49 aa overlap (25-73:5-52) 
 
               10        20        30        40        50        60 
AAD-12 RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                               :.  :..  ... :. .. .. :. :.: :    .  
gi|439                     MASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNP 
                                   10        20        30        40 
 
               70        80                                         
AAD-12 LDEATRALVHQRSARHSLVY                                         
       : :. :  : :..                                                
gi|439 L-EGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSH 
                50        60        70        80        90          
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 95.9  bits: 23.0 E():  2.3 
Smith-Waterman score: 57; 41.4% identity (69.0% similar) in 29 aa overlap (19-47:23-50) 
 
                   10        20        30        40        50       
AAD-12     RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: :::.: . ::          
gi|444 MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
         60        70        80                                     
AAD-12 AYDALDEATRALVHQRSARHSLVY                                     
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: Full=Polle  (122 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 95.1  bits: 22.4 E():  2.6 
Smith-Waterman score: 55; 31.5% identity (50.0% similar) in 54 aa overlap (1-54:60-107) 
 
                                             10        20        30 
AAD-12                               RQHSPAEWDDMMKVIVGNMAWHADSTYMPV 
                                     :.:.  ::  : :   :  .:  ::   :. 
gi|117 VTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDSEE-PL 
      30        40        50        60        70          80        
 
               40        50        60        70        80 
AAD-12 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
         ::  :. . .   : .. : :.                           
gi|117 --QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE            
            90       100       110       120              
 
>>gi|4007655|emb|CAA10348.1| pollen allergen (group II)   (122 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 95.1  bits: 22.4 E():  2.6 
Smith-Waterman score: 55; 31.5% identity (50.0% similar) in 54 aa overlap (1-54:60-107) 
 
                                             10        20        30 
AAD-12                               RQHSPAEWDDMMKVIVGNMAWHADSTYMPV 
                                     :.:.  ::  : :   :  .:  ::   :. 
gi|400 VTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDSEE-PL 
      30        40        50        60        70          80        
 
               40        50        60        70        80 
AAD-12 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
         ::  :. . .   : .. : :.                           
gi|400 --QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE            
            90       100       110       120              
 
>>gi|4007636|emb|CAA10350.1| pollen allergen (group II)   (122 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 95.1  bits: 22.4 E():  2.6 
Smith-Waterman score: 55; 31.5% identity (50.0% similar) in 54 aa overlap (1-54:60-107) 
 
                                             10        20        30 
AAD-12                               RQHSPAEWDDMMKVIVGNMAWHADSTYMPV 
                                     :.:.  ::  : :   :  .:  ::   :. 
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gi|400 VTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDSEE-PL 
      30        40        50        60        70          80        
 
               40        50        60        70        80 
AAD-12 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
         ::  :. . .   : .. : :.                           
gi|400 --QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE            
            90       100       110       120              
 
>>gi|4007040|emb|CAA10345.1| pollen allergen (group II)   (122 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 95.1  bits: 22.4 E():  2.6 
Smith-Waterman score: 55; 31.5% identity (50.0% similar) in 54 aa overlap (1-54:60-107) 
 
                                             10        20        30 
AAD-12                               RQHSPAEWDDMMKVIVGNMAWHADSTYMPV 
                                     :.:.  ::  : :   :  .:  ::   :. 
gi|400 VTFTVEKGSNEKHLAVLVKYEGDTMAEVELREHGSDEWVAMTKGEGG--VWTFDSEE-PL 
      30        40        50        60        70          80        
 
               40        50        60        70        80 
AAD-12 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
         ::  :. . .   : .. : :.                           
gi|400 --QGP-FNFRFLTEKGMKNVFDDVVPEKYTIGATYAPEE            
            90       100       110       120              
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 94.2  bits: 22.6 E():  2.9 
Smith-Waterman score: 56; 40.0% identity (68.0% similar) in 25 aa overlap (23-47:27-50) 
 
                   10        20        30        40        50       
AAD-12     RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. :::.. . ::          
gi|165 MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
         60        70        80                                     
AAD-12 AYDALDEATRALVHQRSARHSLVY                                     
                                                                    
gi|165 GEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSILKNTS 
      60        70        80        90       100       110          
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  48 init1:  48 opt:  60  Z-score: 92.8  bits: 23.6 E():  3.5 
Smith-Waterman score: 60; 22.2% identity (61.9% similar) in 63 aa overlap (3-64:134-194) 
 
                                           10        20         30  
AAD-12                             RQHSPAEWDDMMKVIVGNMAWHAD-STYMPVM 
                                     : :: ::   : .. .. ...  ..      
gi|309 SKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQVKYQGGCGSGWAFS 
           110       120       130       140       150       160    
 
              40        50        60        70        80            
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY            
       : ::. .:... :.:  . ..... . : ..:.                            
gi|309 ATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGCYNGWHYQSFEWVLEHGGIATDDDY 
           170        180        190       200       210       220  
 
gi|309 PYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAILEQPISVSIDAKDFH 
             230       240       250       260       270       280  
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 92.6  bits: 22.3 E():  3.6 
Smith-Waterman score: 55; 32.4% identity (58.8% similar) in 34 aa overlap (4-31:114-147) 
 
                                          10            20          
AAD-12                            RQHSPAEWDDMMKVIV----GNMAWHA--DSTY 
                                     :::. :.. : .:    :   : .  .:.. 
gi|250 EVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSW 
            90       100       110       120       130       140    
 
        30        40        50        60        70        80 
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AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
        ::.                                                  
gi|250 APVLDFVFSTLKNEL                                       
           150                                               
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 91.5  bits: 23.1 E():  4.1 
Smith-Waterman score: 58; 26.0% identity (56.0% similar) in 50 aa overlap (20-69:23-71) 
 
                  10        20        30        40        50        
AAD-12    RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                             .. ::. : :. :   .  : ..::.::    .: .   
gi|663 MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGKATTDEQKL 
               10        20        30        40         50          
 
        60        70        80                                      
AAD-12 YDALDEATRALVHQRSARHSLVY                                      
        . .. . .: :                                                 
gi|663 LEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILKLDTDYDVA 
      60        70        80        90       100       110          
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 90.7  bits: 22.0 E():  4.5 
Smith-Waterman score: 54; 37.9% identity (69.0% similar) in 29 aa overlap (19-47:23-50) 
 
                   10        20        30        40        50       
AAD-12     RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: .::.: . ::          
gi|444 MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
         60        70        80                                     
AAD-12 AYDALDEATRALVHQRSARHSLVY                                     
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 90.0  bits: 21.7 E():    5 
Smith-Waterman score: 53; 24.5% identity (55.1% similar) in 49 aa overlap (25-73:5-52) 
 
               10        20        30        40        50        60 
AAD-12 RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                               :.  :..   .. :. .. .. :  :.: :    .  
gi|217                     MASKSSISPLLLATVLVSVFAAATATGPYCYAGMGLPINP 
                                   10        20        30        40 
 
               70        80                                         
AAD-12 LDEATRALVHQRSARHSLVY                                         
       : :. :  : :..                                                
gi|217 L-EGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRRSD 
                50        60        70        80        90          
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  53  Z-score: 89.0  bits: 21.7 E():  5.6 
Smith-Waterman score: 53; 22.4% identity (55.2% similar) in 58 aa overlap (28-79:31-87) 
 
                  10        20        30        40             50   
AAD-12    RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICF- 
               10        20        30        40        50           
 
             60        70         80                                
AAD-12 DMRAAYDALDEATRALVHQR-SARHSLVY                                
       :  . .. . . .. . .   : :.:..                                 
gi|132 DEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSIS 
      60        70        80        90       100       110          
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  48 init1:  48 opt:  57  Z-score: 87.6  bits: 22.7 E():  6.7 
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Smith-Waterman score: 57; 22.2% identity (58.7% similar) in 63 aa overlap (3-64:134-194) 
 
                                           10        20         30  
AAD-12                             RQHSPAEWDDMMKVIVGNMAWHADSTY-MPVM 
                                     : :: ::   : .. .. ...          
gi|119 SKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQVKYQGGCGRGWAFS 
           110       120       130       140       150       160    
 
              40        50        60        70        80            
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY            
       : ::. .:... :.:  . ..... . : ..:.                            
gi|119 ATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGSYNGWQYQSFEWVLEHGGIATDDDY 
           170        180        190       200       210       220  
 
gi|119 PYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAILEQPISVSIDAKDFH 
             230       240       250       260       270       280  
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  48 init1:  48 opt:  57  Z-score: 87.6  bits: 22.7 E():  6.7 
Smith-Waterman score: 57; 22.2% identity (58.7% similar) in 63 aa overlap (3-64:134-194) 
 
                                           10        20         30  
AAD-12                             RQHSPAEWDDMMKVIVGNMAWHADSTY-MPVM 
                                     : :: ::   : .. .. ...          
gi|129 SKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQVKYQGGCGRGWAFS 
           110       120       130       140       150       160    
 
              40        50        60        70        80            
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY            
       : ::. .:... :.:  . ..... . : ..:.                            
gi|129 ATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGSYNGWQYQSFEWVLEHGGIATDDDY 
           170        180        190       200       210       220  
 
gi|129 PYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAILEQPISVSIDAKDFH 
             230       240       250       260       270       280  
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 87.4  bits: 21.4 E():  6.9 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (23-47:27-50) 
 
                   10        20        30        40        50       
AAD-12     RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|131 MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
         60        70        80                                     
AAD-12 AYDALDEATRALVHQRSARHSLVY                                     
                                                                    
gi|131 GEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 87.4  bits: 21.4 E():  6.9 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (23-47:27-50) 
 
                   10        20        30        40        50       
AAD-12     RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|279 MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
         60        70        80                                     
AAD-12 AYDALDEATRALVHQRSARHSLVY                                     
                                                                    
gi|279 GEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 87.4  bits: 21.4 E():  6.9 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (23-47:27-50) 
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                   10        20        30        40        50       
AAD-12     RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|602 MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
         60        70        80                                     
AAD-12 AYDALDEATRALVHQRSARHSLVY                                     
                                                                    
gi|602 GEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 87.3  bits: 21.4 E():    7 
Smith-Waterman score: 52; 37.9% identity (69.0% similar) in 29 aa overlap (19-47:23-50) 
 
                   10        20        30        40        50       
AAD-12     RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: .::.: . ::          
gi|444 MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
         60        70        80                                     
AAD-12 AYDALDEATRALVHQRSARHSLVY                                     
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 86.4  bits: 22.1 E():  7.9 
Smith-Waterman score: 55; 25.5% identity (55.3% similar) in 47 aa overlap (14-59:16-62) 
 
                 10        20         30        40        50        
AAD-12   RQHSPAEWDDMMKVIVGNMA-WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                      ...:  : . ::. : :. :   .  : .  :.::..   ...   
gi|441 MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLL 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 YDALDEATRALVHQRSARHSLVY                                      
        :                                                           
gi|441 EDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAY 
               70        80        90       100       110       120 
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 85.6  bits: 20.8 E():  8.7 
Smith-Waterman score: 50; 28.1% identity (59.4% similar) in 32 aa overlap (14-45:11-42) 
 
               10        20        30        40        50        60 
AAD-12 RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                    ::.. .:: ...   :. : :    ..::  .                
gi|249    MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQDIMPCLHFVKGEEKEPS 
                  10        20        30        40        50        
 
               70        80                                         
AAD-12 LDEATRALVHQRSARHSLVY                                         
                                                                    
gi|249 KECCSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVAEVPKKCDIKTTLPPITA 
        60        70        80        90       100       110        
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 85.2  bits: 22.1 E():  9.1 
Smith-Waterman score: 55; 30.6% identity (58.3% similar) in 36 aa overlap (6-41:155-190) 
 
                                        10        20        30      
AAD-12                          RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :   . ..::.:..  :: .     .  :: 
gi|249 QLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA 
          130       140       150       160       170       180     
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          40        50        60        70        80                
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY                
       . .:::                                                       
gi|249 IPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTL 
          190       200       210       220       230       240     
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 84.2  bits: 18.2 E():   10 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (21-27:19-25) 
 
               10        20        30        40        50        60 
AAD-12 RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                           :.::..:                                  
gi|320   YTTEGGTKAEAEDVIPEGWKADTSYE                                 
                 10        20                                       
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 84.2  bits: 18.2 E():   10 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (21-27:19-25) 
 
               10        20        30        40        50        60 
AAD-12 RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                           :.::..:                                  
gi|320   YTTEGGKKVEAEDVIPEGWKADTSYE                                 
                 10        20                                       
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 82.6  bits: 20.4 E():   13 
Smith-Waterman score: 49; 35.7% identity (52.4% similar) in 42 aa overlap (35-65:37-78) 
 
           10        20        30        40              50         
AAD-12 PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR------TCFADMRAAY 
                                     :. : :.: . ::       :   : ...: 
gi|145 EEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSY 
         10        20        30        40        50        60       
 
            60        70        80                                  
AAD-12 -----DALDEATRALVHQRSARHSLVY                                  
            ::.::::                                                 
gi|145 VLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAP 
         70        80        90       100       110       120       
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 82.4  bits: 19.7 E():   13 
Smith-Waterman score: 46; 33.3% identity (59.3% similar) in 27 aa overlap (3-27:39-64) 
 
                                             10        20        30 
AAD-12                             RQHSPAE--WDDMMKVIVGNMAWHADSTYMPV 
                                     ..::.  :: .  : .   .: ::. :    
gi|323 GNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKPYSWR 
       10        20        30        40         50        60        
 
               40        50        60        70        80 
AAD-12 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                                          
gi|323 YGWTAFCGPAGPRCLRTNAAVTVR                           
        70        80        90                            
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.1  bits: 21.2 E():   15 
Smith-Waterman score: 52; 20.8% identity (58.3% similar) in 48 aa overlap (25-72:72-119) 
 
                     10        20        30        40        50     
AAD-12       RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:...:   :: .  :..  .. :... 
gi|170 QSFSQQPPFSQQQQQPLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQ 
              50        60        70        80        90       100  
 
           60        70        80                                   
AAD-12 RAAYDALDEATRALVHQRSARHSLVY                                   
       .      ..  . ::.:.                                           
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gi|170 QQLVLPPQQQQQQLVQQQIPIVQPSVLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSS 
             110       120       130       140       150       160  
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.0  bits: 20.9 E():   18 
Smith-Waterman score: 51; 22.6% identity (64.5% similar) in 31 aa overlap (25-55:66-96) 
 
                     10        20        30        40        50     
AAD-12       RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:.. ::  :  .. :..  .. :... 
gi|219 QPLPPQQTFPQQPPFSQQQQQQPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQ 
          40        50        60        70        80        90      
 
           60        70        80                                   
AAD-12 RAAYDALDEATRALVHQRSARHSLVY                                   
       .                                                            
gi|219 QQLILPPQQQQQLPQQQISIVQPSVLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSC 
         100       110       120       130       140       150      
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 79.5  bits: 19.6 E():   19 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (29-44:66-81) 
 
                 10        20        30        40        50         
AAD-12   RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
       60        70        80       
AAD-12 DALDEATRALVHQRSARHSLVY       
                                    
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS 
         100       110       120    
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.2  bits: 19.8 E():   20 
Smith-Waterman score: 47; 39.1% identity (60.9% similar) in 23 aa overlap (58-80:29-51) 
 
        30        40        50        60        70        80        
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY        
                                     : : :::  : .  ..: .: .:        
gi|144   KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLS 
                 10        20        30        40        50         
 
gi|144 DSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAG 
       60        70        80        90       100       110         
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.1  bits: 19.8 E():   20 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (54-70:14-30) 
 
            30        40        50        60        70        80    
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY    
                                     .: :.: .:.  .. .:              
gi|219                  MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQ 
                                10        20        30        40    
 
gi|219 TFEENDLQQLIIEIDADGSGELEFDEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNG 
            50        60        70        80        90       100    
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 79.0  bits: 19.3 E():   20 
Smith-Waterman score: 45; 25.5% identity (58.8% similar) in 51 aa overlap (24-71:13-61) 
 
               10        20        30        40           50        
AAD-12 RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV-PAVG--GRTCFADMRAA 
                              :..   : : :. :. ..    ::  :..  :: . . 
gi|207            MSITDIVSEKDIDAALESVKAAGS-FNYKIFFQKVGLAGKSA-ADAKKV 
                          10        20         30        40         
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 2883



 

 

        60        70        80                                      
AAD-12 YDALDEATRALVHQRSARHSLVY                                      
       .. ::.   ....:                                               
gi|207 FEILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALV 
        50        60        70        80        90       100        
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.9  bits: 19.8 E():   20 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (42-58:141-157) 
 
              20        30        40        50        60        70  
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
              80 
AAD-12 RSARHSLVY 
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.9  bits: 19.8 E():   20 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (42-58:141-157) 
 
              20        30        40        50        60        70  
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
              80 
AAD-12 RSARHSLVY 
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.8  bits: 19.8 E():   21 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (23-47:27-50) 
 
                   10        20        30        40        50       
AAD-12     RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
         60        70        80                                     
AAD-12 AYDALDEATRALVHQRSARHSLVY                                     
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 78.8  bits: 19.8 E():   21 
Smith-Waterman score: 47; 23.7% identity (54.2% similar) in 59 aa overlap (23-70:27-84) 
 
                   10        20        30        40             50  
AAD-12     RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCF 
                                 ::.  .: .:  :.  ::.. . ::     .  : 
gi|304 MGLYTFENEFTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
                    60        70        80                          
AAD-12 AD------MRAAYDALDEATRALVHQRSARHSLVY                          
       ..      ..   :..:::. . ..                                    
gi|304 GEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.8  bits: 19.8 E():   21 
Smith-Waterman score: 47; 40.0% identity (68.0% similar) in 25 aa overlap (23-47:27-50) 
 
                   10        20        30        40        50       
AAD-12     RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :.:.. . ::          
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gi|602 MGVFTYEFEFTSVIPPARLYNAFVLDADNL-IPKIAPQAVKSTEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
         60        70        80                                     
AAD-12 AYDALDEATRALVHQRSARHSLVY                                     
                                                                    
gi|602 GEGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISH 
      60        70        80        90       100       110          
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.8  bits: 19.8 E():   21 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (23-47:27-50) 
 
                   10        20        30        40        50       
AAD-12     RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|753 MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
         60        70        80                                     
AAD-12 AYDALDEATRALVHQRSARHSLVY                                     
                                                                    
gi|753 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.8  bits: 19.8 E():   21 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (23-47:27-50) 
 
                   10        20        30        40        50       
AAD-12     RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|886 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
         60        70        80                                     
AAD-12 AYDALDEATRALVHQRSARHSLVY                                     
                                                                    
gi|886 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIKSISH 
      60        70        80        90       100       110          
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.8  bits: 19.8 E():   21 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (23-47:27-50) 
 
                   10        20        30        40        50       
AAD-12     RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|165 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
         60        70        80                                     
AAD-12 AYDALDEATRALVHQRSARHSLVY                                     
                                                                    
gi|165 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.8  bits: 19.8 E():   21 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (23-47:27-50) 
 
                   10        20        30        40        50       
AAD-12     RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEYTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
         60        70        80                                     
AAD-12 AYDALDEATRALVHQRSARHSLVY                                     
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
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      60        70        80        90       100       110          
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.8  bits: 19.8 E():   21 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (23-47:27-50) 
 
                   10        20        30        40        50       
AAD-12     RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
         60        70        80                                     
AAD-12 AYDALDEATRALVHQRSARHSLVY                                     
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.8  bits: 19.8 E():   21 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (23-47:27-50) 
 
                   10        20        30        40        50       
AAD-12     RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
         60        70        80                                     
AAD-12 AYDALDEATRALVHQRSARHSLVY                                     
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.8  bits: 19.8 E():   21 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (23-47:27-50) 
 
                   10        20        30        40        50       
AAD-12     RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
         60        70        80                                     
AAD-12 AYDALDEATRALVHQRSARHSLVY                                     
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.8  bits: 19.8 E():   21 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (23-47:27-50) 
 
                   10        20        30        40        50       
AAD-12     RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|134 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
         60        70        80                                     
AAD-12 AYDALDEATRALVHQRSARHSLVY                                     
                                                                    
gi|134 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.7  bits: 19.8 E():   21 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (42-58:144-160) 
 
              20        30        40        50        60        70  
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AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
              80 
AAD-12 RSARHSLVY 
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.7  bits: 19.8 E():   21 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (42-58:144-160) 
 
              20        30        40        50        60        70  
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
              80 
AAD-12 RSARHSLVY 
 
>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.9  bits: 20.0 E():   23 
Smith-Waterman score: 48; 33.3% identity (59.3% similar) in 27 aa overlap (25-51:17-43) 
 
               10        20        30        40        50        60 
AAD-12 RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                               :.:.:  .   ::..:  :  .: : .          
gi|510         MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLPVIRGKG 
                       10        20        30        40        50   
 
               70        80                                         
AAD-12 LDEATRALVHQRSARHSLVY                                         
                                                                    
gi|510 GGIEFAKTETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHLCTPLSL 
             60        70        80        90       100       110   
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 77.8  bits: 19.5 E():   23 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (54-71:126-143) 
 
            30        40        50        60        70        80 
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     . ::..::: :..: ...          
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG      
         100       110       120       130       140             
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 77.8  bits: 20.5 E():   24 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (21-38:66-83) 
 
                         10        20        30        40        50 
AAD-12           RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
               60        70        80                               
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVY                               
                                                                    
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.4  bits: 20.8 E():   25 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (12-49:270-307) 
 
                                  10        20        30        40  
AAD-12                    RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|118 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
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     240       250       260       270       280       290          
 
              50        60        70        80                      
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY                      
       .  : : :                                                     
gi|118 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.4  bits: 20.8 E():   25 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (12-49:270-307) 
 
                                  10        20        30        40  
AAD-12                    RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
              50        60        70        80                      
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY                      
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.4  bits: 20.8 E():   25 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (12-49:270-307) 
 
                                  10        20        30        40  
AAD-12                    RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
              50        60        70        80                      
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY                      
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.4  bits: 20.8 E():   25 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (12-49:270-307) 
 
                                  10        20        30        40  
AAD-12                    RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|270 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
              50        60        70        80                      
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY                      
       .  : : :                                                     
gi|270 IQHVKGGTPKRPDRAIETYLFAMFDENQKQPEVEKHFGLFFPDKRPKYNLNFSAKKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.4  bits: 20.8 E():   25 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (12-49:270-307) 
 
                                  10        20        30        40  
AAD-12                    RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
              50        60        70        80                      
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY                      
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFATFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
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>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.4  bits: 20.8 E():   25 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (12-49:270-307) 
 
                                  10        20        30        40  
AAD-12                    RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|327 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
              50        60        70        80                      
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY                      
       .  : : :                                                     
gi|327 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 77.1  bits: 19.0 E():   26 
Smith-Waterman score: 44; 32.4% identity (56.8% similar) in 37 aa overlap (28-64:65-101) 
 
                  10        20        30        40        50        
AAD-12    RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .:  ..::. ::  . :.:: :  :   :  
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
        60        70        80 
AAD-12 YDALDEATRALVHQRSARHSLVY 
        .  .:.                 
gi|117 EEEKEESDDDMGFGLFD       
          100       110        
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 77.1  bits: 19.5 E():   26 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (23-47:27-50) 
 
                   10        20        30        40        50       
AAD-12     RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
         60        70        80                                     
AAD-12 AYDALDEATRALVHQRSARHSLVY                                     
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIKTTSK 
      60        70        80        90       100       110          
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 77.0  bits: 19.5 E():   26 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (23-47:27-50) 
 
                   10        20        30        40        50       
AAD-12     RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
         60        70        80                                     
AAD-12 AYDALDEATRALVHQRSARHSLVY                                     
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 77.0  bits: 19.5 E():   26 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (23-47:27-50) 
 
                   10        20        30        40        50       
AAD-12     RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
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                                 ::.  .: .:  ::  ::.. . ::          
gi|880 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
         60        70        80                                     
AAD-12 AYDALDEATRALVHQRSARHSLVY                                     
                                                                    
gi|880 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVIKTTS 
      60        70        80        90       100       110          
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.0  bits: 19.5 E():   26 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (26-47:29-50) 
 
                  10        20        30        40        50        
AAD-12    RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 YDALDEATRALVHQRSARHSLVY                                      
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.0  bits: 19.5 E():   26 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (26-47:29-50) 
 
                  10        20        30        40        50        
AAD-12    RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 YDALDEATRALVHQRSARHSLVY                                      
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.0  bits: 19.5 E():   26 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (26-47:29-50) 
 
                  10        20        30        40        50        
AAD-12    RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 YDALDEATRALVHQRSARHSLVY                                      
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.0  bits: 19.5 E():   26 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (26-47:29-50) 
 
                  10        20        30        40        50        
AAD-12    RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 YDALDEATRALVHQRSARHSLVY                                      
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gi|400 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 75.8  bits: 19.7 E():   30 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (51-72:74-98) 
 
               30        40        50        60           70        
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---DEATRALVHQRSARHS 
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
 
        80                                                          
AAD-12 LVY                                                          
                                                                    
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 75.6  bits: 16.6 E():   31 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (21-27:19-25) 
 
               10        20        30        40        50        60 
AAD-12 RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                           :..:..:                                  
gi|320   YTTEGGTKAEAEDVIPEGWKVDTSYE                                 
                 10        20                                       
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.3  bits: 19.2 E():   32 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (23-47:27-50) 
 
                   10        20        30        40        50       
AAD-12     RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
         60        70        80                                     
AAD-12 AYDALDEATRALVHQRSARHSLVY                                     
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 75.3  bits: 19.2 E():   32 
Smith-Waterman score: 45; 27.0% identity (64.9% similar) in 37 aa overlap (34-70:49-84) 
 
            10        20        30        40        50        60    
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|144 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
            70        80                                            
AAD-12 ATRALVHQRSARHSLVY                                            
       :  : ..                                                      
gi|144 AGLAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEAT 
        80        90       100       110       120       130        
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.3  bits: 19.2 E():   32 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (23-47:27-50) 
 
                   10        20        30        40        50       
AAD-12     RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|753 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTTKKITF 
               10        20        30         40        50          
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         60        70        80                                     
AAD-12 AYDALDEATRALVHQRSARHSLVY                                     
                                                                    
gi|753 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.3  bits: 19.2 E():   32 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (23-47:27-50) 
 
                   10        20        30        40        50       
AAD-12     RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
         60        70        80                                     
AAD-12 AYDALDEATRALVHQRSARHSLVY                                     
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.3  bits: 19.2 E():   32 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (23-47:27-50) 
 
                   10        20        30        40        50       
AAD-12     RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
         60        70        80                                     
AAD-12 AYDALDEATRALVHQRSARHSLVY                                     
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.3  bits: 19.2 E():   32 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (23-47:27-50) 
 
                   10        20        30        40        50       
AAD-12     RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|425 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
         60        70        80                                     
AAD-12 AYDALDEATRALVHQRSARHSLVY                                     
                                                                    
gi|425 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.3  bits: 19.2 E():   32 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (23-47:27-50) 
 
                   10        20        30        40        50       
AAD-12     RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|901 MGGYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
         60        70        80                                     
AAD-12 AYDALDEATRALVHQRSARHSLVY                                     
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
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 initn:  44 init1:  44 opt:  45  Z-score: 75.3  bits: 19.2 E():   32 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (23-47:27-50) 
 
                   10        20        30        40        50       
AAD-12     RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
         60        70        80                                     
AAD-12 AYDALDEATRALVHQRSARHSLVY                                     
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.2  bits: 20.4 E():   33 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (21-38:56-73) 
 
                         10        20        30        40        50 
AAD-12           RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
               60        70        80                               
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVY                               
                                                                    
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 75.2  bits: 19.1 E():   33 
Smith-Waterman score: 45; 32.6% identity (44.2% similar) in 43 aa overlap (5-36:52-90) 
 
                                         10        20               
AAD-12                           RQHSPAEWDDMMKVIVGNMAW-----------HA 
                                     :  ::.. ::    .::           :. 
gi|148 HAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKVA---QAWAETRTPDCSLIHS 
              30        40        50        60           70         
 
            30        40        50        60        70        80    
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY    
       :      :::::.                                                
gi|148 DRCG-ENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQIVWANSERVGCGRAL 
       80         90       100       110       120       130        
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.0  bits: 18.9 E():   34 
Smith-Waterman score: 44; 16.0% identity (72.0% similar) in 25 aa overlap (11-35:12-36) 
 
                10        20        30        40        50          
AAD-12  RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
                  .. .... ..: ....  :. : :.                         
gi|249 MRTVSARSSVALVVIVAAVLVWTSSASVAPAPAPGSEETCGTVVGALMPCLPFVQGKEKE 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 ALDEATRALVHQRSARHSLVY                                        
                                                                    
gi|249 PSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDSKLPP 
               70        80        90       100       110       120 
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 74.8  bits: 20.9 E():   34 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (2-40:535-572) 
 
                                            10        20        30  
AAD-12                              RQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
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          510       520       530       540       550       560     
 
              40        50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
        .:  :: :                                         
gi|331 KEGC-FSEEGPKLVAAAQAALV                            
           570       580                                 
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.6  bits: 18.6 E():   35 
Smith-Waterman score: 43; 26.0% identity (52.0% similar) in 50 aa overlap (30-79:30-79) 
 
               10        20        30        40        50        60 
AAD-12 RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                                    .  .:.. :.:   .   : :   . :.    
gi|253 TGPYCYAGMGLPINPLEGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHC 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 LDEATRALVHQRSARHSLVY                                         
         ::.: .. .::  .: :                                          
gi|253 RCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNAPYCLGLDI 
               70        80        90       100       110       120 
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 74.5  bits: 20.9 E():   36 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (2-40:558-595) 
 
                                            10        20        30  
AAD-12                              RQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|668 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
       530       540       550       560       570       580        
 
              40        50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
        .:  :: :                                         
gi|668 KEGC-FSEEGPKLVAAAQAALV                            
       590        600                                    
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.4  bits: 20.4 E():   36 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (21-38:56-73) 
 
                         10        20        30        40        50 
AAD-12           RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
               60        70        80                               
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVY                               
                                                                    
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 74.3  bits: 18.6 E():   37 
Smith-Waterman score: 43; 23.5% identity (51.0% similar) in 51 aa overlap (17-67:25-74) 
 
                       10        20        30        40        50   
AAD-12         RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                               :  : . . ...   :::.  :: .:  . .   :  
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLP-FQ 
               10        20        30        40        50           
 
             60        70        80                                 
AAD-12 DMRAAYDALDEATRALVHQRSARHSLVY                                 
       ...   :..:    :                                              
gi|217 EIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRL 
      60        70        80        90       100       110          
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>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 74.2  bits: 20.1 E():   37 
Smith-Waterman score: 49; 20.3% identity (55.9% similar) in 59 aa overlap (20-75:37-94) 
 
                          10        20        30        40          
AAD-12            RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|269 EAVLLGILLYIPIVLSDDRAPIPSNSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQTK 
         10        20        30         40        50        60      
 
      50           60        70        80                           
AAD-12 CF---ADMRAAYDALDEATRALVHQRSARHSLVY                           
        .   .:  . . ...:: ...  . . :                                
gi|269 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSLAPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.1  bits: 19.4 E():   38 
Smith-Waterman score: 46; 60.0% identity (80.0% similar) in 10 aa overlap (3-12:20-29) 
 
                                10        20        30        40    
AAD-12                  RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                          :.:: .:: :                                
gi|144 MQYLAIAVIVALAGLSAAAHKPAYYDDNMANQMVDQIVKSLTTKKELDPFKIEQTKVPID 
               10        20        30        40        50        60 
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.0  bits: 18.3 E():   38 
Smith-Waterman score: 42; 25.7% identity (60.0% similar) in 35 aa overlap (33-67:4-38) 
 
             10        20        30        40        50        60   
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     .:.. .:.:. :. :     : .: . :   
gi|777                            MAFKGVLNDADVTAALDGCKSAFDHKAFFKACG 
                                          10        20        30    
 
             70        80                                           
AAD-12 EATRALVHQRSARHSLVY                                           
        :...                                                        
gi|777 LAAKSADDIKKAFAIIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAGDSDGD 
            40        50        60        70        80        90    
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 73.8  bits: 20.1 E():   39 
Smith-Waterman score: 49; 33.3% identity (64.3% similar) in 42 aa overlap (19-57:244-284) 
 
                           10        20           30        40      
AAD-12             RQHSPAEWDDMMKVIVGNMAW--HADSTYMP-VMAQGAVFSAEVVPAV 
                                     :.:  ..... .: :. .  . :.: :  : 
gi|585 GYYAYPYCYNLTPNQPSAQCEATTMQENDKMSWLFESEDVLLPSVYLRWNLTSGERVGLV 
           220       230       240       250       260       270    
 
          50        60        70        80                          
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVY                          
       :::.  : .: :                                                 
gi|585 GGRVKEA-LRIARQMTTSRKKVLPYYWYKYQDRRDTDLSRADLEATLRKITDLGADGFII 
           280        290       300       310       320       330   
 
>>gi|14422363|emb|CAC41635.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.8  bits: 18.6 E():   39 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (24-41:85-102) 
 
                      10        20        30        40        50    
AAD-12        RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSGRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
            60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVY 
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gi|144 RHVKPLSFRAKTDAPGC           
          120       130            
 
>>gi|14422361|emb|CAC41634.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.8  bits: 18.6 E():   39 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (24-41:85-102) 
 
                      10        20        30        40        50    
AAD-12        RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
            60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVY 
                                   
gi|144 RHVKPLSFRAKTDAPGC           
          120       130            
 
>>gi|14422359|emb|CAC41633.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.8  bits: 18.6 E():   39 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (24-41:85-102) 
 
                      10        20        30        40        50    
AAD-12        RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETDQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
            60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVY 
                                   
gi|144 RHVKPLSFRAKTDAPGC           
          120       130            
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.7  bits: 20.1 E():   40 
Smith-Waterman score: 49; 21.0% identity (56.5% similar) in 62 aa overlap (6-67:276-337) 
 
                                        10        20        30      
AAD-12                          RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :.:  .  ... ..  .: :.::  .  .. 
gi|215 KSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMTNAASSYMTDYYIST 
         250       260       270       280       290       300      
 
          40        50        60        70        80                
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY                
       ::.:.       :.    . ..   .:.:..:                             
gi|215 VFQARHSQNNYLRVQENALNGTTTEMDDASEANMELLVQVGETLLKKPVSKDSPETYEEA 
         310       320       330       340       350       360      
 
gi|215 LKRFAKLLSDRKKLRANKASH 
         370       380       
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.7  bits: 20.1 E():   40 
Smith-Waterman score: 49; 21.0% identity (56.5% similar) in 62 aa overlap (6-67:276-337) 
 
                                        10        20        30      
AAD-12                          RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :.:  .  ... ..  .: :.::  .  .. 
gi|169 KSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMTNAASSYMTDYYIST 
         250       260       270       280       290       300      
 
          40        50        60        70        80                
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY                
       ::.:.       :.    . ..   .:.:..:                             
gi|169 VFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLKKPVSKDSPETYEEA 
         310       320       330       340       350       360      
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gi|169 LKRFAKLLSDRKKLRANKASY 
         370       380       
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.7  bits: 20.1 E():   40 
Smith-Waterman score: 49; 21.0% identity (56.5% similar) in 62 aa overlap (6-67:276-337) 
 
                                        10        20        30      
AAD-12                          RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :.:  .  ... ..  .: :.::  .  .. 
gi|215 KSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMTNAASSYMTDYYIST 
         250       260       270       280       290       300      
 
          40        50        60        70        80                
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY                
       ::.:.       :.    . ..   .:.:..:                             
gi|215 VFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLKKPVSKDSPETYEEA 
         310       320       330       340       350       360      
 
gi|215 LKRFAKLLSDRKKLRANKASH 
         370       380       
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.6  bits: 18.8 E():   40 
Smith-Waterman score: 44; 36.4% identity (63.6% similar) in 22 aa overlap (26-47:28-49) 
 
                 10        20        30        40        50         
AAD-12   RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                  : .: .:  :. :.: . . ::            
gi|115 GVFNYETETTSVIPAARLFKAFILDGDTLFPQVAPQAISSVENISGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 DALDEATRALVHQRSARHSLVY                                       
                                                                    
gi|115 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.6  bits: 18.8 E():   40 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (28-47:31-50) 
 
                  10        20        30        40        50        
AAD-12    RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 YDALDEATRALVHQRSARHSLVY                                      
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.6  bits: 18.8 E():   40 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (28-47:31-50) 
 
                  10        20        30        40        50        
AAD-12    RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|132 MGVFNYETESTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 YDALDEATRALVHQRSARHSLVY                                      
                                                                    
gi|132 EGSPFKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
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 initn:  44 init1:  44 opt:  44  Z-score: 73.6  bits: 18.8 E():   40 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (28-47:31-50) 
 
                  10        20        30        40        50        
AAD-12    RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|584 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 YDALDEATRALVHQRSARHSLVY                                      
                                                                    
gi|584 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.6  bits: 18.8 E():   40 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (28-47:31-50) 
 
                  10        20        30        40        50        
AAD-12    RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 YDALDEATRALVHQRSARHSLVY                                      
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 73.5  bits: 20.1 E():   40 
Smith-Waterman score: 49; 40.0% identity (65.0% similar) in 20 aa overlap (18-37:332-348) 
 
                            10        20        30        40        
AAD-12              RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
                                     :  :.   .:: :. .::.:           
gi|113 ILSQGNRFLASDIKKEVVGRYGESAMSESINWNWR---SYMDVFENGAIFVPSGVDPVLT 
             310       320       330          340       350         
 
        50        60        70        80  
AAD-12 RTCFADMRAAYDALDEATRALVHQRSARHSLVY  
                                          
gi|113 PEQNAGMIPAEPGEAVLRLTSSAGVLSCQPGAPC 
      360       370       380       390   
 
>>gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum aest  (94 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 73.5  bits: 18.1 E():   40 
Smith-Waterman score: 41; 27.3% identity (48.5% similar) in 33 aa overlap (11-43:17-49) 
 
                     10        20        30        40        50     
AAD-12       RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                       :.:  .  . : :.    :  :  ::..   .:            
gi|668 IAVAVSADECEGDRRAMIKECAKYQQWPANPKLDPSDACCAVWQKANIPCLCAGVTKEKE 
               10        20        30        40        50        60 
 
           60        70        80         
AAD-12 RAAYDALDEATRALVHQRSARHSLVY         
                                          
gi|668 KIYCMEKVAYVANFCKKPFPHGYKCGSYTFPPLA 
               70        80        90     
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.5  bits: 18.8 E():   41 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (28-47:31-50) 
 
                  10        20        30        40        50        
AAD-12    RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 2898



 

 

               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 YDALDEATRALVHQRSARHSLVY                                      
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 73.3  bits: 19.6 E():   41 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (6-63:116-175) 
 
                                        10        20          30    
AAD-12                          RQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|481 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
          90       100       110       120       130       140      
 
            40        50        60        70        80              
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY              
         .   ...  . .    :   ::    :.                               
gi|481 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
         150       160       170       180       190       200      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 73.3  bits: 19.6 E():   42 
Smith-Waterman score: 51; 32.7% identity (63.5% similar) in 52 aa overlap (33-80:52-100) 
 
             10        20        30        40        50        60   
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     ..:: .:  ::: : .  :  ..::. . . 
gi|168 APATPAAAGAEAGKATTEEQKLIEDINVGFKAAVAAAASVPA-GDK--FKTFEAAFTSSS 
              30        40        50        60           70         
 
                 70        80                                       
AAD-12 EATRA----LVHQRSARHSLVY                                       
       .:. :    :: . .: .:..:                                       
gi|168 KAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPV 
       80        90       100       110       120       130         
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.2  bits: 19.6 E():   42 
Smith-Waterman score: 47; 36.0% identity (76.0% similar) in 25 aa overlap (54-78:106-130) 
 
            30        40        50        60        70        80    
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY    
                                     ...: . :.:::.:  ... ::. :      
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
 
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 73.2  bits: 19.6 E():   42 
Smith-Waterman score: 47; 30.8% identity (61.5% similar) in 52 aa overlap (33-80:55-103) 
 
             10        20        30        40        50        60   
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     ..:: .:  :::.     :  ..::. . . 
gi|285 APATPAAAGAAAGKATTEEQKLIEDINVGFKAAVAAAASVPAADK---FKTFEAAFTSSS 
           30        40        50        60           70        80  
 
                 70        80                                       
AAD-12 EATRA----LVHQRSARHSLVY                                       
       .:. :    :: . .: .:..:                                       
gi|285 KAAAAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPV 
              90       100       110       120       130       140  
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 73.2  bits: 19.9 E():   42 
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Smith-Waterman score: 48; 23.5% identity (61.8% similar) in 34 aa overlap (2-34:237-270) 
 
                                            10         20        30 
AAD-12                              RQHSPAEWDDMMKV-IVGNMAWHADSTYMPV 
                                     .:.  :..  ..  :.::   . :. .. . 
gi|729 ETPRVKMNMKYDRYAPVKVFKLDYDGIHFEKHTDIEYEPGVRYKIIGNGKLKDDGRHYSI 
        210       220       230       240       250       260       
 
               40        50        60        70        80           
AAD-12 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY           
        .::                                                         
gi|729 DVQGIPRKAFNLDADLMDFKLKVSKPEDSNKAQFSYTFNEYTETEEYEFDPHRAYYVNWL 
        270       280       290       300       310       320       
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 73.1  bits: 19.6 E():   43 
Smith-Waterman score: 47; 23.4% identity (45.3% similar) in 64 aa overlap (6-67:126-189) 
 
                                        10        20          30    
AAD-12                          RQHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|330 GLVPKLDAAYSVSYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
         100       110       120       130       140       150      
 
            40        50        60        70        80              
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY              
         .   ...  . .    :   ::    : . .:                           
gi|330 IPAGELQIIDKIDAAFKVAATAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAA 
         160       170       180       190       200       210      
 
gi|330 VKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAAS 
         220       230       240       250       260       270      
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 72.8  bits: 19.6 E():   44 
Smith-Waterman score: 48; 30.8% identity (61.5% similar) in 52 aa overlap (33-80:66-114) 
 
             10        20        30        40        50        60   
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     ..:: .:  :::.     :  ..::. . . 
gi|330 APATPAAAGAEAGKATTEEQKLIEDINVGFKAAVAAAASVPAADK---FKTFEAAFTSSS 
          40        50        60        70        80           90   
 
                 70        80                                       
AAD-12 EATRA----LVHQRSARHSLVY                                       
       .:. :    :: . .: .:..:                                       
gi|330 KAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPV 
            100       110       120       130       140       150   
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 72.5  bits: 19.8 E():   46 
Smith-Waterman score: 48; 20.3% identity (55.9% similar) in 59 aa overlap (20-75:37-94) 
 
                          10        20        30        40          
AAD-12            RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|682 EAVLLGILLYIPIVLSDDRAPIPANSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQAK 
         10        20        30         40        50        60      
 
      50           60        70        80                           
AAD-12 CF---ADMRAAYDALDEATRALVHQRSARHSLVY                           
        .   .:  . . ...:: ...  . . :                                
gi|682 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSFSPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
>>gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Globin   (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.4  bits: 18.5 E():   47 
Smith-Waterman score: 43; 30.6% identity (55.6% similar) in 36 aa overlap (37-72:115-150) 
 
         10        20        30        40        50        60       
AAD-12 EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
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                                     : :  :  . ..: ::  .::. :  .:   
gi|121 IGDLPNIDGDVTTFVASHTPRGVTHDQLNNFRAGFVSYMKAHTDFAGAEAAWGATLDAFF 
           90       100       110       120       130       140     
 
         70        80 
AAD-12 ALVHQRSARHSLVY 
       ..:  .         
gi|121 GMVFAKM        
          150         
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 72.2  bits: 18.5 E():   48 
Smith-Waterman score: 43; 29.0% identity (67.7% similar) in 31 aa overlap (34-64:49-78) 
 
            10        20        30        40        50        60    
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|186 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVRLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
            70        80                                            
AAD-12 ATRALVHQRSARHSLVY                                            
       :                                                            
gi|186 AGLGYTYTTIGGDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEAT 
        80        90       100       110       120       130        
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.0  bits: 19.8 E():   49 
Smith-Waterman score: 48; 21.0% identity (56.5% similar) in 62 aa overlap (6-67:276-337) 
 
                                        10        20        30      
AAD-12                          RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :.:  .  ... ..  .: :.::  .  .. 
gi|158 KSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQLTNAASSYMTDYYIST 
         250       260       270       280       290       300      
 
          40        50        60        70        80                
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY                
       ::.:.       :.    . ..   .:.:..:                             
gi|158 VFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLKKPVSKDSPETYEEA 
         310       320       330       340       350       360      
 
gi|158 LKRFAKLLSNRKKLRANKASY 
         370       380       
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (28-47:31-50) 
 
                  10        20        30        40        50        
AAD-12    RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|261 MGVFNYEAETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 YDALDEATRALVHQRSARHSLVY                                      
                                                                    
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (28-47:31-50) 
 
                  10        20        30        40        50        
AAD-12    RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|132 MGVFNYETETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
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        60        70        80                                      
AAD-12 YDALDEATRALVHQRSARHSLVY                                      
                                                                    
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (28-47:31-50) 
 
                  10        20        30        40        50        
AAD-12    RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVISAARLFKSYVLDGDKLIPKVAPQAITSVENVGGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 YDALDEATRALVHQRSARHSLVY                                      
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSK 
               70        80        90       100       110       120 
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 18.2 E():   56 
Smith-Waterman score: 42; 27.6% identity (58.6% similar) in 29 aa overlap (27-55:11-39) 
 
               10        20        30        40        50        60 
AAD-12 RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                                 ..:. : : ::.   . :.  :  . ..:      
gi|126                 MRSLLILVLCFLPLAALGKVFGRCELAAAMKRHGLDNYRGYSLG 
                               10        20        30        40     
 
               70        80                                         
AAD-12 LDEATRALVHQRSARHSLVY                                         
                                                                    
gi|126 NWVCAAKFESNFNTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSS 
           50        60        70        80        90       100     
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 70.6  bits: 19.8 E():   59 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (53-67:431-446) 
 
             30        40        50        60         70        80 
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVY 
                                     :..: :::.: ...::              
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA              
              410       420       430       440                    
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (28-47:30-49) 
 
                 10        20        30        40        50         
AAD-12   RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: : . ::            
gi|402 GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFAE 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 DALDEATRALVHQRSARHSLVY                                       
                                                                    
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
>>gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (23-47:27-50) 
 
                   10        20        30        40        50       
AAD-12     RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
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gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
         60        70        80                                     
AAD-12 AYDALDEATRALVHQRSARHSLVY                                     
                                                                    
gi|212 GEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (28-47:30-49) 
 
                 10        20        30        40        50         
AAD-12   RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 DALDEATRALVHQRSARHSLVY                                       
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (23-47:27-50) 
 
                   10        20        30        40        50       
AAD-12     RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
         60        70        80                                     
AAD-12 AYDALDEATRALVHQRSARHSLVY                                     
                                                                    
gi|212 GEASKYKYSRHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (28-47:30-49) 
 
                 10        20        30        40        50         
AAD-12   RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 DALDEATRALVHQRSARHSLVY                                       
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (28-47:31-50) 
 
                  10        20        30        40        50        
AAD-12    RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 YDALDEATRALVHQRSARHSLVY                                      
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSILKISSK 
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               70        80        90       100       110       120 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (28-47:31-50) 
 
                  10        20        30        40        50        
AAD-12    RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 YDALDEATRALVHQRSARHSLVY                                      
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (28-47:31-50) 
 
                  10        20        30        40        50        
AAD-12    RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 YDALDEATRALVHQRSARHSLVY                                      
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (28-47:31-50) 
 
                  10        20        30        40        50        
AAD-12    RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 YDALDEATRALVHQRSARHSLVY                                      
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (28-47:31-50) 
 
                  10        20        30        40        50        
AAD-12    RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 YDALDEATRALVHQRSARHSLVY                                      
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (28-47:31-50) 
 
                  10        20        30        40        50        
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AAD-12    RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 YDALDEATRALVHQRSARHSLVY                                      
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (28-47:31-50) 
 
                  10        20        30        40        50        
AAD-12    RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 YDALDEATRALVHQRSARHSLVY                                      
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNK 
               70        80        90       100       110       120 
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (28-47:31-50) 
 
                  10        20        30        40        50        
AAD-12    RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 YDALDEATRALVHQRSARHSLVY                                      
                                                                    
gi|400 EGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (28-47:31-50) 
 
                  10        20        30        40        50        
AAD-12    RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 YDALDEATRALVHQRSARHSLVY                                      
                                                                    
gi|167 EGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (28-47:31-50) 
 
                  10        20        30        40        50        
AAD-12    RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVMPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 YDALDEATRALVHQRSARHSLVY                                      
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gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (28-47:31-50) 
 
                  10        20        30        40        50        
AAD-12    RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 YDALDEATRALVHQRSARHSLVY                                      
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (28-47:31-50) 
 
                  10        20        30        40        50        
AAD-12    RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 YDALDEATRALVHQRSARHSLVY                                      
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (28-47:31-50) 
 
                  10        20        30        40        50        
AAD-12    RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 YDALDEATRALVHQRSARHSLVY                                      
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (28-47:31-50) 
 
                  10        20        30        40        50        
AAD-12    RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 YDALDEATRALVHQRSARHSLVY                                      
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (28-47:31-50) 
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                  10        20        30        40        50        
AAD-12    RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 YDALDEATRALVHQRSARHSLVY                                      
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (28-47:31-50) 
 
                  10        20        30        40        50        
AAD-12    RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 YDALDEATRALVHQRSARHSLVY                                      
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (28-47:31-50) 
 
                  10        20        30        40        50        
AAD-12    RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 YDALDEATRALVHQRSARHSLVY                                      
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (28-47:31-50) 
 
                  10        20        30        40        50        
AAD-12    RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 YDALDEATRALVHQRSARHSLVY                                      
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 40.0% identity (60.0% similar) in 25 aa overlap (23-47:27-50) 
 
                   10        20        30        40        50       
AAD-12     RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:   : ::: . . ::          
gi|534 MGVFNYEDEATSVIAPARLFKSFVLDADNL-IPKVAPENVSSAENIEGNGGPGTIKKITF 
               10        20        30         40        50          
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         60        70        80                                     
AAD-12 AYDALDEATRALVHQRSARHSLVY                                     
                                                                    
gi|534 PEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITS 
      60        70        80        90       100       110          
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 69.9  bits: 14.8 E():   64 
Smith-Waterman score: 29; 57.1% identity (71.4% similar) in 7 aa overlap (23-29:1-7) 
 
               10        20        30        40        50        60 
AAD-12 RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                             ::. : :                                
gi|751                       ADAGYAPAAPGTQPKA                       
                                     10                             
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.5  bits: 17.9 E():   67 
Smith-Waterman score: 41; 34.6% identity (61.5% similar) in 26 aa overlap (25-50:5-30) 
 
               10        20        30        40        50        60 
AAD-12 RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                               :.:  ...   ::   .: :::.. :           
gi|217                     MASKSNYNLLFTALLVFIFAAVAAVGNEDCTPWTSTLITP 
                                   10        20        30        40 
 
               70        80                                         
AAD-12 LDEATRALVHQRSARHSLVY                                         
                                                                    
gi|217 LPSCRNYVEEQACRIEMPGPPYLAKQECCEQLANIPQQCRCQALRYFMGPKSRPDQSGLM 
               50        60        70        80        90       100 
 
>>gi|4006947|emb|CAA07320.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.5  bits: 17.7 E():   67 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (29-47:32-50) 
 
                 10        20        30        40        50         
AAD-12   RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       60        70        80                                      
AAD-12 DALDEATRALVHQRSARHSLVY                                      
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|4006963|emb|CAA07328.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.5  bits: 17.7 E():   67 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (29-47:32-50) 
 
                 10        20        30        40        50         
AAD-12   RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       60        70        80                                      
AAD-12 DALDEATRALVHQRSARHSLVY                                      
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  39  Z-score: 69.4  bits: 17.4 E():   68 
Smith-Waterman score: 39; 26.2% identity (54.8% similar) in 42 aa overlap (5-44:18-56) 
 
                            10        20          30        40      
AAD-12              RQHSPAEWDDMMKVIVGNMAWHADSTY--MPVMAQGAVFSAEVVPAV 
                        :.  ::..   .::. .  ..     :..  :: :  ..: :  
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gi|166 ATPTPTPKAAGSWCVPKPGVSDDQL---TGNINYACSQGIDCGPIQPGGACFEPNTVKAH 
               10        20           30        40        50        
 
          50        60        70        80          
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVY          
                                                    
gi|166 AAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
        60        70        80        90       100  
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 69.4  bits: 19.5 E():   68 
Smith-Waterman score: 47; 21.0% identity (54.8% similar) in 62 aa overlap (21-80:272-333) 
 
                         10        20        30          40         
AAD-12           RQHSPAEWDDMMKVIVGNMAWHADSTYMPV--MAQGAVFSAEVVPAVGGR 
                                     ...: .: :    .   .:.. .:   .:  
gi|558 ESIPFVHLGHRDSLEGDLLNRNNTFKPFAEYKSDYVYEPFPKSVWEQIFGTWLVKPGAGI 
             250       260       270       280       290       300  
 
       50        60        70        80                             
AAD-12 TCFADMRAAYDALDEATRALVHQRSARHSLVY                             
         :  . :. .:  ::.  . :....  .. :                             
gi|558 MIFDPYGATISATPEAATPFPHRKGVLFNIQYVNYWFAPGAGAAPLSWSKEIYNYMEPYV 
             310       320       330       340       350       360  
 
gi|558 SKNPRQAYANYRDIDLGRNEVVNGVSTYSSGKVWGQKYFKGNFERLAITKGKVDPTDYFR 
             370       380       390       400       410       420  
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 69.3  bits: 14.0 E():   69 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (66-70:2-6) 
 
          40        50        60        70        80 
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     : :::           
gi|463                              DRNLVHSATR       
                                            10       
 
>>gi|114326420|ref|NP_001041618.1| major allergen I poly  (88 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 69.0  bits: 17.1 E():   71 
Smith-Waterman score: 38; 31.8% identity (63.6% similar) in 22 aa overlap (24-45:3-24) 
 
               10        20        30        40        50        60 
AAD-12 RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                              :..  :  . .:. . :. :::                
gi|114                      MLDAALPPCPTVAATADCEICPAVKRDVDLFLTGTPDEY 
                                    10        20        30          
 
               70        80                              
AAD-12 LDEATRALVHQRSARHSLVY                              
                                                         
gi|114 VEQVAQYKALPVVLENARILKNCVDAKMTEEDKENALSLLDKIYTSPLC 
      40        50        60        70        80         
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 68.8  bits: 14.5 E():   73 
Smith-Waterman score: 28; 40.0% identity (80.0% similar) in 10 aa overlap (34-43:4-13) 
 
            10        20        30        40        50        60    
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.:  :...:                     
gi|131                            GPVGGVVHAHMMPLL                   
                                          10                        
 
            70        80 
AAD-12 ATRALVHQRSARHSLVY 
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 18.4 E():   74 
Smith-Waterman score: 43; 30.0% identity (55.0% similar) in 20 aa overlap (15-34:1-20) 
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               10        20        30        40        50        60 
AAD-12 RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                     : .:. :.  .   :.  ::                           
gi|142               IPANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNI 
                             10        20        30        40       
 
               70        80                                         
AAD-12 LDEATRALVHQRSARHSLVY                                         
                                                                    
gi|142 ILSEQELLDCTYHLYDPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANA 
         50        60        70        80        90       100       
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 41; 37.9% identity (62.1% similar) in 29 aa overlap (19-47:23-49) 
 
                   10        20        30        40        50       
AAD-12     RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .:  ::.  .:  : :.  :.:.: . ::          
gi|604 MAVFTFDDQATSPVAPATLYNALAKDADNI-IP-KAVGSFQSVEIVEGNGGPGTIKKISF 
               10        20        30          40        50         
 
         60        70        80                                     
AAD-12 AYDALDEATRALVHQRSARHSLVY                                     
                                                                    
gi|604 VEDGETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTI 
       60        70        80        90       100       110         
 
>>gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 41; 32.0% identity (64.0% similar) in 25 aa overlap (23-47:27-50) 
 
                   10        20        30        40        50       
AAD-12     RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGDGGPGTIKKITF 
               10        20        30         40        50          
 
         60        70        80                                     
AAD-12 AYDALDEATRALVHQRSARHSLVY                                     
                                                                    
gi|212 GEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (28-47:30-49) 
 
                 10        20        30        40        50         
AAD-12   RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFPE 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 DALDEATRALVHQRSARHSLVY                                       
                                                                    
gi|437 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISHKY 
               70        80        90       100       110       120 
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (28-47:31-50) 
 
                  10        20        30        40        50        
AAD-12    RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
        60        70        80                                      
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AAD-12 YDALDEATRALVHQRSARHSLVY                                      
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (28-47:31-50) 
 
                  10        20        30        40        50        
AAD-12    RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 YDALDEATRALVHQRSARHSLVY                                      
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (28-47:31-50) 
 
                  10        20        30        40        50        
AAD-12    RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 YDALDEATRALVHQRSARHSLVY                                      
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (28-47:31-50) 
 
                  10        20        30        40        50        
AAD-12    RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 YDALDEATRALVHQRSARHSLVY                                      
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (28-47:31-50) 
 
                  10        20        30        40        50        
AAD-12    RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|125 MGVFNYETEATSVIPAARLFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 YDALDEATRALVHQRSARHSLVY                                      
                                                                    
gi|125 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
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Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (28-47:31-50) 
 
                  10        20        30        40        50        
AAD-12    RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 YDALDEATRALVHQRSARHSLVY                                      
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (28-47:31-50) 
 
                  10        20        30        40        50        
AAD-12    RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|154 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 YDALDEATRALVHQRSARHSLVY                                      
                                                                    
gi|154 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (28-47:31-50) 
 
                  10        20        30        40        50        
AAD-12    RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 YDALDEATRALVHQRSARHSLVY                                      
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 44; 26.4% identity (60.4% similar) in 53 aa overlap (12-62:99-150) 
 
                                  10        20        30        40  
AAD-12                    RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     :.... .:: .  .  .:  ::   : : . 
gi|170 TGQFATHAGRIVGFVSEIVALMGNSANMPAMETLIKDMAANHKARGIP-KAQFNEFRASL 
       70        80        90       100       110        120        
 
              50          60        70        80 
AAD-12 VPAVGGRTCFAD-MRAAY-DALDEATRALVHQRSARHSLVY 
       :  . ... . : . ::. ..::                   
gi|170 VSYLQSKVSWNDSLGAAWTQGLDNVFNMMFSYL         
       130       140       150       160         
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.3  bits: 17.4 E():   78 
Smith-Waterman score: 39; 53.8% identity (69.2% similar) in 13 aa overlap (52-64:72-84) 
 
              30        40        50        60        70        80  
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY  
                                     ::.::  ::  .:                  
gi|131 ELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDE 
              50        60        70        80        90       100  
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gi|131 FGALVDKWGAKG 
             110    
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.2  bits: 17.9 E():   79 
Smith-Waterman score: 41; 23.4% identity (55.8% similar) in 77 aa overlap (5-78:74-147) 
 
                                         10         20        30    
AAD-12                           RQHSPAEWDDMMKVIVGN-MAWHADSTYMPVMAQ 
                                     :.  .: . .  :.  .:  .:::. : .. 
gi|215 YTLDENGVIQVTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETW--SSTYFXVGTD 
            50        60        70        80        90         100  
 
              40        50        60        70        80            
AAD-12 GAVFS--AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY            
         ..:  :  .    .:  .  . .   ..:.::.: :..  : ..:              
gi|215 YQTYSIVAGCLDNDYSRHLYW-IASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYC 
             110       120        130       140       150       160 
 
gi|215 VQY 
           
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.6 E():   83 
Smith-Waterman score: 40; 35.3% identity (70.6% similar) in 17 aa overlap (33-49:30-46) 
 
             10        20        30        40        50        60   
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     :::. ...  :  ::..              
gi|476  DKGPGFVVTGRVYCDPCRAGFETNVSHNVQGATVAVDCRPFNGGESKLKAEATTDGLGW 
                10        20        30        40        50          
 
             70        80                                           
AAD-12 EATRALVHQRSARHSLVY                                           
                                                                    
gi|476 YKIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQGIRYANPIAFF 
      60        70        80        90       100       110          
 
>>gi|15886861|emb|CAC85911.1| arginine kinase [Plodia in  (355 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 67.6  bits: 18.9 E():   85 
Smith-Waterman score: 45; 33.3% identity (61.1% similar) in 18 aa overlap (2-19:97-112) 
 
                                            10        20        30  
AAD-12                              RQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .: : .: :.  .  ::.             
gi|158 YAPDAEAYVVFADLFDPIIEDYHNGFKKTDKHPPKNWGDVETL--GNLDPAGEFVVSTRV 
         70        80        90       100         110       120     
 
              40        50        60        70        80            
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY            
                                                                    
gi|158 RCGRSMEGYPFNPCLTEAQYKEMEEKVSSTLSGLEGELKGTFFPLTGMSKETQQQLIDDH 
          130       140       150       160       170       180     
 
>>gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Serum a  (607 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 67.6  bits: 19.7 E():   85 
Smith-Waterman score: 48; 26.3% identity (78.9% similar) in 19 aa overlap (2-20:557-575) 
 
                                            10        20        30  
AAD-12                              RQHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:    ...:...::..            
gi|543 AETFTFHADICTLPEDEKQIKKQSALAELVKHKPKATKEQLKTVLGNFSAFVAKCCGRED 
        530       540       550       560       570       580       
 
              40        50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                                         
gi|543 KEACFAEEGPKLVASSQLALA                             
        590       600                                    
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>>gi|75139847|sp|Q7M1E8|Q7M1E8_9ROSA Pollen major allerg  (12 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 67.5  bits: 14.0 E():   86 
Smith-Waterman score: 26; 57.1% identity (71.4% similar) in 7 aa overlap (13-19:4-10) 
 
               10        20        30        40        50        60 
AAD-12 RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                   ::. : :                                          
gi|751          ATGKVVQGAMPP                                        
                        10                                          
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.6 E():   89 
Smith-Waterman score: 42; 30.3% identity (54.5% similar) in 66 aa overlap (7-67:3-65) 
 
                 10        20        30        40         50        
AAD-12 RQHSPAEWD--DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR-TCFA--DMR 
             ::   :  .:   . .:.: : .  :    .::.:.  : . ..   ::  :.. 
gi|121     DPEWHTLDAHEVEQVQATWKAVS-HDEVEILYTVFKAH--PDIMAKFPKFAGKDLE 
                   10        20         30          40        50    
 
          60        70        80                                    
AAD-12 AAYDALDEATRALVHQRSARHSLVY                                    
       :  :. : :..:                                                 
gi|121 AIKDTADFAVHASRIIGFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFR 
            60        70        80        90       100       110    
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 67.1  bits: 19.4 E():   90 
Smith-Waterman score: 47; 34.0% identity (56.6% similar) in 53 aa overlap (14-65:310-352) 
 
                                10        20         30        40   
AAD-12                  RQHSPAEWDDMMKVIVGNMAWHADS-TYMPVMAQGAVFSAEVV 
                                     : .::   .::. .: :. :. :.       
gi|289 SVANMSLGGGKSKTLEDAVNAGVEAGLHFAVAAGND--NADACNYSPAAAEKAI------ 
     280       290       300       310         320       330        
 
             50        60        70        80                       
AAD-12 PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY                       
        .::. : .:: :: ..   : :                                      
gi|289 -TVGAST-LADERAYFSNYGECTDIFAPGLNILSTWIGSNYATNIISGTSMASPHIAGLL 
               340       350       360       370       380          
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 67.1  bits: 18.9 E():   90 
Smith-Waterman score: 45; 29.2% identity (56.2% similar) in 48 aa overlap (4-49:213-260) 
 
                                            10        20        30  
AAD-12                            RQHSPAEW--DDMMKVIVGNMAWHADSTYMPVM 
                                     :  ::   . : ::  ...  . :: :    
gi|111 TGVLGVAPSVSLYAVKVLNSSGSGSYSGIVSGIEWATTNGMDVINMSLGGASGSTAMKQA 
            190       200       210       220       230       240   
 
              40        50        60        70        80            
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY            
       ...:  .. :: :..: .                                           
gi|111 VDNAYAKGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSNSNRASFSSVGAELEV 
            250       260       270       280       290       300   
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (26-41:29-44) 
 
                  10        20        30        40        50        
AAD-12    RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|215 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAATGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 YDALDEATRALVHQRSARHSLVY                                      
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gi|215 GSPITTMTVRTDAVNKEALSYDSTVIDGDILLGFIESIETHMVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 40; 43.8% identity (62.5% similar) in 16 aa overlap (26-41:29-44) 
 
                  10        20        30        40        50        
AAD-12    RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.:.                 
gi|134 MGVQTHVLELTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPD 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 YDALDEATRALVHQRSARHSLVY                                      
                                                                    
gi|134 GGPITTMTLRIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIF 
               70        80        90       100       110       120 
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (26-41:29-44) 
 
                  10        20        30        40        50        
AAD-12    RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|892 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 YDALDEATRALVHQRSARHSLVY                                      
                                                                    
gi|892 GSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 66.9  bits: 18.3 E():   93 
Smith-Waterman score: 43; 47.6% identity (71.4% similar) in 21 aa overlap (30-50:8-24) 
 
               10        20        30        40        50        60 
AAD-12 RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                                    .:. :::..: :   ::: .:           
gi|286                       MGSLANNIMVVGAVLAALV---VGG-SCGPPKVPPGPN 
                                     10           20         30     
 
               70        80                                         
AAD-12 LDEATRALVHQRSARHSLVY                                         
                                                                    
gi|286 ITTNYNGKWLTARATWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGC 
           40        50        60        70        80        90     
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (29-47:31-49) 
 
                 10        20        30        40        50         
AAD-12   RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|159 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 DALDEATRALVHQRSARHSLVY                                       
                                                                    
gi|159 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (29-47:31-49) 
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                 10        20        30        40        50         
AAD-12   RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|384 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENISGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 DALDEATRALVHQRSARHSLVY                                       
                                                                    
gi|384 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (29-47:31-49) 
 
                 10        20        30        40        50         
AAD-12   RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|437 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 DALDEATRALVHQRSARHSLVY                                       
                                                                    
gi|437 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|4376222|emb|CAA04829.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (29-47:31-49) 
 
                 10        20        30        40        50         
AAD-12   RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|437 GVFNYEIGATSVIPAARLFKAFILVGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 DALDEATRALVHQRSARHSLVY                                       
                                                                    
gi|437 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
               70        80        90       100       110       120 
 
>>gi|1321728|emb|CAA96547.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (29-47:32-50) 
 
                 10        20        30        40        50         
AAD-12   RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       60        70        80                                       
AAD-12 DALDEATRALVHQRSARHSLVY                                       
                                                                    
gi|132 GFPFKYVKDRVDEVAHKNFKYSYSVIEGGPIGDTLEKISNEIKIVATPDGRSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (29-47:32-50) 
 
                 10        20        30        40        50         
AAD-12   RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       60        70        80                                       
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AAD-12 DALDEATRALVHQRSARHSLVY                                       
                                                                    
gi|116 GIPFKYVKGRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (29-47:32-50) 
 
                 10        20        30        40        50         
AAD-12   RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       60        70        80                                       
AAD-12 DALDEATRALVHQRSARHSLVY                                       
                                                                    
gi|125 GFPFEYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (29-47:32-50) 
 
                 10        20        30        40        50         
AAD-12   RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       60        70        80                                       
AAD-12 DALDEATRALVHQRSARHSLVY                                       
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (29-47:32-50) 
 
                 10        20        30        40        50         
AAD-12   RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       60        70        80                                       
AAD-12 DALDEATRALVHQRSARHSLVY                                       
                                                                    
gi|459 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (29-47:32-50) 
 
                 10        20        30        40        50         
AAD-12   RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSLIPAARLFRAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       60        70        80                                       
AAD-12 DALDEATRALVHQRSARHSLVY                                       
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
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Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (29-47:32-50) 
 
                 10        20        30        40        50         
AAD-12   RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|114 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       60        70        80                                       
AAD-12 DALDEATRALVHQRSARHSLVY                                       
                                                                    
gi|114 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006953|emb|CAA07323.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (29-47:32-50) 
 
                 10        20        30        40        50         
AAD-12   RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       60        70        80                                       
AAD-12 DALDEATRALVHQRSARHSLVY                                       
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1513216|gb|AAC02632.1| cherry-allergen PRUA1 [Prunu  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 32.0% identity (64.0% similar) in 25 aa overlap (23-47:27-50) 
 
                   10        20        30        40        50       
AAD-12     RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  .:.. . ::          
gi|151 MGVFTYESEFTSEIPPPRLFKAFVLDADNL-VPKIAPQAIKHSEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
         60        70        80                                     
AAD-12 AYDALDEATRALVHQRSARHSLVY                                     
                                                                    
gi|151 GEGSQYGYVKHKIDSIDKENYSYSYTLIEGDALGDTLEKISYETKLVASPSGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (29-47:32-50) 
 
                 10        20        30        40        50         
AAD-12   RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKASILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       60        70        80                                       
AAD-12 DALDEATRALVHQRSARHSLVY                                       
                                                                    
gi|132 GSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKF 
              70        80        90       100       110       120  
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (29-47:32-50) 
 
                 10        20        30        40        50         
AAD-12   RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
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       60        70        80                                       
AAD-12 DALDEATRALVHQRSARHSLVY                                       
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (29-47:32-50) 
 
                 10        20        30        40        50         
AAD-12   RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       60        70        80                                       
AAD-12 DALDEATRALVHQRSARHSLVY                                       
                                                                    
gi|132 GIPFKYVKDRVDEVDHANFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (29-47:32-50) 
 
                 10        20        30        40        50         
AAD-12   RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       60        70        80                                       
AAD-12 DALDEATRALVHQRSARHSLVY                                       
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (29-47:32-50) 
 
                 10        20        30        40        50         
AAD-12   RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|241 GVFNYETETTSVIPAARLFKAFFLDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       60        70        80                                       
AAD-12 DALDEATRALVHQRSARHSLVY                                       
                                                                    
gi|241 GFPFRYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (29-47:32-50) 
 
                 10        20        30        40        50         
AAD-12   RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       60        70        80                                       
AAD-12 DALDEATRALVHQRSARHSLVY                                       
                                                                    
gi|125 GFPFKYVKDGVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
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>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (29-47:32-50) 
 
                 10        20        30        40        50         
AAD-12   RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       60        70        80                                       
AAD-12 DALDEATRALVHQRSARHSLVY                                       
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (29-47:32-50) 
 
                 10        20        30        40        50         
AAD-12   RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       60        70        80                                       
AAD-12 DALDEATRALVHQRSARHSLVY                                       
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVTTPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (29-47:32-50) 
 
                 10        20        30        40        50         
AAD-12   RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYEIEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       60        70        80                                       
AAD-12 DALDEATRALVHQRSARHSLVY                                       
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (28-47:31-50) 
 
                  10        20        30        40        50        
AAD-12    RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|730 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 YDALDEATRALVHQRSARHSLVY                                      
                                                                    
gi|730 EGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (29-47:32-50) 
 
                 10        20        30        40        50         
AAD-12   RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
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gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       60        70        80                                       
AAD-12 DALDEATRALVHQRSARHSLVY                                       
                                                                    
gi|132 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (29-47:32-50) 
 
                 10        20        30        40        50         
AAD-12   RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       60        70        80                                       
AAD-12 DALDEATRALVHQRSARHSLVY                                       
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGPILKISNKY 
              70        80        90       100       110       120  
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (29-47:32-50) 
 
                 10        20        30        40        50         
AAD-12   RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|256 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       60        70        80                                       
AAD-12 DALDEATRALVHQRSARHSLVY                                       
                                                                    
gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (29-47:32-50) 
 
                 10        20        30        40        50         
AAD-12   RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       60        70        80                                       
AAD-12 DALDEATRALVHQRSARHSLVY                                       
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDILEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (29-47:32-50) 
 
                 10        20        30        40        50         
AAD-12   RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPG 
              10        20        30        40        50        60  
 
       60        70        80                                       
AAD-12 DALDEATRALVHQRSARHSLVY                                       
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
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              70        80        90       100       110       120  
 
>>gi|167472849|gb|ABZ81046.1| pollen allergen Que a 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 30.0% identity (70.0% similar) in 20 aa overlap (28-47:31-50) 
 
                  10        20        30        40        50        
AAD-12    RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :. :.:.. . ::           
gi|167 MGVFTYESEDASVIPPARLFKAFVLDSDNLIPKVVPQALKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 YDALDEATRALVHQRSARHSLVY                                      
                                                                    
gi|167 EGSHLKHAKHRIDVIDPENFTYSFSVIEGDALFDKLENVSTETKIVASPDGGSIVKSTSK 
               70        80        90       100       110       120 
 
>>gi|82492265|gb|ABB78006.1| major allergen Pru p 1 [Pru  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 32.0% identity (64.0% similar) in 25 aa overlap (23-47:27-50) 
 
                   10        20        30        40        50       
AAD-12     RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  .:.. . ::          
gi|824 MGVFTYESEFTSEIPPPRLFKAFVLDADNL-VPKIAPQAIKHSEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
         60        70        80                                     
AAD-12 AYDALDEATRALVHQRSARHSLVY                                     
                                                                    
gi|824 GEGSQYGYVKHKIDSIDKENHSYSYTLIEGDALGDNLEKISYETKLVASPSGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (29-47:32-50) 
 
                 10        20        30        40        50         
AAD-12   RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       60        70        80                                       
AAD-12 DALDEATRALVHQRSARHSLVY                                       
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (29-47:32-50) 
 
                 10        20        30        40        50         
AAD-12   RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       60        70        80                                       
AAD-12 DALDEATRALVHQRSARHSLVY                                       
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006957|emb|CAA07325.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (29-47:32-50) 
 
                 10        20        30        40        50         

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 2922



 

 

AAD-12   RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKINFPE 
              10        20        30        40        50        60  
 
       60        70        80                                       
AAD-12 DALDEATRALVHQRSARHSLVY                                       
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (29-47:32-50) 
 
                 10        20        30        40        50         
AAD-12   RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       60        70        80                                       
AAD-12 DALDEATRALVHQRSARHSLVY                                       
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.7  bits: 17.0 E():   95 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (51-64:39-52) 
 
               30        40        50        60        70        80 
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|191 TLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
gi|191 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.7  bits: 17.0 E():   95 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (51-64:39-52) 
 
               30        40        50        60        70        80 
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|730 TLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
gi|730 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (28-47:31-50) 
 
                  10        20        30        40        50        
AAD-12    RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 YDALDEATRALVHQRSARHSLVY                                      
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGFVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|18639|emb|CAA33217.1| glycinin subunit G3 [Glycine   (481 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.4  bits: 19.1 E():   99 
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Smith-Waterman score: 46; 30.4% identity (56.5% similar) in 23 aa overlap (10-32:137-159) 
 
                                    10        20        30          
AAD-12                      RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     :.. : .:   :  ..   ::.:        
gi|186 CPSTFEEPQQKGQSSRPQDRHQKIYHFREGDLIAVPTGFAYWMYNNEDTPVVAVSLIDTN 
        110       120       130       140       150       160       
 
      40        50        60        70        80                    
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY                    
                                                                    
gi|186 SFQNQLDQMPRRFYLAGNQEQEFLQYQPQKQQGGTQSQKGKRQQEEENEGGSILSGFAPE 
        170       180       190       200       210       220       
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.3  bits: 19.1 E(): 1e 
Smith-Waterman score: 46; 30.4% identity (56.5% similar) in 23 aa overlap (10-32:137-159) 
 
                                    10        20        30          
AAD-12                      RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     :.. : .:   :  ..   ::.:        
gi|186 TYQEPQESQQRGRSQRPQDRHQKVHRFREGDLIAVPTGVAWWMYNNEDTPVVAVSIIDTN 
        110       120       130       140       150       160       
 
      40        50        60        70        80                    
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY                    
                                                                    
gi|186 SLENQLDQMPRRFYLAGNQEQEFLKYQQQQQGGSQSQKGKQQEEENEGSNILSGFAPEFL 
        170       180       190       200       210       220       
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.3  bits: 19.1 E(): 1e 
Smith-Waterman score: 46; 30.4% identity (56.5% similar) in 23 aa overlap (10-32:137-159) 
 
                                    10        20        30          
AAD-12                      RQHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     :.. : .:   :  ..   ::.:        
gi|186 TYQEPQESQQRGRSQRPQDRHQKVHRFREGDLIAVPTGVAWWMYNNEDTPVVAVSIIDTN 
        110       120       130       140       150       160       
 
      40        50        60        70        80                    
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY                    
                                                                    
gi|186 SLENQLDQMPRRFYLAGNQEQEFLKYQQQQQGGSQSQKGKQQEEENEGSNILSGFAPEFL 
        170       180       190       200       210       220       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:44 2011 done: Fri Jan 21 00:02:44 2011 
 Total Scan time:  0.070 Total Display time:  0.080 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 89  - 168 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
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  26     0     0: 
  28     2     0:= 
  30     2     2:* 
  32     8     8:=* 
  34     6    22:==   * 
  36    30    44:========  * 
  38    37    73:==========        * 
  40    90   102:=======================  * 
  42    67   125:=================              * 
  44   110   138:============================      * 
  46   111   140:============================      * 
  48   166   134:=================================*======== 
  50   186   122:==============================*================ 
  52   106   108:==========================* 
  54   113    92:======================*====== 
  56    57    77:===============    * 
  58    60    63:===============* 
  60    44    51:=========== * 
  62    35    41:========= * 
  64    32    33:========* 
  66    56    26:======*======= 
  68    26    20:====*== 
  70    32    16:===*==== 
  72     8    12:==* 
  74    33    10:==*====== 
  76    15     8:=*== 
  78    21     6:=*==== 
  80     8     5:=* 
  82     4     3:* 
  84     2     3:* 
  86     3     2:* 
  88     8     2:*=         inset = represents 1 library sequences 
  90     2     1:* 
  92     3     1:*         :*== 
  94     1     1:*         :* 
  96     2     1:*         :*= 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     1     0:=         *= 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.56760.00279; mu= 2.0254 0.146 
 mean_var=32.8336 8.831, 0's: 2 Z-trim: 2  B-trim: 186 in 1/43 
 Lambda= 0.223828 
 Kolmogorov-Smirnov  statistic: 0.1279 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   62 24.8    0.61 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   57 23.3     1.1 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   55 22.6     1.8 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   57 23.1     1.9 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   57 23.1     2.1 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   56 22.8     2.6 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   60 23.8     3.2 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   55 22.5     3.3 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   58 23.2     3.7 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   54 22.1     4.1 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   53 21.8     4.6 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   53 21.8     5.2 
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gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.5     6.1 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   57 22.8     6.2 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   57 22.8     6.2 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   52 21.5     6.4 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   52 21.5     6.4 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 21.5     6.4 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   52 21.5     6.5 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   55 22.2     7.3 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   50 20.9     8.1 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 22.2     8.4 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 18.3     9.9 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 18.3     9.9 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   49 20.5      12 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   46 19.8      12 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   52 21.3      14 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   53 21.5      14 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   51 21.0      17 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 19.6      18 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 19.9      19 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   45 19.4      19 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 19.9      19 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 19.9      19 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   47 19.9      20 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   47 19.9      20 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   47 19.9      20 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   47 19.9      20 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   47 19.9      20 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   47 19.9      20 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   47 19.9      20 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   47 19.9      20 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   47 19.9      20 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   47 19.9      20 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   47 19.9      20 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 19.9      20 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 19.9      20 
gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   48 20.1      22 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.6      22 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 20.6      22 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   51 20.9      23 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   51 20.9      23 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   51 20.9      23 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   51 20.9      23 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   51 20.9      23 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   51 20.9      23 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   44 19.0      24 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   46 19.6      24 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 19.6      25 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   46 19.6      25 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 19.6      25 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   46 19.6      25 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 19.6      25 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 19.6      25 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.8      29 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 16.6      30 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   45 19.2      30 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   45 19.2      30 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   45 19.2      30 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   45 19.2      30 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   45 19.2      30 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   45 19.2      30 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   45 19.2      31 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   45 19.2      31 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 20.5      31 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   45 19.2      31 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   44 19.0      32 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   52 21.0      32 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   43 18.7      34 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   52 21.0      34 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 20.5      34 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   49 20.2      35 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   43 18.7      35 
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gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   46 19.4      36 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   42 18.4      36 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   49 20.2      37 
gi|14422363|emb|CAC41635.1| plantain pollen major  ( 131)   43 18.7      37 
gi|14422361|emb|CAC41634.1| plantain pollen major  ( 131)   43 18.7      37 
gi|14422359|emb|CAC41633.1| plantain pollen major  ( 131)   43 18.7      37 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   49 20.2      38 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   49 20.2      38 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   49 20.2      38 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   44 18.9      38 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 20.2      38 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   44 18.9      38 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   44 18.9      38 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   44 18.9      38 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   44 18.9      38 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   44 18.9      39 
gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum  (  94)   41 18.1      39 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   47 19.7      39 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   47 19.7      40 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   47 19.7      40 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   47 19.7      40 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   48 19.9      40 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.7      41 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   47 19.7      42 
gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Glo ( 151)   43 18.6      45 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   43 18.6      46 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   48 19.9      47 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   43 18.6      48 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   43 18.6      48 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   43 18.6      48 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   42 18.3      54 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 19.8      56 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.3      59 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   42 18.3      59 
gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allerge ( 159)   42 18.3      59 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   42 18.3      59 
gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allerge ( 159)   42 18.3      59 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   42 18.3      60 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.3      60 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   42 18.3      60 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.3      60 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.3      60 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.3      60 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 18.3      60 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 18.3      60 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.3      60 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   42 18.3      60 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   42 18.3      60 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.3      60 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   42 18.3      60 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 18.3      60 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.3      60 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   42 18.3      60 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.3      60 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   42 18.3      60 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   42 18.3      60 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 14.9      62 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   41 18.0      65 
gi|4006963|emb|CAA07328.1| pollen allergen Betv1,  ( 120)   40 17.7      65 
gi|4006947|emb|CAA07320.1| pollen allergen Betv1,  ( 120)   40 17.7      65 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   47 19.5      65 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   39 17.5      66 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 14.1      67 
gi|114326420|ref|NP_001041618.1| major allergen I  (  88)   38 17.2      69 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   43 18.5      71 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   28 14.6      71 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   41 17.9      71 
gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allerge ( 159)   41 17.9      74 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   41 17.9      74 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   41 17.9      74 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   41 17.9      74 
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gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   41 17.9      74 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   41 17.9      74 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   41 17.9      74 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   41 17.9      74 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   41 17.9      74 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   41 17.9      74 
gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   41 17.9      74 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.4      75 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   41 17.9      76 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   40 17.7      80 
gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Ser ( 607)   48 19.7      81 
gi|15886861|emb|CAC85911.1| arginine kinase [Plodi ( 355)   45 18.9      82 
gi|75139847|sp|Q7M1E8|Q7M1E8_9ROSA Pollen major al (  12)   26 14.0      84 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   40 17.6      86 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   47 19.4      86 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   45 18.9      87 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   40 17.6      88 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   40 17.6      88 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   40 17.6      88 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   43 18.4      90 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   40 17.6      91 
gi|4376222|emb|CAA04829.1| pollen allergen, Betv1  ( 159)   40 17.6      91 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   40 17.6      91 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   40 17.6      91 
gi|1321728|emb|CAA96547.1| major allergen Bet v 1  ( 160)   40 17.6      92 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   40 17.6      92 
gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula pl ( 160)   40 17.6      92 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   40 17.6      92 
gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen be ( 160)   40 17.6      92 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   40 17.6      92 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   40 17.6      92 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   40 17.6      92 
gi|4006953|emb|CAA07323.1| pollen allergen Betv1,  ( 160)   40 17.6      92 
gi|1513216|gb|AAC02632.1| cherry-allergen PRUA1 [P ( 160)   40 17.6      92 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   40 17.6      92 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   40 17.6      92 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   40 17.6      92 
gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=M ( 160)   40 17.6      92 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   40 17.6      92 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   40 17.6      92 
gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 ( 160)   40 17.6      92 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   40 17.6      92 
gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula pl ( 160)   40 17.6      92 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   40 17.6      92 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   40 17.6      92 
gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=M ( 160)   40 17.6      92 
gi|82492265|gb|ABB78006.1| major allergen Pru p 1  ( 160)   40 17.6      92 
gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 ( 160)   40 17.6      92 
gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Be ( 160)   40 17.6      92 
gi|167472849|gb|ABZ81046.1| pollen allergen Que a  ( 160)   40 17.6      92 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   40 17.6      92 
gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 ( 160)   40 17.6      92 
gi|4006957|emb|CAA07325.1| pollen allergen Betv1,  ( 160)   40 17.6      92 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   40 17.6      92 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   38 17.1      92 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   38 17.1      92 
gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 ( 161)   40 17.6      93 
gi|18639|emb|CAA33217.1| glycinin subunit G3 [Glyc ( 481)   46 19.2      95 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   46 19.2      96 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   46 19.2      96 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   40 17.6      97 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   39 17.3      97 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   46 19.2      98 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   46 19.2      98 
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 106.4  bits: 24.8 E(): 0.61 
Smith-Waterman score: 62; 26.5% identity (59.2% similar) in 49 aa overlap (24-72:5-52) 
 
               10        20        30        40        50        60 
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
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                              :.  :..  ... :. .. :. :. :.: :    . : 
gi|189                    MASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPL 
                                  10        20        30        40  
 
               70        80                                         
AAD-12 DEATRALVHQRSARHSLVYS                                         
        :. :  : :..                                                 
gi|189 -EGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPD 
               50        60        70        80        90       100 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  49 init1:  49 opt:  57  Z-score: 101.5  bits: 23.3 E():  1.1 
Smith-Waterman score: 57; 41.7% identity (62.5% similar) in 24 aa overlap (1-24:36-56) 
 
                                             10        20        30 
AAD-12                               QHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     ::.  ::. : :   ::. :.. :       
gi|126 TVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTKK--GNL-WEVKSAKPLTG 
          10        20        30        40          50         60   
 
               40        50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
                                                          
gi|126 PMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN                
             70        80        90                       
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 98.1  bits: 22.6 E():  1.8 
Smith-Waterman score: 55; 36.0% identity (64.0% similar) in 25 aa overlap (1-25:36-57) 
 
                                             10        20        30 
AAD-12                               QHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     ::.  ::. . :   ::. :.. :.      
gi|144 KVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKSSKPLTG 
          10        20        30        40          50         60   
 
               40        50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
                                                          
gi|144 PFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE                 
             70        80        90                       
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  50 init1:  50 opt:  57  Z-score: 97.6  bits: 23.1 E():  1.9 
Smith-Waterman score: 57; 24.5% identity (59.2% similar) in 49 aa overlap (24-72:5-52) 
 
               10        20        30        40        50        60 
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
                              :.  :..  ... :. .. .. :. :.: :    . : 
gi|439                    MASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPL 
                                  10        20        30        40  
 
               70        80                                         
AAD-12 DEATRALVHQRSARHSLVYS                                         
        :. :  : :..                                                 
gi|439 -EGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHP 
               50        60        70        80        90       100 
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 96.6  bits: 23.1 E():  2.1 
Smith-Waterman score: 57; 41.4% identity (69.0% similar) in 29 aa overlap (18-46:23-50) 
 
                    10        20        30        40        50      
AAD-12      QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: :::.: . ::          
gi|444 MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
          60        70        80                                    
AAD-12 AYDALDEATRALVHQRSARHSLVYS                                    
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gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 94.9  bits: 22.8 E():  2.6 
Smith-Waterman score: 56; 40.0% identity (68.0% similar) in 25 aa overlap (22-46:27-50) 
 
                    10        20        30        40        50      
AAD-12      QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. :::.. . ::          
gi|165 MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
          60        70        80                                    
AAD-12 AYDALDEATRALVHQRSARHSLVYS                                    
                                                                    
gi|165 GEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSILKNTS 
      60        70        80        90       100       110          
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  48 init1:  48 opt:  60  Z-score: 93.5  bits: 23.8 E():  3.2 
Smith-Waterman score: 60; 22.2% identity (61.9% similar) in 63 aa overlap (2-63:134-194) 
 
                                            10        20         30 
AAD-12                              QHSPAEWDDMMKVIVGNMAWHAD-STYMPVM 
                                     : :: ::   : .. .. ...  ..      
gi|309 SKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQVKYQGGCGSGWAFS 
           110       120       130       140       150       160    
 
               40        50        60        70        80           
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS           
       : ::. .:... :.:  . ..... . : ..:.                            
gi|309 ATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGCYNGWHYQSFEWVLEHGGIATDDDY 
           170        180        190       200       210       220  
 
gi|309 PYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAILEQPISVSIDAKDFH 
             230       240       250       260       270       280  
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 93.3  bits: 22.5 E():  3.3 
Smith-Waterman score: 55; 32.4% identity (58.8% similar) in 34 aa overlap (3-30:114-147) 
 
                                           10            20         
AAD-12                             QHSPAEWDDMMKVIV----GNMAWHA--DSTY 
                                     :::. :.. : .:    :   : .  .:.. 
gi|250 EVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSW 
            90       100       110       120       130       140    
 
         30        40        50        60        70        80 
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
        ::.                                                   
gi|250 APVLDFVFSTLKNEL                                        
           150                                                
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 92.2  bits: 23.2 E():  3.7 
Smith-Waterman score: 58; 26.0% identity (56.0% similar) in 50 aa overlap (19-68:23-71) 
 
                   10        20        30        40        50       
AAD-12     QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                             .. ::. : :. :   .  : ..::.::    .: .   
gi|663 MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGKATTDEQKL 
               10        20        30        40         50          
 
         60        70        80                                     
AAD-12 YDALDEATRALVHQRSARHSLVYS                                     
        . .. . .: :                                                 
gi|663 LEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILKLDTDYDVA 
      60        70        80        90       100       110          
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
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 initn:  52 init1:  52 opt:  54  Z-score: 91.4  bits: 22.1 E():  4.1 
Smith-Waterman score: 54; 37.9% identity (69.0% similar) in 29 aa overlap (18-46:23-50) 
 
                    10        20        30        40        50      
AAD-12      QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: .::.: . ::          
gi|444 MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
          60        70        80                                    
AAD-12 AYDALDEATRALVHQRSARHSLVYS                                    
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 90.6  bits: 21.8 E():  4.6 
Smith-Waterman score: 53; 24.5% identity (55.1% similar) in 49 aa overlap (24-72:5-52) 
 
               10        20        30        40        50        60 
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
                              :.  :..   .. :. .. .. :  :.: :    . : 
gi|217                    MASKSSISPLLLATVLVSVFAAATATGPYCYAGMGLPINPL 
                                  10        20        30        40  
 
               70        80                                         
AAD-12 DEATRALVHQRSARHSLVYS                                         
        :. :  : :..                                                 
gi|217 -EGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRRSDP 
               50        60        70        80        90       100 
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  53  Z-score: 89.6  bits: 21.8 E():  5.2 
Smith-Waterman score: 53; 22.4% identity (55.2% similar) in 58 aa overlap (27-78:31-87) 
 
                   10        20        30        40             50  
AAD-12     QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICF- 
               10        20        30        40        50           
 
              60        70         80                               
AAD-12 DMRAAYDALDEATRALVHQR-SARHSLVYS                               
       :  . .. . . .. . .   : :.:..                                 
gi|132 DEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSIS 
      60        70        80        90       100       110          
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 88.4  bits: 21.5 E():  6.1 
Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (57-80:29-52) 
 
         30        40        50        60        70        80       
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS       
                                     : : :::  : .  ..: .: .::       
gi|144   KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLS 
                 10        20        30        40        50         
 
gi|144 DSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAG 
       60        70        80        90       100       110         
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  48 init1:  48 opt:  57  Z-score: 88.2  bits: 22.8 E():  6.2 
Smith-Waterman score: 57; 22.2% identity (58.7% similar) in 63 aa overlap (2-63:134-194) 
 
                                            10        20         30 
AAD-12                              QHSPAEWDDMMKVIVGNMAWHADSTY-MPVM 
                                     : :: ::   : .. .. ...          
gi|129 SKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQVKYQGGCGRGWAFS 
           110       120       130       140       150       160    
 
               40        50        60        70        80           
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AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS           
       : ::. .:... :.:  . ..... . : ..:.                            
gi|129 ATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGSYNGWQYQSFEWVLEHGGIATDDDY 
           170        180        190       200       210       220  
 
gi|129 PYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAILEQPISVSIDAKDFH 
             230       240       250       260       270       280  
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  48 init1:  48 opt:  57  Z-score: 88.2  bits: 22.8 E():  6.2 
Smith-Waterman score: 57; 22.2% identity (58.7% similar) in 63 aa overlap (2-63:134-194) 
 
                                            10        20         30 
AAD-12                              QHSPAEWDDMMKVIVGNMAWHADSTY-MPVM 
                                     : :: ::   : .. .. ...          
gi|119 SKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQVKYQGGCGRGWAFS 
           110       120       130       140       150       160    
 
               40        50        60        70        80           
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS           
       : ::. .:... :.:  . ..... . : ..:.                            
gi|119 ATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGSYNGWQYQSFEWVLEHGGIATDDDY 
           170        180        190       200       210       220  
 
gi|119 PYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAILEQPISVSIDAKDFH 
             230       240       250       260       270       280  
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 88.0  bits: 21.5 E():  6.4 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (22-46:27-50) 
 
                    10        20        30        40        50      
AAD-12      QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|279 MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
          60        70        80                                    
AAD-12 AYDALDEATRALVHQRSARHSLVYS                                    
                                                                    
gi|279 GEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 88.0  bits: 21.5 E():  6.4 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (22-46:27-50) 
 
                    10        20        30        40        50      
AAD-12      QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|131 MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
          60        70        80                                    
AAD-12 AYDALDEATRALVHQRSARHSLVYS                                    
                                                                    
gi|131 GEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 88.0  bits: 21.5 E():  6.4 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (22-46:27-50) 
 
                    10        20        30        40        50      
AAD-12      QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|602 MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
          60        70        80                                    
AAD-12 AYDALDEATRALVHQRSARHSLVYS                                    
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gi|602 GEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 87.9  bits: 21.5 E():  6.5 
Smith-Waterman score: 52; 37.9% identity (69.0% similar) in 29 aa overlap (18-46:23-50) 
 
                    10        20        30        40        50      
AAD-12      QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: .::.: . ::          
gi|444 MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
          60        70        80                                    
AAD-12 AYDALDEATRALVHQRSARHSLVYS                                    
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 87.0  bits: 22.2 E():  7.3 
Smith-Waterman score: 55; 25.5% identity (55.3% similar) in 47 aa overlap (13-58:16-62) 
 
                  10         20        30        40        50       
AAD-12    QHSPAEWDDMMKVIVGNMA-WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                      ...:  : . ::. : :. :   .  : .  :.::..   ...   
gi|441 MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLL 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 YDALDEATRALVHQRSARHSLVYS                                     
        :                                                           
gi|441 EDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAY 
               70        80        90       100       110       120 
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 86.2  bits: 20.9 E():  8.1 
Smith-Waterman score: 50; 28.1% identity (59.4% similar) in 32 aa overlap (13-44:11-42) 
 
               10        20        30        40        50        60 
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
                   ::.. .:: ...   :. : :    ..::  .                 
gi|249   MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQDIMPCLHFVKGEEKEPSK 
                 10        20        30        40        50         
 
               70        80                                         
AAD-12 DEATRALVHQRSARHSLVYS                                         
                                                                    
gi|249 ECCSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVAEVPKKCDIKTTLPPITAD 
       60        70        80        90       100       110         
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 85.8  bits: 22.2 E():  8.4 
Smith-Waterman score: 55; 30.6% identity (58.3% similar) in 36 aa overlap (5-40:155-190) 
 
                                         10        20        30     
AAD-12                           QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :   . ..::.:..  :: .     .  :: 
gi|249 QLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA 
          130       140       150       160       170       180     
 
           40        50        60        70        80               
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS               
       . .:::                                                       
gi|249 IPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTL 
          190       200       210       220       230       240     
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 84.6  bits: 18.3 E():  9.9 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (20-26:19-25) 
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               10        20        30        40        50        60 
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
                          :.::..:                                   
gi|320  YTTEGGKKVEAEDVIPEGWKADTSYE                                  
                10        20                                        
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 84.6  bits: 18.3 E():  9.9 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (20-26:19-25) 
 
               10        20        30        40        50        60 
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
                          :.::..:                                   
gi|320  YTTEGGTKAEAEDVIPEGWKADTSYE                                  
                10        20                                        
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 83.1  bits: 20.5 E():   12 
Smith-Waterman score: 49; 35.7% identity (52.4% similar) in 42 aa overlap (34-64:37-78) 
 
            10        20        30        40              50        
AAD-12 PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR------TCFADMRAAY 
                                     :. : :.: . ::       :   : ...: 
gi|145 EEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSY 
         10        20        30        40        50        60       
 
             60        70        80                                 
AAD-12 -----DALDEATRALVHQRSARHSLVYS                                 
            ::.::::                                                 
gi|145 VLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAP 
         70        80        90       100       110       120       
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 82.9  bits: 19.8 E():   12 
Smith-Waterman score: 46; 33.3% identity (59.3% similar) in 27 aa overlap (2-26:39-64) 
 
                                              10        20          
AAD-12                              QHSPAE--WDDMMKVIVGNMAWHADSTYMPV 
                                     ..::.  :: .  : .   .: ::. :    
gi|323 GNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKPYSWR 
       10        20        30        40         50        60        
 
      30        40        50        60        70        80 
AAD-12 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
                                                           
gi|323 YGWTAFCGPAGPRCLRTNAAVTVR                            
        70        80        90                             
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.7  bits: 21.3 E():   14 
Smith-Waterman score: 52; 20.8% identity (58.3% similar) in 48 aa overlap (24-71:72-119) 
 
                      10        20        30        40        50    
AAD-12        QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:...:   :: .  :..  .. :... 
gi|170 QSFSQQPPFSQQQQQPLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQ 
              50        60        70        80        90       100  
 
            60        70        80                                  
AAD-12 RAAYDALDEATRALVHQRSARHSLVYS                                  
       .      ..  . ::.:.                                           
gi|170 QQLVLPPQQQQQQLVQQQIPIVQPSVLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSS 
             110       120       130       140       150       160  
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 81.7  bits: 21.5 E():   14 
Smith-Waterman score: 53; 21.5% identity (55.4% similar) in 65 aa overlap (19-80:37-100) 
 
                           10        20        30        40         
AAD-12             QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 2934



 

 

                                     .:  :.  .:: .. :...  .: : :    
gi|682 EAVLLGILLYIPIVLSDDRAPIPANSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQAK 
         10        20        30         40        50        60      
 
       50           60        70        80                          
AAD-12 CF---ADMRAAYDALDEATRALVHQRSARHSLVYS                          
        .   .:  . . ...:: ...  . . :  : .:                          
gi|682 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSFSPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
gi|682 NMPILVFGGTAAEYGTVDSATLIVESNYFSAVNLKIVNSAPRPDGKRVGAQAAALRISGD 
         130       140       150       160       170       180      
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.5  bits: 21.0 E():   17 
Smith-Waterman score: 51; 22.6% identity (64.5% similar) in 31 aa overlap (24-54:66-96) 
 
                      10        20        30        40        50    
AAD-12        QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:.. ::  :  .. :..  .. :... 
gi|219 QPLPPQQTFPQQPPFSQQQQQQPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQ 
          40        50        60        70        80        90      
 
            60        70        80                                  
AAD-12 RAAYDALDEATRALVHQRSARHSLVYS                                  
       .                                                            
gi|219 QQLILPPQQQQQLPQQQISIVQPSVLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSC 
         100       110       120       130       140       150      
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 80.0  bits: 19.6 E():   18 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (28-43:66-81) 
 
                  10        20        30        40        50        
AAD-12    QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
        60        70        80      
AAD-12 DALDEATRALVHQRSARHSLVYS      
                                    
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS 
         100       110       120    
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.6  bits: 19.9 E():   19 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (53-69:14-30) 
 
             30        40        50        60        70        80   
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS   
                                     .: :.: .:.  .. .:              
gi|219                  MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQ 
                                10        20        30        40    
 
gi|219 TFEENDLQQLIIEIDADGSGELEFDEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNG 
            50        60        70        80        90       100    
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 79.4  bits: 19.4 E():   19 
Smith-Waterman score: 45; 25.5% identity (58.8% similar) in 51 aa overlap (23-70:13-61) 
 
               10        20        30        40           50        
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV-PAVG--GRTCFADMRAAY 
                             :..   : : :. :. ..    ::  :..  :: . .. 
gi|207           MSITDIVSEKDIDAALESVKAAGS-FNYKIFFQKVGLAGKSA-ADAKKVF 
                         10        20         30        40          
 
        60        70        80                                      
AAD-12 DALDEATRALVHQRSARHSLVYS                                      
       . ::.   ....:                                                
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gi|207 EILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVK 
       50        60        70        80        90       100         
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.4  bits: 19.9 E():   19 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (41-57:141-157) 
 
               20        30        40        50        60        70 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
               80 
AAD-12 RSARHSLVYS 
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.4  bits: 19.9 E():   19 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (41-57:141-157) 
 
               20        30        40        50        60        70 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
               80 
AAD-12 RSARHSLVYS 
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.2  bits: 19.9 E():   20 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (22-46:27-50) 
 
                    10        20        30        40        50      
AAD-12      QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
          60        70        80                                    
AAD-12 AYDALDEATRALVHQRSARHSLVYS                                    
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.2  bits: 19.9 E():   20 
Smith-Waterman score: 47; 40.0% identity (68.0% similar) in 25 aa overlap (22-46:27-50) 
 
                    10        20        30        40        50      
AAD-12      QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :.:.. . ::          
gi|602 MGVFTYEFEFTSVIPPARLYNAFVLDADNL-IPKIAPQAVKSTEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
          60        70        80                                    
AAD-12 AYDALDEATRALVHQRSARHSLVYS                                    
                                                                    
gi|602 GEGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISH 
      60        70        80        90       100       110          
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.2  bits: 19.9 E():   20 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (22-46:27-50) 
 
                    10        20        30        40        50      
AAD-12      QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|886 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
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          60        70        80                                    
AAD-12 AYDALDEATRALVHQRSARHSLVYS                                    
                                                                    
gi|886 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIKSISH 
      60        70        80        90       100       110          
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 79.2  bits: 19.9 E():   20 
Smith-Waterman score: 47; 23.7% identity (54.2% similar) in 59 aa overlap (22-69:27-84) 
 
                    10        20        30        40             50 
AAD-12      QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCF 
                                 ::.  .: .:  :.  ::.. . ::     .  : 
gi|304 MGLYTFENEFTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
                     60        70        80                         
AAD-12 AD------MRAAYDALDEATRALVHQRSARHSLVYS                         
       ..      ..   :..:::. . ..                                    
gi|304 GEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.2  bits: 19.9 E():   20 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (22-46:27-50) 
 
                    10        20        30        40        50      
AAD-12      QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEYTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
          60        70        80                                    
AAD-12 AYDALDEATRALVHQRSARHSLVYS                                    
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.2  bits: 19.9 E():   20 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (22-46:27-50) 
 
                    10        20        30        40        50      
AAD-12      QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|165 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
          60        70        80                                    
AAD-12 AYDALDEATRALVHQRSARHSLVYS                                    
                                                                    
gi|165 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.2  bits: 19.9 E():   20 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (22-46:27-50) 
 
                    10        20        30        40        50      
AAD-12      QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|753 MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
          60        70        80                                    
AAD-12 AYDALDEATRALVHQRSARHSLVYS                                    
                                                                    
gi|753 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
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 initn:  46 init1:  46 opt:  47  Z-score: 79.2  bits: 19.9 E():   20 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (22-46:27-50) 
 
                    10        20        30        40        50      
AAD-12      QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
          60        70        80                                    
AAD-12 AYDALDEATRALVHQRSARHSLVYS                                    
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.2  bits: 19.9 E():   20 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (22-46:27-50) 
 
                    10        20        30        40        50      
AAD-12      QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
          60        70        80                                    
AAD-12 AYDALDEATRALVHQRSARHSLVYS                                    
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.2  bits: 19.9 E():   20 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (22-46:27-50) 
 
                    10        20        30        40        50      
AAD-12      QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
          60        70        80                                    
AAD-12 AYDALDEATRALVHQRSARHSLVYS                                    
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.2  bits: 19.9 E():   20 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (22-46:27-50) 
 
                    10        20        30        40        50      
AAD-12      QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|134 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
          60        70        80                                    
AAD-12 AYDALDEATRALVHQRSARHSLVYS                                    
                                                                    
gi|134 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.2  bits: 19.9 E():   20 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (41-57:144-160) 
 
               20        30        40        50        60        70 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
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           120       130       140       150       160              
 
               80 
AAD-12 RSARHSLVYS 
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.2  bits: 19.9 E():   20 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (41-57:144-160) 
 
               20        30        40        50        60        70 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
               80 
AAD-12 RSARHSLVYS 
 
>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.4  bits: 20.1 E():   22 
Smith-Waterman score: 48; 33.3% identity (59.3% similar) in 27 aa overlap (24-50:17-43) 
 
               10        20        30        40        50        60 
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
                              :.:.:  .   ::..:  :  .: : .           
gi|510        MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLPVIRGKGG 
                      10        20        30        40        50    
 
               70        80                                         
AAD-12 DEATRALVHQRSARHSLVYS                                         
                                                                    
gi|510 GIEFAKTETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHLCTPLSLN 
            60        70        80        90       100       110    
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.3  bits: 19.6 E():   22 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (53-70:126-143) 
 
             30        40        50        60        70        80 
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
                                     . ::..::: :..: ...           
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG       
         100       110       120       130       140              
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.2  bits: 20.6 E():   22 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (20-37:66-83) 
 
                          10        20        30        40          
AAD-12            QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
      50        60        70        80                              
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYS                              
                                                                    
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.9  bits: 20.9 E():   23 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (11-48:270-307) 
 
                                   10        20        30        40 
AAD-12                     QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|118 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
               50        60        70        80                     
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AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS                     
       .  : : :                                                     
gi|118 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.9  bits: 20.9 E():   23 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (11-48:270-307) 
 
                                   10        20        30        40 
AAD-12                     QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
               50        60        70        80                     
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS                     
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.9  bits: 20.9 E():   23 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (11-48:270-307) 
 
                                   10        20        30        40 
AAD-12                     QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
               50        60        70        80                     
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS                     
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.9  bits: 20.9 E():   23 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (11-48:270-307) 
 
                                   10        20        30        40 
AAD-12                     QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|270 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
               50        60        70        80                     
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS                     
       .  : : :                                                     
gi|270 IQHVKGGTPKRPDRAIETYLFAMFDENQKQPEVEKHFGLFFPDKRPKYNLNFSAKKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.9  bits: 20.9 E():   23 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (11-48:270-307) 
 
                                   10        20        30        40 
AAD-12                     QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
               50        60        70        80                     
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS                     
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFATFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.9  bits: 20.9 E():   23 
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Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (11-48:270-307) 
 
                                   10        20        30        40 
AAD-12                     QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|327 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
               50        60        70        80                     
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS                     
       .  : : :                                                     
gi|327 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 77.5  bits: 19.0 E():   24 
Smith-Waterman score: 44; 32.4% identity (56.8% similar) in 37 aa overlap (27-63:65-101) 
 
                   10        20        30        40        50       
AAD-12     QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .:  ..::. ::  . :.:: :  :   :  
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
         60        70        80 
AAD-12 YDALDEATRALVHQRSARHSLVYS 
        .  .:.                  
gi|117 EEEKEESDDDMGFGLFD        
          100       110         
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (22-46:27-50) 
 
                    10        20        30        40        50      
AAD-12      QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
          60        70        80                                    
AAD-12 AYDALDEATRALVHQRSARHSLVYS                                    
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIKTTSK 
      60        70        80        90       100       110          
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.4  bits: 19.6 E():   25 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (25-46:29-50) 
 
                   10        20        30        40        50       
AAD-12     QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 YDALDEATRALVHQRSARHSLVYS                                     
                                                                    
gi|400 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 77.4  bits: 19.6 E():   25 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (22-46:27-50) 
 
                    10        20        30        40        50      
AAD-12      QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|880 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
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          60        70        80                                    
AAD-12 AYDALDEATRALVHQRSARHSLVYS                                    
                                                                    
gi|880 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVIKTTS 
      60        70        80        90       100       110          
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.4  bits: 19.6 E():   25 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (25-46:29-50) 
 
                   10        20        30        40        50       
AAD-12     QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 YDALDEATRALVHQRSARHSLVYS                                     
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 77.4  bits: 19.6 E():   25 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (22-46:27-50) 
 
                    10        20        30        40        50      
AAD-12      QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
          60        70        80                                    
AAD-12 AYDALDEATRALVHQRSARHSLVYS                                    
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.4  bits: 19.6 E():   25 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (25-46:29-50) 
 
                   10        20        30        40        50       
AAD-12     QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 YDALDEATRALVHQRSARHSLVYS                                     
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.4  bits: 19.6 E():   25 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (25-46:29-50) 
 
                   10        20        30        40        50       
AAD-12     QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 YDALDEATRALVHQRSARHSLVYS                                     
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
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>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 76.3  bits: 19.8 E():   29 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (50-71:74-98) 
 
      20        30        40        50        60           70       
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---DEATRALVHQRSARHS 
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
 
         80                                                         
AAD-12 LVYS                                                         
                                                                    
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 75.9  bits: 16.6 E():   30 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (20-26:19-25) 
 
               10        20        30        40        50        60 
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
                          :..:..:                                   
gi|320  YTTEGGTKAEAEDVIPEGWKVDTSYE                                  
                10        20                                        
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.7  bits: 19.2 E():   30 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (22-46:27-50) 
 
                    10        20        30        40        50      
AAD-12      QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
          60        70        80                                    
AAD-12 AYDALDEATRALVHQRSARHSLVYS                                    
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 75.7  bits: 19.2 E():   30 
Smith-Waterman score: 45; 27.0% identity (64.9% similar) in 37 aa overlap (33-69:49-84) 
 
             10        20        30        40        50        60   
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|144 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
             70        80                                           
AAD-12 ATRALVHQRSARHSLVYS                                           
       :  : ..                                                      
gi|144 AGLAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEAT 
        80        90       100       110       120       130        
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.7  bits: 19.2 E():   30 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (22-46:27-50) 
 
                    10        20        30        40        50      
AAD-12      QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
          60        70        80                                    
AAD-12 AYDALDEATRALVHQRSARHSLVYS                                    
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gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.7  bits: 19.2 E():   30 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (22-46:27-50) 
 
                    10        20        30        40        50      
AAD-12      QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|425 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
          60        70        80                                    
AAD-12 AYDALDEATRALVHQRSARHSLVYS                                    
                                                                    
gi|425 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.7  bits: 19.2 E():   30 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (22-46:27-50) 
 
                    10        20        30        40        50      
AAD-12      QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|753 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTTKKITF 
               10        20        30         40        50          
 
          60        70        80                                    
AAD-12 AYDALDEATRALVHQRSARHSLVYS                                    
                                                                    
gi|753 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.7  bits: 19.2 E():   30 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (22-46:27-50) 
 
                    10        20        30        40        50      
AAD-12      QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
          60        70        80                                    
AAD-12 AYDALDEATRALVHQRSARHSLVYS                                    
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (22-46:27-50) 
 
                    10        20        30        40        50      
AAD-12      QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|901 MGGYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
          60        70        80                                    
AAD-12 AYDALDEATRALVHQRSARHSLVYS                                    
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (22-46:27-50) 
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                    10        20        30        40        50      
AAD-12      QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
          60        70        80                                    
AAD-12 AYDALDEATRALVHQRSARHSLVYS                                    
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.6  bits: 20.5 E():   31 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (20-37:56-73) 
 
                          10        20        30        40          
AAD-12            QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
      50        60        70        80                              
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYS                              
                                                                    
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 45; 32.6% identity (44.2% similar) in 43 aa overlap (4-35:52-90) 
 
                                          10        20              
AAD-12                            QHSPAEWDDMMKVIVGNMAW-----------HA 
                                     :  ::.. ::    .::           :. 
gi|148 HAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKVA---QAWAETRTPDCSLIHS 
              30        40        50        60           70         
 
             30        40        50        60        70        80   
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS   
       :      :::::.                                                
gi|148 DRCG-ENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQIVWANSERVGCGRAL 
       80         90       100       110       120       130        
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.4  bits: 19.0 E():   32 
Smith-Waterman score: 44; 16.0% identity (72.0% similar) in 25 aa overlap (10-34:12-36) 
 
                 10        20        30        40        50         
AAD-12   QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
                  .. .... ..: ....  :. : :.                         
gi|249 MRTVSARSSVALVVIVAAVLVWTSSASVAPAPAPGSEETCGTVVGALMPCLPFVQGKEKE 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 ALDEATRALVHQRSARHSLVYS                                       
                                                                    
gi|249 PSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDSKLPP 
               70        80        90       100       110       120 
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 75.3  bits: 21.0 E():   32 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (1-39:535-572) 
 
                                             10        20        30 
AAD-12                               QHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|331 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
          510       520       530       540       550       560     
 
               40        50        60        70        80 
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AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
        .:  :: :                                          
gi|331 KEGC-FSEEGPKLVAAAQAALV                             
           570       580                                  
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.0  bits: 18.7 E():   34 
Smith-Waterman score: 43; 26.0% identity (52.0% similar) in 50 aa overlap (29-78:30-79) 
 
                10        20        30        40        50          
AAD-12  QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                                    .  .:.. :.:   .   : :   . :.    
gi|253 TGPYCYAGMGLPINPLEGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHC 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 LDEATRALVHQRSARHSLVYS                                        
         ::.: .. .::  .: :                                          
gi|253 RCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNAPYCLGLDI 
               70        80        90       100       110       120 
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 74.9  bits: 21.0 E():   34 
Smith-Waterman score: 52; 23.1% identity (61.5% similar) in 39 aa overlap (1-39:558-595) 
 
                                             10        20        30 
AAD-12                               QHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:   :...:...:...  ...       
gi|668 AETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAEN 
       530       540       550       560       570       580        
 
               40        50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
        .:  :: :                                          
gi|668 KEGC-FSEEGPKLVAAAQAALV                             
       590        600                                     
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.9  bits: 20.5 E():   34 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (20-37:56-73) 
 
                          10        20        30        40          
AAD-12            QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
      50        60        70        80                              
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYS                              
                                                                    
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 74.7  bits: 20.2 E():   35 
Smith-Waterman score: 49; 20.3% identity (55.9% similar) in 59 aa overlap (19-74:37-94) 
 
                           10        20        30        40         
AAD-12             QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|269 EAVLLGILLYIPIVLSDDRAPIPSNSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQTK 
         10        20        30         40        50        60      
 
       50           60        70        80                          
AAD-12 CF---ADMRAAYDALDEATRALVHQRSARHSLVYS                          
        .   .:  . . ...:: ...  . . :                                
gi|269 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSLAPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 74.7  bits: 18.7 E():   35 
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Smith-Waterman score: 43; 23.5% identity (51.0% similar) in 51 aa overlap (16-66:25-74) 
 
                        10        20        30        40        50  
AAD-12          QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                               :  : . . ...   :::.  :: .:  . .   :  
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLP-FQ 
               10        20        30        40        50           
 
              60        70        80                                
AAD-12 DMRAAYDALDEATRALVHQRSARHSLVYS                                
       ...   :..:    :                                              
gi|217 EIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRL 
      60        70        80        90       100       110          
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.5  bits: 19.4 E():   36 
Smith-Waterman score: 46; 60.0% identity (80.0% similar) in 10 aa overlap (2-11:20-29) 
 
                                 10        20        30        40   
AAD-12                   QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                          :.:: .:: :                                
gi|144 MQYLAIAVIVALAGLSAAAHKPAYYDDNMANQMVDQIVKSLTTKKELDPFKIEQTKVPID 
               10        20        30        40        50        60 
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.4  bits: 18.4 E():   36 
Smith-Waterman score: 42; 25.7% identity (60.0% similar) in 35 aa overlap (32-66:4-38) 
 
              10        20        30        40        50        60  
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     .:.. .:.:. :. :     : .: . :   
gi|777                            MAFKGVLNDADVTAALDGCKSAFDHKAFFKACG 
                                          10        20        30    
 
              70        80                                          
AAD-12 EATRALVHQRSARHSLVYS                                          
        :...                                                        
gi|777 LAAKSADDIKKAFAIIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAGDSDGD 
            40        50        60        70        80        90    
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 74.2  bits: 20.2 E():   37 
Smith-Waterman score: 49; 33.3% identity (64.3% similar) in 42 aa overlap (18-56:244-284) 
 
                            10        20           30        40     
AAD-12              QHSPAEWDDMMKVIVGNMAW--HADSTYMP-VMAQGAVFSAEVVPAV 
                                     :.:  ..... .: :. .  . :.: :  : 
gi|585 GYYAYPYCYNLTPNQPSAQCEATTMQENDKMSWLFESEDVLLPSVYLRWNLTSGERVGLV 
           220       230       240       250       260       270    
 
           50        60        70        80                         
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS                         
       :::.  : .: :                                                 
gi|585 GGRVKEA-LRIARQMTTSRKKVLPYYWYKYQDRRDTDLSRADLEATLRKITDLGADGFII 
           280        290       300       310       320       330   
 
>>gi|14422363|emb|CAC41635.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.1  bits: 18.7 E():   37 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (23-40:85-102) 
 
                       10        20        30        40        50   
AAD-12         QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSGRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
             60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYS 
                                    
gi|144 RHVKPLSFRAKTDAPGC            
          120       130             
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>>gi|14422361|emb|CAC41634.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.1  bits: 18.7 E():   37 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (23-40:85-102) 
 
                       10        20        30        40        50   
AAD-12         QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
             60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYS 
                                    
gi|144 RHVKPLSFRAKTDAPGC            
          120       130             
 
>>gi|14422359|emb|CAC41633.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.1  bits: 18.7 E():   37 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (23-40:85-102) 
 
                       10        20        30        40        50   
AAD-12         QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETDQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
             60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYS 
                                    
gi|144 RHVKPLSFRAKTDAPGC            
          120       130             
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.1  bits: 20.2 E():   38 
Smith-Waterman score: 49; 21.0% identity (56.5% similar) in 62 aa overlap (5-66:276-337) 
 
                                         10        20        30     
AAD-12                           QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :.:  .  ... ..  .: :.::  .  .. 
gi|215 KSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMTNAASSYMTDYYIST 
         250       260       270       280       290       300      
 
           40        50        60        70        80               
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS               
       ::.:.       :.    . ..   .:.:..:                             
gi|215 VFQARHSQNNYLRVQENALNGTTTEMDDASEANMELLVQVGETLLKKPVSKDSPETYEEA 
         310       320       330       340       350       360      
 
gi|215 LKRFAKLLSDRKKLRANKASH 
         370       380       
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.1  bits: 20.2 E():   38 
Smith-Waterman score: 49; 21.0% identity (56.5% similar) in 62 aa overlap (5-66:276-337) 
 
                                         10        20        30     
AAD-12                           QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :.:  .  ... ..  .: :.::  .  .. 
gi|169 KSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMTNAASSYMTDYYIST 
         250       260       270       280       290       300      
 
           40        50        60        70        80               
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS               
       ::.:.       :.    . ..   .:.:..:                             
gi|169 VFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLKKPVSKDSPETYEEA 
         310       320       330       340       350       360      
 
gi|169 LKRFAKLLSDRKKLRANKASY 
         370       380       
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>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.1  bits: 20.2 E():   38 
Smith-Waterman score: 49; 21.0% identity (56.5% similar) in 62 aa overlap (5-66:276-337) 
 
                                         10        20        30     
AAD-12                           QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :.:  .  ... ..  .: :.::  .  .. 
gi|215 KSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMTNAASSYMTDYYIST 
         250       260       270       280       290       300      
 
           40        50        60        70        80               
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS               
       ::.:.       :.    . ..   .:.:..:                             
gi|215 VFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLKKPVSKDSPETYEEA 
         310       320       330       340       350       360      
 
gi|215 LKRFAKLLSDRKKLRANKASH 
         370       380       
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.0  bits: 18.9 E():   38 
Smith-Waterman score: 44; 36.4% identity (63.6% similar) in 22 aa overlap (25-46:28-49) 
 
                  10        20        30        40        50        
AAD-12    QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                  : .: .:  :. :.: . . ::            
gi|115 GVFNYETETTSVIPAARLFKAFILDGDTLFPQVAPQAISSVENISGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 DALDEATRALVHQRSARHSLVYS                                      
                                                                    
gi|115 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 74.0  bits: 20.2 E():   38 
Smith-Waterman score: 49; 40.0% identity (65.0% similar) in 20 aa overlap (17-36:332-348) 
 
                             10        20        30        40       
AAD-12               QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
                                     :  :.   .:: :. .::.:           
gi|113 ILSQGNRFLASDIKKEVVGRYGESAMSESINWNWR---SYMDVFENGAIFVPSGVDPVLT 
             310       320       330          340       350         
 
         50        60        70        80 
AAD-12 RTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
                                          
gi|113 PEQNAGMIPAEPGEAVLRLTSSAGVLSCQPGAPC 
      360       370       380       390   
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.9  bits: 18.9 E():   38 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (27-46:31-50) 
 
                   10        20        30        40        50       
AAD-12     QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 YDALDEATRALVHQRSARHSLVYS                                     
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.9  bits: 18.9 E():   38 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (27-46:31-50) 
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                   10        20        30        40        50       
AAD-12     QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|584 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 YDALDEATRALVHQRSARHSLVYS                                     
                                                                    
gi|584 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.9  bits: 18.9 E():   38 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (27-46:31-50) 
 
                   10        20        30        40        50       
AAD-12     QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|132 MGVFNYETESTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 YDALDEATRALVHQRSARHSLVYS                                     
                                                                    
gi|132 EGSPFKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.9  bits: 18.9 E():   38 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (27-46:31-50) 
 
                   10        20        30        40        50       
AAD-12     QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 YDALDEATRALVHQRSARHSLVYS                                     
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.9  bits: 18.9 E():   39 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (27-46:31-50) 
 
                   10        20        30        40        50       
AAD-12     QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 YDALDEATRALVHQRSARHSLVYS                                     
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum aest  (94 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 73.9  bits: 18.1 E():   39 
Smith-Waterman score: 41; 27.3% identity (48.5% similar) in 33 aa overlap (10-42:17-49) 
 
                      10        20        30        40        50    
AAD-12        QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                       :.:  .  . : :.    :  :  ::..   .:            
gi|668 IAVAVSADECEGDRRAMIKECAKYQQWPANPKLDPSDACCAVWQKANIPCLCAGVTKEKE 
               10        20        30        40        50        60 
 
            60        70        80        
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AAD-12 RAAYDALDEATRALVHQRSARHSLVYS        
                                          
gi|668 KIYCMEKVAYVANFCKKPFPHGYKCGSYTFPPLA 
               70        80        90     
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 73.7  bits: 19.7 E():   39 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (5-62:116-175) 
 
                                         10        20          30   
AAD-12                           QHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|481 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
          90       100       110       120       130       140      
 
             40        50        60        70        80             
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS             
         .   ...  . .    :   ::    :.                               
gi|481 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
         150       160       170       180       190       200      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 73.7  bits: 19.7 E():   40 
Smith-Waterman score: 51; 32.7% identity (63.5% similar) in 52 aa overlap (32-79:52-100) 
 
              10        20        30        40        50        60  
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     ..:: .:  ::: : .  :  ..::. . . 
gi|168 APATPAAAGAEAGKATTEEQKLIEDINVGFKAAVAAAASVPA-GDK--FKTFEAAFTSSS 
              30        40        50        60           70         
 
                  70        80                                      
AAD-12 EATRA----LVHQRSARHSLVYS                                      
       .:. :    :: . .: .:..:                                       
gi|168 KAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPV 
       80        90       100       110       120       130         
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 73.6  bits: 19.7 E():   40 
Smith-Waterman score: 47; 30.8% identity (61.5% similar) in 52 aa overlap (32-79:55-103) 
 
              10        20        30        40        50        60  
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     ..:: .:  :::.     :  ..::. . . 
gi|285 APATPAAAGAAAGKATTEEQKLIEDINVGFKAAVAAAASVPAADK---FKTFEAAFTSSS 
           30        40        50        60           70        80  
 
                  70        80                                      
AAD-12 EATRA----LVHQRSARHSLVYS                                      
       .:. :    :: . .: .:..:                                       
gi|285 KAAAAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPV 
              90       100       110       120       130       140  
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.6  bits: 19.7 E():   40 
Smith-Waterman score: 47; 36.0% identity (76.0% similar) in 25 aa overlap (53-77:106-130) 
 
             30        40        50        60        70        80   
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS   
                                     ...: . :.:::.:  ... ::. :      
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
 
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 73.6  bits: 19.9 E():   40 
Smith-Waterman score: 48; 23.5% identity (61.8% similar) in 34 aa overlap (1-33:237-270) 
 
                                             10         20          
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AAD-12                               QHSPAEWDDMMKV-IVGNMAWHADSTYMPV 
                                     .:.  :..  ..  :.::   . :. .. . 
gi|729 ETPRVKMNMKYDRYAPVKVFKLDYDGIHFEKHTDIEYEPGVRYKIIGNGKLKDDGRHYSI 
        210       220       230       240       250       260       
 
      30        40        50        60        70        80          
AAD-12 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS          
        .::                                                         
gi|729 DVQGIPRKAFNLDADLMDFKLKVSKPEDSNKAQFSYTFNEYTETEEYEFDPHRAYYVNWL 
        270       280       290       300       310       320       
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 73.5  bits: 19.7 E():   41 
Smith-Waterman score: 47; 23.4% identity (45.3% similar) in 64 aa overlap (5-66:126-189) 
 
                                         10        20          30   
AAD-12                           QHSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|330 GLVPKLDAAYSVSYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
         100       110       120       130       140       150      
 
             40        50        60        70        80             
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS             
         .   ...  . .    :   ::    : . .:                           
gi|330 IPAGELQIIDKIDAAFKVAATAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAA 
         160       170       180       190       200       210      
 
gi|330 VKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAAS 
         220       230       240       250       260       270      
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 73.2  bits: 19.7 E():   42 
Smith-Waterman score: 48; 30.8% identity (61.5% similar) in 52 aa overlap (32-79:66-114) 
 
              10        20        30        40        50        60  
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     ..:: .:  :::.     :  ..::. . . 
gi|330 APATPAAAGAEAGKATTEEQKLIEDINVGFKAAVAAAASVPAADK---FKTFEAAFTSSS 
          40        50        60        70        80           90   
 
                  70        80                                      
AAD-12 EATRA----LVHQRSARHSLVYS                                      
       .:. :    :: . .: .:..:                                       
gi|330 KAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPV 
            100       110       120       130       140       150   
 
>>gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Globin   (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.8  bits: 18.6 E():   45 
Smith-Waterman score: 43; 30.6% identity (55.6% similar) in 36 aa overlap (36-71:115-150) 
 
          10        20        30        40        50        60      
AAD-12 EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                     : :  :  . ..: ::  .::. :  .:   
gi|121 IGDLPNIDGDVTTFVASHTPRGVTHDQLNNFRAGFVSYMKAHTDFAGAEAAWGATLDAFF 
           90       100       110       120       130       140     
 
          70        80 
AAD-12 ALVHQRSARHSLVYS 
       ..:  .          
gi|121 GMVFAKM         
          150          
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 72.6  bits: 18.6 E():   46 
Smith-Waterman score: 43; 29.0% identity (67.7% similar) in 31 aa overlap (33-63:49-78) 
 
             10        20        30        40        50        60   
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|186 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVRLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
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             70        80                                           
AAD-12 ATRALVHQRSARHSLVYS                                           
       :                                                            
gi|186 AGLGYTYTTIGGDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEAT 
        80        90       100       110       120       130        
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.4  bits: 19.9 E():   47 
Smith-Waterman score: 48; 21.0% identity (56.5% similar) in 62 aa overlap (5-66:276-337) 
 
                                         10        20        30     
AAD-12                           QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :.:  .  ... ..  .: :.::  .  .. 
gi|158 KSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQLTNAASSYMTDYYIST 
         250       260       270       280       290       300      
 
           40        50        60        70        80               
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS               
       ::.:.       :.    . ..   .:.:..:                             
gi|158 VFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLKKPVSKDSPETYEEA 
         310       320       330       340       350       360      
 
gi|158 LKRFAKLLSNRKKLRANKASY 
         370       380       
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (27-46:31-50) 
 
                   10        20        30        40        50       
AAD-12     QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|261 MGVFNYEAETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 YDALDEATRALVHQRSARHSLVYS                                     
                                                                    
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (27-46:31-50) 
 
                   10        20        30        40        50       
AAD-12     QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVISAARLFKSYVLDGDKLIPKVAPQAITSVENVGGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 YDALDEATRALVHQRSARHSLVYS                                     
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSK 
               70        80        90       100       110       120 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (27-46:31-50) 
 
                   10        20        30        40        50       
AAD-12     QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|132 MGVFNYETETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 YDALDEATRALVHQRSARHSLVYS                                     
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gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.3  bits: 18.3 E():   54 
Smith-Waterman score: 42; 27.6% identity (58.6% similar) in 29 aa overlap (26-54:11-39) 
 
               10        20        30        40        50        60 
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
                                ..:. : : ::.   . :.  :  . ..:       
gi|126                MRSLLILVLCFLPLAALGKVFGRCELAAAMKRHGLDNYRGYSLGN 
                              10        20        30        40      
 
               70        80                                         
AAD-12 DEATRALVHQRSARHSLVYS                                         
                                                                    
gi|126 WVCAAKFESNFNTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSD 
          50        60        70        80        90       100      
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 71.0  bits: 19.8 E():   56 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (52-66:431-446) 
 
              30        40        50        60         70        80 
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYS 
                                     :..: :::.: ...::               
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA               
              410       420       430       440                     
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (27-46:30-49) 
 
                  10        20        30        40        50        
AAD-12    QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: : . ::            
gi|402 GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFAE 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 DALDEATRALVHQRSARHSLVYS                                      
                                                                    
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (27-46:30-49) 
 
                  10        20        30        40        50        
AAD-12    QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 DALDEATRALVHQRSARHSLVYS                                      
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (22-46:27-50) 
 
                    10        20        30        40        50      
AAD-12      QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
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          60        70        80                                    
AAD-12 AYDALDEATRALVHQRSARHSLVYS                                    
                                                                    
gi|212 GEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (27-46:30-49) 
 
                  10        20        30        40        50        
AAD-12    QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 DALDEATRALVHQRSARHSLVYS                                      
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (22-46:27-50) 
 
                    10        20        30        40        50      
AAD-12      QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
          60        70        80                                    
AAD-12 AYDALDEATRALVHQRSARHSLVYS                                    
                                                                    
gi|212 GEASKYKYSRHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (27-46:31-50) 
 
                   10        20        30        40        50       
AAD-12     QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 YDALDEATRALVHQRSARHSLVYS                                     
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (27-46:31-50) 
 
                   10        20        30        40        50       
AAD-12     QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 YDALDEATRALVHQRSARHSLVYS                                     
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (27-46:31-50) 
 
                   10        20        30        40        50       
AAD-12     QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 YDALDEATRALVHQRSARHSLVYS                                     
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (27-46:31-50) 
 
                   10        20        30        40        50       
AAD-12     QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 YDALDEATRALVHQRSARHSLVYS                                     
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (27-46:31-50) 
 
                   10        20        30        40        50       
AAD-12     QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 YDALDEATRALVHQRSARHSLVYS                                     
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (27-46:31-50) 
 
                   10        20        30        40        50       
AAD-12     QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 YDALDEATRALVHQRSARHSLVYS                                     
                                                                    
gi|400 EGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (27-46:31-50) 
 
                   10        20        30        40        50       
AAD-12     QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
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               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 YDALDEATRALVHQRSARHSLVYS                                     
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (27-46:31-50) 
 
                   10        20        30        40        50       
AAD-12     QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 YDALDEATRALVHQRSARHSLVYS                                     
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNK 
               70        80        90       100       110       120 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (27-46:31-50) 
 
                   10        20        30        40        50       
AAD-12     QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 YDALDEATRALVHQRSARHSLVYS                                     
                                                                    
gi|167 EGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (27-46:31-50) 
 
                   10        20        30        40        50       
AAD-12     QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 YDALDEATRALVHQRSARHSLVYS                                     
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (27-46:31-50) 
 
                   10        20        30        40        50       
AAD-12     QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVMPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 YDALDEATRALVHQRSARHSLVYS                                     
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
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>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (27-46:31-50) 
 
                   10        20        30        40        50       
AAD-12     QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 YDALDEATRALVHQRSARHSLVYS                                     
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (27-46:31-50) 
 
                   10        20        30        40        50       
AAD-12     QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 YDALDEATRALVHQRSARHSLVYS                                     
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (27-46:31-50) 
 
                   10        20        30        40        50       
AAD-12     QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 YDALDEATRALVHQRSARHSLVYS                                     
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (27-46:31-50) 
 
                   10        20        30        40        50       
AAD-12     QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 YDALDEATRALVHQRSARHSLVYS                                     
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (27-46:31-50) 
 
                   10        20        30        40        50       
AAD-12     QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
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                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 YDALDEATRALVHQRSARHSLVYS                                     
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (27-46:31-50) 
 
                   10        20        30        40        50       
AAD-12     QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 YDALDEATRALVHQRSARHSLVYS                                     
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 42; 40.0% identity (60.0% similar) in 25 aa overlap (22-46:27-50) 
 
                    10        20        30        40        50      
AAD-12      QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:   : ::: . . ::          
gi|534 MGVFNYEDEATSVIAPARLFKSFVLDADNL-IPKVAPENVSSAENIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
          60        70        80                                    
AAD-12 AYDALDEATRALVHQRSARHSLVYS                                    
                                                                    
gi|534 PEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITS 
      60        70        80        90       100       110          
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.4  bits: 18.3 E():   60 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (27-46:31-50) 
 
                   10        20        30        40        50       
AAD-12     QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 YDALDEATRALVHQRSARHSLVYS                                     
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 70.1  bits: 14.9 E():   62 
Smith-Waterman score: 29; 57.1% identity (71.4% similar) in 7 aa overlap (22-28:1-7) 
 
               10        20        30        40        50        60 
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
                            ::. : :                                 
gi|751                      ADAGYAPAAPGTQPKA                        
                                    10                              
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.8  bits: 18.0 E():   65 
Smith-Waterman score: 41; 34.6% identity (61.5% similar) in 26 aa overlap (24-49:5-30) 
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               10        20        30        40        50        60 
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
                              :.:  ...   ::   .: :::.. :            
gi|217                    MASKSNYNLLFTALLVFIFAAVAAVGNEDCTPWTSTLITPL 
                                  10        20        30        40  
 
               70        80                                         
AAD-12 DEATRALVHQRSARHSLVYS                                         
                                                                    
gi|217 PSCRNYVEEQACRIEMPGPPYLAKQECCEQLANIPQQCRCQALRYFMGPKSRPDQSGLME 
              50        60        70        80        90       100  
 
>>gi|4006963|emb|CAA07328.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.8  bits: 17.7 E():   65 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (28-46:32-50) 
 
                  10        20        30        40        50        
AAD-12    QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        60        70        80                                     
AAD-12 DALDEATRALVHQRSARHSLVYS                                     
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|4006947|emb|CAA07320.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.8  bits: 17.7 E():   65 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (28-46:32-50) 
 
                  10        20        30        40        50        
AAD-12    QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        60        70        80                                     
AAD-12 DALDEATRALVHQRSARHSLVYS                                     
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 69.7  bits: 19.5 E():   65 
Smith-Waterman score: 47; 21.0% identity (54.8% similar) in 62 aa overlap (20-79:272-333) 
 
                          10        20          30        40        
AAD-12            QHSPAEWDDMMKVIVGNMAWHADSTYMPV--MAQGAVFSAEVVPAVGGR 
                                     ...: .: :    .   .:.. .:   .:  
gi|558 ESIPFVHLGHRDSLEGDLLNRNNTFKPFAEYKSDYVYEPFPKSVWEQIFGTWLVKPGAGI 
             250       260       270       280       290       300  
 
        50        60        70        80                            
AAD-12 TCFADMRAAYDALDEATRALVHQRSARHSLVYS                            
         :  . :. .:  ::.  . :....  .. :                             
gi|558 MIFDPYGATISATPEAATPFPHRKGVLFNIQYVNYWFAPGAGAAPLSWSKEIYNYMEPYV 
             310       320       330       340       350       360  
 
gi|558 SKNPRQAYANYRDIDLGRNEVVNGVSTYSSGKVWGQKYFKGNFERLAITKGKVDPTDYFR 
             370       380       390       400       410       420  
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  39  Z-score: 69.7  bits: 17.5 E():   66 
Smith-Waterman score: 39; 26.2% identity (54.8% similar) in 42 aa overlap (4-43:18-56) 
 
                             10        20          30        40     
AAD-12               QHSPAEWDDMMKVIVGNMAWHADSTY--MPVMAQGAVFSAEVVPAV 
                        :.  ::..   .::. .  ..     :..  :: :  ..: :  
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gi|166 ATPTPTPKAAGSWCVPKPGVSDDQL---TGNINYACSQGIDCGPIQPGGACFEPNTVKAH 
               10        20           30        40        50        
 
           50        60        70        80         
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS         
                                                    
gi|166 AAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
        60        70        80        90       100  
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 69.5  bits: 14.1 E():   67 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (65-69:2-6) 
 
           40        50        60        70        80 
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
                                     : :::            
gi|463                              DRNLVHSATR        
                                            10        
 
>>gi|114326420|ref|NP_001041618.1| major allergen I poly  (88 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 69.3  bits: 17.2 E():   69 
Smith-Waterman score: 38; 31.8% identity (63.6% similar) in 22 aa overlap (23-44:3-24) 
 
               10        20        30        40        50        60 
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
                             :..  :  . .:. . :. :::                 
gi|114                     MLDAALPPCPTVAATADCEICPAVKRDVDLFLTGTPDEYV 
                                   10        20        30        40 
 
               70        80                             
AAD-12 DEATRALVHQRSARHSLVYS                             
                                                        
gi|114 EQVAQYKALPVVLENARILKNCVDAKMTEEDKENALSLLDKIYTSPLC 
               50        60        70        80         
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.1  bits: 18.5 E():   71 
Smith-Waterman score: 43; 30.0% identity (55.0% similar) in 20 aa overlap (14-33:1-20) 
 
               10        20        30        40        50        60 
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
                    : .:. :.  .   :.  ::                            
gi|142              IPANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNII 
                            10        20        30        40        
 
               70        80                                         
AAD-12 DEATRALVHQRSARHSLVYS                                         
                                                                    
gi|142 LSEQELLDCTYHLYDPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANAR 
        50        60        70        80        90       100        
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 69.0  bits: 14.6 E():   71 
Smith-Waterman score: 28; 40.0% identity (80.0% similar) in 10 aa overlap (33-42:4-13) 
 
             10        20        30        40        50        60   
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.:  :...:                     
gi|131                            GPVGGVVHAHMMPLL                   
                                          10                        
 
             70        80 
AAD-12 ATRALVHQRSARHSLVYS 
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.0  bits: 17.9 E():   71 
Smith-Waterman score: 41; 37.9% identity (62.1% similar) in 29 aa overlap (18-46:23-49) 
 
                    10        20        30        40        50      
AAD-12      QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .:  ::.  .:  : :.  :.:.: . ::          
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gi|604 MAVFTFDDQATSPVAPATLYNALAKDADNI-IP-KAVGSFQSVEIVEGNGGPGTIKKISF 
               10        20        30          40        50         
 
          60        70        80                                    
AAD-12 AYDALDEATRALVHQRSARHSLVYS                                    
                                                                    
gi|604 VEDGETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTI 
       60        70        80        90       100       110         
 
>>gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.8  bits: 17.9 E():   74 
Smith-Waterman score: 41; 32.0% identity (64.0% similar) in 25 aa overlap (22-46:27-50) 
 
                    10        20        30        40        50      
AAD-12      QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGDGGPGTIKKITF 
               10        20        30         40        50          
 
          60        70        80                                    
AAD-12 AYDALDEATRALVHQRSARHSLVYS                                    
                                                                    
gi|212 GEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.8  bits: 17.9 E():   74 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (27-46:30-49) 
 
                  10        20        30        40        50        
AAD-12    QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFPE 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 DALDEATRALVHQRSARHSLVYS                                      
                                                                    
gi|437 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISHKY 
               70        80        90       100       110       120 
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (27-46:31-50) 
 
                   10        20        30        40        50       
AAD-12     QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 YDALDEATRALVHQRSARHSLVYS                                     
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (27-46:31-50) 
 
                   10        20        30        40        50       
AAD-12     QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 YDALDEATRALVHQRSARHSLVYS                                     
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
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               70        80        90       100       110       120 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (27-46:31-50) 
 
                   10        20        30        40        50       
AAD-12     QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 YDALDEATRALVHQRSARHSLVYS                                     
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (27-46:31-50) 
 
                   10        20        30        40        50       
AAD-12     QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 YDALDEATRALVHQRSARHSLVYS                                     
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (27-46:31-50) 
 
                   10        20        30        40        50       
AAD-12     QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|154 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 YDALDEATRALVHQRSARHSLVYS                                     
                                                                    
gi|154 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (27-46:31-50) 
 
                   10        20        30        40        50       
AAD-12     QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 YDALDEATRALVHQRSARHSLVYS                                     
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (27-46:31-50) 
 
                   10        20        30        40        50       
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AAD-12     QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 YDALDEATRALVHQRSARHSLVYS                                     
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (27-46:31-50) 
 
                   10        20        30        40        50       
AAD-12     QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|125 MGVFNYETEATSVIPAARLFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 YDALDEATRALVHQRSARHSLVYS                                     
                                                                    
gi|125 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 44; 26.4% identity (60.4% similar) in 53 aa overlap (11-61:99-150) 
 
                                   10        20        30        40 
AAD-12                     QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     :.... .:: .  .  .:  ::   : : . 
gi|170 TGQFATHAGRIVGFVSEIVALMGNSANMPAMETLIKDMAANHKARGIP-KAQFNEFRASL 
       70        80        90       100       110        120        
 
               50          60        70        80 
AAD-12 VPAVGGRTCFAD-MRAAY-DALDEATRALVHQRSARHSLVYS 
       :  . ... . : . ::. ..::                    
gi|170 VSYLQSKVSWNDSLGAAWTQGLDNVFNMMFSYL          
       130       140       150       160          
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.6  bits: 17.4 E():   75 
Smith-Waterman score: 39; 53.8% identity (69.2% similar) in 13 aa overlap (51-63:72-84) 
 
               30        40        50        60        70        80 
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
                                     ::.::  ::  .:                  
gi|131 ELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDE 
              50        60        70        80        90       100  
 
gi|131 FGALVDKWGAKG 
             110    
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 41; 23.4% identity (55.8% similar) in 77 aa overlap (4-77:74-147) 
 
                                          10         20        30   
AAD-12                            QHSPAEWDDMMKVIVGN-MAWHADSTYMPVMAQ 
                                     :.  .: . .  :.  .:  .:::. : .. 
gi|215 YTLDENGVIQVTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETW--SSTYFXVGTD 
            50        60        70        80        90         100  
 
               40        50        60        70        80           
AAD-12 GAVFS--AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS           
         ..:  :  .    .:  .  . .   ..:.::.: :..  : ..:              
gi|215 YQTYSIVAGCLDNDYSRHLYW-IASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYC 
             110       120        130       140       150       160 
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gi|215 VQY 
           
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.1  bits: 17.7 E():   80 
Smith-Waterman score: 40; 35.3% identity (70.6% similar) in 17 aa overlap (32-48:30-46) 
 
              10        20        30        40        50        60  
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     :::. ...  :  ::..              
gi|476  DKGPGFVVTGRVYCDPCRAGFETNVSHNVQGATVAVDCRPFNGGESKLKAEATTDGLGW 
                10        20        30        40        50          
 
              70        80                                          
AAD-12 EATRALVHQRSARHSLVYS                                          
                                                                    
gi|476 YKIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQGIRYANPIAFF 
      60        70        80        90       100       110          
 
>>gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Serum a  (607 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 68.0  bits: 19.7 E():   81 
Smith-Waterman score: 48; 26.3% identity (78.9% similar) in 19 aa overlap (1-19:557-575) 
 
                                             10        20        30 
AAD-12                               QHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .:.:    ...:...::..            
gi|543 AETFTFHADICTLPEDEKQIKKQSALAELVKHKPKATKEQLKTVLGNFSAFVAKCCGRED 
        530       540       550       560       570       580       
 
               40        50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
                                                          
gi|543 KEACFAEEGPKLVASSQLALA                              
        590       600                                     
 
>>gi|15886861|emb|CAC85911.1| arginine kinase [Plodia in  (355 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 67.9  bits: 18.9 E():   82 
Smith-Waterman score: 45; 33.3% identity (61.1% similar) in 18 aa overlap (1-18:97-112) 
 
                                             10        20        30 
AAD-12                               QHSPAEWDDMMKVIVGNMAWHADSTYMPVM 
                                     .: : .: :.  .  ::.             
gi|158 YAPDAEAYVVFADLFDPIIEDYHNGFKKTDKHPPKNWGDVETL--GNLDPAGEFVVSTRV 
         70        80        90       100         110       120     
 
               40        50        60        70        80           
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS           
                                                                    
gi|158 RCGRSMEGYPFNPCLTEAQYKEMEEKVSSTLSGLEGELKGTFFPLTGMSKETQQQLIDDH 
          130       140       150       160       170       180     
 
>>gi|75139847|sp|Q7M1E8|Q7M1E8_9ROSA Pollen major allerg  (12 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 67.7  bits: 14.0 E():   84 
Smith-Waterman score: 26; 57.1% identity (71.4% similar) in 7 aa overlap (12-18:4-10) 
 
               10        20        30        40        50        60 
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
                  ::. : :                                           
gi|751         ATGKVVQGAMPP                                         
                       10                                           
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.6 E():   86 
Smith-Waterman score: 42; 30.3% identity (54.5% similar) in 66 aa overlap (6-66:3-65) 
 
                 10        20        30        40         50        
AAD-12 QHSPAEWD--DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR-TCFA--DMRA 
            ::   :  .:   . .:.: : .  :    .::.:.  : . ..   ::  :..: 
gi|121    DPEWHTLDAHEVEQVQATWKAVS-HDEVEILYTVFKAH--PDIMAKFPKFAGKDLEA 
                  10        20         30          40        50     
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          60        70        80                                    
AAD-12 AYDALDEATRALVHQRSARHSLVYS                                    
         :. : :..:                                                  
gi|121 IKDTADFAVHASRIIGFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRE 
           60        70        80        90       100       110     
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 67.5  bits: 19.4 E():   86 
Smith-Waterman score: 47; 34.0% identity (56.6% similar) in 53 aa overlap (13-64:310-352) 
 
                                 10        20         30        40  
AAD-12                   QHSPAEWDDMMKVIVGNMAWHADS-TYMPVMAQGAVFSAEVV 
                                     : .::   .::. .: :. :. :.       
gi|289 SVANMSLGGGKSKTLEDAVNAGVEAGLHFAVAAGND--NADACNYSPAAAEKAI------ 
     280       290       300       310         320       330        
 
              50        60        70        80                      
AAD-12 PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS                      
        .::. : .:: :: ..   : :                                      
gi|289 -TVGAST-LADERAYFSNYGECTDIFAPGLNILSTWIGSNYATNIISGTSMASPHIAGLL 
               340       350       360       370       380          
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 67.4  bits: 18.9 E():   87 
Smith-Waterman score: 45; 29.2% identity (56.2% similar) in 48 aa overlap (3-48:213-260) 
 
                                             10        20        30 
AAD-12                             QHSPAEW--DDMMKVIVGNMAWHADSTYMPVM 
                                     :  ::   . : ::  ...  . :: :    
gi|111 TGVLGVAPSVSLYAVKVLNSSGSGSYSGIVSGIEWATTNGMDVINMSLGGASGSTAMKQA 
            190       200       210       220       230       240   
 
               40        50        60        70        80           
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS           
       ...:  .. :: :..: .                                           
gi|111 VDNAYAKGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSNSNRASFSSVGAELEV 
            250       260       270       280       290       300   
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.6 E():   88 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (25-40:29-44) 
 
                   10        20        30        40        50       
AAD-12     QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|892 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 YDALDEATRALVHQRSARHSLVYS                                     
                                                                    
gi|892 GSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.6 E():   88 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (25-40:29-44) 
 
                   10        20        30        40        50       
AAD-12     QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|215 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAATGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 YDALDEATRALVHQRSARHSLVYS                                     
                                                                    
gi|215 GSPITTMTVRTDAVNKEALSYDSTVIDGDILLGFIESIETHMVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
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>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.6 E():   88 
Smith-Waterman score: 40; 43.8% identity (62.5% similar) in 16 aa overlap (25-40:29-44) 
 
                   10        20        30        40        50       
AAD-12     QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.:.                 
gi|134 MGVQTHVLELTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPD 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 YDALDEATRALVHQRSARHSLVYS                                     
                                                                    
gi|134 GGPITTMTLRIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIF 
               70        80        90       100       110       120 
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.1  bits: 18.4 E():   90 
Smith-Waterman score: 43; 47.6% identity (71.4% similar) in 21 aa overlap (29-49:8-24) 
 
               10        20        30        40        50        60 
AAD-12 QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
                                   .:. :::..: :   ::: .:            
gi|286                      MGSLANNIMVVGAVLAALV---VGG-SCGPPKVPPGPNI 
                                    10           20         30      
 
               70        80                                         
AAD-12 DEATRALVHQRSARHSLVYS                                         
                                                                    
gi|286 TTNYNGKWLTARATWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCG 
          40        50        60        70        80        90      
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.6 E():   91 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (28-46:31-49) 
 
                  10        20        30        40        50        
AAD-12    QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|159 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 DALDEATRALVHQRSARHSLVYS                                      
                                                                    
gi|159 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|4376222|emb|CAA04829.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.6 E():   91 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (28-46:31-49) 
 
                  10        20        30        40        50        
AAD-12    QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|437 GVFNYEIGATSVIPAARLFKAFILVGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 DALDEATRALVHQRSARHSLVYS                                      
                                                                    
gi|437 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
               70        80        90       100       110       120 
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.6 E():   91 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (28-46:31-49) 
 
                  10        20        30        40        50        
AAD-12    QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
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gi|437 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 DALDEATRALVHQRSARHSLVYS                                      
                                                                    
gi|437 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.6 E():   91 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (28-46:31-49) 
 
                  10        20        30        40        50        
AAD-12    QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|384 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENISGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 DALDEATRALVHQRSARHSLVYS                                      
                                                                    
gi|384 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|1321728|emb|CAA96547.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (28-46:32-50) 
 
                  10        20        30        40        50        
AAD-12    QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        60        70        80                                      
AAD-12 DALDEATRALVHQRSARHSLVYS                                      
                                                                    
gi|132 GFPFKYVKDRVDEVAHKNFKYSYSVIEGGPIGDTLEKISNEIKIVATPDGRSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (28-46:32-50) 
 
                  10        20        30        40        50        
AAD-12    QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        60        70        80                                      
AAD-12 DALDEATRALVHQRSARHSLVYS                                      
                                                                    
gi|116 GIPFKYVKGRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (28-46:32-50) 
 
                  10        20        30        40        50        
AAD-12    QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        60        70        80                                      
AAD-12 DALDEATRALVHQRSARHSLVYS                                      
                                                                    
gi|125 GFPFEYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
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              70        80        90       100       110       120  
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (28-46:32-50) 
 
                  10        20        30        40        50        
AAD-12    QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|114 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        60        70        80                                      
AAD-12 DALDEATRALVHQRSARHSLVYS                                      
                                                                    
gi|114 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (28-46:32-50) 
 
                  10        20        30        40        50        
AAD-12    QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        60        70        80                                      
AAD-12 DALDEATRALVHQRSARHSLVYS                                      
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (28-46:32-50) 
 
                  10        20        30        40        50        
AAD-12    QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        60        70        80                                      
AAD-12 DALDEATRALVHQRSARHSLVYS                                      
                                                                    
gi|132 GIPFKYVKDRVDEVDHANFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (28-46:32-50) 
 
                  10        20        30        40        50        
AAD-12    QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSLIPAARLFRAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        60        70        80                                      
AAD-12 DALDEATRALVHQRSARHSLVYS                                      
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (28-46:32-50) 
 
                  10        20        30        40        50        
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AAD-12    QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|256 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        60        70        80                                      
AAD-12 DALDEATRALVHQRSARHSLVYS                                      
                                                                    
gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006953|emb|CAA07323.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (28-46:32-50) 
 
                  10        20        30        40        50        
AAD-12    QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        60        70        80                                      
AAD-12 DALDEATRALVHQRSARHSLVYS                                      
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1513216|gb|AAC02632.1| cherry-allergen PRUA1 [Prunu  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 40; 32.0% identity (64.0% similar) in 25 aa overlap (22-46:27-50) 
 
                    10        20        30        40        50      
AAD-12      QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  .:.. . ::          
gi|151 MGVFTYESEFTSEIPPPRLFKAFVLDADNL-VPKIAPQAIKHSEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
          60        70        80                                    
AAD-12 AYDALDEATRALVHQRSARHSLVYS                                    
                                                                    
gi|151 GEGSQYGYVKHKIDSIDKENYSYSYTLIEGDALGDTLEKISYETKLVASPSGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (28-46:32-50) 
 
                  10        20        30        40        50        
AAD-12    QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKASILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        60        70        80                                      
AAD-12 DALDEATRALVHQRSARHSLVYS                                      
                                                                    
gi|132 GSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKF 
              70        80        90       100       110       120  
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (28-46:32-50) 
 
                  10        20        30        40        50        
AAD-12    QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        60        70        80                                      
AAD-12 DALDEATRALVHQRSARHSLVYS                                      
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gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (28-46:32-50) 
 
                  10        20        30        40        50        
AAD-12    QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        60        70        80                                      
AAD-12 DALDEATRALVHQRSARHSLVYS                                      
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (28-46:32-50) 
 
                  10        20        30        40        50        
AAD-12    QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        60        70        80                                      
AAD-12 DALDEATRALVHQRSARHSLVYS                                      
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (28-46:32-50) 
 
                  10        20        30        40        50        
AAD-12    QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        60        70        80                                      
AAD-12 DALDEATRALVHQRSARHSLVYS                                      
                                                                    
gi|459 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (27-46:31-50) 
 
                   10        20        30        40        50       
AAD-12     QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|730 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 YDALDEATRALVHQRSARHSLVYS                                     
                                                                    
gi|730 EGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (28-46:32-50) 
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                  10        20        30        40        50        
AAD-12    QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        60        70        80                                      
AAD-12 DALDEATRALVHQRSARHSLVYS                                      
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDILEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (28-46:32-50) 
 
                  10        20        30        40        50        
AAD-12    QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        60        70        80                                      
AAD-12 DALDEATRALVHQRSARHSLVYS                                      
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVTTPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (28-46:32-50) 
 
                  10        20        30        40        50        
AAD-12    QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        60        70        80                                      
AAD-12 DALDEATRALVHQRSARHSLVYS                                      
                                                                    
gi|125 GFPFKYVKDGVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (28-46:32-50) 
 
                  10        20        30        40        50        
AAD-12    QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|241 GVFNYETETTSVIPAARLFKAFFLDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        60        70        80                                      
AAD-12 DALDEATRALVHQRSARHSLVYS                                      
                                                                    
gi|241 GFPFRYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (28-46:32-50) 
 
                  10        20        30        40        50        
AAD-12    QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
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        60        70        80                                      
AAD-12 DALDEATRALVHQRSARHSLVYS                                      
                                                                    
gi|132 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (28-46:32-50) 
 
                  10        20        30        40        50        
AAD-12    QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYEIEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        60        70        80                                      
AAD-12 DALDEATRALVHQRSARHSLVYS                                      
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|82492265|gb|ABB78006.1| major allergen Pru p 1 [Pru  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 40; 32.0% identity (64.0% similar) in 25 aa overlap (22-46:27-50) 
 
                    10        20        30        40        50      
AAD-12      QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  .:.. . ::          
gi|824 MGVFTYESEFTSEIPPPRLFKAFVLDADNL-VPKIAPQAIKHSEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
          60        70        80                                    
AAD-12 AYDALDEATRALVHQRSARHSLVYS                                    
                                                                    
gi|824 GEGSQYGYVKHKIDSIDKENHSYSYTLIEGDALGDNLEKISYETKLVASPSGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (28-46:32-50) 
 
                  10        20        30        40        50        
AAD-12    QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPG 
              10        20        30        40        50        60  
 
        60        70        80                                      
AAD-12 DALDEATRALVHQRSARHSLVYS                                      
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (28-46:32-50) 
 
                  10        20        30        40        50        
AAD-12    QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        60        70        80                                      
AAD-12 DALDEATRALVHQRSARHSLVYS                                      
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGPILKISNKY 
              70        80        90       100       110       120  
 
>>gi|167472849|gb|ABZ81046.1| pollen allergen Que a 1 is  (160 aa) 
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 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 40; 30.0% identity (70.0% similar) in 20 aa overlap (27-46:31-50) 
 
                   10        20        30        40        50       
AAD-12     QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :. :.:.. . ::           
gi|167 MGVFTYESEDASVIPPARLFKAFVLDSDNLIPKVVPQALKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 YDALDEATRALVHQRSARHSLVYS                                     
                                                                    
gi|167 EGSHLKHAKHRIDVIDPENFTYSFSVIEGDALFDKLENVSTETKIVASPDGGSIVKSTSK 
               70        80        90       100       110       120 
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (28-46:32-50) 
 
                  10        20        30        40        50        
AAD-12    QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        60        70        80                                      
AAD-12 DALDEATRALVHQRSARHSLVYS                                      
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (28-46:32-50) 
 
                  10        20        30        40        50        
AAD-12    QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        60        70        80                                      
AAD-12 DALDEATRALVHQRSARHSLVYS                                      
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006957|emb|CAA07325.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (28-46:32-50) 
 
                  10        20        30        40        50        
AAD-12    QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKINFPE 
              10        20        30        40        50        60  
 
        60        70        80                                      
AAD-12 DALDEATRALVHQRSARHSLVYS                                      
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (28-46:32-50) 
 
                  10        20        30        40        50        
AAD-12    QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
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              10        20        30        40        50        60  
 
        60        70        80                                      
AAD-12 DALDEATRALVHQRSARHSLVYS                                      
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.9  bits: 17.1 E():   92 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (50-63:39-52) 
 
      20        30        40        50        60        70          
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|191 TLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
      80                                            
AAD-12 S                                            
                                                    
gi|191 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.9  bits: 17.1 E():   92 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (50-63:39-52) 
 
      20        30        40        50        60        70          
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|730 TLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
      80                                            
AAD-12 S                                            
                                                    
gi|730 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (27-46:31-50) 
 
                   10        20        30        40        50       
AAD-12     QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 YDALDEATRALVHQRSARHSLVYS                                     
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGFVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|18639|emb|CAA33217.1| glycinin subunit G3 [Glycine   (481 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.7  bits: 19.2 E():   95 
Smith-Waterman score: 46; 30.4% identity (56.5% similar) in 23 aa overlap (9-31:137-159) 
 
                                     10        20        30         
AAD-12                       QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     :.. : .:   :  ..   ::.:        
gi|186 CPSTFEEPQQKGQSSRPQDRHQKIYHFREGDLIAVPTGFAYWMYNNEDTPVVAVSLIDTN 
        110       120       130       140       150       160       
 
       40        50        60        70        80                   
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS                   
                                                                    
gi|186 SFQNQLDQMPRRFYLAGNQEQEFLQYQPQKQQGGTQSQKGKRQQEEENEGGSILSGFAPE 
        170       180       190       200       210       220       
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>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.7  bits: 19.2 E():   96 
Smith-Waterman score: 46; 30.4% identity (56.5% similar) in 23 aa overlap (9-31:137-159) 
 
                                     10        20        30         
AAD-12                       QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     :.. : .:   :  ..   ::.:        
gi|186 TYQEPQESQQRGRSQRPQDRHQKVHRFREGDLIAVPTGVAWWMYNNEDTPVVAVSIIDTN 
        110       120       130       140       150       160       
 
       40        50        60        70        80                   
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS                   
                                                                    
gi|186 SLENQLDQMPRRFYLAGNQEQEFLKYQQQQQGGSQSQKGKQQEEENEGSNILSGFAPEFL 
        170       180       190       200       210       220       
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.7  bits: 19.2 E():   96 
Smith-Waterman score: 46; 30.4% identity (56.5% similar) in 23 aa overlap (9-31:137-159) 
 
                                     10        20        30         
AAD-12                       QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     :.. : .:   :  ..   ::.:        
gi|186 TYQEPQESQQRGRSQRPQDRHQKVHRFREGDLIAVPTGVAWWMYNNEDTPVVAVSIIDTN 
        110       120       130       140       150       160       
 
       40        50        60        70        80                   
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS                   
                                                                    
gi|186 SLENQLDQMPRRFYLAGNQEQEFLKYQQQQQGGSQSQKGKQQEEENEGSNILSGFAPEFL 
        170       180       190       200       210       220       
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.5  bits: 17.6 E():   97 
Smith-Waterman score: 40; 23.4% identity (55.8% similar) in 77 aa overlap (4-77:76-149) 
 
                                          10         20        30   
AAD-12                            QHSPAEWDDMMKVIVGN-MAWHADSTYMPVMAQ 
                                     :.  .: . .  :.  .:  .:::. : .. 
gi|212 YTLDENGVIQVTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETW--SSTYFMVGTD 
          50        60        70        80        90         100    
 
               40        50        60        70        80           
AAD-12 GAVFS--AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS           
         ..:  :  .    .:  .  . .   ..:.::.: :..  : ..:              
gi|212 YQTYSIVAGCLDNDYSRHLYW-IASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYC 
           110       120        130       140       150       160   
 
gi|212 VQYKS 
             
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.3 E():   97 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (35-44:57-66) 
 
           10        20        30        40        50        60     
AAD-12 AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .::  .::::                     
gi|291 ATAGGSLLVPSGLILAGTVIALTLATPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAA 
         30        40        50        60        70        80       
 
           70        80                                       
AAD-12 RALVHQRSARHSLVYS                                       
                                                              
gi|291 VTVLSWIYRYVTGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVTGSQGS 
         90       100       110       120       130       140 
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.5  bits: 19.2 E():   98 
Smith-Waterman score: 46; 30.4% identity (56.5% similar) in 23 aa overlap (9-31:140-162) 
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                                     10        20        30         
AAD-12                       QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     :.. : .:   :  ..   ::.:        
gi|186 TFEEPQQPQQRGQSSRPQDRHQKIYNSREGDLIAVPTGVAWWMYNNEDTPVVAVSIIDTN 
     110       120       130       140       150       160          
 
       40        50        60        70        80                   
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS                   
                                                                    
gi|186 SLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEENEGGSILSGFTLEFL 
     170       180       190       200       210       220          
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.5  bits: 19.2 E():   98 
Smith-Waterman score: 46; 30.4% identity (56.5% similar) in 23 aa overlap (9-31:140-162) 
 
                                     10        20        30         
AAD-12                       QHSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     :.. : .:   :  ..   ::.:        
gi|186 TFEEPQQPQQRGQSSRPQDRHQKIYNFREGDLIAVPTGVAWWMYNNEDTPVVAVSIIDTN 
     110       120       130       140       150       160          
 
       40        50        60        70        80                   
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS                   
                                                                    
gi|186 SLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEENEGGSILSGFTLEFL 
     170       180       190       200       210       220          
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:44 2011 done: Fri Jan 21 00:02:45 2011 
 Total Scan time:  0.070 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 90  - 169 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     1     0:= 
  30     3     2:* 
  32     8     8:=* 
  34     5    22:==   * 
  36    29    44:========  * 
  38    36    73:=========         * 
  40    96   102:======================== * 
  42    69   125:==================             * 
  44   107   138:===========================       * 
  46   113   140:=============================     * 
  48   146   134:=================================*=== 
  50   193   122:==============================*================== 
  52   107   108:==========================* 
  54   116    92:======================*====== 
  56    58    77:===============    * 
  58    56    63:============== * 
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  60    52    51:============* 
  62    33    41:========= * 
  64    32    33:========* 
  66    51    26:======*====== 
  68    28    20:====*== 
  70    38    16:===*====== 
  72     9    12:==* 
  74    25    10:==*==== 
  76    16     8:=*== 
  78    19     6:=*=== 
  80    14     5:=*== 
  82     4     3:* 
  84     0     3:* 
  86     6     2:*= 
  88     7     2:*=         inset = represents 1 library sequences 
  90     4     1:* 
  92     1     1:*         :* 
  94     3     1:*         :*== 
  96     1     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     1     0:=         *= 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.69520.00279; mu= 1.2345 0.146 
 mean_var=32.4350 8.732, 0's: 2 Z-trim: 2  B-trim: 186 in 1/43 
 Lambda= 0.225199 
 Kolmogorov-Smirnov  statistic: 0.1245 (N=28) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   62 24.9    0.56 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   57 23.2     1.7 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   57 23.2       2 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   56 22.9     2.5 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   60 23.8       3 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   55 22.6       3 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   58 23.3     3.5 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   54 22.2     3.9 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   53 21.9     4.3 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   53 21.9     4.9 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   50 21.1       5 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.6     5.7 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   57 22.9       6 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   57 22.9       6 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 21.6       6 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   52 21.6       6 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   52 21.6       6 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   52 21.6     6.1 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   55 22.3       7 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   50 21.0     7.5 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   48 20.5     7.8 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 22.2     8.1 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 18.4     8.8 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 18.4     8.8 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   49 20.6      11 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   46 19.9      11 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   52 21.3      14 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   53 21.6      14 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   51 21.0      16 
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gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 19.7      17 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 20.0      18 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   45 19.5      18 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 20.0      18 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 20.0      18 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   47 20.0      19 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   47 20.0      19 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   47 20.0      19 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   47 20.0      19 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   47 20.0      19 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   47 20.0      19 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   47 20.0      19 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   47 20.0      19 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   47 20.0      19 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   47 20.0      19 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   47 20.0      19 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 20.0      19 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 20.0      19 
gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   48 20.2      21 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.7      21 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 20.7      21 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   51 20.9      22 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   51 20.9      22 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   51 20.9      22 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   51 20.9      22 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   51 20.9      22 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   51 20.9      22 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   44 19.1      23 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   46 19.6      23 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 19.6      23 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   46 19.6      23 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 19.6      23 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   46 19.6      23 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 19.6      23 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 19.6      23 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 16.8      27 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.8      27 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   45 19.3      29 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   45 19.3      29 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   45 19.3      29 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   45 19.3      29 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   45 19.3      29 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   45 19.3      29 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   45 19.3      29 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   45 19.3      29 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   45 19.3      30 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 20.6      30 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   44 19.0      30 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   43 18.8      32 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   43 18.8      33 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 20.5      33 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   49 20.3      34 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   42 18.5      34 
gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=M ( 216)   46 19.5      34 
gi|14422363|emb|CAC41635.1| plantain pollen major  ( 131)   43 18.7      35 
gi|14422359|emb|CAC41633.1| plantain pollen major  ( 131)   43 18.7      35 
gi|14422361|emb|CAC41634.1| plantain pollen major  ( 131)   43 18.7      35 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   49 20.2      36 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   44 19.0      36 
gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum  (  94)   41 18.2      36 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   44 19.0      36 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   44 19.0      36 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   44 19.0      36 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   44 19.0      36 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   49 20.2      37 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   49 20.2      37 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   49 20.2      37 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   44 19.0      37 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 20.2      37 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   47 19.7      38 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   47 19.7      38 
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gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   47 19.7      39 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   47 19.7      39 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.7      39 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   47 19.7      41 
gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Glo ( 151)   43 18.7      42 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   43 18.7      43 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   43 18.7      46 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   43 18.7      46 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   43 18.7      46 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   48 19.9      46 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   50 20.4      50 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   42 18.4      51 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   50 20.4      52 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 19.9      55 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 15.0      55 
gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allerge ( 159)   42 18.3      56 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.3      56 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   42 18.3      56 
gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allerge ( 159)   42 18.3      56 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   42 18.3      56 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   42 18.3      57 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.3      57 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   42 18.3      57 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.3      57 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.3      57 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 18.3      57 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 18.3      57 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 18.3      57 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.3      57 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   42 18.3      57 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   42 18.3      57 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.3      57 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   42 18.3      57 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.3      57 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.3      57 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   42 18.3      57 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.3      57 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   42 18.3      57 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   42 18.3      57 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 14.3      59 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   46 19.3      61 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   41 18.1      61 
gi|4006947|emb|CAA07320.1| pollen allergen Betv1,  ( 120)   40 17.8      62 
gi|4006963|emb|CAA07328.1| pollen allergen Betv1,  ( 120)   40 17.8      62 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   39 17.5      62 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   28 14.7      64 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   47 19.6      64 
gi|114326420|ref|NP_001041618.1| major allergen I  (  88)   38 17.3      65 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   41 18.0      68 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   43 18.5      68 
gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allerge ( 159)   41 18.0      70 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   41 18.0      70 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   41 18.0      71 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   41 18.0      71 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   41 18.0      71 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   41 18.0      71 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   41 18.0      71 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   41 18.0      71 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   41 18.0      71 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   41 18.0      71 
gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   41 18.0      71 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.5      71 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   41 18.0      72 
gi|75139847|sp|Q7M1E8|Q7M1E8_9ROSA Pollen major al (  12)   26 14.2      75 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   40 17.7      77 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   40 17.7      82 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   40 17.7      84 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   40 17.7      84 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   40 17.7      84 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   45 19.0      85 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   47 19.5      85 
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gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   43 18.4      87 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   40 17.7      87 
gi|4376222|emb|CAA04829.1| pollen allergen, Betv1  ( 159)   40 17.7      87 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   40 17.7      87 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   40 17.7      87 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   38 17.2      88 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   38 17.2      88 
gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula pl ( 160)   40 17.7      88 
gi|1321728|emb|CAA96547.1| major allergen Bet v 1  ( 160)   40 17.7      88 
gi|4006953|emb|CAA07323.1| pollen allergen Betv1,  ( 160)   40 17.7      88 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   40 17.7      88 
gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen be ( 160)   40 17.7      88 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   40 17.7      88 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   40 17.7      88 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   40 17.7      88 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   40 17.7      88 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   40 17.7      88 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   40 17.7      88 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   40 17.7      88 
gi|1513216|gb|AAC02632.1| cherry-allergen PRUA1 [P ( 160)   40 17.7      88 
gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=M ( 160)   40 17.7      88 
gi|82492265|gb|ABB78006.1| major allergen Pru p 1  ( 160)   40 17.7      88 
gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula pl ( 160)   40 17.7      88 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   40 17.7      88 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   40 17.7      88 
gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=M ( 160)   40 17.7      88 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   40 17.7      88 
gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 ( 160)   40 17.7      88 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   40 17.7      88 
gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Be ( 160)   40 17.7      88 
gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 ( 160)   40 17.7      88 
gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 ( 160)   40 17.7      88 
gi|167472849|gb|ABZ81046.1| pollen allergen Que a  ( 160)   40 17.7      88 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   40 17.7      88 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   40 17.7      88 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   40 17.7      88 
gi|4006957|emb|CAA07325.1| pollen allergen Betv1,  ( 160)   40 17.7      88 
gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 ( 161)   40 17.7      89 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   39 17.4      93 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   40 17.7      93 
gi|18639|emb|CAA33217.1| glycinin subunit G3 [Glyc ( 481)   46 19.2      93 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   46 19.2      94 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   46 19.2      94 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   46 19.2      97 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   46 19.2      97 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   28 14.6      97 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   39 17.4      97 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   39 17.4      97 
gi|320545|pir||A45786 major pollen allergen Bet v  (  51)   33 15.9      98 
gi|18536|emb|CAA35691.1| unnamed protein product [ ( 605)   47 19.4   1e 
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 107.0  bits: 24.9 E(): 0.56 
Smith-Waterman score: 62; 26.5% identity (59.2% similar) in 49 aa overlap (23-71:5-52) 
 
               10        20        30        40        50        60 
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                             :.  :..  ... :. .. :. :. :.: :    . :  
gi|189                   MASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPL- 
                                 10        20        30        40   
 
               70        80                                         
AAD-12 EATRALVHQRSARHSLVYSQ                                         
       :. :  : :..                                                  
gi|189 EGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDW 
              50        60        70        80        90       100  
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  50 init1:  50 opt:  57  Z-score: 98.1  bits: 23.2 E():  1.7 
Smith-Waterman score: 57; 24.5% identity (59.2% similar) in 49 aa overlap (23-71:5-52) 
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 2981



 

 

               10        20        30        40        50        60 
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                             :.  :..  ... :. .. .. :. :.: :    . :  
gi|439                   MASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPL- 
                                 10        20        30        40   
 
               70        80                                         
AAD-12 EATRALVHQRSARHSLVYSQ                                         
       :. :  : :..                                                  
gi|439 EGCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPD 
              50        60        70        80        90       100  
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 97.2  bits: 23.2 E():    2 
Smith-Waterman score: 57; 41.4% identity (69.0% similar) in 29 aa overlap (17-45:23-50) 
 
                     10        20        30        40        50     
AAD-12       HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: :::.: . ::          
gi|444 MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
           60        70        80                                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQ                                   
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 95.4  bits: 22.9 E():  2.5 
Smith-Waterman score: 56; 40.0% identity (68.0% similar) in 25 aa overlap (21-45:27-50) 
 
                     10        20        30        40        50     
AAD-12       HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. :::.. . ::          
gi|165 MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
           60        70        80                                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQ                                   
                                                                    
gi|165 GEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSILKNTS 
      60        70        80        90       100       110          
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  48 init1:  48 opt:  60  Z-score: 93.8  bits: 23.8 E():    3 
Smith-Waterman score: 60; 22.2% identity (61.9% similar) in 63 aa overlap (1-62:134-194) 
 
                                             10        20           
AAD-12                               HSPAEWDDMMKVIVGNMAWHAD-STYMPVM 
                                     : :: ::   : .. .. ...  ..      
gi|309 SKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQVKYQGGCGSGWAFS 
           110       120       130       140       150       160    
 
      30        40        50        60        70        80          
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ          
       : ::. .:... :.:  . ..... . : ..:.                            
gi|309 ATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGCYNGWHYQSFEWVLEHGGIATDDDY 
           170        180        190       200       210       220  
 
gi|309 PYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAILEQPISVSIDAKDFH 
             230       240       250       260       270       280  
 
>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 93.8  bits: 22.6 E():    3 
Smith-Waterman score: 55; 32.4% identity (58.8% similar) in 34 aa overlap (2-29:114-147) 
 
                                            10            20        
AAD-12                              HSPAEWDDMMKVIV----GNMAWHA--DSTY 
                                     :::. :.. : .:    :   : .  .:.. 
gi|250 EVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSW 
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            90       100       110       120       130       140    
 
          30        40        50        60        70        80 
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
        ::.                                                    
gi|250 APVLDFVFSTLKNEL                                         
           150                                                 
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 92.6  bits: 23.3 E():  3.5 
Smith-Waterman score: 58; 26.0% identity (56.0% similar) in 50 aa overlap (18-67:23-71) 
 
                    10        20        30        40        50      
AAD-12      HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                             .. ::. : :. :   .  : ..::.::    .: .   
gi|663 MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGKATTDEQKL 
               10        20        30        40         50          
 
          60        70        80                                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQ                                    
        . .. . .: :                                                 
gi|663 LEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILKLDTDYDVA 
      60        70        80        90       100       110          
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 91.9  bits: 22.2 E():  3.9 
Smith-Waterman score: 54; 37.9% identity (69.0% similar) in 29 aa overlap (17-45:23-50) 
 
                     10        20        30        40        50     
AAD-12       HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: .::.: . ::          
gi|444 MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
           60        70        80                                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQ                                   
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 91.1  bits: 21.9 E():  4.3 
Smith-Waterman score: 53; 24.5% identity (55.1% similar) in 49 aa overlap (23-71:5-52) 
 
               10        20        30        40        50        60 
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                             :.  :..   .. :. .. .. :  :.: :    . :  
gi|217                   MASKSSISPLLLATVLVSVFAAATATGPYCYAGMGLPINPL- 
                                 10        20        30        40   
 
               70        80                                         
AAD-12 EATRALVHQRSARHSLVYSQ                                         
       :. :  : :..                                                  
gi|217 EGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRRSDPN 
              50        60        70        80        90       100  
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  53  Z-score: 90.1  bits: 21.9 E():  4.9 
Smith-Waterman score: 53; 22.4% identity (55.2% similar) in 58 aa overlap (26-77:31-87) 
 
                    10        20        30        40             50 
AAD-12      HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICF- 
               10        20        30        40        50           
 
               60        70         80                              
AAD-12 DMRAAYDALDEATRALVHQR-SARHSLVYSQ                              
       :  . .. . . .. . .   : :.:..                                 
gi|132 DEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSIS 
      60        70        80        90       100       110          
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>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 89.9  bits: 21.1 E():    5 
Smith-Waterman score: 50; 39.1% identity (60.9% similar) in 23 aa overlap (1-23:37-56) 
 
                                             10        20        30 
AAD-12                               HSPAEWDDMMKVIVGNMAWHADSTYMPVMA 
                                     :.  ::. : :   ::. :.. :        
gi|126 VEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTKK--GNL-WEVKSAKPLTGP 
         10        20        30        40          50         60    
 
               40        50        60        70        80 
AAD-12 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                                          
gi|126 MNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN                 
            70        80        90                        
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 88.9  bits: 21.6 E():  5.7 
Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (56-79:29-52) 
 
          30        40        50        60        70        80      
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ      
                                     : : :::  : .  ..: .: .::       
gi|144   KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLS 
                 10        20        30        40        50         
 
gi|144 DSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAG 
       60        70        80        90       100       110         
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  48 init1:  48 opt:  57  Z-score: 88.5  bits: 22.9 E():    6 
Smith-Waterman score: 57; 22.2% identity (58.7% similar) in 63 aa overlap (1-62:134-194) 
 
                                             10        20           
AAD-12                               HSPAEWDDMMKVIVGNMAWHADSTY-MPVM 
                                     : :: ::   : .. .. ...          
gi|129 SKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQVKYQGGCGRGWAFS 
           110       120       130       140       150       160    
 
      30        40        50        60        70        80          
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ          
       : ::. .:... :.:  . ..... . : ..:.                            
gi|129 ATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGSYNGWQYQSFEWVLEHGGIATDDDY 
           170        180        190       200       210       220  
 
gi|129 PYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAILEQPISVSIDAKDFH 
             230       240       250       260       270       280  
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  48 init1:  48 opt:  57  Z-score: 88.5  bits: 22.9 E():    6 
Smith-Waterman score: 57; 22.2% identity (58.7% similar) in 63 aa overlap (1-62:134-194) 
 
                                             10        20           
AAD-12                               HSPAEWDDMMKVIVGNMAWHADSTY-MPVM 
                                     : :: ::   : .. .. ...          
gi|119 SKKYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQVKYQGGCGRGWAFS 
           110       120       130       140       150       160    
 
      30        40        50        60        70        80          
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ          
       : ::. .:... :.:  . ..... . : ..:.                            
gi|119 ATGAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGSYNGWQYQSFEWVLEHGGIATDDDY 
           170        180        190       200       210       220  
 
gi|119 PYRAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAILEQPISVSIDAKDFH 
             230       240       250       260       270       280  
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 88.4  bits: 21.6 E():    6 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (21-45:27-50) 
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                     10        20        30        40        50     
AAD-12       HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|602 MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
           60        70        80                                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQ                                   
                                                                    
gi|602 GEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 88.4  bits: 21.6 E():    6 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (21-45:27-50) 
 
                     10        20        30        40        50     
AAD-12       HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|131 MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
           60        70        80                                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQ                                   
                                                                    
gi|131 GEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 88.4  bits: 21.6 E():    6 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (21-45:27-50) 
 
                     10        20        30        40        50     
AAD-12       HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|279 MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
           60        70        80                                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQ                                   
                                                                    
gi|279 GEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 88.4  bits: 21.6 E():  6.1 
Smith-Waterman score: 52; 37.9% identity (69.0% similar) in 29 aa overlap (17-45:23-50) 
 
                     10        20        30        40        50     
AAD-12       HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: .::.: . ::          
gi|444 MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
           60        70        80                                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQ                                   
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 87.3  bits: 22.3 E():    7 
Smith-Waterman score: 55; 25.5% identity (55.3% similar) in 47 aa overlap (12-57:16-62) 
 
                   10         20        30        40        50      
AAD-12     HSPAEWDDMMKVIVGNMA-WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                      ...:  : . ::. : :. :   .  : .  :.::..   ...   
gi|441 MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLL 
               10        20        30        40        50        60 
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          60        70        80                                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQ                                    
        :                                                           
gi|441 EDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAY 
               70        80        90       100       110       120 
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 86.7  bits: 21.0 E():  7.5 
Smith-Waterman score: 50; 28.1% identity (59.4% similar) in 32 aa overlap (12-43:11-42) 
 
               10        20        30        40        50        60 
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                  ::.. .:: ...   :. : :    ..::  .                  
gi|249  MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQDIMPCLHFVKGEEKEPSKE 
                10        20        30        40        50          
 
               70        80                                         
AAD-12 EATRALVHQRSARHSLVYSQ                                         
                                                                    
gi|249 CCSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVAEVPKKCDIKTTLPPITADF 
      60        70        80        90       100       110          
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 86.5  bits: 20.5 E():  7.8 
Smith-Waterman score: 48; 33.3% identity (62.5% similar) in 24 aa overlap (1-24:37-57) 
 
                                             10        20        30 
AAD-12                               HSPAEWDDMMKVIVGNMAWHADSTYMPVMA 
                                     :.  ::. . :   ::. :.. :.       
gi|144 VEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK--GNL-WEVKSSKPLTGP 
         10        20        30        40          50         60    
 
               40        50        60        70        80 
AAD-12 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                                          
gi|144 FNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE                  
            70        80        90                        
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 86.1  bits: 22.2 E():  8.1 
Smith-Waterman score: 55; 30.6% identity (58.3% similar) in 36 aa overlap (4-39:155-190) 
 
                                          10        20        30    
AAD-12                            HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :   . ..::.:..  :: .     .  :: 
gi|249 QLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA 
          130       140       150       160       170       180     
 
            40        50        60        70        80              
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ              
       . .:::                                                       
gi|249 IPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTL 
          190       200       210       220       230       240     
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 85.5  bits: 18.4 E():  8.8 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (19-25:19-25) 
 
               10        20        30        40        50        60 
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                         :.::..:                                    
gi|320 YTTEGGKKVEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 85.5  bits: 18.4 E():  8.8 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (19-25:19-25) 
 
               10        20        30        40        50        60 
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                         :.::..:                                    
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gi|320 YTTEGGTKAEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 83.6  bits: 20.6 E():   11 
Smith-Waterman score: 49; 35.7% identity (52.4% similar) in 42 aa overlap (33-63:37-78) 
 
             10        20        30        40              50       
AAD-12 PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR------TCFADMRAAY 
                                     :. : :.: . ::       :   : ...: 
gi|145 EEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSY 
         10        20        30        40        50        60       
 
              60        70        80                                
AAD-12 -----DALDEATRALVHQRSARHSLVYSQ                                
            ::.::::                                                 
gi|145 VLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAP 
         70        80        90       100       110       120       
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 83.5  bits: 19.9 E():   11 
Smith-Waterman score: 46; 33.3% identity (59.3% similar) in 27 aa overlap (1-25:39-64) 
 
                                               10        20         
AAD-12                               HSPAE--WDDMMKVIVGNMAWHADSTYMPV 
                                     ..::.  :: .  : .   .: ::. :    
gi|323 GNICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKPYSWR 
       10        20        30        40         50        60        
 
       30        40        50        60        70        80 
AAD-12 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                                            
gi|323 YGWTAFCGPAGPRCLRTNAAVTVR                             
        70        80        90                              
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.0  bits: 21.3 E():   14 
Smith-Waterman score: 52; 20.8% identity (58.3% similar) in 48 aa overlap (23-70:72-119) 
 
                       10        20        30        40        50   
AAD-12         HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:...:   :: .  :..  .. :... 
gi|170 QSFSQQPPFSQQQQQPLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQ 
              50        60        70        80        90       100  
 
             60        70        80                                 
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQ                                 
       .      ..  . ::.:.                                           
gi|170 QQLVLPPQQQQQQLVQQQIPIVQPSVLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSS 
             110       120       130       140       150       160  
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 81.9  bits: 21.6 E():   14 
Smith-Waterman score: 53; 21.5% identity (55.4% similar) in 65 aa overlap (18-79:37-100) 
 
                            10        20        30        40        
AAD-12              HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|682 EAVLLGILLYIPIVLSDDRAPIPANSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQAK 
         10        20        30         40        50        60      
 
           50        60        70        80                         
AAD-12 CF---ADMRAAYDALDEATRALVHQRSARHSLVYSQ                         
        .   .:  . . ...:: ...  . . :  : .:                          
gi|682 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSFSPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
gi|682 NMPILVFGGTAAEYGTVDSATLIVESNYFSAVNLKIVNSAPRPDGKRVGAQAAALRISGD 
         130       140       150       160       170       180      
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
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 initn:  51 init1:  51 opt:  51  Z-score: 80.9  bits: 21.0 E():   16 
Smith-Waterman score: 51; 22.6% identity (64.5% similar) in 31 aa overlap (23-53:66-96) 
 
                       10        20        30        40        50   
AAD-12         HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:.. ::  :  .. :..  .. :... 
gi|219 QPLPPQQTFPQQPPFSQQQQQQPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQ 
          40        50        60        70        80        90      
 
             60        70        80                                 
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQ                                 
       .                                                            
gi|219 QQLILPPQQQQQLPQQQISIVQPSVLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSC 
         100       110       120       130       140       150      
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 80.5  bits: 19.7 E():   17 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (27-42:66-81) 
 
                   10        20        30        40        50       
AAD-12     HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
         60        70        80     
AAD-12 DALDEATRALVHQRSARHSLVYSQ     
                                    
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS 
         100       110       120    
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.1  bits: 20.0 E():   18 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (52-68:14-30) 
 
              30        40        50        60        70        80  
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ  
                                     .: :.: .:.  .. .:              
gi|219                  MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQ 
                                10        20        30        40    
 
gi|219 TFEENDLQQLIIEIDADGSGELEFDEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNG 
            50        60        70        80        90       100    
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 79.9  bits: 19.5 E():   18 
Smith-Waterman score: 45; 25.5% identity (58.8% similar) in 51 aa overlap (22-69:13-61) 
 
               10        20        30        40           50        
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV-PAVG--GRTCFADMRAAYD 
                            :..   : : :. :. ..    ::  :..  :: . ... 
gi|207          MSITDIVSEKDIDAALESVKAAGS-FNYKIFFQKVGLAGKSA-ADAKKVFE 
                        10        20         30        40           
 
        60        70        80                                      
AAD-12 ALDEATRALVHQRSARHSLVYSQ                                      
        ::.   ....:                                                 
gi|207 ILDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
      50        60        70        80        90       100          
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.8  bits: 20.0 E():   18 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (40-56:141-157) 
 
      10        20        30        40        50        60          
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
      70        80 
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AAD-12 RSARHSLVYSQ 
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.8  bits: 20.0 E():   18 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (40-56:141-157) 
 
      10        20        30        40        50        60          
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
      70        80 
AAD-12 RSARHSLVYSQ 
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.7  bits: 20.0 E():   19 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (21-45:27-50) 
 
                     10        20        30        40        50     
AAD-12       HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
           60        70        80                                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQ                                   
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.7  bits: 20.0 E():   19 
Smith-Waterman score: 47; 40.0% identity (68.0% similar) in 25 aa overlap (21-45:27-50) 
 
                     10        20        30        40        50     
AAD-12       HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :.:.. . ::          
gi|602 MGVFTYEFEFTSVIPPARLYNAFVLDADNL-IPKIAPQAVKSTEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
           60        70        80                                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQ                                   
                                                                    
gi|602 GEGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISH 
      60        70        80        90       100       110          
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.7  bits: 20.0 E():   19 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (21-45:27-50) 
 
                     10        20        30        40        50     
AAD-12       HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|886 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
           60        70        80                                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQ                                   
                                                                    
gi|886 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIKSISH 
      60        70        80        90       100       110          
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 79.7  bits: 20.0 E():   19 
Smith-Waterman score: 47; 23.7% identity (54.2% similar) in 59 aa overlap (21-68:27-84) 
 
                     10        20        30        40               
AAD-12       HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCF 
                                 ::.  .: .:  :.  ::.. . ::     .  : 
gi|304 MGLYTFENEFTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGNGGPGTIKKITF 
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               10        20        30         40        50          
 
      50              60        70        80                        
AAD-12 AD------MRAAYDALDEATRALVHQRSARHSLVYSQ                        
       ..      ..   :..:::. . ..                                    
gi|304 GEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.7  bits: 20.0 E():   19 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (21-45:27-50) 
 
                     10        20        30        40        50     
AAD-12       HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEYTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
           60        70        80                                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQ                                   
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.7  bits: 20.0 E():   19 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (21-45:27-50) 
 
                     10        20        30        40        50     
AAD-12       HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|165 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
           60        70        80                                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQ                                   
                                                                    
gi|165 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.7  bits: 20.0 E():   19 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (21-45:27-50) 
 
                     10        20        30        40        50     
AAD-12       HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|753 MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
           60        70        80                                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQ                                   
                                                                    
gi|753 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.7  bits: 20.0 E():   19 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (21-45:27-50) 
 
                     10        20        30        40        50     
AAD-12       HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
           60        70        80                                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQ                                   
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
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>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.7  bits: 20.0 E():   19 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (21-45:27-50) 
 
                     10        20        30        40        50     
AAD-12       HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
           60        70        80                                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQ                                   
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.7  bits: 20.0 E():   19 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (21-45:27-50) 
 
                     10        20        30        40        50     
AAD-12       HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
           60        70        80                                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQ                                   
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.7  bits: 20.0 E():   19 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (21-45:27-50) 
 
                     10        20        30        40        50     
AAD-12       HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|134 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
           60        70        80                                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQ                                   
                                                                    
gi|134 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.6  bits: 20.0 E():   19 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (40-56:144-160) 
 
      10        20        30        40        50        60          
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
      70        80 
AAD-12 RSARHSLVYSQ 
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.6  bits: 20.0 E():   19 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (40-56:144-160) 
 
      10        20        30        40        50        60          
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
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      70        80 
AAD-12 RSARHSLVYSQ 
 
>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.7  bits: 20.2 E():   21 
Smith-Waterman score: 48; 33.3% identity (59.3% similar) in 27 aa overlap (23-49:17-43) 
 
               10        20        30        40        50        60 
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                             :.:.:  .   ::..:  :  .: : .            
gi|510       MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLPVIRGKGGG 
                     10        20        30        40        50     
 
               70        80                                         
AAD-12 EATRALVHQRSARHSLVYSQ                                         
                                                                    
gi|510 IEFAKTETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHLCTPLSLNS 
           60        70        80        90       100       110     
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.7  bits: 19.7 E():   21 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (52-69:126-143) 
 
              30        40        50        60        70        80 
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     . ::..::: :..: ...            
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG        
         100       110       120       130       140               
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.5  bits: 20.7 E():   21 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (19-36:66-83) 
 
                           10        20        30        40         
AAD-12             HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
       50        60        70        80                             
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQ                             
                                                                    
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.1  bits: 20.9 E():   22 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (10-47:270-307) 
 
                                    10        20        30          
AAD-12                      HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|118 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
      40        50        60        70        80                    
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ                    
       .  : : :                                                     
gi|118 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.1  bits: 20.9 E():   22 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (10-47:270-307) 
 
                                    10        20        30          
AAD-12                      HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
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      40        50        60        70        80                    
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ                    
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.1  bits: 20.9 E():   22 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (10-47:270-307) 
 
                                    10        20        30          
AAD-12                      HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
      40        50        60        70        80                    
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ                    
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.1  bits: 20.9 E():   22 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (10-47:270-307) 
 
                                    10        20        30          
AAD-12                      HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|270 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
      40        50        60        70        80                    
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ                    
       .  : : :                                                     
gi|270 IQHVKGGTPKRPDRAIETYLFAMFDENQKQPEVEKHFGLFFPDKRPKYNLNFSAKKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.1  bits: 20.9 E():   22 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (10-47:270-307) 
 
                                    10        20        30          
AAD-12                      HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
      40        50        60        70        80                    
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ                    
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFATFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.1  bits: 20.9 E():   22 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (10-47:270-307) 
 
                                    10        20        30          
AAD-12                      HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|327 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
      40        50        60        70        80                    
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ                    
       .  : : :                                                     
gi|327 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
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>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 78.0  bits: 19.1 E():   23 
Smith-Waterman score: 44; 32.4% identity (56.8% similar) in 37 aa overlap (26-62:65-101) 
 
                    10        20        30        40        50      
AAD-12      HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .:  ..::. ::  . :.:: :  :   :  
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
          60        70        80 
AAD-12 YDALDEATRALVHQRSARHSLVYSQ 
        .  .:.                   
gi|117 EEEKEESDDDMGFGLFD         
          100       110          
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 77.9  bits: 19.6 E():   23 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (21-45:27-50) 
 
                     10        20        30        40        50     
AAD-12       HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
           60        70        80                                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQ                                   
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIKTTSK 
      60        70        80        90       100       110          
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.9  bits: 19.6 E():   23 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (24-45:29-50) 
 
                    10        20        30        40        50      
AAD-12      HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQ                                    
                                                                    
gi|400 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 77.9  bits: 19.6 E():   23 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (21-45:27-50) 
 
                     10        20        30        40        50     
AAD-12       HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|880 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
           60        70        80                                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQ                                   
                                                                    
gi|880 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVIKTTS 
      60        70        80        90       100       110          
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.9  bits: 19.6 E():   23 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (24-45:29-50) 
 
                    10        20        30        40        50      
AAD-12      HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
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gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQ                                    
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 77.9  bits: 19.6 E():   23 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (21-45:27-50) 
 
                     10        20        30        40        50     
AAD-12       HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
           60        70        80                                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQ                                   
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.9  bits: 19.6 E():   23 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (24-45:29-50) 
 
                    10        20        30        40        50      
AAD-12      HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQ                                    
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.9  bits: 19.6 E():   23 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (24-45:29-50) 
 
                    10        20        30        40        50      
AAD-12      HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQ                                    
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 76.7  bits: 16.8 E():   27 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (19-25:19-25) 
 
               10        20        30        40        50        60 
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                         :..:..:                                    
gi|320 YTTEGGTKAEAEDVIPEGWKVDTSYE                                   
               10        20                                         
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 76.6  bits: 19.8 E():   27 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (49-70:74-98) 
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       20        30        40        50           60        70      
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---DEATRALVHQRSARHS 
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
 
          80                                                        
AAD-12 LVYSQ                                                        
                                                                    
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.2  bits: 19.3 E():   29 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (21-45:27-50) 
 
                     10        20        30        40        50     
AAD-12       HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
           60        70        80                                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQ                                   
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 76.2  bits: 19.3 E():   29 
Smith-Waterman score: 45; 27.0% identity (64.9% similar) in 37 aa overlap (32-68:49-84) 
 
              10        20        30        40        50        60  
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|144 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
              70        80                                          
AAD-12 ATRALVHQRSARHSLVYSQ                                          
       :  : ..                                                      
gi|144 AGLAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEAT 
        80        90       100       110       120       130        
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.2  bits: 19.3 E():   29 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (21-45:27-50) 
 
                     10        20        30        40        50     
AAD-12       HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
           60        70        80                                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQ                                   
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.2  bits: 19.3 E():   29 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (21-45:27-50) 
 
                     10        20        30        40        50     
AAD-12       HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|425 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
           60        70        80                                   
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AAD-12 AYDALDEATRALVHQRSARHSLVYSQ                                   
                                                                    
gi|425 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.2  bits: 19.3 E():   29 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (21-45:27-50) 
 
                     10        20        30        40        50     
AAD-12       HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|753 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTTKKITF 
               10        20        30         40        50          
 
           60        70        80                                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQ                                   
                                                                    
gi|753 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.2  bits: 19.3 E():   29 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (21-45:27-50) 
 
                     10        20        30        40        50     
AAD-12       HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
           60        70        80                                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQ                                   
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (21-45:27-50) 
 
                     10        20        30        40        50     
AAD-12       HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|901 MGGYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
           60        70        80                                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQ                                   
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (21-45:27-50) 
 
                     10        20        30        40        50     
AAD-12       HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
           60        70        80                                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQ                                   
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 76.0  bits: 19.3 E():   30 
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Smith-Waterman score: 45; 32.6% identity (44.2% similar) in 43 aa overlap (3-34:52-90) 
 
                                           10                   20  
AAD-12                             HSPAEWDDMMKVIVGNMAW-----------HA 
                                     :  ::.. ::    .::           :. 
gi|148 HAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKVA---QAWAETRTPDCSLIHS 
              30        40        50        60           70         
 
              30        40        50        60        70        80  
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ  
       :      :::::.                                                
gi|148 DRCG-ENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQIVWANSERVGCGRAL 
       80         90       100       110       120       130        
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.8  bits: 20.6 E():   30 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (19-36:56-73) 
 
                           10        20        30        40         
AAD-12             HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
       50        60        70        80                             
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQ                             
                                                                    
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.8  bits: 19.0 E():   30 
Smith-Waterman score: 44; 16.0% identity (72.0% similar) in 25 aa overlap (9-33:12-36) 
 
                  10        20        30        40        50        
AAD-12    HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
                  .. .... ..: ....  :. : :.                         
gi|249 MRTVSARSSVALVVIVAAVLVWTSSASVAPAPAPGSEETCGTVVGALMPCLPFVQGKEKE 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 ALDEATRALVHQRSARHSLVYSQ                                      
                                                                    
gi|249 PSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDSKLPP 
               70        80        90       100       110       120 
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.5  bits: 18.8 E():   32 
Smith-Waterman score: 43; 26.0% identity (52.0% similar) in 50 aa overlap (28-77:30-79) 
 
                 10        20        30        40        50         
AAD-12   HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                                    .  .:.. :.:   .   : :   . :.    
gi|253 TGPYCYAGMGLPINPLEGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHC 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 LDEATRALVHQRSARHSLVYSQ                                       
         ::.: .. .::  .: :                                          
gi|253 RCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNAPYCLGLDI 
               70        80        90       100       110       120 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 75.1  bits: 18.8 E():   33 
Smith-Waterman score: 43; 23.5% identity (51.0% similar) in 51 aa overlap (15-65:25-74) 
 
                         10        20        30        40        50 
AAD-12           HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                               :  : . . ...   :::.  :: .:  . .   :  
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLP-FQ 
               10        20        30        40        50           
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               60        70        80                               
AAD-12 DMRAAYDALDEATRALVHQRSARHSLVYSQ                               
       ...   :..:    :                                              
gi|217 EIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRL 
      60        70        80        90       100       110          
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.1  bits: 20.5 E():   33 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (19-36:56-73) 
 
                           10        20        30        40         
AAD-12             HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
       50        60        70        80                             
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQ                             
                                                                    
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 74.9  bits: 20.3 E():   34 
Smith-Waterman score: 49; 20.3% identity (55.9% similar) in 59 aa overlap (18-73:37-94) 
 
                            10        20        30        40        
AAD-12              HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|269 EAVLLGILLYIPIVLSDDRAPIPSNSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQTK 
         10        20        30         40        50        60      
 
           50        60        70        80                         
AAD-12 CF---ADMRAAYDALDEATRALVHQRSARHSLVYSQ                         
        .   .:  . . ...:: ...  . . :                                
gi|269 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSLAPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.9  bits: 18.5 E():   34 
Smith-Waterman score: 42; 25.7% identity (60.0% similar) in 35 aa overlap (31-65:4-38) 
 
               10        20        30        40        50        60 
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     .:.. .:.:. :. :     : .: . :   
gi|777                            MAFKGVLNDADVTAALDGCKSAFDHKAFFKACG 
                                          10        20        30    
 
               70        80                                         
AAD-12 EATRALVHQRSARHSLVYSQ                                         
        :...                                                        
gi|777 LAAKSADDIKKAFAIIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAGDSDGD 
            40        50        60        70        80        90    
 
>>gi|14423650|sp|Q9U1G2.1|ALL7_LEPDS RecName: Full=Mite   (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.8  bits: 19.5 E():   34 
Smith-Waterman score: 46; 60.0% identity (80.0% similar) in 10 aa overlap (1-10:20-29) 
 
                                  10        20        30        40  
AAD-12                    HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                          :.:: .:: :                                
gi|144 MQYLAIAVIVALAGLSAAAHKPAYYDDNMANQMVDQIVKSLTTKKELDPFKIEQTKVPID 
               10        20        30        40        50        60 
 
>>gi|14422363|emb|CAC41635.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.6  bits: 18.7 E():   35 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (22-39:85-102) 
 
                        10        20        30        40        50  
AAD-12          HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
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                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSGRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
              60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     
gi|144 RHVKPLSFRAKTDAPGC             
          120       130              
 
>>gi|14422359|emb|CAC41633.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.6  bits: 18.7 E():   35 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (22-39:85-102) 
 
                        10        20        30        40        50  
AAD-12          HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETDQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
              60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     
gi|144 RHVKPLSFRAKTDAPGC             
          120       130              
 
>>gi|14422361|emb|CAC41634.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.6  bits: 18.7 E():   35 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (22-39:85-102) 
 
                        10        20        30        40        50  
AAD-12          HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
              60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     
gi|144 RHVKPLSFRAKTDAPGC             
          120       130              
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 74.4  bits: 20.2 E():   36 
Smith-Waterman score: 49; 33.3% identity (64.3% similar) in 42 aa overlap (17-55:244-284) 
 
                             10          20         30        40    
AAD-12               HSPAEWDDMMKVIVGNMAW--HADSTYMP-VMAQGAVFSAEVVPAV 
                                     :.:  ..... .: :. .  . :.: :  : 
gi|585 GYYAYPYCYNLTPNQPSAQCEATTMQENDKMSWLFESEDVLLPSVYLRWNLTSGERVGLV 
           220       230       240       250       260       270    
 
            50        60        70        80                        
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ                        
       :::.  : .: :                                                 
gi|585 GGRVKEA-LRIARQMTTSRKKVLPYYWYKYQDRRDTDLSRADLEATLRKITDLGADGFII 
           280        290       300       310       320       330   
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.4  bits: 19.0 E():   36 
Smith-Waterman score: 44; 36.4% identity (63.6% similar) in 22 aa overlap (24-45:28-49) 
 
                   10        20        30        40        50       
AAD-12     HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                  : .: .:  :. :.: . . ::            
gi|115 GVFNYETETTSVIPAARLFKAFILDGDTLFPQVAPQAISSVENISGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 DALDEATRALVHQRSARHSLVYSQ                                     
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gi|115 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum aest  (94 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 74.4  bits: 18.2 E():   36 
Smith-Waterman score: 41; 27.3% identity (48.5% similar) in 33 aa overlap (9-41:17-49) 
 
                       10        20        30        40        50   
AAD-12         HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                       :.:  .  . : :.    :  :  ::..   .:            
gi|668 IAVAVSADECEGDRRAMIKECAKYQQWPANPKLDPSDACCAVWQKANIPCLCAGVTKEKE 
               10        20        30        40        50        60 
 
             60        70        80       
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQ       
                                          
gi|668 KIYCMEKVAYVANFCKKPFPHGYKCGSYTFPPLA 
               70        80        90     
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.3  bits: 19.0 E():   36 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (26-45:31-50) 
 
                    10        20        30        40        50      
AAD-12      HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|132 MGVFNYETESTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQ                                    
                                                                    
gi|132 EGSPFKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.3  bits: 19.0 E():   36 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (26-45:31-50) 
 
                    10        20        30        40        50      
AAD-12      HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|584 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQ                                    
                                                                    
gi|584 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.3  bits: 19.0 E():   36 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (26-45:31-50) 
 
                    10        20        30        40        50      
AAD-12      HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQ                                    
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.3  bits: 19.0 E():   36 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (26-45:31-50) 
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                    10        20        30        40        50      
AAD-12      HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQ                                    
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.3  bits: 20.2 E():   37 
Smith-Waterman score: 49; 21.0% identity (56.5% similar) in 62 aa overlap (4-65:276-337) 
 
                                          10        20        30    
AAD-12                            HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :.:  .  ... ..  .: :.::  .  .. 
gi|169 KSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMTNAASSYMTDYYIST 
         250       260       270       280       290       300      
 
            40        50        60        70        80              
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ              
       ::.:.       :.    . ..   .:.:..:                             
gi|169 VFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLKKPVSKDSPETYEEA 
         310       320       330       340       350       360      
 
gi|169 LKRFAKLLSDRKKLRANKASY 
         370       380       
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.3  bits: 20.2 E():   37 
Smith-Waterman score: 49; 21.0% identity (56.5% similar) in 62 aa overlap (4-65:276-337) 
 
                                          10        20        30    
AAD-12                            HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :.:  .  ... ..  .: :.::  .  .. 
gi|215 KSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMTNAASSYMTDYYIST 
         250       260       270       280       290       300      
 
            40        50        60        70        80              
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ              
       ::.:.       :.    . ..   .:.:..:                             
gi|215 VFQARHSQNNYLRVQENALNGTTTEMDDASEANMELLVQVGETLLKKPVSKDSPETYEEA 
         310       320       330       340       350       360      
 
gi|215 LKRFAKLLSDRKKLRANKASH 
         370       380       
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.3  bits: 20.2 E():   37 
Smith-Waterman score: 49; 21.0% identity (56.5% similar) in 62 aa overlap (4-65:276-337) 
 
                                          10        20        30    
AAD-12                            HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :.:  .  ... ..  .: :.::  .  .. 
gi|215 KSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMTNAASSYMTDYYIST 
         250       260       270       280       290       300      
 
            40        50        60        70        80              
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ              
       ::.:.       :.    . ..   .:.:..:                             
gi|215 VFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLKKPVSKDSPETYEEA 
         310       320       330       340       350       360      
 
gi|215 LKRFAKLLSDRKKLRANKASH 
         370       380       
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.3  bits: 19.0 E():   37 
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Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (26-45:31-50) 
 
                    10        20        30        40        50      
AAD-12      HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQ                                    
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 74.2  bits: 20.2 E():   37 
Smith-Waterman score: 49; 40.0% identity (65.0% similar) in 20 aa overlap (16-35:332-348) 
 
                              10        20        30        40      
AAD-12                HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
                                     :  :.   .:: :. .::.:           
gi|113 ILSQGNRFLASDIKKEVVGRYGESAMSESINWNWR---SYMDVFENGAIFVPSGVDPVLT 
             310       320       330          340       350         
 
          50        60        70        80 
AAD-12 RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                           
gi|113 PEQNAGMIPAEPGEAVLRLTSSAGVLSCQPGAPC  
      360       370       380       390    
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 74.0  bits: 19.7 E():   38 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (4-61:116-175) 
 
                                          10        20          30  
AAD-12                            HSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|481 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
          90       100       110       120       130       140      
 
              40        50        60        70        80            
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ            
         .   ...  . .    :   ::    :.                               
gi|481 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
         150       160       170       180       190       200      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 74.0  bits: 19.7 E():   38 
Smith-Waterman score: 51; 32.7% identity (63.5% similar) in 52 aa overlap (31-78:52-100) 
 
               10        20        30        40        50        60 
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     ..:: .:  ::: : .  :  ..::. . . 
gi|168 APATPAAAGAEAGKATTEEQKLIEDINVGFKAAVAAAASVPA-GDK--FKTFEAAFTSSS 
              30        40        50        60           70         
 
                   70        80                                     
AAD-12 EATRA----LVHQRSARHSLVYSQ                                     
       .:. :    :: . .: .:..:                                       
gi|168 KAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPV 
       80        90       100       110       120       130         
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.9  bits: 19.7 E():   39 
Smith-Waterman score: 47; 36.0% identity (76.0% similar) in 25 aa overlap (52-76:106-130) 
 
              30        40        50        60        70        80  
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ  
                                     ...: . :.:::.:  ... ::. :      
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
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gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 73.9  bits: 19.7 E():   39 
Smith-Waterman score: 47; 30.8% identity (61.5% similar) in 52 aa overlap (31-78:55-103) 
 
               10        20        30        40        50        60 
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     ..:: .:  :::.     :  ..::. . . 
gi|285 APATPAAAGAAAGKATTEEQKLIEDINVGFKAAVAAAASVPAADK---FKTFEAAFTSSS 
           30        40        50        60           70        80  
 
                   70        80                                     
AAD-12 EATRA----LVHQRSARHSLVYSQ                                     
       .:. :    :: . .: .:..:                                       
gi|285 KAAAAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPV 
              90       100       110       120       130       140  
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 73.8  bits: 19.7 E():   39 
Smith-Waterman score: 47; 23.4% identity (45.3% similar) in 64 aa overlap (4-65:126-189) 
 
                                          10        20          30  
AAD-12                            HSPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|330 GLVPKLDAAYSVSYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
         100       110       120       130       140       150      
 
              40        50        60        70        80            
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ            
         .   ...  . .    :   ::    : . .:                           
gi|330 IPAGELQIIDKIDAAFKVAATAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAA 
         160       170       180       190       200       210      
 
gi|330 VKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAAS 
         220       230       240       250       260       270      
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 73.5  bits: 19.7 E():   41 
Smith-Waterman score: 48; 30.8% identity (61.5% similar) in 52 aa overlap (31-78:66-114) 
 
               10        20        30        40        50        60 
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     ..:: .:  :::.     :  ..::. . . 
gi|330 APATPAAAGAEAGKATTEEQKLIEDINVGFKAAVAAAASVPAADK---FKTFEAAFTSSS 
          40        50        60        70        80           90   
 
                   70        80                                     
AAD-12 EATRA----LVHQRSARHSLVYSQ                                     
       .:. :    :: . .: .:..:                                       
gi|330 KAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPV 
            100       110       120       130       140       150   
 
>>gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Globin   (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.2  bits: 18.7 E():   42 
Smith-Waterman score: 43; 30.6% identity (55.6% similar) in 36 aa overlap (35-70:115-150) 
 
           10        20        30        40        50        60     
AAD-12 EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                     : :  :  . ..: ::  .::. :  .:   
gi|121 IGDLPNIDGDVTTFVASHTPRGVTHDQLNNFRAGFVSYMKAHTDFAGAEAAWGATLDAFF 
           90       100       110       120       130       140     
 
           70        80 
AAD-12 ALVHQRSARHSLVYSQ 
       ..:  .           
gi|121 GMVFAKM          
          150           
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>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 43; 29.0% identity (67.7% similar) in 31 aa overlap (32-62:49-78) 
 
              10        20        30        40        50        60  
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|186 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVRLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
              70        80                                          
AAD-12 ATRALVHQRSARHSLVYSQ                                          
       :                                                            
gi|186 AGLGYTYTTIGGDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEAT 
        80        90       100       110       120       130        
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.6  bits: 18.7 E():   46 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (26-45:31-50) 
 
                    10        20        30        40        50      
AAD-12      HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|261 MGVFNYEAETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQ                                    
                                                                    
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.6  bits: 18.7 E():   46 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (26-45:31-50) 
 
                    10        20        30        40        50      
AAD-12      HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVISAARLFKSYVLDGDKLIPKVAPQAITSVENVGGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQ                                    
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSK 
               70        80        90       100       110       120 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.6  bits: 18.7 E():   46 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (26-45:31-50) 
 
                    10        20        30        40        50      
AAD-12      HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|132 MGVFNYETETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQ                                    
                                                                    
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.6  bits: 19.9 E():   46 
Smith-Waterman score: 48; 21.0% identity (56.5% similar) in 62 aa overlap (4-65:276-337) 
 
                                          10        20        30    
AAD-12                            HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :.:  .  ... ..  .: :.::  .  .. 
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gi|158 KSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQLTNAASSYMTDYYIST 
         250       260       270       280       290       300      
 
            40        50        60        70        80              
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ              
       ::.:.       :.    . ..   .:.:..:                             
gi|158 VFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLKKPVSKDSPETYEEA 
         310       320       330       340       350       360      
 
gi|158 LKRFAKLLSNRKKLRANKASY 
         370       380       
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  49 init1:  49 opt:  50  Z-score: 71.9  bits: 20.4 E():   50 
Smith-Waterman score: 50; 23.7% identity (60.5% similar) in 38 aa overlap (1-38:536-572) 
 
                                             10        20        30 
AAD-12                               HSPAEWDDMMKVIVGNMAWHADSTYMPVMA 
                                     :.:   :...:...:...  ...        
gi|331 ETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAENK 
         510       520       530       540       550       560      
 
               40        50        60        70        80 
AAD-12 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
       .:  :: :                                           
gi|331 EGC-FSEEGPKLVAAAQAALV                              
          570       580                                   
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.7  bits: 18.4 E():   51 
Smith-Waterman score: 42; 27.6% identity (58.6% similar) in 29 aa overlap (25-53:11-39) 
 
               10        20        30        40        50        60 
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                               ..:. : : ::.   . :.  :  . ..:        
gi|126               MRSLLILVLCFLPLAALGKVFGRCELAAAMKRHGLDNYRGYSLGNW 
                             10        20        30        40       
 
               70        80                                         
AAD-12 EATRALVHQRSARHSLVYSQ                                         
                                                                    
gi|126 VCAAKFESNFNTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDI 
         50        60        70        80        90       100       
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  49 init1:  49 opt:  50  Z-score: 71.5  bits: 20.4 E():   52 
Smith-Waterman score: 50; 23.7% identity (60.5% similar) in 38 aa overlap (1-38:559-595) 
 
                                             10        20        30 
AAD-12                               HSPAEWDDMMKVIVGNMAWHADSTYMPVMA 
                                     :.:   :...:...:...  ...        
gi|668 ETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAENK 
      530       540       550       560       570       580         
 
               40        50        60        70        80 
AAD-12 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
       .:  :: :                                           
gi|668 EGC-FSEEGPKLVAAAQAALV                              
      590        600                                      
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 71.1  bits: 19.9 E():   55 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (51-65:431-446) 
 
               30        40        50        60         70          
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYS 
                                     :..: :::.: ...::               
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA               
              410       420       430       440                     
 
      80 
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AAD-12 Q 
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 71.0  bits: 15.0 E():   55 
Smith-Waterman score: 29; 57.1% identity (71.4% similar) in 7 aa overlap (21-27:1-7) 
 
               10        20        30        40        50        60 
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                           ::. : :                                  
gi|751                     ADAGYAPAAPGTQPKA                         
                                   10                               
 
>>gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (21-45:27-50) 
 
                     10        20        30        40        50     
AAD-12       HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
           60        70        80                                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQ                                   
                                                                    
gi|212 GEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (26-45:30-49) 
 
                   10        20        30        40        50       
AAD-12     HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: : . ::            
gi|402 GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFAE 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 DALDEATRALVHQRSARHSLVYSQ                                     
                                                                    
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (26-45:30-49) 
 
                   10        20        30        40        50       
AAD-12     HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 DALDEATRALVHQRSARHSLVYSQ                                     
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (21-45:27-50) 
 
                     10        20        30        40        50     
AAD-12       HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
           60        70        80                                   
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AAD-12 AYDALDEATRALVHQRSARHSLVYSQ                                   
                                                                    
gi|212 GEASKYKYSRHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (26-45:30-49) 
 
                   10        20        30        40        50       
AAD-12     HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 DALDEATRALVHQRSARHSLVYSQ                                     
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (26-45:31-50) 
 
                    10        20        30        40        50      
AAD-12      HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQ                                    
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (26-45:31-50) 
 
                    10        20        30        40        50      
AAD-12      HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQ                                    
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (26-45:31-50) 
 
                    10        20        30        40        50      
AAD-12      HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQ                                    
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.8  bits: 18.3 E():   57 
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Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (26-45:31-50) 
 
                    10        20        30        40        50      
AAD-12      HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQ                                    
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (26-45:31-50) 
 
                    10        20        30        40        50      
AAD-12      HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQ                                    
                                                                    
gi|400 EGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (26-45:31-50) 
 
                    10        20        30        40        50      
AAD-12      HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQ                                    
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (26-45:31-50) 
 
                    10        20        30        40        50      
AAD-12      HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQ                                    
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (26-45:31-50) 
 
                    10        20        30        40        50      
AAD-12      HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
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          60        70        80                                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQ                                    
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNK 
               70        80        90       100       110       120 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (26-45:31-50) 
 
                    10        20        30        40        50      
AAD-12      HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQ                                    
                                                                    
gi|167 EGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (26-45:31-50) 
 
                    10        20        30        40        50      
AAD-12      HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQ                                    
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (26-45:31-50) 
 
                    10        20        30        40        50      
AAD-12      HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVMPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQ                                    
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (26-45:31-50) 
 
                    10        20        30        40        50      
AAD-12      HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQ                                    
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
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>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (26-45:31-50) 
 
                    10        20        30        40        50      
AAD-12      HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQ                                    
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (26-45:31-50) 
 
                    10        20        30        40        50      
AAD-12      HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQ                                    
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (26-45:31-50) 
 
                    10        20        30        40        50      
AAD-12      HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQ                                    
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (26-45:31-50) 
 
                    10        20        30        40        50      
AAD-12      HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQ                                    
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (26-45:31-50) 
 
                    10        20        30        40        50      
AAD-12      HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
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gi|116 MGVFNYESETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQ                                    
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 42; 40.0% identity (60.0% similar) in 25 aa overlap (21-45:27-50) 
 
                     10        20        30        40        50     
AAD-12       HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:   : ::: . . ::          
gi|534 MGVFNYEDEATSVIAPARLFKSFVLDADNL-IPKVAPENVSSAENIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
           60        70        80                                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQ                                   
                                                                    
gi|534 PEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITS 
      60        70        80        90       100       110          
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (26-45:31-50) 
 
                    10        20        30        40        50      
AAD-12      HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQ                                    
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 70.5  bits: 14.3 E():   59 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (64-68:2-6) 
 
            40        50        60        70        80 
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     : :::             
gi|463                              DRNLVHSATR         
                                            10         
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 70.3  bits: 19.3 E():   61 
Smith-Waterman score: 46; 24.2% identity (60.6% similar) in 33 aa overlap (1-32:238-270) 
 
                                             10         20          
AAD-12                               HSPAEWDDMMKV-IVGNMAWHADSTYMPVM 
                                     :.  :..  ..  :.::   . :. .. .  
gi|729 TPRVKMNMKYDRYAPVKVFKLDYDGIHFEKHTDIEYEPGVRYKIIGNGKLKDDGRHYSID 
       210       220       230       240       250       260        
 
      30        40        50        60        70        80          
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ          
       .::                                                          
gi|729 VQGIPRKAFNLDADLMDFKLKVSKPEDSNKAQFSYTFNEYTETEEYEFDPHRAYYVNWLS 
       270       280       290       300       310       320        
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.2  bits: 18.1 E():   61 
Smith-Waterman score: 41; 34.6% identity (61.5% similar) in 26 aa overlap (23-48:5-30) 
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               10        20        30        40        50        60 
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                             :.:  ...   ::   .: :::.. :             
gi|217                   MASKSNYNLLFTALLVFIFAAVAAVGNEDCTPWTSTLITPLP 
                                 10        20        30        40   
 
               70        80                                         
AAD-12 EATRALVHQRSARHSLVYSQ                                         
                                                                    
gi|217 SCRNYVEEQACRIEMPGPPYLAKQECCEQLANIPQQCRCQALRYFMGPKSRPDQSGLMEL 
             50        60        70        80        90       100   
 
>>gi|4006947|emb|CAA07320.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.2  bits: 17.8 E():   62 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (27-45:32-50) 
 
                   10        20        30        40        50       
AAD-12     HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         60        70        80                                    
AAD-12 DALDEATRALVHQRSARHSLVYSQ                                    
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|4006963|emb|CAA07328.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.2  bits: 17.8 E():   62 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (27-45:32-50) 
 
                   10        20        30        40        50       
AAD-12     HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         60        70        80                                    
AAD-12 DALDEATRALVHQRSARHSLVYSQ                                    
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  39  Z-score: 70.2  bits: 17.5 E():   62 
Smith-Waterman score: 39; 26.2% identity (54.8% similar) in 42 aa overlap (3-42:18-56) 
 
                              10        20          30        40    
AAD-12                HSPAEWDDMMKVIVGNMAWHADSTY--MPVMAQGAVFSAEVVPAV 
                        :.  ::..   .::. .  ..     :..  :: :  ..: :  
gi|166 ATPTPTPKAAGSWCVPKPGVSDDQL---TGNINYACSQGIDCGPIQPGGACFEPNTVKAH 
               10        20           30        40        50        
 
            50        60        70        80        
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ        
                                                    
gi|166 AAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
        60        70        80        90       100  
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 69.9  bits: 14.7 E():   64 
Smith-Waterman score: 28; 40.0% identity (80.0% similar) in 10 aa overlap (32-41:4-13) 
 
              10        20        30        40        50        60  
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.:  :...:                     
gi|131                            GPVGGVVHAHMMPLL                   
                                          10                        
 
              70        80 
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AAD-12 ATRALVHQRSARHSLVYSQ 
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 69.9  bits: 19.6 E():   64 
Smith-Waterman score: 47; 21.0% identity (54.8% similar) in 62 aa overlap (19-78:272-333) 
 
                           10        20          30        40       
AAD-12             HSPAEWDDMMKVIVGNMAWHADSTYMPV--MAQGAVFSAEVVPAVGGR 
                                     ...: .: :    .   .:.. .:   .:  
gi|558 ESIPFVHLGHRDSLEGDLLNRNNTFKPFAEYKSDYVYEPFPKSVWEQIFGTWLVKPGAGI 
             250       260       270       280       290       300  
 
         50        60        70        80                           
AAD-12 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQ                           
         :  . :. .:  ::.  . :....  .. :                             
gi|558 MIFDPYGATISATPEAATPFPHRKGVLFNIQYVNYWFAPGAGAAPLSWSKEIYNYMEPYV 
             310       320       330       340       350       360  
 
gi|558 SKNPRQAYANYRDIDLGRNEVVNGVSTYSSGKVWGQKYFKGNFERLAITKGKVDPTDYFR 
             370       380       390       400       410       420  
 
>>gi|114326420|ref|NP_001041618.1| major allergen I poly  (88 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 69.8  bits: 17.3 E():   65 
Smith-Waterman score: 38; 31.8% identity (63.6% similar) in 22 aa overlap (22-43:3-24) 
 
               10        20        30        40        50        60 
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                            :..  :  . .:. . :. :::                  
gi|114                    MLDAALPPCPTVAATADCEICPAVKRDVDLFLTGTPDEYVE 
                                  10        20        30        40  
 
               70        80                            
AAD-12 EATRALVHQRSARHSLVYSQ                            
                                                       
gi|114 QVAQYKALPVVLENARILKNCVDAKMTEEDKENALSLLDKIYTSPLC 
              50        60        70        80         
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.4  bits: 18.0 E():   68 
Smith-Waterman score: 41; 37.9% identity (62.1% similar) in 29 aa overlap (17-45:23-49) 
 
                     10        20        30        40        50     
AAD-12       HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .:  ::.  .:  : :.  :.:.: . ::          
gi|604 MAVFTFDDQATSPVAPATLYNALAKDADNI-IP-KAVGSFQSVEIVEGNGGPGTIKKISF 
               10        20        30          40        50         
 
           60        70        80                                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQ                                   
                                                                    
gi|604 VEDGETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTI 
       60        70        80        90       100       110         
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.4  bits: 18.5 E():   68 
Smith-Waterman score: 43; 30.0% identity (55.0% similar) in 20 aa overlap (13-32:1-20) 
 
               10        20        30        40        50        60 
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                   : .:. :.  .   :.  ::                             
gi|142             IPANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIIL 
                           10        20        30        40         
 
               70        80                                         
AAD-12 EATRALVHQRSARHSLVYSQ                                         
                                                                    
gi|142 SEQELLDCTYHLYDPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARG 
       50        60        70        80        90       100         
 
>>gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.1  bits: 18.0 E():   70 
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Smith-Waterman score: 41; 32.0% identity (64.0% similar) in 25 aa overlap (21-45:27-50) 
 
                     10        20        30        40        50     
AAD-12       HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGDGGPGTIKKITF 
               10        20        30         40        50          
 
           60        70        80                                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQ                                   
                                                                    
gi|212 GEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (26-45:30-49) 
 
                   10        20        30        40        50       
AAD-12     HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFPE 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 DALDEATRALVHQRSARHSLVYSQ                                     
                                                                    
gi|437 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISHKY 
               70        80        90       100       110       120 
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (26-45:31-50) 
 
                    10        20        30        40        50      
AAD-12      HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQ                                    
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (26-45:31-50) 
 
                    10        20        30        40        50      
AAD-12      HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQ                                    
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (26-45:31-50) 
 
                    10        20        30        40        50      
AAD-12      HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
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          60        70        80                                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQ                                    
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (26-45:31-50) 
 
                    10        20        30        40        50      
AAD-12      HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQ                                    
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (26-45:31-50) 
 
                    10        20        30        40        50      
AAD-12      HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|154 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQ                                    
                                                                    
gi|154 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (26-45:31-50) 
 
                    10        20        30        40        50      
AAD-12      HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQ                                    
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (26-45:31-50) 
 
                    10        20        30        40        50      
AAD-12      HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQ                                    
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 3016



 

 

>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (26-45:31-50) 
 
                    10        20        30        40        50      
AAD-12      HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|125 MGVFNYETEATSVIPAARLFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQ                                    
                                                                    
gi|125 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 44; 26.4% identity (60.4% similar) in 53 aa overlap (10-60:99-150) 
 
                                    10        20        30          
AAD-12                      HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     :.... .:: .  .  .:  ::   : : . 
gi|170 TGQFATHAGRIVGFVSEIVALMGNSANMPAMETLIKDMAANHKARGIP-KAQFNEFRASL 
       70        80        90       100       110        120        
 
      40        50          60        70        80 
AAD-12 VPAVGGRTCFAD-MRAAY-DALDEATRALVHQRSARHSLVYSQ 
       :  . ... . : . ::. ..::                     
gi|170 VSYLQSKVSWNDSLGAAWTQGLDNVFNMMFSYL           
       130       140       150       160           
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.0  bits: 17.5 E():   71 
Smith-Waterman score: 39; 53.8% identity (69.2% similar) in 13 aa overlap (50-62:72-84) 
 
      20        30        40        50        60        70          
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
                                     ::.::  ::  .:                  
gi|131 ELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDE 
              50        60        70        80        90       100  
 
      80            
AAD-12 Q            
                    
gi|131 FGALVDKWGAKG 
             110    
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 41; 23.4% identity (55.8% similar) in 77 aa overlap (3-76:74-147) 
 
                                           10         20        30  
AAD-12                             HSPAEWDDMMKVIVGN-MAWHADSTYMPVMAQ 
                                     :.  .: . .  :.  .:  .:::. : .. 
gi|215 YTLDENGVIQVTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETW--SSTYFXVGTD 
            50        60        70        80        90         100  
 
                40        50        60        70        80          
AAD-12 GAVFS--AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ          
         ..:  :  .    .:  .  . .   ..:.::.: :..  : ..:              
gi|215 YQTYSIVAGCLDNDYSRHLYW-IASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYC 
             110       120        130       140       150       160 
 
gi|215 VQY 
           
 
>>gi|75139847|sp|Q7M1E8|Q7M1E8_9ROSA Pollen major allerg  (12 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 68.6  bits: 14.2 E():   75 
Smith-Waterman score: 26; 57.1% identity (71.4% similar) in 7 aa overlap (11-17:4-10) 
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 3017



 

 

               10        20        30        40        50        60 
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                 ::. : :                                            
gi|751        ATGKVVQGAMPP                                          
                      10                                            
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 17.7 E():   77 
Smith-Waterman score: 40; 35.3% identity (70.6% similar) in 17 aa overlap (31-47:30-46) 
 
               10        20        30        40        50        60 
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     :::. ...  :  ::..              
gi|476  DKGPGFVVTGRVYCDPCRAGFETNVSHNVQGATVAVDCRPFNGGESKLKAEATTDGLGW 
                10        20        30        40        50          
 
               70        80                                         
AAD-12 EATRALVHQRSARHSLVYSQ                                         
                                                                    
gi|476 YKIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQGIRYANPIAFF 
      60        70        80        90       100       110          
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.7 E():   82 
Smith-Waterman score: 42; 30.3% identity (54.5% similar) in 66 aa overlap (5-65:3-65) 
 
                 10        20        30        40         50        
AAD-12 HSPAEWD--DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR-TCFA--DMRAA 
           ::   :  .:   . .:.: : .  :    .::.:.  : . ..   ::  :..:  
gi|121   DPEWHTLDAHEVEQVQATWKAVS-HDEVEILYTVFKAH--PDIMAKFPKFAGKDLEAI 
                 10        20         30          40        50      
 
          60        70        80                                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQ                                    
        :. : :..:                                                   
gi|121 KDTADFAVHASRIIGFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRET 
          60        70        80        90       100       110      
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 17.7 E():   84 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (24-39:29-44) 
 
                    10        20        30        40        50      
AAD-12      HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|215 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAATGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQ                                    
                                                                    
gi|215 GSPITTMTVRTDAVNKEALSYDSTVIDGDILLGFIESIETHMVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 17.7 E():   84 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (24-39:29-44) 
 
                    10        20        30        40        50      
AAD-12      HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|892 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQ                                    
                                                                    
gi|892 GSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
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 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 17.7 E():   84 
Smith-Waterman score: 40; 43.8% identity (62.5% similar) in 16 aa overlap (24-39:29-44) 
 
                    10        20        30        40        50      
AAD-12      HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.:.                 
gi|134 MGVQTHVLELTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPD 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQ                                    
                                                                    
gi|134 GGPITTMTLRIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIF 
               70        80        90       100       110       120 
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 67.6  bits: 19.0 E():   85 
Smith-Waterman score: 45; 29.2% identity (56.2% similar) in 48 aa overlap (2-47:213-260) 
 
                                              10        20          
AAD-12                              HSPAEW--DDMMKVIVGNMAWHADSTYMPVM 
                                     :  ::   . : ::  ...  . :: :    
gi|111 TGVLGVAPSVSLYAVKVLNSSGSGSYSGIVSGIEWATTNGMDVINMSLGGASGSTAMKQA 
            190       200       210       220       230       240   
 
      30        40        50        60        70        80          
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ          
       ...:  .. :: :..: .                                           
gi|111 VDNAYAKGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSNSNRASFSSVGAELEV 
            250       260       270       280       290       300   
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 67.6  bits: 19.5 E():   85 
Smith-Waterman score: 47; 34.0% identity (56.6% similar) in 53 aa overlap (12-63:310-352) 
 
                                  10        20         30        40 
AAD-12                    HSPAEWDDMMKVIVGNMAWHADS-TYMPVMAQGAVFSAEVV 
                                     : .::   .::. .: :. :. :.       
gi|289 SVANMSLGGGKSKTLEDAVNAGVEAGLHFAVAAGND--NADACNYSPAAAEKAI------ 
     280       290       300       310         320       330        
 
               50        60        70        80                     
AAD-12 PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ                     
        .::. : .:: :: ..   : :                                      
gi|289 -TVGAST-LADERAYFSNYGECTDIFAPGLNILSTWIGSNYATNIISGTSMASPHIAGLL 
               340       350       360       370       380          
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.4  bits: 18.4 E():   87 
Smith-Waterman score: 43; 47.6% identity (71.4% similar) in 21 aa overlap (28-48:8-24) 
 
               10        20        30        40        50        60 
AAD-12 HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                  .:. :::..: :   ::: .:             
gi|286                     MGSLANNIMVVGAVLAALV---VGG-SCGPPKVPPGPNIT 
                                   10           20         30       
 
               70        80                                         
AAD-12 EATRALVHQRSARHSLVYSQ                                         
                                                                    
gi|286 TNYNGKWLTARATWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGS 
         40        50        60        70        80        90       
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (27-45:31-49) 
 
                   10        20        30        40        50       
AAD-12     HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|159 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
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               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 DALDEATRALVHQRSARHSLVYSQ                                     
                                                                    
gi|159 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|4376222|emb|CAA04829.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (27-45:31-49) 
 
                   10        20        30        40        50       
AAD-12     HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|437 GVFNYEIGATSVIPAARLFKAFILVGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 DALDEATRALVHQRSARHSLVYSQ                                     
                                                                    
gi|437 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
               70        80        90       100       110       120 
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (27-45:31-49) 
 
                   10        20        30        40        50       
AAD-12     HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|437 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 DALDEATRALVHQRSARHSLVYSQ                                     
                                                                    
gi|437 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (27-45:31-49) 
 
                   10        20        30        40        50       
AAD-12     HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|384 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENISGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 DALDEATRALVHQRSARHSLVYSQ                                     
                                                                    
gi|384 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.4  bits: 17.2 E():   88 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (49-62:39-52) 
 
       20        30        40        50        60        70         
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|191 TLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
       80                                           
AAD-12 SQ                                           
                                                    
gi|191 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
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>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.4  bits: 17.2 E():   88 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (49-62:39-52) 
 
       20        30        40        50        60        70         
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|730 TLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
       80                                           
AAD-12 SQ                                           
                                                    
gi|730 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (27-45:32-50) 
 
                   10        20        30        40        50       
AAD-12     HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         60        70        80                                     
AAD-12 DALDEATRALVHQRSARHSLVYSQ                                     
                                                                    
gi|125 GFPFEYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321728|emb|CAA96547.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (27-45:32-50) 
 
                   10        20        30        40        50       
AAD-12     HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         60        70        80                                     
AAD-12 DALDEATRALVHQRSARHSLVYSQ                                     
                                                                    
gi|132 GFPFKYVKDRVDEVAHKNFKYSYSVIEGGPIGDTLEKISNEIKIVATPDGRSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006953|emb|CAA07323.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (27-45:32-50) 
 
                   10        20        30        40        50       
AAD-12     HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         60        70        80                                     
AAD-12 DALDEATRALVHQRSARHSLVYSQ                                     
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (27-45:32-50) 
 
                   10        20        30        40        50       
AAD-12     HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
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                                     : .:  :. :.: . . ::            
gi|459 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         60        70        80                                     
AAD-12 DALDEATRALVHQRSARHSLVYSQ                                     
                                                                    
gi|459 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (27-45:32-50) 
 
                   10        20        30        40        50       
AAD-12     HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         60        70        80                                     
AAD-12 DALDEATRALVHQRSARHSLVYSQ                                     
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (27-45:32-50) 
 
                   10        20        30        40        50       
AAD-12     HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         60        70        80                                     
AAD-12 DALDEATRALVHQRSARHSLVYSQ                                     
                                                                    
gi|132 GIPFKYVKDRVDEVDHANFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (27-45:32-50) 
 
                   10        20        30        40        50       
AAD-12     HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|114 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         60        70        80                                     
AAD-12 DALDEATRALVHQRSARHSLVYSQ                                     
                                                                    
gi|114 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (27-45:32-50) 
 
                   10        20        30        40        50       
AAD-12     HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|256 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         60        70        80                                     
AAD-12 DALDEATRALVHQRSARHSLVYSQ                                     
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gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (26-45:31-50) 
 
                    10        20        30        40        50      
AAD-12      HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|730 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQ                                    
                                                                    
gi|730 EGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (27-45:32-50) 
 
                   10        20        30        40        50       
AAD-12     HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         60        70        80                                     
AAD-12 DALDEATRALVHQRSARHSLVYSQ                                     
                                                                    
gi|116 GIPFKYVKGRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (27-45:32-50) 
 
                   10        20        30        40        50       
AAD-12     HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSLIPAARLFRAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         60        70        80                                     
AAD-12 DALDEATRALVHQRSARHSLVYSQ                                     
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (27-45:32-50) 
 
                   10        20        30        40        50       
AAD-12     HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         60        70        80                                     
AAD-12 DALDEATRALVHQRSARHSLVYSQ                                     
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1513216|gb|AAC02632.1| cherry-allergen PRUA1 [Prunu  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 32.0% identity (64.0% similar) in 25 aa overlap (21-45:27-50) 
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                     10        20        30        40        50     
AAD-12       HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  .:.. . ::          
gi|151 MGVFTYESEFTSEIPPPRLFKAFVLDADNL-VPKIAPQAIKHSEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
           60        70        80                                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQ                                   
                                                                    
gi|151 GEGSQYGYVKHKIDSIDKENYSYSYTLIEGDALGDTLEKISYETKLVASPSGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (27-45:32-50) 
 
                   10        20        30        40        50       
AAD-12     HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         60        70        80                                     
AAD-12 DALDEATRALVHQRSARHSLVYSQ                                     
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|82492265|gb|ABB78006.1| major allergen Pru p 1 [Pru  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 32.0% identity (64.0% similar) in 25 aa overlap (21-45:27-50) 
 
                     10        20        30        40        50     
AAD-12       HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  .:.. . ::          
gi|824 MGVFTYESEFTSEIPPPRLFKAFVLDADNL-VPKIAPQAIKHSEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
           60        70        80                                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQ                                   
                                                                    
gi|824 GEGSQYGYVKHKIDSIDKENHSYSYTLIEGDALGDNLEKISYETKLVASPSGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (27-45:32-50) 
 
                   10        20        30        40        50       
AAD-12     HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         60        70        80                                     
AAD-12 DALDEATRALVHQRSARHSLVYSQ                                     
                                                                    
gi|125 GFPFKYVKDGVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (27-45:32-50) 
 
                   10        20        30        40        50       
AAD-12     HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         60        70        80                                     
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AAD-12 DALDEATRALVHQRSARHSLVYSQ                                     
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (27-45:32-50) 
 
                   10        20        30        40        50       
AAD-12     HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKASILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         60        70        80                                     
AAD-12 DALDEATRALVHQRSARHSLVYSQ                                     
                                                                    
gi|132 GSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKF 
              70        80        90       100       110       120  
 
>>gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (27-45:32-50) 
 
                   10        20        30        40        50       
AAD-12     HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYEIEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         60        70        80                                     
AAD-12 DALDEATRALVHQRSARHSLVYSQ                                     
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (27-45:32-50) 
 
                   10        20        30        40        50       
AAD-12     HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|241 GVFNYETETTSVIPAARLFKAFFLDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         60        70        80                                     
AAD-12 DALDEATRALVHQRSARHSLVYSQ                                     
                                                                    
gi|241 GFPFRYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (27-45:32-50) 
 
                   10        20        30        40        50       
AAD-12     HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         60        70        80                                     
AAD-12 DALDEATRALVHQRSARHSLVYSQ                                     
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDILEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
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Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (27-45:32-50) 
 
                   10        20        30        40        50       
AAD-12     HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         60        70        80                                     
AAD-12 DALDEATRALVHQRSARHSLVYSQ                                     
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVTTPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (27-45:32-50) 
 
                   10        20        30        40        50       
AAD-12     HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         60        70        80                                     
AAD-12 DALDEATRALVHQRSARHSLVYSQ                                     
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGPILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (27-45:32-50) 
 
                   10        20        30        40        50       
AAD-12     HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPG 
              10        20        30        40        50        60  
 
         60        70        80                                     
AAD-12 DALDEATRALVHQRSARHSLVYSQ                                     
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (27-45:32-50) 
 
                   10        20        30        40        50       
AAD-12     HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         60        70        80                                     
AAD-12 DALDEATRALVHQRSARHSLVYSQ                                     
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|167472849|gb|ABZ81046.1| pollen allergen Que a 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 30.0% identity (70.0% similar) in 20 aa overlap (26-45:31-50) 
 
                    10        20        30        40        50      
AAD-12      HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :. :.:.. . ::           
gi|167 MGVFTYESEDASVIPPARLFKAFVLDSDNLIPKVVPQALKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
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          60        70        80                                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQ                                    
                                                                    
gi|167 EGSHLKHAKHRIDVIDPENFTYSFSVIEGDALFDKLENVSTETKIVASPDGGSIVKSTSK 
               70        80        90       100       110       120 
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (27-45:32-50) 
 
                   10        20        30        40        50       
AAD-12     HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         60        70        80                                     
AAD-12 DALDEATRALVHQRSARHSLVYSQ                                     
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (27-45:32-50) 
 
                   10        20        30        40        50       
AAD-12     HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         60        70        80                                     
AAD-12 DALDEATRALVHQRSARHSLVYSQ                                     
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (27-45:32-50) 
 
                   10        20        30        40        50       
AAD-12     HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         60        70        80                                     
AAD-12 DALDEATRALVHQRSARHSLVYSQ                                     
                                                                    
gi|132 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006957|emb|CAA07325.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (27-45:32-50) 
 
                   10        20        30        40        50       
AAD-12     HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKINFPE 
              10        20        30        40        50        60  
 
         60        70        80                                     
AAD-12 DALDEATRALVHQRSARHSLVYSQ                                     
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
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>>gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   89 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (26-45:31-50) 
 
                    10        20        30        40        50      
AAD-12      HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQ                                    
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGFVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.4 E():   93 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (34-43:57-66) 
 
            10        20        30        40        50        60    
AAD-12 AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .::  .::::                     
gi|291 ATAGGSLLVPSGLILAGTVIALTLATPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAA 
         30        40        50        60        70        80       
 
            70        80                                      
AAD-12 RALVHQRSARHSLVYSQ                                      
                                                              
gi|291 VTVLSWIYRYVTGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVTGSQGS 
         90       100       110       120       130       140 
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.9  bits: 17.7 E():   93 
Smith-Waterman score: 40; 23.4% identity (55.8% similar) in 77 aa overlap (3-76:76-149) 
 
                                           10         20        30  
AAD-12                             HSPAEWDDMMKVIVGN-MAWHADSTYMPVMAQ 
                                     :.  .: . .  :.  .:  .:::. : .. 
gi|212 YTLDENGVIQVTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETW--SSTYFMVGTD 
          50        60        70        80        90         100    
 
                40        50        60        70        80          
AAD-12 GAVFS--AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ          
         ..:  :  .    .:  .  . .   ..:.::.: :..  : ..:              
gi|212 YQTYSIVAGCLDNDYSRHLYW-IASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYC 
           110       120        130       140       150       160   
 
gi|212 VQYKS 
             
 
>>gi|18639|emb|CAA33217.1| glycinin subunit G3 [Glycine   (481 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.8  bits: 19.2 E():   93 
Smith-Waterman score: 46; 30.4% identity (56.5% similar) in 23 aa overlap (8-30:137-159) 
 
                                      10        20        30        
AAD-12                        HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     :.. : .:   :  ..   ::.:        
gi|186 CPSTFEEPQQKGQSSRPQDRHQKIYHFREGDLIAVPTGFAYWMYNNEDTPVVAVSLIDTN 
        110       120       130       140       150       160       
 
        40        50        60        70        80                  
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ                  
                                                                    
gi|186 SFQNQLDQMPRRFYLAGNQEQEFLQYQPQKQQGGTQSQKGKRQQEEENEGGSILSGFAPE 
        170       180       190       200       210       220       
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.8  bits: 19.2 E():   94 
Smith-Waterman score: 46; 30.4% identity (56.5% similar) in 23 aa overlap (8-30:137-159) 
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                                      10        20        30        
AAD-12                        HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     :.. : .:   :  ..   ::.:        
gi|186 TYQEPQESQQRGRSQRPQDRHQKVHRFREGDLIAVPTGVAWWMYNNEDTPVVAVSIIDTN 
        110       120       130       140       150       160       
 
        40        50        60        70        80                  
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ                  
                                                                    
gi|186 SLENQLDQMPRRFYLAGNQEQEFLKYQQQQQGGSQSQKGKQQEEENEGSNILSGFAPEFL 
        170       180       190       200       210       220       
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.8  bits: 19.2 E():   94 
Smith-Waterman score: 46; 30.4% identity (56.5% similar) in 23 aa overlap (8-30:137-159) 
 
                                      10        20        30        
AAD-12                        HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     :.. : .:   :  ..   ::.:        
gi|186 TYQEPQESQQRGRSQRPQDRHQKVHRFREGDLIAVPTGVAWWMYNNEDTPVVAVSIIDTN 
        110       120       130       140       150       160       
 
        40        50        60        70        80                  
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ                  
                                                                    
gi|186 SLENQLDQMPRRFYLAGNQEQEFLKYQQQQQGGSQSQKGKQQEEENEGSNILSGFAPEFL 
        170       180       190       200       210       220       
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.6  bits: 19.2 E():   97 
Smith-Waterman score: 46; 30.4% identity (56.5% similar) in 23 aa overlap (8-30:140-162) 
 
                                      10        20        30        
AAD-12                        HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     :.. : .:   :  ..   ::.:        
gi|186 TFEEPQQPQQRGQSSRPQDRHQKIYNSREGDLIAVPTGVAWWMYNNEDTPVVAVSIIDTN 
     110       120       130       140       150       160          
 
        40        50        60        70        80                  
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ                  
                                                                    
gi|186 SLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEENEGGSILSGFTLEFL 
     170       180       190       200       210       220          
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.6  bits: 19.2 E():   97 
Smith-Waterman score: 46; 30.4% identity (56.5% similar) in 23 aa overlap (8-30:140-162) 
 
                                      10        20        30        
AAD-12                        HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     :.. : .:   :  ..   ::.:        
gi|186 TFEEPQQPQQRGQSSRPQDRHQKIYNFREGDLIAVPTGVAWWMYNNEDTPVVAVSIIDTN 
     110       120       130       140       150       160          
 
        40        50        60        70        80                  
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ                  
                                                                    
gi|186 SLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEENEGGSILSGFTLEFL 
     170       180       190       200       210       220          
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 66.6  bits: 14.6 E():   97 
Smith-Waterman score: 28; 44.4% identity (66.7% similar) in 9 aa overlap (11-19:12-20) 
 
                10        20        30        40        50          
AAD-12  HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
                  .: :: . :                                         
gi|463 DFVDAHNAARAQVGVGPVHWT                                        
               10        20                                         
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
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 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.4 E():   97 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (34-43:62-71) 
 
            10        20        30        40        50        60    
AAD-12 AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .::  .::::                     
gi|198 VTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAA 
              40        50        60        70        80        90  
 
            70        80                                      
AAD-12 RALVHQRSARHSLVYSQ                                      
                                                              
gi|198 LSVLSWIYRYLTGKHPPGADQLESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
             100       110       120       130       140      
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.4 E():   97 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (34-43:62-71) 
 
            10        20        30        40        50        60    
AAD-12 AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .::  .::::                     
gi|753 VTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAA 
              40        50        60        70        80        90  
 
            70        80                                      
AAD-12 RALVHQRSARHSLVYSQ                                      
                                                              
gi|753 LSVLSWIYRYLTGKHPPGADQLESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
             100       110       120       130       140      
 
>>gi|320545|pir||A45786 major pollen allergen Bet v I -   (51 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.5  bits: 15.9 E():   98 
Smith-Waterman score: 39; 27.9% identity (51.2% similar) in 43 aa overlap (3-45:14-49) 
 
                          10        20        30        40          
AAD-12            HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF 
                    :: :  . : .. .    .:. . : .:  :  :.: .   ::     
gi|320 GVFNYEAETTSVIPAAW--LWKXFILD----GDNLF-PKVAPQAXTSVENIYERGGWG   
               10          20            30         40        50    
 
      50        60        70        80 
AAD-12 ADMRAAYDALDEATRALVHQRSARHSLVYSQ 
 
>>gi|18536|emb|CAA35691.1| unnamed protein product [Glyc  (605 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 66.3  bits: 19.4 E(): 1e 
Smith-Waterman score: 47; 44.4% identity (77.8% similar) in 18 aa overlap (20-36:250-267) 
 
                          10        20        30         40         
AAD-12            HSPAEWDDMMKVIVGNMAWHADSTYMPVMAQG-AVFSAEVVPAVGGRTC 
                                     :::. :. :. .: :..:             
gi|185 FNQRSPQLQNLRDYRILEFNSKPNTLLLPNHADADYLIVILNGTAILSLVNNDDRDSYRL 
     220       230       240       250       260       270          
 
       50        60        70        80                             
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQ                             
                                                                    
gi|185 QSGDALRVPSGTTYYVVNPDNNENLRLITLAIPVNKPGRFESFFLSSTEAQQSYLQGFSR 
     280       290       300       310       320       330          
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:45 2011 done: Fri Jan 21 00:02:45 2011 
 Total Scan time:  0.070 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
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FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 91  - 170 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     3     0:= 
  22     1     0:=          one = represents 4 library sequences 
  24     1     0:= 
  26     1     0:= 
  28     1     0:= 
  30     4     2:* 
  32     5     8:=* 
  34     7    22:==   * 
  36    30    44:========  * 
  38    36    73:=========         * 
  40   107   102:=========================*= 
  42    58   125:===============                * 
  44   117   138:==============================    * 
  46   122   140:===============================   * 
  48   127   134:================================ * 
  50   189   122:==============================*================= 
  52   105   108:==========================* 
  54   111    92:======================*===== 
  56    65    77:=================  * 
  58    54    63:============== * 
  60    52    51:============* 
  62    38    41:==========* 
  64    25    33:======= * 
  66    31    26:======*= 
  68    48    20:====*======= 
  70    36    16:===*===== 
  72    15    12:==*= 
  74    26    10:==*==== 
  76    15     8:=*== 
  78    19     6:=*=== 
  80    18     5:=*=== 
  82     4     3:* 
  84     1     3:* 
  86     3     2:* 
  88     4     2:*          inset = represents 1 library sequences 
  90     4     1:* 
  92     2     1:*         :*= 
  94     2     1:*         :*= 
  96     1     1:*         :* 
  98     2     0:=         *== 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.90360.00287; mu= 0.1466 0.150 
 mean_var=30.8440 8.330, 0's: 2 Z-trim: 2  B-trim: 186 in 1/43 
 Lambda= 0.230935 
 Kolmogorov-Smirnov  statistic: 0.1146 (N=29) at  48 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
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The best scores are:                                      opt bits E(1491) 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   62 25.2    0.46 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   57 23.5     1.5 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   57 23.4     1.7 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   56 23.1     2.1 
gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Gl ( 158)   55 22.8     2.6 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   58 23.4     3.2 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   54 22.4     3.4 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   53 22.2     3.7 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   53 22.1     4.2 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.8       5 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   52 21.8     5.3 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 21.8     5.3 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   52 21.8     5.3 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   52 21.8     5.3 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   55 22.4     6.3 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   50 21.2     6.6 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 18.7     7.2 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 18.7     7.2 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 22.4     7.4 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   49 20.8      10 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   52 21.4      13 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   53 21.7      13 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   51 21.1      15 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 19.9      15 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   44 19.4      16 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   45 19.6      16 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 20.1      16 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 20.1      16 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 20.1      16 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   47 20.1      17 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   47 20.1      17 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   47 20.1      17 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   47 20.1      17 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   47 20.1      17 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   47 20.1      17 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   47 20.1      17 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   47 20.1      17 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   47 20.1      17 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   47 20.1      17 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   47 20.1      17 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 20.1      17 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 20.1      17 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.8      19 
gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   48 20.3      19 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 20.8      20 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   44 19.3      20 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   46 19.8      21 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   46 19.8      21 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 19.8      21 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 19.8      21 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 19.8      21 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 19.8      21 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   46 19.8      21 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   51 21.0      21 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   51 21.0      21 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   51 21.0      21 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   51 21.0      21 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   51 21.0      21 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   51 21.0      21 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   51 21.0      22 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 17.1      23 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.9      25 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   45 19.4      26 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   45 19.4      26 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   45 19.4      26 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   45 19.4      26 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   45 19.4      26 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   45 19.4      26 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   45 19.4      27 
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gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   45 19.4      27 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   45 19.4      27 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   44 19.2      27 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   43 18.9      29 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 20.6      29 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   43 18.9      30 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   42 18.6      31 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 20.6      32 
gi|14422363|emb|CAC41635.1| plantain pollen major  ( 131)   43 18.9      32 
gi|14422361|emb|CAC41634.1| plantain pollen major  ( 131)   43 18.9      32 
gi|14422359|emb|CAC41633.1| plantain pollen major  ( 131)   43 18.9      32 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   49 20.3      32 
gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum  (  94)   41 18.4      32 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   44 19.1      33 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   44 19.1      33 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   44 19.1      33 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   44 19.1      33 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   44 19.1      33 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   44 19.1      34 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   49 20.3      35 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   49 20.3      35 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   49 20.3      35 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   49 20.3      35 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 20.3      36 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   47 19.8      36 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   47 19.8      36 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   47 19.8      37 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   47 19.8      37 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.8      37 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   47 19.8      38 
gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Glo ( 151)   43 18.8      39 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   43 18.8      40 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   43 18.8      42 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   43 18.8      42 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   43 18.8      42 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   48 20.0      43 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   48 20.0      43 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   48 20.0      44 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 15.3      46 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   42 18.5      47 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 14.6      49 
gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allerge ( 159)   42 18.4      52 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   42 18.4      52 
gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allerge ( 159)   42 18.4      52 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.4      52 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   42 18.4      52 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.4      53 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.4      53 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   42 18.4      53 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.4      53 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   42 18.4      53 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   42 18.4      53 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.4      53 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.4      53 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 18.4      53 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.4      53 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.4      53 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 18.4      53 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   42 18.4      53 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   42 18.4      53 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 18.4      53 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   42 18.4      53 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   42 18.4      53 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   42 18.4      53 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.4      53 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   28 15.0      53 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 19.9      53 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   39 17.7      56 
gi|4006947|emb|CAA07320.1| pollen allergen Betv1,  ( 120)   40 17.9      56 
gi|4006963|emb|CAA07328.1| pollen allergen Betv1,  ( 120)   40 17.9      56 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   41 18.2      57 
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gi|114326420|ref|NP_001041618.1| major allergen I  (  88)   38 17.4      59 
gi|75139847|sp|Q7M1E8|Q7M1E8_9ROSA Pollen major al (  12)   26 14.5      62 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   47 19.6      62 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   41 18.1      63 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   43 18.6      65 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.6      65 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   41 18.1      66 
gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allerge ( 159)   41 18.1      66 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   41 18.1      66 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   41 18.1      66 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   41 18.1      66 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   41 18.1      66 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   41 18.1      66 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   41 18.1      66 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   41 18.1      66 
gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   41 18.1      66 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   41 18.1      66 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   41 18.1      68 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   40 17.8      71 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   40 17.8      77 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   40 17.8      79 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   40 17.8      79 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   40 17.8      79 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   38 17.3      81 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   38 17.3      81 
gi|4376222|emb|CAA04829.1| pollen allergen, Betv1  ( 159)   40 17.8      82 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   40 17.8      82 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   40 17.8      82 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   40 17.8      82 
gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula pl ( 160)   40 17.8      83 
gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Be ( 160)   40 17.8      83 
gi|4006953|emb|CAA07323.1| pollen allergen Betv1,  ( 160)   40 17.8      83 
gi|1321728|emb|CAA96547.1| major allergen Bet v 1  ( 160)   40 17.8      83 
gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=M ( 160)   40 17.8      83 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   40 17.8      83 
gi|1513216|gb|AAC02632.1| cherry-allergen PRUA1 [P ( 160)   40 17.8      83 
gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen be ( 160)   40 17.8      83 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   40 17.8      83 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   40 17.8      83 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   40 17.8      83 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   40 17.8      83 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   40 17.8      83 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   40 17.8      83 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   40 17.8      83 
gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 ( 160)   40 17.8      83 
gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=M ( 160)   40 17.8      83 
gi|82492265|gb|ABB78006.1| major allergen Pru p 1  ( 160)   40 17.8      83 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   40 17.8      83 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   40 17.8      83 
gi|4006957|emb|CAA07325.1| pollen allergen Betv1,  ( 160)   40 17.8      83 
gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula pl ( 160)   40 17.8      83 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   40 17.8      83 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   40 17.8      83 
gi|167472849|gb|ABZ81046.1| pollen allergen Que a  ( 160)   40 17.8      83 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   40 17.8      83 
gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 ( 160)   40 17.8      83 
gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 ( 160)   40 17.8      83 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   40 17.8      83 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   40 17.8      83 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   28 14.8      83 
gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin pr ( 374)   45 19.0      83 
gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 ( 161)   40 17.8      84 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   43 18.5      84 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   47 19.5      85 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   39 17.5      87 
gi|320545|pir||A45786 major pollen allergen Bet v  (  51)   33 16.0      88 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   40 17.7      88 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   39 17.5      91 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   39 17.5      91 
gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Al (  27)   29 15.0      93 
gi|18639|emb|CAA33217.1| glycinin subunit G3 [Glyc ( 481)   46 19.2      93 
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gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   46 19.2      94 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   46 19.2      94 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   39 17.5      96 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   46 19.2      96 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   46 19.2      96 
gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} (  20)   27 14.5      97 
gi|47117350|sp||Q7M3Y8_1 [Segment 1 of 6] Tropomyo (  20)   27 14.5      97 
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 108.5  bits: 25.2 E(): 0.46 
Smith-Waterman score: 62; 26.5% identity (59.2% similar) in 49 aa overlap (22-70:5-52) 
 
               10        20        30        40        50        60 
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                            :.  :..  ... :. .. :. :. :.: :    . : : 
gi|189                  MASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPL-E 
                                10        20        30        40    
 
               70        80                                         
AAD-12 ATRALVHQRSARHSLVYSQS                                         
       . :  : :..                                                   
gi|189 GCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWR 
             50        60        70        80        90       100   
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  50 init1:  50 opt:  57  Z-score: 99.5  bits: 23.5 E():  1.5 
Smith-Waterman score: 57; 24.5% identity (59.2% similar) in 49 aa overlap (22-70:5-52) 
 
               10        20        30        40        50        60 
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                            :.  :..  ... :. .. .. :. :.: :    . : : 
gi|439                  MASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPL-E 
                                10        20        30        40    
 
               70        80                                         
AAD-12 ATRALVHQRSARHSLVYSQS                                         
       . :  : :..                                                   
gi|439 GCREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDW 
             50        60        70        80        90       100   
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 98.4  bits: 23.4 E():  1.7 
Smith-Waterman score: 57; 41.4% identity (69.0% similar) in 29 aa overlap (16-44:23-50) 
 
                      10        20        30        40        50    
AAD-12        SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: :::.: . ::          
gi|444 MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
            60        70        80                                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQS                                  
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 96.6  bits: 23.1 E():  2.1 
Smith-Waterman score: 56; 40.0% identity (68.0% similar) in 25 aa overlap (20-44:27-50) 
 
                      10        20        30        40        50    
AAD-12        SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. :::.. . ::          
gi|165 MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
            60        70        80                                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQS                                  
                                                                    
gi|165 GEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSILKNTS 
      60        70        80        90       100       110          
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>>gi|2506460|sp|P02221.2|GLB1_CHITH RecName: Full=Globin  (158 aa) 
 initn:  39 init1:  39 opt:  55  Z-score: 95.0  bits: 22.8 E():  2.6 
Smith-Waterman score: 55; 32.4% identity (58.8% similar) in 34 aa overlap (1-28:114-147) 
 
                                             10            20       
AAD-12                               SPAEWDDMMKVIV----GNMAWHA--DSTY 
                                     :::. :.. : .:    :   : .  .:.. 
gi|250 EVMDLLGNDANTPTILAKAKDFGKSHKSRASPAQLDNFRKSLVVYLKGATKWDSAVESSW 
            90       100       110       120       130       140    
 
           30        40        50        60        70        80 
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
        ::.                                                     
gi|250 APVLDFVFSTLKNEL                                          
           150                                                  
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 93.5  bits: 23.4 E():  3.2 
Smith-Waterman score: 58; 26.0% identity (56.0% similar) in 50 aa overlap (17-66:23-71) 
 
                     10        20        30        40        50     
AAD-12       SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                             .. ::. : :. :   .  : ..::.::    .: .   
gi|663 MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGKATTDEQKL 
               10        20        30        40         50          
 
           60        70        80                                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQS                                   
        . .. . .: :                                                 
gi|663 LEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILKLDTDYDVA 
      60        70        80        90       100       110          
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 93.0  bits: 22.4 E():  3.4 
Smith-Waterman score: 54; 37.9% identity (69.0% similar) in 29 aa overlap (16-44:23-50) 
 
                      10        20        30        40        50    
AAD-12        SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: .::.: . ::          
gi|444 MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
            60        70        80                                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQS                                  
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 92.3  bits: 22.2 E():  3.7 
Smith-Waterman score: 53; 24.5% identity (55.1% similar) in 49 aa overlap (22-70:5-52) 
 
               10        20        30        40        50        60 
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                            :.  :..   .. :. .. .. :  :.: :    . : : 
gi|217                  MASKSSISPLLLATVLVSVFAAATATGPYCYAGMGLPINPL-E 
                                10        20        30        40    
 
               70        80                                         
AAD-12 ATRALVHQRSARHSLVYSQS                                         
       . :  : :..                                                   
gi|217 GCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRRSDPNS 
             50        60        70        80        90       100   
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  53  Z-score: 91.2  bits: 22.1 E():  4.2 
Smith-Waterman score: 53; 22.4% identity (55.2% similar) in 58 aa overlap (25-76:31-87) 
 
                     10        20        30        40               
AAD-12       SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
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                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICF- 
               10        20        30        40        50           
 
      50        60         70        80                             
AAD-12 DMRAAYDALDEATRALVHQR-SARHSLVYSQS                             
       :  . .. . . .. . .   : :.:..                                 
gi|132 DEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSIS 
      60        70        80        90       100       110          
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 90.0  bits: 21.8 E():    5 
Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (55-78:29-52) 
 
           30        40        50        60        70        80     
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS     
                                     : : :::  : .  ..: .: .::       
gi|144   KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLS 
                 10        20        30        40        50         
 
gi|144 DSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAG 
       60        70        80        90       100       110         
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 89.5  bits: 21.8 E():  5.3 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (20-44:27-50) 
 
                      10        20        30        40        50    
AAD-12        SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|279 MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
            60        70        80                                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQS                                  
                                                                    
gi|279 GEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 89.5  bits: 21.8 E():  5.3 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (20-44:27-50) 
 
                      10        20        30        40        50    
AAD-12        SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|602 MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
            60        70        80                                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQS                                  
                                                                    
gi|602 GEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 89.5  bits: 21.8 E():  5.3 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (20-44:27-50) 
 
                      10        20        30        40        50    
AAD-12        SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|131 MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
            60        70        80                                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQS                                  
                                                                    
gi|131 GEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSH 
      60        70        80        90       100       110          
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>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 89.4  bits: 21.8 E():  5.3 
Smith-Waterman score: 52; 37.9% identity (69.0% similar) in 29 aa overlap (16-44:23-50) 
 
                      10        20        30        40        50    
AAD-12        SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: .::.: . ::          
gi|444 MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
            60        70        80                                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQS                                  
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 88.1  bits: 22.4 E():  6.3 
Smith-Waterman score: 55; 25.5% identity (55.3% similar) in 47 aa overlap (11-56:16-62) 
 
                    10         20        30        40        50     
AAD-12      SPAEWDDMMKVIVGNMA-WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                      ...:  : . ::. : :. :   .  : .  :.::..   ...   
gi|441 MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLL 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQS                                   
        :                                                           
gi|441 EDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAY 
               70        80        90       100       110       120 
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 87.8  bits: 21.2 E():  6.6 
Smith-Waterman score: 50; 28.1% identity (59.4% similar) in 32 aa overlap (11-42:11-42) 
 
               10        20        30        40        50        60 
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                 ::.. .:: ...   :. : :    ..::  .                   
gi|249 MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQDIMPCLHFVKGEEKEPSKEC 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 ATRALVHQRSARHSLVYSQS                                         
                                                                    
gi|249 CSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVAEVPKKCDIKTTLPPITADFD 
               70        80        90       100       110       120 
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 87.1  bits: 18.7 E():  7.2 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (18-24:19-25) 
 
                10        20        30        40        50          
AAD-12  SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                         :.::..:                                    
gi|320 YTTEGGTKAEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 87.1  bits: 18.7 E():  7.2 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (18-24:19-25) 
 
                10        20        30        40        50          
AAD-12  SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                         :.::..:                                    
gi|320 YTTEGGKKVEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 86.8  bits: 22.4 E():  7.4 
Smith-Waterman score: 55; 30.6% identity (58.3% similar) in 36 aa overlap (3-38:155-190) 
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                                           10        20        30   
AAD-12                             SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :   . ..::.:..  :: .     .  :: 
gi|249 QLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA 
          130       140       150       160       170       180     
 
             40        50        60        70        80             
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS             
       . .:::                                                       
gi|249 IPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTL 
          190       200       210       220       230       240     
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 84.5  bits: 20.8 E():   10 
Smith-Waterman score: 49; 35.7% identity (52.4% similar) in 42 aa overlap (32-62:37-78) 
 
              10        20        30        40              50      
AAD-12 PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR------TCFADMRAAY 
                                     :. : :.: . ::       :   : ...: 
gi|145 EEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSY 
         10        20        30        40        50        60       
 
               60        70        80                               
AAD-12 -----DALDEATRALVHQRSARHSLVYSQS                               
            ::.::::                                                 
gi|145 VLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAP 
         70        80        90       100       110       120       
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.6  bits: 21.4 E():   13 
Smith-Waterman score: 52; 20.8% identity (58.3% similar) in 48 aa overlap (22-69:72-119) 
 
                        10        20        30        40        50  
AAD-12          SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:...:   :: .  :..  .. :... 
gi|170 QSFSQQPPFSQQQQQPLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQ 
              50        60        70        80        90       100  
 
              60        70        80                                
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQS                                
       .      ..  . ::.:.                                           
gi|170 QQLVLPPQQQQQQLVQQQIPIVQPSVLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSS 
             110       120       130       140       150       160  
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 82.5  bits: 21.7 E():   13 
Smith-Waterman score: 53; 21.5% identity (55.4% similar) in 65 aa overlap (17-78:37-100) 
 
                             10        20        30        40       
AAD-12               SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|682 EAVLLGILLYIPIVLSDDRAPIPANSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQAK 
         10        20        30         40        50        60      
 
            50        60        70        80                        
AAD-12 CF---ADMRAAYDALDEATRALVHQRSARHSLVYSQS                        
        .   .:  . . ...:: ...  . . :  : .:                          
gi|682 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSFSPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
gi|682 NMPILVFGGTAAEYGTVDSATLIVESNYFSAVNLKIVNSAPRPDGKRVGAQAAALRISGD 
         130       140       150       160       170       180      
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 81.5  bits: 21.1 E():   15 
Smith-Waterman score: 51; 22.6% identity (64.5% similar) in 31 aa overlap (22-52:66-96) 
 
                        10        20        30        40        50  
AAD-12          SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:.. ::  :  .. :..  .. :... 
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gi|219 QPLPPQQTFPQQPPFSQQQQQQPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQ 
          40        50        60        70        80        90      
 
              60        70        80                                
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQS                                
       .                                                            
gi|219 QQLILPPQQQQQLPQQQISIVQPSVLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSC 
         100       110       120       130       140       150      
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 81.4  bits: 19.9 E():   15 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (26-41:66-81) 
 
                    10        20        30        40        50      
AAD-12      SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
          60        70        80    
AAD-12 DALDEATRALVHQRSARHSLVYSQS    
                                    
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS 
         100       110       120    
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 81.0  bits: 19.4 E():   16 
Smith-Waterman score: 44; 34.6% identity (57.7% similar) in 26 aa overlap (1-24:40-64) 
 
                                               10        20         
AAD-12                               SPAE--WDDMMKVIVGNMAWHADSTYMPVM 
                                     .::.  :: .  : .   .: ::. :     
gi|323 NICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKPYSWRY 
      10        20        30        40         50        60         
 
       30        40        50        60        70        80 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                                            
gi|323 GWTAFCGPAGPRCLRTNAAVTVR                              
       70        80        90                               
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 80.9  bits: 19.6 E():   16 
Smith-Waterman score: 45; 25.5% identity (58.8% similar) in 51 aa overlap (21-68:13-61) 
 
               10        20        30         40          50        
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV-PAVG--GRTCFADMRAAYDA 
                           :..   : : :. :. ..    ::  :..  :: . ...  
gi|207         MSITDIVSEKDIDAALESVKAAGS-FNYKIFFQKVGLAGKSA-ADAKKVFEI 
                       10        20         30        40         50 
 
        60        70        80                                     
AAD-12 LDEATRALVHQRSARHSLVYSQS                                     
       ::.   ....:                                                 
gi|207 LDRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
               60        70        80        90       100          
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.9  bits: 20.1 E():   16 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (51-67:14-30) 
 
               30        40        50        60        70        80 
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     .: :.: .:.  .. .:              
gi|219                  MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQ 
                                10        20        30        40    
 
gi|219 TFEENDLQQLIIEIDADGSGELEFDEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNG 
            50        60        70        80        90       100    
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
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 initn:  47 init1:  47 opt:  47  Z-score: 80.6  bits: 20.1 E():   16 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (39-55:141-157) 
 
       10        20        30        40        50        60         
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
       70        80 
AAD-12 RSARHSLVYSQS 
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.6  bits: 20.1 E():   16 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (39-55:141-157) 
 
       10        20        30        40        50        60         
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
       70        80 
AAD-12 RSARHSLVYSQS 
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.5  bits: 20.1 E():   17 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (20-44:27-50) 
 
                      10        20        30        40        50    
AAD-12        SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
            60        70        80                                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQS                                  
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.5  bits: 20.1 E():   17 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (20-44:27-50) 
 
                      10        20        30        40        50    
AAD-12        SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
            60        70        80                                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQS                                  
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 80.5  bits: 20.1 E():   17 
Smith-Waterman score: 47; 23.7% identity (54.2% similar) in 59 aa overlap (20-67:27-84) 
 
                      10        20        30        40              
AAD-12        SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCF 
                                 ::.  .: .:  :.  ::.. . ::     .  : 
gi|304 MGLYTFENEFTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
       50              60        70        80                       
AAD-12 AD------MRAAYDALDEATRALVHQRSARHSLVYSQS                       
       ..      ..   :..:::. . ..                                    
gi|304 GEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISH 
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      60        70        80        90       100       110          
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.5  bits: 20.1 E():   17 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (20-44:27-50) 
 
                      10        20        30        40        50    
AAD-12        SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|886 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
            60        70        80                                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQS                                  
                                                                    
gi|886 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIKSISH 
      60        70        80        90       100       110          
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.5  bits: 20.1 E():   17 
Smith-Waterman score: 47; 40.0% identity (68.0% similar) in 25 aa overlap (20-44:27-50) 
 
                      10        20        30        40        50    
AAD-12        SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :.:.. . ::          
gi|602 MGVFTYEFEFTSVIPPARLYNAFVLDADNL-IPKIAPQAVKSTEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
            60        70        80                                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQS                                  
                                                                    
gi|602 GEGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISH 
      60        70        80        90       100       110          
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.5  bits: 20.1 E():   17 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (20-44:27-50) 
 
                      10        20        30        40        50    
AAD-12        SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|134 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
            60        70        80                                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQS                                  
                                                                    
gi|134 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.5  bits: 20.1 E():   17 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (20-44:27-50) 
 
                      10        20        30        40        50    
AAD-12        SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEYTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
            60        70        80                                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQS                                  
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.5  bits: 20.1 E():   17 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (20-44:27-50) 
 
                      10        20        30        40        50    
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AAD-12        SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|165 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
            60        70        80                                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQS                                  
                                                                    
gi|165 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.5  bits: 20.1 E():   17 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (20-44:27-50) 
 
                      10        20        30        40        50    
AAD-12        SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|753 MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
            60        70        80                                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQS                                  
                                                                    
gi|753 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.5  bits: 20.1 E():   17 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (20-44:27-50) 
 
                      10        20        30        40        50    
AAD-12        SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
            60        70        80                                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQS                                  
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.5  bits: 20.1 E():   17 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (20-44:27-50) 
 
                      10        20        30        40        50    
AAD-12        SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
            60        70        80                                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQS                                  
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.4  bits: 20.1 E():   17 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (39-55:144-160) 
 
       10        20        30        40        50        60         
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
       70        80 
AAD-12 RSARHSLVYSQS 
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>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.4  bits: 20.1 E():   17 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (39-55:144-160) 
 
       10        20        30        40        50        60         
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
       70        80 
AAD-12 RSARHSLVYSQS 
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 79.5  bits: 19.8 E():   19 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (51-68:126-143) 
 
               30        40        50        60        70        80 
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . ::..::: :..: ...             
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG         
         100       110       120       130       140                
 
>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.4  bits: 20.3 E():   19 
Smith-Waterman score: 48; 33.3% identity (59.3% similar) in 27 aa overlap (22-48:17-43) 
 
               10        20        30        40        50        60 
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                            :.:.:  .   ::..:  :  .: : .             
gi|510      MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLPVIRGKGGGI 
                    10        20        30        40        50      
 
               70        80                                         
AAD-12 ATRALVHQRSARHSLVYSQS                                         
                                                                    
gi|510 EFAKTETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHLCTPLSLNSF 
          60        70        80        90       100       110      
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 79.1  bits: 20.8 E():   20 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (18-35:66-83) 
 
                            10        20        30        40        
AAD-12              SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
        50        60        70        80                            
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQS                            
                                                                    
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 78.9  bits: 19.3 E():   20 
Smith-Waterman score: 44; 32.4% identity (56.8% similar) in 37 aa overlap (25-61:65-101) 
 
                     10        20        30        40        50     
AAD-12       SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .:  ..::. ::  . :.:: :  :   :  
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
           60        70        80 
AAD-12 YDALDEATRALVHQRSARHSLVYSQS 
        .  .:.                    
gi|117 EEEKEESDDDMGFGLFD          
          100       110           
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>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.7  bits: 19.8 E():   21 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (20-44:27-50) 
 
                      10        20        30        40        50    
AAD-12        SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
            60        70        80                                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQS                                  
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIKTTSK 
      60        70        80        90       100       110          
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.6  bits: 19.8 E():   21 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (20-44:27-50) 
 
                      10        20        30        40        50    
AAD-12        SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
            60        70        80                                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQS                                  
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.6  bits: 19.8 E():   21 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (23-44:29-50) 
 
                     10        20        30        40        50     
AAD-12       SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQS                                   
                                                                    
gi|400 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.6  bits: 19.8 E():   21 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (23-44:29-50) 
 
                     10        20        30        40        50     
AAD-12       SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQS                                   
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.6  bits: 19.8 E():   21 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (23-44:29-50) 
 
                     10        20        30        40        50     
AAD-12       SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
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                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQS                                   
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.6  bits: 19.8 E():   21 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (23-44:29-50) 
 
                     10        20        30        40        50     
AAD-12       SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQS                                   
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.6  bits: 19.8 E():   21 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (20-44:27-50) 
 
                      10        20        30        40        50    
AAD-12        SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|880 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
            60        70        80                                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQS                                  
                                                                    
gi|880 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVIKTTS 
      60        70        80        90       100       110          
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.6  bits: 21.0 E():   21 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (9-46:270-307) 
 
                                     10        20        30         
AAD-12                       SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
       40        50        60        70        80                   
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS                   
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.6  bits: 21.0 E():   21 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (9-46:270-307) 
 
                                     10        20        30         
AAD-12                       SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
       40        50        60        70        80                   
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS                   
       .  : : :                                                     
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gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.6  bits: 21.0 E():   21 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (9-46:270-307) 
 
                                     10        20        30         
AAD-12                       SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|118 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
       40        50        60        70        80                   
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS                   
       .  : : :                                                     
gi|118 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.6  bits: 21.0 E():   21 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (9-46:270-307) 
 
                                     10        20        30         
AAD-12                       SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|327 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
       40        50        60        70        80                   
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS                   
       .  : : :                                                     
gi|327 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.6  bits: 21.0 E():   21 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (9-46:270-307) 
 
                                     10        20        30         
AAD-12                       SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|270 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
       40        50        60        70        80                   
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS                   
       .  : : :                                                     
gi|270 IQHVKGGTPKRPDRAIETYLFAMFDENQKQPEVEKHFGLFFPDKRPKYNLNFSAKKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.6  bits: 21.0 E():   21 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (9-46:270-307) 
 
                                     10        20        30         
AAD-12                       SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
       40        50        60        70        80                   
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS                   
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFATFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 78.5  bits: 21.0 E():   22 
Smith-Waterman score: 51; 21.3% identity (62.3% similar) in 61 aa overlap (2-61:136-194) 
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                                            10        20         30 
AAD-12                              SPAEWDDMMKVIVGNMAWHAD-STYMPVMAQ 
                                     :: ::   : .. .. ...  ..     :  
gi|309 KYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQVKYQGGCGSGWAFSAT 
         110       120       130       140       150       160      
 
               40        50        60        70        80           
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS           
       ::. .:... :.:  . ..... . : ..:.                              
gi|309 GAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGCYNGWHYQSFEWVLEHGGIATDDDYPY 
         170        180        190       200       210       220    
 
gi|309 RAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAILEQPISVSIDAKDFHLY 
           230       240       250       260       270       280    
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 78.1  bits: 17.1 E():   23 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (18-24:19-25) 
 
                10        20        30        40        50          
AAD-12  SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                         :..:..:                                    
gi|320 YTTEGGTKAEAEDVIPEGWKVDTSYE                                   
               10        20                                         
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 77.2  bits: 19.9 E():   25 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (48-69:74-98) 
 
        20        30        40        50           60        70     
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---DEATRALVHQRSARHS 
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
 
           80                                                       
AAD-12 LVYSQS                                                       
                                                                    
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (20-44:27-50) 
 
                      10        20        30        40        50    
AAD-12        SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
            60        70        80                                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQS                                  
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (20-44:27-50) 
 
                      10        20        30        40        50    
AAD-12        SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|425 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
            60        70        80                                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQS                                  
                                                                    
gi|425 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
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      60        70        80        90       100       110          
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 45; 27.0% identity (64.9% similar) in 37 aa overlap (31-67:49-84) 
 
               10        20        30        40        50        60 
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|144 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
               70        80                                         
AAD-12 ATRALVHQRSARHSLVYSQS                                         
       :  : ..                                                      
gi|144 AGLAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEAT 
        80        90       100       110       120       130        
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (20-44:27-50) 
 
                      10        20        30        40        50    
AAD-12        SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|753 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTTKKITF 
               10        20        30         40        50          
 
            60        70        80                                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQS                                  
                                                                    
gi|753 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (20-44:27-50) 
 
                      10        20        30        40        50    
AAD-12        SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
            60        70        80                                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQS                                  
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (20-44:27-50) 
 
                      10        20        30        40        50    
AAD-12        SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
            60        70        80                                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQS                                  
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.8  bits: 19.4 E():   27 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (20-44:27-50) 
 
                      10        20        30        40        50    
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AAD-12        SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
            60        70        80                                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQS                                  
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.8  bits: 19.4 E():   27 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (20-44:27-50) 
 
                      10        20        30        40        50    
AAD-12        SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|901 MGGYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
            60        70        80                                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQS                                  
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 45; 32.6% identity (44.2% similar) in 43 aa overlap (2-33:52-90) 
 
                                            10                   20 
AAD-12                              SPAEWDDMMKVIVGNMAW-----------HA 
                                     :  ::.. ::    .::           :. 
gi|148 HAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKVA---QAWAETRTPDCSLIHS 
              30        40        50        60           70         
 
               30        40        50        60        70        80 
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
       :      :::::.                                                
gi|148 DRCG-ENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQIVWANSERVGCGRAL 
       80         90       100       110       120       130        
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.6  bits: 19.2 E():   27 
Smith-Waterman score: 44; 16.0% identity (72.0% similar) in 25 aa overlap (8-32:12-36) 
 
                   10        20        30        40        50       
AAD-12     SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
                  .. .... ..: ....  :. : :.                         
gi|249 MRTVSARSSVALVVIVAAVLVWTSSASVAPAPAPGSEETCGTVVGALMPCLPFVQGKEKE 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 ALDEATRALVHQRSARHSLVYSQS                                     
                                                                    
gi|249 PSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDSKLPP 
               70        80        90       100       110       120 
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 76.3  bits: 18.9 E():   29 
Smith-Waterman score: 43; 26.0% identity (52.0% similar) in 50 aa overlap (27-76:30-79) 
 
                  10        20        30        40        50        
AAD-12    SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                                    .  .:.. :.:   .   : :   . :.    
gi|253 TGPYCYAGMGLPINPLEGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHC 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 LDEATRALVHQRSARHSLVYSQS                                      
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         ::.: .. .::  .: :                                          
gi|253 RCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNAPYCLGLDI 
               70        80        90       100       110       120 
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.2  bits: 20.6 E():   29 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (18-35:56-73) 
 
                            10        20        30        40        
AAD-12              SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
        50        60        70        80                            
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQS                            
                                                                    
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 75.9  bits: 18.9 E():   30 
Smith-Waterman score: 43; 23.5% identity (51.0% similar) in 51 aa overlap (14-64:25-74) 
 
                          10        20        30        40          
AAD-12            SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                               :  : . . ...   :::.  :: .:  . .   :  
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLP-FQ 
               10        20        30        40        50           
 
      50        60        70        80                              
AAD-12 DMRAAYDALDEATRALVHQRSARHSLVYSQS                              
       ...   :..:    :                                              
gi|217 EIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRL 
      60        70        80        90       100       110          
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.7  bits: 18.6 E():   31 
Smith-Waterman score: 42; 25.7% identity (60.0% similar) in 35 aa overlap (30-64:4-38) 
 
               10        20        30        40        50        60 
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                    .:.. .:.:. :. :     : .: . :    
gi|777                           MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGL 
                                         10        20        30     
 
               70        80                                         
AAD-12 ATRALVHQRSARHSLVYSQS                                         
       :...                                                         
gi|777 AAKSADDIKKAFAIIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAGDSDGDG 
           40        50        60        70        80        90     
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.4  bits: 20.6 E():   32 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (18-35:56-73) 
 
                            10        20        30        40        
AAD-12              SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
        50        60        70        80                            
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQS                            
                                                                    
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|14422363|emb|CAC41635.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.3  bits: 18.9 E():   32 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (21-38:85-102) 
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                         10        20        30        40        50 
AAD-12           SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSGRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
               60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQS 
                                      
gi|144 RHVKPLSFRAKTDAPGC              
          120       130               
 
>>gi|14422361|emb|CAC41634.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.3  bits: 18.9 E():   32 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (21-38:85-102) 
 
                         10        20        30        40        50 
AAD-12           SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
               60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQS 
                                      
gi|144 RHVKPLSFRAKTDAPGC              
          120       130               
 
>>gi|14422359|emb|CAC41633.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.3  bits: 18.9 E():   32 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (21-38:85-102) 
 
                         10        20        30        40        50 
AAD-12           SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETDQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
               60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQS 
                                      
gi|144 RHVKPLSFRAKTDAPGC              
          120       130               
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 75.3  bits: 20.3 E():   32 
Smith-Waterman score: 49; 20.3% identity (55.9% similar) in 59 aa overlap (17-72:37-94) 
 
                             10        20        30        40       
AAD-12               SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|269 EAVLLGILLYIPIVLSDDRAPIPSNSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQTK 
         10        20        30         40        50        60      
 
            50        60        70        80                        
AAD-12 CF---ADMRAAYDALDEATRALVHQRSARHSLVYSQS                        
        .   .:  . . ...:: ...  . . :                                
gi|269 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSLAPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
>>gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum aest  (94 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 75.3  bits: 18.4 E():   32 
Smith-Waterman score: 41; 27.3% identity (48.5% similar) in 33 aa overlap (8-40:17-49) 
 
                        10        20        30        40        50  
AAD-12          SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                       :.:  .  . : :.    :  :  ::..   .:            
gi|668 IAVAVSADECEGDRRAMIKECAKYQQWPANPKLDPSDACCAVWQKANIPCLCAGVTKEKE 
               10        20        30        40        50        60 
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              60        70        80      
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQS      
                                          
gi|668 KIYCMEKVAYVANFCKKPFPHGYKCGSYTFPPLA 
               70        80        90     
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 44; 36.4% identity (63.6% similar) in 22 aa overlap (23-44:28-49) 
 
                    10        20        30        40        50      
AAD-12      SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                  : .: .:  :. :.: . . ::            
gi|115 GVFNYETETTSVIPAARLFKAFILDGDTLFPQVAPQAISSVENISGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 DALDEATRALVHQRSARHSLVYSQS                                    
                                                                    
gi|115 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.0  bits: 19.1 E():   33 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (25-44:31-50) 
 
                     10        20        30        40        50     
AAD-12       SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|584 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQS                                   
                                                                    
gi|584 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.0  bits: 19.1 E():   33 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (25-44:31-50) 
 
                     10        20        30        40        50     
AAD-12       SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|132 MGVFNYETESTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQS                                   
                                                                    
gi|132 EGSPFKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.0  bits: 19.1 E():   33 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (25-44:31-50) 
 
                     10        20        30        40        50     
AAD-12       SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQS                                   
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
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 initn:  44 init1:  44 opt:  44  Z-score: 75.0  bits: 19.1 E():   33 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (25-44:31-50) 
 
                     10        20        30        40        50     
AAD-12       SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQS                                   
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.9  bits: 19.1 E():   34 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (25-44:31-50) 
 
                     10        20        30        40        50     
AAD-12       SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQS                                   
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 74.8  bits: 20.3 E():   35 
Smith-Waterman score: 49; 33.3% identity (64.3% similar) in 42 aa overlap (16-54:244-284) 
 
                              10          20         30        40   
AAD-12                SPAEWDDMMKVIVGNMAW--HADSTYMP-VMAQGAVFSAEVVPAV 
                                     :.:  ..... .: :. .  . :.: :  : 
gi|585 GYYAYPYCYNLTPNQPSAQCEATTMQENDKMSWLFESEDVLLPSVYLRWNLTSGERVGLV 
           220       230       240       250       260       270    
 
             50        60        70        80                       
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS                       
       :::.  : .: :                                                 
gi|585 GGRVKEA-LRIARQMTTSRKKVLPYYWYKYQDRRDTDLSRADLEATLRKITDLGADGFII 
           280        290       300       310       320       330   
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.7  bits: 20.3 E():   35 
Smith-Waterman score: 49; 21.0% identity (56.5% similar) in 62 aa overlap (3-64:276-337) 
 
                                           10        20        30   
AAD-12                             SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :.:  .  ... ..  .: :.::  .  .. 
gi|215 KSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMTNAASSYMTDYYIST 
         250       260       270       280       290       300      
 
             40        50        60        70        80             
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS             
       ::.:.       :.    . ..   .:.:..:                             
gi|215 VFQARHSQNNYLRVQENALNGTTTEMDDASEANMELLVQVGETLLKKPVSKDSPETYEEA 
         310       320       330       340       350       360      
 
gi|215 LKRFAKLLSDRKKLRANKASH 
         370       380       
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.7  bits: 20.3 E():   35 
Smith-Waterman score: 49; 21.0% identity (56.5% similar) in 62 aa overlap (3-64:276-337) 
 
                                           10        20        30   
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AAD-12                             SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :.:  .  ... ..  .: :.::  .  .. 
gi|169 KSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMTNAASSYMTDYYIST 
         250       260       270       280       290       300      
 
             40        50        60        70        80             
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS             
       ::.:.       :.    . ..   .:.:..:                             
gi|169 VFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLKKPVSKDSPETYEEA 
         310       320       330       340       350       360      
 
gi|169 LKRFAKLLSDRKKLRANKASY 
         370       380       
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.7  bits: 20.3 E():   35 
Smith-Waterman score: 49; 21.0% identity (56.5% similar) in 62 aa overlap (3-64:276-337) 
 
                                           10        20        30   
AAD-12                             SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :.:  .  ... ..  .: :.::  .  .. 
gi|215 KSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMTNAASSYMTDYYIST 
         250       260       270       280       290       300      
 
             40        50        60        70        80             
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS             
       ::.:.       :.    . ..   .:.:..:                             
gi|215 VFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLKKPVSKDSPETYEEA 
         310       320       330       340       350       360      
 
gi|215 LKRFAKLLSDRKKLRANKASH 
         370       380       
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 74.5  bits: 20.3 E():   36 
Smith-Waterman score: 49; 40.0% identity (65.0% similar) in 20 aa overlap (15-34:332-348) 
 
                               10        20        30        40     
AAD-12                 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
                                     :  :.   .:: :. .::.:           
gi|113 ILSQGNRFLASDIKKEVVGRYGESAMSESINWNWR---SYMDVFENGAIFVPSGVDPVLT 
             310       320       330          340       350         
 
           50        60        70        80 
AAD-12 RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                            
gi|113 PEQNAGMIPAEPGEAVLRLTSSAGVLSCQPGAPC   
      360       370       380       390     
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 74.5  bits: 19.8 E():   36 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (3-60:116-175) 
 
                                           10        20          30 
AAD-12                             SPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|481 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
          90       100       110       120       130       140      
 
               40        50        60        70        80           
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS           
         .   ...  . .    :   ::    :.                               
gi|481 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
         150       160       170       180       190       200      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 51; 32.7% identity (63.5% similar) in 52 aa overlap (30-77:52-100) 
 
                10        20        30        40        50          
AAD-12  SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
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                                     ..:: .:  ::: : .  :  ..::. . . 
gi|168 APATPAAAGAEAGKATTEEQKLIEDINVGFKAAVAAAASVPA-GDK--FKTFEAAFTSSS 
              30        40        50        60           70         
 
      60            70        80                                    
AAD-12 EATRA----LVHQRSARHSLVYSQS                                    
       .:. :    :: . .: .:..:                                       
gi|168 KAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPV 
       80        90       100       110       120       130         
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 47; 36.0% identity (76.0% similar) in 25 aa overlap (51-75:106-130) 
 
               30        40        50        60        70        80 
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     ...: . :.:::.:  ... ::. :      
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
 
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 47; 30.8% identity (61.5% similar) in 52 aa overlap (30-77:55-103) 
 
                10        20        30        40        50          
AAD-12  SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     ..:: .:  :::.     :  ..::. . . 
gi|285 APATPAAAGAAAGKATTEEQKLIEDINVGFKAAVAAAASVPAADK---FKTFEAAFTSSS 
           30        40        50        60           70        80  
 
      60            70        80                                    
AAD-12 EATRA----LVHQRSARHSLVYSQS                                    
       .:. :    :: . .: .:..:                                       
gi|285 KAAAAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPV 
              90       100       110       120       130       140  
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 47; 23.4% identity (45.3% similar) in 64 aa overlap (3-64:126-189) 
 
                                           10        20          30 
AAD-12                             SPAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|330 GLVPKLDAAYSVSYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
         100       110       120       130       140       150      
 
               40        50        60        70        80           
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS           
         .   ...  . .    :   ::    : . .:                           
gi|330 IPAGELQIIDKIDAAFKVAATAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAA 
         160       170       180       190       200       210      
 
gi|330 VKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAAS 
         220       230       240       250       260       270      
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 73.9  bits: 19.8 E():   38 
Smith-Waterman score: 48; 30.8% identity (61.5% similar) in 52 aa overlap (30-77:66-114) 
 
                10        20        30        40        50          
AAD-12  SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     ..:: .:  :::.     :  ..::. . . 
gi|330 APATPAAAGAEAGKATTEEQKLIEDINVGFKAAVAAAASVPAADK---FKTFEAAFTSSS 
          40        50        60        70        80           90   
 
      60            70        80                                    
AAD-12 EATRA----LVHQRSARHSLVYSQS                                    
       .:. :    :: . .: .:..:                                       
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gi|330 KAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPV 
            100       110       120       130       140       150   
 
>>gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Globin   (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.8  bits: 18.8 E():   39 
Smith-Waterman score: 43; 30.6% identity (55.6% similar) in 36 aa overlap (34-69:115-150) 
 
            10        20        30        40        50        60    
AAD-12 EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                     : :  :  . ..: ::  .::. :  .:   
gi|121 IGDLPNIDGDVTTFVASHTPRGVTHDQLNNFRAGFVSYMKAHTDFAGAEAAWGATLDAFF 
           90       100       110       120       130       140     
 
            70        80 
AAD-12 ALVHQRSARHSLVYSQS 
       ..:  .            
gi|121 GMVFAKM           
          150            
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 73.6  bits: 18.8 E():   40 
Smith-Waterman score: 43; 29.0% identity (67.7% similar) in 31 aa overlap (31-61:49-78) 
 
               10        20        30        40        50        60 
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|186 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVRLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
               70        80                                         
AAD-12 ATRALVHQRSARHSLVYSQS                                         
       :                                                            
gi|186 AGLGYTYTTIGGDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEAT 
        80        90       100       110       120       130        
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.2  bits: 18.8 E():   42 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (25-44:31-50) 
 
                     10        20        30        40        50     
AAD-12       SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|261 MGVFNYEAETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQS                                   
                                                                    
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.2  bits: 18.8 E():   42 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (25-44:31-50) 
 
                     10        20        30        40        50     
AAD-12       SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVISAARLFKSYVLDGDKLIPKVAPQAITSVENVGGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQS                                   
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSK 
               70        80        90       100       110       120 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.2  bits: 18.8 E():   42 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (25-44:31-50) 
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                     10        20        30        40        50     
AAD-12       SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|132 MGVFNYETETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQS                                   
                                                                    
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 73.0  bits: 20.0 E():   43 
Smith-Waterman score: 48; 21.3% identity (59.0% similar) in 61 aa overlap (2-61:136-194) 
 
                                            10        20         30 
AAD-12                              SPAEWDDMMKVIVGNMAWHADSTY-MPVMAQ 
                                     :: ::   : .. .. ...         :  
gi|129 KYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQVKYQGGCGRGWAFSAT 
         110       120       130       140       150       160      
 
               40        50        60        70        80           
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS           
       ::. .:... :.:  . ..... . : ..:.                              
gi|129 GAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGSYNGWQYQSFEWVLEHGGIATDDDYPY 
         170        180        190       200       210       220    
 
gi|129 RAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAILEQPISVSIDAKDFHLY 
           230       240       250       260       270       280    
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 73.0  bits: 20.0 E():   43 
Smith-Waterman score: 48; 21.3% identity (59.0% similar) in 61 aa overlap (2-61:136-194) 
 
                                            10        20         30 
AAD-12                              SPAEWDDMMKVIVGNMAWHADSTY-MPVMAQ 
                                     :: ::   : .. .. ...         :  
gi|119 KYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQVKYQGGCGRGWAFSAT 
         110       120       130       140       150       160      
 
               40        50        60        70        80           
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS           
       ::. .:... :.:  . ..... . : ..:.                              
gi|119 GAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGSYNGWQYQSFEWVLEHGGIATDDDYPY 
         170        180        190       200       210       220    
 
gi|119 RAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAILEQPISVSIDAKDFHLY 
           230       240       250       260       270       280    
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.9  bits: 20.0 E():   44 
Smith-Waterman score: 48; 21.0% identity (56.5% similar) in 62 aa overlap (3-64:276-337) 
 
                                           10        20        30   
AAD-12                             SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :.:  .  ... ..  .: :.::  .  .. 
gi|158 KSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQLTNAASSYMTDYYIST 
         250       260       270       280       290       300      
 
             40        50        60        70        80             
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS             
       ::.:.       :.    . ..   .:.:..:                             
gi|158 VFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLKKPVSKDSPETYEEA 
         310       320       330       340       350       360      
 
gi|158 LKRFAKLLSNRKKLRANKASY 
         370       380       
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 72.5  bits: 15.3 E():   46 
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Smith-Waterman score: 29; 57.1% identity (71.4% similar) in 7 aa overlap (20-26:1-7) 
 
               10        20        30        40        50        60 
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                          ::. : :                                   
gi|751                    ADAGYAPAAPGTQPKA                          
                                  10                                
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.3  bits: 18.5 E():   47 
Smith-Waterman score: 42; 27.6% identity (58.6% similar) in 29 aa overlap (24-52:11-39) 
 
               10        20        30        40        50        60 
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                              ..:. : : ::.   . :.  :  . ..:         
gi|126              MRSLLILVLCFLPLAALGKVFGRCELAAAMKRHGLDNYRGYSLGNWV 
                            10        20        30        40        
 
               70        80                                         
AAD-12 ATRALVHQRSARHSLVYSQS                                         
                                                                    
gi|126 CAAKFESNFNTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDIT 
        50        60        70        80        90       100        
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 72.1  bits: 14.6 E():   49 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (63-67:2-6) 
 
             40        50        60        70        80 
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     : :::              
gi|463                              DRNLVHSATR          
                                            10          
 
>>gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 71.5  bits: 18.4 E():   52 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (20-44:27-50) 
 
                      10        20        30        40        50    
AAD-12        SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
            60        70        80                                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQS                                  
                                                                    
gi|212 GEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.5  bits: 18.4 E():   52 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (25-44:30-49) 
 
                    10        20        30        40        50      
AAD-12      SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 DALDEATRALVHQRSARHSLVYSQS                                    
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 71.5  bits: 18.4 E():   52 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (20-44:27-50) 
 
                      10        20        30        40        50    
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AAD-12        SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
            60        70        80                                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQS                                  
                                                                    
gi|212 GEASKYKYSRHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.5  bits: 18.4 E():   52 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (25-44:30-49) 
 
                    10        20        30        40        50      
AAD-12      SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: : . ::            
gi|402 GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFAE 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 DALDEATRALVHQRSARHSLVYSQS                                    
                                                                    
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.5  bits: 18.4 E():   52 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (25-44:30-49) 
 
                    10        20        30        40        50      
AAD-12      SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 DALDEATRALVHQRSARHSLVYSQS                                    
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (25-44:31-50) 
 
                     10        20        30        40        50     
AAD-12       SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQS                                   
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (25-44:31-50) 
 
                     10        20        30        40        50     
AAD-12       SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQS                                   
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gi|167 EGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (25-44:31-50) 
 
                     10        20        30        40        50     
AAD-12       SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQS                                   
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (25-44:31-50) 
 
                     10        20        30        40        50     
AAD-12       SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQS                                   
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (25-44:31-50) 
 
                     10        20        30        40        50     
AAD-12       SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQS                                   
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (25-44:31-50) 
 
                     10        20        30        40        50     
AAD-12       SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQS                                   
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (25-44:31-50) 
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                     10        20        30        40        50     
AAD-12       SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQS                                   
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (25-44:31-50) 
 
                     10        20        30        40        50     
AAD-12       SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQS                                   
                                                                    
gi|400 EGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (25-44:31-50) 
 
                     10        20        30        40        50     
AAD-12       SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQS                                   
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNK 
               70        80        90       100       110       120 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (25-44:31-50) 
 
                     10        20        30        40        50     
AAD-12       SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQS                                   
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (25-44:31-50) 
 
                     10        20        30        40        50     
AAD-12       SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
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           60        70        80                                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQS                                   
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (25-44:31-50) 
 
                     10        20        30        40        50     
AAD-12       SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQS                                   
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (25-44:31-50) 
 
                     10        20        30        40        50     
AAD-12       SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVMPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQS                                   
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 40.0% identity (60.0% similar) in 25 aa overlap (20-44:27-50) 
 
                      10        20        30        40        50    
AAD-12        SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:   : ::: . . ::          
gi|534 MGVFNYEDEATSVIAPARLFKSFVLDADNL-IPKVAPENVSSAENIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
            60        70        80                                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQS                                  
                                                                    
gi|534 PEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITS 
      60        70        80        90       100       110          
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (25-44:31-50) 
 
                     10        20        30        40        50     
AAD-12       SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQS                                   
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSK 
               70        80        90       100       110       120 
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (25-44:31-50) 
 
                     10        20        30        40        50     
AAD-12       SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQS                                   
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (25-44:31-50) 
 
                     10        20        30        40        50     
AAD-12       SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQS                                   
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (25-44:31-50) 
 
                     10        20        30        40        50     
AAD-12       SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQS                                   
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (25-44:31-50) 
 
                     10        20        30        40        50     
AAD-12       SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQS                                   
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 71.4  bits: 15.0 E():   53 
Smith-Waterman score: 28; 40.0% identity (80.0% similar) in 10 aa overlap (31-40:4-13) 
 
               10        20        30        40        50        60 
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.:  :...:                     
gi|131                            GPVGGVVHAHMMPLL                   
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                                          10                        
 
               70        80 
AAD-12 ATRALVHQRSARHSLVYSQS 
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 71.3  bits: 19.9 E():   53 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (50-64:431-446) 
 
      20        30        40        50         60        70         
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYS 
                                     :..: :::.: ...::               
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA               
              410       420       430       440                     
 
       80 
AAD-12 QS 
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  39  Z-score: 70.9  bits: 17.7 E():   56 
Smith-Waterman score: 39; 26.2% identity (54.8% similar) in 42 aa overlap (2-41:18-56) 
 
                               10        20          30        40   
AAD-12                 SPAEWDDMMKVIVGNMAWHADSTY--MPVMAQGAVFSAEVVPAV 
                        :.  ::..   .::. .  ..     :..  :: :  ..: :  
gi|166 ATPTPTPKAAGSWCVPKPGVSDDQL---TGNINYACSQGIDCGPIQPGGACFEPNTVKAH 
               10        20           30        40        50        
 
             50        60        70        80       
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS       
                                                    
gi|166 AAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
        60        70        80        90       100  
 
>>gi|4006947|emb|CAA07320.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.9  bits: 17.9 E():   56 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (26-44:32-50) 
 
                    10        20        30        40        50      
AAD-12      SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          60        70        80                                   
AAD-12 DALDEATRALVHQRSARHSLVYSQS                                   
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|4006963|emb|CAA07328.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.9  bits: 17.9 E():   56 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (26-44:32-50) 
 
                    10        20        30        40        50      
AAD-12      SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          60        70        80                                   
AAD-12 DALDEATRALVHQRSARHSLVYSQS                                   
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.8  bits: 18.2 E():   57 
Smith-Waterman score: 41; 34.6% identity (61.5% similar) in 26 aa overlap (22-47:5-30) 
 
               10        20        30        40        50        60 
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AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                            :.:  ...   ::   .: :::.. :              
gi|217                  MASKSNYNLLFTALLVFIFAAVAAVGNEDCTPWTSTLITPLPS 
                                10        20        30        40    
 
               70        80                                         
AAD-12 ATRALVHQRSARHSLVYSQS                                         
                                                                    
gi|217 CRNYVEEQACRIEMPGPPYLAKQECCEQLANIPQQCRCQALRYFMGPKSRPDQSGLMELP 
            50        60        70        80        90       100    
 
>>gi|114326420|ref|NP_001041618.1| major allergen I poly  (88 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 70.6  bits: 17.4 E():   59 
Smith-Waterman score: 38; 31.8% identity (63.6% similar) in 22 aa overlap (21-42:3-24) 
 
               10        20        30        40        50        60 
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                           :..  :  . .:. . :. :::                   
gi|114                   MLDAALPPCPTVAATADCEICPAVKRDVDLFLTGTPDEYVEQ 
                                 10        20        30        40   
 
               70        80                           
AAD-12 ATRALVHQRSARHSLVYSQS                           
                                                      
gi|114 VAQYKALPVVLENARILKNCVDAKMTEEDKENALSLLDKIYTSPLC 
             50        60        70        80         
 
>>gi|75139847|sp|Q7M1E8|Q7M1E8_9ROSA Pollen major allerg  (12 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 70.1  bits: 14.5 E():   62 
Smith-Waterman score: 26; 57.1% identity (71.4% similar) in 7 aa overlap (10-16:4-10) 
 
               10        20        30        40        50        60 
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                ::. : :                                             
gi|751       ATGKVVQGAMPP                                           
                     10                                             
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 70.1  bits: 19.6 E():   62 
Smith-Waterman score: 47; 21.0% identity (54.8% similar) in 62 aa overlap (18-77:272-333) 
 
                            10        20          30        40      
AAD-12              SPAEWDDMMKVIVGNMAWHADSTYMPV--MAQGAVFSAEVVPAVGGR 
                                     ...: .: :    .   .:.. .:   .:  
gi|558 ESIPFVHLGHRDSLEGDLLNRNNTFKPFAEYKSDYVYEPFPKSVWEQIFGTWLVKPGAGI 
             250       260       270       280       290       300  
 
          50        60        70        80                          
AAD-12 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQS                          
         :  . :. .:  ::.  . :....  .. :                             
gi|558 MIFDPYGATISATPEAATPFPHRKGVLFNIQYVNYWFAPGAGAAPLSWSKEIYNYMEPYV 
             310       320       330       340       350       360  
 
gi|558 SKNPRQAYANYRDIDLGRNEVVNGVSTYSSGKVWGQKYFKGNFERLAITKGKVDPTDYFR 
             370       380       390       400       410       420  
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.9  bits: 18.1 E():   63 
Smith-Waterman score: 41; 37.9% identity (62.1% similar) in 29 aa overlap (16-44:23-49) 
 
                      10        20        30        40        50    
AAD-12        SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .:  ::.  .:  : :.  :.:.: . ::          
gi|604 MAVFTFDDQATSPVAPATLYNALAKDADNI-IP-KAVGSFQSVEIVEGNGGPGTIKKISF 
               10        20        30          40        50         
 
            60        70        80                                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQS                                  
                                                                    
gi|604 VEDGETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTI 
       60        70        80        90       100       110         

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 3066



 

 

 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 18.6 E():   65 
Smith-Waterman score: 43; 30.0% identity (55.0% similar) in 20 aa overlap (12-31:1-20) 
 
               10        20        30        40        50        60 
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                  : .:. :.  .   :.  ::                              
gi|142            IPANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILS 
                          10        20        30        40          
 
               70        80                                         
AAD-12 ATRALVHQRSARHSLVYSQS                                         
                                                                    
gi|142 EQELLDCTYHLYDPTYKCHGCQSGMSPEAFKYMKQKGLLEESHYPYKMKLNQCQANARGT 
      50        60        70        80        90       100          
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.7  bits: 17.6 E():   65 
Smith-Waterman score: 39; 53.8% identity (69.2% similar) in 13 aa overlap (49-61:72-84) 
 
       20        30        40        50        60        70         
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
                                     ::.::  ::  .:                  
gi|131 ELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDE 
              50        60        70        80        90       100  
 
       80           
AAD-12 QS           
                    
gi|131 FGALVDKWGAKG 
             110    
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.7  bits: 18.1 E():   66 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (25-44:30-49) 
 
                    10        20        30        40        50      
AAD-12      SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFPE 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 DALDEATRALVHQRSARHSLVYSQS                                    
                                                                    
gi|437 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISHKY 
               70        80        90       100       110       120 
 
>>gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.7  bits: 18.1 E():   66 
Smith-Waterman score: 41; 32.0% identity (64.0% similar) in 25 aa overlap (20-44:27-50) 
 
                      10        20        30        40        50    
AAD-12        SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGDGGPGTIKKITF 
               10        20        30         40        50          
 
            60        70        80                                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQS                                  
                                                                    
gi|212 GEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (25-44:31-50) 
 
                     10        20        30        40        50     
AAD-12       SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
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                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQS                                   
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (25-44:31-50) 
 
                     10        20        30        40        50     
AAD-12       SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQS                                   
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (25-44:31-50) 
 
                     10        20        30        40        50     
AAD-12       SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQS                                   
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (25-44:31-50) 
 
                     10        20        30        40        50     
AAD-12       SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|125 MGVFNYETEATSVIPAARLFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQS                                   
                                                                    
gi|125 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (25-44:31-50) 
 
                     10        20        30        40        50     
AAD-12       SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|154 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQS                                   
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gi|154 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (25-44:31-50) 
 
                     10        20        30        40        50     
AAD-12       SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQS                                   
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (25-44:31-50) 
 
                     10        20        30        40        50     
AAD-12       SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQS                                   
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 44; 26.4% identity (60.4% similar) in 53 aa overlap (9-59:99-150) 
 
                                     10        20        30         
AAD-12                       SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     :.... .:: .  .  .:  ::   : : . 
gi|170 TGQFATHAGRIVGFVSEIVALMGNSANMPAMETLIKDMAANHKARGIP-KAQFNEFRASL 
       70        80        90       100       110        120        
 
       40        50          60        70        80 
AAD-12 VPAVGGRTCFAD-MRAAY-DALDEATRALVHQRSARHSLVYSQS 
       :  . ... . : . ::. ..::                      
gi|170 VSYLQSKVSWNDSLGAAWTQGLDNVFNMMFSYL            
       130       140       150       160            
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (25-44:31-50) 
 
                     10        20        30        40        50     
AAD-12       SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQS                                   
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 41; 23.4% identity (55.8% similar) in 77 aa overlap (2-75:74-147) 
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                                            10         20        30 
AAD-12                              SPAEWDDMMKVIVGN-MAWHADSTYMPVMAQ 
                                     :.  .: . .  :.  .:  .:::. : .. 
gi|215 YTLDENGVIQVTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETW--SSTYFXVGTD 
            50        60        70        80        90         100  
 
                 40        50        60        70        80         
AAD-12 GAVFS--AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS         
         ..:  :  .    .:  .  . .   ..:.::.: :..  : ..:              
gi|215 YQTYSIVAGCLDNDYSRHLYW-IASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYC 
             110       120        130       140       150       160 
 
gi|215 VQY 
           
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.0  bits: 17.8 E():   71 
Smith-Waterman score: 40; 35.3% identity (70.6% similar) in 17 aa overlap (30-46:30-46) 
 
               10        20        30        40        50        60 
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                    :::. ...  :  ::..               
gi|476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVQGATVAVDCRPFNGGESKLKAEATTDGLGWY 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 ATRALVHQRSARHSLVYSQS                                         
                                                                    
gi|476 KIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQGIRYANPIAFFR 
               70        80        90       100       110       120 
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 17.8 E():   77 
Smith-Waterman score: 42; 30.3% identity (54.5% similar) in 66 aa overlap (4-64:3-65) 
 
                 10        20        30        40           50      
AAD-12 SPAEWD--DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR-TCFA--DMRAAY 
          ::   :  .:   . .:.: : .  :    .::.:.  : . ..   ::  :..:   
gi|121  DPEWHTLDAHEVEQVQATWKAVS-HDEVEILYTVFKAH--PDIMAKFPKFAGKDLEAIK 
                10        20         30          40        50       
 
          60        70        80                                    
AAD-12 DALDEATRALVHQRSARHSLVYSQS                                    
       :. : :..:                                                    
gi|121 DTADFAVHASRIIGFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETM 
         60        70        80        90       100       110       
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 40; 43.8% identity (62.5% similar) in 16 aa overlap (23-38:29-44) 
 
                     10        20        30        40        50     
AAD-12       SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.:.                 
gi|134 MGVQTHVLELTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPD 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQS                                   
                                                                    
gi|134 GGPITTMTLRIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIF 
               70        80        90       100       110       120 
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (23-38:29-44) 
 
                     10        20        30        40        50     
AAD-12       SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|215 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAATGAYKSVEVKGDGGAGTVRIITLPE 
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               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQS                                   
                                                                    
gi|215 GSPITTMTVRTDAVNKEALSYDSTVIDGDILLGFIESIETHMVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (23-38:29-44) 
 
                     10        20        30        40        50     
AAD-12       SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|892 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQS                                   
                                                                    
gi|892 GSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.0  bits: 17.3 E():   81 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (48-61:39-52) 
 
        20        30        40        50        60        70        
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|191 TLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
        80                                          
AAD-12 SQS                                          
                                                    
gi|191 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.0  bits: 17.3 E():   81 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (48-61:39-52) 
 
        20        30        40        50        60        70        
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|730 TLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
        80                                          
AAD-12 SQS                                          
                                                    
gi|730 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|4376222|emb|CAA04829.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (26-44:31-49) 
 
                    10        20        30        40        50      
AAD-12      SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|437 GVFNYEIGATSVIPAARLFKAFILVGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 DALDEATRALVHQRSARHSLVYSQS                                    
                                                                    
gi|437 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
               70        80        90       100       110       120 
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>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (26-44:31-49) 
 
                    10        20        30        40        50      
AAD-12      SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|384 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENISGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 DALDEATRALVHQRSARHSLVYSQS                                    
                                                                    
gi|384 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (26-44:31-49) 
 
                    10        20        30        40        50      
AAD-12      SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|437 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 DALDEATRALVHQRSARHSLVYSQS                                    
                                                                    
gi|437 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (26-44:31-49) 
 
                    10        20        30        40        50      
AAD-12      SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|159 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 DALDEATRALVHQRSARHSLVYSQS                                    
                                                                    
gi|159 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (26-44:32-50) 
 
                    10        20        30        40        50      
AAD-12      SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          60        70        80                                    
AAD-12 DALDEATRALVHQRSARHSLVYSQS                                    
                                                                    
gi|125 GFPFEYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (26-44:32-50) 
 
                    10        20        30        40        50      
AAD-12      SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
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                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          60        70        80                                    
AAD-12 DALDEATRALVHQRSARHSLVYSQS                                    
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGPILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006953|emb|CAA07323.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (26-44:32-50) 
 
                    10        20        30        40        50      
AAD-12      SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          60        70        80                                    
AAD-12 DALDEATRALVHQRSARHSLVYSQS                                    
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321728|emb|CAA96547.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (26-44:32-50) 
 
                    10        20        30        40        50      
AAD-12      SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          60        70        80                                    
AAD-12 DALDEATRALVHQRSARHSLVYSQS                                    
                                                                    
gi|132 GFPFKYVKDRVDEVAHKNFKYSYSVIEGGPIGDTLEKISNEIKIVATPDGRSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (26-44:32-50) 
 
                    10        20        30        40        50      
AAD-12      SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          60        70        80                                    
AAD-12 DALDEATRALVHQRSARHSLVYSQS                                    
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (26-44:32-50) 
 
                    10        20        30        40        50      
AAD-12      SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          60        70        80                                    
AAD-12 DALDEATRALVHQRSARHSLVYSQS                                    
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gi|459 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1513216|gb|AAC02632.1| cherry-allergen PRUA1 [Prunu  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 32.0% identity (64.0% similar) in 25 aa overlap (20-44:27-50) 
 
                      10        20        30        40        50    
AAD-12        SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  .:.. . ::          
gi|151 MGVFTYESEFTSEIPPPRLFKAFVLDADNL-VPKIAPQAIKHSEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
            60        70        80                                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQS                                  
                                                                    
gi|151 GEGSQYGYVKHKIDSIDKENYSYSYTLIEGDALGDTLEKISYETKLVASPSGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (26-44:32-50) 
 
                    10        20        30        40        50      
AAD-12      SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          60        70        80                                    
AAD-12 DALDEATRALVHQRSARHSLVYSQS                                    
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (26-44:32-50) 
 
                    10        20        30        40        50      
AAD-12      SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          60        70        80                                    
AAD-12 DALDEATRALVHQRSARHSLVYSQS                                    
                                                                    
gi|132 GIPFKYVKDRVDEVDHANFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (26-44:32-50) 
 
                    10        20        30        40        50      
AAD-12      SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|114 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          60        70        80                                    
AAD-12 DALDEATRALVHQRSARHSLVYSQS                                    
                                                                    
gi|114 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (26-44:32-50) 
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                    10        20        30        40        50      
AAD-12      SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          60        70        80                                    
AAD-12 DALDEATRALVHQRSARHSLVYSQS                                    
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (25-44:31-50) 
 
                     10        20        30        40        50     
AAD-12       SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|730 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQS                                   
                                                                    
gi|730 EGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (26-44:32-50) 
 
                    10        20        30        40        50      
AAD-12      SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          60        70        80                                    
AAD-12 DALDEATRALVHQRSARHSLVYSQS                                    
                                                                    
gi|116 GIPFKYVKGRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (26-44:32-50) 
 
                    10        20        30        40        50      
AAD-12      SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|256 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          60        70        80                                    
AAD-12 DALDEATRALVHQRSARHSLVYSQS                                    
                                                                    
gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (26-44:32-50) 
 
                    10        20        30        40        50      
AAD-12      SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          60        70        80                                    
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AAD-12 DALDEATRALVHQRSARHSLVYSQS                                    
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (26-44:32-50) 
 
                    10        20        30        40        50      
AAD-12      SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          60        70        80                                    
AAD-12 DALDEATRALVHQRSARHSLVYSQS                                    
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDILEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (26-44:32-50) 
 
                    10        20        30        40        50      
AAD-12      SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYEIEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          60        70        80                                    
AAD-12 DALDEATRALVHQRSARHSLVYSQS                                    
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|82492265|gb|ABB78006.1| major allergen Pru p 1 [Pru  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 32.0% identity (64.0% similar) in 25 aa overlap (20-44:27-50) 
 
                      10        20        30        40        50    
AAD-12        SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  .:.. . ::          
gi|824 MGVFTYESEFTSEIPPPRLFKAFVLDADNL-VPKIAPQAIKHSEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
            60        70        80                                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQS                                  
                                                                    
gi|824 GEGSQYGYVKHKIDSIDKENHSYSYTLIEGDALGDNLEKISYETKLVASPSGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (26-44:32-50) 
 
                    10        20        30        40        50      
AAD-12      SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSLIPAARLFRAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          60        70        80                                    
AAD-12 DALDEATRALVHQRSARHSLVYSQS                                    
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
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Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (26-44:32-50) 
 
                    10        20        30        40        50      
AAD-12      SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          60        70        80                                    
AAD-12 DALDEATRALVHQRSARHSLVYSQS                                    
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVTTPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006957|emb|CAA07325.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (26-44:32-50) 
 
                    10        20        30        40        50      
AAD-12      SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKINFPE 
              10        20        30        40        50        60  
 
          60        70        80                                    
AAD-12 DALDEATRALVHQRSARHSLVYSQS                                    
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (26-44:32-50) 
 
                    10        20        30        40        50      
AAD-12      SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          60        70        80                                    
AAD-12 DALDEATRALVHQRSARHSLVYSQS                                    
                                                                    
gi|125 GFPFKYVKDGVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (26-44:32-50) 
 
                    10        20        30        40        50      
AAD-12      SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|241 GVFNYETETTSVIPAARLFKAFFLDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          60        70        80                                    
AAD-12 DALDEATRALVHQRSARHSLVYSQS                                    
                                                                    
gi|241 GFPFRYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (26-44:32-50) 
 
                    10        20        30        40        50      
AAD-12      SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKASILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
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          60        70        80                                    
AAD-12 DALDEATRALVHQRSARHSLVYSQS                                    
                                                                    
gi|132 GSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKF 
              70        80        90       100       110       120  
 
>>gi|167472849|gb|ABZ81046.1| pollen allergen Que a 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 30.0% identity (70.0% similar) in 20 aa overlap (25-44:31-50) 
 
                     10        20        30        40        50     
AAD-12       SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :. :.:.. . ::           
gi|167 MGVFTYESEDASVIPPARLFKAFVLDSDNLIPKVVPQALKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQS                                   
                                                                    
gi|167 EGSHLKHAKHRIDVIDPENFTYSFSVIEGDALFDKLENVSTETKIVASPDGGSIVKSTSK 
               70        80        90       100       110       120 
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (26-44:32-50) 
 
                    10        20        30        40        50      
AAD-12      SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          60        70        80                                    
AAD-12 DALDEATRALVHQRSARHSLVYSQS                                    
                                                                    
gi|132 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (26-44:32-50) 
 
                    10        20        30        40        50      
AAD-12      SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPG 
              10        20        30        40        50        60  
 
          60        70        80                                    
AAD-12 DALDEATRALVHQRSARHSLVYSQS                                    
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (26-44:32-50) 
 
                    10        20        30        40        50      
AAD-12      SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          60        70        80                                    
AAD-12 DALDEATRALVHQRSARHSLVYSQS                                    
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
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>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (26-44:32-50) 
 
                    10        20        30        40        50      
AAD-12      SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          60        70        80                                    
AAD-12 DALDEATRALVHQRSARHSLVYSQS                                    
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (26-44:32-50) 
 
                    10        20        30        40        50      
AAD-12      SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          60        70        80                                    
AAD-12 DALDEATRALVHQRSARHSLVYSQS                                    
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 67.8  bits: 14.8 E():   83 
Smith-Waterman score: 28; 44.4% identity (66.7% similar) in 9 aa overlap (10-18:12-20) 
 
                 10        20        30        40        50         
AAD-12   SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
                  .: :: . :                                         
gi|463 DFVDAHNAARAQVGVGPVHWT                                        
               10        20                                         
 
>>gi|11127680|gb|AAG31026.1|AF205189_1 subtilisin precur  (374 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 67.8  bits: 19.0 E():   83 
Smith-Waterman score: 45; 29.2% identity (56.2% similar) in 48 aa overlap (1-46:213-260) 
 
                                               10        20         
AAD-12                               SPAEW--DDMMKVIVGNMAWHADSTYMPVM 
                                     :  ::   . : ::  ...  . :: :    
gi|111 TGVLGVAPSVSLYAVKVLNSSGSGSYSGIVSGIEWATTNGMDVINMSLGGASGSTAMKQA 
            190       200       210       220       230       240   
 
       30        40        50        60        70        80         
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS         
       ...:  .. :: :..: .                                           
gi|111 VDNAYAKGVVVVAAAGNSGSSGNTNTIGYPAKYDSVIAVGAVDSNSNRASFSSVGAELEV 
            250       260       270       280       290       300   
 
>>gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 17.8 E():   84 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (25-44:31-50) 
 
                     10        20        30        40        50     
AAD-12       SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQS                                   
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gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGFVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 43; 47.6% identity (71.4% similar) in 21 aa overlap (27-47:8-24) 
 
               10        20        30        40        50        60 
AAD-12 SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                 .:. :::..: :   ::: .:              
gi|286                    MGSLANNIMVVGAVLAALV---VGG-SCGPPKVPPGPNITT 
                                  10           20         30        
 
               70        80                                         
AAD-12 ATRALVHQRSARHSLVYSQS                                         
                                                                    
gi|286 NYNGKWLTARATWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSC 
        40        50        60        70        80        90        
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 67.6  bits: 19.5 E():   85 
Smith-Waterman score: 47; 34.0% identity (56.6% similar) in 53 aa overlap (11-62:310-352) 
 
                                   10        20         30          
AAD-12                     SPAEWDDMMKVIVGNMAWHADS-TYMPVMAQGAVFSAEVV 
                                     : .::   .::. .: :. :. :.       
gi|289 SVANMSLGGGKSKTLEDAVNAGVEAGLHFAVAAGND--NADACNYSPAAAEKAI------ 
     280       290       300       310         320       330        
 
      40        50        60        70        80                    
AAD-12 PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS                    
        .::. : .:: :: ..   : :                                      
gi|289 -TVGAST-LADERAYFSNYGECTDIFAPGLNILSTWIGSNYATNIISGTSMASPHIAGLL 
               340       350       360       370       380          
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.4  bits: 17.5 E():   87 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (33-42:57-66) 
 
             10        20        30        40        50        60   
AAD-12 AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .::  .::::                     
gi|291 ATAGGSLLVPSGLILAGTVIALTLATPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAA 
         30        40        50        60        70        80       
 
             70        80                                     
AAD-12 RALVHQRSARHSLVYSQS                                     
                                                              
gi|291 VTVLSWIYRYVTGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVTGSQGS 
         90       100       110       120       130       140 
 
>>gi|320545|pir||A45786 major pollen allergen Bet v I -   (51 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 67.4  bits: 16.0 E():   88 
Smith-Waterman score: 39; 27.9% identity (51.2% similar) in 43 aa overlap (2-44:14-49) 
 
                           10        20        30        40         
AAD-12             SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF 
                    :: :  . : .. .    .:. . : .:  :  :.: .   ::     
gi|320 GVFNYEAETTSVIPAAW--LWKXFILD----GDNLF-PKVAPQAXTSVENIYERGGWG   
               10          20            30         40        50    
 
       50        60        70        80 
AAD-12 ADMRAAYDALDEATRALVHQRSARHSLVYSQS 
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.4  bits: 17.7 E():   88 
Smith-Waterman score: 40; 23.4% identity (55.8% similar) in 77 aa overlap (2-75:76-149) 
 
                                            10         20        30 
AAD-12                              SPAEWDDMMKVIVGN-MAWHADSTYMPVMAQ 
                                     :.  .: . .  :.  .:  .:::. : .. 
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gi|212 YTLDENGVIQVTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETW--SSTYFMVGTD 
          50        60        70        80        90         100    
 
                 40        50        60        70        80         
AAD-12 GAVFS--AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS         
         ..:  :  .    .:  .  . .   ..:.::.: :..  : ..:              
gi|212 YQTYSIVAGCLDNDYSRHLYW-IASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYC 
           110       120        130       140       150       160   
 
gi|212 VQYKS 
             
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.1  bits: 17.5 E():   91 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (33-42:62-71) 
 
             10        20        30        40        50        60   
AAD-12 AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .::  .::::                     
gi|753 VTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAA 
              40        50        60        70        80        90  
 
             70        80                                     
AAD-12 RALVHQRSARHSLVYSQS                                     
                                                              
gi|753 LSVLSWIYRYLTGKHPPGADQLESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
             100       110       120       130       140      
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.1  bits: 17.5 E():   91 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (33-42:62-71) 
 
             10        20        30        40        50        60   
AAD-12 AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .::  .::::                     
gi|198 VTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAA 
              40        50        60        70        80        90  
 
             70        80                                     
AAD-12 RALVHQRSARHSLVYSQS                                     
                                                              
gi|198 LSVLSWIYRYLTGKHPPGADQLESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
             100       110       120       130       140      
 
>>gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Allerg  (27 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 66.9  bits: 15.0 E():   93 
Smith-Waterman score: 29; 22.7% identity (54.5% similar) in 22 aa overlap (47-68:6-27) 
 
         20        30        40        50        60        70       
AAD-12 AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV 
                                     :    . .:. :.  ..  :.:         
gi|391                          SFREQCVPGREITYECLNACAEYAVRQ         
                                        10        20                
 
         80 
AAD-12 YSQS 
 
>>gi|18639|emb|CAA33217.1| glycinin subunit G3 [Glycine   (481 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.9  bits: 19.2 E():   93 
Smith-Waterman score: 46; 30.4% identity (56.5% similar) in 23 aa overlap (7-29:137-159) 
 
                                       10        20        30       
AAD-12                         SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     :.. : .:   :  ..   ::.:        
gi|186 CPSTFEEPQQKGQSSRPQDRHQKIYHFREGDLIAVPTGFAYWMYNNEDTPVVAVSLIDTN 
        110       120       130       140       150       160       
 
         40        50        60        70        80                 
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS                 
                                                                    
gi|186 SFQNQLDQMPRRFYLAGNQEQEFLQYQPQKQQGGTQSQKGKRQQEEENEGGSILSGFAPE 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 3081



 

 

        170       180       190       200       210       220       
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.8  bits: 19.2 E():   94 
Smith-Waterman score: 46; 30.4% identity (56.5% similar) in 23 aa overlap (7-29:137-159) 
 
                                       10        20        30       
AAD-12                         SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     :.. : .:   :  ..   ::.:        
gi|186 TYQEPQESQQRGRSQRPQDRHQKVHRFREGDLIAVPTGVAWWMYNNEDTPVVAVSIIDTN 
        110       120       130       140       150       160       
 
         40        50        60        70        80                 
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS                 
                                                                    
gi|186 SLENQLDQMPRRFYLAGNQEQEFLKYQQQQQGGSQSQKGKQQEEENEGSNILSGFAPEFL 
        170       180       190       200       210       220       
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.8  bits: 19.2 E():   94 
Smith-Waterman score: 46; 30.4% identity (56.5% similar) in 23 aa overlap (7-29:137-159) 
 
                                       10        20        30       
AAD-12                         SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     :.. : .:   :  ..   ::.:        
gi|186 TYQEPQESQQRGRSQRPQDRHQKVHRFREGDLIAVPTGVAWWMYNNEDTPVVAVSIIDTN 
        110       120       130       140       150       160       
 
         40        50        60        70        80                 
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS                 
                                                                    
gi|186 SLENQLDQMPRRFYLAGNQEQEFLKYQQQQQGGSQSQKGKQQEEENEGSNILSGFAPEFL 
        170       180       190       200       210       220       
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 39; 57.1% identity (85.7% similar) in 7 aa overlap (4-10:123-129) 
 
                                          10        20        30    
AAD-12                            SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 
                                     .:.: ::                        
gi|121 LASSHKARGIEKAQFEEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ  
            100       110       120       130       140       150   
 
            40        50        60        70        80 
AAD-12 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.6  bits: 19.2 E():   96 
Smith-Waterman score: 46; 30.4% identity (56.5% similar) in 23 aa overlap (7-29:140-162) 
 
                                       10        20        30       
AAD-12                         SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     :.. : .:   :  ..   ::.:        
gi|186 TFEEPQQPQQRGQSSRPQDRHQKIYNSREGDLIAVPTGVAWWMYNNEDTPVVAVSIIDTN 
     110       120       130       140       150       160          
 
         40        50        60        70        80                 
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS                 
                                                                    
gi|186 SLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEENEGGSILSGFTLEFL 
     170       180       190       200       210       220          
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.6  bits: 19.2 E():   96 
Smith-Waterman score: 46; 30.4% identity (56.5% similar) in 23 aa overlap (7-29:140-162) 
 
                                       10        20        30       
AAD-12                         SPAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     :.. : .:   :  ..   ::.:        
gi|186 TFEEPQQPQQRGQSSRPQDRHQKIYNFREGDLIAVPTGVAWWMYNNEDTPVVAVSIIDTN 
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     110       120       130       140       150       160          
 
         40        50        60        70        80                 
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS                 
                                                                    
gi|186 SLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEENEGGSILSGFTLEFL 
     170       180       190       200       210       220          
 
>>gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} [De  (20 aa) 
 initn:  27 init1:  27 opt:  27  Z-score: 66.5  bits: 14.5 E():   97 
Smith-Waterman score: 30; 50.0% identity (64.3% similar) in 14 aa overlap (41-54:1-12) 
 
               20        30        40        50        60        70 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS 
                                     ::::.   ::.  :                 
gi|404                               AVGGQD--ADLAEAPFQISLLK         
                                               10        20         
 
               80 
AAD-12 ARHSLVYSQS 
 
>>gi|47117350|sp||Q7M3Y8_1 [Segment 1 of 6] Tropomyosin   (20 aa) 
 initn:  27 init1:  27 opt:  27  Z-score: 66.5  bits: 14.5 E():   97 
Smith-Waterman score: 27; 25.0% identity (75.0% similar) in 12 aa overlap (49-60:2-13) 
 
       20        30        40        50        60        70         
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
                                     :...  .: ..:                   
gi|471                              AANLENDFDNVNEQLQDALS            
                                            10        20            
 
       80 
AAD-12 QS 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:45 2011 done: Fri Jan 21 00:02:45 2011 
 Total Scan time:  0.060 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 92  - 171 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     3     0:= 
  22     1     0:=          one = represents 4 library sequences 
  24     1     0:= 
  26     1     0:= 
  28     0     0: 
  30     4     2:* 
  32     7     8:=* 
  34    10    22:===  * 
  36    27    44:=======   * 
  38    42    73:===========       * 
  40    97   102:=========================* 
  42    58   125:===============                * 
  44   113   138:=============================     * 
  46   126   140:================================  * 
  48   123   134:===============================  * 
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  50   196   122:==============================*================== 
  52   103   108:==========================* 
  54   109    92:======================*===== 
  56    72    77:================== * 
  58    53    63:============== * 
  60    50    51:============* 
  62    37    41:==========* 
  64    28    33:======= * 
  66    33    26:======*== 
  68    45    20:====*======= 
  70    39    16:===*====== 
  72    12    12:==* 
  74    26    10:==*==== 
  76    15     8:=*== 
  78    20     6:=*=== 
  80    18     5:=*=== 
  82     3     3:* 
  84     1     3:* 
  86     4     2:* 
  88     4     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     2     1:*         :*= 
  94     1     1:*         :* 
  96     1     1:*         :* 
  98     2     0:=         *== 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.87800.00289; mu= 0.2786 0.151 
 mean_var=30.9680 8.345, 0's: 2 Z-trim: 2  B-trim: 186 in 1/43 
 Lambda= 0.230472 
 Kolmogorov-Smirnov  statistic: 0.1193 (N=29) at  48 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   62 25.1    0.47 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   57 23.5     1.5 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   57 23.4     1.7 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   56 23.1     2.1 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   58 23.4     3.2 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   54 22.4     3.4 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   53 22.1     3.7 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   53 22.1     4.3 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.8       5 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   52 21.8     5.3 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 21.8     5.3 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   52 21.8     5.3 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   52 21.8     5.4 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   55 22.4     6.4 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   50 21.2     6.7 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 18.7     7.3 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 18.7     7.3 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 22.4     7.5 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   49 20.8      10 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   52 21.4      13 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   53 21.7      13 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   51 21.1      15 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 19.9      15 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 20.1      16 
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gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   45 19.6      16 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 20.1      17 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 20.1      17 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   47 20.1      17 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   47 20.1      17 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   47 20.1      17 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   47 20.1      17 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   47 20.1      17 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   47 20.1      17 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   47 20.1      17 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   47 20.1      17 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   47 20.1      17 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   47 20.1      17 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   47 20.1      17 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 20.1      17 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 20.1      17 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.8      19 
gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   48 20.3      19 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   43 19.1      20 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 20.8      20 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   44 19.3      21 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   46 19.8      21 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   51 21.0      21 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   51 21.0      21 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   51 21.0      21 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   51 21.0      21 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   51 21.0      21 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   51 21.0      21 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   46 19.8      21 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 19.8      21 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 19.8      21 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 19.8      21 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 19.8      21 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   46 19.8      21 
gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]    ( 379)   51 21.0      22 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 17.0      23 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.9      25 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   45 19.4      27 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   45 19.4      27 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   45 19.4      27 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   45 19.4      27 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   45 19.4      27 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   45 19.4      27 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   45 19.4      27 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   45 19.4      27 
gi|148887203|emb|CAK50834.1| art v 2 allergen [Art ( 162)   45 19.4      27 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   44 19.2      28 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   43 18.9      29 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 20.6      29 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   43 18.9      30 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   42 18.6      31 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 20.6      32 
gi|14422363|emb|CAC41635.1| plantain pollen major  ( 131)   43 18.9      32 
gi|14422361|emb|CAC41634.1| plantain pollen major  ( 131)   43 18.9      32 
gi|14422359|emb|CAC41633.1| plantain pollen major  ( 131)   43 18.9      32 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   49 20.3      32 
gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum  (  94)   41 18.4      33 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   44 19.1      33 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   44 19.1      34 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   44 19.1      34 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   44 19.1      34 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   44 19.1      34 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   44 19.1      34 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   49 20.3      35 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   49 20.3      35 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   49 20.3      35 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   49 20.3      35 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 20.3      36 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   47 19.8      36 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   47 19.8      36 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   47 19.8      37 
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gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   47 19.8      37 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.8      37 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   47 19.8      39 
gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Glo ( 151)   43 18.8      39 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   43 18.8      40 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   43 18.8      42 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   43 18.8      42 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   43 18.8      42 
gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34  ( 379)   48 20.0      43 
gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vac ( 379)   48 20.0      43 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   48 20.0      44 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 15.3      47 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   42 18.5      47 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 14.5      50 
gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allerge ( 159)   42 18.4      53 
gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allerge ( 159)   42 18.4      53 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   42 18.4      53 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.4      53 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   42 18.4      53 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.4      53 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.4      53 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.4      53 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   42 18.4      53 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.4      53 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   42 18.4      53 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   42 18.4      53 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.4      53 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.4      53 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 18.4      53 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   42 18.4      53 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.4      53 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 18.4      53 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   42 18.4      53 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   42 18.4      53 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 18.4      53 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   42 18.4      53 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   42 18.4      53 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.4      53 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 19.9      53 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   28 15.0      54 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   41 18.2      56 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   39 17.7      57 
gi|4006947|emb|CAA07320.1| pollen allergen Betv1,  ( 120)   40 17.9      57 
gi|4006963|emb|CAA07328.1| pollen allergen Betv1,  ( 120)   40 17.9      57 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   41 18.2      57 
gi|114326420|ref|NP_001041618.1| major allergen I  (  88)   38 17.4      59 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   47 19.6      62 
gi|75139847|sp|Q7M1E8|Q7M1E8_9ROSA Pollen major al (  12)   26 14.4      63 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   41 18.1      64 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   43 18.6      65 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.6      66 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   41 18.1      66 
gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allerge ( 159)   41 18.1      66 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   41 18.1      67 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   41 18.1      67 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   41 18.1      67 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   41 18.1      67 
gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   41 18.1      67 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   41 18.1      67 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   41 18.1      67 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   41 18.1      67 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   41 18.1      67 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   41 18.1      68 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   40 17.8      72 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   41 18.0      76 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   40 17.8      77 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   40 17.8      79 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   40 17.8      79 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   40 17.8      79 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   38 17.3      81 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   38 17.3      81 
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gi|4376222|emb|CAA04829.1| pollen allergen, Betv1  ( 159)   40 17.8      83 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   40 17.8      83 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   40 17.8      83 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   40 17.8      83 
gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula pl ( 160)   40 17.8      83 
gi|4006953|emb|CAA07323.1| pollen allergen Betv1,  ( 160)   40 17.8      83 
gi|1513216|gb|AAC02632.1| cherry-allergen PRUA1 [P ( 160)   40 17.8      83 
gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Be ( 160)   40 17.8      83 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   40 17.8      83 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   40 17.8      83 
gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=M ( 160)   40 17.8      83 
gi|1321728|emb|CAA96547.1| major allergen Bet v 1  ( 160)   40 17.8      83 
gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=M ( 160)   40 17.8      83 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   40 17.8      83 
gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen be ( 160)   40 17.8      83 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   40 17.8      83 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   40 17.8      83 
gi|82492265|gb|ABB78006.1| major allergen Pru p 1  ( 160)   40 17.8      83 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   40 17.8      83 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   40 17.8      83 
gi|4006957|emb|CAA07325.1| pollen allergen Betv1,  ( 160)   40 17.8      83 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   40 17.8      83 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   40 17.8      83 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   40 17.8      83 
gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula pl ( 160)   40 17.8      83 
gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 ( 160)   40 17.8      83 
gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 ( 160)   40 17.8      83 
gi|167472849|gb|ABZ81046.1| pollen allergen Que a  ( 160)   40 17.8      83 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   40 17.8      83 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   40 17.8      83 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   40 17.8      83 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   40 17.8      83 
gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 ( 160)   40 17.8      83 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   40 17.8      83 
gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 ( 161)   40 17.8      84 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   43 18.5      84 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   28 14.8      84 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   47 19.5      85 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   39 17.5      87 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   40 17.7      88 
gi|320545|pir||A45786 major pollen allergen Bet v  (  51)   33 16.0      89 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   39 17.5      92 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   39 17.5      92 
gi|18639|emb|CAA33217.1| glycinin subunit G3 [Glyc ( 481)   46 19.2      93 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   46 19.2      94 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   46 19.2      94 
gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Al (  27)   29 15.0      94 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   46 19.2      96 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   46 19.2      96 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   39 17.5      97 
gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} (  20)   27 14.5      99 
gi|47117350|sp||Q7M3Y8_1 [Segment 1 of 6] Tropomyo (  20)   27 14.5      99 
gi|18536|emb|CAA35691.1| unnamed protein product [ ( 605)   47 19.4   1e 
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 108.4  bits: 25.1 E(): 0.47 
Smith-Waterman score: 62; 26.5% identity (59.2% similar) in 49 aa overlap (21-69:5-52) 
 
               10        20        30        40        50        60 
AAD-12 PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA 
                           :.  :..  ... :. .. :. :. :.: :    . : :. 
gi|189                 MASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPL-EG 
                               10        20        30        40     
 
               70        80                                         
AAD-12 TRALVHQRSARHSLVYSQSK                                         
        :  : :..                                                    
gi|189 CREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRV 
            50        60        70        80        90       100    
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
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 initn:  50 init1:  50 opt:  57  Z-score: 99.4  bits: 23.5 E():  1.5 
Smith-Waterman score: 57; 24.5% identity (59.2% similar) in 49 aa overlap (21-69:5-52) 
 
               10        20        30        40        50        60 
AAD-12 PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA 
                           :.  :..  ... :. .. .. :. :.: :    . : :. 
gi|439                 MASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPL-EG 
                               10        20        30        40     
 
               70        80                                         
AAD-12 TRALVHQRSARHSLVYSQSK                                         
        :  : :..                                                    
gi|439 CREYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWS 
            50        60        70        80        90       100    
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 98.3  bits: 23.4 E():  1.7 
Smith-Waterman score: 57; 41.4% identity (69.0% similar) in 29 aa overlap (15-43:23-50) 
 
                       10        20        30        40        50   
AAD-12         PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: :::.: . ::          
gi|444 MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
             60        70        80                                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSK                                 
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 96.5  bits: 23.1 E():  2.1 
Smith-Waterman score: 56; 40.0% identity (68.0% similar) in 25 aa overlap (19-43:27-50) 
 
                       10        20        30        40        50   
AAD-12         PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. :::.. . ::          
gi|165 MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
             60        70        80                                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSK                                 
                                                                    
gi|165 GEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSILKNTS 
      60        70        80        90       100       110          
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 93.4  bits: 23.4 E():  3.2 
Smith-Waterman score: 58; 26.0% identity (56.0% similar) in 50 aa overlap (16-65:23-71) 
 
                      10        20        30        40        50    
AAD-12        PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                             .. ::. : :. :   .  : ..::.::    .: .   
gi|663 MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGKATTDEQKL 
               10        20        30        40         50          
 
            60        70        80                                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSK                                  
        . .. . .: :                                                 
gi|663 LEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILKLDTDYDVA 
      60        70        80        90       100       110          
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 92.9  bits: 22.4 E():  3.4 
Smith-Waterman score: 54; 37.9% identity (69.0% similar) in 29 aa overlap (15-43:23-50) 
 
                       10        20        30        40        50   
AAD-12         PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: .::.: . ::          
gi|444 MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGVGTIKKISF 
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               10        20         30        40        50          
 
             60        70        80                                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSK                                 
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 92.2  bits: 22.1 E():  3.7 
Smith-Waterman score: 53; 24.5% identity (55.1% similar) in 49 aa overlap (21-69:5-52) 
 
               10        20        30        40        50        60 
AAD-12 PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA 
                           :.  :..   .. :. .. .. :  :.: :    . : :. 
gi|217                 MASKSSISPLLLATVLVSVFAAATATGPYCYAGMGLPINPL-EG 
                               10        20        30        40     
 
               70        80                                         
AAD-12 TRALVHQRSARHSLVYSQSK                                         
        :  : :..                                                    
gi|217 CREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRRSDPNSS 
            50        60        70        80        90       100    
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  53  Z-score: 91.1  bits: 22.1 E():  4.3 
Smith-Waterman score: 53; 22.4% identity (55.2% similar) in 58 aa overlap (24-75:31-87) 
 
                      10        20        30        40              
AAD-12        PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICF- 
               10        20        30        40        50           
 
       50        60         70        80                            
AAD-12 DMRAAYDALDEATRALVHQR-SARHSLVYSQSK                            
       :  . .. . . .. . .   : :.:..                                 
gi|132 DEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSIS 
      60        70        80        90       100       110          
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 89.9  bits: 21.8 E():    5 
Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (54-77:29-52) 
 
            30        40        50        60        70        80    
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK    
                                     : : :::  : .  ..: .: .::       
gi|144   KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLS 
                 10        20        30        40        50         
 
gi|144 DSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAG 
       60        70        80        90       100       110         
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 89.4  bits: 21.8 E():  5.3 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (19-43:27-50) 
 
                       10        20        30        40        50   
AAD-12         PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|131 MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
             60        70        80                                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSK                                 
                                                                    
gi|131 GEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 89.4  bits: 21.8 E():  5.3 
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Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (19-43:27-50) 
 
                       10        20        30        40        50   
AAD-12         PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|602 MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
             60        70        80                                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSK                                 
                                                                    
gi|602 GEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 89.4  bits: 21.8 E():  5.3 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (19-43:27-50) 
 
                       10        20        30        40        50   
AAD-12         PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|279 MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
             60        70        80                                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSK                                 
                                                                    
gi|279 GEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 89.3  bits: 21.8 E():  5.4 
Smith-Waterman score: 52; 37.9% identity (69.0% similar) in 29 aa overlap (15-43:23-50) 
 
                       10        20        30        40        50   
AAD-12         PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: .::.: . ::          
gi|444 MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
             60        70        80                                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSK                                 
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 88.1  bits: 22.4 E():  6.4 
Smith-Waterman score: 55; 25.5% identity (55.3% similar) in 47 aa overlap (10-55:16-62) 
 
                     10         20        30        40        50    
AAD-12       PAEWDDMMKVIVGNMA-WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                      ...:  : . ::. : :. :   .  : .  :.::..   ...   
gi|441 MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLL 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSK                                  
        :                                                           
gi|441 EDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAY 
               70        80        90       100       110       120 
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 87.7  bits: 21.2 E():  6.7 
Smith-Waterman score: 50; 28.1% identity (59.4% similar) in 32 aa overlap (10-41:11-42) 
 
                10        20        30        40        50          
AAD-12  PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                 ::.. .:: ...   :. : :    ..::  .                   
gi|249 MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQDIMPCLHFVKGEEKEPSKEC 
               10        20        30        40        50        60 
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      60        70        80                                        
AAD-12 ATRALVHQRSARHSLVYSQSK                                        
                                                                    
gi|249 CSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVAEVPKKCDIKTTLPPITADFD 
               70        80        90       100       110       120 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 87.0  bits: 18.7 E():  7.3 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (17-23:19-25) 
 
                 10        20        30        40        50         
AAD-12   PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                         :.::..:                                    
gi|320 YTTEGGKKVEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 87.0  bits: 18.7 E():  7.3 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (17-23:19-25) 
 
                 10        20        30        40        50         
AAD-12   PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                         :.::..:                                    
gi|320 YTTEGGTKAEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 86.8  bits: 22.4 E():  7.5 
Smith-Waterman score: 55; 30.6% identity (58.3% similar) in 36 aa overlap (2-37:155-190) 
 
                                            10        20        30  
AAD-12                              PAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :   . ..::.:..  :: .     .  :: 
gi|249 QLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA 
          130       140       150       160       170       180     
 
              40        50        60        70        80            
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK            
       . .:::                                                       
gi|249 IPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTL 
          190       200       210       220       230       240     
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 84.4  bits: 20.8 E():   10 
Smith-Waterman score: 49; 35.7% identity (52.4% similar) in 42 aa overlap (31-61:37-78) 
 
               10        20        30        40              50     
AAD-12 PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR------TCFADMRAAY 
                                     :. : :.: . ::       :   : ...: 
gi|145 EEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSY 
         10        20        30        40        50        60       
 
                60        70        80                              
AAD-12 -----DALDEATRALVHQRSARHSLVYSQSK                              
            ::.::::                                                 
gi|145 VLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAP 
         70        80        90       100       110       120       
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.6  bits: 21.4 E():   13 
Smith-Waterman score: 52; 20.8% identity (58.3% similar) in 48 aa overlap (21-68:72-119) 
 
                         10        20        30        40        50 
AAD-12           PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:...:   :: .  :..  .. :... 
gi|170 QSFSQQPPFSQQQQQPLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQ 
              50        60        70        80        90       100  
 
               60        70        80                               
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSK                               
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       .      ..  . ::.:.                                           
gi|170 QQLVLPPQQQQQQLVQQQIPIVQPSVLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSS 
             110       120       130       140       150       160  
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 82.4  bits: 21.7 E():   13 
Smith-Waterman score: 53; 21.5% identity (55.4% similar) in 65 aa overlap (16-77:37-100) 
 
                              10        20        30        40      
AAD-12                PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|682 EAVLLGILLYIPIVLSDDRAPIPANSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQAK 
         10        20        30         40        50        60      
 
             50        60        70        80                       
AAD-12 CF---ADMRAAYDALDEATRALVHQRSARHSLVYSQSK                       
        .   .:  . . ...:: ...  . . :  : .:                          
gi|682 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSFSPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
gi|682 NMPILVFGGTAAEYGTVDSATLIVESNYFSAVNLKIVNSAPRPDGKRVGAQAAALRISGD 
         130       140       150       160       170       180      
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 81.4  bits: 21.1 E():   15 
Smith-Waterman score: 51; 22.6% identity (64.5% similar) in 31 aa overlap (21-51:66-96) 
 
                         10        20        30        40        50 
AAD-12           PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:.. ::  :  .. :..  .. :... 
gi|219 QPLPPQQTFPQQPPFSQQQQQQPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQ 
          40        50        60        70        80        90      
 
               60        70        80                               
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSK                               
       .                                                            
gi|219 QQLILPPQQQQQLPQQQISIVQPSVLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSC 
         100       110       120       130       140       150      
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 81.3  bits: 19.9 E():   15 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (25-40:66-81) 
 
                     10        20        30        40        50     
AAD-12       PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
           60        70        80   
AAD-12 DALDEATRALVHQRSARHSLVYSQSK   
                                    
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS 
         100       110       120    
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.8  bits: 20.1 E():   16 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (50-66:14-30) 
 
      20        30        40        50        60        70          
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     .: :.: .:.  .. .:              
gi|219                  MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQ 
                                10        20        30        40    
 
      80                                                            
AAD-12 K                                                            
                                                                    
gi|219 TFEENDLQQLIIEIDADGSGELEFDEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNG 
            50        60        70        80        90       100    
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>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 80.8  bits: 19.6 E():   16 
Smith-Waterman score: 45; 25.5% identity (58.8% similar) in 51 aa overlap (20-67:13-61) 
 
               10        20        30         40          50        
AAD-12 PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV-PAVG--GRTCFADMRAAYDAL 
                          :..   : : :. :. ..    ::  :..  :: . ... : 
gi|207        MSITDIVSEKDIDAALESVKAAGS-FNYKIFFQKVGLAGKSA-ADAKKVFEIL 
                      10        20         30        40         50  
 
        60        70        80                                    
AAD-12 DEATRALVHQRSARHSLVYSQSK                                    
       :.   ....:                                                 
gi|207 DRDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
              60        70        80        90       100          
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.5  bits: 20.1 E():   17 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (38-54:141-157) 
 
        10        20        30        40        50        60        
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
        70        80 
AAD-12 RSARHSLVYSQSK 
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.5  bits: 20.1 E():   17 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (38-54:141-157) 
 
        10        20        30        40        50        60        
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
        70        80 
AAD-12 RSARHSLVYSQSK 
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.4  bits: 20.1 E():   17 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (19-43:27-50) 
 
                       10        20        30        40        50   
AAD-12         PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
             60        70        80                                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSK                                 
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.4  bits: 20.1 E():   17 
Smith-Waterman score: 47; 40.0% identity (68.0% similar) in 25 aa overlap (19-43:27-50) 
 
                       10        20        30        40        50   
AAD-12         PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :.:.. . ::          
gi|602 MGVFTYEFEFTSVIPPARLYNAFVLDADNL-IPKIAPQAVKSTEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
             60        70        80                                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSK                                 
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gi|602 GEGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.4  bits: 20.1 E():   17 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (19-43:27-50) 
 
                       10        20        30        40        50   
AAD-12         PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
             60        70        80                                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSK                                 
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 80.4  bits: 20.1 E():   17 
Smith-Waterman score: 47; 23.7% identity (54.2% similar) in 59 aa overlap (19-66:27-84) 
 
                       10        20        30        40             
AAD-12         PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCF 
                                 ::.  .: .:  :.  ::.. . ::     .  : 
gi|304 MGLYTFENEFTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
              50        60        70        80                      
AAD-12 AD------MRAAYDALDEATRALVHQRSARHSLVYSQSK                      
       ..      ..   :..:::. . ..                                    
gi|304 GEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.4  bits: 20.1 E():   17 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (19-43:27-50) 
 
                       10        20        30        40        50   
AAD-12         PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|165 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
             60        70        80                                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSK                                 
                                                                    
gi|165 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.4  bits: 20.1 E():   17 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (19-43:27-50) 
 
                       10        20        30        40        50   
AAD-12         PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|886 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
             60        70        80                                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSK                                 
                                                                    
gi|886 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIKSISH 
      60        70        80        90       100       110          
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.4  bits: 20.1 E():   17 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (19-43:27-50) 
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                       10        20        30        40        50   
AAD-12         PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|134 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
             60        70        80                                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSK                                 
                                                                    
gi|134 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.4  bits: 20.1 E():   17 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (19-43:27-50) 
 
                       10        20        30        40        50   
AAD-12         PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
             60        70        80                                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSK                                 
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.4  bits: 20.1 E():   17 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (19-43:27-50) 
 
                       10        20        30        40        50   
AAD-12         PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEYTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
             60        70        80                                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSK                                 
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.4  bits: 20.1 E():   17 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (19-43:27-50) 
 
                       10        20        30        40        50   
AAD-12         PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|753 MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
             60        70        80                                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSK                                 
                                                                    
gi|753 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.4  bits: 20.1 E():   17 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (19-43:27-50) 
 
                       10        20        30        40        50   
AAD-12         PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
             60        70        80                                 
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AAD-12 AYDALDEATRALVHQRSARHSLVYSQSK                                 
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.3  bits: 20.1 E():   17 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (38-54:144-160) 
 
        10        20        30        40        50        60        
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
        70        80 
AAD-12 RSARHSLVYSQSK 
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.3  bits: 20.1 E():   17 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (38-54:144-160) 
 
        10        20        30        40        50        60        
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
        70        80 
AAD-12 RSARHSLVYSQSK 
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 79.4  bits: 19.8 E():   19 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (50-67:126-143) 
 
      20        30        40        50        60        70          
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . ::..::: :..: ...             
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG         
         100       110       120       130       140                
 
      80 
AAD-12 K 
 
>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.4  bits: 20.3 E():   19 
Smith-Waterman score: 48; 33.3% identity (59.3% similar) in 27 aa overlap (21-47:17-43) 
 
               10        20        30        40        50        60 
AAD-12 PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA 
                           :.:.:  .   ::..:  :  .: : .              
gi|510     MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLPVIRGKGGGIE 
                   10        20        30        40        50       
 
               70        80                                         
AAD-12 TRALVHQRSARHSLVYSQSK                                         
                                                                    
gi|510 FAKTETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHLCTPLSLNSFS 
         60        70        80        90       100       110       
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 79.1  bits: 19.1 E():   20 
Smith-Waterman score: 43; 36.0% identity (56.0% similar) in 25 aa overlap (1-23:41-64) 
 
                                               10        20         
AAD-12                               PAE--WDDMMKVIVGNMAWHADSTYMPVMA 
                                     ::.  :: .  : .   .: ::. :      
gi|323 ICCSQYGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKPYSWRYG 
               20        30        40         50        60          
 
       30        40        50        60        70        80 
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AAD-12 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK 
                                                            
gi|323 WTAFCGPAGPRCLRTNAAVTVR                               
      70        80        90                                
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 79.0  bits: 20.8 E():   20 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (17-34:66-83) 
 
                             10        20        30        40       
AAD-12               PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
         50        60        70        80                           
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSK                           
                                                                    
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 78.8  bits: 19.3 E():   21 
Smith-Waterman score: 44; 32.4% identity (56.8% similar) in 37 aa overlap (24-60:65-101) 
 
                      10        20        30        40        50    
AAD-12        PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .:  ..::. ::  . :.:: :  :   :  
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
            60        70        80 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSK 
        .  .:.                     
gi|117 EEEKEESDDDMGFGLFD           
          100       110            
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.6  bits: 19.8 E():   21 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (19-43:27-50) 
 
                       10        20        30        40        50   
AAD-12         PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
             60        70        80                                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSK                                 
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIKTTSK 
      60        70        80        90       100       110          
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.6  bits: 21.0 E():   21 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (8-45:270-307) 
 
                                      10        20        30        
AAD-12                        PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
        40        50        60        70        80                  
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK                  
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.6  bits: 21.0 E():   21 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 3097



 

 

Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (8-45:270-307) 
 
                                      10        20        30        
AAD-12                        PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|270 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
        40        50        60        70        80                  
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK                  
       .  : : :                                                     
gi|270 IQHVKGGTPKRPDRAIETYLFAMFDENQKQPEVEKHFGLFFPDKRPKYNLNFSAKKNWDI 
     300       310       320       330       340       350          
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.6  bits: 21.0 E():   21 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (8-45:270-307) 
 
                                      10        20        30        
AAD-12                        PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|118 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
        40        50        60        70        80                  
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK                  
       .  : : :                                                     
gi|118 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.6  bits: 21.0 E():   21 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (8-45:270-307) 
 
                                      10        20        30        
AAD-12                        PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
        40        50        60        70        80                  
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK                  
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.6  bits: 21.0 E():   21 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (8-45:270-307) 
 
                                      10        20        30        
AAD-12                        PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|327 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
        40        50        60        70        80                  
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK                  
       .  : : :                                                     
gi|327 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.6  bits: 21.0 E():   21 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (8-45:270-307) 
 
                                      10        20        30        
AAD-12                        PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
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        40        50        60        70        80                  
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK                  
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFATFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.6  bits: 19.8 E():   21 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (19-43:27-50) 
 
                       10        20        30        40        50   
AAD-12         PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
             60        70        80                                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSK                                 
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.6  bits: 19.8 E():   21 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (22-43:29-50) 
 
                      10        20        30        40        50    
AAD-12        PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSK                                  
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.6  bits: 19.8 E():   21 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (22-43:29-50) 
 
                      10        20        30        40        50    
AAD-12        PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSK                                  
                                                                    
gi|400 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.6  bits: 19.8 E():   21 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (22-43:29-50) 
 
                      10        20        30        40        50    
AAD-12        PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSK                                  
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
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>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.6  bits: 19.8 E():   21 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (22-43:29-50) 
 
                      10        20        30        40        50    
AAD-12        PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSK                                  
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.6  bits: 19.8 E():   21 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (19-43:27-50) 
 
                       10        20        30        40        50   
AAD-12         PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|880 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
             60        70        80                                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSK                                 
                                                                    
gi|880 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVIKTTS 
      60        70        80        90       100       110          
 
>>gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine max]         (379 aa) 
 initn:  39 init1:  39 opt:  51  Z-score: 78.4  bits: 21.0 E():   22 
Smith-Waterman score: 51; 21.3% identity (62.3% similar) in 61 aa overlap (1-60:136-194) 
 
                                             10        20           
AAD-12                               PAEWDDMMKVIVGNMAWHAD-STYMPVMAQ 
                                     :: ::   : .. .. ...  ..     :  
gi|309 KYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQVKYQGGCGSGWAFSAT 
         110       120       130       140       150       160      
 
      30        40        50        60        70        80          
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK          
       ::. .:... :.:  . ..... . : ..:.                              
gi|309 GAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGCYNGWHYQSFEWVLEHGGIATDDDYPY 
         170        180        190       200       210       220    
 
gi|309 RAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAILEQPISVSIDAKDFHLY 
           230       240       250       260       270       280    
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 78.0  bits: 17.0 E():   23 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (17-23:19-25) 
 
                 10        20        30        40        50         
AAD-12   PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                         :..:..:                                    
gi|320 YTTEGGTKAEAEDVIPEGWKVDTSYE                                   
               10        20                                         
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 77.2  bits: 19.9 E():   25 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (47-68:74-98) 
 
         20        30        40        50           60        70    
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---DEATRALVHQRSARHS 
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
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            80                                                      
AAD-12 LVYSQSK                                                      
                                                                    
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.8  bits: 19.4 E():   27 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (19-43:27-50) 
 
                       10        20        30        40        50   
AAD-12         PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
             60        70        80                                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSK                                 
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.8  bits: 19.4 E():   27 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (19-43:27-50) 
 
                       10        20        30        40        50   
AAD-12         PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|753 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTTKKITF 
               10        20        30         40        50          
 
             60        70        80                                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSK                                 
                                                                    
gi|753 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.8  bits: 19.4 E():   27 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (19-43:27-50) 
 
                       10        20        30        40        50   
AAD-12         PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|425 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
             60        70        80                                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSK                                 
                                                                    
gi|425 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 76.8  bits: 19.4 E():   27 
Smith-Waterman score: 45; 27.0% identity (64.9% similar) in 37 aa overlap (30-66:49-84) 
 
                10        20        30        40        50          
AAD-12  PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|144 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
      60        70        80                                        
AAD-12 ATRALVHQRSARHSLVYSQSK                                        
       :  : ..                                                      
gi|144 AGLAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEAT 
        80        90       100       110       120       130        
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
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 initn:  44 init1:  44 opt:  45  Z-score: 76.8  bits: 19.4 E():   27 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (19-43:27-50) 
 
                       10        20        30        40        50   
AAD-12         PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
             60        70        80                                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSK                                 
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.8  bits: 19.4 E():   27 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (19-43:27-50) 
 
                       10        20        30        40        50   
AAD-12         PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
             60        70        80                                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSK                                 
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.8  bits: 19.4 E():   27 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (19-43:27-50) 
 
                       10        20        30        40        50   
AAD-12         PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
             60        70        80                                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSK                                 
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.8  bits: 19.4 E():   27 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (19-43:27-50) 
 
                       10        20        30        40        50   
AAD-12         PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|901 MGGYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
             60        70        80                                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSK                                 
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|148887203|emb|CAK50834.1| art v 2 allergen [Artemis  (162 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 76.6  bits: 19.4 E():   27 
Smith-Waterman score: 45; 32.6% identity (44.2% similar) in 43 aa overlap (1-32:52-90) 
 
                                             10                     
AAD-12                               PAEWDDMMKVIVGNMAW-----------HA 
                                     :  ::.. ::    .::           :. 
gi|148 HAHETYGEPGNTPDDYVHAHNCIRRVLGMKPLCWDEIGKVA---QAWAETRTPDCSLIHS 
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              30        40        50        60           70         
 
      20        30        40        50        60        70          
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
       :      :::::.                                                
gi|148 DRCG-ENMAQGAINGSMAVQLWLDERLDYDYNENKCIKMCGHYTQIVWANSERVGCGRAL 
       80         90       100       110       120       130        
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.5  bits: 19.2 E():   28 
Smith-Waterman score: 44; 16.0% identity (72.0% similar) in 25 aa overlap (7-31:12-36) 
 
                    10        20        30        40        50      
AAD-12      PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
                  .. .... ..: ....  :. : :.                         
gi|249 MRTVSARSSVALVVIVAAVLVWTSSASVAPAPAPGSEETCGTVVGALMPCLPFVQGKEKE 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 ALDEATRALVHQRSARHSLVYSQSK                                    
                                                                    
gi|249 PSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDSKLPP 
               70        80        90       100       110       120 
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 76.2  bits: 18.9 E():   29 
Smith-Waterman score: 43; 26.0% identity (52.0% similar) in 50 aa overlap (26-75:30-79) 
 
                   10        20        30        40        50       
AAD-12     PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                                    .  .:.. :.:   .   : :   . :.    
gi|253 TGPYCYAGMGLPINPLEGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHC 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 LDEATRALVHQRSARHSLVYSQSK                                     
         ::.: .. .::  .: :                                          
gi|253 RCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNAPYCLGLDI 
               70        80        90       100       110       120 
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.2  bits: 20.6 E():   29 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (17-34:56-73) 
 
                             10        20        30        40       
AAD-12               PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
         50        60        70        80                           
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSK                           
                                                                    
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 75.9  bits: 18.9 E():   30 
Smith-Waterman score: 43; 23.5% identity (51.0% similar) in 51 aa overlap (13-63:25-74) 
 
                           10        20        30        40         
AAD-12             PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                               :  : . . ...   :::.  :: .:  . .   :  
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLP-FQ 
               10        20        30        40        50           
 
       50        60        70        80                             
AAD-12 DMRAAYDALDEATRALVHQRSARHSLVYSQSK                             
       ...   :..:    :                                              
gi|217 EIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRL 
      60        70        80        90       100       110          
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>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.6  bits: 18.6 E():   31 
Smith-Waterman score: 42; 25.7% identity (60.0% similar) in 35 aa overlap (29-63:4-38) 
 
               10        20        30        40        50        60 
AAD-12 PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA 
                                   .:.. .:.:. :. :     : .: . :   : 
gi|777                          MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLA 
                                        10        20        30      
 
               70        80                                         
AAD-12 TRALVHQRSARHSLVYSQSK                                         
       ...                                                          
gi|777 AKSADDIKKAFAIIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGK 
          40        50        60        70        80        90      
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.4  bits: 20.6 E():   32 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (17-34:56-73) 
 
                             10        20        30        40       
AAD-12               PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
         50        60        70        80                           
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSK                           
                                                                    
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|14422363|emb|CAC41635.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.3  bits: 18.9 E():   32 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (20-37:85-102) 
 
                          10        20        30        40          
AAD-12            PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSGRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
      50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSK 
                                       
gi|144 RHVKPLSFRAKTDAPGC               
          120       130                
 
>>gi|14422361|emb|CAC41634.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.3  bits: 18.9 E():   32 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (20-37:85-102) 
 
                          10        20        30        40          
AAD-12            PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
      50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSK 
                                       
gi|144 RHVKPLSFRAKTDAPGC               
          120       130                
 
>>gi|14422359|emb|CAC41633.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.3  bits: 18.9 E():   32 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (20-37:85-102) 
 
                          10        20        30        40          
AAD-12            PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
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                                     : . .: .:.:.. ...:             
gi|144 GETDQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
      50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSK 
                                       
gi|144 RHVKPLSFRAKTDAPGC               
          120       130                
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 75.3  bits: 20.3 E():   32 
Smith-Waterman score: 49; 20.3% identity (55.9% similar) in 59 aa overlap (16-71:37-94) 
 
                              10        20        30        40      
AAD-12                PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|269 EAVLLGILLYIPIVLSDDRAPIPSNSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQTK 
         10        20        30         40        50        60      
 
             50        60        70        80                       
AAD-12 CF---ADMRAAYDALDEATRALVHQRSARHSLVYSQSK                       
        .   .:  . . ...:: ...  . . :                                
gi|269 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSLAPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
>>gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum aest  (94 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 75.2  bits: 18.4 E():   33 
Smith-Waterman score: 41; 27.3% identity (48.5% similar) in 33 aa overlap (7-39:17-49) 
 
                         10        20        30        40        50 
AAD-12           PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                       :.:  .  . : :.    :  :  ::..   .:            
gi|668 IAVAVSADECEGDRRAMIKECAKYQQWPANPKLDPSDACCAVWQKANIPCLCAGVTKEKE 
               10        20        30        40        50        60 
 
               60        70        80     
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSK     
                                          
gi|668 KIYCMEKVAYVANFCKKPFPHGYKCGSYTFPPLA 
               70        80        90     
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.0  bits: 19.1 E():   33 
Smith-Waterman score: 44; 36.4% identity (63.6% similar) in 22 aa overlap (22-43:28-49) 
 
                     10        20        30        40        50     
AAD-12       PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                  : .: .:  :. :.: . . ::            
gi|115 GVFNYETETTSVIPAARLFKAFILDGDTLFPQVAPQAISSVENISGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSK                                   
                                                                    
gi|115 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.0  bits: 19.1 E():   34 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (24-43:31-50) 
 
                      10        20        30        40        50    
AAD-12        PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|132 MGVFNYETESTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSK                                  
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gi|132 EGSPFKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.0  bits: 19.1 E():   34 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (24-43:31-50) 
 
                      10        20        30        40        50    
AAD-12        PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|584 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSK                                  
                                                                    
gi|584 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.0  bits: 19.1 E():   34 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (24-43:31-50) 
 
                      10        20        30        40        50    
AAD-12        PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSK                                  
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.0  bits: 19.1 E():   34 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (24-43:31-50) 
 
                      10        20        30        40        50    
AAD-12        PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSK                                  
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.9  bits: 19.1 E():   34 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (24-43:31-50) 
 
                      10        20        30        40        50    
AAD-12        PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSK                                  
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 74.8  bits: 20.3 E():   35 
Smith-Waterman score: 49; 33.3% identity (64.3% similar) in 42 aa overlap (15-53:244-284) 
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                               10          20         30        40  
AAD-12                 PAEWDDMMKVIVGNMAW--HADSTYMP-VMAQGAVFSAEVVPAV 
                                     :.:  ..... .: :. .  . :.: :  : 
gi|585 GYYAYPYCYNLTPNQPSAQCEATTMQENDKMSWLFESEDVLLPSVYLRWNLTSGERVGLV 
           220       230       240       250       260       270    
 
              50        60        70        80                      
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK                      
       :::.  : .: :                                                 
gi|585 GGRVKEA-LRIARQMTTSRKKVLPYYWYKYQDRRDTDLSRADLEATLRKITDLGADGFII 
           280        290       300       310       320       330   
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.6  bits: 20.3 E():   35 
Smith-Waterman score: 49; 21.0% identity (56.5% similar) in 62 aa overlap (2-63:276-337) 
 
                                            10        20        30  
AAD-12                              PAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :.:  .  ... ..  .: :.::  .  .. 
gi|169 KSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMTNAASSYMTDYYIST 
         250       260       270       280       290       300      
 
              40        50        60        70        80            
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK            
       ::.:.       :.    . ..   .:.:..:                             
gi|169 VFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLKKPVSKDSPETYEEA 
         310       320       330       340       350       360      
 
gi|169 LKRFAKLLSDRKKLRANKASY 
         370       380       
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.6  bits: 20.3 E():   35 
Smith-Waterman score: 49; 21.0% identity (56.5% similar) in 62 aa overlap (2-63:276-337) 
 
                                            10        20        30  
AAD-12                              PAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :.:  .  ... ..  .: :.::  .  .. 
gi|215 KSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMTNAASSYMTDYYIST 
         250       260       270       280       290       300      
 
              40        50        60        70        80            
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK            
       ::.:.       :.    . ..   .:.:..:                             
gi|215 VFQARHSQNNYLRVQENALNGTTTEMDDASEANMELLVQVGETLLKKPVSKDSPETYEEA 
         310       320       330       340       350       360      
 
gi|215 LKRFAKLLSDRKKLRANKASH 
         370       380       
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.6  bits: 20.3 E():   35 
Smith-Waterman score: 49; 21.0% identity (56.5% similar) in 62 aa overlap (2-63:276-337) 
 
                                            10        20        30  
AAD-12                              PAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :.:  .  ... ..  .: :.::  .  .. 
gi|215 KSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMTNAASSYMTDYYIST 
         250       260       270       280       290       300      
 
              40        50        60        70        80            
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK            
       ::.:.       :.    . ..   .:.:..:                             
gi|215 VFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLKKPVSKDSPETYEEA 
         310       320       330       340       350       360      
 
gi|215 LKRFAKLLSDRKKLRANKASH 
         370       380       
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 74.5  bits: 20.3 E():   36 
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Smith-Waterman score: 49; 40.0% identity (65.0% similar) in 20 aa overlap (14-33:332-348) 
 
                                10        20        30        40    
AAD-12                  PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
                                     :  :.   .:: :. .::.:           
gi|113 ILSQGNRFLASDIKKEVVGRYGESAMSESINWNWR---SYMDVFENGAIFVPSGVDPVLT 
             310       320       330          340       350         
 
            50        60        70        80 
AAD-12 RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK 
                                             
gi|113 PEQNAGMIPAEPGEAVLRLTSSAGVLSCQPGAPC    
      360       370       380       390      
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (2-59:116-175) 
 
                                            10          20          
AAD-12                              PAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|481 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
          90       100       110       120       130       140      
 
      30        40        50        60        70        80          
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK          
         .   ...  . .    :   ::    :.                               
gi|481 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
         150       160       170       180       190       200      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 51; 32.7% identity (63.5% similar) in 52 aa overlap (29-76:52-100) 
 
                 10        20        30        40        50         
AAD-12   PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     ..:: .:  ::: : .  :  ..::. . . 
gi|168 APATPAAAGAEAGKATTEEQKLIEDINVGFKAAVAAAASVPA-GDK--FKTFEAAFTSSS 
              30        40        50        60           70         
 
       60            70        80                                   
AAD-12 EATRA----LVHQRSARHSLVYSQSK                                   
       .:. :    :: . .: .:..:                                       
gi|168 KAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPV 
       80        90       100       110       120       130         
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 47; 36.0% identity (76.0% similar) in 25 aa overlap (50-74:106-130) 
 
      20        30        40        50        60        70          
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     ...: . :.:::.:  ... ::. :      
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
 
      80                                                            
AAD-12 K                                                            
                                                                    
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 47; 30.8% identity (61.5% similar) in 52 aa overlap (29-76:55-103) 
 
                 10        20        30        40        50         
AAD-12   PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     ..:: .:  :::.     :  ..::. . . 
gi|285 APATPAAAGAAAGKATTEEQKLIEDINVGFKAAVAAAASVPAADK---FKTFEAAFTSSS 
           30        40        50        60           70        80  

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 3108



 

 

 
       60            70        80                                   
AAD-12 EATRA----LVHQRSARHSLVYSQSK                                   
       .:. :    :: . .: .:..:                                       
gi|285 KAAAAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPV 
              90       100       110       120       130       140  
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 47; 23.4% identity (45.3% similar) in 64 aa overlap (2-63:126-189) 
 
                                            10          20          
AAD-12                              PAEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|330 GLVPKLDAAYSVSYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
         100       110       120       130       140       150      
 
      30        40        50        60        70        80          
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK          
         .   ...  . .    :   ::    : . .:                           
gi|330 IPAGELQIIDKIDAAFKVAATAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAA 
         160       170       180       190       200       210      
 
gi|330 VKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAAS 
         220       230       240       250       260       270      
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 73.9  bits: 19.8 E():   39 
Smith-Waterman score: 48; 30.8% identity (61.5% similar) in 52 aa overlap (29-76:66-114) 
 
                 10        20        30        40        50         
AAD-12   PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     ..:: .:  :::.     :  ..::. . . 
gi|330 APATPAAAGAEAGKATTEEQKLIEDINVGFKAAVAAAASVPAADK---FKTFEAAFTSSS 
          40        50        60        70        80           90   
 
       60            70        80                                   
AAD-12 EATRA----LVHQRSARHSLVYSQSK                                   
       .:. :    :: . .: .:..:                                       
gi|330 KAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPV 
            100       110       120       130       140       150   
 
>>gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Globin   (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.8  bits: 18.8 E():   39 
Smith-Waterman score: 43; 30.6% identity (55.6% similar) in 36 aa overlap (33-68:115-150) 
 
             10        20        30        40        50        60   
AAD-12 EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                     : :  :  . ..: ::  .::. :  .:   
gi|121 IGDLPNIDGDVTTFVASHTPRGVTHDQLNNFRAGFVSYMKAHTDFAGAEAAWGATLDAFF 
           90       100       110       120       130       140     
 
             70        80 
AAD-12 ALVHQRSARHSLVYSQSK 
       ..:  .             
gi|121 GMVFAKM            
          150             
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 73.6  bits: 18.8 E():   40 
Smith-Waterman score: 43; 29.0% identity (67.7% similar) in 31 aa overlap (30-60:49-78) 
 
                10        20        30        40        50          
AAD-12  PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|186 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVRLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
      60        70        80                                        
AAD-12 ATRALVHQRSARHSLVYSQSK                                        
       :                                                            
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gi|186 AGLGYTYTTIGGDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEAT 
        80        90       100       110       120       130        
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.2  bits: 18.8 E():   42 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (24-43:31-50) 
 
                      10        20        30        40        50    
AAD-12        PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|261 MGVFNYEAETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSK                                  
                                                                    
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.2  bits: 18.8 E():   42 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (24-43:31-50) 
 
                      10        20        30        40        50    
AAD-12        PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|132 MGVFNYETETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSK                                  
                                                                    
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.2  bits: 18.8 E():   42 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (24-43:31-50) 
 
                      10        20        30        40        50    
AAD-12        PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVISAARLFKSYVLDGDKLIPKVAPQAITSVENVGGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSK                                  
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSK 
               70        80        90       100       110       120 
 
>>gi|129353|sp|P22895.1|P34_SOYBN RecName: Full=P34 prob  (379 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 73.0  bits: 20.0 E():   43 
Smith-Waterman score: 48; 21.3% identity (59.0% similar) in 61 aa overlap (1-60:136-194) 
 
                                             10        20           
AAD-12                               PAEWDDMMKVIVGNMAWHADSTY-MPVMAQ 
                                     :: ::   : .. .. ...         :  
gi|129 KYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQVKYQGGCGRGWAFSAT 
         110       120       130       140       150       160      
 
      30        40        50        60        70        80          
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK          
       ::. .:... :.:  . ..... . : ..:.                              
gi|129 GAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGSYNGWQYQSFEWVLEHGGIATDDDYPY 
         170        180        190       200       210       220    
 
gi|129 RAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAILEQPISVSIDAKDFHLY 
           230       240       250       260       270       280    
 
>>gi|1199563|gb|AAB09252.1| 34 kDa maturing seed vacuola  (379 aa) 
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 initn:  39 init1:  39 opt:  48  Z-score: 73.0  bits: 20.0 E():   43 
Smith-Waterman score: 48; 21.3% identity (59.0% similar) in 61 aa overlap (1-60:136-194) 
 
                                             10        20           
AAD-12                               PAEWDDMMKVIVGNMAWHADSTY-MPVMAQ 
                                     :: ::   : .. .. ...         :  
gi|119 KYLQAPKDVSQQIKMANKKMKKEQYSCDHPPASWDWRKKGVITQVKYQGGCGRGWAFSAT 
         110       120       130       140       150       160      
 
      30        40        50        60        70        80          
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK          
       ::. .:... :.:  . ..... . : ..:.                              
gi|119 GAIEAAHAI-ATGDLVSLSEQELV-DCVEESEGSYNGWQYQSFEWVLEHGGIATDDDYPY 
         170        180        190       200       210       220    
 
gi|119 RAKEGRCKANKIQDKVTIDGYETLIMSDESTESETEQAFLSAILEQPISVSIDAKDFHLY 
           230       240       250       260       270       280    
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.8  bits: 20.0 E():   44 
Smith-Waterman score: 48; 21.0% identity (56.5% similar) in 62 aa overlap (2-63:276-337) 
 
                                            10        20        30  
AAD-12                              PAEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :.:  .  ... ..  .: :.::  .  .. 
gi|158 KSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQLTNAASSYMTDYYIST 
         250       260       270       280       290       300      
 
              40        50        60        70        80            
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK            
       ::.:.       :.    . ..   .:.:..:                             
gi|158 VFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLKKPVSKDSPETYEEA 
         310       320       330       340       350       360      
 
gi|158 LKRFAKLLSNRKKLRANKASY 
         370       380       
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 72.3  bits: 15.3 E():   47 
Smith-Waterman score: 29; 57.1% identity (71.4% similar) in 7 aa overlap (19-25:1-7) 
 
               10        20        30        40        50        60 
AAD-12 PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA 
                         ::. : :                                    
gi|751                   ADAGYAPAAPGTQPKA                           
                                 10                                 
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.3  bits: 18.5 E():   47 
Smith-Waterman score: 42; 27.6% identity (58.6% similar) in 29 aa overlap (23-51:11-39) 
 
               10        20        30        40        50        60 
AAD-12 PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA 
                             ..:. : : ::.   . :.  :  . ..:          
gi|126             MRSLLILVLCFLPLAALGKVFGRCELAAAMKRHGLDNYRGYSLGNWVC 
                           10        20        30        40         
 
               70        80                                         
AAD-12 TRALVHQRSARHSLVYSQSK                                         
                                                                    
gi|126 AAKFESNFNTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITA 
       50        60        70        80        90       100         
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 71.9  bits: 14.5 E():   50 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (62-66:2-6) 
 
              40        50        60        70        80 
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK 
                                     : :::               
gi|463                              DRNLVHSATR           
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                                            10           
 
>>gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (19-43:27-50) 
 
                       10        20        30        40        50   
AAD-12         PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
             60        70        80                                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSK                                 
                                                                    
gi|212 GEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (19-43:27-50) 
 
                       10        20        30        40        50   
AAD-12         PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
             60        70        80                                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSK                                 
                                                                    
gi|212 GEASKYKYSRHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (24-43:30-49) 
 
                     10        20        30        40        50     
AAD-12       PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSK                                   
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (24-43:30-49) 
 
                     10        20        30        40        50     
AAD-12       PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: : . ::            
gi|402 GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFAE 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSK                                   
                                                                    
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (24-43:30-49) 
 
                     10        20        30        40        50     
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AAD-12       PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSK                                   
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (24-43:31-50) 
 
                      10        20        30        40        50    
AAD-12        PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSK                                  
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (24-43:31-50) 
 
                      10        20        30        40        50    
AAD-12        PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSK                                  
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (24-43:31-50) 
 
                      10        20        30        40        50    
AAD-12        PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSK                                  
                                                                    
gi|167 EGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (24-43:31-50) 
 
                      10        20        30        40        50    
AAD-12        PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSK                                  
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gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (24-43:31-50) 
 
                      10        20        30        40        50    
AAD-12        PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSK                                  
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (24-43:31-50) 
 
                      10        20        30        40        50    
AAD-12        PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSK                                  
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (24-43:31-50) 
 
                      10        20        30        40        50    
AAD-12        PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSK                                  
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (24-43:31-50) 
 
                      10        20        30        40        50    
AAD-12        PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSK                                  
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (24-43:31-50) 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 3114



 

 

 
                      10        20        30        40        50    
AAD-12        PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSK                                  
                                                                    
gi|400 EGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (24-43:31-50) 
 
                      10        20        30        40        50    
AAD-12        PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSK                                  
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNK 
               70        80        90       100       110       120 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (24-43:31-50) 
 
                      10        20        30        40        50    
AAD-12        PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVMPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSK                                  
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (24-43:31-50) 
 
                      10        20        30        40        50    
AAD-12        PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSK                                  
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (24-43:31-50) 
 
                      10        20        30        40        50    
AAD-12        PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
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            60        70        80                                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSK                                  
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 40.0% identity (60.0% similar) in 25 aa overlap (19-43:27-50) 
 
                       10        20        30        40        50   
AAD-12         PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:   : ::: . . ::          
gi|534 MGVFNYEDEATSVIAPARLFKSFVLDADNL-IPKVAPENVSSAENIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
             60        70        80                                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSK                                 
                                                                    
gi|534 PEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITS 
      60        70        80        90       100       110          
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (24-43:31-50) 
 
                      10        20        30        40        50    
AAD-12        PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSK                                  
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (24-43:31-50) 
 
                      10        20        30        40        50    
AAD-12        PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSK                                  
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSK 
               70        80        90       100       110       120 
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (24-43:31-50) 
 
                      10        20        30        40        50    
AAD-12        PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSK                                  
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (24-43:31-50) 
 
                      10        20        30        40        50    
AAD-12        PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSK                                  
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (24-43:31-50) 
 
                      10        20        30        40        50    
AAD-12        PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSK                                  
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 71.3  bits: 19.9 E():   53 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (49-63:431-446) 
 
       20        30        40        50         60        70        
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYS 
                                     :..: :::.: ...::               
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA               
              410       420       430       440                     
 
        80 
AAD-12 QSK 
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 71.2  bits: 15.0 E():   54 
Smith-Waterman score: 28; 40.0% identity (80.0% similar) in 10 aa overlap (30-39:4-13) 
 
               10        20        30        40        50        60 
AAD-12 PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA 
                                    :.:  :...:                      
gi|131                           GPVGGVVHAHMMPLL                    
                                         10                         
 
               70        80 
AAD-12 TRALVHQRSARHSLVYSQSK 
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 71.0  bits: 18.2 E():   56 
Smith-Waterman score: 41; 20.9% identity (47.8% similar) in 67 aa overlap (23-80:3-69) 
 
               10        20        30        40        50           
AAD-12 PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--- 
                             .. ..  . :..: :   . :     . : :.: :    
gi|856                     MKFIITLFAAIVMAAAVSGFIVGDKKEDEWRMAFDRLMME 
                                   10        20        30        40 
 
              60        70        80                                
AAD-12 ------DEATRALVHQRSARHSLVYSQSK                                
             :.. ..:.:     . :  ..::                                
gi|856 ELETKIDQVEKGLLHLSEQYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRT 
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               50        60        70        80        90       100 
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  39  Z-score: 70.8  bits: 17.7 E():   57 
Smith-Waterman score: 39; 26.2% identity (54.8% similar) in 42 aa overlap (1-40:18-56) 
 
                                10        20          30        40  
AAD-12                  PAEWDDMMKVIVGNMAWHADSTY--MPVMAQGAVFSAEVVPAV 
                        :.  ::..   .::. .  ..     :..  :: :  ..: :  
gi|166 ATPTPTPKAAGSWCVPKPGVSDDQL---TGNINYACSQGIDCGPIQPGGACFEPNTVKAH 
               10        20           30        40        50        
 
              50        60        70        80      
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK      
                                                    
gi|166 AAYVMNLYYQHAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
        60        70        80        90       100  
 
>>gi|4006947|emb|CAA07320.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.8  bits: 17.9 E():   57 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (25-43:32-50) 
 
                     10        20        30        40        50     
AAD-12       PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           60        70        80                                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSK                                  
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|4006963|emb|CAA07328.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.8  bits: 17.9 E():   57 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (25-43:32-50) 
 
                     10        20        30        40        50     
AAD-12       PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           60        70        80                                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSK                                  
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.8  bits: 18.2 E():   57 
Smith-Waterman score: 41; 34.6% identity (61.5% similar) in 26 aa overlap (21-46:5-30) 
 
               10        20        30        40        50        60 
AAD-12 PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA 
                           :.:  ...   ::   .: :::.. :               
gi|217                 MASKSNYNLLFTALLVFIFAAVAAVGNEDCTPWTSTLITPLPSC 
                               10        20        30        40     
 
               70        80                                         
AAD-12 TRALVHQRSARHSLVYSQSK                                         
                                                                    
gi|217 RNYVEEQACRIEMPGPPYLAKQECCEQLANIPQQCRCQALRYFMGPKSRPDQSGLMELPG 
           50        60        70        80        90       100     
 
>>gi|114326420|ref|NP_001041618.1| major allergen I poly  (88 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 70.5  bits: 17.4 E():   59 
Smith-Waterman score: 38; 31.8% identity (63.6% similar) in 22 aa overlap (20-41:3-24) 
 
               10        20        30        40        50        60 
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AAD-12 PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA 
                          :..  :  . .:. . :. :::                    
gi|114                  MLDAALPPCPTVAATADCEICPAVKRDVDLFLTGTPDEYVEQV 
                                10        20        30        40    
 
               70        80                          
AAD-12 TRALVHQRSARHSLVYSQSK                          
                                                     
gi|114 AQYKALPVVLENARILKNCVDAKMTEEDKENALSLLDKIYTSPLC 
            50        60        70        80         
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 70.1  bits: 19.6 E():   62 
Smith-Waterman score: 47; 21.0% identity (54.8% similar) in 62 aa overlap (17-76:272-333) 
 
                             10        20          30        40     
AAD-12               PAEWDDMMKVIVGNMAWHADSTYMPV--MAQGAVFSAEVVPAVGGR 
                                     ...: .: :    .   .:.. .:   .:  
gi|558 ESIPFVHLGHRDSLEGDLLNRNNTFKPFAEYKSDYVYEPFPKSVWEQIFGTWLVKPGAGI 
             250       260       270       280       290       300  
 
           50        60        70        80                         
AAD-12 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK                         
         :  . :. .:  ::.  . :....  .. :                             
gi|558 MIFDPYGATISATPEAATPFPHRKGVLFNIQYVNYWFAPGAGAAPLSWSKEIYNYMEPYV 
             310       320       330       340       350       360  
 
gi|558 SKNPRQAYANYRDIDLGRNEVVNGVSTYSSGKVWGQKYFKGNFERLAITKGKVDPTDYFR 
             370       380       390       400       410       420  
 
>>gi|75139847|sp|Q7M1E8|Q7M1E8_9ROSA Pollen major allerg  (12 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 70.0  bits: 14.4 E():   63 
Smith-Waterman score: 26; 57.1% identity (71.4% similar) in 7 aa overlap (9-15:4-10) 
 
               10        20        30        40        50        60 
AAD-12 PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA 
               ::. : :                                              
gi|751      ATGKVVQGAMPP                                            
                    10                                              
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.9  bits: 18.1 E():   64 
Smith-Waterman score: 41; 37.9% identity (62.1% similar) in 29 aa overlap (15-43:23-49) 
 
                       10        20        30        40        50   
AAD-12         PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .:  ::.  .:  : :.  :.:.: . ::          
gi|604 MAVFTFDDQATSPVAPATLYNALAKDADNI-IP-KAVGSFQSVEIVEGNGGPGTIKKISF 
               10        20        30          40        50         
 
             60        70        80                                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSK                                 
                                                                    
gi|604 VEDGETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTI 
       60        70        80        90       100       110         
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 18.6 E():   65 
Smith-Waterman score: 43; 30.0% identity (55.0% similar) in 20 aa overlap (11-30:1-20) 
 
               10        20        30        40        50        60 
AAD-12 PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA 
                 : .:. :.  .   :.  ::                               
gi|142           IPANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSE 
                         10        20        30        40        50 
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.6  bits: 17.6 E():   66 
Smith-Waterman score: 39; 53.8% identity (69.2% similar) in 13 aa overlap (48-60:72-84) 
 
        20        30        40        50        60        70        
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AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
                                     ::.::  ::  .:                  
gi|131 ELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDE 
              50        60        70        80        90       100  
 
        80          
AAD-12 QSK          
                    
gi|131 FGALVDKWGAKG 
             110    
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (24-43:30-49) 
 
                     10        20        30        40        50     
AAD-12       PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFPE 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSK                                   
                                                                    
gi|437 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISHKY 
               70        80        90       100       110       120 
 
>>gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 41; 32.0% identity (64.0% similar) in 25 aa overlap (19-43:27-50) 
 
                       10        20        30        40        50   
AAD-12         PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGDGGPGTIKKITF 
               10        20        30         40        50          
 
             60        70        80                                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSK                                 
                                                                    
gi|212 GEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.6  bits: 18.1 E():   67 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (24-43:31-50) 
 
                      10        20        30        40        50    
AAD-12        PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|154 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSK                                  
                                                                    
gi|154 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.6  bits: 18.1 E():   67 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (24-43:31-50) 
 
                      10        20        30        40        50    
AAD-12        PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSK                                  
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gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.6  bits: 18.1 E():   67 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (24-43:31-50) 
 
                      10        20        30        40        50    
AAD-12        PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSK                                  
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.6  bits: 18.1 E():   67 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (24-43:31-50) 
 
                      10        20        30        40        50    
AAD-12        PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSK                                  
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.6  bits: 18.1 E():   67 
Smith-Waterman score: 44; 26.4% identity (60.4% similar) in 53 aa overlap (8-58:99-150) 
 
                                      10        20        30        
AAD-12                        PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     :.... .:: .  .  .:  ::   : : . 
gi|170 TGQFATHAGRIVGFVSEIVALMGNSANMPAMETLIKDMAANHKARGIP-KAQFNEFRASL 
       70        80        90       100       110        120        
 
        40         50         60        70        80 
AAD-12 VPAVGGRTCFAD-MRAAY-DALDEATRALVHQRSARHSLVYSQSK 
       :  . ... . : . ::. ..::                       
gi|170 VSYLQSKVSWNDSLGAAWTQGLDNVFNMMFSYL             
       130       140       150       160             
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.6  bits: 18.1 E():   67 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (24-43:31-50) 
 
                      10        20        30        40        50    
AAD-12        PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSK                                  
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.6  bits: 18.1 E():   67 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (24-43:31-50) 
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                      10        20        30        40        50    
AAD-12        PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|125 MGVFNYETEATSVIPAARLFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSK                                  
                                                                    
gi|125 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.6  bits: 18.1 E():   67 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (24-43:31-50) 
 
                      10        20        30        40        50    
AAD-12        PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSK                                  
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.6  bits: 18.1 E():   67 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (24-43:31-50) 
 
                      10        20        30        40        50    
AAD-12        PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSK                                  
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 41; 23.4% identity (55.8% similar) in 77 aa overlap (1-74:74-147) 
 
                                             10         20          
AAD-12                               PAEWDDMMKVIVGN-MAWHADSTYMPVMAQ 
                                     :.  .: . .  :.  .:  .:::. : .. 
gi|215 YTLDENGVIQVTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETW--SSTYFXVGTD 
            50        60        70        80        90         100  
 
      30          40        50        60        70        80        
AAD-12 GAVFS--AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK        
         ..:  :  .    .:  .  . .   ..:.::.: :..  : ..:              
gi|215 YQTYSIVAGCLDNDYSRHLYW-IASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQSYC 
             110       120        130       140       150       160 
 
gi|215 VQY 
           
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.0  bits: 17.8 E():   72 
Smith-Waterman score: 40; 35.3% identity (70.6% similar) in 17 aa overlap (29-45:30-46) 
 
                10        20        30        40        50          
AAD-12  PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                    :::. ...  :  ::..               
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gi|476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVQGATVAVDCRPFNGGESKLKAEATTDGLGWY 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 ATRALVHQRSARHSLVYSQSK                                        
                                                                    
gi|476 KIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQGIRYANPIAFFR 
               70        80        90       100       110       120 
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.5  bits: 18.0 E():   76 
Smith-Waterman score: 41; 35.7% identity (92.9% similar) in 14 aa overlap (67-80:138-151) 
 
         40        50        60        70        80                 
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK                 
                                     .:.::..:. ...:                 
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
gi|391 ASIDTILTKV 
       170        
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 17.8 E():   77 
Smith-Waterman score: 42; 30.3% identity (54.5% similar) in 66 aa overlap (3-63:3-65) 
 
                 10        20        30        40           50      
AAD-12 PAEWD--DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR-TCFA--DMRAAYD 
         ::   :  .:   . .:.: : .  :    .::.:.  : . ..   ::  :..:  : 
gi|121 DPEWHTLDAHEVEQVQATWKAVS-HDEVEILYTVFKAH--PDIMAKFPKFAGKDLEAIKD 
               10        20         30          40        50        
 
          60        70        80                                    
AAD-12 ALDEATRALVHQRSARHSLVYSQSK                                    
       . : :..:                                                     
gi|121 TADFAVHASRIIGFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMT 
        60        70        80        90       100       110        
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (22-37:29-44) 
 
                      10        20        30        40        50    
AAD-12        PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|892 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSK                                  
                                                                    
gi|892 GSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (22-37:29-44) 
 
                      10        20        30        40        50    
AAD-12        PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|215 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAATGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSK                                  
                                                                    
gi|215 GSPITTMTVRTDAVNKEALSYDSTVIDGDILLGFIESIETHMVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
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 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 40; 43.8% identity (62.5% similar) in 16 aa overlap (22-37:29-44) 
 
                      10        20        30        40        50    
AAD-12        PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.:.                 
gi|134 MGVQTHVLELTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPD 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSK                                  
                                                                    
gi|134 GGPITTMTLRIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIF 
               70        80        90       100       110       120 
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.9  bits: 17.3 E():   81 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (47-60:39-52) 
 
         20        30        40        50        60        70       
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|191 TLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
         80                                         
AAD-12 SQSK                                         
                                                    
gi|191 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.9  bits: 17.3 E():   81 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (47-60:39-52) 
 
         20        30        40        50        60        70       
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|730 TLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
         80                                         
AAD-12 SQSK                                         
                                                    
gi|730 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|4376222|emb|CAA04829.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (25-43:31-49) 
 
                     10        20        30        40        50     
AAD-12       PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|437 GVFNYEIGATSVIPAARLFKAFILVGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSK                                   
                                                                    
gi|437 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
               70        80        90       100       110       120 
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (25-43:31-49) 
 
                     10        20        30        40        50     
AAD-12       PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|384 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENISGNGGPGTIKKISFPE 
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               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSK                                   
                                                                    
gi|384 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (25-43:31-49) 
 
                     10        20        30        40        50     
AAD-12       PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|437 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSK                                   
                                                                    
gi|437 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (25-43:31-49) 
 
                     10        20        30        40        50     
AAD-12       PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|159 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSK                                   
                                                                    
gi|159 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (25-43:32-50) 
 
                     10        20        30        40        50     
AAD-12       PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           60        70        80                                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSK                                   
                                                                    
gi|125 GFPFEYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006953|emb|CAA07323.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (25-43:32-50) 
 
                     10        20        30        40        50     
AAD-12       PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           60        70        80                                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSK                                   
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
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>>gi|1513216|gb|AAC02632.1| cherry-allergen PRUA1 [Prunu  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 32.0% identity (64.0% similar) in 25 aa overlap (19-43:27-50) 
 
                       10        20        30        40        50   
AAD-12         PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  .:.. . ::          
gi|151 MGVFTYESEFTSEIPPPRLFKAFVLDADNL-VPKIAPQAIKHSEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
             60        70        80                                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSK                                 
                                                                    
gi|151 GEGSQYGYVKHKIDSIDKENYSYSYTLIEGDALGDTLEKISYETKLVASPSGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (25-43:32-50) 
 
                     10        20        30        40        50     
AAD-12       PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           60        70        80                                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSK                                   
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGPILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (25-43:32-50) 
 
                     10        20        30        40        50     
AAD-12       PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           60        70        80                                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSK                                   
                                                                    
gi|459 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (25-43:32-50) 
 
                     10        20        30        40        50     
AAD-12       PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|114 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           60        70        80                                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSK                                   
                                                                    
gi|114 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (25-43:32-50) 
 
                     10        20        30        40        50     
AAD-12       PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
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                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           60        70        80                                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSK                                   
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|1321728|emb|CAA96547.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (25-43:32-50) 
 
                     10        20        30        40        50     
AAD-12       PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           60        70        80                                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSK                                   
                                                                    
gi|132 GFPFKYVKDRVDEVAHKNFKYSYSVIEGGPIGDTLEKISNEIKIVATPDGRSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (25-43:32-50) 
 
                     10        20        30        40        50     
AAD-12       PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYEIEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           60        70        80                                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSK                                   
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (25-43:32-50) 
 
                     10        20        30        40        50     
AAD-12       PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           60        70        80                                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSK                                   
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (25-43:32-50) 
 
                     10        20        30        40        50     
AAD-12       PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           60        70        80                                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSK                                   
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gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (25-43:32-50) 
 
                     10        20        30        40        50     
AAD-12       PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           60        70        80                                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSK                                   
                                                                    
gi|116 GIPFKYVKGRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (25-43:32-50) 
 
                     10        20        30        40        50     
AAD-12       PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|256 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           60        70        80                                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSK                                   
                                                                    
gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|82492265|gb|ABB78006.1| major allergen Pru p 1 [Pru  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 32.0% identity (64.0% similar) in 25 aa overlap (19-43:27-50) 
 
                       10        20        30        40        50   
AAD-12         PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  .:.. . ::          
gi|824 MGVFTYESEFTSEIPPPRLFKAFVLDADNL-VPKIAPQAIKHSEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
             60        70        80                                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSK                                 
                                                                    
gi|824 GEGSQYGYVKHKIDSIDKENHSYSYTLIEGDALGDNLEKISYETKLVASPSGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (25-43:32-50) 
 
                     10        20        30        40        50     
AAD-12       PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           60        70        80                                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSK                                   
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (24-43:31-50) 
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                      10        20        30        40        50    
AAD-12        PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|730 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSK                                  
                                                                    
gi|730 EGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|4006957|emb|CAA07325.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (25-43:32-50) 
 
                     10        20        30        40        50     
AAD-12       PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKINFPE 
              10        20        30        40        50        60  
 
           60        70        80                                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSK                                   
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (25-43:32-50) 
 
                     10        20        30        40        50     
AAD-12       PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSLIPAARLFRAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           60        70        80                                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSK                                   
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (25-43:32-50) 
 
                     10        20        30        40        50     
AAD-12       PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           60        70        80                                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSK                                   
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVTTPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (25-43:32-50) 
 
                     10        20        30        40        50     
AAD-12       PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           60        70        80                                   
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AAD-12 DALDEATRALVHQRSARHSLVYSQSK                                   
                                                                    
gi|132 GIPFKYVKDRVDEVDHANFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (25-43:32-50) 
 
                     10        20        30        40        50     
AAD-12       PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           60        70        80                                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSK                                   
                                                                    
gi|125 GFPFKYVKDGVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (25-43:32-50) 
 
                     10        20        30        40        50     
AAD-12       PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           60        70        80                                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSK                                   
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDILEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (25-43:32-50) 
 
                     10        20        30        40        50     
AAD-12       PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPG 
              10        20        30        40        50        60  
 
           60        70        80                                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSK                                   
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|167472849|gb|ABZ81046.1| pollen allergen Que a 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 30.0% identity (70.0% similar) in 20 aa overlap (24-43:31-50) 
 
                      10        20        30        40        50    
AAD-12        PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :. :.:.. . ::           
gi|167 MGVFTYESEDASVIPPARLFKAFVLDSDNLIPKVVPQALKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSK                                  
                                                                    
gi|167 EGSHLKHAKHRIDVIDPENFTYSFSVIEGDALFDKLENVSTETKIVASPDGGSIVKSTSK 
               70        80        90       100       110       120 
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
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Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (25-43:32-50) 
 
                     10        20        30        40        50     
AAD-12       PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|241 GVFNYETETTSVIPAARLFKAFFLDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           60        70        80                                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSK                                   
                                                                    
gi|241 GFPFRYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (25-43:32-50) 
 
                     10        20        30        40        50     
AAD-12       PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           60        70        80                                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSK                                   
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (25-43:32-50) 
 
                     10        20        30        40        50     
AAD-12       PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKASILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           60        70        80                                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSK                                   
                                                                    
gi|132 GSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKF 
              70        80        90       100       110       120  
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (25-43:32-50) 
 
                     10        20        30        40        50     
AAD-12       PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           60        70        80                                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSK                                   
                                                                    
gi|132 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (25-43:32-50) 
 
                     10        20        30        40        50     
AAD-12       PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
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           60        70        80                                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSK                                   
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (25-43:32-50) 
 
                     10        20        30        40        50     
AAD-12       PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           60        70        80                                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSK                                   
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 17.8 E():   84 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (24-43:31-50) 
 
                      10        20        30        40        50    
AAD-12        PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSK                                  
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGFVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 43; 47.6% identity (71.4% similar) in 21 aa overlap (26-46:8-24) 
 
               10        20        30        40        50        60 
AAD-12 PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEA 
                                .:. :::..: :   ::: .:               
gi|286                   MGSLANNIMVVGAVLAALV---VGG-SCGPPKVPPGPNITTN 
                                 10           20         30         
 
               70        80                                         
AAD-12 TRALVHQRSARHSLVYSQSK                                         
                                                                    
gi|286 YNGKWLTARATWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCY 
       40        50        60        70        80        90         
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 67.7  bits: 14.8 E():   84 
Smith-Waterman score: 28; 44.4% identity (66.7% similar) in 9 aa overlap (9-17:12-20) 
 
                  10        20        30        40        50        
AAD-12    PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
                  .: :: . :                                         
gi|463 DFVDAHNAARAQVGVGPVHWT                                        
               10        20                                         
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 67.6  bits: 19.5 E():   85 
Smith-Waterman score: 47; 34.0% identity (56.6% similar) in 53 aa overlap (10-61:310-352) 
 
                                    10        20         30         
AAD-12                      PAEWDDMMKVIVGNMAWHADS-TYMPVMAQGAVFSAEVV 
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                                     : .::   .::. .: :. :. :.       
gi|289 SVANMSLGGGKSKTLEDAVNAGVEAGLHFAVAAGND--NADACNYSPAAAEKAI------ 
     280       290       300       310         320       330        
 
       40        50        60        70        80                   
AAD-12 PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK                   
        .::. : .:: :: ..   : :                                      
gi|289 -TVGAST-LADERAYFSNYGECTDIFAPGLNILSTWIGSNYATNIISGTSMASPHIAGLL 
               340       350       360       370       380          
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.4  bits: 17.5 E():   87 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (32-41:57-66) 
 
              10        20        30        40        50        60  
AAD-12 AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .::  .::::                     
gi|291 ATAGGSLLVPSGLILAGTVIALTLATPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAA 
         30        40        50        60        70        80       
 
              70        80                                    
AAD-12 RALVHQRSARHSLVYSQSK                                    
                                                              
gi|291 VTVLSWIYRYVTGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVTGSQGS 
         90       100       110       120       130       140 
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 23.4% identity (55.8% similar) in 77 aa overlap (1-74:76-149) 
 
                                             10         20          
AAD-12                               PAEWDDMMKVIVGN-MAWHADSTYMPVMAQ 
                                     :.  .: . .  :.  .:  .:::. : .. 
gi|212 YTLDENGVIQVTSVAYTNSIRGFITSTGTVPSWTEDTFDIAYGDDETW--SSTYFMVGTD 
          50        60        70        80        90         100    
 
      30          40        50        60        70        80        
AAD-12 GAVFS--AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK        
         ..:  :  .    .:  .  . .   ..:.::.: :..  : ..:              
gi|212 YQTYSIVAGCLDNDYSRHLYW-IASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQSYC 
           110       120        130       140       150       160   
 
gi|212 VQYKS 
             
 
>>gi|320545|pir||A45786 major pollen allergen Bet v I -   (51 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 67.3  bits: 16.0 E():   89 
Smith-Waterman score: 39; 27.9% identity (51.2% similar) in 43 aa overlap (1-43:14-49) 
 
                            10        20        30        40        
AAD-12              PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCF 
                    :: :  . : .. .    .:. . : .:  :  :.: .   ::     
gi|320 GVFNYEAETTSVIPAAW--LWKXFILD----GDNLF-PKVAPQAXTSVENIYERGGWG   
               10          20            30         40        50    
 
        50        60        70        80 
AAD-12 ADMRAAYDALDEATRALVHQRSARHSLVYSQSK 
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.0  bits: 17.5 E():   92 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (32-41:62-71) 
 
              10        20        30        40        50        60  
AAD-12 AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .::  .::::                     
gi|198 VTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAA 
              40        50        60        70        80        90  
 
              70        80                                    
AAD-12 RALVHQRSARHSLVYSQSK                                    
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gi|198 LSVLSWIYRYLTGKHPPGADQLESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
             100       110       120       130       140      
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.0  bits: 17.5 E():   92 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (32-41:62-71) 
 
              10        20        30        40        50        60  
AAD-12 AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .::  .::::                     
gi|753 VTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAA 
              40        50        60        70        80        90  
 
              70        80                                    
AAD-12 RALVHQRSARHSLVYSQSK                                    
                                                              
gi|753 LSVLSWIYRYLTGKHPPGADQLESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
             100       110       120       130       140      
 
>>gi|18639|emb|CAA33217.1| glycinin subunit G3 [Glycine   (481 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.9  bits: 19.2 E():   93 
Smith-Waterman score: 46; 30.4% identity (56.5% similar) in 23 aa overlap (6-28:137-159) 
 
                                        10        20        30      
AAD-12                          PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     :.. : .:   :  ..   ::.:        
gi|186 CPSTFEEPQQKGQSSRPQDRHQKIYHFREGDLIAVPTGFAYWMYNNEDTPVVAVSLIDTN 
        110       120       130       140       150       160       
 
          40        50        60        70        80                
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK                
                                                                    
gi|186 SFQNQLDQMPRRFYLAGNQEQEFLQYQPQKQQGGTQSQKGKRQQEEENEGGSILSGFAPE 
        170       180       190       200       210       220       
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.8  bits: 19.2 E():   94 
Smith-Waterman score: 46; 30.4% identity (56.5% similar) in 23 aa overlap (6-28:137-159) 
 
                                        10        20        30      
AAD-12                          PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     :.. : .:   :  ..   ::.:        
gi|186 TYQEPQESQQRGRSQRPQDRHQKVHRFREGDLIAVPTGVAWWMYNNEDTPVVAVSIIDTN 
        110       120       130       140       150       160       
 
          40        50        60        70        80                
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK                
                                                                    
gi|186 SLENQLDQMPRRFYLAGNQEQEFLKYQQQQQGGSQSQKGKQQEEENEGSNILSGFAPEFL 
        170       180       190       200       210       220       
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.8  bits: 19.2 E():   94 
Smith-Waterman score: 46; 30.4% identity (56.5% similar) in 23 aa overlap (6-28:137-159) 
 
                                        10        20        30      
AAD-12                          PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     :.. : .:   :  ..   ::.:        
gi|186 TYQEPQESQQRGRSQRPQDRHQKVHRFREGDLIAVPTGVAWWMYNNEDTPVVAVSIIDTN 
        110       120       130       140       150       160       
 
          40        50        60        70        80                
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK                
                                                                    
gi|186 SLENQLDQMPRRFYLAGNQEQEFLKYQQQQQGGSQSQKGKQQEEENEGSNILSGFAPEFL 
        170       180       190       200       210       220       
 
>>gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Allerg  (27 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 66.8  bits: 15.0 E():   94 
Smith-Waterman score: 29; 22.7% identity (54.5% similar) in 22 aa overlap (46-67:6-27) 
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          20        30        40        50        60        70      
AAD-12 AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV 
                                     :    . .:. :.  ..  :.:         
gi|391                          SFREQCVPGREITYECLNACAEYAVRQ         
                                        10        20                
 
          80 
AAD-12 YSQSK 
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.6  bits: 19.2 E():   96 
Smith-Waterman score: 46; 30.4% identity (56.5% similar) in 23 aa overlap (6-28:140-162) 
 
                                        10        20        30      
AAD-12                          PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     :.. : .:   :  ..   ::.:        
gi|186 TFEEPQQPQQRGQSSRPQDRHQKIYNFREGDLIAVPTGVAWWMYNNEDTPVVAVSIIDTN 
     110       120       130       140       150       160          
 
          40        50        60        70        80                
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK                
                                                                    
gi|186 SLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEENEGGSILSGFTLEFL 
     170       180       190       200       210       220          
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.6  bits: 19.2 E():   96 
Smith-Waterman score: 46; 30.4% identity (56.5% similar) in 23 aa overlap (6-28:140-162) 
 
                                        10        20        30      
AAD-12                          PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     :.. : .:   :  ..   ::.:        
gi|186 TFEEPQQPQQRGQSSRPQDRHQKIYNSREGDLIAVPTGVAWWMYNNEDTPVVAVSIIDTN 
     110       120       130       140       150       160          
 
          40        50        60        70        80                
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK                
                                                                    
gi|186 SLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEENEGGSILSGFTLEFL 
     170       180       190       200       210       220          
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 39; 57.1% identity (85.7% similar) in 7 aa overlap (3-9:123-129) 
 
                                           10        20        30   
AAD-12                             PAEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 
                                     .:.: ::                        
gi|121 LASSHKARGIEKAQFEEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ  
            100       110       120       130       140       150   
 
             40        50        60        70        80 
AAD-12 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK 
 
>>gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} [De  (20 aa) 
 initn:  27 init1:  27 opt:  27  Z-score: 66.4  bits: 14.5 E():   99 
Smith-Waterman score: 30; 50.0% identity (64.3% similar) in 14 aa overlap (40-53:1-12) 
 
      10        20        30        40        50        60          
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS 
                                     ::::.   ::.  :                 
gi|404                               AVGGQD--ADLAEAPFQISLLK         
                                               10        20         
 
      70        80 
AAD-12 ARHSLVYSQSK 
 
>>gi|47117350|sp||Q7M3Y8_1 [Segment 1 of 6] Tropomyosin   (20 aa) 
 initn:  27 init1:  27 opt:  27  Z-score: 66.4  bits: 14.5 E():   99 
Smith-Waterman score: 27; 25.0% identity (75.0% similar) in 12 aa overlap (48-59:2-13) 
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        20        30        40        50        60        70        
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
                                     :...  .: ..:                   
gi|471                              AANLENDFDNVNEQLQDALS            
                                            10        20            
 
        80 
AAD-12 QSK 
 
>>gi|18536|emb|CAA35691.1| unnamed protein product [Glyc  (605 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 66.3  bits: 19.4 E(): 1e 
Smith-Waterman score: 47; 44.4% identity (77.8% similar) in 18 aa overlap (18-34:250-267) 
 
                            10        20        30         40       
AAD-12              PAEWDDMMKVIVGNMAWHADSTYMPVMAQG-AVFSAEVVPAVGGRTC 
                                     :::. :. :. .: :..:             
gi|185 FNQRSPQLQNLRDYRILEFNSKPNTLLLPNHADADYLIVILNGTAILSLVNNDDRDSYRL 
     220       230       240       250       260       270          
 
         50        60        70        80                           
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSK                           
                                                                    
gi|185 QSGDALRVPSGTTYYVVNPDNNENLRLITLAIPVNKPGRFESFFLSSTEAQQSYLQGFSR 
     280       290       300       310       320       330          
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:45 2011 done: Fri Jan 21 00:02:45 2011 
 Total Scan time:  0.070 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 93  - 172 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     3     0:= 
  22     1     0:=          one = represents 4 library sequences 
  24     1     0:= 
  26     1     0:= 
  28     1     0:= 
  30     3     2:* 
  32     6     8:=* 
  34    11    22:===  * 
  36    29    44:========  * 
  38    43    73:===========       * 
  40   101   102:=========================* 
  42    57   125:===============                * 
  44   113   138:=============================     * 
  46   120   140:==============================    * 
  48   128   134:================================ * 
  50   189   122:==============================*================= 
  52   108   108:==========================* 
  54   108    92:======================*==== 
  56    63    77:================   * 
  58    62    63:===============* 
  60    54    51:============*= 
  62    36    41:========= * 
  64    30    33:========* 
  66    25    26:======* 
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  68    45    20:====*======= 
  70    34    16:===*===== 
  72    19    12:==*== 
  74    26    10:==*==== 
  76    16     8:=*== 
  78    18     6:=*=== 
  80    17     5:=*=== 
  82     4     3:* 
  84     1     3:* 
  86     2     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     6     1:*= 
  92     2     1:*         :*= 
  94     1     1:*         :* 
  96     1     1:*         :* 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.87210.0028; mu= 0.2833 0.146 
 mean_var=30.5231 8.242, 0's: 2 Z-trim: 2  B-trim: 186 in 1/43 
 Lambda= 0.232145 
 Kolmogorov-Smirnov  statistic: 0.1160 (N=29) at  48 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   62 25.2    0.44 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   57 23.5     1.4 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   57 23.5     1.6 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   56 23.2       2 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   58 23.5       3 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   54 22.5     3.2 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   53 22.2     3.6 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   53 22.2     4.1 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.8     4.8 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   52 21.8     5.1 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 21.8     5.1 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   52 21.8     5.1 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   52 21.8     5.2 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   55 22.5     6.1 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   50 21.2     6.4 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 18.7       7 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 18.7       7 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 22.4     7.2 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   49 20.8     9.8 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   52 21.5      12 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   53 21.7      13 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   51 21.2      14 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 19.9      15 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 20.2      15 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   45 19.7      15 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 20.2      16 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 20.2      16 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   47 20.1      16 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   47 20.1      16 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   47 20.1      16 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   47 20.1      16 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   47 20.1      16 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   47 20.1      16 
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gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   47 20.1      16 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   47 20.1      16 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   47 20.1      16 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   47 20.1      16 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   47 20.1      16 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 20.1      16 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 20.1      16 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.9      18 
gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   48 20.3      19 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 20.8      19 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   44 19.3      20 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   46 19.8      20 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   51 21.0      21 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   51 21.0      21 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   51 21.0      21 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   51 21.0      21 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   51 21.0      21 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   51 21.0      21 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 19.8      21 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   46 19.8      21 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 19.8      21 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 19.8      21 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 19.8      21 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   46 19.8      21 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 17.1      22 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 20.0      25 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   45 19.5      26 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   45 19.5      26 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   45 19.5      26 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   45 19.5      26 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   45 19.5      26 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   45 19.5      26 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   45 19.5      26 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   45 19.5      26 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   44 19.2      27 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 20.7      28 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   43 19.0      28 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   43 18.9      29 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   42 18.7      30 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 20.6      31 
gi|14422361|emb|CAC41634.1| plantain pollen major  ( 131)   43 18.9      31 
gi|14422363|emb|CAC41635.1| plantain pollen major  ( 131)   43 18.9      31 
gi|14422359|emb|CAC41633.1| plantain pollen major  ( 131)   43 18.9      31 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   49 20.4      31 
gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum  (  94)   41 18.4      32 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   44 19.1      32 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   44 19.1      33 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   44 19.1      33 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   44 19.1      33 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   44 19.1      33 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   44 19.1      33 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   49 20.4      34 
gi|169500|gb|AAA33819.1| patatin [Solanum tuberosu ( 386)   49 20.3      34 
gi|21514|emb|CAA27588.1| patatin [Solanum tuberosu ( 386)   49 20.3      34 
gi|21510|emb|CAA31575.1| unnamed protein product [ ( 386)   49 20.3      34 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 20.3      35 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   47 19.8      35 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   47 19.8      35 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   47 19.8      36 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   47 19.8      36 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   47 19.8      36 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   47 19.8      38 
gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Glo ( 151)   43 18.8      38 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   40 18.1      38 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   43 18.8      39 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   43 18.8      41 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   43 18.8      41 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   43 18.8      41 
gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full ( 386)   48 20.0      43 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 15.3      46 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   42 18.5      46 
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gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.7      47 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 14.6      49 
gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allerge ( 159)   42 18.5      51 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.5      51 
gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allerge ( 159)   42 18.5      51 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   42 18.5      51 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   42 18.5      51 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.5      52 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.5      52 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.5      52 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.5      52 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.5      52 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   42 18.5      52 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   42 18.5      52 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.5      52 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   42 18.5      52 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 18.5      52 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   42 18.5      52 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 18.5      52 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 18.5      52 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   42 18.5      52 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.5      52 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   42 18.5      52 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   42 18.5      52 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.5      52 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   42 18.5      52 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 19.9      52 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   28 15.0      53 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   41 18.2      54 
gi|4006963|emb|CAA07328.1| pollen allergen Betv1,  ( 120)   40 17.9      56 
gi|4006947|emb|CAA07320.1| pollen allergen Betv1,  ( 120)   40 17.9      56 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   41 18.2      56 
gi|114326420|ref|NP_001041618.1| major allergen I  (  88)   38 17.4      58 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   47 19.6      61 
gi|75139847|sp|Q7M1E8|Q7M1E8_9ROSA Pollen major al (  12)   26 14.5      62 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   41 18.1      62 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   43 18.6      63 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.6      64 
gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allerge ( 159)   41 18.1      64 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   41 18.1      64 
gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   41 18.1      65 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   41 18.1      65 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   41 18.1      65 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   41 18.1      65 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   41 18.1      65 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   41 18.1      65 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   41 18.1      65 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   41 18.1      65 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   41 18.1      65 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   38 17.4      70 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   40 17.9      70 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   40 17.8      75 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   40 17.8      77 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   40 17.8      77 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   40 17.8      77 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   38 17.3      80 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   38 17.3      80 
gi|4376222|emb|CAA04829.1| pollen allergen, Betv1  ( 159)   40 17.8      81 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   40 17.8      81 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   40 17.8      81 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   40 17.8      81 
gi|1321728|emb|CAA96547.1| major allergen Bet v 1  ( 160)   40 17.8      81 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   40 17.8      81 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   40 17.8      81 
gi|4006953|emb|CAA07323.1| pollen allergen Betv1,  ( 160)   40 17.8      81 
gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=M ( 160)   40 17.8      81 
gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Be ( 160)   40 17.8      81 
gi|82492265|gb|ABB78006.1| major allergen Pru p 1  ( 160)   40 17.8      81 
gi|4006957|emb|CAA07325.1| pollen allergen Betv1,  ( 160)   40 17.8      81 
gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen be ( 160)   40 17.8      81 
gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=M ( 160)   40 17.8      81 
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gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula pl ( 160)   40 17.8      81 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   40 17.8      81 
gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 ( 160)   40 17.8      81 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   40 17.8      81 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   40 17.8      81 
gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula pl ( 160)   40 17.8      81 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   40 17.8      81 
gi|1513216|gb|AAC02632.1| cherry-allergen PRUA1 [P ( 160)   40 17.8      81 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   40 17.8      81 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   40 17.8      81 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   40 17.8      81 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   40 17.8      81 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   40 17.8      81 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   40 17.8      81 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   40 17.8      81 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   40 17.8      81 
gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 ( 160)   40 17.8      81 
gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 ( 160)   40 17.8      81 
gi|167472849|gb|ABZ81046.1| pollen allergen Que a  ( 160)   40 17.8      81 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   40 17.8      81 
gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 ( 161)   40 17.8      82 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   43 18.5      82 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   47 19.5      83 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   28 14.8      83 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   39 17.5      86 
gi|320545|pir||A45786 major pollen allergen Bet v  (  51)   33 16.1      87 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   39 17.5      90 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   39 17.5      90 
gi|18639|emb|CAA33217.1| glycinin subunit G3 [Glyc ( 481)   46 19.2      90 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   46 19.2      91 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   46 19.2      91 
gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Al (  27)   29 15.0      92 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   46 19.2      94 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   46 19.2      94 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   39 17.5      95 
gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} (  20)   27 14.5      97 
gi|47117350|sp||Q7M3Y8_1 [Segment 1 of 6] Tropomyo (  20)   27 14.5      97 
gi|18536|emb|CAA35691.1| unnamed protein product [ ( 605)   47 19.4      98 
gi|27818335|gb|AAO24900.1| major pollen allergen A ( 132)   38 17.2      99 
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 108.9  bits: 25.2 E(): 0.44 
Smith-Waterman score: 62; 26.5% identity (59.2% similar) in 49 aa overlap (20-68:5-52) 
 
               10        20        30        40        50        60 
AAD-12 AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                          :.  :..  ... :. .. :. :. :.: :    . : :.  
gi|189                MASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPL-EGC 
                              10        20        30        40      
 
               70        80                                         
AAD-12 RALVHQRSARHSLVYSQSKL                                         
       :  : :..                                                     
gi|189 REYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVL 
           50        60        70        80        90       100     
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  50 init1:  50 opt:  57  Z-score: 99.8  bits: 23.5 E():  1.4 
Smith-Waterman score: 57; 24.5% identity (59.2% similar) in 49 aa overlap (20-68:5-52) 
 
               10        20        30        40        50        60 
AAD-12 AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                          :.  :..  ... :. .. .. :. :.: :    . : :.  
gi|439                MASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPL-EGC 
                              10        20        30        40      
 
               70        80                                         
AAD-12 RALVHQRSARHSLVYSQSKL                                         
       :  : :..                                                     
gi|439 REYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSV 
           50        60        70        80        90       100     

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 3140



 

 

 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 98.7  bits: 23.5 E():  1.6 
Smith-Waterman score: 57; 41.4% identity (69.0% similar) in 29 aa overlap (14-42:23-50) 
 
                        10        20        30        40        50  
AAD-12          AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: :::.: . ::          
gi|444 MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
              60        70        80                                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKL                                
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 96.9  bits: 23.2 E():    2 
Smith-Waterman score: 56; 40.0% identity (68.0% similar) in 25 aa overlap (18-42:27-50) 
 
                        10        20        30        40        50  
AAD-12          AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. :::.. . ::          
gi|165 MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
              60        70        80                                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKL                                
                                                                    
gi|165 GEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSILKNTS 
      60        70        80        90       100       110          
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 93.8  bits: 23.5 E():    3 
Smith-Waterman score: 58; 26.0% identity (56.0% similar) in 50 aa overlap (15-64:23-71) 
 
                       10        20        30        40        50   
AAD-12         AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                             .. ::. : :. :   .  : ..::.::    .: .   
gi|663 MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGKATTDEQKL 
               10        20        30        40         50          
 
             60        70        80                                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKL                                 
        . .. . .: :                                                 
gi|663 LEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILKLDTDYDVA 
      60        70        80        90       100       110          
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 93.3  bits: 22.5 E():  3.2 
Smith-Waterman score: 54; 37.9% identity (69.0% similar) in 29 aa overlap (14-42:23-50) 
 
                        10        20        30        40        50  
AAD-12          AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: .::.: . ::          
gi|444 MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
              60        70        80                                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKL                                
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 92.5  bits: 22.2 E():  3.6 
Smith-Waterman score: 53; 24.5% identity (55.1% similar) in 49 aa overlap (20-68:5-52) 
 
               10        20        30        40        50        60 
AAD-12 AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
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                          :.  :..   .. :. .. .. :  :.: :    . : :.  
gi|217                MASKSSISPLLLATVLVSVFAAATATGPYCYAGMGLPINPL-EGC 
                              10        20        30        40      
 
               70        80                                         
AAD-12 RALVHQRSARHSLVYSQSKL                                         
       :  : :..                                                     
gi|217 REYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRRSDPNSSV 
           50        60        70        80        90       100     
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  53  Z-score: 91.5  bits: 22.2 E():  4.1 
Smith-Waterman score: 53; 22.4% identity (55.2% similar) in 58 aa overlap (23-74:31-87) 
 
                       10        20        30        40             
AAD-12         AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICF- 
               10        20        30        40        50           
 
        50        60         70        80                           
AAD-12 DMRAAYDALDEATRALVHQR-SARHSLVYSQSKL                           
       :  . .. . . .. . .   : :.:..                                 
gi|132 DEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSIS 
      60        70        80        90       100       110          
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 90.2  bits: 21.8 E():  4.8 
Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (53-76:29-52) 
 
             30        40        50        60        70        80   
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL   
                                     : : :::  : .  ..: .: .::       
gi|144   KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLS 
                 10        20        30        40        50         
 
gi|144 DSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAG 
       60        70        80        90       100       110         
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 89.7  bits: 21.8 E():  5.1 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (18-42:27-50) 
 
                        10        20        30        40        50  
AAD-12          AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|131 MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
              60        70        80                                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKL                                
                                                                    
gi|131 GEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 89.7  bits: 21.8 E():  5.1 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (18-42:27-50) 
 
                        10        20        30        40        50  
AAD-12          AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|602 MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
              60        70        80                                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKL                                
                                                                    
gi|602 GEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIKSTSH 
      60        70        80        90       100       110          
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>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 89.7  bits: 21.8 E():  5.1 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (18-42:27-50) 
 
                        10        20        30        40        50  
AAD-12          AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|279 MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
              60        70        80                                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKL                                
                                                                    
gi|279 GEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 89.7  bits: 21.8 E():  5.2 
Smith-Waterman score: 52; 37.9% identity (69.0% similar) in 29 aa overlap (14-42:23-50) 
 
                        10        20        30        40        50  
AAD-12          AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: .::.: . ::          
gi|444 MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
              60        70        80                                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKL                                
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 88.4  bits: 22.5 E():  6.1 
Smith-Waterman score: 55; 25.5% identity (55.3% similar) in 47 aa overlap (9-54:16-62) 
 
                      10         20        30        40        50   
AAD-12        AEWDDMMKVIVGNMA-WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                      ...:  : . ::. : :. :   .  : .  :.::..   ...   
gi|441 MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLL 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKL                                 
        :                                                           
gi|441 EDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAY 
               70        80        90       100       110       120 
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 88.0  bits: 21.2 E():  6.4 
Smith-Waterman score: 50; 28.1% identity (59.4% similar) in 32 aa overlap (9-40:11-42) 
 
                 10        20        30        40        50         
AAD-12   AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                 ::.. .:: ...   :. : :    ..::  .                   
gi|249 MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQDIMPCLHFVKGEEKEPSKEC 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 ATRALVHQRSARHSLVYSQSKL                                       
                                                                    
gi|249 CSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVAEVPKKCDIKTTLPPITADFD 
               70        80        90       100       110       120 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 87.3  bits: 18.7 E():    7 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (16-22:19-25) 
 
                  10        20        30        40        50        
AAD-12    AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                         :.::..:                                    
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gi|320 YTTEGGKKVEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 87.3  bits: 18.7 E():    7 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (16-22:19-25) 
 
                  10        20        30        40        50        
AAD-12    AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                         :.::..:                                    
gi|320 YTTEGGTKAEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 87.1  bits: 22.4 E():  7.2 
Smith-Waterman score: 55; 30.6% identity (58.3% similar) in 36 aa overlap (1-36:155-190) 
 
                                             10        20        30 
AAD-12                               AEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :   . ..::.:..  :: .     .  :: 
gi|249 QLTSKLDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGA 
          130       140       150       160       170       180     
 
               40        50        60        70        80           
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL           
       . .:::                                                       
gi|249 IPAAEVQLIDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTL 
          190       200       210       220       230       240     
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 84.7  bits: 20.8 E():  9.8 
Smith-Waterman score: 49; 35.7% identity (52.4% similar) in 42 aa overlap (30-60:37-78) 
 
                10        20        30        40              50    
AAD-12  AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR------TCFADMRAAY 
                                     :. : :.: . ::       :   : ...: 
gi|145 EEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSY 
         10        20        30        40        50        60       
 
                 60        70        80                             
AAD-12 -----DALDEATRALVHQRSARHSLVYSQSKL                             
            ::.::::                                                 
gi|145 VLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAP 
         70        80        90       100       110       120       
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.8  bits: 21.5 E():   12 
Smith-Waterman score: 52; 20.8% identity (58.3% similar) in 48 aa overlap (20-67:72-119) 
 
                          10        20        30        40          
AAD-12            AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:...:   :: .  :..  .. :... 
gi|170 QSFSQQPPFSQQQQQPLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQ 
              50        60        70        80        90       100  
 
      50        60        70        80                              
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKL                              
       .      ..  . ::.:.                                           
gi|170 QQLVLPPQQQQQQLVQQQIPIVQPSVLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSS 
             110       120       130       140       150       160  
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 82.7  bits: 21.7 E():   13 
Smith-Waterman score: 53; 21.5% identity (55.4% similar) in 65 aa overlap (15-76:37-100) 
 
                               10        20        30        40     
AAD-12                 AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|682 EAVLLGILLYIPIVLSDDRAPIPANSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQAK 
         10        20        30         40        50        60      
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              50        60        70        80                      
AAD-12 CF---ADMRAAYDALDEATRALVHQRSARHSLVYSQSKL                      
        .   .:  . . ...:: ...  . . :  : .:                          
gi|682 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSFSPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
gi|682 NMPILVFGGTAAEYGTVDSATLIVESNYFSAVNLKIVNSAPRPDGKRVGAQAAALRISGD 
         130       140       150       160       170       180      
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 81.7  bits: 21.2 E():   14 
Smith-Waterman score: 51; 22.6% identity (64.5% similar) in 31 aa overlap (20-50:66-96) 
 
                          10        20        30        40          
AAD-12            AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:.. ::  :  .. :..  .. :... 
gi|219 QPLPPQQTFPQQPPFSQQQQQQPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQ 
          40        50        60        70        80        90      
 
      50        60        70        80                              
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKL                              
       .                                                            
gi|219 QQLILPPQQQQQLPQQQISIVQPSVLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSC 
         100       110       120       130       140       150      
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 81.6  bits: 19.9 E():   15 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (24-39:66-81) 
 
                      10        20        30        40        50    
AAD-12        AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
            60        70        80  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKL  
                                    
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS 
         100       110       120    
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 81.1  bits: 20.2 E():   15 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (49-65:14-30) 
 
       20        30        40        50        60        70         
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     .: :.: .:.  .. .:              
gi|219                  MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQ 
                                10        20        30        40    
 
       80                                                           
AAD-12 KL                                                           
                                                                    
gi|219 TFEENDLQQLIIEIDADGSGELEFDEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNG 
            50        60        70        80        90       100    
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 81.1  bits: 19.7 E():   15 
Smith-Waterman score: 45; 25.5% identity (58.8% similar) in 51 aa overlap (19-66:13-61) 
 
               10        20        30         40          50        
AAD-12 AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV-PAVG--GRTCFADMRAAYDALD 
                         :..   : : :. :. ..    ::  :..  :: . ... :: 
gi|207       MSITDIVSEKDIDAALESVKAAGS-FNYKIFFQKVGLAGKSA-ADAKKVFEILD 
                     10        20         30        40         50   
 
        60        70        80                                   
AAD-12 EATRALVHQRSARHSLVYSQSKL                                   
       .   ....:                                                 
gi|207 RDKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
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             60        70        80        90       100          
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.8  bits: 20.2 E():   16 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (37-53:141-157) 
 
         10        20        30        40        50        60       
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
         70        80 
AAD-12 RSARHSLVYSQSKL 
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.8  bits: 20.2 E():   16 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (37-53:141-157) 
 
         10        20        30        40        50        60       
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
         70        80 
AAD-12 RSARHSLVYSQSKL 
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.7  bits: 20.1 E():   16 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (18-42:27-50) 
 
                        10        20        30        40        50  
AAD-12          AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
              60        70        80                                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKL                                
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.7  bits: 20.1 E():   16 
Smith-Waterman score: 47; 40.0% identity (68.0% similar) in 25 aa overlap (18-42:27-50) 
 
                        10        20        30        40        50  
AAD-12          AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :.:.. . ::          
gi|602 MGVFTYEFEFTSVIPPARLYNAFVLDADNL-IPKIAPQAVKSTEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
              60        70        80                                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKL                                
                                                                    
gi|602 GEGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.7  bits: 20.1 E():   16 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (18-42:27-50) 
 
                        10        20        30        40        50  
AAD-12          AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
              60        70        80                                
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AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKL                                
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 80.7  bits: 20.1 E():   16 
Smith-Waterman score: 47; 23.7% identity (54.2% similar) in 59 aa overlap (18-65:27-84) 
 
                        10        20        30        40            
AAD-12          AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCF 
                                 ::.  .: .:  :.  ::.. . ::     .  : 
gi|304 MGLYTFENEFTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
               50        60        70        80                     
AAD-12 AD------MRAAYDALDEATRALVHQRSARHSLVYSQSKL                     
       ..      ..   :..:::. . ..                                    
gi|304 GEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.7  bits: 20.1 E():   16 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (18-42:27-50) 
 
                        10        20        30        40        50  
AAD-12          AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|165 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
              60        70        80                                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKL                                
                                                                    
gi|165 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.7  bits: 20.1 E():   16 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (18-42:27-50) 
 
                        10        20        30        40        50  
AAD-12          AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|886 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
              60        70        80                                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKL                                
                                                                    
gi|886 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIKSISH 
      60        70        80        90       100       110          
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.7  bits: 20.1 E():   16 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (18-42:27-50) 
 
                        10        20        30        40        50  
AAD-12          AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|134 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
              60        70        80                                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKL                                
                                                                    
gi|134 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.7  bits: 20.1 E():   16 
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Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (18-42:27-50) 
 
                        10        20        30        40        50  
AAD-12          AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
              60        70        80                                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKL                                
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.7  bits: 20.1 E():   16 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (18-42:27-50) 
 
                        10        20        30        40        50  
AAD-12          AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEYTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
              60        70        80                                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKL                                
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.7  bits: 20.1 E():   16 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (18-42:27-50) 
 
                        10        20        30        40        50  
AAD-12          AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|753 MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
              60        70        80                                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKL                                
                                                                    
gi|753 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.7  bits: 20.1 E():   16 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (18-42:27-50) 
 
                        10        20        30        40        50  
AAD-12          AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
              60        70        80                                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKL                                
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.6  bits: 20.1 E():   16 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (37-53:144-160) 
 
         10        20        30        40        50        60       
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
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         70        80 
AAD-12 RSARHSLVYSQSKL 
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.6  bits: 20.1 E():   16 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (37-53:144-160) 
 
         10        20        30        40        50        60       
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
         70        80 
AAD-12 RSARHSLVYSQSKL 
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 79.7  bits: 19.9 E():   18 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (49-66:126-143) 
 
       20        30        40        50        60        70         
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . ::..::: :..: ...             
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG         
         100       110       120       130       140                
 
       80 
AAD-12 KL 
 
>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.6  bits: 20.3 E():   19 
Smith-Waterman score: 48; 33.3% identity (59.3% similar) in 27 aa overlap (20-46:17-43) 
 
               10        20        30        40        50        60 
AAD-12 AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                          :.:.:  .   ::..:  :  .: : .               
gi|510    MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLPVIRGKGGGIEF 
                  10        20        30        40        50        
 
               70        80                                         
AAD-12 RALVHQRSARHSLVYSQSKL                                         
                                                                    
gi|510 AKTETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHLCTPLSLNSFSV 
        60        70        80        90       100       110        
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 79.3  bits: 20.8 E():   19 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (16-33:66-83) 
 
                              10        20        30        40      
AAD-12                AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
          50        60        70        80                          
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKL                          
                                                                    
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 79.1  bits: 19.3 E():   20 
Smith-Waterman score: 44; 32.4% identity (56.8% similar) in 37 aa overlap (23-59:65-101) 
 
                       10        20        30        40        50   
AAD-12         AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .:  ..::. ::  . :.:: :  :   :  
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
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             60        70        80 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKL 
        .  .:.                      
gi|117 EEEKEESDDDMGFGLFD            
          100       110             
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.9  bits: 19.8 E():   20 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (18-42:27-50) 
 
                        10        20        30        40        50  
AAD-12          AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
              60        70        80                                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKL                                
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIKTTSK 
      60        70        80        90       100       110          
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.8  bits: 21.0 E():   21 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (7-44:270-307) 
 
                                       10        20        30       
AAD-12                         AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
         40        50        60        70        80                 
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL                 
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.8  bits: 21.0 E():   21 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (7-44:270-307) 
 
                                       10        20        30       
AAD-12                         AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
         40        50        60        70        80                 
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL                 
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.8  bits: 21.0 E():   21 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (7-44:270-307) 
 
                                       10        20        30       
AAD-12                         AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|270 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
         40        50        60        70        80                 
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL                 
       .  : : :                                                     
gi|270 IQHVKGGTPKRPDRAIETYLFAMFDENQKQPEVEKHFGLFFPDKRPKYNLNFSAKKNWDI 
     300       310       320       330       340       350          
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>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.8  bits: 21.0 E():   21 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (7-44:270-307) 
 
                                       10        20        30       
AAD-12                         AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|118 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
         40        50        60        70        80                 
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL                 
       .  : : :                                                     
gi|118 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.8  bits: 21.0 E():   21 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (7-44:270-307) 
 
                                       10        20        30       
AAD-12                         AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|327 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
         40        50        60        70        80                 
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL                 
       .  : : :                                                     
gi|327 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.8  bits: 21.0 E():   21 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (7-44:270-307) 
 
                                       10        20        30       
AAD-12                         AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
         40        50        60        70        80                 
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL                 
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFATFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.8  bits: 19.8 E():   21 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (21-42:29-50) 
 
                       10        20        30        40        50   
AAD-12         AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKL                                 
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.8  bits: 19.8 E():   21 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (18-42:27-50) 
 
                        10        20        30        40        50  
AAD-12          AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
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gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
              60        70        80                                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKL                                
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.8  bits: 19.8 E():   21 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (21-42:29-50) 
 
                       10        20        30        40        50   
AAD-12         AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKL                                 
                                                                    
gi|400 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.8  bits: 19.8 E():   21 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (21-42:29-50) 
 
                       10        20        30        40        50   
AAD-12         AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKL                                 
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.8  bits: 19.8 E():   21 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (21-42:29-50) 
 
                       10        20        30        40        50   
AAD-12         AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKL                                 
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.8  bits: 19.8 E():   21 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (18-42:27-50) 
 
                        10        20        30        40        50  
AAD-12          AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|880 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
              60        70        80                                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKL                                
                                                                    
gi|880 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVIKTTS 
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      60        70        80        90       100       110          
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 78.2  bits: 17.1 E():   22 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (16-22:19-25) 
 
                  10        20        30        40        50        
AAD-12    AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                         :..:..:                                    
gi|320 YTTEGGTKAEAEDVIPEGWKVDTSYE                                   
               10        20                                         
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 77.4  bits: 20.0 E():   25 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (46-67:74-98) 
 
          20        30        40        50           60        70   
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---DEATRALVHQRSARHS 
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
 
             80                                                     
AAD-12 LVYSQSKL                                                     
                                                                    
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 77.1  bits: 19.5 E():   26 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (18-42:27-50) 
 
                        10        20        30        40        50  
AAD-12          AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
              60        70        80                                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKL                                
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.1  bits: 19.5 E():   26 
Smith-Waterman score: 45; 27.0% identity (64.9% similar) in 37 aa overlap (29-65:49-84) 
 
                 10        20        30        40        50         
AAD-12   AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|144 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
       60        70        80                                       
AAD-12 ATRALVHQRSARHSLVYSQSKL                                       
       :  : ..                                                      
gi|144 AGLAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEAT 
        80        90       100       110       120       130        
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 77.1  bits: 19.5 E():   26 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (18-42:27-50) 
 
                        10        20        30        40        50  
AAD-12          AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|753 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTTKKITF 
               10        20        30         40        50          
 
              60        70        80                                
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AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKL                                
                                                                    
gi|753 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 77.1  bits: 19.5 E():   26 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (18-42:27-50) 
 
                        10        20        30        40        50  
AAD-12          AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|425 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
              60        70        80                                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKL                                
                                                                    
gi|425 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 77.1  bits: 19.5 E():   26 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (18-42:27-50) 
 
                        10        20        30        40        50  
AAD-12          AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
              60        70        80                                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKL                                
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 77.1  bits: 19.5 E():   26 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (18-42:27-50) 
 
                        10        20        30        40        50  
AAD-12          AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
              60        70        80                                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKL                                
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 77.0  bits: 19.5 E():   26 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (18-42:27-50) 
 
                        10        20        30        40        50  
AAD-12          AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|901 MGGYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
              60        70        80                                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKL                                
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 77.0  bits: 19.5 E():   26 
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Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (18-42:27-50) 
 
                        10        20        30        40        50  
AAD-12          AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
              60        70        80                                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKL                                
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.8  bits: 19.2 E():   27 
Smith-Waterman score: 44; 16.0% identity (72.0% similar) in 25 aa overlap (6-30:12-36) 
 
                     10        20        30        40        50     
AAD-12       AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
                  .. .... ..: ....  :. : :.                         
gi|249 MRTVSARSSVALVVIVAAVLVWTSSASVAPAPAPGSEETCGTVVGALMPCLPFVQGKEKE 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 ALDEATRALVHQRSARHSLVYSQSKL                                   
                                                                    
gi|249 PSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDSKLPP 
               70        80        90       100       110       120 
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.4  bits: 20.7 E():   28 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (16-33:56-73) 
 
                              10        20        30        40      
AAD-12                AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
          50        60        70        80                          
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKL                          
                                                                    
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 76.4  bits: 19.0 E():   28 
Smith-Waterman score: 43; 26.0% identity (52.0% similar) in 50 aa overlap (25-74:30-79) 
 
                    10        20        30        40        50      
AAD-12      AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                                    .  .:.. :.:   .   : :   . :.    
gi|253 TGPYCYAGMGLPINPLEGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHC 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 LDEATRALVHQRSARHSLVYSQSKL                                    
         ::.: .. .::  .: :                                          
gi|253 RCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNAPYCLGLDI 
               70        80        90       100       110       120 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 76.1  bits: 18.9 E():   29 
Smith-Waterman score: 43; 23.5% identity (51.0% similar) in 51 aa overlap (12-62:25-74) 
 
                            10        20        30        40        
AAD-12              AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                               :  : . . ...   :::.  :: .:  . .   :  
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLP-FQ 
               10        20        30        40        50           
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        50        60        70        80                            
AAD-12 DMRAAYDALDEATRALVHQRSARHSLVYSQSKL                            
       ...   :..:    :                                              
gi|217 EIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRL 
      60        70        80        90       100       110          
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.8  bits: 18.7 E():   30 
Smith-Waterman score: 42; 25.7% identity (60.0% similar) in 35 aa overlap (28-62:4-38) 
 
               10        20        30        40        50        60 
AAD-12 AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                  .:.. .:.:. :. :     : .: . :   :. 
gi|777                         MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAA 
                                       10        20        30       
 
               70        80                                         
AAD-12 RALVHQRSARHSLVYSQSKL                                         
       ..                                                           
gi|777 KSADDIKKAFAIIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKI 
         40        50        60        70        80        90       
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.6  bits: 20.6 E():   31 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (16-33:56-73) 
 
                              10        20        30        40      
AAD-12                AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
          50        60        70        80                          
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKL                          
                                                                    
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|14422361|emb|CAC41634.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.5  bits: 18.9 E():   31 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (19-36:85-102) 
 
                           10        20        30        40         
AAD-12             AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
       50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                        
gi|144 RHVKPLSFRAKTDAPGC                
          120       130                 
 
>>gi|14422363|emb|CAC41635.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.5  bits: 18.9 E():   31 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (19-36:85-102) 
 
                           10        20        30        40         
AAD-12             AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSGRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
       50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                        
gi|144 RHVKPLSFRAKTDAPGC                
          120       130                 
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>>gi|14422359|emb|CAC41633.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.5  bits: 18.9 E():   31 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (19-36:85-102) 
 
                           10        20        30        40         
AAD-12             AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETDQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
       50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                        
gi|144 RHVKPLSFRAKTDAPGC                
          120       130                 
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 75.5  bits: 20.4 E():   31 
Smith-Waterman score: 49; 20.3% identity (55.9% similar) in 59 aa overlap (15-70:37-94) 
 
                               10        20        30        40     
AAD-12                 AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|269 EAVLLGILLYIPIVLSDDRAPIPSNSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQTK 
         10        20        30         40        50        60      
 
              50        60        70        80                      
AAD-12 CF---ADMRAAYDALDEATRALVHQRSARHSLVYSQSKL                      
        .   .:  . . ...:: ...  . . :                                
gi|269 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSLAPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
>>gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum aest  (94 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 75.4  bits: 18.4 E():   32 
Smith-Waterman score: 41; 27.3% identity (48.5% similar) in 33 aa overlap (6-38:17-49) 
 
                          10        20        30        40          
AAD-12            AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                       :.:  .  . : :.    :  :  ::..   .:            
gi|668 IAVAVSADECEGDRRAMIKECAKYQQWPANPKLDPSDACCAVWQKANIPCLCAGVTKEKE 
               10        20        30        40        50        60 
 
      50        60        70        80    
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKL    
                                          
gi|668 KIYCMEKVAYVANFCKKPFPHGYKCGSYTFPPLA 
               70        80        90     
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.3  bits: 19.1 E():   32 
Smith-Waterman score: 44; 36.4% identity (63.6% similar) in 22 aa overlap (21-42:28-49) 
 
                      10        20        30        40        50    
AAD-12        AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                  : .: .:  :. :.: . . ::            
gi|115 GVFNYETETTSVIPAARLFKAFILDGDTLFPQVAPQAISSVENISGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKL                                  
                                                                    
gi|115 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.2  bits: 19.1 E():   33 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (23-42:31-50) 
 
                       10        20        30        40        50   
AAD-12         AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
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gi|584 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKL                                 
                                                                    
gi|584 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.2  bits: 19.1 E():   33 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (23-42:31-50) 
 
                       10        20        30        40        50   
AAD-12         AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|132 MGVFNYETESTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKL                                 
                                                                    
gi|132 EGSPFKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.2  bits: 19.1 E():   33 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (23-42:31-50) 
 
                       10        20        30        40        50   
AAD-12         AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKL                                 
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.2  bits: 19.1 E():   33 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (23-42:31-50) 
 
                       10        20        30        40        50   
AAD-12         AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKL                                 
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (23-42:31-50) 
 
                       10        20        30        40        50   
AAD-12         AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKL                                 
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSK 
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               70        80        90       100       110       120 
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 75.0  bits: 20.4 E():   34 
Smith-Waterman score: 49; 33.3% identity (64.3% similar) in 42 aa overlap (14-52:244-284) 
 
                                10          20         30        40 
AAD-12                  AEWDDMMKVIVGNMAW--HADSTYMP-VMAQGAVFSAEVVPAV 
                                     :.:  ..... .: :. .  . :.: :  : 
gi|585 GYYAYPYCYNLTPNQPSAQCEATTMQENDKMSWLFESEDVLLPSVYLRWNLTSGERVGLV 
           220       230       240       250       260       270    
 
               50        60        70        80                     
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL                     
       :::.  : .: :                                                 
gi|585 GGRVKEA-LRIARQMTTSRKKVLPYYWYKYQDRRDTDLSRADLEATLRKITDLGADGFII 
           280        290       300       310       320       330   
 
>>gi|169500|gb|AAA33819.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.9  bits: 20.3 E():   34 
Smith-Waterman score: 49; 21.0% identity (56.5% similar) in 62 aa overlap (1-62:276-337) 
 
                                             10        20        30 
AAD-12                               AEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :.:  .  ... ..  .: :.::  .  .. 
gi|169 KSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMTNAASSYMTDYYIST 
         250       260       270       280       290       300      
 
               40        50        60        70        80           
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL           
       ::.:.       :.    . ..   .:.:..:                             
gi|169 VFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLKKPVSKDSPETYEEA 
         310       320       330       340       350       360      
 
gi|169 LKRFAKLLSDRKKLRANKASY 
         370       380       
 
>>gi|21514|emb|CAA27588.1| patatin [Solanum tuberosum]    (386 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.9  bits: 20.3 E():   34 
Smith-Waterman score: 49; 21.0% identity (56.5% similar) in 62 aa overlap (1-62:276-337) 
 
                                             10        20        30 
AAD-12                               AEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :.:  .  ... ..  .: :.::  .  .. 
gi|215 KSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMTNAASSYMTDYYIST 
         250       260       270       280       290       300      
 
               40        50        60        70        80           
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL           
       ::.:.       :.    . ..   .:.:..:                             
gi|215 VFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLKKPVSKDSPETYEEA 
         310       320       330       340       350       360      
 
gi|215 LKRFAKLLSDRKKLRANKASH 
         370       380       
 
>>gi|21510|emb|CAA31575.1| unnamed protein product [Sola  (386 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.9  bits: 20.3 E():   34 
Smith-Waterman score: 49; 21.0% identity (56.5% similar) in 62 aa overlap (1-62:276-337) 
 
                                             10        20        30 
AAD-12                               AEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :.:  .  ... ..  .: :.::  .  .. 
gi|215 KSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMTNAASSYMTDYYIST 
         250       260       270       280       290       300      
 
               40        50        60        70        80           
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL           
       ::.:.       :.    . ..   .:.:..:                             
gi|215 VFQARHSQNNYLRVQENALNGTTTEMDDASEANMELLVQVGETLLKKPVSKDSPETYEEA 
         310       320       330       340       350       360      
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gi|215 LKRFAKLLSDRKKLRANKASH 
         370       380       
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 74.7  bits: 20.3 E():   35 
Smith-Waterman score: 49; 40.0% identity (65.0% similar) in 20 aa overlap (13-32:332-348) 
 
                                 10        20        30        40   
AAD-12                   AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
                                     :  :.   .:: :. .::.:           
gi|113 ILSQGNRFLASDIKKEVVGRYGESAMSESINWNWR---SYMDVFENGAIFVPSGVDPVLT 
             310       320       330          340       350         
 
             50        60        70        80 
AAD-12 RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                              
gi|113 PEQNAGMIPAEPGEAVLRLTSSAGVLSCQPGAPC     
      360       370       380       390       
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 74.7  bits: 19.8 E():   35 
Smith-Waterman score: 47; 23.3% identity (45.0% similar) in 60 aa overlap (1-58:116-175) 
 
                                             10          20         
AAD-12                               AEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|481 GLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
          90       100       110       120       130       140      
 
       30        40        50        60        70        80         
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL         
         .   ...  . .    :   ::    :.                               
gi|481 IPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSL 
         150       160       170       180       190       200      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 74.6  bits: 19.8 E():   35 
Smith-Waterman score: 51; 32.7% identity (63.5% similar) in 52 aa overlap (28-75:52-100) 
 
                  10        20        30        40        50        
AAD-12    AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     ..:: .:  ::: : .  :  ..::. . . 
gi|168 APATPAAAGAEAGKATTEEQKLIEDINVGFKAAVAAAASVPA-GDK--FKTFEAAFTSSS 
              30        40        50        60           70         
 
        60            70        80                                  
AAD-12 EATRA----LVHQRSARHSLVYSQSKL                                  
       .:. :    :: . .: .:..:                                       
gi|168 KAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPV 
       80        90       100       110       120       130         
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.5  bits: 19.8 E():   36 
Smith-Waterman score: 47; 36.0% identity (76.0% similar) in 25 aa overlap (49-73:106-130) 
 
       20        30        40        50        60        70         
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     ...: . :.:::.:  ... ::. :      
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
 
       80                                                           
AAD-12 KL                                                           
                                                                    
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 74.5  bits: 19.8 E():   36 
Smith-Waterman score: 47; 30.8% identity (61.5% similar) in 52 aa overlap (28-75:55-103) 
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                  10        20        30        40        50        
AAD-12    AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     ..:: .:  :::.     :  ..::. . . 
gi|285 APATPAAAGAAAGKATTEEQKLIEDINVGFKAAVAAAASVPAADK---FKTFEAAFTSSS 
           30        40        50        60           70        80  
 
        60            70        80                                  
AAD-12 EATRA----LVHQRSARHSLVYSQSKL                                  
       .:. :    :: . .: .:..:                                       
gi|285 KAAAAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPV 
              90       100       110       120       130       140  
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 47; 23.4% identity (45.3% similar) in 64 aa overlap (1-62:126-189) 
 
                                             10          20         
AAD-12                               AEWDDMMKVIVGNMAWHA--DSTYMPVMAQ 
                                     :   . ..::.: .  ::    :  : ::. 
gi|330 GLVPKLDAAYSVSYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAK 
         100       110       120       130       140       150      
 
       30        40        50        60        70        80         
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL         
         .   ...  . .    :   ::    : . .:                           
gi|330 IPAGELQIIDKIDAAFKVAATAAATAPADTVFEAAFNKAIKESTGGAYDTYKCIPSLEAA 
         160       170       180       190       200       210      
 
gi|330 VKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTAAGAAS 
         220       230       240       250       260       270      
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 74.1  bits: 19.8 E():   38 
Smith-Waterman score: 48; 30.8% identity (61.5% similar) in 52 aa overlap (28-75:66-114) 
 
                  10        20        30        40        50        
AAD-12    AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     ..:: .:  :::.     :  ..::. . . 
gi|330 APATPAAAGAEAGKATTEEQKLIEDINVGFKAAVAAAASVPAADK---FKTFEAAFTSSS 
          40        50        60        70        80           90   
 
        60            70        80                                  
AAD-12 EATRA----LVHQRSARHSLVYSQSKL                                  
       .:. :    :: . .: .:..:                                       
gi|330 KAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPV 
            100       110       120       130       140       150   
 
>>gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Globin   (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.0  bits: 18.8 E():   38 
Smith-Waterman score: 43; 30.6% identity (55.6% similar) in 36 aa overlap (32-67:115-150) 
 
              10        20        30        40        50        60  
AAD-12 EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                     : :  :  . ..: ::  .::. :  .:   
gi|121 IGDLPNIDGDVTTFVASHTPRGVTHDQLNNFRAGFVSYMKAHTDFAGAEAAWGATLDAFF 
           90       100       110       120       130       140     
 
              70        80 
AAD-12 ALVHQRSARHSLVYSQSKL 
       ..:  .              
gi|121 GMVFAKM             
          150              
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 73.9  bits: 18.1 E():   38 
Smith-Waterman score: 40; 35.0% identity (55.0% similar) in 20 aa overlap (3-22:46-64) 
 
                                           10        20        30   
AAD-12                             AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 
                                     :: .  : .   .: ::. :           
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gi|323 YGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKPYSWRYGWTAFC 
          20        30        40         50        60        70     
 
             40        50        60        70        80 
AAD-12 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                                        
gi|323 GPAGPRCLRTNAAVTVR                                
           80        90                                 
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 73.8  bits: 18.8 E():   39 
Smith-Waterman score: 43; 29.0% identity (67.7% similar) in 31 aa overlap (29-59:49-78) 
 
                 10        20        30        40        50         
AAD-12   AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|186 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVRLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
       60        70        80                                       
AAD-12 ATRALVHQRSARHSLVYSQSKL                                       
       :                                                            
gi|186 AGLGYTYTTIGGDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEAT 
        80        90       100       110       120       130        
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (23-42:31-50) 
 
                       10        20        30        40        50   
AAD-12         AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVISAARLFKSYVLDGDKLIPKVAPQAITSVENVGGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKL                                 
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSK 
               70        80        90       100       110       120 
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (23-42:31-50) 
 
                       10        20        30        40        50   
AAD-12         AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|261 MGVFNYEAETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKL                                 
                                                                    
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (23-42:31-50) 
 
                       10        20        30        40        50   
AAD-12         AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|132 MGVFNYETETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKL                                 
                                                                    
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
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               70        80        90       100       110       120 
 
>>gi|158517845|sp|P15476.2|PATB1_SOLTU RecName: Full=Pat  (386 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.1  bits: 20.0 E():   43 
Smith-Waterman score: 48; 21.0% identity (56.5% similar) in 62 aa overlap (1-62:276-337) 
 
                                             10        20        30 
AAD-12                               AEWDDMMKVIVGNMAWHADSTYMPVMAQGA 
                                     :.:  .  ... ..  .: :.::  .  .. 
gi|158 KSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQLTNAASSYMTDYYIST 
         250       260       270       280       290       300      
 
               40        50        60        70        80           
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL           
       ::.:.       :.    . ..   .:.:..:                             
gi|158 VFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLKKPVSKDSPETYEEA 
         310       320       330       340       350       360      
 
gi|158 LKRFAKLLSNRKKLRANKASY 
         370       380       
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 72.5  bits: 15.3 E():   46 
Smith-Waterman score: 29; 57.1% identity (71.4% similar) in 7 aa overlap (18-24:1-7) 
 
               10        20        30        40        50        60 
AAD-12 AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                        ::. : :                                     
gi|751                  ADAGYAPAAPGTQPKA                            
                                10                                  
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.5  bits: 18.5 E():   46 
Smith-Waterman score: 42; 27.6% identity (58.6% similar) in 29 aa overlap (22-50:11-39) 
 
               10        20        30        40        50        60 
AAD-12 AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                            ..:. : : ::.   . :.  :  . ..:           
gi|126            MRSLLILVLCFLPLAALGKVFGRCELAAAMKRHGLDNYRGYSLGNWVCA 
                          10        20        30        40          
 
               70        80                                         
AAD-12 RALVHQRSARHSLVYSQSKL                                         
                                                                    
gi|126 AKFESNFNTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITAS 
      50        60        70        80        90       100          
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.3  bits: 18.7 E():   47 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (66-80:138-152) 
 
          40        50        60        70        80                
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL                
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
gi|391 ASIDTILTKV 
       170        
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 72.1  bits: 14.6 E():   49 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (61-65:2-6) 
 
               40        50        60        70        80 
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :::                
gi|463                              DRNLVHSATR            
                                            10            
 
>>gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allergen [C  (159 aa) 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 3163



 

 

 initn:  41 init1:  41 opt:  42  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (18-42:27-50) 
 
                        10        20        30        40        50  
AAD-12          AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
              60        70        80                                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKL                                
                                                                    
gi|212 GEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (23-42:30-49) 
 
                      10        20        30        40        50    
AAD-12        AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: : . ::            
gi|402 GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFAE 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKL                                  
                                                                    
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
>>gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (18-42:27-50) 
 
                        10        20        30        40        50  
AAD-12          AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
              60        70        80                                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKL                                
                                                                    
gi|212 GEASKYKYSRHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (23-42:30-49) 
 
                      10        20        30        40        50    
AAD-12        AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKL                                  
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (23-42:30-49) 
 
                      10        20        30        40        50    
AAD-12        AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
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               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKL                                  
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (23-42:31-50) 
 
                       10        20        30        40        50   
AAD-12         AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKL                                 
                                                                    
gi|167 EGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (23-42:31-50) 
 
                       10        20        30        40        50   
AAD-12         AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKL                                 
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (23-42:31-50) 
 
                       10        20        30        40        50   
AAD-12         AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKL                                 
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (23-42:31-50) 
 
                       10        20        30        40        50   
AAD-12         AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKL                                 
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
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>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (23-42:31-50) 
 
                       10        20        30        40        50   
AAD-12         AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKL                                 
                                                                    
gi|400 EGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (23-42:31-50) 
 
                       10        20        30        40        50   
AAD-12         AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKL                                 
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (23-42:31-50) 
 
                       10        20        30        40        50   
AAD-12         AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKL                                 
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (23-42:31-50) 
 
                       10        20        30        40        50   
AAD-12         AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKL                                 
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (23-42:31-50) 
 
                       10        20        30        40        50   
AAD-12         AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
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                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKL                                 
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (23-42:31-50) 
 
                       10        20        30        40        50   
AAD-12         AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKL                                 
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNK 
               70        80        90       100       110       120 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (23-42:31-50) 
 
                       10        20        30        40        50   
AAD-12         AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVMPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKL                                 
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (23-42:31-50) 
 
                       10        20        30        40        50   
AAD-12         AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKL                                 
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (23-42:31-50) 
 
                       10        20        30        40        50   
AAD-12         AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKL                                 
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gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 42; 40.0% identity (60.0% similar) in 25 aa overlap (18-42:27-50) 
 
                        10        20        30        40        50  
AAD-12          AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:   : ::: . . ::          
gi|534 MGVFNYEDEATSVIAPARLFKSFVLDADNL-IPKVAPENVSSAENIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
              60        70        80                                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKL                                
                                                                    
gi|534 PEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITS 
      60        70        80        90       100       110          
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (23-42:31-50) 
 
                       10        20        30        40        50   
AAD-12         AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKL                                 
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (23-42:31-50) 
 
                       10        20        30        40        50   
AAD-12         AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKL                                 
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (23-42:31-50) 
 
                       10        20        30        40        50   
AAD-12         AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKL                                 
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (23-42:31-50) 
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                       10        20        30        40        50   
AAD-12         AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKL                                 
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (23-42:31-50) 
 
                       10        20        30        40        50   
AAD-12         AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKL                                 
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 71.5  bits: 19.9 E():   52 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (48-62:431-446) 
 
        20        30        40        50         60        70       
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYS 
                                     :..: :::.: ...::               
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA               
              410       420       430       440                     
 
         80 
AAD-12 QSKL 
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 71.4  bits: 15.0 E():   53 
Smith-Waterman score: 28; 40.0% identity (80.0% similar) in 10 aa overlap (29-38:4-13) 
 
               10        20        30        40        50        60 
AAD-12 AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                   :.:  :...:                       
gi|131                          GPVGGVVHAHMMPLL                     
                                        10                          
 
               70        80 
AAD-12 RALVHQRSARHSLVYSQSKL 
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 71.2  bits: 18.2 E():   54 
Smith-Waterman score: 41; 20.9% identity (47.8% similar) in 67 aa overlap (22-79:3-69) 
 
               10        20        30        40        50           
AAD-12 AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---- 
                            .. ..  . :..: :   . :     . : :.: :     
gi|856                    MKFIITLFAAIVMAAAVSGFIVGDKKEDEWRMAFDRLMMEE 
                                  10        20        30        40  
 
              60        70        80                                
AAD-12 -----DEATRALVHQRSARHSLVYSQSKL                                
            :.. ..:.:     . :  ..::                                 
gi|856 LETKIDQVEKGLLHLSEQYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTD 
              50        60        70        80        90       100  
 
>>gi|4006963|emb|CAA07328.1| pollen allergen Betv1, isof  (120 aa) 
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 initn:  40 init1:  40 opt:  40  Z-score: 71.0  bits: 17.9 E():   56 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (24-42:32-50) 
 
                      10        20        30        40        50    
AAD-12        AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            60        70        80                                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKL                                 
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|4006947|emb|CAA07320.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.0  bits: 17.9 E():   56 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (24-42:32-50) 
 
                      10        20        30        40        50    
AAD-12        AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            60        70        80                                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKL                                 
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.9  bits: 18.2 E():   56 
Smith-Waterman score: 41; 34.6% identity (61.5% similar) in 26 aa overlap (20-45:5-30) 
 
               10        20        30        40        50        60 
AAD-12 AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                          :.:  ...   ::   .: :::.. :                
gi|217                MASKSNYNLLFTALLVFIFAAVAAVGNEDCTPWTSTLITPLPSCR 
                              10        20        30        40      
 
               70        80                                         
AAD-12 RALVHQRSARHSLVYSQSKL                                         
                                                                    
gi|217 NYVEEQACRIEMPGPPYLAKQECCEQLANIPQQCRCQALRYFMGPKSRPDQSGLMELPGC 
          50        60        70        80        90       100      
 
>>gi|114326420|ref|NP_001041618.1| major allergen I poly  (88 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 70.7  bits: 17.4 E():   58 
Smith-Waterman score: 38; 31.8% identity (63.6% similar) in 22 aa overlap (19-40:3-24) 
 
               10        20        30        40        50        60 
AAD-12 AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                         :..  :  . .:. . :. :::                     
gi|114                 MLDAALPPCPTVAATADCEICPAVKRDVDLFLTGTPDEYVEQVA 
                               10        20        30        40     
 
               70        80                         
AAD-12 RALVHQRSARHSLVYSQSKL                         
                                                    
gi|114 QYKALPVVLENARILKNCVDAKMTEEDKENALSLLDKIYTSPLC 
           50        60        70        80         
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 70.3  bits: 19.6 E():   61 
Smith-Waterman score: 47; 21.0% identity (54.8% similar) in 62 aa overlap (16-75:272-333) 
 
                              10        20          30        40    
AAD-12                AEWDDMMKVIVGNMAWHADSTYMPV--MAQGAVFSAEVVPAVGGR 
                                     ...: .: :    .   .:.. .:   .:  
gi|558 ESIPFVHLGHRDSLEGDLLNRNNTFKPFAEYKSDYVYEPFPKSVWEQIFGTWLVKPGAGI 
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             250       260       270       280       290       300  
 
            50        60        70        80                        
AAD-12 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL                        
         :  . :. .:  ::.  . :....  .. :                             
gi|558 MIFDPYGATISATPEAATPFPHRKGVLFNIQYVNYWFAPGAGAAPLSWSKEIYNYMEPYV 
             310       320       330       340       350       360  
 
gi|558 SKNPRQAYANYRDIDLGRNEVVNGVSTYSSGKVWGQKYFKGNFERLAITKGKVDPTDYFR 
             370       380       390       400       410       420  
 
>>gi|75139847|sp|Q7M1E8|Q7M1E8_9ROSA Pollen major allerg  (12 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 70.1  bits: 14.5 E():   62 
Smith-Waterman score: 26; 57.1% identity (71.4% similar) in 7 aa overlap (8-14:4-10) 
 
               10        20        30        40        50        60 
AAD-12 AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
              ::. : :                                               
gi|751     ATGKVVQGAMPP                                             
                   10                                               
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.1  bits: 18.1 E():   62 
Smith-Waterman score: 41; 37.9% identity (62.1% similar) in 29 aa overlap (14-42:23-49) 
 
                        10        20        30        40        50  
AAD-12          AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .:  ::.  .:  : :.  :.:.: . ::          
gi|604 MAVFTFDDQATSPVAPATLYNALAKDADNI-IP-KAVGSFQSVEIVEGNGGPGTIKKISF 
               10        20        30          40        50         
 
              60        70        80                                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKL                                
                                                                    
gi|604 VEDGETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTI 
       60        70        80        90       100       110         
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.9  bits: 18.6 E():   63 
Smith-Waterman score: 43; 30.0% identity (55.0% similar) in 20 aa overlap (10-29:1-20) 
 
               10        20        30        40        50        60 
AAD-12 AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                : .:. :.  .   :.  ::                                
gi|142          IPANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQ 
                        10        20        30        40        50  
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.8  bits: 17.6 E():   64 
Smith-Waterman score: 39; 53.8% identity (69.2% similar) in 13 aa overlap (47-59:72-84) 
 
         20        30        40        50        60        70       
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
                                     ::.::  ::  .:                  
gi|131 ELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDE 
              50        60        70        80        90       100  
 
         80         
AAD-12 QSKL         
                    
gi|131 FGALVDKWGAKG 
             110    
 
>>gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.8  bits: 18.1 E():   64 
Smith-Waterman score: 41; 32.0% identity (64.0% similar) in 25 aa overlap (18-42:27-50) 
 
                        10        20        30        40        50  
AAD-12          AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGDGGPGTIKKITF 
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               10        20        30         40        50          
 
              60        70        80                                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKL                                
                                                                    
gi|212 GEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.8  bits: 18.1 E():   64 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (23-42:30-49) 
 
                      10        20        30        40        50    
AAD-12        AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFPE 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKL                                  
                                                                    
gi|437 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISHKY 
               70        80        90       100       110       120 
 
>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.8  bits: 18.1 E():   65 
Smith-Waterman score: 44; 26.4% identity (60.4% similar) in 53 aa overlap (7-57:99-150) 
 
                                       10        20        30       
AAD-12                         AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     :.... .:: .  .  .:  ::   : : . 
gi|170 TGQFATHAGRIVGFVSEIVALMGNSANMPAMETLIKDMAANHKARGIP-KAQFNEFRASL 
       70        80        90       100       110        120        
 
         40         50         60        70        80 
AAD-12 VPAVGGRTCFAD-MRAAY-DALDEATRALVHQRSARHSLVYSQSKL 
       :  . ... . : . ::. ..::                        
gi|170 VSYLQSKVSWNDSLGAAWTQGLDNVFNMMFSYL              
       130       140       150       160              
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.8  bits: 18.1 E():   65 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (23-42:31-50) 
 
                       10        20        30        40        50   
AAD-12         AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKL                                 
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.8  bits: 18.1 E():   65 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (23-42:31-50) 
 
                       10        20        30        40        50   
AAD-12         AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKL                                 
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
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>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.8  bits: 18.1 E():   65 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (23-42:31-50) 
 
                       10        20        30        40        50   
AAD-12         AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKL                                 
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.8  bits: 18.1 E():   65 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (23-42:31-50) 
 
                       10        20        30        40        50   
AAD-12         AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|154 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKL                                 
                                                                    
gi|154 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.8  bits: 18.1 E():   65 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (23-42:31-50) 
 
                       10        20        30        40        50   
AAD-12         AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKL                                 
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.8  bits: 18.1 E():   65 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (23-42:31-50) 
 
                       10        20        30        40        50   
AAD-12         AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKL                                 
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.8  bits: 18.1 E():   65 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (23-42:31-50) 
 
                       10        20        30        40        50   
AAD-12         AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
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                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKL                                 
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.8  bits: 18.1 E():   65 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (23-42:31-50) 
 
                       10        20        30        40        50   
AAD-12         AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|125 MGVFNYETEATSVIPAARLFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKL                                 
                                                                    
gi|125 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 69.2  bits: 17.4 E():   70 
Smith-Waterman score: 38; 37.5% identity (62.5% similar) in 16 aa overlap (24-39:41-56) 
 
                      10        20        30        40        50    
AAD-12        AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..  :: :  ..: :               
gi|166 GSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAAYVMNLYYQHAG 
               20        30        40        50        60        70 
 
            60        70        80     
AAD-12 DALDEATRALVHQRSARHSLVYSQSKL     
                                       
gi|166 RNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
               80        90       100  
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.1  bits: 17.9 E():   70 
Smith-Waterman score: 40; 35.3% identity (70.6% similar) in 17 aa overlap (28-44:30-46) 
 
                 10        20        30        40        50         
AAD-12   AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                    :::. ...  :  ::..               
gi|476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVQGATVAVDCRPFNGGESKLKAEATTDGLGWY 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 ATRALVHQRSARHSLVYSQSKL                                       
                                                                    
gi|476 KIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQGIRYANPIAFFR 
               70        80        90       100       110       120 
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 42; 30.3% identity (54.5% similar) in 66 aa overlap (2-62:3-65) 
 
                  10        20        30        40           50     
AAD-12  AEWD--DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR-TCFA--DMRAAYD 
         ::   :  .:   . .:.: : .  :    .::.:.  : . ..   ::  :..:  : 
gi|121 DPEWHTLDAHEVEQVQATWKAVS-HDEVEILYTVFKAH--PDIMAKFPKFAGKDLEAIKD 
               10        20         30          40        50        
 
           60        70        80                                   
AAD-12 ALDEATRALVHQRSARHSLVYSQSKL                                   
       . : :..:                                                     
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gi|121 TADFAVHASRIIGFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMT 
        60        70        80        90       100       110        
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 17.8 E():   77 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (21-36:29-44) 
 
                       10        20        30        40        50   
AAD-12         AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|892 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKL                                 
                                                                    
gi|892 GSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 17.8 E():   77 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (21-36:29-44) 
 
                       10        20        30        40        50   
AAD-12         AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|215 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAATGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKL                                 
                                                                    
gi|215 GSPITTMTVRTDAVNKEALSYDSTVIDGDILLGFIESIETHMVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 17.8 E():   77 
Smith-Waterman score: 40; 43.8% identity (62.5% similar) in 16 aa overlap (21-36:29-44) 
 
                       10        20        30        40        50   
AAD-12         AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.:.                 
gi|134 MGVQTHVLELTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPD 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKL                                 
                                                                    
gi|134 GGPITTMTLRIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIF 
               70        80        90       100       110       120 
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.1  bits: 17.3 E():   80 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (46-59:39-52) 
 
          20        30        40        50        60        70      
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|730 TLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
          80                                        
AAD-12 SQSKL                                        
                                                    
gi|730 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.1  bits: 17.3 E():   80 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (46-59:39-52) 
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          20        30        40        50        60        70      
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|191 TLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
          80                                        
AAD-12 SQSKL                                        
                                                    
gi|191 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|4376222|emb|CAA04829.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (24-42:31-49) 
 
                      10        20        30        40        50    
AAD-12        AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|437 GVFNYEIGATSVIPAARLFKAFILVGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKL                                  
                                                                    
gi|437 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
               70        80        90       100       110       120 
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (24-42:31-49) 
 
                      10        20        30        40        50    
AAD-12        AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|437 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKL                                  
                                                                    
gi|437 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (24-42:31-49) 
 
                      10        20        30        40        50    
AAD-12        AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|384 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENISGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKL                                  
                                                                    
gi|384 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (24-42:31-49) 
 
                      10        20        30        40        50    
AAD-12        AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|159 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
            60        70        80                                  
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AAD-12 DALDEATRALVHQRSARHSLVYSQSKL                                  
                                                                    
gi|159 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|1321728|emb|CAA96547.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   81 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (24-42:32-50) 
 
                      10        20        30        40        50    
AAD-12        AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            60        70        80                                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKL                                  
                                                                    
gi|132 GFPFKYVKDRVDEVAHKNFKYSYSVIEGGPIGDTLEKISNEIKIVATPDGRSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   81 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (24-42:32-50) 
 
                      10        20        30        40        50    
AAD-12        AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            60        70        80                                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKL                                  
                                                                    
gi|459 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   81 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (24-42:32-50) 
 
                      10        20        30        40        50    
AAD-12        AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|114 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            60        70        80                                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKL                                  
                                                                    
gi|114 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006953|emb|CAA07323.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   81 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (24-42:32-50) 
 
                      10        20        30        40        50    
AAD-12        AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            60        70        80                                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKL                                  
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   81 
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Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (24-42:32-50) 
 
                      10        20        30        40        50    
AAD-12        AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            60        70        80                                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKL                                  
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   81 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (24-42:32-50) 
 
                      10        20        30        40        50    
AAD-12        AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            60        70        80                                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKL                                  
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGPILKISNKY 
              70        80        90       100       110       120  
 
>>gi|82492265|gb|ABB78006.1| major allergen Pru p 1 [Pru  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.9  bits: 17.8 E():   81 
Smith-Waterman score: 40; 32.0% identity (64.0% similar) in 25 aa overlap (18-42:27-50) 
 
                        10        20        30        40        50  
AAD-12          AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  .:.. . ::          
gi|824 MGVFTYESEFTSEIPPPRLFKAFVLDADNL-VPKIAPQAIKHSEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
              60        70        80                                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKL                                
                                                                    
gi|824 GEGSQYGYVKHKIDSIDKENHSYSYTLIEGDALGDNLEKISYETKLVASPSGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|4006957|emb|CAA07325.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   81 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (24-42:32-50) 
 
                      10        20        30        40        50    
AAD-12        AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKINFPE 
              10        20        30        40        50        60  
 
            60        70        80                                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKL                                  
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   81 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (24-42:32-50) 
 
                      10        20        30        40        50    
AAD-12        AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
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            60        70        80                                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKL                                  
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   81 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (24-42:32-50) 
 
                      10        20        30        40        50    
AAD-12        AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYEIEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            60        70        80                                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKL                                  
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   81 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (24-42:32-50) 
 
                      10        20        30        40        50    
AAD-12        AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            60        70        80                                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKL                                  
                                                                    
gi|125 GFPFKYVKDGVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   81 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (24-42:32-50) 
 
                      10        20        30        40        50    
AAD-12        AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            60        70        80                                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKL                                  
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   81 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (24-42:32-50) 
 
                      10        20        30        40        50    
AAD-12        AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            60        70        80                                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKL                                  
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDILEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
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>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   81 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (23-42:31-50) 
 
                       10        20        30        40        50   
AAD-12         AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|730 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKL                                 
                                                                    
gi|730 EGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   81 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (24-42:32-50) 
 
                      10        20        30        40        50    
AAD-12        AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|256 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            60        70        80                                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKL                                  
                                                                    
gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   81 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (24-42:32-50) 
 
                      10        20        30        40        50    
AAD-12        AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            60        70        80                                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKL                                  
                                                                    
gi|125 GFPFEYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   81 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (24-42:32-50) 
 
                      10        20        30        40        50    
AAD-12        AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            60        70        80                                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKL                                  
                                                                    
gi|116 GIPFKYVKGRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|1513216|gb|AAC02632.1| cherry-allergen PRUA1 [Prunu  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.9  bits: 17.8 E():   81 
Smith-Waterman score: 40; 32.0% identity (64.0% similar) in 25 aa overlap (18-42:27-50) 
 
                        10        20        30        40        50  
AAD-12          AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  .:.. . ::          
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gi|151 MGVFTYESEFTSEIPPPRLFKAFVLDADNL-VPKIAPQAIKHSEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
              60        70        80                                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKL                                
                                                                    
gi|151 GEGSQYGYVKHKIDSIDKENYSYSYTLIEGDALGDTLEKISYETKLVASPSGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   81 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (24-42:32-50) 
 
                      10        20        30        40        50    
AAD-12        AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            60        70        80                                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKL                                  
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   81 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (24-42:32-50) 
 
                      10        20        30        40        50    
AAD-12        AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            60        70        80                                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKL                                  
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   81 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (24-42:32-50) 
 
                      10        20        30        40        50    
AAD-12        AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            60        70        80                                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKL                                  
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVTTPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   81 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (24-42:32-50) 
 
                      10        20        30        40        50    
AAD-12        AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            60        70        80                                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKL                                  
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKY 
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              70        80        90       100       110       120  
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   81 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (24-42:32-50) 
 
                      10        20        30        40        50    
AAD-12        AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSLIPAARLFRAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            60        70        80                                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKL                                  
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   81 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (24-42:32-50) 
 
                      10        20        30        40        50    
AAD-12        AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|241 GVFNYETETTSVIPAARLFKAFFLDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            60        70        80                                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKL                                  
                                                                    
gi|241 GFPFRYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   81 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (24-42:32-50) 
 
                      10        20        30        40        50    
AAD-12        AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            60        70        80                                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKL                                  
                                                                    
gi|132 GIPFKYVKDRVDEVDHANFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   81 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (24-42:32-50) 
 
                      10        20        30        40        50    
AAD-12        AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            60        70        80                                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKL                                  
                                                                    
gi|132 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   81 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (24-42:32-50) 
 
                      10        20        30        40        50    
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AAD-12        AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            60        70        80                                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKL                                  
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   81 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (24-42:32-50) 
 
                      10        20        30        40        50    
AAD-12        AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPG 
              10        20        30        40        50        60  
 
            60        70        80                                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKL                                  
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|167472849|gb|ABZ81046.1| pollen allergen Que a 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   81 
Smith-Waterman score: 40; 30.0% identity (70.0% similar) in 20 aa overlap (23-42:31-50) 
 
                       10        20        30        40        50   
AAD-12         AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :. :.:.. . ::           
gi|167 MGVFTYESEDASVIPPARLFKAFVLDSDNLIPKVVPQALKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKL                                 
                                                                    
gi|167 EGSHLKHAKHRIDVIDPENFTYSFSVIEGDALFDKLENVSTETKIVASPDGGSIVKSTSK 
               70        80        90       100       110       120 
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   81 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (24-42:32-50) 
 
                      10        20        30        40        50    
AAD-12        AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKASILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            60        70        80                                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKL                                  
                                                                    
gi|132 GSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKF 
              70        80        90       100       110       120  
 
>>gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (23-42:31-50) 
 
                       10        20        30        40        50   
AAD-12         AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKL                                 
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gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGFVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 43; 47.6% identity (71.4% similar) in 21 aa overlap (25-45:8-24) 
 
               10        20        30        40        50        60 
AAD-12 AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                               .:. :::..: :   ::: .:                
gi|286                  MGSLANNIMVVGAVLAALV---VGG-SCGPPKVPPGPNITTNY 
                                10           20         30          
 
               70        80                                         
AAD-12 RALVHQRSARHSLVYSQSKL                                         
                                                                    
gi|286 NGKWLTARATWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYE 
      40        50        60        70        80        90          
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 67.8  bits: 19.5 E():   83 
Smith-Waterman score: 47; 34.0% identity (56.6% similar) in 53 aa overlap (9-60:310-352) 
 
                                     10        20         30        
AAD-12                       AEWDDMMKVIVGNMAWHADS-TYMPVMAQGAVFSAEVV 
                                     : .::   .::. .: :. :. :.       
gi|289 SVANMSLGGGKSKTLEDAVNAGVEAGLHFAVAAGND--NADACNYSPAAAEKAI------ 
     280       290       300       310         320       330        
 
        40        50        60        70        80                  
AAD-12 PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL                  
        .::. : .:: :: ..   : :                                      
gi|289 -TVGAST-LADERAYFSNYGECTDIFAPGLNILSTWIGSNYATNIISGTSMASPHIAGLL 
               340       350       360       370       380          
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 67.8  bits: 14.8 E():   83 
Smith-Waterman score: 28; 44.4% identity (66.7% similar) in 9 aa overlap (8-16:12-20) 
 
                   10        20        30        40        50       
AAD-12     AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
                  .: :: . :                                         
gi|463 DFVDAHNAARAQVGVGPVHWT                                        
               10        20                                         
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.6  bits: 17.5 E():   86 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (31-40:57-66) 
 
               10        20        30        40        50        60 
AAD-12 AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .::  .::::                     
gi|291 ATAGGSLLVPSGLILAGTVIALTLATPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAA 
         30        40        50        60        70        80       
 
               70        80                                   
AAD-12 RALVHQRSARHSLVYSQSKL                                   
                                                              
gi|291 VTVLSWIYRYVTGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVTGSQGS 
         90       100       110       120       130       140 
 
>>gi|320545|pir||A45786 major pollen allergen Bet v I -   (51 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 67.4  bits: 16.1 E():   87 
Smith-Waterman score: 33; 36.8% identity (52.6% similar) in 19 aa overlap (24-42:31-49) 
 
                      10        20        30        40        50    
AAD-12        AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :  :.: .   ::            
gi|320 GVFNYEAETTSVIPAAWLWKXFILDGDNLFPKVAPQAXTSVENIYERGGWG          
               10        20        30        40        50           
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            60        70        80 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKL 
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.5 E():   90 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (31-40:62-71) 
 
               10        20        30        40        50        60 
AAD-12 AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .::  .::::                     
gi|753 VTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAA 
              40        50        60        70        80        90  
 
               70        80                                   
AAD-12 RALVHQRSARHSLVYSQSKL                                   
                                                              
gi|753 LSVLSWIYRYLTGKHPPGADQLESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
             100       110       120       130       140      
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.5 E():   90 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (31-40:62-71) 
 
               10        20        30        40        50        60 
AAD-12 AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .::  .::::                     
gi|198 VTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAA 
              40        50        60        70        80        90  
 
               70        80                                   
AAD-12 RALVHQRSARHSLVYSQSKL                                   
                                                              
gi|198 LSVLSWIYRYLTGKHPPGADQLESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
             100       110       120       130       140      
 
>>gi|18639|emb|CAA33217.1| glycinin subunit G3 [Glycine   (481 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.1  bits: 19.2 E():   90 
Smith-Waterman score: 46; 30.4% identity (56.5% similar) in 23 aa overlap (5-27:137-159) 
 
                                         10        20        30     
AAD-12                           AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     :.. : .:   :  ..   ::.:        
gi|186 CPSTFEEPQQKGQSSRPQDRHQKIYHFREGDLIAVPTGFAYWMYNNEDTPVVAVSLIDTN 
        110       120       130       140       150       160       
 
           40        50        60        70        80               
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL               
                                                                    
gi|186 SFQNQLDQMPRRFYLAGNQEQEFLQYQPQKQQGGTQSQKGKRQQEEENEGGSILSGFAPE 
        170       180       190       200       210       220       
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.0  bits: 19.2 E():   91 
Smith-Waterman score: 46; 30.4% identity (56.5% similar) in 23 aa overlap (5-27:137-159) 
 
                                         10        20        30     
AAD-12                           AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     :.. : .:   :  ..   ::.:        
gi|186 TYQEPQESQQRGRSQRPQDRHQKVHRFREGDLIAVPTGVAWWMYNNEDTPVVAVSIIDTN 
        110       120       130       140       150       160       
 
           40        50        60        70        80               
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL               
                                                                    
gi|186 SLENQLDQMPRRFYLAGNQEQEFLKYQQQQQGGSQSQKGKQQEEENEGSNILSGFAPEFL 
        170       180       190       200       210       220       
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.0  bits: 19.2 E():   91 
Smith-Waterman score: 46; 30.4% identity (56.5% similar) in 23 aa overlap (5-27:137-159) 
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                                         10        20        30     
AAD-12                           AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     :.. : .:   :  ..   ::.:        
gi|186 TYQEPQESQQRGRSQRPQDRHQKVHRFREGDLIAVPTGVAWWMYNNEDTPVVAVSIIDTN 
        110       120       130       140       150       160       
 
           40        50        60        70        80               
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL               
                                                                    
gi|186 SLENQLDQMPRRFYLAGNQEQEFLKYQQQQQGGSQSQKGKQQEEENEGSNILSGFAPEFL 
        170       180       190       200       210       220       
 
>>gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Allerg  (27 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 66.9  bits: 15.0 E():   92 
Smith-Waterman score: 29; 22.7% identity (54.5% similar) in 22 aa overlap (45-66:6-27) 
 
           20        30        40        50        60        70     
AAD-12 AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV 
                                     :    . .:. :.  ..  :.:         
gi|391                          SFREQCVPGREITYECLNACAEYAVRQ         
                                        10        20                
 
           80 
AAD-12 YSQSKL 
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.8  bits: 19.2 E():   94 
Smith-Waterman score: 46; 30.4% identity (56.5% similar) in 23 aa overlap (5-27:140-162) 
 
                                         10        20        30     
AAD-12                           AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     :.. : .:   :  ..   ::.:        
gi|186 TFEEPQQPQQRGQSSRPQDRHQKIYNFREGDLIAVPTGVAWWMYNNEDTPVVAVSIIDTN 
     110       120       130       140       150       160          
 
           40        50        60        70        80               
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL               
                                                                    
gi|186 SLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEENEGGSILSGFTLEFL 
     170       180       190       200       210       220          
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.8  bits: 19.2 E():   94 
Smith-Waterman score: 46; 30.4% identity (56.5% similar) in 23 aa overlap (5-27:140-162) 
 
                                         10        20        30     
AAD-12                           AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     :.. : .:   :  ..   ::.:        
gi|186 TFEEPQQPQQRGQSSRPQDRHQKIYNSREGDLIAVPTGVAWWMYNNEDTPVVAVSIIDTN 
     110       120       130       140       150       160          
 
           40        50        60        70        80               
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL               
                                                                    
gi|186 SLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEENEGGSILSGFTLEFL 
     170       180       190       200       210       220          
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.5 E():   95 
Smith-Waterman score: 39; 57.1% identity (85.7% similar) in 7 aa overlap (2-8:123-129) 
 
                                            10        20        30  
AAD-12                              AEWDDMMKVIVGNMAWHADSTYMPVMAQGAV 
                                     .:.: ::                        
gi|121 LASSHKARGIEKAQFEEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ  
            100       110       120       130       140       150   
 
              40        50        60        70        80 
AAD-12 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
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>>gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} [De  (20 aa) 
 initn:  27 init1:  27 opt:  27  Z-score: 66.5  bits: 14.5 E():   97 
Smith-Waterman score: 30; 50.0% identity (64.3% similar) in 14 aa overlap (39-52:1-12) 
 
       10        20        30        40        50        60         
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS 
                                     ::::.   ::.  :                 
gi|404                               AVGGQD--ADLAEAPFQISLLK         
                                               10        20         
 
       70        80 
AAD-12 ARHSLVYSQSKL 
 
>>gi|47117350|sp||Q7M3Y8_1 [Segment 1 of 6] Tropomyosin   (20 aa) 
 initn:  27 init1:  27 opt:  27  Z-score: 66.5  bits: 14.5 E():   97 
Smith-Waterman score: 27; 25.0% identity (75.0% similar) in 12 aa overlap (47-58:2-13) 
 
         20        30        40        50        60        70       
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
                                     :...  .: ..:                   
gi|471                              AANLENDFDNVNEQLQDALS            
                                            10        20            
 
         80 
AAD-12 QSKL 
 
>>gi|18536|emb|CAA35691.1| unnamed protein product [Glyc  (605 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 66.5  bits: 19.4 E():   98 
Smith-Waterman score: 47; 44.4% identity (77.8% similar) in 18 aa overlap (17-33:250-267) 
 
                             10        20         30        40      
AAD-12               AEWDDMMKVIVGNMAWHADSTYMPVMAQG-AVFSAEVVPAVGGRTC 
                                     :::. :. :. .: :..:             
gi|185 FNQRSPQLQNLRDYRILEFNSKPNTLLLPNHADADYLIVILNGTAILSLVNNDDRDSYRL 
     220       230       240       250       260       270          
 
          50        60        70        80                          
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKL                          
                                                                    
gi|185 QSGDALRVPSGTTYYVVNPDNNENLRLITLAIPVNKPGRFESFFLSSTEAQQSYLQGFSR 
     280       290       300       310       320       330          
 
>>gi|27818335|gb|AAO24900.1| major pollen allergen Art v  (132 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.4  bits: 17.2 E():   99 
Smith-Waterman score: 38; 37.5% identity (50.0% similar) in 24 aa overlap (19-42:76-99) 
 
                           10        20        30        40         
AAD-12             AEWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : .  :  :  :  .:   ::.::       
gi|278 CDKKCIEWEKAQHGACHKREAGKESCFCYFDCSKSPPGATPAPPGAAPPPAAGGSPSPPA 
          50        60        70        80        90       100      
 
       50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                        
gi|278 DGGSPPPPADGGSPPVDGGSPPPPSTH      
         110       120       130        
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:45 2011 done: Fri Jan 21 00:02:45 2011 
 Total Scan time:  0.060 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
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Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 94  - 173 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     3     0:= 
  22     1     0:=          one = represents 4 library sequences 
  24     1     0:= 
  26     1     0:= 
  28     1     0:= 
  30     3     2:* 
  32     5     8:=* 
  34    13    22:==== * 
  36    30    44:========  * 
  38    43    73:===========       * 
  40   101   102:=========================* 
  42    55   125:==============                 * 
  44   114   138:=============================     * 
  46   119   140:==============================    * 
  48   129   134:=================================* 
  50   191   122:==============================*================= 
  52   107   108:==========================* 
  54    99    92:======================*== 
  56    63    77:================   * 
  58    68    63:===============*= 
  60    52    51:============* 
  62    38    41:==========* 
  64    30    33:========* 
  66    27    26:======* 
  68    45    20:====*======= 
  70    32    16:===*==== 
  72    25    12:==*==== 
  74    21    10:==*=== 
  76    16     8:=*== 
  78    18     6:=*=== 
  80    17     5:=*=== 
  82     4     3:* 
  84     1     3:* 
  86     3     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     6     1:*= 
  92     2     1:*         :*= 
  94     1     1:*         :* 
  96     1     1:*         :* 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.92380.00279; mu= -0.0006 0.145 
 mean_var=30.6633 8.212, 0's: 2 Z-trim: 2  B-trim: 186 in 1/43 
 Lambda= 0.231614 
 Kolmogorov-Smirnov  statistic: 0.1153 (N=29) at  48 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.080 
 
The best scores are:                                      opt bits E(1491) 
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gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   62 25.2    0.44 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   57 23.5     1.4 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   57 23.5     1.6 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   56 23.1     2.1 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   58 23.5     3.1 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   54 22.5     3.3 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   53 22.2     3.6 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   53 22.1     4.1 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.8     4.8 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   52 21.8     5.2 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 21.8     5.2 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   52 21.8     5.2 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   52 21.8     5.2 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   55 22.5     6.2 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   50 21.2     6.4 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 18.8     6.9 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 18.8     6.9 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   54 22.1     9.2 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   49 20.8     9.8 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   52 21.5      13 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   53 21.7      13 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   51 21.2      14 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 19.9      15 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   45 19.7      15 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 20.2      15 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 20.1      16 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 20.1      16 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   47 20.1      16 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   47 20.1      16 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   47 20.1      16 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   47 20.1      16 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   47 20.1      16 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   47 20.1      16 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   47 20.1      16 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   47 20.1      16 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   47 20.1      16 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   47 20.1      16 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   47 20.1      16 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 20.1      16 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 20.1      16 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.8      18 
gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   48 20.3      19 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 20.8      20 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   44 19.3      20 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   46 19.8      21 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 19.8      21 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 19.8      21 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   46 19.8      21 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 19.8      21 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 19.8      21 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   46 19.8      21 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   51 21.0      21 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   51 21.0      21 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   51 21.0      21 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   51 21.0      21 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   51 21.0      21 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   51 21.0      21 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 17.1      22 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 20.0      25 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   45 19.5      26 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   45 19.5      26 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   45 19.5      26 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   45 19.5      26 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   45 19.5      26 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   45 19.5      26 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   45 19.5      26 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   45 19.5      26 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   44 19.2      27 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   47 19.9      28 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   43 19.0      28 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 20.7      28 
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gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   43 18.9      29 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   42 18.7      30 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   44 19.2      31 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 20.6      31 
gi|14422363|emb|CAC41635.1| plantain pollen major  ( 131)   43 18.9      31 
gi|14422359|emb|CAC41633.1| plantain pollen major  ( 131)   43 18.9      31 
gi|14422361|emb|CAC41634.1| plantain pollen major  ( 131)   43 18.9      31 
gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum  (  94)   41 18.4      32 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   49 20.4      32 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   44 19.1      33 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   44 19.1      33 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   44 19.1      33 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   44 19.1      33 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   44 19.1      33 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   44 19.1      33 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   49 20.3      34 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 20.3      35 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   47 19.8      36 
gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Glo ( 151)   43 18.8      38 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   40 18.1      38 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   30 15.7      39 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   43 18.8      39 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   43 18.8      41 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   43 18.8      41 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   43 18.8      41 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 19.0      42 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   46 19.5      44 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   46 19.5      45 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 15.4      45 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   46 19.5      45 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   46 19.5      46 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   42 18.5      46 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 14.6      47 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.7      47 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   46 19.5      48 
gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allerge ( 159)   42 18.5      51 
gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allerge ( 159)   42 18.5      51 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.5      51 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   42 18.5      51 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   42 18.5      51 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   28 15.1      52 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.5      52 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.5      52 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.5      52 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.5      52 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.5      52 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   42 18.5      52 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 18.5      52 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   42 18.5      52 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   42 18.5      52 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.5      52 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   42 18.5      52 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 18.5      52 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   42 18.5      52 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   42 18.5      52 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 18.5      52 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   42 18.5      52 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.5      52 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.5      52 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   42 18.5      52 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 19.9      53 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   41 18.2      54 
gi|4006963|emb|CAA07328.1| pollen allergen Betv1,  ( 120)   40 18.0      55 
gi|4006947|emb|CAA07320.1| pollen allergen Betv1,  ( 120)   40 18.0      55 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   41 18.2      56 
gi|114326420|ref|NP_001041618.1| major allergen I  (  88)   38 17.4      58 
gi|75139847|sp|Q7M1E8|Q7M1E8_9ROSA Pollen major al (  12)   26 14.5      60 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   47 19.6      62 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   43 18.6      64 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.6      64 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   41 18.1      64 
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gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allerge ( 159)   41 18.1      64 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   41 18.1      65 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   41 18.1      65 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   41 18.1      65 
gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   41 18.1      65 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   41 18.1      65 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   41 18.1      65 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   41 18.1      65 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   41 18.1      65 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   41 18.1      65 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   38 17.4      69 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   40 17.9      70 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   40 17.8      75 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   40 17.8      77 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   40 17.8      77 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   40 17.8      77 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   38 17.3      79 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   38 17.3      79 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   40 17.8      81 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   40 17.8      81 
gi|4376222|emb|CAA04829.1| pollen allergen, Betv1  ( 159)   40 17.8      81 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   40 17.8      81 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   28 14.9      81 
gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=M ( 160)   40 17.8      82 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   40 17.8      82 
gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=M ( 160)   40 17.8      82 
gi|4006957|emb|CAA07325.1| pollen allergen Betv1,  ( 160)   40 17.8      82 
gi|4006953|emb|CAA07323.1| pollen allergen Betv1,  ( 160)   40 17.8      82 
gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Be ( 160)   40 17.8      82 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   40 17.8      82 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   40 17.8      82 
gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen be ( 160)   40 17.8      82 
gi|1513216|gb|AAC02632.1| cherry-allergen PRUA1 [P ( 160)   40 17.8      82 
gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula pl ( 160)   40 17.8      82 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   40 17.8      82 
gi|1321728|emb|CAA96547.1| major allergen Bet v 1  ( 160)   40 17.8      82 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   40 17.8      82 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   40 17.8      82 
gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula pl ( 160)   40 17.8      82 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   40 17.8      82 
gi|167472849|gb|ABZ81046.1| pollen allergen Que a  ( 160)   40 17.8      82 
gi|82492265|gb|ABB78006.1| major allergen Pru p 1  ( 160)   40 17.8      82 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   40 17.8      82 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   40 17.8      82 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   40 17.8      82 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   40 17.8      82 
gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 ( 160)   40 17.8      82 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   40 17.8      82 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   40 17.8      82 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   40 17.8      82 
gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 ( 160)   40 17.8      82 
gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 ( 160)   40 17.8      82 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   40 17.8      82 
gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 ( 161)   40 17.8      82 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   43 18.5      83 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   47 19.5      84 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   39 17.5      85 
gi|320545|pir||A45786 major pollen allergen Bet v  (  51)   33 16.1      86 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   39 17.5      90 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   39 17.5      90 
gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Al (  27)   29 15.1      90 
gi|18639|emb|CAA33217.1| glycinin subunit G3 [Glyc ( 481)   46 19.2      92 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   46 19.2      93 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   46 19.2      93 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   39 17.5      94 
gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} (  20)   27 14.6      95 
gi|47117350|sp||Q7M3Y8_1 [Segment 1 of 6] Tropomyo (  20)   27 14.6      95 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   46 19.2      95 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   46 19.2      95 
gi|27818335|gb|AAO24900.1| major pollen allergen A ( 132)   38 17.2      99 
gi|18536|emb|CAA35691.1| unnamed protein product [ ( 605)   47 19.4      99 
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gi|1532056|emb|CAA65122.1| P8 protein [Parietaria  ( 133)   38 17.2   1e 
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 108.8  bits: 25.2 E(): 0.44 
Smith-Waterman score: 62; 26.5% identity (59.2% similar) in 49 aa overlap (19-67:5-52) 
 
               10        20        30        40        50        60 
AAD-12 EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                         :.  :..  ... :. .. :. :. :.: :    . : :. : 
gi|189               MASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPL-EGCR 
                             10        20        30        40       
 
               70        80                                         
AAD-12 ALVHQRSARHSLVYSQSKLG                                         
         : :..                                                      
gi|189 EYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLK 
          50        60        70        80        90       100      
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  50 init1:  50 opt:  57  Z-score: 99.7  bits: 23.5 E():  1.4 
Smith-Waterman score: 57; 24.5% identity (59.2% similar) in 49 aa overlap (19-67:5-52) 
 
               10        20        30        40        50        60 
AAD-12 EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                         :.  :..  ... :. .. .. :. :.: :    . : :. : 
gi|439               MASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPL-EGCR 
                             10        20        30        40       
 
               70        80                                         
AAD-12 ALVHQRSARHSLVYSQSKLG                                         
         : :..                                                      
gi|439 EYVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVL 
          50        60        70        80        90       100      
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 98.6  bits: 23.5 E():  1.6 
Smith-Waterman score: 57; 41.4% identity (69.0% similar) in 29 aa overlap (13-41:23-50) 
 
                         10        20        30        40        50 
AAD-12           EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: :::.: . ::          
gi|444 MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
               60        70        80                               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLG                               
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 96.8  bits: 23.1 E():  2.1 
Smith-Waterman score: 56; 40.0% identity (68.0% similar) in 25 aa overlap (17-41:27-50) 
 
                         10        20        30        40        50 
AAD-12           EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. :::.. . ::          
gi|165 MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
               60        70        80                               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLG                               
                                                                    
gi|165 GEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSILKNTS 
      60        70        80        90       100       110          
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 93.7  bits: 23.5 E():  3.1 
Smith-Waterman score: 58; 26.0% identity (56.0% similar) in 50 aa overlap (14-63:23-71) 
 
                        10        20        30        40        50  
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AAD-12          EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                             .. ::. : :. :   .  : ..::.::    .: .   
gi|663 MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGKATTDEQKL 
               10        20        30        40         50          
 
              60        70        80                                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLG                                
        . .. . .: :                                                 
gi|663 LEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILKLDTDYDVA 
      60        70        80        90       100       110          
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 93.2  bits: 22.5 E():  3.3 
Smith-Waterman score: 54; 37.9% identity (69.0% similar) in 29 aa overlap (13-41:23-50) 
 
                         10        20        30        40        50 
AAD-12           EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: .::.: . ::          
gi|444 MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
               60        70        80                               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLG                               
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 92.5  bits: 22.2 E():  3.6 
Smith-Waterman score: 53; 24.5% identity (55.1% similar) in 49 aa overlap (19-67:5-52) 
 
               10        20        30        40        50        60 
AAD-12 EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                         :.  :..   .. :. .. .. :  :.: :    . : :. : 
gi|217               MASKSSISPLLLATVLVSVFAAATATGPYCYAGMGLPINPL-EGCR 
                             10        20        30        40       
 
               70        80                                         
AAD-12 ALVHQRSARHSLVYSQSKLG                                         
         : :..                                                      
gi|217 EYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRRSDPNSSVL 
          50        60        70        80        90       100      
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  53  Z-score: 91.4  bits: 22.1 E():  4.1 
Smith-Waterman score: 53; 22.4% identity (55.2% similar) in 58 aa overlap (22-73:31-87) 
 
                        10        20        30        40            
AAD-12          EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICF- 
               10        20        30        40        50           
 
         50        60         70        80                          
AAD-12 DMRAAYDALDEATRALVHQR-SARHSLVYSQSKLG                          
       :  . .. . . .. . .   : :.:..                                 
gi|132 DEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSIS 
      60        70        80        90       100       110          
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 90.2  bits: 21.8 E():  4.8 
Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (52-75:29-52) 
 
              30        40        50        60        70        80  
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG  
                                     : : :::  : .  ..: .: .::       
gi|144   KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLS 
                 10        20        30        40        50         
 
gi|144 DSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAG 
       60        70        80        90       100       110         
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>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 89.7  bits: 21.8 E():  5.2 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (17-41:27-50) 
 
                         10        20        30        40        50 
AAD-12           EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|131 MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
               60        70        80                               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLG                               
                                                                    
gi|131 GEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 89.7  bits: 21.8 E():  5.2 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (17-41:27-50) 
 
                         10        20        30        40        50 
AAD-12           EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|602 MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
               60        70        80                               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLG                               
                                                                    
gi|602 GEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 89.7  bits: 21.8 E():  5.2 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (17-41:27-50) 
 
                         10        20        30        40        50 
AAD-12           EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|279 MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
               60        70        80                               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLG                               
                                                                    
gi|279 GEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 89.6  bits: 21.8 E():  5.2 
Smith-Waterman score: 52; 37.9% identity (69.0% similar) in 29 aa overlap (13-41:23-50) 
 
                         10        20        30        40        50 
AAD-12           EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: .::.: . ::          
gi|444 MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
               60        70        80                               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLG                               
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 88.3  bits: 22.5 E():  6.2 
Smith-Waterman score: 55; 25.5% identity (55.3% similar) in 47 aa overlap (8-53:16-62) 
 
                       10         20        30        40        50  
AAD-12         EWDDMMKVIVGNMA-WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
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                      ...:  : . ::. : :. :   .  : .  :.::..   ...   
gi|441 MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLL 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLG                                
        :                                                           
gi|441 EDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAY 
               70        80        90       100       110       120 
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 88.0  bits: 21.2 E():  6.4 
Smith-Waterman score: 50; 28.1% identity (59.4% similar) in 32 aa overlap (8-39:11-42) 
 
                  10        20        30        40        50        
AAD-12    EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                 ::.. .:: ...   :. : :    ..::  .                   
gi|249 MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQDIMPCLHFVKGEEKEPSKEC 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 ATRALVHQRSARHSLVYSQSKLG                                      
                                                                    
gi|249 CSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVAEVPKKCDIKTTLPPITADFD 
               70        80        90       100       110       120 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 87.4  bits: 18.8 E():  6.9 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (15-21:19-25) 
 
                   10        20        30        40        50       
AAD-12     EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                         :.::..:                                    
gi|320 YTTEGGKKVEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 87.4  bits: 18.8 E():  6.9 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (15-21:19-25) 
 
                   10        20        30        40        50       
AAD-12     EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                         :.::..:                                    
gi|320 YTTEGGTKAEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 85.2  bits: 22.1 E():  9.2 
Smith-Waterman score: 54; 31.2% identity (62.5% similar) in 32 aa overlap (4-35:159-190) 
 
                                          10        20        30    
AAD-12                            EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     . ..::.:..  :: .     .  ::. .: 
gi|249 KLDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAA 
      130       140       150       160       170       180         
 
            40        50        60        70        80              
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG              
       ::                                                           
gi|249 EVQLIDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAV 
      190       200       210       220       230       240         
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 84.7  bits: 20.8 E():  9.8 
Smith-Waterman score: 49; 35.7% identity (52.4% similar) in 42 aa overlap (29-59:37-78) 
 
                 10        20        30        40              50   
AAD-12   EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR------TCFADMRAAY 
                                     :. : :.: . ::       :   : ...: 
gi|145 EEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSY 
         10        20        30        40        50        60       
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                  60        70        80                            
AAD-12 -----DALDEATRALVHQRSARHSLVYSQSKLG                            
            ::.::::                                                 
gi|145 VLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAP 
         70        80        90       100       110       120       
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.7  bits: 21.5 E():   13 
Smith-Waterman score: 52; 20.8% identity (58.3% similar) in 48 aa overlap (19-66:72-119) 
 
                           10        20        30        40         
AAD-12             EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:...:   :: .  :..  .. :... 
gi|170 QSFSQQPPFSQQQQQPLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQ 
              50        60        70        80        90       100  
 
       50        60        70        80                             
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLG                             
       .      ..  . ::.:.                                           
gi|170 QQLVLPPQQQQQQLVQQQIPIVQPSVLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSS 
             110       120       130       140       150       160  
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 82.6  bits: 21.7 E():   13 
Smith-Waterman score: 53; 21.5% identity (55.4% similar) in 65 aa overlap (14-75:37-100) 
 
                                10        20        30        40    
AAD-12                  EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|682 EAVLLGILLYIPIVLSDDRAPIPANSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQAK 
         10        20        30         40        50        60      
 
               50        60        70        80                     
AAD-12 CF---ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG                     
        .   .:  . . ...:: ...  . . :  : .:                          
gi|682 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSFSPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
gi|682 NMPILVFGGTAAEYGTVDSATLIVESNYFSAVNLKIVNSAPRPDGKRVGAQAAALRISGD 
         130       140       150       160       170       180      
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 81.6  bits: 21.2 E():   14 
Smith-Waterman score: 51; 22.6% identity (64.5% similar) in 31 aa overlap (19-49:66-96) 
 
                           10        20        30        40         
AAD-12             EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:.. ::  :  .. :..  .. :... 
gi|219 QPLPPQQTFPQQPPFSQQQQQQPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQ 
          40        50        60        70        80        90      
 
       50        60        70        80                             
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLG                             
       .                                                            
gi|219 QQLILPPQQQQQLPQQQISIVQPSVLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSC 
         100       110       120       130       140       150      
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 81.6  bits: 19.9 E():   15 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (23-38:66-81) 
 
                       10        20        30        40        50   
AAD-12         EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
             60        70        80 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLG 
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gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS 
         100       110       120    
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 81.1  bits: 19.7 E():   15 
Smith-Waterman score: 45; 25.5% identity (58.8% similar) in 51 aa overlap (18-65:13-61) 
 
               10        20        30         40          50        
AAD-12 EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV-PAVG--GRTCFADMRAAYDALDE 
                        :..   : : :. :. ..    ::  :..  :: . ... ::. 
gi|207      MSITDIVSEKDIDAALESVKAAGS-FNYKIFFQKVGLAGKSA-ADAKKVFEILDR 
                    10        20         30        40         50    
 
        60        70        80                                  
AAD-12 ATRALVHQRSARHSLVYSQSKLG                                  
          ....:                                                 
gi|207 DKSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
            60        70        80        90       100          
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 81.1  bits: 20.2 E():   15 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (48-64:14-30) 
 
        20        30        40        50        60        70        
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     .: :.: .:.  .. .:              
gi|219                  MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQ 
                                10        20        30        40    
 
        80                                                          
AAD-12 KLG                                                          
                                                                    
gi|219 TFEENDLQQLIIEIDADGSGELEFDEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNG 
            50        60        70        80        90       100    
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.8  bits: 20.1 E():   16 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (36-52:141-157) 
 
          10        20        30        40        50        60      
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
          70        80 
AAD-12 RSARHSLVYSQSKLG 
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.8  bits: 20.1 E():   16 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (36-52:141-157) 
 
          10        20        30        40        50        60      
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
          70        80 
AAD-12 RSARHSLVYSQSKLG 
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.7  bits: 20.1 E():   16 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (17-41:27-50) 
 
                         10        20        30        40        50 
AAD-12           EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
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               60        70        80                               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLG                               
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.7  bits: 20.1 E():   16 
Smith-Waterman score: 47; 40.0% identity (68.0% similar) in 25 aa overlap (17-41:27-50) 
 
                         10        20        30        40        50 
AAD-12           EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :.:.. . ::          
gi|602 MGVFTYEFEFTSVIPPARLYNAFVLDADNL-IPKIAPQAVKSTEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
               60        70        80                               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLG                               
                                                                    
gi|602 GEGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.7  bits: 20.1 E():   16 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (17-41:27-50) 
 
                         10        20        30        40        50 
AAD-12           EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
               60        70        80                               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLG                               
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 80.7  bits: 20.1 E():   16 
Smith-Waterman score: 47; 23.7% identity (54.2% similar) in 59 aa overlap (17-64:27-84) 
 
                         10        20        30        40           
AAD-12           EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCF 
                                 ::.  .: .:  :.  ::.. . ::     .  : 
gi|304 MGLYTFENEFTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
                50        60        70        80                    
AAD-12 AD------MRAAYDALDEATRALVHQRSARHSLVYSQSKLG                    
       ..      ..   :..:::. . ..                                    
gi|304 GEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.7  bits: 20.1 E():   16 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (17-41:27-50) 
 
                         10        20        30        40        50 
AAD-12           EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|165 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
               60        70        80                               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLG                               
                                                                    
gi|165 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
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 initn:  46 init1:  46 opt:  47  Z-score: 80.7  bits: 20.1 E():   16 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (17-41:27-50) 
 
                         10        20        30        40        50 
AAD-12           EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|886 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
               60        70        80                               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLG                               
                                                                    
gi|886 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIKSISH 
      60        70        80        90       100       110          
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.7  bits: 20.1 E():   16 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (17-41:27-50) 
 
                         10        20        30        40        50 
AAD-12           EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|134 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
               60        70        80                               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLG                               
                                                                    
gi|134 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.7  bits: 20.1 E():   16 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (17-41:27-50) 
 
                         10        20        30        40        50 
AAD-12           EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
               60        70        80                               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLG                               
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.7  bits: 20.1 E():   16 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (17-41:27-50) 
 
                         10        20        30        40        50 
AAD-12           EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEYTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
               60        70        80                               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLG                               
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.7  bits: 20.1 E():   16 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (17-41:27-50) 
 
                         10        20        30        40        50 
AAD-12           EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|753 MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
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               10        20        30         40        50          
 
               60        70        80                               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLG                               
                                                                    
gi|753 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.7  bits: 20.1 E():   16 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (17-41:27-50) 
 
                         10        20        30        40        50 
AAD-12           EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
               60        70        80                               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLG                               
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.6  bits: 20.1 E():   16 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (36-52:144-160) 
 
          10        20        30        40        50        60      
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
          70        80 
AAD-12 RSARHSLVYSQSKLG 
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.6  bits: 20.1 E():   16 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (36-52:144-160) 
 
          10        20        30        40        50        60      
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
          70        80 
AAD-12 RSARHSLVYSQSKLG 
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 79.7  bits: 19.8 E():   18 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (48-65:126-143) 
 
        20        30        40        50        60        70        
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . ::..::: :..: ...             
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG         
         100       110       120       130       140                
 
        80 
AAD-12 KLG 
 
>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.6  bits: 20.3 E():   19 
Smith-Waterman score: 48; 33.3% identity (59.3% similar) in 27 aa overlap (19-45:17-43) 
 
               10        20        30        40        50        60 
AAD-12 EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                         :.:.:  .   ::..:  :  .: : .                
gi|510   MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLPVIRGKGGGIEFA 
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                 10        20        30        40        50         
 
               70        80                                         
AAD-12 ALVHQRSARHSLVYSQSKLG                                         
                                                                    
gi|510 KTETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHLCTPLSLNSFSVD 
       60        70        80        90       100       110         
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 79.2  bits: 20.8 E():   20 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (15-32:66-83) 
 
                               10        20        30        40     
AAD-12                 EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
           50        60        70        80                         
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG                         
                                                                    
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 79.1  bits: 19.3 E():   20 
Smith-Waterman score: 44; 32.4% identity (56.8% similar) in 37 aa overlap (22-58:65-101) 
 
                        10        20        30        40        50  
AAD-12          EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .:  ..::. ::  . :.:: :  :   :  
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
              60        70        80 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLG 
        .  .:.                       
gi|117 EEEKEESDDDMGFGLFD             
          100       110              
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.8  bits: 19.8 E():   21 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (17-41:27-50) 
 
                         10        20        30        40        50 
AAD-12           EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
               60        70        80                               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLG                               
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIKTTSK 
      60        70        80        90       100       110          
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.8  bits: 19.8 E():   21 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (20-41:29-50) 
 
                        10        20        30        40        50  
AAD-12          EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLG                                
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
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>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.8  bits: 19.8 E():   21 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (20-41:29-50) 
 
                        10        20        30        40        50  
AAD-12          EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLG                                
                                                                    
gi|400 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.8  bits: 19.8 E():   21 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (17-41:27-50) 
 
                         10        20        30        40        50 
AAD-12           EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
               60        70        80                               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLG                               
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.8  bits: 19.8 E():   21 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (20-41:29-50) 
 
                        10        20        30        40        50  
AAD-12          EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLG                                
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.8  bits: 19.8 E():   21 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (20-41:29-50) 
 
                        10        20        30        40        50  
AAD-12          EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLG                                
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.8  bits: 19.8 E():   21 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (17-41:27-50) 
 
                         10        20        30        40        50 
AAD-12           EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
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                                 ::.  .: .:  ::  ::.. . ::          
gi|880 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
               60        70        80                               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLG                               
                                                                    
gi|880 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVIKTTS 
      60        70        80        90       100       110          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.7  bits: 21.0 E():   21 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (6-43:270-307) 
 
                                        10        20        30      
AAD-12                          EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|327 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
          40        50        60        70        80                
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG                
       .  : : :                                                     
gi|327 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.7  bits: 21.0 E():   21 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (6-43:270-307) 
 
                                        10        20        30      
AAD-12                          EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
          40        50        60        70        80                
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG                
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.7  bits: 21.0 E():   21 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (6-43:270-307) 
 
                                        10        20        30      
AAD-12                          EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
          40        50        60        70        80                
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG                
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.7  bits: 21.0 E():   21 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (6-43:270-307) 
 
                                        10        20        30      
AAD-12                          EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|118 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
          40        50        60        70        80                
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG                
       .  : : :                                                     
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gi|118 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.7  bits: 21.0 E():   21 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (6-43:270-307) 
 
                                        10        20        30      
AAD-12                          EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|270 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
          40        50        60        70        80                
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG                
       .  : : :                                                     
gi|270 IQHVKGGTPKRPDRAIETYLFAMFDENQKQPEVEKHFGLFFPDKRPKYNLNFSAKKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.7  bits: 21.0 E():   21 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (6-43:270-307) 
 
                                        10        20        30      
AAD-12                          EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
          40        50        60        70        80                
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG                
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFATFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 78.4  bits: 17.1 E():   22 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (15-21:19-25) 
 
                   10        20        30        40        50       
AAD-12     EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                         :..:..:                                    
gi|320 YTTEGGTKAEAEDVIPEGWKVDTSYE                                   
               10        20                                         
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 77.4  bits: 20.0 E():   25 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (45-66:74-98) 
 
           20        30        40        50           60        70  
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---DEATRALVHQRSARHS 
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
 
              80                                                    
AAD-12 LVYSQSKLG                                                    
                                                                    
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 77.0  bits: 19.5 E():   26 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (17-41:27-50) 
 
                         10        20        30        40        50 
AAD-12           EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
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               60        70        80                               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLG                               
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 77.0  bits: 19.5 E():   26 
Smith-Waterman score: 45; 27.0% identity (64.9% similar) in 37 aa overlap (28-64:49-84) 
 
                  10        20        30        40        50        
AAD-12    EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|144 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
        60        70        80                                      
AAD-12 ATRALVHQRSARHSLVYSQSKLG                                      
       :  : ..                                                      
gi|144 AGLAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEAT 
        80        90       100       110       120       130        
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 77.0  bits: 19.5 E():   26 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (17-41:27-50) 
 
                         10        20        30        40        50 
AAD-12           EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|753 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTTKKITF 
               10        20        30         40        50          
 
               60        70        80                               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLG                               
                                                                    
gi|753 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 77.0  bits: 19.5 E():   26 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (17-41:27-50) 
 
                         10        20        30        40        50 
AAD-12           EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|425 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
               60        70        80                               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLG                               
                                                                    
gi|425 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 77.0  bits: 19.5 E():   26 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (17-41:27-50) 
 
                         10        20        30        40        50 
AAD-12           EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
               60        70        80                               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLG                               
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
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 initn:  44 init1:  44 opt:  45  Z-score: 77.0  bits: 19.5 E():   26 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (17-41:27-50) 
 
                         10        20        30        40        50 
AAD-12           EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
               60        70        80                               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLG                               
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 77.0  bits: 19.5 E():   26 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (17-41:27-50) 
 
                         10        20        30        40        50 
AAD-12           EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|901 MGGYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
               60        70        80                               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLG                               
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 77.0  bits: 19.5 E():   26 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (17-41:27-50) 
 
                         10        20        30        40        50 
AAD-12           EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
               60        70        80                               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLG                               
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.7  bits: 19.2 E():   27 
Smith-Waterman score: 44; 16.0% identity (72.0% similar) in 25 aa overlap (5-29:12-36) 
 
                      10        20        30        40        50    
AAD-12        EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
                  .. .... ..: ....  :. : :.                         
gi|249 MRTVSARSSVALVVIVAAVLVWTSSASVAPAPAPGSEETCGTVVGALMPCLPFVQGKEKE 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 ALDEATRALVHQRSARHSLVYSQSKLG                                  
                                                                    
gi|249 PSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDSKLPP 
               70        80        90       100       110       120 
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.5  bits: 19.9 E():   28 
Smith-Waterman score: 47; 33.3% identity (52.8% similar) in 36 aa overlap (45-80:159-191) 
 
           20        30        40        50        60        70     
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :   . : ..::   :   :: .  :.:   
gi|136 TNTEKLPTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFEIR---HQLTQIHGLYR 
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      130       140       150       160       170          180      
 
           80                                            
AAD-12 SQSKLG                                            
       :..: :                                            
gi|136 SSDKTGGYWKITMNDGSTYQSDLSKKFEYNTEKPPINIDEIKTIEAEIN 
         190       200       210       220       230     
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 76.4  bits: 19.0 E():   28 
Smith-Waterman score: 43; 26.0% identity (52.0% similar) in 50 aa overlap (24-73:30-79) 
 
                     10        20        30        40        50     
AAD-12       EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                                    .  .:.. :.:   .   : :   . :.    
gi|253 TGPYCYAGMGLPINPLEGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHC 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 LDEATRALVHQRSARHSLVYSQSKLG                                   
         ::.: .. .::  .: :                                          
gi|253 RCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNAPYCLGLDI 
               70        80        90       100       110       120 
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.3  bits: 20.7 E():   28 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (15-32:56-73) 
 
                               10        20        30        40     
AAD-12                 EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
           50        60        70        80                         
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG                         
                                                                    
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 76.1  bits: 18.9 E():   29 
Smith-Waterman score: 43; 23.5% identity (51.0% similar) in 51 aa overlap (11-61:25-74) 
 
                             10        20        30        40       
AAD-12               EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                               :  : . . ...   :::.  :: .:  . .   :  
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLP-FQ 
               10        20        30        40        50           
 
         50        60        70        80                           
AAD-12 DMRAAYDALDEATRALVHQRSARHSLVYSQSKLG                           
       ...   :..:    :                                              
gi|217 EIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRL 
      60        70        80        90       100       110          
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.9  bits: 18.7 E():   30 
Smith-Waterman score: 42; 25.7% identity (60.0% similar) in 35 aa overlap (27-61:4-38) 
 
               10        20        30        40        50        60 
AAD-12 EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                 .:.. .:.:. :. :     : .: . :   :.. 
gi|777                        MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAK 
                                      10        20        30        
 
               70        80                                         
AAD-12 ALVHQRSARHSLVYSQSKLG                                         
       .                                                            
gi|777 SADDIKKAFAIIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIG 
        40        50        60        70        80        90        
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>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 75.5  bits: 19.2 E():   31 
Smith-Waterman score: 44; 27.1% identity (54.3% similar) in 70 aa overlap (13-80:23-87) 
 
                         10        20        30        40        50 
AAD-12           EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .:  ::.  .:  : :.  :.:.: . ::   .  .   
gi|604 MAVFTFDDQATSPVAPATLYNALAKDADNI-IP-KAVGSFQSVEIVEGNGGPGTIKKISF 
               10        20        30          40        50         
 
               60          70        80                             
AAD-12 AYDALDEATRALVHQRSA--RHSLVYSQSKLG                             
       . :.    :. ..:.  .  . .: :: : .:                             
gi|604 VEDG---ETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIK 
       60           70        80        90       100       110      
 
gi|604 LTISYHGKGDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
         120       130       140       150      
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.5  bits: 20.6 E():   31 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (15-32:56-73) 
 
                               10        20        30        40     
AAD-12                 EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
           50        60        70        80                         
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG                         
                                                                    
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|14422363|emb|CAC41635.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.5  bits: 18.9 E():   31 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (18-35:85-102) 
 
                            10        20        30        40        
AAD-12              EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSGRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
        50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLG 
                                         
gi|144 RHVKPLSFRAKTDAPGC                 
          120       130                  
 
>>gi|14422359|emb|CAC41633.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.5  bits: 18.9 E():   31 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (18-35:85-102) 
 
                            10        20        30        40        
AAD-12              EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETDQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
        50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLG 
                                         
gi|144 RHVKPLSFRAKTDAPGC                 
          120       130                  
 
>>gi|14422361|emb|CAC41634.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.5  bits: 18.9 E():   31 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (18-35:85-102) 
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                            10        20        30        40        
AAD-12              EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
        50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLG 
                                         
gi|144 RHVKPLSFRAKTDAPGC                 
          120       130                  
 
>>gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum aest  (94 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 75.4  bits: 18.4 E():   32 
Smith-Waterman score: 41; 27.3% identity (48.5% similar) in 33 aa overlap (5-37:17-49) 
 
                           10        20        30        40         
AAD-12             EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                       :.:  .  . : :.    :  :  ::..   .:            
gi|668 IAVAVSADECEGDRRAMIKECAKYQQWPANPKLDPSDACCAVWQKANIPCLCAGVTKEKE 
               10        20        30        40        50        60 
 
       50        60        70        80   
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLG   
                                          
gi|668 KIYCMEKVAYVANFCKKPFPHGYKCGSYTFPPLA 
               70        80        90     
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 75.4  bits: 20.4 E():   32 
Smith-Waterman score: 49; 20.3% identity (55.9% similar) in 59 aa overlap (14-69:37-94) 
 
                                10        20        30        40    
AAD-12                  EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|269 EAVLLGILLYIPIVLSDDRAPIPSNSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQTK 
         10        20        30         40        50        60      
 
               50        60        70        80                     
AAD-12 CF---ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG                     
        .   .:  . . ...:: ...  . . :                                
gi|269 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSLAPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.2  bits: 19.1 E():   33 
Smith-Waterman score: 44; 36.4% identity (63.6% similar) in 22 aa overlap (20-41:28-49) 
 
                       10        20        30        40        50   
AAD-12         EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                  : .: .:  :. :.: . . ::            
gi|115 GVFNYETETTSVIPAARLFKAFILDGDTLFPQVAPQAISSVENISGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLG                                 
                                                                    
gi|115 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.2  bits: 19.1 E():   33 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (22-41:31-50) 
 
                        10        20        30        40        50  
AAD-12          EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|584 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
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              60        70        80                                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLG                                
                                                                    
gi|584 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.2  bits: 19.1 E():   33 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (22-41:31-50) 
 
                        10        20        30        40        50  
AAD-12          EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLG                                
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.2  bits: 19.1 E():   33 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (22-41:31-50) 
 
                        10        20        30        40        50  
AAD-12          EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|132 MGVFNYETESTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLG                                
                                                                    
gi|132 EGSPFKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.2  bits: 19.1 E():   33 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (22-41:31-50) 
 
                        10        20        30        40        50  
AAD-12          EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLG                                
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (22-41:31-50) 
 
                        10        20        30        40        50  
AAD-12          EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLG                                
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
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 initn:  37 init1:  37 opt:  49  Z-score: 74.9  bits: 20.3 E():   34 
Smith-Waterman score: 49; 33.3% identity (64.3% similar) in 42 aa overlap (13-51:244-284) 
 
                                 10          20         30          
AAD-12                   EWDDMMKVIVGNMAW--HADSTYMP-VMAQGAVFSAEVVPAV 
                                     :.:  ..... .: :. .  . :.: :  : 
gi|585 GYYAYPYCYNLTPNQPSAQCEATTMQENDKMSWLFESEDVLLPSVYLRWNLTSGERVGLV 
           220       230       240       250       260       270    
 
      40        50        60        70        80                    
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG                    
       :::.  : .: :                                                 
gi|585 GGRVKEA-LRIARQMTTSRKKVLPYYWYKYQDRRDTDLSRADLEATLRKITDLGADGFII 
           280        290       300       310       320       330   
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 74.6  bits: 20.3 E():   35 
Smith-Waterman score: 49; 40.0% identity (65.0% similar) in 20 aa overlap (12-31:332-348) 
 
                                  10        20        30        40  
AAD-12                    EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
                                     :  :.   .:: :. .::.:           
gi|113 ILSQGNRFLASDIKKEVVGRYGESAMSESINWNWR---SYMDVFENGAIFVPSGVDPVLT 
             310       320       330          340       350         
 
              50        60        70        80 
AAD-12 RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG 
                                               
gi|113 PEQNAGMIPAEPGEAVLRLTSSAGVLSCQPGAPC      
      360       370       380       390        
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 47; 36.0% identity (76.0% similar) in 25 aa overlap (48-72:106-130) 
 
        20        30        40        50        60        70        
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     ...: . :.:::.:  ... ::. :      
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
 
        80                                                          
AAD-12 KLG                                                          
                                                                    
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
 
>>gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Globin   (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.0  bits: 18.8 E():   38 
Smith-Waterman score: 43; 30.6% identity (55.6% similar) in 36 aa overlap (31-66:115-150) 
 
               10        20        30        40        50        60 
AAD-12 EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                     : :  :  . ..: ::  .::. :  .:   
gi|121 IGDLPNIDGDVTTFVASHTPRGVTHDQLNNFRAGFVSYMKAHTDFAGAEAAWGATLDAFF 
           90       100       110       120       130       140     
 
               70        80 
AAD-12 ALVHQRSARHSLVYSQSKLG 
       ..:  .               
gi|121 GMVFAKM              
          150               
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 74.0  bits: 18.1 E():   38 
Smith-Waterman score: 40; 35.0% identity (55.0% similar) in 20 aa overlap (2-21:46-64) 
 
                                            10        20        30  
AAD-12                              EWDDMMKVIVGNMAWHADSTYMPVMAQGAVF 
                                     :: .  : .   .: ::. :           
gi|323 YGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKPYSWRYGWTAFC 
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          20        30        40         50        60        70     
 
              40        50        60        70        80 
AAD-12 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG 
                                                         
gi|323 GPAGPRCLRTNAAVTVR                                 
           80        90                                  
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 73.9  bits: 15.7 E():   39 
Smith-Waterman score: 30; 46.2% identity (69.2% similar) in 13 aa overlap (68-80:1-13) 
 
        40        50        60        70        80     
AAD-12 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG     
                                     :: . : : ..::     
gi|323                               ARTAWVDSGAQLGELSY 
                                             10        
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 73.8  bits: 18.8 E():   39 
Smith-Waterman score: 43; 29.0% identity (67.7% similar) in 31 aa overlap (28-58:49-78) 
 
                  10        20        30        40        50        
AAD-12    EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|186 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVRLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
        60        70        80                                      
AAD-12 ATRALVHQRSARHSLVYSQSKLG                                      
       :                                                            
gi|186 AGLGYTYTTIGGDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEAT 
        80        90       100       110       120       130        
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (22-41:31-50) 
 
                        10        20        30        40        50  
AAD-12          EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|261 MGVFNYEAETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLG                                
                                                                    
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (22-41:31-50) 
 
                        10        20        30        40        50  
AAD-12          EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|132 MGVFNYETETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLG                                
                                                                    
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (22-41:31-50) 
 
                        10        20        30        40        50  
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AAD-12          EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVISAARLFKSYVLDGDKLIPKVAPQAITSVENVGGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLG                                
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSK 
               70        80        90       100       110       120 
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.3  bits: 19.0 E():   42 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (65-80:46-61) 
 
           40        50        60        70        80               
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG               
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 72.8  bits: 19.5 E():   44 
Smith-Waterman score: 46; 23.2% identity (46.4% similar) in 56 aa overlap (4-57:120-175) 
 
                                          10          20        30  
AAD-12                            EWDDMMKVIVGNMAWHA--DSTYMPVMAQGAVF 
                                     . ..::.: .  ::    :  : ::.  .  
gi|481 KLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAG 
      90       100       110       120       130       140          
 
              40        50        60        70        80            
AAD-12 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG            
         ...  . .    :   ::    :.                                   
gi|481 ELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAV 
     150       160       170       180       190       200          
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 72.8  bits: 19.5 E():   45 
Smith-Waterman score: 51; 32.7% identity (63.5% similar) in 52 aa overlap (27-74:52-100) 
 
                   10        20        30        40        50       
AAD-12     EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     ..:: .:  ::: : .  :  ..::. . . 
gi|168 APATPAAAGAEAGKATTEEQKLIEDINVGFKAAVAAAASVPA-GDK--FKTFEAAFTSSS 
              30        40        50        60           70         
 
         60            70        80                                 
AAD-12 EATRA----LVHQRSARHSLVYSQSKLG                                 
       .:. :    :: . .: .:..:                                       
gi|168 KAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPV 
       80        90       100       110       120       130         
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 72.7  bits: 15.4 E():   45 
Smith-Waterman score: 29; 57.1% identity (71.4% similar) in 7 aa overlap (17-23:1-7) 
 
               10        20        30        40        50        60 
AAD-12 EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                       ::. : :                                      
gi|751                 ADAGYAPAAPGTQPKA                             
                               10                                   
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 72.6  bits: 19.5 E():   45 
Smith-Waterman score: 47; 30.8% identity (61.5% similar) in 52 aa overlap (27-74:55-103) 
 
                   10        20        30        40        50       

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 3213



 

 

AAD-12     EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     ..:: .:  :::.     :  ..::. . . 
gi|285 APATPAAAGAAAGKATTEEQKLIEDINVGFKAAVAAAASVPAADK---FKTFEAAFTSSS 
           30        40        50        60           70        80  
 
         60            70        80                                 
AAD-12 EATRA----LVHQRSARHSLVYSQSKLG                                 
       .:. :    :: . .: .:..:                                       
gi|285 KAAAAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPV 
              90       100       110       120       130       140  
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 72.5  bits: 19.5 E():   46 
Smith-Waterman score: 46; 30.8% identity (59.6% similar) in 52 aa overlap (27-74:61-109) 
 
                   10        20        30        40        50       
AAD-12     EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     ..:: .:  :::.     :  ..::. . . 
gi|330 APATPAAAGAEAGKATTEEQKLIEDINVGFKAAVAAAASVPAADK---FKTFEAAFTSSS 
               40        50        60        70           80        
 
         60            70        80                                 
AAD-12 EATRA----LVHQRSARHSLVYSQSKLG                                 
       .:. :    :: . .: .:. :                                       
gi|330 KAATAKAPGLVPKLDAAYSVSYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPV 
        90       100       110       120       130       140        
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.5  bits: 18.5 E():   46 
Smith-Waterman score: 42; 27.6% identity (58.6% similar) in 29 aa overlap (21-49:11-39) 
 
               10        20        30        40        50        60 
AAD-12 EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                           ..:. : : ::.   . :.  :  . ..:            
gi|126           MRSLLILVLCFLPLAALGKVFGRCELAAAMKRHGLDNYRGYSLGNWVCAA 
                         10        20        30        40        50 
 
               70        80                                         
AAD-12 ALVHQRSARHSLVYSQSKLG                                         
                                                                    
gi|126 KFESNFNTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASV 
               60        70        80        90       100       110 
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 72.3  bits: 14.6 E():   47 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (60-64:2-6) 
 
      30        40        50        60        70        80 
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG 
                                     : :::                 
gi|463                              DRNLVHSATR             
                                            10             
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.3  bits: 18.7 E():   47 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (65-79:138-152) 
 
           40        50        60        70        80               
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG               
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
gi|391 ASIDTILTKV 
       170        
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 72.2  bits: 19.5 E():   48 
Smith-Waterman score: 48; 30.8% identity (61.5% similar) in 52 aa overlap (27-74:66-114) 
 
                   10        20        30        40        50       
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AAD-12     EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     ..:: .:  :::.     :  ..::. . . 
gi|330 APATPAAAGAEAGKATTEEQKLIEDINVGFKAAVAAAASVPAADK---FKTFEAAFTSSS 
          40        50        60        70        80           90   
 
         60            70        80                                 
AAD-12 EATRA----LVHQRSARHSLVYSQSKLG                                 
       .:. :    :: . .: .:..:                                       
gi|330 KAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPV 
            100       110       120       130       140       150   
 
>>gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (17-41:27-50) 
 
                         10        20        30        40        50 
AAD-12           EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
               60        70        80                               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLG                               
                                                                    
gi|212 GEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (17-41:27-50) 
 
                         10        20        30        40        50 
AAD-12           EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
               60        70        80                               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLG                               
                                                                    
gi|212 GEASKYKYSRHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (22-41:30-49) 
 
                       10        20        30        40        50   
AAD-12         EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: : . ::            
gi|402 GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFAE 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLG                                 
                                                                    
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (22-41:30-49) 
 
                       10        20        30        40        50   
AAD-12         EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLG                                 
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gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.5 E():   51 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (22-41:30-49) 
 
                       10        20        30        40        50   
AAD-12         EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLG                                 
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 71.6  bits: 15.1 E():   52 
Smith-Waterman score: 28; 40.0% identity (80.0% similar) in 10 aa overlap (28-37:4-13) 
 
               10        20        30        40        50        60 
AAD-12 EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                  :.:  :...:                        
gi|131                         GPVGGVVHAHMMPLL                      
                                       10                           
 
               70        80 
AAD-12 ALVHQRSARHSLVYSQSKLG 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (22-41:31-50) 
 
                        10        20        30        40        50  
AAD-12          EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLG                                
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (22-41:31-50) 
 
                        10        20        30        40        50  
AAD-12          EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLG                                
                                                                    
gi|167 EGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (22-41:31-50) 
 
                        10        20        30        40        50  
AAD-12          EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
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                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLG                                
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (22-41:31-50) 
 
                        10        20        30        40        50  
AAD-12          EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLG                                
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (22-41:31-50) 
 
                        10        20        30        40        50  
AAD-12          EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLG                                
                                                                    
gi|400 EGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (22-41:31-50) 
 
                        10        20        30        40        50  
AAD-12          EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLG                                
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (22-41:31-50) 
 
                        10        20        30        40        50  
AAD-12          EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLG                                
                                                                    

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 3217



 

 

gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (22-41:31-50) 
 
                        10        20        30        40        50  
AAD-12          EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLG                                
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (22-41:31-50) 
 
                        10        20        30        40        50  
AAD-12          EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLG                                
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (22-41:31-50) 
 
                        10        20        30        40        50  
AAD-12          EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLG                                
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (22-41:31-50) 
 
                        10        20        30        40        50  
AAD-12          EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLG                                
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (22-41:31-50) 
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                        10        20        30        40        50  
AAD-12          EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLG                                
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNK 
               70        80        90       100       110       120 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 42; 40.0% identity (60.0% similar) in 25 aa overlap (17-41:27-50) 
 
                         10        20        30        40        50 
AAD-12           EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:   : ::: . . ::          
gi|534 MGVFNYEDEATSVIAPARLFKSFVLDADNL-IPKVAPENVSSAENIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
               60        70        80                               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLG                               
                                                                    
gi|534 PEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITS 
      60        70        80        90       100       110          
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (22-41:31-50) 
 
                        10        20        30        40        50  
AAD-12          EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVMPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLG                                
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (22-41:31-50) 
 
                        10        20        30        40        50  
AAD-12          EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLG                                
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (22-41:31-50) 
 
                        10        20        30        40        50  
AAD-12          EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
              60        70        80                                
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AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLG                                
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (22-41:31-50) 
 
                        10        20        30        40        50  
AAD-12          EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLG                                
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (22-41:31-50) 
 
                        10        20        30        40        50  
AAD-12          EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLG                                
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (22-41:31-50) 
 
                        10        20        30        40        50  
AAD-12          EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLG                                
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 71.4  bits: 19.9 E():   53 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (47-61:431-446) 
 
         20        30        40        50         60        70      
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYS 
                                     :..: :::.: ...::               
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA               
              410       420       430       440                     
 
          80 
AAD-12 QSKLG 
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 71.2  bits: 18.2 E():   54 
Smith-Waterman score: 41; 20.9% identity (47.8% similar) in 67 aa overlap (21-78:3-69) 
 
               10        20        30        40        50           

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 3220



 

 

AAD-12 EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL----- 
                           .. ..  . :..: :   . :     . : :.: :      
gi|856                   MKFIITLFAAIVMAAAVSGFIVGDKKEDEWRMAFDRLMMEEL 
                                 10        20        30        40   
 
              60        70        80                                
AAD-12 ----DEATRALVHQRSARHSLVYSQSKLG                                
           :.. ..:.:     . :  ..::                                  
gi|856 ETKIDQVEKGLLHLSEQYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDL 
             50        60        70        80        90       100   
 
>>gi|4006963|emb|CAA07328.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.0  bits: 18.0 E():   55 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (23-41:32-50) 
 
                       10        20        30        40        50   
AAD-12         EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
             60        70        80                                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLG                                
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|4006947|emb|CAA07320.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.0  bits: 18.0 E():   55 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (23-41:32-50) 
 
                       10        20        30        40        50   
AAD-12         EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
             60        70        80                                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLG                                
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.0  bits: 18.2 E():   56 
Smith-Waterman score: 41; 34.6% identity (61.5% similar) in 26 aa overlap (19-44:5-30) 
 
               10        20        30        40        50        60 
AAD-12 EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                         :.:  ...   ::   .: :::.. :                 
gi|217               MASKSNYNLLFTALLVFIFAAVAAVGNEDCTPWTSTLITPLPSCRN 
                             10        20        30        40       
 
               70        80                                         
AAD-12 ALVHQRSARHSLVYSQSKLG                                         
                                                                    
gi|217 YVEEQACRIEMPGPPYLAKQECCEQLANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCP 
         50        60        70        80        90       100       
 
>>gi|114326420|ref|NP_001041618.1| major allergen I poly  (88 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 70.7  bits: 17.4 E():   58 
Smith-Waterman score: 38; 31.8% identity (63.6% similar) in 22 aa overlap (18-39:3-24) 
 
               10        20        30        40        50        60 
AAD-12 EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                        :..  :  . .:. . :. :::                      
gi|114                MLDAALPPCPTVAATADCEICPAVKRDVDLFLTGTPDEYVEQVAQ 
                              10        20        30        40      
 
               70        80                        
AAD-12 ALVHQRSARHSLVYSQSKLG                        
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gi|114 YKALPVVLENARILKNCVDAKMTEEDKENALSLLDKIYTSPLC 
          50        60        70        80         
 
>>gi|75139847|sp|Q7M1E8|Q7M1E8_9ROSA Pollen major allerg  (12 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 70.4  bits: 14.5 E():   60 
Smith-Waterman score: 26; 57.1% identity (71.4% similar) in 7 aa overlap (7-13:4-10) 
 
               10        20        30        40        50        60 
AAD-12 EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
             ::. : :                                                
gi|751    ATGKVVQGAMPP                                              
                  10                                                
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 70.2  bits: 19.6 E():   62 
Smith-Waterman score: 47; 21.0% identity (54.8% similar) in 62 aa overlap (15-74:272-333) 
 
                               10        20          30        40   
AAD-12                 EWDDMMKVIVGNMAWHADSTYMPV--MAQGAVFSAEVVPAVGGR 
                                     ...: .: :    .   .:.. .:   .:  
gi|558 ESIPFVHLGHRDSLEGDLLNRNNTFKPFAEYKSDYVYEPFPKSVWEQIFGTWLVKPGAGI 
             250       260       270       280       290       300  
 
             50        60        70        80                       
AAD-12 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG                       
         :  . :. .:  ::.  . :....  .. :                             
gi|558 MIFDPYGATISATPEAATPFPHRKGVLFNIQYVNYWFAPGAGAAPLSWSKEIYNYMEPYV 
             310       320       330       340       350       360  
 
gi|558 SKNPRQAYANYRDIDLGRNEVVNGVSTYSSGKVWGQKYFKGNFERLAITKGKVDPTDYFR 
             370       380       390       400       410       420  
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.9  bits: 18.6 E():   64 
Smith-Waterman score: 43; 30.0% identity (55.0% similar) in 20 aa overlap (9-28:1-20) 
 
               10        20        30        40        50        60 
AAD-12 EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
               : .:. :.  .   :.  ::                                 
gi|142         IPANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQE 
                       10        20        30        40        50   
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.9  bits: 17.6 E():   64 
Smith-Waterman score: 39; 53.8% identity (69.2% similar) in 13 aa overlap (46-58:72-84) 
 
          20        30        40        50        60        70      
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
                                     ::.::  ::  .:                  
gi|131 ELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDE 
              50        60        70        80        90       100  
 
          80        
AAD-12 QSKLG        
                    
gi|131 FGALVDKWGAKG 
             110    
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.8  bits: 18.1 E():   64 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (22-41:30-49) 
 
                       10        20        30        40        50   
AAD-12         EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFPE 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLG                                 
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gi|437 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISHKY 
               70        80        90       100       110       120 
 
>>gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.8  bits: 18.1 E():   64 
Smith-Waterman score: 41; 32.0% identity (64.0% similar) in 25 aa overlap (17-41:27-50) 
 
                         10        20        30        40        50 
AAD-12           EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGDGGPGTIKKITF 
               10        20        30         40        50          
 
               60        70        80                               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLG                               
                                                                    
gi|212 GEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.7  bits: 18.1 E():   65 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (22-41:31-50) 
 
                        10        20        30        40        50  
AAD-12          EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLG                                
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.7  bits: 18.1 E():   65 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (22-41:31-50) 
 
                        10        20        30        40        50  
AAD-12          EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLG                                
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.7  bits: 18.1 E():   65 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (22-41:31-50) 
 
                        10        20        30        40        50  
AAD-12          EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLG                                
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.7  bits: 18.1 E():   65 
Smith-Waterman score: 44; 26.4% identity (60.4% similar) in 53 aa overlap (6-56:99-150) 
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                                        10        20        30      
AAD-12                          EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     :.... .:: .  .  .:  ::   : : . 
gi|170 TGQFATHAGRIVGFVSEIVALMGNSANMPAMETLIKDMAANHKARGIP-KAQFNEFRASL 
       70        80        90       100       110        120        
 
          40         50         60        70        80 
AAD-12 VPAVGGRTCFAD-MRAAY-DALDEATRALVHQRSARHSLVYSQSKLG 
       :  . ... . : . ::. ..::                         
gi|170 VSYLQSKVSWNDSLGAAWTQGLDNVFNMMFSYL               
       130       140       150       160               
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.7  bits: 18.1 E():   65 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (22-41:31-50) 
 
                        10        20        30        40        50  
AAD-12          EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLG                                
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.7  bits: 18.1 E():   65 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (22-41:31-50) 
 
                        10        20        30        40        50  
AAD-12          EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLG                                
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.7  bits: 18.1 E():   65 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (22-41:31-50) 
 
                        10        20        30        40        50  
AAD-12          EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|154 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLG                                
                                                                    
gi|154 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.7  bits: 18.1 E():   65 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (22-41:31-50) 
 
                        10        20        30        40        50  
AAD-12          EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|125 MGVFNYETEATSVIPAARLFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
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              60        70        80                                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLG                                
                                                                    
gi|125 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.7  bits: 18.1 E():   65 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (22-41:31-50) 
 
                        10        20        30        40        50  
AAD-12          EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLG                                
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 69.3  bits: 17.4 E():   69 
Smith-Waterman score: 38; 37.5% identity (62.5% similar) in 16 aa overlap (23-38:41-56) 
 
                       10        20        30        40        50   
AAD-12         EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..  :: :  ..: :               
gi|166 GSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAAYVMNLYYQHAG 
               20        30        40        50        60        70 
 
             60        70        80    
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLG    
                                       
gi|166 RNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
               80        90       100  
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.1  bits: 17.9 E():   70 
Smith-Waterman score: 40; 35.3% identity (70.6% similar) in 17 aa overlap (27-43:30-46) 
 
                  10        20        30        40        50        
AAD-12    EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                    :::. ...  :  ::..               
gi|476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVQGATVAVDCRPFNGGESKLKAEATTDGLGWY 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 ATRALVHQRSARHSLVYSQSKLG                                      
                                                                    
gi|476 KIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQGIRYANPIAFFR 
               70        80        90       100       110       120 
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 42; 30.3% identity (54.5% similar) in 66 aa overlap (1-61:3-65) 
 
                   10        20        30        40           50    
AAD-12   EWD--DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR-TCFA--DMRAAYD 
         ::   :  .:   . .:.: : .  :    .::.:.  : . ..   ::  :..:  : 
gi|121 DPEWHTLDAHEVEQVQATWKAVS-HDEVEILYTVFKAH--PDIMAKFPKFAGKDLEAIKD 
               10        20         30          40        50        
 
            60        70        80                                  
AAD-12 ALDEATRALVHQRSARHSLVYSQSKLG                                  
       . : :..:                                                     
gi|121 TADFAVHASRIIGFFGEYVTLLGSSGNQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMT 
        60        70        80        90       100       110        
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
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 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 17.8 E():   77 
Smith-Waterman score: 40; 43.8% identity (62.5% similar) in 16 aa overlap (20-35:29-44) 
 
                        10        20        30        40        50  
AAD-12          EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.:.                 
gi|134 MGVQTHVLELTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPD 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLG                                
                                                                    
gi|134 GGPITTMTLRIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIF 
               70        80        90       100       110       120 
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 17.8 E():   77 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (20-35:29-44) 
 
                        10        20        30        40        50  
AAD-12          EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|215 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAATGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLG                                
                                                                    
gi|215 GSPITTMTVRTDAVNKEALSYDSTVIDGDILLGFIESIETHMVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 17.8 E():   77 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (20-35:29-44) 
 
                        10        20        30        40        50  
AAD-12          EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|892 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLG                                
                                                                    
gi|892 GSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.1  bits: 17.3 E():   79 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (45-58:39-52) 
 
           20        30        40        50        60        70     
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|730 TLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
           80                                       
AAD-12 SQSKLG                                       
                                                    
gi|730 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.1  bits: 17.3 E():   79 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (45-58:39-52) 
 
           20        30        40        50        60        70     
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|191 TLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
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       10        20        30        40        50        60         
 
           80                                       
AAD-12 SQSKLG                                       
                                                    
gi|191 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (23-41:31-49) 
 
                       10        20        30        40        50   
AAD-12         EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|384 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENISGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLG                                 
                                                                    
gi|384 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (23-41:31-49) 
 
                       10        20        30        40        50   
AAD-12         EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|159 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLG                                 
                                                                    
gi|159 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|4376222|emb|CAA04829.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (23-41:31-49) 
 
                       10        20        30        40        50   
AAD-12         EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|437 GVFNYEIGATSVIPAARLFKAFILVGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLG                                 
                                                                    
gi|437 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
               70        80        90       100       110       120 
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 17.8 E():   81 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (23-41:31-49) 
 
                       10        20        30        40        50   
AAD-12         EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|437 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLG                                 
                                                                    
gi|437 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
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>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 68.0  bits: 14.9 E():   81 
Smith-Waterman score: 28; 44.4% identity (66.7% similar) in 9 aa overlap (7-15:12-20) 
 
                    10        20        30        40        50      
AAD-12      EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
                  .: :: . :                                         
gi|463 DFVDAHNAARAQVGVGPVHWT                                        
               10        20                                         
 
>>gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (23-41:32-50) 
 
                       10        20        30        40        50   
AAD-12         EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
             60        70        80                                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLG                                 
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (23-41:32-50) 
 
                       10        20        30        40        50   
AAD-12         EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
             60        70        80                                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLG                                 
                                                                    
gi|116 GIPFKYVKGRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (23-41:32-50) 
 
                       10        20        30        40        50   
AAD-12         EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYEIEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
             60        70        80                                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLG                                 
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|4006957|emb|CAA07325.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (23-41:32-50) 
 
                       10        20        30        40        50   
AAD-12         EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKINFPE 
              10        20        30        40        50        60  
 
             60        70        80                                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLG                                 
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gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006953|emb|CAA07323.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (23-41:32-50) 
 
                       10        20        30        40        50   
AAD-12         EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
             60        70        80                                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLG                                 
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (23-41:32-50) 
 
                       10        20        30        40        50   
AAD-12         EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
             60        70        80                                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLG                                 
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGPILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (23-41:32-50) 
 
                       10        20        30        40        50   
AAD-12         EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
             60        70        80                                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLG                                 
                                                                    
gi|459 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (23-41:32-50) 
 
                       10        20        30        40        50   
AAD-12         EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|114 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
             60        70        80                                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLG                                 
                                                                    
gi|114 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (23-41:32-50) 
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                       10        20        30        40        50   
AAD-12         EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
             60        70        80                                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLG                                 
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1513216|gb|AAC02632.1| cherry-allergen PRUA1 [Prunu  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 40; 32.0% identity (64.0% similar) in 25 aa overlap (17-41:27-50) 
 
                         10        20        30        40        50 
AAD-12           EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  .:.. . ::          
gi|151 MGVFTYESEFTSEIPPPRLFKAFVLDADNL-VPKIAPQAIKHSEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
               60        70        80                               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLG                               
                                                                    
gi|151 GEGSQYGYVKHKIDSIDKENYSYSYTLIEGDALGDTLEKISYETKLVASPSGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (23-41:32-50) 
 
                       10        20        30        40        50   
AAD-12         EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
             60        70        80                                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLG                                 
                                                                    
gi|125 GFPFKYVKDGVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (23-41:32-50) 
 
                       10        20        30        40        50   
AAD-12         EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
             60        70        80                                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLG                                 
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321728|emb|CAA96547.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (23-41:32-50) 
 
                       10        20        30        40        50   
AAD-12         EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
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             60        70        80                                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLG                                 
                                                                    
gi|132 GFPFKYVKDRVDEVAHKNFKYSYSVIEGGPIGDTLEKISNEIKIVATPDGRSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (22-41:31-50) 
 
                        10        20        30        40        50  
AAD-12          EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|730 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLG                                
                                                                    
gi|730 EGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (23-41:32-50) 
 
                       10        20        30        40        50   
AAD-12         EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|256 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
             60        70        80                                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLG                                 
                                                                    
gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (23-41:32-50) 
 
                       10        20        30        40        50   
AAD-12         EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
             60        70        80                                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLG                                 
                                                                    
gi|125 GFPFEYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (23-41:32-50) 
 
                       10        20        30        40        50   
AAD-12         EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
             60        70        80                                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLG                                 
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVTTPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|167472849|gb|ABZ81046.1| pollen allergen Que a 1 is  (160 aa) 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 3231



 

 

 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 40; 30.0% identity (70.0% similar) in 20 aa overlap (22-41:31-50) 
 
                        10        20        30        40        50  
AAD-12          EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :. :.:.. . ::           
gi|167 MGVFTYESEDASVIPPARLFKAFVLDSDNLIPKVVPQALKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLG                                
                                                                    
gi|167 EGSHLKHAKHRIDVIDPENFTYSFSVIEGDALFDKLENVSTETKIVASPDGGSIVKSTSK 
               70        80        90       100       110       120 
 
>>gi|82492265|gb|ABB78006.1| major allergen Pru p 1 [Pru  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 40; 32.0% identity (64.0% similar) in 25 aa overlap (17-41:27-50) 
 
                         10        20        30        40        50 
AAD-12           EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  .:.. . ::          
gi|824 MGVFTYESEFTSEIPPPRLFKAFVLDADNL-VPKIAPQAIKHSEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
               60        70        80                               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLG                               
                                                                    
gi|824 GEGSQYGYVKHKIDSIDKENHSYSYTLIEGDALGDNLEKISYETKLVASPSGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (23-41:32-50) 
 
                       10        20        30        40        50   
AAD-12         EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
             60        70        80                                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLG                                 
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (23-41:32-50) 
 
                       10        20        30        40        50   
AAD-12         EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
             60        70        80                                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLG                                 
                                                                    
gi|132 GIPFKYVKDRVDEVDHANFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (23-41:32-50) 
 
                       10        20        30        40        50   
AAD-12         EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
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              10        20        30        40        50        60  
 
             60        70        80                                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLG                                 
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (23-41:32-50) 
 
                       10        20        30        40        50   
AAD-12         EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSLIPAARLFRAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
             60        70        80                                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLG                                 
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (23-41:32-50) 
 
                       10        20        30        40        50   
AAD-12         EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
             60        70        80                                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLG                                 
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDILEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (23-41:32-50) 
 
                       10        20        30        40        50   
AAD-12         EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKASILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
             60        70        80                                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLG                                 
                                                                    
gi|132 GSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKF 
              70        80        90       100       110       120  
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (23-41:32-50) 
 
                       10        20        30        40        50   
AAD-12         EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
             60        70        80                                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLG                                 
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
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>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (23-41:32-50) 
 
                       10        20        30        40        50   
AAD-12         EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|241 GVFNYETETTSVIPAARLFKAFFLDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
             60        70        80                                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLG                                 
                                                                    
gi|241 GFPFRYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (23-41:32-50) 
 
                       10        20        30        40        50   
AAD-12         EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPG 
              10        20        30        40        50        60  
 
             60        70        80                                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLG                                 
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (23-41:32-50) 
 
                       10        20        30        40        50   
AAD-12         EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
             60        70        80                                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLG                                 
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (23-41:32-50) 
 
                       10        20        30        40        50   
AAD-12         EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
             60        70        80                                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLG                                 
                                                                    
gi|132 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (22-41:31-50) 
 
                        10        20        30        40        50  
AAD-12          EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
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                                     .: ..  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLG                                
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGFVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.8  bits: 18.5 E():   83 
Smith-Waterman score: 43; 47.6% identity (71.4% similar) in 21 aa overlap (24-44:8-24) 
 
               10        20        30        40        50        60 
AAD-12 EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                              .:. :::..: :   ::: .:                 
gi|286                 MGSLANNIMVVGAVLAALV---VGG-SCGPPKVPPGPNITTNYN 
                               10           20         30        40 
 
               70        80                                         
AAD-12 ALVHQRSARHSLVYSQSKLG                                         
                                                                    
gi|286 GKWLTARATWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEV 
               50        60        70        80        90       100 
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 67.7  bits: 19.5 E():   84 
Smith-Waterman score: 47; 34.0% identity (56.6% similar) in 53 aa overlap (8-59:310-352) 
 
                                      10         20        30       
AAD-12                        EWDDMMKVIVGNMAWHADS-TYMPVMAQGAVFSAEVV 
                                     : .::   .::. .: :. :. :.       
gi|289 SVANMSLGGGKSKTLEDAVNAGVEAGLHFAVAAGND--NADACNYSPAAAEKAI------ 
     280       290       300       310         320       330        
 
         40        50        60        70        80                 
AAD-12 PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG                 
        .::. : .:: :: ..   : :                                      
gi|289 -TVGAST-LADERAYFSNYGECTDIFAPGLNILSTWIGSNYATNIISGTSMASPHIAGLL 
               340       350       360       370       380          
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.6  bits: 17.5 E():   85 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (30-39:57-66) 
 
                10        20        30        40        50          
AAD-12  EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .::  .::::                     
gi|291 ATAGGSLLVPSGLILAGTVIALTLATPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAA 
         30        40        50        60        70        80       
 
      60        70        80                                  
AAD-12 RALVHQRSARHSLVYSQSKLG                                  
                                                              
gi|291 VTVLSWIYRYVTGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVTGSQGS 
         90       100       110       120       130       140 
 
>>gi|320545|pir||A45786 major pollen allergen Bet v I -   (51 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 67.5  bits: 16.1 E():   86 
Smith-Waterman score: 33; 36.8% identity (52.6% similar) in 19 aa overlap (23-41:31-49) 
 
                       10        20        30        40        50   
AAD-12         EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :  :.: .   ::            
gi|320 GVFNYEAETTSVIPAAWLWKXFILDGDNLFPKVAPQAXTSVENIYERGGWG          
               10        20        30        40        50           
 
             60        70        80 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLG 
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>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.5 E():   90 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (30-39:62-71) 
 
                10        20        30        40        50          
AAD-12  EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .::  .::::                     
gi|753 VTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAA 
              40        50        60        70        80        90  
 
      60        70        80                                  
AAD-12 RALVHQRSARHSLVYSQSKLG                                  
                                                              
gi|753 LSVLSWIYRYLTGKHPPGADQLESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
             100       110       120       130       140      
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.5 E():   90 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (30-39:62-71) 
 
                10        20        30        40        50          
AAD-12  EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .::  .::::                     
gi|198 VTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAA 
              40        50        60        70        80        90  
 
      60        70        80                                  
AAD-12 RALVHQRSARHSLVYSQSKLG                                  
                                                              
gi|198 LSVLSWIYRYLTGKHPPGADQLESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
             100       110       120       130       140      
 
>>gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Allerg  (27 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 67.1  bits: 15.1 E():   90 
Smith-Waterman score: 29; 22.7% identity (54.5% similar) in 22 aa overlap (44-65:6-27) 
 
            20        30        40        50        60        70    
AAD-12 AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV 
                                     :    . .:. :.  ..  :.:         
gi|391                          SFREQCVPGREITYECLNACAEYAVRQ         
                                        10        20                
 
            80 
AAD-12 YSQSKLG 
 
>>gi|18639|emb|CAA33217.1| glycinin subunit G3 [Glycine   (481 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 67.0  bits: 19.2 E():   92 
Smith-Waterman score: 46; 30.4% identity (56.5% similar) in 23 aa overlap (4-26:137-159) 
 
                                          10        20        30    
AAD-12                            EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     :.. : .:   :  ..   ::.:        
gi|186 CPSTFEEPQQKGQSSRPQDRHQKIYHFREGDLIAVPTGFAYWMYNNEDTPVVAVSLIDTN 
        110       120       130       140       150       160       
 
            40        50        60        70        80              
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG              
                                                                    
gi|186 SFQNQLDQMPRRFYLAGNQEQEFLQYQPQKQQGGTQSQKGKRQQEEENEGGSILSGFAPE 
        170       180       190       200       210       220       
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.9  bits: 19.2 E():   93 
Smith-Waterman score: 46; 30.4% identity (56.5% similar) in 23 aa overlap (4-26:137-159) 
 
                                          10        20        30    
AAD-12                            EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     :.. : .:   :  ..   ::.:        
gi|186 TYQEPQESQQRGRSQRPQDRHQKVHRFREGDLIAVPTGVAWWMYNNEDTPVVAVSIIDTN 
        110       120       130       140       150       160       
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            40        50        60        70        80              
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG              
                                                                    
gi|186 SLENQLDQMPRRFYLAGNQEQEFLKYQQQQQGGSQSQKGKQQEEENEGSNILSGFAPEFL 
        170       180       190       200       210       220       
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.9  bits: 19.2 E():   93 
Smith-Waterman score: 46; 30.4% identity (56.5% similar) in 23 aa overlap (4-26:137-159) 
 
                                          10        20        30    
AAD-12                            EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     :.. : .:   :  ..   ::.:        
gi|186 TYQEPQESQQRGRSQRPQDRHQKVHRFREGDLIAVPTGVAWWMYNNEDTPVVAVSIIDTN 
        110       120       130       140       150       160       
 
            40        50        60        70        80              
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG              
                                                                    
gi|186 SLENQLDQMPRRFYLAGNQEQEFLKYQQQQQGGSQSQKGKQQEEENEGSNILSGFAPEFL 
        170       180       190       200       210       220       
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.5 E():   94 
Smith-Waterman score: 39; 57.1% identity (85.7% similar) in 7 aa overlap (1-7:123-129) 
 
                                             10        20        30 
AAD-12                               EWDDMMKVIVGNMAWHADSTYMPVMAQGAV 
                                     .:.: ::                        
gi|121 LASSHKARGIEKAQFEEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ  
            100       110       120       130       140       150   
 
               40        50        60        70        80 
AAD-12 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG 
 
>>gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} [De  (20 aa) 
 initn:  27 init1:  27 opt:  27  Z-score: 66.7  bits: 14.6 E():   95 
Smith-Waterman score: 30; 50.0% identity (64.3% similar) in 14 aa overlap (38-51:1-12) 
 
        10        20        30        40        50        60        
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS 
                                     ::::.   ::.  :                 
gi|404                               AVGGQD--ADLAEAPFQISLLK         
                                               10        20         
 
        70        80 
AAD-12 ARHSLVYSQSKLG 
 
>>gi|47117350|sp||Q7M3Y8_1 [Segment 1 of 6] Tropomyosin   (20 aa) 
 initn:  27 init1:  27 opt:  27  Z-score: 66.7  bits: 14.6 E():   95 
Smith-Waterman score: 27; 25.0% identity (75.0% similar) in 12 aa overlap (46-57:2-13) 
 
          20        30        40        50        60        70      
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
                                     :...  .: ..:                   
gi|471                              AANLENDFDNVNEQLQDALS            
                                            10        20            
 
          80 
AAD-12 QSKLG 
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.7  bits: 19.2 E():   95 
Smith-Waterman score: 46; 30.4% identity (56.5% similar) in 23 aa overlap (4-26:140-162) 
 
                                          10        20        30    
AAD-12                            EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     :.. : .:   :  ..   ::.:        
gi|186 TFEEPQQPQQRGQSSRPQDRHQKIYNFREGDLIAVPTGVAWWMYNNEDTPVVAVSIIDTN 
     110       120       130       140       150       160          
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            40        50        60        70        80              
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG              
                                                                    
gi|186 SLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEENEGGSILSGFTLEFL 
     170       180       190       200       210       220          
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.7  bits: 19.2 E():   95 
Smith-Waterman score: 46; 30.4% identity (56.5% similar) in 23 aa overlap (4-26:140-162) 
 
                                          10        20        30    
AAD-12                            EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     :.. : .:   :  ..   ::.:        
gi|186 TFEEPQQPQQRGQSSRPQDRHQKIYNSREGDLIAVPTGVAWWMYNNEDTPVVAVSIIDTN 
     110       120       130       140       150       160          
 
            40        50        60        70        80              
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG              
                                                                    
gi|186 SLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEENEGGSILSGFTLEFL 
     170       180       190       200       210       220          
 
>>gi|27818335|gb|AAO24900.1| major pollen allergen Art v  (132 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.4  bits: 17.2 E():   99 
Smith-Waterman score: 38; 37.5% identity (50.0% similar) in 24 aa overlap (18-41:76-99) 
 
                            10        20        30        40        
AAD-12              EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : .  :  :  :  .:   ::.::       
gi|278 CDKKCIEWEKAQHGACHKREAGKESCFCYFDCSKSPPGATPAPPGAAPPPAAGGSPSPPA 
          50        60        70        80        90       100      
 
        50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLG 
                                         
gi|278 DGGSPPPPADGGSPPVDGGSPPPPSTH       
         110       120       130         
 
>>gi|18536|emb|CAA35691.1| unnamed protein product [Glyc  (605 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 66.4  bits: 19.4 E():   99 
Smith-Waterman score: 47; 44.4% identity (77.8% similar) in 18 aa overlap (16-32:250-267) 
 
                              10        20         30        40     
AAD-12                EWDDMMKVIVGNMAWHADSTYMPVMAQG-AVFSAEVVPAVGGRTC 
                                     :::. :. :. .: :..:             
gi|185 FNQRSPQLQNLRDYRILEFNSKPNTLLLPNHADADYLIVILNGTAILSLVNNDDRDSYRL 
     220       230       240       250       260       270          
 
           50        60        70        80                         
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG                         
                                                                    
gi|185 QSGDALRVPSGTTYYVVNPDNNENLRLITLAIPVNKPGRFESFFLSSTEAQQSYLQGFSR 
     280       290       300       310       320       330          
 
>>gi|1532056|emb|CAA65122.1| P8 protein [Parietaria juda  (133 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.3  bits: 17.2 E(): 1e 
Smith-Waterman score: 38; 27.6% identity (58.6% similar) in 29 aa overlap (8-36:11-39) 
 
                  10        20        30        40        50        
AAD-12    EWDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                 ::.. .:: ...    . : :    ..::                      
gi|153 MRTVSMAALVVIAAALAWTSSAELASAPAPGEGPCGKVVHHIMPCLKFVKGEEKEPSKSC 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 ATRALVHQRSARHSLVYSQSKLG                                      
                                                                    
gi|153 CSGTKKLSEEVKTTEQKREACKCIVAATKGISGIKNELVAEVPKKCGITTTLPPITADFD 
               70        80        90       100       110       120 
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80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:45 2011 done: Fri Jan 21 00:02:45 2011 
 Total Scan time:  0.080 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 95  - 174 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     3     0:= 
  22     1     0:=          one = represents 4 library sequences 
  24     1     0:= 
  26     1     0:= 
  28     1     0:= 
  30     3     2:* 
  32     6     8:=* 
  34    12    22:===  * 
  36    31    44:========  * 
  38    41    73:===========       * 
  40   104   102:=========================* 
  42    65   125:=================              * 
  44   111   138:============================      * 
  46   123   140:===============================   * 
  48   127   134:================================ * 
  50   184   122:==============================*=============== 
  52   110   108:==========================*= 
  54   100    92:======================*== 
  56    63    77:================   * 
  58    57    63:===============* 
  60    51    51:============* 
  62    45    41:==========*= 
  64    29    33:========* 
  66    26    26:======* 
  68    47    20:====*======= 
  70    37    16:===*====== 
  72    18    12:==*== 
  74    21    10:==*=== 
  76    15     8:=*== 
  78    18     6:=*=== 
  80    17     5:=*=== 
  82     4     3:* 
  84     2     3:* 
  86     2     2:* 
  88     4     2:*          inset = represents 1 library sequences 
  90     4     1:* 
  92     2     1:*         :*= 
  94     1     1:*         :* 
  96     1     1:*         :* 
  98     2     0:=         *== 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
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>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.89590.00284; mu= 0.1903 0.148 
 mean_var=30.8495 8.276, 0's: 2 Z-trim: 2  B-trim: 186 in 1/43 
 Lambda= 0.230914 
 Kolmogorov-Smirnov  statistic: 0.1079 (N=29) at  48 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   62 25.2    0.46 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   57 23.5     1.5 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   57 23.4     1.7 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   56 23.1     2.1 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   58 23.4     3.2 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   54 22.4     3.4 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   53 22.2     3.7 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   53 22.1     4.2 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.8       5 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   52 21.8     5.3 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 21.8     5.3 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   52 21.8     5.3 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   52 21.8     5.3 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   55 22.4     6.3 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   50 21.2     6.6 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 18.7     7.2 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 18.7     7.2 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   54 22.0     9.4 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   49 20.8      10 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   52 21.4      13 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   53 21.7      13 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   51 21.1      15 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 19.9      15 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 20.1      16 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   45 19.6      16 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 20.1      16 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 20.1      16 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   47 20.1      17 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   47 20.1      17 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   47 20.1      17 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   47 20.1      17 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   47 20.1      17 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   47 20.1      17 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   47 20.1      17 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   47 20.1      17 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   47 20.1      17 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   47 20.1      17 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   47 20.1      17 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 20.1      17 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 20.1      17 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.8      19 
gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   48 20.3      19 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 20.8      20 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   44 19.3      20 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   46 19.8      21 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 19.8      21 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 19.8      21 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   46 19.8      21 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 19.8      21 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 19.8      21 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   46 19.8      21 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   51 21.0      21 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   51 21.0      21 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   51 21.0      21 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   51 21.0      21 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   51 21.0      21 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   51 21.0      21 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 17.1      23 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.9      25 
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gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   45 19.4      26 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   45 19.4      26 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   45 19.4      26 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   45 19.4      26 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   45 19.4      26 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   45 19.4      26 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   45 19.4      27 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   45 19.4      27 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   44 19.2      27 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   47 19.9      28 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   43 18.9      29 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 20.6      29 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   43 18.9      30 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   42 18.6      31 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 20.6      32 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   44 19.1      32 
gi|14422363|emb|CAC41635.1| plantain pollen major  ( 131)   43 18.9      32 
gi|14422359|emb|CAC41633.1| plantain pollen major  ( 131)   43 18.9      32 
gi|14422361|emb|CAC41634.1| plantain pollen major  ( 131)   43 18.9      32 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   49 20.3      32 
gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum  (  94)   41 18.4      32 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   44 19.1      33 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   44 19.1      34 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   44 19.1      34 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   44 19.1      34 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   44 19.1      34 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   44 19.1      34 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   49 20.3      35 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 20.3      36 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   47 19.8      37 
gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Glo ( 151)   43 18.8      39 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   40 18.1      39 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   43 18.8      40 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   30 15.6      40 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   43 18.8      42 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   43 18.8      42 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   43 18.8      42 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 19.0      43 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   46 19.5      45 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   46 19.5      45 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   46 19.5      46 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 15.3      46 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   46 19.5      47 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   42 18.5      47 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.7      48 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   46 19.5      48 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 14.6      49 
gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allerge ( 159)   42 18.4      52 
gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allerge ( 159)   42 18.4      52 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.4      52 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   42 18.4      52 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   42 18.4      52 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.4      53 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.4      53 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.4      53 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.4      53 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 18.4      53 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.4      53 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   42 18.4      53 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   42 18.4      53 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   42 18.4      53 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   42 18.4      53 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.4      53 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   42 18.4      53 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 18.4      53 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   42 18.4      53 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.4      53 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 18.4      53 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   42 18.4      53 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.4      53 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   42 18.4      53 
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gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   28 15.0      53 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 19.9      53 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   41 18.2      55 
gi|4006963|emb|CAA07328.1| pollen allergen Betv1,  ( 120)   40 17.9      57 
gi|4006947|emb|CAA07320.1| pollen allergen Betv1,  ( 120)   40 17.9      57 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   41 18.2      57 
gi|114326420|ref|NP_001041618.1| major allergen I  (  88)   38 17.4      59 
gi|75139847|sp|Q7M1E8|Q7M1E8_9ROSA Pollen major al (  12)   26 14.5      62 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   47 19.6      62 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   43 18.6      65 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.6      65 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   40 17.9      66 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   40 17.9      66 
gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allerge ( 159)   41 18.1      66 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   41 18.1      66 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   41 18.1      66 
gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   41 18.1      66 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   41 18.1      66 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   41 18.1      66 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   41 18.1      66 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   41 18.1      66 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   41 18.1      66 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   41 18.1      66 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   41 18.1      66 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   38 17.3      71 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   40 17.8      71 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   40 17.8      77 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   40 17.8      79 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   40 17.8      79 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   40 17.8      79 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   38 17.3      81 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   38 17.3      81 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   40 17.8      82 
gi|4376222|emb|CAA04829.1| pollen allergen, Betv1  ( 159)   40 17.8      82 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   40 17.8      82 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   40 17.8      82 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   40 17.8      83 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   40 17.8      83 
gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=M ( 160)   40 17.8      83 
gi|4006953|emb|CAA07323.1| pollen allergen Betv1,  ( 160)   40 17.8      83 
gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Be ( 160)   40 17.8      83 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   40 17.8      83 
gi|4006957|emb|CAA07325.1| pollen allergen Betv1,  ( 160)   40 17.8      83 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   40 17.8      83 
gi|1513216|gb|AAC02632.1| cherry-allergen PRUA1 [P ( 160)   40 17.8      83 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   40 17.8      83 
gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen be ( 160)   40 17.8      83 
gi|1321728|emb|CAA96547.1| major allergen Bet v 1  ( 160)   40 17.8      83 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   40 17.8      83 
gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=M ( 160)   40 17.8      83 
gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula pl ( 160)   40 17.8      83 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   40 17.8      83 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   40 17.8      83 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   40 17.8      83 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   40 17.8      83 
gi|167472849|gb|ABZ81046.1| pollen allergen Que a  ( 160)   40 17.8      83 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   40 17.8      83 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   40 17.8      83 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   40 17.8      83 
gi|82492265|gb|ABB78006.1| major allergen Pru p 1  ( 160)   40 17.8      83 
gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula pl ( 160)   40 17.8      83 
gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 ( 160)   40 17.8      83 
gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 ( 160)   40 17.8      83 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   40 17.8      83 
gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 ( 160)   40 17.8      83 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   40 17.8      83 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   28 14.8      83 
gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 ( 161)   40 17.8      84 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   43 18.5      84 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   47 19.5      85 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   39 17.5      87 
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gi|320545|pir||A45786 major pollen allergen Bet v  (  51)   33 16.0      88 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   39 17.5      91 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   39 17.5      91 
gi|18639|emb|CAA33217.1| glycinin subunit G3 [Glyc ( 481)   46 19.2      93 
gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Al (  27)   29 15.0      93 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   46 19.2      94 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   46 19.2      94 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   46 19.2      96 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   46 19.2      96 
gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} (  20)   27 14.5      98 
gi|47117350|sp||Q7M3Y8_1 [Segment 1 of 6] Tropomyo (  20)   27 14.5      98 
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 108.5  bits: 25.2 E(): 0.46 
Smith-Waterman score: 62; 26.5% identity (59.2% similar) in 49 aa overlap (18-66:5-52) 
 
               10        20        30        40        50        60 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA 
                        :.  :..  ... :. .. :. :. :.: :    . : :. :  
gi|189              MASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPL-EGCRE 
                            10        20        30        40        
 
               70        80                                         
AAD-12 LVHQRSARHSLVYSQSKLGH                                         
        : :..                                                       
gi|189 YVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKD 
         50        60        70        80        90       100       
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  50 init1:  50 opt:  57  Z-score: 99.5  bits: 23.5 E():  1.5 
Smith-Waterman score: 57; 24.5% identity (59.2% similar) in 49 aa overlap (18-66:5-52) 
 
               10        20        30        40        50        60 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA 
                        :.  :..  ... :. .. .. :. :.: :    . : :. :  
gi|439              MASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPL-EGCRE 
                            10        20        30        40        
 
               70        80                                         
AAD-12 LVHQRSARHSLVYSQSKLGH                                         
        : :..                                                       
gi|439 YVAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLK 
         50        60        70        80        90       100       
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 98.4  bits: 23.4 E():  1.7 
Smith-Waterman score: 57; 41.4% identity (69.0% similar) in 29 aa overlap (12-40:23-50) 
 
                          10        20        30        40          
AAD-12            WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: :::.: . ::          
gi|444 MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
      50        60        70        80                              
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGH                              
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 96.6  bits: 23.1 E():  2.1 
Smith-Waterman score: 56; 40.0% identity (68.0% similar) in 25 aa overlap (16-40:27-50) 
 
                          10        20        30        40          
AAD-12            WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. :::.. . ::          
gi|165 MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
      50        60        70        80                              
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AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGH                              
                                                                    
gi|165 GEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSILKNTS 
      60        70        80        90       100       110          
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 93.5  bits: 23.4 E():  3.2 
Smith-Waterman score: 58; 26.0% identity (56.0% similar) in 50 aa overlap (13-62:23-71) 
 
                         10        20        30        40        50 
AAD-12           WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                             .. ::. : :. :   .  : ..::.::    .: .   
gi|663 MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGKATTDEQKL 
               10        20        30        40         50          
 
               60        70        80                               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGH                               
        . .. . .: :                                                 
gi|663 LEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILKLDTDYDVA 
      60        70        80        90       100       110          
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 93.0  bits: 22.4 E():  3.4 
Smith-Waterman score: 54; 37.9% identity (69.0% similar) in 29 aa overlap (12-40:23-50) 
 
                          10        20        30        40          
AAD-12            WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: .::.: . ::          
gi|444 MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
      50        60        70        80                              
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGH                              
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 92.3  bits: 22.2 E():  3.7 
Smith-Waterman score: 53; 24.5% identity (55.1% similar) in 49 aa overlap (18-66:5-52) 
 
               10        20        30        40        50        60 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA 
                        :.  :..   .. :. .. .. :  :.: :    . : :. :  
gi|217              MASKSSISPLLLATVLVSVFAAATATGPYCYAGMGLPINPL-EGCRE 
                            10        20        30        40        
 
               70        80                                         
AAD-12 LVHQRSARHSLVYSQSKLGH                                         
        : :..                                                       
gi|217 YVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRRSDPNSSVLK 
         50        60        70        80        90       100       
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  53  Z-score: 91.2  bits: 22.1 E():  4.2 
Smith-Waterman score: 53; 22.4% identity (55.2% similar) in 58 aa overlap (21-72:31-87) 
 
                         10        20        30        40           
AAD-12           WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICF- 
               10        20        30        40        50           
 
          50        60         70        80                         
AAD-12 DMRAAYDALDEATRALVHQR-SARHSLVYSQSKLGH                         
       :  . .. . . .. . .   : :.:..                                 
gi|132 DEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSIS 
      60        70        80        90       100       110          
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 90.0  bits: 21.8 E():    5 
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Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (51-74:29-52) 
 
               30        40        50        60        70        80 
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 
                                     : : :::  : .  ..: .: .::       
gi|144   KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLS 
                 10        20        30        40        50         
 
gi|144 DSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAG 
       60        70        80        90       100       110         
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 89.5  bits: 21.8 E():  5.3 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (16-40:27-50) 
 
                          10        20        30        40          
AAD-12            WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|131 MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
      50        60        70        80                              
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGH                              
                                                                    
gi|131 GEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 89.5  bits: 21.8 E():  5.3 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (16-40:27-50) 
 
                          10        20        30        40          
AAD-12            WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|602 MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
      50        60        70        80                              
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGH                              
                                                                    
gi|602 GEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 89.5  bits: 21.8 E():  5.3 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (16-40:27-50) 
 
                          10        20        30        40          
AAD-12            WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|279 MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
      50        60        70        80                              
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGH                              
                                                                    
gi|279 GEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 89.4  bits: 21.8 E():  5.3 
Smith-Waterman score: 52; 37.9% identity (69.0% similar) in 29 aa overlap (12-40:23-50) 
 
                          10        20        30        40          
AAD-12            WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: .::.: . ::          
gi|444 MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
      50        60        70        80                              
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGH                              
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gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 88.1  bits: 22.4 E():  6.3 
Smith-Waterman score: 55; 25.5% identity (55.3% similar) in 47 aa overlap (7-52:16-62) 
 
                        10         20        30        40        50 
AAD-12          WDDMMKVIVGNMA-WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                      ...:  : . ::. : :. :   .  : .  :.::..   ...   
gi|441 MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLL 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGH                               
        :                                                           
gi|441 EDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAY 
               70        80        90       100       110       120 
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 87.8  bits: 21.2 E():  6.6 
Smith-Waterman score: 50; 28.1% identity (59.4% similar) in 32 aa overlap (7-38:11-42) 
 
                   10        20        30        40        50       
AAD-12     WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                 ::.. .:: ...   :. : :    ..::  .                   
gi|249 MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQDIMPCLHFVKGEEKEPSKEC 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 ATRALVHQRSARHSLVYSQSKLGH                                     
                                                                    
gi|249 CSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVAEVPKKCDIKTTLPPITADFD 
               70        80        90       100       110       120 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 87.1  bits: 18.7 E():  7.2 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (14-20:19-25) 
 
                    10        20        30        40        50      
AAD-12      WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                         :.::..:                                    
gi|320 YTTEGGKKVEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 87.1  bits: 18.7 E():  7.2 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (14-20:19-25) 
 
                    10        20        30        40        50      
AAD-12      WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                         :.::..:                                    
gi|320 YTTEGGTKAEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 85.0  bits: 22.0 E():  9.4 
Smith-Waterman score: 54; 31.2% identity (62.5% similar) in 32 aa overlap (3-34:159-190) 
 
                                           10        20        30   
AAD-12                             WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     . ..::.:..  :: .     .  ::. .: 
gi|249 KLDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAA 
      130       140       150       160       170       180         
 
             40        50        60        70        80             
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH             
       ::                                                           
gi|249 EVQLIDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAV 
      190       200       210       220       230       240         
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>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 84.5  bits: 20.8 E():   10 
Smith-Waterman score: 49; 35.7% identity (52.4% similar) in 42 aa overlap (28-58:37-78) 
 
                  10        20        30        40              50  
AAD-12    WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR------TCFADMRAAY 
                                     :. : :.: . ::       :   : ...: 
gi|145 EEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSY 
         10        20        30        40        50        60       
 
                   60        70        80                           
AAD-12 -----DALDEATRALVHQRSARHSLVYSQSKLGH                           
            ::.::::                                                 
gi|145 VLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAP 
         70        80        90       100       110       120       
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.6  bits: 21.4 E():   13 
Smith-Waterman score: 52; 20.8% identity (58.3% similar) in 48 aa overlap (18-65:72-119) 
 
                            10        20        30        40        
AAD-12              WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:...:   :: .  :..  .. :... 
gi|170 QSFSQQPPFSQQQQQPLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQ 
              50        60        70        80        90       100  
 
        50        60        70        80                            
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGH                            
       .      ..  . ::.:.                                           
gi|170 QQLVLPPQQQQQQLVQQQIPIVQPSVLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSS 
             110       120       130       140       150       160  
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 82.5  bits: 21.7 E():   13 
Smith-Waterman score: 53; 21.5% identity (55.4% similar) in 65 aa overlap (13-74:37-100) 
 
                                 10        20        30        40   
AAD-12                   WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|682 EAVLLGILLYIPIVLSDDRAPIPANSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQAK 
         10        20        30         40        50        60      
 
                50        60        70        80                    
AAD-12 CF---ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH                    
        .   .:  . . ...:: ...  . . :  : .:                          
gi|682 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSFSPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
gi|682 NMPILVFGGTAAEYGTVDSATLIVESNYFSAVNLKIVNSAPRPDGKRVGAQAAALRISGD 
         130       140       150       160       170       180      
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 81.5  bits: 21.1 E():   15 
Smith-Waterman score: 51; 22.6% identity (64.5% similar) in 31 aa overlap (18-48:66-96) 
 
                            10        20        30        40        
AAD-12              WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:.. ::  :  .. :..  .. :... 
gi|219 QPLPPQQTFPQQPPFSQQQQQQPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQ 
          40        50        60        70        80        90      
 
        50        60        70        80                            
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGH                            
       .                                                            
gi|219 QQLILPPQQQQQLPQQQISIVQPSVLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSC 
         100       110       120       130       140       150      
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 81.4  bits: 19.9 E():   15 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (22-37:66-81) 
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                        10        20        30        40        50  
AAD-12          WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
              60        70        80 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGH 
                                     
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS  
         100       110       120     
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.9  bits: 20.1 E():   16 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (47-63:14-30) 
 
         20        30        40        50        60        70       
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     .: :.: .:.  .. .:              
gi|219                  MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQ 
                                10        20        30        40    
 
         80                                                         
AAD-12 KLGH                                                         
                                                                    
gi|219 TFEENDLQQLIIEIDADGSGELEFDEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNG 
            50        60        70        80        90       100    
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 80.9  bits: 19.6 E():   16 
Smith-Waterman score: 45; 25.5% identity (58.8% similar) in 51 aa overlap (17-64:13-61) 
 
               10        20        30           40        50        
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV-PAVG--GRTCFADMRAAYDALDEA 
                       :..   : : :. :. ..    ::  :..  :: . ... ::.  
gi|207     MSITDIVSEKDIDAALESVKAAGS-FNYKIFFQKVGLAGKSA-ADAKKVFEILDRD 
                   10        20         30        40         50     
 
        60        70        80                                 
AAD-12 TRALVHQRSARHSLVYSQSKLGH                                 
         ....:                                                 
gi|207 KSGFIEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
           60        70        80        90       100          
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.6  bits: 20.1 E():   16 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (35-51:141-157) 
 
           10        20        30        40        50        60     
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
           70        80 
AAD-12 RSARHSLVYSQSKLGH 
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.6  bits: 20.1 E():   16 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (35-51:141-157) 
 
           10        20        30        40        50        60     
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
           70        80 
AAD-12 RSARHSLVYSQSKLGH 
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>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.5  bits: 20.1 E():   17 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (16-40:27-50) 
 
                          10        20        30        40          
AAD-12            WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
      50        60        70        80                              
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGH                              
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.5  bits: 20.1 E():   17 
Smith-Waterman score: 47; 40.0% identity (68.0% similar) in 25 aa overlap (16-40:27-50) 
 
                          10        20        30        40          
AAD-12            WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :.:.. . ::          
gi|602 MGVFTYEFEFTSVIPPARLYNAFVLDADNL-IPKIAPQAVKSTEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
      50        60        70        80                              
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGH                              
                                                                    
gi|602 GEGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.5  bits: 20.1 E():   17 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (16-40:27-50) 
 
                          10        20        30        40          
AAD-12            WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
      50        60        70        80                              
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGH                              
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 80.5  bits: 20.1 E():   17 
Smith-Waterman score: 47; 23.7% identity (54.2% similar) in 59 aa overlap (16-63:27-84) 
 
                          10        20        30        40          
AAD-12            WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCF 
                                 ::.  .: .:  :.  ::.. . ::     .  : 
gi|304 MGLYTFENEFTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
                 50        60        70        80                   
AAD-12 AD------MRAAYDALDEATRALVHQRSARHSLVYSQSKLGH                   
       ..      ..   :..:::. . ..                                    
gi|304 GEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.5  bits: 20.1 E():   17 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (16-40:27-50) 
 
                          10        20        30        40          
AAD-12            WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
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gi|165 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
      50        60        70        80                              
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGH                              
                                                                    
gi|165 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.5  bits: 20.1 E():   17 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (16-40:27-50) 
 
                          10        20        30        40          
AAD-12            WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|886 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
      50        60        70        80                              
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGH                              
                                                                    
gi|886 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIKSISH 
      60        70        80        90       100       110          
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.5  bits: 20.1 E():   17 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (16-40:27-50) 
 
                          10        20        30        40          
AAD-12            WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|134 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
      50        60        70        80                              
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGH                              
                                                                    
gi|134 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.5  bits: 20.1 E():   17 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (16-40:27-50) 
 
                          10        20        30        40          
AAD-12            WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
      50        60        70        80                              
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGH                              
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.5  bits: 20.1 E():   17 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (16-40:27-50) 
 
                          10        20        30        40          
AAD-12            WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEYTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
      50        60        70        80                              
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGH                              
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
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      60        70        80        90       100       110          
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.5  bits: 20.1 E():   17 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (16-40:27-50) 
 
                          10        20        30        40          
AAD-12            WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|753 MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
      50        60        70        80                              
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGH                              
                                                                    
gi|753 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.5  bits: 20.1 E():   17 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (16-40:27-50) 
 
                          10        20        30        40          
AAD-12            WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
      50        60        70        80                              
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGH                              
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.4  bits: 20.1 E():   17 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (35-51:144-160) 
 
           10        20        30        40        50        60     
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
           70        80 
AAD-12 RSARHSLVYSQSKLGH 
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.4  bits: 20.1 E():   17 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (35-51:144-160) 
 
           10        20        30        40        50        60     
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
           70        80 
AAD-12 RSARHSLVYSQSKLGH 
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 79.5  bits: 19.8 E():   19 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (47-64:126-143) 
 
         20        30        40        50        60        70       
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . ::..::: :..: ...             
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG         
         100       110       120       130       140                
 
         80 
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AAD-12 KLGH 
 
>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.4  bits: 20.3 E():   19 
Smith-Waterman score: 48; 33.3% identity (59.3% similar) in 27 aa overlap (18-44:17-43) 
 
               10        20        30        40        50        60 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA 
                        :.:.:  .   ::..:  :  .: : .                 
gi|510  MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLPVIRGKGGGIEFAK 
                10        20        30        40        50          
 
               70        80                                         
AAD-12 LVHQRSARHSLVYSQSKLGH                                         
                                                                    
gi|510 TETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHLCTPLSLNSFSVDR 
      60        70        80        90       100       110          
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 79.1  bits: 20.8 E():   20 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (14-31:66-83) 
 
                                10        20        30        40    
AAD-12                  WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
            50        60        70        80                        
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH                        
                                                                    
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 78.9  bits: 19.3 E():   20 
Smith-Waterman score: 44; 32.4% identity (56.8% similar) in 37 aa overlap (21-57:65-101) 
 
                         10        20        30        40        50 
AAD-12           WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .:  ..::. ::  . :.:: :  :   :  
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
               60        70        80 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGH 
        .  .:.                        
gi|117 EEEKEESDDDMGFGLFD              
          100       110               
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.7  bits: 19.8 E():   21 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (16-40:27-50) 
 
                          10        20        30        40          
AAD-12            WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
      50        60        70        80                              
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGH                              
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIKTTSK 
      60        70        80        90       100       110          
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.6  bits: 19.8 E():   21 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (19-40:29-50) 
 
                         10        20        30        40        50 
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AAD-12           WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGH                               
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.6  bits: 19.8 E():   21 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (19-40:29-50) 
 
                         10        20        30        40        50 
AAD-12           WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGH                               
                                                                    
gi|400 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.6  bits: 19.8 E():   21 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (16-40:27-50) 
 
                          10        20        30        40          
AAD-12            WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
      50        60        70        80                              
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGH                              
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.6  bits: 19.8 E():   21 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (19-40:29-50) 
 
                         10        20        30        40        50 
AAD-12           WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGH                               
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.6  bits: 19.8 E():   21 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (19-40:29-50) 
 
                         10        20        30        40        50 
AAD-12           WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGH                               

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 3253



 

 

                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.6  bits: 19.8 E():   21 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (16-40:27-50) 
 
                          10        20        30        40          
AAD-12            WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|880 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
      50        60        70        80                              
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGH                              
                                                                    
gi|880 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVIKTTS 
      60        70        80        90       100       110          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.6  bits: 21.0 E():   21 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (5-42:270-307) 
 
                                         10        20        30     
AAD-12                           WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|327 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
           40        50        60        70        80               
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH               
       .  : : :                                                     
gi|327 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.6  bits: 21.0 E():   21 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (5-42:270-307) 
 
                                         10        20        30     
AAD-12                           WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
           40        50        60        70        80               
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH               
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.6  bits: 21.0 E():   21 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (5-42:270-307) 
 
                                         10        20        30     
AAD-12                           WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
           40        50        60        70        80               
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH               
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.6  bits: 21.0 E():   21 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (5-42:270-307) 
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                                         10        20        30     
AAD-12                           WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|118 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
           40        50        60        70        80               
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH               
       .  : : :                                                     
gi|118 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.6  bits: 21.0 E():   21 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (5-42:270-307) 
 
                                         10        20        30     
AAD-12                           WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|270 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
           40        50        60        70        80               
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH               
       .  : : :                                                     
gi|270 IQHVKGGTPKRPDRAIETYLFAMFDENQKQPEVEKHFGLFFPDKRPKYNLNFSAKKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.6  bits: 21.0 E():   21 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (5-42:270-307) 
 
                                         10        20        30     
AAD-12                           WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
           40        50        60        70        80               
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH               
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFATFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 78.1  bits: 17.1 E():   23 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (14-20:19-25) 
 
                    10        20        30        40        50      
AAD-12      WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                         :..:..:                                    
gi|320 YTTEGGTKAEAEDVIPEGWKVDTSYE                                   
               10        20                                         
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 77.2  bits: 19.9 E():   25 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (44-65:74-98) 
 
            20        30        40        50           60        70 
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---DEATRALVHQRSARHS 
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
 
               80                                                   
AAD-12 LVYSQSKLGH                                                   
                                                                    
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
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>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (16-40:27-50) 
 
                          10        20        30        40          
AAD-12            WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
      50        60        70        80                              
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGH                              
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 45; 27.0% identity (64.9% similar) in 37 aa overlap (27-63:49-84) 
 
                   10        20        30        40        50       
AAD-12     WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|144 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
         60        70        80                                     
AAD-12 ATRALVHQRSARHSLVYSQSKLGH                                     
       :  : ..                                                      
gi|144 AGLAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEAT 
        80        90       100       110       120       130        
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (16-40:27-50) 
 
                          10        20        30        40          
AAD-12            WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|753 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTTKKITF 
               10        20        30         40        50          
 
      50        60        70        80                              
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGH                              
                                                                    
gi|753 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (16-40:27-50) 
 
                          10        20        30        40          
AAD-12            WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|425 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
      50        60        70        80                              
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGH                              
                                                                    
gi|425 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (16-40:27-50) 
 
                          10        20        30        40          
AAD-12            WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
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gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
      50        60        70        80                              
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGH                              
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (16-40:27-50) 
 
                          10        20        30        40          
AAD-12            WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
      50        60        70        80                              
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGH                              
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.8  bits: 19.4 E():   27 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (16-40:27-50) 
 
                          10        20        30        40          
AAD-12            WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|901 MGGYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
      50        60        70        80                              
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGH                              
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.8  bits: 19.4 E():   27 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (16-40:27-50) 
 
                          10        20        30        40          
AAD-12            WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
      50        60        70        80                              
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGH                              
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.6  bits: 19.2 E():   27 
Smith-Waterman score: 44; 16.0% identity (72.0% similar) in 25 aa overlap (4-28:12-36) 
 
                       10        20        30        40        50   
AAD-12         WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
                  .. .... ..: ....  :. : :.                         
gi|249 MRTVSARSSVALVVIVAAVLVWTSSASVAPAPAPGSEETCGTVVGALMPCLPFVQGKEKE 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 ALDEATRALVHQRSARHSLVYSQSKLGH                                 
                                                                    
gi|249 PSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDSKLPP 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 3257



 

 

               70        80        90       100       110       120 
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.4  bits: 19.9 E():   28 
Smith-Waterman score: 47; 33.3% identity (52.8% similar) in 36 aa overlap (44-79:159-191) 
 
            20        30        40        50        60        70    
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :   . : ..::   :   :: .  :.:   
gi|136 TNTEKLPTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFEIR---HQLTQIHGLYR 
      130       140       150       160       170          180      
 
            80                                           
AAD-12 SQSKLGH                                           
       :..: :                                            
gi|136 SSDKTGGYWKITMNDGSTYQSDLSKKFEYNTEKPPINIDEIKTIEAEIN 
         190       200       210       220       230     
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 76.3  bits: 18.9 E():   29 
Smith-Waterman score: 43; 26.0% identity (52.0% similar) in 50 aa overlap (23-72:30-79) 
 
                      10        20        30        40        50    
AAD-12        WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                                    .  .:.. :.:   .   : :   . :.    
gi|253 TGPYCYAGMGLPINPLEGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHC 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGH                                  
         ::.: .. .::  .: :                                          
gi|253 RCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNAPYCLGLDI 
               70        80        90       100       110       120 
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.2  bits: 20.6 E():   29 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (14-31:56-73) 
 
                                10        20        30        40    
AAD-12                  WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
            50        60        70        80                        
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH                        
                                                                    
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 75.9  bits: 18.9 E():   30 
Smith-Waterman score: 43; 23.5% identity (51.0% similar) in 51 aa overlap (10-60:25-74) 
 
                              10        20        30        40      
AAD-12                WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                               :  : . . ...   :::.  :: .:  . .   :  
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLP-FQ 
               10        20        30        40        50           
 
          50        60        70        80                          
AAD-12 DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH                          
       ...   :..:    :                                              
gi|217 EIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRL 
      60        70        80        90       100       110          
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.7  bits: 18.6 E():   31 
Smith-Waterman score: 42; 25.7% identity (60.0% similar) in 35 aa overlap (26-60:4-38) 
 
               10        20        30        40        50        60 
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AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA 
                                .:.. .:.:. :. :     : .: . :   :... 
gi|777                       MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKS 
                                     10        20        30         
 
               70        80                                         
AAD-12 LVHQRSARHSLVYSQSKLGH                                         
                                                                    
gi|777 ADDIKKAFAIIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGV 
       40        50        60        70        80        90         
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.4  bits: 20.6 E():   32 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (14-31:56-73) 
 
                                10        20        30        40    
AAD-12                  WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
            50        60        70        80                        
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH                        
                                                                    
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 75.3  bits: 19.1 E():   32 
Smith-Waterman score: 44; 27.1% identity (54.3% similar) in 70 aa overlap (12-79:23-87) 
 
                          10        20        30        40          
AAD-12            WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .:  ::.  .:  : :.  :.:.: . ::   .  .   
gi|604 MAVFTFDDQATSPVAPATLYNALAKDADNI-IP-KAVGSFQSVEIVEGNGGPGTIKKISF 
               10        20        30          40        50         
 
      50        60          70        80                            
AAD-12 AYDALDEATRALVHQRSA--RHSLVYSQSKLGH                            
       . :.    :. ..:.  .  . .: :: : .:                             
gi|604 VEDG---ETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIK 
       60           70        80        90       100       110      
 
gi|604 LTISYHGKGDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
         120       130       140       150      
 
>>gi|14422363|emb|CAC41635.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.3  bits: 18.9 E():   32 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (17-34:85-102) 
 
                             10        20        30        40       
AAD-12               WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSGRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
         50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 
                                          
gi|144 RHVKPLSFRAKTDAPGC                  
          120       130                   
 
>>gi|14422359|emb|CAC41633.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.3  bits: 18.9 E():   32 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (17-34:85-102) 
 
                             10        20        30        40       
AAD-12               WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETDQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
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         50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 
                                          
gi|144 RHVKPLSFRAKTDAPGC                  
          120       130                   
 
>>gi|14422361|emb|CAC41634.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.3  bits: 18.9 E():   32 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (17-34:85-102) 
 
                             10        20        30        40       
AAD-12               WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
         50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 
                                          
gi|144 RHVKPLSFRAKTDAPGC                  
          120       130                   
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 75.3  bits: 20.3 E():   32 
Smith-Waterman score: 49; 20.3% identity (55.9% similar) in 59 aa overlap (13-68:37-94) 
 
                                 10        20        30        40   
AAD-12                   WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|269 EAVLLGILLYIPIVLSDDRAPIPSNSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQTK 
         10        20        30         40        50        60      
 
                50        60        70        80                    
AAD-12 CF---ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH                    
        .   .:  . . ...:: ...  . . :                                
gi|269 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSLAPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
>>gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum aest  (94 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 75.2  bits: 18.4 E():   32 
Smith-Waterman score: 41; 27.3% identity (48.5% similar) in 33 aa overlap (4-36:17-49) 
 
                            10        20        30        40        
AAD-12              WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                       :.:  .  . : :.    :  :  ::..   .:            
gi|668 IAVAVSADECEGDRRAMIKECAKYQQWPANPKLDPSDACCAVWQKANIPCLCAGVTKEKE 
               10        20        30        40        50        60 
 
        50        60        70        80  
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGH  
                                          
gi|668 KIYCMEKVAYVANFCKKPFPHGYKCGSYTFPPLA 
               70        80        90     
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 44; 36.4% identity (63.6% similar) in 22 aa overlap (19-40:28-49) 
 
                        10        20        30        40        50  
AAD-12          WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                  : .: .:  :. :.: . . ::            
gi|115 GVFNYETETTSVIPAARLFKAFILDGDTLFPQVAPQAISSVENISGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGH                                
                                                                    
gi|115 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKISNKY 
               70        80        90       100       110       120 
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>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.0  bits: 19.1 E():   34 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (21-40:31-50) 
 
                         10        20        30        40        50 
AAD-12           WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|584 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGH                               
                                                                    
gi|584 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.0  bits: 19.1 E():   34 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (21-40:31-50) 
 
                         10        20        30        40        50 
AAD-12           WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGH                               
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.0  bits: 19.1 E():   34 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (21-40:31-50) 
 
                         10        20        30        40        50 
AAD-12           WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|132 MGVFNYETESTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGH                               
                                                                    
gi|132 EGSPFKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.0  bits: 19.1 E():   34 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (21-40:31-50) 
 
                         10        20        30        40        50 
AAD-12           WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGH                               
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.9  bits: 19.1 E():   34 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (21-40:31-50) 
 
                         10        20        30        40        50 
AAD-12           WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 3261



 

 

gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGH                               
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 74.8  bits: 20.3 E():   35 
Smith-Waterman score: 49; 33.3% identity (64.3% similar) in 42 aa overlap (12-50:244-284) 
 
                                  10          20         30         
AAD-12                    WDDMMKVIVGNMAW--HADSTYMP-VMAQGAVFSAEVVPAV 
                                     :.:  ..... .: :. .  . :.: :  : 
gi|585 GYYAYPYCYNLTPNQPSAQCEATTMQENDKMSWLFESEDVLLPSVYLRWNLTSGERVGLV 
           220       230       240       250       260       270    
 
       40        50        60        70        80                   
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH                   
       :::.  : .: :                                                 
gi|585 GGRVKEA-LRIARQMTTSRKKVLPYYWYKYQDRRDTDLSRADLEATLRKITDLGADGFII 
           280        290       300       310       320       330   
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 74.5  bits: 20.3 E():   36 
Smith-Waterman score: 49; 40.0% identity (65.0% similar) in 20 aa overlap (11-30:332-348) 
 
                                   10        20        30        40 
AAD-12                     WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
                                     :  :.   .:: :. .::.:           
gi|113 ILSQGNRFLASDIKKEVVGRYGESAMSESINWNWR---SYMDVFENGAIFVPSGVDPVLT 
             310       320       330          340       350         
 
               50        60        70        80 
AAD-12 RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 
                                                
gi|113 PEQNAGMIPAEPGEAVLRLTSSAGVLSCQPGAPC       
      360       370       380       390         
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 47; 36.0% identity (76.0% similar) in 25 aa overlap (47-71:106-130) 
 
         20        30        40        50        60        70       
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     ...: . :.:::.:  ... ::. :      
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
 
         80                                                         
AAD-12 KLGH                                                         
                                                                    
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
 
>>gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Globin   (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.8  bits: 18.8 E():   39 
Smith-Waterman score: 43; 30.6% identity (55.6% similar) in 36 aa overlap (30-65:115-150) 
 
                10        20        30        40        50          
AAD-12  WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                     : :  :  . ..: ::  .::. :  .:   
gi|121 IGDLPNIDGDVTTFVASHTPRGVTHDQLNNFRAGFVSYMKAHTDFAGAEAAWGATLDAFF 
           90       100       110       120       130       140     
 
      60        70        80 
AAD-12 ALVHQRSARHSLVYSQSKLGH 
       ..:  .                
gi|121 GMVFAKM               

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 3262



 

 

          150                
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 73.8  bits: 18.1 E():   39 
Smith-Waterman score: 40; 35.0% identity (55.0% similar) in 20 aa overlap (1-20:46-64) 
 
                                             10        20        30 
AAD-12                               WDDMMKVIVGNMAWHADSTYMPVMAQGAVF 
                                     :: .  : .   .: ::. :           
gi|323 YGYCGTTADYCSPDNNCQATYHYYNPAQNNWD-LRAVSAYCSTWDADKPYSWRYGWTAFC 
          20        30        40         50        60        70     
 
               40        50        60        70        80 
AAD-12 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 
                                                          
gi|323 GPAGPRCLRTNAAVTVR                                  
           80        90                                   
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 73.6  bits: 18.8 E():   40 
Smith-Waterman score: 43; 29.0% identity (67.7% similar) in 31 aa overlap (27-57:49-78) 
 
                   10        20        30        40        50       
AAD-12     WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|186 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVRLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
         60        70        80                                     
AAD-12 ATRALVHQRSARHSLVYSQSKLGH                                     
       :                                                            
gi|186 AGLGYTYTTIGGDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEAT 
        80        90       100       110       120       130        
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 73.6  bits: 15.6 E():   40 
Smith-Waterman score: 30; 46.2% identity (69.2% similar) in 13 aa overlap (67-79:1-13) 
 
         40        50        60        70        80    
AAD-12 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH    
                                     :: . : : ..::     
gi|323                               ARTAWVDSGAQLGELSY 
                                             10        
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.2  bits: 18.8 E():   42 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (21-40:31-50) 
 
                         10        20        30        40        50 
AAD-12           WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|261 MGVFNYEAETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGH                               
                                                                    
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.2  bits: 18.8 E():   42 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (21-40:31-50) 
 
                         10        20        30        40        50 
AAD-12           WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|132 MGVFNYETETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
               60        70        80                               
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AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGH                               
                                                                    
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.2  bits: 18.8 E():   42 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (21-40:31-50) 
 
                         10        20        30        40        50 
AAD-12           WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVISAARLFKSYVLDGDKLIPKVAPQAITSVENVGGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGH                               
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSK 
               70        80        90       100       110       120 
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.1  bits: 19.0 E():   43 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (64-79:46-61) 
 
            40        50        60        70        80              
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH              
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 72.7  bits: 19.5 E():   45 
Smith-Waterman score: 46; 23.2% identity (46.4% similar) in 56 aa overlap (3-56:120-175) 
 
                                           10          20        30 
AAD-12                             WDDMMKVIVGNMAWHA--DSTYMPVMAQGAVF 
                                     . ..::.: .  ::    :  : ::.  .  
gi|481 KLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAG 
      90       100       110       120       130       140          
 
               40        50        60        70        80           
AAD-12 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH           
         ...  . .    :   ::    :.                                   
gi|481 ELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAV 
     150       160       170       180       190       200          
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 72.6  bits: 19.5 E():   45 
Smith-Waterman score: 51; 32.7% identity (63.5% similar) in 52 aa overlap (26-73:52-100) 
 
                    10        20        30        40        50      
AAD-12      WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     ..:: .:  ::: : .  :  ..::. . . 
gi|168 APATPAAAGAEAGKATTEEQKLIEDINVGFKAAVAAAASVPA-GDK--FKTFEAAFTSSS 
              30        40        50        60           70         
 
          60            70        80                                
AAD-12 EATRA----LVHQRSARHSLVYSQSKLGH                                
       .:. :    :: . .: .:..:                                       
gi|168 KAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPV 
       80        90       100       110       120       130         
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 72.5  bits: 19.5 E():   46 
Smith-Waterman score: 47; 30.8% identity (61.5% similar) in 52 aa overlap (26-73:55-103) 
 
                    10        20        30        40        50      
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AAD-12      WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     ..:: .:  :::.     :  ..::. . . 
gi|285 APATPAAAGAAAGKATTEEQKLIEDINVGFKAAVAAAASVPAADK---FKTFEAAFTSSS 
           30        40        50        60           70        80  
 
          60            70        80                                
AAD-12 EATRA----LVHQRSARHSLVYSQSKLGH                                
       .:. :    :: . .: .:..:                                       
gi|285 KAAAAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPV 
              90       100       110       120       130       140  
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 72.4  bits: 15.3 E():   46 
Smith-Waterman score: 29; 57.1% identity (71.4% similar) in 7 aa overlap (16-22:1-7) 
 
               10        20        30        40        50        60 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA 
                      ::. : :                                       
gi|751                ADAGYAPAAPGTQPKA                              
                              10                                    
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 72.4  bits: 19.5 E():   47 
Smith-Waterman score: 46; 30.8% identity (59.6% similar) in 52 aa overlap (26-73:61-109) 
 
                    10        20        30        40        50      
AAD-12      WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     ..:: .:  :::.     :  ..::. . . 
gi|330 APATPAAAGAEAGKATTEEQKLIEDINVGFKAAVAAAASVPAADK---FKTFEAAFTSSS 
               40        50        60        70           80        
 
          60            70        80                                
AAD-12 EATRA----LVHQRSARHSLVYSQSKLGH                                
       .:. :    :: . .: .:. :                                       
gi|330 KAATAKAPGLVPKLDAAYSVSYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPV 
        90       100       110       120       130       140        
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.3  bits: 18.5 E():   47 
Smith-Waterman score: 42; 27.6% identity (58.6% similar) in 29 aa overlap (20-48:11-39) 
 
               10        20        30        40        50        60 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA 
                          ..:. : : ::.   . :.  :  . ..:             
gi|126          MRSLLILVLCFLPLAALGKVFGRCELAAAMKRHGLDNYRGYSLGNWVCAAK 
                        10        20        30        40        50  
 
               70        80                                         
AAD-12 LVHQRSARHSLVYSQSKLGH                                         
                                                                    
gi|126 FESNFNTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVN 
              60        70        80        90       100       110  
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.1  bits: 18.7 E():   48 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (64-78:138-152) 
 
            40        50        60        70        80              
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH              
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
gi|391 ASIDTILTKV 
       170        
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 72.1  bits: 19.5 E():   48 
Smith-Waterman score: 48; 30.8% identity (61.5% similar) in 52 aa overlap (26-73:66-114) 
 
                    10        20        30        40        50      

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 3265



 

 

AAD-12      WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     ..:: .:  :::.     :  ..::. . . 
gi|330 APATPAAAGAEAGKATTEEQKLIEDINVGFKAAVAAAASVPAADK---FKTFEAAFTSSS 
          40        50        60        70        80           90   
 
          60            70        80                                
AAD-12 EATRA----LVHQRSARHSLVYSQSKLGH                                
       .:. :    :: . .: .:..:                                       
gi|330 KAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPV 
            100       110       120       130       140       150   
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 72.0  bits: 14.6 E():   49 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (59-63:2-6) 
 
       30        40        50        60        70        80 
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 
                                     : :::                  
gi|463                              DRNLVHSATR              
                                            10              
 
>>gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 71.5  bits: 18.4 E():   52 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (16-40:27-50) 
 
                          10        20        30        40          
AAD-12            WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
      50        60        70        80                              
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGH                              
                                                                    
gi|212 GEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 71.5  bits: 18.4 E():   52 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (16-40:27-50) 
 
                          10        20        30        40          
AAD-12            WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
      50        60        70        80                              
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGH                              
                                                                    
gi|212 GEASKYKYSRHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.5  bits: 18.4 E():   52 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (21-40:30-49) 
 
                        10        20        30        40        50  
AAD-12          WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: : . ::            
gi|402 GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFAE 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGH                                
                                                                    
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.5  bits: 18.4 E():   52 
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Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (21-40:30-49) 
 
                        10        20        30        40        50  
AAD-12          WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGH                                
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.5  bits: 18.4 E():   52 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (21-40:30-49) 
 
                        10        20        30        40        50  
AAD-12          WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGH                                
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (21-40:31-50) 
 
                         10        20        30        40        50 
AAD-12           WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGH                               
                                                                    
gi|167 EGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (21-40:31-50) 
 
                         10        20        30        40        50 
AAD-12           WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGH                               
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (21-40:31-50) 
 
                         10        20        30        40        50 
AAD-12           WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
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               60        70        80                               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGH                               
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (21-40:31-50) 
 
                         10        20        30        40        50 
AAD-12           WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGH                               
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (21-40:31-50) 
 
                         10        20        30        40        50 
AAD-12           WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGH                               
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSK 
               70        80        90       100       110       120 
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (21-40:31-50) 
 
                         10        20        30        40        50 
AAD-12           WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGH                               
                                                                    
gi|400 EGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (21-40:31-50) 
 
                         10        20        30        40        50 
AAD-12           WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGH                               
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
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>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (21-40:31-50) 
 
                         10        20        30        40        50 
AAD-12           WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVMPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGH                               
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (21-40:31-50) 
 
                         10        20        30        40        50 
AAD-12           WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGH                               
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (21-40:31-50) 
 
                         10        20        30        40        50 
AAD-12           WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGH                               
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (21-40:31-50) 
 
                         10        20        30        40        50 
AAD-12           WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGH                               
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (21-40:31-50) 
 
                         10        20        30        40        50 
AAD-12           WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
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gi|116 MGVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGH                               
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (21-40:31-50) 
 
                         10        20        30        40        50 
AAD-12           WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGH                               
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNK 
               70        80        90       100       110       120 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 40.0% identity (60.0% similar) in 25 aa overlap (16-40:27-50) 
 
                          10        20        30        40          
AAD-12            WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:   : ::: . . ::          
gi|534 MGVFNYEDEATSVIAPARLFKSFVLDADNL-IPKVAPENVSSAENIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
      50        60        70        80                              
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGH                              
                                                                    
gi|534 PEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITS 
      60        70        80        90       100       110          
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (21-40:31-50) 
 
                         10        20        30        40        50 
AAD-12           WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGH                               
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (21-40:31-50) 
 
                         10        20        30        40        50 
AAD-12           WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGH                               
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISGK 
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               70        80        90       100       110       120 
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (21-40:31-50) 
 
                         10        20        30        40        50 
AAD-12           WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGH                               
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (21-40:31-50) 
 
                         10        20        30        40        50 
AAD-12           WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGH                               
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (21-40:31-50) 
 
                         10        20        30        40        50 
AAD-12           WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGH                               
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 71.3  bits: 15.0 E():   53 
Smith-Waterman score: 28; 40.0% identity (80.0% similar) in 10 aa overlap (27-36:4-13) 
 
               10        20        30        40        50        60 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA 
                                 :.:  :...:                         
gi|131                        GPVGGVVHAHMMPLL                       
                                      10                            
 
               70        80 
AAD-12 LVHQRSARHSLVYSQSKLGH 
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 71.3  bits: 19.9 E():   53 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (46-60:431-446) 
 
          20        30        40        50         60        70     
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYS 
                                     :..: :::.: ...::               
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA               
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              410       420       430       440                     
 
           80 
AAD-12 QSKLGH 
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 71.0  bits: 18.2 E():   55 
Smith-Waterman score: 41; 20.9% identity (47.8% similar) in 67 aa overlap (20-77:3-69) 
 
               10        20        30        40        50           
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL------ 
                          .. ..  . :..: :   . :     . : :.: :       
gi|856                  MKFIITLFAAIVMAAAVSGFIVGDKKEDEWRMAFDRLMMEELE 
                                10        20        30        40    
 
              60        70        80                                
AAD-12 ---DEATRALVHQRSARHSLVYSQSKLGH                                
          :.. ..:.:     . :  ..::                                   
gi|856 TKIDQVEKGLLHLSEQYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLN 
            50        60        70        80        90       100    
 
>>gi|4006963|emb|CAA07328.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.9  bits: 17.9 E():   57 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (22-40:32-50) 
 
                        10        20        30        40        50  
AAD-12          WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              60        70        80                               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGH                               
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|4006947|emb|CAA07320.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.9  bits: 17.9 E():   57 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (22-40:32-50) 
 
                        10        20        30        40        50  
AAD-12          WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              60        70        80                               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGH                               
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.8  bits: 18.2 E():   57 
Smith-Waterman score: 41; 34.6% identity (61.5% similar) in 26 aa overlap (18-43:5-30) 
 
               10        20        30        40        50        60 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA 
                        :.:  ...   ::   .: :::.. :                  
gi|217              MASKSNYNLLFTALLVFIFAAVAAVGNEDCTPWTSTLITPLPSCRNY 
                            10        20        30        40        
 
               70        80                                         
AAD-12 LVHQRSARHSLVYSQSKLGH                                         
                                                                    
gi|217 VEEQACRIEMPGPPYLAKQECCEQLANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPR 
        50        60        70        80        90       100        
 
>>gi|114326420|ref|NP_001041618.1| major allergen I poly  (88 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 70.5  bits: 17.4 E():   59 
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Smith-Waterman score: 38; 31.8% identity (63.6% similar) in 22 aa overlap (17-38:3-24) 
 
               10        20        30        40        50        60 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA 
                       :..  :  . .:. . :. :::                       
gi|114               MLDAALPPCPTVAATADCEICPAVKRDVDLFLTGTPDEYVEQVAQY 
                             10        20        30        40       
 
               70        80                       
AAD-12 LVHQRSARHSLVYSQSKLGH                       
                                                  
gi|114 KALPVVLENARILKNCVDAKMTEEDKENALSLLDKIYTSPLC 
         50        60        70        80         
 
>>gi|75139847|sp|Q7M1E8|Q7M1E8_9ROSA Pollen major allerg  (12 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 70.1  bits: 14.5 E():   62 
Smith-Waterman score: 26; 57.1% identity (71.4% similar) in 7 aa overlap (6-12:4-10) 
 
               10        20        30        40        50        60 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA 
            ::. : :                                                 
gi|751   ATGKVVQGAMPP                                               
                 10                                                 
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 70.1  bits: 19.6 E():   62 
Smith-Waterman score: 47; 21.0% identity (54.8% similar) in 62 aa overlap (14-73:272-333) 
 
                                10        20          30        40  
AAD-12                  WDDMMKVIVGNMAWHADSTYMPV--MAQGAVFSAEVVPAVGGR 
                                     ...: .: :    .   .:.. .:   .:  
gi|558 ESIPFVHLGHRDSLEGDLLNRNNTFKPFAEYKSDYVYEPFPKSVWEQIFGTWLVKPGAGI 
             250       260       270       280       290       300  
 
              50        60        70        80                      
AAD-12 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH                      
         :  . :. .:  ::.  . :....  .. :                             
gi|558 MIFDPYGATISATPEAATPFPHRKGVLFNIQYVNYWFAPGAGAAPLSWSKEIYNYMEPYV 
             310       320       330       340       350       360  
 
gi|558 SKNPRQAYANYRDIDLGRNEVVNGVSTYSSGKVWGQKYFKGNFERLAITKGKVDPTDYFR 
             370       380       390       400       410       420  
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 18.6 E():   65 
Smith-Waterman score: 43; 30.0% identity (55.0% similar) in 20 aa overlap (8-27:1-20) 
 
               10        20        30        40        50        60 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA 
              : .:. :.  .   :.  ::                                  
gi|142        IPANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQEL 
                      10        20        30        40        50    
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.7  bits: 17.6 E():   65 
Smith-Waterman score: 39; 53.8% identity (69.2% similar) in 13 aa overlap (45-57:72-84) 
 
           20        30        40        50        60        70     
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
                                     ::.::  ::  .:                  
gi|131 ELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDE 
              50        60        70        80        90       100  
 
           80       
AAD-12 QSKLGH       
                    
gi|131 FGALVDKWGAKG 
             110    
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.7  bits: 17.9 E():   66 
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Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (52-80:101-129) 
 
              30        40        50        60        70        80  
AAD-12 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH  
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
gi|273 RRRR 
            
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.7  bits: 17.9 E():   66 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (52-80:101-129) 
 
              30        40        50        60        70        80  
AAD-12 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH  
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
gi|273 RRRR 
            
 
>>gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.7  bits: 18.1 E():   66 
Smith-Waterman score: 41; 32.0% identity (64.0% similar) in 25 aa overlap (16-40:27-50) 
 
                          10        20        30        40          
AAD-12            WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGDGGPGTIKKITF 
               10        20        30         40        50          
 
      50        60        70        80                              
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGH                              
                                                                    
gi|212 GEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.7  bits: 18.1 E():   66 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (21-40:30-49) 
 
                        10        20        30        40        50  
AAD-12          WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFPE 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGH                                
                                                                    
gi|437 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISHKY 
               70        80        90       100       110       120 
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (21-40:31-50) 
 
                         10        20        30        40        50 
AAD-12           WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGH                               
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
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>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 44; 26.4% identity (60.4% similar) in 53 aa overlap (5-55:99-150) 
 
                                         10        20        30     
AAD-12                           WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     :.... .:: .  .  .:  ::   : : . 
gi|170 TGQFATHAGRIVGFVSEIVALMGNSANMPAMETLIKDMAANHKARGIP-KAQFNEFRASL 
       70        80        90       100       110        120        
 
           40         50         60        70        80 
AAD-12 VPAVGGRTCFAD-MRAAY-DALDEATRALVHQRSARHSLVYSQSKLGH 
       :  . ... . : . ::. ..::                          
gi|170 VSYLQSKVSWNDSLGAAWTQGLDNVFNMMFSYL                
       130       140       150       160                
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (21-40:31-50) 
 
                         10        20        30        40        50 
AAD-12           WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGH                               
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (21-40:31-50) 
 
                         10        20        30        40        50 
AAD-12           WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGH                               
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (21-40:31-50) 
 
                         10        20        30        40        50 
AAD-12           WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|154 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGH                               
                                                                    
gi|154 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (21-40:31-50) 
 
                         10        20        30        40        50 
AAD-12           WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
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                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGH                               
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (21-40:31-50) 
 
                         10        20        30        40        50 
AAD-12           WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGH                               
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (21-40:31-50) 
 
                         10        20        30        40        50 
AAD-12           WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGH                               
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.6  bits: 18.1 E():   66 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (21-40:31-50) 
 
                         10        20        30        40        50 
AAD-12           WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|125 MGVFNYETEATSVIPAARLFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGH                               
                                                                    
gi|125 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 69.1  bits: 17.3 E():   71 
Smith-Waterman score: 38; 37.5% identity (62.5% similar) in 16 aa overlap (22-37:41-56) 
 
                        10        20        30        40        50  
AAD-12          WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..  :: :  ..: :               
gi|166 GSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAAYVMNLYYQHAG 
               20        30        40        50        60        70 
 
              60        70        80   
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGH   
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gi|166 RNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
               80        90       100  
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.0  bits: 17.8 E():   71 
Smith-Waterman score: 40; 35.3% identity (70.6% similar) in 17 aa overlap (26-42:30-46) 
 
                   10        20        30        40        50       
AAD-12     WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                    :::. ...  :  ::..               
gi|476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVQGATVAVDCRPFNGGESKLKAEATTDGLGWY 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 ATRALVHQRSARHSLVYSQSKLGH                                     
                                                                    
gi|476 KIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQGIRYANPIAFFR 
               70        80        90       100       110       120 
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 17.8 E():   77 
Smith-Waterman score: 40; 26.3% identity (57.9% similar) in 19 aa overlap (2-20:114-132) 
 
                                            10        20        30  
AAD-12                              WDDMMKVIVGNMAWHADSTYMPVMAQGAVFS 
                                     . :   . :.  :.:: ..            
gi|121 NQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAFDKAFS 
            90       100       110       120       130       140    
 
              40        50        60        70        80 
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 
                                                         
gi|121 VIFEVLES                                          
           150                                           
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (19-34:29-44) 
 
                         10        20        30        40        50 
AAD-12           WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|215 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAATGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGH                               
                                                                    
gi|215 GSPITTMTVRTDAVNKEALSYDSTVIDGDILLGFIESIETHMVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 40; 43.8% identity (62.5% similar) in 16 aa overlap (19-34:29-44) 
 
                         10        20        30        40        50 
AAD-12           WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.:.                 
gi|134 MGVQTHVLELTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPD 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGH                               
                                                                    
gi|134 GGPITTMTLRIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIF 
               70        80        90       100       110       120 
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (19-34:29-44) 
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                         10        20        30        40        50 
AAD-12           WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|892 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGH                               
                                                                    
gi|892 GSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.0  bits: 17.3 E():   81 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (44-57:39-52) 
 
            20        30        40        50        60        70    
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|730 TLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
            80                                      
AAD-12 SQSKLGH                                      
                                                    
gi|730 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.0  bits: 17.3 E():   81 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (44-57:39-52) 
 
            20        30        40        50        60        70    
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|191 TLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
            80                                      
AAD-12 SQSKLGH                                      
                                                    
gi|191 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (22-40:31-49) 
 
                        10        20        30        40        50  
AAD-12          WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|384 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENISGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGH                                
                                                                    
gi|384 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|4376222|emb|CAA04829.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (22-40:31-49) 
 
                        10        20        30        40        50  
AAD-12          WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|437 GVFNYEIGATSVIPAARLFKAFILVGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
              60        70        80                                
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AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGH                                
                                                                    
gi|437 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
               70        80        90       100       110       120 
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (22-40:31-49) 
 
                        10        20        30        40        50  
AAD-12          WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|159 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGH                                
                                                                    
gi|159 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (22-40:31-49) 
 
                        10        20        30        40        50  
AAD-12          WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|437 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGH                                
                                                                    
gi|437 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (22-40:32-50) 
 
                        10        20        30        40        50  
AAD-12          WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              60        70        80                                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGH                                
                                                                    
gi|116 GIPFKYVKGRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (22-40:32-50) 
 
                        10        20        30        40        50  
AAD-12          WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              60        70        80                                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGH                                
                                                                    
gi|459 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
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Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (22-40:32-50) 
 
                        10        20        30        40        50  
AAD-12          WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYEIEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              60        70        80                                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGH                                
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|4006953|emb|CAA07323.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (22-40:32-50) 
 
                        10        20        30        40        50  
AAD-12          WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              60        70        80                                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGH                                
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (22-40:32-50) 
 
                        10        20        30        40        50  
AAD-12          WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              60        70        80                                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGH                                
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGPILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (22-40:32-50) 
 
                        10        20        30        40        50  
AAD-12          WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              60        70        80                                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGH                                
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006957|emb|CAA07325.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (22-40:32-50) 
 
                        10        20        30        40        50  
AAD-12          WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKINFPE 
              10        20        30        40        50        60  
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              60        70        80                                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGH                                
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (22-40:32-50) 
 
                        10        20        30        40        50  
AAD-12          WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKASILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              60        70        80                                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGH                                
                                                                    
gi|132 GSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKF 
              70        80        90       100       110       120  
 
>>gi|1513216|gb|AAC02632.1| cherry-allergen PRUA1 [Prunu  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 32.0% identity (64.0% similar) in 25 aa overlap (16-40:27-50) 
 
                          10        20        30        40          
AAD-12            WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  .:.. . ::          
gi|151 MGVFTYESEFTSEIPPPRLFKAFVLDADNL-VPKIAPQAIKHSEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
      50        60        70        80                              
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGH                              
                                                                    
gi|151 GEGSQYGYVKHKIDSIDKENYSYSYTLIEGDALGDTLEKISYETKLVASPSGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (22-40:32-50) 
 
                        10        20        30        40        50  
AAD-12          WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|114 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              60        70        80                                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGH                                
                                                                    
gi|114 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (22-40:32-50) 
 
                        10        20        30        40        50  
AAD-12          WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              60        70        80                                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGH                                
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
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>>gi|1321728|emb|CAA96547.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (22-40:32-50) 
 
                        10        20        30        40        50  
AAD-12          WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              60        70        80                                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGH                                
                                                                    
gi|132 GFPFKYVKDRVDEVAHKNFKYSYSVIEGGPIGDTLEKISNEIKIVATPDGRSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (21-40:31-50) 
 
                         10        20        30        40        50 
AAD-12           WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|730 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGH                               
                                                                    
gi|730 EGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (22-40:32-50) 
 
                        10        20        30        40        50  
AAD-12          WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              60        70        80                                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGH                                
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (22-40:32-50) 
 
                        10        20        30        40        50  
AAD-12          WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              60        70        80                                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGH                                
                                                                    
gi|125 GFPFEYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (22-40:32-50) 
 
                        10        20        30        40        50  
AAD-12          WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
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gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              60        70        80                                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGH                                
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVTTPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (22-40:32-50) 
 
                        10        20        30        40        50  
AAD-12          WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|256 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              60        70        80                                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGH                                
                                                                    
gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (22-40:32-50) 
 
                        10        20        30        40        50  
AAD-12          WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              60        70        80                                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGH                                
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (22-40:32-50) 
 
                        10        20        30        40        50  
AAD-12          WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              60        70        80                                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGH                                
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|167472849|gb|ABZ81046.1| pollen allergen Que a 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 30.0% identity (70.0% similar) in 20 aa overlap (21-40:31-50) 
 
                         10        20        30        40        50 
AAD-12           WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :. :.:.. . ::           
gi|167 MGVFTYESEDASVIPPARLFKAFVLDSDNLIPKVVPQALKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGH                               
                                                                    
gi|167 EGSHLKHAKHRIDVIDPENFTYSFSVIEGDALFDKLENVSTETKIVASPDGGSIVKSTSK 
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               70        80        90       100       110       120 
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (22-40:32-50) 
 
                        10        20        30        40        50  
AAD-12          WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              60        70        80                                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGH                                
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (22-40:32-50) 
 
                        10        20        30        40        50  
AAD-12          WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSLIPAARLFRAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              60        70        80                                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGH                                
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (22-40:32-50) 
 
                        10        20        30        40        50  
AAD-12          WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              60        70        80                                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGH                                
                                                                    
gi|132 GIPFKYVKDRVDEVDHANFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|82492265|gb|ABB78006.1| major allergen Pru p 1 [Pru  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 32.0% identity (64.0% similar) in 25 aa overlap (16-40:27-50) 
 
                          10        20        30        40          
AAD-12            WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  .:.. . ::          
gi|824 MGVFTYESEFTSEIPPPRLFKAFVLDADNL-VPKIAPQAIKHSEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
      50        60        70        80                              
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGH                              
                                                                    
gi|824 GEGSQYGYVKHKIDSIDKENHSYSYTLIEGDALGDNLEKISYETKLVASPSGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (22-40:32-50) 
 
                        10        20        30        40        50  
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AAD-12          WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              60        70        80                                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGH                                
                                                                    
gi|125 GFPFKYVKDGVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (22-40:32-50) 
 
                        10        20        30        40        50  
AAD-12          WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              60        70        80                                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGH                                
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDILEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (22-40:32-50) 
 
                        10        20        30        40        50  
AAD-12          WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPG 
              10        20        30        40        50        60  
 
              60        70        80                                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGH                                
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (22-40:32-50) 
 
                        10        20        30        40        50  
AAD-12          WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|241 GVFNYETETTSVIPAARLFKAFFLDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              60        70        80                                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGH                                
                                                                    
gi|241 GFPFRYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (22-40:32-50) 
 
                        10        20        30        40        50  
AAD-12          WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              60        70        80                                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGH                                
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gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (22-40:32-50) 
 
                        10        20        30        40        50  
AAD-12          WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              60        70        80                                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGH                                
                                                                    
gi|132 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 67.8  bits: 14.8 E():   83 
Smith-Waterman score: 28; 44.4% identity (66.7% similar) in 9 aa overlap (6-14:12-20) 
 
                     10        20        30        40        50     
AAD-12       WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
                  .: :: . :                                         
gi|463 DFVDAHNAARAQVGVGPVHWT                                        
               10        20                                         
 
>>gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 17.8 E():   84 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (21-40:31-50) 
 
                         10        20        30        40        50 
AAD-12           WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGH                               
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGFVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 43; 47.6% identity (71.4% similar) in 21 aa overlap (23-43:8-24) 
 
               10        20        30        40        50        60 
AAD-12 WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRA 
                             .:. :::..: :   ::: .:                  
gi|286                MGSLANNIMVVGAVLAALV---VGG-SCGPPKVPPGPNITTNYNG 
                              10           20         30        40  
 
               70        80                                         
AAD-12 LVHQRSARHSLVYSQSKLGH                                         
                                                                    
gi|286 KWLTARATWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVR 
              50        60        70        80        90       100  
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 67.6  bits: 19.5 E():   85 
Smith-Waterman score: 47; 34.0% identity (56.6% similar) in 53 aa overlap (7-58:310-352) 
 
                                       10         20        30      
AAD-12                         WDDMMKVIVGNMAWHADS-TYMPVMAQGAVFSAEVV 
                                     : .::   .::. .: :. :. :.       
gi|289 SVANMSLGGGKSKTLEDAVNAGVEAGLHFAVAAGND--NADACNYSPAAAEKAI------ 
     280       290       300       310         320       330        
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          40        50        60        70        80                
AAD-12 PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH                
        .::. : .:: :: ..   : :                                      
gi|289 -TVGAST-LADERAYFSNYGECTDIFAPGLNILSTWIGSNYATNIISGTSMASPHIAGLL 
               340       350       360       370       380          
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.4  bits: 17.5 E():   87 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (29-38:57-66) 
 
                 10        20        30        40        50         
AAD-12   WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .::  .::::                     
gi|291 ATAGGSLLVPSGLILAGTVIALTLATPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAA 
         30        40        50        60        70        80       
 
       60        70        80                                 
AAD-12 RALVHQRSARHSLVYSQSKLGH                                 
                                                              
gi|291 VTVLSWIYRYVTGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVTGSQGS 
         90       100       110       120       130       140 
 
>>gi|320545|pir||A45786 major pollen allergen Bet v I -   (51 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 67.3  bits: 16.0 E():   88 
Smith-Waterman score: 33; 36.8% identity (52.6% similar) in 19 aa overlap (22-40:31-49) 
 
                        10        20        30        40        50  
AAD-12          WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :  :.: .   ::            
gi|320 GVFNYEAETTSVIPAAWLWKXFILDGDNLFPKVAPQAXTSVENIYERGGWG          
               10        20        30        40        50           
 
              60        70        80 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGH 
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.0  bits: 17.5 E():   91 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (29-38:62-71) 
 
                 10        20        30        40        50         
AAD-12   WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .::  .::::                     
gi|198 VTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAA 
              40        50        60        70        80        90  
 
       60        70        80                                 
AAD-12 RALVHQRSARHSLVYSQSKLGH                                 
                                                              
gi|198 LSVLSWIYRYLTGKHPPGADQLESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
             100       110       120       130       140      
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.0  bits: 17.5 E():   91 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (29-38:62-71) 
 
                 10        20        30        40        50         
AAD-12   WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .::  .::::                     
gi|753 VTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAA 
              40        50        60        70        80        90  
 
       60        70        80                                 
AAD-12 RALVHQRSARHSLVYSQSKLGH                                 
                                                              
gi|753 LSVLSWIYRYLTGKHPPGADQLESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
             100       110       120       130       140      
 
>>gi|18639|emb|CAA33217.1| glycinin subunit G3 [Glycine   (481 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.9  bits: 19.2 E():   93 
Smith-Waterman score: 46; 30.4% identity (56.5% similar) in 23 aa overlap (3-25:137-159) 
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                                           10        20        30   
AAD-12                             WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     :.. : .:   :  ..   ::.:        
gi|186 CPSTFEEPQQKGQSSRPQDRHQKIYHFREGDLIAVPTGFAYWMYNNEDTPVVAVSLIDTN 
        110       120       130       140       150       160       
 
             40        50        60        70        80             
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH             
                                                                    
gi|186 SFQNQLDQMPRRFYLAGNQEQEFLQYQPQKQQGGTQSQKGKRQQEEENEGGSILSGFAPE 
        170       180       190       200       210       220       
 
>>gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Allerg  (27 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 66.9  bits: 15.0 E():   93 
Smith-Waterman score: 29; 22.7% identity (54.5% similar) in 22 aa overlap (43-64:6-27) 
 
             20        30        40        50        60        70   
AAD-12 AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV 
                                     :    . .:. :.  ..  :.:         
gi|391                          SFREQCVPGREITYECLNACAEYAVRQ         
                                        10        20                
 
             80 
AAD-12 YSQSKLGH 
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.8  bits: 19.2 E():   94 
Smith-Waterman score: 46; 30.4% identity (56.5% similar) in 23 aa overlap (3-25:137-159) 
 
                                           10        20        30   
AAD-12                             WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     :.. : .:   :  ..   ::.:        
gi|186 TYQEPQESQQRGRSQRPQDRHQKVHRFREGDLIAVPTGVAWWMYNNEDTPVVAVSIIDTN 
        110       120       130       140       150       160       
 
             40        50        60        70        80             
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH             
                                                                    
gi|186 SLENQLDQMPRRFYLAGNQEQEFLKYQQQQQGGSQSQKGKQQEEENEGSNILSGFAPEFL 
        170       180       190       200       210       220       
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.8  bits: 19.2 E():   94 
Smith-Waterman score: 46; 30.4% identity (56.5% similar) in 23 aa overlap (3-25:137-159) 
 
                                           10        20        30   
AAD-12                             WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     :.. : .:   :  ..   ::.:        
gi|186 TYQEPQESQQRGRSQRPQDRHQKVHRFREGDLIAVPTGVAWWMYNNEDTPVVAVSIIDTN 
        110       120       130       140       150       160       
 
             40        50        60        70        80             
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH             
                                                                    
gi|186 SLENQLDQMPRRFYLAGNQEQEFLKYQQQQQGGSQSQKGKQQEEENEGSNILSGFAPEFL 
        170       180       190       200       210       220       
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.6  bits: 19.2 E():   96 
Smith-Waterman score: 46; 30.4% identity (56.5% similar) in 23 aa overlap (3-25:140-162) 
 
                                           10        20        30   
AAD-12                             WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     :.. : .:   :  ..   ::.:        
gi|186 TFEEPQQPQQRGQSSRPQDRHQKIYNFREGDLIAVPTGVAWWMYNNEDTPVVAVSIIDTN 
     110       120       130       140       150       160          
 
             40        50        60        70        80             
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH             
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gi|186 SLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEENEGGSILSGFTLEFL 
     170       180       190       200       210       220          
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.6  bits: 19.2 E():   96 
Smith-Waterman score: 46; 30.4% identity (56.5% similar) in 23 aa overlap (3-25:140-162) 
 
                                           10        20        30   
AAD-12                             WDDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     :.. : .:   :  ..   ::.:        
gi|186 TFEEPQQPQQRGQSSRPQDRHQKIYNSREGDLIAVPTGVAWWMYNNEDTPVVAVSIIDTN 
     110       120       130       140       150       160          
 
             40        50        60        70        80             
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH             
                                                                    
gi|186 SLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEENEGGSILSGFTLEFL 
     170       180       190       200       210       220          
 
>>gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} [De  (20 aa) 
 initn:  27 init1:  27 opt:  27  Z-score: 66.5  bits: 14.5 E():   98 
Smith-Waterman score: 30; 50.0% identity (64.3% similar) in 14 aa overlap (37-50:1-12) 
 
         10        20        30        40        50        60       
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS 
                                     ::::.   ::.  :                 
gi|404                               AVGGQD--ADLAEAPFQISLLK         
                                               10        20         
 
         70        80 
AAD-12 ARHSLVYSQSKLGH 
 
>>gi|47117350|sp||Q7M3Y8_1 [Segment 1 of 6] Tropomyosin   (20 aa) 
 initn:  27 init1:  27 opt:  27  Z-score: 66.5  bits: 14.5 E():   98 
Smith-Waterman score: 27; 25.0% identity (75.0% similar) in 12 aa overlap (45-56:2-13) 
 
           20        30        40        50        60        70     
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
                                     :...  .: ..:                   
gi|471                              AANLENDFDNVNEQLQDALS            
                                            10        20            
 
           80 
AAD-12 QSKLGH 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:46 2011 done: Fri Jan 21 00:02:46 2011 
 Total Scan time:  0.070 Total Display time:  0.070 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 96  - 175 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     3     0:= 
  22     1     0:=          one = represents 4 library sequences 
  24     1     0:= 
  26     1     0:= 
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  28     1     0:= 
  30     3     2:* 
  32     6     8:=* 
  34     9    22:===  * 
  36    36    44:========= * 
  38    41    73:===========       * 
  40   101   102:=========================* 
  42    62   125:================               * 
  44   116   138:=============================     * 
  46   122   140:===============================   * 
  48   125   134:================================ * 
  50   188   122:==============================*================ 
  52   112   108:==========================*= 
  54    99    92:======================*== 
  56    63    77:================   * 
  58    56    63:============== * 
  60    53    51:============*= 
  62    39    41:==========* 
  64    26    33:======= * 
  66    33    26:======*== 
  68    44    20:====*====== 
  70    42    16:===*======= 
  72    17    12:==*== 
  74    17    10:==*== 
  76    14     8:=*== 
  78    18     6:=*=== 
  80    20     5:=*=== 
  82     3     3:* 
  84     2     3:* 
  86     3     2:* 
  88     5     2:*=         inset = represents 1 library sequences 
  90     2     1:* 
  92     3     1:*         :*== 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     2     0:=         *== 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.90540.00301; mu= 0.1247 0.157 
 mean_var=31.4995 8.405, 0's: 2 Z-trim: 2  B-trim: 186 in 1/43 
 Lambda= 0.228519 
 Kolmogorov-Smirnov  statistic: 0.1092 (N=29) at  48 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   62 25.0     0.5 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   57 23.4     1.6 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   57 23.3     1.8 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   56 23.0     2.2 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   58 23.4     3.3 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   54 22.4     3.6 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   53 22.1     3.9 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   53 22.0     4.5 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.7     5.2 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   52 21.7     5.6 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 21.7     5.6 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   52 21.7     5.6 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   52 21.7     5.6 
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gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   55 22.4     6.6 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   50 21.1     6.9 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 18.7     7.5 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 18.7     7.5 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   54 22.0     9.8 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   49 20.7      10 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   52 21.4      13 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   53 21.6      14 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   51 21.1      15 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 19.9      15 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   45 19.6      16 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   45 19.6      16 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 20.1      16 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   47 20.1      17 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 20.1      17 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 20.1      17 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   47 20.1      17 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   47 20.1      17 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   47 20.1      17 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   47 20.1      17 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   47 20.1      17 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   47 20.1      17 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   47 20.1      17 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   47 20.1      17 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   47 20.1      17 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   47 20.1      17 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   47 20.1      17 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 20.0      17 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 20.0      17 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.8      20 
gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   48 20.2      20 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 20.7      21 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   44 19.2      21 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   46 19.7      22 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 19.7      22 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 19.7      22 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 19.7      22 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   46 19.7      22 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   46 19.7      22 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 19.7      22 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   51 20.9      22 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   51 20.9      22 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   51 20.9      22 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   51 20.9      22 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   51 20.9      22 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   51 20.9      22 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 17.0      23 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.9      26 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   45 19.4      27 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   45 19.4      27 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   45 19.4      27 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   45 19.4      27 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   45 19.4      27 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   45 19.4      27 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   45 19.4      28 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   45 19.4      28 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   44 19.1      28 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   47 19.9      29 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   43 18.9      29 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 20.6      30 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   43 18.9      31 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 15.9      33 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 20.5      33 
gi|14422363|emb|CAC41635.1| plantain pollen major  ( 131)   43 18.8      33 
gi|14422359|emb|CAC41633.1| plantain pollen major  ( 131)   43 18.8      33 
gi|14422361|emb|CAC41634.1| plantain pollen major  ( 131)   43 18.8      33 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   49 20.3      33 
gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum  (  94)   41 18.3      33 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   44 19.1      34 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   44 19.1      34 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   44 19.1      34 
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gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   44 19.1      34 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   44 19.1      34 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   44 19.1      35 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   49 20.3      36 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 20.3      37 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   47 19.8      38 
gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Glo ( 151)   43 18.8      40 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   43 18.8      41 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   43 18.7      43 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   43 18.7      43 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   43 18.7      43 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 19.0      44 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   46 19.4      46 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   46 19.4      47 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   46 19.4      47 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 15.3      47 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   46 19.4      48 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   42 18.4      48 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.7      49 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   46 19.4      50 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 14.5      50 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   49 20.1      52 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.4      54 
gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allerge ( 159)   42 18.4      54 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   42 18.4      54 
gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allerge ( 159)   42 18.4      54 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   42 18.4      54 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.4      54 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.4      54 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.4      54 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.4      54 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 18.4      54 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.4      54 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.4      54 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   42 18.4      54 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   42 18.4      54 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   42 18.4      54 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.4      54 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   42 18.4      54 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 18.4      54 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   42 18.4      54 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.4      54 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 18.4      54 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   42 18.4      54 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   42 18.4      54 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   42 18.4      54 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   28 15.0      54 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 19.9      55 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   49 20.1      55 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   49 20.1      55 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   49 20.1      56 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   41 18.1      57 
gi|4006947|emb|CAA07320.1| pollen allergen Betv1,  ( 120)   40 17.9      58 
gi|4006963|emb|CAA07328.1| pollen allergen Betv1,  ( 120)   40 17.9      58 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   41 18.1      58 
gi|114326420|ref|NP_001041618.1| major allergen I  (  88)   38 17.4      60 
gi|75139847|sp|Q7M1E8|Q7M1E8_9ROSA Pollen major al (  12)   26 14.4      63 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   47 19.6      64 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   48 19.8      65 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   43 18.6      66 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.6      67 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   40 17.8      67 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   40 17.8      67 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   41 18.1      67 
gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allerge ( 159)   41 18.1      67 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   41 18.1      68 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   41 18.1      68 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   41 18.1      68 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   41 18.1      68 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   41 18.1      68 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   41 18.1      68 
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gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   41 18.1      68 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   41 18.1      68 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   41 18.1      68 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   38 17.3      72 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   40 17.8      73 
gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Gl ( 151)   40 17.8      78 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   37 17.0      79 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   40 17.8      80 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   40 17.8      80 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   40 17.8      80 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   38 17.3      83 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   38 17.3      83 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   40 17.7      84 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   40 17.7      84 
gi|4376222|emb|CAA04829.1| pollen allergen, Betv1  ( 159)   40 17.7      84 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   40 17.7      84 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   40 17.7      85 
gi|4006957|emb|CAA07325.1| pollen allergen Betv1,  ( 160)   40 17.7      85 
gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=M ( 160)   40 17.7      85 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   40 17.7      85 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   40 17.7      85 
gi|4006953|emb|CAA07323.1| pollen allergen Betv1,  ( 160)   40 17.7      85 
gi|1513216|gb|AAC02632.1| cherry-allergen PRUA1 [P ( 160)   40 17.7      85 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   40 17.7      85 
gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=M ( 160)   40 17.7      85 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   40 17.7      85 
gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Be ( 160)   40 17.7      85 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   40 17.7      85 
gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen be ( 160)   40 17.7      85 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   40 17.7      85 
gi|167472849|gb|ABZ81046.1| pollen allergen Que a  ( 160)   40 17.7      85 
gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 ( 160)   40 17.7      85 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   40 17.7      85 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   40 17.7      85 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   40 17.7      85 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   40 17.7      85 
gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula pl ( 160)   40 17.7      85 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   40 17.7      85 
gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula pl ( 160)   40 17.7      85 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   40 17.7      85 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   40 17.7      85 
gi|82492265|gb|ABB78006.1| major allergen Pru p 1  ( 160)   40 17.7      85 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   40 17.7      85 
gi|1321728|emb|CAA96547.1| major allergen Bet v 1  ( 160)   40 17.7      85 
gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 ( 160)   40 17.7      85 
gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 ( 160)   40 17.7      85 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   28 14.8      85 
gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 ( 161)   40 17.7      85 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   43 18.5      86 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   47 19.4      87 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   39 17.5      89 
gi|320545|pir||A45786 major pollen allergen Bet v  (  51)   33 16.0      89 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   38 17.2      91 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   39 17.5      93 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   39 17.5      93 
gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Al (  27)   29 15.0      94 
gi|18639|emb|CAA33217.1| glycinin subunit G3 [Glyc ( 481)   46 19.2      94 
gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glyc ( 485)   46 19.2      96 
gi|18609|emb|CAA26575.1| unnamed protein product [ ( 485)   46 19.2      96 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   46 19.2      98 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   46 19.2      98 
gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} (  20)   27 14.5      99 
gi|47117350|sp||Q7M3Y8_1 [Segment 1 of 6] Tropomyo (  20)   27 14.5      99 
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 108.0  bits: 25.0 E():  0.5 
Smith-Waterman score: 62; 26.5% identity (59.2% similar) in 49 aa overlap (17-65:5-52) 
 
               10        20        30        40        50        60 
AAD-12 DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL 
                       :.  :..  ... :. .. :. :. :.: :    . : :. :   

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 3293



 

 

gi|189             MASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPL-EGCREY 
                           10        20        30        40         
 
               70        80                                         
AAD-12 VHQRSARHSLVYSQSKLGHV                                         
       : :..                                                        
gi|189 VAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDL 
        50        60        70        80        90       100        
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  50 init1:  50 opt:  57  Z-score: 99.0  bits: 23.4 E():  1.6 
Smith-Waterman score: 57; 24.5% identity (59.2% similar) in 49 aa overlap (17-65:5-52) 
 
               10        20        30        40        50        60 
AAD-12 DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL 
                       :.  :..  ... :. .. .. :. :.: :    . : :. :   
gi|439             MASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPL-EGCREY 
                           10        20        30        40         
 
               70        80                                         
AAD-12 VHQRSARHSLVYSQSKLGHV                                         
       : :..                                                        
gi|439 VAQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKD 
        50        60        70        80        90       100        
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 97.9  bits: 23.3 E():  1.8 
Smith-Waterman score: 57; 41.4% identity (69.0% similar) in 29 aa overlap (11-39:23-50) 
 
                           10        20        30        40         
AAD-12             DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: :::.: . ::          
gi|444 MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
       50        60        70        80                             
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHV                             
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 96.2  bits: 23.0 E():  2.2 
Smith-Waterman score: 56; 40.0% identity (68.0% similar) in 25 aa overlap (15-39:27-50) 
 
                           10        20        30        40         
AAD-12             DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. :::.. . ::          
gi|165 MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
       50        60        70        80                             
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHV                             
                                                                    
gi|165 GEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSILKNTS 
      60        70        80        90       100       110          
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 93.1  bits: 23.4 E():  3.3 
Smith-Waterman score: 58; 26.0% identity (56.0% similar) in 50 aa overlap (12-61:23-71) 
 
                          10        20        30        40          
AAD-12            DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                             .. ::. : :. :   .  : ..::.::    .: .   
gi|663 MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGKATTDEQKL 
               10        20        30        40         50          
 
      50        60        70        80                              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHV                              
        . .. . .: :                                                 
gi|663 LEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILKLDTDYDVA 
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      60        70        80        90       100       110          
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 92.6  bits: 22.4 E():  3.6 
Smith-Waterman score: 54; 37.9% identity (69.0% similar) in 29 aa overlap (11-39:23-50) 
 
                           10        20        30        40         
AAD-12             DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: .::.: . ::          
gi|444 MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
       50        60        70        80                             
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHV                             
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 91.8  bits: 22.1 E():  3.9 
Smith-Waterman score: 53; 24.5% identity (55.1% similar) in 49 aa overlap (17-65:5-52) 
 
               10        20        30        40        50        60 
AAD-12 DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL 
                       :.  :..   .. :. .. .. :  :.: :    . : :. :   
gi|217             MASKSSISPLLLATVLVSVFAAATATGPYCYAGMGLPINPL-EGCREY 
                           10        20        30        40         
 
               70        80                                         
AAD-12 VHQRSARHSLVYSQSKLGHV                                         
       : :..                                                        
gi|217 VAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRRSDPNSSVLKD 
        50        60        70        80        90       100        
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  53  Z-score: 90.8  bits: 22.0 E():  4.5 
Smith-Waterman score: 53; 22.4% identity (55.2% similar) in 58 aa overlap (20-71:31-87) 
 
                          10        20        30             40     
AAD-12            DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICF- 
               10        20        30        40        50           
 
           50        60         70        80                        
AAD-12 DMRAAYDALDEATRALVHQR-SARHSLVYSQSKLGHV                        
       :  . .. . . .. . .   : :.:..                                 
gi|132 DEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSIS 
      60        70        80        90       100       110          
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 89.6  bits: 21.7 E():  5.2 
Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (50-73:29-52) 
 
      20        30        40        50        60        70          
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 
                                     : : :::  : .  ..: .: .::       
gi|144   KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLS 
                 10        20        30        40        50         
 
      80                                                            
AAD-12 V                                                            
                                                                    
gi|144 DSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAG 
       60        70        80        90       100       110         
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 89.1  bits: 21.7 E():  5.6 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (15-39:27-50) 
 
                           10        20        30        40         
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AAD-12             DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|131 MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
       50        60        70        80                             
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHV                             
                                                                    
gi|131 GEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 89.1  bits: 21.7 E():  5.6 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (15-39:27-50) 
 
                           10        20        30        40         
AAD-12             DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|602 MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
       50        60        70        80                             
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHV                             
                                                                    
gi|602 GEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 89.1  bits: 21.7 E():  5.6 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (15-39:27-50) 
 
                           10        20        30        40         
AAD-12             DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|279 MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
       50        60        70        80                             
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHV                             
                                                                    
gi|279 GEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 89.0  bits: 21.7 E():  5.6 
Smith-Waterman score: 52; 37.9% identity (69.0% similar) in 29 aa overlap (11-39:23-50) 
 
                           10        20        30        40         
AAD-12             DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: .::.: . ::          
gi|444 MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
       50        60        70        80                             
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHV                             
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 87.7  bits: 22.4 E():  6.6 
Smith-Waterman score: 55; 25.5% identity (55.3% similar) in 47 aa overlap (6-51:16-62) 
 
                         10         20        30        40          
AAD-12           DDMMKVIVGNMA-WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                      ...:  : . ::. : :. :   .  : .  :.::..   ...   
gi|441 MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLL 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHV                              
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        :                                                           
gi|441 EDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAY 
               70        80        90       100       110       120 
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 87.4  bits: 21.1 E():  6.9 
Smith-Waterman score: 50; 28.1% identity (59.4% similar) in 32 aa overlap (6-37:11-42) 
 
                    10        20        30        40        50      
AAD-12      DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                 ::.. .:: ...   :. : :    ..::  .                   
gi|249 MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQDIMPCLHFVKGEEKEPSKEC 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 ATRALVHQRSARHSLVYSQSKLGHV                                    
                                                                    
gi|249 CSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVAEVPKKCDIKTTLPPITADFD 
               70        80        90       100       110       120 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 86.8  bits: 18.7 E():  7.5 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (13-19:19-25) 
 
                     10        20        30        40        50     
AAD-12       DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                         :.::..:                                    
gi|320 YTTEGGKKVEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 86.8  bits: 18.7 E():  7.5 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (13-19:19-25) 
 
                     10        20        30        40        50     
AAD-12       DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                         :.::..:                                    
gi|320 YTTEGGTKAEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 84.7  bits: 22.0 E():  9.8 
Smith-Waterman score: 54; 31.2% identity (62.5% similar) in 32 aa overlap (2-33:159-190) 
 
                                            10        20        30  
AAD-12                              DDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     . ..::.:..  :: .     .  ::. .: 
gi|249 KLDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAA 
      130       140       150       160       170       180         
 
              40        50        60        70        80            
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV            
       ::                                                           
gi|249 EVQLIDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAV 
      190       200       210       220       230       240         
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 84.2  bits: 20.7 E():   10 
Smith-Waterman score: 49; 35.7% identity (52.4% similar) in 42 aa overlap (27-57:37-78) 
 
                   10        20        30        40              50 
AAD-12     DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR------TCFADMRAAY 
                                     :. : :.: . ::       :   : ...: 
gi|145 EEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSY 
         10        20        30        40        50        60       
 
                    60        70        80                          
AAD-12 -----DALDEATRALVHQRSARHSLVYSQSKLGHV                          
            ::.::::                                                 
gi|145 VLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAP 
         70        80        90       100       110       120       
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>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.3  bits: 21.4 E():   13 
Smith-Waterman score: 52; 20.8% identity (58.3% similar) in 48 aa overlap (17-64:72-119) 
 
                             10        20        30        40       
AAD-12               DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:...:   :: .  :..  .. :... 
gi|170 QSFSQQPPFSQQQQQPLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQ 
              50        60        70        80        90       100  
 
         50        60        70        80                           
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHV                           
       .      ..  . ::.:.                                           
gi|170 QQLVLPPQQQQQQLVQQQIPIVQPSVLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSS 
             110       120       130       140       150       160  
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 82.2  bits: 21.6 E():   14 
Smith-Waterman score: 53; 21.5% identity (55.4% similar) in 65 aa overlap (12-73:37-100) 
 
                                  10        20        30        40  
AAD-12                    DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|682 EAVLLGILLYIPIVLSDDRAPIPANSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQAK 
         10        20        30         40        50        60      
 
                 50        60        70        80                   
AAD-12 CF---ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV                   
        .   .:  . . ...:: ...  . . :  : .:                          
gi|682 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSFSPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
gi|682 NMPILVFGGTAAEYGTVDSATLIVESNYFSAVNLKIVNSAPRPDGKRVGAQAAALRISGD 
         130       140       150       160       170       180      
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 81.2  bits: 21.1 E():   15 
Smith-Waterman score: 51; 22.6% identity (64.5% similar) in 31 aa overlap (17-47:66-96) 
 
                             10        20        30        40       
AAD-12               DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:.. ::  :  .. :..  .. :... 
gi|219 QPLPPQQTFPQQPPFSQQQQQQPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQ 
          40        50        60        70        80        90      
 
         50        60        70        80                           
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHV                           
       .                                                            
gi|219 QQLILPPQQQQQLPQQQISIVQPSVLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSC 
         100       110       120       130       140       150      
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 81.1  bits: 19.9 E():   15 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (21-36:66-81) 
 
                         10        20        30        40        50 
AAD-12           DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
               60        70        80 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHV 
                                      
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS   
         100       110       120      
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 80.8  bits: 19.6 E():   16 
Smith-Waterman score: 45; 23.2% identity (55.4% similar) in 56 aa overlap (25-80:4-57) 
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               10        20        30        40        50        60 
AAD-12 DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL 
                               .:.. .:.:. :. :     : .: . :   :...  
gi|777                      MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSA 
                                    10        20        30          
 
               70        80                                         
AAD-12 VHQRSARHSLVYSQSKLGHV                                         
          ..:    . .:.: : .                                         
gi|777 DDIKKAF--AIIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIG 
      40          50        60        70        80        90        
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 80.6  bits: 19.6 E():   16 
Smith-Waterman score: 45; 25.5% identity (58.8% similar) in 51 aa overlap (16-63:13-61) 
 
               10        20        30           40        50        
AAD-12 DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV-PAVG--GRTCFADMRAAYDALDEAT 
                      :..   : : :. :. ..    ::  :..  :: . ... ::.   
gi|207    MSITDIVSEKDIDAALESVKAAGS-FNYKIFFQKVGLAGKSA-ADAKKVFEILDRDK 
                  10        20         30        40         50      
 
        60        70        80                                
AAD-12 RALVHQRSARHSLVYSQSKLGHV                                
        ....:                                                 
gi|207 SGFIEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
          60        70        80        90       100          
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.6  bits: 20.1 E():   16 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (46-62:14-30) 
 
          20        30        40        50        60        70      
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     .: :.: .:.  .. .:              
gi|219                  MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQ 
                                10        20        30        40    
 
          80                                                        
AAD-12 KLGHV                                                        
                                                                    
gi|219 TFEENDLQQLIIEIDADGSGELEFDEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNG 
            50        60        70        80        90       100    
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 80.5  bits: 20.1 E():   17 
Smith-Waterman score: 47; 27.8% identity (54.2% similar) in 72 aa overlap (11-80:23-89) 
 
                           10        20        30        40         
AAD-12             DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .:  ::.  .:  : :.  :.:.: . ::   .  .   
gi|604 MAVFTFDDQATSPVAPATLYNALAKDADNI-IP-KAVGSFQSVEIVEGNGGPGTIKKISF 
               10        20        30          40        50         
 
       50        60          70        80                           
AAD-12 AYDALDEATRALVHQRSA--RHSLVYSQSKLGHV                           
       . :.    :. ..:.  .  . .: :: : .: :                           
gi|604 VEDG---ETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIK 
       60           70        80        90       100       110      
 
gi|604 LTISYHGKGDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
         120       130       140       150      
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.3  bits: 20.1 E():   17 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (34-50:141-157) 
 
            10        20        30        40        50        60    
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
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gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
            70        80 
AAD-12 RSARHSLVYSQSKLGHV 
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.3  bits: 20.1 E():   17 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (34-50:141-157) 
 
            10        20        30        40        50        60    
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
            70        80 
AAD-12 RSARHSLVYSQSKLGHV 
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.2  bits: 20.1 E():   17 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (15-39:27-50) 
 
                           10        20        30        40         
AAD-12             DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
       50        60        70        80                             
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHV                             
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.2  bits: 20.1 E():   17 
Smith-Waterman score: 47; 40.0% identity (68.0% similar) in 25 aa overlap (15-39:27-50) 
 
                           10        20        30        40         
AAD-12             DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :.:.. . ::          
gi|602 MGVFTYEFEFTSVIPPARLYNAFVLDADNL-IPKIAPQAVKSTEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
       50        60        70        80                             
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHV                             
                                                                    
gi|602 GEGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISH 
      60        70        80        90       100       110          
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 80.2  bits: 20.1 E():   17 
Smith-Waterman score: 47; 23.7% identity (54.2% similar) in 59 aa overlap (15-62:27-84) 
 
                           10        20        30             40    
AAD-12             DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCF 
                                 ::.  .: .:  :.  ::.. . ::     .  : 
gi|304 MGLYTFENEFTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
                  50        60        70        80                  
AAD-12 AD------MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV                  
       ..      ..   :..:::. . ..                                    
gi|304 GEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.2  bits: 20.1 E():   17 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (15-39:27-50) 
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                           10        20        30        40         
AAD-12             DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
       50        60        70        80                             
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHV                             
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.2  bits: 20.1 E():   17 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (15-39:27-50) 
 
                           10        20        30        40         
AAD-12             DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|886 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
       50        60        70        80                             
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHV                             
                                                                    
gi|886 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.2  bits: 20.1 E():   17 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (15-39:27-50) 
 
                           10        20        30        40         
AAD-12             DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
       50        60        70        80                             
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHV                             
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.2  bits: 20.1 E():   17 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (15-39:27-50) 
 
                           10        20        30        40         
AAD-12             DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEYTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
       50        60        70        80                             
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHV                             
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.2  bits: 20.1 E():   17 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (15-39:27-50) 
 
                           10        20        30        40         
AAD-12             DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|134 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
       50        60        70        80                             
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AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHV                             
                                                                    
gi|134 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.2  bits: 20.1 E():   17 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (15-39:27-50) 
 
                           10        20        30        40         
AAD-12             DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|753 MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
       50        60        70        80                             
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHV                             
                                                                    
gi|753 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.2  bits: 20.1 E():   17 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (15-39:27-50) 
 
                           10        20        30        40         
AAD-12             DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|165 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
       50        60        70        80                             
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHV                             
                                                                    
gi|165 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.2  bits: 20.1 E():   17 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (15-39:27-50) 
 
                           10        20        30        40         
AAD-12             DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
       50        60        70        80                             
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHV                             
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.1  bits: 20.0 E():   17 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (34-50:144-160) 
 
            10        20        30        40        50        60    
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
            70        80 
AAD-12 RSARHSLVYSQSKLGHV 
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.1  bits: 20.0 E():   17 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (34-50:144-160) 
 
            10        20        30        40        50        60    
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AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
            70        80 
AAD-12 RSARHSLVYSQSKLGHV 
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 79.2  bits: 19.8 E():   20 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (46-63:126-143) 
 
          20        30        40        50        60        70      
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . ::..::: :..: ...             
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG         
         100       110       120       130       140                
 
          80 
AAD-12 KLGHV 
 
>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.1  bits: 20.2 E():   20 
Smith-Waterman score: 48; 33.3% identity (59.3% similar) in 27 aa overlap (17-43:17-43) 
 
               10        20        30        40        50        60 
AAD-12 DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL 
                       :.:.:  .   ::..:  :  .: : .                  
gi|510 MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLPVIRGKGGGIEFAKT 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 VHQRSARHSLVYSQSKLGHV                                         
                                                                    
gi|510 ETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHLCTPLSLNSFSVDRY 
               70        80        90       100       110       120 
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.8  bits: 20.7 E():   21 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (13-30:66-83) 
 
                                 10        20        30        40   
AAD-12                   DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
             50        60        70        80                       
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV                       
                                                                    
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 78.6  bits: 19.2 E():   21 
Smith-Waterman score: 44; 32.4% identity (56.8% similar) in 37 aa overlap (20-56:65-101) 
 
                          10        20        30        40          
AAD-12            DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .:  ..::. ::  . :.:: :  :   :  
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
      50        60        70        80 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHV 
        .  .:.                         
gi|117 EEEKEESDDDMGFGLFD               
          100       110                
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.4  bits: 19.7 E():   22 
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Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (15-39:27-50) 
 
                           10        20        30        40         
AAD-12             DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
       50        60        70        80                             
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHV                             
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIKTTSK 
      60        70        80        90       100       110          
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.3  bits: 19.7 E():   22 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (18-39:29-50) 
 
                          10        20        30        40          
AAD-12            DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHV                              
                                                                    
gi|400 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.3  bits: 19.7 E():   22 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (18-39:29-50) 
 
                          10        20        30        40          
AAD-12            DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHV                              
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.3  bits: 19.7 E():   22 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (18-39:29-50) 
 
                          10        20        30        40          
AAD-12            DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHV                              
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.3  bits: 19.7 E():   22 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (15-39:27-50) 
 
                           10        20        30        40         
AAD-12             DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 3304



 

 

 
       50        60        70        80                             
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHV                             
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.3  bits: 19.7 E():   22 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (15-39:27-50) 
 
                           10        20        30        40         
AAD-12             DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|880 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
       50        60        70        80                             
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHV                             
                                                                    
gi|880 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVIKTTS 
      60        70        80        90       100       110          
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.3  bits: 19.7 E():   22 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (18-39:29-50) 
 
                          10        20        30        40          
AAD-12            DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHV                              
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.3  bits: 20.9 E():   22 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (4-41:270-307) 
 
                                          10        20        30    
AAD-12                            DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
            40        50        60        70        80              
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV              
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.3  bits: 20.9 E():   22 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (4-41:270-307) 
 
                                          10        20        30    
AAD-12                            DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
            40        50        60        70        80              
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV              
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
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>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.3  bits: 20.9 E():   22 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (4-41:270-307) 
 
                                          10        20        30    
AAD-12                            DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|118 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
            40        50        60        70        80              
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV              
       .  : : :                                                     
gi|118 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.3  bits: 20.9 E():   22 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (4-41:270-307) 
 
                                          10        20        30    
AAD-12                            DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|270 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
            40        50        60        70        80              
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV              
       .  : : :                                                     
gi|270 IQHVKGGTPKRPDRAIETYLFAMFDENQKQPEVEKHFGLFFPDKRPKYNLNFSAKKNWDI 
     300       310       320       330       340       350          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.3  bits: 20.9 E():   22 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (4-41:270-307) 
 
                                          10        20        30    
AAD-12                            DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|327 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
            40        50        60        70        80              
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV              
       .  : : :                                                     
gi|327 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.3  bits: 20.9 E():   22 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (4-41:270-307) 
 
                                          10        20        30    
AAD-12                            DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
            40        50        60        70        80              
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV              
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFATFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 77.9  bits: 17.0 E():   23 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (13-19:19-25) 
 
                     10        20        30        40        50     
AAD-12       DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                         :..:..:                                    
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gi|320 YTTEGGTKAEAEDVIPEGWKVDTSYE                                   
               10        20                                         
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 77.0  bits: 19.9 E():   26 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (43-64:74-98) 
 
             20        30        40        50           60          
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---DEATRALVHQRSARHS 
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
 
      70        80                                                  
AAD-12 LVYSQSKLGHV                                                  
                                                                    
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 76.6  bits: 19.4 E():   27 
Smith-Waterman score: 45; 27.0% identity (64.9% similar) in 37 aa overlap (26-62:49-84) 
 
                    10        20        30        40        50      
AAD-12      DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|144 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
          60        70        80                                    
AAD-12 ATRALVHQRSARHSLVYSQSKLGHV                                    
       :  : ..                                                      
gi|144 AGLAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEAT 
        80        90       100       110       120       130        
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.6  bits: 19.4 E():   27 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (15-39:27-50) 
 
                           10        20        30        40         
AAD-12             DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|425 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
       50        60        70        80                             
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHV                             
                                                                    
gi|425 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.6  bits: 19.4 E():   27 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (15-39:27-50) 
 
                           10        20        30        40         
AAD-12             DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|753 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTTKKITF 
               10        20        30         40        50          
 
       50        60        70        80                             
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHV                             
                                                                    
gi|753 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.6  bits: 19.4 E():   27 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (15-39:27-50) 
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                           10        20        30        40         
AAD-12             DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
       50        60        70        80                             
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHV                             
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.6  bits: 19.4 E():   27 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (15-39:27-50) 
 
                           10        20        30        40         
AAD-12             DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
       50        60        70        80                             
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHV                             
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.6  bits: 19.4 E():   27 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (15-39:27-50) 
 
                           10        20        30        40         
AAD-12             DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
       50        60        70        80                             
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHV                             
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.6  bits: 19.4 E():   28 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (15-39:27-50) 
 
                           10        20        30        40         
AAD-12             DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|901 MGGYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
       50        60        70        80                             
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHV                             
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.6  bits: 19.4 E():   28 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (15-39:27-50) 
 
                           10        20        30        40         
AAD-12             DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
       50        60        70        80                             
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AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHV                             
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.3  bits: 19.1 E():   28 
Smith-Waterman score: 44; 16.0% identity (72.0% similar) in 25 aa overlap (3-27:12-36) 
 
                        10        20        30        40        50  
AAD-12          DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
                  .. .... ..: ....  :. : :.                         
gi|249 MRTVSARSSVALVVIVAAVLVWTSSASVAPAPAPGSEETCGTVVGALMPCLPFVQGKEKE 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 ALDEATRALVHQRSARHSLVYSQSKLGHV                                
                                                                    
gi|249 PSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDSKLPP 
               70        80        90       100       110       120 
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.1  bits: 19.9 E():   29 
Smith-Waterman score: 47; 33.3% identity (52.8% similar) in 36 aa overlap (43-78:159-191) 
 
             20        30        40        50        60        70   
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :   . : ..::   :   :: .  :.:   
gi|136 TNTEKLPTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFEIR---HQLTQIHGLYR 
      130       140       150       160       170          180      
 
             80                                          
AAD-12 SQSKLGHV                                          
       :..: :                                            
gi|136 SSDKTGGYWKITMNDGSTYQSDLSKKFEYNTEKPPINIDEIKTIEAEIN 
         190       200       210       220       230     
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 76.0  bits: 18.9 E():   29 
Smith-Waterman score: 43; 26.0% identity (52.0% similar) in 50 aa overlap (22-71:30-79) 
 
                       10        20        30        40        50   
AAD-12         DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                                    .  .:.. :.:   .   : :   . :.    
gi|253 TGPYCYAGMGLPINPLEGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHC 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHV                                 
         ::.: .. .::  .: :                                          
gi|253 RCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNAPYCLGLDI 
               70        80        90       100       110       120 
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.0  bits: 20.6 E():   30 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (13-30:56-73) 
 
                                 10        20        30        40   
AAD-12                   DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
             50        60        70        80                       
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV                       
                                                                    
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 75.7  bits: 18.9 E():   31 
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Smith-Waterman score: 43; 23.5% identity (51.0% similar) in 51 aa overlap (9-59:25-74) 
 
                               10        20        30        40     
AAD-12                 DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                               :  : . . ...   :::.  :: .:  . .   :  
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLP-FQ 
               10        20        30        40        50           
 
           50        60        70        80                         
AAD-12 DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV                         
       ...   :..:    :                                              
gi|217 EIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRL 
      60        70        80        90       100       110          
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 75.2  bits: 15.9 E():   33 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (66-80:1-15) 
 
          40        50        60        70        80   
AAD-12 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV   
                                     :: . : : ..::..   
gi|323                               ARTAWVDSGAQLGELSY 
                                             10        
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.1  bits: 20.5 E():   33 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (13-30:56-73) 
 
                                 10        20        30        40   
AAD-12                   DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
             50        60        70        80                       
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV                       
                                                                    
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|14422363|emb|CAC41635.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.1  bits: 18.8 E():   33 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (16-33:85-102) 
 
                              10        20        30        40      
AAD-12                DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSGRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
          50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                           
gi|144 RHVKPLSFRAKTDAPGC                   
          120       130                    
 
>>gi|14422359|emb|CAC41633.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.1  bits: 18.8 E():   33 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (16-33:85-102) 
 
                              10        20        30        40      
AAD-12                DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETDQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
          50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                           
gi|144 RHVKPLSFRAKTDAPGC                   
          120       130                    
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>>gi|14422361|emb|CAC41634.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.1  bits: 18.8 E():   33 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (16-33:85-102) 
 
                              10        20        30        40      
AAD-12                DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
          50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                           
gi|144 RHVKPLSFRAKTDAPGC                   
          120       130                    
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 75.0  bits: 20.3 E():   33 
Smith-Waterman score: 49; 20.3% identity (55.9% similar) in 59 aa overlap (12-67:37-94) 
 
                                  10        20        30        40  
AAD-12                    DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|269 EAVLLGILLYIPIVLSDDRAPIPSNSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQTK 
         10        20        30         40        50        60      
 
                 50        60        70        80                   
AAD-12 CF---ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV                   
        .   .:  . . ...:: ...  . . :                                
gi|269 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSLAPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
>>gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum aest  (94 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 75.0  bits: 18.3 E():   33 
Smith-Waterman score: 41; 27.3% identity (48.5% similar) in 33 aa overlap (3-35:17-49) 
 
                             10        20        30        40       
AAD-12               DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                       :.:  .  . : :.    :  :  ::..   .:            
gi|668 IAVAVSADECEGDRRAMIKECAKYQQWPANPKLDPSDACCAVWQKANIPCLCAGVTKEKE 
               10        20        30        40        50        60 
 
         50        60        70        80 
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                          
gi|668 KIYCMEKVAYVANFCKKPFPHGYKCGSYTFPPLA 
               70        80        90     
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.8  bits: 19.1 E():   34 
Smith-Waterman score: 44; 36.4% identity (63.6% similar) in 22 aa overlap (18-39:28-49) 
 
                         10        20        30        40        50 
AAD-12           DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                  : .: .:  :. :.: . . ::            
gi|115 GVFNYETETTSVIPAARLFKAFILDGDTLFPQVAPQAISSVENISGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHV                               
                                                                    
gi|115 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.8  bits: 19.1 E():   34 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (20-39:31-50) 
 
                          10        20        30        40          
AAD-12            DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 3311



 

 

                                     .: .:  :. :.: : . ::           
gi|584 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHV                              
                                                                    
gi|584 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.8  bits: 19.1 E():   34 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (20-39:31-50) 
 
                          10        20        30        40          
AAD-12            DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHV                              
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.8  bits: 19.1 E():   34 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (20-39:31-50) 
 
                          10        20        30        40          
AAD-12            DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHV                              
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.8  bits: 19.1 E():   34 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (20-39:31-50) 
 
                          10        20        30        40          
AAD-12            DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|132 MGVFNYETESTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHV                              
                                                                    
gi|132 EGSPFKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.7  bits: 19.1 E():   35 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (20-39:31-50) 
 
                          10        20        30        40          
AAD-12            DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHV                              
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gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 74.5  bits: 20.3 E():   36 
Smith-Waterman score: 49; 33.3% identity (64.3% similar) in 42 aa overlap (11-49:244-284) 
 
                                   10          20         30        
AAD-12                     DDMMKVIVGNMAW--HADSTYMP-VMAQGAVFSAEVVPAV 
                                     :.:  ..... .: :. .  . :.: :  : 
gi|585 GYYAYPYCYNLTPNQPSAQCEATTMQENDKMSWLFESEDVLLPSVYLRWNLTSGERVGLV 
           220       230       240       250       260       270    
 
        40        50        60        70        80                  
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV                  
       :::.  : .: :                                                 
gi|585 GGRVKEA-LRIARQMTTSRKKVLPYYWYKYQDRRDTDLSRADLEATLRKITDLGADGFII 
           280        290       300       310       320       330   
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 74.3  bits: 20.3 E():   37 
Smith-Waterman score: 49; 40.0% identity (65.0% similar) in 20 aa overlap (10-29:332-348) 
 
                                    10        20        30          
AAD-12                      DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
                                     :  :.   .:: :. .::.:           
gi|113 ILSQGNRFLASDIKKEVVGRYGESAMSESINWNWR---SYMDVFENGAIFVPSGVDPVLT 
             310       320       330          340       350         
 
      40        50        60        70        80 
AAD-12 RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                                 
gi|113 PEQNAGMIPAEPGEAVLRLTSSAGVLSCQPGAPC        
      360       370       380       390          
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.1  bits: 19.8 E():   38 
Smith-Waterman score: 47; 36.0% identity (76.0% similar) in 25 aa overlap (46-70:106-130) 
 
          20        30        40        50        60        70      
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     ...: . :.:::.:  ... ::. :      
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
 
          80                                                        
AAD-12 KLGHV                                                        
                                                                    
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
 
>>gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Globin   (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.6  bits: 18.8 E():   40 
Smith-Waterman score: 43; 30.6% identity (55.6% similar) in 36 aa overlap (29-64:115-150) 
 
                 10        20        30        40        50         
AAD-12   DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                     : :  :  . ..: ::  .::. :  .:   
gi|121 IGDLPNIDGDVTTFVASHTPRGVTHDQLNNFRAGFVSYMKAHTDFAGAEAAWGATLDAFF 
           90       100       110       120       130       140     
 
       60        70        80 
AAD-12 ALVHQRSARHSLVYSQSKLGHV 
       ..:  .                 
gi|121 GMVFAKM                
          150                 
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 43; 29.0% identity (67.7% similar) in 31 aa overlap (26-56:49-78) 
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                    10        20        30        40        50      
AAD-12      DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|186 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVRLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
          60        70        80                                    
AAD-12 ATRALVHQRSARHSLVYSQSKLGHV                                    
       :                                                            
gi|186 AGLGYTYTTIGGDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEAT 
        80        90       100       110       120       130        
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (20-39:31-50) 
 
                          10        20        30        40          
AAD-12            DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|261 MGVFNYEAETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHV                              
                                                                    
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (20-39:31-50) 
 
                          10        20        30        40          
AAD-12            DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|132 MGVFNYETETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHV                              
                                                                    
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (20-39:31-50) 
 
                          10        20        30        40          
AAD-12            DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVISAARLFKSYVLDGDKLIPKVAPQAITSVENVGGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHV                              
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSK 
               70        80        90       100       110       120 
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.9  bits: 19.0 E():   44 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (63-78:46-61) 
 
             40        50        60        70        80             
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV             
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
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          80        90       100       110       120       130      
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 72.4  bits: 19.4 E():   46 
Smith-Waterman score: 46; 23.2% identity (46.4% similar) in 56 aa overlap (2-55:120-175) 
 
                                            10          20          
AAD-12                              DDMMKVIVGNMAWHA--DSTYMPVMAQGAVF 
                                     . ..::.: .  ::    :  : ::.  .  
gi|481 KLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAG 
      90       100       110       120       130       140          
 
      30        40        50        60        70        80          
AAD-12 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV          
         ...  . .    :   ::    :.                                   
gi|481 ELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAV 
     150       160       170       180       190       200          
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 72.4  bits: 19.4 E():   47 
Smith-Waterman score: 51; 32.7% identity (63.5% similar) in 52 aa overlap (25-72:52-100) 
 
                     10        20        30        40        50     
AAD-12       DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     ..:: .:  ::: : .  :  ..::. . . 
gi|168 APATPAAAGAEAGKATTEEQKLIEDINVGFKAAVAAAASVPA-GDK--FKTFEAAFTSSS 
              30        40        50        60           70         
 
               60        70        80                               
AAD-12 EATRA----LVHQRSARHSLVYSQSKLGHV                               
       .:. :    :: . .: .:..:                                       
gi|168 KAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPV 
       80        90       100       110       120       130         
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 72.3  bits: 19.4 E():   47 
Smith-Waterman score: 47; 30.8% identity (61.5% similar) in 52 aa overlap (25-72:55-103) 
 
                     10        20        30        40        50     
AAD-12       DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     ..:: .:  :::.     :  ..::. . . 
gi|285 APATPAAAGAAAGKATTEEQKLIEDINVGFKAAVAAAASVPAADK---FKTFEAAFTSSS 
           30        40        50        60           70        80  
 
               60        70        80                               
AAD-12 EATRA----LVHQRSARHSLVYSQSKLGHV                               
       .:. :    :: . .: .:..:                                       
gi|285 KAAAAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPV 
              90       100       110       120       130       140  
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 72.3  bits: 15.3 E():   47 
Smith-Waterman score: 29; 57.1% identity (71.4% similar) in 7 aa overlap (15-21:1-7) 
 
               10        20        30        40        50        60 
AAD-12 DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL 
                     ::. : :                                        
gi|751               ADAGYAPAAPGTQPKA                               
                             10                                     
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 72.2  bits: 19.4 E():   48 
Smith-Waterman score: 46; 30.8% identity (59.6% similar) in 52 aa overlap (25-72:61-109) 
 
                     10        20        30        40        50     
AAD-12       DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     ..:: .:  :::.     :  ..::. . . 
gi|330 APATPAAAGAEAGKATTEEQKLIEDINVGFKAAVAAAASVPAADK---FKTFEAAFTSSS 
               40        50        60        70           80        
 
               60        70        80                               
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AAD-12 EATRA----LVHQRSARHSLVYSQSKLGHV                               
       .:. :    :: . .: .:. :                                       
gi|330 KAATAKAPGLVPKLDAAYSVSYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPV 
        90       100       110       120       130       140        
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.1  bits: 18.4 E():   48 
Smith-Waterman score: 42; 27.6% identity (58.6% similar) in 29 aa overlap (19-47:11-39) 
 
               10        20        30        40        50        60 
AAD-12 DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL 
                         ..:. : : ::.   . :.  :  . ..:              
gi|126         MRSLLILVLCFLPLAALGKVFGRCELAAAMKRHGLDNYRGYSLGNWVCAAKF 
                       10        20        30        40        50   
 
               70        80                                         
AAD-12 VHQRSARHSLVYSQSKLGHV                                         
                                                                    
gi|126 ESNFNTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNC 
             60        70        80        90       100       110   
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.9  bits: 18.7 E():   49 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (63-77:138-152) 
 
             40        50        60        70        80             
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV             
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
gi|391 ASIDTILTKV 
       170        
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 71.9  bits: 19.4 E():   50 
Smith-Waterman score: 48; 30.8% identity (61.5% similar) in 52 aa overlap (25-72:66-114) 
 
                     10        20        30        40        50     
AAD-12       DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     ..:: .:  :::.     :  ..::. . . 
gi|330 APATPAAAGAEAGKATTEEQKLIEDINVGFKAAVAAAASVPAADK---FKTFEAAFTSSS 
          40        50        60        70        80           90   
 
               60        70        80                               
AAD-12 EATRA----LVHQRSARHSLVYSQSKLGHV                               
       .:. :    :: . .: .:..:                                       
gi|330 KAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPV 
            100       110       120       130       140       150   
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 71.9  bits: 14.5 E():   50 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (58-62:2-6) 
 
        30        40        50        60        70        80 
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     : :::                   
gi|463                              DRNLVHSATR               
                                            10               
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.5  bits: 20.1 E():   52 
Smith-Waterman score: 49; 25.7% identity (51.4% similar) in 35 aa overlap (46-80:372-406) 
 
          20        30        40        50        60        70      
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|224 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             350       360       370       380       390       400  
 
          80                                                        
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AAD-12 KLGHV                                                        
         .::                                                        
gi|224 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             410       420       430       440       450       460  
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.3  bits: 18.4 E():   54 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (20-39:30-49) 
 
                         10        20        30        40        50 
AAD-12           DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: : . ::            
gi|402 GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFAE 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHV                               
                                                                    
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
>>gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 71.3  bits: 18.4 E():   54 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (15-39:27-50) 
 
                           10        20        30        40         
AAD-12             DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
       50        60        70        80                             
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHV                             
                                                                    
gi|212 GEASKYKYSRHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.3  bits: 18.4 E():   54 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (20-39:30-49) 
 
                         10        20        30        40        50 
AAD-12           DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHV                               
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 71.3  bits: 18.4 E():   54 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (15-39:27-50) 
 
                           10        20        30        40         
AAD-12             DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
       50        60        70        80                             
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHV                             
                                                                    
gi|212 GEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.3  bits: 18.4 E():   54 
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Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (20-39:30-49) 
 
                         10        20        30        40        50 
AAD-12           DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHV                               
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (20-39:31-50) 
 
                          10        20        30        40          
AAD-12            DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHV                              
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (20-39:31-50) 
 
                          10        20        30        40          
AAD-12            DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHV                              
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (20-39:31-50) 
 
                          10        20        30        40          
AAD-12            DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHV                              
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (20-39:31-50) 
 
                          10        20        30        40          
AAD-12            DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
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      50        60        70        80                              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHV                              
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (20-39:31-50) 
 
                          10        20        30        40          
AAD-12            DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHV                              
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSK 
               70        80        90       100       110       120 
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (20-39:31-50) 
 
                          10        20        30        40          
AAD-12            DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHV                              
                                                                    
gi|400 EGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (20-39:31-50) 
 
                          10        20        30        40          
AAD-12            DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHV                              
                                                                    
gi|167 EGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (20-39:31-50) 
 
                          10        20        30        40          
AAD-12            DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVMPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHV                              
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
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>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (20-39:31-50) 
 
                          10        20        30        40          
AAD-12            DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHV                              
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (20-39:31-50) 
 
                          10        20        30        40          
AAD-12            DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHV                              
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (20-39:31-50) 
 
                          10        20        30        40          
AAD-12            DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHV                              
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (20-39:31-50) 
 
                          10        20        30        40          
AAD-12            DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHV                              
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (20-39:31-50) 
 
                          10        20        30        40          
AAD-12            DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
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gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHV                              
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNK 
               70        80        90       100       110       120 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 42; 40.0% identity (60.0% similar) in 25 aa overlap (15-39:27-50) 
 
                           10        20        30        40         
AAD-12             DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:   : ::: . . ::          
gi|534 MGVFNYEDEATSVIAPARLFKSFVLDADNL-IPKVAPENVSSAENIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
       50        60        70        80                             
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHV                             
                                                                    
gi|534 PEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITS 
      60        70        80        90       100       110          
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (20-39:31-50) 
 
                          10        20        30        40          
AAD-12            DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHV                              
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (20-39:31-50) 
 
                          10        20        30        40          
AAD-12            DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHV                              
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (20-39:31-50) 
 
                          10        20        30        40          
AAD-12            DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHV                              
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
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               70        80        90       100       110       120 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (20-39:31-50) 
 
                          10        20        30        40          
AAD-12            DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHV                              
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (20-39:31-50) 
 
                          10        20        30        40          
AAD-12            DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHV                              
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 71.2  bits: 15.0 E():   54 
Smith-Waterman score: 28; 40.0% identity (80.0% similar) in 10 aa overlap (26-35:4-13) 
 
               10        20        30        40        50        60 
AAD-12 DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL 
                                :.:  :...:                          
gi|131                       GPVGGVVHAHMMPLL                        
                                     10                             
 
               70        80 
AAD-12 VHQRSARHSLVYSQSKLGHV 
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 71.1  bits: 19.9 E():   55 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (45-59:431-446) 
 
           20        30        40        50         60        70    
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYS 
                                     :..: :::.: ...::               
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA               
              410       420       430       440                     
 
            80 
AAD-12 QSKLGHV 
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.1  bits: 20.1 E():   55 
Smith-Waterman score: 49; 25.7% identity (51.4% similar) in 35 aa overlap (46-80:392-426) 
 
          20        30        40        50        60        70      
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|571 GNRSPHIYDPQRWFTQNCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
          80                                                        

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 3322



 

 

AAD-12 KLGHV                                                        
         .::                                                        
gi|571 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFA 
             430       440       450       460       470       480  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.1  bits: 20.1 E():   55 
Smith-Waterman score: 49; 25.7% identity (51.4% similar) in 35 aa overlap (46-80:392-426) 
 
          20        30        40        50        60        70      
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|199 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
          80                                                        
AAD-12 KLGHV                                                        
         .::                                                        
gi|199 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             430       440       450       460       470       480  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.9  bits: 20.1 E():   56 
Smith-Waterman score: 49; 25.7% identity (51.4% similar) in 35 aa overlap (46-80:400-434) 
 
          20        30        40        50        60        70      
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|213 RSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
     370       380       390       400       410       420          
 
          80                                                        
AAD-12 KLGHV                                                        
         .::                                                        
gi|213 GRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLA 
     430       440       450       460       470       480          
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.8  bits: 18.1 E():   57 
Smith-Waterman score: 41; 20.9% identity (47.8% similar) in 67 aa overlap (19-76:3-69) 
 
               10        20        30        40        50           
AAD-12 DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL------- 
                         .. ..  . :..: :   . :     . : :.: :        
gi|856                 MKFIITLFAAIVMAAAVSGFIVGDKKEDEWRMAFDRLMMEELET 
                               10        20        30        40     
 
              60        70        80                                
AAD-12 --DEATRALVHQRSARHSLVYSQSKLGHV                                
         :.. ..:.:     . :  ..::                                    
gi|856 KIDQVEKGLLHLSEQYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLNM 
           50        60        70        80        90       100     
 
>>gi|4006947|emb|CAA07320.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.7  bits: 17.9 E():   58 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (21-39:32-50) 
 
                         10        20        30        40        50 
AAD-12           DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               60        70        80                              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHV                              
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|4006963|emb|CAA07328.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.7  bits: 17.9 E():   58 
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Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (21-39:32-50) 
 
                         10        20        30        40        50 
AAD-12           DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               60        70        80                              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHV                              
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.6  bits: 18.1 E():   58 
Smith-Waterman score: 41; 34.6% identity (61.5% similar) in 26 aa overlap (17-42:5-30) 
 
               10        20        30        40        50        60 
AAD-12 DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL 
                       :.:  ...   ::   .: :::.. :                   
gi|217             MASKSNYNLLFTALLVFIFAAVAAVGNEDCTPWTSTLITPLPSCRNYV 
                           10        20        30        40         
 
               70        80                                         
AAD-12 VHQRSARHSLVYSQSKLGHV                                         
                                                                    
gi|217 EEQACRIEMPGPPYLAKQECCEQLANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPRE 
       50        60        70        80        90       100         
 
>>gi|114326420|ref|NP_001041618.1| major allergen I poly  (88 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 70.4  bits: 17.4 E():   60 
Smith-Waterman score: 38; 31.8% identity (63.6% similar) in 22 aa overlap (16-37:3-24) 
 
               10        20        30        40        50        60 
AAD-12 DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL 
                      :..  :  . .:. . :. :::                        
gi|114              MLDAALPPCPTVAATADCEICPAVKRDVDLFLTGTPDEYVEQVAQYK 
                            10        20        30        40        
 
               70        80                      
AAD-12 VHQRSARHSLVYSQSKLGHV                      
                                                 
gi|114 ALPVVLENARILKNCVDAKMTEEDKENALSLLDKIYTSPLC 
        50        60        70        80         
 
>>gi|75139847|sp|Q7M1E8|Q7M1E8_9ROSA Pollen major allerg  (12 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 70.0  bits: 14.4 E():   63 
Smith-Waterman score: 26; 57.1% identity (71.4% similar) in 7 aa overlap (5-11:4-10) 
 
               10        20        30        40        50        60 
AAD-12 DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL 
           ::. : :                                                  
gi|751  ATGKVVQGAMPP                                                
                10                                                  
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 69.9  bits: 19.6 E():   64 
Smith-Waterman score: 47; 21.0% identity (54.8% similar) in 62 aa overlap (13-72:272-333) 
 
                                 10        20          30        40 
AAD-12                   DDMMKVIVGNMAWHADSTYMPV--MAQGAVFSAEVVPAVGGR 
                                     ...: .: :    .   .:.. .:   .:  
gi|558 ESIPFVHLGHRDSLEGDLLNRNNTFKPFAEYKSDYVYEPFPKSVWEQIFGTWLVKPGAGI 
             250       260       270       280       290       300  
 
               50        60        70        80                     
AAD-12 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV                     
         :  . :. .:  ::.  . :....  .. :                             
gi|558 MIFDPYGATISATPEAATPFPHRKGVLFNIQYVNYWFAPGAGAAPLSWSKEIYNYMEPYV 
             310       320       330       340       350       360  
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gi|558 SKNPRQAYANYRDIDLGRNEVVNGVSTYSSGKVWGQKYFKGNFERLAITKGKVDPTDYFR 
             370       380       390       400       410       420  
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.8  bits: 19.8 E():   65 
Smith-Waterman score: 48; 27.3% identity (51.5% similar) in 33 aa overlap (48-80:371-403) 
 
        20        30        40        50        60        70        
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :  : . .  ..:  .  ::..:      
gi|370 RSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGR 
              350       360       370       380       390       400 
 
        80                                                          
AAD-12 GHV                                                          
       .::                                                          
gi|370 AHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGE 
              410       420       430       440       450       460 
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.6  bits: 18.6 E():   66 
Smith-Waterman score: 43; 30.0% identity (55.0% similar) in 20 aa overlap (7-26:1-20) 
 
               10        20        30        40        50        60 
AAD-12 DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL 
             : .:. :.  .   :.  ::                                   
gi|142       IPANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELL 
                     10        20        30        40        50     
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.5  bits: 17.6 E():   67 
Smith-Waterman score: 39; 53.8% identity (69.2% similar) in 13 aa overlap (44-56:72-84) 
 
            20        30        40        50        60        70    
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
                                     ::.::  ::  .:                  
gi|131 ELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDE 
              50        60        70        80        90       100  
 
            80      
AAD-12 QSKLGHV      
                    
gi|131 FGALVDKWGAKG 
             110    
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.5  bits: 17.8 E():   67 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (51-79:101-129) 
 
               30        40        50        60        70        80 
AAD-12 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
gi|273 RRRR 
            
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.5  bits: 17.8 E():   67 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (51-79:101-129) 
 
               30        40        50        60        70        80 
AAD-12 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
gi|273 RRRR 
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>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (20-39:30-49) 
 
                         10        20        30        40        50 
AAD-12           DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFPE 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHV                               
                                                                    
gi|437 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISHKY 
               70        80        90       100       110       120 
 
>>gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.5  bits: 18.1 E():   67 
Smith-Waterman score: 41; 32.0% identity (64.0% similar) in 25 aa overlap (15-39:27-50) 
 
                           10        20        30        40         
AAD-12             DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGDGGPGTIKKITF 
               10        20        30         40        50          
 
       50        60        70        80                             
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHV                             
                                                                    
gi|212 GEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (20-39:31-50) 
 
                          10        20        30        40          
AAD-12            DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHV                              
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (20-39:31-50) 
 
                          10        20        30        40          
AAD-12            DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHV                              
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (20-39:31-50) 
 
                          10        20        30        40          
AAD-12            DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
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                                     .: .:  :. :.: . . ::           
gi|154 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHV                              
                                                                    
gi|154 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (20-39:31-50) 
 
                          10        20        30        40          
AAD-12            DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHV                              
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (20-39:31-50) 
 
                          10        20        30        40          
AAD-12            DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHV                              
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (20-39:31-50) 
 
                          10        20        30        40          
AAD-12            DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|125 MGVFNYETEATSVIPAARLFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHV                              
                                                                    
gi|125 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 44; 26.4% identity (60.4% similar) in 53 aa overlap (4-54:99-150) 
 
                                          10        20        30    
AAD-12                            DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     :.... .:: .  .  .:  ::   : : . 
gi|170 TGQFATHAGRIVGFVSEIVALMGNSANMPAMETLIKDMAANHKARGIP-KAQFNEFRASL 
       70        80        90       100       110        120        
 
            40         50         60        70        80 
AAD-12 VPAVGGRTCFAD-MRAAY-DALDEATRALVHQRSARHSLVYSQSKLGHV 
       :  . ... . : . ::. ..::                           
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gi|170 VSYLQSKVSWNDSLGAAWTQGLDNVFNMMFSYL                 
       130       140       150       160                 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (20-39:31-50) 
 
                          10        20        30        40          
AAD-12            DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHV                              
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (20-39:31-50) 
 
                          10        20        30        40          
AAD-12            DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHV                              
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.9  bits: 17.3 E():   72 
Smith-Waterman score: 38; 37.5% identity (62.5% similar) in 16 aa overlap (21-36:41-56) 
 
                         10        20        30        40        50 
AAD-12           DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..  :: :  ..: :               
gi|166 GSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAAYVMNLYYQHAG 
               20        30        40        50        60        70 
 
               60        70        80  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHV  
                                       
gi|166 RNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
               80        90       100  
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.8  bits: 17.8 E():   73 
Smith-Waterman score: 40; 35.3% identity (70.6% similar) in 17 aa overlap (25-41:30-46) 
 
                    10        20        30        40        50      
AAD-12      DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                    :::. ...  :  ::..               
gi|476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVQGATVAVDCRPFNGGESKLKAEATTDGLGWY 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 ATRALVHQRSARHSLVYSQSKLGHV                                    
                                                                    
gi|476 KIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQGIRYANPIAFFR 
               70        80        90       100       110       120 
 
>>gi|121259|sp|P02228.1|GLB10_CHITH RecName: Full=Globin  (151 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.3  bits: 17.8 E():   78 
Smith-Waterman score: 40; 26.3% identity (57.9% similar) in 19 aa overlap (1-19:114-132) 
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                                             10        20        30 
AAD-12                               DDMMKVIVGNMAWHADSTYMPVMAQGAVFS 
                                     . :   . :.  :.:: ..            
gi|121 NQAAIRTLLHDLGVFHKTRGITKAQFGEFRETMTAYLKGHNKWNADISHSWDDAFDKAFS 
            90       100       110       120       130       140    
 
               40        50        60        70        80 
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                                          
gi|121 VIFEVLES                                           
           150                                            
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 68.2  bits: 17.0 E():   79 
Smith-Waterman score: 37; 33.3% identity (55.6% similar) in 18 aa overlap (2-19:47-64) 
 
                                            10        20        30  
AAD-12                              DDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     :.  : .   .: ::. :             
gi|323 GYCGTTADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGP 
         20        30        40        50        60        70       
 
              40        50        60        70        80 
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                                         
gi|323 AGPRCLRTNAAVTVR                                   
         80        90                                    
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 17.8 E():   80 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (18-33:29-44) 
 
                          10        20        30        40          
AAD-12            DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|215 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAATGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHV                              
                                                                    
gi|215 GSPITTMTVRTDAVNKEALSYDSTVIDGDILLGFIESIETHMVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 17.8 E():   80 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (18-33:29-44) 
 
                          10        20        30        40          
AAD-12            DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|892 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHV                              
                                                                    
gi|892 GSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 17.8 E():   80 
Smith-Waterman score: 40; 43.8% identity (62.5% similar) in 16 aa overlap (18-33:29-44) 
 
                          10        20        30        40          
AAD-12            DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.:.                 
gi|134 MGVQTHVLELTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPD 
               10        20        30        40        50        60 
 
      50        60        70        80                              
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AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHV                              
                                                                    
gi|134 GGPITTMTLRIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIF 
               70        80        90       100       110       120 
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.8  bits: 17.3 E():   83 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (43-56:39-52) 
 
             20        30        40        50        60        70   
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|730 TLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
             80                                     
AAD-12 SQSKLGHV                                     
                                                    
gi|730 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.8  bits: 17.3 E():   83 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (43-56:39-52) 
 
             20        30        40        50        60        70   
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|191 TLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
             80                                     
AAD-12 SQSKLGHV                                     
                                                    
gi|191 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 17.7 E():   84 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (21-39:31-49) 
 
                         10        20        30        40        50 
AAD-12           DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|159 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHV                               
                                                                    
gi|159 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 17.7 E():   84 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (21-39:31-49) 
 
                         10        20        30        40        50 
AAD-12           DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|384 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENISGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHV                               
                                                                    
gi|384 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|4376222|emb|CAA04829.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 17.7 E():   84 
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Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (21-39:31-49) 
 
                         10        20        30        40        50 
AAD-12           DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|437 GVFNYEIGATSVIPAARLFKAFILVGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHV                               
                                                                    
gi|437 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
               70        80        90       100       110       120 
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 17.7 E():   84 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (21-39:31-49) 
 
                         10        20        30        40        50 
AAD-12           DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|437 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHV                               
                                                                    
gi|437 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (21-39:32-50) 
 
                         10        20        30        40        50 
AAD-12           DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               60        70        80                               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHV                               
                                                                    
gi|459 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006957|emb|CAA07325.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (21-39:32-50) 
 
                         10        20        30        40        50 
AAD-12           DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKINFPE 
              10        20        30        40        50        60  
 
               60        70        80                               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHV                               
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (21-39:32-50) 
 
                         10        20        30        40        50 
AAD-12           DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYEIEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
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               60        70        80                               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHV                               
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (21-39:32-50) 
 
                         10        20        30        40        50 
AAD-12           DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               60        70        80                               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHV                               
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (21-39:32-50) 
 
                         10        20        30        40        50 
AAD-12           DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               60        70        80                               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHV                               
                                                                    
gi|116 GIPFKYVKGRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|4006953|emb|CAA07323.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (21-39:32-50) 
 
                         10        20        30        40        50 
AAD-12           DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               60        70        80                               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHV                               
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1513216|gb|AAC02632.1| cherry-allergen PRUA1 [Prunu  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 40; 32.0% identity (64.0% similar) in 25 aa overlap (15-39:27-50) 
 
                           10        20        30        40         
AAD-12             DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  .:.. . ::          
gi|151 MGVFTYESEFTSEIPPPRLFKAFVLDADNL-VPKIAPQAIKHSEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
       50        60        70        80                             
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHV                             
                                                                    
gi|151 GEGSQYGYVKHKIDSIDKENYSYSYTLIEGDALGDTLEKISYETKLVASPSGGSIIKSTS 
      60        70        80        90       100       110          
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>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (20-39:31-50) 
 
                          10        20        30        40          
AAD-12            DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|730 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHV                              
                                                                    
gi|730 EGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (21-39:32-50) 
 
                         10        20        30        40        50 
AAD-12           DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               60        70        80                               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHV                               
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (21-39:32-50) 
 
                         10        20        30        40        50 
AAD-12           DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKASILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               60        70        80                               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHV                               
                                                                    
gi|132 GSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKF 
              70        80        90       100       110       120  
 
>>gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (21-39:32-50) 
 
                         10        20        30        40        50 
AAD-12           DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               60        70        80                               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHV                               
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGPILKISNKY 
              70        80        90       100       110       120  
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (21-39:32-50) 
 
                         10        20        30        40        50 
AAD-12           DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
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gi|256 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               60        70        80                               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHV                               
                                                                    
gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (21-39:32-50) 
 
                         10        20        30        40        50 
AAD-12           DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               60        70        80                               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHV                               
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (21-39:32-50) 
 
                         10        20        30        40        50 
AAD-12           DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|114 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               60        70        80                               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHV                               
                                                                    
gi|114 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|167472849|gb|ABZ81046.1| pollen allergen Que a 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 40; 30.0% identity (70.0% similar) in 20 aa overlap (20-39:31-50) 
 
                          10        20        30        40          
AAD-12            DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :. :.:.. . ::           
gi|167 MGVFTYESEDASVIPPARLFKAFVLDSDNLIPKVVPQALKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHV                              
                                                                    
gi|167 EGSHLKHAKHRIDVIDPENFTYSFSVIEGDALFDKLENVSTETKIVASPDGGSIVKSTSK 
               70        80        90       100       110       120 
 
>>gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (21-39:32-50) 
 
                         10        20        30        40        50 
AAD-12           DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               60        70        80                               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHV                               
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDILEKISNEIKIVATPDGGCVLKISNKY 
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              70        80        90       100       110       120  
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (21-39:32-50) 
 
                         10        20        30        40        50 
AAD-12           DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               60        70        80                               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHV                               
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (21-39:32-50) 
 
                         10        20        30        40        50 
AAD-12           DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               60        70        80                               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHV                               
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVTTPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (21-39:32-50) 
 
                         10        20        30        40        50 
AAD-12           DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               60        70        80                               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHV                               
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (21-39:32-50) 
 
                         10        20        30        40        50 
AAD-12           DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSLIPAARLFRAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               60        70        80                               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHV                               
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (21-39:32-50) 
 
                         10        20        30        40        50 
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AAD-12           DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               60        70        80                               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHV                               
                                                                    
gi|125 GFPFEYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (21-39:32-50) 
 
                         10        20        30        40        50 
AAD-12           DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               60        70        80                               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHV                               
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (21-39:32-50) 
 
                         10        20        30        40        50 
AAD-12           DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               60        70        80                               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHV                               
                                                                    
gi|125 GFPFKYVKDGVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (21-39:32-50) 
 
                         10        20        30        40        50 
AAD-12           DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|241 GVFNYETETTSVIPAARLFKAFFLDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               60        70        80                               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHV                               
                                                                    
gi|241 GFPFRYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (21-39:32-50) 
 
                         10        20        30        40        50 
AAD-12           DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               60        70        80                               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHV                               
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gi|132 GIPFKYVKDRVDEVDHANFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|82492265|gb|ABB78006.1| major allergen Pru p 1 [Pru  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 40; 32.0% identity (64.0% similar) in 25 aa overlap (15-39:27-50) 
 
                           10        20        30        40         
AAD-12             DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  .:.. . ::          
gi|824 MGVFTYESEFTSEIPPPRLFKAFVLDADNL-VPKIAPQAIKHSEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
       50        60        70        80                             
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHV                             
                                                                    
gi|824 GEGSQYGYVKHKIDSIDKENHSYSYTLIEGDALGDNLEKISYETKLVASPSGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (21-39:32-50) 
 
                         10        20        30        40        50 
AAD-12           DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               60        70        80                               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHV                               
                                                                    
gi|132 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321728|emb|CAA96547.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (21-39:32-50) 
 
                         10        20        30        40        50 
AAD-12           DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               60        70        80                               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHV                               
                                                                    
gi|132 GFPFKYVKDRVDEVAHKNFKYSYSVIEGGPIGDTLEKISNEIKIVATPDGRSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (21-39:32-50) 
 
                         10        20        30        40        50 
AAD-12           DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPG 
              10        20        30        40        50        60  
 
               60        70        80                               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHV                               
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (21-39:32-50) 
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                         10        20        30        40        50 
AAD-12           DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               60        70        80                               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHV                               
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 67.6  bits: 14.8 E():   85 
Smith-Waterman score: 28; 44.4% identity (66.7% similar) in 9 aa overlap (5-13:12-20) 
 
                      10        20        30        40        50    
AAD-12        DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
                  .: :: . :                                         
gi|463 DFVDAHNAARAQVGVGPVHWT                                        
               10        20                                         
 
>>gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (20-39:31-50) 
 
                          10        20        30        40          
AAD-12            DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHV                              
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGFVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.5  bits: 18.5 E():   86 
Smith-Waterman score: 43; 47.6% identity (71.4% similar) in 21 aa overlap (22-42:8-24) 
 
               10        20        30        40        50        60 
AAD-12 DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL 
                            .:. :::..: :   ::: .:                   
gi|286               MGSLANNIMVVGAVLAALV---VGG-SCGPPKVPPGPNITTNYNGK 
                             10           20         30        40   
 
               70        80                                         
AAD-12 VHQRSARHSLVYSQSKLGHV                                         
                                                                    
gi|286 WLTARATWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRC 
             50        60        70        80        90       100   
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 67.5  bits: 19.4 E():   87 
Smith-Waterman score: 47; 34.0% identity (56.6% similar) in 53 aa overlap (6-57:310-352) 
 
                                        10         20        30     
AAD-12                          DDMMKVIVGNMAWHADS-TYMPVMAQGAVFSAEVV 
                                     : .::   .::. .: :. :. :.       
gi|289 SVANMSLGGGKSKTLEDAVNAGVEAGLHFAVAAGND--NADACNYSPAAAEKAI------ 
     280       290       300       310         320       330        
 
           40        50        60        70        80               
AAD-12 PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV               
        .::. : .:: :: ..   : :                                      
gi|289 -TVGAST-LADERAYFSNYGECTDIFAPGLNILSTWIGSNYATNIISGTSMASPHIAGLL 
               340       350       360       370       380          
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>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.3  bits: 17.5 E():   89 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (28-37:57-66) 
 
                  10        20        30        40        50        
AAD-12    DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .::  .::::                     
gi|291 ATAGGSLLVPSGLILAGTVIALTLATPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAA 
         30        40        50        60        70        80       
 
        60        70        80                                
AAD-12 RALVHQRSARHSLVYSQSKLGHV                                
                                                              
gi|291 VTVLSWIYRYVTGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVTGSQGS 
         90       100       110       120       130       140 
 
>>gi|320545|pir||A45786 major pollen allergen Bet v I -   (51 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 67.2  bits: 16.0 E():   89 
Smith-Waterman score: 33; 36.8% identity (52.6% similar) in 19 aa overlap (21-39:31-49) 
 
                         10        20        30        40        50 
AAD-12           DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :  :.: .   ::            
gi|320 GVFNYEAETTSVIPAAWLWKXFILDGDNLFPKVAPQAXTSVENIYERGGWG          
               10        20        30        40        50           
 
               60        70        80 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHV 
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.0  bits: 17.2 E():   91 
Smith-Waterman score: 38; 23.7% identity (55.3% similar) in 38 aa overlap (43-80:26-63) 
 
             20        30        40        50        60        70   
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::      :.  . . :  ..:.   :.. 
gi|527      MVHHITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAF 
                    10        20        30        40        50      
 
             80                                                     
AAD-12 SQSKLGHV                                                     
       .. .. ::                                                     
gi|527 AKVNVDHVQDAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQ 
          60        70        80        90       100       110      
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.5 E():   93 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (28-37:62-71) 
 
                  10        20        30        40        50        
AAD-12    DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .::  .::::                     
gi|753 VTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAA 
              40        50        60        70        80        90  
 
        60        70        80                                
AAD-12 RALVHQRSARHSLVYSQSKLGHV                                
                                                              
gi|753 LSVLSWIYRYLTGKHPPGADQLESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
             100       110       120       130       140      
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.5 E():   93 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (28-37:62-71) 
 
                  10        20        30        40        50        
AAD-12    DDMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .::  .::::                     
gi|198 VTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAA 
              40        50        60        70        80        90  
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        60        70        80                                
AAD-12 RALVHQRSARHSLVYSQSKLGHV                                
                                                              
gi|198 LSVLSWIYRYLTGKHPPGADQLESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
             100       110       120       130       140      
 
>>gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Allerg  (27 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 66.8  bits: 15.0 E():   94 
Smith-Waterman score: 29; 22.7% identity (54.5% similar) in 22 aa overlap (42-63:6-27) 
 
              20        30        40        50        60        70  
AAD-12 AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV 
                                     :    . .:. :.  ..  :.:         
gi|391                          SFREQCVPGREITYECLNACAEYAVRQ         
                                        10        20                
 
              80 
AAD-12 YSQSKLGHV 
 
>>gi|18639|emb|CAA33217.1| glycinin subunit G3 [Glycine   (481 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.8  bits: 19.2 E():   94 
Smith-Waterman score: 46; 30.4% identity (56.5% similar) in 23 aa overlap (2-24:137-159) 
 
                                            10        20        30  
AAD-12                              DDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     :.. : .:   :  ..   ::.:        
gi|186 CPSTFEEPQQKGQSSRPQDRHQKIYHFREGDLIAVPTGFAYWMYNNEDTPVVAVSLIDTN 
        110       120       130       140       150       160       
 
              40        50        60        70        80            
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV            
                                                                    
gi|186 SFQNQLDQMPRRFYLAGNQEQEFLQYQPQKQQGGTQSQKGKRQQEEENEGGSILSGFAPE 
        170       180       190       200       210       220       
 
>>gi|18637|emb|CAA33216.1| glycinin subunit G2 [Glycine   (485 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.7  bits: 19.2 E():   96 
Smith-Waterman score: 46; 30.4% identity (56.5% similar) in 23 aa overlap (2-24:137-159) 
 
                                            10        20        30  
AAD-12                              DDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     :.. : .:   :  ..   ::.:        
gi|186 TYQEPQESQQRGRSQRPQDRHQKVHRFREGDLIAVPTGVAWWMYNNEDTPVVAVSIIDTN 
        110       120       130       140       150       160       
 
              40        50        60        70        80            
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV            
                                                                    
gi|186 SLENQLDQMPRRFYLAGNQEQEFLKYQQQQQGGSQSQKGKQQEEENEGSNILSGFAPEFL 
        170       180       190       200       210       220       
 
>>gi|18609|emb|CAA26575.1| unnamed protein product [Glyc  (485 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.7  bits: 19.2 E():   96 
Smith-Waterman score: 46; 30.4% identity (56.5% similar) in 23 aa overlap (2-24:137-159) 
 
                                            10        20        30  
AAD-12                              DDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     :.. : .:   :  ..   ::.:        
gi|186 TYQEPQESQQRGRSQRPQDRHQKVHRFREGDLIAVPTGVAWWMYNNEDTPVVAVSIIDTN 
        110       120       130       140       150       160       
 
              40        50        60        70        80            
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV            
                                                                    
gi|186 SLENQLDQMPRRFYLAGNQEQEFLKYQQQQQGGSQSQKGKQQEEENEGSNILSGFAPEFL 
        170       180       190       200       210       220       
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.5  bits: 19.2 E():   98 
Smith-Waterman score: 46; 30.4% identity (56.5% similar) in 23 aa overlap (2-24:140-162) 
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                                            10        20        30  
AAD-12                              DDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     :.. : .:   :  ..   ::.:        
gi|186 TFEEPQQPQQRGQSSRPQDRHQKIYNFREGDLIAVPTGVAWWMYNNEDTPVVAVSIIDTN 
     110       120       130       140       150       160          
 
              40        50        60        70        80            
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV            
                                                                    
gi|186 SLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEENEGGSILSGFTLEFL 
     170       180       190       200       210       220          
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 66.5  bits: 19.2 E():   98 
Smith-Waterman score: 46; 30.4% identity (56.5% similar) in 23 aa overlap (2-24:140-162) 
 
                                            10        20        30  
AAD-12                              DDMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     :.. : .:   :  ..   ::.:        
gi|186 TFEEPQQPQQRGQSSRPQDRHQKIYNSREGDLIAVPTGVAWWMYNNEDTPVVAVSIIDTN 
     110       120       130       140       150       160          
 
              40        50        60        70        80            
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV            
                                                                    
gi|186 SLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEENEGGSILSGFTLEFL 
     170       180       190       200       210       220          
 
>>gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} [De  (20 aa) 
 initn:  27 init1:  27 opt:  27  Z-score: 66.4  bits: 14.5 E():   99 
Smith-Waterman score: 30; 50.0% identity (64.3% similar) in 14 aa overlap (36-49:1-12) 
 
          10        20        30        40        50        60      
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS 
                                     ::::.   ::.  :                 
gi|404                               AVGGQD--ADLAEAPFQISLLK         
                                               10        20         
 
          70        80 
AAD-12 ARHSLVYSQSKLGHV 
 
>>gi|47117350|sp||Q7M3Y8_1 [Segment 1 of 6] Tropomyosin   (20 aa) 
 initn:  27 init1:  27 opt:  27  Z-score: 66.4  bits: 14.5 E():   99 
Smith-Waterman score: 27; 25.0% identity (75.0% similar) in 12 aa overlap (44-55:2-13) 
 
            20        30        40        50        60        70    
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
                                     :...  .: ..:                   
gi|471                              AANLENDFDNVNEQLQDALS            
                                            10        20            
 
            80 
AAD-12 QSKLGHV 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:46 2011 done: Fri Jan 21 00:02:46 2011 
 Total Scan time:  0.070 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
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  1>>>AAD-12: 97  - 176 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     1     0:=          one = represents 4 library sequences 
  24     2     0:= 
  26     1     0:= 
  28     1     0:= 
  30     3     2:* 
  32     6     8:=* 
  34     9    22:===  * 
  36    33    44:========= * 
  38    36    73:=========         * 
  40    89   102:=======================  * 
  42    76   125:===================            * 
  44   121   138:===============================   * 
  46   117   140:==============================    * 
  48   129   134:=================================* 
  50   184   122:==============================*=============== 
  52   113   108:==========================*== 
  54   106    92:======================*==== 
  56    57    77:===============    * 
  58    63    63:===============* 
  60    52    51:============* 
  62    32    41:========  * 
  64    34    33:========* 
  66    47    26:======*===== 
  68    32    20:====*=== 
  70    37    16:===*====== 
  72    12    12:==* 
  74    20    10:==*== 
  76    15     8:=*== 
  78    19     6:=*=== 
  80    15     5:=*== 
  82     7     3:*= 
  84     3     3:* 
  86     4     2:* 
  88     5     2:*=         inset = represents 1 library sequences 
  90     3     1:* 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     1     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     1     0:=         *= 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 6.03790.00308; mu= -0.5439 0.161 
 mean_var=32.7023 8.488, 0's: 2 Z-trim: 2  B-trim: 186 in 1/43 
 Lambda= 0.224277 
 Kolmogorov-Smirnov  statistic: 0.1098 (N=29) at  48 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   62 24.9    0.57 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   57 23.2     1.8 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   57 23.2       2 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   56 22.9     2.5 
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gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   58 23.2     3.8 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   54 22.2     3.9 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   53 21.9     4.3 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   53 21.9     4.9 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.6     5.7 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   52 21.6     6.1 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 21.6     6.1 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   52 21.6     6.1 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   52 21.6     6.2 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   55 22.2     7.4 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   50 21.0     7.5 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 18.6     7.8 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 18.6     7.8 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   54 21.8      11 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   47 20.2      11 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   49 20.6      11 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   56 22.3      12 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   56 22.2      13 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   56 22.2      13 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   56 22.2      13 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   52 21.2      15 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   53 21.5      15 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   55 21.9      15 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 19.8      16 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   51 20.9      17 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   45 19.5      18 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 20.0      18 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   47 20.0      18 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 20.0      18 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 20.0      18 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   47 19.9      19 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   47 19.9      19 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   47 19.9      19 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   47 19.9      19 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   47 19.9      19 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   47 19.9      19 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   47 19.9      19 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   47 19.9      19 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   47 19.9      19 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   47 19.9      19 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   47 19.9      19 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 19.9      19 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 19.9      19 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   45 19.4      20 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.7      21 
gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   48 20.1      21 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   44 19.2      22 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 20.6      23 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   46 19.6      23 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 19.6      23 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   46 19.6      23 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 19.6      23 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 19.6      23 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   46 19.6      23 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 19.6      23 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 17.0      24 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   51 20.8      24 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   51 20.8      24 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   51 20.8      24 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   51 20.8      24 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   51 20.8      24 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   51 20.8      24 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.8      28 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   45 19.3      29 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   45 19.3      29 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   45 19.3      29 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   45 19.3      29 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   45 19.3      29 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   45 19.3      29 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   45 19.3      29 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   45 19.3      29 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 3343



 

 

gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   44 19.0      30 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   43 18.8      31 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   47 19.8      31 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 20.5      32 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   43 18.8      32 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 15.9      32 
gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum  (  94)   41 18.3      35 
gi|14422363|emb|CAC41635.1| plantain pollen major  ( 131)   43 18.8      35 
gi|14422361|emb|CAC41634.1| plantain pollen major  ( 131)   43 18.8      35 
gi|14422359|emb|CAC41633.1| plantain pollen major  ( 131)   43 18.8      35 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 20.4      36 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   44 19.0      36 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   49 20.2      36 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   44 19.0      37 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   44 19.0      37 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   44 19.0      37 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   44 19.0      37 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   44 19.0      37 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   49 20.1      39 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 20.1      40 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   47 19.7      41 
gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Glo ( 151)   43 18.7      42 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   43 18.7      43 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   43 18.7      46 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   43 18.7      46 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   43 18.7      46 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.9      46 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 15.3      47 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 14.6      48 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   46 19.3      50 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   46 19.3      50 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   46 19.3      51 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   42 18.4      51 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   46 19.3      51 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.6      52 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   46 19.3      53 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   28 15.0      53 
gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allerge ( 159)   42 18.3      56 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   42 18.3      56 
gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allerge ( 159)   42 18.3      56 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.3      56 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   42 18.3      56 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.3      57 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 18.3      57 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.3      57 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   42 18.3      57 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   42 18.3      57 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.3      57 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.3      57 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 18.3      57 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.3      57 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   42 18.3      57 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 18.3      57 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.3      57 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   42 18.3      57 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   42 18.3      57 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.3      57 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   42 18.3      57 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   42 18.3      57 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   42 18.3      57 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.3      57 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 19.7      59 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   41 18.1      59 
gi|4006947|emb|CAA07320.1| pollen allergen Betv1,  ( 120)   40 17.8      60 
gi|4006963|emb|CAA07328.1| pollen allergen Betv1,  ( 120)   40 17.8      60 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   41 18.1      61 
gi|75139847|sp|Q7M1E8|Q7M1E8_9ROSA Pollen major al (  12)   26 14.5      62 
gi|114326420|ref|NP_001041618.1| major allergen I  (  88)   38 17.3      62 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   47 19.4      69 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.5      69 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   40 17.8      70 
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gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   40 17.8      70 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   43 18.5      70 
gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allerge ( 159)   41 18.0      70 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   41 18.0      70 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   41 18.0      71 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   41 18.0      71 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   41 18.0      71 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   41 18.0      71 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   41 18.0      71 
gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   41 18.0      71 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   41 18.0      71 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   41 18.0      71 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   41 18.0      71 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   38 17.3      74 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   48 19.7      75 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   40 17.7      76 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   47 19.4      76 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   37 17.0      81 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   28 14.8      83 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   40 17.7      84 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   40 17.7      84 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   40 17.7      84 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   38 17.2      85 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   38 17.2      85 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   40 17.7      87 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   40 17.7      87 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   40 17.7      87 
gi|4376222|emb|CAA04829.1| pollen allergen, Betv1  ( 159)   40 17.7      87 
gi|4006953|emb|CAA07323.1| pollen allergen Betv1,  ( 160)   40 17.7      88 
gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=M ( 160)   40 17.7      88 
gi|4006957|emb|CAA07325.1| pollen allergen Betv1,  ( 160)   40 17.7      88 
gi|82492265|gb|ABB78006.1| major allergen Pru p 1  ( 160)   40 17.7      88 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   40 17.7      88 
gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=M ( 160)   40 17.7      88 
gi|1513216|gb|AAC02632.1| cherry-allergen PRUA1 [P ( 160)   40 17.7      88 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   40 17.7      88 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   40 17.7      88 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   40 17.7      88 
gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Be ( 160)   40 17.7      88 
gi|167472849|gb|ABZ81046.1| pollen allergen Que a  ( 160)   40 17.7      88 
gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 ( 160)   40 17.7      88 
gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen be ( 160)   40 17.7      88 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   40 17.7      88 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   40 17.7      88 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   40 17.7      88 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   40 17.7      88 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   40 17.7      88 
gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula pl ( 160)   40 17.7      88 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   40 17.7      88 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   40 17.7      88 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   40 17.7      88 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   40 17.7      88 
gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula pl ( 160)   40 17.7      88 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   40 17.7      88 
gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 ( 160)   40 17.7      88 
gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 ( 160)   40 17.7      88 
gi|1321728|emb|CAA96547.1| major allergen Bet v 1  ( 160)   40 17.7      88 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   40 17.7      88 
gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 ( 161)   40 17.7      89 
gi|320545|pir||A45786 major pollen allergen Bet v  (  51)   33 16.0      90 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   43 18.4      91 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   39 17.4      92 
gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Al (  27)   29 15.0      93 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   47 19.3      93 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   39 17.4      96 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   39 17.4      96 
gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} (  20)   27 14.5      97 
gi|47117350|sp||Q7M3Y8_1 [Segment 1 of 6] Tropomyo (  20)   27 14.5      97 
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 106.9  bits: 24.9 E(): 0.57 
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Smith-Waterman score: 62; 26.5% identity (59.2% similar) in 49 aa overlap (16-64:5-52) 
 
               10        20        30        40        50        60 
AAD-12 DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
                      :.  :..  ... :. .. :. :. :.: :    . : :. :  : 
gi|189            MASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPL-EGCREYV 
                          10        20        30        40          
 
               70        80                                         
AAD-12 HQRSARHSLVYSQSKLGHVQ                                         
        :..                                                         
gi|189 AQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLP 
       50        60        70        80        90       100         
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  50 init1:  50 opt:  57  Z-score: 98.1  bits: 23.2 E():  1.8 
Smith-Waterman score: 57; 24.5% identity (59.2% similar) in 49 aa overlap (16-64:5-52) 
 
               10        20        30        40        50        60 
AAD-12 DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
                      :.  :..  ... :. .. .. :. :.: :    . : :. :  : 
gi|439            MASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPL-EGCREYV 
                          10        20        30        40          
 
               70        80                                         
AAD-12 HQRSARHSLVYSQSKLGHVQ                                         
        :..                                                         
gi|439 AQQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDL 
       50        60        70        80        90       100         
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 97.0  bits: 23.2 E():    2 
Smith-Waterman score: 57; 41.4% identity (69.0% similar) in 29 aa overlap (10-38:23-50) 
 
                            10        20        30        40        
AAD-12              DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: :::.: . ::          
gi|444 MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
        50        60        70        80                            
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQ                            
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 95.3  bits: 22.9 E():  2.5 
Smith-Waterman score: 56; 40.0% identity (68.0% similar) in 25 aa overlap (14-38:27-50) 
 
                            10        20        30        40        
AAD-12              DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. :::.. . ::          
gi|165 MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
        50        60        70        80                            
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQ                            
                                                                    
gi|165 GEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSILKNTS 
      60        70        80        90       100       110          
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 92.1  bits: 23.2 E():  3.8 
Smith-Waterman score: 58; 26.0% identity (56.0% similar) in 50 aa overlap (11-60:23-71) 
 
                           10        20        30        40         
AAD-12             DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                             .. ::. : :. :   .  : ..::.::    .: .   
gi|663 MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGKATTDEQKL 
               10        20        30        40         50          
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       50        60        70        80                             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQ                             
        . .. . .: :                                                 
gi|663 LEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILKLDTDYDVA 
      60        70        80        90       100       110          
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 91.8  bits: 22.2 E():  3.9 
Smith-Waterman score: 54; 37.9% identity (69.0% similar) in 29 aa overlap (10-38:23-50) 
 
                            10        20        30        40        
AAD-12              DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: .::.: . ::          
gi|444 MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
        50        60        70        80                            
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQ                            
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 91.1  bits: 21.9 E():  4.3 
Smith-Waterman score: 53; 24.5% identity (55.1% similar) in 49 aa overlap (16-64:5-52) 
 
               10        20        30        40        50        60 
AAD-12 DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
                      :.  :..   .. :. .. .. :  :.: :    . : :. :  : 
gi|217            MASKSSISPLLLATVLVSVFAAATATGPYCYAGMGLPINPL-EGCREYV 
                          10        20        30        40          
 
               70        80                                         
AAD-12 HQRSARHSLVYSQSKLGHVQ                                         
        :..                                                         
gi|217 AQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDL 
       50        60        70        80        90       100         
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  53  Z-score: 90.0  bits: 21.9 E():  4.9 
Smith-Waterman score: 53; 22.4% identity (55.2% similar) in 58 aa overlap (19-70:31-87) 
 
                           10        20        30             40    
AAD-12             DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICF- 
               10        20        30        40        50           
 
            50        60         70        80                       
AAD-12 DMRAAYDALDEATRALVHQR-SARHSLVYSQSKLGHVQ                       
       :  . .. . . .. . .   : :.:..                                 
gi|132 DEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSIS 
      60        70        80        90       100       110          
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 88.8  bits: 21.6 E():  5.7 
Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (49-72:29-52) 
 
       20        30        40        50        60        70         
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 
                                     : : :::  : .  ..: .: .::       
gi|144   KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLS 
                 10        20        30        40        50         
 
       80                                                           
AAD-12 VQ                                                           
                                                                    
gi|144 DSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAG 
       60        70        80        90       100       110         
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>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 88.4  bits: 21.6 E():  6.1 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (14-38:27-50) 
 
                            10        20        30        40        
AAD-12              DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|131 MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
        50        60        70        80                            
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQ                            
                                                                    
gi|131 GEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 88.4  bits: 21.6 E():  6.1 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (14-38:27-50) 
 
                            10        20        30        40        
AAD-12              DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|602 MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
        50        60        70        80                            
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQ                            
                                                                    
gi|602 GEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 88.4  bits: 21.6 E():  6.1 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (14-38:27-50) 
 
                            10        20        30        40        
AAD-12              DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|279 MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
        50        60        70        80                            
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQ                            
                                                                    
gi|279 GEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 88.3  bits: 21.6 E():  6.2 
Smith-Waterman score: 52; 37.9% identity (69.0% similar) in 29 aa overlap (10-38:23-50) 
 
                            10        20        30        40        
AAD-12              DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: .::.: . ::          
gi|444 MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
        50        60        70        80                            
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQ                            
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 86.9  bits: 22.2 E():  7.4 
Smith-Waterman score: 55; 25.5% identity (55.3% similar) in 47 aa overlap (5-50:16-62) 
 
                          10         20        30        40         
AAD-12            DMMKVIVGNMA-WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                      ...:  : . ::. : :. :   .  : .  :.::..   ...   

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 3348



 

 

gi|441 MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLL 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQ                             
        :                                                           
gi|441 EDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAY 
               70        80        90       100       110       120 
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 86.8  bits: 21.0 E():  7.5 
Smith-Waterman score: 50; 28.1% identity (59.4% similar) in 32 aa overlap (5-36:11-42) 
 
                     10        20        30        40        50     
AAD-12       DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                 ::.. .:: ...   :. : :    ..::  .                   
gi|249 MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQDIMPCLHFVKGEEKEPSKEC 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQ                                   
                                                                    
gi|249 CSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVAEVPKKCDIKTTLPPITADFD 
               70        80        90       100       110       120 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 86.5  bits: 18.6 E():  7.8 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (12-18:19-25) 
 
                      10        20        30        40        50    
AAD-12        DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                         :.::..:                                    
gi|320 YTTEGGKKVEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 86.5  bits: 18.6 E():  7.8 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (12-18:19-25) 
 
                      10        20        30        40        50    
AAD-12        DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                         :.::..:                                    
gi|320 YTTEGGTKAEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 83.9  bits: 21.8 E():   11 
Smith-Waterman score: 54; 31.2% identity (62.5% similar) in 32 aa overlap (1-32:159-190) 
 
                                             10        20        30 
AAD-12                               DMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     . ..::.:..  :: .     .  ::. .: 
gi|249 KLDAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAA 
      130       140       150       160       170       180         
 
               40        50        60        70        80           
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ           
       ::                                                           
gi|249 EVQLIDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAV 
      190       200       210       220       230       240         
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 83.8  bits: 20.2 E():   11 
Smith-Waterman score: 47; 22.8% identity (56.1% similar) in 57 aa overlap (24-80:4-58) 
 
               10        20        30        40        50        60 
AAD-12 DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
                              .:.. .:.:. :. :     : .: . :   :...   
gi|777                     MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSAD 
                                   10        20        30        40 
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               70        80                                         
AAD-12 HQRSARHSLVYSQSKLGHVQ                                         
         ..:    . .:.: : ..                                         
gi|777 DIKKAF--AIIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGV 
                 50        60        70        80        90         
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 83.5  bits: 20.6 E():   11 
Smith-Waterman score: 49; 35.7% identity (52.4% similar) in 42 aa overlap (26-56:37-78) 
 
                    10        20        30              40          
AAD-12      DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR------TCFADMRAAY 
                                     :. : :.: . ::       :   : ...: 
gi|145 EEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSY 
         10        20        30        40        50        60       
 
           50        60        70        80                         
AAD-12 -----DALDEATRALVHQRSARHSLVYSQSKLGHVQ                         
            ::.::::                                                 
gi|145 VLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAP 
         70        80        90       100       110       120       
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 83.1  bits: 22.3 E():   12 
Smith-Waterman score: 56; 27.8% identity (52.8% similar) in 36 aa overlap (45-80:372-407) 
 
           20        30        40        50        60        70     
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|224 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             350       360       370       380       390       400  
 
           80                                                       
AAD-12 KLGHVQ                                                       
         .:::                                                       
gi|224 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             410       420       430       440       450       460  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 82.6  bits: 22.2 E():   13 
Smith-Waterman score: 56; 27.8% identity (52.8% similar) in 36 aa overlap (45-80:392-427) 
 
           20        30        40        50        60        70     
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|199 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
           80                                                       
AAD-12 KLGHVQ                                                       
         .:::                                                       
gi|199 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             430       440       450       460       470       480  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 82.6  bits: 22.2 E():   13 
Smith-Waterman score: 56; 27.8% identity (52.8% similar) in 36 aa overlap (45-80:392-427) 
 
           20        30        40        50        60        70     
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|571 GNRSPHIYDPQRWFTQNCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
           80                                                       
AAD-12 KLGHVQ                                                       
         .:::                                                       
gi|571 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFA 
             430       440       450       460       470       480  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 3350



 

 

 initn:  56 init1:  56 opt:  56  Z-score: 82.5  bits: 22.2 E():   13 
Smith-Waterman score: 56; 27.8% identity (52.8% similar) in 36 aa overlap (45-80:400-435) 
 
           20        30        40        50        60        70     
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|213 RSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
     370       380       390       400       410       420          
 
           80                                                       
AAD-12 KLGHVQ                                                       
         .:::                                                       
gi|213 GRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLA 
     430       440       450       460       470       480          
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.5  bits: 21.2 E():   15 
Smith-Waterman score: 52; 20.8% identity (58.3% similar) in 48 aa overlap (16-63:72-119) 
 
                              10        20        30        40      
AAD-12                DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:...:   :: .  :..  .. :... 
gi|170 QSFSQQPPFSQQQQQPLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQ 
              50        60        70        80        90       100  
 
          50        60        70        80                          
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ                          
       .      ..  . ::.:.                                           
gi|170 QQLVLPPQQQQQQLVQQQIPIVQPSVLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSS 
             110       120       130       140       150       160  
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 81.4  bits: 21.5 E():   15 
Smith-Waterman score: 53; 21.5% identity (55.4% similar) in 65 aa overlap (11-72:37-100) 
 
                                   10        20        30        40 
AAD-12                     DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|682 EAVLLGILLYIPIVLSDDRAPIPANSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQAK 
         10        20        30         40        50        60      
 
                  50        60        70        80                  
AAD-12 CF---ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ                  
        .   .:  . . ...:: ...  . . :  : .:                          
gi|682 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSFSPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
gi|682 NMPILVFGGTAAEYGTVDSATLIVESNYFSAVNLKIVNSAPRPDGKRVGAQAAALRISGD 
         130       140       150       160       170       180      
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 81.4  bits: 21.9 E():   15 
Smith-Waterman score: 55; 29.4% identity (52.9% similar) in 34 aa overlap (47-80:371-404) 
 
         20        30        40        50        60        70       
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :  : . .  ..:  .  ::..:      
gi|370 RSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGR 
              350       360       370       380       390       400 
 
         80                                                         
AAD-12 GHVQ                                                         
       .:::                                                         
gi|370 AHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGE 
              410       420       430       440       450       460 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 80.6  bits: 19.8 E():   16 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (20-35:66-81) 
 
                          10        20        30        40          
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AAD-12            DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
      50        60        70        80 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                       
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS    
         100       110       120       
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.5  bits: 20.9 E():   17 
Smith-Waterman score: 51; 22.6% identity (64.5% similar) in 31 aa overlap (16-46:66-96) 
 
                              10        20        30        40      
AAD-12                DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:.. ::  :  .. :..  .. :... 
gi|219 QPLPPQQTFPQQPPFSQQQQQQPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQ 
          40        50        60        70        80        90      
 
          50        60        70        80                          
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ                          
       .                                                            
gi|219 QQLILPPQQQQQLPQQQISIVQPSVLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSC 
         100       110       120       130       140       150      
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 80.1  bits: 19.5 E():   18 
Smith-Waterman score: 45; 25.5% identity (58.8% similar) in 51 aa overlap (15-62:13-61) 
 
               10        20        30           40        50        
AAD-12 DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV-PAVG--GRTCFADMRAAYDALDEATR 
                     :..   : : :. :. ..    ::  :..  :: . ... ::.    
gi|207   MSITDIVSEKDIDAALESVKAAGS-FNYKIFFQKVGLAGKSA-ADAKKVFEILDRDKS 
                 10        20         30        40         50       
 
        60        70        80                               
AAD-12 ALVHQRSARHSLVYSQSKLGHVQ                               
       ....:                                                 
gi|207 GFIEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
         60        70        80        90       100          
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.0  bits: 20.0 E():   18 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (45-61:14-30) 
 
           20        30        40        50        60        70     
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     .: :.: .:.  .. .:              
gi|219                  MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQ 
                                10        20        30        40    
 
           80                                                       
AAD-12 KLGHVQ                                                       
                                                                    
gi|219 TFEENDLQQLIIEIDADGSGELEFDEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNG 
            50        60        70        80        90       100    
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 79.9  bits: 20.0 E():   18 
Smith-Waterman score: 47; 27.8% identity (54.2% similar) in 72 aa overlap (10-79:23-89) 
 
                            10        20        30        40        
AAD-12              DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .:  ::.  .:  : :.  :.:.: . ::   .  .   
gi|604 MAVFTFDDQATSPVAPATLYNALAKDADNI-IP-KAVGSFQSVEIVEGNGGPGTIKKISF 
               10        20        30          40        50         
 
        50        60          70        80                          
AAD-12 AYDALDEATRALVHQRSA--RHSLVYSQSKLGHVQ                          
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       . :.    :. ..:.  .  . .: :: : .: :                           
gi|604 VEDG---ETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIK 
       60           70        80        90       100       110      
 
gi|604 LTISYHGKGDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
         120       130       140       150      
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.8  bits: 20.0 E():   18 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (33-49:141-157) 
 
             10        20        30        40        50        60   
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
             70        80 
AAD-12 RSARHSLVYSQSKLGHVQ 
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.8  bits: 20.0 E():   18 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (33-49:141-157) 
 
             10        20        30        40        50        60   
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
             70        80 
AAD-12 RSARHSLVYSQSKLGHVQ 
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.6  bits: 19.9 E():   19 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (14-38:27-50) 
 
                            10        20        30        40        
AAD-12              DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
        50        60        70        80                            
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQ                            
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.6  bits: 19.9 E():   19 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (14-38:27-50) 
 
                            10        20        30        40        
AAD-12              DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEYTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
        50        60        70        80                            
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQ                            
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.6  bits: 19.9 E():   19 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (14-38:27-50) 
 
                            10        20        30        40        
AAD-12              DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
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                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
        50        60        70        80                            
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQ                            
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 79.6  bits: 19.9 E():   19 
Smith-Waterman score: 47; 23.7% identity (54.2% similar) in 59 aa overlap (14-61:27-84) 
 
                            10        20        30             40   
AAD-12              DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCF 
                                 ::.  .: .:  :.  ::.. . ::     .  : 
gi|304 MGLYTFENEFTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
                   50        60        70        80                 
AAD-12 AD------MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ                 
       ..      ..   :..:::. . ..                                    
gi|304 GEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.6  bits: 19.9 E():   19 
Smith-Waterman score: 47; 40.0% identity (68.0% similar) in 25 aa overlap (14-38:27-50) 
 
                            10        20        30        40        
AAD-12              DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :.:.. . ::          
gi|602 MGVFTYEFEFTSVIPPARLYNAFVLDADNL-IPKIAPQAVKSTEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
        50        60        70        80                            
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQ                            
                                                                    
gi|602 GEGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.6  bits: 19.9 E():   19 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (14-38:27-50) 
 
                            10        20        30        40        
AAD-12              DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
        50        60        70        80                            
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQ                            
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.6  bits: 19.9 E():   19 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (14-38:27-50) 
 
                            10        20        30        40        
AAD-12              DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|886 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
        50        60        70        80                            
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQ                            
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gi|886 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIKSISH 
      60        70        80        90       100       110          
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.6  bits: 19.9 E():   19 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (14-38:27-50) 
 
                            10        20        30        40        
AAD-12              DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|165 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
        50        60        70        80                            
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQ                            
                                                                    
gi|165 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.6  bits: 19.9 E():   19 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (14-38:27-50) 
 
                            10        20        30        40        
AAD-12              DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|753 MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
        50        60        70        80                            
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQ                            
                                                                    
gi|753 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.6  bits: 19.9 E():   19 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (14-38:27-50) 
 
                            10        20        30        40        
AAD-12              DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|134 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
        50        60        70        80                            
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQ                            
                                                                    
gi|134 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.6  bits: 19.9 E():   19 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (14-38:27-50) 
 
                            10        20        30        40        
AAD-12              DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
        50        60        70        80                            
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQ                            
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.6  bits: 19.9 E():   19 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (33-49:144-160) 
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 3355



 

 

             10        20        30        40        50        60   
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
             70        80 
AAD-12 RSARHSLVYSQSKLGHVQ 
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.6  bits: 19.9 E():   19 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (33-49:144-160) 
 
             10        20        30        40        50        60   
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
             70        80 
AAD-12 RSARHSLVYSQSKLGHVQ 
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.0  bits: 19.4 E():   20 
Smith-Waterman score: 45; 25.6% identity (56.4% similar) in 39 aa overlap (42-80:26-64) 
 
              20        30        40        50        60        70  
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::      :.  . . :  ..:.   :.. 
gi|527      MVHHITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAF 
                    10        20        30        40        50      
 
              80                                                    
AAD-12 SQSKLGHVQ                                                    
       .. .. :::                                                    
gi|527 AKVNVDHVQDAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQ 
          60        70        80        90       100       110      
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.7  bits: 19.7 E():   21 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (45-62:126-143) 
 
           20        30        40        50        60        70     
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . ::..::: :..: ...             
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG         
         100       110       120       130       140                
 
           80 
AAD-12 KLGHVQ 
 
>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.5  bits: 20.1 E():   21 
Smith-Waterman score: 48; 33.3% identity (59.3% similar) in 27 aa overlap (16-42:17-43) 
 
                10        20        30        40        50          
AAD-12  DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL 
                       :.:.:  .   ::..:  :  .: : .                  
gi|510 MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLPVIRGKGGGIEFAKT 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 VHQRSARHSLVYSQSKLGHVQ                                        
                                                                    
gi|510 ETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHLCTPLSLNSFSVDRY 
               70        80        90       100       110       120 
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 78.2  bits: 19.2 E():   22 
Smith-Waterman score: 44; 32.4% identity (56.8% similar) in 37 aa overlap (19-55:65-101) 
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                           10        20        30        40         
AAD-12             DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .:  ..::. ::  . :.:: :  :   :  
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
       50        60        70        80 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
        .  .:.                          
gi|117 EEEKEESDDDMGFGLFD                
          100       110                 
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.1  bits: 20.6 E():   23 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (12-29:66-83) 
 
                                  10        20        30        40  
AAD-12                    DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
              50        60        70        80                      
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ                      
                                                                    
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 77.9  bits: 19.6 E():   23 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (14-38:27-50) 
 
                            10        20        30        40        
AAD-12              DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
        50        60        70        80                            
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQ                            
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIKTTSK 
      60        70        80        90       100       110          
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.8  bits: 19.6 E():   23 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (17-38:29-50) 
 
                           10        20        30        40         
AAD-12             DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQ                             
                                                                    
gi|400 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 77.8  bits: 19.6 E():   23 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (14-38:27-50) 
 
                            10        20        30        40        
AAD-12              DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
        50        60        70        80                            
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AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQ                            
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.8  bits: 19.6 E():   23 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (17-38:29-50) 
 
                           10        20        30        40         
AAD-12             DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQ                             
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.8  bits: 19.6 E():   23 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (17-38:29-50) 
 
                           10        20        30        40         
AAD-12             DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQ                             
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 77.8  bits: 19.6 E():   23 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (14-38:27-50) 
 
                            10        20        30        40        
AAD-12              DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|880 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
        50        60        70        80                            
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQ                            
                                                                    
gi|880 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVIKTTS 
      60        70        80        90       100       110          
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.8  bits: 19.6 E():   23 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (17-38:29-50) 
 
                           10        20        30        40         
AAD-12             DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQ                             
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 77.8  bits: 17.0 E():   24 
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Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (12-18:19-25) 
 
                      10        20        30        40        50    
AAD-12        DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                         :..:..:                                    
gi|320 YTTEGGTKAEAEDVIPEGWKVDTSYE                                   
               10        20                                         
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.6  bits: 20.8 E():   24 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (3-40:270-307) 
 
                                           10        20        30   
AAD-12                             DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|118 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
             40        50        60        70        80             
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ             
       .  : : :                                                     
gi|118 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.6  bits: 20.8 E():   24 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (3-40:270-307) 
 
                                           10        20        30   
AAD-12                             DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
             40        50        60        70        80             
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ             
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.6  bits: 20.8 E():   24 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (3-40:270-307) 
 
                                           10        20        30   
AAD-12                             DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|270 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
             40        50        60        70        80             
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ             
       .  : : :                                                     
gi|270 IQHVKGGTPKRPDRAIETYLFAMFDENQKQPEVEKHFGLFFPDKRPKYNLNFSAKKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.6  bits: 20.8 E():   24 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (3-40:270-307) 
 
                                           10        20        30   
AAD-12                             DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
             40        50        60        70        80             
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ             
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
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>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.6  bits: 20.8 E():   24 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (3-40:270-307) 
 
                                           10        20        30   
AAD-12                             DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|327 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
             40        50        60        70        80             
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ             
       .  : : :                                                     
gi|327 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.6  bits: 20.8 E():   24 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (3-40:270-307) 
 
                                           10        20        30   
AAD-12                             DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
             40        50        60        70        80             
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ             
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFATFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 76.4  bits: 19.8 E():   28 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (42-63:74-98) 
 
              20        30        40        50           60         
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---DEATRALVHQRSARHS 
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
 
       70        80                                                 
AAD-12 LVYSQSKLGHVQ                                                 
                                                                    
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (14-38:27-50) 
 
                            10        20        30        40        
AAD-12              DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|425 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
        50        60        70        80                            
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQ                            
                                                                    
gi|425 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (14-38:27-50) 
 
                            10        20        30        40        
AAD-12              DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
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                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
        50        60        70        80                            
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQ                            
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 45; 27.0% identity (64.9% similar) in 37 aa overlap (25-61:49-84) 
 
                     10        20        30        40        50     
AAD-12       DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|144 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
           60        70        80                                   
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQ                                   
       :  : ..                                                      
gi|144 AGLAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEAT 
        80        90       100       110       120       130        
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (14-38:27-50) 
 
                            10        20        30        40        
AAD-12              DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
        50        60        70        80                            
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQ                            
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (14-38:27-50) 
 
                            10        20        30        40        
AAD-12              DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|753 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTTKKITF 
               10        20        30         40        50          
 
        50        60        70        80                            
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQ                            
                                                                    
gi|753 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (14-38:27-50) 
 
                            10        20        30        40        
AAD-12              DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
        50        60        70        80                            
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQ                            
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gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (14-38:27-50) 
 
                            10        20        30        40        
AAD-12              DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
        50        60        70        80                            
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQ                            
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (14-38:27-50) 
 
                            10        20        30        40        
AAD-12              DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|901 MGGYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
        50        60        70        80                            
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQ                            
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.9  bits: 19.0 E():   30 
Smith-Waterman score: 44; 16.0% identity (72.0% similar) in 25 aa overlap (2-26:12-36) 
 
                         10        20        30        40        50 
AAD-12           DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
                  .. .... ..: ....  :. : :.                         
gi|249 MRTVSARSSVALVVIVAAVLVWTSSASVAPAPAPGSEETCGTVVGALMPCLPFVQGKEKE 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 ALDEATRALVHQRSARHSLVYSQSKLGHVQ                               
                                                                    
gi|249 PSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDSKLPP 
               70        80        90       100       110       120 
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.6  bits: 18.8 E():   31 
Smith-Waterman score: 43; 26.0% identity (52.0% similar) in 50 aa overlap (21-70:30-79) 
 
                        10        20        30        40        50  
AAD-12          DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                                    .  .:.. :.:   .   : :   . :.    
gi|253 TGPYCYAGMGLPINPLEGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHC 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQ                                
         ::.: .. .::  .: :                                          
gi|253 RCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNAPYCLGLDI 
               70        80        90       100       110       120 
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.5  bits: 19.8 E():   31 
Smith-Waterman score: 47; 33.3% identity (52.8% similar) in 36 aa overlap (42-77:159-191) 
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              20        30        40        50        60        70  
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :   . : ..::   :   :: .  :.:   
gi|136 TNTEKLPTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFEIR---HQLTQIHGLYR 
      130       140       150       160       170          180      
 
              80                                         
AAD-12 SQSKLGHVQ                                         
       :..: :                                            
gi|136 SSDKTGGYWKITMNDGSTYQSDLSKKFEYNTEKPPINIDEIKTIEAEIN 
         190       200       210       220       230     
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.3  bits: 20.5 E():   32 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (12-29:56-73) 
 
                                  10        20        30        40  
AAD-12                    DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
              50        60        70        80                      
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ                      
                                                                    
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 75.2  bits: 18.8 E():   32 
Smith-Waterman score: 43; 23.5% identity (51.0% similar) in 51 aa overlap (8-58:25-74) 
 
                                10        20        30        40    
AAD-12                  DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                               :  : . . ...   :::.  :: .:  . .   :  
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLP-FQ 
               10        20        30        40        50           
 
            50        60        70        80                        
AAD-12 DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ                        
       ...   :..:    :                                              
gi|217 EIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRL 
      60        70        80        90       100       110          
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 75.2  bits: 15.9 E():   32 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (65-79:1-15) 
 
           40        50        60        70        80  
AAD-12 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ  
                                     :: . : : ..::..   
gi|323                               ARTAWVDSGAQLGELSY 
                                             10        
 
>>gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum aest  (94 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 74.7  bits: 18.3 E():   35 
Smith-Waterman score: 41; 27.3% identity (48.5% similar) in 33 aa overlap (2-34:17-49) 
 
                              10        20        30        40      
AAD-12                DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                       :.:  .  . : :.    :  :  ::..   .:            
gi|668 IAVAVSADECEGDRRAMIKECAKYQQWPANPKLDPSDACCAVWQKANIPCLCAGVTKEKE 
               10        20        30        40        50        60 
 
          50        60        70        80 
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                           
gi|668 KIYCMEKVAYVANFCKKPFPHGYKCGSYTFPPLA  
               70        80        90      
 
>>gi|14422363|emb|CAC41635.1| plantain pollen major alle  (131 aa) 
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 initn:  43 init1:  43 opt:  43  Z-score: 74.7  bits: 18.8 E():   35 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (15-32:85-102) 
 
                               10        20        30        40     
AAD-12                 DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSGRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
           50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                            
gi|144 RHVKPLSFRAKTDAPGC                    
          120       130                     
 
>>gi|14422361|emb|CAC41634.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.7  bits: 18.8 E():   35 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (15-32:85-102) 
 
                               10        20        30        40     
AAD-12                 DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
           50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                            
gi|144 RHVKPLSFRAKTDAPGC                    
          120       130                     
 
>>gi|14422359|emb|CAC41633.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.7  bits: 18.8 E():   35 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (15-32:85-102) 
 
                               10        20        30        40     
AAD-12                 DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETDQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
           50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                            
gi|144 RHVKPLSFRAKTDAPGC                    
          120       130                     
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.4  bits: 20.4 E():   36 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (12-29:56-73) 
 
                                  10        20        30        40  
AAD-12                    DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
              50        60        70        80                      
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ                      
                                                                    
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.4  bits: 19.0 E():   36 
Smith-Waterman score: 44; 36.4% identity (63.6% similar) in 22 aa overlap (17-38:28-49) 
 
                          10        20        30        40          
AAD-12            DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                  : .: .:  :. :.: . . ::            
gi|115 GVFNYETETTSVIPAARLFKAFILDGDTLFPQVAPQAISSVENISGNGGPGTIKKISFPE 
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               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQ                              
                                                                    
gi|115 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 74.4  bits: 20.2 E():   36 
Smith-Waterman score: 49; 20.3% identity (55.9% similar) in 59 aa overlap (11-66:37-94) 
 
                                   10        20        30        40 
AAD-12                     DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|269 EAVLLGILLYIPIVLSDDRAPIPSNSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQTK 
         10        20        30         40        50        60      
 
                  50        60        70        80                  
AAD-12 CF---ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ                  
        .   .:  . . ...:: ...  . . :                                
gi|269 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSLAPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.3  bits: 19.0 E():   37 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (19-38:31-50) 
 
                           10        20        30        40         
AAD-12             DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQ                             
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.3  bits: 19.0 E():   37 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (19-38:31-50) 
 
                           10        20        30        40         
AAD-12             DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|584 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQ                             
                                                                    
gi|584 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.3  bits: 19.0 E():   37 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (19-38:31-50) 
 
                           10        20        30        40         
AAD-12             DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|132 MGVFNYETESTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQ                             
                                                                    
gi|132 EGSPFKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
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>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.3  bits: 19.0 E():   37 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (19-38:31-50) 
 
                           10        20        30        40         
AAD-12             DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQ                             
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.2  bits: 19.0 E():   37 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (19-38:31-50) 
 
                           10        20        30        40         
AAD-12             DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQ                             
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 73.9  bits: 20.1 E():   39 
Smith-Waterman score: 49; 33.3% identity (64.3% similar) in 42 aa overlap (10-48:244-284) 
 
                                    10          20         30       
AAD-12                      DMMKVIVGNMAW--HADSTYMP-VMAQGAVFSAEVVPAV 
                                     :.:  ..... .: :. .  . :.: :  : 
gi|585 GYYAYPYCYNLTPNQPSAQCEATTMQENDKMSWLFESEDVLLPSVYLRWNLTSGERVGLV 
           220       230       240       250       260       270    
 
         40        50        60        70        80                 
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ                 
       :::.  : .: :                                                 
gi|585 GGRVKEA-LRIARQMTTSRKKVLPYYWYKYQDRRDTDLSRADLEATLRKITDLGADGFII 
           280        290       300       310       320       330   
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 73.6  bits: 20.1 E():   40 
Smith-Waterman score: 49; 40.0% identity (65.0% similar) in 20 aa overlap (9-28:332-348) 
 
                                     10        20        30         
AAD-12                       DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
                                     :  :.   .:: :. .::.:           
gi|113 ILSQGNRFLASDIKKEVVGRYGESAMSESINWNWR---SYMDVFENGAIFVPSGVDPVLT 
             310       320       330          340       350         
 
       40        50        60        70        80 
AAD-12 RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                                  
gi|113 PEQNAGMIPAEPGEAVLRLTSSAGVLSCQPGAPC         
      360       370       380       390           
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.5  bits: 19.7 E():   41 
Smith-Waterman score: 47; 36.0% identity (76.0% similar) in 25 aa overlap (45-69:106-130) 
 
           20        30        40        50        60        70     
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
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                                     ...: . :.:::.:  ... ::. :      
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
 
           80                                                       
AAD-12 KLGHVQ                                                       
                                                                    
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
 
>>gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Globin   (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.2  bits: 18.7 E():   42 
Smith-Waterman score: 43; 30.6% identity (55.6% similar) in 36 aa overlap (28-63:115-150) 
 
                  10        20        30        40        50        
AAD-12    DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                     : :  :  . ..: ::  .::. :  .:   
gi|121 IGDLPNIDGDVTTFVASHTPRGVTHDQLNNFRAGFVSYMKAHTDFAGAEAAWGATLDAFF 
           90       100       110       120       130       140     
 
        60        70        80 
AAD-12 ALVHQRSARHSLVYSQSKLGHVQ 
       ..:  .                  
gi|121 GMVFAKM                 
          150                  
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 43; 29.0% identity (67.7% similar) in 31 aa overlap (25-55:49-78) 
 
                     10        20        30        40        50     
AAD-12       DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|186 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVRLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
           60        70        80                                   
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQ                                   
       :                                                            
gi|186 AGLGYTYTTIGGDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEAT 
        80        90       100       110       120       130        
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.6  bits: 18.7 E():   46 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (19-38:31-50) 
 
                           10        20        30        40         
AAD-12             DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVISAARLFKSYVLDGDKLIPKVAPQAITSVENVGGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQ                             
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSK 
               70        80        90       100       110       120 
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.6  bits: 18.7 E():   46 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (19-38:31-50) 
 
                           10        20        30        40         
AAD-12             DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|261 MGVFNYEAETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQ                             
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gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.6  bits: 18.7 E():   46 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (19-38:31-50) 
 
                           10        20        30        40         
AAD-12             DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|132 MGVFNYETETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQ                             
                                                                    
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.4  bits: 18.9 E():   46 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (62-77:46-61) 
 
              40        50        60        70        80            
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ            
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 72.4  bits: 15.3 E():   47 
Smith-Waterman score: 29; 57.1% identity (71.4% similar) in 7 aa overlap (14-20:1-7) 
 
               10        20        30        40        50        60 
AAD-12 DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
                    ::. : :                                         
gi|751              ADAGYAPAAPGTQPKA                                
                            10                                      
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 72.1  bits: 14.6 E():   48 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (57-61:2-6) 
 
         30        40        50        60        70        80 
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     : :::                    
gi|463                              DRNLVHSATR                
                                            10                
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 71.9  bits: 19.3 E():   50 
Smith-Waterman score: 46; 23.2% identity (46.4% similar) in 56 aa overlap (1-54:120-175) 
 
                                             10          20         
AAD-12                               DMMKVIVGNMAWHA--DSTYMPVMAQGAVF 
                                     . ..::.: .  ::    :  : ::.  .  
gi|481 KLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAG 
      90       100       110       120       130       140          
 
       30        40        50        60        70        80         
AAD-12 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ         
         ...  . .    :   ::    :.                                   
gi|481 ELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAV 
     150       160       170       180       190       200          
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 71.9  bits: 19.3 E():   50 
Smith-Waterman score: 51; 32.7% identity (63.5% similar) in 52 aa overlap (24-71:52-100) 
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                      10        20        30        40        50    
AAD-12        DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     ..:: .:  ::: : .  :  ..::. . . 
gi|168 APATPAAAGAEAGKATTEEQKLIEDINVGFKAAVAAAASVPA-GDK--FKTFEAAFTSSS 
              30        40        50        60           70         
 
                60        70        80                              
AAD-12 EATRA----LVHQRSARHSLVYSQSKLGHVQ                              
       .:. :    :: . .: .:..:                                       
gi|168 KAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPV 
       80        90       100       110       120       130         
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 71.7  bits: 19.3 E():   51 
Smith-Waterman score: 47; 30.8% identity (61.5% similar) in 52 aa overlap (24-71:55-103) 
 
                      10        20        30        40        50    
AAD-12        DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     ..:: .:  :::.     :  ..::. . . 
gi|285 APATPAAAGAAAGKATTEEQKLIEDINVGFKAAVAAAASVPAADK---FKTFEAAFTSSS 
           30        40        50        60           70        80  
 
                60        70        80                              
AAD-12 EATRA----LVHQRSARHSLVYSQSKLGHVQ                              
       .:. :    :: . .: .:..:                                       
gi|285 KAAAAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPV 
              90       100       110       120       130       140  
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.7  bits: 18.4 E():   51 
Smith-Waterman score: 42; 27.6% identity (58.6% similar) in 29 aa overlap (18-46:11-39) 
 
               10        20        30        40        50        60 
AAD-12 DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
                        ..:. : : ::.   . :.  :  . ..:               
gi|126        MRSLLILVLCFLPLAALGKVFGRCELAAAMKRHGLDNYRGYSLGNWVCAAKFE 
                      10        20        30        40        50    
 
               70        80                                         
AAD-12 HQRSARHSLVYSQSKLGHVQ                                         
                                                                    
gi|126 SNFNTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNCA 
            60        70        80        90       100       110    
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 71.6  bits: 19.3 E():   51 
Smith-Waterman score: 46; 30.8% identity (59.6% similar) in 52 aa overlap (24-71:61-109) 
 
                      10        20        30        40        50    
AAD-12        DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     ..:: .:  :::.     :  ..::. . . 
gi|330 APATPAAAGAEAGKATTEEQKLIEDINVGFKAAVAAAASVPAADK---FKTFEAAFTSSS 
               40        50        60        70           80        
 
                60        70        80                              
AAD-12 EATRA----LVHQRSARHSLVYSQSKLGHVQ                              
       .:. :    :: . .: .:. :                                       
gi|330 KAATAKAPGLVPKLDAAYSVSYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPV 
        90       100       110       120       130       140        
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.5  bits: 18.6 E():   52 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (62-76:138-152) 
 
              40        50        60        70        80            
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ            
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
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gi|391 ASIDTILTKV 
       170        
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 71.3  bits: 19.3 E():   53 
Smith-Waterman score: 48; 30.8% identity (61.5% similar) in 52 aa overlap (24-71:66-114) 
 
                      10        20        30        40        50    
AAD-12        DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     ..:: .:  :::.     :  ..::. . . 
gi|330 APATPAAAGAEAGKATTEEQKLIEDINVGFKAAVAAAASVPAADK---FKTFEAAFTSSS 
          40        50        60        70        80           90   
 
                60        70        80                              
AAD-12 EATRA----LVHQRSARHSLVYSQSKLGHVQ                              
       .:. :    :: . .: .:..:                                       
gi|330 KAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPV 
            100       110       120       130       140       150   
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 71.3  bits: 15.0 E():   53 
Smith-Waterman score: 28; 40.0% identity (80.0% similar) in 10 aa overlap (25-34:4-13) 
 
               10        20        30        40        50        60 
AAD-12 DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
                               :.:  :...:                           
gi|131                      GPVGGVVHAHMMPLL                         
                                    10                              
 
               70        80 
AAD-12 HQRSARHSLVYSQSKLGHVQ 
 
>>gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (14-38:27-50) 
 
                            10        20        30        40        
AAD-12              DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
        50        60        70        80                            
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQ                            
                                                                    
gi|212 GEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (19-38:30-49) 
 
                          10        20        30        40          
AAD-12            DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQ                              
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (14-38:27-50) 
 
                            10        20        30        40        
AAD-12              DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
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gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
        50        60        70        80                            
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQ                            
                                                                    
gi|212 GEASKYKYSRHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (19-38:30-49) 
 
                          10        20        30        40          
AAD-12            DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: : . ::            
gi|402 GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFAE 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQ                              
                                                                    
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (19-38:30-49) 
 
                          10        20        30        40          
AAD-12            DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQ                              
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (19-38:31-50) 
 
                           10        20        30        40         
AAD-12             DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQ                             
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (19-38:31-50) 
 
                           10        20        30        40         
AAD-12             DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQ                             
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSK 
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               70        80        90       100       110       120 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (19-38:31-50) 
 
                           10        20        30        40         
AAD-12             DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQ                             
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (19-38:31-50) 
 
                           10        20        30        40         
AAD-12             DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQ                             
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (19-38:31-50) 
 
                           10        20        30        40         
AAD-12             DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQ                             
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (19-38:31-50) 
 
                           10        20        30        40         
AAD-12             DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQ                             
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (19-38:31-50) 
 
                           10        20        30        40         
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AAD-12             DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQ                             
                                                                    
gi|400 EGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (19-38:31-50) 
 
                           10        20        30        40         
AAD-12             DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQ                             
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNK 
               70        80        90       100       110       120 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (19-38:31-50) 
 
                           10        20        30        40         
AAD-12             DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQ                             
                                                                    
gi|167 EGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (19-38:31-50) 
 
                           10        20        30        40         
AAD-12             DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQ                             
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (19-38:31-50) 
 
                           10        20        30        40         
AAD-12             DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQ                             
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gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (19-38:31-50) 
 
                           10        20        30        40         
AAD-12             DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQ                             
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (19-38:31-50) 
 
                           10        20        30        40         
AAD-12             DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQ                             
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 42; 40.0% identity (60.0% similar) in 25 aa overlap (14-38:27-50) 
 
                            10        20        30        40        
AAD-12              DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:   : ::: . . ::          
gi|534 MGVFNYEDEATSVIAPARLFKSFVLDADNL-IPKVAPENVSSAENIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
        50        60        70        80                            
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQ                            
                                                                    
gi|534 PEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITS 
      60        70        80        90       100       110          
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (19-38:31-50) 
 
                           10        20        30        40         
AAD-12             DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQ                             
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (19-38:31-50) 
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                           10        20        30        40         
AAD-12             DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVMPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQ                             
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (19-38:31-50) 
 
                           10        20        30        40         
AAD-12             DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQ                             
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (19-38:31-50) 
 
                           10        20        30        40         
AAD-12             DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQ                             
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (19-38:31-50) 
 
                           10        20        30        40         
AAD-12             DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQ                             
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 70.5  bits: 19.7 E():   59 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (44-58:431-446) 
 
            20        30        40        50         60        70   
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYS 
                                     :..: :::.: ...::               
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA               
              410       420       430       440                     
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             80 
AAD-12 QSKLGHVQ 
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.5  bits: 18.1 E():   59 
Smith-Waterman score: 41; 20.9% identity (47.8% similar) in 67 aa overlap (18-75:3-69) 
 
               10        20        30        40        50           
AAD-12 DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL-------- 
                        .. ..  . :..: :   . :     . : :.: :         
gi|856                MKFIITLFAAIVMAAAVSGFIVGDKKEDEWRMAFDRLMMEELETK 
                              10        20        30        40      
 
              60        70        80                                
AAD-12 -DEATRALVHQRSARHSLVYSQSKLGHVQ                                
        :.. ..:.:     . :  ..::                                     
gi|856 IDQVEKGLLHLSEQYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLNMF 
          50        60        70        80        90       100      
 
>>gi|4006947|emb|CAA07320.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.4  bits: 17.8 E():   60 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (20-38:32-50) 
 
                          10        20        30        40          
AAD-12            DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      50        60        70        80                             
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQ                             
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|4006963|emb|CAA07328.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.4  bits: 17.8 E():   60 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (20-38:32-50) 
 
                          10        20        30        40          
AAD-12            DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      50        60        70        80                             
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQ                             
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.2  bits: 18.1 E():   61 
Smith-Waterman score: 41; 34.6% identity (61.5% similar) in 26 aa overlap (16-41:5-30) 
 
               10        20        30        40        50        60 
AAD-12 DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
                      :.:  ...   ::   .: :::.. :                    
gi|217            MASKSNYNLLFTALLVFIFAAVAAVGNEDCTPWTSTLITPLPSCRNYVE 
                          10        20        30        40          
 
               70        80                                         
AAD-12 HQRSARHSLVYSQSKLGHVQ                                         
                                                                    
gi|217 EQACRIEMPGPPYLAKQECCEQLANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREV 
      50        60        70        80        90       100          
 
>>gi|75139847|sp|Q7M1E8|Q7M1E8_9ROSA Pollen major allerg  (12 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 70.2  bits: 14.5 E():   62 
Smith-Waterman score: 26; 57.1% identity (71.4% similar) in 7 aa overlap (4-10:4-10) 
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               10        20        30        40        50        60 
AAD-12 DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
          ::. : :                                                   
gi|751 ATGKVVQGAMPP                                                 
               10                                                   
 
>>gi|114326420|ref|NP_001041618.1| major allergen I poly  (88 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 70.1  bits: 17.3 E():   62 
Smith-Waterman score: 38; 31.8% identity (63.6% similar) in 22 aa overlap (15-36:3-24) 
 
               10        20        30        40        50        60 
AAD-12 DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
                     :..  :  . .:. . :. :::                         
gi|114             MLDAALPPCPTVAATADCEICPAVKRDVDLFLTGTPDEYVEQVAQYKA 
                           10        20        30        40         
 
               70        80                     
AAD-12 HQRSARHSLVYSQSKLGHVQ                     
                                                
gi|114 LPVVLENARILKNCVDAKMTEEDKENALSLLDKIYTSPLC 
       50        60        70        80         
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 69.3  bits: 19.4 E():   69 
Smith-Waterman score: 47; 21.0% identity (54.8% similar) in 62 aa overlap (12-71:272-333) 
 
                                  10        20          30          
AAD-12                    DMMKVIVGNMAWHADSTYMPV--MAQGAVFSAEVVPAVGGR 
                                     ...: .: :    .   .:.. .:   .:  
gi|558 ESIPFVHLGHRDSLEGDLLNRNNTFKPFAEYKSDYVYEPFPKSVWEQIFGTWLVKPGAGI 
             250       260       270       280       290       300  
 
      40        50        60        70        80                    
AAD-12 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ                    
         :  . :. .:  ::.  . :....  .. :                             
gi|558 MIFDPYGATISATPEAATPFPHRKGVLFNIQYVNYWFAPGAGAAPLSWSKEIYNYMEPYV 
             310       320       330       340       350       360  
 
gi|558 SKNPRQAYANYRDIDLGRNEVVNGVSTYSSGKVWGQKYFKGNFERLAITKGKVDPTDYFR 
             370       380       390       400       410       420  
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.2  bits: 17.5 E():   69 
Smith-Waterman score: 39; 53.8% identity (69.2% similar) in 13 aa overlap (43-55:72-84) 
 
             20        30        40        50        60        70   
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
                                     ::.::  ::  .:                  
gi|131 ELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDE 
              50        60        70        80        90       100  
 
             80     
AAD-12 QSKLGHVQ     
                    
gi|131 FGALVDKWGAKG 
             110    
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.2  bits: 17.8 E():   70 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (50-78:101-129) 
 
      20        30        40        50        60        70          
AAD-12 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
      80    
AAD-12 Q    
            
gi|273 RRRR 
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>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.2  bits: 17.8 E():   70 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (50-78:101-129) 
 
      20        30        40        50        60        70          
AAD-12 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
      80    
AAD-12 Q    
            
gi|273 RRRR 
            
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.1  bits: 18.5 E():   70 
Smith-Waterman score: 43; 30.0% identity (55.0% similar) in 20 aa overlap (6-25:1-20) 
 
               10        20        30        40        50        60 
AAD-12 DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
            : .:. :.  .   :.  ::                                    
gi|142      IPANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLD 
                    10        20        30        40        50      
 
>>gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 41; 32.0% identity (64.0% similar) in 25 aa overlap (14-38:27-50) 
 
                            10        20        30        40        
AAD-12              DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGDGGPGTIKKITF 
               10        20        30         40        50          
 
        50        60        70        80                            
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQ                            
                                                                    
gi|212 GEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (19-38:30-49) 
 
                          10        20        30        40          
AAD-12            DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFPE 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQ                              
                                                                    
gi|437 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISHKY 
               70        80        90       100       110       120 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (19-38:31-50) 
 
                           10        20        30        40         
AAD-12             DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
       50        60        70        80                             
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AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQ                             
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (19-38:31-50) 
 
                           10        20        30        40         
AAD-12             DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQ                             
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (19-38:31-50) 
 
                           10        20        30        40         
AAD-12             DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQ                             
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (19-38:31-50) 
 
                           10        20        30        40         
AAD-12             DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQ                             
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (19-38:31-50) 
 
                           10        20        30        40         
AAD-12             DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|154 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQ                             
                                                                    
gi|154 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.1  bits: 18.0 E():   71 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 3379



 

 

Smith-Waterman score: 44; 26.4% identity (60.4% similar) in 53 aa overlap (3-53:99-150) 
 
                                           10        20        30   
AAD-12                             DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     :.... .:: .  .  .:  ::   : : . 
gi|170 TGQFATHAGRIVGFVSEIVALMGNSANMPAMETLIKDMAANHKARGIP-KAQFNEFRASL 
       70        80        90       100       110        120        
 
             40          50        60        70        80 
AAD-12 VPAVGGRTCFAD-MRAAY-DALDEATRALVHQRSARHSLVYSQSKLGHVQ 
       :  . ... . : . ::. ..::                            
gi|170 VSYLQSKVSWNDSLGAAWTQGLDNVFNMMFSYL                  
       130       140       150       160                  
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (19-38:31-50) 
 
                           10        20        30        40         
AAD-12             DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQ                             
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (19-38:31-50) 
 
                           10        20        30        40         
AAD-12             DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQ                             
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (19-38:31-50) 
 
                           10        20        30        40         
AAD-12             DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|125 MGVFNYETEATSVIPAARLFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQ                             
                                                                    
gi|125 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.7  bits: 17.3 E():   74 
Smith-Waterman score: 38; 37.5% identity (62.5% similar) in 16 aa overlap (20-35:41-56) 
 
                          10        20        30        40          
AAD-12            DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..  :: :  ..: :               
gi|166 GSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAAYVMNLYYQHAG 
               20        30        40        50        60        70 
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      50        60        70        80 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                       
gi|166 RNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
               80        90       100  
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.6  bits: 19.7 E():   75 
Smith-Waterman score: 48; 27.3% identity (66.7% similar) in 33 aa overlap (48-80:283-315) 
 
        20        30        40        50        60        70        
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG 
                                     : .. .:..: :  : . :....  ...:  
gi|258 QQPFGRPRQQEQQGNGNNVFSGFNTQLLAQALNVNEETARNLQGQNDNRNQIIQVRGNLD 
            260       270       280       290       300       310   
 
        80                                                          
AAD-12 HVQ                                                          
        ::                                                          
gi|258 FVQPPRGRQEREHEERQQEQLQQERQQQGEQLMANGLEETFCSLRLKENIGNPERADIFS 
            320       330       340       350       360       370   
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.5  bits: 17.7 E():   76 
Smith-Waterman score: 40; 35.3% identity (70.6% similar) in 17 aa overlap (24-40:30-46) 
 
                     10        20        30        40        50     
AAD-12       DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                    :::. ...  :  ::..               
gi|476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVQGATVAVDCRPFNGGESKLKAEATTDGLGWY 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQ                                   
                                                                    
gi|476 KIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQGIRYANPIAFFR 
               70        80        90       100       110       120 
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.5  bits: 19.4 E():   76 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (59-80:332-353) 
 
       30        40        50        60        70        80         
AAD-12 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ         
                                     : :     ::..:. .  :.::         
gi|259 LTTLNSLNLPILKWLQLSVEKGVLYKNALVLPHWNLNSHSIIYGCKGKGQVQVVDNFGNR 
             310       320       330       340       350       360  
 
gi|259 VFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRAMTSPLAGRTSVLGGMPEEVL 
             370       380       390       400       410       420  
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 68.0  bits: 17.0 E():   81 
Smith-Waterman score: 37; 33.3% identity (55.6% similar) in 18 aa overlap (1-18:47-64) 
 
                                             10        20        30 
AAD-12                               DMMKVIVGNMAWHADSTYMPVMAQGAVFSA 
                                     :.  : .   .: ::. :             
gi|323 GYCGTTADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGP 
         20        30        40        50        60        70       
 
               40        50        60        70        80 
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                                          
gi|323 AGPRCLRTNAAVTVR                                    
         80        90                                     
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 67.8  bits: 14.8 E():   83 
Smith-Waterman score: 28; 44.4% identity (66.7% similar) in 9 aa overlap (4-12:12-20) 
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                       10        20        30        40        50   
AAD-12         DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
                  .: :: . :                                         
gi|463 DFVDAHNAARAQVGVGPVHWT                                        
               10        20                                         
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 17.7 E():   84 
Smith-Waterman score: 40; 43.8% identity (62.5% similar) in 16 aa overlap (17-32:29-44) 
 
                           10        20        30        40         
AAD-12             DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.:.                 
gi|134 MGVQTHVLELTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPD 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQ                             
                                                                    
gi|134 GGPITTMTLRIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIF 
               70        80        90       100       110       120 
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 17.7 E():   84 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (17-32:29-44) 
 
                           10        20        30        40         
AAD-12             DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|215 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAATGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQ                             
                                                                    
gi|215 GSPITTMTVRTDAVNKEALSYDSTVIDGDILLGFIESIETHMVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 17.7 E():   84 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (17-32:29-44) 
 
                           10        20        30        40         
AAD-12             DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|892 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQ                             
                                                                    
gi|892 GSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.6  bits: 17.2 E():   85 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (42-55:39-52) 
 
              20        30        40        50        60        70  
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|191 TLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
              80                                    
AAD-12 SQSKLGHVQ                                    
                                                    
gi|191 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
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>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.6  bits: 17.2 E():   85 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (42-55:39-52) 
 
              20        30        40        50        60        70  
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|730 TLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
              80                                    
AAD-12 SQSKLGHVQ                                    
                                                    
gi|730 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (20-38:31-49) 
 
                          10        20        30        40          
AAD-12            DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|437 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQ                              
                                                                    
gi|437 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (20-38:31-49) 
 
                          10        20        30        40          
AAD-12            DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|384 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENISGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQ                              
                                                                    
gi|384 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (20-38:31-49) 
 
                          10        20        30        40          
AAD-12            DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|159 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQ                              
                                                                    
gi|159 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|4376222|emb|CAA04829.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (20-38:31-49) 
 
                          10        20        30        40          
AAD-12            DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
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gi|437 GVFNYEIGATSVIPAARLFKAFILVGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQ                              
                                                                    
gi|437 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
               70        80        90       100       110       120 
 
>>gi|4006953|emb|CAA07323.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (20-38:32-50) 
 
                          10        20        30        40          
AAD-12            DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      50        60        70        80                              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQ                              
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (20-38:32-50) 
 
                          10        20        30        40          
AAD-12            DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYEIEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      50        60        70        80                              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQ                              
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|4006957|emb|CAA07325.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (20-38:32-50) 
 
                          10        20        30        40          
AAD-12            DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKINFPE 
              10        20        30        40        50        60  
 
      50        60        70        80                              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQ                              
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|82492265|gb|ABB78006.1| major allergen Pru p 1 [Pru  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 32.0% identity (64.0% similar) in 25 aa overlap (14-38:27-50) 
 
                            10        20        30        40        
AAD-12              DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  .:.. . ::          
gi|824 MGVFTYESEFTSEIPPPRLFKAFVLDADNL-VPKIAPQAIKHSEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
        50        60        70        80                            
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQ                            
                                                                    
gi|824 GEGSQYGYVKHKIDSIDKENHSYSYTLIEGDALGDNLEKISYETKLVASPSGGSIIKSTS 
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      60        70        80        90       100       110          
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (20-38:32-50) 
 
                          10        20        30        40          
AAD-12            DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      50        60        70        80                              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQ                              
                                                                    
gi|116 GIPFKYVKGRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (20-38:32-50) 
 
                          10        20        30        40          
AAD-12            DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      50        60        70        80                              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQ                              
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|1513216|gb|AAC02632.1| cherry-allergen PRUA1 [Prunu  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 32.0% identity (64.0% similar) in 25 aa overlap (14-38:27-50) 
 
                            10        20        30        40        
AAD-12              DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  .:.. . ::          
gi|151 MGVFTYESEFTSEIPPPRLFKAFVLDADNL-VPKIAPQAIKHSEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
        50        60        70        80                            
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQ                            
                                                                    
gi|151 GEGSQYGYVKHKIDSIDKENYSYSYTLIEGDALGDTLEKISYETKLVASPSGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (19-38:31-50) 
 
                           10        20        30        40         
AAD-12             DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|730 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQ                             
                                                                    
gi|730 EGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (20-38:32-50) 
 
                          10        20        30        40          
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AAD-12            DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|256 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      50        60        70        80                              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQ                              
                                                                    
gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (20-38:32-50) 
 
                          10        20        30        40          
AAD-12            DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|114 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      50        60        70        80                              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQ                              
                                                                    
gi|114 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (20-38:32-50) 
 
                          10        20        30        40          
AAD-12            DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      50        60        70        80                              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQ                              
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGPILKISNKY 
              70        80        90       100       110       120  
 
>>gi|167472849|gb|ABZ81046.1| pollen allergen Que a 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 30.0% identity (70.0% similar) in 20 aa overlap (19-38:31-50) 
 
                           10        20        30        40         
AAD-12             DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :. :.:.. . ::           
gi|167 MGVFTYESEDASVIPPARLFKAFVLDSDNLIPKVVPQALKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQ                             
                                                                    
gi|167 EGSHLKHAKHRIDVIDPENFTYSFSVIEGDALFDKLENVSTETKIVASPDGGSIVKSTSK 
               70        80        90       100       110       120 
 
>>gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (20-38:32-50) 
 
                          10        20        30        40          
AAD-12            DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      50        60        70        80                              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQ                              
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gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDILEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (20-38:32-50) 
 
                          10        20        30        40          
AAD-12            DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      50        60        70        80                              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQ                              
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (20-38:32-50) 
 
                          10        20        30        40          
AAD-12            DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      50        60        70        80                              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQ                              
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVTTPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (20-38:32-50) 
 
                          10        20        30        40          
AAD-12            DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      50        60        70        80                              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQ                              
                                                                    
gi|459 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (20-38:32-50) 
 
                          10        20        30        40          
AAD-12            DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKASILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      50        60        70        80                              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQ                              
                                                                    
gi|132 GSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKF 
              70        80        90       100       110       120  
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (20-38:32-50) 
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                          10        20        30        40          
AAD-12            DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      50        60        70        80                              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQ                              
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (20-38:32-50) 
 
                          10        20        30        40          
AAD-12            DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      50        60        70        80                              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQ                              
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (20-38:32-50) 
 
                          10        20        30        40          
AAD-12            DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      50        60        70        80                              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQ                              
                                                                    
gi|125 GFPFKYVKDGVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (20-38:32-50) 
 
                          10        20        30        40          
AAD-12            DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|241 GVFNYETETTSVIPAARLFKAFFLDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      50        60        70        80                              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQ                              
                                                                    
gi|241 GFPFRYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (20-38:32-50) 
 
                          10        20        30        40          
AAD-12            DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
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      50        60        70        80                              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQ                              
                                                                    
gi|132 GIPFKYVKDRVDEVDHANFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (20-38:32-50) 
 
                          10        20        30        40          
AAD-12            DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSLIPAARLFRAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      50        60        70        80                              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQ                              
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (20-38:32-50) 
 
                          10        20        30        40          
AAD-12            DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      50        60        70        80                              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQ                              
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (20-38:32-50) 
 
                          10        20        30        40          
AAD-12            DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      50        60        70        80                              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQ                              
                                                                    
gi|125 GFPFEYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (20-38:32-50) 
 
                          10        20        30        40          
AAD-12            DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      50        60        70        80                              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQ                              
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 [Be  (160 aa) 
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 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (20-38:32-50) 
 
                          10        20        30        40          
AAD-12            DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      50        60        70        80                              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQ                              
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (20-38:32-50) 
 
                          10        20        30        40          
AAD-12            DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPG 
              10        20        30        40        50        60  
 
      50        60        70        80                              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQ                              
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321728|emb|CAA96547.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (20-38:32-50) 
 
                          10        20        30        40          
AAD-12            DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      50        60        70        80                              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQ                              
                                                                    
gi|132 GFPFKYVKDRVDEVAHKNFKYSYSVIEGGPIGDTLEKISNEIKIVATPDGRSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (20-38:32-50) 
 
                          10        20        30        40          
AAD-12            DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      50        60        70        80                              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQ                              
                                                                    
gi|132 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (19-38:31-50) 
 
                           10        20        30        40         
AAD-12             DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
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               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQ                             
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGFVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|320545|pir||A45786 major pollen allergen Bet v I -   (51 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 67.1  bits: 16.0 E():   90 
Smith-Waterman score: 33; 36.8% identity (52.6% similar) in 19 aa overlap (20-38:31-49) 
 
                          10        20        30        40          
AAD-12            DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :  :.: .   ::            
gi|320 GVFNYEAETTSVIPAAWLWKXFILDGDNLFPKVAPQAXTSVENIYERGGWG          
               10        20        30        40        50           
 
      50        60        70        80 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQ 
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.1  bits: 18.4 E():   91 
Smith-Waterman score: 43; 47.6% identity (71.4% similar) in 21 aa overlap (21-41:8-24) 
 
               10        20        30        40        50        60 
AAD-12 DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
                           .:. :::..: :   ::: .:                    
gi|286              MGSLANNIMVVGAVLAALV---VGG-SCGPPKVPPGPNITTNYNGKW 
                            10           20         30        40    
 
               70        80                                         
AAD-12 HQRSARHSLVYSQSKLGHVQ                                         
                                                                    
gi|286 LTARATWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCK 
            50        60        70        80        90       100    
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.0  bits: 17.4 E():   92 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (27-36:57-66) 
 
                   10        20        30        40        50       
AAD-12     DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .::  .::::                     
gi|291 ATAGGSLLVPSGLILAGTVIALTLATPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAA 
         30        40        50        60        70        80       
 
         60        70        80                               
AAD-12 RALVHQRSARHSLVYSQSKLGHVQ                               
                                                              
gi|291 VTVLSWIYRYVTGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVTGSQGS 
         90       100       110       120       130       140 
 
>>gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Allerg  (27 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 66.9  bits: 15.0 E():   93 
Smith-Waterman score: 29; 22.7% identity (54.5% similar) in 22 aa overlap (41-62:6-27) 
 
               20        30        40        50        60        70 
AAD-12 AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV 
                                     :    . .:. :.  ..  :.:         
gi|391                          SFREQCVPGREITYECLNACAEYAVRQ         
                                        10        20                
 
               80 
AAD-12 YSQSKLGHVQ 
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 66.8  bits: 19.3 E():   93 
Smith-Waterman score: 47; 34.0% identity (56.6% similar) in 53 aa overlap (5-56:310-352) 
 
                                         10         20        30    
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AAD-12                           DMMKVIVGNMAWHADS-TYMPVMAQGAVFSAEVV 
                                     : .::   .::. .: :. :. :.       
gi|289 SVANMSLGGGKSKTLEDAVNAGVEAGLHFAVAAGND--NADACNYSPAAAEKAI------ 
     280       290       300       310         320       330        
 
            40        50        60        70        80              
AAD-12 PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ              
        .::. : .:: :: ..   : :                                      
gi|289 -TVGAST-LADERAYFSNYGECTDIFAPGLNILSTWIGSNYATNIISGTSMASPHIAGLL 
               340       350       360       370       380          
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.4 E():   96 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (27-36:62-71) 
 
                   10        20        30        40        50       
AAD-12     DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .::  .::::                     
gi|198 VTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAA 
              40        50        60        70        80        90  
 
         60        70        80                               
AAD-12 RALVHQRSARHSLVYSQSKLGHVQ                               
                                                              
gi|198 LSVLSWIYRYLTGKHPPGADQLESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
             100       110       120       130       140      
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.4 E():   96 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (27-36:62-71) 
 
                   10        20        30        40        50       
AAD-12     DMMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .::  .::::                     
gi|753 VTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAA 
              40        50        60        70        80        90  
 
         60        70        80                               
AAD-12 RALVHQRSARHSLVYSQSKLGHVQ                               
                                                              
gi|753 LSVLSWIYRYLTGKHPPGADQLESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
             100       110       120       130       140      
 
>>gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} [De  (20 aa) 
 initn:  27 init1:  27 opt:  27  Z-score: 66.5  bits: 14.5 E():   97 
Smith-Waterman score: 30; 50.0% identity (64.3% similar) in 14 aa overlap (35-48:1-12) 
 
           10        20        30        40        50        60     
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS 
                                     ::::.   ::.  :                 
gi|404                               AVGGQD--ADLAEAPFQISLLK         
                                               10        20         
 
           70        80 
AAD-12 ARHSLVYSQSKLGHVQ 
 
>>gi|47117350|sp||Q7M3Y8_1 [Segment 1 of 6] Tropomyosin   (20 aa) 
 initn:  27 init1:  27 opt:  27  Z-score: 66.5  bits: 14.5 E():   97 
Smith-Waterman score: 27; 25.0% identity (75.0% similar) in 12 aa overlap (43-54:2-13) 
 
             20        30        40        50        60        70   
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
                                     :...  .: ..:                   
gi|471                              AANLENDFDNVNEQLQDALS            
                                            10        20            
 
             80 
AAD-12 QSKLGHVQ 
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80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:46 2011 done: Fri Jan 21 00:02:46 2011 
 Total Scan time:  0.070 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 98  - 177 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     2     0:= 
  30     3     2:* 
  32     5     8:==* 
  34    16    22:====== * 
  36    28    44:==========    * 
  38    42    73:==============          * 
  40   105   102:=================================*= 
  42    59   125:====================                     * 
  44   117   138:=======================================      * 
  46   119   140:========================================      * 
  48   136   134:============================================*= 
  50   172   122:========================================*================= 
  52   119   108:===================================*==== 
  54   100    92:==============================*=== 
  56    70    77:======================== * 
  58    52    63:==================  * 
  60    44    51:=============== * 
  62    42    41:=============* 
  64    33    33:==========* 
  66    52    26:========*========= 
  68    27    20:======*== 
  70    41    16:=====*======== 
  72     9    12:===* 
  74    20    10:===*=== 
  76    19     8:==*==== 
  78    15     6:=*=== 
  80    15     5:=*=== 
  82     8     3:*== 
  84     1     3:* 
  86     4     2:*= 
  88     6     2:*=         inset = represents 1 library sequences 
  90     3     1:* 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     1     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     1     0:=         *= 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
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 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 6.02150.00308; mu= -0.3049 0.161 
 mean_var=32.2963 8.415, 0's: 2 Z-trim: 2  B-trim: 186 in 1/43 
 Lambda= 0.225683 
 Kolmogorov-Smirnov  statistic: 0.1057 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   62 24.9    0.56 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   57 23.2     1.8 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   57 23.2       2 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   56 22.9     2.5 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   58 23.2     3.8 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   54 22.2     3.9 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   53 21.9     4.3 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   53 21.9     4.9 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.6     5.8 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   52 21.6     6.1 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 21.6     6.1 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   52 21.6     6.1 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   52 21.6     6.2 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   49 20.8       7 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   55 22.2     7.4 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   50 21.0     7.6 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 18.6     7.9 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 18.6     7.9 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   49 20.6      11 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   56 22.3      12 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   56 22.2      13 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   56 22.2      13 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   56 22.2      13 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   53 21.5      14 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   52 21.2      15 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   55 21.9      15 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   53 21.5      15 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 19.7      17 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   51 20.9      17 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   45 19.5      18 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 20.0      18 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   47 19.9      18 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 19.9      19 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 19.9      19 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   47 19.9      19 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   47 19.9      19 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   47 19.9      19 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   47 19.9      19 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   47 19.9      19 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   47 19.9      19 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   47 19.9      19 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   47 19.9      19 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   47 19.9      19 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   47 19.9      19 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   47 19.9      19 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 19.9      19 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 19.9      19 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   45 19.4      20 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.6      21 
gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   48 20.1      22 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   44 19.1      23 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 20.6      23 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   46 19.6      24 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 19.6      24 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   46 19.6      24 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 19.6      24 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 19.6      24 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   46 19.6      24 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 19.6      24 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 17.0      24 
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gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   51 20.8      24 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   51 20.8      24 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   51 20.8      24 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   51 20.8      24 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   51 20.8      24 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   51 20.8      24 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 18.4      27 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.8      28 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   45 19.3      29 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   45 19.3      29 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   45 19.3      29 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   45 19.3      29 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   45 19.3      29 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   45 19.3      29 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   45 19.3      30 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   45 19.3      30 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   44 19.0      30 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   43 18.8      32 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   47 19.7      32 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 20.4      33 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   43 18.8      33 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 15.9      33 
gi|14422363|emb|CAC41635.1| plantain pollen major  ( 131)   43 18.7      36 
gi|14422359|emb|CAC41633.1| plantain pollen major  ( 131)   43 18.7      36 
gi|14422361|emb|CAC41634.1| plantain pollen major  ( 131)   43 18.7      36 
gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum  (  94)   41 18.3      36 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 20.4      36 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   49 20.2      37 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   44 19.0      37 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   44 19.0      37 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   44 19.0      37 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   44 19.0      37 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   44 19.0      37 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   44 18.9      37 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   49 20.1      39 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 20.1      41 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   47 19.6      41 
gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Glo ( 151)   43 18.7      43 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   43 18.6      44 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   43 18.6      46 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   43 18.6      46 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   43 18.6      46 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.9      47 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 15.3      48 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 14.5      50 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   42 18.3      52 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.6      53 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   28 15.0      55 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   49 20.0      55 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   49 20.0      55 
gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allerge ( 159)   42 18.3      57 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.3      57 
gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allerge ( 159)   42 18.3      57 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   42 18.3      57 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   42 18.3      57 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.3      58 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 18.3      58 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.3      58 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.3      58 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   42 18.3      58 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.3      58 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.3      58 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 18.3      58 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 18.3      58 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   42 18.3      58 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   42 18.3      58 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   42 18.3      58 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   42 18.3      58 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   42 18.3      58 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   42 18.3      58 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.3      58 
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gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.3      58 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.3      58 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   42 18.3      58 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 19.7      60 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   41 18.0      61 
gi|4006947|emb|CAA07320.1| pollen allergen Betv1,  ( 120)   40 17.8      61 
gi|4006963|emb|CAA07328.1| pollen allergen Betv1,  ( 120)   40 17.8      61 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   41 18.0      62 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   45 19.0      63 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   45 19.0      63 
gi|114326420|ref|NP_001041618.1| major allergen I  (  88)   38 17.3      63 
gi|75139847|sp|Q7M1E8|Q7M1E8_9ROSA Pollen major al (  12)   26 14.4      63 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   45 19.0      64 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   45 19.0      65 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   45 19.0      67 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 17.8      68 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   47 19.4      70 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.5      71 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   40 17.7      71 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   40 17.7      71 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   43 18.5      71 
gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allerge ( 159)   41 18.0      72 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   41 18.0      72 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   41 18.0      72 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   41 18.0      72 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   41 18.0      72 
gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   41 18.0      72 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   41 18.0      72 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   41 18.0      72 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   41 18.0      72 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   41 18.0      72 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   41 18.0      72 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   48 19.6      76 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   38 17.2      76 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   47 19.4      78 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   40 17.7      78 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   40 17.7      86 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   40 17.7      86 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   40 17.7      86 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   28 14.8      86 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   38 17.2      87 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   38 17.2      87 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   40 17.7      89 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   40 17.7      89 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   40 17.7      89 
gi|4376222|emb|CAA04829.1| pollen allergen, Betv1  ( 159)   40 17.7      89 
gi|4006953|emb|CAA07323.1| pollen allergen Betv1,  ( 160)   40 17.6      90 
gi|82492265|gb|ABB78006.1| major allergen Pru p 1  ( 160)   40 17.6      90 
gi|4006957|emb|CAA07325.1| pollen allergen Betv1,  ( 160)   40 17.6      90 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   40 17.6      90 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   40 17.6      90 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   40 17.6      90 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   40 17.6      90 
gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=M ( 160)   40 17.6      90 
gi|1513216|gb|AAC02632.1| cherry-allergen PRUA1 [P ( 160)   40 17.6      90 
gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 ( 160)   40 17.6      90 
gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Be ( 160)   40 17.6      90 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   40 17.6      90 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   40 17.6      90 
gi|167472849|gb|ABZ81046.1| pollen allergen Que a  ( 160)   40 17.6      90 
gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=M ( 160)   40 17.6      90 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   40 17.6      90 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   40 17.6      90 
gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen be ( 160)   40 17.6      90 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   40 17.6      90 
gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula pl ( 160)   40 17.6      90 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   40 17.6      90 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   40 17.6      90 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   40 17.6      90 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   40 17.6      90 
gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula pl ( 160)   40 17.6      90 
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gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   40 17.6      90 
gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 ( 160)   40 17.6      90 
gi|1321728|emb|CAA96547.1| major allergen Bet v 1  ( 160)   40 17.6      90 
gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 ( 160)   40 17.6      90 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   40 17.6      90 
gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 ( 161)   40 17.6      91 
gi|320545|pir||A45786 major pollen allergen Bet v  (  51)   33 16.0      92 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   43 18.4      93 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   39 17.4      94 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   50 20.0      95 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   50 20.0      95 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   47 19.3      95 
gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Al (  27)   29 15.0      96 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   39 17.4      98 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   39 17.4      98 
gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos t ( 172)   40 17.6      99 
gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} (  20)   27 14.5   1e 
gi|47117350|sp||Q7M3Y8_1 [Segment 1 of 6] Tropomyo (  20)   27 14.5   1e 
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 107.0  bits: 24.9 E(): 0.56 
Smith-Waterman score: 62; 26.5% identity (59.2% similar) in 49 aa overlap (15-63:5-52) 
 
               10        20        30        40        50        60 
AAD-12 MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH 
                     :.  :..  ... :. .. :. :. :.: :    . : :. :  :  
gi|189           MASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPL-EGCREYVA 
                         10        20        30        40           
 
               70        80                                         
AAD-12 QRSARHSLVYSQSKLGHVQQ                                         
       :..                                                          
gi|189 QQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPG 
      50        60        70        80        90       100          
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  50 init1:  50 opt:  57  Z-score: 98.1  bits: 23.2 E():  1.8 
Smith-Waterman score: 57; 24.5% identity (59.2% similar) in 49 aa overlap (15-63:5-52) 
 
               10        20        30        40        50        60 
AAD-12 MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH 
                     :.  :..  ... :. .. .. :. :.: :    . : :. :  :  
gi|439           MASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPL-EGCREYVA 
                         10        20        30        40           
 
               70        80                                         
AAD-12 QRSARHSLVYSQSKLGHVQQ                                         
       :..                                                          
gi|439 QQTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLP 
      50        60        70        80        90       100          
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 97.1  bits: 23.2 E():    2 
Smith-Waterman score: 57; 41.4% identity (69.0% similar) in 29 aa overlap (9-37:23-50) 
 
                             10        20        30        40       
AAD-12               MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: :::.: . ::          
gi|444 MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
         50        60        70        80                           
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                           
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 95.3  bits: 22.9 E():  2.5 
Smith-Waterman score: 56; 40.0% identity (68.0% similar) in 25 aa overlap (13-37:27-50) 
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                             10        20        30        40       
AAD-12               MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. :::.. . ::          
gi|165 MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
         50        60        70        80                           
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                           
                                                                    
gi|165 GEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSILKNTS 
      60        70        80        90       100       110          
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 92.1  bits: 23.2 E():  3.8 
Smith-Waterman score: 58; 26.0% identity (56.0% similar) in 50 aa overlap (10-59:23-71) 
 
                            10        20        30        40        
AAD-12              MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                             .. ::. : :. :   .  : ..::.::    .: .   
gi|663 MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGKATTDEQKL 
               10        20        30        40         50          
 
        50        60        70        80                            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                            
        . .. . .: :                                                 
gi|663 LEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILKLDTDYDVA 
      60        70        80        90       100       110          
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 91.8  bits: 22.2 E():  3.9 
Smith-Waterman score: 54; 37.9% identity (69.0% similar) in 29 aa overlap (9-37:23-50) 
 
                             10        20        30        40       
AAD-12               MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: .::.: . ::          
gi|444 MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
         50        60        70        80                           
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                           
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 91.1  bits: 21.9 E():  4.3 
Smith-Waterman score: 53; 24.5% identity (55.1% similar) in 49 aa overlap (15-63:5-52) 
 
               10        20        30        40        50        60 
AAD-12 MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH 
                     :.  :..   .. :. .. .. :  :.: :    . : :. :  :  
gi|217           MASKSSISPLLLATVLVSVFAAATATGPYCYAGMGLPINPL-EGCREYVA 
                         10        20        30        40           
 
               70        80                                         
AAD-12 QRSARHSLVYSQSKLGHVQQ                                         
       :..                                                          
gi|217 QQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLP 
      50        60        70        80        90       100          
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  53  Z-score: 90.0  bits: 21.9 E():  4.9 
Smith-Waterman score: 53; 22.4% identity (55.2% similar) in 58 aa overlap (18-69:31-87) 
 
                            10        20        30             40   
AAD-12              MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICF- 
               10        20        30        40        50           
 
             50        60         70        80                      
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AAD-12 DMRAAYDALDEATRALVHQR-SARHSLVYSQSKLGHVQQ                      
       :  . .. . . .. . .   : :.:..                                 
gi|132 DEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSIS 
      60        70        80        90       100       110          
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 88.8  bits: 21.6 E():  5.8 
Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (48-71:29-52) 
 
        20        30        40        50        60        70        
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 
                                     : : :::  : .  ..: .: .::       
gi|144   KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLS 
                 10        20        30        40        50         
 
        80                                                          
AAD-12 VQQ                                                          
                                                                    
gi|144 DSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAG 
       60        70        80        90       100       110         
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 88.3  bits: 21.6 E():  6.1 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (13-37:27-50) 
 
                             10        20        30        40       
AAD-12               MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|131 MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
         50        60        70        80                           
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                           
                                                                    
gi|131 GEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 88.3  bits: 21.6 E():  6.1 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (13-37:27-50) 
 
                             10        20        30        40       
AAD-12               MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|602 MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
         50        60        70        80                           
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                           
                                                                    
gi|602 GEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 88.3  bits: 21.6 E():  6.1 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (13-37:27-50) 
 
                             10        20        30        40       
AAD-12               MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|279 MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
         50        60        70        80                           
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                           
                                                                    
gi|279 GEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 88.3  bits: 21.6 E():  6.2 
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Smith-Waterman score: 52; 37.9% identity (69.0% similar) in 29 aa overlap (9-37:23-50) 
 
                             10        20        30        40       
AAD-12               MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: .::.: . ::          
gi|444 MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
         50        60        70        80                           
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                           
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 87.2  bits: 20.8 E():    7 
Smith-Waterman score: 49; 22.4% identity (56.9% similar) in 58 aa overlap (23-80:4-59) 
 
               10        20        30        40        50        60 
AAD-12 MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH 
                             .:.. .:.:. :. :     : .: . :   :...    
gi|777                    MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADD 
                                  10        20        30        40  
 
               70        80                                         
AAD-12 QRSARHSLVYSQSKLGHVQQ                                         
        ..:    . .:.: : ...                                         
gi|777 IKKAFA--IIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVD 
                50        60        70        80        90          
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 86.8  bits: 22.2 E():  7.4 
Smith-Waterman score: 55; 25.5% identity (55.3% similar) in 47 aa overlap (4-49:16-62) 
 
                           10         20        30        40        
AAD-12             MMKVIVGNMA-WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                      ...:  : . ::. : :. :   .  : .  :.::..   ...   
gi|441 MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLL 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                            
        :                                                           
gi|441 EDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAY 
               70        80        90       100       110       120 
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 86.7  bits: 21.0 E():  7.6 
Smith-Waterman score: 50; 28.1% identity (59.4% similar) in 32 aa overlap (4-35:11-42) 
 
                      10        20        30        40        50    
AAD-12        MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                 ::.. .:: ...   :. : :    ..::  .                   
gi|249 MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQDIMPCLHFVKGEEKEPSKEC 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQ                                  
                                                                    
gi|249 CSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVAEVPKKCDIKTTLPPITADFD 
               70        80        90       100       110       120 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 86.4  bits: 18.6 E():  7.9 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (11-17:19-25) 
 
                       10        20        30        40        50   
AAD-12         MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                         :.::..:                                    
gi|320 YTTEGGKKVEAEDVIPEGWKADTSYE                                   
               10        20                                         
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>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 86.4  bits: 18.6 E():  7.9 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (11-17:19-25) 
 
                       10        20        30        40        50   
AAD-12         MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                         :.::..:                                    
gi|320 YTTEGGTKAEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 83.5  bits: 20.6 E():   11 
Smith-Waterman score: 49; 35.7% identity (52.4% similar) in 42 aa overlap (25-55:37-78) 
 
                     10        20        30              40         
AAD-12       MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR------TCFADMRAAY 
                                     :. : :.: . ::       :   : ...: 
gi|145 EEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSY 
         10        20        30        40        50        60       
 
            50        60        70        80                        
AAD-12 -----DALDEATRALVHQRSARHSLVYSQSKLGHVQQ                        
            ::.::::                                                 
gi|145 VLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAP 
         70        80        90       100       110       120       
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 83.0  bits: 22.3 E():   12 
Smith-Waterman score: 56; 27.8% identity (52.8% similar) in 36 aa overlap (44-79:372-407) 
 
            20        30        40        50        60        70    
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|224 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             350       360       370       380       390       400  
 
            80                                                      
AAD-12 KLGHVQQ                                                      
         .:::                                                       
gi|224 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             410       420       430       440       450       460  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 82.6  bits: 22.2 E():   13 
Smith-Waterman score: 56; 27.8% identity (52.8% similar) in 36 aa overlap (44-79:392-427) 
 
            20        30        40        50        60        70    
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|199 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
            80                                                      
AAD-12 KLGHVQQ                                                      
         .:::                                                       
gi|199 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             430       440       450       460       470       480  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 82.6  bits: 22.2 E():   13 
Smith-Waterman score: 56; 27.8% identity (52.8% similar) in 36 aa overlap (44-79:392-427) 
 
            20        30        40        50        60        70    
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|571 GNRSPHIYDPQRWFTQNCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
            80                                                      
AAD-12 KLGHVQQ                                                      
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         .:::                                                       
gi|571 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFA 
             430       440       450       460       470       480  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 82.5  bits: 22.2 E():   13 
Smith-Waterman score: 56; 27.8% identity (52.8% similar) in 36 aa overlap (44-79:400-435) 
 
            20        30        40        50        60        70    
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|213 RSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
     370       380       390       400       410       420          
 
            80                                                      
AAD-12 KLGHVQQ                                                      
         .:::                                                       
gi|213 GRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLA 
     430       440       450       460       470       480          
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.1  bits: 21.5 E():   14 
Smith-Waterman score: 53; 33.3% identity (63.3% similar) in 30 aa overlap (2-31:161-190) 
 
                                            10        20        30  
AAD-12                              MMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..::.:..  :: .     .  ::. .::: 
gi|249 DAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEV 
              140       150       160       170       180       190 
 
              40        50        60        70        80            
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ            
                                                                    
gi|249 QLIDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQ 
              200       210       220       230       240       250 
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.5  bits: 21.2 E():   15 
Smith-Waterman score: 52; 20.8% identity (58.3% similar) in 48 aa overlap (15-62:72-119) 
 
                               10        20        30        40     
AAD-12                 MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:...:   :: .  :..  .. :... 
gi|170 QSFSQQPPFSQQQQQPLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQ 
              50        60        70        80        90       100  
 
           50        60        70        80                         
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                         
       .      ..  . ::.:.                                           
gi|170 QQLVLPPQQQQQQLVQQQIPIVQPSVLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSS 
             110       120       130       140       150       160  
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 81.3  bits: 21.9 E():   15 
Smith-Waterman score: 55; 29.4% identity (52.9% similar) in 34 aa overlap (46-79:371-404) 
 
          20        30        40        50        60        70      
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :  : . .  ..:  .  ::..:      
gi|370 RSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGR 
              350       360       370       380       390       400 
 
          80                                                        
AAD-12 GHVQQ                                                        
       .:::                                                         
gi|370 AHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGE 
              410       420       430       440       450       460 
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 81.3  bits: 21.5 E():   15 
Smith-Waterman score: 53; 21.5% identity (55.4% similar) in 65 aa overlap (10-71:37-100) 
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                                    10        20        30          
AAD-12                      MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|682 EAVLLGILLYIPIVLSDDRAPIPANSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQAK 
         10        20        30         40        50        60      
 
      40           50        60        70        80                 
AAD-12 CF---ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                 
        .   .:  . . ...:: ...  . . :  : .:                          
gi|682 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSFSPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
gi|682 NMPILVFGGTAAEYGTVDSATLIVESNYFSAVNLKIVNSAPRPDGKRVGAQAAALRISGD 
         130       140       150       160       170       180      
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 80.5  bits: 19.7 E():   17 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (19-34:66-81) 
 
                           10        20        30        40         
AAD-12             MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
       50        60        70        80 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQ 
                                        
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS     
         100       110       120        
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.4  bits: 20.9 E():   17 
Smith-Waterman score: 51; 22.6% identity (64.5% similar) in 31 aa overlap (15-45:66-96) 
 
                               10        20        30        40     
AAD-12                 MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:.. ::  :  .. :..  .. :... 
gi|219 QPLPPQQTFPQQPPFSQQQQQQPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQ 
          40        50        60        70        80        90      
 
           50        60        70        80                         
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                         
       .                                                            
gi|219 QQLILPPQQQQQLPQQQISIVQPSVLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSC 
         100       110       120       130       140       150      
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 80.0  bits: 19.5 E():   18 
Smith-Waterman score: 45; 25.5% identity (58.8% similar) in 51 aa overlap (14-61:13-61) 
 
               10        20        30           40        50        
AAD-12 MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVV-PAVG--GRTCFADMRAAYDALDEATRA 
                    :..   : : :. :. ..    ::  :..  :: . ... ::.   . 
gi|207  MSITDIVSEKDIDAALESVKAAGS-FNYKIFFQKVGLAGKSA-ADAKKVFEILDRDKSG 
                10        20         30        40         50        
 
        60        70        80                              
AAD-12 LVHQRSARHSLVYSQSKLGHVQQ                              
       ...:                                                 
gi|207 FIEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
        60        70        80        90       100          
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.9  bits: 20.0 E():   18 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (44-60:14-30) 
 
            20        30        40        50        60        70    
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     .: :.: .:.  .. .:              
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gi|219                  MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQ 
                                10        20        30        40    
 
            80                                                      
AAD-12 KLGHVQQ                                                      
                                                                    
gi|219 TFEENDLQQLIIEIDADGSGELEFDEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNG 
            50        60        70        80        90       100    
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 79.8  bits: 19.9 E():   18 
Smith-Waterman score: 47; 27.8% identity (54.2% similar) in 72 aa overlap (9-78:23-89) 
 
                             10        20        30        40       
AAD-12               MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .:  ::.  .:  : :.  :.:.: . ::   .  .   
gi|604 MAVFTFDDQATSPVAPATLYNALAKDADNI-IP-KAVGSFQSVEIVEGNGGPGTIKKISF 
               10        20        30          40        50         
 
         50        60          70        80                         
AAD-12 AYDALDEATRALVHQRSA--RHSLVYSQSKLGHVQQ                         
       . :.    :. ..:.  .  . .: :: : .: :                           
gi|604 VEDG---ETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIK 
       60           70        80        90       100       110      
 
gi|604 LTISYHGKGDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
         120       130       140       150      
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.7  bits: 19.9 E():   19 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (32-48:141-157) 
 
              10        20        30        40        50        60  
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
              70        80 
AAD-12 RSARHSLVYSQSKLGHVQQ 
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.7  bits: 19.9 E():   19 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (32-48:141-157) 
 
              10        20        30        40        50        60  
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
              70        80 
AAD-12 RSARHSLVYSQSKLGHVQQ 
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.5  bits: 19.9 E():   19 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (13-37:27-50) 
 
                             10        20        30        40       
AAD-12               MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
         50        60        70        80                           
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                           
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
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 initn:  46 init1:  46 opt:  47  Z-score: 79.5  bits: 19.9 E():   19 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (13-37:27-50) 
 
                             10        20        30        40       
AAD-12               MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEYTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
         50        60        70        80                           
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                           
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.5  bits: 19.9 E():   19 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (13-37:27-50) 
 
                             10        20        30        40       
AAD-12               MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
         50        60        70        80                           
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                           
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 79.5  bits: 19.9 E():   19 
Smith-Waterman score: 47; 23.7% identity (54.2% similar) in 59 aa overlap (13-60:27-84) 
 
                             10        20        30             40  
AAD-12               MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCF 
                                 ::.  .: .:  :.  ::.. . ::     .  : 
gi|304 MGLYTFENEFTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
                    50        60        70        80                
AAD-12 AD------MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                
       ..      ..   :..:::. . ..                                    
gi|304 GEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.5  bits: 19.9 E():   19 
Smith-Waterman score: 47; 40.0% identity (68.0% similar) in 25 aa overlap (13-37:27-50) 
 
                             10        20        30        40       
AAD-12               MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :.:.. . ::          
gi|602 MGVFTYEFEFTSVIPPARLYNAFVLDADNL-IPKIAPQAVKSTEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
         50        60        70        80                           
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                           
                                                                    
gi|602 GEGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.5  bits: 19.9 E():   19 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (13-37:27-50) 
 
                             10        20        30        40       
AAD-12               MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
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               10        20        30         40        50          
 
         50        60        70        80                           
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                           
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.5  bits: 19.9 E():   19 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (13-37:27-50) 
 
                             10        20        30        40       
AAD-12               MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|886 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
         50        60        70        80                           
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                           
                                                                    
gi|886 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIKSISH 
      60        70        80        90       100       110          
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.5  bits: 19.9 E():   19 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (13-37:27-50) 
 
                             10        20        30        40       
AAD-12               MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|165 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
         50        60        70        80                           
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                           
                                                                    
gi|165 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.5  bits: 19.9 E():   19 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (13-37:27-50) 
 
                             10        20        30        40       
AAD-12               MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|753 MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
         50        60        70        80                           
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                           
                                                                    
gi|753 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.5  bits: 19.9 E():   19 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (13-37:27-50) 
 
                             10        20        30        40       
AAD-12               MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|134 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
         50        60        70        80                           
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                           
                                                                    
gi|134 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
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>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.5  bits: 19.9 E():   19 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (13-37:27-50) 
 
                             10        20        30        40       
AAD-12               MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
         50        60        70        80                           
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                           
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.5  bits: 19.9 E():   19 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (32-48:144-160) 
 
              10        20        30        40        50        60  
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
              70        80 
AAD-12 RSARHSLVYSQSKLGHVQQ 
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.5  bits: 19.9 E():   19 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (32-48:144-160) 
 
              10        20        30        40        50        60  
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
              70        80 
AAD-12 RSARHSLVYSQSKLGHVQQ 
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.9  bits: 19.4 E():   20 
Smith-Waterman score: 45; 25.6% identity (56.4% similar) in 39 aa overlap (41-79:26-64) 
 
               20        30        40        50        60        70 
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::      :.  . . :  ..:.   :.. 
gi|527      MVHHITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAF 
                    10        20        30        40        50      
 
               80                                                   
AAD-12 SQSKLGHVQQ                                                   
       .. .. :::                                                    
gi|527 AKVNVDHVQDAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQ 
          60        70        80        90       100       110      
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.6  bits: 19.6 E():   21 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (44-61:126-143) 
 
            20        30        40        50        60        70    
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . ::..::: :..: ...             
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG         
         100       110       120       130       140                
 
            80 
AAD-12 KLGHVQQ 
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>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.4  bits: 20.1 E():   22 
Smith-Waterman score: 48; 33.3% identity (59.3% similar) in 27 aa overlap (15-41:17-43) 
 
                 10        20        30        40        50         
AAD-12   MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL 
                       :.:.:  .   ::..:  :  .: : .                  
gi|510 MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLPVIRGKGGGIEFAKT 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 VHQRSARHSLVYSQSKLGHVQQ                                       
                                                                    
gi|510 ETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHLCTPLSLNSFSVDRY 
               70        80        90       100       110       120 
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 78.1  bits: 19.1 E():   23 
Smith-Waterman score: 44; 32.4% identity (56.8% similar) in 37 aa overlap (18-54:65-101) 
 
                            10        20        30        40        
AAD-12              MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .:  ..::. ::  . :.:: :  :   :  
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
        50        60        70        80 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 
        .  .:.                           
gi|117 EEEKEESDDDMGFGLFD                 
          100       110                  
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.0  bits: 20.6 E():   23 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (11-28:66-83) 
 
                                   10        20        30        40 
AAD-12                     MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
               50        60        70        80                     
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                     
                                                                    
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 77.8  bits: 19.6 E():   24 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (13-37:27-50) 
 
                             10        20        30        40       
AAD-12               MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
         50        60        70        80                           
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                           
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIKTTSK 
      60        70        80        90       100       110          
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (16-37:29-50) 
 
                            10        20        30        40        
AAD-12              MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
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                                   : .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                            
                                                                    
gi|400 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (13-37:27-50) 
 
                             10        20        30        40       
AAD-12               MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
         50        60        70        80                           
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                           
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (16-37:29-50) 
 
                            10        20        30        40        
AAD-12              MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                            
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (16-37:29-50) 
 
                            10        20        30        40        
AAD-12              MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                            
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (13-37:27-50) 
 
                             10        20        30        40       
AAD-12               MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|880 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
         50        60        70        80                           
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                           
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gi|880 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVIKTTS 
      60        70        80        90       100       110          
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (16-37:29-50) 
 
                            10        20        30        40        
AAD-12              MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                            
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 77.6  bits: 17.0 E():   24 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (11-17:19-25) 
 
                       10        20        30        40        50   
AAD-12         MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                         :..:..:                                    
gi|320 YTTEGGTKAEAEDVIPEGWKVDTSYE                                   
               10        20                                         
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.5  bits: 20.8 E():   24 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (2-39:270-307) 
 
                                            10        20        30  
AAD-12                              MMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|118 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
              40        50        60        70        80            
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ            
       .  : : :                                                     
gi|118 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.5  bits: 20.8 E():   24 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (2-39:270-307) 
 
                                            10        20        30  
AAD-12                              MMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
              40        50        60        70        80            
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ            
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.5  bits: 20.8 E():   24 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (2-39:270-307) 
 
                                            10        20        30  
AAD-12                              MMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|270 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
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              40        50        60        70        80            
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ            
       .  : : :                                                     
gi|270 IQHVKGGTPKRPDRAIETYLFAMFDENQKQPEVEKHFGLFFPDKRPKYNLNFSAKKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.5  bits: 20.8 E():   24 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (2-39:270-307) 
 
                                            10        20        30  
AAD-12                              MMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
              40        50        60        70        80            
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ            
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.5  bits: 20.8 E():   24 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (2-39:270-307) 
 
                                            10        20        30  
AAD-12                              MMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|327 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
              40        50        60        70        80            
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ            
       .  : : :                                                     
gi|327 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.5  bits: 20.8 E():   24 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (2-39:270-307) 
 
                                            10        20        30  
AAD-12                              MMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
              40        50        60        70        80            
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ            
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFATFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 76.8  bits: 18.4 E():   27 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (59-80:37-58) 
 
       30        40        50        60        70        80         
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ         
                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
gi|162 VPQLEIVPNS 
         70       
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 76.3  bits: 19.8 E():   28 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (41-62:74-98) 
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               20        30        40        50           60        
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---DEATRALVHQRSARHS 
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
 
        70        80                                                
AAD-12 LVYSQSKLGHVQQ                                                
                                                                    
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.0  bits: 19.3 E():   29 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (13-37:27-50) 
 
                             10        20        30        40       
AAD-12               MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|425 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
         50        60        70        80                           
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                           
                                                                    
gi|425 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.0  bits: 19.3 E():   29 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (13-37:27-50) 
 
                             10        20        30        40       
AAD-12               MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
         50        60        70        80                           
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                           
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 76.0  bits: 19.3 E():   29 
Smith-Waterman score: 45; 27.0% identity (64.9% similar) in 37 aa overlap (24-60:49-84) 
 
                      10        20        30        40        50    
AAD-12        MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|144 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
            60        70        80                                  
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQ                                  
       :  : ..                                                      
gi|144 AGLAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEAT 
        80        90       100       110       120       130        
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.0  bits: 19.3 E():   29 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (13-37:27-50) 
 
                             10        20        30        40       
AAD-12               MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|753 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTTKKITF 
               10        20        30         40        50          
 
         50        60        70        80                           
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AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                           
                                                                    
gi|753 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.0  bits: 19.3 E():   29 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (13-37:27-50) 
 
                             10        20        30        40       
AAD-12               MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
         50        60        70        80                           
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                           
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.0  bits: 19.3 E():   29 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (13-37:27-50) 
 
                             10        20        30        40       
AAD-12               MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
         50        60        70        80                           
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                           
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (13-37:27-50) 
 
                             10        20        30        40       
AAD-12               MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
         50        60        70        80                           
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                           
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (13-37:27-50) 
 
                             10        20        30        40       
AAD-12               MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|901 MGGYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
         50        60        70        80                           
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                           
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.8  bits: 19.0 E():   30 
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Smith-Waterman score: 44; 16.0% identity (72.0% similar) in 25 aa overlap (1-25:12-36) 
 
                          10        20        30        40          
AAD-12            MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
                  .. .... ..: ....  :. : :.                         
gi|249 MRTVSARSSVALVVIVAAVLVWTSSASVAPAPAPGSEETCGTVVGALMPCLPFVQGKEKE 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 ALDEATRALVHQRSARHSLVYSQSKLGHVQQ                              
                                                                    
gi|249 PSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDSKLPP 
               70        80        90       100       110       120 
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.5  bits: 18.8 E():   32 
Smith-Waterman score: 43; 26.0% identity (52.0% similar) in 50 aa overlap (20-69:30-79) 
 
                         10        20        30        40        50 
AAD-12           MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                                    .  .:.. :.:   .   : :   . :.    
gi|253 TGPYCYAGMGLPINPLEGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHC 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQ                               
         ::.: .. .::  .: :                                          
gi|253 RCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNAPYCLGLDI 
               70        80        90       100       110       120 
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.4  bits: 19.7 E():   32 
Smith-Waterman score: 47; 33.3% identity (52.8% similar) in 36 aa overlap (41-76:159-191) 
 
               20        30        40        50        60        70 
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :   . : ..::   :   :: .  :.:   
gi|136 TNTEKLPTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFEIR---HQLTQIHGLYR 
      130       140       150       160       170          180      
 
               80                                        
AAD-12 SQSKLGHVQQ                                        
       :..: :                                            
gi|136 SSDKTGGYWKITMNDGSTYQSDLSKKFEYNTEKPPINIDEIKTIEAEIN 
         190       200       210       220       230     
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.2  bits: 20.4 E():   33 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (11-28:56-73) 
 
                                   10        20        30        40 
AAD-12                     MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
               50        60        70        80                     
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                     
                                                                    
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 75.1  bits: 18.8 E():   33 
Smith-Waterman score: 43; 23.5% identity (51.0% similar) in 51 aa overlap (7-57:25-74) 
 
                                 10        20        30        40   
AAD-12                   MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                               :  : . . ...   :::.  :: .:  . .   :  
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLP-FQ 
               10        20        30        40        50           

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 3414



 

 

 
             50        60        70        80                       
AAD-12 DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                       
       ...   :..:    :                                              
gi|217 EIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRL 
      60        70        80        90       100       110          
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 75.1  bits: 15.9 E():   33 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (64-78:1-15) 
 
            40        50        60        70        80 
AAD-12 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 
                                     :: . : : ..::..   
gi|323                               ARTAWVDSGAQLGELSY 
                                             10        
 
>>gi|14422363|emb|CAC41635.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.5  bits: 18.7 E():   36 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (14-31:85-102) 
 
                                10        20        30        40    
AAD-12                  MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSGRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
            50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 
                                             
gi|144 RHVKPLSFRAKTDAPGC                     
          120       130                      
 
>>gi|14422359|emb|CAC41633.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.5  bits: 18.7 E():   36 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (14-31:85-102) 
 
                                10        20        30        40    
AAD-12                  MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETDQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
            50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 
                                             
gi|144 RHVKPLSFRAKTDAPGC                     
          120       130                      
 
>>gi|14422361|emb|CAC41634.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.5  bits: 18.7 E():   36 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (14-31:85-102) 
 
                                10        20        30        40    
AAD-12                  MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
            50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 
                                             
gi|144 RHVKPLSFRAKTDAPGC                     
          120       130                      
 
>>gi|66840998|emb|CAI64398.1| 5a2 protein [Triticum aest  (94 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 74.5  bits: 18.3 E():   36 
Smith-Waterman score: 41; 27.3% identity (48.5% similar) in 33 aa overlap (1-33:17-49) 
 
                               10        20        30        40     
AAD-12                 MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
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                       :.:  .  . : :.    :  :  ::..   .:            
gi|668 IAVAVSADECEGDRRAMIKECAKYQQWPANPKLDPSDACCAVWQKANIPCLCAGVTKEKE 
               10        20        30        40        50        60 
 
           50        60        70        80 
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 
                                            
gi|668 KIYCMEKVAYVANFCKKPFPHGYKCGSYTFPPLA   
               70        80        90       
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.3  bits: 20.4 E():   36 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (11-28:56-73) 
 
                                   10        20        30        40 
AAD-12                     MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
               50        60        70        80                     
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                     
                                                                    
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 74.3  bits: 20.2 E():   37 
Smith-Waterman score: 49; 20.3% identity (55.9% similar) in 59 aa overlap (10-65:37-94) 
 
                                    10        20        30          
AAD-12                      MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|269 EAVLLGILLYIPIVLSDDRAPIPSNSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQTK 
         10        20        30         40        50        60      
 
      40           50        60        70        80                 
AAD-12 CF---ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                 
        .   .:  . . ...:: ...  . . :                                
gi|269 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSLAPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.3  bits: 19.0 E():   37 
Smith-Waterman score: 44; 36.4% identity (63.6% similar) in 22 aa overlap (16-37:28-49) 
 
                           10        20        30        40         
AAD-12             MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                  : .: .:  :. :.: . . ::            
gi|115 GVFNYETETTSVIPAARLFKAFILDGDTLFPQVAPQAISSVENISGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQ                             
                                                                    
gi|115 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.2  bits: 19.0 E():   37 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (18-37:31-50) 
 
                            10        20        30        40        
AAD-12              MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|584 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                            
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gi|584 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.2  bits: 19.0 E():   37 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (18-37:31-50) 
 
                            10        20        30        40        
AAD-12              MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                            
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.2  bits: 19.0 E():   37 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (18-37:31-50) 
 
                            10        20        30        40        
AAD-12              MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                            
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.2  bits: 19.0 E():   37 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (18-37:31-50) 
 
                            10        20        30        40        
AAD-12              MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|132 MGVFNYETESTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                            
                                                                    
gi|132 EGSPFKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.1  bits: 18.9 E():   37 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (18-37:31-50) 
 
                            10        20        30        40        
AAD-12              MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                            
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 73.8  bits: 20.1 E():   39 
Smith-Waterman score: 49; 33.3% identity (64.3% similar) in 42 aa overlap (9-47:244-284) 
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                                     10           20        30      
AAD-12                       MMKVIVGNMAW--HADSTYMP-VMAQGAVFSAEVVPAV 
                                     :.:  ..... .: :. .  . :.: :  : 
gi|585 GYYAYPYCYNLTPNQPSAQCEATTMQENDKMSWLFESEDVLLPSVYLRWNLTSGERVGLV 
           220       230       240       250       260       270    
 
          40        50        60        70        80                
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                
       :::.  : .: :                                                 
gi|585 GGRVKEA-LRIARQMTTSRKKVLPYYWYKYQDRRDTDLSRADLEATLRKITDLGADGFII 
           280        290       300       310       320       330   
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 73.5  bits: 20.1 E():   41 
Smith-Waterman score: 49; 40.0% identity (65.0% similar) in 20 aa overlap (8-27:332-348) 
 
                                      10        20        30        
AAD-12                        MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
                                     :  :.   .:: :. .::.:           
gi|113 ILSQGNRFLASDIKKEVVGRYGESAMSESINWNWR---SYMDVFENGAIFVPSGVDPVLT 
             310       320       330          340       350         
 
        40        50        60        70        80 
AAD-12 RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 
                                                   
gi|113 PEQNAGMIPAEPGEAVLRLTSSAGVLSCQPGAPC          
      360       370       380       390            
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.4  bits: 19.6 E():   41 
Smith-Waterman score: 47; 36.0% identity (76.0% similar) in 25 aa overlap (44-68:106-130) 
 
            20        30        40        50        60        70    
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     ...: . :.:::.:  ... ::. :      
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
 
            80                                                      
AAD-12 KLGHVQQ                                                      
                                                                    
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
 
>>gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Globin   (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 43; 30.6% identity (55.6% similar) in 36 aa overlap (27-62:115-150) 
 
                   10        20        30        40        50       
AAD-12     MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                     : :  :  . ..: ::  .::. :  .:   
gi|121 IGDLPNIDGDVTTFVASHTPRGVTHDQLNNFRAGFVSYMKAHTDFAGAEAAWGATLDAFF 
           90       100       110       120       130       140     
 
         60        70        80 
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQ 
       ..:  .                   
gi|121 GMVFAKM                  
          150                   
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 72.8  bits: 18.6 E():   44 
Smith-Waterman score: 43; 29.0% identity (67.7% similar) in 31 aa overlap (24-54:49-78) 
 
                      10        20        30        40        50    
AAD-12        MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|186 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVRLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
            60        70        80                                  
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AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQ                                  
       :                                                            
gi|186 AGLGYTYTTIGGDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEAT 
        80        90       100       110       120       130        
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.4  bits: 18.6 E():   46 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (18-37:31-50) 
 
                            10        20        30        40        
AAD-12              MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|132 MGVFNYETETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                            
                                                                    
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.4  bits: 18.6 E():   46 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (18-37:31-50) 
 
                            10        20        30        40        
AAD-12              MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVISAARLFKSYVLDGDKLIPKVAPQAITSVENVGGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                            
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSK 
               70        80        90       100       110       120 
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.4  bits: 18.6 E():   46 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (18-37:31-50) 
 
                            10        20        30        40        
AAD-12              MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|261 MGVFNYEAETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                            
                                                                    
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.3  bits: 18.9 E():   47 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (61-76:46-61) 
 
               40        50        60        70        80           
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ           
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 72.2  bits: 15.3 E():   48 
Smith-Waterman score: 29; 57.1% identity (71.4% similar) in 7 aa overlap (13-19:1-7) 
 
               10        20        30        40        50        60 
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AAD-12 MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH 
                   ::. : :                                          
gi|751             ADAGYAPAAPGTQPKA                                 
                           10                                       
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 71.9  bits: 14.5 E():   50 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (56-60:2-6) 
 
          30        40        50        60        70        80 
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 
                                     : :::                     
gi|463                              DRNLVHSATR                 
                                            10                 
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.3 E():   52 
Smith-Waterman score: 42; 27.6% identity (58.6% similar) in 29 aa overlap (17-45:11-39) 
 
               10        20        30        40        50        60 
AAD-12 MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH 
                       ..:. : : ::.   . :.  :  . ..:                
gi|126       MRSLLILVLCFLPLAALGKVFGRCELAAAMKRHGLDNYRGYSLGNWVCAAKFES 
                     10        20        30        40        50     
 
               70        80                                         
AAD-12 QRSARHSLVYSQSKLGHVQQ                                         
                                                                    
gi|126 NFNTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNCAK 
           60        70        80        90       100       110     
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.4  bits: 18.6 E():   53 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (61-75:138-152) 
 
               40        50        60        70        80           
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ           
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
gi|391 ASIDTILTKV 
       170        
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 71.1  bits: 15.0 E():   55 
Smith-Waterman score: 28; 40.0% identity (80.0% similar) in 10 aa overlap (24-33:4-13) 
 
               10        20        30        40        50        60 
AAD-12 MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH 
                              :.:  :...:                            
gi|131                     GPVGGVVHAHMMPLL                          
                                   10                               
 
               70        80 
AAD-12 QRSARHSLVYSQSKLGHVQQ 
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 71.0  bits: 20.0 E():   55 
Smith-Waterman score: 49; 22.1% identity (54.4% similar) in 68 aa overlap (14-80:140-205) 
 
                                10        20        30        40    
AAD-12                  MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     :   .:. .   ... : .:.:.  . . : 
gi|186 TFEEPQQPQQRGQSSRPQDRHQKIYNSREGDLIAVPTGVAWWMYNNEDTPVVA--VSIID 
     110       120       130       140       150       160          
 
            50         60        70        80                       
AAD-12 MRAAYDALDEATRAL-VHQRSARHSLVYSQSKLGHVQQ                       
         .  . ::.  : . .   . .. : :.: . :: .:                       
gi|186 TNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEENEGGSILSGFTLE 
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       170       180       190       200       210       220        
 
gi|186 FLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQRPQEEEEEEEDEK 
       230       240       250       260       270       280        
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 71.0  bits: 20.0 E():   55 
Smith-Waterman score: 49; 22.1% identity (54.4% similar) in 68 aa overlap (14-80:140-205) 
 
                                10        20        30        40    
AAD-12                  MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     :   .:. .   ... : .:.:.  . . : 
gi|186 TFEEPQQPQQRGQSSRPQDRHQKIYNFREGDLIAVPTGVAWWMYNNEDTPVVA--VSIID 
     110       120       130       140       150       160          
 
            50         60        70        80                       
AAD-12 MRAAYDALDEATRAL-VHQRSARHSLVYSQSKLGHVQQ                       
         .  . ::.  : . .   . .. : :.: . :: .:                       
gi|186 TNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEENEGGSILSGFTLE 
       170       180       190       200       210       220        
 
gi|186 FLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQRPQEEEEEEEDEK 
       230       240       250       260       270       280        
 
>>gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.7  bits: 18.3 E():   57 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (13-37:27-50) 
 
                             10        20        30        40       
AAD-12               MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
         50        60        70        80                           
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                           
                                                                    
gi|212 GEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   57 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (18-37:30-49) 
 
                           10        20        30        40         
AAD-12             MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: : . ::            
gi|402 GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFAE 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQ                             
                                                                    
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
>>gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.7  bits: 18.3 E():   57 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (13-37:27-50) 
 
                             10        20        30        40       
AAD-12               MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
         50        60        70        80                           
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                           
                                                                    
gi|212 GEASKYKYSRHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
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>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   57 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (18-37:30-49) 
 
                           10        20        30        40         
AAD-12             MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQ                             
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   57 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (18-37:30-49) 
 
                           10        20        30        40         
AAD-12             MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQ                             
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (18-37:31-50) 
 
                            10        20        30        40        
AAD-12              MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                            
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (18-37:31-50) 
 
                            10        20        30        40        
AAD-12              MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                            
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNK 
               70        80        90       100       110       120 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (18-37:31-50) 
 
                            10        20        30        40        
AAD-12              MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
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                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                            
                                                                    
gi|167 EGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (18-37:31-50) 
 
                            10        20        30        40        
AAD-12              MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                            
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (18-37:31-50) 
 
                            10        20        30        40        
AAD-12              MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                            
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (18-37:31-50) 
 
                            10        20        30        40        
AAD-12              MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                            
                                                                    
gi|400 EGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (18-37:31-50) 
 
                            10        20        30        40        
AAD-12              MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                            
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gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (18-37:31-50) 
 
                            10        20        30        40        
AAD-12              MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                            
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (18-37:31-50) 
 
                            10        20        30        40        
AAD-12              MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                            
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (18-37:31-50) 
 
                            10        20        30        40        
AAD-12              MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                            
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (18-37:31-50) 
 
                            10        20        30        40        
AAD-12              MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                            
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (18-37:31-50) 
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                            10        20        30        40        
AAD-12              MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                            
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (18-37:31-50) 
 
                            10        20        30        40        
AAD-12              MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                            
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (18-37:31-50) 
 
                            10        20        30        40        
AAD-12              MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVMPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                            
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (18-37:31-50) 
 
                            10        20        30        40        
AAD-12              MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                            
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (18-37:31-50) 
 
                            10        20        30        40        
AAD-12              MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
        50        60        70        80                            
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AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                            
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (18-37:31-50) 
 
                            10        20        30        40        
AAD-12              MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                            
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (18-37:31-50) 
 
                            10        20        30        40        
AAD-12              MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                            
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 40.0% identity (60.0% similar) in 25 aa overlap (13-37:27-50) 
 
                             10        20        30        40       
AAD-12               MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:   : ::: . . ::          
gi|534 MGVFNYEDEATSVIAPARLFKSFVLDADNL-IPKVAPENVSSAENIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
         50        60        70        80                           
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                           
                                                                    
gi|534 PEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITS 
      60        70        80        90       100       110          
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 70.4  bits: 19.7 E():   60 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (43-57:431-446) 
 
             20        30        40        50         60        70  
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYS 
                                     :..: :::.: ...::               
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA               
              410       420       430       440                     
 
              80 
AAD-12 QSKLGHVQQ 
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.3  bits: 18.0 E():   61 
Smith-Waterman score: 41; 20.9% identity (47.8% similar) in 67 aa overlap (17-74:3-69) 
 
               10        20        30        40        50           
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AAD-12 MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--------- 
                       .. ..  . :..: :   . :     . : :.: :          
gi|856               MKFIITLFAAIVMAAAVSGFIVGDKKEDEWRMAFDRLMMEELETKI 
                             10        20        30        40       
 
              60        70        80                                
AAD-12 DEATRALVHQRSARHSLVYSQSKLGHVQQ                                
       :.. ..:.:     . :  ..::                                      
gi|856 DQVEKGLLHLSEQYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLNMFE 
         50        60        70        80        90       100       
 
>>gi|4006947|emb|CAA07320.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.2  bits: 17.8 E():   61 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (19-37:32-50) 
 
                           10        20        30        40         
AAD-12             MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       50        60        70        80                            
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQ                            
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|4006963|emb|CAA07328.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.2  bits: 17.8 E():   61 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (19-37:32-50) 
 
                           10        20        30        40         
AAD-12             MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       50        60        70        80                            
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQ                            
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.1  bits: 18.0 E():   62 
Smith-Waterman score: 41; 34.6% identity (61.5% similar) in 26 aa overlap (15-40:5-30) 
 
               10        20        30        40        50        60 
AAD-12 MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH 
                     :.:  ...   ::   .: :::.. :                     
gi|217           MASKSNYNLLFTALLVFIFAAVAAVGNEDCTPWTSTLITPLPSCRNYVEE 
                         10        20        30        40        50 
 
               70        80                                         
AAD-12 QRSARHSLVYSQSKLGHVQQ                                         
                                                                    
gi|217 QACRIEMPGPPYLAKQECCEQLANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQ 
               60        70        80        90       100       110 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 45; 24.1% identity (46.3% similar) in 54 aa overlap (2-53:122-175) 
 
                                            10          20          
AAD-12                              MMKVIVGNMAWHA--DSTYMPVMAQGAVFSA 
                                     ..::.: .  ::    :  : ::.  .    
gi|481 DAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGEL 
             100       110       120       130       140       150  
 
      30        40        50        60        70        80          
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ          
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       ...  . .    :   ::    :.                                     
gi|481 QIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQ 
             160       170       180       190       200       210  
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 51; 32.7% identity (63.5% similar) in 52 aa overlap (23-70:52-100) 
 
                       10        20        30        40        50   
AAD-12         MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     ..:: .:  ::: : .  :  ..::. . . 
gi|168 APATPAAAGAEAGKATTEEQKLIEDINVGFKAAVAAAASVPA-GDK--FKTFEAAFTSSS 
              30        40        50        60           70         
 
                 60        70        80                             
AAD-12 EATRA----LVHQRSARHSLVYSQSKLGHVQQ                             
       .:. :    :: . .: .:..:                                       
gi|168 KAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPV 
       80        90       100       110       120       130         
 
>>gi|114326420|ref|NP_001041618.1| major allergen I poly  (88 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 70.0  bits: 17.3 E():   63 
Smith-Waterman score: 38; 31.8% identity (63.6% similar) in 22 aa overlap (14-35:3-24) 
 
               10        20        30        40        50        60 
AAD-12 MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH 
                    :..  :  . .:. . :. :::                          
gi|114            MLDAALPPCPTVAATADCEICPAVKRDVDLFLTGTPDEYVEQVAQYKAL 
                          10        20        30        40          
 
               70        80                    
AAD-12 QRSARHSLVYSQSKLGHVQQ                    
                                               
gi|114 PVVLENARILKNCVDAKMTEEDKENALSLLDKIYTSPLC 
      50        60        70        80         
 
>>gi|75139847|sp|Q7M1E8|Q7M1E8_9ROSA Pollen major allerg  (12 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 70.0  bits: 14.4 E():   63 
Smith-Waterman score: 26; 57.1% identity (71.4% similar) in 7 aa overlap (3-9:4-10) 
 
                10        20        30        40        50          
AAD-12  MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
          ::. : :                                                   
gi|751 ATGKVVQGAMPP                                                 
               10                                                   
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 47; 30.8% identity (61.5% similar) in 52 aa overlap (23-70:55-103) 
 
                       10        20        30        40        50   
AAD-12         MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     ..:: .:  :::.     :  ..::. . . 
gi|285 APATPAAAGAAAGKATTEEQKLIEDINVGFKAAVAAAASVPAADK---FKTFEAAFTSSS 
           30        40        50        60           70        80  
 
                 60        70        80                             
AAD-12 EATRA----LVHQRSARHSLVYSQSKLGHVQQ                             
       .:. :    :: . .: .:..:                                       
gi|285 KAAAAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPV 
              90       100       110       120       130       140  
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.8  bits: 19.0 E():   65 
Smith-Waterman score: 46; 30.8% identity (59.6% similar) in 52 aa overlap (23-70:61-109) 
 
                       10        20        30        40        50   
AAD-12         MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     ..:: .:  :::.     :  ..::. . . 
gi|330 APATPAAAGAEAGKATTEEQKLIEDINVGFKAAVAAAASVPAADK---FKTFEAAFTSSS 
               40        50        60        70           80        
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                 60        70        80                             
AAD-12 EATRA----LVHQRSARHSLVYSQSKLGHVQQ                             
       .:. :    :: . .: .:. :                                       
gi|330 KAATAKAPGLVPKLDAAYSVSYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPV 
        90       100       110       120       130       140        
 
>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.5  bits: 19.0 E():   67 
Smith-Waterman score: 48; 30.8% identity (61.5% similar) in 52 aa overlap (23-70:66-114) 
 
                       10        20        30        40        50   
AAD-12         MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     ..:: .:  :::.     :  ..::. . . 
gi|330 APATPAAAGAEAGKATTEEQKLIEDINVGFKAAVAAAASVPAADK---FKTFEAAFTSSS 
          40        50        60        70        80           90   
 
                 60        70        80                             
AAD-12 EATRA----LVHQRSARHSLVYSQSKLGHVQQ                             
       .:. :    :: . .: .:..:                                       
gi|330 KAATAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPV 
            100       110       120       130       140       150   
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.4  bits: 17.8 E():   68 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (59-80:6-27) 
 
       30        40        50        60        70        80         
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ         
                                     :.:.  ..  : :.  ::...:         
gi|159                          IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
                                        10        20        30      
 
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFXQFYQPDAYPSGAWY 
          40        50        60        70        80        90      
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 69.2  bits: 19.4 E():   70 
Smith-Waterman score: 47; 21.0% identity (54.8% similar) in 62 aa overlap (11-70:272-333) 
 
                                   10        20          30         
AAD-12                     MMKVIVGNMAWHADSTYMPV--MAQGAVFSAEVVPAVGGR 
                                     ...: .: :    .   .:.. .:   .:  
gi|558 ESIPFVHLGHRDSLEGDLLNRNNTFKPFAEYKSDYVYEPFPKSVWEQIFGTWLVKPGAGI 
             250       260       270       280       290       300  
 
       40        50        60        70        80                   
AAD-12 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                   
         :  . :. .:  ::.  . :....  .. :                             
gi|558 MIFDPYGATISATPEAATPFPHRKGVLFNIQYVNYWFAPGAGAAPLSWSKEIYNYMEPYV 
             310       320       330       340       350       360  
 
gi|558 SKNPRQAYANYRDIDLGRNEVVNGVSTYSSGKVWGQKYFKGNFERLAITKGKVDPTDYFR 
             370       380       390       400       410       420  
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.1  bits: 17.5 E():   71 
Smith-Waterman score: 39; 53.8% identity (69.2% similar) in 13 aa overlap (42-54:72-84) 
 
              20        30        40        50        60        70  
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
                                     ::.::  ::  .:                  
gi|131 ELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDE 
              50        60        70        80        90       100  
 
              80    
AAD-12 QSKLGHVQQ    
                    
gi|131 FGALVDKWGAKG 
             110    
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>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.0  bits: 17.7 E():   71 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (49-77:101-129) 
 
       20        30        40        50        60        70         
AAD-12 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
       80   
AAD-12 QQ   
            
gi|273 RRRR 
            
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.0  bits: 17.7 E():   71 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (49-77:101-129) 
 
       20        30        40        50        60        70         
AAD-12 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
       80   
AAD-12 QQ   
            
gi|273 RRRR 
            
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.0  bits: 18.5 E():   71 
Smith-Waterman score: 43; 30.0% identity (55.0% similar) in 20 aa overlap (5-24:1-20) 
 
               10        20        30        40        50        60 
AAD-12 MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH 
           : .:. :.  .   :.  ::                                     
gi|142     IPANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDC 
                   10        20        30        40        50       
 
>>gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 41; 32.0% identity (64.0% similar) in 25 aa overlap (13-37:27-50) 
 
                             10        20        30        40       
AAD-12               MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGDGGPGTIKKITF 
               10        20        30         40        50          
 
         50        60        70        80                           
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                           
                                                                    
gi|212 GEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (18-37:30-49) 
 
                           10        20        30        40         
AAD-12             MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFPE 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQ                             
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gi|437 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISHKY 
               70        80        90       100       110       120 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (18-37:31-50) 
 
                            10        20        30        40        
AAD-12              MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                            
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (18-37:31-50) 
 
                            10        20        30        40        
AAD-12              MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                            
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (18-37:31-50) 
 
                            10        20        30        40        
AAD-12              MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                            
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 44; 26.4% identity (60.4% similar) in 53 aa overlap (2-52:99-150) 
 
                                            10        20        30  
AAD-12                              MMKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     :.... .:: .  .  .:  ::   : : . 
gi|170 TGQFATHAGRIVGFVSEIVALMGNSANMPAMETLIKDMAANHKARGIP-KAQFNEFRASL 
       70        80        90       100       110        120        
 
              40          50        60        70        80 
AAD-12 VPAVGGRTCFAD-MRAAY-DALDEATRALVHQRSARHSLVYSQSKLGHVQQ 
       :  . ... . : . ::. ..::                             
gi|170 VSYLQSKVSWNDSLGAAWTQGLDNVFNMMFSYL                   
       130       140       150       160                   
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (18-37:31-50) 
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                            10        20        30        40        
AAD-12              MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                            
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (18-37:31-50) 
 
                            10        20        30        40        
AAD-12              MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                            
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (18-37:31-50) 
 
                            10        20        30        40        
AAD-12              MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|154 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                            
                                                                    
gi|154 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (18-37:31-50) 
 
                            10        20        30        40        
AAD-12              MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                            
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (18-37:31-50) 
 
                            10        20        30        40        
AAD-12              MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|125 MGVFNYETEATSVIPAARLFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
        50        60        70        80                            
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AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                            
                                                                    
gi|125 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.5  bits: 19.6 E():   76 
Smith-Waterman score: 48; 27.3% identity (66.7% similar) in 33 aa overlap (47-79:283-315) 
 
         20        30        40        50        60        70       
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG 
                                     : .. .:..: :  : . :....  ...:  
gi|258 QQPFGRPRQQEQQGNGNNVFSGFNTQLLAQALNVNEETARNLQGQNDNRNQIIQVRGNLD 
            260       270       280       290       300       310   
 
         80                                                         
AAD-12 HVQQ                                                         
        ::                                                          
gi|258 FVQPPRGRQEREHEERQQEQLQQERQQQGEQLMANGLEETFCSLRLKENIGNPERADIFS 
            320       330       340       350       360       370   
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.5  bits: 17.2 E():   76 
Smith-Waterman score: 38; 37.5% identity (62.5% similar) in 16 aa overlap (19-34:41-56) 
 
                           10        20        30        40         
AAD-12             MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..  :: :  ..: :               
gi|166 GSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAAYVMNLYYQHAG 
               20        30        40        50        60        70 
 
       50        60        70        80 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQ 
                                        
gi|166 RNSWNCDFSQTATLTNTNPSYGACNFPSGSN  
               80        90       100   
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.3  bits: 19.4 E():   78 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (58-79:332-353) 
 
        30        40        50        60        70        80        
AAD-12 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ        
                                     : :     ::..:. .  :.::         
gi|259 LTTLNSLNLPILKWLQLSVEKGVLYKNALVLPHWNLNSHSIIYGCKGKGQVQVVDNFGNR 
             310       320       330       340       350       360  
 
gi|259 VFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRAMTSPLAGRTSVLGGMPEEVL 
             370       380       390       400       410       420  
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.3  bits: 17.7 E():   78 
Smith-Waterman score: 40; 35.3% identity (70.6% similar) in 17 aa overlap (23-39:30-46) 
 
                      10        20        30        40        50    
AAD-12        MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                    :::. ...  :  ::..               
gi|476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVQGATVAVDCRPFNGGESKLKAEATTDGLGWY 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQ                                  
                                                                    
gi|476 KIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQGIRYANPIAFFR 
               70        80        90       100       110       120 
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.7 E():   86 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (16-31:29-44) 
 
                            10        20        30        40        
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AAD-12              MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|215 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAATGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                            
                                                                    
gi|215 GSPITTMTVRTDAVNKEALSYDSTVIDGDILLGFIESIETHMVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.7 E():   86 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (16-31:29-44) 
 
                            10        20        30        40        
AAD-12              MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|892 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                            
                                                                    
gi|892 GSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.7 E():   86 
Smith-Waterman score: 40; 43.8% identity (62.5% similar) in 16 aa overlap (16-31:29-44) 
 
                            10        20        30        40        
AAD-12              MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.:.                 
gi|134 MGVQTHVLELTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPD 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                            
                                                                    
gi|134 GGPITTMTLRIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIF 
               70        80        90       100       110       120 
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 67.5  bits: 14.8 E():   86 
Smith-Waterman score: 28; 44.4% identity (66.7% similar) in 9 aa overlap (3-11:12-20) 
 
                        10        20        30        40        50  
AAD-12          MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
                  .: :: . :                                         
gi|463 DFVDAHNAARAQVGVGPVHWT                                        
               10        20                                         
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.4  bits: 17.2 E():   87 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (41-54:39-52) 
 
               20        30        40        50        60        70 
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|191 TLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
               80                                   
AAD-12 SQSKLGHVQQ                                   
                                                    
gi|191 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.4  bits: 17.2 E():   87 
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Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (41-54:39-52) 
 
               20        30        40        50        60        70 
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|730 TLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
               80                                   
AAD-12 SQSKLGHVQQ                                   
                                                    
gi|730 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (19-37:31-49) 
 
                           10        20        30        40         
AAD-12             MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|437 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQ                             
                                                                    
gi|437 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (19-37:31-49) 
 
                           10        20        30        40         
AAD-12             MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|384 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENISGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQ                             
                                                                    
gi|384 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (19-37:31-49) 
 
                           10        20        30        40         
AAD-12             MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|159 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQ                             
                                                                    
gi|159 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|4376222|emb|CAA04829.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (19-37:31-49) 
 
                           10        20        30        40         
AAD-12             MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|437 GVFNYEIGATSVIPAARLFKAFILVGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
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       50        60        70        80                             
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQ                             
                                                                    
gi|437 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
               70        80        90       100       110       120 
 
>>gi|4006953|emb|CAA07323.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (19-37:32-50) 
 
                           10        20        30        40         
AAD-12             MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       50        60        70        80                             
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQ                             
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|82492265|gb|ABB78006.1| major allergen Pru p 1 [Pru  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 40; 32.0% identity (64.0% similar) in 25 aa overlap (13-37:27-50) 
 
                             10        20        30        40       
AAD-12               MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  .:.. . ::          
gi|824 MGVFTYESEFTSEIPPPRLFKAFVLDADNL-VPKIAPQAIKHSEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
         50        60        70        80                           
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                           
                                                                    
gi|824 GEGSQYGYVKHKIDSIDKENHSYSYTLIEGDALGDNLEKISYETKLVASPSGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|4006957|emb|CAA07325.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (19-37:32-50) 
 
                           10        20        30        40         
AAD-12             MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKINFPE 
              10        20        30        40        50        60  
 
       50        60        70        80                             
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQ                             
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (19-37:32-50) 
 
                           10        20        30        40         
AAD-12             MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       50        60        70        80                             
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQ                             
                                                                    
gi|132 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
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>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (19-37:32-50) 
 
                           10        20        30        40         
AAD-12             MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       50        60        70        80                             
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQ                             
                                                                    
gi|116 GIPFKYVKGRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (19-37:32-50) 
 
                           10        20        30        40         
AAD-12             MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|256 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       50        60        70        80                             
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQ                             
                                                                    
gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (19-37:32-50) 
 
                           10        20        30        40         
AAD-12             MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|114 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       50        60        70        80                             
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQ                             
                                                                    
gi|114 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (19-37:32-50) 
 
                           10        20        30        40         
AAD-12             MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYEIEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       50        60        70        80                             
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQ                             
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|1513216|gb|AAC02632.1| cherry-allergen PRUA1 [Prunu  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 40; 32.0% identity (64.0% similar) in 25 aa overlap (13-37:27-50) 
 
                             10        20        30        40       
AAD-12               MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  .:.. . ::          
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gi|151 MGVFTYESEFTSEIPPPRLFKAFVLDADNL-VPKIAPQAIKHSEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
         50        60        70        80                           
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                           
                                                                    
gi|151 GEGSQYGYVKHKIDSIDKENYSYSYTLIEGDALGDTLEKISYETKLVASPSGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (19-37:32-50) 
 
                           10        20        30        40         
AAD-12             MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       50        60        70        80                             
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQ                             
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDILEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (19-37:32-50) 
 
                           10        20        30        40         
AAD-12             MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       50        60        70        80                             
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQ                             
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGPILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (19-37:32-50) 
 
                           10        20        30        40         
AAD-12             MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       50        60        70        80                             
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQ                             
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVTTPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (19-37:32-50) 
 
                           10        20        30        40         
AAD-12             MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       50        60        70        80                             
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQ                             
                                                                    
gi|459 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
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              70        80        90       100       110       120  
 
>>gi|167472849|gb|ABZ81046.1| pollen allergen Que a 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 40; 30.0% identity (70.0% similar) in 20 aa overlap (18-37:31-50) 
 
                            10        20        30        40        
AAD-12              MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :. :.:.. . ::           
gi|167 MGVFTYESEDASVIPPARLFKAFVLDSDNLIPKVVPQALKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                            
                                                                    
gi|167 EGSHLKHAKHRIDVIDPENFTYSFSVIEGDALFDKLENVSTETKIVASPDGGSIVKSTSK 
               70        80        90       100       110       120 
 
>>gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (19-37:32-50) 
 
                           10        20        30        40         
AAD-12             MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       50        60        70        80                             
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQ                             
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (19-37:32-50) 
 
                           10        20        30        40         
AAD-12             MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       50        60        70        80                             
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQ                             
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (19-37:32-50) 
 
                           10        20        30        40         
AAD-12             MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKASILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       50        60        70        80                             
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQ                             
                                                                    
gi|132 GSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKF 
              70        80        90       100       110       120  
 
>>gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (19-37:32-50) 
 
                           10        20        30        40         
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AAD-12             MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       50        60        70        80                             
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQ                             
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (19-37:32-50) 
 
                           10        20        30        40         
AAD-12             MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       50        60        70        80                             
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQ                             
                                                                    
gi|132 GIPFKYVKDRVDEVDHANFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (19-37:32-50) 
 
                           10        20        30        40         
AAD-12             MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       50        60        70        80                             
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQ                             
                                                                    
gi|125 GFPFKYVKDGVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (19-37:32-50) 
 
                           10        20        30        40         
AAD-12             MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|241 GVFNYETETTSVIPAARLFKAFFLDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       50        60        70        80                             
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQ                             
                                                                    
gi|241 GFPFRYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (19-37:32-50) 
 
                           10        20        30        40         
AAD-12             MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       50        60        70        80                             
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQ                             
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gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (19-37:32-50) 
 
                           10        20        30        40         
AAD-12             MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSLIPAARLFRAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       50        60        70        80                             
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQ                             
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (19-37:32-50) 
 
                           10        20        30        40         
AAD-12             MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       50        60        70        80                             
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQ                             
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (19-37:32-50) 
 
                           10        20        30        40         
AAD-12             MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       50        60        70        80                             
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQ                             
                                                                    
gi|125 GFPFEYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (19-37:32-50) 
 
                           10        20        30        40         
AAD-12             MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       50        60        70        80                             
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQ                             
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (19-37:32-50) 
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                           10        20        30        40         
AAD-12             MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       50        60        70        80                             
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQ                             
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321728|emb|CAA96547.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (19-37:32-50) 
 
                           10        20        30        40         
AAD-12             MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       50        60        70        80                             
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQ                             
                                                                    
gi|132 GFPFKYVKDRVDEVAHKNFKYSYSVIEGGPIGDTLEKISNEIKIVATPDGRSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (19-37:32-50) 
 
                           10        20        30        40         
AAD-12             MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPG 
              10        20        30        40        50        60  
 
       50        60        70        80                             
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQ                             
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (18-37:31-50) 
 
                            10        20        30        40        
AAD-12              MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|730 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                            
                                                                    
gi|730 EGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (18-37:31-50) 
 
                            10        20        30        40        
AAD-12              MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
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        50        60        70        80                            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQ                            
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGFVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|320545|pir||A45786 major pollen allergen Bet v I -   (51 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.9  bits: 16.0 E():   92 
Smith-Waterman score: 33; 36.8% identity (52.6% similar) in 19 aa overlap (19-37:31-49) 
 
                           10        20        30        40         
AAD-12             MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :  :.: .   ::            
gi|320 GVFNYEAETTSVIPAAWLWKXFILDGDNLFPKVAPQAXTSVENIYERGGWG          
               10        20        30        40        50           
 
       50        60        70        80 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQ 
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 66.9  bits: 18.4 E():   93 
Smith-Waterman score: 43; 47.6% identity (71.4% similar) in 21 aa overlap (20-40:8-24) 
 
               10        20        30        40        50        60 
AAD-12 MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH 
                          .:. :::..: :   ::: .:                     
gi|286             MGSLANNIMVVGAVLAALV---VGG-SCGPPKVPPGPNITTNYNGKWL 
                           10           20         30        40     
 
               70        80                                         
AAD-12 QRSARHSLVYSQSKLGHVQQ                                         
                                                                    
gi|286 TARATWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKE 
           50        60        70        80        90       100     
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.4 E():   94 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (26-35:57-66) 
 
                    10        20        30        40        50      
AAD-12      MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .::  .::::                     
gi|291 ATAGGSLLVPSGLILAGTVIALTLATPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAA 
         30        40        50        60        70        80       
 
          60        70        80                              
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQ                              
                                                              
gi|291 VTVLSWIYRYVTGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVTGSQGS 
         90       100       110       120       130       140 
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 66.7  bits: 20.0 E():   95 
Smith-Waterman score: 50; 28.9% identity (60.5% similar) in 38 aa overlap (43-80:827-864) 
 
             20        30        40        50        60        70   
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     ...:: :  :.:   :   :. ..: : .. 
gi|377 NEKVKVYKRQMQEQEGMSQQNLTRVRRFQRELEAAEDRADQAESNLSFIRAKHRSWVTTS 
        800       810       820       830       840       850       
 
             80            
AAD-12 SKLGHVQQ            
       .  : ..:            
gi|377 QVPGGTRQVFTTQEETTNY 
        860       870      
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 66.7  bits: 20.0 E():   95 
Smith-Waterman score: 50; 28.9% identity (60.5% similar) in 38 aa overlap (43-80:827-864) 
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 3443



 

 

             20        30        40        50        60        70   
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     ...:: :  :.:   :   :. ..: : .. 
gi|219 NEKVKVYKRQMQEQEGMSQQNLTRVRRFQRELEAAEDRADQAESNLSFIRAKHRSWVTTS 
        800       810       820       830       840       850       
 
             80            
AAD-12 SKLGHVQQ            
       .  : ..:            
gi|219 QVPGGTRQVFVTEQESSNF 
        860       870      
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 66.7  bits: 19.3 E():   95 
Smith-Waterman score: 47; 34.0% identity (56.6% similar) in 53 aa overlap (4-55:310-352) 
 
                                          10         20        30   
AAD-12                            MMKVIVGNMAWHADS-TYMPVMAQGAVFSAEVV 
                                     : .::   .::. .: :. :. :.       
gi|289 SVANMSLGGGKSKTLEDAVNAGVEAGLHFAVAAGND--NADACNYSPAAAEKAI------ 
     280       290       300       310         320       330        
 
             40        50        60        70        80             
AAD-12 PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ             
        .::. : .:: :: ..   : :                                      
gi|289 -TVGAST-LADERAYFSNYGECTDIFAPGLNILSTWIGSNYATNIISGTSMASPHIAGLL 
               340       350       360       370       380          
 
>>gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Allerg  (27 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 66.6  bits: 15.0 E():   96 
Smith-Waterman score: 29; 22.7% identity (54.5% similar) in 22 aa overlap (40-61:6-27) 
 
      10        20        30        40        50        60          
AAD-12 AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV 
                                     :    . .:. :.  ..  :.:         
gi|391                          SFREQCVPGREITYECLNACAEYAVRQ         
                                        10        20                
 
      70        80 
AAD-12 YSQSKLGHVQQ 
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.4 E():   98 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (26-35:62-71) 
 
                    10        20        30        40        50      
AAD-12      MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .::  .::::                     
gi|753 VTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAA 
              40        50        60        70        80        90  
 
          60        70        80                              
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQ                              
                                                              
gi|753 LSVLSWIYRYLTGKHPPGADQLESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
             100       110       120       130       140      
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.4 E():   98 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (26-35:62-71) 
 
                    10        20        30        40        50      
AAD-12      MMKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .::  .::::                     
gi|198 VTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAA 
              40        50        60        70        80        90  
 
          60        70        80                              
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQ                              
                                                              
gi|198 LSVLSWIYRYLTGKHPPGADQLESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
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             100       110       120       130       140      
 
>>gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos tauru  (172 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 17.6 E():   99 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (59-80:49-70) 
 
       30        40        50        60        70        80         
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ         
                                     :.:.  ..  : :.  ::...:         
gi|159 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
       20        30        40        50        60        70         
 
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
       80        90       100       110       120       130         
 
>>gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} [De  (20 aa) 
 initn:  27 init1:  27 opt:  27  Z-score: 66.3  bits: 14.5 E(): 1e 
Smith-Waterman score: 30; 50.0% identity (64.3% similar) in 14 aa overlap (34-47:1-12) 
 
            10        20        30        40        50        60    
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS 
                                     ::::.   ::.  :                 
gi|404                               AVGGQD--ADLAEAPFQISLLK         
                                               10        20         
 
            70        80 
AAD-12 ARHSLVYSQSKLGHVQQ 
 
>>gi|47117350|sp||Q7M3Y8_1 [Segment 1 of 6] Tropomyosin   (20 aa) 
 initn:  27 init1:  27 opt:  27  Z-score: 66.3  bits: 14.5 E(): 1e 
Smith-Waterman score: 27; 25.0% identity (75.0% similar) in 12 aa overlap (42-53:2-13) 
 
              20        30        40        50        60        70  
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
                                     :...  .: ..:                   
gi|471                              AANLENDFDNVNEQLQDALS            
                                            10        20            
 
              80 
AAD-12 QSKLGHVQQ 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:46 2011 done: Fri Jan 21 00:02:46 2011 
 Total Scan time:  0.060 Total Display time:  0.070 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 99  - 178 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     4     2:*= 
  32     5     8:==* 
  34    13    22:=====  * 
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  36    30    44:==========    * 
  38    44    73:===============         * 
  40   103   102:=================================*= 
  42    57   125:===================                      * 
  44   118   138:========================================     * 
  46   125   140:==========================================    * 
  48   134   134:============================================* 
  50   172   122:========================================*================= 
  52   116   108:===================================*=== 
  54   100    92:==============================*=== 
  56    70    77:======================== * 
  58    50    63:=================   * 
  60    46    51:================* 
  62    40    41:=============* 
  64    37    33:==========*== 
  66    53    26:========*========= 
  68    28    20:======*=== 
  70    39    16:=====*======= 
  72     8    12:===* 
  74    21    10:===*=== 
  76    16     8:==*=== 
  78    16     6:=*==== 
  80    15     5:=*=== 
  82     8     3:*== 
  84     1     3:* 
  86     4     2:*= 
  88     7     2:*==        inset = represents 1 library sequences 
  90     3     1:* 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     1     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     1     0:=         *= 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 6.00690.00306; mu= -0.2432 0.160 
 mean_var=32.2266 8.403, 0's: 2 Z-trim: 2  B-trim: 186 in 1/43 
 Lambda= 0.225926 
 Kolmogorov-Smirnov  statistic: 0.1031 (N=29) at  48 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   62 24.9    0.56 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   57 23.2     1.7 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   57 23.2       2 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   56 22.9     2.5 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   58 23.2     3.7 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   54 22.2     3.9 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   53 21.9     4.3 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   53 21.9     4.9 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.6     5.7 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   52 21.6     6.1 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 21.6     6.1 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   52 21.6     6.1 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   52 21.6     6.1 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   50 21.1     6.6 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   49 20.8       7 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   55 22.2     7.3 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   50 21.0     7.5 
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gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 18.6     7.8 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 18.6     7.8 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   49 20.6      11 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   56 22.3      12 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   56 22.3      13 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   56 22.3      13 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   56 22.2      13 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   53 21.5      14 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   52 21.2      15 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   53 21.5      15 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   55 22.0      15 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 19.7      17 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   51 20.9      17 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   45 19.5      18 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 20.0      18 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   47 20.0      18 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 19.9      18 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 19.9      18 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   47 19.9      19 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   47 19.9      19 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   47 19.9      19 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   47 19.9      19 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   47 19.9      19 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   47 19.9      19 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   47 19.9      19 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   47 19.9      19 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   47 19.9      19 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   47 19.9      19 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   47 19.9      19 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 19.9      19 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 19.9      19 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.7      21 
gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   48 20.1      21 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   44 19.1      23 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 20.6      23 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   46 19.6      23 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 19.6      24 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   46 19.6      24 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 19.6      24 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 19.6      24 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   46 19.6      24 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 19.6      24 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 17.0      24 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   51 20.8      24 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   51 20.8      24 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   51 20.8      24 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   51 20.8      24 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   51 20.8      24 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   51 20.8      24 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 18.4      27 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.8      28 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   45 19.3      29 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   45 19.3      29 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   45 19.3      29 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   45 19.3      29 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   45 19.3      29 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   45 19.3      29 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   45 19.3      30 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   45 19.3      30 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   43 18.8      31 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   47 19.7      31 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 20.5      33 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   43 18.8      33 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 15.9      33 
gi|14422363|emb|CAC41635.1| plantain pollen major  ( 131)   43 18.7      35 
gi|14422361|emb|CAC41634.1| plantain pollen major  ( 131)   43 18.7      35 
gi|14422359|emb|CAC41633.1| plantain pollen major  ( 131)   43 18.7      35 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 20.4      36 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   49 20.2      36 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   44 19.0      37 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   44 19.0      37 
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gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   44 19.0      37 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   44 19.0      37 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   44 19.0      37 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   44 19.0      37 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   43 18.7      38 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   49 20.1      39 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 20.1      40 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   47 19.6      41 
gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Glo ( 151)   43 18.7      43 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   43 18.7      44 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   43 18.6      46 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   43 18.6      46 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   43 18.6      46 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.9      47 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 15.3      48 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 14.5      50 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   42 18.4      51 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.6      53 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   28 15.0      55 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   42 18.3      57 
gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allerge ( 159)   42 18.3      57 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.3      57 
gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allerge ( 159)   42 18.3      57 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   42 18.3      57 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.3      58 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.3      58 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 18.3      58 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 18.3      58 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   42 18.3      58 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   42 18.3      58 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.3      58 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.3      58 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.3      58 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   42 18.3      58 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   42 18.3      58 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 18.3      58 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   42 18.3      58 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   42 18.3      58 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   42 18.3      58 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.3      58 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.3      58 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   42 18.3      58 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.3      58 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 19.7      60 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   41 18.1      60 
gi|4006947|emb|CAA07320.1| pollen allergen Betv1,  ( 120)   40 17.8      61 
gi|4006963|emb|CAA07328.1| pollen allergen Betv1,  ( 120)   40 17.8      61 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   41 18.0      62 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   45 19.0      62 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   45 19.0      63 
gi|114326420|ref|NP_001041618.1| major allergen I  (  88)   38 17.3      63 
gi|75139847|sp|Q7M1E8|Q7M1E8_9ROSA Pollen major al (  12)   26 14.4      64 
gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=P ( 284)   45 19.0      64 
gi|3309047|gb|AAC25998.1| group V allergen Phl p 5 ( 287)   45 19.0      65 
gi|3309041|gb|AAC25995.1| group V allergen Phl p 5 ( 295)   45 19.0      67 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 17.8      67 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   47 19.4      69 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.5      70 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   40 17.7      71 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   40 17.7      71 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   43 18.5      71 
gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allerge ( 159)   41 18.0      71 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   41 18.0      71 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   41 18.0      72 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   41 18.0      72 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   41 18.0      72 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   41 18.0      72 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   41 18.0      72 
gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   41 18.0      72 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   41 18.0      72 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   41 18.0      72 
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gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   41 18.0      72 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   48 19.6      75 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   38 17.2      76 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   47 19.4      77 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   40 17.7      77 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   40 17.7      85 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   40 17.7      85 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   40 17.7      85 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   28 14.8      86 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   38 17.2      87 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   38 17.2      87 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   40 17.7      89 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   40 17.7      89 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   40 17.7      89 
gi|4376222|emb|CAA04829.1| pollen allergen, Betv1  ( 159)   40 17.7      89 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   40 17.7      90 
gi|4006957|emb|CAA07325.1| pollen allergen Betv1,  ( 160)   40 17.7      90 
gi|82492265|gb|ABB78006.1| major allergen Pru p 1  ( 160)   40 17.7      90 
gi|4006953|emb|CAA07323.1| pollen allergen Betv1,  ( 160)   40 17.7      90 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   40 17.7      90 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   40 17.7      90 
gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=M ( 160)   40 17.7      90 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   40 17.7      90 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   40 17.7      90 
gi|167472849|gb|ABZ81046.1| pollen allergen Que a  ( 160)   40 17.7      90 
gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Be ( 160)   40 17.7      90 
gi|1513216|gb|AAC02632.1| cherry-allergen PRUA1 [P ( 160)   40 17.7      90 
gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 ( 160)   40 17.7      90 
gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=M ( 160)   40 17.7      90 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   40 17.7      90 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   40 17.7      90 
gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen be ( 160)   40 17.7      90 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   40 17.7      90 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   40 17.7      90 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   40 17.7      90 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   40 17.7      90 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   40 17.7      90 
gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula pl ( 160)   40 17.7      90 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   40 17.7      90 
gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula pl ( 160)   40 17.7      90 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   40 17.7      90 
gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 ( 160)   40 17.7      90 
gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 ( 160)   40 17.7      90 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   40 17.7      90 
gi|1321728|emb|CAA96547.1| major allergen Bet v 1  ( 160)   40 17.7      90 
gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 ( 161)   40 17.7      90 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.3      91 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   43 18.4      92 
gi|320545|pir||A45786 major pollen allergen Bet v  (  51)   33 16.0      92 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   39 17.4      94 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   50 20.0      94 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   50 20.0      94 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   47 19.3      94 
gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Al (  27)   29 15.0      96 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   39 17.4      98 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   39 17.4      98 
gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos t ( 172)   40 17.6      98 
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 107.1  bits: 24.9 E(): 0.56 
Smith-Waterman score: 62; 26.5% identity (59.2% similar) in 49 aa overlap (14-62:5-52) 
 
               10        20        30        40        50        60 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                    :.  :..  ... :. .. :. :. :.: :    . : :. :  : : 
gi|189          MASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPL-EGCREYVAQ 
                        10        20        30        40         50 
 
               70        80                                         
AAD-12 RSARHSLVYSQSKLGHVQQA                                         
       ..                                                           
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gi|189 QTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGC 
               60        70        80        90       100       110 
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  50 init1:  50 opt:  57  Z-score: 98.2  bits: 23.2 E():  1.7 
Smith-Waterman score: 57; 24.5% identity (59.2% similar) in 49 aa overlap (14-62:5-52) 
 
               10        20        30        40        50        60 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                    :.  :..  ... :. .. .. :. :.: :    . : :. :  : : 
gi|439          MASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPL-EGCREYVAQ 
                        10        20        30        40         50 
 
               70        80                                         
AAD-12 RSARHSLVYSQSKLGHVQQA                                         
       ..                                                           
gi|439 QTCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPG 
               60        70        80        90       100       110 
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 97.1  bits: 23.2 E():    2 
Smith-Waterman score: 57; 41.4% identity (69.0% similar) in 29 aa overlap (8-36:23-50) 
 
                              10        20        30        40      
AAD-12                MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: :::.: . ::          
gi|444 MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
          50        60        70        80                          
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                          
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 95.4  bits: 22.9 E():  2.5 
Smith-Waterman score: 56; 40.0% identity (68.0% similar) in 25 aa overlap (12-36:27-50) 
 
                              10        20        30        40      
AAD-12                MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. :::.. . ::          
gi|165 MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
          50        60        70        80                          
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                          
                                                                    
gi|165 GEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSILKNTS 
      60        70        80        90       100       110          
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 92.2  bits: 23.2 E():  3.7 
Smith-Waterman score: 58; 26.0% identity (56.0% similar) in 50 aa overlap (9-58:23-71) 
 
                             10        20        30        40       
AAD-12               MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                             .. ::. : :. :   .  : ..::.::    .: .   
gi|663 MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGKATTDEQKL 
               10        20        30        40         50          
 
         50        60        70        80                           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                           
        . .. . .: :                                                 
gi|663 LEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILKLDTDYDVA 
      60        70        80        90       100       110          
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 91.8  bits: 22.2 E():  3.9 
Smith-Waterman score: 54; 37.9% identity (69.0% similar) in 29 aa overlap (8-36:23-50) 
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                              10        20        30        40      
AAD-12                MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: .::.: . ::          
gi|444 MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
          50        60        70        80                          
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                          
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 91.1  bits: 21.9 E():  4.3 
Smith-Waterman score: 53; 24.5% identity (55.1% similar) in 49 aa overlap (14-62:5-52) 
 
               10        20        30        40        50        60 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                    :.  :..   .. :. .. .. :  :.: :    . : :. :  : : 
gi|217          MASKSSISPLLLATVLVSVFAAATATGPYCYAGMGLPINPL-EGCREYVAQ 
                        10        20        30        40         50 
 
               70        80                                         
AAD-12 RSARHSLVYSQSKLGHVQQA                                         
       ..                                                           
gi|217 QTCGISISGSAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPG 
               60        70        80        90       100       110 
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  53  Z-score: 90.1  bits: 21.9 E():  4.9 
Smith-Waterman score: 53; 22.4% identity (55.2% similar) in 58 aa overlap (17-68:31-87) 
 
                             10        20        30             40  
AAD-12               MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICF- 
               10        20        30        40        50           
 
              50        60         70        80                     
AAD-12 DMRAAYDALDEATRALVHQR-SARHSLVYSQSKLGHVQQA                     
       :  . .. . . .. . .   : :.:..                                 
gi|132 DEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSIS 
      60        70        80        90       100       110          
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 88.9  bits: 21.6 E():  5.7 
Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (47-70:29-52) 
 
         20        30        40        50        60        70       
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 
                                     : : :::  : .  ..: .: .::       
gi|144   KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLS 
                 10        20        30        40        50         
 
         80                                                         
AAD-12 VQQA                                                         
                                                                    
gi|144 DSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAG 
       60        70        80        90       100       110         
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 88.4  bits: 21.6 E():  6.1 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (12-36:27-50) 
 
                              10        20        30        40      
AAD-12                MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|131 MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
          50        60        70        80                          

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 3451



 

 

AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                          
                                                                    
gi|131 GEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 88.4  bits: 21.6 E():  6.1 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (12-36:27-50) 
 
                              10        20        30        40      
AAD-12                MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|602 MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
          50        60        70        80                          
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                          
                                                                    
gi|602 GEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 88.4  bits: 21.6 E():  6.1 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (12-36:27-50) 
 
                              10        20        30        40      
AAD-12                MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|279 MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
          50        60        70        80                          
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                          
                                                                    
gi|279 GEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 88.3  bits: 21.6 E():  6.1 
Smith-Waterman score: 52; 37.9% identity (69.0% similar) in 29 aa overlap (8-36:23-50) 
 
                              10        20        30        40      
AAD-12                MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: .::.: . ::          
gi|444 MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
          50        60        70        80                          
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                          
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 87.8  bits: 21.1 E():  6.6 
Smith-Waterman score: 50; 26.8% identity (58.5% similar) in 41 aa overlap (40-80:26-66) 
 
      10        20        30        40        50        60          
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::      :.  . . :  ..:.   :.. 
gi|527      MVHHITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAF 
                    10        20        30        40        50      
 
      70        80                                                  
AAD-12 SQSKLGHVQQA                                                  
       .. .. :::.:                                                  
gi|527 AKVNVDHVQDAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQ 
          60        70        80        90       100       110      
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 87.3  bits: 20.8 E():    7 
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Smith-Waterman score: 49; 22.4% identity (56.9% similar) in 58 aa overlap (22-79:4-59) 
 
               10        20        30        40        50        60 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                            .:.. .:.:. :. :     : .: . :   :...     
gi|777                   MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDI 
                                 10        20        30        40   
 
               70        80                                         
AAD-12 RSARHSLVYSQSKLGHVQQA                                         
       ..:    . .:.: : ...                                          
gi|777 KKAFA--IIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDE 
               50        60        70        80        90       100 
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 86.9  bits: 22.2 E():  7.3 
Smith-Waterman score: 55; 25.5% identity (55.3% similar) in 47 aa overlap (3-48:16-62) 
 
                             10        20        30        40       
AAD-12              MKVIVGNMA-WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                      ...:  : . ::. : :. :   .  : .  :.::..   ...   
gi|441 MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLL 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                           
        :                                                           
gi|441 EDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAY 
               70        80        90       100       110       120 
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 86.8  bits: 21.0 E():  7.5 
Smith-Waterman score: 50; 28.1% identity (59.4% similar) in 32 aa overlap (3-34:11-42) 
 
                       10        20        30        40        50   
AAD-12         MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                 ::.. .:: ...   :. : :    ..::  .                   
gi|249 MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQDIMPCLHFVKGEEKEPSKEC 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQA                                 
                                                                    
gi|249 CSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVAEVPKKCDIKTTLPPITADFD 
               70        80        90       100       110       120 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 86.4  bits: 18.6 E():  7.8 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (10-16:19-25) 
 
                        10        20        30        40        50  
AAD-12          MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                         :.::..:                                    
gi|320 YTTEGGKKVEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 86.4  bits: 18.6 E():  7.8 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (10-16:19-25) 
 
                        10        20        30        40        50  
AAD-12          MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                         :.::..:                                    
gi|320 YTTEGGTKAEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 83.5  bits: 20.6 E():   11 
Smith-Waterman score: 49; 35.7% identity (52.4% similar) in 42 aa overlap (24-54:37-78) 
 
                      10        20        30              40        
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AAD-12        MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR------TCFADMRAAY 
                                     :. : :.: . ::       :   : ...: 
gi|145 EEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSY 
         10        20        30        40        50        60       
 
             50        60        70        80                       
AAD-12 -----DALDEATRALVHQRSARHSLVYSQSKLGHVQQA                       
            ::.::::                                                 
gi|145 VLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAP 
         70        80        90       100       110       120       
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 83.1  bits: 22.3 E():   12 
Smith-Waterman score: 56; 27.8% identity (52.8% similar) in 36 aa overlap (43-78:372-407) 
 
             20        30        40        50        60        70   
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|224 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             350       360       370       380       390       400  
 
             80                                                     
AAD-12 KLGHVQQA                                                     
         .:::                                                       
gi|224 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             410       420       430       440       450       460  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 82.7  bits: 22.3 E():   13 
Smith-Waterman score: 56; 27.8% identity (52.8% similar) in 36 aa overlap (43-78:392-427) 
 
             20        30        40        50        60        70   
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|199 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
             80                                                     
AAD-12 KLGHVQQA                                                     
         .:::                                                       
gi|199 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             430       440       450       460       470       480  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 82.7  bits: 22.3 E():   13 
Smith-Waterman score: 56; 27.8% identity (52.8% similar) in 36 aa overlap (43-78:392-427) 
 
             20        30        40        50        60        70   
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|571 GNRSPHIYDPQRWFTQNCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
             80                                                     
AAD-12 KLGHVQQA                                                     
         .:::                                                       
gi|571 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFA 
             430       440       450       460       470       480  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 82.5  bits: 22.2 E():   13 
Smith-Waterman score: 56; 27.8% identity (52.8% similar) in 36 aa overlap (43-78:400-435) 
 
             20        30        40        50        60        70   
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|213 RSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
     370       380       390       400       410       420          
 
             80                                                     
AAD-12 KLGHVQQA                                                     
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         .:::                                                       
gi|213 GRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLA 
     430       440       450       460       470       480          
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.1  bits: 21.5 E():   14 
Smith-Waterman score: 53; 33.3% identity (63.3% similar) in 30 aa overlap (1-30:161-190) 
 
                                             10        20        30 
AAD-12                               MKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..::.:..  :: .     .  ::. .::: 
gi|249 DAALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEV 
              140       150       160       170       180       190 
 
               40        50        60        70        80           
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA           
                                                                    
gi|249 QLIDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQ 
              200       210       220       230       240       250 
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.5  bits: 21.2 E():   15 
Smith-Waterman score: 52; 20.8% identity (58.3% similar) in 48 aa overlap (14-61:72-119) 
 
                                10        20        30        40    
AAD-12                  MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:...:   :: .  :..  .. :... 
gi|170 QSFSQQPPFSQQQQQPLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQ 
              50        60        70        80        90       100  
 
            50        60        70        80                        
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                        
       .      ..  . ::.:.                                           
gi|170 QQLVLPPQQQQQQLVQQQIPIVQPSVLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSS 
             110       120       130       140       150       160  
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 81.4  bits: 21.5 E():   15 
Smith-Waterman score: 53; 21.5% identity (55.4% similar) in 65 aa overlap (9-70:37-100) 
 
                                     10        20        30         
AAD-12                       MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|682 EAVLLGILLYIPIVLSDDRAPIPANSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQAK 
         10        20        30         40        50        60      
 
       40           50        60        70        80                
AAD-12 CF---ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                
        .   .:  . . ...:: ...  . . :  : .:                          
gi|682 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSFSPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
gi|682 NMPILVFGGTAAEYGTVDSATLIVESNYFSAVNLKIVNSAPRPDGKRVGAQAAALRISGD 
         130       140       150       160       170       180      
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 81.4  bits: 22.0 E():   15 
Smith-Waterman score: 55; 29.4% identity (52.9% similar) in 34 aa overlap (45-78:371-404) 
 
           20        30        40        50        60        70     
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :  : . .  ..:  .  ::..:      
gi|370 RSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGR 
              350       360       370       380       390       400 
 
           80                                                       
AAD-12 GHVQQA                                                       
       .:::                                                         
gi|370 AHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGE 
              410       420       430       440       450       460 
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>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 80.5  bits: 19.7 E():   17 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (18-33:66-81) 
 
                            10        20        30        40        
AAD-12              MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
        50        60        70        80 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                         
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS      
         100       110       120         
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.5  bits: 20.9 E():   17 
Smith-Waterman score: 51; 22.6% identity (64.5% similar) in 31 aa overlap (14-44:66-96) 
 
                                10        20        30        40    
AAD-12                  MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:.. ::  :  .. :..  .. :... 
gi|219 QPLPPQQTFPQQPPFSQQQQQQPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQ 
          40        50        60        70        80        90      
 
            50        60        70        80                        
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                        
       .                                                            
gi|219 QQLILPPQQQQQLPQQQISIVQPSVLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSC 
         100       110       120       130       140       150      
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 80.1  bits: 19.5 E():   18 
Smith-Waterman score: 45; 25.5% identity (58.8% similar) in 51 aa overlap (13-60:13-61) 
 
               10        20        30           40        50        
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVV-PAVG--GRTCFADMRAAYDALDEATRAL 
                   :..   : : :. :. ..    ::  :..  :: . ... ::.   .. 
gi|207 MSITDIVSEKDIDAALESVKAAGS-FNYKIFFQKVGLAGKSA-ADAKKVFEILDRDKSGF 
               10        20         30        40         50         
 
        60        70        80                             
AAD-12 VHQRSARHSLVYSQSKLGHVQQA                             
       ..:                                                 
gi|207 IEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
       60        70        80        90       100          
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.0  bits: 20.0 E():   18 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (43-59:14-30) 
 
             20        30        40        50        60        70   
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     .: :.: .:.  .. .:              
gi|219                  MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQ 
                                10        20        30        40    
 
             80                                                     
AAD-12 KLGHVQQA                                                     
                                                                    
gi|219 TFEENDLQQLIIEIDADGSGELEFDEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNG 
            50        60        70        80        90       100    
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 79.9  bits: 20.0 E():   18 
Smith-Waterman score: 47; 27.8% identity (54.2% similar) in 72 aa overlap (8-77:23-89) 
 
                              10        20        30        40      
AAD-12                MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .:  ::.  .:  : :.  :.:.: . ::   .  .   
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gi|604 MAVFTFDDQATSPVAPATLYNALAKDADNI-IP-KAVGSFQSVEIVEGNGGPGTIKKISF 
               10        20        30          40        50         
 
          50        60          70        80                        
AAD-12 AYDALDEATRALVHQRSA--RHSLVYSQSKLGHVQQA                        
       . :.    :. ..:.  .  . .: :: : .: :                           
gi|604 VEDG---ETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIK 
       60           70        80        90       100       110      
 
gi|604 LTISYHGKGDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
         120       130       140       150      
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.7  bits: 19.9 E():   18 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (31-47:141-157) 
 
               10        20        30        40        50        60 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
               70        80 
AAD-12 RSARHSLVYSQSKLGHVQQA 
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.7  bits: 19.9 E():   18 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (31-47:141-157) 
 
               10        20        30        40        50        60 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
               70        80 
AAD-12 RSARHSLVYSQSKLGHVQQA 
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.6  bits: 19.9 E():   19 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (12-36:27-50) 
 
                              10        20        30        40      
AAD-12                MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEYTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
          50        60        70        80                          
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                          
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.6  bits: 19.9 E():   19 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (12-36:27-50) 
 
                              10        20        30        40      
AAD-12                MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
          50        60        70        80                          
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                          
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
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 initn:  45 init1:  45 opt:  47  Z-score: 79.6  bits: 19.9 E():   19 
Smith-Waterman score: 47; 23.7% identity (54.2% similar) in 59 aa overlap (12-59:27-84) 
 
                              10        20        30             40 
AAD-12                MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCF 
                                 ::.  .: .:  :.  ::.. . ::     .  : 
gi|304 MGLYTFENEFTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
                     50        60        70        80               
AAD-12 AD------MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA               
       ..      ..   :..:::. . ..                                    
gi|304 GEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.6  bits: 19.9 E():   19 
Smith-Waterman score: 47; 40.0% identity (68.0% similar) in 25 aa overlap (12-36:27-50) 
 
                              10        20        30        40      
AAD-12                MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :.:.. . ::          
gi|602 MGVFTYEFEFTSVIPPARLYNAFVLDADNL-IPKIAPQAVKSTEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
          50        60        70        80                          
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                          
                                                                    
gi|602 GEGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.6  bits: 19.9 E():   19 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (12-36:27-50) 
 
                              10        20        30        40      
AAD-12                MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
          50        60        70        80                          
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                          
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.6  bits: 19.9 E():   19 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (12-36:27-50) 
 
                              10        20        30        40      
AAD-12                MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|886 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
          50        60        70        80                          
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                          
                                                                    
gi|886 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIKSISH 
      60        70        80        90       100       110          
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.6  bits: 19.9 E():   19 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (12-36:27-50) 
 
                              10        20        30        40      
AAD-12                MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|165 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
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               10        20        30         40        50          
 
          50        60        70        80                          
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                          
                                                                    
gi|165 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.6  bits: 19.9 E():   19 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (12-36:27-50) 
 
                              10        20        30        40      
AAD-12                MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|753 MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
          50        60        70        80                          
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                          
                                                                    
gi|753 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.6  bits: 19.9 E():   19 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (12-36:27-50) 
 
                              10        20        30        40      
AAD-12                MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|134 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
          50        60        70        80                          
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                          
                                                                    
gi|134 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.6  bits: 19.9 E():   19 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (12-36:27-50) 
 
                              10        20        30        40      
AAD-12                MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
          50        60        70        80                          
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                          
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.6  bits: 19.9 E():   19 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (12-36:27-50) 
 
                              10        20        30        40      
AAD-12                MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
          50        60        70        80                          
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                          
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 3459



 

 

 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.5  bits: 19.9 E():   19 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (31-47:144-160) 
 
               10        20        30        40        50        60 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
               70        80 
AAD-12 RSARHSLVYSQSKLGHVQQA 
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.5  bits: 19.9 E():   19 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (31-47:144-160) 
 
               10        20        30        40        50        60 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
               70        80 
AAD-12 RSARHSLVYSQSKLGHVQQA 
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.7  bits: 19.7 E():   21 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (43-60:126-143) 
 
             20        30        40        50        60        70   
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . ::..::: :..: ...             
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG         
         100       110       120       130       140                
 
             80 
AAD-12 KLGHVQQA 
 
>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.5  bits: 20.1 E():   21 
Smith-Waterman score: 48; 33.3% identity (59.3% similar) in 27 aa overlap (14-40:17-43) 
 
                  10        20        30        40        50        
AAD-12    MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL 
                       :.:.:  .   ::..:  :  .: : .                  
gi|510 MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLPVIRGKGGGIEFAKT 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 VHQRSARHSLVYSQSKLGHVQQA                                      
                                                                    
gi|510 ETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHLCTPLSLNSFSVDRY 
               70        80        90       100       110       120 
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 78.1  bits: 19.1 E():   23 
Smith-Waterman score: 44; 32.4% identity (56.8% similar) in 37 aa overlap (17-53:65-101) 
 
                             10        20        30        40       
AAD-12               MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .:  ..::. ::  . :.:: :  :   :  
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
         50        60        70        80 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
        .  .:.                            
gi|117 EEEKEESDDDMGFGLFD                  
          100       110                   
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>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.1  bits: 20.6 E():   23 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (10-27:66-83) 
 
                                    10        20        30          
AAD-12                      MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
      40        50        60        70        80                    
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                    
                                                                    
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 77.8  bits: 19.6 E():   23 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (12-36:27-50) 
 
                              10        20        30        40      
AAD-12                MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
          50        60        70        80                          
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                          
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIKTTSK 
      60        70        80        90       100       110          
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.8  bits: 19.6 E():   24 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (15-36:29-50) 
 
                             10        20        30        40       
AAD-12               MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                           
                                                                    
gi|400 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 77.8  bits: 19.6 E():   24 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (12-36:27-50) 
 
                              10        20        30        40      
AAD-12                MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
          50        60        70        80                          
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                          
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.8  bits: 19.6 E():   24 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (15-36:29-50) 
 
                             10        20        30        40       
AAD-12               MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
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                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                           
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.8  bits: 19.6 E():   24 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (15-36:29-50) 
 
                             10        20        30        40       
AAD-12               MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                           
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 77.8  bits: 19.6 E():   24 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (12-36:27-50) 
 
                              10        20        30        40      
AAD-12                MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|880 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
          50        60        70        80                          
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                          
                                                                    
gi|880 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVIKTTS 
      60        70        80        90       100       110          
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.8  bits: 19.6 E():   24 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (15-36:29-50) 
 
                             10        20        30        40       
AAD-12               MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                           
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 77.6  bits: 17.0 E():   24 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (10-16:19-25) 
 
                        10        20        30        40        50  
AAD-12          MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                         :..:..:                                    
gi|320 YTTEGGTKAEAEDVIPEGWKVDTSYE                                   
               10        20                                         
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.6  bits: 20.8 E():   24 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (1-38:270-307) 
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                                             10        20        30 
AAD-12                               MKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|118 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
               40        50        60        70        80           
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA           
       .  : : :                                                     
gi|118 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.6  bits: 20.8 E():   24 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (1-38:270-307) 
 
                                             10        20        30 
AAD-12                               MKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
               40        50        60        70        80           
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA           
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.6  bits: 20.8 E():   24 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (1-38:270-307) 
 
                                             10        20        30 
AAD-12                               MKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|270 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
               40        50        60        70        80           
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA           
       .  : : :                                                     
gi|270 IQHVKGGTPKRPDRAIETYLFAMFDENQKQPEVEKHFGLFFPDKRPKYNLNFSAKKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.6  bits: 20.8 E():   24 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (1-38:270-307) 
 
                                             10        20        30 
AAD-12                               MKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
               40        50        60        70        80           
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA           
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.6  bits: 20.8 E():   24 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (1-38:270-307) 
 
                                             10        20        30 
AAD-12                               MKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|327 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
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               40        50        60        70        80           
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA           
       .  : : :                                                     
gi|327 IQHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.6  bits: 20.8 E():   24 
Smith-Waterman score: 51; 18.4% identity (68.4% similar) in 38 aa overlap (1-38:270-307) 
 
                                             10        20        30 
AAD-12                               MKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     ..:.:.. .: . ...  .. .: .. ... 
gi|124 VWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNL 
     240       250       260       270       280       290          
 
               40        50        60        70        80           
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA           
       .  : : :                                                     
gi|124 IQHVKGGTPKRPNRAIETYLFATFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDI 
     300       310       320       330       340       350          
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 76.8  bits: 18.4 E():   27 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (58-79:37-58) 
 
        30        40        50        60        70        80        
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA        
                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
gi|162 VPQLEIVPNS 
         70       
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 76.3  bits: 19.8 E():   28 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (40-61:74-98) 
 
      10        20        30        40        50           60       
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---DEATRALVHQRSARHS 
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
 
         70        80                                               
AAD-12 LVYSQSKLGHVQQA                                               
                                                                    
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (12-36:27-50) 
 
                              10        20        30        40      
AAD-12                MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|425 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
          50        60        70        80                          
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                          
                                                                    
gi|425 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (12-36:27-50) 
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                              10        20        30        40      
AAD-12                MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
          50        60        70        80                          
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                          
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 45; 27.0% identity (64.9% similar) in 37 aa overlap (23-59:49-84) 
 
                       10        20        30        40        50   
AAD-12         MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|144 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
             60        70        80                                 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQA                                 
       :  : ..                                                      
gi|144 AGLAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEAT 
        80        90       100       110       120       130        
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (12-36:27-50) 
 
                              10        20        30        40      
AAD-12                MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|753 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTTKKITF 
               10        20        30         40        50          
 
          50        60        70        80                          
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                          
                                                                    
gi|753 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (12-36:27-50) 
 
                              10        20        30        40      
AAD-12                MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
          50        60        70        80                          
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                          
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.1  bits: 19.3 E():   29 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (12-36:27-50) 
 
                              10        20        30        40      
AAD-12                MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
          50        60        70        80                          
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AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                          
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.0  bits: 19.3 E():   30 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (12-36:27-50) 
 
                              10        20        30        40      
AAD-12                MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
          50        60        70        80                          
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                          
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.0  bits: 19.3 E():   30 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (12-36:27-50) 
 
                              10        20        30        40      
AAD-12                MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|901 MGGYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
          50        60        70        80                          
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                          
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.5  bits: 18.8 E():   31 
Smith-Waterman score: 43; 26.0% identity (52.0% similar) in 50 aa overlap (19-68:30-79) 
 
                          10        20        30        40          
AAD-12            MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                                    .  .:.. :.:   .   : :   . :.    
gi|253 TGPYCYAGMGLPINPLEGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHC 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQA                              
         ::.: .. .::  .: :                                          
gi|253 RCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNAPYCLGLDI 
               70        80        90       100       110       120 
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.5  bits: 19.7 E():   31 
Smith-Waterman score: 47; 33.3% identity (52.8% similar) in 36 aa overlap (40-75:159-191) 
 
      10        20        30        40        50        60          
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :   . : ..::   :   :: .  :.:   
gi|136 TNTEKLPTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFEIR---HQLTQIHGLYR 
      130       140       150       160       170          180      
 
      70        80                                       
AAD-12 SQSKLGHVQQA                                       
       :..: :                                            
gi|136 SSDKTGGYWKITMNDGSTYQSDLSKKFEYNTEKPPINIDEIKTIEAEIN 
         190       200       210       220       230     
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.2  bits: 20.5 E():   33 
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Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (10-27:56-73) 
 
                                    10        20        30          
AAD-12                      MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
      40        50        60        70        80                    
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                    
                                                                    
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 75.2  bits: 18.8 E():   33 
Smith-Waterman score: 43; 23.5% identity (51.0% similar) in 51 aa overlap (6-56:25-74) 
 
                                  10        20        30        40  
AAD-12                    MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                               :  : . . ...   :::.  :: .:  . .   :  
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLP-FQ 
               10        20        30        40        50           
 
              50        60        70        80                      
AAD-12 DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                      
       ...   :..:    :                                              
gi|217 EIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRL 
      60        70        80        90       100       110          
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 75.1  bits: 15.9 E():   33 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (63-77:1-15) 
 
             40        50        60        70        80 
AAD-12 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     :: . : : ..::..    
gi|323                               ARTAWVDSGAQLGELSY  
                                             10         
 
>>gi|14422363|emb|CAC41635.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.6  bits: 18.7 E():   35 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (13-30:85-102) 
 
                                 10        20        30        40   
AAD-12                   MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSGRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
             50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                              
gi|144 RHVKPLSFRAKTDAPGC                      
          120       130                       
 
>>gi|14422361|emb|CAC41634.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.6  bits: 18.7 E():   35 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (13-30:85-102) 
 
                                 10        20        30        40   
AAD-12                   MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
             50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                              
gi|144 RHVKPLSFRAKTDAPGC                      
          120       130                       
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>>gi|14422359|emb|CAC41633.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.6  bits: 18.7 E():   35 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (13-30:85-102) 
 
                                 10        20        30        40   
AAD-12                   MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETDQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
             50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                              
gi|144 RHVKPLSFRAKTDAPGC                      
          120       130                       
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.4  bits: 20.4 E():   36 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (10-27:56-73) 
 
                                    10        20        30          
AAD-12                      MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
      40        50        60        70        80                    
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                    
                                                                    
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 74.3  bits: 20.2 E():   36 
Smith-Waterman score: 49; 20.3% identity (55.9% similar) in 59 aa overlap (9-64:37-94) 
 
                                     10        20        30         
AAD-12                       MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|269 EAVLLGILLYIPIVLSDDRAPIPSNSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQTK 
         10        20        30         40        50        60      
 
       40           50        60        70        80                
AAD-12 CF---ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                
        .   .:  . . ...:: ...  . . :                                
gi|269 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSLAPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.3  bits: 19.0 E():   37 
Smith-Waterman score: 44; 36.4% identity (63.6% similar) in 22 aa overlap (15-36:28-49) 
 
                            10        20        30        40        
AAD-12              MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                  : .: .:  :. :.: . . ::            
gi|115 GVFNYETETTSVIPAARLFKAFILDGDTLFPQVAPQAISSVENISGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQA                            
                                                                    
gi|115 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.2  bits: 19.0 E():   37 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (17-36:31-50) 
 
                             10        20        30        40       
AAD-12               MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
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                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                           
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.2  bits: 19.0 E():   37 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (17-36:31-50) 
 
                             10        20        30        40       
AAD-12               MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                           
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.2  bits: 19.0 E():   37 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (17-36:31-50) 
 
                             10        20        30        40       
AAD-12               MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|584 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                           
                                                                    
gi|584 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.2  bits: 19.0 E():   37 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (17-36:31-50) 
 
                             10        20        30        40       
AAD-12               MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|132 MGVFNYETESTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                           
                                                                    
gi|132 EGSPFKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.2  bits: 19.0 E():   37 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (17-36:31-50) 
 
                             10        20        30        40       
AAD-12               MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                           
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gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.0  bits: 18.7 E():   38 
Smith-Waterman score: 43; 18.2% identity (72.7% similar) in 22 aa overlap (3-24:15-36) 
 
                           10        20        30        40         
AAD-12             MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
                     .... ..: ....  :. : :.                         
gi|249 MRTVSARSSVALVVIVAAVLVWTSSASVAPAPAPGSEETCGTVVGALMPCLPFVQGKEKE 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 ALDEATRALVHQRSARHSLVYSQSKLGHVQQA                             
                                                                    
gi|249 PSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDSKLPP 
               70        80        90       100       110       120 
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 73.8  bits: 20.1 E():   39 
Smith-Waterman score: 49; 33.3% identity (64.3% similar) in 42 aa overlap (8-46:244-284) 
 
                                      10           20        30     
AAD-12                        MKVIVGNMAW--HADSTYMP-VMAQGAVFSAEVVPAV 
                                     :.:  ..... .: :. .  . :.: :  : 
gi|585 GYYAYPYCYNLTPNQPSAQCEATTMQENDKMSWLFESEDVLLPSVYLRWNLTSGERVGLV 
           220       230       240       250       260       270    
 
           40        50        60        70        80               
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA               
       :::.  : .: :                                                 
gi|585 GGRVKEA-LRIARQMTTSRKKVLPYYWYKYQDRRDTDLSRADLEATLRKITDLGADGFII 
           280        290       300       310       320       330   
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 73.6  bits: 20.1 E():   40 
Smith-Waterman score: 49; 40.0% identity (65.0% similar) in 20 aa overlap (7-26:332-348) 
 
                                       10        20        30       
AAD-12                         MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
                                     :  :.   .:: :. .::.:           
gi|113 ILSQGNRFLASDIKKEVVGRYGESAMSESINWNWR---SYMDVFENGAIFVPSGVDPVLT 
             310       320       330          340       350         
 
         40        50        60        70        80 
AAD-12 RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                                    
gi|113 PEQNAGMIPAEPGEAVLRLTSSAGVLSCQPGAPC           
      360       370       380       390             
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.4  bits: 19.6 E():   41 
Smith-Waterman score: 47; 36.0% identity (76.0% similar) in 25 aa overlap (43-67:106-130) 
 
             20        30        40        50        60        70   
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     ...: . :.:::.:  ... ::. :      
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
 
             80                                                     
AAD-12 KLGHVQQA                                                     
                                                                    
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
 
>>gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Globin   (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.1  bits: 18.7 E():   43 
Smith-Waterman score: 43; 30.6% identity (55.6% similar) in 36 aa overlap (26-61:115-150) 
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                    10        20        30        40        50      
AAD-12      MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                     : :  :  . ..: ::  .::. :  .:   
gi|121 IGDLPNIDGDVTTFVASHTPRGVTHDQLNNFRAGFVSYMKAHTDFAGAEAAWGATLDAFF 
           90       100       110       120       130       140     
 
          60        70        80 
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQA 
       ..:  .                    
gi|121 GMVFAKM                   
          150                    
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 72.9  bits: 18.7 E():   44 
Smith-Waterman score: 43; 29.0% identity (67.7% similar) in 31 aa overlap (23-53:49-78) 
 
                       10        20        30        40        50   
AAD-12         MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|186 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVRLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
             60        70        80                                 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQA                                 
       :                                                            
gi|186 AGLGYTYTTIGGDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEAT 
        80        90       100       110       120       130        
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (17-36:31-50) 
 
                             10        20        30        40       
AAD-12               MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|132 MGVFNYETETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                           
                                                                    
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (17-36:31-50) 
 
                             10        20        30        40       
AAD-12               MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVISAARLFKSYVLDGDKLIPKVAPQAITSVENVGGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                           
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSK 
               70        80        90       100       110       120 
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (17-36:31-50) 
 
                             10        20        30        40       
AAD-12               MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|261 MGVFNYEAETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
         50        60        70        80                           
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AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                           
                                                                    
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.4  bits: 18.9 E():   47 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (60-75:46-61) 
 
      30        40        50        60        70        80          
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA          
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 72.2  bits: 15.3 E():   48 
Smith-Waterman score: 29; 57.1% identity (71.4% similar) in 7 aa overlap (12-18:1-7) 
 
               10        20        30        40        50        60 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                  ::. : :                                           
gi|751            ADAGYAPAAPGTQPKA                                  
                          10                                        
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 71.9  bits: 14.5 E():   50 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (55-59:2-6) 
 
           30        40        50        60        70        80 
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     : :::                      
gi|463                              DRNLVHSATR                  
                                            10                  
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.4 E():   51 
Smith-Waterman score: 42; 27.6% identity (58.6% similar) in 29 aa overlap (16-44:11-39) 
 
               10        20        30        40        50        60 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                      ..:. : : ::.   . :.  :  . ..:                 
gi|126      MRSLLILVLCFLPLAALGKVFGRCELAAAMKRHGLDNYRGYSLGNWVCAAKFESN 
                    10        20        30        40        50      
 
               70        80                                         
AAD-12 RSARHSLVYSQSKLGHVQQA                                         
                                                                    
gi|126 FNTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNCAKK 
          60        70        80        90       100       110      
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.4  bits: 18.6 E():   53 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (60-74:138-152) 
 
      30        40        50        60        70        80          
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA          
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
gi|391 ASIDTILTKV 
       170        
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 71.1  bits: 15.0 E():   55 
Smith-Waterman score: 28; 40.0% identity (80.0% similar) in 10 aa overlap (23-32:4-13) 
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               10        20        30        40        50        60 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                             :.:  :...:                             
gi|131                    GPVGGVVHAHMMPLL                           
                                  10                                
 
               70        80 
AAD-12 RSARHSLVYSQSKLGHVQQA 
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (17-36:30-49) 
 
                            10        20        30        40        
AAD-12              MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQA                            
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (12-36:27-50) 
 
                              10        20        30        40      
AAD-12                MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
          50        60        70        80                          
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                          
                                                                    
gi|212 GEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (17-36:30-49) 
 
                            10        20        30        40        
AAD-12              MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: : . ::            
gi|402 GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFAE 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQA                            
                                                                    
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
>>gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (12-36:27-50) 
 
                              10        20        30        40      
AAD-12                MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
          50        60        70        80                          
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                          
                                                                    
gi|212 GEASKYKYSRHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
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      60        70        80        90       100       110          
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (17-36:30-49) 
 
                            10        20        30        40        
AAD-12              MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQA                            
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (17-36:31-50) 
 
                             10        20        30        40       
AAD-12               MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                           
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (17-36:31-50) 
 
                             10        20        30        40       
AAD-12               MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                           
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (17-36:31-50) 
 
                             10        20        30        40       
AAD-12               MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                           
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNK 
               70        80        90       100       110       120 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (17-36:31-50) 
 
                             10        20        30        40       
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AAD-12               MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                           
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (17-36:31-50) 
 
                             10        20        30        40       
AAD-12               MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                           
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (17-36:31-50) 
 
                             10        20        30        40       
AAD-12               MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                           
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (17-36:31-50) 
 
                             10        20        30        40       
AAD-12               MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                           
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (17-36:31-50) 
 
                             10        20        30        40       
AAD-12               MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                           
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gi|167 EGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (17-36:31-50) 
 
                             10        20        30        40       
AAD-12               MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                           
                                                                    
gi|400 EGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (17-36:31-50) 
 
                             10        20        30        40       
AAD-12               MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                           
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (17-36:31-50) 
 
                             10        20        30        40       
AAD-12               MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                           
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (17-36:31-50) 
 
                             10        20        30        40       
AAD-12               MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                           
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (17-36:31-50) 
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                             10        20        30        40       
AAD-12               MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                           
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (17-36:31-50) 
 
                             10        20        30        40       
AAD-12               MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVMPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                           
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (17-36:31-50) 
 
                             10        20        30        40       
AAD-12               MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                           
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (17-36:31-50) 
 
                             10        20        30        40       
AAD-12               MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                           
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (17-36:31-50) 
 
                             10        20        30        40       
AAD-12               MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
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         50        60        70        80                           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                           
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 40.0% identity (60.0% similar) in 25 aa overlap (12-36:27-50) 
 
                              10        20        30        40      
AAD-12                MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:   : ::: . . ::          
gi|534 MGVFNYEDEATSVIAPARLFKSFVLDADNL-IPKVAPENVSSAENIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
          50        60        70        80                          
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                          
                                                                    
gi|534 PEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITS 
      60        70        80        90       100       110          
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (17-36:31-50) 
 
                             10        20        30        40       
AAD-12               MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                           
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 70.4  bits: 19.7 E():   60 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (42-56:431-446) 
 
              20        30        40        50         60        70 
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYS 
                                     :..: :::.: ...::               
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA               
              410       420       430       440                     
 
               80 
AAD-12 QSKLGHVQQA 
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.4  bits: 18.1 E():   60 
Smith-Waterman score: 41; 20.9% identity (47.8% similar) in 67 aa overlap (16-73:3-69) 
 
               10        20        30        40        50           
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---------D 
                      .. ..  . :..: :   . :     . : :.: :         : 
gi|856              MKFIITLFAAIVMAAAVSGFIVGDKKEDEWRMAFDRLMMEELETKID 
                            10        20        30        40        
 
              60        70        80                                
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQA                                
       .. ..:.:     . :  ..::                                       
gi|856 QVEKGLLHLSEQYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLNMFER 
        50        60        70        80        90       100        
 
>>gi|4006947|emb|CAA07320.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.2  bits: 17.8 E():   61 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (18-36:32-50) 
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                            10        20        30        40        
AAD-12              MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        50        60        70        80                           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQA                           
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|4006963|emb|CAA07328.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.2  bits: 17.8 E():   61 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (18-36:32-50) 
 
                            10        20        30        40        
AAD-12              MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        50        60        70        80                           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQA                           
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.1  bits: 18.0 E():   62 
Smith-Waterman score: 41; 34.6% identity (61.5% similar) in 26 aa overlap (14-39:5-30) 
 
               10        20        30        40        50        60 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                    :.:  ...   ::   .: :::.. :                      
gi|217          MASKSNYNLLFTALLVFIFAAVAAVGNEDCTPWTSTLITPLPSCRNYVEEQ 
                        10        20        30        40        50  
 
               70        80                                         
AAD-12 RSARHSLVYSQSKLGHVQQA                                         
                                                                    
gi|217 ACRIEMPGPPYLAKQECCEQLANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQM 
              60        70        80        90       100       110  
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.1  bits: 19.0 E():   62 
Smith-Waterman score: 45; 24.1% identity (46.3% similar) in 54 aa overlap (1-52:122-175) 
 
                                             10          20         
AAD-12                               MKVIVGNMAWHA--DSTYMPVMAQGAVFSA 
                                     ..::.: .  ::    :  : ::.  .    
gi|481 DAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGEL 
             100       110       120       130       140       150  
 
       30        40        50        60        70        80         
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA         
       ...  . .    :   ::    :.                                     
gi|481 QIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQ 
             160       170       180       190       200       210  
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 54; 30.2% identity (63.5% similar) in 63 aa overlap (22-80:52-110) 
 
                        10        20        30        40        50  
AAD-12          MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     ..:: .:  ::: : .  :  ..::. . . 
gi|168 APATPAAAGAEAGKATTEEQKLIEDINVGFKAAVAAAASVPA-GDK--FKTFEAAFTSSS 
              30        40        50        60           70         
 
                  60        70        80                            
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AAD-12 EATRA----LVHQRSARHSLVYSQSKLGHVQQA                            
       .:. :    :: . .: .:..: .. .: . .:                            
gi|168 KAATAKAPGLVPKLDAAYSVAY-KAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKP 
       80        90       100        110       120       130        
 
gi|168 VTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAY 
       140       150       160       170       180       190        
 
>>gi|114326420|ref|NP_001041618.1| major allergen I poly  (88 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 70.0  bits: 17.3 E():   63 
Smith-Waterman score: 38; 31.8% identity (63.6% similar) in 22 aa overlap (13-34:3-24) 
 
               10        20        30        40        50        60 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                   :..  :  . .:. . :. :::                           
gi|114           MLDAALPPCPTVAATADCEICPAVKRDVDLFLTGTPDEYVEQVAQYKALP 
                         10        20        30        40        50 
 
               70        80                   
AAD-12 RSARHSLVYSQSKLGHVQQA                   
                                              
gi|114 VVLENARILKNCVDAKMTEEDKENALSLLDKIYTSPLC 
               60        70        80         
 
>>gi|75139847|sp|Q7M1E8|Q7M1E8_9ROSA Pollen major allerg  (12 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 69.9  bits: 14.4 E():   64 
Smith-Waterman score: 26; 57.1% identity (71.4% similar) in 7 aa overlap (2-8:4-10) 
 
                 10        20        30        40        50         
AAD-12   MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
          ::. : :                                                   
gi|751 ATGKVVQGAMPP                                                 
               10                                                   
 
>>gi|2851457|sp|Q40963.2|MPA5B_PHLPR RecName: Full=Polle  (284 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.9  bits: 19.0 E():   64 
Smith-Waterman score: 50; 28.6% identity (61.9% similar) in 63 aa overlap (22-80:55-113) 
 
                        10        20        30        40        50  
AAD-12          MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     ..:: .:  :::.     :  ..::. . . 
gi|285 APATPAAAGAAAGKATTEEQKLIEDINVGFKAAVAAAASVPAADK---FKTFEAAFTSSS 
           30        40        50        60           70        80  
 
                  60        70        80                            
AAD-12 EATRA----LVHQRSARHSLVYSQSKLGHVQQA                            
       .:. :    :: . .: .:..: .. .: . .:                            
gi|285 KAAAAKAPGLVPKLDAAYSVAY-KAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKP 
              90       100        110       120       130       140 
 
gi|285 VTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAY 
              150       160       170       180       190       200 
 
>>gi|3309047|gb|AAC25998.1| group V allergen Phl p 5.020  (287 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.8  bits: 19.0 E():   65 
Smith-Waterman score: 49; 28.6% identity (60.3% similar) in 63 aa overlap (22-80:61-119) 
 
                        10        20        30        40        50  
AAD-12          MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     ..:: .:  :::.     :  ..::. . . 
gi|330 APATPAAAGAEAGKATTEEQKLIEDINVGFKAAVAAAASVPAADK---FKTFEAAFTSSS 
               40        50        60        70           80        
 
                  60        70        80                            
AAD-12 EATRA----LVHQRSARHSLVYSQSKLGHVQQA                            
       .:. :    :: . .: .:. : .. .: . .:                            
gi|330 KAATAKAPGLVPKLDAAYSVSY-KAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKP 
        90       100        110       120       130       140       
 
gi|330 VTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATAPADTVFEAAFNKAIKESTGGAYDTY 
        150       160       170       180       190       200       
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>>gi|3309041|gb|AAC25995.1| group V allergen Phl p 5.020  (295 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.5  bits: 19.0 E():   67 
Smith-Waterman score: 51; 28.6% identity (61.9% similar) in 63 aa overlap (22-80:66-124) 
 
                        10        20        30        40        50  
AAD-12          MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                                     ..:: .:  :::.     :  ..::. . . 
gi|330 APATPAAAGAEAGKATTEEQKLIEDINVGFKAAVAAAASVPAADK---FKTFEAAFTSSS 
          40        50        60        70        80           90   
 
                  60        70        80                            
AAD-12 EATRA----LVHQRSARHSLVYSQSKLGHVQQA                            
       .:. :    :: . .: .:..: .. .: . .:                            
gi|330 KAATAKAPGLVPKLDAAYSVAY-KAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKP 
            100       110        120       130       140       150  
 
gi|330 VTEEPGMAKIPAGELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAY 
             160       170       180       190       200       210  
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.5  bits: 17.8 E():   67 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (58-79:6-27) 
 
        30        40        50        60        70        80        
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA        
                                     :.:.  ..  : :.  ::...:         
gi|159                          IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
                                        10        20        30      
 
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFXQFYQPDAYPSGAWY 
          40        50        60        70        80        90      
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 69.2  bits: 19.4 E():   69 
Smith-Waterman score: 47; 21.0% identity (54.8% similar) in 62 aa overlap (10-69:272-333) 
 
                                    10          20        30        
AAD-12                      MKVIVGNMAWHADSTYMPV--MAQGAVFSAEVVPAVGGR 
                                     ...: .: :    .   .:.. .:   .:  
gi|558 ESIPFVHLGHRDSLEGDLLNRNNTFKPFAEYKSDYVYEPFPKSVWEQIFGTWLVKPGAGI 
             250       260       270       280       290       300  
 
        40        50        60        70        80                  
AAD-12 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                  
         :  . :. .:  ::.  . :....  .. :                             
gi|558 MIFDPYGATISATPEAATPFPHRKGVLFNIQYVNYWFAPGAGAAPLSWSKEIYNYMEPYV 
             310       320       330       340       350       360  
 
gi|558 SKNPRQAYANYRDIDLGRNEVVNGVSTYSSGKVWGQKYFKGNFERLAITKGKVDPTDYFR 
             370       380       390       400       410       420  
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.1  bits: 17.5 E():   70 
Smith-Waterman score: 39; 53.8% identity (69.2% similar) in 13 aa overlap (41-53:72-84) 
 
               20        30        40        50        60        70 
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
                                     ::.::  ::  .:                  
gi|131 ELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDE 
              50        60        70        80        90       100  
 
               80   
AAD-12 QSKLGHVQQA   
                    
gi|131 FGALVDKWGAKG 
             110    
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.1  bits: 17.7 E():   71 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (48-76:101-129) 
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        20        30        40        50        60        70        
AAD-12 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
        80  
AAD-12 QQA  
            
gi|273 RRRR 
            
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.1  bits: 17.7 E():   71 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (48-76:101-129) 
 
        20        30        40        50        60        70        
AAD-12 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
        80  
AAD-12 QQA  
            
gi|273 RRRR 
            
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.1  bits: 18.5 E():   71 
Smith-Waterman score: 43; 30.0% identity (55.0% similar) in 20 aa overlap (4-23:1-20) 
 
               10        20        30        40        50        60 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
          : .:. :.  .   :.  ::                                      
gi|142    IPANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCT 
                  10        20        30        40        50        
 
>>gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 41; 32.0% identity (64.0% similar) in 25 aa overlap (12-36:27-50) 
 
                              10        20        30        40      
AAD-12                MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGDGGPGTIKKITF 
               10        20        30         40        50          
 
          50        60        70        80                          
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                          
                                                                    
gi|212 GEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (17-36:30-49) 
 
                            10        20        30        40        
AAD-12              MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFPE 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQA                            
                                                                    
gi|437 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISHKY 
               70        80        90       100       110       120 
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>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (17-36:31-50) 
 
                             10        20        30        40       
AAD-12               MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                           
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (17-36:31-50) 
 
                             10        20        30        40       
AAD-12               MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                           
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (17-36:31-50) 
 
                             10        20        30        40       
AAD-12               MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                           
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (17-36:31-50) 
 
                             10        20        30        40       
AAD-12               MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                           
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (17-36:31-50) 
 
                             10        20        30        40       
AAD-12               MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 3483



 

 

gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                           
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 44; 26.4% identity (60.4% similar) in 53 aa overlap (1-51:99-150) 
 
                                             10        20        30 
AAD-12                               MKVIVGNMAWHADSTYMPVMAQGAVFSAEV 
                                     :.... .:: .  .  .:  ::   : : . 
gi|170 TGQFATHAGRIVGFVSEIVALMGNSANMPAMETLIKDMAANHKARGIP-KAQFNEFRASL 
       70        80        90       100       110        120        
 
               40          50        60        70        80 
AAD-12 VPAVGGRTCFAD-MRAAY-DALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
       :  . ... . : . ::. ..::                              
gi|170 VSYLQSKVSWNDSLGAAWTQGLDNVFNMMFSYL                    
       130       140       150       160                    
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (17-36:31-50) 
 
                             10        20        30        40       
AAD-12               MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                           
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (17-36:31-50) 
 
                             10        20        30        40       
AAD-12               MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|125 MGVFNYETEATSVIPAARLFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                           
                                                                    
gi|125 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (17-36:31-50) 
 
                             10        20        30        40       
AAD-12               MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|154 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                           
                                                                    
gi|154 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNK 
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               70        80        90       100       110       120 
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.6  bits: 19.6 E():   75 
Smith-Waterman score: 48; 27.3% identity (66.7% similar) in 33 aa overlap (46-78:283-315) 
 
          20        30        40        50        60        70      
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG 
                                     : .. .:..: :  : . :....  ...:  
gi|258 QQPFGRPRQQEQQGNGNNVFSGFNTQLLAQALNVNEETARNLQGQNDNRNQIIQVRGNLD 
            260       270       280       290       300       310   
 
          80                                                        
AAD-12 HVQQA                                                        
        ::                                                          
gi|258 FVQPPRGRQEREHEERQQEQLQQERQQQGEQLMANGLEETFCSLRLKENIGNPERADIFS 
            320       330       340       350       360       370   
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.5  bits: 17.2 E():   76 
Smith-Waterman score: 38; 37.5% identity (62.5% similar) in 16 aa overlap (18-33:41-56) 
 
                            10        20        30        40        
AAD-12              MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..  :: :  ..: :               
gi|166 GSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAAYVMNLYYQHAG 
               20        30        40        50        60        70 
 
        50        60        70        80 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                         
gi|166 RNSWNCDFSQTATLTNTNPSYGACNFPSGSN   
               80        90       100    
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.4  bits: 19.4 E():   77 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (57-78:332-353) 
 
         30        40        50        60        70        80       
AAD-12 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA       
                                     : :     ::..:. .  :.::         
gi|259 LTTLNSLNLPILKWLQLSVEKGVLYKNALVLPHWNLNSHSIIYGCKGKGQVQVVDNFGNR 
             310       320       330       340       350       360  
 
gi|259 VFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRAMTSPLAGRTSVLGGMPEEVL 
             370       380       390       400       410       420  
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 17.7 E():   77 
Smith-Waterman score: 40; 35.3% identity (70.6% similar) in 17 aa overlap (22-38:30-46) 
 
                       10        20        30        40        50   
AAD-12         MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                    :::. ...  :  ::..               
gi|476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVQGATVAVDCRPFNGGESKLKAEATTDGLGWY 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQA                                 
                                                                    
gi|476 KIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQGIRYANPIAFFR 
               70        80        90       100       110       120 
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (15-30:29-44) 
 
                             10        20        30        40       
AAD-12               MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|215 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAATGAYKSVEVKGDGGAGTVRIITLPE 
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               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                           
                                                                    
gi|215 GSPITTMTVRTDAVNKEALSYDSTVIDGDILLGFIESIETHMVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (15-30:29-44) 
 
                             10        20        30        40       
AAD-12               MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|892 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                           
                                                                    
gi|892 GSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 40; 43.8% identity (62.5% similar) in 16 aa overlap (15-30:29-44) 
 
                             10        20        30        40       
AAD-12               MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.:.                 
gi|134 MGVQTHVLELTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPD 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                           
                                                                    
gi|134 GGPITTMTLRIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIF 
               70        80        90       100       110       120 
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 67.5  bits: 14.8 E():   86 
Smith-Waterman score: 28; 44.4% identity (66.7% similar) in 9 aa overlap (2-10:12-20) 
 
                         10        20        30        40        50 
AAD-12           MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
                  .: :: . :                                         
gi|463 DFVDAHNAARAQVGVGPVHWT                                        
               10        20                                         
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.4  bits: 17.2 E():   87 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (40-53:39-52) 
 
      10        20        30        40        50        60          
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|191 TLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
      70        80                                  
AAD-12 SQSKLGHVQQA                                  
                                                    
gi|191 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.4  bits: 17.2 E():   87 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (40-53:39-52) 
 
      10        20        30        40        50        60          
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AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|730 TLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
      70        80                                  
AAD-12 SQSKLGHVQQA                                  
                                                    
gi|730 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   89 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (18-36:31-49) 
 
                            10        20        30        40        
AAD-12              MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|437 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQA                            
                                                                    
gi|437 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   89 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (18-36:31-49) 
 
                            10        20        30        40        
AAD-12              MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|159 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQA                            
                                                                    
gi|159 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   89 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (18-36:31-49) 
 
                            10        20        30        40        
AAD-12              MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|384 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENISGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQA                            
                                                                    
gi|384 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|4376222|emb|CAA04829.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   89 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (18-36:31-49) 
 
                            10        20        30        40        
AAD-12              MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|437 GVFNYEIGATSVIPAARLFKAFILVGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQA                            
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gi|437 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
               70        80        90       100       110       120 
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (18-36:32-50) 
 
                            10        20        30        40        
AAD-12              MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|114 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        50        60        70        80                            
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQA                            
                                                                    
gi|114 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006957|emb|CAA07325.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (18-36:32-50) 
 
                            10        20        30        40        
AAD-12              MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKINFPE 
              10        20        30        40        50        60  
 
        50        60        70        80                            
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQA                            
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|82492265|gb|ABB78006.1| major allergen Pru p 1 [Pru  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 32.0% identity (64.0% similar) in 25 aa overlap (12-36:27-50) 
 
                              10        20        30        40      
AAD-12                MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  .:.. . ::          
gi|824 MGVFTYESEFTSEIPPPRLFKAFVLDADNL-VPKIAPQAIKHSEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
          50        60        70        80                          
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                          
                                                                    
gi|824 GEGSQYGYVKHKIDSIDKENHSYSYTLIEGDALGDNLEKISYETKLVASPSGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|4006953|emb|CAA07323.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (18-36:32-50) 
 
                            10        20        30        40        
AAD-12              MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        50        60        70        80                            
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQA                            
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (18-36:32-50) 
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                            10        20        30        40        
AAD-12              MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        50        60        70        80                            
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQA                            
                                                                    
gi|116 GIPFKYVKGRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (18-36:32-50) 
 
                            10        20        30        40        
AAD-12              MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        50        60        70        80                            
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQA                            
                                                                    
gi|132 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (18-36:32-50) 
 
                            10        20        30        40        
AAD-12              MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYEIEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        50        60        70        80                            
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQA                            
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (17-36:31-50) 
 
                             10        20        30        40       
AAD-12               MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|730 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                           
                                                                    
gi|730 EGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (18-36:32-50) 
 
                            10        20        30        40        
AAD-12              MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|256 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
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        50        60        70        80                            
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQA                            
                                                                    
gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|167472849|gb|ABZ81046.1| pollen allergen Que a 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 30.0% identity (70.0% similar) in 20 aa overlap (17-36:31-50) 
 
                             10        20        30        40       
AAD-12               MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :. :.:.. . ::           
gi|167 MGVFTYESEDASVIPPARLFKAFVLDSDNLIPKVVPQALKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                           
                                                                    
gi|167 EGSHLKHAKHRIDVIDPENFTYSFSVIEGDALFDKLENVSTETKIVASPDGGSIVKSTSK 
               70        80        90       100       110       120 
 
>>gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (18-36:32-50) 
 
                            10        20        30        40        
AAD-12              MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        50        60        70        80                            
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQA                            
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGPILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1513216|gb|AAC02632.1| cherry-allergen PRUA1 [Prunu  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 32.0% identity (64.0% similar) in 25 aa overlap (12-36:27-50) 
 
                              10        20        30        40      
AAD-12                MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  .:.. . ::          
gi|151 MGVFTYESEFTSEIPPPRLFKAFVLDADNL-VPKIAPQAIKHSEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
          50        60        70        80                          
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                          
                                                                    
gi|151 GEGSQYGYVKHKIDSIDKENYSYSYTLIEGDALGDTLEKISYETKLVASPSGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (18-36:32-50) 
 
                            10        20        30        40        
AAD-12              MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        50        60        70        80                            
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQA                            
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDILEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=Major  (160 aa) 
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 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (18-36:32-50) 
 
                            10        20        30        40        
AAD-12              MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        50        60        70        80                            
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQA                            
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (18-36:32-50) 
 
                            10        20        30        40        
AAD-12              MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        50        60        70        80                            
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQA                            
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVTTPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (18-36:32-50) 
 
                            10        20        30        40        
AAD-12              MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        50        60        70        80                            
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQA                            
                                                                    
gi|459 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (18-36:32-50) 
 
                            10        20        30        40        
AAD-12              MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        50        60        70        80                            
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQA                            
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (18-36:32-50) 
 
                            10        20        30        40        
AAD-12              MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
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              10        20        30        40        50        60  
 
        50        60        70        80                            
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQA                            
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (18-36:32-50) 
 
                            10        20        30        40        
AAD-12              MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        50        60        70        80                            
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQA                            
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (18-36:32-50) 
 
                            10        20        30        40        
AAD-12              MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKASILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        50        60        70        80                            
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQA                            
                                                                    
gi|132 GSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKF 
              70        80        90       100       110       120  
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (18-36:32-50) 
 
                            10        20        30        40        
AAD-12              MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|241 GVFNYETETTSVIPAARLFKAFFLDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        50        60        70        80                            
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQA                            
                                                                    
gi|241 GFPFRYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (18-36:32-50) 
 
                            10        20        30        40        
AAD-12              MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        50        60        70        80                            
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQA                            
                                                                    
gi|132 GIPFKYVKDRVDEVDHANFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
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>>gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (18-36:32-50) 
 
                            10        20        30        40        
AAD-12              MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        50        60        70        80                            
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQA                            
                                                                    
gi|125 GFPFKYVKDGVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (18-36:32-50) 
 
                            10        20        30        40        
AAD-12              MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        50        60        70        80                            
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQA                            
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (18-36:32-50) 
 
                            10        20        30        40        
AAD-12              MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        50        60        70        80                            
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQA                            
                                                                    
gi|125 GFPFEYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (18-36:32-50) 
 
                            10        20        30        40        
AAD-12              MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSLIPAARLFRAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        50        60        70        80                            
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQA                            
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (18-36:32-50) 
 
                            10        20        30        40        
AAD-12              MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
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                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        50        60        70        80                            
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQA                            
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (18-36:32-50) 
 
                            10        20        30        40        
AAD-12              MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPG 
              10        20        30        40        50        60  
 
        50        60        70        80                            
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQA                            
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (18-36:32-50) 
 
                            10        20        30        40        
AAD-12              MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        50        60        70        80                            
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQA                            
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321728|emb|CAA96547.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (18-36:32-50) 
 
                            10        20        30        40        
AAD-12              MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        50        60        70        80                            
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQA                            
                                                                    
gi|132 GFPFKYVKDRVDEVAHKNFKYSYSVIEGGPIGDTLEKISNEIKIVATPDGRSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.7 E():   90 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (17-36:31-50) 
 
                             10        20        30        40       
AAD-12               MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                           
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gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGFVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 67.0  bits: 19.3 E():   91 
Smith-Waterman score: 50; 24.2% identity (58.1% similar) in 62 aa overlap (10-69:361-421) 
 
                                    10        20          30        
AAD-12                      MKVIVGNMAWHADSTYMPVM--AQGAVFSAEVVPAVGGR 
                                     ...: .:.::   . . .:   : :..:   
gi|558 IKSVPFIHLGKQATLSDLLNRNNTFKPFAEYKSDYVYQPVPKPVWAQIFVWLVKPGAGI- 
              340       350       360       370       380           
 
        40        50        60        70        80                  
AAD-12 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA                  
         .  . :: .:  ::.  . :....  .. :                             
gi|558 MVMDPYGAAISATPEAATPFPHRKDVLFNIQYVNYWFDEAGGAAPLQWSKDMYRFMEPYV 
     390       400       410       420       430       440          
 
gi|558 SKNPRQAYANYRDIDLGRNEVVNDISTYASGKVWGEKYFKGNFQRLAITKGKVDPQDYFR 
     450       460       470       480       490       500          
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.0  bits: 18.4 E():   92 
Smith-Waterman score: 43; 47.6% identity (71.4% similar) in 21 aa overlap (19-39:8-24) 
 
               10        20        30        40        50        60 
AAD-12 MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                         .:. :::..: :   ::: .:                      
gi|286            MGSLANNIMVVGAVLAALV---VGG-SCGPPKVPPGPNITTNYNGKWLT 
                          10           20         30        40      
 
               70        80                                         
AAD-12 RSARHSLVYSQSKLGHVQQA                                         
                                                                    
gi|286 ARATWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEK 
          50        60        70        80        90       100      
 
>>gi|320545|pir||A45786 major pollen allergen Bet v I -   (51 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 67.0  bits: 16.0 E():   92 
Smith-Waterman score: 33; 36.8% identity (52.6% similar) in 19 aa overlap (18-36:31-49) 
 
                            10        20        30        40        
AAD-12              MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :  :.: .   ::            
gi|320 GVFNYEAETTSVIPAAWLWKXFILDGDNLFPKVAPQAXTSVENIYERGGWG          
               10        20        30        40        50           
 
        50        60        70        80 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.4 E():   94 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (25-34:57-66) 
 
                     10        20        30        40        50     
AAD-12       MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .::  .::::                     
gi|291 ATAGGSLLVPSGLILAGTVIALTLATPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAA 
         30        40        50        60        70        80       
 
           60        70        80                             
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQA                             
                                                              
gi|291 VTVLSWIYRYVTGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVTGSQGS 
         90       100       110       120       130       140 
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 66.8  bits: 20.0 E():   94 
Smith-Waterman score: 50; 28.9% identity (60.5% similar) in 38 aa overlap (42-79:827-864) 
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              20        30        40        50        60        70  
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     ...:: :  :.:   :   :. ..: : .. 
gi|377 NEKVKVYKRQMQEQEGMSQQNLTRVRRFQRELEAAEDRADQAESNLSFIRAKHRSWVTTS 
        800       810       820       830       840       850       
 
              80           
AAD-12 SKLGHVQQA           
       .  : ..:            
gi|377 QVPGGTRQVFTTQEETTNY 
        860       870      
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 66.8  bits: 20.0 E():   94 
Smith-Waterman score: 50; 28.9% identity (60.5% similar) in 38 aa overlap (42-79:827-864) 
 
              20        30        40        50        60        70  
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     ...:: :  :.:   :   :. ..: : .. 
gi|219 NEKVKVYKRQMQEQEGMSQQNLTRVRRFQRELEAAEDRADQAESNLSFIRAKHRSWVTTS 
        800       810       820       830       840       850       
 
              80           
AAD-12 SKLGHVQQA           
       .  : ..:            
gi|219 QVPGGTRQVFVTEQESSNF 
        860       870      
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 47; 34.0% identity (56.6% similar) in 53 aa overlap (3-54:310-352) 
 
                                           10         20        30  
AAD-12                             MKVIVGNMAWHADS-TYMPVMAQGAVFSAEVV 
                                     : .::   .::. .: :. :. :.       
gi|289 SVANMSLGGGKSKTLEDAVNAGVEAGLHFAVAAGND--NADACNYSPAAAEKAI------ 
     280       290       300       310         320       330        
 
              40        50        60        70        80            
AAD-12 PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA            
        .::. : .:: :: ..   : :                                      
gi|289 -TVGAST-LADERAYFSNYGECTDIFAPGLNILSTWIGSNYATNIISGTSMASPHIAGLL 
               340       350       360       370       380          
 
>>gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Allerg  (27 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 66.6  bits: 15.0 E():   96 
Smith-Waterman score: 29; 22.7% identity (54.5% similar) in 22 aa overlap (39-60:6-27) 
 
       10        20        30        40        50        60         
AAD-12 AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV 
                                     :    . .:. :.  ..  :.:         
gi|391                          SFREQCVPGREITYECLNACAEYAVRQ         
                                        10        20                
 
       70        80 
AAD-12 YSQSKLGHVQQA 
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.4 E():   98 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (25-34:62-71) 
 
                     10        20        30        40        50     
AAD-12       MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .::  .::::                     
gi|753 VTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAA 
              40        50        60        70        80        90  
 
           60        70        80                             
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQA                             
                                                              
gi|753 LSVLSWIYRYLTGKHPPGADQLESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
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             100       110       120       130       140      
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.4 E():   98 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (25-34:62-71) 
 
                     10        20        30        40        50     
AAD-12       MKVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .::  .::::                     
gi|198 VTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAA 
              40        50        60        70        80        90  
 
           60        70        80                             
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQA                             
                                                              
gi|198 LSVLSWIYRYLTGKHPPGADQLESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
             100       110       120       130       140      
 
>>gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos tauru  (172 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 17.6 E():   98 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (58-79:49-70) 
 
        30        40        50        60        70        80        
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA        
                                     :.:.  ..  : :.  ::...:         
gi|159 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
       20        30        40        50        60        70         
 
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
       80        90       100       110       120       130         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:46 2011 done: Fri Jan 21 00:02:46 2011 
 Total Scan time:  0.070 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 100  - 179 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     3     2:* 
  32     7     8:=* 
  34    13    22:==== * 
  36    26    44:=======   * 
  38    41    73:===========       * 
  40   100   102:=========================* 
  42    58   125:===============                * 
  44   114   138:=============================     * 
  46   125   140:================================  * 
  48   133   134:=================================* 
  50   185   122:==============================*================ 
  52   115   108:==========================*== 
  54   103    92:======================*=== 
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  56    57    77:===============    * 
  58    55    63:============== * 
  60    54    51:============*= 
  62    37    41:==========* 
  64    38    33:========*= 
  66    42    26:======*==== 
  68    38    20:====*===== 
  70    35    16:===*===== 
  72    16    12:==*= 
  74    18    10:==*== 
  76    13     8:=*== 
  78    14     6:=*== 
  80    19     5:=*=== 
  82     5     3:*= 
  84     5     3:*= 
  86     4     2:* 
  88     7     2:*=         inset = represents 1 library sequences 
  90     1     1:* 
  92     3     1:*         :*== 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     2     0:=         *== 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.99890.00302; mu= -0.2518 0.158 
 mean_var=31.5576 8.221, 0's: 2 Z-trim: 2  B-trim: 186 in 1/43 
 Lambda= 0.228309 
 Kolmogorov-Smirnov  statistic: 0.1118 (N=29) at  48 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.080 
 
The best scores are:                                      opt bits E(1491) 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   62 25.0    0.51 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   57 23.4     1.6 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   57 23.3     1.8 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   56 23.0     2.3 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   58 23.3     3.5 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   54 22.3     3.7 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   53 22.0       4 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   53 22.0     4.6 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.7     5.4 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   52 21.7     5.7 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 21.7     5.7 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   52 21.7     5.7 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   52 21.7     5.8 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   50 21.1     6.2 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   49 20.9     6.6 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   55 22.3     6.9 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   50 21.1     7.1 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 18.7     7.4 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 18.7     7.4 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   49 20.7      11 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   56 22.4      11 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   56 22.4      11 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   54 21.9      11 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   56 22.4      11 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   56 22.3      12 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   56 22.3      12 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   56 22.3      12 
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gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   52 21.3      14 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   55 22.0      14 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 19.8      16 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   51 21.0      16 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   45 19.6      17 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 20.0      17 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   47 20.0      17 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 20.0      17 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 20.0      17 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   47 20.0      18 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   47 20.0      18 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   47 20.0      18 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   47 20.0      18 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   47 20.0      18 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   47 20.0      18 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   47 20.0      18 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   47 20.0      18 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   47 20.0      18 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   47 20.0      18 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   47 20.0      18 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 20.0      18 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 20.0      18 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.7      20 
gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   48 20.2      20 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   44 19.2      22 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 20.7      22 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   46 19.7      22 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 19.7      23 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 19.7      23 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   46 19.7      23 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 19.7      23 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 19.7      23 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   46 19.7      23 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 17.0      23 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   50 20.6      25 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 18.4      25 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.9      27 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   45 19.4      28 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   45 19.4      28 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   45 19.4      28 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   45 19.4      28 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   45 19.4      28 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   45 19.4      28 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   45 19.4      28 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   45 19.4      28 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   43 18.8      30 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   47 19.8      30 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 20.5      31 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   43 18.8      31 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 15.9      32 
gi|14422363|emb|CAC41635.1| plantain pollen major  ( 131)   43 18.8      34 
gi|14422361|emb|CAC41634.1| plantain pollen major  ( 131)   43 18.8      34 
gi|14422359|emb|CAC41633.1| plantain pollen major  ( 131)   43 18.8      34 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 20.5      34 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   49 20.2      35 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   44 19.0      35 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   44 19.0      35 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   44 19.0      35 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   44 19.0      35 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   44 19.0      35 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   44 19.0      36 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   43 18.8      36 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   49 20.2      37 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 20.2      38 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   47 19.7      39 
gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Glo ( 151)   43 18.7      41 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   43 18.7      42 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   43 18.7      44 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   43 18.7      44 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   43 18.7      44 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.9      45 
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gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   48 19.9      45 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   48 19.9      45 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   48 19.9      45 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   48 19.9      45 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   48 19.9      45 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   48 19.9      45 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 15.3      46 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 14.6      48 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   42 18.4      49 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.6      51 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   28 15.0      53 
gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allerge ( 159)   42 18.4      55 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   42 18.4      55 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.4      55 
gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allerge ( 159)   42 18.4      55 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   42 18.4      55 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.4      55 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.4      55 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 18.4      55 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.4      55 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.4      55 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   42 18.4      55 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.4      55 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 18.4      55 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   42 18.4      55 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 18.4      55 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   42 18.4      55 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   42 18.4      55 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   42 18.4      55 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   42 18.4      55 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   42 18.4      55 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.4      55 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.4      55 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.4      55 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   42 18.4      55 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 19.8      57 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   41 18.1      58 
gi|4006947|emb|CAA07320.1| pollen allergen Betv1,  ( 120)   40 17.9      59 
gi|4006963|emb|CAA07328.1| pollen allergen Betv1,  ( 120)   40 17.9      59 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   41 18.1      60 
gi|114326420|ref|NP_001041618.1| major allergen I  (  88)   38 17.4      61 
gi|75139847|sp|Q7M1E8|Q7M1E8_9ROSA Pollen major al (  12)   26 14.5      61 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 17.8      65 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   47 19.5      67 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.6      68 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   40 17.8      68 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   40 17.8      68 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   43 18.5      68 
gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allerge ( 159)   41 18.0      69 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   41 18.0      69 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   41 18.0      69 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   41 18.0      69 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   41 18.0      69 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   41 18.0      69 
gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   41 18.0      69 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   41 18.0      69 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   41 18.0      69 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   41 18.0      69 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   41 18.0      69 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   48 19.7      72 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   38 17.3      73 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   47 19.5      74 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   40 17.8      75 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   40 17.7      82 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   40 17.7      82 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   40 17.7      82 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   28 14.8      83 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   38 17.2      84 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   38 17.2      84 
gi|4376222|emb|CAA04829.1| pollen allergen, Betv1  ( 159)   40 17.7      86 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   40 17.7      86 
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gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   40 17.7      86 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   40 17.7      86 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   40 17.7      87 
gi|82492265|gb|ABB78006.1| major allergen Pru p 1  ( 160)   40 17.7      87 
gi|4006953|emb|CAA07323.1| pollen allergen Betv1,  ( 160)   40 17.7      87 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   40 17.7      87 
gi|4006957|emb|CAA07325.1| pollen allergen Betv1,  ( 160)   40 17.7      87 
gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=M ( 160)   40 17.7      87 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   40 17.7      87 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   40 17.7      87 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   40 17.7      87 
gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Be ( 160)   40 17.7      87 
gi|1513216|gb|AAC02632.1| cherry-allergen PRUA1 [P ( 160)   40 17.7      87 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   40 17.7      87 
gi|167472849|gb|ABZ81046.1| pollen allergen Que a  ( 160)   40 17.7      87 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   40 17.7      87 
gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=M ( 160)   40 17.7      87 
gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 ( 160)   40 17.7      87 
gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen be ( 160)   40 17.7      87 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   40 17.7      87 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   40 17.7      87 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   40 17.7      87 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   40 17.7      87 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   40 17.7      87 
gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula pl ( 160)   40 17.7      87 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   40 17.7      87 
gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 ( 160)   40 17.7      87 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   40 17.7      87 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   40 17.7      87 
gi|1321728|emb|CAA96547.1| major allergen Bet v 1  ( 160)   40 17.7      87 
gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 ( 160)   40 17.7      87 
gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula pl ( 160)   40 17.7      87 
gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 ( 161)   40 17.7      87 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.4      88 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   43 18.4      89 
gi|320545|pir||A45786 major pollen allergen Bet v  (  51)   33 16.0      89 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   50 20.1      90 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   50 20.1      90 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   39 17.4      91 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   47 19.4      91 
gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Al (  27)   29 15.0      93 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   39 17.4      95 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   39 17.4      95 
gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos t ( 172)   40 17.7      95 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   43 18.4      96 
gi|47117350|sp||Q7M3Y8_1 [Segment 1 of 6] Tropomyo (  20)   27 14.5      97 
gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} (  20)   27 14.5      97 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   36 16.7      99 
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 107.7  bits: 25.0 E(): 0.51 
Smith-Waterman score: 62; 26.5% identity (59.2% similar) in 49 aa overlap (13-61:5-52) 
 
               10        20        30        40        50        60 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQR 
                   :.  :..  ... :. .. :. :. :.: :    . : :. :  : :. 
gi|189         MASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPL-EGCREYVAQQ 
                       10        20        30        40         50  
 
               70        80                                         
AAD-12 SARHSLVYSQSKLGHVQQAG                                         
       .                                                            
gi|189 TCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCP 
              60        70        80        90       100       110  
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  50 init1:  50 opt:  57  Z-score: 98.8  bits: 23.4 E():  1.6 
Smith-Waterman score: 57; 24.5% identity (59.2% similar) in 49 aa overlap (13-61:5-52) 
 
               10        20        30        40        50        60 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQR 
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                   :.  :..  ... :. .. .. :. :.: :    . : :. :  : :. 
gi|439         MASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPL-EGCREYVAQQ 
                       10        20        30        40         50  
 
               70        80                                         
AAD-12 SARHSLVYSQSKLGHVQQAG                                         
       .                                                            
gi|439 TCGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGC 
              60        70        80        90       100       110  
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 97.7  bits: 23.3 E():  1.8 
Smith-Waterman score: 57; 41.4% identity (69.0% similar) in 29 aa overlap (7-35:23-50) 
 
                               10        20        30        40     
AAD-12                 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: :::.: . ::          
gi|444 MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
           50        60        70        80                         
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                         
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 95.9  bits: 23.0 E():  2.3 
Smith-Waterman score: 56; 40.0% identity (68.0% similar) in 25 aa overlap (11-35:27-50) 
 
                               10        20        30        40     
AAD-12                 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. :::.. . ::          
gi|165 MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
           50        60        70        80                         
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                         
                                                                    
gi|165 GEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSILKNTS 
      60        70        80        90       100       110          
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 92.8  bits: 23.3 E():  3.5 
Smith-Waterman score: 58; 26.0% identity (56.0% similar) in 50 aa overlap (8-57:23-71) 
 
                              10        20        30        40      
AAD-12                KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                             .. ::. : :. :   .  : ..::.::    .: .   
gi|663 MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGKATTDEQKL 
               10        20        30        40         50          
 
          50        60        70        80                          
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                          
        . .. . .: :                                                 
gi|663 LEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILKLDTDYDVA 
      60        70        80        90       100       110          
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 92.4  bits: 22.3 E():  3.7 
Smith-Waterman score: 54; 37.9% identity (69.0% similar) in 29 aa overlap (7-35:23-50) 
 
                               10        20        30        40     
AAD-12                 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: .::.: . ::          
gi|444 MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
           50        60        70        80                         
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                         
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gi|444 GEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 91.6  bits: 22.0 E():    4 
Smith-Waterman score: 53; 24.5% identity (55.1% similar) in 49 aa overlap (13-61:5-52) 
 
               10        20        30        40        50        60 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQR 
                   :.  :..   .. :. .. .. :  :.: :    . : :. :  : :. 
gi|217         MASKSSISPLLLATVLVSVFAAATATGPYCYAGMGLPINPL-EGCREYVAQQ 
                       10        20        30        40         50  
 
               70        80                                         
AAD-12 SARHSLVYSQSKLGHVQQAG                                         
       .                                                            
gi|217 TCGISISGSAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGC 
              60        70        80        90       100       110  
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  53  Z-score: 90.6  bits: 22.0 E():  4.6 
Smith-Waterman score: 53; 22.4% identity (55.2% similar) in 58 aa overlap (16-67:31-87) 
 
                              10        20        30             40 
AAD-12                KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICF- 
               10        20        30        40        50           
 
               50        60         70        80                    
AAD-12 DMRAAYDALDEATRALVHQR-SARHSLVYSQSKLGHVQQAG                    
       :  . .. . . .. . .   : :.:..                                 
gi|132 DEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSIS 
      60        70        80        90       100       110          
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 89.4  bits: 21.7 E():  5.4 
Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (46-69:29-52) 
 
          20        30        40        50        60        70      
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 
                                     : : :::  : .  ..: .: .::       
gi|144   KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLS 
                 10        20        30        40        50         
 
          80                                                        
AAD-12 VQQAG                                                        
                                                                    
gi|144 DSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAG 
       60        70        80        90       100       110         
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 88.9  bits: 21.7 E():  5.7 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (11-35:27-50) 
 
                               10        20        30        40     
AAD-12                 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|131 MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
           50        60        70        80                         
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                         
                                                                    
gi|131 GEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 88.9  bits: 21.7 E():  5.7 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (11-35:27-50) 
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                               10        20        30        40     
AAD-12                 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|602 MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
           50        60        70        80                         
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                         
                                                                    
gi|602 GEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 88.9  bits: 21.7 E():  5.7 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (11-35:27-50) 
 
                               10        20        30        40     
AAD-12                 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|279 MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
           50        60        70        80                         
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                         
                                                                    
gi|279 GEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 88.8  bits: 21.7 E():  5.8 
Smith-Waterman score: 52; 37.9% identity (69.0% similar) in 29 aa overlap (7-35:23-50) 
 
                               10        20        30        40     
AAD-12                 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: .::.: . ::          
gi|444 MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
           50        60        70        80                         
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                         
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 88.2  bits: 21.1 E():  6.2 
Smith-Waterman score: 50; 26.8% identity (58.5% similar) in 41 aa overlap (39-79:26-66) 
 
       10        20        30        40        50        60         
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::      :.  . . :  ..:.   :.. 
gi|527      MVHHITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAF 
                    10        20        30        40        50      
 
       70        80                                                 
AAD-12 SQSKLGHVQQAG                                                 
       .. .. :::.:                                                  
gi|527 AKVNVDHVQDAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQ 
          60        70        80        90       100       110      
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 87.8  bits: 20.9 E():  6.6 
Smith-Waterman score: 49; 22.4% identity (56.9% similar) in 58 aa overlap (21-78:4-59) 
 
               10        20        30        40        50        60 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQR 
                           .:.. .:.:. :. :     : .: . :   :...    . 
gi|777                  MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIK 
                                10        20        30        40    
 
               70        80                                         
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AAD-12 SARHSLVYSQSKLGHVQQAG                                         
       .:    . .:.: : ...                                           
gi|777 KAFA--IIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEF 
              50        60        70        80        90       100  
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 87.4  bits: 22.3 E():  6.9 
Smith-Waterman score: 55; 25.5% identity (55.3% similar) in 47 aa overlap (2-47:16-62) 
 
                              10        20        30        40      
AAD-12               KVIVGNMA-WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                      ...:  : . ::. : :. :   .  : .  :.::..   ...   
gi|441 MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLL 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                          
        :                                                           
gi|441 EDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAY 
               70        80        90       100       110       120 
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 87.2  bits: 21.1 E():  7.1 
Smith-Waterman score: 50; 28.1% identity (59.4% similar) in 32 aa overlap (2-33:11-42) 
 
                        10        20        30        40        50  
AAD-12          KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                 ::.. .:: ...   :. : :    ..::  .                   
gi|249 MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQDIMPCLHFVKGEEKEPSKEC 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAG                                
                                                                    
gi|249 CSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVAEVPKKCDIKTTLPPITADFD 
               70        80        90       100       110       120 
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 86.9  bits: 18.7 E():  7.4 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (9-15:19-25) 
 
                         10        20        30        40        50 
AAD-12           KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                         :.::..:                                    
gi|320 YTTEGGKKVEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 86.9  bits: 18.7 E():  7.4 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (9-15:19-25) 
 
                         10        20        30        40        50 
AAD-12           KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                         :.::..:                                    
gi|320 YTTEGGTKAEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 84.0  bits: 20.7 E():   11 
Smith-Waterman score: 49; 35.7% identity (52.4% similar) in 42 aa overlap (23-53:37-78) 
 
                       10        20        30              40       
AAD-12         KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR------TCFADMRAAY 
                                     :. : :.: . ::       :   : ...: 
gi|145 EEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSY 
         10        20        30        40        50        60       
 
              50        60        70        80                      
AAD-12 -----DALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                      
            ::.::::                                                 
gi|145 VLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAP 
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         70        80        90       100       110       120       
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 83.9  bits: 22.4 E():   11 
Smith-Waterman score: 56; 22.9% identity (54.3% similar) in 70 aa overlap (12-80:140-207) 
 
                                  10        20        30        40  
AAD-12                    KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     :   .:. .   ... : .:.:.  . . : 
gi|186 TFEEPQQPQQRGQSSRPQDRHQKIYNFREGDLIAVPTGVAWWMYNNEDTPVVA--VSIID 
     110       120       130       140       150       160          
 
              50         60        70        80                     
AAD-12 MRAAYDALDEATRAL-VHQRSARHSLVYSQSKLGHVQQAG                     
         .  . ::.  : . .   . .. : :.: . :: .: :                     
gi|186 TNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEENEGGSILSGFTLE 
       170       180       190       200       210       220        
 
gi|186 FLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQRPQEEEEEEEDEK 
       230       240       250       260       270       280        
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 83.9  bits: 22.4 E():   11 
Smith-Waterman score: 56; 22.9% identity (54.3% similar) in 70 aa overlap (12-80:140-207) 
 
                                  10        20        30        40  
AAD-12                    KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     :   .:. .   ... : .:.:.  . . : 
gi|186 TFEEPQQPQQRGQSSRPQDRHQKIYNSREGDLIAVPTGVAWWMYNNEDTPVVA--VSIID 
     110       120       130       140       150       160          
 
              50         60        70        80                     
AAD-12 MRAAYDALDEATRAL-VHQRSARHSLVYSQSKLGHVQQAG                     
         .  . ::.  : . .   . .. : :.: . :: .: :                     
gi|186 TNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEENEGGSILSGFTLE 
       170       180       190       200       210       220        
 
gi|186 FLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQRPQEEEEEEEDEK 
       230       240       250       260       270       280        
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  37 init1:  37 opt:  54  Z-score: 83.6  bits: 21.9 E():   11 
Smith-Waterman score: 54; 19.7% identity (55.3% similar) in 76 aa overlap (8-80:37-111) 
 
                                      10        20        30        
AAD-12                        KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|682 EAVLLGILLYIPIVLSDDRAPIPANSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQAK 
         10        20        30         40        50        60      
 
           40        50        60        70        80               
AAD-12 CF---ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG               
        .   .:  . . ...:: ...  . . :  : .: .. ..  . :               
gi|682 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSFSPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
gi|682 NMPILVFGGTAAEYGTVDSATLIVESNYFSAVNLKIVNSAPRPDGKRVGAQAAALRISGD 
         130       140       150       160       170       180      
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 83.6  bits: 22.4 E():   11 
Smith-Waterman score: 56; 27.8% identity (52.8% similar) in 36 aa overlap (42-77:372-407) 
 
              20        30        40        50        60        70  
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|224 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             350       360       370       380       390       400  
 
              80                                                    
AAD-12 KLGHVQQAG                                                    
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         .:::                                                       
gi|224 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             410       420       430       440       450       460  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 83.1  bits: 22.3 E():   12 
Smith-Waterman score: 56; 27.8% identity (52.8% similar) in 36 aa overlap (42-77:392-427) 
 
              20        30        40        50        60        70  
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|199 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
              80                                                    
AAD-12 KLGHVQQAG                                                    
         .:::                                                       
gi|199 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             430       440       450       460       470       480  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 83.1  bits: 22.3 E():   12 
Smith-Waterman score: 56; 27.8% identity (52.8% similar) in 36 aa overlap (42-77:392-427) 
 
              20        30        40        50        60        70  
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|571 GNRSPHIYDPQRWFTQNCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
              80                                                    
AAD-12 KLGHVQQAG                                                    
         .:::                                                       
gi|571 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFA 
             430       440       450       460       470       480  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 83.0  bits: 22.3 E():   12 
Smith-Waterman score: 56; 27.8% identity (52.8% similar) in 36 aa overlap (42-77:400-435) 
 
              20        30        40        50        60        70  
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|213 RSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
     370       380       390       400       410       420          
 
              80                                                    
AAD-12 KLGHVQQAG                                                    
         .:::                                                       
gi|213 GRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLA 
     430       440       450       460       470       480          
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.0  bits: 21.3 E():   14 
Smith-Waterman score: 52; 20.8% identity (58.3% similar) in 48 aa overlap (13-60:72-119) 
 
                                 10        20        30        40   
AAD-12                   KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:...:   :: .  :..  .. :... 
gi|170 QSFSQQPPFSQQQQQPLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQ 
              50        60        70        80        90       100  
 
             50        60        70        80                       
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                       
       .      ..  . ::.:.                                           
gi|170 QQLVLPPQQQQQQLVQQQIPIVQPSVLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSS 
             110       120       130       140       150       160  
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 81.8  bits: 22.0 E():   14 
Smith-Waterman score: 55; 29.4% identity (52.9% similar) in 34 aa overlap (44-77:371-404) 
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            20        30        40        50        60        70    
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :  : . .  ..:  .  ::..:      
gi|370 RSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGR 
              350       360       370       380       390       400 
 
            80                                                      
AAD-12 GHVQQAG                                                      
       .:::                                                         
gi|370 AHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGE 
              410       420       430       440       450       460 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 80.9  bits: 19.8 E():   16 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (17-32:66-81) 
 
                             10        20        30        40       
AAD-12               KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
         50        60        70        80 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 
                                          
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS       
         100       110       120          
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.9  bits: 21.0 E():   16 
Smith-Waterman score: 51; 22.6% identity (64.5% similar) in 31 aa overlap (13-43:66-96) 
 
                                 10        20        30        40   
AAD-12                   KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:.. ::  :  .. :..  .. :... 
gi|219 QPLPPQQTFPQQPPFSQQQQQQPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQ 
          40        50        60        70        80        90      
 
             50        60        70        80                       
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                       
       .                                                            
gi|219 QQLILPPQQQQQLPQQQISIVQPSVLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSC 
         100       110       120       130       140       150      
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 80.5  bits: 19.6 E():   17 
Smith-Waterman score: 45; 25.5% identity (58.8% similar) in 51 aa overlap (12-59:13-61) 
 
                10        20        30           40        50       
AAD-12  KVIVGNMAWHADSTYMPVMAQGAVFSAEVV-PAVG--GRTCFADMRAAYDALDEATRAL 
                   :..   : : :. :. ..    ::  :..  :: . ... ::.   .. 
gi|207 MSITDIVSEKDIDAALESVKAAGS-FNYKIFFQKVGLAGKSA-ADAKKVFEILDRDKSGF 
               10        20         30        40         50         
 
         60        70        80                            
AAD-12 VHQRSARHSLVYSQSKLGHVQQAG                            
       ..:                                                 
gi|207 IEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
       60        70        80        90       100          
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.4  bits: 20.0 E():   17 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (42-58:14-30) 
 
              20        30        40        50        60        70  
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     .: :.: .:.  .. .:              
gi|219                  MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQ 
                                10        20        30        40    
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              80                                                    
AAD-12 KLGHVQQAG                                                    
                                                                    
gi|219 TFEENDLQQLIIEIDADGSGELEFDEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNG 
            50        60        70        80        90       100    
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 80.3  bits: 20.0 E():   17 
Smith-Waterman score: 47; 27.8% identity (54.2% similar) in 72 aa overlap (7-76:23-89) 
 
                               10        20        30        40     
AAD-12                 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .:  ::.  .:  : :.  :.:.: . ::   .  .   
gi|604 MAVFTFDDQATSPVAPATLYNALAKDADNI-IP-KAVGSFQSVEIVEGNGGPGTIKKISF 
               10        20        30          40        50         
 
           50        60          70        80                       
AAD-12 AYDALDEATRALVHQRSA--RHSLVYSQSKLGHVQQAG                       
       . :.    :. ..:.  .  . .: :: : .: :                           
gi|604 VEDG---ETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIK 
       60           70        80        90       100       110      
 
gi|604 LTISYHGKGDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
         120       130       140       150      
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.1  bits: 20.0 E():   17 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (30-46:141-157) 
 
                10        20        30        40        50          
AAD-12  KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
      60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAG 
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.1  bits: 20.0 E():   17 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (30-46:141-157) 
 
                10        20        30        40        50          
AAD-12  KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
      60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAG 
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.0  bits: 20.0 E():   18 
Smith-Waterman score: 47; 40.0% identity (68.0% similar) in 25 aa overlap (11-35:27-50) 
 
                               10        20        30        40     
AAD-12                 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :.:.. . ::          
gi|602 MGVFTYEFEFTSVIPPARLYNAFVLDADNL-IPKIAPQAVKSTEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
           50        60        70        80                         
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                         
                                                                    
gi|602 GEGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISH 
      60        70        80        90       100       110          
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 80.0  bits: 20.0 E():   18 
Smith-Waterman score: 47; 23.7% identity (54.2% similar) in 59 aa overlap (11-58:27-84) 
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                               10        20        30               
AAD-12                 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCF 
                                 ::.  .: .:  :.  ::.. . ::     .  : 
gi|304 MGLYTFENEFTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
      40              50        60        70        80              
AAD-12 AD------MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG              
       ..      ..   :..:::. . ..                                    
gi|304 GEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.0  bits: 20.0 E():   18 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (11-35:27-50) 
 
                               10        20        30        40     
AAD-12                 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEYTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
           50        60        70        80                         
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                         
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.0  bits: 20.0 E():   18 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (11-35:27-50) 
 
                               10        20        30        40     
AAD-12                 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
           50        60        70        80                         
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                         
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.0  bits: 20.0 E():   18 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (11-35:27-50) 
 
                               10        20        30        40     
AAD-12                 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|886 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
           50        60        70        80                         
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                         
                                                                    
gi|886 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIKSISH 
      60        70        80        90       100       110          
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.0  bits: 20.0 E():   18 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (11-35:27-50) 
 
                               10        20        30        40     
AAD-12                 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|165 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
           50        60        70        80                         
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AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                         
                                                                    
gi|165 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.0  bits: 20.0 E():   18 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (11-35:27-50) 
 
                               10        20        30        40     
AAD-12                 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
           50        60        70        80                         
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                         
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.0  bits: 20.0 E():   18 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (11-35:27-50) 
 
                               10        20        30        40     
AAD-12                 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|753 MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
           50        60        70        80                         
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                         
                                                                    
gi|753 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.0  bits: 20.0 E():   18 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (11-35:27-50) 
 
                               10        20        30        40     
AAD-12                 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
           50        60        70        80                         
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                         
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.0  bits: 20.0 E():   18 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (11-35:27-50) 
 
                               10        20        30        40     
AAD-12                 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
           50        60        70        80                         
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                         
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 80.0  bits: 20.0 E():   18 
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Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (11-35:27-50) 
 
                               10        20        30        40     
AAD-12                 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|134 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
           50        60        70        80                         
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                         
                                                                    
gi|134 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.9  bits: 20.0 E():   18 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (30-46:144-160) 
 
                10        20        30        40        50          
AAD-12  KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
      60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAG 
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.9  bits: 20.0 E():   18 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (30-46:144-160) 
 
                10        20        30        40        50          
AAD-12  KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
      60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAG 
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 79.0  bits: 19.7 E():   20 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (42-59:126-143) 
 
              20        30        40        50        60        70  
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . ::..::: :..: ...             
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG         
         100       110       120       130       140                
 
              80 
AAD-12 KLGHVQQAG 
 
>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.9  bits: 20.2 E():   20 
Smith-Waterman score: 48; 33.3% identity (59.3% similar) in 27 aa overlap (13-39:17-43) 
 
                   10        20        30        40        50       
AAD-12     KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL 
                       :.:.:  .   ::..:  :  .: : .                  
gi|510 MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLPVIRGKGGGIEFAKT 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 VHQRSARHSLVYSQSKLGHVQQAG                                     
                                                                    
gi|510 ETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHLCTPLSLNSFSVDRY 
               70        80        90       100       110       120 
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 78.5  bits: 19.2 E():   22 
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Smith-Waterman score: 44; 32.4% identity (56.8% similar) in 37 aa overlap (16-52:65-101) 
 
                              10        20        30        40      
AAD-12                KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .:  ..::. ::  . :.:: :  :   :  
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
          50        60        70        80 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 
        .  .:.                             
gi|117 EEEKEESDDDMGFGLFD                   
          100       110                    
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.5  bits: 20.7 E():   22 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (9-26:66-83) 
 
                                     10        20        30         
AAD-12                       KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
       40        50        60        70        80                   
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                   
                                                                    
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.2  bits: 19.7 E():   22 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (11-35:27-50) 
 
                               10        20        30        40     
AAD-12                 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
           50        60        70        80                         
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                         
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIKTTSK 
      60        70        80        90       100       110          
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.1  bits: 19.7 E():   23 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (14-35:29-50) 
 
                              10        20        30        40      
AAD-12                KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                          
                                                                    
gi|400 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.1  bits: 19.7 E():   23 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (14-35:29-50) 
 
                              10        20        30        40      
AAD-12                KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
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          50        60        70        80                          
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                          
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.1  bits: 19.7 E():   23 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (11-35:27-50) 
 
                               10        20        30        40     
AAD-12                 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
           50        60        70        80                         
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                         
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.1  bits: 19.7 E():   23 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (14-35:29-50) 
 
                              10        20        30        40      
AAD-12                KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                          
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.1  bits: 19.7 E():   23 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (14-35:29-50) 
 
                              10        20        30        40      
AAD-12                KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                          
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.1  bits: 19.7 E():   23 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (11-35:27-50) 
 
                               10        20        30        40     
AAD-12                 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|880 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
           50        60        70        80                         
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                         
                                                                    
gi|880 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVIKTTS 
      60        70        80        90       100       110          
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>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 78.0  bits: 17.0 E():   23 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (9-15:19-25) 
 
                         10        20        30        40        50 
AAD-12           KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                         :..:..:                                    
gi|320 YTTEGGTKAEAEDVIPEGWKVDTSYE                                   
               10        20                                         
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 77.2  bits: 20.6 E():   25 
Smith-Waterman score: 50; 34.5% identity (62.1% similar) in 29 aa overlap (1-29:162-190) 
 
                                             10        20        30 
AAD-12                               KVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
                                     .::.:..  :: .     .  ::. .:::  
gi|249 AALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQ 
             140       150       160       170       180       190  
 
               40        50        60        70        80           
AAD-12 PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG           
                                                                    
gi|249 LIDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQA 
             200       210       220       230       240       250  
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 77.2  bits: 18.4 E():   25 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (57-78:37-58) 
 
         30        40        50        60        70        80       
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG       
                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
gi|162 VPQLEIVPNS 
         70       
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 76.7  bits: 19.9 E():   27 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (39-60:74-98) 
 
       10        20        30        40           50        60      
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---DEATRALVHQRSARHS 
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
 
          70        80                                              
AAD-12 LVYSQSKLGHVQQAG                                              
                                                                    
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.4  bits: 19.4 E():   28 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (11-35:27-50) 
 
                               10        20        30        40     
AAD-12                 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|425 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
           50        60        70        80                         
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                         
                                                                    
gi|425 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
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>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 76.4  bits: 19.4 E():   28 
Smith-Waterman score: 45; 27.0% identity (64.9% similar) in 37 aa overlap (22-58:49-84) 
 
                        10        20        30        40        50  
AAD-12          KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|144 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
              60        70        80                                
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAG                                
       :  : ..                                                      
gi|144 AGLAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEAT 
        80        90       100       110       120       130        
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.4  bits: 19.4 E():   28 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (11-35:27-50) 
 
                               10        20        30        40     
AAD-12                 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
           50        60        70        80                         
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                         
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.4  bits: 19.4 E():   28 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (11-35:27-50) 
 
                               10        20        30        40     
AAD-12                 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
           50        60        70        80                         
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                         
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.4  bits: 19.4 E():   28 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (11-35:27-50) 
 
                               10        20        30        40     
AAD-12                 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
           50        60        70        80                         
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                         
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.4  bits: 19.4 E():   28 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (11-35:27-50) 
 
                               10        20        30        40     
AAD-12                 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
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gi|753 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTTKKITF 
               10        20        30         40        50          
 
           50        60        70        80                         
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                         
                                                                    
gi|753 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.4  bits: 19.4 E():   28 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (11-35:27-50) 
 
                               10        20        30        40     
AAD-12                 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
           50        60        70        80                         
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                         
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.4  bits: 19.4 E():   28 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (11-35:27-50) 
 
                               10        20        30        40     
AAD-12                 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|901 MGGYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
           50        60        70        80                         
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                         
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.9  bits: 18.8 E():   30 
Smith-Waterman score: 43; 26.0% identity (52.0% similar) in 50 aa overlap (18-67:30-79) 
 
                           10        20        30        40         
AAD-12             KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                                    .  .:.. :.:   .   : :   . :.    
gi|253 TGPYCYAGMGLPINPLEGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHC 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAG                             
         ::.: .. .::  .: :                                          
gi|253 RCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNAPYCLGLDI 
               70        80        90       100       110       120 
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.9  bits: 19.8 E():   30 
Smith-Waterman score: 47; 33.3% identity (52.8% similar) in 36 aa overlap (39-74:159-191) 
 
       10        20        30        40        50        60         
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :   . : ..::   :   :: .  :.:   
gi|136 TNTEKLPTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFEIR---HQLTQIHGLYR 
      130       140       150       160       170          180      
 
       70        80                                      
AAD-12 SQSKLGHVQQAG                                      
       :..: :                                            
gi|136 SSDKTGGYWKITMNDGSTYQSDLSKKFEYNTEKPPINIDEIKTIEAEIN 
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         190       200       210       220       230     
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.6  bits: 20.5 E():   31 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (9-26:56-73) 
 
                                     10        20        30         
AAD-12                       KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
       40        50        60        70        80                   
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                   
                                                                    
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 75.5  bits: 18.8 E():   31 
Smith-Waterman score: 43; 23.5% identity (51.0% similar) in 51 aa overlap (5-55:25-74) 
 
                                   10        20        30        40 
AAD-12                     KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                               :  : . . ...   :::.  :: .:  . .   :  
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLP-FQ 
               10        20        30        40        50           
 
               50        60        70        80                     
AAD-12 DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                     
       ...   :..:    :                                              
gi|217 EIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRL 
      60        70        80        90       100       110          
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 75.4  bits: 15.9 E():   32 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (62-76:1-15) 
 
              40        50        60        70        80 
AAD-12 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 
                                     :: . : : ..::..     
gi|323                               ARTAWVDSGAQLGELSY   
                                             10          
 
>>gi|14422363|emb|CAC41635.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.9  bits: 18.8 E():   34 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (12-29:85-102) 
 
                                  10        20        30        40  
AAD-12                    KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSGRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
              50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 
                                               
gi|144 RHVKPLSFRAKTDAPGC                       
          120       130                        
 
>>gi|14422361|emb|CAC41634.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.9  bits: 18.8 E():   34 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (12-29:85-102) 
 
                                  10        20        30        40  
AAD-12                    KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
              50        60        70        80 
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AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 
                                               
gi|144 RHVKPLSFRAKTDAPGC                       
          120       130                        
 
>>gi|14422359|emb|CAC41633.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.9  bits: 18.8 E():   34 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (12-29:85-102) 
 
                                  10        20        30        40  
AAD-12                    KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETDQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
              50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 
                                               
gi|144 RHVKPLSFRAKTDAPGC                       
          120       130                        
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.8  bits: 20.5 E():   34 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (9-26:56-73) 
 
                                     10        20        30         
AAD-12                       KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
       40        50        60        70        80                   
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                   
                                                                    
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 74.7  bits: 20.2 E():   35 
Smith-Waterman score: 49; 20.3% identity (55.9% similar) in 59 aa overlap (8-63:37-94) 
 
                                      10        20        30        
AAD-12                        KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|269 EAVLLGILLYIPIVLSDDRAPIPSNSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQTK 
         10        20        30         40        50        60      
 
           40        50        60        70        80               
AAD-12 CF---ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG               
        .   .:  . . ...:: ...  . . :                                
gi|269 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSLAPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.6  bits: 19.0 E():   35 
Smith-Waterman score: 44; 36.4% identity (63.6% similar) in 22 aa overlap (14-35:28-49) 
 
                             10        20        30        40       
AAD-12               KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                  : .: .:  :. :.: . . ::            
gi|115 GVFNYETETTSVIPAARLFKAFILDGDTLFPQVAPQAISSVENISGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                           
                                                                    
gi|115 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.6  bits: 19.0 E():   35 
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Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (16-35:31-50) 
 
                              10        20        30        40      
AAD-12                KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|584 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                          
                                                                    
gi|584 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.6  bits: 19.0 E():   35 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (16-35:31-50) 
 
                              10        20        30        40      
AAD-12                KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|132 MGVFNYETESTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                          
                                                                    
gi|132 EGSPFKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.6  bits: 19.0 E():   35 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (16-35:31-50) 
 
                              10        20        30        40      
AAD-12                KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                          
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.6  bits: 19.0 E():   35 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (16-35:31-50) 
 
                              10        20        30        40      
AAD-12                KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                          
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.5  bits: 19.0 E():   36 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (16-35:31-50) 
 
                              10        20        30        40      
AAD-12                KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
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          50        60        70        80                          
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                          
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.4  bits: 18.8 E():   36 
Smith-Waterman score: 43; 18.2% identity (72.7% similar) in 22 aa overlap (2-23:15-36) 
 
                            10        20        30        40        
AAD-12              KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
                     .... ..: ....  :. : :.                         
gi|249 MRTVSARSSVALVVIVAAVLVWTSSASVAPAPAPGSEETCGTVVGALMPCLPFVQGKEKE 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 ALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                            
                                                                    
gi|249 PSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDSKLPP 
               70        80        90       100       110       120 
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 74.2  bits: 20.2 E():   37 
Smith-Waterman score: 49; 33.3% identity (64.3% similar) in 42 aa overlap (7-45:244-284) 
 
                                         10         20        30    
AAD-12                         KVIVGNMAW--HADSTYMP-VMAQGAVFSAEVVPAV 
                                     :.:  ..... .: :. .  . :.: :  : 
gi|585 GYYAYPYCYNLTPNQPSAQCEATTMQENDKMSWLFESEDVLLPSVYLRWNLTSGERVGLV 
           220       230       240       250       260       270    
 
            40        50        60        70        80              
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG              
       :::.  : .: :                                                 
gi|585 GGRVKEA-LRIARQMTTSRKKVLPYYWYKYQDRRDTDLSRADLEATLRKITDLGADGFII 
           280        290       300       310       320       330   
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 73.9  bits: 20.2 E():   38 
Smith-Waterman score: 49; 40.0% identity (65.0% similar) in 20 aa overlap (6-25:332-348) 
 
                                        10        20        30      
AAD-12                          KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
                                     :  :.   .:: :. .::.:           
gi|113 ILSQGNRFLASDIKKEVVGRYGESAMSESINWNWR---SYMDVFENGAIFVPSGVDPVLT 
             310       320       330          340       350         
 
          40        50        60        70        80 
AAD-12 RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 
                                                     
gi|113 PEQNAGMIPAEPGEAVLRLTSSAGVLSCQPGAPC            
      360       370       380       390              
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.8  bits: 19.7 E():   39 
Smith-Waterman score: 47; 36.0% identity (76.0% similar) in 25 aa overlap (42-66:106-130) 
 
              20        30        40        50        60        70  
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     ...: . :.:::.:  ... ::. :      
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
 
              80                                                    
AAD-12 KLGHVQQAG                                                    
                                                                    
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
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>>gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Globin   (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.4  bits: 18.7 E():   41 
Smith-Waterman score: 43; 30.6% identity (55.6% similar) in 36 aa overlap (25-60:115-150) 
 
                     10        20        30        40        50     
AAD-12       KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                     : :  :  . ..: ::  .::. :  .:   
gi|121 IGDLPNIDGDVTTFVASHTPRGVTHDQLNNFRAGFVSYMKAHTDFAGAEAAWGATLDAFF 
           90       100       110       120       130       140     
 
           60        70        80 
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAG 
       ..:  .                     
gi|121 GMVFAKM                    
          150                     
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 73.2  bits: 18.7 E():   42 
Smith-Waterman score: 43; 29.0% identity (67.7% similar) in 31 aa overlap (22-52:49-78) 
 
                        10        20        30        40        50  
AAD-12          KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|186 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVRLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
              60        70        80                                
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAG                                
       :                                                            
gi|186 AGLGYTYTTIGGDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEAT 
        80        90       100       110       120       130        
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.8  bits: 18.7 E():   44 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (16-35:31-50) 
 
                              10        20        30        40      
AAD-12                KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|132 MGVFNYETETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                          
                                                                    
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.8  bits: 18.7 E():   44 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (16-35:31-50) 
 
                              10        20        30        40      
AAD-12                KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|261 MGVFNYEAETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                          
                                                                    
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.8  bits: 18.7 E():   44 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (16-35:31-50) 
 
                              10        20        30        40      
AAD-12                KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
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gi|226 MGVFNYEVETPSVISAARLFKSYVLDGDKLIPKVAPQAITSVENVGGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                          
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSK 
               70        80        90       100       110       120 
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.7  bits: 18.9 E():   45 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (59-74:46-61) 
 
       30        40        50        60        70        80         
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG         
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.6  bits: 19.9 E():   45 
Smith-Waterman score: 48; 18.9% identity (67.6% similar) in 37 aa overlap (1-37:271-307) 
 
                                             10        20        30 
AAD-12                               KVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
                                     .:.:.. .: . ...  .. .: .. .... 
gi|124 WDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLI 
              250       260       270       280       290       300 
 
               40        50        60        70        80           
AAD-12 PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG           
         : : :                                                      
gi|124 QHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDIS 
              310       320       330       340       350       360 
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.6  bits: 19.9 E():   45 
Smith-Waterman score: 48; 18.9% identity (67.6% similar) in 37 aa overlap (1-37:271-307) 
 
                                             10        20        30 
AAD-12                               KVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
                                     .:.:.. .: . ...  .. .: .. .... 
gi|327 WDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLI 
              250       260       270       280       290       300 
 
               40        50        60        70        80           
AAD-12 PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG           
         : : :                                                      
gi|327 QHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDIS 
              310       320       330       340       350       360 
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.6  bits: 19.9 E():   45 
Smith-Waterman score: 48; 18.9% identity (67.6% similar) in 37 aa overlap (1-37:271-307) 
 
                                             10        20        30 
AAD-12                               KVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
                                     .:.:.. .: . ...  .. .: .. .... 
gi|270 WDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLI 
              250       260       270       280       290       300 
 
               40        50        60        70        80           
AAD-12 PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG           
         : : :                                                      
gi|270 QHVKGGTPKRPDRAIETYLFAMFDENQKQPEVEKHFGLFFPDKRPKYNLNFSAKKNWDIS 
              310       320       330       340       350       360 
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
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 initn:  48 init1:  48 opt:  48  Z-score: 72.6  bits: 19.9 E():   45 
Smith-Waterman score: 48; 18.9% identity (67.6% similar) in 37 aa overlap (1-37:271-307) 
 
                                             10        20        30 
AAD-12                               KVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
                                     .:.:.. .: . ...  .. .: .. .... 
gi|124 WDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLI 
              250       260       270       280       290       300 
 
               40        50        60        70        80           
AAD-12 PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG           
         : : :                                                      
gi|124 QHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDIS 
              310       320       330       340       350       360 
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.6  bits: 19.9 E():   45 
Smith-Waterman score: 48; 18.9% identity (67.6% similar) in 37 aa overlap (1-37:271-307) 
 
                                             10        20        30 
AAD-12                               KVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
                                     .:.:.. .: . ...  .. .: .. .... 
gi|118 WDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLI 
              250       260       270       280       290       300 
 
               40        50        60        70        80           
AAD-12 PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG           
         : : :                                                      
gi|118 QHVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDIS 
              310       320       330       340       350       360 
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.6  bits: 19.9 E():   45 
Smith-Waterman score: 48; 18.9% identity (67.6% similar) in 37 aa overlap (1-37:271-307) 
 
                                             10        20        30 
AAD-12                               KVIVGNMAWHADSTYMPVMAQGAVFSAEVV 
                                     .:.:.. .: . ...  .. .: .. .... 
gi|124 WDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLI 
              250       260       270       280       290       300 
 
               40        50        60        70        80           
AAD-12 PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG           
         : : :                                                      
gi|124 QHVKGGTPKRPNRAIETYLFATFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDIS 
              310       320       330       340       350       360 
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 72.5  bits: 15.3 E():   46 
Smith-Waterman score: 29; 57.1% identity (71.4% similar) in 7 aa overlap (11-17:1-7) 
 
               10        20        30        40        50        60 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQR 
                 ::. : :                                            
gi|751           ADAGYAPAAPGTQPKA                                   
                         10                                         
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 72.1  bits: 14.6 E():   48 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (54-58:2-6) 
 
            30        40        50        60        70        80 
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 
                                     : :::                       
gi|463                              DRNLVHSATR                   
                                            10                   
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.9  bits: 18.4 E():   49 
Smith-Waterman score: 42; 27.6% identity (58.6% similar) in 29 aa overlap (15-43:11-39) 
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               10        20        30        40        50        60 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQR 
                     ..:. : : ::.   . :.  :  . ..:                  
gi|126     MRSLLILVLCFLPLAALGKVFGRCELAAAMKRHGLDNYRGYSLGNWVCAAKFESNF 
                   10        20        30        40        50       
 
               70        80                                         
AAD-12 SARHSLVYSQSKLGHVQQAG                                         
                                                                    
gi|126 NTQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNCAKKI 
         60        70        80        90       100       110       
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.7  bits: 18.6 E():   51 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (59-73:138-152) 
 
       30        40        50        60        70        80         
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG         
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
gi|391 ASIDTILTKV 
       170        
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 71.4  bits: 15.0 E():   53 
Smith-Waterman score: 28; 40.0% identity (80.0% similar) in 10 aa overlap (22-31:4-13) 
 
               10        20        30        40        50        60 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQR 
                            :.:  :...:                              
gi|131                   GPVGGVVHAHMMPLL                            
                                 10                                 
 
               70        80 
AAD-12 SARHSLVYSQSKLGHVQQAG 
 
>>gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (11-35:27-50) 
 
                               10        20        30        40     
AAD-12                 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
           50        60        70        80                         
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                         
                                                                    
gi|212 GEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (16-35:30-49) 
 
                             10        20        30        40       
AAD-12               KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                           
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (16-35:30-49) 
 
                             10        20        30        40       
AAD-12               KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: : . ::            
gi|402 GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFAE 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                           
                                                                    
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
>>gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (11-35:27-50) 
 
                               10        20        30        40     
AAD-12                 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
           50        60        70        80                         
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                         
                                                                    
gi|212 GEASKYKYSRHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.1  bits: 18.4 E():   55 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (16-35:30-49) 
 
                             10        20        30        40       
AAD-12               KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                           
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (16-35:31-50) 
 
                              10        20        30        40      
AAD-12                KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                          
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (16-35:31-50) 
 
                              10        20        30        40      
AAD-12                KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
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               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                          
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (16-35:31-50) 
 
                              10        20        30        40      
AAD-12                KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                          
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNK 
               70        80        90       100       110       120 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (16-35:31-50) 
 
                              10        20        30        40      
AAD-12                KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                          
                                                                    
gi|167 EGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (16-35:31-50) 
 
                              10        20        30        40      
AAD-12                KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                          
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (16-35:31-50) 
 
                              10        20        30        40      
AAD-12                KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                          
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
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>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (16-35:31-50) 
 
                              10        20        30        40      
AAD-12                KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                          
                                                                    
gi|400 EGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (16-35:31-50) 
 
                              10        20        30        40      
AAD-12                KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                          
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSK 
               70        80        90       100       110       120 
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (16-35:31-50) 
 
                              10        20        30        40      
AAD-12                KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                          
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (16-35:31-50) 
 
                              10        20        30        40      
AAD-12                KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                          
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (16-35:31-50) 
 
                              10        20        30        40      
AAD-12                KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
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                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                          
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (16-35:31-50) 
 
                              10        20        30        40      
AAD-12                KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                          
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (16-35:31-50) 
 
                              10        20        30        40      
AAD-12                KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                          
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (16-35:31-50) 
 
                              10        20        30        40      
AAD-12                KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                          
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (16-35:31-50) 
 
                              10        20        30        40      
AAD-12                KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVMPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                          
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gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (16-35:31-50) 
 
                              10        20        30        40      
AAD-12                KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                          
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (16-35:31-50) 
 
                              10        20        30        40      
AAD-12                KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                          
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (16-35:31-50) 
 
                              10        20        30        40      
AAD-12                KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                          
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 42; 40.0% identity (60.0% similar) in 25 aa overlap (11-35:27-50) 
 
                               10        20        30        40     
AAD-12                 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:   : ::: . . ::          
gi|534 MGVFNYEDEATSVIAPARLFKSFVLDADNL-IPKVAPENVSSAENIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
           50        60        70        80                         
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                         
                                                                    
gi|534 PEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITS 
      60        70        80        90       100       110          
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 70.8  bits: 19.8 E():   57 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (41-55:431-446) 
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               20        30        40        50         60          
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYS 
                                     :..: :::.: ...::               
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA               
              410       420       430       440                     
 
      70        80 
AAD-12 QSKLGHVQQAG 
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.7  bits: 18.1 E():   58 
Smith-Waterman score: 41; 20.9% identity (47.8% similar) in 67 aa overlap (15-72:3-69) 
 
               10        20        30        40                 50  
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---------DE 
                     .. ..  . :..: :   . :     . : :.: :         :. 
gi|856             MKFIITLFAAIVMAAAVSGFIVGDKKEDEWRMAFDRLMMEELETKIDQ 
                           10        20        30        40         
 
              60        70        80                                
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAG                                
       . ..:.:     . :  ..::                                        
gi|856 VEKGLLHLSEQYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLNMFERY 
       50        60        70        80        90       100         
 
>>gi|4006947|emb|CAA07320.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.5  bits: 17.9 E():   59 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (17-35:32-50) 
 
                             10        20        30        40       
AAD-12               KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         50        60        70        80                          
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                          
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|4006963|emb|CAA07328.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.5  bits: 17.9 E():   59 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (17-35:32-50) 
 
                             10        20        30        40       
AAD-12               KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         50        60        70        80                          
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                          
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.4  bits: 18.1 E():   60 
Smith-Waterman score: 41; 34.6% identity (61.5% similar) in 26 aa overlap (13-38:5-30) 
 
               10        20        30        40        50        60 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQR 
                   :.:  ...   ::   .: :::.. :                       
gi|217         MASKSNYNLLFTALLVFIFAAVAAVGNEDCTPWTSTLITPLPSCRNYVEEQA 
                       10        20        30        40        50   
 
               70        80                                         
AAD-12 SARHSLVYSQSKLGHVQQAG                                         
                                                                    
gi|217 CRIEMPGPPYLAKQECCEQLANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMN 
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             60        70        80        90       100       110   
 
>>gi|114326420|ref|NP_001041618.1| major allergen I poly  (88 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 70.3  bits: 17.4 E():   61 
Smith-Waterman score: 38; 31.8% identity (63.6% similar) in 22 aa overlap (12-33:3-24) 
 
               10        20        30        40        50        60 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQR 
                  :..  :  . .:. . :. :::                            
gi|114          MLDAALPPCPTVAATADCEICPAVKRDVDLFLTGTPDEYVEQVAQYKALPV 
                        10        20        30        40        50  
 
               70        80                  
AAD-12 SARHSLVYSQSKLGHVQQAG                  
                                             
gi|114 VLENARILKNCVDAKMTEEDKENALSLLDKIYTSPLC 
              60        70        80         
 
>>gi|75139847|sp|Q7M1E8|Q7M1E8_9ROSA Pollen major allerg  (12 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 70.2  bits: 14.5 E():   61 
Smith-Waterman score: 26; 57.1% identity (71.4% similar) in 7 aa overlap (1-7:4-10) 
 
                  10        20        30        40        50        
AAD-12    KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
          ::. : :                                                   
gi|751 ATGKVVQGAMPP                                                 
               10                                                   
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.8  bits: 17.8 E():   65 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (57-78:6-27) 
 
         30        40        50        60        70        80       
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG       
                                     :.:.  ..  : :.  ::...:         
gi|159                          IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
                                        10        20        30      
 
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFXQFYQPDAYPSGAWY 
          40        50        60        70        80        90      
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 69.5  bits: 19.5 E():   67 
Smith-Waterman score: 47; 21.0% identity (54.8% similar) in 62 aa overlap (9-68:272-333) 
 
                                     10          20        30       
AAD-12                       KVIVGNMAWHADSTYMPV--MAQGAVFSAEVVPAVGGR 
                                     ...: .: :    .   .:.. .:   .:  
gi|558 ESIPFVHLGHRDSLEGDLLNRNNTFKPFAEYKSDYVYEPFPKSVWEQIFGTWLVKPGAGI 
             250       260       270       280       290       300  
 
         40        50        60        70        80                 
AAD-12 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                 
         :  . :. .:  ::.  . :....  .. :                             
gi|558 MIFDPYGATISATPEAATPFPHRKGVLFNIQYVNYWFAPGAGAAPLSWSKEIYNYMEPYV 
             310       320       330       340       350       360  
 
gi|558 SKNPRQAYANYRDIDLGRNEVVNGVSTYSSGKVWGQKYFKGNFERLAITKGKVDPTDYFR 
             370       380       390       400       410       420  
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.4  bits: 17.6 E():   68 
Smith-Waterman score: 39; 53.8% identity (69.2% similar) in 13 aa overlap (40-52:72-84) 
 
      10        20        30        40        50        60          
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
                                     ::.::  ::  .:                  
gi|131 ELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDE 
              50        60        70        80        90       100  
 
      70        80  
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AAD-12 QSKLGHVQQAG  
                    
gi|131 FGALVDKWGAKG 
             110    
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.4  bits: 17.8 E():   68 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (47-75:101-129) 
 
         20        30        40        50        60        70       
AAD-12 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
         80 
AAD-12 QQAG 
            
gi|273 RRRR 
            
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.4  bits: 17.8 E():   68 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (47-75:101-129) 
 
         20        30        40        50        60        70       
AAD-12 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
         80 
AAD-12 QQAG 
            
gi|273 RRRR 
            
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.3  bits: 18.5 E():   68 
Smith-Waterman score: 43; 30.0% identity (55.0% similar) in 20 aa overlap (3-22:1-20) 
 
               10        20        30        40        50        60 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQR 
         : .:. :.  .   :.  ::                                       
gi|142   IPANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTY 
                 10        20        30        40        50         
 
>>gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 41; 32.0% identity (64.0% similar) in 25 aa overlap (11-35:27-50) 
 
                               10        20        30        40     
AAD-12                 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGDGGPGTIKKITF 
               10        20        30         40        50          
 
           50        60        70        80                         
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                         
                                                                    
gi|212 GEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (16-35:30-49) 
 
                             10        20        30        40       
AAD-12               KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFPE 
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               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                           
                                                                    
gi|437 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISHKY 
               70        80        90       100       110       120 
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 18.0 E():   69 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (16-35:31-50) 
 
                              10        20        30        40      
AAD-12                KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                          
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 18.0 E():   69 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (16-35:31-50) 
 
                              10        20        30        40      
AAD-12                KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                          
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 18.0 E():   69 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (16-35:31-50) 
 
                              10        20        30        40      
AAD-12                KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                          
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 18.0 E():   69 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (16-35:31-50) 
 
                              10        20        30        40      
AAD-12                KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                          
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
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>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 18.0 E():   69 
Smith-Waterman score: 41; 33.3% identity (56.7% similar) in 30 aa overlap (38-67:9-38) 
 
        10        20        30        40        50        60        
AAD-12 AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV 
                                     :.:   ::  . :::. .     ...:: : 
gi|170                       MKFLVLALCIAAAVAAPLSADEASLVRGSWAQVKHSEV 
                                     10        20        30         
 
        70        80                                                
AAD-12 YSQSKLGHVQQAG                                                
                                                                    
gi|170 DILYYIFKANPDIMAKFPQFAGKDLETLKGTGQFATHAGRIVGFVSEIVALMGNSANMPA 
       40        50        60        70        80        90         
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 18.0 E():   69 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (16-35:31-50) 
 
                              10        20        30        40      
AAD-12                KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|154 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                          
                                                                    
gi|154 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 18.0 E():   69 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (16-35:31-50) 
 
                              10        20        30        40      
AAD-12                KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                          
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 18.0 E():   69 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (16-35:31-50) 
 
                              10        20        30        40      
AAD-12                KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                          
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 18.0 E():   69 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (16-35:31-50) 
 
                              10        20        30        40      
AAD-12                KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
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                                     .: .:  :. :.: . . ::           
gi|125 MGVFNYETEATSVIPAARLFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                          
                                                                    
gi|125 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.9  bits: 19.7 E():   72 
Smith-Waterman score: 48; 27.3% identity (66.7% similar) in 33 aa overlap (45-77:283-315) 
 
           20        30        40        50        60        70     
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG 
                                     : .. .:..: :  : . :....  ...:  
gi|258 QQPFGRPRQQEQQGNGNNVFSGFNTQLLAQALNVNEETARNLQGQNDNRNQIIQVRGNLD 
            260       270       280       290       300       310   
 
           80                                                       
AAD-12 HVQQAG                                                       
        ::                                                          
gi|258 FVQPPRGRQEREHEERQQEQLQQERQQQGEQLMANGLEETFCSLRLKENIGNPERADIFS 
            320       330       340       350       360       370   
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.8  bits: 17.3 E():   73 
Smith-Waterman score: 38; 37.5% identity (62.5% similar) in 16 aa overlap (17-32:41-56) 
 
                             10        20        30        40       
AAD-12               KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..  :: :  ..: :               
gi|166 GSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAAYVMNLYYQHAG 
               20        30        40        50        60        70 
 
         50        60        70        80 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 
                                          
gi|166 RNSWNCDFSQTATLTNTNPSYGACNFPSGSN    
               80        90       100     
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.7  bits: 19.5 E():   74 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (56-77:332-353) 
 
          30        40        50        60        70        80      
AAD-12 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG      
                                     : :     ::..:. .  :.::         
gi|259 LTTLNSLNLPILKWLQLSVEKGVLYKNALVLPHWNLNSHSIIYGCKGKGQVQVVDNFGNR 
             310       320       330       340       350       360  
 
gi|259 VFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRAMTSPLAGRTSVLGGMPEEVL 
             370       380       390       400       410       420  
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.7  bits: 17.8 E():   75 
Smith-Waterman score: 40; 35.3% identity (70.6% similar) in 17 aa overlap (21-37:30-46) 
 
                        10        20        30        40        50  
AAD-12          KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                    :::. ...  :  ::..               
gi|476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVQGATVAVDCRPFNGGESKLKAEATTDGLGWY 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAG                                
                                                                    
gi|476 KIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQGIRYANPIAFFR 
               70        80        90       100       110       120 
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>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.7 E():   82 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (14-29:29-44) 
 
                              10        20        30        40      
AAD-12                KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|892 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                          
                                                                    
gi|892 GSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.7 E():   82 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (14-29:29-44) 
 
                              10        20        30        40      
AAD-12                KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|215 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAATGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                          
                                                                    
gi|215 GSPITTMTVRTDAVNKEALSYDSTVIDGDILLGFIESIETHMVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.7 E():   82 
Smith-Waterman score: 40; 43.8% identity (62.5% similar) in 16 aa overlap (14-29:29-44) 
 
                              10        20        30        40      
AAD-12                KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.:.                 
gi|134 MGVQTHVLELTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPD 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                          
                                                                    
gi|134 GGPITTMTLRIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIF 
               70        80        90       100       110       120 
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 67.8  bits: 14.8 E():   83 
Smith-Waterman score: 28; 44.4% identity (66.7% similar) in 9 aa overlap (1-9:12-20) 
 
                          10        20        30        40          
AAD-12            KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
                  .: :: . :                                         
gi|463 DFVDAHNAARAQVGVGPVHWT                                        
               10        20                                         
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.7  bits: 17.2 E():   84 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (39-52:39-52) 
 
       10        20        30        40        50        60         
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|730 TLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
       70        80                                 
AAD-12 SQSKLGHVQQAG                                 
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gi|730 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.7  bits: 17.2 E():   84 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (39-52:39-52) 
 
       10        20        30        40        50        60         
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|191 TLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
       70        80                                 
AAD-12 SQSKLGHVQQAG                                 
                                                    
gi|191 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|4376222|emb|CAA04829.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (17-35:31-49) 
 
                             10        20        30        40       
AAD-12               KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|437 GVFNYEIGATSVIPAARLFKAFILVGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                           
                                                                    
gi|437 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
               70        80        90       100       110       120 
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (17-35:31-49) 
 
                             10        20        30        40       
AAD-12               KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|159 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                           
                                                                    
gi|159 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (17-35:31-49) 
 
                             10        20        30        40       
AAD-12               KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|437 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                           
                                                                    
gi|437 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (17-35:31-49) 
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                             10        20        30        40       
AAD-12               KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|384 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENISGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                           
                                                                    
gi|384 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (17-35:32-50) 
 
                             10        20        30        40       
AAD-12               KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|114 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         50        60        70        80                           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                           
                                                                    
gi|114 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|82492265|gb|ABB78006.1| major allergen Pru p 1 [Pru  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 40; 32.0% identity (64.0% similar) in 25 aa overlap (11-35:27-50) 
 
                               10        20        30        40     
AAD-12                 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  .:.. . ::          
gi|824 MGVFTYESEFTSEIPPPRLFKAFVLDADNL-VPKIAPQAIKHSEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
           50        60        70        80                         
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                         
                                                                    
gi|824 GEGSQYGYVKHKIDSIDKENHSYSYTLIEGDALGDNLEKISYETKLVASPSGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|4006953|emb|CAA07323.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (17-35:32-50) 
 
                             10        20        30        40       
AAD-12               KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         50        60        70        80                           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                           
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (17-35:32-50) 
 
                             10        20        30        40       
AAD-12               KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         50        60        70        80                           
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AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                           
                                                                    
gi|459 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006957|emb|CAA07325.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (17-35:32-50) 
 
                             10        20        30        40       
AAD-12               KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKINFPE 
              10        20        30        40        50        60  
 
         50        60        70        80                           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                           
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (17-35:32-50) 
 
                             10        20        30        40       
AAD-12               KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         50        60        70        80                           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                           
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (17-35:32-50) 
 
                             10        20        30        40       
AAD-12               KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         50        60        70        80                           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                           
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (17-35:32-50) 
 
                             10        20        30        40       
AAD-12               KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         50        60        70        80                           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                           
                                                                    
gi|116 GIPFKYVKGRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.7 E():   87 
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Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (17-35:32-50) 
 
                             10        20        30        40       
AAD-12               KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         50        60        70        80                           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                           
                                                                    
gi|132 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (17-35:32-50) 
 
                             10        20        30        40       
AAD-12               KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         50        60        70        80                           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                           
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGPILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1513216|gb|AAC02632.1| cherry-allergen PRUA1 [Prunu  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 40; 32.0% identity (64.0% similar) in 25 aa overlap (11-35:27-50) 
 
                               10        20        30        40     
AAD-12                 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  .:.. . ::          
gi|151 MGVFTYESEFTSEIPPPRLFKAFVLDADNL-VPKIAPQAIKHSEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
           50        60        70        80                         
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                         
                                                                    
gi|151 GEGSQYGYVKHKIDSIDKENYSYSYTLIEGDALGDTLEKISYETKLVASPSGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (17-35:32-50) 
 
                             10        20        30        40       
AAD-12               KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|256 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         50        60        70        80                           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                           
                                                                    
gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|167472849|gb|ABZ81046.1| pollen allergen Que a 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 40; 30.0% identity (70.0% similar) in 20 aa overlap (16-35:31-50) 
 
                              10        20        30        40      
AAD-12                KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :. :.:.. . ::           
gi|167 MGVFTYESEDASVIPPARLFKAFVLDSDNLIPKVVPQALKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
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          50        60        70        80                          
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                          
                                                                    
gi|167 EGSHLKHAKHRIDVIDPENFTYSFSVIEGDALFDKLENVSTETKIVASPDGGSIVKSTSK 
               70        80        90       100       110       120 
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (17-35:32-50) 
 
                             10        20        30        40       
AAD-12               KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         50        60        70        80                           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                           
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVTTPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (17-35:32-50) 
 
                             10        20        30        40       
AAD-12               KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYEIEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         50        60        70        80                           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                           
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (17-35:32-50) 
 
                             10        20        30        40       
AAD-12               KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         50        60        70        80                           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                           
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDILEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (17-35:32-50) 
 
                             10        20        30        40       
AAD-12               KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         50        60        70        80                           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                           
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
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>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (17-35:32-50) 
 
                             10        20        30        40       
AAD-12               KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         50        60        70        80                           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                           
                                                                    
gi|132 GIPFKYVKDRVDEVDHANFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (17-35:32-50) 
 
                             10        20        30        40       
AAD-12               KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         50        60        70        80                           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                           
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (17-35:32-50) 
 
                             10        20        30        40       
AAD-12               KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKASILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         50        60        70        80                           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                           
                                                                    
gi|132 GSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKF 
              70        80        90       100       110       120  
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (17-35:32-50) 
 
                             10        20        30        40       
AAD-12               KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         50        60        70        80                           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                           
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (17-35:32-50) 
 
                             10        20        30        40       
AAD-12               KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
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gi|400 GVFNYETETTSLIPAARLFRAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         50        60        70        80                           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                           
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (17-35:32-50) 
 
                             10        20        30        40       
AAD-12               KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         50        60        70        80                           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                           
                                                                    
gi|125 GFPFKYVKDGVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (17-35:32-50) 
 
                             10        20        30        40       
AAD-12               KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|241 GVFNYETETTSVIPAARLFKAFFLDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         50        60        70        80                           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                           
                                                                    
gi|241 GFPFRYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (17-35:32-50) 
 
                             10        20        30        40       
AAD-12               KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         50        60        70        80                           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                           
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (16-35:31-50) 
 
                              10        20        30        40      
AAD-12                KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|730 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                          
                                                                    
gi|730 EGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
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               70        80        90       100       110       120 
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (17-35:32-50) 
 
                             10        20        30        40       
AAD-12               KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         50        60        70        80                           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                           
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321728|emb|CAA96547.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (17-35:32-50) 
 
                             10        20        30        40       
AAD-12               KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         50        60        70        80                           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                           
                                                                    
gi|132 GFPFKYVKDRVDEVAHKNFKYSYSVIEGGPIGDTLEKISNEIKIVATPDGRSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (17-35:32-50) 
 
                             10        20        30        40       
AAD-12               KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPG 
              10        20        30        40        50        60  
 
         50        60        70        80                           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                           
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (17-35:32-50) 
 
                             10        20        30        40       
AAD-12               KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         50        60        70        80                           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                           
                                                                    
gi|125 GFPFEYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (16-35:31-50) 
 
                              10        20        30        40      
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AAD-12                KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                          
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGFVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 67.3  bits: 19.4 E():   88 
Smith-Waterman score: 50; 24.2% identity (58.1% similar) in 62 aa overlap (9-68:361-421) 
 
                                     10          20        30       
AAD-12                       KVIVGNMAWHADSTYMPVM--AQGAVFSAEVVPAVGGR 
                                     ...: .:.::   . . .:   : :..:   
gi|558 IKSVPFIHLGKQATLSDLLNRNNTFKPFAEYKSDYVYQPVPKPVWAQIFVWLVKPGAGI- 
              340       350       360       370       380           
 
         40        50        60        70        80                 
AAD-12 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG                 
         .  . :: .:  ::.  . :....  .. :                             
gi|558 MVMDPYGAAISATPEAATPFPHRKDVLFNIQYVNYWFDEAGGAAPLQWSKDMYRFMEPYV 
     390       400       410       420       430       440          
 
gi|558 SKNPRQAYANYRDIDLGRNEVVNDISTYASGKVWGEKYFKGNFQRLAITKGKVDPQDYFR 
     450       460       470       480       490       500          
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.2  bits: 18.4 E():   89 
Smith-Waterman score: 43; 47.6% identity (71.4% similar) in 21 aa overlap (18-38:8-24) 
 
               10        20        30        40        50        60 
AAD-12 KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQR 
                        .:. :::..: :   ::: .:                       
gi|286           MGSLANNIMVVGAVLAALV---VGG-SCGPPKVPPGPNITTNYNGKWLTA 
                         10           20         30        40       
 
               70        80                                         
AAD-12 SARHSLVYSQSKLGHVQQAG                                         
                                                                    
gi|286 RATWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKP 
         50        60        70        80        90       100       
 
>>gi|320545|pir||A45786 major pollen allergen Bet v I -   (51 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 67.2  bits: 16.0 E():   89 
Smith-Waterman score: 33; 36.8% identity (52.6% similar) in 19 aa overlap (17-35:31-49) 
 
                             10        20        30        40       
AAD-12               KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :  :.: .   ::            
gi|320 GVFNYEAETTSVIPAAWLWKXFILDGDNLFPKVAPQAXTSVENIYERGGWG          
               10        20        30        40        50           
 
         50        60        70        80 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 67.1  bits: 20.1 E():   90 
Smith-Waterman score: 50; 28.9% identity (60.5% similar) in 38 aa overlap (41-78:827-864) 
 
               20        30        40        50        60        70 
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     ...:: :  :.:   :   :. ..: : .. 
gi|219 NEKVKVYKRQMQEQEGMSQQNLTRVRRFQRELEAAEDRADQAESNLSFIRAKHRSWVTTS 
        800       810       820       830       840       850       
 
               80          
AAD-12 SKLGHVQQAG          
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       .  : ..:            
gi|219 QVPGGTRQVFVTEQESSNF 
        860       870      
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 67.1  bits: 20.1 E():   90 
Smith-Waterman score: 50; 28.9% identity (60.5% similar) in 38 aa overlap (41-78:827-864) 
 
               20        30        40        50        60        70 
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     ...:: :  :.:   :   :. ..: : .. 
gi|377 NEKVKVYKRQMQEQEGMSQQNLTRVRRFQRELEAAEDRADQAESNLSFIRAKHRSWVTTS 
        800       810       820       830       840       850       
 
               80          
AAD-12 SKLGHVQQAG          
       .  : ..:            
gi|377 QVPGGTRQVFTTQEETTNY 
        860       870      
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.1  bits: 17.4 E():   91 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (24-33:57-66) 
 
                      10        20        30        40        50    
AAD-12        KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .::  .::::                     
gi|291 ATAGGSLLVPSGLILAGTVIALTLATPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAA 
         30        40        50        60        70        80       
 
            60        70        80                            
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAG                            
                                                              
gi|291 VTVLSWIYRYVTGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVTGSQGS 
         90       100       110       120       130       140 
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 67.1  bits: 19.4 E():   91 
Smith-Waterman score: 47; 34.0% identity (56.6% similar) in 53 aa overlap (2-53:310-352) 
 
                                            10         20        30 
AAD-12                              KVIVGNMAWHADS-TYMPVMAQGAVFSAEVV 
                                     : .::   .::. .: :. :. :.       
gi|289 SVANMSLGGGKSKTLEDAVNAGVEAGLHFAVAAGND--NADACNYSPAAAEKAI------ 
     280       290       300       310         320       330        
 
               40        50        60        70        80           
AAD-12 PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG           
        .::. : .:: :: ..   : :                                      
gi|289 -TVGAST-LADERAYFSNYGECTDIFAPGLNILSTWIGSNYATNIISGTSMASPHIAGLL 
               340       350       360       370       380          
 
>>gi|3913017|sp|P81496.1|ALCC_WHEAT RecName: Full=Allerg  (27 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 66.9  bits: 15.0 E():   93 
Smith-Waterman score: 29; 22.7% identity (54.5% similar) in 22 aa overlap (38-59:6-27) 
 
        10        20        30        40        50        60        
AAD-12 AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV 
                                     :    . .:. :.  ..  :.:         
gi|391                          SFREQCVPGREITYECLNACAEYAVRQ         
                                        10        20                
 
        70        80 
AAD-12 YSQSKLGHVQQAG 
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.4 E():   95 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (24-33:62-71) 
 
                      10        20        30        40        50    
AAD-12        KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
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                                     .::  .::::                     
gi|753 VTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAA 
              40        50        60        70        80        90  
 
            60        70        80                            
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAG                            
                                                              
gi|753 LSVLSWIYRYLTGKHPPGADQLESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
             100       110       120       130       140      
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.4 E():   95 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (24-33:62-71) 
 
                      10        20        30        40        50    
AAD-12        KVIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .::  .::::                     
gi|198 VTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAA 
              40        50        60        70        80        90  
 
            60        70        80                            
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAG                            
                                                              
gi|198 LSVLSWIYRYLTGKHPPGADQLESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
             100       110       120       130       140      
 
>>gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos tauru  (172 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.7 E():   95 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (57-78:49-70) 
 
         30        40        50        60        70        80       
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG       
                                     :.:.  ..  : :.  ::...:         
gi|159 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
       20        30        40        50        60        70         
 
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
       80        90       100       110       120       130         
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.6  bits: 18.4 E():   96 
Smith-Waterman score: 43; 27.3% identity (66.7% similar) in 33 aa overlap (48-80:195-226) 
 
        20        30        40        50        60        70        
AAD-12 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :.:  ..:.  :.. :...   :..  . : 
gi|624 SKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIVHAIFMQQGQRQGVQIVQQQ-PQPQ 
          170       180       190       200       210        220    
 
        80                                                          
AAD-12 QAG                                                          
       :.:                                                          
gi|624 QVGQCVLVQGQGVVQPQQLAQMEAIRTLVLQSVPSMCNFNVPPNCSTIKAPFVGVVTGVG 
           230       240       250       260       270       280    
 
>>gi|47117350|sp||Q7M3Y8_1 [Segment 1 of 6] Tropomyosin   (20 aa) 
 initn:  27 init1:  27 opt:  27  Z-score: 66.5  bits: 14.5 E():   97 
Smith-Waterman score: 27; 25.0% identity (75.0% similar) in 12 aa overlap (40-51:2-13) 
 
      10        20        30        40        50        60          
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
                                     :...  .: ..:                   
gi|471                              AANLENDFDNVNEQLQDALS            
                                            10        20            
 
      70        80 
AAD-12 QSKLGHVQQAG 
 
>>gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} [De  (20 aa) 
 initn:  27 init1:  27 opt:  27  Z-score: 66.5  bits: 14.5 E():   97 
Smith-Waterman score: 30; 50.0% identity (64.3% similar) in 14 aa overlap (32-45:1-12) 
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              10        20        30        40        50        60  
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS 
                                     ::::.   ::.  :                 
gi|404                               AVGGQD--ADLAEAPFQISLLK         
                                               10        20         
 
              70        80 
AAD-12 ARHSLVYSQSKLGHVQQAG 
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 66.4  bits: 16.7 E():   99 
Smith-Waterman score: 36; 44.4% identity (88.9% similar) in 9 aa overlap (34-42:3-11) 
 
            10        20        30        40        50        60    
AAD-12 VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR 
                                     ::.:: ...                      
gi|323                             QAGGQTCAGNICCSQYGYCGTTADYCSPDNNC 
                                           10        20        30   
 
            70        80                                           
AAD-12 HSLVYSQSKLGHVQQAG                                           
                                                                   
gi|323 QATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFCGPAGPRCLRTNAAVTVR 
             40        50        60        70        80        90  
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:46 2011 done: Fri Jan 21 00:02:47 2011 
 Total Scan time:  0.080 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 101  - 180 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     2     2:* 
  32    10     8:==*= 
  34    10    22:====   * 
  36    25    44:=========     * 
  38    43    73:===============         * 
  40    90   102:==============================   * 
  42    69   125:=======================                  * 
  44   128   138:===========================================  * 
  46   135   140:============================================= * 
  48   156   134:============================================*======= 
  50   167   122:========================================*=============== 
  52   111   108:===================================*= 
  54    88    92:==============================* 
  56    63    77:=====================    * 
  58    55    63:=================== * 
  60    50    51:================* 
  62    28    41:==========   * 
  64    43    33:==========*==== 
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  66    51    26:========*======== 
  68    25    20:======*== 
  70    38    16:=====*======= 
  72    13    12:===*= 
  74    19    10:===*=== 
  76    14     8:==*== 
  78    20     6:=*===== 
  80     3     5:=* 
  82     3     3:* 
  84     9     3:*== 
  86     4     2:*= 
  88     6     2:*=         inset = represents 1 library sequences 
  90     5     1:*= 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     2     1:*         :*= 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     1     0:=         *= 
 108     0     0:          * 
 110     1     0:=         *= 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.66950.00307; mu= 1.6302 0.162 
 mean_var=33.0179 9.126, 0's: 2 Z-trim: 2  B-trim: 186 in 1/43 
 Lambda= 0.223203 
 Kolmogorov-Smirnov  statistic: 0.0950 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   64 25.4    0.37 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   62 24.7    0.63 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   57 23.1       2 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   57 23.0     2.2 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   56 22.7     2.8 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   58 23.1     3.9 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   53 21.8     4.3 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   53 21.8     4.3 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   54 22.1     4.3 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   52 21.5     4.6 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   53 21.8     4.8 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   53 21.8     5.4 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.5     6.3 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 21.4     6.7 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   52 21.4     6.7 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   52 21.4     6.7 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   52 21.4     6.8 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   50 20.9     7.4 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   55 22.2     7.7 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   49 20.6     7.9 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   50 20.9     8.3 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.6     9.6 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 18.3     9.9 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 18.3     9.9 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.6      10 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.6      10 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.6      10 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   56 22.3      12 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   56 22.3      12 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   56 22.3      12 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   54 21.8      12 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   49 20.5      12 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 3550



 

 

gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   52 21.2      15 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   51 20.9      17 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 19.6      18 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 19.8      19 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   47 19.8      20 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   45 19.3      20 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 19.8      20 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 19.8      20 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   47 19.8      20 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   47 19.8      20 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   47 19.8      20 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   47 19.8      20 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   47 19.8      20 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   47 19.8      20 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   47 19.8      20 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   47 19.8      20 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   47 19.8      20 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   47 19.8      20 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   47 19.8      20 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 19.8      20 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 19.8      20 
gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   48 20.0      23 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.5      23 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 20.5      23 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   44 19.0      25 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   46 19.5      25 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   46 19.5      26 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 19.5      26 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 19.5      26 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 19.5      26 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 19.5      26 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   46 19.5      26 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 16.7      30 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.7      30 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 18.2      30 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   45 19.2      32 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   45 19.2      32 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   45 19.2      32 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   45 19.2      32 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   45 19.2      32 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   45 19.2      32 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   45 19.2      32 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   45 19.2      32 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 20.4      33 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   47 19.7      33 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   43 18.6      35 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   43 18.6      36 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 20.4      36 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   49 20.2      37 
gi|14422363|emb|CAC41635.1| plantain pollen major  ( 131)   43 18.6      39 
gi|14422359|emb|CAC41633.1| plantain pollen major  ( 131)   43 18.6      39 
gi|14422361|emb|CAC41634.1| plantain pollen major  ( 131)   43 18.6      39 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   49 20.1      39 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   44 18.9      39 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   44 18.9      40 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   44 18.9      40 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   44 18.9      40 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   44 18.9      40 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   44 18.9      40 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 20.1      40 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   43 18.6      41 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   47 19.6      42 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 15.5      42 
gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Glo ( 151)   43 18.6      46 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   43 18.5      47 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   43 18.5      49 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   43 18.5      49 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   43 18.5      49 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.8      50 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   47 19.5      52 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   42 18.2      55 
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gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.5      56 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 19.8      59 
gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase for ( 374)   47 19.5      59 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   47 19.5      59 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   47 19.5      59 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   47 19.5      59 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   47 19.5      59 
gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [He ( 374)   47 19.5      59 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 14.9      61 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.2      61 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   42 18.2      61 
gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allerge ( 159)   42 18.2      61 
gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allerge ( 159)   42 18.2      61 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   42 18.2      61 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.2      62 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.2      62 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 18.2      62 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.2      62 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.2      62 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   42 18.2      62 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 18.2      62 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   42 18.2      62 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 18.2      62 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   42 18.2      62 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   42 18.2      62 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.2      62 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   42 18.2      62 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   42 18.2      62 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.2      62 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   42 18.2      62 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.2      62 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.2      62 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   42 18.2      62 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   41 17.9      65 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 14.1      65 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   41 17.9      67 
gi|4006947|emb|CAA07320.1| pollen allergen Betv1,  ( 120)   40 17.7      67 
gi|4006963|emb|CAA07328.1| pollen allergen Betv1,  ( 120)   40 17.7      67 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   47 19.4      69 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   28 14.6      70 
gi|114326420|ref|NP_001041618.1| major allergen I  (  88)   38 17.2      70 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 17.6      73 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   48 19.7      73 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   43 18.4      74 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   47 19.4      76 
gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allerge ( 159)   41 17.9      76 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   41 17.9      76 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   40 17.6      77 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   40 17.6      77 
gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   41 17.9      77 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   41 17.9      77 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   41 17.9      77 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   41 17.9      77 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   41 17.9      77 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   41 17.9      77 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   41 17.9      77 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   41 17.9      77 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   41 17.9      77 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.4      77 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   40 17.6      83 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   38 17.1      83 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   50 20.1      88 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   50 20.1      88 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.4      89 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   40 17.6      91 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   40 17.6      91 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   40 17.6      91 
gi|289172|gb|AAA32702.1| serine protease [Aspergil ( 533)   47 19.4      92 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   43 18.3      94 
gi|4376222|emb|CAA04829.1| pollen allergen, Betv1  ( 159)   40 17.6      94 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   40 17.6      94 
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gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   40 17.6      94 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   40 17.6      94 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   38 17.1      95 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   38 17.1      95 
gi|4006953|emb|CAA07323.1| pollen allergen Betv1,  ( 160)   40 17.6      95 
gi|167472849|gb|ABZ81046.1| pollen allergen Que a  ( 160)   40 17.6      95 
gi|82492265|gb|ABB78006.1| major allergen Pru p 1  ( 160)   40 17.6      95 
gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=M ( 160)   40 17.6      95 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   40 17.6      95 
gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=M ( 160)   40 17.6      95 
gi|4006957|emb|CAA07325.1| pollen allergen Betv1,  ( 160)   40 17.6      95 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   40 17.6      95 
gi|1321728|emb|CAA96547.1| major allergen Bet v 1  ( 160)   40 17.6      95 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   40 17.6      95 
gi|1513216|gb|AAC02632.1| cherry-allergen PRUA1 [P ( 160)   40 17.6      95 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   40 17.6      95 
gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 ( 160)   40 17.6      95 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   40 17.6      95 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   40 17.6      95 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   40 17.6      95 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   40 17.6      95 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   40 17.6      95 
gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula pl ( 160)   40 17.6      95 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   40 17.6      95 
gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen be ( 160)   40 17.6      95 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   40 17.6      95 
gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 ( 160)   40 17.6      95 
gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula pl ( 160)   40 17.6      95 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   40 17.6      95 
gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Be ( 160)   40 17.6      95 
gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 ( 160)   40 17.6      95 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   40 17.6      95 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   40 17.6      95 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   40 17.6      95 
gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 ( 161)   40 17.6      96 
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  64  Z-score: 110.2  bits: 25.4 E(): 0.37 
Smith-Waterman score: 64; 29.5% identity (63.9% similar) in 61 aa overlap (22-80:9-65) 
 
               10        20        30        40          50         
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQ 
                            : :.: :. : : .    :.:  .: :  ..:..:.    
gi|111              MKFAIVLIACFAASVL-AQGHKPKKDDFRNEFDHLLIEQANHAI--- 
                            10         20        30        40       
 
       60        70        80                                       
AAD-12 RSARHSLVYSQSKLGHVQQAGS                                       
       ....:.:.: : .: ....  :                                       
gi|111 EKGEHQLLYLQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILE 
            50        60        70        80        90       100    
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 106.0  bits: 24.7 E(): 0.63 
Smith-Waterman score: 62; 26.5% identity (59.2% similar) in 49 aa overlap (12-60:5-52) 
 
               10        20        30        40        50        60 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS 
                  :.  :..  ... :. .. :. :. :.: :    . : :. :  : :.. 
gi|189        MASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPL-EGCREYVAQQT 
                      10        20        30        40         50   
 
               70        80                                         
AAD-12 ARHSLVYSQSKLGHVQQAGS                                         
                                                                    
gi|189 CGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPK 
             60        70        80        90       100       110   
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  50 init1:  50 opt:  57  Z-score: 97.3  bits: 23.1 E():    2 
Smith-Waterman score: 57; 24.5% identity (59.2% similar) in 49 aa overlap (12-60:5-52) 
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               10        20        30        40        50        60 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS 
                  :.  :..  ... :. .. .. :. :.: :    . : :. :  : :.. 
gi|439        MASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPL-EGCREYVAQQT 
                      10        20        30        40         50   
 
               70        80                                         
AAD-12 ARHSLVYSQSKLGHVQQAGS                                         
                                                                    
gi|439 CGVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCP 
             60        70        80        90       100       110   
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 96.3  bits: 23.0 E():  2.2 
Smith-Waterman score: 57; 41.4% identity (69.0% similar) in 29 aa overlap (6-34:23-50) 
 
                                10        20        30        40    
AAD-12                  VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: :::.: . ::          
gi|444 MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
            50        60        70        80                        
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                        
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 94.5  bits: 22.7 E():  2.8 
Smith-Waterman score: 56; 40.0% identity (68.0% similar) in 25 aa overlap (10-34:27-50) 
 
                                10        20        30        40    
AAD-12                  VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. :::.. . ::          
gi|165 MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
            50        60        70        80                        
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                        
                                                                    
gi|165 GEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSILKNTS 
      60        70        80        90       100       110          
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 91.8  bits: 23.1 E():  3.9 
Smith-Waterman score: 58; 26.0% identity (56.0% similar) in 50 aa overlap (7-56:23-71) 
 
                               10        20        30        40     
AAD-12                 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                             .. ::. : :. :   .  : ..::.::    .: .   
gi|663 MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGKATTDEQKL 
               10        20        30        40         50          
 
           50        60        70        80                         
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                         
        . .. . .: :                                                 
gi|663 LEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILKLDTDYDVA 
      60        70        80        90       100       110          
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 91.1  bits: 21.8 E():  4.3 
Smith-Waterman score: 53; 27.9% identity (62.3% similar) in 61 aa overlap (22-80:9-65) 
 
               10        20        30        40          50         
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQ 
                            : :.: :. :   .    :.:  .: :  ..:..:.    
gi|111              MKFAIVLIACFAASVL-AQEHKPEKDDFRNEFDHLLIEQANHAI--- 
                            10         20        30        40       
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       60        70        80                                       
AAD-12 RSARHSLVYSQSKLGHVQQAGS                                       
       ....:.:.: : .: ....  :                                       
gi|111 EKGEHQLLYLQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILE 
            50        60        70        80        90       100    
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 91.1  bits: 21.8 E():  4.3 
Smith-Waterman score: 53; 27.9% identity (62.3% similar) in 61 aa overlap (22-80:9-65) 
 
               10        20        30        40          50         
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQ 
                            : :.: :. :   .    :.:  .: :  ..:..:.    
gi|420              MKFAIVLIACFAASVL-AQEHKPKKDDFRNEFDHLLIEQANHAI--- 
                            10         20        30        40       
 
       60        70        80                                       
AAD-12 RSARHSLVYSQSKLGHVQQAGS                                       
       ....:.:.: : .: ....  :                                       
gi|420 EKGEHQLLYLQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILE 
            50        60        70        80        90       100    
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 91.1  bits: 22.1 E():  4.3 
Smith-Waterman score: 54; 37.9% identity (69.0% similar) in 29 aa overlap (6-34:23-50) 
 
                                10        20        30        40    
AAD-12                  VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: .::.: . ::          
gi|444 MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
            50        60        70        80                        
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                        
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 90.5  bits: 21.5 E():  4.6 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (40-80:11-50) 
 
      10        20        30        40          50        60        
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVY 
                                     :.:  .: :  ..:..:.   ....:.:.: 
gi|160                     GSQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLY 
                                   10        20           30        
 
        70        80                                                
AAD-12 SQSKLGHVQQAGS                                                
        : .: ....  :                                                
gi|160 LQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQT 
        40        50        60        70        80        90        
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 90.3  bits: 21.8 E():  4.8 
Smith-Waterman score: 53; 24.5% identity (55.1% similar) in 49 aa overlap (12-60:5-52) 
 
               10        20        30        40        50        60 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS 
                  :.  :..   .. :. .. .. :  :.: :    . : :. :  : :.. 
gi|217        MASKSSISPLLLATVLVSVFAAATATGPYCYAGMGLPINPL-EGCREYVAQQT 
                      10        20        30        40         50   
 
               70        80                                         
AAD-12 ARHSLVYSQSKLGHVQQAGS                                         
                                                                    
gi|217 CGISISGSAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCP 
             60        70        80        90       100       110   
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
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 initn:  47 init1:  47 opt:  53  Z-score: 89.3  bits: 21.8 E():  5.4 
Smith-Waterman score: 53; 22.4% identity (55.2% similar) in 58 aa overlap (15-66:31-87) 
 
                               10        20        30               
AAD-12                 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICF- 
               10        20        30        40        50           
 
      40        50         60        70        80                   
AAD-12 DMRAAYDALDEATRALVHQR-SARHSLVYSQSKLGHVQQAGS                   
       :  . .. . . .. . .   : :.:..                                 
gi|132 DEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSIS 
      60        70        80        90       100       110          
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 88.1  bits: 21.5 E():  6.3 
Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (45-68:29-52) 
 
           20        30        40        50        60        70     
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 
                                     : : :::  : .  ..: .: .::       
gi|144   KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLS 
                 10        20        30        40        50         
 
           80                                                       
AAD-12 VQQAGS                                                       
                                                                    
gi|144 DSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAG 
       60        70        80        90       100       110         
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 87.6  bits: 21.4 E():  6.7 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (10-34:27-50) 
 
                                10        20        30        40    
AAD-12                  VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|602 MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
            50        60        70        80                        
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                        
                                                                    
gi|602 GEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 87.6  bits: 21.4 E():  6.7 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (10-34:27-50) 
 
                                10        20        30        40    
AAD-12                  VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|279 MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
            50        60        70        80                        
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                        
                                                                    
gi|279 GEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 87.6  bits: 21.4 E():  6.7 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (10-34:27-50) 
 
                                10        20        30        40    
AAD-12                  VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|131 MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
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               10        20        30         40        50          
 
            50        60        70        80                        
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                        
                                                                    
gi|131 GEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 87.6  bits: 21.4 E():  6.8 
Smith-Waterman score: 52; 37.9% identity (69.0% similar) in 29 aa overlap (6-34:23-50) 
 
                                10        20        30        40    
AAD-12                  VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: .::.: . ::          
gi|444 MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
            50        60        70        80                        
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                        
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 86.9  bits: 20.9 E():  7.4 
Smith-Waterman score: 50; 26.8% identity (58.5% similar) in 41 aa overlap (38-78:26-66) 
 
        10        20        30        40        50        60        
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::      :.  . . :  ..:.   :.. 
gi|527      MVHHITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAF 
                    10        20        30        40        50      
 
        70        80                                                
AAD-12 SQSKLGHVQQAGS                                                
       .. .. :::.:                                                  
gi|527 AKVNVDHVQDAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQ 
          60        70        80        90       100       110      
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  53 init1:  53 opt:  55  Z-score: 86.6  bits: 22.2 E():  7.7 
Smith-Waterman score: 55; 25.5% identity (55.3% similar) in 47 aa overlap (1-46:16-62) 
 
                               10        20        30        40     
AAD-12                VIVGNMA-WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                      ...:  : . ::. : :. :   .  : .  :.::..   ...   
gi|441 MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLL 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                         
        :                                                           
gi|441 EDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAY 
               70        80        90       100       110       120 
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 86.3  bits: 20.6 E():  7.9 
Smith-Waterman score: 49; 22.4% identity (56.9% similar) in 58 aa overlap (20-77:4-59) 
 
               10        20        30        40        50        60 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS 
                          .:.. .:.:. :. :     : .: . :   :...    .. 
gi|777                 MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKK 
                               10        20        30        40     
 
               70        80                                         
AAD-12 ARHSLVYSQSKLGHVQQAGS                                         
       :    . .:.: : ...                                            
gi|777 AFA--IIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFA 
             50        60        70        80        90       100   
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>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 85.9  bits: 20.9 E():  8.3 
Smith-Waterman score: 50; 28.1% identity (59.4% similar) in 32 aa overlap (1-32:11-42) 
 
                         10        20        30        40        50 
AAD-12           VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                 ::.. .:: ...   :. : :    ..::  .                   
gi|249 MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQDIMPCLHFVKGEEKEPSKEC 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGS                               
                                                                    
gi|249 CSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVAEVPKKCDIKTTLPPITADFD 
               70        80        90       100       110       120 
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.8  bits: 22.6 E():  9.6 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (41-80:372-411) 
 
               20        30        40        50        60        70 
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|224 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             350       360       370       380       390       400  
 
               80                                                   
AAD-12 KLGHVQQAGS                                                   
         .::: . :                                                   
gi|224 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             410       420       430       440       450       460  
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 84.6  bits: 18.3 E():  9.9 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (8-14:19-25) 
 
                          10        20        30        40          
AAD-12            VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                         :.::..:                                    
gi|320 YTTEGGKKVEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 84.6  bits: 18.3 E():  9.9 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (8-14:19-25) 
 
                          10        20        30        40          
AAD-12            VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                         :.::..:                                    
gi|320 YTTEGGTKAEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.5  bits: 22.6 E():   10 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (41-80:392-431) 
 
               20        30        40        50        60        70 
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|199 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
               80                                                   
AAD-12 KLGHVQQAGS                                                   
         .::: . :                                                   
gi|199 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             430       440       450       460       470       480  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.5  bits: 22.6 E():   10 
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Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (41-80:392-431) 
 
               20        30        40        50        60        70 
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|571 GNRSPHIYDPQRWFTQNCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
               80                                                   
AAD-12 KLGHVQQAGS                                                   
         .::: . :                                                   
gi|571 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFA 
             430       440       450       460       470       480  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.3  bits: 22.6 E():   10 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (41-80:400-439) 
 
               20        30        40        50        60        70 
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|213 RSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
     370       380       390       400       410       420          
 
               80                                                   
AAD-12 KLGHVQQAGS                                                   
         .::: . :                                                   
gi|213 GRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLA 
     430       440       450       460       470       480          
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 83.4  bits: 22.3 E():   12 
Smith-Waterman score: 56; 22.9% identity (54.3% similar) in 70 aa overlap (11-79:140-207) 
 
                                   10        20        30        40 
AAD-12                     VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     :   .:. .   ... : .:.:.  . . : 
gi|186 TFEEPQQPQQRGQSSRPQDRHQKIYNFREGDLIAVPTGVAWWMYNNEDTPVVA--VSIID 
     110       120       130       140       150       160          
 
               50         60        70        80                    
AAD-12 MRAAYDALDEATRAL-VHQRSARHSLVYSQSKLGHVQQAGS                    
         .  . ::.  : . .   . .. : :.: . :: .: :                     
gi|186 TNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEENEGGSILSGFTLE 
       170       180       190       200       210       220        
 
gi|186 FLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQRPQEEEEEEEDEK 
       230       240       250       260       270       280        
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 83.4  bits: 22.3 E():   12 
Smith-Waterman score: 56; 22.9% identity (54.3% similar) in 70 aa overlap (11-79:140-207) 
 
                                   10        20        30        40 
AAD-12                     VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     :   .:. .   ... : .:.:.  . . : 
gi|186 TFEEPQQPQQRGQSSRPQDRHQKIYNSREGDLIAVPTGVAWWMYNNEDTPVVA--VSIID 
     110       120       130       140       150       160          
 
               50         60        70        80                    
AAD-12 MRAAYDALDEATRAL-VHQRSARHSLVYSQSKLGHVQQAGS                    
         .  . ::.  : . .   . .. : :.: . :: .: :                     
gi|186 TNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEENEGGSILSGFTLE 
       170       180       190       200       210       220        
 
gi|186 FLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQRPQEEEEEEEDEK 
       230       240       250       260       270       280        
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 83.2  bits: 22.3 E():   12 
Smith-Waterman score: 56; 28.9% identity (52.6% similar) in 38 aa overlap (43-80:371-408) 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 3559



 

 

 
             20        30        40        50        60        70   
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :  : . .  ..:  .  ::..:      
gi|370 RSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGR 
              350       360       370       380       390       400 
 
             80                                                     
AAD-12 GHVQQAGS                                                     
       .::: . :                                                     
gi|370 AHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGE 
              410       420       430       440       450       460 
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  37 init1:  37 opt:  54  Z-score: 83.0  bits: 21.8 E():   12 
Smith-Waterman score: 54; 19.7% identity (55.3% similar) in 76 aa overlap (7-79:37-111) 
 
                                       10        20        30       
AAD-12                         VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|682 EAVLLGILLYIPIVLSDDRAPIPANSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQAK 
         10        20        30         40        50        60      
 
            40        50        60        70        80              
AAD-12 CF---ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS              
        .   .:  . . ...:: ...  . . :  : .: .. ..  . :               
gi|682 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSFSPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
gi|682 NMPILVFGGTAAEYGTVDSATLIVESNYFSAVNLKIVNSAPRPDGKRVGAQAAALRISGD 
         130       140       150       160       170       180      
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 82.8  bits: 20.5 E():   12 
Smith-Waterman score: 49; 35.7% identity (52.4% similar) in 42 aa overlap (22-52:37-78) 
 
                        10        20        30              40      
AAD-12          VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR------TCFADMRAAY 
                                     :. : :.: . ::       :   : ...: 
gi|145 EEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSY 
         10        20        30        40        50        60       
 
               50        60        70        80                     
AAD-12 -----DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                     
            ::.::::                                                 
gi|145 VLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAP 
         70        80        90       100       110       120       
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.3  bits: 21.2 E():   15 
Smith-Waterman score: 52; 20.8% identity (58.3% similar) in 48 aa overlap (12-59:72-119) 
 
                                  10        20        30        40  
AAD-12                    VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:...:   :: .  :..  .. :... 
gi|170 QSFSQQPPFSQQQQQPLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQ 
              50        60        70        80        90       100  
 
              50        60        70        80                      
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                      
       .      ..  . ::.:.                                           
gi|170 QQLVLPPQQQQQQLVQQQIPIVQPSVLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSS 
             110       120       130       140       150       160  
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.1  bits: 20.9 E():   17 
Smith-Waterman score: 51; 22.6% identity (64.5% similar) in 31 aa overlap (12-42:66-96) 
 
                                  10        20        30        40  
AAD-12                    VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:.. ::  :  .. :..  .. :... 
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gi|219 QPLPPQQTFPQQPPFSQQQQQQPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQ 
          40        50        60        70        80        90      
 
              50        60        70        80                      
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                      
       .                                                            
gi|219 QQLILPPQQQQQLPQQQISIVQPSVLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSC 
         100       110       120       130       140       150      
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 79.7  bits: 19.6 E():   18 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (16-31:66-81) 
 
                              10        20        30        40      
AAD-12                VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
          50        60        70        80 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 
                                           
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS        
         100       110       120           
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.3  bits: 19.8 E():   19 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (41-57:14-30) 
 
               20        30        40        50        60        70 
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     .: :.: .:.  .. .:              
gi|219                  MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQ 
                                10        20        30        40    
 
               80                                                   
AAD-12 KLGHVQQAGS                                                   
                                                                    
gi|219 TFEENDLQQLIIEIDADGSGELEFDEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNG 
            50        60        70        80        90       100    
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 79.2  bits: 19.8 E():   20 
Smith-Waterman score: 47; 27.8% identity (54.2% similar) in 72 aa overlap (6-75:23-89) 
 
                                10        20        30        40    
AAD-12                  VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .:  ::.  .:  : :.  :.:.: . ::   .  .   
gi|604 MAVFTFDDQATSPVAPATLYNALAKDADNI-IP-KAVGSFQSVEIVEGNGGPGTIKKISF 
               10        20        30          40        50         
 
            50        60          70        80                      
AAD-12 AYDALDEATRALVHQRSA--RHSLVYSQSKLGHVQQAGS                      
       . :.    :. ..:.  .  . .: :: : .: :                           
gi|604 VEDG---ETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIK 
       60           70        80        90       100       110      
 
gi|604 LTISYHGKGDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
         120       130       140       150      
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 79.2  bits: 19.3 E():   20 
Smith-Waterman score: 45; 25.5% identity (58.8% similar) in 51 aa overlap (11-58:13-61) 
 
                 10        20         30          40        50      
AAD-12   VIVGNMAWHADSTYMPVMAQGAVFSAEVV-PAVG--GRTCFADMRAAYDALDEATRAL 
                   :..   : : :. :. ..    ::  :..  :: . ... ::.   .. 
gi|207 MSITDIVSEKDIDAALESVKAAGS-FNYKIFFQKVGLAGKSA-ADAKKVFEILDRDKSGF 
               10        20         30        40         50         
 
          60        70        80                           
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AAD-12 VHQRSARHSLVYSQSKLGHVQQAGS                           
       ..:                                                 
gi|207 IEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
       60        70        80        90       100          
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.1  bits: 19.8 E():   20 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (29-45:141-157) 
 
                 10        20        30        40        50         
AAD-12   VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
       60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGS 
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.1  bits: 19.8 E():   20 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (29-45:141-157) 
 
                 10        20        30        40        50         
AAD-12   VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
       60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGS 
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 78.9  bits: 19.8 E():   20 
Smith-Waterman score: 47; 23.7% identity (54.2% similar) in 59 aa overlap (10-57:27-84) 
 
                                10        20        30              
AAD-12                  VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCF 
                                 ::.  .: .:  :.  ::.. . ::     .  : 
gi|304 MGLYTFENEFTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
       40              50        60        70        80             
AAD-12 AD------MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS             
       ..      ..   :..:::. . ..                                    
gi|304 GEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.9  bits: 19.8 E():   20 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (10-34:27-50) 
 
                                10        20        30        40    
AAD-12                  VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEYTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
            50        60        70        80                        
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                        
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.9  bits: 19.8 E():   20 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (10-34:27-50) 
 
                                10        20        30        40    
AAD-12                  VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
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               10        20        30         40        50          
 
            50        60        70        80                        
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                        
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.9  bits: 19.8 E():   20 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (10-34:27-50) 
 
                                10        20        30        40    
AAD-12                  VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|753 MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
            50        60        70        80                        
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                        
                                                                    
gi|753 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.9  bits: 19.8 E():   20 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (10-34:27-50) 
 
                                10        20        30        40    
AAD-12                  VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|165 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
            50        60        70        80                        
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                        
                                                                    
gi|165 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.9  bits: 19.8 E():   20 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (10-34:27-50) 
 
                                10        20        30        40    
AAD-12                  VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
            50        60        70        80                        
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                        
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.9  bits: 19.8 E():   20 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (10-34:27-50) 
 
                                10        20        30        40    
AAD-12                  VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
            50        60        70        80                        
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                        
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
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>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.9  bits: 19.8 E():   20 
Smith-Waterman score: 47; 40.0% identity (68.0% similar) in 25 aa overlap (10-34:27-50) 
 
                                10        20        30        40    
AAD-12                  VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :.:.. . ::          
gi|602 MGVFTYEFEFTSVIPPARLYNAFVLDADNL-IPKIAPQAVKSTEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
            50        60        70        80                        
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                        
                                                                    
gi|602 GEGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.9  bits: 19.8 E():   20 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (10-34:27-50) 
 
                                10        20        30        40    
AAD-12                  VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
            50        60        70        80                        
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                        
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.9  bits: 19.8 E():   20 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (10-34:27-50) 
 
                                10        20        30        40    
AAD-12                  VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|134 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
            50        60        70        80                        
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                        
                                                                    
gi|134 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.9  bits: 19.8 E():   20 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (10-34:27-50) 
 
                                10        20        30        40    
AAD-12                  VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|886 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
            50        60        70        80                        
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                        
                                                                    
gi|886 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIKSISH 
      60        70        80        90       100       110          
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.9  bits: 19.8 E():   20 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (29-45:144-160) 
 
                 10        20        30        40        50         
AAD-12   VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
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                                     .:  :: .:.   :..:              
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
       60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGS 
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.9  bits: 19.8 E():   20 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (29-45:144-160) 
 
                 10        20        30        40        50         
AAD-12   VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
       60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGS 
 
>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.0  bits: 20.0 E():   23 
Smith-Waterman score: 48; 33.3% identity (59.3% similar) in 27 aa overlap (12-38:17-43) 
 
                    10        20        30        40        50      
AAD-12      VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL 
                       :.:.:  .   ::..:  :  .: : .                  
gi|510 MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLPVIRGKGGGIEFAKT 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGS                                    
                                                                    
gi|510 ETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHLCTPLSLNSFSVDRY 
               70        80        90       100       110       120 
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.0  bits: 19.5 E():   23 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (41-58:126-143) 
 
               20        30        40        50        60        70 
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . ::..::: :..: ...             
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG         
         100       110       120       130       140                
 
               80 
AAD-12 KLGHVQQAGS 
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 77.8  bits: 20.5 E():   23 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (8-25:66-83) 
 
                                      10        20        30        
AAD-12                        VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
        40        50        60        70        80                  
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                  
                                                                    
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 77.3  bits: 19.0 E():   25 
Smith-Waterman score: 44; 32.4% identity (56.8% similar) in 37 aa overlap (15-51:65-101) 
 
                               10        20        30        40     
AAD-12                 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
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                                     .:  ..::. ::  . :.:: :  :   :  
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
           50        60        70        80 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 
        .  .:.                              
gi|117 EEEKEESDDDMGFGLFD                    
          100       110                     
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 77.2  bits: 19.5 E():   25 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (10-34:27-50) 
 
                                10        20        30        40    
AAD-12                  VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
            50        60        70        80                        
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                        
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIKTTSK 
      60        70        80        90       100       110          
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 77.1  bits: 19.5 E():   26 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (10-34:27-50) 
 
                                10        20        30        40    
AAD-12                  VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
            50        60        70        80                        
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                        
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.1  bits: 19.5 E():   26 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (13-34:29-50) 
 
                               10        20        30        40     
AAD-12                 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                         
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.1  bits: 19.5 E():   26 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (13-34:29-50) 
 
                               10        20        30        40     
AAD-12                 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                         
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gi|400 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.1  bits: 19.5 E():   26 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (13-34:29-50) 
 
                               10        20        30        40     
AAD-12                 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                         
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.1  bits: 19.5 E():   26 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (13-34:29-50) 
 
                               10        20        30        40     
AAD-12                 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                         
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 77.1  bits: 19.5 E():   26 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (10-34:27-50) 
 
                                10        20        30        40    
AAD-12                  VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|880 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
            50        60        70        80                        
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                        
                                                                    
gi|880 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVIKTTS 
      60        70        80        90       100       110          
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 75.9  bits: 16.7 E():   30 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (8-14:19-25) 
 
                          10        20        30        40          
AAD-12            VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                         :..:..:                                    
gi|320 YTTEGGTKAEAEDVIPEGWKVDTSYE                                   
               10        20                                         
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 75.9  bits: 19.7 E():   30 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (38-59:74-98) 
 
        10        20        30        40           50        60     
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---DEATRALVHQRSARHS 
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
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           70        80                                             
AAD-12 LVYSQSKLGHVQQAGS                                             
                                                                    
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 75.8  bits: 18.2 E():   30 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (56-77:37-58) 
 
          30        40        50        60        70        80      
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS      
                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
gi|162 VPQLEIVPNS 
         70       
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.5  bits: 19.2 E():   32 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (10-34:27-50) 
 
                                10        20        30        40    
AAD-12                  VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|425 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
            50        60        70        80                        
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                        
                                                                    
gi|425 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 75.5  bits: 19.2 E():   32 
Smith-Waterman score: 45; 27.0% identity (64.9% similar) in 37 aa overlap (21-57:49-84) 
 
                         10        20        30        40        50 
AAD-12           VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|144 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
               60        70        80                               
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGS                               
       :  : ..                                                      
gi|144 AGLAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEAT 
        80        90       100       110       120       130        
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.5  bits: 19.2 E():   32 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (10-34:27-50) 
 
                                10        20        30        40    
AAD-12                  VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
            50        60        70        80                        
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                        
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.5  bits: 19.2 E():   32 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (10-34:27-50) 
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                                10        20        30        40    
AAD-12                  VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
            50        60        70        80                        
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                        
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.5  bits: 19.2 E():   32 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (10-34:27-50) 
 
                                10        20        30        40    
AAD-12                  VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|753 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTTKKITF 
               10        20        30         40        50          
 
            50        60        70        80                        
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                        
                                                                    
gi|753 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.5  bits: 19.2 E():   32 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (10-34:27-50) 
 
                                10        20        30        40    
AAD-12                  VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
            50        60        70        80                        
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                        
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (10-34:27-50) 
 
                                10        20        30        40    
AAD-12                  VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|901 MGGYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
            50        60        70        80                        
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                        
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.4  bits: 19.2 E():   32 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (10-34:27-50) 
 
                                10        20        30        40    
AAD-12                  VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
            50        60        70        80                        
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AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                        
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.2  bits: 20.4 E():   33 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (8-25:56-73) 
 
                                      10        20        30        
AAD-12                        VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
        40        50        60        70        80                  
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                  
                                                                    
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.1  bits: 19.7 E():   33 
Smith-Waterman score: 47; 33.3% identity (52.8% similar) in 36 aa overlap (38-73:159-191) 
 
        10        20        30        40        50        60        
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :   . : ..::   :   :: .  :.:   
gi|136 TNTEKLPTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFEIR---HQLTQIHGLYR 
      130       140       150       160       170          180      
 
        70        80                                     
AAD-12 SQSKLGHVQQAGS                                     
       :..: :                                            
gi|136 SSDKTGGYWKITMNDGSTYQSDLSKKFEYNTEKPPINIDEIKTIEAEIN 
         190       200       210       220       230     
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.8  bits: 18.6 E():   35 
Smith-Waterman score: 43; 26.0% identity (52.0% similar) in 50 aa overlap (17-66:30-79) 
 
                            10        20        30        40        
AAD-12              VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                                    .  .:.. :.:   .   : :   . :.    
gi|253 TGPYCYAGMGLPINPLEGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHC 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                            
         ::.: .. .::  .: :                                          
gi|253 RCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNAPYCLGLDI 
               70        80        90       100       110       120 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 74.4  bits: 18.6 E():   36 
Smith-Waterman score: 43; 23.5% identity (51.0% similar) in 51 aa overlap (4-54:25-74) 
 
                                    10        20        30          
AAD-12                      VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                               :  : . . ...   :::.  :: .:  . .   :  
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLP-FQ 
               10        20        30        40        50           
 
      40        50        60        70        80                    
AAD-12 DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                    
       ...   :..:    :                                              
gi|217 EIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRL 
      60        70        80        90       100       110          
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.4  bits: 20.4 E():   36 
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Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (8-25:56-73) 
 
                                      10        20        30        
AAD-12                        VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
        40        50        60        70        80                  
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                  
                                                                    
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 74.3  bits: 20.2 E():   37 
Smith-Waterman score: 49; 20.3% identity (55.9% similar) in 59 aa overlap (7-62:37-94) 
 
                                       10        20        30       
AAD-12                         VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|269 EAVLLGILLYIPIVLSDDRAPIPSNSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQTK 
         10        20        30         40        50        60      
 
            40        50        60        70        80              
AAD-12 CF---ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS              
        .   .:  . . ...:: ...  . . :                                
gi|269 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSLAPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
>>gi|14422363|emb|CAC41635.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.9  bits: 18.6 E():   39 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (11-28:85-102) 
 
                                   10        20        30        40 
AAD-12                     VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSGRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
               50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 
                                                
gi|144 RHVKPLSFRAKTDAPGC                        
          120       130                         
 
>>gi|14422359|emb|CAC41633.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.9  bits: 18.6 E():   39 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (11-28:85-102) 
 
                                   10        20        30        40 
AAD-12                     VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETDQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
               50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 
                                                
gi|144 RHVKPLSFRAKTDAPGC                        
          120       130                         
 
>>gi|14422361|emb|CAC41634.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.9  bits: 18.6 E():   39 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (11-28:85-102) 
 
                                   10        20        30        40 
AAD-12                     VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
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               50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 
                                                
gi|144 RHVKPLSFRAKTDAPGC                        
          120       130                         
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 73.8  bits: 20.1 E():   39 
Smith-Waterman score: 49; 33.3% identity (64.3% similar) in 42 aa overlap (6-44:244-284) 
 
                                          10         20        30   
AAD-12                          VIVGNMAW--HADSTYMP-VMAQGAVFSAEVVPAV 
                                     :.:  ..... .: :. .  . :.: :  : 
gi|585 GYYAYPYCYNLTPNQPSAQCEATTMQENDKMSWLFESEDVLLPSVYLRWNLTSGERVGLV 
           220       230       240       250       260       270    
 
             40        50        60        70        80             
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS             
       :::.  : .: :                                                 
gi|585 GGRVKEA-LRIARQMTTSRKKVLPYYWYKYQDRRDTDLSRADLEATLRKITDLGADGFII 
           280        290       300       310       320       330   
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.7  bits: 18.9 E():   39 
Smith-Waterman score: 44; 36.4% identity (63.6% similar) in 22 aa overlap (13-34:28-49) 
 
                              10        20        30        40      
AAD-12                VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                  : .: .:  :. :.: . . ::            
gi|115 GVFNYETETTSVIPAARLFKAFILDGDTLFPQVAPQAISSVENISGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                          
                                                                    
gi|115 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.7  bits: 18.9 E():   40 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (15-34:31-50) 
 
                               10        20        30        40     
AAD-12                 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                         
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.7  bits: 18.9 E():   40 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (15-34:31-50) 
 
                               10        20        30        40     
AAD-12                 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|132 MGVFNYETESTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                         
                                                                    
gi|132 EGSPFKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
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>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.7  bits: 18.9 E():   40 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (15-34:31-50) 
 
                               10        20        30        40     
AAD-12                 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|584 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                         
                                                                    
gi|584 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.7  bits: 18.9 E():   40 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (15-34:31-50) 
 
                               10        20        30        40     
AAD-12                 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                         
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.6  bits: 18.9 E():   40 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (15-34:31-50) 
 
                               10        20        30        40     
AAD-12                 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                         
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 73.5  bits: 20.1 E():   40 
Smith-Waterman score: 49; 40.0% identity (65.0% similar) in 20 aa overlap (5-24:332-348) 
 
                                         10        20        30     
AAD-12                           VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
                                     :  :.   .:: :. .::.:           
gi|113 ILSQGNRFLASDIKKEVVGRYGESAMSESINWNWR---SYMDVFENGAIFVPSGVDPVLT 
             310       320       330          340       350         
 
           40        50        60        70        80 
AAD-12 RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 
                                                      
gi|113 PEQNAGMIPAEPGEAVLRLTSSAGVLSCQPGAPC             
      360       370       380       390               
 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.4  bits: 18.6 E():   41 
Smith-Waterman score: 43; 18.2% identity (72.7% similar) in 22 aa overlap (1-22:15-36) 
 
                             10        20        30        40       
AAD-12               VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
                     .... ..: ....  :. : :.                         
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gi|249 MRTVSARSSVALVVIVAAVLVWTSSASVAPAPAPGSEETCGTVVGALMPCLPFVQGKEKE 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                           
                                                                    
gi|249 PSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDSKLPP 
               70        80        90       100       110       120 
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.2  bits: 19.6 E():   42 
Smith-Waterman score: 47; 36.0% identity (76.0% similar) in 25 aa overlap (41-65:106-130) 
 
               20        30        40        50        60        70 
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     ...: . :.:::.:  ... ::. :      
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
 
               80                                                   
AAD-12 KLGHVQQAGS                                                   
                                                                    
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 73.2  bits: 15.5 E():   42 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (61-75:1-15) 
 
               40        50        60        70        80 
AAD-12 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 
                                     :: . : : ..::..      
gi|323                               ARTAWVDSGAQLGELSY    
                                             10           
 
>>gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Globin   (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 43; 30.6% identity (55.6% similar) in 36 aa overlap (24-59:115-150) 
 
                      10        20        30        40        50    
AAD-12        VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                     : :  :  . ..: ::  .::. :  .:   
gi|121 IGDLPNIDGDVTTFVASHTPRGVTHDQLNNFRAGFVSYMKAHTDFAGAEAAWGATLDAFF 
           90       100       110       120       130       140     
 
            60        70        80 
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGS 
       ..:  .                      
gi|121 GMVFAKM                     
          150                      
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 72.3  bits: 18.5 E():   47 
Smith-Waterman score: 43; 29.0% identity (67.7% similar) in 31 aa overlap (21-51:49-78) 
 
                         10        20        30        40        50 
AAD-12           VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|186 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVRLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
               60        70        80                               
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGS                               
       :                                                            
gi|186 AGLGYTYTTIGGDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEAT 
        80        90       100       110       120       130        
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.9  bits: 18.5 E():   49 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (15-34:31-50) 
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                               10        20        30        40     
AAD-12                 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|261 MGVFNYEAETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                         
                                                                    
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.9  bits: 18.5 E():   49 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (15-34:31-50) 
 
                               10        20        30        40     
AAD-12                 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|132 MGVFNYETETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                         
                                                                    
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.9  bits: 18.5 E():   49 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (15-34:31-50) 
 
                               10        20        30        40     
AAD-12                 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVISAARLFKSYVLDGDKLIPKVAPQAITSVENVGGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                         
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSK 
               70        80        90       100       110       120 
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.9  bits: 18.8 E():   50 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (58-73:46-61) 
 
        30        40        50        60        70        80        
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS        
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.5  bits: 19.5 E():   52 
Smith-Waterman score: 47; 35.7% identity (60.7% similar) in 28 aa overlap (1-28:163-190) 
 
                                             10        20        30 
AAD-12                               VIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                                     ::.:..  :: .     .  ::. .:::   
gi|249 ALKLAYEAAQGATPEAKYDAYVATLTEALRVIAGTLEVHAVKPAAEEVKVGAIPAAEVQL 
            140       150       160       170       180       190   
 
               40        50        60        70        80           
AAD-12 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS           
                                                                    
gi|249 IDKVDAAYRTAATAANAAPANDKFTVFENTFNNAIKVSLGAAYDSYKFIPTLVAAVKQAY 
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            200       210       220       230       240       250   
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.0  bits: 18.2 E():   55 
Smith-Waterman score: 42; 27.6% identity (58.6% similar) in 29 aa overlap (14-42:11-39) 
 
               10        20        30        40        50        60 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS 
                    ..:. : : ::.   . :.  :  . ..:                   
gi|126    MRSLLILVLCFLPLAALGKVFGRCELAAAMKRHGLDNYRGYSLGNWVCAAKFESNFN 
                  10        20        30        40        50        
 
               70        80                                         
AAD-12 ARHSLVYSQSKLGHVQQAGS                                         
                                                                    
gi|126 TQATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNCAKKIV 
        60        70        80        90       100       110        
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.9  bits: 18.5 E():   56 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (58-72:138-152) 
 
        30        40        50        60        70        80        
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS        
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
gi|391 ASIDTILTKV 
       170        
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 70.5  bits: 19.8 E():   59 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (40-54:431-446) 
 
      10        20        30        40         50        60         
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYS 
                                     :..: :::.: ...::               
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA               
              410       420       430       440                     
 
       70        80 
AAD-12 QSKLGHVQQAGS 
 
>>gi|270315180|gb|ACZ74626.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.5  bits: 19.5 E():   59 
Smith-Waterman score: 47; 19.4% identity (66.7% similar) in 36 aa overlap (1-36:272-307) 
 
                                             10        20        30 
AAD-12                               VIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                                     :.:.. .: . ...  .. .: .. ....  
gi|270 DGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQ 
             250       260       270       280       290       300  
 
               40        50        60        70        80           
AAD-12 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS           
        : : :                                                       
gi|270 HVKGGTPKRPDRAIETYLFAMFDENQKQPEVEKHFGLFFPDKRPKYNLNFSAKKNWDIST 
             310       320       330       340       350       360  
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.5  bits: 19.5 E():   59 
Smith-Waterman score: 47; 19.4% identity (66.7% similar) in 36 aa overlap (1-36:272-307) 
 
                                             10        20        30 
AAD-12                               VIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                                     :.:.. .: . ...  .. .: .. ....  
gi|124 DGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQ 
             250       260       270       280       290       300  
 
               40        50        60        70        80           
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AAD-12 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS           
        : : :                                                       
gi|124 HVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDIST 
             310       320       330       340       350       360  
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.5  bits: 19.5 E():   59 
Smith-Waterman score: 47; 19.4% identity (66.7% similar) in 36 aa overlap (1-36:272-307) 
 
                                             10        20        30 
AAD-12                               VIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                                     :.:.. .: . ...  .. .: .. ....  
gi|124 DGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQ 
             250       260       270       280       290       300  
 
               40        50        60        70        80           
AAD-12 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS           
        : : :                                                       
gi|124 HVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDIST 
             310       320       330       340       350       360  
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.5  bits: 19.5 E():   59 
Smith-Waterman score: 47; 19.4% identity (66.7% similar) in 36 aa overlap (1-36:272-307) 
 
                                             10        20        30 
AAD-12                               VIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                                     :.:.. .: . ...  .. .: .. ....  
gi|327 DGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQ 
             250       260       270       280       290       300  
 
               40        50        60        70        80           
AAD-12 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS           
        : : :                                                       
gi|327 HVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDIST 
             310       320       330       340       350       360  
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.5  bits: 19.5 E():   59 
Smith-Waterman score: 47; 19.4% identity (66.7% similar) in 36 aa overlap (1-36:272-307) 
 
                                             10        20        30 
AAD-12                               VIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                                     :.:.. .: . ...  .. .: .. ....  
gi|118 DGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQ 
             250       260       270       280       290       300  
 
               40        50        60        70        80           
AAD-12 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS           
        : : :                                                       
gi|118 HVKGGTPKRPNRAIETYLFAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDIST 
             310       320       330       340       350       360  
 
>>gi|124365249|gb|ABN09653.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.5  bits: 19.5 E():   59 
Smith-Waterman score: 47; 19.4% identity (66.7% similar) in 36 aa overlap (1-36:272-307) 
 
                                             10        20        30 
AAD-12                               VIVGNMAWHADSTYMPVMAQGAVFSAEVVP 
                                     :.:.. .: . ...  .. .: .. ....  
gi|124 DGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQ 
             250       260       270       280       290       300  
 
               40        50        60        70        80           
AAD-12 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS           
        : : :                                                       
gi|124 HVKGGTPKRPNRAIETYLFATFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDIST 
             310       320       330       340       350       360  
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 70.3  bits: 14.9 E():   61 
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Smith-Waterman score: 29; 57.1% identity (71.4% similar) in 7 aa overlap (10-16:1-7) 
 
               10        20        30        40        50        60 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS 
                ::. : :                                             
gi|751          ADAGYAPAAPGTQPKA                                    
                        10                                          
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (15-34:30-49) 
 
                              10        20        30        40      
AAD-12                VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: : . ::            
gi|402 GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFAE 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                          
                                                                    
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (15-34:30-49) 
 
                              10        20        30        40      
AAD-12                VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                          
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (10-34:27-50) 
 
                                10        20        30        40    
AAD-12                  VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
            50        60        70        80                        
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                        
                                                                    
gi|212 GEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (10-34:27-50) 
 
                                10        20        30        40    
AAD-12                  VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
            50        60        70        80                        
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                        
                                                                    
gi|212 GEASKYKYSRHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
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>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (15-34:30-49) 
 
                              10        20        30        40      
AAD-12                VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                          
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (15-34:31-50) 
 
                               10        20        30        40     
AAD-12                 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                         
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (15-34:31-50) 
 
                               10        20        30        40     
AAD-12                 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                         
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (15-34:31-50) 
 
                               10        20        30        40     
AAD-12                 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                         
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNK 
               70        80        90       100       110       120 
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (15-34:31-50) 
 
                               10        20        30        40     
AAD-12                 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
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                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                         
                                                                    
gi|400 EGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (15-34:31-50) 
 
                               10        20        30        40     
AAD-12                 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                         
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (15-34:31-50) 
 
                               10        20        30        40     
AAD-12                 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                         
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (15-34:31-50) 
 
                               10        20        30        40     
AAD-12                 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                         
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (15-34:31-50) 
 
                               10        20        30        40     
AAD-12                 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVMPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                         
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gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (15-34:31-50) 
 
                               10        20        30        40     
AAD-12                 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                         
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSK 
               70        80        90       100       110       120 
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (15-34:31-50) 
 
                               10        20        30        40     
AAD-12                 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                         
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (15-34:31-50) 
 
                               10        20        30        40     
AAD-12                 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                         
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (15-34:31-50) 
 
                               10        20        30        40     
AAD-12                 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                         
                                                                    
gi|167 EGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (15-34:31-50) 
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                               10        20        30        40     
AAD-12                 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                         
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (15-34:31-50) 
 
                               10        20        30        40     
AAD-12                 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                         
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (15-34:31-50) 
 
                               10        20        30        40     
AAD-12                 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                         
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (15-34:31-50) 
 
                               10        20        30        40     
AAD-12                 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                         
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (15-34:31-50) 
 
                               10        20        30        40     
AAD-12                 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
           50        60        70        80                         
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AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                         
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (15-34:31-50) 
 
                               10        20        30        40     
AAD-12                 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                         
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 42; 40.0% identity (60.0% similar) in 25 aa overlap (10-34:27-50) 
 
                                10        20        30        40    
AAD-12                  VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:   : ::: . . ::          
gi|534 MGVFNYEDEATSVIAPARLFKSFVLDADNL-IPKVAPENVSSAENIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
            50        60        70        80                        
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                        
                                                                    
gi|534 PEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITS 
      60        70        80        90       100       110          
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.8  bits: 17.9 E():   65 
Smith-Waterman score: 41; 20.9% identity (47.8% similar) in 67 aa overlap (14-71:3-69) 
 
               10        20        30        40                 50  
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---------DEA 
                    .. ..  . :..: :   . :     . : :.: :         :.. 
gi|856            MKFIITLFAAIVMAAAVSGFIVGDKKEDEWRMAFDRLMMEELETKIDQV 
                          10        20        30        40          
 
              60        70        80                                
AAD-12 TRALVHQRSARHSLVYSQSKLGHVQQAGS                                
        ..:.:     . :  ..::                                         
gi|856 EKGLLHLSEQYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLNMFERYN 
      50        60        70        80        90       100          
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 69.7  bits: 14.1 E():   65 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (53-57:2-6) 
 
             30        40        50        60        70        80 
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 
                                     : :::                        
gi|463                              DRNLVHSATR                    
                                            10                    
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.5  bits: 17.9 E():   67 
Smith-Waterman score: 41; 34.6% identity (61.5% similar) in 26 aa overlap (12-37:5-30) 
 
               10        20        30        40        50        60 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS 
                  :.:  ...   ::   .: :::.. :                        
gi|217        MASKSNYNLLFTALLVFIFAAVAAVGNEDCTPWTSTLITPLPSCRNYVEEQAC 
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                      10        20        30        40        50    
 
               70        80                                         
AAD-12 ARHSLVYSQSKLGHVQQAGS                                         
                                                                    
gi|217 RIEMPGPPYLAKQECCEQLANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMNF 
            60        70        80        90       100       110    
 
>>gi|4006947|emb|CAA07320.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.5  bits: 17.7 E():   67 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (16-34:32-50) 
 
                              10        20        30        40      
AAD-12                VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          50        60        70        80                         
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                         
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|4006963|emb|CAA07328.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.5  bits: 17.7 E():   67 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (16-34:32-50) 
 
                              10        20        30        40      
AAD-12                VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          50        60        70        80                         
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                         
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 69.3  bits: 19.4 E():   69 
Smith-Waterman score: 47; 21.0% identity (54.8% similar) in 62 aa overlap (8-67:272-333) 
 
                                      10          20        30      
AAD-12                        VIVGNMAWHADSTYMPV--MAQGAVFSAEVVPAVGGR 
                                     ...: .: :    .   .:.. .:   .:  
gi|558 ESIPFVHLGHRDSLEGDLLNRNNTFKPFAEYKSDYVYEPFPKSVWEQIFGTWLVKPGAGI 
             250       260       270       280       290       300  
 
          40        50        60        70        80                
AAD-12 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                
         :  . :. .:  ::.  . :....  .. :                             
gi|558 MIFDPYGATISATPEAATPFPHRKGVLFNIQYVNYWFAPGAGAAPLSWSKEIYNYMEPYV 
             310       320       330       340       350       360  
 
gi|558 SKNPRQAYANYRDIDLGRNEVVNGVSTYSSGKVWGQKYFKGNFERLAITKGKVDPTDYFR 
             370       380       390       400       410       420  
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 69.2  bits: 14.6 E():   70 
Smith-Waterman score: 28; 40.0% identity (80.0% similar) in 10 aa overlap (21-30:4-13) 
 
               10        20        30        40        50        60 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS 
                           :.:  :...:                               
gi|131                  GPVGGVVHAHMMPLL                             
                                10                                  
 
>>gi|114326420|ref|NP_001041618.1| major allergen I poly  (88 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 69.1  bits: 17.2 E():   70 
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Smith-Waterman score: 38; 31.8% identity (63.6% similar) in 22 aa overlap (11-32:3-24) 
 
               10        20        30        40        50        60 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS 
                 :..  :  . .:. . :. :::                             
gi|114         MLDAALPPCPTVAATADCEICPAVKRDVDLFLTGTPDEYVEQVAQYKALPVV 
                       10        20        30        40        50   
 
               70        80                 
AAD-12 ARHSLVYSQSKLGHVQQAGS                 
                                            
gi|114 LENARILKNCVDAKMTEEDKENALSLLDKIYTSPLC 
             60        70        80         
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.8  bits: 17.6 E():   73 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (56-77:6-27) 
 
          30        40        50        60        70        80      
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS      
                                     :.:.  ..  : :.  ::...:         
gi|159                          IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
                                        10        20        30      
 
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFXQFYQPDAYPSGAWY 
          40        50        60        70        80        90      
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.8  bits: 19.7 E():   73 
Smith-Waterman score: 49; 26.3% identity (60.5% similar) in 38 aa overlap (43-80:426-463) 
 
             20        30        40        50        60        70   
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     :  ....:   :.. :.  . .:    ..  
gi|258 AERGFFYRNGIYSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNH 
         400       410       420       430       440       450      
 
             80                                                     
AAD-12 GHVQQAGS                                                     
       : .::::.                                                     
gi|258 GVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQISREQARQLKYNR 
         460       470       480       490       500       510      
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 18.4 E():   74 
Smith-Waterman score: 43; 30.0% identity (55.0% similar) in 20 aa overlap (2-21:1-20) 
 
               10        20        30        40        50        60 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS 
        : .:. :.  .   :.  ::                                        
gi|142  IPANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYH 
                10        20        30        40        50          
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.5  bits: 19.4 E():   76 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (55-76:332-353) 
 
           30        40        50        60        70        80     
AAD-12 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS     
                                     : :     ::..:. .  :.::         
gi|259 LTTLNSLNLPILKWLQLSVEKGVLYKNALVLPHWNLNSHSIIYGCKGKGQVQVVDNFGNR 
             310       320       330       340       350       360  
 
gi|259 VFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRAMTSPLAGRTSVLGGMPEEVL 
             370       380       390       400       410       420  
 
>>gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 41; 32.0% identity (64.0% similar) in 25 aa overlap (10-34:27-50) 
 
                                10        20        30        40    
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AAD-12                  VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGDGGPGTIKKITF 
               10        20        30         40        50          
 
            50        60        70        80                        
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                        
                                                                    
gi|212 GEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (15-34:30-49) 
 
                              10        20        30        40      
AAD-12                VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFPE 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                          
                                                                    
gi|437 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISHKY 
               70        80        90       100       110       120 
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.5  bits: 17.6 E():   77 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (46-74:101-129) 
 
          20        30        40        50        60        70      
AAD-12 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
          80 
AAD-12 QQAGS 
             
gi|273 RRRR  
             
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.5  bits: 17.6 E():   77 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (46-74:101-129) 
 
          20        30        40        50        60        70      
AAD-12 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
          80 
AAD-12 QQAGS 
             
gi|273 RRRR  
             
 
>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 33.3% identity (56.7% similar) in 30 aa overlap (37-66:9-38) 
 
         10        20        30        40        50        60       
AAD-12 AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV 
                                     :.:   ::  . :::. .     ...:: : 
gi|170                       MKFLVLALCIAAAVAAPLSADEASLVRGSWAQVKHSEV 
                                     10        20        30         
 
         70        80                                               
AAD-12 YSQSKLGHVQQAGS                                               
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gi|170 DILYYIFKANPDIMAKFPQFAGKDLETLKGTGQFATHAGRIVGFVSEIVALMGNSANMPA 
       40        50        60        70        80        90         
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (15-34:31-50) 
 
                               10        20        30        40     
AAD-12                 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                         
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (15-34:31-50) 
 
                               10        20        30        40     
AAD-12                 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                         
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (15-34:31-50) 
 
                               10        20        30        40     
AAD-12                 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                         
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (15-34:31-50) 
 
                               10        20        30        40     
AAD-12                 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                         
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (15-34:31-50) 
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                               10        20        30        40     
AAD-12                 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                         
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (15-34:31-50) 
 
                               10        20        30        40     
AAD-12                 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                         
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (15-34:31-50) 
 
                               10        20        30        40     
AAD-12                 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|154 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                         
                                                                    
gi|154 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (15-34:31-50) 
 
                               10        20        30        40     
AAD-12                 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|125 MGVFNYETEATSVIPAARLFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                         
                                                                    
gi|125 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.4  bits: 17.4 E():   77 
Smith-Waterman score: 39; 53.8% identity (69.2% similar) in 13 aa overlap (39-51:72-84) 
 
       10        20        30        40        50        60         
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
                                     ::.::  ::  .:                  
gi|131 ELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDE 
              50        60        70        80        90       100  
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       70        80 
AAD-12 QSKLGHVQQAGS 
                    
gi|131 FGALVDKWGAKG 
             110    
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.6 E():   83 
Smith-Waterman score: 40; 35.3% identity (70.6% similar) in 17 aa overlap (20-36:30-46) 
 
                         10        20        30        40        50 
AAD-12           VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                    :::. ...  :  ::..               
gi|476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVQGATVAVDCRPFNGGESKLKAEATTDGLGWY 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGS                               
                                                                    
gi|476 KIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQGIRYANPIAFFR 
               70        80        90       100       110       120 
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.8  bits: 17.1 E():   83 
Smith-Waterman score: 38; 37.5% identity (62.5% similar) in 16 aa overlap (16-31:41-56) 
 
                              10        20        30        40      
AAD-12                VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..  :: :  ..: :               
gi|166 GSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAAYVMNLYYQHAG 
               20        30        40        50        60        70 
 
          50        60        70        80 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 
                                           
gi|166 RNSWNCDFSQTATLTNTNPSYGACNFPSGSN     
               80        90       100      
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 67.3  bits: 20.1 E():   88 
Smith-Waterman score: 50; 28.9% identity (60.5% similar) in 38 aa overlap (40-77:827-864) 
 
      10        20        30        40        50        60          
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     ...:: :  :.:   :   :. ..: : .. 
gi|219 NEKVKVYKRQMQEQEGMSQQNLTRVRRFQRELEAAEDRADQAESNLSFIRAKHRSWVTTS 
        800       810       820       830       840       850       
 
      70        80         
AAD-12 SKLGHVQQAGS         
       .  : ..:            
gi|219 QVPGGTRQVFVTEQESSNF 
        860       870      
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 67.3  bits: 20.1 E():   88 
Smith-Waterman score: 50; 28.9% identity (60.5% similar) in 38 aa overlap (40-77:827-864) 
 
      10        20        30        40        50        60          
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     ...:: :  :.:   :   :. ..: : .. 
gi|377 NEKVKVYKRQMQEQEGMSQQNLTRVRRFQRELEAAEDRADQAESNLSFIRAKHRSWVTTS 
        800       810       820       830       840       850       
 
      70        80         
AAD-12 SKLGHVQQAGS         
       .  : ..:            
gi|377 QVPGGTRQVFTTQEETTNY 
        860       870      
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
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 initn:  45 init1:  45 opt:  47  Z-score: 67.3  bits: 19.4 E():   89 
Smith-Waterman score: 50; 24.2% identity (58.1% similar) in 62 aa overlap (8-67:361-421) 
 
                                      10          20        30      
AAD-12                        VIVGNMAWHADSTYMPVM--AQGAVFSAEVVPAVGGR 
                                     ...: .:.::   . . .:   : :..:   
gi|558 IKSVPFIHLGKQATLSDLLNRNNTFKPFAEYKSDYVYQPVPKPVWAQIFVWLVKPGAGI- 
              340       350       360       370       380           
 
          40        50        60        70        80                
AAD-12 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                
         .  . :: .:  ::.  . :....  .. :                             
gi|558 MVMDPYGAAISATPEAATPFPHRKDVLFNIQYVNYWFDEAGGAAPLQWSKDMYRFMEPYV 
     390       400       410       420       430       440          
 
gi|558 SKNPRQAYANYRDIDLGRNEVVNDISTYASGKVWGEKYFKGNFQRLAITKGKVDPQDYFR 
     450       460       470       480       490       500          
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (13-28:29-44) 
 
                               10        20        30        40     
AAD-12                 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|892 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                         
                                                                    
gi|892 GSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 40; 43.8% identity (62.5% similar) in 16 aa overlap (13-28:29-44) 
 
                               10        20        30        40     
AAD-12                 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.:.                 
gi|134 MGVQTHVLELTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPD 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                         
                                                                    
gi|134 GGPITTMTLRIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIF 
               70        80        90       100       110       120 
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (13-28:29-44) 
 
                               10        20        30        40     
AAD-12                 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|215 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAATGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                         
                                                                    
gi|215 GSPITTMTVRTDAVNKEALSYDSTVIDGDILLGFIESIETHMVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|289172|gb|AAA32702.1| serine protease [Aspergillus   (533 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 67.0  bits: 19.4 E():   92 
Smith-Waterman score: 47; 34.0% identity (56.6% similar) in 53 aa overlap (1-52:310-352) 
 
                                             10         20          
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AAD-12                               VIVGNMAWHADS-TYMPVMAQGAVFSAEVV 
                                     : .::   .::. .: :. :. :.       
gi|289 SVANMSLGGGKSKTLEDAVNAGVEAGLHFAVAAGND--NADACNYSPAAAEKAI------ 
     280       290       300       310         320       330        
 
      30        40        50        60        70        80          
AAD-12 PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS          
        .::. : .:: :: ..   : :                                      
gi|289 -TVGAST-LADERAYFSNYGECTDIFAPGLNILSTWIGSNYATNIISGTSMASPHIAGLL 
               340       350       360       370       380          
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 66.8  bits: 18.3 E():   94 
Smith-Waterman score: 43; 47.6% identity (71.4% similar) in 21 aa overlap (17-37:8-24) 
 
               10        20        30        40        50        60 
AAD-12 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRS 
                       .:. :::..: :   ::: .:                        
gi|286          MGSLANNIMVVGAVLAALV---VGG-SCGPPKVPPGPNITTNYNGKWLTAR 
                        10           20         30        40        
 
               70        80                                         
AAD-12 ARHSLVYSQSKLGHVQQAGS                                         
                                                                    
gi|286 ATWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPE 
        50        60        70        80        90       100        
 
>>gi|4376222|emb|CAA04829.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (16-34:31-49) 
 
                              10        20        30        40      
AAD-12                VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|437 GVFNYEIGATSVIPAARLFKAFILVGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                          
                                                                    
gi|437 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
               70        80        90       100       110       120 
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (16-34:31-49) 
 
                              10        20        30        40      
AAD-12                VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|384 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENISGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                          
                                                                    
gi|384 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (16-34:31-49) 
 
                              10        20        30        40      
AAD-12                VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|437 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                          
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gi|437 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (16-34:31-49) 
 
                              10        20        30        40      
AAD-12                VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|159 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                          
                                                                    
gi|159 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.7  bits: 17.1 E():   95 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (38-51:39-52) 
 
        10        20        30        40        50        60        
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|730 TLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
        70        80                                
AAD-12 SQSKLGHVQQAGS                                
                                                    
gi|730 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.7  bits: 17.1 E():   95 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (38-51:39-52) 
 
        10        20        30        40        50        60        
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|191 TLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
        70        80                                
AAD-12 SQSKLGHVQQAGS                                
                                                    
gi|191 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|4006953|emb|CAA07323.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (16-34:32-50) 
 
                              10        20        30        40      
AAD-12                VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          50        60        70        80                          
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                          
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|167472849|gb|ABZ81046.1| pollen allergen Que a 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 30.0% identity (70.0% similar) in 20 aa overlap (15-34:31-50) 
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                               10        20        30        40     
AAD-12                 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :. :.:.. . ::           
gi|167 MGVFTYESEDASVIPPARLFKAFVLDSDNLIPKVVPQALKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                         
                                                                    
gi|167 EGSHLKHAKHRIDVIDPENFTYSFSVIEGDALFDKLENVSTETKIVASPDGGSIVKSTSK 
               70        80        90       100       110       120 
 
>>gi|82492265|gb|ABB78006.1| major allergen Pru p 1 [Pru  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 32.0% identity (64.0% similar) in 25 aa overlap (10-34:27-50) 
 
                                10        20        30        40    
AAD-12                  VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  .:.. . ::          
gi|824 MGVFTYESEFTSEIPPPRLFKAFVLDADNL-VPKIAPQAIKHSEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
            50        60        70        80                        
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                        
                                                                    
gi|824 GEGSQYGYVKHKIDSIDKENHSYSYTLIEGDALGDNLEKISYETKLVASPSGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (16-34:32-50) 
 
                              10        20        30        40      
AAD-12                VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYEIEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          50        60        70        80                          
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                          
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (16-34:32-50) 
 
                              10        20        30        40      
AAD-12                VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          50        60        70        80                          
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                          
                                                                    
gi|132 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (16-34:32-50) 
 
                              10        20        30        40      
AAD-12                VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
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          50        60        70        80                          
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                          
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|4006957|emb|CAA07325.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (16-34:32-50) 
 
                              10        20        30        40      
AAD-12                VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKINFPE 
              10        20        30        40        50        60  
 
          50        60        70        80                          
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                          
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (16-34:32-50) 
 
                              10        20        30        40      
AAD-12                VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          50        60        70        80                          
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                          
                                                                    
gi|116 GIPFKYVKGRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|1321728|emb|CAA96547.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (16-34:32-50) 
 
                              10        20        30        40      
AAD-12                VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          50        60        70        80                          
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                          
                                                                    
gi|132 GFPFKYVKDRVDEVAHKNFKYSYSVIEGGPIGDTLEKISNEIKIVATPDGRSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (16-34:32-50) 
 
                              10        20        30        40      
AAD-12                VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|114 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          50        60        70        80                          
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                          
                                                                    
gi|114 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1513216|gb|AAC02632.1| cherry-allergen PRUA1 [Prunu  (160 aa) 
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 initn:  39 init1:  39 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 32.0% identity (64.0% similar) in 25 aa overlap (10-34:27-50) 
 
                                10        20        30        40    
AAD-12                  VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  .:.. . ::          
gi|151 MGVFTYESEFTSEIPPPRLFKAFVLDADNL-VPKIAPQAIKHSEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
            50        60        70        80                        
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                        
                                                                    
gi|151 GEGSQYGYVKHKIDSIDKENYSYSYTLIEGDALGDTLEKISYETKLVASPSGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (16-34:32-50) 
 
                              10        20        30        40      
AAD-12                VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|256 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          50        60        70        80                          
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                          
                                                                    
gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (16-34:32-50) 
 
                              10        20        30        40      
AAD-12                VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPG 
              10        20        30        40        50        60  
 
          50        60        70        80                          
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                          
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (16-34:32-50) 
 
                              10        20        30        40      
AAD-12                VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          50        60        70        80                          
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                          
                                                                    
gi|132 GIPFKYVKDRVDEVDHANFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (16-34:32-50) 
 
                              10        20        30        40      
AAD-12                VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSLIPAARLFRAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
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              10        20        30        40        50        60  
 
          50        60        70        80                          
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                          
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (16-34:32-50) 
 
                              10        20        30        40      
AAD-12                VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKASILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          50        60        70        80                          
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                          
                                                                    
gi|132 GSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKF 
              70        80        90       100       110       120  
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (16-34:32-50) 
 
                              10        20        30        40      
AAD-12                VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|241 GVFNYETETTSVIPAARLFKAFFLDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          50        60        70        80                          
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                          
                                                                    
gi|241 GFPFRYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (16-34:32-50) 
 
                              10        20        30        40      
AAD-12                VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          50        60        70        80                          
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                          
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVTTPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (16-34:32-50) 
 
                              10        20        30        40      
AAD-12                VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          50        60        70        80                          
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                          
                                                                    
gi|125 GFPFKYVKDGVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
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>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (16-34:32-50) 
 
                              10        20        30        40      
AAD-12                VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          50        60        70        80                          
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                          
                                                                    
gi|459 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (16-34:32-50) 
 
                              10        20        30        40      
AAD-12                VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          50        60        70        80                          
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                          
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (16-34:32-50) 
 
                              10        20        30        40      
AAD-12                VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          50        60        70        80                          
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                          
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (16-34:32-50) 
 
                              10        20        30        40      
AAD-12                VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          50        60        70        80                          
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                          
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (16-34:32-50) 
 
                              10        20        30        40      
AAD-12                VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
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                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          50        60        70        80                          
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                          
                                                                    
gi|125 GFPFEYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (16-34:32-50) 
 
                              10        20        30        40      
AAD-12                VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          50        60        70        80                          
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                          
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (16-34:32-50) 
 
                              10        20        30        40      
AAD-12                VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          50        60        70        80                          
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                          
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGPILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (16-34:32-50) 
 
                              10        20        30        40      
AAD-12                VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          50        60        70        80                          
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                          
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDILEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (15-34:31-50) 
 
                               10        20        30        40     
AAD-12                 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|730 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                         
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gi|730 EGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (16-34:32-50) 
 
                              10        20        30        40      
AAD-12                VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          50        60        70        80                          
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                          
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (16-34:32-50) 
 
                              10        20        30        40      
AAD-12                VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          50        60        70        80                          
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                          
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (15-34:31-50) 
 
                               10        20        30        40     
AAD-12                 VIVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS                         
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGFVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:47 2011 done: Fri Jan 21 00:02:47 2011 
 Total Scan time:  0.060 Total Display time:  0.070 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 102  - 181 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
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       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     3     0:= 
  30     1     2:* 
  32     6     8:==* 
  34    12    22:====   * 
  36    22    44:========      * 
  38    40    73:==============          * 
  40    94   102:================================ * 
  42    67   125:=======================                  * 
  44   122   138:=========================================    * 
  46   134   140:============================================= * 
  48   132   134:============================================* 
  50   171   122:========================================*================ 
  52   118   108:===================================*==== 
  54   100    92:==============================*=== 
  56    61    77:=====================    * 
  58    52    63:==================  * 
  60    52    51:================*= 
  62    47    41:=============*== 
  64    40    33:==========*=== 
  66    46    26:========*======= 
  68    31    20:======*==== 
  70    37    16:=====*======= 
  72     6    12:== * 
  74    18    10:===*== 
  76    15     8:==*== 
  78    12     6:=*== 
  80    17     5:=*==== 
  82     1     3:* 
  84     9     3:*== 
  86     4     2:*= 
  88     7     2:*==        inset = represents 1 library sequences 
  90     1     1:* 
  92     6     1:*=        :*===== 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     2     0:=         *== 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.8491 0.003; mu= 0.5575 0.158 
 mean_var=31.7145 8.451, 0's: 2 Z-trim: 3  B-trim: 186 in 1/43 
 Lambda= 0.227743 
 Kolmogorov-Smirnov  statistic: 0.1038 (N=29) at  48 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.080 
 
The best scores are:                                      opt bits E(1491) 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   64 25.7     0.3 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   62 25.0    0.53 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   57 23.3     1.7 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   57 23.3     1.9 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   56 22.9     2.4 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   58 23.3     3.5 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   53 22.0     3.7 
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gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   53 22.0     3.7 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   54 22.3     3.7 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   52 21.8       4 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   53 22.0     4.1 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   53 22.0     4.7 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.6     5.5 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 21.6     5.9 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   52 21.6     5.9 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   52 21.6     5.9 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   52 21.6     5.9 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   50 21.1     6.4 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   49 20.8     6.8 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 18.6     8.1 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 18.6     8.1 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   54 22.0     8.7 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.7     8.8 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.7     9.3 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.7     9.3 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.7     9.5 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   56 22.4      11 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   56 22.4      11 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   49 20.7      11 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   56 22.4      11 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   54 21.9      11 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   49 20.7      11 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   52 21.3      14 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   51 21.0      16 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 19.8      16 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 20.0      17 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   45 19.5      17 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 20.0      18 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 20.0      18 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   47 20.0      18 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   47 20.0      18 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   47 20.0      18 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   47 20.0      18 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   47 20.0      18 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   47 20.0      18 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   47 20.0      18 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   47 20.0      18 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   47 20.0      18 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   47 20.0      18 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   47 20.0      18 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 20.0      18 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 20.0      18 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.7      21 
gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   48 20.2      21 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 20.7      22 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   44 19.2      22 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   45 19.4      23 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   46 19.7      23 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   46 19.7      23 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 19.7      23 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 19.7      23 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 19.7      23 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 19.7      23 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   46 19.7      23 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 16.9      25 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 18.4      27 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.8      27 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   45 19.3      29 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   45 19.3      29 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   45 19.3      29 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   45 19.3      29 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   45 19.3      29 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   45 19.3      29 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   45 19.3      29 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   45 19.3      29 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   47 19.8      30 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 20.5      31 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   43 18.8      31 
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gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   43 18.8      32 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 20.5      34 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   49 20.2      35 
gi|14422363|emb|CAC41635.1| plantain pollen major  ( 131)   43 18.8      35 
gi|14422359|emb|CAC41633.1| plantain pollen major  ( 131)   43 18.8      35 
gi|14422361|emb|CAC41634.1| plantain pollen major  ( 131)   43 18.8      35 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 15.8      35 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   44 19.0      36 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   44 19.0      36 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   44 19.0      36 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   44 19.0      36 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   44 19.0      36 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   44 19.0      36 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   49 20.2      37 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 20.2      38 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   47 19.7      39 
gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Glo ( 151)   43 18.7      42 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   43 18.7      43 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   43 18.7      45 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   43 18.7      45 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   43 18.7      45 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.9      45 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   42 18.4      51 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 15.2      51 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.6      51 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 14.4      54 
gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allerge ( 159)   42 18.3      56 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.3      56 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   42 18.3      56 
gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allerge ( 159)   42 18.3      56 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   42 18.3      56 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 19.8      56 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.3      56 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 18.3      56 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   42 18.3      56 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.3      56 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.3      56 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 18.3      56 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   42 18.3      56 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.3      56 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   42 18.3      56 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   42 18.3      56 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 18.3      56 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   42 18.3      56 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   42 18.3      56 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.3      56 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   42 18.3      56 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   42 18.3      56 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.3      56 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.3      56 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.3      56 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   28 14.9      58 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   41 18.1      59 
gi|4006963|emb|CAA07328.1| pollen allergen Betv1,  ( 120)   40 17.8      61 
gi|4006947|emb|CAA07320.1| pollen allergen Betv1,  ( 120)   40 17.8      61 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   41 18.1      61 
gi|114326420|ref|NP_001041618.1| major allergen I  (  88)   38 17.3      63 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   47 19.5      66 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 17.8      67 
gi|14276828|gb|AAK58415.1| cysteine protease precu ( 221)   43 18.5      69 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   40 17.8      70 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   40 17.8      70 
gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allerge ( 159)   41 18.0      70 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   41 18.0      70 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.5      70 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   41 18.0      71 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   41 18.0      71 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   41 18.0      71 
gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   41 18.0      71 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   41 18.0      71 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   41 18.0      71 
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gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   41 18.0      71 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   41 18.0      71 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   41 18.0      71 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   48 19.7      71 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   47 19.5      73 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   38 17.2      76 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   40 17.7      76 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   40 17.7      84 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   40 17.7      84 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   40 17.7      84 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.4      86 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   38 17.2      86 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   38 17.2      86 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   50 20.2      87 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   50 20.2      87 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   40 17.7      87 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   40 17.7      87 
gi|4376222|emb|CAA04829.1| pollen allergen, Betv1  ( 159)   40 17.7      87 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   40 17.7      87 
gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=M ( 160)   40 17.7      88 
gi|4006953|emb|CAA07323.1| pollen allergen Betv1,  ( 160)   40 17.7      88 
gi|4006957|emb|CAA07325.1| pollen allergen Betv1,  ( 160)   40 17.7      88 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   40 17.7      88 
gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=M ( 160)   40 17.7      88 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   40 17.7      88 
gi|82492265|gb|ABB78006.1| major allergen Pru p 1  ( 160)   40 17.7      88 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   40 17.7      88 
gi|167472849|gb|ABZ81046.1| pollen allergen Que a  ( 160)   40 17.7      88 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   40 17.7      88 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   40 17.7      88 
gi|1321728|emb|CAA96547.1| major allergen Bet v 1  ( 160)   40 17.7      88 
gi|1513216|gb|AAC02632.1| cherry-allergen PRUA1 [P ( 160)   40 17.7      88 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   40 17.7      88 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   40 17.7      88 
gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 ( 160)   40 17.7      88 
gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen be ( 160)   40 17.7      88 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   40 17.7      88 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   40 17.7      88 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   40 17.7      88 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   40 17.7      88 
gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula pl ( 160)   40 17.7      88 
gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 ( 160)   40 17.7      88 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   40 17.7      88 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   40 17.7      88 
gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula pl ( 160)   40 17.7      88 
gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 ( 160)   40 17.7      88 
gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Be ( 160)   40 17.7      88 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   40 17.7      88 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   40 17.7      88 
gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 ( 161)   40 17.7      89 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   43 18.4      89 
gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=P ( 138)   39 17.4      91 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   39 17.4      92 
gi|320545|pir||A45786 major pollen allergen Bet v  (  51)   33 15.9      94 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   43 18.4      96 
gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos t ( 172)   40 17.6      97 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   39 17.4      97 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   39 17.4      97 
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  64  Z-score: 111.8  bits: 25.7 E():  0.3 
Smith-Waterman score: 64; 29.5% identity (63.9% similar) in 61 aa overlap (21-79:9-65) 
 
               10        20        30        40          50         
AAD-12 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQR 
                           : :.: :. : : .    :.:  .: :  ..:..:.   . 
gi|111             MKFAIVLIACFAASVL-AQGHKPKKDDFRNEFDHLLIEQANHAI---E 
                           10         20        30        40        
 
       60        70        80                                       
AAD-12 SARHSLVYSQSKLGHVQQAGSA                                       
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       ...:.:.: : .: ....  :                                        
gi|111 KGEHQLLYLQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILER 
           50        60        70        80        90       100     
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 107.5  bits: 25.0 E(): 0.53 
Smith-Waterman score: 62; 26.5% identity (59.2% similar) in 49 aa overlap (11-59:5-52) 
 
               10        20        30        40        50        60 
AAD-12 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA 
                 :.  :..  ... :. .. :. :. :.: :    . : :. :  : :..  
gi|189       MASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPL-EGCREYVAQQTC 
                     10        20        30        40         50    
 
               70        80                                         
AAD-12 RHSLVYSQSKLGHVQQAGSA                                         
                                                                    
gi|189 GVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKE 
            60        70        80        90       100       110    
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  50 init1:  50 opt:  57  Z-score: 98.5  bits: 23.3 E():  1.7 
Smith-Waterman score: 57; 24.5% identity (59.2% similar) in 49 aa overlap (11-59:5-52) 
 
               10        20        30        40        50        60 
AAD-12 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA 
                 :.  :..  ... :. .. .. :. :.: :    . : :. :  : :..  
gi|439       MASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPL-EGCREYVAQQTC 
                     10        20        30        40         50    
 
               70        80                                         
AAD-12 RHSLVYSQSKLGHVQQAGSA                                         
                                                                    
gi|439 GVTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPK 
            60        70        80        90       100       110    
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 97.5  bits: 23.3 E():  1.9 
Smith-Waterman score: 57; 41.4% identity (69.0% similar) in 29 aa overlap (5-33:23-50) 
 
                                 10        20        30        40   
AAD-12                   IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: :::.: . ::          
gi|444 MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
             50        60        70        80                       
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                       
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 95.7  bits: 22.9 E():  2.4 
Smith-Waterman score: 56; 40.0% identity (68.0% similar) in 25 aa overlap (9-33:27-50) 
 
                                 10        20        30        40   
AAD-12                   IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. :::.. . ::          
gi|165 MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
             50        60        70        80                       
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                       
                                                                    
gi|165 GEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSILKNTS 
      60        70        80        90       100       110          
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 92.7  bits: 23.3 E():  3.5 
Smith-Waterman score: 58; 26.0% identity (56.0% similar) in 50 aa overlap (6-55:23-71) 
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                                10        20        30        40    
AAD-12                  IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                             .. ::. : :. :   .  : ..::.::    .: .   
gi|663 MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGKATTDEQKL 
               10        20        30        40         50          
 
            50        60        70        80                        
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                        
        . .. . .: :                                                 
gi|663 LEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILKLDTDYDVA 
      60        70        80        90       100       110          
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 92.3  bits: 22.0 E():  3.7 
Smith-Waterman score: 53; 27.9% identity (62.3% similar) in 61 aa overlap (21-79:9-65) 
 
               10        20        30        40          50         
AAD-12 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQR 
                           : :.: :. :   .    :.:  .: :  ..:..:.   . 
gi|111             MKFAIVLIACFAASVL-AQEHKPEKDDFRNEFDHLLIEQANHAI---E 
                           10         20        30        40        
 
       60        70        80                                       
AAD-12 SARHSLVYSQSKLGHVQQAGSA                                       
       ...:.:.: : .: ....  :                                        
gi|111 KGEHQLLYLQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILER 
           50        60        70        80        90       100     
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 92.3  bits: 22.0 E():  3.7 
Smith-Waterman score: 53; 27.9% identity (62.3% similar) in 61 aa overlap (21-79:9-65) 
 
               10        20        30        40          50         
AAD-12 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQR 
                           : :.: :. :   .    :.:  .: :  ..:..:.   . 
gi|420             MKFAIVLIACFAASVL-AQEHKPKKDDFRNEFDHLLIEQANHAI---E 
                           10         20        30        40        
 
       60        70        80                                       
AAD-12 SARHSLVYSQSKLGHVQQAGSA                                       
       ...:.:.: : .: ....  :                                        
gi|420 KGEHQLLYLQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILER 
           50        60        70        80        90       100     
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 92.2  bits: 22.3 E():  3.7 
Smith-Waterman score: 54; 37.9% identity (69.0% similar) in 29 aa overlap (5-33:23-50) 
 
                                 10        20        30        40   
AAD-12                   IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: .::.: . ::          
gi|444 MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
             50        60        70        80                       
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                       
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 91.7  bits: 21.8 E():    4 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (39-79:11-50) 
 
       10        20        30        40          50        60       
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVY 
                                     :.:  .: :  ..:..:.   ....:.:.: 
gi|160                     GSQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLY 
                                   10        20           30        
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 3605



 

 

         70        80                                               
AAD-12 SQSKLGHVQQAGSA                                               
        : .: ....  :                                                
gi|160 LQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQT 
        40        50        60        70        80        90        
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 91.4  bits: 22.0 E():  4.1 
Smith-Waterman score: 53; 24.5% identity (55.1% similar) in 49 aa overlap (11-59:5-52) 
 
               10        20        30        40        50        60 
AAD-12 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA 
                 :.  :..   .. :. .. .. :  :.: :    . : :. :  : :..  
gi|217       MASKSSISPLLLATVLVSVFAAATATGPYCYAGMGLPINPL-EGCREYVAQQTC 
                     10        20        30        40         50    
 
               70        80                                         
AAD-12 RHSLVYSQSKLGHVQQAGSA                                         
                                                                    
gi|217 GISISGSAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPR 
            60        70        80        90       100       110    
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  53  Z-score: 90.4  bits: 22.0 E():  4.7 
Smith-Waterman score: 53; 22.4% identity (55.2% similar) in 58 aa overlap (14-65:31-87) 
 
                                10        20        30              
AAD-12                  IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICF- 
               10        20        30        40        50           
 
       40        50         60        70        80                  
AAD-12 DMRAAYDALDEATRALVHQR-SARHSLVYSQSKLGHVQQAGSA                  
       :  . .. . . .. . .   : :.:..                                 
gi|132 DEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSIS 
      60        70        80        90       100       110          
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 89.2  bits: 21.6 E():  5.5 
Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (44-67:29-52) 
 
            20        30        40        50        60        70    
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 
                                     : : :::  : .  ..: .: .::       
gi|144   KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLS 
                 10        20        30        40        50         
 
            80                                                      
AAD-12 VQQAGSA                                                      
                                                                    
gi|144 DSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAG 
       60        70        80        90       100       110         
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 88.7  bits: 21.6 E():  5.9 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (9-33:27-50) 
 
                                 10        20        30        40   
AAD-12                   IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|602 MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
             50        60        70        80                       
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                       
                                                                    
gi|602 GEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
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 initn:  51 init1:  51 opt:  52  Z-score: 88.7  bits: 21.6 E():  5.9 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (9-33:27-50) 
 
                                 10        20        30        40   
AAD-12                   IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|279 MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
             50        60        70        80                       
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                       
                                                                    
gi|279 GEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 88.7  bits: 21.6 E():  5.9 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (9-33:27-50) 
 
                                 10        20        30        40   
AAD-12                   IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|131 MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
             50        60        70        80                       
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                       
                                                                    
gi|131 GEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 88.6  bits: 21.6 E():  5.9 
Smith-Waterman score: 52; 37.9% identity (69.0% similar) in 29 aa overlap (5-33:23-50) 
 
                                 10        20        30        40   
AAD-12                   IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: .::.: . ::          
gi|444 MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
             50        60        70        80                       
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                       
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 88.0  bits: 21.1 E():  6.4 
Smith-Waterman score: 50; 26.8% identity (58.5% similar) in 41 aa overlap (37-77:26-66) 
 
         10        20        30        40        50        60       
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::      :.  . . :  ..:.   :.. 
gi|527      MVHHITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAF 
                    10        20        30        40        50      
 
         70        80                                               
AAD-12 SQSKLGHVQQAGSA                                               
       .. .. :::.:                                                  
gi|527 AKVNVDHVQDAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQ 
          60        70        80        90       100       110      
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 87.5  bits: 20.8 E():  6.8 
Smith-Waterman score: 49; 22.4% identity (56.9% similar) in 58 aa overlap (19-76:4-59) 
 
               10        20        30        40        50        60 
AAD-12 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA 
                         .:.. .:.:. :. :     : .: . :   :...    ..: 
gi|777                MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKA 
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                              10        20        30        40      
 
               70        80                                         
AAD-12 RHSLVYSQSKLGHVQQAGSA                                         
           . .:.: : ...                                             
gi|777 FA--IIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAA 
            50        60        70        80        90       100    
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 86.2  bits: 18.6 E():  8.1 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (7-13:19-25) 
 
                           10        20        30        40         
AAD-12             IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                         :.::..:                                    
gi|320 YTTEGGKKVEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 86.2  bits: 18.6 E():  8.1 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (7-13:19-25) 
 
                           10        20        30        40         
AAD-12             IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                         :.::..:                                    
gi|320 YTTEGGTKAEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  53 init1:  53 opt:  54  Z-score: 85.6  bits: 22.0 E():  8.7 
Smith-Waterman score: 54; 26.1% identity (54.3% similar) in 46 aa overlap (1-45:17-62) 
 
                                10        20        30        40    
AAD-12                 IVGNMA-WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                       ..:  : . ::. : :. :   .  : .  :.::..   ...   
gi|441 MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLL 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                        
        :                                                           
gi|441 EDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAY 
               70        80        90       100       110       120 
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.5  bits: 22.7 E():  8.8 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (40-79:372-411) 
 
      10        20        30        40        50        60          
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|224 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             350       360       370       380       390       400  
 
      70        80                                                  
AAD-12 KLGHVQQAGSA                                                  
         .::: . :                                                   
gi|224 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             410       420       430       440       450       460  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.1  bits: 22.7 E():  9.3 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (40-79:392-431) 
 
      10        20        30        40        50        60          
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|199 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
      70        80                                                  
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AAD-12 KLGHVQQAGSA                                                  
         .::: . :                                                   
gi|199 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             430       440       450       460       470       480  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.1  bits: 22.7 E():  9.3 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (40-79:392-431) 
 
      10        20        30        40        50        60          
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|571 GNRSPHIYDPQRWFTQNCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
      70        80                                                  
AAD-12 KLGHVQQAGSA                                                  
         .::: . :                                                   
gi|571 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFA 
             430       440       450       460       470       480  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.9  bits: 22.7 E():  9.5 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (40-79:400-439) 
 
      10        20        30        40        50        60          
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|213 RSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
     370       380       390       400       410       420          
 
      70        80                                                  
AAD-12 KLGHVQQAGSA                                                  
         .::: . :                                                   
gi|213 GRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLA 
     430       440       450       460       470       480          
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 84.0  bits: 22.4 E():   11 
Smith-Waterman score: 56; 22.9% identity (54.3% similar) in 70 aa overlap (10-78:140-207) 
 
                                    10        20        30          
AAD-12                      IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     :   .:. .   ... : .:.:.  . . : 
gi|186 TFEEPQQPQQRGQSSRPQDRHQKIYNFREGDLIAVPTGVAWWMYNNEDTPVVA--VSIID 
     110       120       130       140       150       160          
 
      40        50         60        70        80                   
AAD-12 MRAAYDALDEATRAL-VHQRSARHSLVYSQSKLGHVQQAGSA                   
         .  . ::.  : . .   . .. : :.: . :: .: :                     
gi|186 TNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEENEGGSILSGFTLE 
       170       180       190       200       210       220        
 
gi|186 FLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQRPQEEEEEEEDEK 
       230       240       250       260       270       280        
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 84.0  bits: 22.4 E():   11 
Smith-Waterman score: 56; 22.9% identity (54.3% similar) in 70 aa overlap (10-78:140-207) 
 
                                    10        20        30          
AAD-12                      IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     :   .:. .   ... : .:.:.  . . : 
gi|186 TFEEPQQPQQRGQSSRPQDRHQKIYNSREGDLIAVPTGVAWWMYNNEDTPVVA--VSIID 
     110       120       130       140       150       160          
 
      40        50         60        70        80                   
AAD-12 MRAAYDALDEATRAL-VHQRSARHSLVYSQSKLGHVQQAGSA                   
         .  . ::.  : . .   . .. : :.: . :: .: :                     
gi|186 TNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEENEGGSILSGFTLE 
       170       180       190       200       210       220        
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gi|186 FLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQRPQEEEEEEEDEK 
       230       240       250       260       270       280        
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 83.8  bits: 20.7 E():   11 
Smith-Waterman score: 49; 35.7% identity (52.4% similar) in 42 aa overlap (21-51:37-78) 
 
                         10        20        30              40     
AAD-12           IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR------TCFADMRAAY 
                                     :. : :.: . ::       :   : ...: 
gi|145 EEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSY 
         10        20        30        40        50        60       
 
                50        60        70        80                    
AAD-12 -----DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                    
            ::.::::                                                 
gi|145 VLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAP 
         70        80        90       100       110       120       
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 83.8  bits: 22.4 E():   11 
Smith-Waterman score: 56; 28.9% identity (52.6% similar) in 38 aa overlap (42-79:371-408) 
 
              20        30        40        50        60        70  
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :  : . .  ..:  .  ::..:      
gi|370 RSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGR 
              350       360       370       380       390       400 
 
              80                                                    
AAD-12 GHVQQAGSA                                                    
       .::: . :                                                     
gi|370 AHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGE 
              410       420       430       440       450       460 
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  37 init1:  37 opt:  54  Z-score: 83.6  bits: 21.9 E():   11 
Smith-Waterman score: 54; 19.7% identity (55.3% similar) in 76 aa overlap (6-78:37-111) 
 
                                        10        20        30      
AAD-12                          IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|682 EAVLLGILLYIPIVLSDDRAPIPANSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQAK 
         10        20        30         40        50        60      
 
             40        50        60        70        80             
AAD-12 CF---ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA             
        .   .:  . . ...:: ...  . . :  : .: .. ..  . :               
gi|682 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSFSPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
gi|682 NMPILVFGGTAAEYGTVDSATLIVESNYFSAVNLKIVNSAPRPDGKRVGAQAAALRISGD 
         130       140       150       160       170       180      
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 83.6  bits: 20.7 E():   11 
Smith-Waterman score: 49; 26.9% identity (52.6% similar) in 78 aa overlap (5-80:23-95) 
 
                                 10        20        30        40   
AAD-12                   IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .:  ::.  .:  : :.  :.:.: . ::   .  .   
gi|604 MAVFTFDDQATSPVAPATLYNALAKDADNI-IP-KAVGSFQSVEIVEGNGGPGTIKKISF 
               10        20        30          40        50         
 
             50        60          70        80                     
AAD-12 AYDALDEATRALVHQRSA--RHSLVYSQSKLGHVQQAGSA                     
       . :.    :. ..:.  .  . .: :: : .: :    .:                     
gi|604 VEDG---ETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIK 
       60           70        80        90       100       110      
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gi|604 LTISYHGKGDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
         120       130       140       150      
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.0  bits: 21.3 E():   14 
Smith-Waterman score: 52; 20.8% identity (58.3% similar) in 48 aa overlap (11-58:72-119) 
 
                                   10        20        30        40 
AAD-12                     IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:...:   :: .  :..  .. :... 
gi|170 QSFSQQPPFSQQQQQPLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQ 
              50        60        70        80        90       100  
 
               50        60        70        80                     
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                     
       .      ..  . ::.:.                                           
gi|170 QQLVLPPQQQQQQLVQQQIPIVQPSVLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSS 
             110       120       130       140       150       160  
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.9  bits: 21.0 E():   16 
Smith-Waterman score: 51; 22.6% identity (64.5% similar) in 31 aa overlap (11-41:66-96) 
 
                                   10        20        30        40 
AAD-12                     IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:.. ::  :  .. :..  .. :... 
gi|219 QPLPPQQTFPQQPPFSQQQQQQPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQ 
          40        50        60        70        80        90      
 
               50        60        70        80                     
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                     
       .                                                            
gi|219 QQLILPPQQQQQLPQQQISIVQPSVLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSC 
         100       110       120       130       140       150      
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 80.7  bits: 19.8 E():   16 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (15-30:66-81) 
 
                               10        20        30        40     
AAD-12                 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
           50        60        70        80 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA 
                                            
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS         
         100       110       120            
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.2  bits: 20.0 E():   17 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (40-56:14-30) 
 
      10        20        30        40        50        60          
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     .: :.: .:.  .. .:              
gi|219                  MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQ 
                                10        20        30        40    
 
      70        80                                                  
AAD-12 KLGHVQQAGSA                                                  
                                                                    
gi|219 TFEENDLQQLIIEIDADGSGELEFDEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNG 
            50        60        70        80        90       100    
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 80.2  bits: 19.5 E():   17 
Smith-Waterman score: 45; 25.5% identity (58.8% similar) in 51 aa overlap (10-57:13-61) 
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                  10        20         30          40        50     
AAD-12    IVGNMAWHADSTYMPVMAQGAVFSAEVV-PAVG--GRTCFADMRAAYDALDEATRAL 
                   :..   : : :. :. ..    ::  :..  :: . ... ::.   .. 
gi|207 MSITDIVSEKDIDAALESVKAAGS-FNYKIFFQKVGLAGKSA-ADAKKVFEILDRDKSGF 
               10        20         30        40         50         
 
           60        70        80                          
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSA                          
       ..:                                                 
gi|207 IEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
       60        70        80        90       100          
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.0  bits: 20.0 E():   18 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (28-44:141-157) 
 
                  10        20        30        40        50        
AAD-12    IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSA 
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.0  bits: 20.0 E():   18 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (28-44:141-157) 
 
                  10        20        30        40        50        
AAD-12    IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSA 
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 79.8  bits: 20.0 E():   18 
Smith-Waterman score: 47; 23.7% identity (54.2% similar) in 59 aa overlap (9-56:27-84) 
 
                                 10        20        30             
AAD-12                   IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCF 
                                 ::.  .: .:  :.  ::.. . ::     .  : 
gi|304 MGLYTFENEFTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
              40        50        60        70        80            
AAD-12 AD------MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA            
       ..      ..   :..:::. . ..                                    
gi|304 GEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.8  bits: 20.0 E():   18 
Smith-Waterman score: 47; 40.0% identity (68.0% similar) in 25 aa overlap (9-33:27-50) 
 
                                 10        20        30        40   
AAD-12                   IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :.:.. . ::          
gi|602 MGVFTYEFEFTSVIPPARLYNAFVLDADNL-IPKIAPQAVKSTEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
             50        60        70        80                       
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                       
                                                                    
gi|602 GEGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
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 initn:  46 init1:  46 opt:  47  Z-score: 79.8  bits: 20.0 E():   18 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (9-33:27-50) 
 
                                 10        20        30        40   
AAD-12                   IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEYTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
             50        60        70        80                       
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                       
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.8  bits: 20.0 E():   18 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (9-33:27-50) 
 
                                 10        20        30        40   
AAD-12                   IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
             50        60        70        80                       
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                       
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.8  bits: 20.0 E():   18 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (9-33:27-50) 
 
                                 10        20        30        40   
AAD-12                   IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|753 MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
             50        60        70        80                       
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                       
                                                                    
gi|753 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.8  bits: 20.0 E():   18 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (9-33:27-50) 
 
                                 10        20        30        40   
AAD-12                   IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|165 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
             50        60        70        80                       
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                       
                                                                    
gi|165 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.8  bits: 20.0 E():   18 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (9-33:27-50) 
 
                                 10        20        30        40   
AAD-12                   IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
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               10        20        30         40        50          
 
             50        60        70        80                       
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                       
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.8  bits: 20.0 E():   18 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (9-33:27-50) 
 
                                 10        20        30        40   
AAD-12                   IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
             50        60        70        80                       
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                       
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.8  bits: 20.0 E():   18 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (9-33:27-50) 
 
                                 10        20        30        40   
AAD-12                   IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|886 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
             50        60        70        80                       
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                       
                                                                    
gi|886 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.8  bits: 20.0 E():   18 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (9-33:27-50) 
 
                                 10        20        30        40   
AAD-12                   IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
             50        60        70        80                       
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                       
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.8  bits: 20.0 E():   18 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (9-33:27-50) 
 
                                 10        20        30        40   
AAD-12                   IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|134 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
             50        60        70        80                       
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                       
                                                                    
gi|134 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
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>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.8  bits: 20.0 E():   18 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (28-44:144-160) 
 
                  10        20        30        40        50        
AAD-12    IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSA 
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.8  bits: 20.0 E():   18 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (28-44:144-160) 
 
                  10        20        30        40        50        
AAD-12    IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSA 
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.9  bits: 19.7 E():   21 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (40-57:126-143) 
 
      10        20        30        40        50        60          
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . ::..::: :..: ...             
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG         
         100       110       120       130       140                
 
      70        80 
AAD-12 KLGHVQQAGSA 
 
>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.8  bits: 20.2 E():   21 
Smith-Waterman score: 48; 33.3% identity (59.3% similar) in 27 aa overlap (11-37:17-43) 
 
                     10        20        30        40        50     
AAD-12       IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL 
                       :.:.:  .   ::..:  :  .: : .                  
gi|510 MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLPVIRGKGGGIEFAKT 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSA                                   
                                                                    
gi|510 ETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHLCTPLSLNSFSVDRY 
               70        80        90       100       110       120 
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.5  bits: 20.7 E():   22 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (7-24:66-83) 
 
                                       10        20        30       
AAD-12                         IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
         40        50        60        70        80                 
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                 
                                                                    
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
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>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 78.2  bits: 19.2 E():   22 
Smith-Waterman score: 44; 32.4% identity (56.8% similar) in 37 aa overlap (14-50:65-101) 
 
                                10        20        30        40    
AAD-12                  IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .:  ..::. ::  . :.:: :  :   :  
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
            50        60        70        80 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA 
        .  .:.                               
gi|117 EEEKEESDDDMGFGLFD                     
          100       110                      
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.1  bits: 19.4 E():   23 
Smith-Waterman score: 45; 25.8% identity (58.1% similar) in 31 aa overlap (1-31:12-42) 
 
                          10        20        30        40          
AAD-12            IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                  :.. .:: ...   :. : :    ..::  .                   
gi|249 MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQDIMPCLHFVKGEEKEPSKEC 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSA                              
                                                                    
gi|249 CSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVAEVPKKCDIKTTLPPITADFD 
               70        80        90       100       110       120 
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.0  bits: 19.7 E():   23 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (9-33:27-50) 
 
                                 10        20        30        40   
AAD-12                   IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
             50        60        70        80                       
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                       
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIKTTSK 
      60        70        80        90       100       110          
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.0  bits: 19.7 E():   23 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (9-33:27-50) 
 
                                 10        20        30        40   
AAD-12                   IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
             50        60        70        80                       
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                       
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.0  bits: 19.7 E():   23 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (12-33:29-50) 
 
                                10        20        30        40    
AAD-12                  IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
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                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                        
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.0  bits: 19.7 E():   23 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (12-33:29-50) 
 
                                10        20        30        40    
AAD-12                  IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                        
                                                                    
gi|400 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.0  bits: 19.7 E():   23 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (12-33:29-50) 
 
                                10        20        30        40    
AAD-12                  IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                        
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.0  bits: 19.7 E():   23 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (12-33:29-50) 
 
                                10        20        30        40    
AAD-12                  IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                        
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.0  bits: 19.7 E():   23 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (9-33:27-50) 
 
                                 10        20        30        40   
AAD-12                   IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|880 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
             50        60        70        80                       
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                       
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gi|880 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVIKTTS 
      60        70        80        90       100       110          
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 77.3  bits: 16.9 E():   25 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (7-13:19-25) 
 
                           10        20        30        40         
AAD-12             IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                         :..:..:                                    
gi|320 YTTEGGTKAEAEDVIPEGWKVDTSYE                                   
               10        20                                         
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 76.8  bits: 18.4 E():   27 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (55-76:37-58) 
 
           30        40        50        60        70        80     
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA     
                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
gi|162 VPQLEIVPNS 
         70       
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 76.6  bits: 19.8 E():   27 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (37-58:74-98) 
 
         10        20        30        40           50        60    
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---DEATRALVHQRSARHS 
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
 
            70        80                                            
AAD-12 LVYSQSKLGHVQQAGSA                                            
                                                                    
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.3  bits: 19.3 E():   29 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (9-33:27-50) 
 
                                 10        20        30        40   
AAD-12                   IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|425 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
             50        60        70        80                       
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                       
                                                                    
gi|425 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 76.3  bits: 19.3 E():   29 
Smith-Waterman score: 45; 27.0% identity (64.9% similar) in 37 aa overlap (20-56:49-84) 
 
                          10        20        30        40          
AAD-12            IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|144 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
      50        60        70        80                              
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSA                              
       :  : ..                                                      
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gi|144 AGLAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEAT 
        80        90       100       110       120       130        
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.3  bits: 19.3 E():   29 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (9-33:27-50) 
 
                                 10        20        30        40   
AAD-12                   IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
             50        60        70        80                       
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                       
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.3  bits: 19.3 E():   29 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (9-33:27-50) 
 
                                 10        20        30        40   
AAD-12                   IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
             50        60        70        80                       
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                       
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.3  bits: 19.3 E():   29 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (9-33:27-50) 
 
                                 10        20        30        40   
AAD-12                   IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|753 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTTKKITF 
               10        20        30         40        50          
 
             50        60        70        80                       
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                       
                                                                    
gi|753 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.3  bits: 19.3 E():   29 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (9-33:27-50) 
 
                                 10        20        30        40   
AAD-12                   IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
             50        60        70        80                       
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                       
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.2  bits: 19.3 E():   29 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (9-33:27-50) 
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                                 10        20        30        40   
AAD-12                   IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|901 MGGYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
             50        60        70        80                       
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                       
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.2  bits: 19.3 E():   29 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (9-33:27-50) 
 
                                 10        20        30        40   
AAD-12                   IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
             50        60        70        80                       
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                       
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.8  bits: 19.8 E():   30 
Smith-Waterman score: 47; 33.3% identity (52.8% similar) in 36 aa overlap (37-72:159-191) 
 
         10        20        30        40        50        60       
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :   . : ..::   :   :: .  :.:   
gi|136 TNTEKLPTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFEIR---HQLTQIHGLYR 
      130       140       150       160       170          180      
 
         70        80                                    
AAD-12 SQSKLGHVQQAGSA                                    
       :..: :                                            
gi|136 SSDKTGGYWKITMNDGSTYQSDLSKKFEYNTEKPPINIDEIKTIEAEIN 
         190       200       210       220       230     
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.7  bits: 20.5 E():   31 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (7-24:56-73) 
 
                                       10        20        30       
AAD-12                         IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
         40        50        60        70        80                 
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                 
                                                                    
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.6  bits: 18.8 E():   31 
Smith-Waterman score: 43; 26.0% identity (52.0% similar) in 50 aa overlap (16-65:30-79) 
 
                             10        20        30        40       
AAD-12               IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                                    .  .:.. :.:   .   : :   . :.    
gi|253 TGPYCYAGMGLPINPLEGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHC 
               10        20        30        40        50        60 
 
         50        60        70        80                           
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AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                           
         ::.: .. .::  .: :                                          
gi|253 RCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNAPYCLGLDI 
               70        80        90       100       110       120 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 75.3  bits: 18.8 E():   32 
Smith-Waterman score: 43; 23.5% identity (51.0% similar) in 51 aa overlap (3-53:25-74) 
 
                                     10        20        30         
AAD-12                       IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                               :  : . . ...   :::.  :: .:  . .   :  
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLP-FQ 
               10        20        30        40        50           
 
       40        50        60        70        80                   
AAD-12 DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                   
       ...   :..:    :                                              
gi|217 EIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRL 
      60        70        80        90       100       110          
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.9  bits: 20.5 E():   34 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (7-24:56-73) 
 
                                       10        20        30       
AAD-12                         IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
         40        50        60        70        80                 
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                 
                                                                    
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 74.8  bits: 20.2 E():   35 
Smith-Waterman score: 49; 20.3% identity (55.9% similar) in 59 aa overlap (6-61:37-94) 
 
                                        10        20        30      
AAD-12                          IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|269 EAVLLGILLYIPIVLSDDRAPIPSNSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQTK 
         10        20        30         40        50        60      
 
             40        50        60        70        80             
AAD-12 CF---ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA             
        .   .:  . . ...:: ...  . . :                                
gi|269 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSLAPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
>>gi|14422363|emb|CAC41635.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.7  bits: 18.8 E():   35 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (10-27:85-102) 
 
                                    10        20        30          
AAD-12                      IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSGRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
      40        50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA 
                                                 
gi|144 RHVKPLSFRAKTDAPGC                         
          120       130                          
 
>>gi|14422359|emb|CAC41633.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.7  bits: 18.8 E():   35 
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Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (10-27:85-102) 
 
                                    10        20        30          
AAD-12                      IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETDQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
      40        50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA 
                                                 
gi|144 RHVKPLSFRAKTDAPGC                         
          120       130                          
 
>>gi|14422361|emb|CAC41634.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.7  bits: 18.8 E():   35 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (10-27:85-102) 
 
                                    10        20        30          
AAD-12                      IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
      40        50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA 
                                                 
gi|144 RHVKPLSFRAKTDAPGC                         
          120       130                          
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 74.6  bits: 15.8 E():   35 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (60-74:1-15) 
 
      30        40        50        60        70        80 
AAD-12 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA 
                                     :: . : : ..::..       
gi|323                               ARTAWVDSGAQLGELSY     
                                             10            
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.5  bits: 19.0 E():   36 
Smith-Waterman score: 44; 36.4% identity (63.6% similar) in 22 aa overlap (12-33:28-49) 
 
                               10        20        30        40     
AAD-12                 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                  : .: .:  :. :.: . . ::            
gi|115 GVFNYETETTSVIPAARLFKAFILDGDTLFPQVAPQAISSVENISGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                         
                                                                    
gi|115 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.4  bits: 19.0 E():   36 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (14-33:31-50) 
 
                                10        20        30        40    
AAD-12                  IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                        
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
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>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.4  bits: 19.0 E():   36 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (14-33:31-50) 
 
                                10        20        30        40    
AAD-12                  IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|132 MGVFNYETESTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                        
                                                                    
gi|132 EGSPFKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.4  bits: 19.0 E():   36 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (14-33:31-50) 
 
                                10        20        30        40    
AAD-12                  IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|584 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                        
                                                                    
gi|584 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.4  bits: 19.0 E():   36 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (14-33:31-50) 
 
                                10        20        30        40    
AAD-12                  IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                        
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.4  bits: 19.0 E():   36 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (14-33:31-50) 
 
                                10        20        30        40    
AAD-12                  IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                        
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 74.3  bits: 20.2 E():   37 
Smith-Waterman score: 49; 33.3% identity (64.3% similar) in 42 aa overlap (5-43:244-284) 
 
                                           10         20        30  
AAD-12                           IVGNMAW--HADSTYMP-VMAQGAVFSAEVVPAV 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 3623



 

 

                                     :.:  ..... .: :. .  . :.: :  : 
gi|585 GYYAYPYCYNLTPNQPSAQCEATTMQENDKMSWLFESEDVLLPSVYLRWNLTSGERVGLV 
           220       230       240       250       260       270    
 
              40        50        60        70        80            
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA            
       :::.  : .: :                                                 
gi|585 GGRVKEA-LRIARQMTTSRKKVLPYYWYKYQDRRDTDLSRADLEATLRKITDLGADGFII 
           280        290       300       310       320       330   
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 74.0  bits: 20.2 E():   38 
Smith-Waterman score: 49; 40.0% identity (65.0% similar) in 20 aa overlap (4-23:332-348) 
 
                                          10        20        30    
AAD-12                            IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
                                     :  :.   .:: :. .::.:           
gi|113 ILSQGNRFLASDIKKEVVGRYGESAMSESINWNWR---SYMDVFENGAIFVPSGVDPVLT 
             310       320       330          340       350         
 
            40        50        60        70        80 
AAD-12 RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA 
                                                       
gi|113 PEQNAGMIPAEPGEAVLRLTSSAGVLSCQPGAPC              
      360       370       380       390                
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.8  bits: 19.7 E():   39 
Smith-Waterman score: 47; 36.0% identity (76.0% similar) in 25 aa overlap (40-64:106-130) 
 
      10        20        30        40        50        60          
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     ...: . :.:::.:  ... ::. :      
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
 
      70        80                                                  
AAD-12 KLGHVQQAGSA                                                  
                                                                    
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
 
>>gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Globin   (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.3  bits: 18.7 E():   42 
Smith-Waterman score: 43; 30.6% identity (55.6% similar) in 36 aa overlap (23-58:115-150) 
 
                       10        20        30        40        50   
AAD-12         IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                     : :  :  . ..: ::  .::. :  .:   
gi|121 IGDLPNIDGDVTTFVASHTPRGVTHDQLNNFRAGFVSYMKAHTDFAGAEAAWGATLDAFF 
           90       100       110       120       130       140     
 
             60        70        80 
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSA 
       ..:  .                       
gi|121 GMVFAKM                      
          150                       
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 73.1  bits: 18.7 E():   43 
Smith-Waterman score: 43; 29.0% identity (67.7% similar) in 31 aa overlap (20-50:49-78) 
 
                          10        20        30        40          
AAD-12            IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|186 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVRLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
      50        60        70        80                              
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSA                              
       :                                                            
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gi|186 AGLGYTYTTIGGDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEAT 
        80        90       100       110       120       130        
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (14-33:31-50) 
 
                                10        20        30        40    
AAD-12                  IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|261 MGVFNYEAETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                        
                                                                    
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (14-33:31-50) 
 
                                10        20        30        40    
AAD-12                  IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|132 MGVFNYETETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                        
                                                                    
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (14-33:31-50) 
 
                                10        20        30        40    
AAD-12                  IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVISAARLFKSYVLDGDKLIPKVAPQAITSVENVGGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                        
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSK 
               70        80        90       100       110       120 
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.6  bits: 18.9 E():   45 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (57-72:46-61) 
 
         30        40        50        60        70        80       
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA       
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.8  bits: 18.4 E():   51 
Smith-Waterman score: 42; 27.6% identity (58.6% similar) in 29 aa overlap (13-41:11-39) 
 
               10        20        30        40        50        60 
AAD-12 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA 
                   ..:. : : ::.   . :.  :  . ..:                    
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gi|126   MRSLLILVLCFLPLAALGKVFGRCELAAAMKRHGLDNYRGYSLGNWVCAAKFESNFNT 
                 10        20        30        40        50         
 
               70        80                                         
AAD-12 RHSLVYSQSKLGHVQQAGSA                                         
                                                                    
gi|126 QATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNCAKKIVS 
       60        70        80        90       100       110         
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 71.7  bits: 15.2 E():   51 
Smith-Waterman score: 29; 57.1% identity (71.4% similar) in 7 aa overlap (9-15:1-7) 
 
               10        20        30        40        50        60 
AAD-12 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA 
               ::. : :                                              
gi|751         ADAGYAPAAPGTQPKA                                     
                       10                                           
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.6  bits: 18.6 E():   51 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (57-71:138-152) 
 
         30        40        50        60        70        80       
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA       
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
gi|391 ASIDTILTKV 
       170        
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 71.3  bits: 14.4 E():   54 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (52-56:2-6) 
 
              30        40        50        60        70        80 
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA 
                                     : :::                         
gi|463                              DRNLVHSATR                     
                                            10                     
 
>>gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (9-33:27-50) 
 
                                 10        20        30        40   
AAD-12                   IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
             50        60        70        80                       
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                       
                                                                    
gi|212 GEASKYKYSRHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (14-33:30-49) 
 
                               10        20        30        40     
AAD-12                 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: : . ::            
gi|402 GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFAE 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                         
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gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (14-33:30-49) 
 
                               10        20        30        40     
AAD-12                 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                         
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (9-33:27-50) 
 
                                 10        20        30        40   
AAD-12                   IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
             50        60        70        80                       
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                       
                                                                    
gi|212 GEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (14-33:30-49) 
 
                               10        20        30        40     
AAD-12                 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                         
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 70.9  bits: 19.8 E():   56 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (39-53:431-446) 
 
       10        20        30        40         50        60        
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYS 
                                     :..: :::.: ...::               
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA               
              410       420       430       440                     
 
        70        80 
AAD-12 QSKLGHVQQAGSA 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (14-33:31-50) 
 
                                10        20        30        40    
AAD-12                  IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
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gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                        
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (14-33:31-50) 
 
                                10        20        30        40    
AAD-12                  IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                        
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNK 
               70        80        90       100       110       120 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (14-33:31-50) 
 
                                10        20        30        40    
AAD-12                  IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                        
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (14-33:31-50) 
 
                                10        20        30        40    
AAD-12                  IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                        
                                                                    
gi|400 EGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (14-33:31-50) 
 
                                10        20        30        40    
AAD-12                  IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                        
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
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               70        80        90       100       110       120 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (14-33:31-50) 
 
                                10        20        30        40    
AAD-12                  IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                        
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (14-33:31-50) 
 
                                10        20        30        40    
AAD-12                  IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                        
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (14-33:31-50) 
 
                                10        20        30        40    
AAD-12                  IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                        
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (14-33:31-50) 
 
                                10        20        30        40    
AAD-12                  IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                        
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (14-33:31-50) 
 
                                10        20        30        40    
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AAD-12                  IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                        
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (14-33:31-50) 
 
                                10        20        30        40    
AAD-12                  IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                        
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (14-33:31-50) 
 
                                10        20        30        40    
AAD-12                  IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                        
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (14-33:31-50) 
 
                                10        20        30        40    
AAD-12                  IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                        
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (14-33:31-50) 
 
                                10        20        30        40    
AAD-12                  IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                        
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gi|167 EGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (14-33:31-50) 
 
                                10        20        30        40    
AAD-12                  IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVMPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                        
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 40.0% identity (60.0% similar) in 25 aa overlap (9-33:27-50) 
 
                                 10        20        30        40   
AAD-12                   IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:   : ::: . . ::          
gi|534 MGVFNYEDEATSVIAPARLFKSFVLDADNL-IPKVAPENVSSAENIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
             50        60        70        80                       
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                       
                                                                    
gi|534 PEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITS 
      60        70        80        90       100       110          
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (14-33:31-50) 
 
                                10        20        30        40    
AAD-12                  IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                        
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (14-33:31-50) 
 
                                10        20        30        40    
AAD-12                  IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                        
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (14-33:31-50) 
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                                10        20        30        40    
AAD-12                  IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                        
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 70.6  bits: 14.9 E():   58 
Smith-Waterman score: 28; 40.0% identity (80.0% similar) in 10 aa overlap (20-29:4-13) 
 
               10        20        30        40        50        60 
AAD-12 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA 
                          :.:  :...:                                
gi|131                 GPVGGVVHAHMMPLL                              
                               10                                   
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.5  bits: 18.1 E():   59 
Smith-Waterman score: 41; 20.9% identity (47.8% similar) in 67 aa overlap (13-70:3-69) 
 
               10        20        30        40                 50  
AAD-12 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---------DEAT 
                   .. ..  . :..: :   . :     . : :.: :         :..  
gi|856           MKFIITLFAAIVMAAAVSGFIVGDKKEDEWRMAFDRLMMEELETKIDQVE 
                         10        20        30        40        50 
 
              60        70        80                                
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSA                                
       ..:.:     . :  ..::                                          
gi|856 KGLLHLSEQYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLNMFERYNY 
               60        70        80        90       100       110 
 
>>gi|4006963|emb|CAA07328.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.3  bits: 17.8 E():   61 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (15-33:32-50) 
 
                               10        20        30        40     
AAD-12                 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           50        60        70        80                        
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                        
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|4006947|emb|CAA07320.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.3  bits: 17.8 E():   61 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (15-33:32-50) 
 
                               10        20        30        40     
AAD-12                 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           50        60        70        80                        
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                        
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
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>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.3  bits: 18.1 E():   61 
Smith-Waterman score: 41; 34.6% identity (61.5% similar) in 26 aa overlap (11-36:5-30) 
 
               10        20        30        40        50        60 
AAD-12 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA 
                 :.:  ...   ::   .: :::.. :                         
gi|217       MASKSNYNLLFTALLVFIFAAVAAVGNEDCTPWTSTLITPLPSCRNYVEEQACR 
                     10        20        30        40        50     
 
               70        80                                         
AAD-12 RHSLVYSQSKLGHVQQAGSA                                         
                                                                    
gi|217 IEMPGPPYLAKQECCEQLANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMNFV 
           60        70        80        90       100       110     
 
>>gi|114326420|ref|NP_001041618.1| major allergen I poly  (88 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 70.0  bits: 17.3 E():   63 
Smith-Waterman score: 38; 31.8% identity (63.6% similar) in 22 aa overlap (10-31:3-24) 
 
               10        20        30        40        50        60 
AAD-12 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA 
                :..  :  . .:. . :. :::                              
gi|114        MLDAALPPCPTVAATADCEICPAVKRDVDLFLTGTPDEYVEQVAQYKALPVVL 
                      10        20        30        40        50    
 
               70        80                
AAD-12 RHSLVYSQSKLGHVQQAGSA                
                                           
gi|114 ENARILKNCVDAKMTEEDKENALSLLDKIYTSPLC 
            60        70        80         
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 69.7  bits: 19.5 E():   66 
Smith-Waterman score: 47; 21.0% identity (54.8% similar) in 62 aa overlap (7-66:272-333) 
 
                                       10          20        30     
AAD-12                         IVGNMAWHADSTYMPV--MAQGAVFSAEVVPAVGGR 
                                     ...: .: :    .   .:.. .:   .:  
gi|558 ESIPFVHLGHRDSLEGDLLNRNNTFKPFAEYKSDYVYEPFPKSVWEQIFGTWLVKPGAGI 
             250       260       270       280       290       300  
 
           40        50        60        70        80               
AAD-12 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA               
         :  . :. .:  ::.  . :....  .. :                             
gi|558 MIFDPYGATISATPEAATPFPHRKGVLFNIQYVNYWFAPGAGAAPLSWSKEIYNYMEPYV 
             310       320       330       340       350       360  
 
gi|558 SKNPRQAYANYRDIDLGRNEVVNGVSTYSSGKVWGQKYFKGNFERLAITKGKVDPTDYFR 
             370       380       390       400       410       420  
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.6  bits: 17.8 E():   67 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (55-76:6-27) 
 
           30        40        50        60        70        80     
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA     
                                     :.:.  ..  : :.  ::...:         
gi|159                          IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
                                        10        20        30      
 
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFXQFYQPDAYPSGAWY 
          40        50        60        70        80        90      
 
>>gi|14276828|gb|AAK58415.1| cysteine protease precursor  (221 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.3  bits: 18.5 E():   69 
Smith-Waterman score: 43; 30.0% identity (55.0% similar) in 20 aa overlap (1-20:1-20) 
 
               10        20        30        40        50        60 
AAD-12 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA 
       : .:. :.  .   :.  ::                                         
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gi|142 IPANFDWRQKTHVNPIRNQGGCGSCWAFAASSVAETLYAIHRHQNIILSEQELLDCTYHL 
               10        20        30        40        50        60 
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.2  bits: 17.8 E():   70 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (45-73:101-129) 
 
           20        30        40        50        60        70     
AAD-12 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
           80 
AAD-12 QQAGSA 
              
gi|273 RRRR   
              
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.2  bits: 17.8 E():   70 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (45-73:101-129) 
 
           20        30        40        50        60        70     
AAD-12 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
           80 
AAD-12 QQAGSA 
              
gi|273 RRRR   
              
 
>>gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 41; 32.0% identity (64.0% similar) in 25 aa overlap (9-33:27-50) 
 
                                 10        20        30        40   
AAD-12                   IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGDGGPGTIKKITF 
               10        20        30         40        50          
 
             50        60        70        80                       
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                       
                                                                    
gi|212 GEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (14-33:30-49) 
 
                               10        20        30        40     
AAD-12                 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFPE 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                         
                                                                    
gi|437 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISHKY 
               70        80        90       100       110       120 
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.2  bits: 17.5 E():   70 
Smith-Waterman score: 39; 53.8% identity (69.2% similar) in 13 aa overlap (38-50:72-84) 
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        10        20        30        40        50        60        
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
                                     ::.::  ::  .:                  
gi|131 ELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDE 
              50        60        70        80        90       100  
 
        70        80 
AAD-12 QSKLGHVQQAGSA 
                     
gi|131 FGALVDKWGAKG  
             110     
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (14-33:31-50) 
 
                                10        20        30        40    
AAD-12                  IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                        
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (14-33:31-50) 
 
                                10        20        30        40    
AAD-12                  IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                        
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (14-33:31-50) 
 
                                10        20        30        40    
AAD-12                  IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                        
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 41; 33.3% identity (56.7% similar) in 30 aa overlap (36-65:9-38) 
 
          10        20        30        40        50        60      
AAD-12 AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV 
                                     :.:   ::  . :::. .     ...:: : 
gi|170                       MKFLVLALCIAAAVAAPLSADEASLVRGSWAQVKHSEV 
                                     10        20        30         
 
          70        80                                              
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AAD-12 YSQSKLGHVQQAGSA                                              
                                                                    
gi|170 DILYYIFKANPDIMAKFPQFAGKDLETLKGTGQFATHAGRIVGFVSEIVALMGNSANMPA 
       40        50        60        70        80        90         
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (14-33:31-50) 
 
                                10        20        30        40    
AAD-12                  IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                        
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (14-33:31-50) 
 
                                10        20        30        40    
AAD-12                  IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                        
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (14-33:31-50) 
 
                                10        20        30        40    
AAD-12                  IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|125 MGVFNYETEATSVIPAARLFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                        
                                                                    
gi|125 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (14-33:31-50) 
 
                                10        20        30        40    
AAD-12                  IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                        
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.1  bits: 18.0 E():   71 
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Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (14-33:31-50) 
 
                                10        20        30        40    
AAD-12                  IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|154 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                        
                                                                    
gi|154 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.1  bits: 19.7 E():   71 
Smith-Waterman score: 49; 26.3% identity (60.5% similar) in 38 aa overlap (42-79:426-463) 
 
              20        30        40        50        60        70  
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     :  ....:   :.. :.  . .:    ..  
gi|258 AERGFFYRNGIYSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNH 
         400       410       420       430       440       450      
 
              80                                                    
AAD-12 GHVQQAGSA                                                    
       : .::::.                                                     
gi|258 GVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQISREQARQLKYNR 
         460       470       480       490       500       510      
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.9  bits: 19.5 E():   73 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (54-75:332-353) 
 
            30        40        50        60        70        80    
AAD-12 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA    
                                     : :     ::..:. .  :.::         
gi|259 LTTLNSLNLPILKWLQLSVEKGVLYKNALVLPHWNLNSHSIIYGCKGKGQVQVVDNFGNR 
             310       320       330       340       350       360  
 
gi|259 VFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRAMTSPLAGRTSVLGGMPEEVL 
             370       380       390       400       410       420  
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.6  bits: 17.2 E():   76 
Smith-Waterman score: 38; 37.5% identity (62.5% similar) in 16 aa overlap (15-30:41-56) 
 
                               10        20        30        40     
AAD-12                 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..  :: :  ..: :               
gi|166 GSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAAYVMNLYYQHAG 
               20        30        40        50        60        70 
 
           50        60        70        80 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA 
                                            
gi|166 RNSWNCDFSQTATLTNTNPSYGACNFPSGSN      
               80        90       100       
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.5  bits: 17.7 E():   76 
Smith-Waterman score: 40; 35.3% identity (70.6% similar) in 17 aa overlap (19-35:30-46) 
 
                          10        20        30        40          
AAD-12            IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                    :::. ...  :  ::..               
gi|476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVQGATVAVDCRPFNGGESKLKAEATTDGLGWY 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSA                              
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gi|476 KIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQGIRYANPIAFFR 
               70        80        90       100       110       120 
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 17.7 E():   84 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (12-27:29-44) 
 
                                10        20        30        40    
AAD-12                  IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|892 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                        
                                                                    
gi|892 GSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 17.7 E():   84 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (12-27:29-44) 
 
                                10        20        30        40    
AAD-12                  IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|215 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAATGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                        
                                                                    
gi|215 GSPITTMTVRTDAVNKEALSYDSTVIDGDILLGFIESIETHMVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 17.7 E():   84 
Smith-Waterman score: 40; 43.8% identity (62.5% similar) in 16 aa overlap (12-27:29-44) 
 
                                10        20        30        40    
AAD-12                  IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.:.                 
gi|134 MGVQTHVLELTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPD 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                        
                                                                    
gi|134 GGPITTMTLRIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIF 
               70        80        90       100       110       120 
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 67.5  bits: 19.4 E():   86 
Smith-Waterman score: 50; 24.2% identity (58.1% similar) in 62 aa overlap (7-66:361-421) 
 
                                       10          20        30     
AAD-12                         IVGNMAWHADSTYMPVM--AQGAVFSAEVVPAVGGR 
                                     ...: .:.::   . . .:   : :..:   
gi|558 IKSVPFIHLGKQATLSDLLNRNNTFKPFAEYKSDYVYQPVPKPVWAQIFVWLVKPGAGI- 
              340       350       360       370       380           
 
           40        50        60        70        80               
AAD-12 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA               
         .  . :: .:  ::.  . :....  .. :                             
gi|558 MVMDPYGAAISATPEAATPFPHRKDVLFNIQYVNYWFDEAGGAAPLQWSKDMYRFMEPYV 
     390       400       410       420       430       440          
 
gi|558 SKNPRQAYANYRDIDLGRNEVVNDISTYASGKVWGEKYFKGNFQRLAITKGKVDPQDYFR 
     450       460       470       480       490       500          
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>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.5  bits: 17.2 E():   86 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (37-50:39-52) 
 
         10        20        30        40        50        60       
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|730 TLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
         70        80                               
AAD-12 SQSKLGHVQQAGSA                               
                                                    
gi|730 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.5  bits: 17.2 E():   86 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (37-50:39-52) 
 
         10        20        30        40        50        60       
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|191 TLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
         70        80                               
AAD-12 SQSKLGHVQQAGSA                               
                                                    
gi|191 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 67.4  bits: 20.2 E():   87 
Smith-Waterman score: 50; 28.9% identity (60.5% similar) in 38 aa overlap (39-76:827-864) 
 
       10        20        30        40        50        60         
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     ...:: :  :.:   :   :. ..: : .. 
gi|377 NEKVKVYKRQMQEQEGMSQQNLTRVRRFQRELEAAEDRADQAESNLSFIRAKHRSWVTTS 
        800       810       820       830       840       850       
 
       70        80        
AAD-12 SKLGHVQQAGSA        
       .  : ..:            
gi|377 QVPGGTRQVFTTQEETTNY 
        860       870      
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 67.4  bits: 20.2 E():   87 
Smith-Waterman score: 50; 28.9% identity (60.5% similar) in 38 aa overlap (39-76:827-864) 
 
       10        20        30        40        50        60         
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     ...:: :  :.:   :   :. ..: : .. 
gi|219 NEKVKVYKRQMQEQEGMSQQNLTRVRRFQRELEAAEDRADQAESNLSFIRAKHRSWVTTS 
        800       810       820       830       840       850       
 
       70        80        
AAD-12 SKLGHVQQAGSA        
       .  : ..:            
gi|219 QVPGGTRQVFVTEQESSNF 
        860       870      
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (15-33:31-49) 
 
                               10        20        30        40     
AAD-12                 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
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gi|159 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                         
                                                                    
gi|159 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (15-33:31-49) 
 
                               10        20        30        40     
AAD-12                 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|384 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENISGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                         
                                                                    
gi|384 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|4376222|emb|CAA04829.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (15-33:31-49) 
 
                               10        20        30        40     
AAD-12                 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|437 GVFNYEIGATSVIPAARLFKAFILVGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                         
                                                                    
gi|437 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
               70        80        90       100       110       120 
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (15-33:31-49) 
 
                               10        20        30        40     
AAD-12                 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|437 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                         
                                                                    
gi|437 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (15-33:32-50) 
 
                               10        20        30        40     
AAD-12                 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYEIEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           50        60        70        80                         
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                         
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
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              70        80        90       100       110       120  
 
>>gi|4006953|emb|CAA07323.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (15-33:32-50) 
 
                               10        20        30        40     
AAD-12                 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           50        60        70        80                         
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                         
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006957|emb|CAA07325.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (15-33:32-50) 
 
                               10        20        30        40     
AAD-12                 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKINFPE 
              10        20        30        40        50        60  
 
           50        60        70        80                         
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                         
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (15-33:32-50) 
 
                               10        20        30        40     
AAD-12                 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           50        60        70        80                         
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                         
                                                                    
gi|132 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (15-33:32-50) 
 
                               10        20        30        40     
AAD-12                 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           50        60        70        80                         
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                         
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (15-33:32-50) 
 
                               10        20        30        40     
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AAD-12                 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|114 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           50        60        70        80                         
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                         
                                                                    
gi|114 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|82492265|gb|ABB78006.1| major allergen Pru p 1 [Pru  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 32.0% identity (64.0% similar) in 25 aa overlap (9-33:27-50) 
 
                                 10        20        30        40   
AAD-12                   IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  .:.. . ::          
gi|824 MGVFTYESEFTSEIPPPRLFKAFVLDADNL-VPKIAPQAIKHSEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
             50        60        70        80                       
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                       
                                                                    
gi|824 GEGSQYGYVKHKIDSIDKENHSYSYTLIEGDALGDNLEKISYETKLVASPSGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (15-33:32-50) 
 
                               10        20        30        40     
AAD-12                 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|256 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           50        60        70        80                         
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                         
                                                                    
gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|167472849|gb|ABZ81046.1| pollen allergen Que a 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 30.0% identity (70.0% similar) in 20 aa overlap (14-33:31-50) 
 
                                10        20        30        40    
AAD-12                  IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :. :.:.. . ::           
gi|167 MGVFTYESEDASVIPPARLFKAFVLDSDNLIPKVVPQALKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                        
                                                                    
gi|167 EGSHLKHAKHRIDVIDPENFTYSFSVIEGDALFDKLENVSTETKIVASPDGGSIVKSTSK 
               70        80        90       100       110       120 
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (15-33:32-50) 
 
                               10        20        30        40     
AAD-12                 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           50        60        70        80                         
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                         
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gi|459 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (15-33:32-50) 
 
                               10        20        30        40     
AAD-12                 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           50        60        70        80                         
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                         
                                                                    
gi|116 GIPFKYVKGRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|1321728|emb|CAA96547.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (15-33:32-50) 
 
                               10        20        30        40     
AAD-12                 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           50        60        70        80                         
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                         
                                                                    
gi|132 GFPFKYVKDRVDEVAHKNFKYSYSVIEGGPIGDTLEKISNEIKIVATPDGRSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1513216|gb|AAC02632.1| cherry-allergen PRUA1 [Prunu  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 32.0% identity (64.0% similar) in 25 aa overlap (9-33:27-50) 
 
                                 10        20        30        40   
AAD-12                   IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  .:.. . ::          
gi|151 MGVFTYESEFTSEIPPPRLFKAFVLDADNL-VPKIAPQAIKHSEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
             50        60        70        80                       
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                       
                                                                    
gi|151 GEGSQYGYVKHKIDSIDKENYSYSYTLIEGDALGDTLEKISYETKLVASPSGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (15-33:32-50) 
 
                               10        20        30        40     
AAD-12                 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSLIPAARLFRAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           50        60        70        80                         
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                         
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (15-33:32-50) 
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                               10        20        30        40     
AAD-12                 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           50        60        70        80                         
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                         
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (15-33:32-50) 
 
                               10        20        30        40     
AAD-12                 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPG 
              10        20        30        40        50        60  
 
           50        60        70        80                         
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                         
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (15-33:32-50) 
 
                               10        20        30        40     
AAD-12                 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           50        60        70        80                         
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                         
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (15-33:32-50) 
 
                               10        20        30        40     
AAD-12                 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           50        60        70        80                         
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                         
                                                                    
gi|132 GIPFKYVKDRVDEVDHANFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (15-33:32-50) 
 
                               10        20        30        40     
AAD-12                 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKASILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
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           50        60        70        80                         
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                         
                                                                    
gi|132 GSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKF 
              70        80        90       100       110       120  
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (15-33:32-50) 
 
                               10        20        30        40     
AAD-12                 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|241 GVFNYETETTSVIPAARLFKAFFLDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           50        60        70        80                         
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                         
                                                                    
gi|241 GFPFRYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (15-33:32-50) 
 
                               10        20        30        40     
AAD-12                 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           50        60        70        80                         
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                         
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (15-33:32-50) 
 
                               10        20        30        40     
AAD-12                 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           50        60        70        80                         
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                         
                                                                    
gi|125 GFPFKYVKDGVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (15-33:32-50) 
 
                               10        20        30        40     
AAD-12                 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           50        60        70        80                         
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                         
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
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 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (15-33:32-50) 
 
                               10        20        30        40     
AAD-12                 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           50        60        70        80                         
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                         
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (15-33:32-50) 
 
                               10        20        30        40     
AAD-12                 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           50        60        70        80                         
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                         
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVTTPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (15-33:32-50) 
 
                               10        20        30        40     
AAD-12                 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           50        60        70        80                         
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                         
                                                                    
gi|125 GFPFEYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (15-33:32-50) 
 
                               10        20        30        40     
AAD-12                 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           50        60        70        80                         
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                         
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDILEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (15-33:32-50) 
 
                               10        20        30        40     
AAD-12                 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
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              10        20        30        40        50        60  
 
           50        60        70        80                         
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                         
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGPILKISNKY 
              70        80        90       100       110       120  
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (14-33:31-50) 
 
                                10        20        30        40    
AAD-12                  IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|730 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                        
                                                                    
gi|730 EGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (15-33:32-50) 
 
                               10        20        30        40     
AAD-12                 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           50        60        70        80                         
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                         
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   89 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (14-33:31-50) 
 
                                10        20        30        40    
AAD-12                  IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                        
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGFVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.3  bits: 18.4 E():   89 
Smith-Waterman score: 43; 47.6% identity (71.4% similar) in 21 aa overlap (16-36:8-24) 
 
               10        20        30        40        50        60 
AAD-12 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA 
                      .:. :::..: :   ::: .:                         
gi|286         MGSLANNIMVVGAVLAALV---VGG-SCGPPKVPPGPNITTNYNGKWLTARA 
                       10           20         30        40         
 
               70        80                                         
AAD-12 RHSLVYSQSKLGHVQQAGSA                                         
                                                                    
gi|286 TWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPEC 
       50        60        70        80        90       100         

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 3647



 

 

 
>>gi|2497749|sp|Q40905.1|NLT13_PARJU RecName: Full=Proba  (138 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.1  bits: 17.4 E():   91 
Smith-Waterman score: 39; 19.0% identity (71.4% similar) in 21 aa overlap (1-21:16-36) 
 
                              10        20        30        40      
AAD-12                IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD 
                      ... ..: ....  :. : :.                         
gi|249 MRTVSARSSVALVVIVAAVLVWTSSASVAPAPAPGSEETCGTVVGALMPCLPFVQGKEKE 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA                          
                                                                    
gi|249 PSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDSKLPP 
               70        80        90       100       110       120 
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.4 E():   92 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (22-31:57-66) 
 
                        10        20        30        40        50  
AAD-12          IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .::  .::::                     
gi|291 ATAGGSLLVPSGLILAGTVIALTLATPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAA 
         30        40        50        60        70        80       
 
              60        70        80                          
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSA                          
                                                              
gi|291 VTVLSWIYRYVTGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVTGSQGS 
         90       100       110       120       130       140 
 
>>gi|320545|pir||A45786 major pollen allergen Bet v I -   (51 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.8  bits: 15.9 E():   94 
Smith-Waterman score: 33; 36.8% identity (52.6% similar) in 19 aa overlap (15-33:31-49) 
 
                               10        20        30        40     
AAD-12                 IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :  :.: .   ::            
gi|320 GVFNYEAETTSVIPAAWLWKXFILDGDNLFPKVAPQAXTSVENIYERGGWG          
               10        20        30        40        50           
 
           50        60        70        80 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA 
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.7  bits: 18.4 E():   96 
Smith-Waterman score: 43; 27.3% identity (66.7% similar) in 33 aa overlap (46-78:195-226) 
 
          20        30        40        50        60        70      
AAD-12 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :.:  ..:.  :.. :...   :..  . : 
gi|624 SKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIVHAIFMQQGQRQGVQIVQQQ-PQPQ 
          170       180       190       200       210        220    
 
          80                                                        
AAD-12 QAGSA                                                        
       :.:                                                          
gi|624 QVGQCVLVQGQGVVQPQQLAQMEAIRTLVLQSVPSMCNFNVPPNCSTIKAPFVGVVTGVG 
           230       240       250       260       270       280    
 
>>gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos tauru  (172 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.6 E():   97 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (55-76:49-70) 
 
           30        40        50        60        70        80     
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA     
                                     :.:.  ..  : :.  ::...:         
gi|159 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
       20        30        40        50        60        70         

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 3648



 

 

 
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
       80        90       100       110       120       130         
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.4 E():   97 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (22-31:62-71) 
 
                        10        20        30        40        50  
AAD-12          IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .::  .::::                     
gi|198 VTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAA 
              40        50        60        70        80        90  
 
              60        70        80                          
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSA                          
                                                              
gi|198 LSVLSWIYRYLTGKHPPGADQLESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
             100       110       120       130       140      
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.4 E():   97 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (22-31:62-71) 
 
                        10        20        30        40        50  
AAD-12          IVGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .::  .::::                     
gi|753 VTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAA 
              40        50        60        70        80        90  
 
              60        70        80                          
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSA                          
                                                              
gi|753 LSVLSWIYRYLTGKHPPGADQLESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
             100       110       120       130       140      
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:47 2011 done: Fri Jan 21 00:02:47 2011 
 Total Scan time:  0.080 Total Display time:  0.070 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 103  - 182 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     3     0:= 
  30     1     2:* 
  32     4     8:==* 
  34    11    22:====   * 
  36    26    44:=========     * 
  38    38    73:=============           * 
  40    95   102:================================ * 
  42    61   125:=====================                    * 
  44   124   138:==========================================   * 
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  46   137   140:==============================================* 
  48   123   134:=========================================   * 
  50   179   122:========================================*=================== 
  52   119   108:===================================*==== 
  54   108    92:==============================*===== 
  56    58    77:====================     * 
  58    51    63:=================   * 
  60    50    51:================* 
  62    46    41:=============*== 
  64    37    33:==========*== 
  66    45    26:========*====== 
  68    34    20:======*===== 
  70    36    16:=====*====== 
  72     8    12:===* 
  74    19    10:===*=== 
  76    15     8:==*== 
  78    11     6:=*== 
  80    17     5:=*==== 
  82     1     3:* 
  84    10     3:*=== 
  86     3     2:* 
  88     6     2:*=         inset = represents 1 library sequences 
  90     1     1:* 
  92     6     1:*=        :*===== 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     2     0:=         *== 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.80550.00301; mu= 0.7220 0.158 
 mean_var=31.7869 8.474, 0's: 2 Z-trim: 3  B-trim: 186 in 1/43 
 Lambda= 0.227484 
 Kolmogorov-Smirnov  statistic: 0.1105 (N=29) at  48 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   64 25.7     0.3 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   62 25.0    0.52 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   57 23.4     1.3 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   57 23.3     1.6 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   57 23.3     1.9 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   56 22.9     2.4 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   58 23.3     3.4 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   53 22.0     3.7 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   53 22.0     3.7 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   54 22.3     3.7 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   52 21.8       4 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   53 22.0     4.1 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   53 22.0     4.7 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.7     5.5 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 21.6     5.8 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   52 21.6     5.8 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   52 21.6     5.8 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   52 21.6     5.9 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   49 20.8     6.8 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 18.5     8.1 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 18.5     8.1 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.7     8.7 
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gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.7     9.1 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.7     9.1 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.7     9.3 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   56 22.4      10 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   56 22.4      10 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   53 21.7      11 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   56 22.4      11 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   49 20.7      11 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   54 21.9      11 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   49 20.7      11 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   52 21.3      14 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   51 21.0      16 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 19.8      16 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 20.0      17 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   45 19.5      17 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 20.0      18 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 20.0      18 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   47 20.0      18 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   47 20.0      18 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   47 20.0      18 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   47 20.0      18 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   47 20.0      18 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   47 20.0      18 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   47 20.0      18 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   47 20.0      18 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   47 20.0      18 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   47 20.0      18 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   47 20.0      18 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 20.0      18 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 20.0      18 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.7      20 
gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   48 20.2      20 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 20.7      21 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   44 19.2      22 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   46 19.7      23 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 19.7      23 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 19.7      23 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 19.7      23 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   46 19.7      23 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 19.7      23 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   46 19.7      23 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 16.9      25 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 18.4      27 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.9      27 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   45 19.3      28 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   45 19.3      28 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   45 19.3      28 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   45 19.3      28 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   45 19.3      28 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   45 19.3      28 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   45 19.3      29 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   45 19.3      29 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   47 19.8      30 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 20.6      30 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   43 18.8      31 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   43 18.8      32 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 20.5      33 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   49 20.3      34 
gi|14422363|emb|CAC41635.1| plantain pollen major  ( 131)   43 18.8      34 
gi|14422361|emb|CAC41634.1| plantain pollen major  ( 131)   43 18.8      34 
gi|14422359|emb|CAC41633.1| plantain pollen major  ( 131)   43 18.8      34 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   44 19.0      35 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 15.8      36 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   44 19.0      36 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   44 19.0      36 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   44 19.0      36 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   44 19.0      36 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   44 19.0      36 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   49 20.2      36 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 20.2      37 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   47 19.7      38 
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gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   49 20.2      41 
gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Glo ( 151)   43 18.7      41 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   43 18.7      43 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   43 18.7      45 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   43 18.7      45 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   43 18.7      45 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.9      45 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   42 18.4      50 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.6      51 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 15.2      51 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 14.4      55 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   41 18.1      55 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 19.8      55 
gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allerge ( 159)   42 18.4      55 
gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allerge ( 159)   42 18.4      55 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   42 18.4      55 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   42 18.4      55 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.4      55 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 18.4      56 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.4      56 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.4      56 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.4      56 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   42 18.4      56 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   42 18.4      56 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.4      56 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 18.4      56 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   42 18.4      56 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 18.4      56 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   42 18.4      56 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   42 18.4      56 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.4      56 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   42 18.4      56 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   42 18.4      56 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.4      56 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.4      56 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   42 18.4      56 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.4      56 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   41 18.1      59 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   28 14.9      59 
gi|4006963|emb|CAA07328.1| pollen allergen Betv1,  ( 120)   40 17.8      60 
gi|4006947|emb|CAA07320.1| pollen allergen Betv1,  ( 120)   40 17.8      60 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   41 18.1      60 
gi|114326420|ref|NP_001041618.1| major allergen I  (  88)   38 17.3      63 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 17.8      66 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   41 18.0      69 
gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allerge ( 159)   41 18.0      69 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   48 19.8      69 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   40 17.8      69 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   40 17.8      69 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.5      70 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   41 18.0      70 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   41 18.0      70 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   41 18.0      70 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   41 18.0      70 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   41 18.0      70 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   41 18.0      70 
gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   41 18.0      70 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   41 18.0      70 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   41 18.0      70 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   47 19.5      71 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   38 17.3      75 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   40 17.7      75 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   47 19.5      76 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   40 17.7      83 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   40 17.7      83 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   40 17.7      83 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.4      84 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   50 20.2      85 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   50 20.2      85 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   38 17.2      86 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   38 17.2      86 
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gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   40 17.7      86 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   40 17.7      86 
gi|4376222|emb|CAA04829.1| pollen allergen, Betv1  ( 159)   40 17.7      86 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   40 17.7      86 
gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=M ( 160)   40 17.7      87 
gi|4006953|emb|CAA07323.1| pollen allergen Betv1,  ( 160)   40 17.7      87 
gi|4006957|emb|CAA07325.1| pollen allergen Betv1,  ( 160)   40 17.7      87 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   40 17.7      87 
gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=M ( 160)   40 17.7      87 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   40 17.7      87 
gi|82492265|gb|ABB78006.1| major allergen Pru p 1  ( 160)   40 17.7      87 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   40 17.7      87 
gi|167472849|gb|ABZ81046.1| pollen allergen Que a  ( 160)   40 17.7      87 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   40 17.7      87 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   40 17.7      87 
gi|1321728|emb|CAA96547.1| major allergen Bet v 1  ( 160)   40 17.7      87 
gi|1513216|gb|AAC02632.1| cherry-allergen PRUA1 [P ( 160)   40 17.7      87 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   40 17.7      87 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   40 17.7      87 
gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 ( 160)   40 17.7      87 
gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen be ( 160)   40 17.7      87 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   40 17.7      87 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   40 17.7      87 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   40 17.7      87 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   40 17.7      87 
gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula pl ( 160)   40 17.7      87 
gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 ( 160)   40 17.7      87 
gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Be ( 160)   40 17.7      87 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   40 17.7      87 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   40 17.7      87 
gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 ( 160)   40 17.7      87 
gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula pl ( 160)   40 17.7      87 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   40 17.7      87 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   40 17.7      87 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   43 18.4      87 
gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 ( 161)   40 17.7      88 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   39 17.4      92 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   43 18.4      94 
gi|320545|pir||A45786 major pollen allergen Bet v  (  51)   33 15.9      94 
gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos t ( 172)   40 17.7      96 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   39 17.4      96 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   39 17.4      96 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   44 18.7      96 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   47 19.4      98 
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  64  Z-score: 111.8  bits: 25.7 E():  0.3 
Smith-Waterman score: 64; 29.5% identity (63.9% similar) in 61 aa overlap (20-78:9-65) 
 
               10        20        30        40          50         
AAD-12 VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRS 
                          : :.: :. : : .    :.:  .: :  ..:..:.   .. 
gi|111            MKFAIVLIACFAASVL-AQGHKPKKDDFRNEFDHLLIEQANHAI---EK 
                          10         20        30        40         
 
       60        70        80                                       
AAD-12 ARHSLVYSQSKLGHVQQAGSAY                                       
       ..:.:.: : .: ....  :                                         
gi|111 GEHQLLYLQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERF 
          50        60        70        80        90       100      
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 107.5  bits: 25.0 E(): 0.52 
Smith-Waterman score: 62; 26.5% identity (59.2% similar) in 49 aa overlap (10-58:5-52) 
 
               10        20        30        40        50        60 
AAD-12 VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR 
                :.  :..  ... :. .. :. :. :.: :    . : :. :  : :..   
gi|189      MASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPL-EGCREYVAQQTCG 
                    10        20        30        40         50     
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               70        80                                         
AAD-12 HSLVYSQSKLGHVQQAGSAY                                         
                                                                    
gi|189 VTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEP 
           60        70        80        90       100       110     
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 100.4  bits: 23.4 E():  1.3 
Smith-Waterman score: 57; 26.7% identity (60.0% similar) in 45 aa overlap (36-80:26-70) 
 
          10        20        30        40        50        60      
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::      :.  . . :  ..:.   :.. 
gi|527      MVHHITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAF 
                    10        20        30        40        50      
 
          70        80                                              
AAD-12 SQSKLGHVQQAGSAY                                              
       .. .. :::.:.. :                                              
gi|527 AKVNVDHVQDAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQ 
          60        70        80        90       100       110      
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  50 init1:  50 opt:  57  Z-score: 98.6  bits: 23.3 E():  1.6 
Smith-Waterman score: 57; 24.5% identity (59.2% similar) in 49 aa overlap (10-58:5-52) 
 
               10        20        30        40        50        60 
AAD-12 VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR 
                :.  :..  ... :. .. .. :. :.: :    . : :. :  : :..   
gi|439      MASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPL-EGCREYVAQQTCG 
                    10        20        30        40         50     
 
               70        80                                         
AAD-12 HSLVYSQSKLGHVQQAGSAY                                         
                                                                    
gi|439 VTIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKE 
           60        70        80        90       100       110     
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 97.6  bits: 23.3 E():  1.9 
Smith-Waterman score: 57; 41.4% identity (69.0% similar) in 29 aa overlap (4-32:23-50) 
 
                                  10        20        30        40  
AAD-12                    VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: :::.: . ::          
gi|444 MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
              50        60        70        80                      
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                      
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 95.8  bits: 22.9 E():  2.4 
Smith-Waterman score: 56; 40.0% identity (68.0% similar) in 25 aa overlap (8-32:27-50) 
 
                                  10        20        30        40  
AAD-12                    VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. :::.. . ::          
gi|165 MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
              50        60        70        80                      
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                      
                                                                    
gi|165 GEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSILKNTS 
      60        70        80        90       100       110          
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
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 initn:  49 init1:  49 opt:  58  Z-score: 92.8  bits: 23.3 E():  3.4 
Smith-Waterman score: 58; 26.0% identity (56.0% similar) in 50 aa overlap (5-54:23-71) 
 
                                 10        20        30        40   
AAD-12                   VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                             .. ::. : :. :   .  : ..::.::    .: .   
gi|663 MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGKATTDEQKL 
               10        20        30        40         50          
 
             50        60        70        80                       
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                       
        . .. . .: :                                                 
gi|663 LEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILKLDTDYDVA 
      60        70        80        90       100       110          
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 92.3  bits: 22.0 E():  3.7 
Smith-Waterman score: 53; 27.9% identity (62.3% similar) in 61 aa overlap (20-78:9-65) 
 
               10        20        30        40          50         
AAD-12 VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRS 
                          : :.: :. :   .    :.:  .: :  ..:..:.   .. 
gi|111            MKFAIVLIACFAASVL-AQEHKPEKDDFRNEFDHLLIEQANHAI---EK 
                          10         20        30        40         
 
       60        70        80                                       
AAD-12 ARHSLVYSQSKLGHVQQAGSAY                                       
       ..:.:.: : .: ....  :                                         
gi|111 GEHQLLYLQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERF 
          50        60        70        80        90       100      
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 92.3  bits: 22.0 E():  3.7 
Smith-Waterman score: 53; 27.9% identity (62.3% similar) in 61 aa overlap (20-78:9-65) 
 
               10        20        30        40          50         
AAD-12 VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRS 
                          : :.: :. :   .    :.:  .: :  ..:..:.   .. 
gi|420            MKFAIVLIACFAASVL-AQEHKPKKDDFRNEFDHLLIEQANHAI---EK 
                          10         20        30        40         
 
       60        70        80                                       
AAD-12 ARHSLVYSQSKLGHVQQAGSAY                                       
       ..:.:.: : .: ....  :                                         
gi|420 GEHQLLYLQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERF 
          50        60        70        80        90       100      
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 92.2  bits: 22.3 E():  3.7 
Smith-Waterman score: 54; 37.9% identity (69.0% similar) in 29 aa overlap (4-32:23-50) 
 
                                  10        20        30        40  
AAD-12                    VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: .::.: . ::          
gi|444 MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
              50        60        70        80                      
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                      
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 91.7  bits: 21.8 E():    4 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (38-78:11-50) 
 
        10        20        30        40          50        60      
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVY 
                                     :.:  .: :  ..:..:.   ....:.:.: 
gi|160                     GSQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLY 
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                                   10        20           30        
 
          70        80                                              
AAD-12 SQSKLGHVQQAGSAY                                              
        : .: ....  :                                                
gi|160 LQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQT 
        40        50        60        70        80        90        
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 91.5  bits: 22.0 E():  4.1 
Smith-Waterman score: 53; 24.5% identity (55.1% similar) in 49 aa overlap (10-58:5-52) 
 
               10        20        30        40        50        60 
AAD-12 VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR 
                :.  :..   .. :. .. .. :  :.: :    . : :. :  : :..   
gi|217      MASKSSISPLLLATVLVSVFAAATATGPYCYAGMGLPINPL-EGCREYVAQQTCG 
                    10        20        30        40         50     
 
               70        80                                         
AAD-12 HSLVYSQSKLGHVQQAGSAY                                         
                                                                    
gi|217 ISISGSAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPRE 
           60        70        80        90       100       110     
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  53  Z-score: 90.5  bits: 22.0 E():  4.7 
Smith-Waterman score: 53; 22.4% identity (55.2% similar) in 58 aa overlap (13-64:31-87) 
 
                                 10        20        30             
AAD-12                   VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICF- 
               10        20        30        40        50           
 
        40        50         60        70        80                 
AAD-12 DMRAAYDALDEATRALVHQR-SARHSLVYSQSKLGHVQQAGSAY                 
       :  . .. . . .. . .   : :.:..                                 
gi|132 DEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSIS 
      60        70        80        90       100       110          
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 89.2  bits: 21.7 E():  5.5 
Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (43-66:29-52) 
 
             20        30        40        50        60        70   
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 
                                     : : :::  : .  ..: .: .::       
gi|144   KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLS 
                 10        20        30        40        50         
 
             80                                                     
AAD-12 VQQAGSAY                                                     
                                                                    
gi|144 DSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAG 
       60        70        80        90       100       110         
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 88.8  bits: 21.6 E():  5.8 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (8-32:27-50) 
 
                                  10        20        30        40  
AAD-12                    VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|602 MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
              50        60        70        80                      
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                      
                                                                    
gi|602 GEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIKSTSH 
      60        70        80        90       100       110          
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>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 88.8  bits: 21.6 E():  5.8 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (8-32:27-50) 
 
                                  10        20        30        40  
AAD-12                    VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|131 MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
              50        60        70        80                      
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                      
                                                                    
gi|131 GEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 88.8  bits: 21.6 E():  5.8 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (8-32:27-50) 
 
                                  10        20        30        40  
AAD-12                    VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|279 MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
              50        60        70        80                      
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                      
                                                                    
gi|279 GEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 88.7  bits: 21.6 E():  5.9 
Smith-Waterman score: 52; 37.9% identity (69.0% similar) in 29 aa overlap (4-32:23-50) 
 
                                  10        20        30        40  
AAD-12                    VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: .::.: . ::          
gi|444 MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
              50        60        70        80                      
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                      
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 87.5  bits: 20.8 E():  6.8 
Smith-Waterman score: 49; 22.4% identity (56.9% similar) in 58 aa overlap (18-75:4-59) 
 
               10        20        30        40        50        60 
AAD-12 VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR 
                        .:.. .:.:. :. :     : .: . :   :...    ..:  
gi|777               MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAF 
                             10        20        30        40       
 
               70        80                                         
AAD-12 HSLVYSQSKLGHVQQAGSAY                                         
          . .:.: : ...                                              
gi|777 A--IIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAM 
           50        60        70        80        90       100     
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 86.1  bits: 18.5 E():  8.1 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (6-12:19-25) 
 
                            10        20        30        40        
AAD-12              VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
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                         :.::..:                                    
gi|320 YTTEGGKKVEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 86.1  bits: 18.5 E():  8.1 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (6-12:19-25) 
 
                            10        20        30        40        
AAD-12              VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                         :.::..:                                    
gi|320 YTTEGGTKAEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.6  bits: 22.7 E():  8.7 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (39-78:372-411) 
 
       10        20        30        40        50        60         
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|224 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             350       360       370       380       390       400  
 
       70        80                                                 
AAD-12 KLGHVQQAGSAY                                                 
         .::: . :                                                   
gi|224 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             410       420       430       440       450       460  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.2  bits: 22.7 E():  9.1 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (39-78:392-431) 
 
       10        20        30        40        50        60         
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|199 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
       70        80                                                 
AAD-12 KLGHVQQAGSAY                                                 
         .::: . :                                                   
gi|199 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             430       440       450       460       470       480  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.2  bits: 22.7 E():  9.1 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (39-78:392-431) 
 
       10        20        30        40        50        60         
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|571 GNRSPHIYDPQRWFTQNCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
       70        80                                                 
AAD-12 KLGHVQQAGSAY                                                 
         .::: . :                                                   
gi|571 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFA 
             430       440       450       460       470       480  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.1  bits: 22.7 E():  9.3 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (39-78:400-439) 
 
       10        20        30        40        50        60         
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|213 RSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
     370       380       390       400       410       420          
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       70        80                                                 
AAD-12 KLGHVQQAGSAY                                                 
         .::: . :                                                   
gi|213 GRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLA 
     430       440       450       460       470       480          
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 84.2  bits: 22.4 E():   10 
Smith-Waterman score: 56; 22.9% identity (54.3% similar) in 70 aa overlap (9-77:140-207) 
 
                                     10        20        30         
AAD-12                       VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     :   .:. .   ... : .:.:.  . . : 
gi|186 TFEEPQQPQQRGQSSRPQDRHQKIYNFREGDLIAVPTGVAWWMYNNEDTPVVA--VSIID 
     110       120       130       140       150       160          
 
       40        50         60        70        80                  
AAD-12 MRAAYDALDEATRAL-VHQRSARHSLVYSQSKLGHVQQAGSAY                  
         .  . ::.  : . .   . .. : :.: . :: .: :                     
gi|186 TNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEENEGGSILSGFTLE 
       170       180       190       200       210       220        
 
gi|186 FLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQRPQEEEEEEEDEK 
       230       240       250       260       270       280        
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 84.2  bits: 22.4 E():   10 
Smith-Waterman score: 56; 22.9% identity (54.3% similar) in 70 aa overlap (9-77:140-207) 
 
                                     10        20        30         
AAD-12                       VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     :   .:. .   ... : .:.:.  . . : 
gi|186 TFEEPQQPQQRGQSSRPQDRHQKIYNSREGDLIAVPTGVAWWMYNNEDTPVVA--VSIID 
     110       120       130       140       150       160          
 
       40        50         60        70        80                  
AAD-12 MRAAYDALDEATRAL-VHQRSARHSLVYSQSKLGHVQQAGSAY                  
         .  . ::.  : . .   . .. : :.: . :: .: :                     
gi|186 TNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEENEGGSILSGFTLE 
       170       180       190       200       210       220        
 
gi|186 FLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQRPQEEEEEEEDEK 
       230       240       250       260       270       280        
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.0  bits: 21.7 E():   11 
Smith-Waterman score: 53; 25.0% identity (55.0% similar) in 40 aa overlap (5-44:23-62) 
 
                                 10        20        30        40   
AAD-12                   VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                             .. ::. : :. :   .  : .  :.::..   ...   
gi|441 MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLL 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                       
        :                                                           
gi|441 EDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAY 
               70        80        90       100       110       120 
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 83.9  bits: 22.4 E():   11 
Smith-Waterman score: 56; 28.9% identity (52.6% similar) in 38 aa overlap (41-78:371-408) 
 
               20        30        40        50        60        70 
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :  : . .  ..:  .  ::..:      
gi|370 RSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGR 
              350       360       370       380       390       400 
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               80                                                   
AAD-12 GHVQQAGSAY                                                   
       .::: . :                                                     
gi|370 AHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGE 
              410       420       430       440       450       460 
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 83.8  bits: 20.7 E():   11 
Smith-Waterman score: 49; 35.7% identity (52.4% similar) in 42 aa overlap (20-50:37-78) 
 
                          10        20        30              40    
AAD-12            VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR------TCFADMRAAY 
                                     :. : :.: . ::       :   : ...: 
gi|145 EEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSY 
         10        20        30        40        50        60       
 
                 50        60        70        80                   
AAD-12 -----DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                   
            ::.::::                                                 
gi|145 VLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAP 
         70        80        90       100       110       120       
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  37 init1:  37 opt:  54  Z-score: 83.8  bits: 21.9 E():   11 
Smith-Waterman score: 54; 19.7% identity (55.3% similar) in 76 aa overlap (5-77:37-111) 
 
                                         10        20        30     
AAD-12                           VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|682 EAVLLGILLYIPIVLSDDRAPIPANSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQAK 
         10        20        30         40        50        60      
 
              40        50        60        70        80            
AAD-12 CF---ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY            
        .   .:  . . ...:: ...  . . :  : .: .. ..  . :               
gi|682 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSFSPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
gi|682 NMPILVFGGTAAEYGTVDSATLIVESNYFSAVNLKIVNSAPRPDGKRVGAQAAALRISGD 
         130       140       150       160       170       180      
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 83.7  bits: 20.7 E():   11 
Smith-Waterman score: 49; 26.9% identity (52.6% similar) in 78 aa overlap (4-79:23-95) 
 
                                  10        20        30        40  
AAD-12                    VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .:  ::.  .:  : :.  :.:.: . ::   .  .   
gi|604 MAVFTFDDQATSPVAPATLYNALAKDADNI-IP-KAVGSFQSVEIVEGNGGPGTIKKISF 
               10        20        30          40        50         
 
              50          60        70        80                    
AAD-12 AYDALDEATRALVHQRSA--RHSLVYSQSKLGHVQQAGSAY                    
       . :.    :. ..:.  .  . .: :: : .: :    .:                     
gi|604 VEDG---ETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIK 
       60           70        80        90       100       110      
 
gi|604 LTISYHGKGDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
         120       130       140       150      
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.1  bits: 21.3 E():   14 
Smith-Waterman score: 52; 20.8% identity (58.3% similar) in 48 aa overlap (10-57:72-119) 
 
                                    10        20        30          
AAD-12                      VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:...:   :: .  :..  .. :... 
gi|170 QSFSQQPPFSQQQQQPLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQ 
              50        60        70        80        90       100  
 
      40        50        60        70        80                    
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AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                    
       .      ..  . ::.:.                                           
gi|170 QQLVLPPQQQQQQLVQQQIPIVQPSVLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSS 
             110       120       130       140       150       160  
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 81.0  bits: 21.0 E():   16 
Smith-Waterman score: 51; 22.6% identity (64.5% similar) in 31 aa overlap (10-40:66-96) 
 
                                    10        20        30          
AAD-12                      VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:.. ::  :  .. :..  .. :... 
gi|219 QPLPPQQTFPQQPPFSQQQQQQPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQ 
          40        50        60        70        80        90      
 
      40        50        60        70        80                    
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                    
       .                                                            
gi|219 QQLILPPQQQQQLPQQQISIVQPSVLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSC 
         100       110       120       130       140       150      
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 80.8  bits: 19.8 E():   16 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (14-29:66-81) 
 
                                10        20        30        40    
AAD-12                  VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
            50        60        70        80 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                             
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS          
         100       110       120             
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.3  bits: 20.0 E():   17 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (39-55:14-30) 
 
       10        20        30        40        50        60         
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     .: :.: .:.  .. .:              
gi|219                  MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQ 
                                10        20        30        40    
 
       70        80                                                 
AAD-12 KLGHVQQAGSAY                                                 
                                                                    
gi|219 TFEENDLQQLIIEIDADGSGELEFDEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNG 
            50        60        70        80        90       100    
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 80.2  bits: 19.5 E():   17 
Smith-Waterman score: 45; 25.5% identity (58.8% similar) in 51 aa overlap (9-56:13-61) 
 
                   10        20         30          40        50    
AAD-12     VGNMAWHADSTYMPVMAQGAVFSAEVV-PAVG--GRTCFADMRAAYDALDEATRAL 
                   :..   : : :. :. ..    ::  :..  :: . ... ::.   .. 
gi|207 MSITDIVSEKDIDAALESVKAAGS-FNYKIFFQKVGLAGKSA-ADAKKVFEILDRDKSGF 
               10        20         30        40         50         
 
            60        70        80                         
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAY                         
       ..:                                                 
gi|207 IEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
       60        70        80        90       100          
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.0  bits: 20.0 E():   18 
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Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (27-43:141-157) 
 
                   10        20        30        40        50       
AAD-12     VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
         60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAY 
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.0  bits: 20.0 E():   18 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (27-43:141-157) 
 
                   10        20        30        40        50       
AAD-12     VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
         60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAY 
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 79.9  bits: 20.0 E():   18 
Smith-Waterman score: 47; 23.7% identity (54.2% similar) in 59 aa overlap (8-55:27-84) 
 
                                  10        20        30            
AAD-12                    VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCF 
                                 ::.  .: .:  :.  ::.. . ::     .  : 
gi|304 MGLYTFENEFTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
               40        50        60        70        80           
AAD-12 AD------MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY           
       ..      ..   :..:::. . ..                                    
gi|304 GEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.9  bits: 20.0 E():   18 
Smith-Waterman score: 47; 40.0% identity (68.0% similar) in 25 aa overlap (8-32:27-50) 
 
                                  10        20        30        40  
AAD-12                    VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :.:.. . ::          
gi|602 MGVFTYEFEFTSVIPPARLYNAFVLDADNL-IPKIAPQAVKSTEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
              50        60        70        80                      
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                      
                                                                    
gi|602 GEGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.9  bits: 20.0 E():   18 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (8-32:27-50) 
 
                                  10        20        30        40  
AAD-12                    VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEYTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
              50        60        70        80                      
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                      
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
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>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.9  bits: 20.0 E():   18 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (8-32:27-50) 
 
                                  10        20        30        40  
AAD-12                    VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
              50        60        70        80                      
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                      
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.9  bits: 20.0 E():   18 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (8-32:27-50) 
 
                                  10        20        30        40  
AAD-12                    VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|753 MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
              50        60        70        80                      
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                      
                                                                    
gi|753 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.9  bits: 20.0 E():   18 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (8-32:27-50) 
 
                                  10        20        30        40  
AAD-12                    VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|165 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
              50        60        70        80                      
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                      
                                                                    
gi|165 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.9  bits: 20.0 E():   18 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (8-32:27-50) 
 
                                  10        20        30        40  
AAD-12                    VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
              50        60        70        80                      
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                      
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.9  bits: 20.0 E():   18 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (8-32:27-50) 
 
                                  10        20        30        40  
AAD-12                    VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
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                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
              50        60        70        80                      
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                      
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.9  bits: 20.0 E():   18 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (8-32:27-50) 
 
                                  10        20        30        40  
AAD-12                    VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|886 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
              50        60        70        80                      
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                      
                                                                    
gi|886 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.9  bits: 20.0 E():   18 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (8-32:27-50) 
 
                                  10        20        30        40  
AAD-12                    VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
              50        60        70        80                      
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                      
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.9  bits: 20.0 E():   18 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (8-32:27-50) 
 
                                  10        20        30        40  
AAD-12                    VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|134 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
              50        60        70        80                      
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                      
                                                                    
gi|134 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.8  bits: 20.0 E():   18 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (27-43:144-160) 
 
                   10        20        30        40        50       
AAD-12     VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
         60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAY 
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>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.8  bits: 20.0 E():   18 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (27-43:144-160) 
 
                   10        20        30        40        50       
AAD-12     VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
         60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAY 
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.9  bits: 19.7 E():   20 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (39-56:126-143) 
 
       10        20        30        40        50        60         
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . ::..::: :..: ...             
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG         
         100       110       120       130       140                
 
       70        80 
AAD-12 KLGHVQQAGSAY 
 
>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.9  bits: 20.2 E():   20 
Smith-Waterman score: 48; 33.3% identity (59.3% similar) in 27 aa overlap (10-36:17-43) 
 
                      10        20        30        40        50    
AAD-12        VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL 
                       :.:.:  .   ::..:  :  .: : .                  
gi|510 MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLPVIRGKGGGIEFAKT 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAY                                  
                                                                    
gi|510 ETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHLCTPLSLNSFSVDRY 
               70        80        90       100       110       120 
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.6  bits: 20.7 E():   21 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (6-23:66-83) 
 
                                        10        20        30      
AAD-12                          VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
          40        50        60        70        80                
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                
                                                                    
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 78.3  bits: 19.2 E():   22 
Smith-Waterman score: 44; 32.4% identity (56.8% similar) in 37 aa overlap (13-49:65-101) 
 
                                 10        20        30        40   
AAD-12                   VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .:  ..::. ::  . :.:: :  :   :  
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
             50        60        70        80 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
        .  .:.                                
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gi|117 EEEKEESDDDMGFGLFD                      
          100       110                       
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.1  bits: 19.7 E():   23 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (8-32:27-50) 
 
                                  10        20        30        40  
AAD-12                    VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
              50        60        70        80                      
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                      
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIKTTSK 
      60        70        80        90       100       110          
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.0  bits: 19.7 E():   23 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (11-32:29-50) 
 
                                 10        20        30        40   
AAD-12                   VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                       
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.0  bits: 19.7 E():   23 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (11-32:29-50) 
 
                                 10        20        30        40   
AAD-12                   VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                       
                                                                    
gi|400 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.0  bits: 19.7 E():   23 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (11-32:29-50) 
 
                                 10        20        30        40   
AAD-12                   VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                       
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.0  bits: 19.7 E():   23 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (8-32:27-50) 
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                                  10        20        30        40  
AAD-12                    VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
              50        60        70        80                      
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                      
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.0  bits: 19.7 E():   23 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (11-32:29-50) 
 
                                 10        20        30        40   
AAD-12                   VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                       
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.0  bits: 19.7 E():   23 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (8-32:27-50) 
 
                                  10        20        30        40  
AAD-12                    VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|880 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
              50        60        70        80                      
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                      
                                                                    
gi|880 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVIKTTS 
      60        70        80        90       100       110          
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 77.2  bits: 16.9 E():   25 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (6-12:19-25) 
 
                            10        20        30        40        
AAD-12              VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                         :..:..:                                    
gi|320 YTTEGGTKAEAEDVIPEGWKVDTSYE                                   
               10        20                                         
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 76.8  bits: 18.4 E():   27 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (54-75:37-58) 
 
            30        40        50        60        70        80    
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY    
                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
gi|162 VPQLEIVPNS 
         70       
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 76.7  bits: 19.9 E():   27 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (36-57:74-98) 
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          10        20        30        40           50        60   
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---DEATRALVHQRSARHS 
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
 
             70        80                                           
AAD-12 LVYSQSKLGHVQQAGSAY                                           
                                                                    
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.3  bits: 19.3 E():   28 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (8-32:27-50) 
 
                                  10        20        30        40  
AAD-12                    VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|425 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
              50        60        70        80                      
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                      
                                                                    
gi|425 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 76.3  bits: 19.3 E():   28 
Smith-Waterman score: 45; 27.0% identity (64.9% similar) in 37 aa overlap (19-55:49-84) 
 
                           10        20        30        40         
AAD-12             VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|144 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
       50        60        70        80                             
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                             
       :  : ..                                                      
gi|144 AGLAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEAT 
        80        90       100       110       120       130        
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.3  bits: 19.3 E():   28 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (8-32:27-50) 
 
                                  10        20        30        40  
AAD-12                    VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
              50        60        70        80                      
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                      
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.3  bits: 19.3 E():   28 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (8-32:27-50) 
 
                                  10        20        30        40  
AAD-12                    VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
              50        60        70        80                      
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AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                      
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.3  bits: 19.3 E():   28 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (8-32:27-50) 
 
                                  10        20        30        40  
AAD-12                    VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
              50        60        70        80                      
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                      
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.3  bits: 19.3 E():   28 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (8-32:27-50) 
 
                                  10        20        30        40  
AAD-12                    VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|753 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTTKKITF 
               10        20        30         40        50          
 
              50        60        70        80                      
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                      
                                                                    
gi|753 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.3  bits: 19.3 E():   29 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (8-32:27-50) 
 
                                  10        20        30        40  
AAD-12                    VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
              50        60        70        80                      
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                      
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.3  bits: 19.3 E():   29 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (8-32:27-50) 
 
                                  10        20        30        40  
AAD-12                    VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|901 MGGYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
              50        60        70        80                      
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                      
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.9  bits: 19.8 E():   30 
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Smith-Waterman score: 47; 33.3% identity (52.8% similar) in 36 aa overlap (36-71:159-191) 
 
          10        20        30        40        50        60      
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :   . : ..::   :   :: .  :.:   
gi|136 TNTEKLPTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFEIR---HQLTQIHGLYR 
      130       140       150       160       170          180      
 
          70        80                                   
AAD-12 SQSKLGHVQQAGSAY                                   
       :..: :                                            
gi|136 SSDKTGGYWKITMNDGSTYQSDLSKKFEYNTEKPPINIDEIKTIEAEIN 
         190       200       210       220       230     
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.8  bits: 20.6 E():   30 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (6-23:56-73) 
 
                                        10        20        30      
AAD-12                          VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
          40        50        60        70        80                
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                
                                                                    
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.7  bits: 18.8 E():   31 
Smith-Waterman score: 43; 26.0% identity (52.0% similar) in 50 aa overlap (15-64:30-79) 
 
                              10        20        30        40      
AAD-12                VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                                    .  .:.. :.:   .   : :   . :.    
gi|253 TGPYCYAGMGLPINPLEGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHC 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                          
         ::.: .. .::  .: :                                          
gi|253 RCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNAPYCLGLDI 
               70        80        90       100       110       120 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 75.4  bits: 18.8 E():   32 
Smith-Waterman score: 43; 23.5% identity (51.0% similar) in 51 aa overlap (2-52:25-74) 
 
                                      10        20        30        
AAD-12                        VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                               :  : . . ...   :::.  :: .:  . .   :  
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLP-FQ 
               10        20        30        40        50           
 
        40        50        60        70        80                  
AAD-12 DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                  
       ...   :..:    :                                              
gi|217 EIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRL 
      60        70        80        90       100       110          
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.0  bits: 20.5 E():   33 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (6-23:56-73) 
 
                                        10        20        30      
AAD-12                          VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
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          40        50        60        70        80                
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                
                                                                    
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 74.9  bits: 20.3 E():   34 
Smith-Waterman score: 49; 20.3% identity (55.9% similar) in 59 aa overlap (5-60:37-94) 
 
                                         10        20        30     
AAD-12                           VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|269 EAVLLGILLYIPIVLSDDRAPIPSNSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQTK 
         10        20        30         40        50        60      
 
              40        50        60        70        80            
AAD-12 CF---ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY            
        .   .:  . . ...:: ...  . . :                                
gi|269 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSLAPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
>>gi|14422363|emb|CAC41635.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.8  bits: 18.8 E():   34 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (9-26:85-102) 
 
                                     10        20        30         
AAD-12                       VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSGRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
       40        50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                                  
gi|144 RHVKPLSFRAKTDAPGC                          
          120       130                           
 
>>gi|14422361|emb|CAC41634.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.8  bits: 18.8 E():   34 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (9-26:85-102) 
 
                                     10        20        30         
AAD-12                       VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
       40        50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                                  
gi|144 RHVKPLSFRAKTDAPGC                          
          120       130                           
 
>>gi|14422359|emb|CAC41633.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.8  bits: 18.8 E():   34 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (9-26:85-102) 
 
                                     10        20        30         
AAD-12                       VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETDQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
       40        50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                                  
gi|144 RHVKPLSFRAKTDAPGC                          
          120       130                           
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>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.6  bits: 19.0 E():   35 
Smith-Waterman score: 44; 36.4% identity (63.6% similar) in 22 aa overlap (11-32:28-49) 
 
                                10        20        30        40    
AAD-12                  VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                  : .: .:  :. :.: . . ::            
gi|115 GVFNYETETTSVIPAARLFKAFILDGDTLFPQVAPQAISSVENISGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                        
                                                                    
gi|115 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 74.5  bits: 15.8 E():   36 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (59-73:1-15) 
 
       30        40        50        60        70        80 
AAD-12 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     :: . : : ..::..        
gi|323                               ARTAWVDSGAQLGELSY      
                                             10             
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.5  bits: 19.0 E():   36 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (13-32:31-50) 
 
                                 10        20        30        40   
AAD-12                   VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|132 MGVFNYETESTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                       
                                                                    
gi|132 EGSPFKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.5  bits: 19.0 E():   36 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (13-32:31-50) 
 
                                 10        20        30        40   
AAD-12                   VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                       
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.5  bits: 19.0 E():   36 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (13-32:31-50) 
 
                                 10        20        30        40   
AAD-12                   VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|584 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                       
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gi|584 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.5  bits: 19.0 E():   36 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (13-32:31-50) 
 
                                 10        20        30        40   
AAD-12                   VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                       
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.4  bits: 19.0 E():   36 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (13-32:31-50) 
 
                                 10        20        30        40   
AAD-12                   VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                       
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 74.4  bits: 20.2 E():   36 
Smith-Waterman score: 49; 33.3% identity (64.3% similar) in 42 aa overlap (4-42:244-284) 
 
                                            10         20        30 
AAD-12                            VGNMAW--HADSTYMP-VMAQGAVFSAEVVPAV 
                                     :.:  ..... .: :. .  . :.: :  : 
gi|585 GYYAYPYCYNLTPNQPSAQCEATTMQENDKMSWLFESEDVLLPSVYLRWNLTSGERVGLV 
           220       230       240       250       260       270    
 
               40        50        60        70        80           
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY           
       :::.  : .: :                                                 
gi|585 GGRVKEA-LRIARQMTTSRKKVLPYYWYKYQDRRDTDLSRADLEATLRKITDLGADGFII 
           280        290       300       310       320       330   
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 74.1  bits: 20.2 E():   37 
Smith-Waterman score: 49; 40.0% identity (65.0% similar) in 20 aa overlap (3-22:332-348) 
 
                                           10        20        30   
AAD-12                             VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
                                     :  :.   .:: :. .::.:           
gi|113 ILSQGNRFLASDIKKEVVGRYGESAMSESINWNWR---SYMDVFENGAIFVPSGVDPVLT 
             310       320       330          340       350         
 
             40        50        60        70        80 
AAD-12 RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                                        
gi|113 PEQNAGMIPAEPGEAVLRLTSSAGVLSCQPGAPC               
      360       370       380       390                 
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.9  bits: 19.7 E():   38 
Smith-Waterman score: 47; 36.0% identity (76.0% similar) in 25 aa overlap (39-63:106-130) 
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       10        20        30        40        50        60         
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     ...: . :.:::.:  ... ::. :      
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
 
       70        80                                                 
AAD-12 KLGHVQQAGSAY                                                 
                                                                    
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.4  bits: 20.2 E():   41 
Smith-Waterman score: 49; 36.7% identity (66.7% similar) in 30 aa overlap (51-80:43-72) 
 
               30        40        50        60        70        80 
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.. . .:: . : : ..::..  : : : 
gi|558 RVRSGGHDYEGLSYRSLQPENFAVVDLNQMRAVLVDGKARTAWVDSGAQLGELYYAISKY 
             20        30        40        50        60        70   
 
gi|558 SRTLAFPAGVCPTIGVGGNLAGGGFGMLLRKYGIAAENVIDVKLVDANGKLHDKKSMGDD 
             80        90       100       110       120       130   
 
>>gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Globin   (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.3  bits: 18.7 E():   41 
Smith-Waterman score: 43; 30.6% identity (55.6% similar) in 36 aa overlap (22-57:115-150) 
 
                        10        20        30        40        50  
AAD-12          VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                     : :  :  . ..: ::  .::. :  .:   
gi|121 IGDLPNIDGDVTTFVASHTPRGVTHDQLNNFRAGFVSYMKAHTDFAGAEAAWGATLDAFF 
           90       100       110       120       130       140     
 
              60        70        80 
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAY 
       ..:  .                        
gi|121 GMVFAKM                       
          150                        
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 73.1  bits: 18.7 E():   43 
Smith-Waterman score: 43; 29.0% identity (67.7% similar) in 31 aa overlap (19-49:49-78) 
 
                           10        20        30        40         
AAD-12             VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|186 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVRLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
       50        60        70        80                             
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                             
       :                                                            
gi|186 AGLGYTYTTIGGDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEAT 
        80        90       100       110       120       130        
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (13-32:31-50) 
 
                                 10        20        30        40   
AAD-12                   VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|261 MGVFNYEAETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                       
                                                                    
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
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               70        80        90       100       110       120 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (13-32:31-50) 
 
                                 10        20        30        40   
AAD-12                   VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|132 MGVFNYETETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                       
                                                                    
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (13-32:31-50) 
 
                                 10        20        30        40   
AAD-12                   VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVISAARLFKSYVLDGDKLIPKVAPQAITSVENVGGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                       
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSK 
               70        80        90       100       110       120 
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.7  bits: 18.9 E():   45 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (56-71:46-61) 
 
          30        40        50        60        70        80      
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY      
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.8  bits: 18.4 E():   50 
Smith-Waterman score: 42; 27.6% identity (58.6% similar) in 29 aa overlap (12-40:11-39) 
 
               10        20        30        40        50        60 
AAD-12 VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR 
                  ..:. : : ::.   . :.  :  . ..:                     
gi|126  MRSLLILVLCFLPLAALGKVFGRCELAAAMKRHGLDNYRGYSLGNWVCAAKFESNFNTQ 
                10        20        30        40        50          
 
               70        80                                         
AAD-12 HSLVYSQSKLGHVQQAGSAY                                         
                                                                    
gi|126 ATNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNCAKKIVSD 
      60        70        80        90       100       110          
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.7  bits: 18.6 E():   51 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (56-70:138-152) 
 
          30        40        50        60        70        80      
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY      
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
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       110       120       130       140       150       160        
 
gi|391 ASIDTILTKV 
       170        
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 71.6  bits: 15.2 E():   51 
Smith-Waterman score: 29; 57.1% identity (71.4% similar) in 7 aa overlap (8-14:1-7) 
 
               10        20        30        40        50        60 
AAD-12 VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR 
              ::. : :                                               
gi|751        ADAGYAPAAPGTQPKA                                      
                      10                                            
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 71.1  bits: 14.4 E():   55 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (51-55:2-6) 
 
               30        40        50        60        70        80 
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     : :::                          
gi|463                              DRNLVHSATR                      
                                            10                      
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.1  bits: 18.1 E():   55 
Smith-Waterman score: 41; 25.9% identity (55.6% similar) in 27 aa overlap (4-30:16-42) 
 
                           10        20        30        40         
AAD-12             VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                      .:: ...   :. : :    ..::  .                   
gi|249 MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQDIMPCLHFVKGEEKEPSKEC 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                             
                                                                    
gi|249 CSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVAEVPKKCDIKTTLPPITADFD 
               70        80        90       100       110       120 
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 71.0  bits: 19.8 E():   55 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (38-52:431-446) 
 
        10        20        30        40         50        60       
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYS 
                                     :..: :::.: ...::               
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA               
              410       420       430       440                     
 
         70        80 
AAD-12 QSKLGHVQQAGSAY 
 
>>gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (8-32:27-50) 
 
                                  10        20        30        40  
AAD-12                    VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
              50        60        70        80                      
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                      
                                                                    
gi|212 GEASKYKYSRHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allergen [C  (159 aa) 
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 initn:  41 init1:  41 opt:  42  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (8-32:27-50) 
 
                                  10        20        30        40  
AAD-12                    VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
              50        60        70        80                      
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                      
                                                                    
gi|212 GEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (13-32:30-49) 
 
                                10        20        30        40    
AAD-12                  VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                        
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (13-32:30-49) 
 
                                10        20        30        40    
AAD-12                  VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                        
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.0  bits: 18.4 E():   55 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (13-32:30-49) 
 
                                10        20        30        40    
AAD-12                  VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: : . ::            
gi|402 GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFAE 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                        
                                                                    
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.0  bits: 18.4 E():   56 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (13-32:31-50) 
 
                                 10        20        30        40   
AAD-12                   VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKISFP 
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               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                       
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNK 
               70        80        90       100       110       120 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.0  bits: 18.4 E():   56 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (13-32:31-50) 
 
                                 10        20        30        40   
AAD-12                   VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                       
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.0  bits: 18.4 E():   56 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (13-32:31-50) 
 
                                 10        20        30        40   
AAD-12                   VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                       
                                                                    
gi|400 EGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.0  bits: 18.4 E():   56 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (13-32:31-50) 
 
                                 10        20        30        40   
AAD-12                   VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                       
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.0  bits: 18.4 E():   56 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (13-32:31-50) 
 
                                 10        20        30        40   
AAD-12                   VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                       
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
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>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.0  bits: 18.4 E():   56 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (13-32:31-50) 
 
                                 10        20        30        40   
AAD-12                   VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                       
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.0  bits: 18.4 E():   56 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (13-32:31-50) 
 
                                 10        20        30        40   
AAD-12                   VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                       
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.0  bits: 18.4 E():   56 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (13-32:31-50) 
 
                                 10        20        30        40   
AAD-12                   VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                       
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSK 
               70        80        90       100       110       120 
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.0  bits: 18.4 E():   56 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (13-32:31-50) 
 
                                 10        20        30        40   
AAD-12                   VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                       
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.0  bits: 18.4 E():   56 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (13-32:31-50) 
 
                                 10        20        30        40   
AAD-12                   VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
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                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                       
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.0  bits: 18.4 E():   56 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (13-32:31-50) 
 
                                 10        20        30        40   
AAD-12                   VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                       
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.0  bits: 18.4 E():   56 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (13-32:31-50) 
 
                                 10        20        30        40   
AAD-12                   VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                       
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.0  bits: 18.4 E():   56 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (13-32:31-50) 
 
                                 10        20        30        40   
AAD-12                   VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                       
                                                                    
gi|167 EGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.0  bits: 18.4 E():   56 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (13-32:31-50) 
 
                                 10        20        30        40   
AAD-12                   VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVMPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                       
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gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.0  bits: 18.4 E():   56 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (13-32:31-50) 
 
                                 10        20        30        40   
AAD-12                   VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                       
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.0  bits: 18.4 E():   56 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (13-32:31-50) 
 
                                 10        20        30        40   
AAD-12                   VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                       
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.0  bits: 18.4 E():   56 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (13-32:31-50) 
 
                                 10        20        30        40   
AAD-12                   VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                       
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 71.0  bits: 18.4 E():   56 
Smith-Waterman score: 42; 40.0% identity (60.0% similar) in 25 aa overlap (8-32:27-50) 
 
                                  10        20        30        40  
AAD-12                    VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:   : ::: . . ::          
gi|534 MGVFNYEDEATSVIAPARLFKSFVLDADNL-IPKVAPENVSSAENIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
              50        60        70        80                      
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                      
                                                                    
gi|534 PEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITS 
      60        70        80        90       100       110          
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.0  bits: 18.4 E():   56 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (13-32:31-50) 
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 3681



 

 

                                 10        20        30        40   
AAD-12                   VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                       
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.6  bits: 18.1 E():   59 
Smith-Waterman score: 41; 20.9% identity (47.8% similar) in 67 aa overlap (12-69:3-69) 
 
               10        20        30        40                 50  
AAD-12 VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---------DEATR 
                  .. ..  . :..: :   . :     . : :.: :         :.. . 
gi|856          MKFIITLFAAIVMAAAVSGFIVGDKKEDEWRMAFDRLMMEELETKIDQVEK 
                        10        20        30        40        50  
 
              60        70        80                                
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAY                                
       .:.:     . :  ..::                                           
gi|856 GLLHLSEQYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLNMFERYNYE 
              60        70        80        90       100       110  
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 70.5  bits: 14.9 E():   59 
Smith-Waterman score: 28; 40.0% identity (80.0% similar) in 10 aa overlap (19-28:4-13) 
 
               10        20        30        40        50        60 
AAD-12 VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR 
                         :.:  :...:                                 
gi|131                GPVGGVVHAHMMPLL                               
                              10                                    
 
>>gi|4006963|emb|CAA07328.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.4  bits: 17.8 E():   60 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (14-32:32-50) 
 
                                10        20        30        40    
AAD-12                  VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            50        60        70        80                       
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                       
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|4006947|emb|CAA07320.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.4  bits: 17.8 E():   60 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (14-32:32-50) 
 
                                10        20        30        40    
AAD-12                  VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            50        60        70        80                       
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                       
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
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 initn:  41 init1:  41 opt:  41  Z-score: 70.3  bits: 18.1 E():   60 
Smith-Waterman score: 41; 34.6% identity (61.5% similar) in 26 aa overlap (10-35:5-30) 
 
               10        20        30        40        50        60 
AAD-12 VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR 
                :.:  ...   ::   .: :::.. :                          
gi|217      MASKSNYNLLFTALLVFIFAAVAAVGNEDCTPWTSTLITPLPSCRNYVEEQACRI 
                    10        20        30        40        50      
 
               70        80                                         
AAD-12 HSLVYSQSKLGHVQQAGSAY                                         
                                                                    
gi|217 EMPGPPYLAKQECCEQLANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMNFVP 
          60        70        80        90       100       110      
 
>>gi|114326420|ref|NP_001041618.1| major allergen I poly  (88 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 70.0  bits: 17.3 E():   63 
Smith-Waterman score: 38; 31.8% identity (63.6% similar) in 22 aa overlap (9-30:3-24) 
 
               10        20        30        40        50        60 
AAD-12 VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR 
               :..  :  . .:. . :. :::                               
gi|114       MLDAALPPCPTVAATADCEICPAVKRDVDLFLTGTPDEYVEQVAQYKALPVVLE 
                     10        20        30        40        50     
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.6  bits: 17.8 E():   66 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (54-75:6-27) 
 
            30        40        50        60        70        80    
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY    
                                     :.:.  ..  : :.  ::...:         
gi|159                          IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
                                        10        20        30      
 
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFXQFYQPDAYPSGAWY 
          40        50        60        70        80        90      
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 18.0 E():   69 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (13-32:30-49) 
 
                                10        20        30        40    
AAD-12                  VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFPE 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                        
                                                                    
gi|437 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISHKY 
               70        80        90       100       110       120 
 
>>gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.2  bits: 18.0 E():   69 
Smith-Waterman score: 41; 32.0% identity (64.0% similar) in 25 aa overlap (8-32:27-50) 
 
                                  10        20        30        40  
AAD-12                    VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGDGGPGTIKKITF 
               10        20        30         40        50          
 
              50        60        70        80                      
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                      
                                                                    
gi|212 GEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
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 initn:  48 init1:  48 opt:  48  Z-score: 69.2  bits: 19.8 E():   69 
Smith-Waterman score: 49; 26.3% identity (60.5% similar) in 38 aa overlap (41-78:426-463) 
 
               20        30        40        50        60        70 
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     :  ....:   :.. :.  . .:    ..  
gi|258 AERGFFYRNGIYSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNH 
         400       410       420       430       440       450      
 
               80                                                   
AAD-12 GHVQQAGSAY                                                   
       : .::::.                                                     
gi|258 GVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQISREQARQLKYNR 
         460       470       480       490       500       510      
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.2  bits: 17.8 E():   69 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (44-72:101-129) 
 
            20        30        40        50        60        70    
AAD-12 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
            80 
AAD-12 QQAGSAY 
               
gi|273 RRRR    
               
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.2  bits: 17.8 E():   69 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (44-72:101-129) 
 
            20        30        40        50        60        70    
AAD-12 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
            80 
AAD-12 QQAGSAY 
               
gi|273 RRRR    
               
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.2  bits: 17.5 E():   70 
Smith-Waterman score: 39; 53.8% identity (69.2% similar) in 13 aa overlap (37-49:72-84) 
 
         10        20        30        40        50        60       
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
                                     ::.::  ::  .:                  
gi|131 ELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDE 
              50        60        70        80        90       100  
 
         70        80 
AAD-12 QSKLGHVQQAGSAY 
                      
gi|131 FGALVDKWGAKG   
             110      
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (13-32:31-50) 
 
                                 10        20        30        40   
AAD-12                   VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
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               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                       
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (13-32:31-50) 
 
                                 10        20        30        40   
AAD-12                   VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|125 MGVFNYETEATSVIPAARLFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                       
                                                                    
gi|125 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (13-32:31-50) 
 
                                 10        20        30        40   
AAD-12                   VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                       
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (13-32:31-50) 
 
                                 10        20        30        40   
AAD-12                   VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                       
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (13-32:31-50) 
 
                                 10        20        30        40   
AAD-12                   VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                       
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
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>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (13-32:31-50) 
 
                                 10        20        30        40   
AAD-12                   VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                       
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 43; 26.6% identity (59.4% similar) in 64 aa overlap (22-80:82-145) 
 
                        10        20        30        40            
AAD-12          VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD--ALDEA 
                                     : .:.:  .:. . .  :..     : ..  
gi|170 MAKFPQFAGKDLETLKGTGQFATHAGRIVGFVSEIVALMGNSANMPAMETLIKDMAANHK 
              60        70        80        90       100       110  
 
      50          60         70        80                
AAD-12 TRALVHQRSA--RHSLV-YSQSKLGHVQQAGSAY                
       .:.. . .    : ::: : :::..  .. :.:.                
gi|170 ARGIPKAQFNEFRASLVSYLQSKVSWNDSLGAAWTQGLDNVFNMMFSYL 
             120       130       140       150       160 
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (13-32:31-50) 
 
                                 10        20        30        40   
AAD-12                   VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                       
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (13-32:31-50) 
 
                                 10        20        30        40   
AAD-12                   VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|154 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                       
                                                                    
gi|154 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.0  bits: 19.5 E():   71 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (53-74:332-353) 
 
             30        40        50        60        70        80   
AAD-12 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY   

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 3686



 

 

                                     : :     ::..:. .  :.::         
gi|259 LTTLNSLNLPILKWLQLSVEKGVLYKNALVLPHWNLNSHSIIYGCKGKGQVQVVDNFGNR 
             310       320       330       340       350       360  
 
gi|259 VFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRAMTSPLAGRTSVLGGMPEEVL 
             370       380       390       400       410       420  
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.6  bits: 17.3 E():   75 
Smith-Waterman score: 38; 37.5% identity (62.5% similar) in 16 aa overlap (14-29:41-56) 
 
                                10        20        30        40    
AAD-12                  VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..  :: :  ..: :               
gi|166 GSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAAYVMNLYYQHAG 
               20        30        40        50        60        70 
 
            50        60        70        80 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                             
gi|166 RNSWNCDFSQTATLTNTNPSYGACNFPSGSN       
               80        90       100        
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.6  bits: 17.7 E():   75 
Smith-Waterman score: 40; 35.3% identity (70.6% similar) in 17 aa overlap (18-34:30-46) 
 
                           10        20        30        40         
AAD-12             VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                    :::. ...  :  ::..               
gi|476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVQGATVAVDCRPFNGGESKLKAEATTDGLGWY 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                             
                                                                    
gi|476 KIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQGIRYANPIAFFR 
               70        80        90       100       110       120 
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 68.5  bits: 19.5 E():   76 
Smith-Waterman score: 47; 22.2% identity (72.2% similar) in 36 aa overlap (46-80:143-178) 
 
          20        30        40        50        60        70      
AAD-12 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG-HVQ 
                                     .::   .:.: .. .. .::  .... .:. 
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
           80                                                       
AAD-12 QAGSAY                                                       
       . :...                                                       
gi|215 NNGDVFILLVPNFVFVWTGKHSNRMERTTAIRVANDLKSELNRFKLSSVILEDGKEVEQT 
            180       190       200       210       220       230   
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.7 E():   83 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (11-26:29-44) 
 
                                 10        20        30        40   
AAD-12                   VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|892 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                       
                                                                    
gi|892 GSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
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>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.7 E():   83 
Smith-Waterman score: 40; 43.8% identity (62.5% similar) in 16 aa overlap (11-26:29-44) 
 
                                 10        20        30        40   
AAD-12                   VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.:.                 
gi|134 MGVQTHVLELTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPD 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                       
                                                                    
gi|134 GGPITTMTLRIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIF 
               70        80        90       100       110       120 
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.7 E():   83 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (11-26:29-44) 
 
                                 10        20        30        40   
AAD-12                   VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|215 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAATGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                       
                                                                    
gi|215 GSPITTMTVRTDAVNKEALSYDSTVIDGDILLGFIESIETHMVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 67.7  bits: 19.4 E():   84 
Smith-Waterman score: 50; 24.2% identity (58.1% similar) in 62 aa overlap (6-65:361-421) 
 
                                        10          20        30    
AAD-12                          VGNMAWHADSTYMPVM--AQGAVFSAEVVPAVGGR 
                                     ...: .:.::   . . .:   : :..:   
gi|558 IKSVPFIHLGKQATLSDLLNRNNTFKPFAEYKSDYVYQPVPKPVWAQIFVWLVKPGAGI- 
              340       350       360       370       380           
 
            40        50        60        70        80              
AAD-12 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY              
         .  . :: .:  ::.  . :....  .. :                             
gi|558 MVMDPYGAAISATPEAATPFPHRKDVLFNIQYVNYWFDEAGGAAPLQWSKDMYRFMEPYV 
     390       400       410       420       430       440          
 
gi|558 SKNPRQAYANYRDIDLGRNEVVNDISTYASGKVWGEKYFKGNFQRLAITKGKVDPQDYFR 
     450       460       470       480       490       500          
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 67.6  bits: 20.2 E():   85 
Smith-Waterman score: 50; 28.9% identity (60.5% similar) in 38 aa overlap (38-75:827-864) 
 
        10        20        30        40        50        60        
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     ...:: :  :.:   :   :. ..: : .. 
gi|219 NEKVKVYKRQMQEQEGMSQQNLTRVRRFQRELEAAEDRADQAESNLSFIRAKHRSWVTTS 
        800       810       820       830       840       850       
 
        70        80       
AAD-12 SKLGHVQQAGSAY       
       .  : ..:            
gi|219 QVPGGTRQVFVTEQESSNF 
        860       870      
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 67.6  bits: 20.2 E():   85 
Smith-Waterman score: 50; 28.9% identity (60.5% similar) in 38 aa overlap (38-75:827-864) 
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        10        20        30        40        50        60        
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     ...:: :  :.:   :   :. ..: : .. 
gi|377 NEKVKVYKRQMQEQEGMSQQNLTRVRRFQRELEAAEDRADQAESNLSFIRAKHRSWVTTS 
        800       810       820       830       840       850       
 
        70        80       
AAD-12 SKLGHVQQAGSAY       
       .  : ..:            
gi|377 QVPGGTRQVFTTQEETTNY 
        860       870      
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.5  bits: 17.2 E():   86 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (36-49:39-52) 
 
          10        20        30        40        50        60      
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|191 TLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
          70        80                              
AAD-12 SQSKLGHVQQAGSAY                              
                                                    
gi|191 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.5  bits: 17.2 E():   86 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (36-49:39-52) 
 
          10        20        30        40        50        60      
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|730 TLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
          70        80                              
AAD-12 SQSKLGHVQQAGSAY                              
                                                    
gi|730 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (14-32:31-49) 
 
                                10        20        30        40    
AAD-12                  VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|159 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                        
                                                                    
gi|159 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (14-32:31-49) 
 
                                10        20        30        40    
AAD-12                  VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|384 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENISGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
            50        60        70        80                        
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AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                        
                                                                    
gi|384 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|4376222|emb|CAA04829.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (14-32:31-49) 
 
                                10        20        30        40    
AAD-12                  VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|437 GVFNYEIGATSVIPAARLFKAFILVGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                        
                                                                    
gi|437 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
               70        80        90       100       110       120 
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (14-32:31-49) 
 
                                10        20        30        40    
AAD-12                  VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|437 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                        
                                                                    
gi|437 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (14-32:32-50) 
 
                                10        20        30        40    
AAD-12                  VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYEIEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            50        60        70        80                        
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                        
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|4006953|emb|CAA07323.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (14-32:32-50) 
 
                                10        20        30        40    
AAD-12                  VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            50        60        70        80                        
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                        
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006957|emb|CAA07325.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
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Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (14-32:32-50) 
 
                                10        20        30        40    
AAD-12                  VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKINFPE 
              10        20        30        40        50        60  
 
            50        60        70        80                        
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                        
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (14-32:32-50) 
 
                                10        20        30        40    
AAD-12                  VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            50        60        70        80                        
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                        
                                                                    
gi|132 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (14-32:32-50) 
 
                                10        20        30        40    
AAD-12                  VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            50        60        70        80                        
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                        
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (14-32:32-50) 
 
                                10        20        30        40    
AAD-12                  VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|114 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            50        60        70        80                        
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                        
                                                                    
gi|114 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|82492265|gb|ABB78006.1| major allergen Pru p 1 [Pru  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 32.0% identity (64.0% similar) in 25 aa overlap (8-32:27-50) 
 
                                  10        20        30        40  
AAD-12                    VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  .:.. . ::          
gi|824 MGVFTYESEFTSEIPPPRLFKAFVLDADNL-VPKIAPQAIKHSEILEGDGGPGTIKKITF 
               10        20        30         40        50          
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              50        60        70        80                      
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                      
                                                                    
gi|824 GEGSQYGYVKHKIDSIDKENHSYSYTLIEGDALGDNLEKISYETKLVASPSGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (14-32:32-50) 
 
                                10        20        30        40    
AAD-12                  VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|256 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            50        60        70        80                        
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                        
                                                                    
gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|167472849|gb|ABZ81046.1| pollen allergen Que a 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 30.0% identity (70.0% similar) in 20 aa overlap (13-32:31-50) 
 
                                 10        20        30        40   
AAD-12                   VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :. :.:.. . ::           
gi|167 MGVFTYESEDASVIPPARLFKAFVLDSDNLIPKVVPQALKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                       
                                                                    
gi|167 EGSHLKHAKHRIDVIDPENFTYSFSVIEGDALFDKLENVSTETKIVASPDGGSIVKSTSK 
               70        80        90       100       110       120 
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (14-32:32-50) 
 
                                10        20        30        40    
AAD-12                  VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            50        60        70        80                        
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                        
                                                                    
gi|459 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (14-32:32-50) 
 
                                10        20        30        40    
AAD-12                  VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            50        60        70        80                        
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                        
                                                                    
gi|116 GIPFKYVKGRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
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>>gi|1321728|emb|CAA96547.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (14-32:32-50) 
 
                                10        20        30        40    
AAD-12                  VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            50        60        70        80                        
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                        
                                                                    
gi|132 GFPFKYVKDRVDEVAHKNFKYSYSVIEGGPIGDTLEKISNEIKIVATPDGRSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1513216|gb|AAC02632.1| cherry-allergen PRUA1 [Prunu  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 32.0% identity (64.0% similar) in 25 aa overlap (8-32:27-50) 
 
                                  10        20        30        40  
AAD-12                    VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  .:.. . ::          
gi|151 MGVFTYESEFTSEIPPPRLFKAFVLDADNL-VPKIAPQAIKHSEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
              50        60        70        80                      
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                      
                                                                    
gi|151 GEGSQYGYVKHKIDSIDKENYSYSYTLIEGDALGDTLEKISYETKLVASPSGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (14-32:32-50) 
 
                                10        20        30        40    
AAD-12                  VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSLIPAARLFRAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            50        60        70        80                        
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                        
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (14-32:32-50) 
 
                                10        20        30        40    
AAD-12                  VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            50        60        70        80                        
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                        
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (14-32:32-50) 
 
                                10        20        30        40    
AAD-12                  VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
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gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPG 
              10        20        30        40        50        60  
 
            50        60        70        80                        
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                        
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (14-32:32-50) 
 
                                10        20        30        40    
AAD-12                  VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            50        60        70        80                        
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                        
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (14-32:32-50) 
 
                                10        20        30        40    
AAD-12                  VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            50        60        70        80                        
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                        
                                                                    
gi|132 GIPFKYVKDRVDEVDHANFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (14-32:32-50) 
 
                                10        20        30        40    
AAD-12                  VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKASILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            50        60        70        80                        
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                        
                                                                    
gi|132 GSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKF 
              70        80        90       100       110       120  
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (14-32:32-50) 
 
                                10        20        30        40    
AAD-12                  VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|241 GVFNYETETTSVIPAARLFKAFFLDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            50        60        70        80                        
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                        
                                                                    
gi|241 GFPFRYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
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              70        80        90       100       110       120  
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (14-32:32-50) 
 
                                10        20        30        40    
AAD-12                  VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            50        60        70        80                        
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                        
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (14-32:32-50) 
 
                                10        20        30        40    
AAD-12                  VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            50        60        70        80                        
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                        
                                                                    
gi|125 GFPFKYVKDGVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (14-32:32-50) 
 
                                10        20        30        40    
AAD-12                  VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            50        60        70        80                        
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                        
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (14-32:32-50) 
 
                                10        20        30        40    
AAD-12                  VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            50        60        70        80                        
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                        
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGPILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (14-32:32-50) 
 
                                10        20        30        40    
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AAD-12                  VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            50        60        70        80                        
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                        
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVTTPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (13-32:31-50) 
 
                                 10        20        30        40   
AAD-12                   VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|730 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                       
                                                                    
gi|730 EGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (14-32:32-50) 
 
                                10        20        30        40    
AAD-12                  VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            50        60        70        80                        
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                        
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDILEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (14-32:32-50) 
 
                                10        20        30        40    
AAD-12                  VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            50        60        70        80                        
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                        
                                                                    
gi|125 GFPFEYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (14-32:32-50) 
 
                                10        20        30        40    
AAD-12                  VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            50        60        70        80                        
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                        
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gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (14-32:32-50) 
 
                                10        20        30        40    
AAD-12                  VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            50        60        70        80                        
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                        
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.4  bits: 18.4 E():   87 
Smith-Waterman score: 43; 47.6% identity (71.4% similar) in 21 aa overlap (15-35:8-24) 
 
               10        20        30        40        50        60 
AAD-12 VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR 
                     .:. :::..: :   ::: .:                          
gi|286        MGSLANNIMVVGAVLAALV---VGG-SCGPPKVPPGPNITTNYNGKWLTARAT 
                      10           20         30        40          
 
               70        80                                         
AAD-12 HSLVYSQSKLGHVQQAGSAY                                         
                                                                    
gi|286 WYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECS 
      50        60        70        80        90       100          
 
>>gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (13-32:31-50) 
 
                                 10        20        30        40   
AAD-12                   VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY                       
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGFVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.0  bits: 17.4 E():   92 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (21-30:57-66) 
 
                         10        20        30        40        50 
AAD-12           VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .::  .::::                     
gi|291 ATAGGSLLVPSGLILAGTVIALTLATPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAA 
         30        40        50        60        70        80       
 
               60        70        80                         
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAY                         
                                                              
gi|291 VTVLSWIYRYVTGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVTGSQGS 
         90       100       110       120       130       140 
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.8  bits: 18.4 E():   94 
Smith-Waterman score: 43; 27.3% identity (66.7% similar) in 33 aa overlap (45-77:195-226) 
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           20        30        40        50        60        70     
AAD-12 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :.:  ..:.  :.. :...   :..  . : 
gi|624 SKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIVHAIFMQQGQRQGVQIVQQQ-PQPQ 
          170       180       190       200       210        220    
 
           80                                                       
AAD-12 QAGSAY                                                       
       :.:                                                          
gi|624 QVGQCVLVQGQGVVQPQQLAQMEAIRTLVLQSVPSMCNFNVPPNCSTIKAPFVGVVTGVG 
           230       240       250       260       270       280    
 
>>gi|320545|pir||A45786 major pollen allergen Bet v I -   (51 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.8  bits: 15.9 E():   94 
Smith-Waterman score: 33; 36.8% identity (52.6% similar) in 19 aa overlap (14-32:31-49) 
 
                                10        20        30        40    
AAD-12                  VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :  :.: .   ::            
gi|320 GVFNYEAETTSVIPAAWLWKXFILDGDNLFPKVAPQAXTSVENIYERGGWG          
               10        20        30        40        50           
 
            50        60        70        80 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
 
>>gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos tauru  (172 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.7 E():   96 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (54-75:49-70) 
 
            30        40        50        60        70        80    
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY    
                                     :.:.  ..  : :.  ::...:         
gi|159 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
       20        30        40        50        60        70         
 
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
       80        90       100       110       120       130         
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.4 E():   96 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (21-30:62-71) 
 
                         10        20        30        40        50 
AAD-12           VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .::  .::::                     
gi|198 VTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAA 
              40        50        60        70        80        90  
 
               60        70        80                         
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAY                         
                                                              
gi|198 LSVLSWIYRYLTGKHPPGADQLESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
             100       110       120       130       140      
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.4 E():   96 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (21-30:62-71) 
 
                         10        20        30        40        50 
AAD-12           VGNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .::  .::::                     
gi|753 VTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAA 
              40        50        60        70        80        90  
 
               60        70        80                         
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAY                         
                                                              
gi|753 LSVLSWIYRYLTGKHPPGADQLESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
             100       110       120       130       140      
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>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 66.6  bits: 18.7 E():   96 
Smith-Waterman score: 53; 24.2% identity (53.0% similar) in 66 aa overlap (2-66:198-257) 
 
                                            10        20        30  
AAD-12                              VGNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
                                     :.. : :    . ..:: ..   .. :  : 
gi|129 EGIIKIRTGNLNEYSEQELLDCDRRSYGCNGGYPWSA----LQLVAQYGIHYRNTYPYEG 
       170       180       190       200           210       220    
 
               40        50        60        70        80           
AAD-12 -GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY           
         : : .  .. : :  ...: .  :   . .:.::                         
gi|129 VQRYCRSREKGPYAAKTDGVRQV--QPYNEGALLYSIANQPVSVVLEAAGKDFQLYRGGI 
           230       240         250       260       270       280  
 
gi|129 FVGPCGNKVDHAVAAVGYGPNYILIKNSWGTGWGENGYIRIKRGTGNSYGVCGLYTSSFY 
             290       300       310       320       330       340  
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 66.5  bits: 19.4 E():   98 
Smith-Waterman score: 47; 26.7% identity (60.0% similar) in 30 aa overlap (47-76:339-368) 
 
         20        30        40        50        60        70       
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     ::  .:  . :  : . ...:.. : . .: 
gi|131 LLQPVSTPGEFELFFGAGGENPESFFKSFSDEILEAAFNTRRDRLQRIFGQQRQGVIVKA 
      310       320       330       340       350       360         
 
         80                                                         
AAD-12 GSAY                                                         
                                                                    
gi|131 SEEQVRAMSRHEEGGIWPFGGESKGTINIYQQRPTHSNQYGQLHEVDASQYRQLRDLDLT 
      370       380       390       400       410       420         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:47 2011 done: Fri Jan 21 00:02:47 2011 
 Total Scan time:  0.070 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 104  - 183 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     2     0:= 
  30     2     2:* 
  32     4     8:=* 
  34    11    22:===  * 
  36    28    44:=======   * 
  38    33    73:=========         * 
  40    92   102:=======================  * 
  42    65   125:=================              * 
  44   124   138:===============================   * 
  46   129   140:================================= * 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 3699



 

 

  48   126   134:================================ * 
  50   188   122:==============================*================ 
  52   121   108:==========================*==== 
  54   105    92:======================*==== 
  56    57    77:===============    * 
  58    53    63:============== * 
  60    49    51:============* 
  62    44    41:==========* 
  64    36    33:========* 
  66    46    26:======*===== 
  68    33    20:====*==== 
  70    38    16:===*====== 
  72     7    12:==* 
  74    19    10:==*== 
  76    16     8:=*== 
  78    11     6:=*= 
  80    17     5:=*=== 
  82     2     3:* 
  84     9     3:*== 
  86     3     2:* 
  88     6     2:*=         inset = represents 1 library sequences 
  90     1     1:* 
  92     6     1:*=        :*===== 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     2     0:=         *== 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     1     0:=         *= 
 110     1     0:=         *= 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.77020.00301; mu= 0.8800 0.158 
 mean_var=31.9938 8.535, 0's: 2 Z-trim: 3  B-trim: 186 in 1/43 
 Lambda= 0.226747 
 Kolmogorov-Smirnov  statistic: 0.1152 (N=29) at  48 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   64 25.6    0.31 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   62 24.9    0.53 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   57 23.4     1.3 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   57 23.3     1.7 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   57 23.3     1.9 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   56 22.9     2.4 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   58 23.3     3.5 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   53 22.0     3.7 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   53 22.0     3.7 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   54 22.3     3.8 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   52 21.8       4 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   53 22.0     4.2 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   53 21.9     4.7 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.6     5.5 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 21.6     5.9 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   52 21.6     5.9 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   52 21.6     5.9 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   52 21.6     5.9 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   49 20.8     6.9 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 18.5     8.4 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 18.5     8.4 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.7     8.7 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.7     9.1 
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gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.7     9.1 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.7     9.3 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   56 22.4      10 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   56 22.4      10 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   53 21.7      11 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   56 22.4      11 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   49 20.7      11 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   54 21.9      11 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   49 20.7      11 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   52 21.3      14 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   51 21.0      16 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 19.8      16 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 20.0      17 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   45 19.5      17 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 20.0      18 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 20.0      18 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   47 20.0      18 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   47 20.0      18 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   47 20.0      18 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   47 20.0      18 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   47 20.0      18 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   47 20.0      18 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   47 20.0      18 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   47 20.0      18 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   47 20.0      18 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   47 20.0      18 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   47 20.0      18 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 20.0      18 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 20.0      18 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.7      21 
gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   48 20.2      21 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 20.7      21 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   44 19.2      22 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   46 19.7      23 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 19.7      23 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 19.7      23 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 19.7      23 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   46 19.7      23 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 19.7      23 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   46 19.7      23 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   52 21.1      25 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 16.9      26 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 18.4      27 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.9      27 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   45 19.3      28 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   45 19.3      28 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   45 19.3      28 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   45 19.3      28 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   45 19.3      28 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   45 19.3      28 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   45 19.3      29 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   45 19.3      29 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   47 19.8      30 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 20.6      30 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   43 18.8      31 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   43 18.8      32 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 20.5      33 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   49 20.3      34 
gi|14422361|emb|CAC41634.1| plantain pollen major  ( 131)   43 18.8      35 
gi|14422363|emb|CAC41635.1| plantain pollen major  ( 131)   43 18.8      35 
gi|14422359|emb|CAC41633.1| plantain pollen major  ( 131)   43 18.8      35 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   44 19.0      36 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   44 19.0      36 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   44 19.0      36 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   44 19.0      36 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   44 19.0      36 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   49 20.3      36 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   44 19.0      36 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 15.7      36 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 20.2      37 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   47 19.7      38 
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gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   49 20.2      41 
gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Glo ( 151)   43 18.7      42 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   43 18.7      43 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   43 18.7      45 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   43 18.7      45 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   43 18.7      45 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.9      45 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   42 18.4      50 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.6      51 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 15.1      53 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 19.9      55 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   41 18.1      55 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.4      56 
gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allerge ( 159)   42 18.4      56 
gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allerge ( 159)   42 18.4      56 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   42 18.4      56 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   42 18.4      56 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.3      56 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   42 18.3      56 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.3      56 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 18.3      56 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.3      56 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   42 18.3      56 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.3      56 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   42 18.3      56 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   42 18.3      56 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 18.3      56 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 18.3      56 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   42 18.3      56 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.3      56 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   42 18.3      56 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   42 18.3      56 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.3      56 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.3      56 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   42 18.3      56 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.3      56 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 14.3      56 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   47 19.6      59 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   41 18.1      59 
gi|4006963|emb|CAA07328.1| pollen allergen Betv1,  ( 120)   40 17.8      61 
gi|4006947|emb|CAA07320.1| pollen allergen Betv1,  ( 120)   40 17.8      61 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   28 14.8      61 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   41 18.1      61 
gi|114326420|ref|NP_001041618.1| major allergen I  (  88)   38 17.3      63 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 17.8      66 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   48 19.8      69 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   41 18.0      69 
gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allerge ( 159)   41 18.0      69 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   40 17.8      70 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   40 17.8      70 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.5      70 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   41 18.0      70 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   41 18.0      70 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   41 18.0      70 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   41 18.0      70 
gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   41 18.0      70 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   41 18.0      70 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   41 18.0      70 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   41 18.0      70 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   41 18.0      70 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   47 19.5      71 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   38 17.2      76 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   40 17.7      76 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   48 19.7      78 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   40 17.7      83 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   40 17.7      83 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   40 17.7      83 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.5      84 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   50 20.2      84 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   50 20.2      84 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   38 17.2      86 
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gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   38 17.2      86 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   40 17.7      87 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   40 17.7      87 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   40 17.7      87 
gi|4376222|emb|CAA04829.1| pollen allergen, Betv1  ( 159)   40 17.7      87 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   43 18.4      87 
gi|4006953|emb|CAA07323.1| pollen allergen Betv1,  ( 160)   40 17.7      87 
gi|4006957|emb|CAA07325.1| pollen allergen Betv1,  ( 160)   40 17.7      87 
gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=M ( 160)   40 17.7      87 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   40 17.7      87 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   40 17.7      87 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   40 17.7      87 
gi|82492265|gb|ABB78006.1| major allergen Pru p 1  ( 160)   40 17.7      87 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   40 17.7      87 
gi|167472849|gb|ABZ81046.1| pollen allergen Que a  ( 160)   40 17.7      87 
gi|1513216|gb|AAC02632.1| cherry-allergen PRUA1 [P ( 160)   40 17.7      87 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   40 17.7      87 
gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 ( 160)   40 17.7      87 
gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=M ( 160)   40 17.7      87 
gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen be ( 160)   40 17.7      87 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   40 17.7      87 
gi|1321728|emb|CAA96547.1| major allergen Bet v 1  ( 160)   40 17.7      87 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   40 17.7      87 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   40 17.7      87 
gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula pl ( 160)   40 17.7      87 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   40 17.7      87 
gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Be ( 160)   40 17.7      87 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   40 17.7      87 
gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 ( 160)   40 17.7      87 
gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 ( 160)   40 17.7      87 
gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula pl ( 160)   40 17.7      87 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   40 17.7      87 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   40 17.7      87 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   40 17.7      87 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   40 17.7      87 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   40 17.7      87 
gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 ( 161)   40 17.7      88 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   44 18.7      90 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   39 17.4      92 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   43 18.4      94 
gi|320545|pir||A45786 major pollen allergen Bet v  (  51)   33 15.9      95 
gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos t ( 172)   40 17.7      96 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   39 17.4      96 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   39 17.4      96 
gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Pa ( 345)   44 18.7      96 
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  64  Z-score: 111.6  bits: 25.6 E(): 0.31 
Smith-Waterman score: 64; 29.5% identity (63.9% similar) in 61 aa overlap (19-77:9-65) 
 
               10        20        30        40          50         
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSA 
                         : :.: :. : : .    :.:  .: :  ..:..:.   ... 
gi|111           MKFAIVLIACFAASVL-AQGHKPKKDDFRNEFDHLLIEQANHAI---EKG 
                         10         20        30        40          
 
       60        70        80                                       
AAD-12 RHSLVYSQSKLGHVQQAGSAYI                                       
       .:.:.: : .: ....  :                                          
gi|111 EHQLLYLQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFN 
         50        60        70        80        90       100       
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 107.4  bits: 24.9 E(): 0.53 
Smith-Waterman score: 62; 26.5% identity (59.2% similar) in 49 aa overlap (9-57:5-52) 
 
               10        20        30        40        50        60 
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH 
               :.  :..  ... :. .. :. :. :.: :    . : :. :  : :..    
gi|189     MASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPL-EGCREYVAQQTCGV 
                   10        20        30        40         50      
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               70        80                                         
AAD-12 SLVYSQSKLGHVQQAGSAYI                                         
                                                                    
gi|189 TIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQ 
          60        70        80        90       100       110      
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 100.3  bits: 23.4 E():  1.3 
Smith-Waterman score: 57; 26.7% identity (60.0% similar) in 45 aa overlap (35-79:26-70) 
 
           10        20        30        40        50        60     
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::      :.  . . :  ..:.   :.. 
gi|527      MVHHITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAF 
                    10        20        30        40        50      
 
           70        80                                             
AAD-12 SQSKLGHVQQAGSAYI                                             
       .. .. :::.:.. :                                              
gi|527 AKVNVDHVQDAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQ 
          60        70        80        90       100       110      
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  50 init1:  50 opt:  57  Z-score: 98.4  bits: 23.3 E():  1.7 
Smith-Waterman score: 57; 24.5% identity (59.2% similar) in 49 aa overlap (9-57:5-52) 
 
               10        20        30        40        50        60 
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH 
               :.  :..  ... :. .. .. :. :.: :    . : :. :  : :..    
gi|439     MASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPL-EGCREYVAQQTCGV 
                   10        20        30        40         50      
 
               70        80                                         
AAD-12 SLVYSQSKLGHVQQAGSAYI                                         
                                                                    
gi|439 TIAGSPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEP 
          60        70        80        90       100       110      
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 97.4  bits: 23.3 E():  1.9 
Smith-Waterman score: 57; 41.4% identity (69.0% similar) in 29 aa overlap (3-31:23-50) 
 
                                   10        20        30        40 
AAD-12                     GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: :::.: . ::          
gi|444 MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
               50        60        70        80                     
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                     
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 95.7  bits: 22.9 E():  2.4 
Smith-Waterman score: 56; 40.0% identity (68.0% similar) in 25 aa overlap (7-31:27-50) 
 
                                   10        20        30        40 
AAD-12                     GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. :::.. . ::          
gi|165 MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
               50        60        70        80                     
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                     
                                                                    
gi|165 GEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSILKNTS 
      60        70        80        90       100       110          
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>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 92.8  bits: 23.3 E():  3.5 
Smith-Waterman score: 58; 26.0% identity (56.0% similar) in 50 aa overlap (4-53:23-71) 
 
                                  10        20        30        40  
AAD-12                    GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                             .. ::. : :. :   .  : ..::.::    .: .   
gi|663 MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGKATTDEQKL 
               10        20        30        40         50          
 
              50        60        70        80                      
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                      
        . .. . .: :                                                 
gi|663 LEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILKLDTDYDVA 
      60        70        80        90       100       110          
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 92.2  bits: 22.0 E():  3.7 
Smith-Waterman score: 53; 27.9% identity (62.3% similar) in 61 aa overlap (19-77:9-65) 
 
               10        20        30        40          50         
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSA 
                         : :.: :. :   .    :.:  .: :  ..:..:.   ... 
gi|111           MKFAIVLIACFAASVL-AQEHKPEKDDFRNEFDHLLIEQANHAI---EKG 
                         10         20        30        40          
 
       60        70        80                                       
AAD-12 RHSLVYSQSKLGHVQQAGSAYI                                       
       .:.:.: : .: ....  :                                          
gi|111 EHQLLYLQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFN 
         50        60        70        80        90       100       
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 92.2  bits: 22.0 E():  3.7 
Smith-Waterman score: 53; 27.9% identity (62.3% similar) in 61 aa overlap (19-77:9-65) 
 
               10        20        30        40          50         
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSA 
                         : :.: :. :   .    :.:  .: :  ..:..:.   ... 
gi|420           MKFAIVLIACFAASVL-AQEHKPKKDDFRNEFDHLLIEQANHAI---EKG 
                         10         20        30        40          
 
       60        70        80                                       
AAD-12 RHSLVYSQSKLGHVQQAGSAYI                                       
       .:.:.: : .: ....  :                                          
gi|420 EHQLLYLQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFN 
         50        60        70        80        90       100       
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 92.1  bits: 22.3 E():  3.8 
Smith-Waterman score: 54; 37.9% identity (69.0% similar) in 29 aa overlap (3-31:23-50) 
 
                                   10        20        30        40 
AAD-12                     GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: .::.: . ::          
gi|444 MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
               50        60        70        80                     
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                     
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 91.6  bits: 21.8 E():    4 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (37-77:11-50) 
 
         10        20        30        40          50        60     
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVY 
                                     :.:  .: :  ..:..:.   ....:.:.: 
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gi|160                     GSQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLY 
                                   10        20           30        
 
           70        80                                             
AAD-12 SQSKLGHVQQAGSAYI                                             
        : .: ....  :                                                
gi|160 LQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQT 
        40        50        60        70        80        90        
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 91.4  bits: 22.0 E():  4.2 
Smith-Waterman score: 53; 24.5% identity (55.1% similar) in 49 aa overlap (9-57:5-52) 
 
               10        20        30        40        50        60 
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH 
               :.  :..   .. :. .. .. :  :.: :    . : :. :  : :..    
gi|217     MASKSSISPLLLATVLVSVFAAATATGPYCYAGMGLPINPL-EGCREYVAQQTCGI 
                   10        20        30        40         50      
 
               70        80                                         
AAD-12 SLVYSQSKLGHVQQAGSAYI                                         
                                                                    
gi|217 SISGSAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREP 
          60        70        80        90       100       110      
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  53  Z-score: 90.4  bits: 21.9 E():  4.7 
Smith-Waterman score: 53; 22.4% identity (55.2% similar) in 58 aa overlap (12-63:31-87) 
 
                                  10        20        30            
AAD-12                    GNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICF- 
               10        20        30        40        50           
 
         40        50         60        70        80                
AAD-12 DMRAAYDALDEATRALVHQR-SARHSLVYSQSKLGHVQQAGSAYI                
       :  . .. . . .. . .   : :.:..                                 
gi|132 DEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSIS 
      60        70        80        90       100       110          
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 89.1  bits: 21.6 E():  5.5 
Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (42-65:29-52) 
 
              20        30        40        50        60        70  
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 
                                     : : :::  : .  ..: .: .::       
gi|144   KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLS 
                 10        20        30        40        50         
 
              80                                                    
AAD-12 VQQAGSAYI                                                    
                                                                    
gi|144 DSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAG 
       60        70        80        90       100       110         
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 88.7  bits: 21.6 E():  5.9 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (7-31:27-50) 
 
                                   10        20        30        40 
AAD-12                     GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|602 MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
               50        60        70        80                     
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                     
                                                                    
gi|602 GEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIKSTSH 
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      60        70        80        90       100       110          
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 88.7  bits: 21.6 E():  5.9 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (7-31:27-50) 
 
                                   10        20        30        40 
AAD-12                     GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|131 MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
               50        60        70        80                     
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                     
                                                                    
gi|131 GEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 88.7  bits: 21.6 E():  5.9 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (7-31:27-50) 
 
                                   10        20        30        40 
AAD-12                     GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|279 MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
               50        60        70        80                     
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                     
                                                                    
gi|279 GEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 88.6  bits: 21.6 E():  5.9 
Smith-Waterman score: 52; 37.9% identity (69.0% similar) in 29 aa overlap (3-31:23-50) 
 
                                   10        20        30        40 
AAD-12                     GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: .::.: . ::          
gi|444 MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
               50        60        70        80                     
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                     
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 87.4  bits: 20.8 E():  6.9 
Smith-Waterman score: 49; 22.4% identity (56.9% similar) in 58 aa overlap (17-74:4-59) 
 
               10        20        30        40        50        60 
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH 
                       .:.. .:.:. :. :     : .: . :   :...    ..:   
gi|777              MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFA 
                            10        20        30        40        
 
               70        80                                         
AAD-12 SLVYSQSKLGHVQQAGSAYI                                         
         . .:.: : ...                                               
gi|777 --IIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMV 
          50        60        70        80        90       100      
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 85.9  bits: 18.5 E():  8.4 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (5-11:19-25) 
 
                             10        20        30        40       
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AAD-12               GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                         :.::..:                                    
gi|320 YTTEGGKKVEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 85.9  bits: 18.5 E():  8.4 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (5-11:19-25) 
 
                             10        20        30        40       
AAD-12               GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                         :.::..:                                    
gi|320 YTTEGGTKAEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.6  bits: 22.7 E():  8.7 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (38-77:372-411) 
 
        10        20        30        40        50        60        
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|224 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             350       360       370       380       390       400  
 
        70        80                                                
AAD-12 KLGHVQQAGSAYI                                                
         .::: . :                                                   
gi|224 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             410       420       430       440       450       460  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.2  bits: 22.7 E():  9.1 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (38-77:392-431) 
 
        10        20        30        40        50        60        
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|199 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
        70        80                                                
AAD-12 KLGHVQQAGSAYI                                                
         .::: . :                                                   
gi|199 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             430       440       450       460       470       480  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.2  bits: 22.7 E():  9.1 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (38-77:392-431) 
 
        10        20        30        40        50        60        
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|571 GNRSPHIYDPQRWFTQNCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
        70        80                                                
AAD-12 KLGHVQQAGSAYI                                                
         .::: . :                                                   
gi|571 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFA 
             430       440       450       460       470       480  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.1  bits: 22.7 E():  9.3 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (38-77:400-439) 
 
        10        20        30        40        50        60        
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|213 RSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
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     370       380       390       400       410       420          
 
        70        80                                                
AAD-12 KLGHVQQAGSAYI                                                
         .::: . :                                                   
gi|213 GRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLA 
     430       440       450       460       470       480          
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 84.2  bits: 22.4 E():   10 
Smith-Waterman score: 56; 22.9% identity (54.3% similar) in 70 aa overlap (8-76:140-207) 
 
                                      10        20        30        
AAD-12                        GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     :   .:. .   ... : .:.:.  . . : 
gi|186 TFEEPQQPQQRGQSSRPQDRHQKIYNFREGDLIAVPTGVAWWMYNNEDTPVVA--VSIID 
     110       120       130       140       150       160          
 
        40        50         60        70        80                 
AAD-12 MRAAYDALDEATRAL-VHQRSARHSLVYSQSKLGHVQQAGSAYI                 
         .  . ::.  : . .   . .. : :.: . :: .: :                     
gi|186 TNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEENEGGSILSGFTLE 
       170       180       190       200       210       220        
 
gi|186 FLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQRPQEEEEEEEDEK 
       230       240       250       260       270       280        
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 84.2  bits: 22.4 E():   10 
Smith-Waterman score: 56; 22.9% identity (54.3% similar) in 70 aa overlap (8-76:140-207) 
 
                                      10        20        30        
AAD-12                        GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     :   .:. .   ... : .:.:.  . . : 
gi|186 TFEEPQQPQQRGQSSRPQDRHQKIYNSREGDLIAVPTGVAWWMYNNEDTPVVA--VSIID 
     110       120       130       140       150       160          
 
        40        50         60        70        80                 
AAD-12 MRAAYDALDEATRAL-VHQRSARHSLVYSQSKLGHVQQAGSAYI                 
         .  . ::.  : . .   . .. : :.: . :: .: :                     
gi|186 TNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEENEGGSILSGFTLE 
       170       180       190       200       210       220        
 
gi|186 FLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQRPQEEEEEEEDEK 
       230       240       250       260       270       280        
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.9  bits: 21.7 E():   11 
Smith-Waterman score: 53; 25.0% identity (55.0% similar) in 40 aa overlap (4-43:23-62) 
 
                                  10        20        30        40  
AAD-12                    GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                             .. ::. : :. :   .  : .  :.::..   ...   
gi|441 MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLL 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                      
        :                                                           
gi|441 EDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAY 
               70        80        90       100       110       120 
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 83.9  bits: 22.4 E():   11 
Smith-Waterman score: 56; 28.9% identity (52.6% similar) in 38 aa overlap (40-77:371-408) 
 
      10        20        30        40        50        60          
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :  : . .  ..:  .  ::..:      
gi|370 RSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGR 
              350       360       370       380       390       400 
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      70        80                                                  
AAD-12 GHVQQAGSAYI                                                  
       .::: . :                                                     
gi|370 AHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGE 
              410       420       430       440       450       460 
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 83.8  bits: 20.7 E():   11 
Smith-Waterman score: 49; 35.7% identity (52.4% similar) in 42 aa overlap (19-49:37-78) 
 
                           10        20        30              40   
AAD-12             GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGR------TCFADMRAAY 
                                     :. : :.: . ::       :   : ...: 
gi|145 EEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSY 
         10        20        30        40        50        60       
 
                  50        60        70        80                  
AAD-12 -----DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                  
            ::.::::                                                 
gi|145 VLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAP 
         70        80        90       100       110       120       
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  37 init1:  37 opt:  54  Z-score: 83.8  bits: 21.9 E():   11 
Smith-Waterman score: 54; 19.7% identity (55.3% similar) in 76 aa overlap (4-76:37-111) 
 
                                          10        20        30    
AAD-12                            GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|682 EAVLLGILLYIPIVLSDDRAPIPANSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQAK 
         10        20        30         40        50        60      
 
               40        50        60        70        80           
AAD-12 CF---ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI           
        .   .:  . . ...:: ...  . . :  : .: .. ..  . :               
gi|682 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSFSPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
gi|682 NMPILVFGGTAAEYGTVDSATLIVESNYFSAVNLKIVNSAPRPDGKRVGAQAAALRISGD 
         130       140       150       160       170       180      
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 83.6  bits: 20.7 E():   11 
Smith-Waterman score: 49; 26.9% identity (52.6% similar) in 78 aa overlap (3-78:23-95) 
 
                                   10        20        30        40 
AAD-12                     GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .:  ::.  .:  : :.  :.:.: . ::   .  .   
gi|604 MAVFTFDDQATSPVAPATLYNALAKDADNI-IP-KAVGSFQSVEIVEGNGGPGTIKKISF 
               10        20        30          40        50         
 
               50          60        70        80                   
AAD-12 AYDALDEATRALVHQRSA--RHSLVYSQSKLGHVQQAGSAYI                   
       . :.    :. ..:.  .  . .: :: : .: :    .:                     
gi|604 VEDG---ETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIK 
       60           70        80        90       100       110      
 
gi|604 LTISYHGKGDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
         120       130       140       150      
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.1  bits: 21.3 E():   14 
Smith-Waterman score: 52; 20.8% identity (58.3% similar) in 48 aa overlap (9-56:72-119) 
 
                                     10        20        30         
AAD-12                       GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:...:   :: .  :..  .. :... 
gi|170 QSFSQQPPFSQQQQQPLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQ 
              50        60        70        80        90       100  
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       40        50        60        70        80                   
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                   
       .      ..  . ::.:.                                           
gi|170 QQLVLPPQQQQQQLVQQQIPIVQPSVLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSS 
             110       120       130       140       150       160  
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.9  bits: 21.0 E():   16 
Smith-Waterman score: 51; 22.6% identity (64.5% similar) in 31 aa overlap (9-39:66-96) 
 
                                     10        20        30         
AAD-12                       GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:.. ::  :  .. :..  .. :... 
gi|219 QPLPPQQTFPQQPPFSQQQQQQPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQ 
          40        50        60        70        80        90      
 
       40        50        60        70        80                   
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                   
       .                                                            
gi|219 QQLILPPQQQQQLPQQQISIVQPSVLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSC 
         100       110       120       130       140       150      
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 80.7  bits: 19.8 E():   16 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (13-28:66-81) 
 
                                 10        20        30        40   
AAD-12                   GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
             50        60        70        80 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                              
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS           
         100       110       120              
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.2  bits: 20.0 E():   17 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (38-54:14-30) 
 
        10        20        30        40        50        60        
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     .: :.: .:.  .. .:              
gi|219                  MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQ 
                                10        20        30        40    
 
        70        80                                                
AAD-12 KLGHVQQAGSAYI                                                
                                                                    
gi|219 TFEENDLQQLIIEIDADGSGELEFDEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNG 
            50        60        70        80        90       100    
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 80.1  bits: 19.5 E():   17 
Smith-Waterman score: 45; 25.5% identity (58.8% similar) in 51 aa overlap (8-55:13-61) 
 
                    10        20         30          40        50   
AAD-12      GNMAWHADSTYMPVMAQGAVFSAEVV-PAVG--GRTCFADMRAAYDALDEATRAL 
                   :..   : : :. :. ..    ::  :..  :: . ... ::.   .. 
gi|207 MSITDIVSEKDIDAALESVKAAGS-FNYKIFFQKVGLAGKSA-ADAKKVFEILDRDKSGF 
               10        20         30        40         50         
 
             60        70        80                        
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYI                        
       ..:                                                 
gi|207 IEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
       60        70        80        90       100          
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
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 initn:  47 init1:  47 opt:  47  Z-score: 80.0  bits: 20.0 E():   18 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (26-42:141-157) 
 
                    10        20        30        40        50      
AAD-12      GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
          60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYI 
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.0  bits: 20.0 E():   18 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (26-42:141-157) 
 
                    10        20        30        40        50      
AAD-12      GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
          60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYI 
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 79.8  bits: 20.0 E():   18 
Smith-Waterman score: 47; 23.7% identity (54.2% similar) in 59 aa overlap (7-54:27-84) 
 
                                   10        20        30           
AAD-12                     GNMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCF 
                                 ::.  .: .:  :.  ::.. . ::     .  : 
gi|304 MGLYTFENEFTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
                40        50        60        70        80          
AAD-12 AD------MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI          
       ..      ..   :..:::. . ..                                    
gi|304 GEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.8  bits: 20.0 E():   18 
Smith-Waterman score: 47; 40.0% identity (68.0% similar) in 25 aa overlap (7-31:27-50) 
 
                                   10        20        30        40 
AAD-12                     GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :.:.. . ::          
gi|602 MGVFTYEFEFTSVIPPARLYNAFVLDADNL-IPKIAPQAVKSTEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
               50        60        70        80                     
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                     
                                                                    
gi|602 GEGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.8  bits: 20.0 E():   18 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (7-31:27-50) 
 
                                   10        20        30        40 
AAD-12                     GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEYTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
               50        60        70        80                     
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                     
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
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      60        70        80        90       100       110          
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.8  bits: 20.0 E():   18 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (7-31:27-50) 
 
                                   10        20        30        40 
AAD-12                     GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
               50        60        70        80                     
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                     
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.8  bits: 20.0 E():   18 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (7-31:27-50) 
 
                                   10        20        30        40 
AAD-12                     GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|753 MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
               50        60        70        80                     
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                     
                                                                    
gi|753 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.8  bits: 20.0 E():   18 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (7-31:27-50) 
 
                                   10        20        30        40 
AAD-12                     GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|165 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
               50        60        70        80                     
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                     
                                                                    
gi|165 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.8  bits: 20.0 E():   18 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (7-31:27-50) 
 
                                   10        20        30        40 
AAD-12                     GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
               50        60        70        80                     
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                     
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.8  bits: 20.0 E():   18 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (7-31:27-50) 
 
                                   10        20        30        40 
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AAD-12                     GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
               50        60        70        80                     
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                     
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.8  bits: 20.0 E():   18 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (7-31:27-50) 
 
                                   10        20        30        40 
AAD-12                     GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|886 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
               50        60        70        80                     
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                     
                                                                    
gi|886 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.8  bits: 20.0 E():   18 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (7-31:27-50) 
 
                                   10        20        30        40 
AAD-12                     GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
               50        60        70        80                     
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                     
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.8  bits: 20.0 E():   18 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (7-31:27-50) 
 
                                   10        20        30        40 
AAD-12                     GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|134 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
               50        60        70        80                     
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                     
                                                                    
gi|134 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.8  bits: 20.0 E():   18 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (26-42:144-160) 
 
                    10        20        30        40        50      
AAD-12      GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
          60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYI 
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>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.8  bits: 20.0 E():   18 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (26-42:144-160) 
 
                    10        20        30        40        50      
AAD-12      GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
          60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYI 
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.9  bits: 19.7 E():   21 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (38-55:126-143) 
 
        10        20        30        40        50        60        
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . ::..::: :..: ...             
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG         
         100       110       120       130       140                
 
        70        80 
AAD-12 KLGHVQQAGSAYI 
 
>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.9  bits: 20.2 E():   21 
Smith-Waterman score: 48; 33.3% identity (59.3% similar) in 27 aa overlap (9-35:17-43) 
 
                       10        20        30        40        50   
AAD-12         GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL 
                       :.:.:  .   ::..:  :  .: : .                  
gi|510 MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLPVIRGKGGGIEFAKT 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYI                                 
                                                                    
gi|510 ETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHLCTPLSLNSFSVDRY 
               70        80        90       100       110       120 
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.6  bits: 20.7 E():   21 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (5-22:66-83) 
 
                                         10        20        30     
AAD-12                           GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
           40        50        60        70        80               
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI               
                                                                    
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 78.2  bits: 19.2 E():   22 
Smith-Waterman score: 44; 32.4% identity (56.8% similar) in 37 aa overlap (12-48:65-101) 
 
                                  10        20        30        40  
AAD-12                    GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .:  ..::. ::  . :.:: :  :   :  
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
              50        60        70        80 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
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        .  .:.                                 
gi|117 EEEKEESDDDMGFGLFD                       
          100       110                        
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.1  bits: 19.7 E():   23 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (7-31:27-50) 
 
                                   10        20        30        40 
AAD-12                     GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
               50        60        70        80                     
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                     
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIKTTSK 
      60        70        80        90       100       110          
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.0  bits: 19.7 E():   23 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (10-31:29-50) 
 
                                  10        20        30        40  
AAD-12                    GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                      
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.0  bits: 19.7 E():   23 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (10-31:29-50) 
 
                                  10        20        30        40  
AAD-12                    GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                      
                                                                    
gi|400 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.0  bits: 19.7 E():   23 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (10-31:29-50) 
 
                                  10        20        30        40  
AAD-12                    GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                      
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.0  bits: 19.7 E():   23 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (7-31:27-50) 
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                                   10        20        30        40 
AAD-12                     GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
               50        60        70        80                     
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                     
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.0  bits: 19.7 E():   23 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (10-31:29-50) 
 
                                  10        20        30        40  
AAD-12                    GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                      
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.0  bits: 19.7 E():   23 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (7-31:27-50) 
 
                                   10        20        30        40 
AAD-12                     GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|880 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
               50        60        70        80                     
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                     
                                                                    
gi|880 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVIKTTS 
      60        70        80        90       100       110          
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 77.4  bits: 21.1 E():   25 
Smith-Waterman score: 52; 24.3% identity (73.0% similar) in 37 aa overlap (45-80:143-179) 
 
           20        30        40        50        60        70     
AAD-12 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG-HVQ 
                                     .::   .:.: .. .. .::  .... .:. 
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
            80                                                      
AAD-12 QAGSAYI                                                      
       . :...:                                                      
gi|215 NNGDVFILLVPNFVFVWTGKHSNRMERTTAIRVANDLKSELNRFKLSSVILEDGKEVEQT 
            180       190       200       210       220       230   
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 77.1  bits: 16.9 E():   26 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (5-11:19-25) 
 
                             10        20        30        40       
AAD-12               GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                         :..:..:                                    
gi|320 YTTEGGTKAEAEDVIPEGWKVDTSYE                                   
               10        20                                         
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>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 76.8  bits: 18.4 E():   27 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (53-74:37-58) 
 
             30        40        50        60        70        80   
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI   
                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
gi|162 VPQLEIVPNS 
         70       
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 76.7  bits: 19.9 E():   27 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (35-56:74-98) 
 
           10        20        30        40           50        60  
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---DEATRALVHQRSARHS 
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
 
              70        80                                          
AAD-12 LVYSQSKLGHVQQAGSAYI                                          
                                                                    
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 76.3  bits: 19.3 E():   28 
Smith-Waterman score: 45; 27.0% identity (64.9% similar) in 37 aa overlap (18-54:49-84) 
 
                            10        20        30        40        
AAD-12              GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|144 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
        50        60        70        80                            
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                            
       :  : ..                                                      
gi|144 AGLAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEAT 
        80        90       100       110       120       130        
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.3  bits: 19.3 E():   28 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (7-31:27-50) 
 
                                   10        20        30        40 
AAD-12                     GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|425 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
               50        60        70        80                     
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                     
                                                                    
gi|425 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.3  bits: 19.3 E():   28 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (7-31:27-50) 
 
                                   10        20        30        40 
AAD-12                     GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
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               50        60        70        80                     
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                     
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.3  bits: 19.3 E():   28 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (7-31:27-50) 
 
                                   10        20        30        40 
AAD-12                     GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
               50        60        70        80                     
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                     
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.3  bits: 19.3 E():   28 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (7-31:27-50) 
 
                                   10        20        30        40 
AAD-12                     GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
               50        60        70        80                     
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                     
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.3  bits: 19.3 E():   28 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (7-31:27-50) 
 
                                   10        20        30        40 
AAD-12                     GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|753 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTTKKITF 
               10        20        30         40        50          
 
               50        60        70        80                     
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                     
                                                                    
gi|753 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 76.2  bits: 19.3 E():   29 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (7-31:27-50) 
 
                                   10        20        30        40 
AAD-12                     GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
               50        60        70        80                     
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                     
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
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 initn:  44 init1:  44 opt:  45  Z-score: 76.2  bits: 19.3 E():   29 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (7-31:27-50) 
 
                                   10        20        30        40 
AAD-12                     GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|901 MGGYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
               50        60        70        80                     
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                     
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.9  bits: 19.8 E():   30 
Smith-Waterman score: 47; 33.3% identity (52.8% similar) in 36 aa overlap (35-70:159-191) 
 
           10        20        30        40        50        60     
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :   . : ..::   :   :: .  :.:   
gi|136 TNTEKLPTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFEIR---HQLTQIHGLYR 
      130       140       150       160       170          180      
 
           70        80                                  
AAD-12 SQSKLGHVQQAGSAYI                                  
       :..: :                                            
gi|136 SSDKTGGYWKITMNDGSTYQSDLSKKFEYNTEKPPINIDEIKTIEAEIN 
         190       200       210       220       230     
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.8  bits: 20.6 E():   30 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (5-22:56-73) 
 
                                         10        20        30     
AAD-12                           GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
           40        50        60        70        80               
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI               
                                                                    
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.6  bits: 18.8 E():   31 
Smith-Waterman score: 43; 26.0% identity (52.0% similar) in 50 aa overlap (14-63:30-79) 
 
                               10        20        30        40     
AAD-12                 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                                    .  .:.. :.:   .   : :   . :.    
gi|253 TGPYCYAGMGLPINPLEGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHC 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                         
         ::.: .. .::  .: :                                          
gi|253 RCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNAPYCLGLDI 
               70        80        90       100       110       120 
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 75.3  bits: 18.8 E():   32 
Smith-Waterman score: 43; 23.5% identity (51.0% similar) in 51 aa overlap (1-51:25-74) 
 
                                       10        20        30       
AAD-12                         GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                               :  : . . ...   :::.  :: .:  . .   :  
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLP-FQ 
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               10        20        30        40        50           
 
         40        50        60        70        80                 
AAD-12 DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                 
       ...   :..:    :                                              
gi|217 EIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRL 
      60        70        80        90       100       110          
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.1  bits: 20.5 E():   33 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (5-22:56-73) 
 
                                         10        20        30     
AAD-12                           GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
           40        50        60        70        80               
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI               
                                                                    
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 74.9  bits: 20.3 E():   34 
Smith-Waterman score: 49; 20.3% identity (55.9% similar) in 59 aa overlap (4-59:37-94) 
 
                                          10        20        30    
AAD-12                            GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|269 EAVLLGILLYIPIVLSDDRAPIPSNSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQTK 
         10        20        30         40        50        60      
 
               40        50        60        70        80           
AAD-12 CF---ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI           
        .   .:  . . ...:: ...  . . :                                
gi|269 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSLAPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
>>gi|14422361|emb|CAC41634.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.7  bits: 18.8 E():   35 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (8-25:85-102) 
 
                                      10        20        30        
AAD-12                        GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
        40        50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                                   
gi|144 RHVKPLSFRAKTDAPGC                           
          120       130                            
 
>>gi|14422363|emb|CAC41635.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.7  bits: 18.8 E():   35 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (8-25:85-102) 
 
                                      10        20        30        
AAD-12                        GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSGRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
        40        50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                                   
gi|144 RHVKPLSFRAKTDAPGC                           
          120       130                            
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>>gi|14422359|emb|CAC41633.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.7  bits: 18.8 E():   35 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (8-25:85-102) 
 
                                      10        20        30        
AAD-12                        GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETDQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
        40        50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                                   
gi|144 RHVKPLSFRAKTDAPGC                           
          120       130                            
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.5  bits: 19.0 E():   36 
Smith-Waterman score: 44; 36.4% identity (63.6% similar) in 22 aa overlap (10-31:28-49) 
 
                                 10        20        30        40   
AAD-12                   GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                  : .: .:  :. :.: . . ::            
gi|115 GVFNYETETTSVIPAARLFKAFILDGDTLFPQVAPQAISSVENISGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                       
                                                                    
gi|115 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.5  bits: 19.0 E():   36 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (12-31:31-50) 
 
                                  10        20        30        40  
AAD-12                    GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|132 MGVFNYETESTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                      
                                                                    
gi|132 EGSPFKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.5  bits: 19.0 E():   36 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (12-31:31-50) 
 
                                  10        20        30        40  
AAD-12                    GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                      
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.5  bits: 19.0 E():   36 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (12-31:31-50) 
 
                                  10        20        30        40  
AAD-12                    GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
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                                     .: .:  :. :.: : . ::           
gi|584 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                      
                                                                    
gi|584 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.5  bits: 19.0 E():   36 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (12-31:31-50) 
 
                                  10        20        30        40  
AAD-12                    GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                      
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 74.4  bits: 20.3 E():   36 
Smith-Waterman score: 49; 33.3% identity (64.3% similar) in 42 aa overlap (3-41:244-284) 
 
                                             10         20          
AAD-12                             GNMAW--HADSTYMP-VMAQGAVFSAEVVPAV 
                                     :.:  ..... .: :. .  . :.: :  : 
gi|585 GYYAYPYCYNLTPNQPSAQCEATTMQENDKMSWLFESEDVLLPSVYLRWNLTSGERVGLV 
           220       230       240       250       260       270    
 
      30        40        50        60        70        80          
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI          
       :::.  : .: :                                                 
gi|585 GGRVKEA-LRIARQMTTSRKKVLPYYWYKYQDRRDTDLSRADLEATLRKITDLGADGFII 
           280        290       300       310       320       330   
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.4  bits: 19.0 E():   36 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (12-31:31-50) 
 
                                  10        20        30        40  
AAD-12                    GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                      
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 74.3  bits: 15.7 E():   36 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (58-72:1-15) 
 
        30        40        50        60        70        80 
AAD-12 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                     :: . : : ..::..         
gi|323                               ARTAWVDSGAQLGELSY       
                                             10              
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 74.2  bits: 20.2 E():   37 
Smith-Waterman score: 49; 40.0% identity (65.0% similar) in 20 aa overlap (2-21:332-348) 
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                                            10        20        30  
AAD-12                              GNMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
                                     :  :.   .:: :. .::.:           
gi|113 ILSQGNRFLASDIKKEVVGRYGESAMSESINWNWR---SYMDVFENGAIFVPSGVDPVLT 
             310       320       330          340       350         
 
              40        50        60        70        80 
AAD-12 RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                                         
gi|113 PEQNAGMIPAEPGEAVLRLTSSAGVLSCQPGAPC                
      360       370       380       390                  
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.9  bits: 19.7 E():   38 
Smith-Waterman score: 47; 36.0% identity (76.0% similar) in 25 aa overlap (38-62:106-130) 
 
        10        20        30        40        50        60        
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     ...: . :.:::.:  ... ::. :      
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
 
        70        80                                                
AAD-12 KLGHVQQAGSAYI                                                
                                                                    
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.4  bits: 20.2 E():   41 
Smith-Waterman score: 49; 36.7% identity (66.7% similar) in 30 aa overlap (50-79:43-72) 
 
      20        30        40        50        60        70          
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.. . .:: . : : ..::..  : : : 
gi|558 RVRSGGHDYEGLSYRSLQPENFAVVDLNQMRAVLVDGKARTAWVDSGAQLGELYYAISKY 
             20        30        40        50        60        70   
 
      80                                                            
AAD-12 I                                                            
                                                                    
gi|558 SRTLAFPAGVCPTIGVGGNLAGGGFGMLLRKYGIAAENVIDVKLVDANGKLHDKKSMGDD 
             80        90       100       110       120       130   
 
>>gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Globin   (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.3  bits: 18.7 E():   42 
Smith-Waterman score: 43; 30.6% identity (55.6% similar) in 36 aa overlap (21-56:115-150) 
 
                         10        20        30        40        50 
AAD-12           GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                     : :  :  . ..: ::  .::. :  .:   
gi|121 IGDLPNIDGDVTTFVASHTPRGVTHDQLNNFRAGFVSYMKAHTDFAGAEAAWGATLDAFF 
           90       100       110       120       130       140     
 
               60        70        80 
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
       ..:  .                         
gi|121 GMVFAKM                        
          150                         
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 73.1  bits: 18.7 E():   43 
Smith-Waterman score: 43; 29.0% identity (67.7% similar) in 31 aa overlap (18-48:49-78) 
 
                            10        20        30        40        
AAD-12              GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|186 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVRLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
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        50        60        70        80                            
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                            
       :                                                            
gi|186 AGLGYTYTTIGGDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEAT 
        80        90       100       110       120       130        
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (12-31:31-50) 
 
                                  10        20        30        40  
AAD-12                    GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|261 MGVFNYEAETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                      
                                                                    
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (12-31:31-50) 
 
                                  10        20        30        40  
AAD-12                    GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|132 MGVFNYETETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                      
                                                                    
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.7  bits: 18.7 E():   45 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (12-31:31-50) 
 
                                  10        20        30        40  
AAD-12                    GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVISAARLFKSYVLDGDKLIPKVAPQAITSVENVGGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                      
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSK 
               70        80        90       100       110       120 
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.7  bits: 18.9 E():   45 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (55-70:46-61) 
 
           30        40        50        60        70        80     
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI     
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.8  bits: 18.4 E():   50 
Smith-Waterman score: 42; 27.6% identity (58.6% similar) in 29 aa overlap (11-39:11-39) 
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               10        20        30        40        50        60 
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH 
                 ..:. : : ::.   . :.  :  . ..:                      
gi|126 MRSLLILVLCFLPLAALGKVFGRCELAAAMKRHGLDNYRGYSLGNWVCAAKFESNFNTQA 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 SLVYSQSKLGHVQQAGSAYI                                         
                                                                    
gi|126 TNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNCAKKIVSDG 
               70        80        90       100       110       120 
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.7  bits: 18.6 E():   51 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (55-69:138-152) 
 
           30        40        50        60        70        80     
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI     
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
gi|391 ASIDTILTKV 
       170        
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 71.4  bits: 15.1 E():   53 
Smith-Waterman score: 29; 57.1% identity (71.4% similar) in 7 aa overlap (7-13:1-7) 
 
               10        20        30        40        50        60 
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH 
             ::. : :                                                
gi|751       ADAGYAPAAPGTQPKA                                       
                     10                                             
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 71.1  bits: 19.9 E():   55 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (37-51:431-446) 
 
         10        20        30        40         50        60      
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYS 
                                     :..: :::.: ...::               
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA               
              410       420       430       440                     
 
          70        80 
AAD-12 QSKLGHVQQAGSAYI 
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.0  bits: 18.1 E():   55 
Smith-Waterman score: 41; 25.9% identity (55.6% similar) in 27 aa overlap (3-29:16-42) 
 
                            10        20        30        40        
AAD-12              GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                      .:: ...   :. : :    ..::  .                   
gi|249 MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQDIMPCLHFVKGEEKEPSKEC 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                            
                                                                    
gi|249 CSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVAEVPKKCDIKTTLPPITADFD 
               70        80        90       100       110       120 
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.0  bits: 18.4 E():   56 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (12-31:30-49) 
 
                                 10        20        30        40   
AAD-12                   GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: : . ::            
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gi|402 GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFAE 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                       
                                                                    
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
>>gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 71.0  bits: 18.4 E():   56 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (7-31:27-50) 
 
                                   10        20        30        40 
AAD-12                     GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
               50        60        70        80                     
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                     
                                                                    
gi|212 GEASKYKYSRHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 71.0  bits: 18.4 E():   56 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (7-31:27-50) 
 
                                   10        20        30        40 
AAD-12                     GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
               50        60        70        80                     
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                     
                                                                    
gi|212 GEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.0  bits: 18.4 E():   56 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (12-31:30-49) 
 
                                 10        20        30        40   
AAD-12                   GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                       
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.0  bits: 18.4 E():   56 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (12-31:30-49) 
 
                                 10        20        30        40   
AAD-12                   GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                       
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
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               70        80        90       100       110       120 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (12-31:31-50) 
 
                                  10        20        30        40  
AAD-12                    GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                      
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (12-31:31-50) 
 
                                  10        20        30        40  
AAD-12                    GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                      
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (12-31:31-50) 
 
                                  10        20        30        40  
AAD-12                    GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                      
                                                                    
gi|400 EGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (12-31:31-50) 
 
                                  10        20        30        40  
AAD-12                    GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                      
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNK 
               70        80        90       100       110       120 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (12-31:31-50) 
 
                                  10        20        30        40  
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AAD-12                    GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                      
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (12-31:31-50) 
 
                                  10        20        30        40  
AAD-12                    GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                      
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (12-31:31-50) 
 
                                  10        20        30        40  
AAD-12                    GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                      
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (12-31:31-50) 
 
                                  10        20        30        40  
AAD-12                    GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                      
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (12-31:31-50) 
 
                                  10        20        30        40  
AAD-12                    GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                      
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gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (12-31:31-50) 
 
                                  10        20        30        40  
AAD-12                    GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                      
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (12-31:31-50) 
 
                                  10        20        30        40  
AAD-12                    GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                      
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (12-31:31-50) 
 
                                  10        20        30        40  
AAD-12                    GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                      
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (12-31:31-50) 
 
                                  10        20        30        40  
AAD-12                    GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                      
                                                                    
gi|167 EGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (12-31:31-50) 
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                                  10        20        30        40  
AAD-12                    GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVMPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                      
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (12-31:31-50) 
 
                                  10        20        30        40  
AAD-12                    GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                      
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (12-31:31-50) 
 
                                  10        20        30        40  
AAD-12                    GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                      
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (12-31:31-50) 
 
                                  10        20        30        40  
AAD-12                    GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                      
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 40.0% identity (60.0% similar) in 25 aa overlap (7-31:27-50) 
 
                                   10        20        30        40 
AAD-12                     GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:   : ::: . . ::          
gi|534 MGVFNYEDEATSVIAPARLFKSFVLDADNL-IPKVAPENVSSAENIEGNGGPGTIKKITF 
               10        20        30         40        50          
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               50        60        70        80                     
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                     
                                                                    
gi|534 PEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITS 
      60        70        80        90       100       110          
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (12-31:31-50) 
 
                                  10        20        30        40  
AAD-12                    GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                      
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 70.9  bits: 14.3 E():   56 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (50-54:2-6) 
 
      20        30        40        50        60        70          
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     : :::                          
gi|463                              DRNLVHSATR                      
                                            10                      
 
      80 
AAD-12 I 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 70.5  bits: 19.6 E():   59 
Smith-Waterman score: 47; 21.6% identity (51.0% similar) in 51 aa overlap (30-80:309-353) 
 
                10        20        30        40        50          
AAD-12  GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR 
                                     :.: :  : :.  ..: .      : ..:  
gi|113 HGFFQVVNNNYDKWGSYAIGGSASPTILSQGNRFCAPDERSKKNVLGR------HGEAAA 
      280       290       300       310       320             330   
 
      60        70        80                                        
AAD-12 HSLVYSQSKLGHVQQAGSAYI                                        
       .:. ..      : . :. ..                                        
gi|113 ESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEPGESALSLTSSAGVLSCQP 
            340       350       360       370       380       390   
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.5  bits: 18.1 E():   59 
Smith-Waterman score: 41; 20.9% identity (47.8% similar) in 67 aa overlap (11-68:3-69) 
 
               10        20        30        40                 50  
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---------DEATRA 
                 .. ..  . :..: :   . :     . : :.: :         :.. .. 
gi|856         MKFIITLFAAIVMAAAVSGFIVGDKKEDEWRMAFDRLMMEELETKIDQVEKG 
                       10        20        30        40        50   
 
              60        70        80                                
AAD-12 LVHQRSARHSLVYSQSKLGHVQQAGSAYI                                
       :.:     . :  ..::                                            
gi|856 LLHLSEQYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLNMFERYNYEF 
             60        70        80        90       100       110   
 
>>gi|4006963|emb|CAA07328.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.3  bits: 17.8 E():   61 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (13-31:32-50) 
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                                 10        20        30        40   
AAD-12                   GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
             50        60        70        80                      
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                      
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|4006947|emb|CAA07320.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.3  bits: 17.8 E():   61 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (13-31:32-50) 
 
                                 10        20        30        40   
AAD-12                   GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
             50        60        70        80                      
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                      
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 70.3  bits: 14.8 E():   61 
Smith-Waterman score: 28; 40.0% identity (80.0% similar) in 10 aa overlap (18-27:4-13) 
 
               10        20        30        40        50        60 
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH 
                        :.:  :...:                                  
gi|131               GPVGGVVHAHMMPLL                                
                             10                                     
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.3  bits: 18.1 E():   61 
Smith-Waterman score: 41; 34.6% identity (61.5% similar) in 26 aa overlap (9-34:5-30) 
 
               10        20        30        40        50        60 
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH 
               :.:  ...   ::   .: :::.. :                           
gi|217     MASKSNYNLLFTALLVFIFAAVAAVGNEDCTPWTSTLITPLPSCRNYVEEQACRIE 
                   10        20        30        40        50       
 
               70        80                                         
AAD-12 SLVYSQSKLGHVQQAGSAYI                                         
                                                                    
gi|217 MPGPPYLAKQECCEQLANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMNFVPI 
         60        70        80        90       100       110       
 
>>gi|114326420|ref|NP_001041618.1| major allergen I poly  (88 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 70.0  bits: 17.3 E():   63 
Smith-Waterman score: 38; 31.8% identity (63.6% similar) in 22 aa overlap (8-29:3-24) 
 
               10        20        30        40        50        60 
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH 
              :..  :  . .:. . :. :::                                
gi|114      MLDAALPPCPTVAATADCEICPAVKRDVDLFLTGTPDEYVEQVAQYKALPVVLEN 
                    10        20        30        40        50      
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.6  bits: 17.8 E():   66 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (53-74:6-27) 
 
             30        40        50        60        70        80   
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI   
                                     :.:.  ..  : :.  ::...:         
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gi|159                          IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
                                        10        20        30      
 
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFXQFYQPDAYPSGAWY 
          40        50        60        70        80        90      
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.3  bits: 19.8 E():   69 
Smith-Waterman score: 49; 26.3% identity (60.5% similar) in 38 aa overlap (40-77:426-463) 
 
      10        20        30        40        50        60          
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     :  ....:   :.. :.  . .:    ..  
gi|258 AERGFFYRNGIYSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNH 
         400       410       420       430       440       450      
 
      70        80                                                  
AAD-12 GHVQQAGSAYI                                                  
       : .::::.                                                     
gi|258 GVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQISREQARQLKYNR 
         460       470       480       490       500       510      
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 18.0 E():   69 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (12-31:30-49) 
 
                                 10        20        30        40   
AAD-12                   GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFPE 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                       
                                                                    
gi|437 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISHKY 
               70        80        90       100       110       120 
 
>>gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 69.2  bits: 18.0 E():   69 
Smith-Waterman score: 41; 32.0% identity (64.0% similar) in 25 aa overlap (7-31:27-50) 
 
                                   10        20        30        40 
AAD-12                     GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGDGGPGTIKKITF 
               10        20        30         40        50          
 
               50        60        70        80                     
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                     
                                                                    
gi|212 GEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.2  bits: 17.8 E():   70 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (43-71:101-129) 
 
             20        30        40        50        60        70   
AAD-12 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
             80 
AAD-12 QQAGSAYI 
                
gi|273 RRRR     
                
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 3734



 

 

 initn:  40 init1:  40 opt:  40  Z-score: 69.2  bits: 17.8 E():   70 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (43-71:101-129) 
 
             20        30        40        50        60        70   
AAD-12 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
             80 
AAD-12 QQAGSAYI 
                
gi|273 RRRR     
                
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.2  bits: 17.5 E():   70 
Smith-Waterman score: 39; 53.8% identity (69.2% similar) in 13 aa overlap (36-48:72-84) 
 
          10        20        30        40        50        60      
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
                                     ::.::  ::  .:                  
gi|131 ELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDE 
              50        60        70        80        90       100  
 
          70        80 
AAD-12 QSKLGHVQQAGSAYI 
                       
gi|131 FGALVDKWGAKG    
             110       
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (12-31:31-50) 
 
                                  10        20        30        40  
AAD-12                    GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|125 MGVFNYETEATSVIPAARLFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                      
                                                                    
gi|125 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (12-31:31-50) 
 
                                  10        20        30        40  
AAD-12                    GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                      
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (12-31:31-50) 
 
                                  10        20        30        40  
AAD-12                    GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
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               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                      
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (12-31:31-50) 
 
                                  10        20        30        40  
AAD-12                    GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                      
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 43; 26.6% identity (59.4% similar) in 64 aa overlap (21-79:82-145) 
 
                         10        20        30        40           
AAD-12           GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD--ALDEA 
                                     : .:.:  .:. . .  :..     : ..  
gi|170 MAKFPQFAGKDLETLKGTGQFATHAGRIVGFVSEIVALMGNSANMPAMETLIKDMAANHK 
              60        70        80        90       100       110  
 
       50          60         70        80               
AAD-12 TRALVHQRSA--RHSLV-YSQSKLGHVQQAGSAYI               
       .:.. . .    : ::: : :::..  .. :.:.                
gi|170 ARGIPKAQFNEFRASLVSYLQSKVSWNDSLGAAWTQGLDNVFNMMFSYL 
             120       130       140       150       160 
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (12-31:31-50) 
 
                                  10        20        30        40  
AAD-12                    GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                      
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (12-31:31-50) 
 
                                  10        20        30        40  
AAD-12                    GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                      
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
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>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (12-31:31-50) 
 
                                  10        20        30        40  
AAD-12                    GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                      
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (12-31:31-50) 
 
                                  10        20        30        40  
AAD-12                    GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|154 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                      
                                                                    
gi|154 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.1  bits: 19.5 E():   71 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (52-73:332-353) 
 
              30        40        50        60        70        80  
AAD-12 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI  
                                     : :     ::..:. .  :.::         
gi|259 LTTLNSLNLPILKWLQLSVEKGVLYKNALVLPHWNLNSHSIIYGCKGKGQVQVVDNFGNR 
             310       320       330       340       350       360  
 
gi|259 VFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRAMTSPLAGRTSVLGGMPEEVL 
             370       380       390       400       410       420  
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.5  bits: 17.2 E():   76 
Smith-Waterman score: 38; 37.5% identity (62.5% similar) in 16 aa overlap (13-28:41-56) 
 
                                 10        20        30        40   
AAD-12                   GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..  :: :  ..: :               
gi|166 GSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAAYVMNLYYQHAG 
               20        30        40        50        60        70 
 
             50        60        70        80 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                              
gi|166 RNSWNCDFSQTATLTNTNPSYGACNFPSGSN        
               80        90       100         
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.5  bits: 17.7 E():   76 
Smith-Waterman score: 40; 35.3% identity (70.6% similar) in 17 aa overlap (17-33:30-46) 
 
                            10        20        30        40        
AAD-12              GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                    :::. ...  :  ::..               
gi|476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVQGATVAVDCRPFNGGESKLKAEATTDGLGWY 
               10        20        30        40        50        60 
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        50        60        70        80                            
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                            
                                                                    
gi|476 KIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQGIRYANPIAFFR 
               70        80        90       100       110       120 
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.3  bits: 19.7 E():   78 
Smith-Waterman score: 48; 22.9% identity (57.1% similar) in 35 aa overlap (46-80:339-373) 
 
          20        30        40        50        60        70      
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     ::  .:  . :  : . ...:.. : . .: 
gi|131 LLQPVSTPGEFELFFGAGGENPESFFKSFSDEILEAAFNTRRDRLQRIFGQQRQGVIVKA 
      310       320       330       340       350       360         
 
          80                                                        
AAD-12 GSAYI                                                        
       .   .                                                        
gi|131 SEEQVRAMSRHEEGGIWPFGGESKGTINIYQQRPTHSNQYGQLHEVDASQYRQLRDLDLT 
      370       380       390       400       410       420         
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.7 E():   83 
Smith-Waterman score: 40; 43.8% identity (62.5% similar) in 16 aa overlap (10-25:29-44) 
 
                                  10        20        30        40  
AAD-12                    GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.:.                 
gi|134 MGVQTHVLELTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPD 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                      
                                                                    
gi|134 GGPITTMTLRIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIF 
               70        80        90       100       110       120 
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.7 E():   83 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (10-25:29-44) 
 
                                  10        20        30        40  
AAD-12                    GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|892 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                      
                                                                    
gi|892 GSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.7 E():   83 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (10-25:29-44) 
 
                                  10        20        30        40  
AAD-12                    GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|215 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAATGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                      
                                                                    
gi|215 GSPITTMTVRTDAVNKEALSYDSTVIDGDILLGFIESIETHMVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
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>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 67.7  bits: 19.5 E():   84 
Smith-Waterman score: 50; 24.2% identity (58.1% similar) in 62 aa overlap (5-64:361-421) 
 
                                         10          20        30   
AAD-12                           GNMAWHADSTYMPVM--AQGAVFSAEVVPAVGGR 
                                     ...: .:.::   . . .:   : :..:   
gi|558 IKSVPFIHLGKQATLSDLLNRNNTFKPFAEYKSDYVYQPVPKPVWAQIFVWLVKPGAGI- 
              340       350       360       370       380           
 
             40        50        60        70        80             
AAD-12 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI             
         .  . :: .:  ::.  . :....  .. :                             
gi|558 MVMDPYGAAISATPEAATPFPHRKDVLFNIQYVNYWFDEAGGAAPLQWSKDMYRFMEPYV 
     390       400       410       420       430       440          
 
gi|558 SKNPRQAYANYRDIDLGRNEVVNDISTYASGKVWGEKYFKGNFQRLAITKGKVDPQDYFR 
     450       460       470       480       490       500          
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 67.7  bits: 20.2 E():   84 
Smith-Waterman score: 50; 28.9% identity (60.5% similar) in 38 aa overlap (37-74:827-864) 
 
         10        20        30        40        50        60       
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     ...:: :  :.:   :   :. ..: : .. 
gi|377 NEKVKVYKRQMQEQEGMSQQNLTRVRRFQRELEAAEDRADQAESNLSFIRAKHRSWVTTS 
        800       810       820       830       840       850       
 
         70        80      
AAD-12 SKLGHVQQAGSAYI      
       .  : ..:            
gi|377 QVPGGTRQVFTTQEETTNY 
        860       870      
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 67.7  bits: 20.2 E():   84 
Smith-Waterman score: 50; 28.9% identity (60.5% similar) in 38 aa overlap (37-74:827-864) 
 
         10        20        30        40        50        60       
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     ...:: :  :.:   :   :. ..: : .. 
gi|219 NEKVKVYKRQMQEQEGMSQQNLTRVRRFQRELEAAEDRADQAESNLSFIRAKHRSWVTTS 
        800       810       820       830       840       850       
 
         70        80      
AAD-12 SKLGHVQQAGSAYI      
       .  : ..:            
gi|219 QVPGGTRQVFVTEQESSNF 
        860       870      
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.5  bits: 17.2 E():   86 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (35-48:39-52) 
 
           10        20        30        40        50        60     
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|191 TLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
           70        80                             
AAD-12 SQSKLGHVQQAGSAYI                             
                                                    
gi|191 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.5  bits: 17.2 E():   86 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (35-48:39-52) 
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           10        20        30        40        50        60     
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|730 TLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
           70        80                             
AAD-12 SQSKLGHVQQAGSAYI                             
                                                    
gi|730 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (13-31:31-49) 
 
                                 10        20        30        40   
AAD-12                   GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|159 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                       
                                                                    
gi|159 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (13-31:31-49) 
 
                                 10        20        30        40   
AAD-12                   GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|384 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENISGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                       
                                                                    
gi|384 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (13-31:31-49) 
 
                                 10        20        30        40   
AAD-12                   GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|437 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                       
                                                                    
gi|437 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|4376222|emb|CAA04829.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (13-31:31-49) 
 
                                 10        20        30        40   
AAD-12                   GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|437 GVFNYEIGATSVIPAARLFKAFILVGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
             50        60        70        80                       
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AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                       
                                                                    
gi|437 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
               70        80        90       100       110       120 
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.4  bits: 18.4 E():   87 
Smith-Waterman score: 43; 47.6% identity (71.4% similar) in 21 aa overlap (14-34:8-24) 
 
               10        20        30        40        50        60 
AAD-12 GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH 
                    .:. :::..: :   ::: .:                           
gi|286       MGSLANNIMVVGAVLAALV---VGG-SCGPPKVPPGPNITTNYNGKWLTARATW 
                     10           20         30        40        50 
 
               70        80                                         
AAD-12 SLVYSQSKLGHVQQAGSAYI                                         
                                                                    
gi|286 YGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSG 
               60        70        80        90       100       110 
 
>>gi|4006953|emb|CAA07323.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (13-31:32-50) 
 
                                 10        20        30        40   
AAD-12                   GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
             50        60        70        80                       
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                       
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006957|emb|CAA07325.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (13-31:32-50) 
 
                                 10        20        30        40   
AAD-12                   GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKINFPE 
              10        20        30        40        50        60  
 
             50        60        70        80                       
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                       
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (13-31:32-50) 
 
                                 10        20        30        40   
AAD-12                   GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYEIEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
             50        60        70        80                       
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                       
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
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Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (13-31:32-50) 
 
                                 10        20        30        40   
AAD-12                   GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
             50        60        70        80                       
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                       
                                                                    
gi|132 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (13-31:32-50) 
 
                                 10        20        30        40   
AAD-12                   GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|256 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
             50        60        70        80                       
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                       
                                                                    
gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (13-31:32-50) 
 
                                 10        20        30        40   
AAD-12                   GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|114 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
             50        60        70        80                       
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                       
                                                                    
gi|114 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|82492265|gb|ABB78006.1| major allergen Pru p 1 [Pru  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 32.0% identity (64.0% similar) in 25 aa overlap (7-31:27-50) 
 
                                   10        20        30        40 
AAD-12                     GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  .:.. . ::          
gi|824 MGVFTYESEFTSEIPPPRLFKAFVLDADNL-VPKIAPQAIKHSEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
               50        60        70        80                     
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                     
                                                                    
gi|824 GEGSQYGYVKHKIDSIDKENHSYSYTLIEGDALGDNLEKISYETKLVASPSGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (13-31:32-50) 
 
                                 10        20        30        40   
AAD-12                   GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
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             50        60        70        80                       
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                       
                                                                    
gi|116 GIPFKYVKGRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|167472849|gb|ABZ81046.1| pollen allergen Que a 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 30.0% identity (70.0% similar) in 20 aa overlap (12-31:31-50) 
 
                                  10        20        30        40  
AAD-12                    GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :. :.:.. . ::           
gi|167 MGVFTYESEDASVIPPARLFKAFVLDSDNLIPKVVPQALKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                      
                                                                    
gi|167 EGSHLKHAKHRIDVIDPENFTYSFSVIEGDALFDKLENVSTETKIVASPDGGSIVKSTSK 
               70        80        90       100       110       120 
 
>>gi|1513216|gb|AAC02632.1| cherry-allergen PRUA1 [Prunu  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 32.0% identity (64.0% similar) in 25 aa overlap (7-31:27-50) 
 
                                   10        20        30        40 
AAD-12                     GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  .:.. . ::          
gi|151 MGVFTYESEFTSEIPPPRLFKAFVLDADNL-VPKIAPQAIKHSEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
               50        60        70        80                     
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                     
                                                                    
gi|151 GEGSQYGYVKHKIDSIDKENYSYSYTLIEGDALGDTLEKISYETKLVASPSGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (13-31:32-50) 
 
                                 10        20        30        40   
AAD-12                   GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSLIPAARLFRAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
             50        60        70        80                       
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                       
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (13-31:32-50) 
 
                                 10        20        30        40   
AAD-12                   GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPG 
              10        20        30        40        50        60  
 
             50        60        70        80                       
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                       
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
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>>gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (13-31:32-50) 
 
                                 10        20        30        40   
AAD-12                   GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
             50        60        70        80                       
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                       
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (13-31:32-50) 
 
                                 10        20        30        40   
AAD-12                   GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
             50        60        70        80                       
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                       
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (13-31:32-50) 
 
                                 10        20        30        40   
AAD-12                   GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
             50        60        70        80                       
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                       
                                                                    
gi|459 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321728|emb|CAA96547.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (13-31:32-50) 
 
                                 10        20        30        40   
AAD-12                   GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
             50        60        70        80                       
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                       
                                                                    
gi|132 GFPFKYVKDRVDEVAHKNFKYSYSVIEGGPIGDTLEKISNEIKIVATPDGRSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (13-31:32-50) 
 
                                 10        20        30        40   
AAD-12                   GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
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gi|132 GVFNYETEATSVIPAARLFKASILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
             50        60        70        80                       
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                       
                                                                    
gi|132 GSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKF 
              70        80        90       100       110       120  
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (13-31:32-50) 
 
                                 10        20        30        40   
AAD-12                   GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
             50        60        70        80                       
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                       
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (13-31:32-50) 
 
                                 10        20        30        40   
AAD-12                   GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
             50        60        70        80                       
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                       
                                                                    
gi|125 GFPFKYVKDGVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (13-31:32-50) 
 
                                 10        20        30        40   
AAD-12                   GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|241 GVFNYETETTSVIPAARLFKAFFLDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
             50        60        70        80                       
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                       
                                                                    
gi|241 GFPFRYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (13-31:32-50) 
 
                                 10        20        30        40   
AAD-12                   GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
             50        60        70        80                       
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                       
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGPILKISNKY 
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              70        80        90       100       110       120  
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (13-31:32-50) 
 
                                 10        20        30        40   
AAD-12                   GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
             50        60        70        80                       
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                       
                                                                    
gi|132 GIPFKYVKDRVDEVDHANFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (13-31:32-50) 
 
                                 10        20        30        40   
AAD-12                   GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
             50        60        70        80                       
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                       
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (13-31:32-50) 
 
                                 10        20        30        40   
AAD-12                   GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
             50        60        70        80                       
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                       
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDILEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (13-31:32-50) 
 
                                 10        20        30        40   
AAD-12                   GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
             50        60        70        80                       
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                       
                                                                    
gi|125 GFPFEYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (13-31:32-50) 
 
                                 10        20        30        40   
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AAD-12                   GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
             50        60        70        80                       
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                       
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVTTPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (13-31:32-50) 
 
                                 10        20        30        40   
AAD-12                   GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
             50        60        70        80                       
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                       
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (13-31:32-50) 
 
                                 10        20        30        40   
AAD-12                   GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
             50        60        70        80                       
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                       
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (12-31:31-50) 
 
                                  10        20        30        40  
AAD-12                    GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|730 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                      
                                                                    
gi|730 EGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (13-31:32-50) 
 
                                 10        20        30        40   
AAD-12                   GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
             50        60        70        80                       
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                       
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gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (12-31:31-50) 
 
                                  10        20        30        40  
AAD-12                    GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI                      
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGFVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 67.2  bits: 18.7 E():   90 
Smith-Waterman score: 44; 26.7% identity (70.0% similar) in 30 aa overlap (51-80:232-259) 
 
               30        40        50        60        70        80 
AAD-12 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                     : .:  :. ::....:..  . ::. . .. 
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIH--SVVHSIIMQQQQQQQQQQGIDIFL 
             210       220       230         240       250          
 
gi|170 PLSQHEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSIMRAPFAS 
     260       270       280       290       300       310          
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.0  bits: 17.4 E():   92 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (20-29:57-66) 
 
                          10        20        30        40          
AAD-12            GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .::  .::::                     
gi|291 ATAGGSLLVPSGLILAGTVIALTLATPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAA 
         30        40        50        60        70        80       
 
      50        60        70        80                        
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYI                        
                                                              
gi|291 VTVLSWIYRYVTGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVTGSQGS 
         90       100       110       120       130       140 
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.8  bits: 18.4 E():   94 
Smith-Waterman score: 43; 27.3% identity (66.7% similar) in 33 aa overlap (44-76:195-226) 
 
            20        30        40        50        60        70    
AAD-12 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :.:  ..:.  :.. :...   :..  . : 
gi|624 SKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIVHAIFMQQGQRQGVQIVQQQ-PQPQ 
          170       180       190       200       210        220    
 
            80                                                      
AAD-12 QAGSAYI                                                      
       :.:                                                          
gi|624 QVGQCVLVQGQGVVQPQQLAQMEAIRTLVLQSVPSMCNFNVPPNCSTIKAPFVGVVTGVG 
           230       240       250       260       270       280    
 
>>gi|320545|pir||A45786 major pollen allergen Bet v I -   (51 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.7  bits: 15.9 E():   95 
Smith-Waterman score: 33; 36.8% identity (52.6% similar) in 19 aa overlap (13-31:31-49) 
 
                                 10        20        30        40   
AAD-12                   GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
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                                     : .:  :  :.: .   ::            
gi|320 GVFNYEAETTSVIPAAWLWKXFILDGDNLFPKVAPQAXTSVENIYERGGWG          
               10        20        30        40        50           
 
             50        60        70        80 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
 
>>gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos tauru  (172 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.7 E():   96 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (53-74:49-70) 
 
             30        40        50        60        70        80   
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI   
                                     :.:.  ..  : :.  ::...:         
gi|159 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
       20        30        40        50        60        70         
 
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
       80        90       100       110       120       130         
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.4 E():   96 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (20-29:62-71) 
 
                          10        20        30        40          
AAD-12            GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .::  .::::                     
gi|198 VTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAA 
              40        50        60        70        80        90  
 
      50        60        70        80                        
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYI                        
                                                              
gi|198 LSVLSWIYRYLTGKHPPGADQLESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
             100       110       120       130       140      
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.4 E():   96 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (20-29:62-71) 
 
                          10        20        30        40          
AAD-12            GNMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .::  .::::                     
gi|753 VTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAA 
              40        50        60        70        80        90  
 
      50        60        70        80                        
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYI                        
                                                              
gi|753 LSVLSWIYRYLTGKHPPGADQLESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
             100       110       120       130       140      
 
>>gi|129614|sp|P00784.1|PAPA1_CARPA RecName: Full=Papain  (345 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 66.6  bits: 18.7 E():   96 
Smith-Waterman score: 53; 24.2% identity (53.0% similar) in 66 aa overlap (1-65:198-257) 
 
                                             10        20        30 
AAD-12                               GNMAWHADSTYMPVMAQGAVFSAEVVPAVG 
                                     :.. : :    . ..:: ..   .. :  : 
gi|129 EGIIKIRTGNLNEYSEQELLDCDRRSYGCNGGYPWSA----LQLVAQYGIHYRNTYPYEG 
       170       180       190       200           210       220    
 
                40        50        60        70        80          
AAD-12 -GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI          
         : : .  .. : :  ...: .  :   . .:.::                         
gi|129 VQRYCRSREKGPYAAKTDGVRQV--QPYNEGALLYSIANQPVSVVLEAAGKDFQLYRGGI 
           230       240         250       260       270       280  
 
gi|129 FVGPCGNKVDHAVAAVGYGPNYILIKNSWGTGWGENGYIRIKRGTGNSYGVCGLYTSSFY 
             290       300       310       320       330       340  
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80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:47 2011 done: Fri Jan 21 00:02:47 2011 
 Total Scan time:  0.070 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 105  - 184 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     3     2:* 
  32     6     8:==* 
  34    11    22:====   * 
  36    29    44:==========    * 
  38    38    73:=============           * 
  40    87   102:=============================    * 
  42    71   125:========================                 * 
  44   122   138:=========================================    * 
  46   133   140:============================================= * 
  48   145   134:============================================*==== 
  50   174   122:========================================*================= 
  52   118   108:===================================*==== 
  54    97    92:==============================*== 
  56    58    77:====================     * 
  58    55    63:=================== * 
  60    50    51:================* 
  62    34    41:============ * 
  64    43    33:==========*==== 
  66    54    26:========*========= 
  68    25    20:======*== 
  70    34    16:=====*====== 
  72    13    12:===*= 
  74    18    10:===*== 
  76    15     8:==*== 
  78    18     6:=*==== 
  80     4     5:=* 
  82     5     3:*= 
  84     8     3:*== 
  86     2     2:* 
  88     6     2:*=         inset = represents 1 library sequences 
  90     5     1:*= 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     2     1:*         :*= 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     1     0:=         *= 
 108     0     0:          * 
 110     1     0:=         *= 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
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 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.64940.0031; mu= 1.6530 0.163 
 mean_var=33.2130 9.053, 0's: 2 Z-trim: 2  B-trim: 186 in 1/43 
 Lambda= 0.222546 
 Kolmogorov-Smirnov  statistic: 0.1024 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   64 25.4    0.37 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   62 24.7    0.64 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   57 23.1     1.6 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   57 23.1       2 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   57 23.0     2.2 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   56 22.7     2.8 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   58 23.1     3.9 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   53 21.8     4.3 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   53 21.8     4.3 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   54 22.1     4.3 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   52 21.5     4.6 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   53 21.8     4.8 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   53 21.8     5.4 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.5     6.3 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 21.4     6.7 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   52 21.4     6.7 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   52 21.4     6.7 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   52 21.4     6.7 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   49 20.6     7.9 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.6     9.5 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 18.3     9.9 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 18.3     9.9 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.6      10 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.6      10 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.6      10 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   56 22.3      11 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   56 22.3      11 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   56 22.3      12 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   53 21.5      12 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   54 21.8      12 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   49 20.5      12 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   49 20.5      13 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   52 21.2      15 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   51 20.9      17 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 19.6      18 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 19.8      19 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   45 19.3      20 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 19.8      20 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 19.8      20 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   47 19.8      20 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   47 19.8      20 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   47 19.8      20 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   47 19.8      20 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   47 19.8      20 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   47 19.8      20 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   47 19.8      20 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   47 19.8      20 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   47 19.8      20 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   47 19.8      20 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   47 19.8      20 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 19.8      20 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 19.8      20 
gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   48 20.1      23 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.5      23 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 20.6      23 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   44 19.0      25 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   46 19.5      25 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 19.5      25 
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gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 19.5      25 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 19.5      25 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   46 19.5      25 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 19.5      25 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   46 19.5      25 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   52 21.0      27 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.7      30 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 16.7      30 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 18.2      30 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   45 19.2      31 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   45 19.2      31 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   45 19.2      31 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   45 19.2      31 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   45 19.2      31 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   45 19.2      31 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   45 19.2      32 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   45 19.2      32 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 20.5      32 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   47 19.7      33 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   43 18.7      34 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 20.4      36 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   49 20.2      36 
gi|14422359|emb|CAC41633.1| plantain pollen major  ( 131)   43 18.6      38 
gi|14422363|emb|CAC41635.1| plantain pollen major  ( 131)   43 18.6      38 
gi|14422361|emb|CAC41634.1| plantain pollen major  ( 131)   43 18.6      38 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   49 20.1      39 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   44 18.9      39 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   44 18.9      39 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   44 18.9      39 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   44 18.9      39 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   44 18.9      39 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   44 18.9      40 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 20.1      40 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   47 19.6      42 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 15.5      42 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   49 20.1      44 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   42 18.3      45 
gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Glo ( 151)   43 18.6      46 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   43 18.6      47 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   43 18.5      49 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   43 18.5      49 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   43 18.5      49 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.8      49 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   42 18.3      55 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.5      56 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   49 20.0      56 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 19.8      58 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   41 18.0      60 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.2      61 
gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allerge ( 159)   42 18.2      61 
gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allerge ( 159)   42 18.2      61 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   42 18.2      61 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   42 18.2      61 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 14.9      61 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.2      61 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   42 18.2      61 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 18.2      61 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.2      61 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.2      61 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.2      61 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   42 18.2      61 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   42 18.2      61 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 18.2      61 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 18.2      61 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   42 18.2      61 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   42 18.2      61 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   42 18.2      61 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   42 18.2      61 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.2      61 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.2      61 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   42 18.2      61 
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gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.2      61 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.2      61 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   47 19.5      63 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   41 18.0      64 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 14.1      66 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   41 17.9      66 
gi|4006963|emb|CAA07328.1| pollen allergen Betv1,  ( 120)   40 17.7      66 
gi|4006947|emb|CAA07320.1| pollen allergen Betv1,  ( 120)   40 17.7      66 
gi|114326420|ref|NP_001041618.1| major allergen I  (  88)   38 17.2      70 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   28 14.6      70 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   48 19.7      72 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 17.7      72 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   47 19.4      75 
gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allerge ( 159)   41 17.9      75 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   41 17.9      75 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   40 17.6      76 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   40 17.6      76 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   41 17.9      76 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   41 17.9      76 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   41 17.9      76 
gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   41 17.9      76 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   41 17.9      76 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   41 17.9      76 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   41 17.9      76 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   41 17.9      76 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   41 17.9      76 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.4      76 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   48 19.7      81 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   40 17.6      82 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   38 17.1      83 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   50 20.2      86 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   50 20.2      86 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.4      87 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   42 18.1      90 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   40 17.6      90 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   40 17.6      90 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   40 17.6      90 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   43 18.4      93 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   40 17.6      93 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   40 17.6      93 
gi|4376222|emb|CAA04829.1| pollen allergen, Betv1  ( 159)   40 17.6      93 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   40 17.6      93 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   38 17.1      94 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   38 17.1      94 
gi|4006953|emb|CAA07323.1| pollen allergen Betv1,  ( 160)   40 17.6      94 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   40 17.6      94 
gi|4006957|emb|CAA07325.1| pollen allergen Betv1,  ( 160)   40 17.6      94 
gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=M ( 160)   40 17.6      94 
gi|82492265|gb|ABB78006.1| major allergen Pru p 1  ( 160)   40 17.6      94 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   40 17.6      94 
gi|167472849|gb|ABZ81046.1| pollen allergen Que a  ( 160)   40 17.6      94 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   40 17.6      94 
gi|1513216|gb|AAC02632.1| cherry-allergen PRUA1 [P ( 160)   40 17.6      94 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   40 17.6      94 
gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=M ( 160)   40 17.6      94 
gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen be ( 160)   40 17.6      94 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   40 17.6      94 
gi|1321728|emb|CAA96547.1| major allergen Bet v 1  ( 160)   40 17.6      94 
gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 ( 160)   40 17.6      94 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   40 17.6      94 
gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula pl ( 160)   40 17.6      94 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   40 17.6      94 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   40 17.6      94 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   40 17.6      94 
gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 ( 160)   40 17.6      94 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   40 17.6      94 
gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula pl ( 160)   40 17.6      94 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   40 17.6      94 
gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Be ( 160)   40 17.6      94 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   40 17.6      94 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   40 17.6      94 
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gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 ( 160)   40 17.6      94 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   40 17.6      94 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   40 17.6      94 
gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 ( 161)   40 17.6      95 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   44 18.6      95 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   39 17.3      99 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   43 18.3   1e 
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  64  Z-score: 110.2  bits: 25.4 E(): 0.37 
Smith-Waterman score: 64; 29.5% identity (63.9% similar) in 61 aa overlap (18-76:9-65) 
 
               10        20        30        40          50         
AAD-12 NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSAR 
                        : :.: :. : : .    :.:  .: :  ..:..:.   .... 
gi|111          MKFAIVLIACFAASVL-AQGHKPKKDDFRNEFDHLLIEQANHAI---EKGE 
                        10         20        30        40           
 
       60        70        80                                       
AAD-12 HSLVYSQSKLGHVQQAGSAYIG                                       
       :.:.: : .: ....  :                                           
gi|111 HQLLYLQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNY 
        50        60        70        80        90       100        
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 106.0  bits: 24.7 E(): 0.64 
Smith-Waterman score: 62; 26.5% identity (59.2% similar) in 49 aa overlap (8-56:5-52) 
 
               10        20        30        40        50        60 
AAD-12 NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS 
              :.  :..  ... :. .. :. :. :.: :    . : :. :  : :..     
gi|189    MASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPL-EGCREYVAQQTCGVT 
                  10        20        30        40         50       
 
               70        80                                         
AAD-12 LVYSQSKLGHVQQAGSAYIG                                         
                                                                    
gi|189 IAGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQR 
         60        70        80        90       100       110       
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 99.0  bits: 23.1 E():  1.6 
Smith-Waterman score: 57; 26.7% identity (60.0% similar) in 45 aa overlap (34-78:26-70) 
 
            10        20        30        40        50        60    
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::      :.  . . :  ..:.   :.. 
gi|527      MVHHITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAF 
                    10        20        30        40        50      
 
            70        80                                            
AAD-12 SQSKLGHVQQAGSAYIG                                            
       .. .. :::.:.. :                                              
gi|527 AKVNVDHVQDAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQ 
          60        70        80        90       100       110      
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  50 init1:  50 opt:  57  Z-score: 97.3  bits: 23.1 E():    2 
Smith-Waterman score: 57; 24.5% identity (59.2% similar) in 49 aa overlap (8-56:5-52) 
 
               10        20        30        40        50        60 
AAD-12 NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS 
              :.  :..  ... :. .. .. :. :.: :    . : :. :  : :..     
gi|439    MASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPL-EGCREYVAQQTCGVT 
                  10        20        30        40         50       
 
               70        80                                         
AAD-12 LVYSQSKLGHVQQAGSAYIG                                         
                                                                    
gi|439 IAGSPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQ 
         60        70        80        90       100       110       
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>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 96.3  bits: 23.0 E():  2.2 
Smith-Waterman score: 57; 41.4% identity (69.0% similar) in 29 aa overlap (2-30:23-50) 
 
                                    10        20        30          
AAD-12                      NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: :::.: . ::          
gi|444 MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
      40        50        60        70        80                    
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                    
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 94.6  bits: 22.7 E():  2.8 
Smith-Waterman score: 56; 40.0% identity (68.0% similar) in 25 aa overlap (6-30:27-50) 
 
                                    10        20        30          
AAD-12                      NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. :::.. . ::          
gi|165 MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
      40        50        60        70        80                    
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                    
                                                                    
gi|165 GEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSILKNTS 
      60        70        80        90       100       110          
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 91.8  bits: 23.1 E():  3.9 
Smith-Waterman score: 58; 26.0% identity (56.0% similar) in 50 aa overlap (3-52:23-71) 
 
                                   10        20        30        40 
AAD-12                     NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                             .. ::. : :. :   .  : ..::.::    .: .   
gi|663 MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGKATTDEQKL 
               10        20        30        40         50          
 
               50        60        70        80                     
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                     
        . .. . .: :                                                 
gi|663 LEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILKLDTDYDVA 
      60        70        80        90       100       110          
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 91.1  bits: 21.8 E():  4.3 
Smith-Waterman score: 53; 27.9% identity (62.3% similar) in 61 aa overlap (18-76:9-65) 
 
               10        20        30        40          50         
AAD-12 NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSAR 
                        : :.: :. :   .    :.:  .: :  ..:..:.   .... 
gi|111          MKFAIVLIACFAASVL-AQEHKPEKDDFRNEFDHLLIEQANHAI---EKGE 
                        10         20        30        40           
 
       60        70        80                                       
AAD-12 HSLVYSQSKLGHVQQAGSAYIG                                       
       :.:.: : .: ....  :                                           
gi|111 HQLLYLQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNY 
        50        60        70        80        90       100        
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 91.1  bits: 21.8 E():  4.3 
Smith-Waterman score: 53; 27.9% identity (62.3% similar) in 61 aa overlap (18-76:9-65) 
 
               10        20        30        40          50         
AAD-12 NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSAR 
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                        : :.: :. :   .    :.:  .: :  ..:..:.   .... 
gi|420          MKFAIVLIACFAASVL-AQEHKPKKDDFRNEFDHLLIEQANHAI---EKGE 
                        10         20        30        40           
 
       60        70        80                                       
AAD-12 HSLVYSQSKLGHVQQAGSAYIG                                       
       :.:.: : .: ....  :                                           
gi|420 HQLLYLQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNY 
        50        60        70        80        90       100        
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 91.1  bits: 22.1 E():  4.3 
Smith-Waterman score: 54; 37.9% identity (69.0% similar) in 29 aa overlap (2-30:23-50) 
 
                                    10        20        30          
AAD-12                      NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: .::.: . ::          
gi|444 MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
      40        50        60        70        80                    
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                    
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 90.5  bits: 21.5 E():  4.6 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (36-76:11-50) 
 
          10        20        30        40          50        60    
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVY 
                                     :.:  .: :  ..:..:.   ....:.:.: 
gi|160                     GSQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLY 
                                   10        20           30        
 
            70        80                                            
AAD-12 SQSKLGHVQQAGSAYIG                                            
        : .: ....  :                                                
gi|160 LQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQT 
        40        50        60        70        80        90        
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 90.3  bits: 21.8 E():  4.8 
Smith-Waterman score: 53; 24.5% identity (55.1% similar) in 49 aa overlap (8-56:5-52) 
 
               10        20        30        40        50        60 
AAD-12 NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS 
              :.  :..   .. :. .. .. :  :.: :    . : :. :  : :..     
gi|217    MASKSSISPLLLATVLVSVFAAATATGPYCYAGMGLPINPL-EGCREYVAQQTCGIS 
                  10        20        30        40         50       
 
               70        80                                         
AAD-12 LVYSQSKLGHVQQAGSAYIG                                         
                                                                    
gi|217 ISGSAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQ 
         60        70        80        90       100       110       
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  53  Z-score: 89.3  bits: 21.8 E():  5.4 
Smith-Waterman score: 53; 22.4% identity (55.2% similar) in 58 aa overlap (11-62:31-87) 
 
                                   10        20        30           
AAD-12                     NMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICF- 
               10        20        30        40        50           
 
          40        50         60        70        80               
AAD-12 DMRAAYDALDEATRALVHQR-SARHSLVYSQSKLGHVQQAGSAYIG               
       :  . .. . . .. . .   : :.:..                                 
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gi|132 DEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSIS 
      60        70        80        90       100       110          
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 88.1  bits: 21.5 E():  6.3 
Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (41-64:29-52) 
 
               20        30        40        50        60        70 
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 
                                     : : :::  : .  ..: .: .::       
gi|144   KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLS 
                 10        20        30        40        50         
 
               80                                                   
AAD-12 VQQAGSAYIG                                                   
                                                                    
gi|144 DSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAG 
       60        70        80        90       100       110         
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 87.7  bits: 21.4 E():  6.7 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (6-30:27-50) 
 
                                    10        20        30          
AAD-12                      NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|602 MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
      40        50        60        70        80                    
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                    
                                                                    
gi|602 GEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 87.7  bits: 21.4 E():  6.7 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (6-30:27-50) 
 
                                    10        20        30          
AAD-12                      NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|131 MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
      40        50        60        70        80                    
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                    
                                                                    
gi|131 GEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 87.7  bits: 21.4 E():  6.7 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (6-30:27-50) 
 
                                    10        20        30          
AAD-12                      NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|279 MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
      40        50        60        70        80                    
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                    
                                                                    
gi|279 GEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 87.6  bits: 21.4 E():  6.7 
Smith-Waterman score: 52; 37.9% identity (69.0% similar) in 29 aa overlap (2-30:23-50) 
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                                    10        20        30          
AAD-12                      NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: .::.: . ::          
gi|444 MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
      40        50        60        70        80                    
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                    
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 86.3  bits: 20.6 E():  7.9 
Smith-Waterman score: 49; 22.4% identity (56.9% similar) in 58 aa overlap (16-73:4-59) 
 
               10        20        30        40        50        60 
AAD-12 NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS 
                      .:.. .:.:. :. :     : .: . :   :...    ..:    
gi|777             MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFA- 
                           10        20        30        40         
 
               70        80                                         
AAD-12 LVYSQSKLGHVQQAGSAYIG                                         
        . .:.: : ...                                                
gi|777 -IIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVK 
         50        60        70        80        90       100       
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.9  bits: 22.6 E():  9.5 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (37-76:372-411) 
 
         10        20        30        40        50        60       
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|224 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             350       360       370       380       390       400  
 
         70        80                                               
AAD-12 KLGHVQQAGSAYIG                                               
         .::: . :                                                   
gi|224 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             410       420       430       440       450       460  
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 84.6  bits: 18.3 E():  9.9 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (4-10:19-25) 
 
                              10        20        30        40      
AAD-12                NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                         :.::..:                                    
gi|320 YTTEGGKKVEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 84.6  bits: 18.3 E():  9.9 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (4-10:19-25) 
 
                              10        20        30        40      
AAD-12                NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                         :.::..:                                    
gi|320 YTTEGGTKAEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.5  bits: 22.6 E():   10 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (37-76:392-431) 
 
         10        20        30        40        50        60       
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
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gi|199 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
         70        80                                               
AAD-12 KLGHVQQAGSAYIG                                               
         .::: . :                                                   
gi|199 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             430       440       450       460       470       480  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.5  bits: 22.6 E():   10 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (37-76:392-431) 
 
         10        20        30        40        50        60       
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|571 GNRSPHIYDPQRWFTQNCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
         70        80                                               
AAD-12 KLGHVQQAGSAYIG                                               
         .::: . :                                                   
gi|571 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFA 
             430       440       450       460       470       480  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.4  bits: 22.6 E():   10 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (37-76:400-439) 
 
         10        20        30        40        50        60       
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|213 RSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
     370       380       390       400       410       420          
 
         70        80                                               
AAD-12 KLGHVQQAGSAYIG                                               
         .::: . :                                                   
gi|213 GRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLA 
     430       440       450       460       470       480          
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 83.5  bits: 22.3 E():   11 
Smith-Waterman score: 56; 22.9% identity (54.3% similar) in 70 aa overlap (7-75:140-207) 
 
                                       10        20        30       
AAD-12                         NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     :   .:. .   ... : .:.:.  . . : 
gi|186 TFEEPQQPQQRGQSSRPQDRHQKIYNFREGDLIAVPTGVAWWMYNNEDTPVVA--VSIID 
     110       120       130       140       150       160          
 
         40        50         60        70        80                
AAD-12 MRAAYDALDEATRAL-VHQRSARHSLVYSQSKLGHVQQAGSAYIG                
         .  . ::.  : . .   . .. : :.: . :: .: :                     
gi|186 TNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEENEGGSILSGFTLE 
       170       180       190       200       210       220        
 
gi|186 FLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQRPQEEEEEEEDEK 
       230       240       250       260       270       280        
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 83.5  bits: 22.3 E():   11 
Smith-Waterman score: 56; 22.9% identity (54.3% similar) in 70 aa overlap (7-75:140-207) 
 
                                       10        20        30       
AAD-12                         NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     :   .:. .   ... : .:.:.  . . : 
gi|186 TFEEPQQPQQRGQSSRPQDRHQKIYNSREGDLIAVPTGVAWWMYNNEDTPVVA--VSIID 
     110       120       130       140       150       160          
 
         40        50         60        70        80                

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 3759



 

 

AAD-12 MRAAYDALDEATRAL-VHQRSARHSLVYSQSKLGHVQQAGSAYIG                
         .  . ::.  : . .   . .. : :.: . :: .: :                     
gi|186 TNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEENEGGSILSGFTLE 
       170       180       190       200       210       220        
 
gi|186 FLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQRPQEEEEEEEDEK 
       230       240       250       260       270       280        
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 83.2  bits: 22.3 E():   12 
Smith-Waterman score: 56; 28.9% identity (52.6% similar) in 38 aa overlap (39-76:371-408) 
 
       10        20        30        40        50        60         
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :  : . .  ..:  .  ::..:      
gi|370 RSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGR 
              350       360       370       380       390       400 
 
       70        80                                                 
AAD-12 GHVQQAGSAYIG                                                 
       .::: . :                                                     
gi|370 AHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGE 
              410       420       430       440       450       460 
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.2  bits: 21.5 E():   12 
Smith-Waterman score: 53; 25.0% identity (55.0% similar) in 40 aa overlap (3-42:23-62) 
 
                                   10        20        30        40 
AAD-12                     NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                             .. ::. : :. :   .  : .  :.::..   ...   
gi|441 MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLL 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                     
        :                                                           
gi|441 EDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAY 
               70        80        90       100       110       120 
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  37 init1:  37 opt:  54  Z-score: 83.0  bits: 21.8 E():   12 
Smith-Waterman score: 54; 19.7% identity (55.3% similar) in 76 aa overlap (3-75:37-111) 
 
                                           10        20        30   
AAD-12                             NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|682 EAVLLGILLYIPIVLSDDRAPIPANSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQAK 
         10        20        30         40        50        60      
 
                40        50        60        70        80          
AAD-12 CF---ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG          
        .   .:  . . ...:: ...  . . :  : .: .. ..  . :               
gi|682 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSFSPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
gi|682 NMPILVFGGTAAEYGTVDSATLIVESNYFSAVNLKIVNSAPRPDGKRVGAQAAALRISGD 
         130       140       150       160       170       180      
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 82.8  bits: 20.5 E():   12 
Smith-Waterman score: 49; 35.7% identity (52.4% similar) in 42 aa overlap (18-48:37-78) 
 
                            10        20        30              40  
AAD-12              NMAWHADSTYMPVMAQGAVFSAEVVPAVGGR------TCFADMRAAY 
                                     :. : :.: . ::       :   : ...: 
gi|145 EEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSY 
         10        20        30        40        50        60       
 
                   50        60        70        80                 
AAD-12 -----DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                 
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            ::.::::                                                 
gi|145 VLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAP 
         70        80        90       100       110       120       
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 82.7  bits: 20.5 E():   13 
Smith-Waterman score: 49; 26.9% identity (52.6% similar) in 78 aa overlap (2-77:23-95) 
 
                                    10        20        30          
AAD-12                      NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .:  ::.  .:  : :.  :.:.: . ::   .  .   
gi|604 MAVFTFDDQATSPVAPATLYNALAKDADNI-IP-KAVGSFQSVEIVEGNGGPGTIKKISF 
               10        20        30          40        50         
 
      40        50          60        70        80                  
AAD-12 AYDALDEATRALVHQRSA--RHSLVYSQSKLGHVQQAGSAYIG                  
       . :.    :. ..:.  .  . .: :: : .: :    .:                     
gi|604 VEDG---ETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIK 
       60           70        80        90       100       110      
 
gi|604 LTISYHGKGDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
         120       130       140       150      
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.3  bits: 21.2 E():   15 
Smith-Waterman score: 52; 20.8% identity (58.3% similar) in 48 aa overlap (8-55:72-119) 
 
                                      10        20        30        
AAD-12                        NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:...:   :: .  :..  .. :... 
gi|170 QSFSQQPPFSQQQQQPLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQ 
              50        60        70        80        90       100  
 
        40        50        60        70        80                  
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                  
       .      ..  . ::.:.                                           
gi|170 QQLVLPPQQQQQQLVQQQIPIVQPSVLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSS 
             110       120       130       140       150       160  
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 80.2  bits: 20.9 E():   17 
Smith-Waterman score: 51; 22.6% identity (64.5% similar) in 31 aa overlap (8-38:66-96) 
 
                                      10        20        30        
AAD-12                        NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:.. ::  :  .. :..  .. :... 
gi|219 QPLPPQQTFPQQPPFSQQQQQQPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQ 
          40        50        60        70        80        90      
 
        40        50        60        70        80                  
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                  
       .                                                            
gi|219 QQLILPPQQQQQLPQQQISIVQPSVLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSC 
         100       110       120       130       140       150      
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 79.8  bits: 19.6 E():   18 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (12-27:66-81) 
 
                                  10        20        30        40  
AAD-12                    NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
              50        60        70        80 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                               
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS            
         100       110       120               
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>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.4  bits: 19.8 E():   19 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (37-53:14-30) 
 
         10        20        30        40        50        60       
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     .: :.: .:.  .. .:              
gi|219                  MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQ 
                                10        20        30        40    
 
         70        80                                               
AAD-12 KLGHVQQAGSAYIG                                               
                                                                    
gi|219 TFEENDLQQLIIEIDADGSGELEFDEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNG 
            50        60        70        80        90       100    
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 79.2  bits: 19.3 E():   20 
Smith-Waterman score: 45; 25.5% identity (58.8% similar) in 51 aa overlap (7-54:13-61) 
 
                     10        20           30        40        50  
AAD-12       NMAWHADSTYMPVMAQGAVFSAEVV-PAVG--GRTCFADMRAAYDALDEATRAL 
                   :..   : : :. :. ..    ::  :..  :: . ... ::.   .. 
gi|207 MSITDIVSEKDIDAALESVKAAGS-FNYKIFFQKVGLAGKSA-ADAKKVFEILDRDKSGF 
               10        20         30        40         50         
 
              60        70        80                       
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIG                       
       ..:                                                 
gi|207 IEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
       60        70        80        90       100          
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.1  bits: 19.8 E():   20 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (25-41:141-157) 
 
                     10        20        30        40        50     
AAD-12       NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
           60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIG 
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.1  bits: 19.8 E():   20 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (25-41:141-157) 
 
                     10        20        30        40        50     
AAD-12       NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
           60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIG 
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 79.0  bits: 19.8 E():   20 
Smith-Waterman score: 47; 23.7% identity (54.2% similar) in 59 aa overlap (6-53:27-84) 
 
                                    10        20        30          
AAD-12                      NMAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCF 
                                 ::.  .: .:  :.  ::.. . ::     .  : 
gi|304 MGLYTFENEFTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
                 40        50        60        70        80         
AAD-12 AD------MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG         
       ..      ..   :..:::. . ..                                    
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gi|304 GEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.0  bits: 19.8 E():   20 
Smith-Waterman score: 47; 40.0% identity (68.0% similar) in 25 aa overlap (6-30:27-50) 
 
                                    10        20        30          
AAD-12                      NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :.:.. . ::          
gi|602 MGVFTYEFEFTSVIPPARLYNAFVLDADNL-IPKIAPQAVKSTEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
      40        50        60        70        80                    
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                    
                                                                    
gi|602 GEGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.0  bits: 19.8 E():   20 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (6-30:27-50) 
 
                                    10        20        30          
AAD-12                      NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEYTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
      40        50        60        70        80                    
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                    
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.0  bits: 19.8 E():   20 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (6-30:27-50) 
 
                                    10        20        30          
AAD-12                      NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
      40        50        60        70        80                    
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                    
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.0  bits: 19.8 E():   20 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (6-30:27-50) 
 
                                    10        20        30          
AAD-12                      NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|753 MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
      40        50        60        70        80                    
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                    
                                                                    
gi|753 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.0  bits: 19.8 E():   20 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (6-30:27-50) 
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                                    10        20        30          
AAD-12                      NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|165 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
      40        50        60        70        80                    
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                    
                                                                    
gi|165 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.0  bits: 19.8 E():   20 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (6-30:27-50) 
 
                                    10        20        30          
AAD-12                      NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
      40        50        60        70        80                    
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                    
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.0  bits: 19.8 E():   20 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (6-30:27-50) 
 
                                    10        20        30          
AAD-12                      NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
      40        50        60        70        80                    
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                    
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.0  bits: 19.8 E():   20 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (6-30:27-50) 
 
                                    10        20        30          
AAD-12                      NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|886 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
      40        50        60        70        80                    
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                    
                                                                    
gi|886 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.0  bits: 19.8 E():   20 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (6-30:27-50) 
 
                                    10        20        30          
AAD-12                      NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
      40        50        60        70        80                    
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AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                    
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 79.0  bits: 19.8 E():   20 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (6-30:27-50) 
 
                                    10        20        30          
AAD-12                      NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|134 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
      40        50        60        70        80                    
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                    
                                                                    
gi|134 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.9  bits: 19.8 E():   20 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (25-41:144-160) 
 
                     10        20        30        40        50     
AAD-12       NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
           60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIG 
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.9  bits: 19.8 E():   20 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (25-41:144-160) 
 
                     10        20        30        40        50     
AAD-12       NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
           60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIG 
 
>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.1  bits: 20.1 E():   23 
Smith-Waterman score: 48; 33.3% identity (59.3% similar) in 27 aa overlap (8-34:17-43) 
 
                        10        20        30        40        50  
AAD-12          NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL 
                       :.:.:  .   ::..:  :  .: : .                  
gi|510 MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLPVIRGKGGGIEFAKT 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIG                                
                                                                    
gi|510 ETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHLCTPLSLNSFSVDRY 
               70        80        90       100       110       120 
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.0  bits: 19.5 E():   23 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (37-54:126-143) 
 
         10        20        30        40        50        60       
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . ::..::: :..: ...             
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG         
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         100       110       120       130       140                
 
         70        80 
AAD-12 KLGHVQQAGSAYIG 
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 77.9  bits: 20.6 E():   23 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (4-21:66-83) 
 
                                          10        20        30    
AAD-12                            NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
            40        50        60        70        80              
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG              
                                                                    
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 77.3  bits: 19.0 E():   25 
Smith-Waterman score: 44; 32.4% identity (56.8% similar) in 37 aa overlap (11-47:65-101) 
 
                                   10        20        30        40 
AAD-12                     NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .:  ..::. ::  . :.:: :  :   :  
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
               50        60        70        80 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
        .  .:.                                  
gi|117 EEEKEESDDDMGFGLFD                        
          100       110                         
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 77.3  bits: 19.5 E():   25 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (6-30:27-50) 
 
                                    10        20        30          
AAD-12                      NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
      40        50        60        70        80                    
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                    
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIKTTSK 
      60        70        80        90       100       110          
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.2  bits: 19.5 E():   25 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (9-30:29-50) 
 
                                   10        20        30        40 
AAD-12                     NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                     
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.2  bits: 19.5 E():   25 
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Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (9-30:29-50) 
 
                                   10        20        30        40 
AAD-12                     NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                     
                                                                    
gi|400 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.2  bits: 19.5 E():   25 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (9-30:29-50) 
 
                                   10        20        30        40 
AAD-12                     NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                     
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 77.2  bits: 19.5 E():   25 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (6-30:27-50) 
 
                                    10        20        30          
AAD-12                      NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
      40        50        60        70        80                    
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                    
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.2  bits: 19.5 E():   25 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (9-30:29-50) 
 
                                   10        20        30        40 
AAD-12                     NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                     
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 77.2  bits: 19.5 E():   25 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (6-30:27-50) 
 
                                    10        20        30          
AAD-12                      NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|880 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
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      40        50        60        70        80                    
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                    
                                                                    
gi|880 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVIKTTS 
      60        70        80        90       100       110          
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 76.8  bits: 21.0 E():   27 
Smith-Waterman score: 52; 24.3% identity (73.0% similar) in 37 aa overlap (44-79:143-179) 
 
            20        30        40        50        60         70   
AAD-12 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG-HVQ 
                                     .::   .:.: .. .. .::  .... .:. 
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
             80                                                     
AAD-12 QAGSAYIG                                                     
       . :...:                                                      
gi|215 NNGDVFILLVPNFVFVWTGKHSNRMERTTAIRVANDLKSELNRFKLSSVILEDGKEVEQT 
            180       190       200       210       220       230   
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 76.0  bits: 19.7 E():   30 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (34-55:74-98) 
 
            10        20        30        40           50        60 
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---DEATRALVHQRSARHS 
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
 
               70        80                                         
AAD-12 LVYSQSKLGHVQQAGSAYIG                                         
                                                                    
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 75.9  bits: 16.7 E():   30 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (4-10:19-25) 
 
                              10        20        30        40      
AAD-12                NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                         :..:..:                                    
gi|320 YTTEGGTKAEAEDVIPEGWKVDTSYE                                   
               10        20                                         
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 75.8  bits: 18.2 E():   30 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (52-73:37-58) 
 
              30        40        50        60        70        80  
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG  
                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
gi|162 VPQLEIVPNS 
         70       
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 75.5  bits: 19.2 E():   31 
Smith-Waterman score: 45; 27.0% identity (64.9% similar) in 37 aa overlap (17-53:49-84) 
 
                             10        20        30        40       
AAD-12               NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|144 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
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         50        60        70        80                           
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                           
       :  : ..                                                      
gi|144 AGLAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEAT 
        80        90       100       110       120       130        
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.5  bits: 19.2 E():   31 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (6-30:27-50) 
 
                                    10        20        30          
AAD-12                      NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|425 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
      40        50        60        70        80                    
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                    
                                                                    
gi|425 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.5  bits: 19.2 E():   31 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (6-30:27-50) 
 
                                    10        20        30          
AAD-12                      NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
      40        50        60        70        80                    
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                    
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.5  bits: 19.2 E():   31 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (6-30:27-50) 
 
                                    10        20        30          
AAD-12                      NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
      40        50        60        70        80                    
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                    
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.5  bits: 19.2 E():   31 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (6-30:27-50) 
 
                                    10        20        30          
AAD-12                      NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
      40        50        60        70        80                    
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                    
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIKSISH 
      60        70        80        90       100       110          
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>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.5  bits: 19.2 E():   31 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (6-30:27-50) 
 
                                    10        20        30          
AAD-12                      NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|753 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTTKKITF 
               10        20        30         40        50          
 
      40        50        60        70        80                    
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                    
                                                                    
gi|753 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.5  bits: 19.2 E():   32 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (6-30:27-50) 
 
                                    10        20        30          
AAD-12                      NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
      40        50        60        70        80                    
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                    
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.5  bits: 19.2 E():   32 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (6-30:27-50) 
 
                                    10        20        30          
AAD-12                      NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|901 MGGYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
      40        50        60        70        80                    
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                    
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.3  bits: 20.5 E():   32 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (4-21:56-73) 
 
                                          10        20        30    
AAD-12                            NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
            40        50        60        70        80              
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG              
                                                                    
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.2  bits: 19.7 E():   33 
Smith-Waterman score: 47; 33.3% identity (52.8% similar) in 36 aa overlap (34-69:159-191) 
 
            10        20        30        40        50        60    
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :   . : ..::   :   :: .  :.:   
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gi|136 TNTEKLPTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFEIR---HQLTQIHGLYR 
      130       140       150       160       170          180      
 
            70        80                                 
AAD-12 SQSKLGHVQQAGSAYIG                                 
       :..: :                                            
gi|136 SSDKTGGYWKITMNDGSTYQSDLSKKFEYNTEKPPINIDEIKTIEAEIN 
         190       200       210       220       230     
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.8  bits: 18.7 E():   34 
Smith-Waterman score: 43; 26.0% identity (52.0% similar) in 50 aa overlap (13-62:30-79) 
 
                                10        20        30        40    
AAD-12                  NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                                    .  .:.. :.:   .   : :   . :.    
gi|253 TGPYCYAGMGLPINPLEGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHC 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                        
         ::.: .. .::  .: :                                          
gi|253 RCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNAPYCLGLDI 
               70        80        90       100       110       120 
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.5  bits: 20.4 E():   36 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (4-21:56-73) 
 
                                          10        20        30    
AAD-12                            NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
            40        50        60        70        80              
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG              
                                                                    
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 74.3  bits: 20.2 E():   36 
Smith-Waterman score: 49; 20.3% identity (55.9% similar) in 59 aa overlap (3-58:37-94) 
 
                                           10        20        30   
AAD-12                             NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|269 EAVLLGILLYIPIVLSDDRAPIPSNSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQTK 
         10        20        30         40        50        60      
 
                40        50        60        70        80          
AAD-12 CF---ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG          
        .   .:  . . ...:: ...  . . :                                
gi|269 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSLAPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
>>gi|14422359|emb|CAC41633.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.0  bits: 18.6 E():   38 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (7-24:85-102) 
 
                                       10        20        30       
AAD-12                         NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETDQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
         40        50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                                    
gi|144 RHVKPLSFRAKTDAPGC                            
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          120       130                             
 
>>gi|14422363|emb|CAC41635.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.0  bits: 18.6 E():   38 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (7-24:85-102) 
 
                                       10        20        30       
AAD-12                         NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSGRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
         40        50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                                    
gi|144 RHVKPLSFRAKTDAPGC                            
          120       130                             
 
>>gi|14422361|emb|CAC41634.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.0  bits: 18.6 E():   38 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (7-24:85-102) 
 
                                       10        20        30       
AAD-12                         NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
         40        50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                                    
gi|144 RHVKPLSFRAKTDAPGC                            
          120       130                             
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 73.9  bits: 20.1 E():   39 
Smith-Waterman score: 49; 33.3% identity (64.3% similar) in 42 aa overlap (2-40:244-284) 
 
                                              10         20         
AAD-12                              NMAW--HADSTYMP-VMAQGAVFSAEVVPAV 
                                     :.:  ..... .: :. .  . :.: :  : 
gi|585 GYYAYPYCYNLTPNQPSAQCEATTMQENDKMSWLFESEDVLLPSVYLRWNLTSGERVGLV 
           220       230       240       250       260       270    
 
       30        40        50        60        70        80         
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG         
       :::.  : .: :                                                 
gi|585 GGRVKEA-LRIARQMTTSRKKVLPYYWYKYQDRRDTDLSRADLEATLRKITDLGADGFII 
           280        290       300       310       320       330   
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.8  bits: 18.9 E():   39 
Smith-Waterman score: 44; 36.4% identity (63.6% similar) in 22 aa overlap (9-30:28-49) 
 
                                  10        20        30        40  
AAD-12                    NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                  : .: .:  :. :.: . . ::            
gi|115 GVFNYETETTSVIPAARLFKAFILDGDTLFPQVAPQAISSVENISGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                      
                                                                    
gi|115 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.7  bits: 18.9 E():   39 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (11-30:31-50) 
 
                                   10        20        30        40 
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AAD-12                     NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|132 MGVFNYETESTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                     
                                                                    
gi|132 EGSPFKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.7  bits: 18.9 E():   39 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (11-30:31-50) 
 
                                   10        20        30        40 
AAD-12                     NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                     
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.7  bits: 18.9 E():   39 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (11-30:31-50) 
 
                                   10        20        30        40 
AAD-12                     NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                     
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.7  bits: 18.9 E():   39 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (11-30:31-50) 
 
                                   10        20        30        40 
AAD-12                     NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|584 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                     
                                                                    
gi|584 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.7  bits: 18.9 E():   40 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (11-30:31-50) 
 
                                   10        20        30        40 
AAD-12                     NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                     
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gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 73.6  bits: 20.1 E():   40 
Smith-Waterman score: 49; 40.0% identity (65.0% similar) in 20 aa overlap (1-20:332-348) 
 
                                             10        20        30 
AAD-12                               NMAWHADSTYMPVMAQGAVFSAEVVPAVGG 
                                     :  :.   .:: :. .::.:           
gi|113 ILSQGNRFLASDIKKEVVGRYGESAMSESINWNWR---SYMDVFENGAIFVPSGVDPVLT 
             310       320       330          340       350         
 
               40        50        60        70        80 
AAD-12 RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                                          
gi|113 PEQNAGMIPAEPGEAVLRLTSSAGVLSCQPGAPC                 
      360       370       380       390                   
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.3  bits: 19.6 E():   42 
Smith-Waterman score: 47; 36.0% identity (76.0% similar) in 25 aa overlap (37-61:106-130) 
 
         10        20        30        40        50        60       
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     ...: . :.:::.:  ... ::. :      
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
 
         70        80                                               
AAD-12 KLGHVQQAGSAYIG                                               
                                                                    
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 73.1  bits: 15.5 E():   42 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (57-71:1-15) 
 
         30        40        50        60        70        80 
AAD-12 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     :: . : : ..::..          
gi|323                               ARTAWVDSGAQLGELSY        
                                             10               
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.9  bits: 20.1 E():   44 
Smith-Waterman score: 49; 36.7% identity (66.7% similar) in 30 aa overlap (49-78:43-72) 
 
       20        30        40        50        60        70         
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.. . .:: . : : ..::..  : : : 
gi|558 RVRSGGHDYEGLSYRSLQPENFAVVDLNQMRAVLVDGKARTAWVDSGAQLGELYYAISKY 
             20        30        40        50        60        70   
 
       80                                                           
AAD-12 IG                                                           
                                                                    
gi|558 SRTLAFPAGVCPTIGVGGNLAGGGFGMLLRKYGIAAENVIDVKLVDANGKLHDKKSMGDD 
             80        90       100       110       120       130   
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 72.8  bits: 18.3 E():   45 
Smith-Waterman score: 42; 22.9% identity (52.1% similar) in 48 aa overlap (3-50:28-74) 
 
                                        10        20        30      
AAD-12                          NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                  : . . ...   :::.  :: .:  . .   :  
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLP-FQ 
               10        20        30        40        50           
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          40        50        60        70        80                
AAD-12 DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                
       ...   :..:    :                                              
gi|217 EIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRL 
      60        70        80        90       100       110          
 
>>gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Globin   (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.6  bits: 18.6 E():   46 
Smith-Waterman score: 43; 30.6% identity (55.6% similar) in 36 aa overlap (20-55:115-150) 
 
                          10        20        30        40          
AAD-12            NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                     : :  :  . ..: ::  .::. :  .:   
gi|121 IGDLPNIDGDVTTFVASHTPRGVTHDQLNNFRAGFVSYMKAHTDFAGAEAAWGATLDAFF 
           90       100       110       120       130       140     
 
      50        60        70        80 
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
       ..:  .                          
gi|121 GMVFAKM                         
          150                          
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 43; 29.0% identity (67.7% similar) in 31 aa overlap (17-47:49-78) 
 
                             10        20        30        40       
AAD-12               NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|186 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVRLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
         50        60        70        80                           
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                           
       :                                                            
gi|186 AGLGYTYTTIGGDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEAT 
        80        90       100       110       120       130        
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (11-30:31-50) 
 
                                   10        20        30        40 
AAD-12                     NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|261 MGVFNYEAETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                     
                                                                    
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (11-30:31-50) 
 
                                   10        20        30        40 
AAD-12                     NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|132 MGVFNYETETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                     
                                                                    
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
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>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (11-30:31-50) 
 
                                   10        20        30        40 
AAD-12                     NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVISAARLFKSYVLDGDKLIPKVAPQAITSVENVGGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                     
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSK 
               70        80        90       100       110       120 
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.0  bits: 18.8 E():   49 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (54-69:46-61) 
 
            30        40        50        60        70        80    
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG    
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.1  bits: 18.3 E():   55 
Smith-Waterman score: 42; 27.6% identity (58.6% similar) in 29 aa overlap (10-38:11-39) 
 
                10        20        30        40        50          
AAD-12  NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH 
                 ..:. : : ::.   . :.  :  . ..:                      
gi|126 MRSLLILVLCFLPLAALGKVFGRCELAAAMKRHGLDNYRGYSLGNWVCAAKFESNFNTQA 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 SLVYSQSKLGHVQQAGSAYIG                                        
                                                                    
gi|126 TNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNCAKKIVSDG 
               70        80        90       100       110       120 
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.0  bits: 18.5 E():   56 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (54-68:138-152) 
 
            30        40        50        60        70        80    
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG    
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
gi|391 ASIDTILTKV 
       170        
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.0  bits: 20.0 E():   56 
Smith-Waterman score: 49; 37.9% identity (62.1% similar) in 29 aa overlap (52-80:74-102) 
 
              30        40        50        60        70        80  
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG  
                                     : .:.: .   ::.. :    : ::.:.:  
gi|112 NRIESEGGYIETWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGL 
            50        60        70        80        90       100    
 
gi|112 IFPGCPSTYEEPAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTG 
           110       120       130       140       150       160    
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>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 70.6  bits: 19.8 E():   58 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (36-50:431-446) 
 
          10        20        30        40         50        60     
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYS 
                                     :..: :::.: ...::               
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA               
              410       420       430       440                     
 
           70        80 
AAD-12 QSKLGHVQQAGSAYIG 
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.3  bits: 18.0 E():   60 
Smith-Waterman score: 41; 25.9% identity (55.6% similar) in 27 aa overlap (2-28:16-42) 
 
                             10        20        30        40       
AAD-12               NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                      .:: ...   :. : :    ..::  .                   
gi|249 MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQDIMPCLHFVKGEEKEPSKEC 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                           
                                                                    
gi|249 CSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVAEVPKKCDIKTTLPPITADFD 
               70        80        90       100       110       120 
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (11-30:30-49) 
 
                                  10        20        30        40  
AAD-12                    NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: : . ::            
gi|402 GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFAE 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                      
                                                                    
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
>>gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (6-30:27-50) 
 
                                    10        20        30          
AAD-12                      NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
      40        50        60        70        80                    
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                    
                                                                    
gi|212 GEASKYKYSRHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (6-30:27-50) 
 
                                    10        20        30          
AAD-12                      NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
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      40        50        60        70        80                    
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                    
                                                                    
gi|212 GEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (11-30:30-49) 
 
                                  10        20        30        40  
AAD-12                    NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                      
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (11-30:30-49) 
 
                                  10        20        30        40  
AAD-12                    NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                      
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 70.3  bits: 14.9 E():   61 
Smith-Waterman score: 29; 57.1% identity (71.4% similar) in 7 aa overlap (6-12:1-7) 
 
               10        20        30        40        50        60 
AAD-12 NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS 
            ::. : :                                                 
gi|751      ADAGYAPAAPGTQPKA                                        
                    10                                              
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (11-30:31-50) 
 
                                   10        20        30        40 
AAD-12                     NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                     
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (11-30:31-50) 
 
                                   10        20        30        40 
AAD-12                     NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
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gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                     
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (11-30:31-50) 
 
                                   10        20        30        40 
AAD-12                     NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                     
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNK 
               70        80        90       100       110       120 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (11-30:31-50) 
 
                                   10        20        30        40 
AAD-12                     NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                     
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (11-30:31-50) 
 
                                   10        20        30        40 
AAD-12                     NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                     
                                                                    
gi|400 EGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (11-30:31-50) 
 
                                   10        20        30        40 
AAD-12                     NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                     
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
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               70        80        90       100       110       120 
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (11-30:31-50) 
 
                                   10        20        30        40 
AAD-12                     NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                     
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (11-30:31-50) 
 
                                   10        20        30        40 
AAD-12                     NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                     
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (11-30:31-50) 
 
                                   10        20        30        40 
AAD-12                     NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                     
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (11-30:31-50) 
 
                                   10        20        30        40 
AAD-12                     NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                     
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSK 
               70        80        90       100       110       120 
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (11-30:31-50) 
 
                                   10        20        30        40 
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AAD-12                     NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                     
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 40.0% identity (60.0% similar) in 25 aa overlap (6-30:27-50) 
 
                                    10        20        30          
AAD-12                      NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:   : ::: . . ::          
gi|534 MGVFNYEDEATSVIAPARLFKSFVLDADNL-IPKVAPENVSSAENIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
      40        50        60        70        80                    
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                    
                                                                    
gi|534 PEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITS 
      60        70        80        90       100       110          
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (11-30:31-50) 
 
                                   10        20        30        40 
AAD-12                     NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVMPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                     
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (11-30:31-50) 
 
                                   10        20        30        40 
AAD-12                     NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                     
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (11-30:31-50) 
 
                                   10        20        30        40 
AAD-12                     NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                     
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gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (11-30:31-50) 
 
                                   10        20        30        40 
AAD-12                     NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                     
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (11-30:31-50) 
 
                                   10        20        30        40 
AAD-12                     NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                     
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (11-30:31-50) 
 
                                   10        20        30        40 
AAD-12                     NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                     
                                                                    
gi|167 EGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (11-30:31-50) 
 
                                   10        20        30        40 
AAD-12                     NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                     
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 70.1  bits: 19.5 E():   63 
Smith-Waterman score: 47; 21.6% identity (51.0% similar) in 51 aa overlap (29-79:309-353) 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 3782



 

 

 
                 10        20        30        40        50         
AAD-12   NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR 
                                     :.: :  : :.  ..: .      : ..:  
gi|113 HGFFQVVNNNYDKWGSYAIGGSASPTILSQGNRFCAPDERSKKNVLGR------HGEAAA 
      280       290       300       310       320             330   
 
       60        70        80                                       
AAD-12 HSLVYSQSKLGHVQQAGSAYIG                                       
       .:. ..      : . :. ..                                        
gi|113 ESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEPGESALSLTSSAGVLSCQP 
            340       350       360       370       380       390   
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.8  bits: 18.0 E():   64 
Smith-Waterman score: 41; 20.9% identity (47.8% similar) in 67 aa overlap (10-67:3-69) 
 
               10        20        30        40                 50  
AAD-12 NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---------DEATRAL 
                .. ..  . :..: :   . :     . : :.: :         :.. ..: 
gi|856        MKFIITLFAAIVMAAAVSGFIVGDKKEDEWRMAFDRLMMEELETKIDQVEKGL 
                      10        20        30        40        50    
 
              60        70        80                                
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIG                                
       .:     . :  ..::                                             
gi|856 LHLSEQYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLNMFERYNYEFA 
            60        70        80        90       100       110    
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 69.7  bits: 14.1 E():   66 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (49-53:2-6) 
 
       20        30        40        50        60        70         
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     : :::                          
gi|463                              DRNLVHSATR                      
                                            10                      
 
       80 
AAD-12 IG 
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.6  bits: 17.9 E():   66 
Smith-Waterman score: 41; 34.6% identity (61.5% similar) in 26 aa overlap (8-33:5-30) 
 
               10        20        30        40        50        60 
AAD-12 NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS 
              :.:  ...   ::   .: :::.. :                            
gi|217    MASKSNYNLLFTALLVFIFAAVAAVGNEDCTPWTSTLITPLPSCRNYVEEQACRIEM 
                  10        20        30        40        50        
 
               70        80                                         
AAD-12 LVYSQSKLGHVQQAGSAYIG                                         
                                                                    
gi|217 PGPPYLAKQECCEQLANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMNFVPIL 
        60        70        80        90       100       110        
 
>>gi|4006963|emb|CAA07328.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.6  bits: 17.7 E():   66 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (12-30:32-50) 
 
                                  10        20        30        40  
AAD-12                    NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              50        60        70        80                     
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                     
                                                                   

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 3783



 

 

gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|4006947|emb|CAA07320.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.6  bits: 17.7 E():   66 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (12-30:32-50) 
 
                                  10        20        30        40  
AAD-12                    NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              50        60        70        80                     
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                     
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|114326420|ref|NP_001041618.1| major allergen I poly  (88 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 69.2  bits: 17.2 E():   70 
Smith-Waterman score: 38; 31.8% identity (63.6% similar) in 22 aa overlap (7-28:3-24) 
 
               10        20        30        40        50        60 
AAD-12 NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS 
             :..  :  . .:. . :. :::                                 
gi|114     MLDAALPPCPTVAATADCEICPAVKRDVDLFLTGTPDEYVEQVAQYKALPVVLENA 
                   10        20        30        40        50       
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 69.2  bits: 14.6 E():   70 
Smith-Waterman score: 28; 40.0% identity (80.0% similar) in 10 aa overlap (17-26:4-13) 
 
               10        20        30        40        50        60 
AAD-12 NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS 
                       :.:  :...:                                   
gi|131              GPVGGVVHAHMMPLL                                 
                            10                                      
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.9  bits: 19.7 E():   72 
Smith-Waterman score: 49; 26.3% identity (60.5% similar) in 38 aa overlap (39-76:426-463) 
 
       10        20        30        40        50        60         
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     :  ....:   :.. :.  . .:    ..  
gi|258 AERGFFYRNGIYSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNH 
         400       410       420       430       440       450      
 
       70        80                                                 
AAD-12 GHVQQAGSAYIG                                                 
       : .::::.                                                     
gi|258 GVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQISREQARQLKYNR 
         460       470       480       490       500       510      
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.9  bits: 17.7 E():   72 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (52-73:6-27) 
 
              30        40        50        60        70        80  
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG  
                                     :.:.  ..  : :.  ::...:         
gi|159                          IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
                                        10        20        30      
 
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFXQFYQPDAYPSGAWY 
          40        50        60        70        80        90      
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.6  bits: 19.4 E():   75 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (51-72:332-353) 
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               30        40        50        60        70        80 
AAD-12 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     : :     ::..:. .  :.::         
gi|259 LTTLNSLNLPILKWLQLSVEKGVLYKNALVLPHWNLNSHSIIYGCKGKGQVQVVDNFGNR 
             310       320       330       340       350       360  
 
gi|259 VFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRAMTSPLAGRTSVLGGMPEEVL 
             370       380       390       400       410       420  
 
>>gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.6  bits: 17.9 E():   75 
Smith-Waterman score: 41; 32.0% identity (64.0% similar) in 25 aa overlap (6-30:27-50) 
 
                                    10        20        30          
AAD-12                      NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGDGGPGTIKKITF 
               10        20        30         40        50          
 
      40        50        60        70        80                    
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                    
                                                                    
gi|212 GEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.6  bits: 17.9 E():   75 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (11-30:30-49) 
 
                                  10        20        30        40  
AAD-12                    NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFPE 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                      
                                                                    
gi|437 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISHKY 
               70        80        90       100       110       120 
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (42-70:101-129) 
 
              20        30        40        50        60        70  
AAD-12 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
              80 
AAD-12 QQAGSAYIG 
                 
gi|273 RRRR      
                 
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (42-70:101-129) 
 
              20        30        40        50        60        70  
AAD-12 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
              80 
AAD-12 QQAGSAYIG 
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gi|273 RRRR      
                 
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (11-30:31-50) 
 
                                   10        20        30        40 
AAD-12                     NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                     
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (11-30:31-50) 
 
                                   10        20        30        40 
AAD-12                     NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                     
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (11-30:31-50) 
 
                                   10        20        30        40 
AAD-12                     NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|125 MGVFNYETEATSVIPAARLFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                     
                                                                    
gi|125 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 43; 26.6% identity (59.4% similar) in 64 aa overlap (20-78:82-145) 
 
                          10        20        30        40          
AAD-12            NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD--ALDEA 
                                     : .:.:  .:. . .  :..     : ..  
gi|170 MAKFPQFAGKDLETLKGTGQFATHAGRIVGFVSEIVALMGNSANMPAMETLIKDMAANHK 
              60        70        80        90       100       110  
 
        50          60         70        80              
AAD-12 TRALVHQRSA--RHSLV-YSQSKLGHVQQAGSAYIG              
       .:.. . .    : ::: : :::..  .. :.:.                
gi|170 ARGIPKAQFNEFRASLVSYLQSKVSWNDSLGAAWTQGLDNVFNMMFSYL 
             120       130       140       150       160 
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (11-30:31-50) 
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                                   10        20        30        40 
AAD-12                     NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                     
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (11-30:31-50) 
 
                                   10        20        30        40 
AAD-12                     NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                     
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (11-30:31-50) 
 
                                   10        20        30        40 
AAD-12                     NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                     
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (11-30:31-50) 
 
                                   10        20        30        40 
AAD-12                     NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|154 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                     
                                                                    
gi|154 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (11-30:31-50) 
 
                                   10        20        30        40 
AAD-12                     NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
               50        60        70        80                     
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AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                     
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.5  bits: 17.4 E():   76 
Smith-Waterman score: 39; 53.8% identity (69.2% similar) in 13 aa overlap (35-47:72-84) 
 
           10        20        30        40        50        60     
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
                                     ::.::  ::  .:                  
gi|131 ELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDE 
              50        60        70        80        90       100  
 
           70        80 
AAD-12 QSKLGHVQQAGSAYIG 
                        
gi|131 FGALVDKWGAKG     
             110        
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.0  bits: 19.7 E():   81 
Smith-Waterman score: 48; 22.9% identity (57.1% similar) in 35 aa overlap (45-79:339-373) 
 
           20        30        40        50        60        70     
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     ::  .:  . :  : . ...:.. : . .: 
gi|131 LLQPVSTPGEFELFFGAGGENPESFFKSFSDEILEAAFNTRRDRLQRIFGQQRQGVIVKA 
      310       320       330       340       350       360         
 
           80                                                       
AAD-12 GSAYIG                                                       
       .   .                                                        
gi|131 SEEQVRAMSRHEEGGIWPFGGESKGTINIYQQRPTHSNQYGQLHEVDASQYRQLRDLDLT 
      370       380       390       400       410       420         
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.6 E():   82 
Smith-Waterman score: 40; 35.3% identity (70.6% similar) in 17 aa overlap (16-32:30-46) 
 
                             10        20        30        40       
AAD-12               NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                    :::. ...  :  ::..               
gi|476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVQGATVAVDCRPFNGGESKLKAEATTDGLGWY 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                           
                                                                    
gi|476 KIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQGIRYANPIAFFR 
               70        80        90       100       110       120 
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.8  bits: 17.1 E():   83 
Smith-Waterman score: 38; 37.5% identity (62.5% similar) in 16 aa overlap (12-27:41-56) 
 
                                  10        20        30        40  
AAD-12                    NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..  :: :  ..: :               
gi|166 GSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAAYVMNLYYQHAG 
               20        30        40        50        60        70 
 
              50        60        70        80 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                               
gi|166 RNSWNCDFSQTATLTNTNPSYGACNFPSGSN         
               80        90       100          
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 67.5  bits: 20.2 E():   86 
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Smith-Waterman score: 50; 28.9% identity (60.5% similar) in 38 aa overlap (36-73:827-864) 
 
          10        20        30        40        50        60      
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     ...:: :  :.:   :   :. ..: : .. 
gi|219 NEKVKVYKRQMQEQEGMSQQNLTRVRRFQRELEAAEDRADQAESNLSFIRAKHRSWVTTS 
        800       810       820       830       840       850       
 
          70        80     
AAD-12 SKLGHVQQAGSAYIG     
       .  : ..:            
gi|219 QVPGGTRQVFVTEQESSNF 
        860       870      
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 67.5  bits: 20.2 E():   86 
Smith-Waterman score: 50; 28.9% identity (60.5% similar) in 38 aa overlap (36-73:827-864) 
 
          10        20        30        40        50        60      
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     ...:: :  :.:   :   :. ..: : .. 
gi|377 NEKVKVYKRQMQEQEGMSQQNLTRVRRFQRELEAAEDRADQAESNLSFIRAKHRSWVTTS 
        800       810       820       830       840       850       
 
          70        80     
AAD-12 SKLGHVQQAGSAYIG     
       .  : ..:            
gi|377 QVPGGTRQVFTTQEETTNY 
        860       870      
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 67.4  bits: 19.4 E():   87 
Smith-Waterman score: 50; 24.2% identity (58.1% similar) in 62 aa overlap (4-63:361-421) 
 
                                          10          20        30  
AAD-12                            NMAWHADSTYMPVM--AQGAVFSAEVVPAVGGR 
                                     ...: .:.::   . . .:   : :..:   
gi|558 IKSVPFIHLGKQATLSDLLNRNNTFKPFAEYKSDYVYQPVPKPVWAQIFVWLVKPGAGI- 
              340       350       360       370       380           
 
              40        50        60        70        80            
AAD-12 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG            
         .  . :: .:  ::.  . :....  .. :                             
gi|558 MVMDPYGAAISATPEAATPFPHRKDVLFNIQYVNYWFDEAGGAAPLQWSKDMYRFMEPYV 
     390       400       410       420       430       440          
 
gi|558 SKNPRQAYANYRDIDLGRNEVVNDISTYASGKVWGEKYFKGNFQRLAITKGKVDPQDYFR 
     450       460       470       480       490       500          
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 18.1 E():   90 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (47-80:71-104) 
 
         20        30        40        50        60        70       
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 
                                     :   :: .:.: .   ::..      : :  
gi|221 AQRPDNRIESEGGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGR 
               50        60        70        80        90       100 
 
         80                                                         
AAD-12 AYIG                                                         
       .:.:                                                         
gi|221 GYFGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQKVHRFDEGDLIAV 
              110       120       130       140       150       160 
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.6 E():   90 
Smith-Waterman score: 40; 43.8% identity (62.5% similar) in 16 aa overlap (9-24:29-44) 
 
                                   10        20        30        40 
AAD-12                     NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
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                                   : .:  : ::  :.:.                 
gi|134 MGVQTHVLELTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPD 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                     
                                                                    
gi|134 GGPITTMTLRIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIF 
               70        80        90       100       110       120 
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.6 E():   90 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (9-24:29-44) 
 
                                   10        20        30        40 
AAD-12                     NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|892 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                     
                                                                    
gi|892 GSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.6 E():   90 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (9-24:29-44) 
 
                                   10        20        30        40 
AAD-12                     NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|215 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAATGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                     
                                                                    
gi|215 GSPITTMTVRTDAVNKEALSYDSTVIDGDILLGFIESIETHMVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 66.9  bits: 18.4 E():   93 
Smith-Waterman score: 43; 47.6% identity (71.4% similar) in 21 aa overlap (13-33:8-24) 
 
               10        20        30        40        50        60 
AAD-12 NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS 
                   .:. :::..: :   ::: .:                            
gi|286      MGSLANNIMVVGAVLAALV---VGG-SCGPPKVPPGPNITTNYNGKWLTARATWY 
                    10           20         30        40        50  
 
               70        80                                         
AAD-12 LVYSQSKLGHVQQAGSAYIG                                         
                                                                    
gi|286 GQPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGN 
              60        70        80        90       100       110  
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (12-30:31-49) 
 
                                  10        20        30        40  
AAD-12                    NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|159 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                      
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gi|159 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (12-30:31-49) 
 
                                  10        20        30        40  
AAD-12                    NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|437 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                      
                                                                    
gi|437 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|4376222|emb|CAA04829.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (12-30:31-49) 
 
                                  10        20        30        40  
AAD-12                    NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|437 GVFNYEIGATSVIPAARLFKAFILVGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                      
                                                                    
gi|437 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
               70        80        90       100       110       120 
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (12-30:31-49) 
 
                                  10        20        30        40  
AAD-12                    NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|384 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENISGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                      
                                                                    
gi|384 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.8  bits: 17.1 E():   94 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (34-47:39-52) 
 
            10        20        30        40        50        60    
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|730 TLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
            70        80                            
AAD-12 SQSKLGHVQQAGSAYIG                            
                                                    
gi|730 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.8  bits: 17.1 E():   94 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (34-47:39-52) 
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            10        20        30        40        50        60    
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|191 TLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
            70        80                            
AAD-12 SQSKLGHVQQAGSAYIG                            
                                                    
gi|191 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|4006953|emb|CAA07323.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (12-30:32-50) 
 
                                  10        20        30        40  
AAD-12                    NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              50        60        70        80                      
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                      
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (12-30:32-50) 
 
                                  10        20        30        40  
AAD-12                    NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              50        60        70        80                      
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                      
                                                                    
gi|132 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006957|emb|CAA07325.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (12-30:32-50) 
 
                                  10        20        30        40  
AAD-12                    NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKINFPE 
              10        20        30        40        50        60  
 
              50        60        70        80                      
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                      
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (12-30:32-50) 
 
                                  10        20        30        40  
AAD-12                    NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYEIEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              50        60        70        80                      
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AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                      
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|82492265|gb|ABB78006.1| major allergen Pru p 1 [Pru  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 32.0% identity (64.0% similar) in 25 aa overlap (6-30:27-50) 
 
                                    10        20        30          
AAD-12                      NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  .:.. . ::          
gi|824 MGVFTYESEFTSEIPPPRLFKAFVLDADNL-VPKIAPQAIKHSEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
      40        50        60        70        80                    
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                    
                                                                    
gi|824 GEGSQYGYVKHKIDSIDKENHSYSYTLIEGDALGDNLEKISYETKLVASPSGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (12-30:32-50) 
 
                                  10        20        30        40  
AAD-12                    NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              50        60        70        80                      
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                      
                                                                    
gi|116 GIPFKYVKGRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|167472849|gb|ABZ81046.1| pollen allergen Que a 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 30.0% identity (70.0% similar) in 20 aa overlap (11-30:31-50) 
 
                                   10        20        30        40 
AAD-12                     NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :. :.:.. . ::           
gi|167 MGVFTYESEDASVIPPARLFKAFVLDSDNLIPKVVPQALKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                     
                                                                    
gi|167 EGSHLKHAKHRIDVIDPENFTYSFSVIEGDALFDKLENVSTETKIVASPDGGSIVKSTSK 
               70        80        90       100       110       120 
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (12-30:32-50) 
 
                                  10        20        30        40  
AAD-12                    NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|114 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              50        60        70        80                      
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                      
                                                                    
gi|114 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1513216|gb|AAC02632.1| cherry-allergen PRUA1 [Prunu  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 3793



 

 

Smith-Waterman score: 40; 32.0% identity (64.0% similar) in 25 aa overlap (6-30:27-50) 
 
                                    10        20        30          
AAD-12                      NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  .:.. . ::          
gi|151 MGVFTYESEFTSEIPPPRLFKAFVLDADNL-VPKIAPQAIKHSEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
      40        50        60        70        80                    
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                    
                                                                    
gi|151 GEGSQYGYVKHKIDSIDKENYSYSYTLIEGDALGDTLEKISYETKLVASPSGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (12-30:32-50) 
 
                                  10        20        30        40  
AAD-12                    NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|256 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              50        60        70        80                      
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                      
                                                                    
gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (12-30:32-50) 
 
                                  10        20        30        40  
AAD-12                    NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              50        60        70        80                      
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                      
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (12-30:32-50) 
 
                                  10        20        30        40  
AAD-12                    NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              50        60        70        80                      
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                      
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (12-30:32-50) 
 
                                  10        20        30        40  
AAD-12                    NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
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              50        60        70        80                      
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                      
                                                                    
gi|459 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321728|emb|CAA96547.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (12-30:32-50) 
 
                                  10        20        30        40  
AAD-12                    NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              50        60        70        80                      
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                      
                                                                    
gi|132 GFPFKYVKDRVDEVAHKNFKYSYSVIEGGPIGDTLEKISNEIKIVATPDGRSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (12-30:32-50) 
 
                                  10        20        30        40  
AAD-12                    NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPG 
              10        20        30        40        50        60  
 
              50        60        70        80                      
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                      
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (12-30:32-50) 
 
                                  10        20        30        40  
AAD-12                    NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSLIPAARLFRAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              50        60        70        80                      
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                      
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (12-30:32-50) 
 
                                  10        20        30        40  
AAD-12                    NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              50        60        70        80                      
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                      
                                                                    
gi|125 GFPFKYVKDGVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
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>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (12-30:32-50) 
 
                                  10        20        30        40  
AAD-12                    NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|241 GVFNYETETTSVIPAARLFKAFFLDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              50        60        70        80                      
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                      
                                                                    
gi|241 GFPFRYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (12-30:32-50) 
 
                                  10        20        30        40  
AAD-12                    NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              50        60        70        80                      
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                      
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (12-30:32-50) 
 
                                  10        20        30        40  
AAD-12                    NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              50        60        70        80                      
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                      
                                                                    
gi|132 GIPFKYVKDRVDEVDHANFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (12-30:32-50) 
 
                                  10        20        30        40  
AAD-12                    NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              50        60        70        80                      
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                      
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (12-30:32-50) 
 
                                  10        20        30        40  
AAD-12                    NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
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gi|132 GVFNYETEATSVIPAARLFKASILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              50        60        70        80                      
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                      
                                                                    
gi|132 GSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKF 
              70        80        90       100       110       120  
 
>>gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (12-30:32-50) 
 
                                  10        20        30        40  
AAD-12                    NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              50        60        70        80                      
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                      
                                                                    
gi|125 GFPFEYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (12-30:32-50) 
 
                                  10        20        30        40  
AAD-12                    NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              50        60        70        80                      
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                      
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVTTPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (12-30:32-50) 
 
                                  10        20        30        40  
AAD-12                    NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              50        60        70        80                      
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                      
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGPILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (12-30:32-50) 
 
                                  10        20        30        40  
AAD-12                    NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              50        60        70        80                      
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                      
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKY 
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              70        80        90       100       110       120  
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (11-30:31-50) 
 
                                   10        20        30        40 
AAD-12                     NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|730 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                     
                                                                    
gi|730 EGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (12-30:32-50) 
 
                                  10        20        30        40  
AAD-12                    NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              50        60        70        80                      
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                      
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDILEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (12-30:32-50) 
 
                                  10        20        30        40  
AAD-12                    NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              50        60        70        80                      
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                      
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (12-30:32-50) 
 
                                  10        20        30        40  
AAD-12                    NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              50        60        70        80                      
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                      
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (11-30:31-50) 
 
                                   10        20        30        40 
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AAD-12                     NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                     
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGFVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 66.7  bits: 18.6 E():   95 
Smith-Waterman score: 44; 26.7% identity (70.0% similar) in 30 aa overlap (50-79:232-259) 
 
      20        30        40        50        60        70          
AAD-12 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                     : .:  :. ::....:..  . ::. . .. 
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIH--SVVHSIIMQQQQQQQQQQGIDIFL 
             210       220       230         240       250          
 
      80                                                            
AAD-12 G                                                            
                                                                    
gi|170 PLSQHEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSIMRAPFAS 
     260       270       280       290       300       310          
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.3 E():   99 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (19-28:57-66) 
 
                           10        20        30        40         
AAD-12             NMAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .::  .::::                     
gi|291 ATAGGSLLVPSGLILAGTVIALTLATPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAA 
         30        40        50        60        70        80       
 
       50        60        70        80                       
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIG                       
                                                              
gi|291 VTVLSWIYRYVTGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVTGSQGS 
         90       100       110       120       130       140 
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.3  bits: 18.3 E(): 1e 
Smith-Waterman score: 43; 27.3% identity (66.7% similar) in 33 aa overlap (43-75:195-226) 
 
             20        30        40        50        60        70   
AAD-12 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :.:  ..:.  :.. :...   :..  . : 
gi|624 SKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIVHAIFMQQGQRQGVQIVQQQ-PQPQ 
          170       180       190       200       210        220    
 
             80                                                     
AAD-12 QAGSAYIG                                                     
       :.:                                                          
gi|624 QVGQCVLVQGQGVVQPQQLAQMEAIRTLVLQSVPSMCNFNVPPNCSTIKAPFVGVVTGVG 
           230       240       250       260       270       280    
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:47 2011 done: Fri Jan 21 00:02:48 2011 
 Total Scan time:  0.060 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
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 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 106  - 185 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     4     2:*= 
  32     4     8:==* 
  34    12    22:====   * 
  36    29    44:==========    * 
  38    34    73:============            * 
  40    81   102:===========================      * 
  42    70   125:========================                 * 
  44   122   138:=========================================    * 
  46   136   140:==============================================* 
  48   148   134:============================================*===== 
  50   172   122:========================================*================= 
  52   122   108:===================================*===== 
  54    94    92:==============================*= 
  56    66    77:======================   * 
  58    54    63:==================  * 
  60    53    51:================*= 
  62    32    41:===========  * 
  64    35    33:==========*= 
  66    53    26:========*========= 
  68    31    20:======*==== 
  70    30    16:=====*==== 
  72    19    12:===*=== 
  74    20    10:===*=== 
  76    12     8:==*= 
  78    22     6:=*====== 
  80     1     5:=* 
  82     7     3:*== 
  84     7     3:*== 
  86     5     2:*= 
  88     2     2:*          inset = represents 1 library sequences 
  90     5     1:*= 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     2     1:*         :*= 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.61180.00316; mu= 1.8684 0.166 
 mean_var=34.0449 9.075, 0's: 2 Z-trim: 2  B-trim: 186 in 1/43 
 Lambda= 0.219810 
 Kolmogorov-Smirnov  statistic: 0.1084 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
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The best scores are:                                      opt bits E(1491) 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   64 25.2    0.41 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   62 24.5     0.7 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   57 23.0     1.7 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   57 23.0     2.1 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   57 22.9     2.4 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   56 22.6       3 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   58 23.0     4.2 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   54 22.0     4.6 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   53 21.7     4.6 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   53 21.7     4.6 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   52 21.4       5 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   53 21.7     5.1 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   53 21.7     5.8 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.4     6.7 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 21.3     7.1 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   52 21.3     7.1 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   52 21.3     7.1 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   52 21.3     7.2 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   49 20.5     8.4 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.5      10 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.5      10 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.5      10 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 18.1      11 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 18.1      11 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.5      11 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   56 22.2      12 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   56 22.2      12 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   56 22.2      12 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   53 21.4      13 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   54 21.7      13 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   49 20.4      13 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   49 20.4      13 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   52 21.1      16 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   51 20.8      18 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 19.5      19 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 19.8      20 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   45 19.3      21 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 19.8      21 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 19.8      21 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   47 19.8      21 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   47 19.8      21 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   47 19.8      21 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   47 19.8      21 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   47 19.8      21 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   47 19.8      21 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   47 19.8      21 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   47 19.8      21 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   47 19.8      21 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   47 19.8      21 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   47 19.8      21 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 19.8      21 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 19.8      21 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 22.1      22 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 22.1      23 
gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   48 20.0      24 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.5      24 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 20.5      24 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   44 18.9      26 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   54 21.5      26 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   46 19.4      26 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 19.4      27 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 19.4      27 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   46 19.4      27 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 19.4      27 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   46 19.4      27 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 19.4      27 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   52 21.0      28 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.7      31 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 16.6      32 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 18.1      32 
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gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   53 21.2      32 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   45 19.1      33 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   45 19.1      33 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   45 19.1      33 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   45 19.1      33 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   45 19.1      33 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   45 19.1      33 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   45 19.1      33 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   45 19.1      33 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 20.4      34 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   47 19.6      34 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   43 18.6      36 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 20.4      37 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   49 20.1      38 
gi|14422363|emb|CAC41635.1| plantain pollen major  ( 131)   43 18.6      40 
gi|14422361|emb|CAC41634.1| plantain pollen major  ( 131)   43 18.6      40 
gi|14422359|emb|CAC41633.1| plantain pollen major  ( 131)   43 18.6      40 
gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hya ( 382)   49 20.1      40 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   36 16.8      40 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   44 18.8      41 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   44 18.8      41 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   44 18.8      41 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   44 18.8      41 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   44 18.8      41 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   44 18.8      41 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   47 19.6      43 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 15.4      45 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   49 20.1      45 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   42 18.3      46 
gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Glo ( 151)   43 18.5      48 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   50 20.3      48 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   43 18.5      49 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.7      51 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   43 18.5      51 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   43 18.5      51 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   43 18.5      51 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   48 19.8      51 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 20.5      55 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 17.7      56 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   42 18.2      57 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   49 20.0      57 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.5      58 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   46 19.2      58 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 19.7      60 
gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=P ( 133)   41 17.9      63 
gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allerge ( 159)   42 18.2      63 
gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allerge ( 159)   42 18.2      63 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   42 18.2      63 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   42 18.2      63 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.2      63 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   42 18.2      63 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   42 18.2      63 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   42 18.2      63 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 18.2      63 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   42 18.2      63 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.2      63 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 18.2      63 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.2      63 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 18.2      63 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   42 18.2      63 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.2      63 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.2      63 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   42 18.2      63 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   42 18.2      63 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.2      63 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   42 18.2      63 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.2      63 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.2      63 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.2      63 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 14.8      64 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   47 19.5      64 
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gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   41 17.9      67 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   41 17.9      69 
gi|4006947|emb|CAA07320.1| pollen allergen Betv1,  ( 120)   40 17.6      69 
gi|4006963|emb|CAA07328.1| pollen allergen Betv1,  ( 120)   40 17.6      69 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 14.0      70 
gi|114326420|ref|NP_001041618.1| major allergen I  (  88)   38 17.1      73 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   28 14.5      74 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 17.6      75 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   47 19.4      77 
gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allerge ( 159)   41 17.9      78 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   41 17.9      78 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   41 17.9      78 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   41 17.9      78 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   41 17.9      78 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   41 17.9      78 
gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   41 17.9      78 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   41 17.9      78 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   41 17.9      78 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   41 17.9      78 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   41 17.9      78 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   40 17.6      78 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   40 17.6      78 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.3      79 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   48 19.6      83 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   40 17.6      85 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   38 17.1      86 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   50 20.1      88 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   50 20.1      88 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.4      89 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   42 18.1      92 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   40 17.5      93 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   40 17.5      93 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   40 17.5      93 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   43 18.3      95 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   40 17.5      96 
gi|4376222|emb|CAA04829.1| pollen allergen, Betv1  ( 159)   40 17.5      96 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   40 17.5      96 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   40 17.5      96 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   38 17.0      97 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   38 17.0      97 
gi|4006953|emb|CAA07323.1| pollen allergen Betv1,  ( 160)   40 17.5      97 
gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=M ( 160)   40 17.5      97 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   40 17.5      97 
gi|4006957|emb|CAA07325.1| pollen allergen Betv1,  ( 160)   40 17.5      97 
gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 ( 160)   40 17.5      97 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   40 17.5      97 
gi|1513216|gb|AAC02632.1| cherry-allergen PRUA1 [P ( 160)   40 17.5      97 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   40 17.5      97 
gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=M ( 160)   40 17.5      97 
gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen be ( 160)   40 17.5      97 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   40 17.5      97 
gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Be ( 160)   40 17.5      97 
gi|1321728|emb|CAA96547.1| major allergen Bet v 1  ( 160)   40 17.5      97 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   40 17.5      97 
gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula pl ( 160)   40 17.5      97 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   40 17.5      97 
gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 ( 160)   40 17.5      97 
gi|82492265|gb|ABB78006.1| major allergen Pru p 1  ( 160)   40 17.5      97 
gi|167472849|gb|ABZ81046.1| pollen allergen Que a  ( 160)   40 17.5      97 
gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 ( 160)   40 17.5      97 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   40 17.5      97 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   40 17.5      97 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   40 17.5      97 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   40 17.5      97 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   40 17.5      97 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   40 17.5      97 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   40 17.5      97 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   40 17.5      97 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   40 17.5      97 
gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula pl ( 160)   40 17.5      97 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   44 18.6      97 
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gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 ( 161)   40 17.5      98 
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  64  Z-score: 109.4  bits: 25.2 E(): 0.41 
Smith-Waterman score: 64; 29.5% identity (63.9% similar) in 61 aa overlap (17-75:9-65) 
 
               10        20        30        40          50         
AAD-12 MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARH 
                       : :.: :. : : .    :.:  .: :  ..:..:.   ....: 
gi|111         MKFAIVLIACFAASVL-AQGHKPKKDDFRNEFDHLLIEQANHAI---EKGEH 
                       10         20        30        40            
 
       60        70        80                                       
AAD-12 SLVYSQSKLGHVQQAGSAYIGY                                       
       .:.: : .: ....  :                                            
gi|111 QLLYLQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYE 
       50        60        70        80        90       100         
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 105.3  bits: 24.5 E():  0.7 
Smith-Waterman score: 62; 26.5% identity (59.2% similar) in 49 aa overlap (7-55:5-52) 
 
               10        20        30        40        50        60 
AAD-12 MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL 
             :.  :..  ... :. .. :. :. :.: :    . : :. :  : :..      
gi|189   MASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPL-EGCREYVAQQTCGVTI 
                 10        20        30        40         50        
 
               70        80                                         
AAD-12 VYSQSKLGHVQQAGSAYIGY                                         
                                                                    
gi|189 AGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRD 
        60        70        80        90       100       110        
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 98.4  bits: 23.0 E():  1.7 
Smith-Waterman score: 57; 26.7% identity (60.0% similar) in 45 aa overlap (33-77:26-70) 
 
             10        20        30        40        50        60   
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::      :.  . . :  ..:.   :.. 
gi|527      MVHHITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAF 
                    10        20        30        40        50      
 
             70        80                                           
AAD-12 SQSKLGHVQQAGSAYIGY                                           
       .. .. :::.:.. :                                              
gi|527 AKVNVDHVQDAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQ 
          60        70        80        90       100       110      
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  50 init1:  50 opt:  57  Z-score: 96.6  bits: 23.0 E():  2.1 
Smith-Waterman score: 57; 24.5% identity (59.2% similar) in 49 aa overlap (7-55:5-52) 
 
               10        20        30        40        50        60 
AAD-12 MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL 
             :.  :..  ... :. .. .. :. :.: :    . : :. :  : :..      
gi|439   MASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPL-EGCREYVAQQTCGVTI 
                 10        20        30        40         50        
 
               70        80                                         
AAD-12 VYSQSKLGHVQQAGSAYIGY                                         
                                                                    
gi|439 AGSPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQR 
        60        70        80        90       100       110        
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 95.7  bits: 22.9 E():  2.4 
Smith-Waterman score: 57; 41.4% identity (69.0% similar) in 29 aa overlap (1-29:23-50) 
 
                                     10        20        30         
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AAD-12                       MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: :::.: . ::          
gi|444 MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
       40        50        60        70        80                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                   
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 94.0  bits: 22.6 E():    3 
Smith-Waterman score: 56; 40.0% identity (68.0% similar) in 25 aa overlap (5-29:27-50) 
 
                                     10        20        30         
AAD-12                       MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. :::.. . ::          
gi|165 MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
       40        50        60        70        80                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                   
                                                                    
gi|165 GEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSILKNTS 
      60        70        80        90       100       110          
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 91.3  bits: 23.0 E():  4.2 
Smith-Waterman score: 58; 26.0% identity (56.0% similar) in 50 aa overlap (2-51:23-71) 
 
                                    10        20        30          
AAD-12                      MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                             .. ::. : :. :   .  : ..::.::    .: .   
gi|663 MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGKATTDEQKL 
               10        20        30        40         50          
 
      40        50        60        70        80                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                    
        . .. . .: :                                                 
gi|663 LEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILKLDTDYDVA 
      60        70        80        90       100       110          
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 90.5  bits: 22.0 E():  4.6 
Smith-Waterman score: 54; 37.9% identity (69.0% similar) in 29 aa overlap (1-29:23-50) 
 
                                     10        20        30         
AAD-12                       MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: .::.: . ::          
gi|444 MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
       40        50        60        70        80                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                   
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 90.5  bits: 21.7 E():  4.6 
Smith-Waterman score: 53; 27.9% identity (62.3% similar) in 61 aa overlap (17-75:9-65) 
 
               10        20        30        40          50         
AAD-12 MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARH 
                       : :.: :. :   .    :.:  .: :  ..:..:.   ....: 
gi|111         MKFAIVLIACFAASVL-AQEHKPEKDDFRNEFDHLLIEQANHAI---EKGEH 
                       10         20        30        40            
 
       60        70        80                                       
AAD-12 SLVYSQSKLGHVQQAGSAYIGY                                       
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       .:.: : .: ....  :                                            
gi|111 QLLYLQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYE 
       50        60        70        80        90       100         
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 90.5  bits: 21.7 E():  4.6 
Smith-Waterman score: 53; 27.9% identity (62.3% similar) in 61 aa overlap (17-75:9-65) 
 
               10        20        30        40          50         
AAD-12 MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARH 
                       : :.: :. :   .    :.:  .: :  ..:..:.   ....: 
gi|420         MKFAIVLIACFAASVL-AQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEH 
                       10         20        30        40            
 
       60        70        80                                       
AAD-12 SLVYSQSKLGHVQQAGSAYIGY                                       
       .:.: : .: ....  :                                            
gi|420 QLLYLQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYE 
       50        60        70        80        90       100         
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 90.0  bits: 21.4 E():    5 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (35-75:11-50) 
 
           10        20        30        40          50        60   
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVY 
                                     :.:  .: :  ..:..:.   ....:.:.: 
gi|160                     GSQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLY 
                                   10        20           30        
 
             70        80                                           
AAD-12 SQSKLGHVQQAGSAYIGY                                           
        : .: ....  :                                                
gi|160 LQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQT 
        40        50        60        70        80        90        
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 89.8  bits: 21.7 E():  5.1 
Smith-Waterman score: 53; 24.5% identity (55.1% similar) in 49 aa overlap (7-55:5-52) 
 
               10        20        30        40        50        60 
AAD-12 MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL 
             :.  :..   .. :. .. .. :  :.: :    . : :. :  : :..      
gi|217   MASKSSISPLLLATVLVSVFAAATATGPYCYAGMGLPINPL-EGCREYVAQQTCGISI 
                 10        20        30        40         50        
 
               70        80                                         
AAD-12 VYSQSKLGHVQQAGSAYIGY                                         
                                                                    
gi|217 SGSAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQR 
        60        70        80        90       100       110        
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  53  Z-score: 88.8  bits: 21.7 E():  5.8 
Smith-Waterman score: 53; 22.4% identity (55.2% similar) in 58 aa overlap (10-61:31-87) 
 
                                    10        20             30     
AAD-12                      MAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICF- 
               10        20        30        40        50           
 
           40        50         60        70        80              
AAD-12 DMRAAYDALDEATRALVHQR-SARHSLVYSQSKLGHVQQAGSAYIGY              
       :  . .. . . .. . .   : :.:..                                 
gi|132 DEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSIS 
      60        70        80        90       100       110          
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.6  bits: 21.4 E():  6.7 
Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (40-63:29-52) 
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      10        20        30        40        50        60          
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 
                                     : : :::  : .  ..: .: .::       
gi|144   KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLS 
                 10        20        30        40        50         
 
      70        80                                                  
AAD-12 VQQAGSAYIGY                                                  
                                                                    
gi|144 DSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAG 
       60        70        80        90       100       110         
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 87.2  bits: 21.3 E():  7.1 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (5-29:27-50) 
 
                                     10        20        30         
AAD-12                       MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|602 MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
       40        50        60        70        80                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                   
                                                                    
gi|602 GEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 87.2  bits: 21.3 E():  7.1 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (5-29:27-50) 
 
                                     10        20        30         
AAD-12                       MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|131 MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
       40        50        60        70        80                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                   
                                                                    
gi|131 GEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 87.2  bits: 21.3 E():  7.1 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (5-29:27-50) 
 
                                     10        20        30         
AAD-12                       MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|279 MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
       40        50        60        70        80                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                   
                                                                    
gi|279 GEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  52  Z-score: 87.1  bits: 21.3 E():  7.2 
Smith-Waterman score: 52; 37.9% identity (69.0% similar) in 29 aa overlap (1-29:23-50) 
 
                                     10        20        30         
AAD-12                       MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .. .:: : .: .:  .: .::.: . ::          
gi|444 MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
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       40        50        60        70        80                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                   
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 85.8  bits: 20.5 E():  8.4 
Smith-Waterman score: 49; 22.4% identity (56.9% similar) in 58 aa overlap (15-72:4-59) 
 
               10        20        30        40        50        60 
AAD-12 MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL 
                     .:.. .:.:. :. :     : .: . :   :...    ..:     
gi|777            MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFA-- 
                          10        20        30        40          
 
               70        80                                         
AAD-12 VYSQSKLGHVQQAGSAYIGY                                         
       . .:.: : ...                                                 
gi|777 IIDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH 
        50        60        70        80        90       100        
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.5  bits: 22.5 E():   10 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (36-75:372-411) 
 
          10        20        30        40        50        60      
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|224 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             350       360       370       380       390       400  
 
          70        80                                              
AAD-12 KLGHVQQAGSAYIGY                                              
         .::: . :                                                   
gi|224 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             410       420       430       440       450       460  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.2  bits: 22.5 E():   10 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (36-75:392-431) 
 
          10        20        30        40        50        60      
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|571 GNRSPHIYDPQRWFTQNCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
          70        80                                              
AAD-12 KLGHVQQAGSAYIGY                                              
         .::: . :                                                   
gi|571 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFA 
             430       440       450       460       470       480  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.2  bits: 22.5 E():   10 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (36-75:392-431) 
 
          10        20        30        40        50        60      
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|199 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
          70        80                                              
AAD-12 KLGHVQQAGSAYIGY                                              
         .::: . :                                                   
gi|199 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             430       440       450       460       470       480  
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
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 initn:  40 init1:  40 opt:  40  Z-score: 84.0  bits: 18.1 E():   11 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (3-9:19-25) 
 
                               10        20        30        40     
AAD-12                 MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                         :.::..:                                    
gi|320 YTTEGGKKVEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 84.0  bits: 18.1 E():   11 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (3-9:19-25) 
 
                               10        20        30        40     
AAD-12                 MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                         :.::..:                                    
gi|320 YTTEGGTKAEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.0  bits: 22.5 E():   11 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (36-75:400-439) 
 
          10        20        30        40        50        60      
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|213 RSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
     370       380       390       400       410       420          
 
          70        80                                              
AAD-12 KLGHVQQAGSAYIGY                                              
         .::: . :                                                   
gi|213 GRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLA 
     430       440       450       460       470       480          
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 83.1  bits: 22.2 E():   12 
Smith-Waterman score: 56; 22.9% identity (54.3% similar) in 70 aa overlap (6-74:140-207) 
 
                                        10        20        30      
AAD-12                          MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     :   .:. .   ... : .:.:.  . . : 
gi|186 TFEEPQQPQQRGQSSRPQDRHQKIYNFREGDLIAVPTGVAWWMYNNEDTPVVA--VSIID 
     110       120       130       140       150       160          
 
          40        50         60        70        80               
AAD-12 MRAAYDALDEATRAL-VHQRSARHSLVYSQSKLGHVQQAGSAYIGY               
         .  . ::.  : . .   . .. : :.: . :: .: :                     
gi|186 TNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEENEGGSILSGFTLE 
       170       180       190       200       210       220        
 
gi|186 FLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQRPQEEEEEEEDEK 
       230       240       250       260       270       280        
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 83.1  bits: 22.2 E():   12 
Smith-Waterman score: 56; 22.9% identity (54.3% similar) in 70 aa overlap (6-74:140-207) 
 
                                        10        20        30      
AAD-12                          MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     :   .:. .   ... : .:.:.  . . : 
gi|186 TFEEPQQPQQRGQSSRPQDRHQKIYNSREGDLIAVPTGVAWWMYNNEDTPVVA--VSIID 
     110       120       130       140       150       160          
 
          40        50         60        70        80               
AAD-12 MRAAYDALDEATRAL-VHQRSARHSLVYSQSKLGHVQQAGSAYIGY               
         .  . ::.  : . .   . .. : :.: . :: .: :                     
gi|186 TNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEENEGGSILSGFTLE 
       170       180       190       200       210       220        
 
gi|186 FLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQRPQEEEEEEEDEK 
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       230       240       250       260       270       280        
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 82.9  bits: 22.2 E():   12 
Smith-Waterman score: 56; 28.9% identity (52.6% similar) in 38 aa overlap (38-75:371-408) 
 
        10        20        30        40        50        60        
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :  : . .  ..:  .  ::..:      
gi|370 RSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGR 
              350       360       370       380       390       400 
 
        70        80                                                
AAD-12 GHVQQAGSAYIGY                                                
       .::: . :                                                     
gi|370 AHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGE 
              410       420       430       440       450       460 
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.7  bits: 21.4 E():   13 
Smith-Waterman score: 53; 25.0% identity (55.0% similar) in 40 aa overlap (2-41:23-62) 
 
                                    10        20        30          
AAD-12                      MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                             .. ::. : :. :   .  : .  :.::..   ...   
gi|441 MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLL 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                    
        :                                                           
gi|441 EDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAY 
               70        80        90       100       110       120 
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  37 init1:  37 opt:  54  Z-score: 82.6  bits: 21.7 E():   13 
Smith-Waterman score: 54; 19.7% identity (55.3% similar) in 76 aa overlap (2-74:37-111) 
 
                                            10        20        30  
AAD-12                              MAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|682 EAVLLGILLYIPIVLSDDRAPIPANSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQAK 
         10        20        30         40        50        60      
 
                 40        50        60        70        80         
AAD-12 CF---ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY         
        .   .:  . . ...:: ...  . . :  : .: .. ..  . :               
gi|682 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSFSPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
gi|682 NMPILVFGGTAAEYGTVDSATLIVESNYFSAVNLKIVNSAPRPDGKRVGAQAAALRISGD 
         130       140       150       160       170       180      
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 82.4  bits: 20.4 E():   13 
Smith-Waterman score: 49; 35.7% identity (52.4% similar) in 42 aa overlap (17-47:37-78) 
 
                             10        20        30              40 
AAD-12               MAWHADSTYMPVMAQGAVFSAEVVPAVGGR------TCFADMRAAY 
                                     :. : :.: . ::       :   : ...: 
gi|145 EEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSY 
         10        20        30        40        50        60       
 
                    50        60        70        80                
AAD-12 -----DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                
            ::.::::                                                 
gi|145 VLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAP 
         70        80        90       100       110       120       
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 82.3  bits: 20.4 E():   13 
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Smith-Waterman score: 49; 26.9% identity (52.6% similar) in 78 aa overlap (1-76:23-95) 
 
                                     10        20        30         
AAD-12                       MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                             .:  ::.  .:  : :.  :.:.: . ::   .  .   
gi|604 MAVFTFDDQATSPVAPATLYNALAKDADNI-IP-KAVGSFQSVEIVEGNGGPGTIKKISF 
               10        20        30          40        50         
 
       40        50          60        70        80                 
AAD-12 AYDALDEATRALVHQRSA--RHSLVYSQSKLGHVQQAGSAYIGY                 
       . :.    :. ..:.  .  . .: :: : .: :    .:                     
gi|604 VEDG---ETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIK 
       60           70        80        90       100       110      
 
gi|604 LTISYHGKGDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
         120       130       140       150      
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.9  bits: 21.1 E():   16 
Smith-Waterman score: 52; 20.8% identity (58.3% similar) in 48 aa overlap (7-54:72-119) 
 
                                       10        20        30       
AAD-12                         MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:...:   :: .  :..  .. :... 
gi|170 QSFSQQPPFSQQQQQPLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQ 
              50        60        70        80        90       100  
 
         40        50        60        70        80                 
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                 
       .      ..  . ::.:.                                           
gi|170 QQLVLPPQQQQQQLVQQQIPIVQPSVLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSS 
             110       120       130       140       150       160  
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.8  bits: 20.8 E():   18 
Smith-Waterman score: 51; 22.6% identity (64.5% similar) in 31 aa overlap (7-37:66-96) 
 
                                       10        20        30       
AAD-12                         MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:.. ::  :  .. :..  .. :... 
gi|219 QPLPPQQTFPQQPPFSQQQQQQPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQ 
          40        50        60        70        80        90      
 
         40        50        60        70        80                 
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                 
       .                                                            
gi|219 QQLILPPQQQQQLPQQQISIVQPSVLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSC 
         100       110       120       130       140       150      
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 79.4  bits: 19.5 E():   19 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (11-26:66-81) 
 
                                   10        20        30        40 
AAD-12                     MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
               50        60        70        80 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                                
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS             
         100       110       120                
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.0  bits: 19.8 E():   20 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (36-52:14-30) 
 
          10        20        30        40        50        60      
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
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                                     .: :.: .:.  .. .:              
gi|219                  MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQ 
                                10        20        30        40    
 
          70        80                                              
AAD-12 KLGHVQQAGSAYIGY                                              
                                                                    
gi|219 TFEENDLQQLIIEIDADGSGELEFDEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNG 
            50        60        70        80        90       100    
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 78.8  bits: 19.3 E():   21 
Smith-Waterman score: 45; 25.5% identity (58.8% similar) in 51 aa overlap (6-53:13-61) 
 
                      10        20           30        40        50 
AAD-12        MAWHADSTYMPVMAQGAVFSAEVV-PAVG--GRTCFADMRAAYDALDEATRAL 
                   :..   : : :. :. ..    ::  :..  :: . ... ::.   .. 
gi|207 MSITDIVSEKDIDAALESVKAAGS-FNYKIFFQKVGLAGKSA-ADAKKVFEILDRDKSGF 
               10        20         30        40         50         
 
               60        70        80                      
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGY                      
       ..:                                                 
gi|207 IEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
       60        70        80        90       100          
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.7  bits: 19.8 E():   21 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (24-40:141-157) 
 
                      10        20        30        40        50    
AAD-12        MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
            60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGY 
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.7  bits: 19.8 E():   21 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (24-40:141-157) 
 
                      10        20        30        40        50    
AAD-12        MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
            60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGY 
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 78.6  bits: 19.8 E():   21 
Smith-Waterman score: 47; 23.7% identity (54.2% similar) in 59 aa overlap (5-52:27-84) 
 
                                     10        20             30    
AAD-12                       MAWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCF 
                                 ::.  .: .:  :.  ::.. . ::     .  : 
gi|304 MGLYTFENEFTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
                  40        50        60        70        80        
AAD-12 AD------MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY        
       ..      ..   :..:::. . ..                                    
gi|304 GEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.6  bits: 19.8 E():   21 
Smith-Waterman score: 47; 40.0% identity (68.0% similar) in 25 aa overlap (5-29:27-50) 
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                                     10        20        30         
AAD-12                       MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :.:.. . ::          
gi|602 MGVFTYEFEFTSVIPPARLYNAFVLDADNL-IPKIAPQAVKSTEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
       40        50        60        70        80                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                   
                                                                    
gi|602 GEGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.6  bits: 19.8 E():   21 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (5-29:27-50) 
 
                                     10        20        30         
AAD-12                       MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEYTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
       40        50        60        70        80                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                   
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.6  bits: 19.8 E():   21 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (5-29:27-50) 
 
                                     10        20        30         
AAD-12                       MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
       40        50        60        70        80                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                   
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.6  bits: 19.8 E():   21 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (5-29:27-50) 
 
                                     10        20        30         
AAD-12                       MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|753 MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
       40        50        60        70        80                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                   
                                                                    
gi|753 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.6  bits: 19.8 E():   21 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (5-29:27-50) 
 
                                     10        20        30         
AAD-12                       MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|165 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
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       40        50        60        70        80                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                   
                                                                    
gi|165 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.6  bits: 19.8 E():   21 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (5-29:27-50) 
 
                                     10        20        30         
AAD-12                       MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
       40        50        60        70        80                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                   
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.6  bits: 19.8 E():   21 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (5-29:27-50) 
 
                                     10        20        30         
AAD-12                       MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
       40        50        60        70        80                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                   
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.6  bits: 19.8 E():   21 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (5-29:27-50) 
 
                                     10        20        30         
AAD-12                       MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|886 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
       40        50        60        70        80                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                   
                                                                    
gi|886 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.6  bits: 19.8 E():   21 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (5-29:27-50) 
 
                                     10        20        30         
AAD-12                       MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
       40        50        60        70        80                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                   
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
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 initn:  46 init1:  46 opt:  47  Z-score: 78.6  bits: 19.8 E():   21 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (5-29:27-50) 
 
                                     10        20        30         
AAD-12                       MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|134 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
       40        50        60        70        80                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                   
                                                                    
gi|134 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.5  bits: 19.8 E():   21 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (24-40:144-160) 
 
                      10        20        30        40        50    
AAD-12        MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
            60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGY 
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.5  bits: 19.8 E():   21 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (24-40:144-160) 
 
                      10        20        30        40        50    
AAD-12        MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
            60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGY 
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 78.3  bits: 22.1 E():   22 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (63-80:283-300) 
 
             40        50        60        70        80             
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY             
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 78.1  bits: 22.1 E():   23 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (63-80:289-306) 
 
             40        50        60        70        80             
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY             
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
 
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.7  bits: 20.0 E():   24 
Smith-Waterman score: 48; 33.3% identity (59.3% similar) in 27 aa overlap (7-33:17-43) 
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                         10        20        30        40        50 
AAD-12           MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL 
                       :.:.:  .   ::..:  :  .: : .                  
gi|510 MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLPVIRGKGGGIEFAKT 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGY                               
                                                                    
gi|510 ETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHLCTPLSLNSFSVDRY 
               70        80        90       100       110       120 
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 77.6  bits: 19.5 E():   24 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (36-53:126-143) 
 
          10        20        30        40        50        60      
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . ::..::: :..: ...             
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG         
         100       110       120       130       140                
 
          70        80 
AAD-12 KLGHVQQAGSAYIGY 
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 77.6  bits: 20.5 E():   24 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (3-20:66-83) 
 
                                           10        20        30   
AAD-12                             MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
             40        50        60        70        80             
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY             
                                                                    
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 76.9  bits: 18.9 E():   26 
Smith-Waterman score: 44; 32.4% identity (56.8% similar) in 37 aa overlap (10-46:65-101) 
 
                                    10        20        30          
AAD-12                      MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .:  ..::. ::  . :.:: :  :   :  
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
      40        50        60        70        80 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
        .  .:.                                   
gi|117 EEEKEESDDDMGFGLFD                         
          100       110                          
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  51 init1:  51 opt:  54  Z-score: 76.9  bits: 21.5 E():   26 
Smith-Waterman score: 54; 28.6% identity (75.0% similar) in 28 aa overlap (53-80:551-578) 
 
             30        40        50        60        70        80   
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY   
                                     :.... . . . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYP 
              530       540       550       560       570       580 
 
gi|217 TSLQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQP 
              590       600       610       620       630       640 
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
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 initn:  45 init1:  45 opt:  46  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (5-29:27-50) 
 
                                     10        20        30         
AAD-12                       MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
       40        50        60        70        80                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                   
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIKTTSK 
      60        70        80        90       100       110          
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.8  bits: 19.4 E():   27 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (8-29:29-50) 
 
                                    10        20        30          
AAD-12                      MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                    
                                                                    
gi|400 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.8  bits: 19.4 E():   27 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (8-29:29-50) 
 
                                    10        20        30          
AAD-12                      MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                    
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 76.8  bits: 19.4 E():   27 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (5-29:27-50) 
 
                                     10        20        30         
AAD-12                       MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
       40        50        60        70        80                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                   
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.8  bits: 19.4 E():   27 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (8-29:29-50) 
 
                                    10        20        30          
AAD-12                      MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
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               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                    
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 76.8  bits: 19.4 E():   27 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (5-29:27-50) 
 
                                     10        20        30         
AAD-12                       MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|880 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
       40        50        60        70        80                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                   
                                                                    
gi|880 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVIKTTS 
      60        70        80        90       100       110          
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.8  bits: 19.4 E():   27 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (8-29:29-50) 
 
                                    10        20        30          
AAD-12                      MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                    
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 76.5  bits: 21.0 E():   28 
Smith-Waterman score: 52; 24.3% identity (73.0% similar) in 37 aa overlap (43-78:143-179) 
 
             20        30        40        50        60         70  
AAD-12 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG-HVQ 
                                     .::   .:.: .. .. .::  .... .:. 
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
              80                                                    
AAD-12 QAGSAYIGY                                                    
       . :...:                                                      
gi|215 NNGDVFILLVPNFVFVWTGKHSNRMERTTAIRVANDLKSELNRFKLSSVILEDGKEVEQT 
            180       190       200       210       220       230   
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 75.7  bits: 19.7 E():   31 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (33-54:74-98) 
 
             10        20        30        40           50          
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---DEATRALVHQRSARHS 
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
 
      60        70        80                                        
AAD-12 LVYSQSKLGHVQQAGSAYIGY                                        
                                                                    
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
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>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 75.4  bits: 16.6 E():   32 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (3-9:19-25) 
 
                               10        20        30        40     
AAD-12                 MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                         :..:..:                                    
gi|320 YTTEGGTKAEAEDVIPEGWKVDTSYE                                   
               10        20                                         
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 75.4  bits: 18.1 E():   32 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (51-72:37-58) 
 
               30        40        50        60        70        80 
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
gi|162 VPQLEIVPNS 
         70       
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 75.4  bits: 21.2 E():   32 
Smith-Waterman score: 53; 32.1% identity (71.4% similar) in 28 aa overlap (53-80:539-566) 
 
             30        40        50        60        70        80   
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY   
                                     :.:.. .   . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYP 
      510       520       530       540       550       560         
 
gi|217 TSVQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQP 
      570       580       590       600       610       620         
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 75.2  bits: 19.1 E():   33 
Smith-Waterman score: 45; 27.0% identity (64.9% similar) in 37 aa overlap (16-52:49-84) 
 
                              10        20        30        40      
AAD-12                MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|144 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
          50        60        70        80                          
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                          
       :  : ..                                                      
gi|144 AGLAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEAT 
        80        90       100       110       120       130        
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.2  bits: 19.1 E():   33 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (5-29:27-50) 
 
                                     10        20        30         
AAD-12                       MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|425 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
       40        50        60        70        80                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                   
                                                                    
gi|425 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.2  bits: 19.1 E():   33 
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Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (5-29:27-50) 
 
                                     10        20        30         
AAD-12                       MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
       40        50        60        70        80                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                   
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.2  bits: 19.1 E():   33 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (5-29:27-50) 
 
                                     10        20        30         
AAD-12                       MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
       40        50        60        70        80                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                   
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.2  bits: 19.1 E():   33 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (5-29:27-50) 
 
                                     10        20        30         
AAD-12                       MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
       40        50        60        70        80                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                   
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.2  bits: 19.1 E():   33 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (5-29:27-50) 
 
                                     10        20        30         
AAD-12                       MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|753 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTTKKITF 
               10        20        30         40        50          
 
       40        50        60        70        80                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                   
                                                                    
gi|753 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (5-29:27-50) 
 
                                     10        20        30         
AAD-12                       MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
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       40        50        60        70        80                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                   
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (5-29:27-50) 
 
                                     10        20        30         
AAD-12                       MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|901 MGGYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
       40        50        60        70        80                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                   
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.0  bits: 20.4 E():   34 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (3-20:56-73) 
 
                                           10        20        30   
AAD-12                             MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
             40        50        60        70        80             
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY             
                                                                    
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.9  bits: 19.6 E():   34 
Smith-Waterman score: 47; 33.3% identity (52.8% similar) in 36 aa overlap (33-68:159-191) 
 
             10        20        30        40        50        60   
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :   . : ..::   :   :: .  :.:   
gi|136 TNTEKLPTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFEIR---HQLTQIHGLYR 
      130       140       150       160       170          180      
 
             70        80                                
AAD-12 SQSKLGHVQQAGSAYIGY                                
       :..: :                                            
gi|136 SSDKTGGYWKITMNDGSTYQSDLSKKFEYNTEKPPINIDEIKTIEAEIN 
         190       200       210       220       230     
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.4  bits: 18.6 E():   36 
Smith-Waterman score: 43; 26.0% identity (52.0% similar) in 50 aa overlap (12-61:30-79) 
 
                                 10        20        30        40   
AAD-12                   MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                                    .  .:.. :.:   .   : :   . :.    
gi|253 TGPYCYAGMGLPINPLEGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHC 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                       
         ::.: .. .::  .: :                                          
gi|253 RCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNAPYCLGLDI 
               70        80        90       100       110       120 
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>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.2  bits: 20.4 E():   37 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (3-20:56-73) 
 
                                           10        20        30   
AAD-12                             MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
             40        50        60        70        80             
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY             
                                                                    
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 74.1  bits: 20.1 E():   38 
Smith-Waterman score: 49; 20.3% identity (55.9% similar) in 59 aa overlap (2-57:37-94) 
 
                                            10        20        30  
AAD-12                              MAWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|269 EAVLLGILLYIPIVLSDDRAPIPSNSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQTK 
         10        20        30         40        50        60      
 
                 40        50        60        70        80         
AAD-12 CF---ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY         
        .   .:  . . ...:: ...  . . :                                
gi|269 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSLAPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
>>gi|14422363|emb|CAC41635.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.6  bits: 18.6 E():   40 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (6-23:85-102) 
 
                                        10        20        30      
AAD-12                          MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSGRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
          40        50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                                     
gi|144 RHVKPLSFRAKTDAPGC                             
          120       130                              
 
>>gi|14422361|emb|CAC41634.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.6  bits: 18.6 E():   40 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (6-23:85-102) 
 
                                        10        20        30      
AAD-12                          MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
          40        50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                                     
gi|144 RHVKPLSFRAKTDAPGC                             
          120       130                              
 
>>gi|14422359|emb|CAC41633.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.6  bits: 18.6 E():   40 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (6-23:85-102) 
 
                                        10        20        30      
AAD-12                          MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
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gi|144 GETDQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
          40        50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                                     
gi|144 RHVKPLSFRAKTDAPGC                             
          120       130                              
 
>>gi|585279|sp|Q08169.1|HUGA_APIME RecName: Full=Hyaluro  (382 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 73.6  bits: 20.1 E():   40 
Smith-Waterman score: 49; 33.3% identity (64.3% similar) in 42 aa overlap (1-39:244-284) 
 
                                               10         20        
AAD-12                               MAW--HADSTYMP-VMAQGAVFSAEVVPAV 
                                     :.:  ..... .: :. .  . :.: :  : 
gi|585 GYYAYPYCYNLTPNQPSAQCEATTMQENDKMSWLFESEDVLLPSVYLRWNLTSGERVGLV 
           220       230       240       250       260       270    
 
        30        40        50        60        70        80        
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY        
       :::.  : .: :                                                 
gi|585 GGRVKEA-LRIARQMTTSRKKVLPYYWYKYQDRRDTDLSRADLEATLRKITDLGADGFII 
           280        290       300       310       320       330   
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 73.5  bits: 16.8 E():   40 
Smith-Waterman score: 36; 46.2% identity (84.6% similar) in 13 aa overlap (68-80:5-17) 
 
        40        50        60        70        80                  
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                  
                                     :.:..: :. .::                  
gi|462                           AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKN 
                                         10        20        30     
 
gi|462 LNSA 
            
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.5  bits: 18.8 E():   41 
Smith-Waterman score: 44; 36.4% identity (63.6% similar) in 22 aa overlap (8-29:28-49) 
 
                                   10        20        30        40 
AAD-12                     MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                  : .: .:  :. :.: . . ::            
gi|115 GVFNYETETTSVIPAARLFKAFILDGDTLFPQVAPQAISSVENISGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                     
                                                                    
gi|115 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (10-29:31-50) 
 
                                    10        20        30          
AAD-12                      MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                    
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
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 initn:  44 init1:  44 opt:  44  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (10-29:31-50) 
 
                                    10        20        30          
AAD-12                      MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|584 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                    
                                                                    
gi|584 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (10-29:31-50) 
 
                                    10        20        30          
AAD-12                      MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|132 MGVFNYETESTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                    
                                                                    
gi|132 EGSPFKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (10-29:31-50) 
 
                                    10        20        30          
AAD-12                      MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                    
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.3  bits: 18.8 E():   41 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (10-29:31-50) 
 
                                    10        20        30          
AAD-12                      MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                    
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.0  bits: 19.6 E():   43 
Smith-Waterman score: 47; 36.0% identity (76.0% similar) in 25 aa overlap (36-60:106-130) 
 
          10        20        30        40        50        60      
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     ...: . :.:::.:  ... ::. :      
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
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          80        90       100       110       120       130      
 
          70        80                                              
AAD-12 KLGHVQQAGSAYIGY                                              
                                                                    
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 72.7  bits: 15.4 E():   45 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (56-70:1-15) 
 
          30        40        50        60        70        80 
AAD-12 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :: . : : ..::..           
gi|323                               ARTAWVDSGAQLGELSY         
                                             10                
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.6  bits: 20.1 E():   45 
Smith-Waterman score: 49; 36.7% identity (66.7% similar) in 30 aa overlap (48-77:43-72) 
 
        20        30        40        50        60        70        
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.. . .:: . : : ..::..  : : : 
gi|558 RVRSGGHDYEGLSYRSLQPENFAVVDLNQMRAVLVDGKARTAWVDSGAQLGELYYAISKY 
             20        30        40        50        60        70   
 
        80                                                          
AAD-12 IGY                                                          
                                                                    
gi|558 SRTLAFPAGVCPTIGVGGNLAGGGFGMLLRKYGIAAENVIDVKLVDANGKLHDKKSMGDD 
             80        90       100       110       120       130   
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 72.4  bits: 18.3 E():   46 
Smith-Waterman score: 42; 22.9% identity (52.1% similar) in 48 aa overlap (2-49:28-74) 
 
                                         10        20        30     
AAD-12                           MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                  : . . ...   :::.  :: .:  . .   :  
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLP-FQ 
               10        20        30        40        50           
 
           40        50        60        70        80               
AAD-12 DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY               
       ...   :..:    :                                              
gi|217 EIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRL 
      60        70        80        90       100       110          
 
>>gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Globin   (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.2  bits: 18.5 E():   48 
Smith-Waterman score: 43; 30.6% identity (55.6% similar) in 36 aa overlap (19-54:115-150) 
 
                           10        20        30        40         
AAD-12             MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                     : :  :  . ..: ::  .::. :  .:   
gi|121 IGDLPNIDGDVTTFVASHTPRGVTHDQLNNFRAGFVSYMKAHTDFAGAEAAWGATLDAFF 
           90       100       110       120       130       140     
 
       50        60        70        80 
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
       ..:  .                           
gi|121 GMVFAKM                          
          150                           
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 72.1  bits: 20.3 E():   48 
Smith-Waterman score: 50; 25.6% identity (58.1% similar) in 43 aa overlap (38-80:426-468) 
 
        10        20        30        40        50        60        
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AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     :  ....:   :.. :.  . .:    ..  
gi|258 AERGFFYRNGIYSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNH 
         400       410       420       430       440       450      
 
        70        80                                                
AAD-12 GHVQQAGSAYIGY                                                
       : .::::.  . :                                                
gi|258 GVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQISREQARQLKYNR 
         460       470       480       490       500       510      
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 43; 29.0% identity (67.7% similar) in 31 aa overlap (16-46:49-78) 
 
                              10        20        30        40      
AAD-12                MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|186 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVRLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
          50        60        70        80                          
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                          
       :                                                            
gi|186 AGLGYTYTTIGGDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEAT 
        80        90       100       110       120       130        
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.7  bits: 18.7 E():   51 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (53-68:46-61) 
 
             30        40        50        60        70        80   
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY   
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (10-29:31-50) 
 
                                    10        20        30          
AAD-12                      MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|132 MGVFNYETETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                    
                                                                    
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (10-29:31-50) 
 
                                    10        20        30          
AAD-12                      MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVISAARLFKSYVLDGDKLIPKVAPQAITSVENVGGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                    
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSK 
               70        80        90       100       110       120 
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>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (10-29:31-50) 
 
                                    10        20        30          
AAD-12                      MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|261 MGVFNYEAETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                    
                                                                    
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 71.6  bits: 19.8 E():   51 
Smith-Waterman score: 48; 42.1% identity (68.4% similar) in 19 aa overlap (1-19:331-348) 
 
                                             10        20        30 
AAD-12                               MAWHADSTYMPVMAQGAVFSAEVVPAVGGR 
                                     . :.  : :: :. .::.:            
gi|113 TILSQGNRFLASDIKKEVVGRYGESAMSESINWNWRS-YMDVFENGAIFVPSGVDPVLTP 
              310       320       330        340       350          
 
               40        50        60        70        80 
AAD-12 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                                          
gi|113 EQNAGMIPAEPGEAVLRLTSSAGVLSCQPGAPC                  
     360       370       380       390                    
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 71.1  bits: 20.5 E():   55 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (66-80:609-623) 
 
          40        50        60        70        80                
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                
                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.0  bits: 17.7 E():   56 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (63-80:26-43) 
 
             40        50        60        70        80             
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY             
                                     : .. :. :: :..  ::             
gi|897      EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQ 
                    10        20        30        40        50      
 
gi|897 QGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
          60        70        80        90       100  
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.8  bits: 18.2 E():   57 
Smith-Waterman score: 42; 27.6% identity (58.6% similar) in 29 aa overlap (9-37:11-39) 
 
                 10        20        30        40        50         
AAD-12   MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH 
                 ..:. : : ::.   . :.  :  . ..:                      
gi|126 MRSLLILVLCFLPLAALGKVFGRCELAAAMKRHGLDNYRGYSLGNWVCAAKFESNFNTQA 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 SLVYSQSKLGHVQQAGSAYIGY                                       
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gi|126 TNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNCAKKIVSDG 
               70        80        90       100       110       120 
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.8  bits: 20.0 E():   57 
Smith-Waterman score: 49; 37.9% identity (62.1% similar) in 29 aa overlap (51-79:74-102) 
 
               30        40        50        60        70        80 
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     : .:.: .   ::.. :    : ::.:.:  
gi|112 NRIESEGGYIETWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGL 
            50        60        70        80        90       100    
 
gi|112 IFPGCPSTYEEPAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTG 
           110       120       130       140       150       160    
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.7  bits: 18.5 E():   58 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (53-67:138-152) 
 
             30        40        50        60        70        80   
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY   
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
gi|391 ASIDTILTKV 
       170        
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 70.6  bits: 19.2 E():   58 
Smith-Waterman score: 46; 25.4% identity (55.9% similar) in 59 aa overlap (22-80:161-216) 
 
                        10        20        30        40        50  
AAD-12          MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
                                     .:.:: :    .  ..::...   :: :   
gi|249 MDDASVGSVSSEFHVIESAIEVITYIGEEVKVIPA-GEVEVINKVKAAFST--AATAADE 
              140       150       160        170       180          
 
              60        70        80                                
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGY                                
          . . ..  :. . .  . .:.:: ::                                
gi|249 APANDKFTVFVSSFNKAIKETTGGAYAGYKFIPTLEAAVKQAYAASSATAPEVKYAVFET 
       190       200       210       220       230       240        
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 70.4  bits: 19.7 E():   60 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (35-49:431-446) 
 
           10        20        30        40         50        60    
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYS 
                                     :..: :::.: ...::               
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA               
              410       420       430       440                     
 
            70        80 
AAD-12 QSKLGHVQQAGSAYIGY 
 
>>gi|2497750|sp|P55958.1|NLT21_PARJU RecName: Full=Proba  (133 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 41; 25.9% identity (55.6% similar) in 27 aa overlap (1-27:16-42) 
 
                              10        20        30        40      
AAD-12                MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                      .:: ...   :. : :    ..::  .                   
gi|249 MRTVSMAALVVIAAALAWTSSAEPAPAPAPGEEACGKVVQDIMPCLHFVKGEEKEPSKEC 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                          
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gi|249 CSGTKKLSEEVKTTEQKREACKCIVRATKGISGIKNELVAEVPKKCDIKTTLPPITADFD 
               70        80        90       100       110       120 
 
>>gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (5-29:27-50) 
 
                                     10        20        30         
AAD-12                       MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
       40        50        60        70        80                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                   
                                                                    
gi|212 GEASKYKYSRHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (5-29:27-50) 
 
                                     10        20        30         
AAD-12                       MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
       40        50        60        70        80                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                   
                                                                    
gi|212 GEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (10-29:30-49) 
 
                                   10        20        30        40 
AAD-12                     MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                     
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (10-29:30-49) 
 
                                   10        20        30        40 
AAD-12                     MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                     
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (10-29:30-49) 
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                                   10        20        30        40 
AAD-12                     MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: : . ::            
gi|402 GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFAE 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                     
                                                                    
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (10-29:31-50) 
 
                                    10        20        30          
AAD-12                      MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                    
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (10-29:31-50) 
 
                                    10        20        30          
AAD-12                      MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                    
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (10-29:31-50) 
 
                                    10        20        30          
AAD-12                      MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                    
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (10-29:31-50) 
 
                                    10        20        30          
AAD-12                      MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
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      40        50        60        70        80                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                    
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNK 
               70        80        90       100       110       120 
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (10-29:31-50) 
 
                                    10        20        30          
AAD-12                      MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                    
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (10-29:31-50) 
 
                                    10        20        30          
AAD-12                      MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                    
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (10-29:31-50) 
 
                                    10        20        30          
AAD-12                      MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                    
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (10-29:31-50) 
 
                                    10        20        30          
AAD-12                      MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                    
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (10-29:31-50) 
 
                                    10        20        30          
AAD-12                      MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                    
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSK 
               70        80        90       100       110       120 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 40.0% identity (60.0% similar) in 25 aa overlap (5-29:27-50) 
 
                                     10        20        30         
AAD-12                       MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:   : ::: . . ::          
gi|534 MGVFNYEDEATSVIAPARLFKSFVLDADNL-IPKVAPENVSSAENIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
       40        50        60        70        80                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                   
                                                                    
gi|534 PEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITS 
      60        70        80        90       100       110          
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (10-29:31-50) 
 
                                    10        20        30          
AAD-12                      MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                    
                                                                    
gi|400 EGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (10-29:31-50) 
 
                                    10        20        30          
AAD-12                      MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                    
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (10-29:31-50) 
 
                                    10        20        30          
AAD-12                      MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
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               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                    
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (10-29:31-50) 
 
                                    10        20        30          
AAD-12                      MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                    
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (10-29:31-50) 
 
                                    10        20        30          
AAD-12                      MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                    
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (10-29:31-50) 
 
                                    10        20        30          
AAD-12                      MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVMPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                    
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (10-29:31-50) 
 
                                    10        20        30          
AAD-12                      MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                    
                                                                    
gi|167 EGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
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>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (10-29:31-50) 
 
                                    10        20        30          
AAD-12                      MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                    
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (10-29:31-50) 
 
                                    10        20        30          
AAD-12                      MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                    
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 69.8  bits: 14.8 E():   64 
Smith-Waterman score: 29; 57.1% identity (71.4% similar) in 7 aa overlap (5-11:1-7) 
 
               10        20        30        40        50        60 
AAD-12 MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL 
           ::. : :                                                  
gi|751     ADAGYAPAAPGTQPKA                                         
                   10                                               
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 69.8  bits: 19.5 E():   64 
Smith-Waterman score: 47; 21.6% identity (51.0% similar) in 51 aa overlap (28-78:309-353) 
 
                  10        20        30        40        50        
AAD-12    MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR 
                                     :.: :  : :.  ..: .      : ..:  
gi|113 HGFFQVVNNNYDKWGSYAIGGSASPTILSQGNRFCAPDERSKKNVLGR------HGEAAA 
      280       290       300       310       320             330   
 
        60        70        80                                      
AAD-12 HSLVYSQSKLGHVQQAGSAYIGY                                      
       .:. ..      : . :. ..                                        
gi|113 ESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEPGESALSLTSSAGVLSCQP 
            340       350       360       370       380       390   
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.5  bits: 17.9 E():   67 
Smith-Waterman score: 41; 20.9% identity (47.8% similar) in 67 aa overlap (9-66:3-69) 
 
               10        20        30        40                 50  
AAD-12 MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---------DEATRALV 
               .. ..  . :..: :   . :     . : :.: :         :.. ..:. 
gi|856       MKFIITLFAAIVMAAAVSGFIVGDKKEDEWRMAFDRLMMEELETKIDQVEKGLL 
                     10        20        30        40        50     
 
              60        70        80                                
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGY                                
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       :     . :  ..::                                              
gi|856 HLSEQYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLNMFERYNYEFAL 
           60        70        80        90       100       110     
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.3  bits: 17.9 E():   69 
Smith-Waterman score: 41; 34.6% identity (61.5% similar) in 26 aa overlap (7-32:5-30) 
 
               10        20        30        40        50        60 
AAD-12 MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL 
             :.:  ...   ::   .: :::.. :                             
gi|217   MASKSNYNLLFTALLVFIFAAVAAVGNEDCTPWTSTLITPLPSCRNYVEEQACRIEMP 
                 10        20        30        40        50         
 
               70        80                                         
AAD-12 VYSQSKLGHVQQAGSAYIGY                                         
                                                                    
gi|217 GPPYLAKQECCEQLANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMNFVPILV 
       60        70        80        90       100       110         
 
>>gi|4006947|emb|CAA07320.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.3  bits: 17.6 E():   69 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (11-29:32-50) 
 
                                   10        20        30        40 
AAD-12                     MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               50        60        70        80                    
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                    
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|4006963|emb|CAA07328.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.3  bits: 17.6 E():   69 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (11-29:32-50) 
 
                                   10        20        30        40 
AAD-12                     MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               50        60        70        80                    
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                    
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 69.2  bits: 14.0 E():   70 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (48-52:2-6) 
 
        20        30        40        50        60        70        
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     : :::                          
gi|463                              DRNLVHSATR                      
                                            10                      
 
        80 
AAD-12 IGY 
 
>>gi|114326420|ref|NP_001041618.1| major allergen I poly  (88 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.9  bits: 17.1 E():   73 
Smith-Waterman score: 38; 31.8% identity (63.6% similar) in 22 aa overlap (6-27:3-24) 
 
               10        20        30        40        50        60 
AAD-12 MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL 
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            :..  :  . .:. . :. :::                                  
gi|114    MLDAALPPCPTVAATADCEICPAVKRDVDLFLTGTPDEYVEQVAQYKALPVVLENAR 
                  10        20        30        40        50        
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 68.7  bits: 14.5 E():   74 
Smith-Waterman score: 28; 40.0% identity (80.0% similar) in 10 aa overlap (16-25:4-13) 
 
               10        20        30        40        50        60 
AAD-12 MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL 
                      :.:  :...:                                    
gi|131             GPVGGVVHAHMMPLL                                  
                           10                                       
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.6  bits: 17.6 E():   75 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (51-72:6-27) 
 
               30        40        50        60        70        80 
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159                          IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
                                        10        20        30      
 
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFXQFYQPDAYPSGAWY 
          40        50        60        70        80        90      
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.4  bits: 19.4 E():   77 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (50-71:332-353) 
 
      20        30        40        50        60        70          
AAD-12 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     : :     ::..:. .  :.::         
gi|259 LTTLNSLNLPILKWLQLSVEKGVLYKNALVLPHWNLNSHSIIYGCKGKGQVQVVDNFGNR 
             310       320       330       340       350       360  
 
      80                                                            
AAD-12 Y                                                            
                                                                    
gi|259 VFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRAMTSPLAGRTSVLGGMPEEVL 
             370       380       390       400       410       420  
 
>>gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 41; 32.0% identity (64.0% similar) in 25 aa overlap (5-29:27-50) 
 
                                     10        20        30         
AAD-12                       MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGDGGPGTIKKITF 
               10        20        30         40        50          
 
       40        50        60        70        80                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                   
                                                                    
gi|212 GEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (10-29:30-49) 
 
                                   10        20        30        40 
AAD-12                     MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFPE 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                     
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gi|437 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISHKY 
               70        80        90       100       110       120 
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (10-29:31-50) 
 
                                    10        20        30          
AAD-12                      MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|125 MGVFNYETEATSVIPAARLFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                    
                                                                    
gi|125 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (10-29:31-50) 
 
                                    10        20        30          
AAD-12                      MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                    
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (10-29:31-50) 
 
                                    10        20        30          
AAD-12                      MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                    
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (10-29:31-50) 
 
                                    10        20        30          
AAD-12                      MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                    
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 43; 26.6% identity (59.4% similar) in 64 aa overlap (19-77:82-145) 
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                           10        20        30        40         
AAD-12             MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD--ALDEA 
                                     : .:.:  .:. . .  :..     : ..  
gi|170 MAKFPQFAGKDLETLKGTGQFATHAGRIVGFVSEIVALMGNSANMPAMETLIKDMAANHK 
              60        70        80        90       100       110  
 
         50          60         70        80             
AAD-12 TRALVHQRSA--RHSLV-YSQSKLGHVQQAGSAYIGY             
       .:.. . .    : ::: : :::..  .. :.:.                
gi|170 ARGIPKAQFNEFRASLVSYLQSKVSWNDSLGAAWTQGLDNVFNMMFSYL 
             120       130       140       150       160 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (10-29:31-50) 
 
                                    10        20        30          
AAD-12                      MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                    
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (10-29:31-50) 
 
                                    10        20        30          
AAD-12                      MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                    
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (10-29:31-50) 
 
                                    10        20        30          
AAD-12                      MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                    
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (10-29:31-50) 
 
                                    10        20        30          
AAD-12                      MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|154 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
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      40        50        60        70        80                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                    
                                                                    
gi|154 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.6 E():   78 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (41-69:101-129) 
 
               20        30        40        50        60        70 
AAD-12 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
               80 
AAD-12 QQAGSAYIGY 
                  
gi|273 RRRR       
                  
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.6 E():   78 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (41-69:101-129) 
 
               20        30        40        50        60        70 
AAD-12 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
               80 
AAD-12 QQAGSAYIGY 
                  
gi|273 RRRR       
                  
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.2  bits: 17.3 E():   79 
Smith-Waterman score: 39; 53.8% identity (69.2% similar) in 13 aa overlap (34-46:72-84) 
 
            10        20        30        40        50        60    
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
                                     ::.::  ::  .:                  
gi|131 ELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDE 
              50        60        70        80        90       100  
 
            70        80 
AAD-12 QSKLGHVQQAGSAYIGY 
                         
gi|131 FGALVDKWGAKG      
             110         
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.8  bits: 19.6 E():   83 
Smith-Waterman score: 48; 22.9% identity (57.1% similar) in 35 aa overlap (44-78:339-373) 
 
            20        30        40        50        60        70    
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     ::  .:  . :  : . ...:.. : . .: 
gi|131 LLQPVSTPGEFELFFGAGGENPESFFKSFSDEILEAAFNTRRDRLQRIFGQQRQGVIVKA 
      310       320       330       340       350       360         
 
            80                                                      
AAD-12 GSAYIGY                                                      
       .   .                                                        
gi|131 SEEQVRAMSRHEEGGIWPFGGESKGTINIYQQRPTHSNQYGQLHEVDASQYRQLRDLDLT 
      370       380       390       400       410       420         
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
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 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.6 E():   85 
Smith-Waterman score: 40; 35.3% identity (70.6% similar) in 17 aa overlap (15-31:30-46) 
 
                              10        20        30        40      
AAD-12                MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                    :::. ...  :  ::..               
gi|476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVQGATVAVDCRPFNGGESKLKAEATTDGLGWY 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                          
                                                                    
gi|476 KIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQGIRYANPIAFFR 
               70        80        90       100       110       120 
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.5  bits: 17.1 E():   86 
Smith-Waterman score: 38; 37.5% identity (62.5% similar) in 16 aa overlap (11-26:41-56) 
 
                                   10        20        30        40 
AAD-12                     MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..  :: :  ..: :               
gi|166 GSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAAYVMNLYYQHAG 
               20        30        40        50        60        70 
 
               50        60        70        80 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                                
gi|166 RNSWNCDFSQTATLTNTNPSYGACNFPSGSN          
               80        90       100           
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 67.3  bits: 20.1 E():   88 
Smith-Waterman score: 50; 28.9% identity (60.5% similar) in 38 aa overlap (35-72:827-864) 
 
           10        20        30        40        50        60     
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     ...:: :  :.:   :   :. ..: : .. 
gi|219 NEKVKVYKRQMQEQEGMSQQNLTRVRRFQRELEAAEDRADQAESNLSFIRAKHRSWVTTS 
        800       810       820       830       840       850       
 
           70        80    
AAD-12 SKLGHVQQAGSAYIGY    
       .  : ..:            
gi|219 QVPGGTRQVFVTEQESSNF 
        860       870      
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 67.3  bits: 20.1 E():   88 
Smith-Waterman score: 50; 28.9% identity (60.5% similar) in 38 aa overlap (35-72:827-864) 
 
           10        20        30        40        50        60     
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     ...:: :  :.:   :   :. ..: : .. 
gi|377 NEKVKVYKRQMQEQEGMSQQNLTRVRRFQRELEAAEDRADQAESNLSFIRAKHRSWVTTS 
        800       810       820       830       840       850       
 
           70        80    
AAD-12 SKLGHVQQAGSAYIGY    
       .  : ..:            
gi|377 QVPGGTRQVFTTQEETTNY 
        860       870      
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 67.2  bits: 19.4 E():   89 
Smith-Waterman score: 50; 24.2% identity (58.1% similar) in 62 aa overlap (3-62:361-421) 
 
                                           10          20        30 
AAD-12                             MAWHADSTYMPVM--AQGAVFSAEVVPAVGGR 
                                     ...: .:.::   . . .:   : :..:   
gi|558 IKSVPFIHLGKQATLSDLLNRNNTFKPFAEYKSDYVYQPVPKPVWAQIFVWLVKPGAGI- 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 3840



 

 

              340       350       360       370       380           
 
               40        50        60        70        80           
AAD-12 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY           
         .  . :: .:  ::.  . :....  .. :                             
gi|558 MVMDPYGAAISATPEAATPFPHRKDVLFNIQYVNYWFDEAGGAAPLQWSKDMYRFMEPYV 
     390       400       410       420       430       440          
 
gi|558 SKNPRQAYANYRDIDLGRNEVVNDISTYASGKVWGEKYFKGNFQRLAITKGKVDPQDYFR 
     450       460       470       480       490       500          
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.9  bits: 18.1 E():   92 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (46-79:71-104) 
 
          20        30        40        50        60        70      
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 
                                     :   :: .:.: .   ::..      : :  
gi|221 AQRPDNRIESEGGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGR 
               50        60        70        80        90       100 
 
          80                                                        
AAD-12 AYIGY                                                        
       .:.:                                                         
gi|221 GYFGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQKVHRFDEGDLIAV 
              110       120       130       140       150       160 
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.5 E():   93 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (8-23:29-44) 
 
                                    10        20        30          
AAD-12                      MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|892 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                    
                                                                    
gi|892 GSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.5 E():   93 
Smith-Waterman score: 40; 43.8% identity (62.5% similar) in 16 aa overlap (8-23:29-44) 
 
                                    10        20        30          
AAD-12                      MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.:.                 
gi|134 MGVQTHVLELTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPD 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                    
                                                                    
gi|134 GGPITTMTLRIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIF 
               70        80        90       100       110       120 
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.5 E():   93 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (8-23:29-44) 
 
                                    10        20        30          
AAD-12                      MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|215 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAATGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                    
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gi|215 GSPITTMTVRTDAVNKEALSYDSTVIDGDILLGFIESIETHMVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 66.7  bits: 18.3 E():   95 
Smith-Waterman score: 43; 47.6% identity (71.4% similar) in 21 aa overlap (12-32:8-24) 
 
               10        20        30        40        50        60 
AAD-12 MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSL 
                  .:. :::..: :   ::: .:                             
gi|286     MGSLANNIMVVGAVLAALV---VGG-SCGPPKVPPGPNITTNYNGKWLTARATWYG 
                   10           20         30        40        50   
 
               70        80                                         
AAD-12 VYSQSKLGHVQQAGSAYIGY                                         
                                                                    
gi|286 QPNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNP 
             60        70        80        90       100       110   
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (11-29:31-49) 
 
                                   10        20        30        40 
AAD-12                     MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|384 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENISGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                     
                                                                    
gi|384 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|4376222|emb|CAA04829.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (11-29:31-49) 
 
                                   10        20        30        40 
AAD-12                     MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|437 GVFNYEIGATSVIPAARLFKAFILVGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                     
                                                                    
gi|437 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
               70        80        90       100       110       120 
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (11-29:31-49) 
 
                                   10        20        30        40 
AAD-12                     MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|159 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                     
                                                                    
gi|159 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (11-29:31-49) 
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                                   10        20        30        40 
AAD-12                     MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|437 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                     
                                                                    
gi|437 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.5  bits: 17.0 E():   97 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (33-46:39-52) 
 
             10        20        30        40        50        60   
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|191 TLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
             70        80                           
AAD-12 SQSKLGHVQQAGSAYIGY                           
                                                    
gi|191 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.5  bits: 17.0 E():   97 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (33-46:39-52) 
 
             10        20        30        40        50        60   
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|730 TLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
             70        80                           
AAD-12 SQSKLGHVQQAGSAYIGY                           
                                                    
gi|730 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|4006953|emb|CAA07323.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (11-29:32-50) 
 
                                   10        20        30        40 
AAD-12                     MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               50        60        70        80                     
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                     
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (11-29:32-50) 
 
                                   10        20        30        40 
AAD-12                     MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYEIEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
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               50        60        70        80                     
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                     
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (11-29:32-50) 
 
                                   10        20        30        40 
AAD-12                     MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               50        60        70        80                     
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                     
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006957|emb|CAA07325.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (11-29:32-50) 
 
                                   10        20        30        40 
AAD-12                     MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKINFPE 
              10        20        30        40        50        60  
 
               50        60        70        80                     
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                     
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (11-29:32-50) 
 
                                   10        20        30        40 
AAD-12                     MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               50        60        70        80                     
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                     
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (11-29:32-50) 
 
                                   10        20        30        40 
AAD-12                     MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|114 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               50        60        70        80                     
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                     
                                                                    
gi|114 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1513216|gb|AAC02632.1| cherry-allergen PRUA1 [Prunu  (160 aa) 
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 initn:  39 init1:  39 opt:  40  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 40; 32.0% identity (64.0% similar) in 25 aa overlap (5-29:27-50) 
 
                                     10        20        30         
AAD-12                       MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  .:.. . ::          
gi|151 MGVFTYESEFTSEIPPPRLFKAFVLDADNL-VPKIAPQAIKHSEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
       40        50        60        70        80                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                   
                                                                    
gi|151 GEGSQYGYVKHKIDSIDKENYSYSYTLIEGDALGDTLEKISYETKLVASPSGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (11-29:32-50) 
 
                                   10        20        30        40 
AAD-12                     MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|256 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               50        60        70        80                     
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                     
                                                                    
gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (11-29:32-50) 
 
                                   10        20        30        40 
AAD-12                     MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               50        60        70        80                     
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                     
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (11-29:32-50) 
 
                                   10        20        30        40 
AAD-12                     MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               50        60        70        80                     
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                     
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (11-29:32-50) 
 
                                   10        20        30        40 
AAD-12                     MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSLIPAARLFRAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
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              10        20        30        40        50        60  
 
               50        60        70        80                     
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                     
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (11-29:32-50) 
 
                                   10        20        30        40 
AAD-12                     MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               50        60        70        80                     
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                     
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGPILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321728|emb|CAA96547.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (11-29:32-50) 
 
                                   10        20        30        40 
AAD-12                     MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               50        60        70        80                     
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                     
                                                                    
gi|132 GFPFKYVKDRVDEVAHKNFKYSYSVIEGGPIGDTLEKISNEIKIVATPDGRSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (11-29:32-50) 
 
                                   10        20        30        40 
AAD-12                     MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               50        60        70        80                     
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                     
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (11-29:32-50) 
 
                                   10        20        30        40 
AAD-12                     MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               50        60        70        80                     
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                     
                                                                    
gi|125 GFPFEYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
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>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (11-29:32-50) 
 
                                   10        20        30        40 
AAD-12                     MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               50        60        70        80                     
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                     
                                                                    
gi|459 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (11-29:32-50) 
 
                                   10        20        30        40 
AAD-12                     MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPG 
              10        20        30        40        50        60  
 
               50        60        70        80                     
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                     
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|82492265|gb|ABB78006.1| major allergen Pru p 1 [Pru  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 40; 32.0% identity (64.0% similar) in 25 aa overlap (5-29:27-50) 
 
                                     10        20        30         
AAD-12                       MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  .:.. . ::          
gi|824 MGVFTYESEFTSEIPPPRLFKAFVLDADNL-VPKIAPQAIKHSEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
       40        50        60        70        80                   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                   
                                                                    
gi|824 GEGSQYGYVKHKIDSIDKENHSYSYTLIEGDALGDNLEKISYETKLVASPSGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|167472849|gb|ABZ81046.1| pollen allergen Que a 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 40; 30.0% identity (70.0% similar) in 20 aa overlap (10-29:31-50) 
 
                                    10        20        30          
AAD-12                      MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :. :.:.. . ::           
gi|167 MGVFTYESEDASVIPPARLFKAFVLDSDNLIPKVVPQALKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                    
                                                                    
gi|167 EGSHLKHAKHRIDVIDPENFTYSFSVIEGDALFDKLENVSTETKIVASPDGGSIVKSTSK 
               70        80        90       100       110       120 
 
>>gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (11-29:32-50) 
 
                                   10        20        30        40 
AAD-12                     MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
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                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               50        60        70        80                     
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                     
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDILEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (11-29:32-50) 
 
                                   10        20        30        40 
AAD-12                     MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|241 GVFNYETETTSVIPAARLFKAFFLDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               50        60        70        80                     
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                     
                                                                    
gi|241 GFPFRYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (10-29:31-50) 
 
                                    10        20        30          
AAD-12                      MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|730 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                    
                                                                    
gi|730 EGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (11-29:32-50) 
 
                                   10        20        30        40 
AAD-12                     MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               50        60        70        80                     
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                     
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVTTPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (11-29:32-50) 
 
                                   10        20        30        40 
AAD-12                     MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               50        60        70        80                     
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                     
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gi|132 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (11-29:32-50) 
 
                                   10        20        30        40 
AAD-12                     MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKASILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               50        60        70        80                     
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                     
                                                                    
gi|132 GSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKF 
              70        80        90       100       110       120  
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (11-29:32-50) 
 
                                   10        20        30        40 
AAD-12                     MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               50        60        70        80                     
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                     
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (11-29:32-50) 
 
                                   10        20        30        40 
AAD-12                     MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               50        60        70        80                     
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                     
                                                                    
gi|132 GIPFKYVKDRVDEVDHANFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (11-29:32-50) 
 
                                   10        20        30        40 
AAD-12                     MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               50        60        70        80                     
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                     
                                                                    
gi|116 GIPFKYVKGRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (11-29:32-50) 
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                                   10        20        30        40 
AAD-12                     MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               50        60        70        80                     
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                     
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (11-29:32-50) 
 
                                   10        20        30        40 
AAD-12                     MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               50        60        70        80                     
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                     
                                                                    
gi|125 GFPFKYVKDGVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 66.5  bits: 18.6 E():   97 
Smith-Waterman score: 44; 26.7% identity (70.0% similar) in 30 aa overlap (49-78:232-259) 
 
       20        30        40        50        60        70         
AAD-12 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                     : .:  :. ::....:..  . ::. . .. 
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIH--SVVHSIIMQQQQQQQQQQGIDIFL 
             210       220       230         240       250          
 
       80                                                           
AAD-12 GY                                                           
                                                                    
gi|170 PLSQHEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSIMRAPFAS 
     260       270       280       290       300       310          
 
>>gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.5 E():   98 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (10-29:31-50) 
 
                                    10        20        30          
AAD-12                      MAWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY                    
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGFVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:48 2011 done: Fri Jan 21 00:02:48 2011 
 Total Scan time:  0.070 Total Display time:  0.070 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
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FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 107  - 186 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     3     2:* 
  32     6     8:==* 
  34     6    22:==     * 
  36    26    44:=========     * 
  38    31    73:===========             * 
  40    75   102:=========================        * 
  42    88   125:==============================           * 
  44   113   138:======================================       * 
  46   124   140:==========================================    * 
  48   145   134:============================================*==== 
  50   160   122:========================================*============= 
  52   126   108:===================================*====== 
  54   116    92:==============================*======== 
  56    58    77:====================     * 
  58    57    63:=================== * 
  60    59    51:================*=== 
  62    34    41:============ * 
  64    39    33:==========*== 
  66    55    26:========*========== 
  68    28    20:======*=== 
  70    33    16:=====*===== 
  72    19    12:===*=== 
  74    18    10:===*== 
  76    15     8:==*== 
  78    20     6:=*===== 
  80     2     5:=* 
  82     9     3:*== 
  84     4     3:*= 
  86     5     2:*= 
  88     4     2:*=         inset = represents 1 library sequences 
  90     5     1:*= 
  92     2     1:*         :*= 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.80290.00323; mu= 0.5904 0.170 
 mean_var=36.1095 9.487, 0's: 2 Z-trim: 2  B-trim: 186 in 1/43 
 Lambda= 0.213434 
 Kolmogorov-Smirnov  statistic: 0.1219 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
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The best scores are:                                      opt bits E(1491) 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   64 25.0    0.48 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   62 24.4     0.8 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   57 22.9     1.9 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   57 22.8     2.3 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   56 22.5     3.3 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   56 22.5     3.3 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   56 22.4     4.3 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   56 22.4     4.4 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   58 22.9     4.7 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   53 21.6       5 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   53 21.6       5 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   52 21.3     5.3 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   53 21.6     5.5 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   53 21.5     6.2 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   53 21.5     6.2 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.3     7.2 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 21.2     7.7 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   52 21.2     7.7 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   52 21.2     7.7 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   49 20.5     8.9 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   51 20.9     9.6 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 18.2      11 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 18.2      11 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.4      11 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.4      12 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.4      12 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.4      12 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   56 22.1      13 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   56 22.1      13 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   53 21.3      14 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   56 22.1      14 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   49 20.3      14 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   54 21.6      14 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   52 21.0      17 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   53 21.2      19 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   51 20.7      19 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 19.5      20 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 19.7      21 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   45 19.2      21 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 19.7      22 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 19.7      22 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   47 19.7      22 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   47 19.7      22 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   47 19.7      22 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   47 19.7      22 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   47 19.7      22 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   47 19.7      22 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   47 19.7      22 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   47 19.7      22 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   47 19.7      22 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   47 19.7      22 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   47 19.7      22 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 19.7      22 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 19.7      22 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 21.9      24 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.4      25 
gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   48 19.9      25 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 21.9      25 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 20.4      26 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   46 19.4      26 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   44 18.9      27 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   46 19.4      27 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 19.4      28 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   46 19.4      28 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 19.4      28 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 19.4      28 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   46 19.4      28 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 19.4      28 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   54 21.4      29 
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gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   52 20.9      30 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 16.6      30 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 18.1      32 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.6      32 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   45 19.1      34 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   45 19.1      34 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   45 19.1      34 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   45 19.1      34 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   45 19.1      34 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   45 19.1      34 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   45 19.1      34 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   45 19.1      34 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   53 21.1      35 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   47 19.6      35 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 20.3      36 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   43 18.6      36 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   36 16.8      39 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 20.3      39 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   49 20.0      40 
gi|14422363|emb|CAC41635.1| plantain pollen major  ( 131)   43 18.5      41 
gi|14422361|emb|CAC41634.1| plantain pollen major  ( 131)   43 18.5      41 
gi|14422359|emb|CAC41633.1| plantain pollen major  ( 131)   43 18.5      41 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   44 18.8      42 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 15.5      42 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   44 18.8      42 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   44 18.8      42 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   44 18.8      42 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   44 18.8      42 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   44 18.8      42 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   47 19.5      45 
gi|21748153|emb|CAD38167.1| putative nuclear trans ( 124)   42 18.2      47 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   49 20.0      48 
gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Glo ( 151)   43 18.5      48 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   43 18.5      49 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   50 20.2      51 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   43 18.5      52 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   43 18.5      52 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   43 18.5      52 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.7      52 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 17.7      55 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   46 19.2      56 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   42 18.2      58 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.4      59 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 20.4      59 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 14.9      59 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   46 19.2      60 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   49 19.9      61 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 14.2      63 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 19.7      63 
gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allerge ( 159)   42 18.2      63 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   42 18.2      63 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   42 18.2      63 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.2      63 
gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allerge ( 159)   42 18.2      63 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.2      64 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   42 18.2      64 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 18.2      64 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 18.2      64 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.2      64 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   42 18.2      64 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.2      64 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.2      64 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   42 18.2      64 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   42 18.2      64 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   42 18.2      64 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.2      64 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.2      64 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.2      64 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   42 18.2      64 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.2      64 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   42 18.2      64 
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gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   42 18.2      64 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 18.2      64 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   47 19.4      67 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   41 17.9      67 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   28 14.7      67 
gi|4006963|emb|CAA07328.1| pollen allergen Betv1,  ( 120)   40 17.6      68 
gi|4006947|emb|CAA07320.1| pollen allergen Betv1,  ( 120)   40 17.6      68 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   41 17.9      69 
gi|114326420|ref|NP_001041618.1| major allergen I  (  88)   38 17.1      71 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 17.6      75 
gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allerge ( 159)   41 17.9      78 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   41 17.9      78 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   40 17.6      78 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   40 17.6      78 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.4      78 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   41 17.9      79 
gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   41 17.9      79 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   41 17.9      79 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   41 17.9      79 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   41 17.9      79 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   41 17.9      79 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   41 17.9      79 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   41 17.9      79 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   41 17.9      79 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   47 19.3      80 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   38 17.1      84 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   40 17.6      84 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   48 19.6      88 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   40 17.6      92 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   40 17.6      92 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   40 17.6      92 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   42 18.1      93 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.3      94 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   50 20.0      94 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   50 20.0      94 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   38 17.1      95 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   38 17.1      95 
gi|4376222|emb|CAA04829.1| pollen allergen, Betv1  ( 159)   40 17.5      96 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   40 17.5      96 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   40 17.5      96 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   40 17.5      96 
gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=M ( 160)   40 17.5      97 
gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 ( 160)   40 17.5      97 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   40 17.5      97 
gi|4006953|emb|CAA07323.1| pollen allergen Betv1,  ( 160)   40 17.5      97 
gi|4006957|emb|CAA07325.1| pollen allergen Betv1,  ( 160)   40 17.5      97 
gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=M ( 160)   40 17.5      97 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   40 17.5      97 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   40 17.5      97 
gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Be ( 160)   40 17.5      97 
gi|1321728|emb|CAA96547.1| major allergen Bet v 1  ( 160)   40 17.5      97 
gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen be ( 160)   40 17.5      97 
gi|1513216|gb|AAC02632.1| cherry-allergen PRUA1 [P ( 160)   40 17.5      97 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   40 17.5      97 
gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 ( 160)   40 17.5      97 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   40 17.5      97 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   40 17.5      97 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   40 17.5      97 
gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula pl ( 160)   40 17.5      97 
gi|167472849|gb|ABZ81046.1| pollen allergen Que a  ( 160)   40 17.5      97 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   40 17.5      97 
gi|82492265|gb|ABB78006.1| major allergen Pru p 1  ( 160)   40 17.5      97 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   40 17.5      97 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   40 17.5      97 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   40 17.5      97 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   40 17.5      97 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   40 17.5      97 
gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 ( 160)   40 17.5      97 
gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula pl ( 160)   40 17.5      97 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   40 17.5      97 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   40 17.5      97 
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gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   43 18.3      97 
gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 ( 161)   40 17.5      97 
gi|3121755|sp|P81216.1|ALL21_HORSE RecName: Full=D (  29)   30 15.1      98 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   44 18.5   1e 
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  64  Z-score: 108.2  bits: 25.0 E(): 0.48 
Smith-Waterman score: 64; 29.5% identity (63.9% similar) in 61 aa overlap (16-74:9-65) 
 
               10        20        30        40          50         
AAD-12 AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHS 
                      : :.: :. : : .    :.:  .: :  ..:..:.   ....:. 
gi|111        MKFAIVLIACFAASVL-AQGHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQ 
                      10         20        30        40             
 
       60        70        80                                       
AAD-12 LVYSQSKLGHVQQAGSAYIGYG                                       
       :.: : .: ....  :                                             
gi|111 LLYLQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEE 
      50        60        70        80        90       100          
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 104.2  bits: 24.4 E():  0.8 
Smith-Waterman score: 62; 26.5% identity (59.2% similar) in 49 aa overlap (6-54:5-52) 
 
               10        20        30        40        50        60 
AAD-12 AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV 
            :.  :..  ... :. .. :. :. :.: :    . : :. :  : :..       
gi|189  MASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPL-EGCREYVAQQTCGVTIA 
                10        20        30        40         50         
 
               70        80                                         
AAD-12 YSQSKLGHVQQAGSAYIGYG                                         
                                                                    
gi|189 GSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDF 
       60        70        80        90       100       110         
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 97.6  bits: 22.9 E():  1.9 
Smith-Waterman score: 57; 26.7% identity (60.0% similar) in 45 aa overlap (32-76:26-70) 
 
              10        20        30        40        50        60  
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::      :.  . . :  ..:.   :.. 
gi|527      MVHHITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAF 
                    10        20        30        40        50      
 
              70        80                                          
AAD-12 SQSKLGHVQQAGSAYIGYG                                          
       .. .. :::.:.. :                                              
gi|527 AKVNVDHVQDAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQ 
          60        70        80        90       100       110      
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  50 init1:  50 opt:  57  Z-score: 95.8  bits: 22.8 E():  2.3 
Smith-Waterman score: 57; 24.5% identity (59.2% similar) in 49 aa overlap (6-54:5-52) 
 
               10        20        30        40        50        60 
AAD-12 AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV 
            :.  :..  ... :. .. .. :. :.: :    . : :. :  : :..       
gi|439  MASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPL-EGCREYVAQQTCGVTIA 
                10        20        30        40         50         
 
               70        80                                         
AAD-12 YSQSKLGHVQQAGSAYIGYG                                         
                                                                    
gi|439 GSPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRD 
       60        70        80        90       100       110         
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 93.2  bits: 22.5 E():  3.3 
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Smith-Waterman score: 56; 48.0% identity (68.0% similar) in 25 aa overlap (4-28:27-50) 
 
                                      10        20        30        
AAD-12                        AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 :: : .: .:  .: :::.: . ::          
gi|444 MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
        40        50        60        70        80                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                  
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 93.2  bits: 22.5 E():  3.3 
Smith-Waterman score: 56; 40.0% identity (68.0% similar) in 25 aa overlap (4-28:27-50) 
 
                                      10        20        30        
AAD-12                        AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. :::.. . ::          
gi|165 MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
        40        50        60        70        80                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                  
                                                                    
gi|165 GEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSILKNTS 
      60        70        80        90       100       110          
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 91.0  bits: 22.4 E():  4.3 
Smith-Waterman score: 56; 28.3% identity (62.3% similar) in 53 aa overlap (33-80:93-144) 
 
             10        20        30             40        50        
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|144 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
             70        80        90       100        110       120  
 
        60        70        80                                      
AAD-12 SLVYSQSKLGHVQQAGSAYIGYG                                      
       .. :  .:. .: .:...:.. :                                      
gi|144 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
             130       140       150       160       170       180  
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 90.9  bits: 22.4 E():  4.4 
Smith-Waterman score: 56; 28.3% identity (62.3% similar) in 53 aa overlap (33-80:97-148) 
 
             10        20        30             40        50        
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|622 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
         70        80        90       100       110        120      
 
        60        70        80                                      
AAD-12 SLVYSQSKLGHVQQAGSAYIGYG                                      
       .. :  .:. .: .:...:.. :                                      
gi|622 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
         130       140       150       160       170       180      
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  49 init1:  49 opt:  58  Z-score: 90.4  bits: 22.9 E():  4.7 
Smith-Waterman score: 58; 26.0% identity (56.0% similar) in 50 aa overlap (1-50:23-71) 
 
                                     10        20        30         
AAD-12                       AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                             .. ::. : :. :   .  : ..::.::    .: .   
gi|663 MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGKATTDEQKL 
               10        20        30        40         50          
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       40        50        60        70        80                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                   
        . .. . .: :                                                 
gi|663 LEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILKLDTDYDVA 
      60        70        80        90       100       110          
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 89.9  bits: 21.6 E():    5 
Smith-Waterman score: 53; 27.9% identity (62.3% similar) in 61 aa overlap (16-74:9-65) 
 
               10        20        30        40          50         
AAD-12 AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHS 
                      : :.: :. :   .    :.:  .: :  ..:..:.   ....:. 
gi|111        MKFAIVLIACFAASVL-AQEHKPEKDDFRNEFDHLLIEQANHAI---EKGEHQ 
                      10         20        30        40             
 
       60        70        80                                       
AAD-12 LVYSQSKLGHVQQAGSAYIGYG                                       
       :.: : .: ....  :                                             
gi|111 LLYLQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEE 
      50        60        70        80        90       100          
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 89.9  bits: 21.6 E():    5 
Smith-Waterman score: 53; 27.9% identity (62.3% similar) in 61 aa overlap (16-74:9-65) 
 
               10        20        30        40          50         
AAD-12 AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHS 
                      : :.: :. :   .    :.:  .: :  ..:..:.   ....:. 
gi|420        MKFAIVLIACFAASVL-AQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQ 
                      10         20        30        40             
 
       60        70        80                                       
AAD-12 LVYSQSKLGHVQQAGSAYIGYG                                       
       :.: : .: ....  :                                             
gi|420 LLYLQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEE 
      50        60        70        80        90       100          
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 89.4  bits: 21.3 E():  5.3 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (34-74:11-50) 
 
            10        20        30        40          50        60  
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVY 
                                     :.:  .: :  ..:..:.   ....:.:.: 
gi|160                     GSQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLY 
                                   10        20           30        
 
              70        80                                          
AAD-12 SQSKLGHVQQAGSAYIGYG                                          
        : .: ....  :                                                
gi|160 LQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQT 
        40        50        60        70        80        90        
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 89.2  bits: 21.6 E():  5.5 
Smith-Waterman score: 53; 24.5% identity (55.1% similar) in 49 aa overlap (6-54:5-52) 
 
               10        20        30        40        50        60 
AAD-12 AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV 
            :.  :..   .. :. .. .. :  :.: :    . : :. :  : :..       
gi|217  MASKSSISPLLLATVLVSVFAAATATGPYCYAGMGLPINPL-EGCREYVAQQTCGISIS 
                10        20        30        40         50         
 
               70        80                                         
AAD-12 YSQSKLGHVQQAGSAYIGYG                                         
                                                                    
gi|217 GSAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRD 
       60        70        80        90       100       110         
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>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  53  Z-score: 88.2  bits: 21.5 E():  6.2 
Smith-Waterman score: 53; 22.4% identity (55.2% similar) in 58 aa overlap (9-60:31-87) 
 
                                     10        20             30    
AAD-12                       AWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICF- 
               10        20        30        40        50           
 
            40        50         60        70        80             
AAD-12 DMRAAYDALDEATRALVHQR-SARHSLVYSQSKLGHVQQAGSAYIGYG             
       :  . .. . . .. . .   : :.:..                                 
gi|132 DEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSIS 
      60        70        80        90       100       110          
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  53  Z-score: 88.2  bits: 21.5 E():  6.2 
Smith-Waterman score: 53; 44.0% identity (68.0% similar) in 25 aa overlap (4-28:27-50) 
 
                                      10        20        30        
AAD-12                        AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 :: : .: .:  .: .::.: . ::          
gi|444 MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
        40        50        60        70        80                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                  
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.0  bits: 21.3 E():  7.2 
Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (39-62:29-52) 
 
       10        20        30        40        50        60         
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 
                                     : : :::  : .  ..: .: .::       
gi|144   KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLS 
                 10        20        30        40        50         
 
       70        80                                                 
AAD-12 VQQAGSAYIGYG                                                 
                                                                    
gi|144 DSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAG 
       60        70        80        90       100       110         
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 86.6  bits: 21.2 E():  7.7 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (4-28:27-50) 
 
                                      10        20        30        
AAD-12                        AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|602 MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
        40        50        60        70        80                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                  
                                                                    
gi|602 GEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 86.6  bits: 21.2 E():  7.7 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (4-28:27-50) 
 
                                      10        20        30        
AAD-12                        AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 3858



 

 

gi|131 MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
        40        50        60        70        80                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                  
                                                                    
gi|131 GEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 86.6  bits: 21.2 E():  7.7 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (4-28:27-50) 
 
                                      10        20        30        
AAD-12                        AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|279 MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
        40        50        60        70        80                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                  
                                                                    
gi|279 GEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 85.4  bits: 20.5 E():  8.9 
Smith-Waterman score: 49; 22.4% identity (56.9% similar) in 58 aa overlap (14-71:4-59) 
 
               10        20        30        40        50        60 
AAD-12 AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV 
                    .:.. .:.:. :. :     : .: . :   :...    ..:    . 
gi|777           MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFA--I 
                         10        20        30        40           
 
               70        80                                        
AAD-12 YSQSKLGHVQQAGSAYIGYG                                        
        .:.: : ...                                                 
gi|777 IDQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH 
       50        60        70        80        90       100        
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 84.9  bits: 20.9 E():  9.6 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (4-28:27-50) 
 
                                      10        20        30        
AAD-12                        AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 :: : .: .:  .: .::.: . ::          
gi|444 MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
        40        50        60        70        80                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                  
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 84.1  bits: 18.2 E():   11 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (2-8:19-25) 
 
                                10        20        30        40    
AAD-12                  AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                         :.::..:                                    
gi|320 YTTEGGKKVEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 84.1  bits: 18.2 E():   11 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (2-8:19-25) 
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                                10        20        30        40    
AAD-12                  AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                         :.::..:                                    
gi|320 YTTEGGTKAEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.7  bits: 22.4 E():   11 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (35-74:372-411) 
 
           10        20        30        40        50        60     
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|224 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             350       360       370       380       390       400  
 
           70        80                                             
AAD-12 KLGHVQQAGSAYIGYG                                             
         .::: . :                                                   
gi|224 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             410       420       430       440       450       460  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.3  bits: 22.4 E():   12 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (35-74:392-431) 
 
           10        20        30        40        50        60     
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|199 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
           70        80                                             
AAD-12 KLGHVQQAGSAYIGYG                                             
         .::: . :                                                   
gi|199 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             430       440       450       460       470       480  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.3  bits: 22.4 E():   12 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (35-74:392-431) 
 
           10        20        30        40        50        60     
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|571 GNRSPHIYDPQRWFTQNCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
           70        80                                             
AAD-12 KLGHVQQAGSAYIGYG                                             
         .::: . :                                                   
gi|571 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFA 
             430       440       450       460       470       480  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.2  bits: 22.4 E():   12 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (35-74:400-439) 
 
           10        20        30        40        50        60     
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|213 RSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
     370       380       390       400       410       420          
 
           70        80                                             
AAD-12 KLGHVQQAGSAYIGYG                                             
         .::: . :                                                   
gi|213 GRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLA 
     430       440       450       460       470       480          
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 3860



 

 

 initn:  43 init1:  43 opt:  56  Z-score: 82.3  bits: 22.1 E():   13 
Smith-Waterman score: 56; 22.9% identity (54.3% similar) in 70 aa overlap (5-73:140-207) 
 
                                         10        20        30     
AAD-12                           AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     :   .:. .   ... : .:.:.  . . : 
gi|186 TFEEPQQPQQRGQSSRPQDRHQKIYNFREGDLIAVPTGVAWWMYNNEDTPVVA--VSIID 
     110       120       130       140       150       160          
 
           40         50        60        70        80              
AAD-12 MRAAYDALDEATRAL-VHQRSARHSLVYSQSKLGHVQQAGSAYIGYG              
         .  . ::.  : . .   . .. : :.: . :: .: :                     
gi|186 TNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEENEGGSILSGFTLE 
       170       180       190       200       210       220        
 
gi|186 FLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQRPQEEEEEEEDEK 
       230       240       250       260       270       280        
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 82.3  bits: 22.1 E():   13 
Smith-Waterman score: 56; 22.9% identity (54.3% similar) in 70 aa overlap (5-73:140-207) 
 
                                         10        20        30     
AAD-12                           AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     :   .:. .   ... : .:.:.  . . : 
gi|186 TFEEPQQPQQRGQSSRPQDRHQKIYNSREGDLIAVPTGVAWWMYNNEDTPVVA--VSIID 
     110       120       130       140       150       160          
 
           40         50        60        70        80              
AAD-12 MRAAYDALDEATRAL-VHQRSARHSLVYSQSKLGHVQQAGSAYIGYG              
         .  . ::.  : . .   . .. : :.: . :: .: :                     
gi|186 TNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEENEGGSILSGFTLE 
       170       180       190       200       210       220        
 
gi|186 FLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQRPQEEEEEEEDEK 
       230       240       250       260       270       280        
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.1  bits: 21.3 E():   14 
Smith-Waterman score: 53; 25.0% identity (55.0% similar) in 40 aa overlap (1-40:23-62) 
 
                                     10        20        30         
AAD-12                       AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                             .. ::. : :. :   .  : .  :.::..   ...   
gi|441 MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLL 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                   
        :                                                           
gi|441 EDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAY 
               70        80        90       100       110       120 
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 82.1  bits: 22.1 E():   14 
Smith-Waterman score: 56; 28.9% identity (52.6% similar) in 38 aa overlap (37-74:371-408) 
 
         10        20        30        40        50        60       
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :  : . .  ..:  .  ::..:      
gi|370 RSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGR 
              350       360       370       380       390       400 
 
         70        80                                               
AAD-12 GHVQQAGSAYIGYG                                               
       .::: . :                                                     
gi|370 AHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGE 
              410       420       430       440       450       460 
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 82.0  bits: 20.3 E():   14 
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Smith-Waterman score: 49; 35.7% identity (52.4% similar) in 42 aa overlap (16-46:37-78) 
 
                              10        20              30          
AAD-12                AWHADSTYMPVMAQGAVFSAEVVPAVGGR------TCFADMRAAY 
                                     :. : :.: . ::       :   : ...: 
gi|145 EEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSY 
         10        20        30        40        50        60       
 
           40        50        60        70        80               
AAD-12 -----DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG               
            ::.::::                                                 
gi|145 VLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAP 
         70        80        90       100       110       120       
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  37 init1:  37 opt:  54  Z-score: 81.9  bits: 21.6 E():   14 
Smith-Waterman score: 54; 19.7% identity (55.3% similar) in 76 aa overlap (1-73:37-111) 
 
                                             10        20        30 
AAD-12                               AWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|682 EAVLLGILLYIPIVLSDDRAPIPANSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQAK 
         10        20        30         40        50        60      
 
                  40        50        60        70        80        
AAD-12 CF---ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG        
        .   .:  . . ...:: ...  . . :  : .: .. ..  . :               
gi|682 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSFSPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
gi|682 NMPILVFGGTAAEYGTVDSATLIVESNYFSAVNLKIVNSAPRPDGKRVGAQAAALRISGD 
         130       140       150       160       170       180      
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.3  bits: 21.0 E():   17 
Smith-Waterman score: 52; 20.8% identity (58.3% similar) in 48 aa overlap (6-53:72-119) 
 
                                        10        20        30      
AAD-12                          AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:...:   :: .  :..  .. :... 
gi|170 QSFSQQPPFSQQQQQPLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQ 
              50        60        70        80        90       100  
 
          40        50        60        70        80                
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                
       .      ..  . ::.:.                                           
gi|170 QQLVLPPQQQQQQLVQQQIPIVQPSVLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSS 
             110       120       130       140       150       160  
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  40 init1:  40 opt:  53  Z-score: 79.5  bits: 21.2 E():   19 
Smith-Waterman score: 53; 22.2% identity (51.9% similar) in 54 aa overlap (27-80:309-356) 
 
                   10        20        30        40        50       
AAD-12     AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR 
                                     :.: :  : :.  ..: .      : ..:  
gi|113 HGFFQVVNNNYDKWGSYAIGGSASPTILSQGNRFCAPDERSKKNVLGR------HGEAAA 
      280       290       300       310       320             330   
 
         60        70        80                                     
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYG                                     
       .:. ..      : . :. ... :                                     
gi|113 ESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEPGESALSLTSSAGVLSCQP 
            340       350       360       370       380       390   
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.3  bits: 20.7 E():   19 
Smith-Waterman score: 51; 22.6% identity (64.5% similar) in 31 aa overlap (6-36:66-96) 
 
                                        10        20        30      
AAD-12                          AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
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                                     :  .:.. ::  :  .. :..  .. :... 
gi|219 QPLPPQQTFPQQPPFSQQQQQQPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQ 
          40        50        60        70        80        90      
 
          40        50        60        70        80                
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                
       .                                                            
gi|219 QQLILPPQQQQQLPQQQISIVQPSVLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSC 
         100       110       120       130       140       150      
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 79.1  bits: 19.5 E():   20 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (10-25:66-81) 
 
                                    10        20        30          
AAD-12                      AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
      40        50        60        70        80 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                                 
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS              
         100       110       120                 
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.7  bits: 19.7 E():   21 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (35-51:14-30) 
 
           10        20        30        40        50        60     
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     .: :.: .:.  .. .:              
gi|219                  MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQ 
                                10        20        30        40    
 
           70        80                                             
AAD-12 KLGHVQQAGSAYIGYG                                             
                                                                    
gi|219 TFEENDLQQLIIEIDADGSGELEFDEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNG 
            50        60        70        80        90       100    
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 78.6  bits: 19.2 E():   21 
Smith-Waterman score: 45; 25.5% identity (58.8% similar) in 51 aa overlap (5-52:13-61) 
 
                       10        20           30        40          
AAD-12         AWHADSTYMPVMAQGAVFSAEVV-PAVG--GRTCFADMRAAYDALDEATRAL 
                   :..   : : :. :. ..    ::  :..  :: . ... ::.   .. 
gi|207 MSITDIVSEKDIDAALESVKAAGS-FNYKIFFQKVGLAGKSA-ADAKKVFEILDRDKSGF 
               10        20         30        40         50         
 
      50        60        70        80                     
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                     
       ..:                                                 
gi|207 IEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
       60        70        80        90       100          
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.4  bits: 19.7 E():   22 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (23-39:141-157) 
 
                       10        20        30        40        50   
AAD-12         AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
             60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYG 
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>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.4  bits: 19.7 E():   22 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (23-39:141-157) 
 
                       10        20        30        40        50   
AAD-12         AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
             60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYG 
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.3  bits: 19.7 E():   22 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (4-28:27-50) 
 
                                      10        20        30        
AAD-12                        AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
        40        50        60        70        80                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                  
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.3  bits: 19.7 E():   22 
Smith-Waterman score: 47; 40.0% identity (68.0% similar) in 25 aa overlap (4-28:27-50) 
 
                                      10        20        30        
AAD-12                        AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :.:.. . ::          
gi|602 MGVFTYEFEFTSVIPPARLYNAFVLDADNL-IPKIAPQAVKSTEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
        40        50        60        70        80                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                  
                                                                    
gi|602 GEGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISH 
      60        70        80        90       100       110          
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 78.3  bits: 19.7 E():   22 
Smith-Waterman score: 47; 23.7% identity (54.2% similar) in 59 aa overlap (4-51:27-84) 
 
                                      10        20             30   
AAD-12                        AWHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCF 
                                 ::.  .: .:  :.  ::.. . ::     .  : 
gi|304 MGLYTFENEFTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
                   40        50        60        70        80       
AAD-12 AD------MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG       
       ..      ..   :..:::. . ..                                    
gi|304 GEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.3  bits: 19.7 E():   22 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (4-28:27-50) 
 
                                      10        20        30        
AAD-12                        AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|753 MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 3864



 

 

        40        50        60        70        80                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                  
                                                                    
gi|753 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.3  bits: 19.7 E():   22 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (4-28:27-50) 
 
                                      10        20        30        
AAD-12                        AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEYTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
        40        50        60        70        80                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                  
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.3  bits: 19.7 E():   22 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (4-28:27-50) 
 
                                      10        20        30        
AAD-12                        AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|165 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
        40        50        60        70        80                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                  
                                                                    
gi|165 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.3  bits: 19.7 E():   22 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (4-28:27-50) 
 
                                      10        20        30        
AAD-12                        AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|886 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
        40        50        60        70        80                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                  
                                                                    
gi|886 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.3  bits: 19.7 E():   22 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (4-28:27-50) 
 
                                      10        20        30        
AAD-12                        AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
        40        50        60        70        80                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                  
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
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 initn:  46 init1:  46 opt:  47  Z-score: 78.3  bits: 19.7 E():   22 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (4-28:27-50) 
 
                                      10        20        30        
AAD-12                        AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|134 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
        40        50        60        70        80                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                  
                                                                    
gi|134 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.3  bits: 19.7 E():   22 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (4-28:27-50) 
 
                                      10        20        30        
AAD-12                        AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
        40        50        60        70        80                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                  
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.3  bits: 19.7 E():   22 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (4-28:27-50) 
 
                                      10        20        30        
AAD-12                        AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
        40        50        60        70        80                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                  
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.2  bits: 19.7 E():   22 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (23-39:144-160) 
 
                       10        20        30        40        50   
AAD-12         AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
             60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYG 
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.2  bits: 19.7 E():   22 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (23-39:144-160) 
 
                       10        20        30        40        50   
AAD-12         AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
             60        70        80 
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AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYG 
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 77.5  bits: 21.9 E():   24 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (62-79:283-300) 
 
              40        50        60        70        80            
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG            
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 77.4  bits: 19.4 E():   25 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (35-52:126-143) 
 
           10        20        30        40        50        60     
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . ::..::: :..: ...             
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG         
         100       110       120       130       140                
 
           70        80 
AAD-12 KLGHVQQAGSAYIGYG 
 
>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.4  bits: 19.9 E():   25 
Smith-Waterman score: 48; 33.3% identity (59.3% similar) in 27 aa overlap (6-32:17-43) 
 
                          10        20        30        40          
AAD-12            AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL 
                       :.:.:  .   ::..:  :  .: : .                  
gi|510 MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLPVIRGKGGGIEFAKT 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                              
                                                                    
gi|510 ETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHLCTPLSLNSFSVDRY 
               70        80        90       100       110       120 
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 77.3  bits: 21.9 E():   25 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (62-79:289-306) 
 
              40        50        60        70        80            
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG            
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
 
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 77.1  bits: 20.4 E():   26 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (2-19:66-83) 
 
                                            10        20        30  
AAD-12                              AWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
              40        50        60        70        80            
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG            
                                                                    
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
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         100       110       120       130       140       150      
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 46; 26.2% identity (52.3% similar) in 65 aa overlap (13-75:34-95) 
 
                                 10        20        30        40   
AAD-12                   AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
                                     : :.  :.:.: . ::   .  .  . :.  
gi|604 FTFDDQATSPVAPATLYNALAKDADNIIPKAVGSFQSVEIVEGNGGPGTIKKISFVEDG- 
            10        20        30        40        50        60    
 
             50          60        70        80                     
AAD-12 DEATRALVHQRSA--RHSLVYSQSKLGHVQQAGSAYIGYG                     
          :. ..:.  .  . .: :: : .: :    .:                          
gi|604 --ETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTISY 
               70        80        90       100       110       120 
 
gi|604 HGKGDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
              130       140       150      
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 76.8  bits: 18.9 E():   27 
Smith-Waterman score: 44; 32.4% identity (56.8% similar) in 37 aa overlap (9-45:65-101) 
 
                                     10        20        30         
AAD-12                       AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .:  ..::. ::  . :.:: :  :   :  
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
       40        50        60        70        80 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
        .  .:.                                    
gi|117 EEEKEESDDDMGFGLFD                          
          100       110                           
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 76.6  bits: 19.4 E():   27 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (4-28:27-50) 
 
                                      10        20        30        
AAD-12                        AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
        40        50        60        70        80                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                  
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIKTTSK 
      60        70        80        90       100       110          
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.6  bits: 19.4 E():   28 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (7-28:29-50) 
 
                                     10        20        30         
AAD-12                       AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                   
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 76.6  bits: 19.4 E():   28 
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Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (4-28:27-50) 
 
                                      10        20        30        
AAD-12                        AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
        40        50        60        70        80                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                  
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.6  bits: 19.4 E():   28 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (7-28:29-50) 
 
                                     10        20        30         
AAD-12                       AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                   
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.6  bits: 19.4 E():   28 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (7-28:29-50) 
 
                                     10        20        30         
AAD-12                       AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                   
                                                                    
gi|400 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 76.6  bits: 19.4 E():   28 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (4-28:27-50) 
 
                                      10        20        30        
AAD-12                        AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|880 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
        40        50        60        70        80                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                  
                                                                    
gi|880 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVIKTTS 
      60        70        80        90       100       110          
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.6  bits: 19.4 E():   28 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (7-28:29-50) 
 
                                     10        20        30         
AAD-12                       AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
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       40        50        60        70        80                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                   
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  51 init1:  51 opt:  54  Z-score: 76.2  bits: 21.4 E():   29 
Smith-Waterman score: 54; 28.6% identity (75.0% similar) in 28 aa overlap (52-79:551-578) 
 
              30        40        50        60        70        80  
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG  
                                     :.... . . . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYP 
              530       540       550       560       570       580 
 
gi|217 TSLQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQP 
              590       600       610       620       630       640 
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 75.9  bits: 20.9 E():   30 
Smith-Waterman score: 52; 24.3% identity (73.0% similar) in 37 aa overlap (42-77:143-179) 
 
              20        30        40        50        60         70 
AAD-12 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG-HVQ 
                                     .::   .:.: .. .. .::  .... .:. 
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
               80                                                   
AAD-12 QAGSAYIGYG                                                   
       . :...:                                                      
gi|215 NNGDVFILLVPNFVFVWTGKHSNRMERTTAIRVANDLKSELNRFKLSSVILEDGKEVEQT 
            180       190       200       210       220       230   
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 75.8  bits: 16.6 E():   30 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (2-8:19-25) 
 
                                10        20        30        40    
AAD-12                  AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                         :..:..:                                    
gi|320 YTTEGGTKAEAEDVIPEGWKVDTSYE                                   
               10        20                                         
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 75.4  bits: 18.1 E():   32 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (50-71:37-58) 
 
      20        30        40        50        60        70          
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
      80          
AAD-12 G          
                  
gi|162 VPQLEIVPNS 
         70       
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 75.3  bits: 19.6 E():   32 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (32-53:74-98) 
 
              10        20        30        40           50         
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---DEATRALVHQRSARHS 
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
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       60        70        80                                       
AAD-12 LVYSQSKLGHVQQAGSAYIGYG                                       
                                                                    
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 75.0  bits: 19.1 E():   34 
Smith-Waterman score: 45; 27.0% identity (64.9% similar) in 37 aa overlap (15-51:49-84) 
 
                               10        20        30        40     
AAD-12                 AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|144 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
           50        60        70        80                         
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                         
       :  : ..                                                      
gi|144 AGLAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEAT 
        80        90       100       110       120       130        
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.0  bits: 19.1 E():   34 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (4-28:27-50) 
 
                                      10        20        30        
AAD-12                        AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
        40        50        60        70        80                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                  
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.0  bits: 19.1 E():   34 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (4-28:27-50) 
 
                                      10        20        30        
AAD-12                        AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|425 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
        40        50        60        70        80                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                  
                                                                    
gi|425 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.0  bits: 19.1 E():   34 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (4-28:27-50) 
 
                                      10        20        30        
AAD-12                        AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
        40        50        60        70        80                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                  
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIKSISH 
      60        70        80        90       100       110          
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 3871



 

 

>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.0  bits: 19.1 E():   34 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (4-28:27-50) 
 
                                      10        20        30        
AAD-12                        AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|753 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTTKKITF 
               10        20        30         40        50          
 
        40        50        60        70        80                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                  
                                                                    
gi|753 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.0  bits: 19.1 E():   34 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (4-28:27-50) 
 
                                      10        20        30        
AAD-12                        AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
        40        50        60        70        80                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                  
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.9  bits: 19.1 E():   34 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (4-28:27-50) 
 
                                      10        20        30        
AAD-12                        AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|901 MGGYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
        40        50        60        70        80                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                  
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.9  bits: 19.1 E():   34 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (4-28:27-50) 
 
                                      10        20        30        
AAD-12                        AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
        40        50        60        70        80                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                  
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 74.7  bits: 21.1 E():   35 
Smith-Waterman score: 53; 32.1% identity (71.4% similar) in 28 aa overlap (52-79:539-566) 
 
              30        40        50        60        70        80  
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG  
                                     :.:.. .   . ...:.::: :..  ::   
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gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYP 
      510       520       530       540       550       560         
 
gi|217 TSVQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQP 
      570       580       590       600       610       620         
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.6  bits: 19.6 E():   35 
Smith-Waterman score: 47; 33.3% identity (52.8% similar) in 36 aa overlap (32-67:159-191) 
 
              10        20        30        40        50        60  
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :   . : ..::   :   :: .  :.:   
gi|136 TNTEKLPTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFEIR---HQLTQIHGLYR 
      130       140       150       160       170          180      
 
              70        80                               
AAD-12 SQSKLGHVQQAGSAYIGYG                               
       :..: :                                            
gi|136 SSDKTGGYWKITMNDGSTYQSDLSKKFEYNTEKPPINIDEIKTIEAEIN 
         190       200       210       220       230     
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.5  bits: 20.3 E():   36 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (2-19:56-73) 
 
                                            10        20        30  
AAD-12                              AWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
              40        50        60        70        80            
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG            
                                                                    
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.3  bits: 18.6 E():   36 
Smith-Waterman score: 43; 26.0% identity (52.0% similar) in 50 aa overlap (11-60:30-79) 
 
                                  10        20        30        40  
AAD-12                    AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                                    .  .:.. :.:   .   : :   . :.    
gi|253 TGPYCYAGMGLPINPLEGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHC 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                      
         ::.: .. .::  .: :                                          
gi|253 RCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNAPYCLGLDI 
               70        80        90       100       110       120 
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 73.8  bits: 16.8 E():   39 
Smith-Waterman score: 36; 46.2% identity (84.6% similar) in 13 aa overlap (67-79:5-17) 
 
         40        50        60        70        80                 
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                 
                                     :.:..: :. .::                  
gi|462                           AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKN 
                                         10        20        30     
 
gi|462 LNSA 
            
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.7  bits: 20.3 E():   39 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (2-19:56-73) 
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                                            10        20        30  
AAD-12                              AWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
              40        50        60        70        80            
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG            
                                                                    
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 73.6  bits: 20.0 E():   40 
Smith-Waterman score: 49; 20.3% identity (55.9% similar) in 59 aa overlap (1-56:37-94) 
 
                                             10        20        30 
AAD-12                               AWHADSTYMPVMAQGAVFSAEVVPAVGGRT 
                                     .:  :.  .:: .. :...  .: : :    
gi|269 EAVLLGILLYIPIVLSDDRAPIPSNSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQTK 
         10        20        30         40        50        60      
 
                  40        50        60        70        80        
AAD-12 CF---ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG        
        .   .:  . . ...:: ...  . . :                                
gi|269 VIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSLAPGNYSEKVKIGMYKHYITFYGEDPN 
          70        80        90       100       110       120      
 
>>gi|14422363|emb|CAC41635.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.5  bits: 18.5 E():   41 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (5-22:85-102) 
 
                                         10        20        30     
AAD-12                           AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSGRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
           40        50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                                      
gi|144 RHVKPLSFRAKTDAPGC                              
          120       130                               
 
>>gi|14422361|emb|CAC41634.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.5  bits: 18.5 E():   41 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (5-22:85-102) 
 
                                         10        20        30     
AAD-12                           AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
           40        50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                                      
gi|144 RHVKPLSFRAKTDAPGC                              
          120       130                               
 
>>gi|14422359|emb|CAC41633.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.5  bits: 18.5 E():   41 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (5-22:85-102) 
 
                                         10        20        30     
AAD-12                           AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETDQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
           40        50        60        70        80 
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AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                                      
gi|144 RHVKPLSFRAKTDAPGC                              
          120       130                               
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.3  bits: 18.8 E():   42 
Smith-Waterman score: 44; 36.4% identity (63.6% similar) in 22 aa overlap (7-28:28-49) 
 
                                    10        20        30          
AAD-12                      AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                  : .: .:  :. :.: . . ::            
gi|115 GVFNYETETTSVIPAARLFKAFILDGDTLFPQVAPQAISSVENISGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                    
                                                                    
gi|115 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 73.2  bits: 15.5 E():   42 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (55-69:1-15) 
 
           30        40        50        60        70        80 
AAD-12 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :: . : : ..::..            
gi|323                               ARTAWVDSGAQLGELSY          
                                             10                 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.2  bits: 18.8 E():   42 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (9-28:31-50) 
 
                                     10        20        30         
AAD-12                       AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                   
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.2  bits: 18.8 E():   42 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (9-28:31-50) 
 
                                     10        20        30         
AAD-12                       AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|132 MGVFNYETESTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                   
                                                                    
gi|132 EGSPFKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.2  bits: 18.8 E():   42 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (9-28:31-50) 
 
                                     10        20        30         
AAD-12                       AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|584 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 3875



 

 

               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                   
                                                                    
gi|584 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.2  bits: 18.8 E():   42 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (9-28:31-50) 
 
                                     10        20        30         
AAD-12                       AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                   
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.2  bits: 18.8 E():   42 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (9-28:31-50) 
 
                                     10        20        30         
AAD-12                       AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                   
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.7  bits: 19.5 E():   45 
Smith-Waterman score: 47; 36.0% identity (76.0% similar) in 25 aa overlap (35-59:106-130) 
 
           10        20        30        40        50        60     
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     ...: . :.:::.:  ... ::. :      
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
 
           70        80                                             
AAD-12 KLGHVQQAGSAYIGYG                                             
                                                                    
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
 
>>gi|21748153|emb|CAD38167.1| putative nuclear transport  (124 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 72.4  bits: 18.2 E():   47 
Smith-Waterman score: 42; 22.9% identity (52.1% similar) in 48 aa overlap (1-48:28-74) 
 
                                          10        20        30    
AAD-12                            AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFA 
                                  : . . ...   :::.  :: .:  . .   :  
gi|217 MSDFNAIAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQGSAAIVEKLQNLP-FQ 
               10        20        30        40        50           
 
            40        50        60        70        80              
AAD-12 DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG              
       ...   :..:    :                                              
gi|217 EIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKNAEGNWFVLNDVFRL 
      60        70        80        90       100       110          
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>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.2  bits: 20.0 E():   48 
Smith-Waterman score: 49; 36.7% identity (66.7% similar) in 30 aa overlap (47-76:43-72) 
 
         20        30        40        50        60        70       
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.. . .:: . : : ..::..  : : : 
gi|558 RVRSGGHDYEGLSYRSLQPENFAVVDLNQMRAVLVDGKARTAWVDSGAQLGELYYAISKY 
             20        30        40        50        60        70   
 
         80                                                         
AAD-12 IGYG                                                         
                                                                    
gi|558 SRTLAFPAGVCPTIGVGGNLAGGGFGMLLRKYGIAAENVIDVKLVDANGKLHDKKSMGDD 
             80        90       100       110       120       130   
 
>>gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Globin   (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.1  bits: 18.5 E():   48 
Smith-Waterman score: 43; 30.6% identity (55.6% similar) in 36 aa overlap (18-53:115-150) 
 
                            10        20        30        40        
AAD-12              AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                     : :  :  . ..: ::  .::. :  .:   
gi|121 IGDLPNIDGDVTTFVASHTPRGVTHDQLNNFRAGFVSYMKAHTDFAGAEAAWGATLDAFF 
           90       100       110       120       130       140     
 
        50        60        70        80 
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
       ..:  .                            
gi|121 GMVFAKM                           
          150                            
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 71.9  bits: 18.5 E():   49 
Smith-Waterman score: 43; 29.0% identity (67.7% similar) in 31 aa overlap (15-45:49-78) 
 
                               10        20        30        40     
AAD-12                 AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|186 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVRLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
           50        60        70        80                         
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                         
       :                                                            
gi|186 AGLGYTYTTIGGDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEAT 
        80        90       100       110       120       130        
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 71.6  bits: 20.2 E():   51 
Smith-Waterman score: 50; 25.6% identity (58.1% similar) in 43 aa overlap (37-79:426-468) 
 
         10        20        30        40        50        60       
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     :  ....:   :.. :.  . .:    ..  
gi|258 AERGFFYRNGIYSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNH 
         400       410       420       430       440       450      
 
         70        80                                               
AAD-12 GHVQQAGSAYIGYG                                               
       : .::::.  . :                                                
gi|258 GVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQISREQARQLKYNR 
         460       470       480       490       500       510      
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (9-28:31-50) 
 
                                     10        20        30         
AAD-12                       AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
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                                     .: .:  :: :.: . . ::           
gi|261 MGVFNYEAETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                   
                                                                    
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (9-28:31-50) 
 
                                     10        20        30         
AAD-12                       AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|132 MGVFNYETETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                   
                                                                    
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (9-28:31-50) 
 
                                     10        20        30         
AAD-12                       AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVISAARLFKSYVLDGDKLIPKVAPQAITSVENVGGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                   
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSK 
               70        80        90       100       110       120 
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.5  bits: 18.7 E():   52 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (52-67:46-61) 
 
              30        40        50        60        70        80  
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG  
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.0  bits: 17.7 E():   55 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (62-79:26-43) 
 
              40        50        60        70        80            
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG            
                                     : .. :. :: :..  ::             
gi|897      EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQ 
                    10        20        30        40        50      
 
gi|897 QGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
          60        70        80        90       100  
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.0  bits: 19.2 E():   56 
Smith-Waterman score: 46; 25.0% identity (62.5% similar) in 40 aa overlap (41-80:195-233) 
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               20        30        40        50        60        70 
AAD-12 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :.:  ..:.  :.. :...   :..  . : 
gi|624 SKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIVHAIFMQQGQRQGVQIVQQQ-PQPQ 
          170       180       190       200       210        220    
 
               80                                                   
AAD-12 QAGSAYIGYG                                                   
       :.:.  .  :                                                   
gi|624 QVGQCVLVQGQGVVQPQQLAQMEAIRTLVLQSVPSMCNFNVPPNCSTIKAPFVGVVTGVG 
           230       240       250       260       270       280    
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.2 E():   58 
Smith-Waterman score: 42; 27.6% identity (58.6% similar) in 29 aa overlap (8-36:11-39) 
 
                  10        20        30        40        50        
AAD-12    AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH 
                 ..:. : : ::.   . :.  :  . ..:                      
gi|126 MRSLLILVLCFLPLAALGKVFGRCELAAAMKRHGLDNYRGYSLGNWVCAAKFESNFNTQA 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 SLVYSQSKLGHVQQAGSAYIGYG                                      
                                                                    
gi|126 TNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNCAKKIVSDG 
               70        80        90       100       110       120 
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.6  bits: 18.4 E():   59 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (52-66:138-152) 
 
              30        40        50        60        70        80  
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG  
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
gi|391 ASIDTILTKV 
       170        
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 70.6  bits: 20.4 E():   59 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (65-79:609-623) 
 
           40        50        60        70        80               
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG               
                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 70.5  bits: 14.9 E():   59 
Smith-Waterman score: 29; 57.1% identity (71.4% similar) in 7 aa overlap (4-10:1-7) 
 
               10        20        30        40        50        60 
AAD-12 AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV 
          ::. : :                                                   
gi|751    ADAGYAPAAPGTQPKA                                          
                  10                                                
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 70.3  bits: 19.2 E():   60 
Smith-Waterman score: 46; 25.4% identity (55.9% similar) in 59 aa overlap (21-79:161-216) 
 
                         10        20        30        40        50 
AAD-12           AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
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                                     .:.:: :    .  ..::...   :: :   
gi|249 MDDASVGSVSSEFHVIESAIEVITYIGEEVKVIPA-GEVEVINKVKAAFST--AATAADE 
              140       150       160        170       180          
 
               60        70        80                               
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYG                               
          . . ..  :. . .  . .:.:: ::                                
gi|249 APANDKFTVFVSSFNKAIKETTGGAYAGYKFIPTLEAAVKQAYAASSATAPEVKYAVFET 
       190       200       210       220       230       240        
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.3  bits: 19.9 E():   61 
Smith-Waterman score: 49; 37.9% identity (62.1% similar) in 29 aa overlap (50-78:74-102) 
 
      20        30        40        50        60        70          
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     : .:.: .   ::.. :    : ::.:.:  
gi|112 NRIESEGGYIETWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGL 
            50        60        70        80        90       100    
 
      80                                                            
AAD-12 G                                                            
                                                                    
gi|112 IFPGCPSTYEEPAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTG 
           110       120       130       140       150       160    
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 70.0  bits: 14.2 E():   63 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (47-51:2-6) 
 
         20        30        40        50        60        70       
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     : :::                          
gi|463                              DRNLVHSATR                      
                                            10                      
 
         80 
AAD-12 IGYG 
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 70.0  bits: 19.7 E():   63 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (34-48:431-446) 
 
            10        20        30        40         50        60   
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYS 
                                     :..: :::.: ...::               
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA               
              410       420       430       440                     
 
             70        80 
AAD-12 QSKLGHVQQAGSAYIGYG 
 
>>gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (4-28:27-50) 
 
                                      10        20        30        
AAD-12                        AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
        40        50        60        70        80                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                  
                                                                    
gi|212 GEASKYKYSRHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (9-28:30-49) 
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                                    10        20        30          
AAD-12                      AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                    
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (9-28:30-49) 
 
                                    10        20        30          
AAD-12                      AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                    
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (9-28:30-49) 
 
                                    10        20        30          
AAD-12                      AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: : . ::            
gi|402 GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFAE 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                    
                                                                    
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
>>gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (4-28:27-50) 
 
                                      10        20        30        
AAD-12                        AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
        40        50        60        70        80                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                  
                                                                    
gi|212 GEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (9-28:31-50) 
 
                                     10        20        30         
AAD-12                       AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
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       40        50        60        70        80                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                   
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (9-28:31-50) 
 
                                     10        20        30         
AAD-12                       AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                   
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (9-28:31-50) 
 
                                     10        20        30         
AAD-12                       AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                   
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNK 
               70        80        90       100       110       120 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (9-28:31-50) 
 
                                     10        20        30         
AAD-12                       AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                   
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (9-28:31-50) 
 
                                     10        20        30         
AAD-12                       AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                   
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (9-28:31-50) 
 
                                     10        20        30         
AAD-12                       AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                   
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (9-28:31-50) 
 
                                     10        20        30         
AAD-12                       AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                   
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (9-28:31-50) 
 
                                     10        20        30         
AAD-12                       AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                   
                                                                    
gi|400 EGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (9-28:31-50) 
 
                                     10        20        30         
AAD-12                       AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                   
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (9-28:31-50) 
 
                                     10        20        30         
AAD-12                       AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
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               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                   
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (9-28:31-50) 
 
                                     10        20        30         
AAD-12                       AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                   
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (9-28:31-50) 
 
                                     10        20        30         
AAD-12                       AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                   
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (9-28:31-50) 
 
                                     10        20        30         
AAD-12                       AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                   
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (9-28:31-50) 
 
                                     10        20        30         
AAD-12                       AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                   
                                                                    
gi|167 EGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
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>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 42; 40.0% identity (60.0% similar) in 25 aa overlap (4-28:27-50) 
 
                                      10        20        30        
AAD-12                        AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:   : ::: . . ::          
gi|534 MGVFNYEDEATSVIAPARLFKSFVLDADNL-IPKVAPENVSSAENIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
        40        50        60        70        80                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                  
                                                                    
gi|534 PEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITS 
      60        70        80        90       100       110          
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (9-28:31-50) 
 
                                     10        20        30         
AAD-12                       AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                   
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (9-28:31-50) 
 
                                     10        20        30         
AAD-12                       AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                   
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (9-28:31-50) 
 
                                     10        20        30         
AAD-12                       AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVMPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                   
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 18.2 E():   64 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (9-28:31-50) 
 
                                     10        20        30         
AAD-12                       AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
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                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                   
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSK 
               70        80        90       100       110       120 
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 69.6  bits: 19.4 E():   67 
Smith-Waterman score: 47; 47.1% identity (70.6% similar) in 17 aa overlap (2-18:333-348) 
 
                                            10        20        30  
AAD-12                              AWHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.  : :: :. .::.:              
gi|113 LSQGNRFLASDIKKEVVGRYGESAMSESINWNWRS-YMDVFENGAIFVPSGVDPVLTPEQ 
            310       320       330        340       350       360  
 
              40        50        60        70        80 
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                                         
gi|113 NAGMIPAEPGEAVLRLTSSAGVLSCQPGAPC                   
             370       380       390                     
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.5  bits: 17.9 E():   67 
Smith-Waterman score: 41; 20.9% identity (47.8% similar) in 67 aa overlap (8-65:3-69) 
 
               10        20        30        40                 50  
AAD-12 AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---------DEATRALVH 
              .. ..  . :..: :   . :     . : :.: :         :.. ..:.: 
gi|856      MKFIITLFAAIVMAAAVSGFIVGDKKEDEWRMAFDRLMMEELETKIDQVEKGLLH 
                    10        20        30        40        50      
 
              60        70        80                                
AAD-12 QRSARHSLVYSQSKLGHVQQAGSAYIGYG                                
            . :  ..::                                               
gi|856 LSEQYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLNMFERYNYEFALE 
          60        70        80        90       100       110      
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 69.5  bits: 14.7 E():   67 
Smith-Waterman score: 28; 40.0% identity (80.0% similar) in 10 aa overlap (15-24:4-13) 
 
               10        20        30        40        50        60 
AAD-12 AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV 
                     :.:  :...:                                     
gi|131            GPVGGVVHAHMMPLL                                   
                          10                                        
 
>>gi|4006963|emb|CAA07328.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.4  bits: 17.6 E():   68 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (10-28:32-50) 
 
                                    10        20        30          
AAD-12                      AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      40        50        60        70        80                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                   
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|4006947|emb|CAA07320.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.4  bits: 17.6 E():   68 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (10-28:32-50) 
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                                    10        20        30          
AAD-12                      AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      40        50        60        70        80                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                   
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.3  bits: 17.9 E():   69 
Smith-Waterman score: 41; 34.6% identity (61.5% similar) in 26 aa overlap (6-31:5-30) 
 
               10        20        30        40        50        60 
AAD-12 AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV 
            :.:  ...   ::   .: :::.. :                              
gi|217  MASKSNYNLLFTALLVFIFAAVAAVGNEDCTPWTSTLITPLPSCRNYVEEQACRIEMPG 
                10        20        30        40        50          
 
               70        80                                         
AAD-12 YSQSKLGHVQQAGSAYIGYG                                         
                                                                    
gi|217 PPYLAKQECCEQLANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMNFVPILVT 
      60        70        80        90       100       110          
 
>>gi|114326420|ref|NP_001041618.1| major allergen I poly  (88 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 69.0  bits: 17.1 E():   71 
Smith-Waterman score: 38; 31.8% identity (63.6% similar) in 22 aa overlap (5-26:3-24) 
 
               10        20        30        40        50        60 
AAD-12 AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV 
           :..  :  . .:. . :. :::                                   
gi|114   MLDAALPPCPTVAATADCEICPAVKRDVDLFLTGTPDEYVEQVAQYKALPVVLENARI 
                 10        20        30        40        50         
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.7  bits: 17.6 E():   75 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (50-71:6-27) 
 
      20        30        40        50        60        70          
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159                          IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
                                        10        20        30      
 
      80                                                            
AAD-12 G                                                            
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFXQFYQPDAYPSGAWY 
          40        50        60        70        80        90      
 
>>gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 41; 32.0% identity (64.0% similar) in 25 aa overlap (4-28:27-50) 
 
                                      10        20        30        
AAD-12                        AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGDGGPGTIKKITF 
               10        20        30         40        50          
 
        40        50        60        70        80                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                  
                                                                    
gi|212 GEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
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>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (9-28:30-49) 
 
                                    10        20        30          
AAD-12                      AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFPE 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                    
                                                                    
gi|437 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISHKY 
               70        80        90       100       110       120 
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (40-68:101-129) 
 
      10        20        30        40        50        60          
AAD-12 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
      70        80 
AAD-12 QQAGSAYIGYG 
                   
gi|273 RRRR        
                   
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (40-68:101-129) 
 
      10        20        30        40        50        60          
AAD-12 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
      70        80 
AAD-12 QQAGSAYIGYG 
                   
gi|273 RRRR        
                   
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.3  bits: 17.4 E():   78 
Smith-Waterman score: 39; 53.8% identity (69.2% similar) in 13 aa overlap (33-45:72-84) 
 
             10        20        30        40        50        60   
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
                                     ::.::  ::  .:                  
gi|131 ELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDE 
              50        60        70        80        90       100  
 
             70        80 
AAD-12 QSKLGHVQQAGSAYIGYG 
                          
gi|131 FGALVDKWGAKG       
             110          
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.2  bits: 17.9 E():   79 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (9-28:31-50) 
 
                                     10        20        30         
AAD-12                       AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
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gi|125 MGVFNYETEATSVIPAARLFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                   
                                                                    
gi|125 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.2  bits: 17.9 E():   79 
Smith-Waterman score: 43; 26.6% identity (59.4% similar) in 64 aa overlap (18-76:82-145) 
 
                            10        20        30        40        
AAD-12              AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD--ALDEA 
                                     : .:.:  .:. . .  :..     : ..  
gi|170 MAKFPQFAGKDLETLKGTGQFATHAGRIVGFVSEIVALMGNSANMPAMETLIKDMAANHK 
              60        70        80        90       100       110  
 
          50          60         70        80            
AAD-12 TRALVHQRSA--RHSLV-YSQSKLGHVQQAGSAYIGYG            
       .:.. . .    : ::: : :::..  .. :.:.                
gi|170 ARGIPKAQFNEFRASLVSYLQSKVSWNDSLGAAWTQGLDNVFNMMFSYL 
             120       130       140       150       160 
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.2  bits: 17.9 E():   79 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (9-28:31-50) 
 
                                     10        20        30         
AAD-12                       AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                   
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.2  bits: 17.9 E():   79 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (9-28:31-50) 
 
                                     10        20        30         
AAD-12                       AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                   
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.2  bits: 17.9 E():   79 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (9-28:31-50) 
 
                                     10        20        30         
AAD-12                       AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                   
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
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               70        80        90       100       110       120 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.2  bits: 17.9 E():   79 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (9-28:31-50) 
 
                                     10        20        30         
AAD-12                       AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|154 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                   
                                                                    
gi|154 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.2  bits: 17.9 E():   79 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (9-28:31-50) 
 
                                     10        20        30         
AAD-12                       AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                   
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.2  bits: 17.9 E():   79 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (9-28:31-50) 
 
                                     10        20        30         
AAD-12                       AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                   
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.2  bits: 17.9 E():   79 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (9-28:31-50) 
 
                                     10        20        30         
AAD-12                       AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                   
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.1  bits: 19.3 E():   80 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (49-70:332-353) 
 
       20        30        40        50        60        70         
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AAD-12 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     : :     ::..:. .  :.::         
gi|259 LTTLNSLNLPILKWLQLSVEKGVLYKNALVLPHWNLNSHSIIYGCKGKGQVQVVDNFGNR 
             310       320       330       340       350       360  
 
       80                                                           
AAD-12 YG                                                           
                                                                    
gi|259 VFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRAMTSPLAGRTSVLGGMPEEVL 
             370       380       390       400       410       420  
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.7  bits: 17.1 E():   84 
Smith-Waterman score: 38; 37.5% identity (62.5% similar) in 16 aa overlap (10-25:41-56) 
 
                                    10        20        30          
AAD-12                      AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..  :: :  ..: :               
gi|166 GSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAAYVMNLYYQHAG 
               20        30        40        50        60        70 
 
      40        50        60        70        80 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                                 
gi|166 RNSWNCDFSQTATLTNTNPSYGACNFPSGSN           
               80        90       100            
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 17.6 E():   84 
Smith-Waterman score: 40; 35.3% identity (70.6% similar) in 17 aa overlap (14-30:30-46) 
 
                               10        20        30        40     
AAD-12                 AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                    :::. ...  :  ::..               
gi|476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVQGATVAVDCRPFNGGESKLKAEATTDGLGWY 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                         
                                                                    
gi|476 KIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQGIRYANPIAFFR 
               70        80        90       100       110       120 
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.4  bits: 19.6 E():   88 
Smith-Waterman score: 48; 22.9% identity (57.1% similar) in 35 aa overlap (43-77:339-373) 
 
             20        30        40        50        60        70   
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     ::  .:  . :  : . ...:.. : . .: 
gi|131 LLQPVSTPGEFELFFGAGGENPESFFKSFSDEILEAAFNTRRDRLQRIFGQQRQGVIVKA 
      310       320       330       340       350       360         
 
             80                                                     
AAD-12 GSAYIGYG                                                     
       .   .                                                        
gi|131 SEEQVRAMSRHEEGGIWPFGGESKGTINIYQQRPTHSNQYGQLHEVDASQYRQLRDLDLT 
      370       380       390       400       410       420         
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.6 E():   92 
Smith-Waterman score: 40; 43.8% identity (62.5% similar) in 16 aa overlap (7-22:29-44) 
 
                                     10        20        30         
AAD-12                       AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.:.                 
gi|134 MGVQTHVLELTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPD 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                   
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gi|134 GGPITTMTLRIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIF 
               70        80        90       100       110       120 
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.6 E():   92 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (7-22:29-44) 
 
                                     10        20        30         
AAD-12                       AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|892 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                   
                                                                    
gi|892 GSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.6 E():   92 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (7-22:29-44) 
 
                                     10        20        30         
AAD-12                       AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|215 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAATGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                   
                                                                    
gi|215 GSPITTMTVRTDAVNKEALSYDSTVIDGDILLGFIESIETHMVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.9  bits: 18.1 E():   93 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (45-78:71-104) 
 
           20        30        40        50        60        70     
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 
                                     :   :: .:.: .   ::..      : :  
gi|221 AQRPDNRIESEGGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGR 
               50        60        70        80        90       100 
 
           80                                                       
AAD-12 AYIGYG                                                       
       .:.:                                                         
gi|221 GYFGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQKVHRFDEGDLIAV 
              110       120       130       140       150       160 
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 50; 24.2% identity (58.1% similar) in 62 aa overlap (2-61:361-421) 
 
                                            10          20          
AAD-12                              AWHADSTYMPVM--AQGAVFSAEVVPAVGGR 
                                     ...: .:.::   . . .:   : :..:   
gi|558 IKSVPFIHLGKQATLSDLLNRNNTFKPFAEYKSDYVYQPVPKPVWAQIFVWLVKPGAGI- 
              340       350       360       370       380           
 
      30        40        50        60        70        80          
AAD-12 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG          
         .  . :: .:  ::.  . :....  .. :                             
gi|558 MVMDPYGAAISATPEAATPFPHRKDVLFNIQYVNYWFDEAGGAAPLQWSKDMYRFMEPYV 
     390       400       410       420       430       440          
 
gi|558 SKNPRQAYANYRDIDLGRNEVVNDISTYASGKVWGEKYFKGNFQRLAITKGKVDPQDYFR 
     450       460       470       480       490       500          
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>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 66.8  bits: 20.0 E():   94 
Smith-Waterman score: 50; 28.9% identity (60.5% similar) in 38 aa overlap (34-71:827-864) 
 
            10        20        30        40        50        60    
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     ...:: :  :.:   :   :. ..: : .. 
gi|219 NEKVKVYKRQMQEQEGMSQQNLTRVRRFQRELEAAEDRADQAESNLSFIRAKHRSWVTTS 
        800       810       820       830       840       850       
 
            70        80   
AAD-12 SKLGHVQQAGSAYIGYG   
       .  : ..:            
gi|219 QVPGGTRQVFVTEQESSNF 
        860       870      
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 66.8  bits: 20.0 E():   94 
Smith-Waterman score: 50; 28.9% identity (60.5% similar) in 38 aa overlap (34-71:827-864) 
 
            10        20        30        40        50        60    
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     ...:: :  :.:   :   :. ..: : .. 
gi|377 NEKVKVYKRQMQEQEGMSQQNLTRVRRFQRELEAAEDRADQAESNLSFIRAKHRSWVTTS 
        800       810       820       830       840       850       
 
            70        80   
AAD-12 SKLGHVQQAGSAYIGYG   
       .  : ..:            
gi|377 QVPGGTRQVFTTQEETTNY 
        860       870      
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.7  bits: 17.1 E():   95 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (32-45:39-52) 
 
              10        20        30        40        50        60  
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|191 TLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
              70        80                          
AAD-12 SQSKLGHVQQAGSAYIGYG                          
                                                    
gi|191 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.7  bits: 17.1 E():   95 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (32-45:39-52) 
 
              10        20        30        40        50        60  
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|730 TLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
              70        80                          
AAD-12 SQSKLGHVQQAGSAYIGYG                          
                                                    
gi|730 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|4376222|emb|CAA04829.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (10-28:31-49) 
 
                                    10        20        30          
AAD-12                      AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
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gi|437 GVFNYEIGATSVIPAARLFKAFILVGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                    
                                                                    
gi|437 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
               70        80        90       100       110       120 
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (10-28:31-49) 
 
                                    10        20        30          
AAD-12                      AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|384 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENISGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                    
                                                                    
gi|384 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (10-28:31-49) 
 
                                    10        20        30          
AAD-12                      AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|159 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                    
                                                                    
gi|159 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.5 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (10-28:31-49) 
 
                                    10        20        30          
AAD-12                      AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|437 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                    
                                                                    
gi|437 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (10-28:32-50) 
 
                                    10        20        30          
AAD-12                      AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYEIEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      40        50        60        70        80                    
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                    
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
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              70        80        90       100       110       120  
 
>>gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (10-28:32-50) 
 
                                    10        20        30          
AAD-12                      AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      40        50        60        70        80                    
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                    
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (10-28:32-50) 
 
                                    10        20        30          
AAD-12                      AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      40        50        60        70        80                    
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                    
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006953|emb|CAA07323.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (10-28:32-50) 
 
                                    10        20        30          
AAD-12                      AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      40        50        60        70        80                    
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                    
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006957|emb|CAA07325.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (10-28:32-50) 
 
                                    10        20        30          
AAD-12                      AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKINFPE 
              10        20        30        40        50        60  
 
      40        50        60        70        80                    
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                    
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (10-28:32-50) 
 
                                    10        20        30          
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AAD-12                      AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      40        50        60        70        80                    
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                    
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (10-28:32-50) 
 
                                    10        20        30          
AAD-12                      AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      40        50        60        70        80                    
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                    
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (10-28:32-50) 
 
                                    10        20        30          
AAD-12                      AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|114 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      40        50        60        70        80                    
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                    
                                                                    
gi|114 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (10-28:32-50) 
 
                                    10        20        30          
AAD-12                      AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      40        50        60        70        80                    
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                    
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGPILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321728|emb|CAA96547.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (10-28:32-50) 
 
                                    10        20        30          
AAD-12                      AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      40        50        60        70        80                    
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                    
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gi|132 GFPFKYVKDRVDEVAHKNFKYSYSVIEGGPIGDTLEKISNEIKIVATPDGRSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (10-28:32-50) 
 
                                    10        20        30          
AAD-12                      AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      40        50        60        70        80                    
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                    
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1513216|gb|AAC02632.1| cherry-allergen PRUA1 [Prunu  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 40; 32.0% identity (64.0% similar) in 25 aa overlap (4-28:27-50) 
 
                                      10        20        30        
AAD-12                        AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  .:.. . ::          
gi|151 MGVFTYESEFTSEIPPPRLFKAFVLDADNL-VPKIAPQAIKHSEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
        40        50        60        70        80                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                  
                                                                    
gi|151 GEGSQYGYVKHKIDSIDKENYSYSYTLIEGDALGDTLEKISYETKLVASPSGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (10-28:32-50) 
 
                                    10        20        30          
AAD-12                      AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|256 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      40        50        60        70        80                    
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                    
                                                                    
gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (10-28:32-50) 
 
                                    10        20        30          
AAD-12                      AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPG 
              10        20        30        40        50        60  
 
      40        50        60        70        80                    
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                    
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (10-28:32-50) 
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                                    10        20        30          
AAD-12                      AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSLIPAARLFRAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      40        50        60        70        80                    
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                    
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (10-28:32-50) 
 
                                    10        20        30          
AAD-12                      AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      40        50        60        70        80                    
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                    
                                                                    
gi|132 GIPFKYVKDRVDEVDHANFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (10-28:32-50) 
 
                                    10        20        30          
AAD-12                      AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|241 GVFNYETETTSVIPAARLFKAFFLDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      40        50        60        70        80                    
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                    
                                                                    
gi|241 GFPFRYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (10-28:32-50) 
 
                                    10        20        30          
AAD-12                      AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      40        50        60        70        80                    
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                    
                                                                    
gi|125 GFPFEYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|167472849|gb|ABZ81046.1| pollen allergen Que a 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 40; 30.0% identity (70.0% similar) in 20 aa overlap (9-28:31-50) 
 
                                     10        20        30         
AAD-12                       AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :. :.:.. . ::           
gi|167 MGVFTYESEDASVIPPARLFKAFVLDSDNLIPKVVPQALKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
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       40        50        60        70        80                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                   
                                                                    
gi|167 EGSHLKHAKHRIDVIDPENFTYSFSVIEGDALFDKLENVSTETKIVASPDGGSIVKSTSK 
               70        80        90       100       110       120 
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (10-28:32-50) 
 
                                    10        20        30          
AAD-12                      AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      40        50        60        70        80                    
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                    
                                                                    
gi|459 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|82492265|gb|ABB78006.1| major allergen Pru p 1 [Pru  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 40; 32.0% identity (64.0% similar) in 25 aa overlap (4-28:27-50) 
 
                                      10        20        30        
AAD-12                        AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  .:.. . ::          
gi|824 MGVFTYESEFTSEIPPPRLFKAFVLDADNL-VPKIAPQAIKHSEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
        40        50        60        70        80                  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                  
                                                                    
gi|824 GEGSQYGYVKHKIDSIDKENHSYSYTLIEGDALGDNLEKISYETKLVASPSGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (10-28:32-50) 
 
                                    10        20        30          
AAD-12                      AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      40        50        60        70        80                    
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                    
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (10-28:32-50) 
 
                                    10        20        30          
AAD-12                      AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      40        50        60        70        80                    
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                    
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVTTPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
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 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (9-28:31-50) 
 
                                     10        20        30         
AAD-12                       AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|730 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                   
                                                                    
gi|730 EGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (10-28:32-50) 
 
                                    10        20        30          
AAD-12                      AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      40        50        60        70        80                    
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                    
                                                                    
gi|132 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (10-28:32-50) 
 
                                    10        20        30          
AAD-12                      AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKASILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      40        50        60        70        80                    
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                    
                                                                    
gi|132 GSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKF 
              70        80        90       100       110       120  
 
>>gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (10-28:32-50) 
 
                                    10        20        30          
AAD-12                      AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      40        50        60        70        80                    
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                    
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDILEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (10-28:32-50) 
 
                                    10        20        30          
AAD-12                      AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
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              10        20        30        40        50        60  
 
      40        50        60        70        80                    
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                    
                                                                    
gi|125 GFPFKYVKDGVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (10-28:32-50) 
 
                                    10        20        30          
AAD-12                      AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      40        50        60        70        80                    
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                    
                                                                    
gi|116 GIPFKYVKGRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.5 E():   97 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (10-28:32-50) 
 
                                    10        20        30          
AAD-12                      AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
      40        50        60        70        80                    
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                    
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 66.5  bits: 18.3 E():   97 
Smith-Waterman score: 43; 47.6% identity (71.4% similar) in 21 aa overlap (11-31:8-24) 
 
               10        20        30        40        50        60 
AAD-12 AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLV 
                 .:. :::..: :   ::: .:                              
gi|286    MGSLANNIMVVGAVLAALV---VGG-SCGPPKVPPGPNITTNYNGKWLTARATWYGQ 
                  10           20         30        40        50    
 
               70        80                                         
AAD-12 YSQSKLGHVQQAGSAYIGYG                                         
                                                                    
gi|286 PNGAGAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPV 
            60        70        80        90       100       110    
 
>>gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (9-28:31-50) 
 
                                     10        20        30         
AAD-12                       AWHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG                   
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGFVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
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>>gi|3121755|sp|P81216.1|ALL21_HORSE RecName: Full=Dande  (29 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 66.4  bits: 15.1 E():   98 
Smith-Waterman score: 30; 33.3% identity (50.0% similar) in 18 aa overlap (63-80:5-22) 
 
             40        50        60        70        80        
AAD-12 ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG        
                                     ::.  . : .:     ::        
gi|312                           SQXPQSETDYSQLSGEWNTIYGAASNIXK 
                                         10        20          
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 66.3  bits: 18.5 E(): 1e 
Smith-Waterman score: 44; 26.7% identity (70.0% similar) in 30 aa overlap (48-77:232-259) 
 
        20        30        40        50        60        70        
AAD-12 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                     : .:  :. ::....:..  . ::. . .. 
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIH--SVVHSIIMQQQQQQQQQQGIDIFL 
             210       220       230         240       250          
 
        80                                                          
AAD-12 GYG                                                          
                                                                    
gi|170 PLSQHEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSIMRAPFAS 
     260       270       280       290       300       310          
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:48 2011 done: Fri Jan 21 00:02:48 2011 
 Total Scan time:  0.070 Total Display time:  0.070 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 108  - 187 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     3     2:* 
  32     5     8:==* 
  34     6    22:==     * 
  36    27    44:=========     * 
  38    28    73:==========              * 
  40    78   102:==========================       * 
  42    88   125:==============================           * 
  44   108   138:====================================         * 
  46   127   140:===========================================   * 
  48   150   134:============================================*===== 
  50   159   122:========================================*============ 
  52   125   108:===================================*====== 
  54   117    92:==============================*======== 
  56    60    77:====================     * 
  58    54    63:==================  * 
  60    57    51:================*== 
  62    35    41:============ * 
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  64    40    33:==========*=== 
  66    54    26:========*========= 
  68    27    20:======*== 
  70    34    16:=====*====== 
  72    17    12:===*== 
  74    19    10:===*=== 
  76    16     8:==*=== 
  78    19     6:=*===== 
  80     5     5:=* 
  82     5     3:*= 
  84     6     3:*= 
  86     5     2:*= 
  88     3     2:*          inset = represents 1 library sequences 
  90     6     1:*= 
  92     0     1:*         :* 
  94     2     1:*         :*= 
  96     1     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.76450.00322; mu= 0.7861 0.169 
 mean_var=35.5946 9.334, 0's: 2 Z-trim: 2  B-trim: 186 in 1/43 
 Lambda= 0.214972 
 Kolmogorov-Smirnov  statistic: 0.1232 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   64 25.1    0.45 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   62 24.4    0.76 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   57 22.9     1.8 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   57 22.9     2.3 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   56 22.5     3.2 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   56 22.5     3.2 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   56 22.5     4.2 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   56 22.4     4.3 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   53 21.7     4.8 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   53 21.7     4.8 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   52 21.4     5.2 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   53 21.6     5.3 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   57 22.6     5.6 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   53 21.6       6 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   53 21.6       6 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.3       7 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 21.3     7.4 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   52 21.3     7.4 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   52 21.3     7.4 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   49 20.5     8.6 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   51 21.0     9.2 
gi|320607|pir||G37396 pollen allergen Ant o I - sw (  26)   40 18.2      10 
gi|320606|pir||E37396 pollen allergen Agr a I - be (  26)   40 18.2      10 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.4      11 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.4      11 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.4      11 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.4      11 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   56 22.1      13 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   56 22.1      13 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   56 22.1      13 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   49 20.4      13 
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gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   54 21.6      15 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   52 21.1      16 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   52 21.1      16 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   53 21.3      17 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   51 20.8      19 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 19.5      19 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 19.8      21 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   45 19.2      21 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 19.7      21 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 19.7      21 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   47 19.7      22 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   47 19.7      22 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   47 19.7      22 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   47 19.7      22 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   47 19.7      22 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   47 19.7      22 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   47 19.7      22 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   47 19.7      22 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   47 19.7      22 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   47 19.7      22 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   47 19.7      22 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 19.7      22 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 19.7      22 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 22.0      24 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 22.0      24 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.5      24 
gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   48 20.0      24 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   50 20.4      25 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   46 19.4      26 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   44 18.9      26 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   46 19.4      27 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 19.4      27 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   46 19.4      27 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 19.4      27 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 19.4      27 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   46 19.4      27 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 19.4      27 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   54 21.4      28 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   52 20.9      29 
gi|320620|pir||F37396 pollen allergen Poa p I - Ke (  26)   35 16.6      30 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 18.1      31 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.6      31 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   45 19.1      33 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   45 19.1      33 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   45 19.1      33 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   45 19.1      33 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   45 19.1      33 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   45 19.1      33 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   45 19.1      33 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   45 19.1      33 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   53 21.1      34 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   47 19.6      35 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   50 20.4      35 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   43 18.6      36 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   50 20.3      38 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   36 16.8      39 
gi|14422363|emb|CAC41635.1| plantain pollen major  ( 131)   43 18.6      40 
gi|14422359|emb|CAC41633.1| plantain pollen major  ( 131)   43 18.6      40 
gi|14422361|emb|CAC41634.1| plantain pollen major  ( 131)   43 18.6      40 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   44 18.8      41 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   44 18.8      41 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   44 18.8      41 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   44 18.8      41 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   44 18.8      41 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   44 18.8      41 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 15.5      42 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   47 19.5      44 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   49 20.0      47 
gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Glo ( 151)   43 18.5      47 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   48 19.8      48 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   43 18.5      48 
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gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   50 20.3      50 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   43 18.5      51 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   43 18.5      51 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   43 18.5      51 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.7      51 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   46 19.2      54 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 17.7      55 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   42 18.2      57 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 20.5      57 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.5      57 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   49 20.0      59 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   46 19.2      59 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 14.9      59 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 19.7      61 
gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allerge ( 159)   42 18.2      62 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.2      62 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   42 18.2      62 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   42 18.2      62 
gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allerge ( 159)   42 18.2      62 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 18.2      63 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   42 18.2      63 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.2      63 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   42 18.2      63 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.2      63 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 18.2      63 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.2      63 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   42 18.2      63 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   42 18.2      63 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.2      63 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.2      63 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   42 18.2      63 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.2      63 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.2      63 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   42 18.2      63 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   42 18.2      63 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   42 18.2      63 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.2      63 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 18.2      63 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 14.2      63 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   47 19.4      65 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   41 17.9      66 
gi|4006963|emb|CAA07328.1| pollen allergen Betv1,  ( 120)   40 17.7      67 
gi|4006947|emb|CAA07320.1| pollen allergen Betv1,  ( 120)   40 17.7      67 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   41 17.9      67 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   28 14.7      68 
gi|114326420|ref|NP_001041618.1| major allergen I  (  88)   38 17.2      70 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 17.6      73 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   41 17.9      77 
gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allerge ( 159)   41 17.9      77 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   40 17.6      77 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   40 17.6      77 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.4      77 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   41 17.9      77 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   41 17.9      77 
gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   41 17.9      77 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   41 17.9      77 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   41 17.9      77 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   41 17.9      77 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   41 17.9      77 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   41 17.9      77 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   41 17.9      77 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   47 19.4      78 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   38 17.1      83 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   40 17.6      83 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   48 19.6      85 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   40 17.6      91 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   40 17.6      91 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   40 17.6      91 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   50 20.1      91 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   50 20.1      91 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.3      91 
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gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   42 18.1      92 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   38 17.1      94 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   38 17.1      94 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   40 17.6      95 
gi|4376222|emb|CAA04829.1| pollen allergen, Betv1  ( 159)   40 17.6      95 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   40 17.6      95 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   40 17.6      95 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   43 18.3      95 
gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=M ( 160)   40 17.6      95 
gi|4006953|emb|CAA07323.1| pollen allergen Betv1,  ( 160)   40 17.6      95 
gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 ( 160)   40 17.6      95 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   40 17.6      95 
gi|4006957|emb|CAA07325.1| pollen allergen Betv1,  ( 160)   40 17.6      95 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   40 17.6      95 
gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen be ( 160)   40 17.6      95 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   40 17.6      95 
gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=M ( 160)   40 17.6      95 
gi|1321728|emb|CAA96547.1| major allergen Bet v 1  ( 160)   40 17.6      95 
gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula pl ( 160)   40 17.6      95 
gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Be ( 160)   40 17.6      95 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   40 17.6      95 
gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 ( 160)   40 17.6      95 
gi|1513216|gb|AAC02632.1| cherry-allergen PRUA1 [P ( 160)   40 17.6      95 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   40 17.6      95 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   40 17.6      95 
gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 ( 160)   40 17.6      95 
gi|167472849|gb|ABZ81046.1| pollen allergen Que a  ( 160)   40 17.6      95 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   40 17.6      95 
gi|82492265|gb|ABB78006.1| major allergen Pru p 1  ( 160)   40 17.6      95 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   40 17.6      95 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   40 17.6      95 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   40 17.6      95 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   40 17.6      95 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   40 17.6      95 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   40 17.6      95 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   40 17.6      95 
gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula pl ( 160)   40 17.6      95 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   40 17.6      95 
gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 ( 161)   40 17.6      96 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   44 18.6      98 
gi|3121755|sp|P81216.1|ALL21_HORSE RecName: Full=D (  29)   30 15.1      98 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   39 17.3   1e 
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  64  Z-score: 108.6  bits: 25.1 E(): 0.45 
Smith-Waterman score: 64; 29.5% identity (63.9% similar) in 61 aa overlap (15-73:9-65) 
 
               10        20        30        40          50         
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSL 
                     : :.: :. : : .    :.:  .: :  ..:..:.   ....:.: 
gi|111       MKFAIVLIACFAASVL-AQGHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQL 
                     10         20        30        40           50 
 
       60        70        80                                       
AAD-12 VYSQSKLGHVQQAGSAYIGYGM                                       
       .: : .: ....  :                                              
gi|111 LYLQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEA 
               60        70        80        90       100       110 
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 104.6  bits: 24.4 E(): 0.76 
Smith-Waterman score: 62; 26.5% identity (59.2% similar) in 49 aa overlap (5-53:5-52) 
 
               10        20        30        40        50        60 
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
           :.  :..  ... :. .. :. :. :.: :    . : :. :  : :..        
gi|189 MASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPL-EGCREYVAQQTCGVTIAG 
               10        20        30        40         50          
 
               70        80                                         
AAD-12 SQSKLGHVQQAGSAYIGYGM                                         
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gi|189 SPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFA 
      60        70        80        90       100       110          
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 97.9  bits: 22.9 E():  1.8 
Smith-Waterman score: 57; 26.7% identity (60.0% similar) in 45 aa overlap (31-75:26-70) 
 
               10        20        30        40        50        60 
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::      :.  . . :  ..:.   :.. 
gi|527      MVHHITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAF 
                    10        20        30        40        50      
 
               70        80                                         
AAD-12 SQSKLGHVQQAGSAYIGYGM                                         
       .. .. :::.:.. :                                              
gi|527 AKVNVDHVQDAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQ 
          60        70        80        90       100       110      
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  50 init1:  50 opt:  57  Z-score: 96.1  bits: 22.9 E():  2.3 
Smith-Waterman score: 57; 24.5% identity (59.2% similar) in 49 aa overlap (5-53:5-52) 
 
               10        20        30        40        50        60 
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
           :.  :..  ... :. .. .. :. :.: :    . : :. :  : :..        
gi|439 MASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPL-EGCREYVAQQTCGVTIAG 
               10        20        30        40         50          
 
               70        80                                         
AAD-12 SQSKLGHVQQAGSAYIGYGM                                         
                                                                    
gi|439 SPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDF 
      60        70        80        90       100       110          
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 93.5  bits: 22.5 E():  3.2 
Smith-Waterman score: 56; 48.0% identity (68.0% similar) in 25 aa overlap (3-27:27-50) 
 
                                       10        20        30       
AAD-12                         WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 :: : .: .:  .: :::.: . ::          
gi|444 MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
         40        50        60        70        80                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                 
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 93.5  bits: 22.5 E():  3.2 
Smith-Waterman score: 56; 40.0% identity (68.0% similar) in 25 aa overlap (3-27:27-50) 
 
                                       10        20        30       
AAD-12                         WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. :::.. . ::          
gi|165 MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
         40        50        60        70        80                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                 
                                                                    
gi|165 GEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSILKNTS 
      60        70        80        90       100       110          
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 91.4  bits: 22.5 E():  4.2 
Smith-Waterman score: 56; 28.3% identity (62.3% similar) in 53 aa overlap (32-79:93-144) 
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              10        20        30             40        50       
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|144 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
             70        80        90       100        110       120  
 
         60        70        80                                     
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGM                                     
       .. :  .:. .: .:...:.. :                                      
gi|144 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
             130       140       150       160       170       180  
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 91.2  bits: 22.4 E():  4.3 
Smith-Waterman score: 56; 28.3% identity (62.3% similar) in 53 aa overlap (32-79:97-148) 
 
              10        20        30             40        50       
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|622 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
         70        80        90       100       110        120      
 
         60        70        80                                     
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGM                                     
       .. :  .:. .: .:...:.. :                                      
gi|622 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
         130       140       150       160       170       180      
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 90.2  bits: 21.7 E():  4.8 
Smith-Waterman score: 53; 27.9% identity (62.3% similar) in 61 aa overlap (15-73:9-65) 
 
               10        20        30        40          50         
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSL 
                     : :.: :. :   .    :.:  .: :  ..:..:.   ....:.: 
gi|420       MKFAIVLIACFAASVL-AQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQL 
                     10         20        30        40           50 
 
       60        70        80                                       
AAD-12 VYSQSKLGHVQQAGSAYIGYGM                                       
       .: : .: ....  :                                              
gi|420 LYLQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEA 
               60        70        80        90       100       110 
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 90.2  bits: 21.7 E():  4.8 
Smith-Waterman score: 53; 27.9% identity (62.3% similar) in 61 aa overlap (15-73:9-65) 
 
               10        20        30        40          50         
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSL 
                     : :.: :. :   .    :.:  .: :  ..:..:.   ....:.: 
gi|111       MKFAIVLIACFAASVL-AQEHKPEKDDFRNEFDHLLIEQANHAI---EKGEHQL 
                     10         20        30        40           50 
 
       60        70        80                                       
AAD-12 VYSQSKLGHVQQAGSAYIGYGM                                       
       .: : .: ....  :                                              
gi|111 LYLQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEA 
               60        70        80        90       100       110 
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 89.7  bits: 21.4 E():  5.2 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (33-73:11-50) 
 
             10        20        30        40          50        60 
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVY 
                                     :.:  .: :  ..:..:.   ....:.:.: 
gi|160                     GSQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLY 
                                   10        20           30        
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               70        80                                         
AAD-12 SQSKLGHVQQAGSAYIGYGM                                         
        : .: ....  :                                                
gi|160 LQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQT 
        40        50        60        70        80        90        
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 89.4  bits: 21.6 E():  5.3 
Smith-Waterman score: 53; 24.5% identity (55.1% similar) in 49 aa overlap (5-53:5-52) 
 
               10        20        30        40        50        60 
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
           :.  :..   .. :. .. .. :  :.: :    . : :. :  : :..        
gi|217 MASKSSISPLLLATVLVSVFAAATATGPYCYAGMGLPINPL-EGCREYVAQQTCGISISG 
               10        20        30        40         50          
 
               70        80                                         
AAD-12 SQSKLGHVQQAGSAYIGYGM                                         
                                                                    
gi|217 SAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDF 
      60        70        80        90       100       110          
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  48 init1:  48 opt:  57  Z-score: 89.1  bits: 22.6 E():  5.6 
Smith-Waterman score: 57; 27.7% identity (55.3% similar) in 47 aa overlap (3-49:26-71) 
 
                                      10        20        30        
AAD-12                        WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                ::. : :. :   .  : ..::.::    .: .   
gi|663 MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGKATTDEQKL 
               10        20        30        40         50          
 
        40        50        60        70        80                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                  
        . .. . .: :                                                 
gi|663 LEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILKLDTDYDVA 
      60        70        80        90       100       110          
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  53  Z-score: 88.5  bits: 21.6 E():    6 
Smith-Waterman score: 53; 22.4% identity (55.2% similar) in 58 aa overlap (8-59:31-87) 
 
                                      10        20             30   
AAD-12                        WHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICF- 
               10        20        30        40        50           
 
             40        50         60        70        80            
AAD-12 DMRAAYDALDEATRALVHQR-SARHSLVYSQSKLGHVQQAGSAYIGYGM            
       :  . .. . . .. . .   : :.:..                                 
gi|132 DEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSIS 
      60        70        80        90       100       110          
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  53  Z-score: 88.5  bits: 21.6 E():    6 
Smith-Waterman score: 53; 44.0% identity (68.0% similar) in 25 aa overlap (3-27:27-50) 
 
                                       10        20        30       
AAD-12                         WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 :: : .: .:  .: .::.: . ::          
gi|444 MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
         40        50        60        70        80                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                 
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
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 initn:  52 init1:  52 opt:  52  Z-score: 87.3  bits: 21.3 E():    7 
Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (38-61:29-52) 
 
        10        20        30        40        50        60        
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 
                                     : : :::  : .  ..: .: .::       
gi|144   KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLS 
                 10        20        30        40        50         
 
        70        80                                                
AAD-12 VQQAGSAYIGYGM                                                
                                                                    
gi|144 DSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAG 
       60        70        80        90       100       110         
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 86.9  bits: 21.3 E():  7.4 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (3-27:27-50) 
 
                                       10        20        30       
AAD-12                         WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|602 MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
         40        50        60        70        80                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                 
                                                                    
gi|602 GEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 86.9  bits: 21.3 E():  7.4 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (3-27:27-50) 
 
                                       10        20        30       
AAD-12                         WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|131 MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
         40        50        60        70        80                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                 
                                                                    
gi|131 GEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 86.9  bits: 21.3 E():  7.4 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (3-27:27-50) 
 
                                       10        20        30       
AAD-12                         WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|279 MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
         40        50        60        70        80                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                 
                                                                    
gi|279 GEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 85.7  bits: 20.5 E():  8.6 
Smith-Waterman score: 49; 22.4% identity (56.9% similar) in 58 aa overlap (13-70:4-59) 
 
               10        20        30        40        50        60 
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                   .:.. .:.:. :. :     : .: . :   :...    ..:    .  
gi|777          MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFA--II 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 3910



 

 

                        10        20        30        40            
 
               70        80                                       
AAD-12 SQSKLGHVQQAGSAYIGYGM                                       
       .:.: : ...                                                 
gi|777 DQDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH 
      50        60        70        80        90       100        
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 85.1  bits: 21.0 E():  9.2 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (3-27:27-50) 
 
                                       10        20        30       
AAD-12                         WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 :: : .: .:  .: .::.: . ::          
gi|444 MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
         40        50        60        70        80                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                 
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|320607|pir||G37396 pollen allergen Ant o I - sweet   (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 84.2  bits: 18.2 E():   10 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (1-7:19-25) 
 
                                 10        20        30        40   
AAD-12                   WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                         :.::..:                                    
gi|320 YTTEGGKKVEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|320606|pir||E37396 pollen allergen Agr a I - bent g  (26 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 84.2  bits: 18.2 E():   10 
Smith-Waterman score: 40; 57.1% identity (100.0% similar) in 7 aa overlap (1-7:19-25) 
 
                                 10        20        30        40   
AAD-12                   WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                         :.::..:                                    
gi|320 YTTEGGTKAEAEDVIPEGWKADTSYE                                   
               10        20                                         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.0  bits: 22.4 E():   11 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (34-73:372-411) 
 
            10        20        30        40        50        60    
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|224 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             350       360       370       380       390       400  
 
            70        80                                            
AAD-12 KLGHVQQAGSAYIGYGM                                            
         .::: . :                                                   
gi|224 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             410       420       430       440       450       460  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.6  bits: 22.4 E():   11 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (34-73:392-431) 
 
            10        20        30        40        50        60    
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|199 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
            70        80                                            
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AAD-12 KLGHVQQAGSAYIGYGM                                            
         .::: . :                                                   
gi|199 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             430       440       450       460       470       480  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.6  bits: 22.4 E():   11 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (34-73:392-431) 
 
            10        20        30        40        50        60    
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|571 GNRSPHIYDPQRWFTQNCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
            70        80                                            
AAD-12 KLGHVQQAGSAYIGYGM                                            
         .::: . :                                                   
gi|571 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFA 
             430       440       450       460       470       480  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 83.5  bits: 22.4 E():   11 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (34-73:400-439) 
 
            10        20        30        40        50        60    
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|213 RSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
     370       380       390       400       410       420          
 
            70        80                                            
AAD-12 KLGHVQQAGSAYIGYGM                                            
         .::: . :                                                   
gi|213 GRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLA 
     430       440       450       460       470       480          
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 82.6  bits: 22.1 E():   13 
Smith-Waterman score: 56; 22.9% identity (54.3% similar) in 70 aa overlap (4-72:140-207) 
 
                                          10        20        30    
AAD-12                            WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     :   .:. .   ... : .:.:.  . . : 
gi|186 TFEEPQQPQQRGQSSRPQDRHQKIYNFREGDLIAVPTGVAWWMYNNEDTPVVA--VSIID 
     110       120       130       140       150       160          
 
            40         50        60        70        80             
AAD-12 MRAAYDALDEATRAL-VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM             
         .  . ::.  : . .   . .. : :.: . :: .: :                     
gi|186 TNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEENEGGSILSGFTLE 
       170       180       190       200       210       220        
 
gi|186 FLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQRPQEEEEEEEDEK 
       230       240       250       260       270       280        
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 82.6  bits: 22.1 E():   13 
Smith-Waterman score: 56; 22.9% identity (54.3% similar) in 70 aa overlap (4-72:140-207) 
 
                                          10        20        30    
AAD-12                            WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     :   .:. .   ... : .:.:.  . . : 
gi|186 TFEEPQQPQQRGQSSRPQDRHQKIYNSREGDLIAVPTGVAWWMYNNEDTPVVA--VSIID 
     110       120       130       140       150       160          
 
            40         50        60        70        80             
AAD-12 MRAAYDALDEATRAL-VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM             
         .  . ::.  : . .   . .. : :.: . :: .: :                     
gi|186 TNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEENEGGSILSGFTLE 
       170       180       190       200       210       220        
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gi|186 FLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQRPQEEEEEEEDEK 
       230       240       250       260       270       280        
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 82.4  bits: 22.1 E():   13 
Smith-Waterman score: 56; 28.9% identity (52.6% similar) in 38 aa overlap (36-73:371-408) 
 
          10        20        30        40        50        60      
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :  : . .  ..:  .  ::..:      
gi|370 RSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGR 
              350       360       370       380       390       400 
 
          70        80                                              
AAD-12 GHVQQAGSAYIGYGM                                              
       .::: . :                                                     
gi|370 AHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGE 
              410       420       430       440       450       460 
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 82.2  bits: 20.4 E():   13 
Smith-Waterman score: 49; 35.7% identity (52.4% similar) in 42 aa overlap (15-45:37-78) 
 
                               10        20              30         
AAD-12                 WHADSTYMPVMAQGAVFSAEVVPAVGGR------TCFADMRAAY 
                                     :. : :.: . ::       :   : ...: 
gi|145 EEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSY 
         10        20        30        40        50        60       
 
            40        50        60        70        80              
AAD-12 -----DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM              
            ::.::::                                                 
gi|145 VLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAP 
         70        80        90       100       110       120       
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  40 init1:  40 opt:  54  Z-score: 81.4  bits: 21.6 E():   15 
Smith-Waterman score: 54; 21.8% identity (52.7% similar) in 55 aa overlap (26-80:309-357) 
 
                    10        20        30        40        50      
AAD-12      WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR 
                                     :.: :  : :.  ..: .      : ..:  
gi|113 HGFFQVVNNNYDKWGSYAIGGSASPTILSQGNRFCAPDERSKKNVLGR------HGEAAA 
      280       290       300       310       320             330   
 
          60        70        80                                    
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGM                                    
       .:. ..      : . :. ... :.                                    
gi|113 ESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEPGESALSLTSSAGVLSCQP 
            340       350       360       370       380       390   
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.7  bits: 21.1 E():   16 
Smith-Waterman score: 52; 27.0% identity (54.1% similar) in 37 aa overlap (3-39:26-62) 
 
                                      10        20        30        
AAD-12                        WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                ::. : :. :   .  : .  :.::..   ...   
gi|441 MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLL 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                  
        :                                                           
gi|441 EDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAY 
               70        80        90       100       110       120 
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.6  bits: 21.1 E():   16 
Smith-Waterman score: 52; 20.8% identity (58.3% similar) in 48 aa overlap (5-52:72-119) 
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                                         10        20        30     
AAD-12                           WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:...:   :: .  :..  .. :... 
gi|170 QSFSQQPPFSQQQQQPLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQ 
              50        60        70        80        90       100  
 
           40        50        60        70        80               
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM               
       .      ..  . ::.:.                                           
gi|170 QQLVLPPQQQQQQLVQQQIPIVQPSVLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSS 
             110       120       130       140       150       160  
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 80.5  bits: 21.3 E():   17 
Smith-Waterman score: 53; 20.0% identity (54.7% similar) in 75 aa overlap (1-72:38-111) 
 
                                             10        20        30 
AAD-12                               WHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :  :.  .:: .. :...  .: : :     
gi|682 AVLLGILLYIPIVLSDDRAPIPANSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQAKV 
        10        20        30         40        50        60       
 
                  40        50        60        70        80        
AAD-12 F---ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM        
       .   .:  . . ...:: ...  . . :  : .: .. ..  . :                
gi|682 IKLKSDGSGDFKSINEAIKSIPDDNTKRVILSFSPGNYSEKVKIGMYKHYITFYGEDPNN 
         70        80        90       100       110       120       
 
gi|682 MPILVFGGTAAEYGTVDSATLIVESNYFSAVNLKIVNSAPRPDGKRVGAQAAALRISGDK 
        130       140       150       160       170       180       
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  85 init1:  51 opt:  51  Z-score: 79.6  bits: 20.8 E():   19 
Smith-Waterman score: 51; 22.6% identity (64.5% similar) in 31 aa overlap (5-35:66-96) 
 
                                         10        20        30     
AAD-12                           WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:.. ::  :  .. :..  .. :... 
gi|219 QPLPPQQTFPQQPPFSQQQQQQPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQ 
          40        50        60        70        80        90      
 
           40        50        60        70        80               
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM               
       .                                                            
gi|219 QQLILPPQQQQQLPQQQISIVQPSVLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSC 
         100       110       120       130       140       150      
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 79.3  bits: 19.5 E():   19 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (9-24:66-81) 
 
                                     10        20        30         
AAD-12                       WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
       40        50        60        70        80 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                                  
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS               
         100       110       120                  
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.9  bits: 19.8 E():   21 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (34-50:14-30) 
 
            10        20        30        40        50        60    
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     .: :.: .:.  .. .:              
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gi|219                  MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQ 
                                10        20        30        40    
 
            70        80                                            
AAD-12 KLGHVQQAGSAYIGYGM                                            
                                                                    
gi|219 TFEENDLQQLIIEIDADGSGELEFDEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNG 
            50        60        70        80        90       100    
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 78.8  bits: 19.2 E():   21 
Smith-Waterman score: 45; 25.5% identity (58.8% similar) in 51 aa overlap (4-51:13-61) 
 
                        10        20           30        40         
AAD-12          WHADSTYMPVMAQGAVFSAEVV-PAVG--GRTCFADMRAAYDALDEATRAL 
                   :..   : : :. :. ..    ::  :..  :: . ... ::.   .. 
gi|207 MSITDIVSEKDIDAALESVKAAGS-FNYKIFFQKVGLAGKSA-ADAKKVFEILDRDKSGF 
               10        20         30        40         50         
 
       50        60        70        80                    
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                    
       ..:                                                 
gi|207 IEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
       60        70        80        90       100          
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.6  bits: 19.7 E():   21 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (22-38:141-157) 
 
                        10        20        30        40        50  
AAD-12          WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
              60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGM 
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.6  bits: 19.7 E():   21 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (22-38:141-157) 
 
                        10        20        30        40        50  
AAD-12          WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
              60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGM 
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.5  bits: 19.7 E():   22 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (3-27:27-50) 
 
                                       10        20        30       
AAD-12                         WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
         40        50        60        70        80                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                 
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.5  bits: 19.7 E():   22 
Smith-Waterman score: 47; 40.0% identity (68.0% similar) in 25 aa overlap (3-27:27-50) 
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                                       10        20        30       
AAD-12                         WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :.:.. . ::          
gi|602 MGVFTYEFEFTSVIPPARLYNAFVLDADNL-IPKIAPQAVKSTEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
         40        50        60        70        80                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                 
                                                                    
gi|602 GEGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISH 
      60        70        80        90       100       110          
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 78.5  bits: 19.7 E():   22 
Smith-Waterman score: 47; 23.7% identity (54.2% similar) in 59 aa overlap (3-50:27-84) 
 
                                       10        20             30  
AAD-12                         WHADSTYMPVMAQGAVFSAEVVPAVGG-----RTCF 
                                 ::.  .: .:  :.  ::.. . ::     .  : 
gi|304 MGLYTFENEFTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
                    40        50        60        70        80      
AAD-12 AD------MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM      
       ..      ..   :..:::. . ..                                    
gi|304 GEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.5  bits: 19.7 E():   22 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (3-27:27-50) 
 
                                       10        20        30       
AAD-12                         WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|753 MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
         40        50        60        70        80                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                 
                                                                    
gi|753 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.5  bits: 19.7 E():   22 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (3-27:27-50) 
 
                                       10        20        30       
AAD-12                         WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEYTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
         40        50        60        70        80                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                 
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.5  bits: 19.7 E():   22 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (3-27:27-50) 
 
                                       10        20        30       
AAD-12                         WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|165 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
         40        50        60        70        80                 
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AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                 
                                                                    
gi|165 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.5  bits: 19.7 E():   22 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (3-27:27-50) 
 
                                       10        20        30       
AAD-12                         WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|886 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
         40        50        60        70        80                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                 
                                                                    
gi|886 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.5  bits: 19.7 E():   22 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (3-27:27-50) 
 
                                       10        20        30       
AAD-12                         WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
         40        50        60        70        80                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                 
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.5  bits: 19.7 E():   22 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (3-27:27-50) 
 
                                       10        20        30       
AAD-12                         WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|134 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
         40        50        60        70        80                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                 
                                                                    
gi|134 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.5  bits: 19.7 E():   22 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (3-27:27-50) 
 
                                       10        20        30       
AAD-12                         WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
         40        50        60        70        80                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                 
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.5  bits: 19.7 E():   22 
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Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (3-27:27-50) 
 
                                       10        20        30       
AAD-12                         WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
         40        50        60        70        80                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                 
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.4  bits: 19.7 E():   22 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (22-38:144-160) 
 
                        10        20        30        40        50  
AAD-12          WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
              60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGM 
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.4  bits: 19.7 E():   22 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (22-38:144-160) 
 
                        10        20        30        40        50  
AAD-12          WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
              60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGM 
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 77.8  bits: 22.0 E():   24 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (61-78:283-300) 
 
               40        50        60        70        80           
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM           
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 77.6  bits: 22.0 E():   24 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (61-78:289-306) 
 
               40        50        60        70        80           
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM           
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
 
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 77.6  bits: 19.5 E():   24 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (34-51:126-143) 
 
            10        20        30        40        50        60    
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AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . ::..::: :..: ...             
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG         
         100       110       120       130       140                
 
            70        80 
AAD-12 KLGHVQQAGSAYIGYGM 
 
>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.6  bits: 20.0 E():   24 
Smith-Waterman score: 48; 33.3% identity (59.3% similar) in 27 aa overlap (5-31:17-43) 
 
                           10        20        30        40         
AAD-12             WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL 
                       :.:.:  .   ::..:  :  .: : .                  
gi|510 MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLPVIRGKGGGIEFAKT 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                             
                                                                    
gi|510 ETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHLCTPLSLNSFSVDRY 
               70        80        90       100       110       120 
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (1-18:66-83) 
 
                                             10        20        30 
AAD-12                               WHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|287 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          40        50        60        70        80        90      
 
               40        50        60        70        80           
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM           
                                                                    
gi|287 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
         100       110       120       130       140       150      
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 77.1  bits: 19.4 E():   26 
Smith-Waterman score: 46; 26.2% identity (52.3% similar) in 65 aa overlap (12-74:34-95) 
 
                                  10        20        30        40  
AAD-12                    WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
                                     : :.  :.:.: . ::   .  .  . :.  
gi|604 FTFDDQATSPVAPATLYNALAKDADNIIPKAVGSFQSVEIVEGNGGPGTIKKISFVEDG- 
            10        20        30        40        50        60    
 
              50          60        70        80                    
AAD-12 DEATRALVHQRSA--RHSLVYSQSKLGHVQQAGSAYIGYGM                    
          :. ..:.  .  . .: :: : .: :    .:                          
gi|604 --ETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTISY 
               70        80        90       100       110       120 
 
gi|604 HGKGDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
              130       140       150      
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 76.9  bits: 18.9 E():   26 
Smith-Waterman score: 44; 32.4% identity (56.8% similar) in 37 aa overlap (8-44:65-101) 
 
                                      10        20        30        
AAD-12                        WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .:  ..::. ::  . :.:: :  :   :  
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
        40        50        60        70        80 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
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        .  .:.                                     
gi|117 EEEKEESDDDMGFGLFD                           
          100       110                            
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 76.8  bits: 19.4 E():   27 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (3-27:27-50) 
 
                                       10        20        30       
AAD-12                         WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
         40        50        60        70        80                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                 
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIKTTSK 
      60        70        80        90       100       110          
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (6-27:29-50) 
 
                                      10        20        30        
AAD-12                        WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                  
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (3-27:27-50) 
 
                                       10        20        30       
AAD-12                         WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
         40        50        60        70        80                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                 
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (6-27:29-50) 
 
                                      10        20        30        
AAD-12                        WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                  
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (6-27:29-50) 
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                                      10        20        30        
AAD-12                        WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                  
                                                                    
gi|400 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (3-27:27-50) 
 
                                       10        20        30       
AAD-12                         WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|880 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
         40        50        60        70        80                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                 
                                                                    
gi|880 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVIKTTS 
      60        70        80        90       100       110          
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (6-27:29-50) 
 
                                      10        20        30        
AAD-12                        WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                  
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  51 init1:  51 opt:  54  Z-score: 76.5  bits: 21.4 E():   28 
Smith-Waterman score: 54; 28.6% identity (75.0% similar) in 28 aa overlap (51-78:551-578) 
 
               30        40        50        60        70        80 
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.... . . . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYP 
              530       540       550       560       570       580 
 
gi|217 TSLQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQP 
              590       600       610       620       630       640 
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 76.2  bits: 20.9 E():   29 
Smith-Waterman score: 52; 24.3% identity (73.0% similar) in 37 aa overlap (41-76:143-179) 
 
               20        30        40        50        60           
AAD-12 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG-HVQ 
                                     .::   .:.: .. .. .::  .... .:. 
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
      70        80                                                  
AAD-12 QAGSAYIGYGM                                                  
       . :...:                                                      
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gi|215 NNGDVFILLVPNFVFVWTGKHSNRMERTTAIRVANDLKSELNRFKLSSVILEDGKEVEQT 
            180       190       200       210       220       230   
 
>>gi|320620|pir||F37396 pollen allergen Poa p I - Kentuc  (26 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 75.9  bits: 16.6 E():   30 
Smith-Waterman score: 35; 42.9% identity (100.0% similar) in 7 aa overlap (1-7:19-25) 
 
                                 10        20        30        40   
AAD-12                   WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD 
                         :..:..:                                    
gi|320 YTTEGGTKAEAEDVIPEGWKVDTSYE                                   
               10        20                                         
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 75.6  bits: 18.1 E():   31 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (49-70:37-58) 
 
       20        30        40        50        60        70         
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
       80         
AAD-12 GM         
                  
gi|162 VPQLEIVPNS 
         70       
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 75.5  bits: 19.6 E():   31 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (31-52:74-98) 
 
               10        20        30        40           50        
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---DEATRALVHQRSARHS 
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
 
        60        70        80                                      
AAD-12 LVYSQSKLGHVQQAGSAYIGYGM                                      
                                                                    
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 45; 27.0% identity (64.9% similar) in 37 aa overlap (14-50:49-84) 
 
                                10        20        30        40    
AAD-12                  WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|144 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
            50        60        70        80                        
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                        
       :  : ..                                                      
gi|144 AGLAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEAT 
        80        90       100       110       120       130        
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (3-27:27-50) 
 
                                       10        20        30       
AAD-12                         WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
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         40        50        60        70        80                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                 
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (3-27:27-50) 
 
                                       10        20        30       
AAD-12                         WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|425 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
         40        50        60        70        80                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                 
                                                                    
gi|425 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (3-27:27-50) 
 
                                       10        20        30       
AAD-12                         WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
         40        50        60        70        80                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                 
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (3-27:27-50) 
 
                                       10        20        30       
AAD-12                         WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|753 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTTKKITF 
               10        20        30         40        50          
 
         40        50        60        70        80                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                 
                                                                    
gi|753 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (3-27:27-50) 
 
                                       10        20        30       
AAD-12                         WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
         40        50        60        70        80                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                 
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
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 initn:  44 init1:  44 opt:  45  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (3-27:27-50) 
 
                                       10        20        30       
AAD-12                         WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|901 MGGYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
         40        50        60        70        80                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                 
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (3-27:27-50) 
 
                                       10        20        30       
AAD-12                         WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
         40        50        60        70        80                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                 
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 75.0  bits: 21.1 E():   34 
Smith-Waterman score: 53; 32.1% identity (71.4% similar) in 28 aa overlap (51-78:539-566) 
 
               30        40        50        60        70        80 
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.:.. .   . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYP 
      510       520       530       540       550       560         
 
gi|217 TSVQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQP 
      570       580       590       600       610       620         
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.8  bits: 19.6 E():   35 
Smith-Waterman score: 47; 33.3% identity (52.8% similar) in 36 aa overlap (31-66:159-191) 
 
               10        20        30        40        50        60 
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :   . : ..::   :   :: .  :.:   
gi|136 TNTEKLPTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFEIR---HQLTQIHGLYR 
      130       140       150       160       170          180      
 
               70        80                              
AAD-12 SQSKLGHVQQAGSAYIGYGM                              
       :..: :                                            
gi|136 SSDKTGGYWKITMNDGSTYQSDLSKKFEYNTEKPPINIDEIKTIEAEIN 
         190       200       210       220       230     
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.7  bits: 20.4 E():   35 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (1-18:56-73) 
 
                                             10        20        30 
AAD-12                               WHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|855 NPLEKTCPPNKGLAASTYTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
               40        50        60        70        80           
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AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM           
                                                                    
gi|855 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.5  bits: 18.6 E():   36 
Smith-Waterman score: 43; 26.0% identity (52.0% similar) in 50 aa overlap (10-59:30-79) 
 
                                   10        20        30        40 
AAD-12                     WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                                    .  .:.. :.:   .   : :   . :.    
gi|253 TGPYCYAGMGLPINPLEGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHC 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                     
         ::.: .. .::  .: :                                          
gi|253 RCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNAPYCLGLDI 
               70        80        90       100       110       120 
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.0  bits: 20.3 E():   38 
Smith-Waterman score: 50; 38.9% identity (66.7% similar) in 18 aa overlap (1-18:56-73) 
 
                                             10        20        30 
AAD-12                               WHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.. .  .::  ::: :.             
gi|364 NPLAETCPPNKGLAASTCTADFTSASALDQWEVTAGKVPVGPQGAEFTVAKQGDAPTIDT 
          30        40        50        60        70        80      
 
               40        50        60        70        80           
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM           
                                                                    
gi|364 DFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDTTTY 
          90       100       110       120       130       140      
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 73.9  bits: 16.8 E():   39 
Smith-Waterman score: 36; 46.2% identity (84.6% similar) in 13 aa overlap (66-78:5-17) 
 
          40        50        60        70        80                
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                
                                     :.:..: :. .::                  
gi|462                           AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKN 
                                         10        20        30     
 
gi|462 LNSA 
            
 
>>gi|14422363|emb|CAC41635.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.7  bits: 18.6 E():   40 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (4-21:85-102) 
 
                                          10        20        30    
AAD-12                            WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSGRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
            40        50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                                       
gi|144 RHVKPLSFRAKTDAPGC                               
          120       130                                
 
>>gi|14422359|emb|CAC41633.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.7  bits: 18.6 E():   40 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (4-21:85-102) 
 
                                          10        20        30    
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AAD-12                            WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETDQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
            40        50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                                       
gi|144 RHVKPLSFRAKTDAPGC                               
          120       130                                
 
>>gi|14422361|emb|CAC41634.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.7  bits: 18.6 E():   40 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (4-21:85-102) 
 
                                          10        20        30    
AAD-12                            WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
            40        50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                                       
gi|144 RHVKPLSFRAKTDAPGC                               
          120       130                                
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.5  bits: 18.8 E():   41 
Smith-Waterman score: 44; 36.4% identity (63.6% similar) in 22 aa overlap (6-27:28-49) 
 
                                     10        20        30         
AAD-12                       WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                  : .: .:  :. :.: . . ::            
gi|115 GVFNYETETTSVIPAARLFKAFILDGDTLFPQVAPQAISSVENISGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                   
                                                                    
gi|115 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (8-27:31-50) 
 
                                      10        20        30        
AAD-12                        WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                  
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (8-27:31-50) 
 
                                      10        20        30        
AAD-12                        WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|584 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                  
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gi|584 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (8-27:31-50) 
 
                                      10        20        30        
AAD-12                        WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|132 MGVFNYETESTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                  
                                                                    
gi|132 EGSPFKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (8-27:31-50) 
 
                                      10        20        30        
AAD-12                        WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                  
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.3  bits: 18.8 E():   41 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (8-27:31-50) 
 
                                      10        20        30        
AAD-12                        WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                  
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 73.3  bits: 15.5 E():   42 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (54-68:1-15) 
 
            30        40        50        60        70        80 
AAD-12 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :: . : : ..::..             
gi|323                               ARTAWVDSGAQLGELSY           
                                             10                  
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.9  bits: 19.5 E():   44 
Smith-Waterman score: 47; 36.0% identity (76.0% similar) in 25 aa overlap (34-58:106-130) 
 
            10        20        30        40        50        60    
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     ...: . :.:::.:  ... ::. :      
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
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            70        80                                            
AAD-12 KLGHVQQAGSAYIGYGM                                            
                                                                    
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.4  bits: 20.0 E():   47 
Smith-Waterman score: 49; 36.7% identity (66.7% similar) in 30 aa overlap (46-75:43-72) 
 
          20        30        40        50        60        70      
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.. . .:: . : : ..::..  : : : 
gi|558 RVRSGGHDYEGLSYRSLQPENFAVVDLNQMRAVLVDGKARTAWVDSGAQLGELYYAISKY 
             20        30        40        50        60        70   
 
          80                                                        
AAD-12 IGYGM                                                        
                                                                    
gi|558 SRTLAFPAGVCPTIGVGGNLAGGGFGMLLRKYGIAAENVIDVKLVDANGKLHDKKSMGDD 
             80        90       100       110       120       130   
 
>>gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Globin   (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.3  bits: 18.5 E():   47 
Smith-Waterman score: 43; 30.6% identity (55.6% similar) in 36 aa overlap (17-52:115-150) 
 
                             10        20        30        40       
AAD-12               WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                     : :  :  . ..: ::  .::. :  .:   
gi|121 IGDLPNIDGDVTTFVASHTPRGVTHDQLNNFRAGFVSYMKAHTDFAGAEAAWGATLDAFF 
           90       100       110       120       130       140     
 
         50        60        70        80 
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
       ..:  .                             
gi|121 GMVFAKM                            
          150                             
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 72.2  bits: 19.8 E():   48 
Smith-Waterman score: 48; 20.7% identity (55.2% similar) in 58 aa overlap (1-55:38-94) 
 
                                             10        20        30 
AAD-12                               WHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :  :.  .:: .. :...  .: : :     
gi|269 AVLLGILLYIPIVLSDDRAPIPSNSAQLNSWF-DGIIQPVAVRKATMDPALVTAEGQTKV 
        10        20        30         40        50        60       
 
                  40        50        60        70        80        
AAD-12 F---ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM        
       .   .:  . . ...:: ...  . . :                                 
gi|269 IKLKSDGSGDFKSINEAIKSIPDDNTKRVILSLAPGNYSEKVKIGMYKHYITFYGEDPNN 
         70        80        90       100       110       120       
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 72.1  bits: 18.5 E():   48 
Smith-Waterman score: 43; 29.0% identity (67.7% similar) in 31 aa overlap (14-44:49-78) 
 
                                10        20        30        40    
AAD-12                  WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|186 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVRLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
            50        60        70        80                        
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                        
       :                                                            
gi|186 AGLGYTYTTIGGDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEAT 
        80        90       100       110       120       130        
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>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 71.9  bits: 20.3 E():   50 
Smith-Waterman score: 50; 25.6% identity (58.1% similar) in 43 aa overlap (36-78:426-468) 
 
          10        20        30        40        50        60      
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     :  ....:   :.. :.  . .:    ..  
gi|258 AERGFFYRNGIYSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNH 
         400       410       420       430       440       450      
 
          70        80                                              
AAD-12 GHVQQAGSAYIGYGM                                              
       : .::::.  . :                                                
gi|258 GVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQISREQARQLKYNR 
         460       470       480       490       500       510      
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (8-27:31-50) 
 
                                      10        20        30        
AAD-12                        WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVISAARLFKSYVLDGDKLIPKVAPQAITSVENVGGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                  
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSK 
               70        80        90       100       110       120 
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (8-27:31-50) 
 
                                      10        20        30        
AAD-12                        WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|261 MGVFNYEAETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                  
                                                                    
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (8-27:31-50) 
 
                                      10        20        30        
AAD-12                        WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|132 MGVFNYETETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                  
                                                                    
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.7  bits: 18.7 E():   51 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (51-66:46-61) 
 
               30        40        50        60        70        80 
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 3929



 

 

gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.2  bits: 19.2 E():   54 
Smith-Waterman score: 46; 25.0% identity (62.5% similar) in 40 aa overlap (40-79:195-233) 
 
      10        20        30        40        50        60          
AAD-12 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :.:  ..:.  :.. :...   :..  . : 
gi|624 SKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIVHAIFMQQGQRQGVQIVQQQ-PQPQ 
          170       180       190       200       210        220    
 
      70        80                                                  
AAD-12 QAGSAYIGYGM                                                  
       :.:.  .  :                                                   
gi|624 QVGQCVLVQGQGVVQPQQLAQMEAIRTLVLQSVPSMCNFNVPPNCSTIKAPFVGVVTGVG 
           230       240       250       260       270       280    
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.1  bits: 17.7 E():   55 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (61-78:26-43) 
 
               40        50        60        70        80           
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM           
                                     : .. :. :: :..  ::             
gi|897      EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQ 
                    10        20        30        40        50      
 
gi|897 QGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
          60        70        80        90       100  
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.9  bits: 18.2 E():   57 
Smith-Waterman score: 42; 27.6% identity (58.6% similar) in 29 aa overlap (7-35:11-39) 
 
                   10        20        30        40        50       
AAD-12     WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH 
                 ..:. : : ::.   . :.  :  . ..:                      
gi|126 MRSLLILVLCFLPLAALGKVFGRCELAAAMKRHGLDNYRGYSLGNWVCAAKFESNFNTQA 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGM                                     
                                                                    
gi|126 TNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNCAKKIVSDG 
               70        80        90       100       110       120 
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 70.8  bits: 20.5 E():   57 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (64-78:609-623) 
 
            40        50        60        70        80              
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM              
                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.7  bits: 18.5 E():   57 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (51-65:138-152) 
 
               30        40        50        60        70        80 
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     .:.::..:. ...:.                
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gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
gi|391 ASIDTILTKV 
       170        
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 70.5  bits: 20.0 E():   59 
Smith-Waterman score: 49; 37.9% identity (62.1% similar) in 29 aa overlap (49-77:74-102) 
 
       20        30        40        50        60        70         
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     : .:.: .   ::.. :    : ::.:.:  
gi|112 NRIESEGGYIETWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGL 
            50        60        70        80        90       100    
 
       80                                                           
AAD-12 GM                                                           
                                                                    
gi|112 IFPGCPSTYEEPAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTG 
           110       120       130       140       150       160    
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 70.5  bits: 19.2 E():   59 
Smith-Waterman score: 46; 25.4% identity (55.9% similar) in 59 aa overlap (20-78:161-216) 
 
                          10        20        30        40          
AAD-12            WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
                                     .:.:: :    .  ..::...   :: :   
gi|249 MDDASVGSVSSEFHVIESAIEVITYIGEEVKVIPA-GEVEVINKVKAAFST--AATAADE 
              140       150       160        170       180          
 
      50        60        70        80                              
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                              
          . . ..  :. . .  . .:.:: ::                                
gi|249 APANDKFTVFVSSFNKAIKETTGGAYAGYKFIPTLEAAVKQAYAASSATAPEVKYAVFET 
       190       200       210       220       230       240        
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 70.5  bits: 14.9 E():   59 
Smith-Waterman score: 29; 57.1% identity (71.4% similar) in 7 aa overlap (3-9:1-7) 
 
               10        20        30        40        50        60 
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
         ::. : :                                                    
gi|751   ADAGYAPAAPGTQPKA                                           
                 10                                                 
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 70.2  bits: 19.7 E():   61 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (33-47:431-446) 
 
             10        20        30        40         50        60  
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYS 
                                     :..: :::.: ...::               
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA               
              410       420       430       440                     
 
              70        80 
AAD-12 QSKLGHVQQAGSAYIGYGM 
 
>>gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (3-27:27-50) 
 
                                       10        20        30       
AAD-12                         WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
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         40        50        60        70        80                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                 
                                                                    
gi|212 GEASKYKYSRHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (8-27:30-49) 
 
                                     10        20        30         
AAD-12                       WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: : . ::            
gi|402 GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFAE 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                   
                                                                    
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (8-27:30-49) 
 
                                     10        20        30         
AAD-12                       WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                   
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (8-27:30-49) 
 
                                     10        20        30         
AAD-12                       WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                   
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (3-27:27-50) 
 
                                       10        20        30       
AAD-12                         WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
         40        50        60        70        80                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                 
                                                                    
gi|212 GEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (8-27:31-50) 
 
                                      10        20        30        
AAD-12                        WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                  
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNK 
               70        80        90       100       110       120 
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (8-27:31-50) 
 
                                      10        20        30        
AAD-12                        WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                  
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (8-27:31-50) 
 
                                      10        20        30        
AAD-12                        WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                  
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (8-27:31-50) 
 
                                      10        20        30        
AAD-12                        WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                  
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (8-27:31-50) 
 
                                      10        20        30        
AAD-12                        WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
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               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                  
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (8-27:31-50) 
 
                                      10        20        30        
AAD-12                        WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                  
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (8-27:31-50) 
 
                                      10        20        30        
AAD-12                        WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                  
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (8-27:31-50) 
 
                                      10        20        30        
AAD-12                        WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                  
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (8-27:31-50) 
 
                                      10        20        30        
AAD-12                        WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                  
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
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>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (8-27:31-50) 
 
                                      10        20        30        
AAD-12                        WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                  
                                                                    
gi|400 EGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (8-27:31-50) 
 
                                      10        20        30        
AAD-12                        WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                  
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (8-27:31-50) 
 
                                      10        20        30        
AAD-12                        WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                  
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (8-27:31-50) 
 
                                      10        20        30        
AAD-12                        WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                  
                                                                    
gi|167 EGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (8-27:31-50) 
 
                                      10        20        30        
AAD-12                        WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
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                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                  
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (8-27:31-50) 
 
                                      10        20        30        
AAD-12                        WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                  
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (8-27:31-50) 
 
                                      10        20        30        
AAD-12                        WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVMPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                  
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 40.0% identity (60.0% similar) in 25 aa overlap (3-27:27-50) 
 
                                       10        20        30       
AAD-12                         WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:   : ::: . . ::          
gi|534 MGVFNYEDEATSVIAPARLFKSFVLDADNL-IPKVAPENVSSAENIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
         40        50        60        70        80                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                 
                                                                    
gi|534 PEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITS 
      60        70        80        90       100       110          
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (8-27:31-50) 
 
                                      10        20        30        
AAD-12                        WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                  
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gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (8-27:31-50) 
 
                                      10        20        30        
AAD-12                        WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                  
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSK 
               70        80        90       100       110       120 
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 70.0  bits: 14.2 E():   63 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (46-50:2-6) 
 
          20        30        40        50        60        70      
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     : :::                          
gi|463                              DRNLVHSATR                      
                                            10                      
 
          80 
AAD-12 IGYGM 
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 69.8  bits: 19.4 E():   65 
Smith-Waterman score: 47; 47.1% identity (70.6% similar) in 17 aa overlap (1-17:333-348) 
 
                                             10        20        30 
AAD-12                               WHADSTYMPVMAQGAVFSAEVVPAVGGRTC 
                                     :.  : :: :. .::.:              
gi|113 LSQGNRFLASDIKKEVVGRYGESAMSESINWNWRS-YMDVFENGAIFVPSGVDPVLTPEQ 
            310       320       330        340       350       360  
 
               40        50        60        70        80 
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                                          
gi|113 NAGMIPAEPGEAVLRLTSSAGVLSCQPGAPC                    
             370       380       390                      
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.7  bits: 17.9 E():   66 
Smith-Waterman score: 41; 20.9% identity (47.8% similar) in 67 aa overlap (7-64:3-69) 
 
               10        20        30        40                 50  
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---------DEATRALVHQ 
             .. ..  . :..: :   . :     . : :.: :         :.. ..:.:  
gi|856     MKFIITLFAAIVMAAAVSGFIVGDKKEDEWRMAFDRLMMEELETKIDQVEKGLLHL 
                   10        20        30        40        50       
 
              60        70        80                                
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGM                                
           . :  ..::                                                
gi|856 SEQYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLNMFERYNYEFALES 
         60        70        80        90       100       110       
 
>>gi|4006963|emb|CAA07328.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.5  bits: 17.7 E():   67 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (9-27:32-50) 
 
                                     10        20        30         
AAD-12                       WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
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gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       40        50        60        70        80                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                  
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|4006947|emb|CAA07320.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.5  bits: 17.7 E():   67 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (9-27:32-50) 
 
                                     10        20        30         
AAD-12                       WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       40        50        60        70        80                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                  
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.5  bits: 17.9 E():   67 
Smith-Waterman score: 41; 34.6% identity (61.5% similar) in 26 aa overlap (5-30:5-30) 
 
               10        20        30        40        50        60 
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
           :.:  ...   ::   .: :::.. :                               
gi|217 MASKSNYNLLFTALLVFIFAAVAAVGNEDCTPWTSTLITPLPSCRNYVEEQACRIEMPGP 
               10        20        30        40        50        60 
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 69.4  bits: 14.7 E():   68 
Smith-Waterman score: 28; 40.0% identity (80.0% similar) in 10 aa overlap (14-23:4-13) 
 
               10        20        30        40        50        60 
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                    :.:  :...:                                      
gi|131           GPVGGVVHAHMMPLL                                    
                         10                                         
 
>>gi|114326420|ref|NP_001041618.1| major allergen I poly  (88 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 69.1  bits: 17.2 E():   70 
Smith-Waterman score: 38; 31.8% identity (63.6% similar) in 22 aa overlap (4-25:3-24) 
 
               10        20        30        40        50        60 
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
          :..  :  . .:. . :. :::                                    
gi|114  MLDAALPPCPTVAATADCEICPAVKRDVDLFLTGTPDEYVEQVAQYKALPVVLENARIL 
                10        20        30        40        50          
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.8  bits: 17.6 E():   73 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (49-70:6-27) 
 
       20        30        40        50        60        70         
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159                          IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
                                        10        20        30      
 
       80                                                           
AAD-12 GM                                                           
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFXQFYQPDAYPSGAWY 
          40        50        60        70        80        90      
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>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (8-27:30-49) 
 
                                     10        20        30         
AAD-12                       WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFPE 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                   
                                                                    
gi|437 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISHKY 
               70        80        90       100       110       120 
 
>>gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 32.0% identity (64.0% similar) in 25 aa overlap (3-27:27-50) 
 
                                       10        20        30       
AAD-12                         WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGDGGPGTIKKITF 
               10        20        30         40        50          
 
         40        50        60        70        80                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                 
                                                                    
gi|212 GEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (39-67:101-129) 
 
       10        20        30        40        50        60         
AAD-12 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
       70        80 
AAD-12 QQAGSAYIGYGM 
                    
gi|273 RRRR         
                    
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (39-67:101-129) 
 
       10        20        30        40        50        60         
AAD-12 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
       70        80 
AAD-12 QQAGSAYIGYGM 
                    
gi|273 RRRR         
                    
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.4  bits: 17.4 E():   77 
Smith-Waterman score: 39; 53.8% identity (69.2% similar) in 13 aa overlap (32-44:72-84) 
 
              10        20        30        40        50        60  
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
                                     ::.::  ::  .:                  
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gi|131 ELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDE 
              50        60        70        80        90       100  
 
              70        80 
AAD-12 QSKLGHVQQAGSAYIGYGM 
                           
gi|131 FGALVDKWGAKG        
             110           
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (8-27:31-50) 
 
                                      10        20        30        
AAD-12                        WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                  
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (8-27:31-50) 
 
                                      10        20        30        
AAD-12                        WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                  
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 43; 26.6% identity (59.4% similar) in 64 aa overlap (17-75:82-145) 
 
                             10        20        30          40     
AAD-12               WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD--ALDEA 
                                     : .:.:  .:. . .  :..     : ..  
gi|170 MAKFPQFAGKDLETLKGTGQFATHAGRIVGFVSEIVALMGNSANMPAMETLIKDMAANHK 
              60        70        80        90       100       110  
 
           50           60        70        80           
AAD-12 TRALVHQRSA--RHSLV-YSQSKLGHVQQAGSAYIGYGM           
       .:.. . .    : ::: : :::..  .. :.:.                
gi|170 ARGIPKAQFNEFRASLVSYLQSKVSWNDSLGAAWTQGLDNVFNMMFSYL 
             120       130       140       150       160 
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (8-27:31-50) 
 
                                      10        20        30        
AAD-12                        WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                  
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
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               70        80        90       100       110       120 
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (8-27:31-50) 
 
                                      10        20        30        
AAD-12                        WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|125 MGVFNYETEATSVIPAARLFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                  
                                                                    
gi|125 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (8-27:31-50) 
 
                                      10        20        30        
AAD-12                        WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                  
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (8-27:31-50) 
 
                                      10        20        30        
AAD-12                        WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|154 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                  
                                                                    
gi|154 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (8-27:31-50) 
 
                                      10        20        30        
AAD-12                        WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                  
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (8-27:31-50) 
 
                                      10        20        30        
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AAD-12                        WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                  
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 68.3  bits: 19.4 E():   78 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (48-69:332-353) 
 
        20        30        40        50        60        70        
AAD-12 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     : :     ::..:. .  :.::         
gi|259 LTTLNSLNLPILKWLQLSVEKGVLYKNALVLPHWNLNSHSIIYGCKGKGQVQVVDNFGNR 
             310       320       330       340       350       360  
 
        80                                                          
AAD-12 YGM                                                          
                                                                    
gi|259 VFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRAMTSPLAGRTSVLGGMPEEVL 
             370       380       390       400       410       420  
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.8  bits: 17.1 E():   83 
Smith-Waterman score: 38; 37.5% identity (62.5% similar) in 16 aa overlap (9-24:41-56) 
 
                                     10        20        30         
AAD-12                       WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..  :: :  ..: :               
gi|166 GSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAAYVMNLYYQHAG 
               20        30        40        50        60        70 
 
       40        50        60        70        80 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                                  
gi|166 RNSWNCDFSQTATLTNTNPSYGACNFPSGSN            
               80        90       100             
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.6 E():   83 
Smith-Waterman score: 40; 35.3% identity (70.6% similar) in 17 aa overlap (13-29:30-46) 
 
                                10        20        30        40    
AAD-12                  WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                    :::. ...  :  ::..               
gi|476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVQGATVAVDCRPFNGGESKLKAEATTDGLGWY 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                        
                                                                    
gi|476 KIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQGIRYANPIAFFR 
               70        80        90       100       110       120 
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 67.6  bits: 19.6 E():   85 
Smith-Waterman score: 48; 22.9% identity (57.1% similar) in 35 aa overlap (42-76:339-373) 
 
              20        30        40        50        60        70  
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     ::  .:  . :  : . ...:.. : . .: 
gi|131 LLQPVSTPGEFELFFGAGGENPESFFKSFSDEILEAAFNTRRDRLQRIFGQQRQGVIVKA 
      310       320       330       340       350       360         
 
              80                                                    
AAD-12 GSAYIGYGM                                                    
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       .   .                                                        
gi|131 SEEQVRAMSRHEEGGIWPFGGESKGTINIYQQRPTHSNQYGQLHEVDASQYRQLRDLDLT 
      370       380       390       400       410       420         
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (6-21:29-44) 
 
                                      10        20        30        
AAD-12                        WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|215 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAATGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                  
                                                                    
gi|215 GSPITTMTVRTDAVNKEALSYDSTVIDGDILLGFIESIETHMVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 40; 43.8% identity (62.5% similar) in 16 aa overlap (6-21:29-44) 
 
                                      10        20        30        
AAD-12                        WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.:.                 
gi|134 MGVQTHVLELTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPD 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                  
                                                                    
gi|134 GGPITTMTLRIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIF 
               70        80        90       100       110       120 
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (6-21:29-44) 
 
                                      10        20        30        
AAD-12                        WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|892 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                  
                                                                    
gi|892 GSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 67.0  bits: 20.1 E():   91 
Smith-Waterman score: 50; 28.9% identity (60.5% similar) in 38 aa overlap (33-70:827-864) 
 
             10        20        30        40        50        60   
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     ...:: :  :.:   :   :. ..: : .. 
gi|219 NEKVKVYKRQMQEQEGMSQQNLTRVRRFQRELEAAEDRADQAESNLSFIRAKHRSWVTTS 
        800       810       820       830       840       850       
 
             70        80  
AAD-12 SKLGHVQQAGSAYIGYGM  
       .  : ..:            
gi|219 QVPGGTRQVFVTEQESSNF 
        860       870      
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 67.0  bits: 20.1 E():   91 
Smith-Waterman score: 50; 28.9% identity (60.5% similar) in 38 aa overlap (33-70:827-864) 
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             10        20        30        40        50        60   
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     ...:: :  :.:   :   :. ..: : .. 
gi|377 NEKVKVYKRQMQEQEGMSQQNLTRVRRFQRELEAAEDRADQAESNLSFIRAKHRSWVTTS 
        800       810       820       830       840       850       
 
             70        80  
AAD-12 SKLGHVQQAGSAYIGYGM  
       .  : ..:            
gi|377 QVPGGTRQVFTTQEETTNY 
        860       870      
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 67.0  bits: 19.3 E():   91 
Smith-Waterman score: 50; 24.2% identity (58.1% similar) in 62 aa overlap (1-60:361-421) 
 
                                             10          20         
AAD-12                               WHADSTYMPVM--AQGAVFSAEVVPAVGGR 
                                     ...: .:.::   . . .:   : :..:   
gi|558 IKSVPFIHLGKQATLSDLLNRNNTFKPFAEYKSDYVYQPVPKPVWAQIFVWLVKPGAGI- 
              340       350       360       370       380           
 
       30        40        50        60        70        80         
AAD-12 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM         
         .  . :: .:  ::.  . :....  .. :                             
gi|558 MVMDPYGAAISATPEAATPFPHRKDVLFNIQYVNYWFDEAGGAAPLQWSKDMYRFMEPYV 
     390       400       410       420       430       440          
 
gi|558 SKNPRQAYANYRDIDLGRNEVVNDISTYASGKVWGEKYFKGNFQRLAITKGKVDPQDYFR 
     450       460       470       480       490       500          
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.0  bits: 18.1 E():   92 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (44-77:71-104) 
 
            20        30        40        50        60        70    
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 
                                     :   :: .:.: .   ::..      : :  
gi|221 AQRPDNRIESEGGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGR 
               50        60        70        80        90       100 
 
            80                                                      
AAD-12 AYIGYGM                                                      
       .:.:                                                         
gi|221 GYFGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQKVHRFDEGDLIAV 
              110       120       130       140       150       160 
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.8  bits: 17.1 E():   94 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (31-44:39-52) 
 
               10        20        30        40        50        60 
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|191 TLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
               70        80                         
AAD-12 SQSKLGHVQQAGSAYIGYGM                         
                                                    
gi|191 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.8  bits: 17.1 E():   94 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (31-44:39-52) 
 
               10        20        30        40        50        60 
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
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gi|730 TLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
               70        80                         
AAD-12 SQSKLGHVQQAGSAYIGYGM                         
                                                    
gi|730 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (9-27:31-49) 
 
                                     10        20        30         
AAD-12                       WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|384 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENISGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                   
                                                                    
gi|384 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|4376222|emb|CAA04829.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (9-27:31-49) 
 
                                     10        20        30         
AAD-12                       WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|437 GVFNYEIGATSVIPAARLFKAFILVGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                   
                                                                    
gi|437 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
               70        80        90       100       110       120 
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (9-27:31-49) 
 
                                     10        20        30         
AAD-12                       WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|437 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                   
                                                                    
gi|437 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (9-27:31-49) 
 
                                     10        20        30         
AAD-12                       WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|159 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                   
                                                                    
gi|159 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
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               70        80        90       100       110       120 
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 66.7  bits: 18.3 E():   95 
Smith-Waterman score: 43; 47.6% identity (71.4% similar) in 21 aa overlap (10-30:8-24) 
 
               10        20        30        40        50        60 
AAD-12 WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                .:. :::..: :   ::: .:                               
gi|286   MGSLANNIMVVGAVLAALV---VGG-SCGPPKVPPGPNITTNYNGKWLTARATWYGQP 
                 10           20         30        40        50     
 
>>gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (9-27:32-50) 
 
                                     10        20        30         
AAD-12                       WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYEIEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       40        50        60        70        80                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                   
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|4006953|emb|CAA07323.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (9-27:32-50) 
 
                                     10        20        30         
AAD-12                       WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       40        50        60        70        80                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                   
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (9-27:32-50) 
 
                                     10        20        30         
AAD-12                       WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       40        50        60        70        80                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                   
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (9-27:32-50) 
 
                                     10        20        30         
AAD-12                       WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       40        50        60        70        80                   
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AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                   
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006957|emb|CAA07325.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (9-27:32-50) 
 
                                     10        20        30         
AAD-12                       WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKINFPE 
              10        20        30        40        50        60  
 
       40        50        60        70        80                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                   
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (9-27:32-50) 
 
                                     10        20        30         
AAD-12                       WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       40        50        60        70        80                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                   
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (9-27:32-50) 
 
                                     10        20        30         
AAD-12                       WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       40        50        60        70        80                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                   
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (9-27:32-50) 
 
                                     10        20        30         
AAD-12                       WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|114 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       40        50        60        70        80                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                   
                                                                    
gi|114 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
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Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (9-27:32-50) 
 
                                     10        20        30         
AAD-12                       WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       40        50        60        70        80                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                   
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|1321728|emb|CAA96547.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (9-27:32-50) 
 
                                     10        20        30         
AAD-12                       WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       40        50        60        70        80                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                   
                                                                    
gi|132 GFPFKYVKDRVDEVAHKNFKYSYSVIEGGPIGDTLEKISNEIKIVATPDGRSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (9-27:32-50) 
 
                                     10        20        30         
AAD-12                       WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       40        50        60        70        80                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                   
                                                                    
gi|125 GFPFEYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (9-27:32-50) 
 
                                     10        20        30         
AAD-12                       WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       40        50        60        70        80                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                   
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGPILKISNKY 
              70        80        90       100       110       120  
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (9-27:32-50) 
 
                                     10        20        30         
AAD-12                       WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|256 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
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       40        50        60        70        80                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                   
                                                                    
gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (9-27:32-50) 
 
                                     10        20        30         
AAD-12                       WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPG 
              10        20        30        40        50        60  
 
       40        50        60        70        80                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                   
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1513216|gb|AAC02632.1| cherry-allergen PRUA1 [Prunu  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 32.0% identity (64.0% similar) in 25 aa overlap (3-27:27-50) 
 
                                       10        20        30       
AAD-12                         WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  .:.. . ::          
gi|151 MGVFTYESEFTSEIPPPRLFKAFVLDADNL-VPKIAPQAIKHSEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
         40        50        60        70        80                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                 
                                                                    
gi|151 GEGSQYGYVKHKIDSIDKENYSYSYTLIEGDALGDTLEKISYETKLVASPSGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (9-27:32-50) 
 
                                     10        20        30         
AAD-12                       WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSLIPAARLFRAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       40        50        60        70        80                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                   
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (9-27:32-50) 
 
                                     10        20        30         
AAD-12                       WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|241 GVFNYETETTSVIPAARLFKAFFLDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       40        50        60        70        80                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                   
                                                                    
gi|241 GFPFRYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
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>>gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (9-27:32-50) 
 
                                     10        20        30         
AAD-12                       WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       40        50        60        70        80                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                   
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDILEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|167472849|gb|ABZ81046.1| pollen allergen Que a 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 30.0% identity (70.0% similar) in 20 aa overlap (8-27:31-50) 
 
                                      10        20        30        
AAD-12                        WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :. :.:.. . ::           
gi|167 MGVFTYESEDASVIPPARLFKAFVLDSDNLIPKVVPQALKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                  
                                                                    
gi|167 EGSHLKHAKHRIDVIDPENFTYSFSVIEGDALFDKLENVSTETKIVASPDGGSIVKSTSK 
               70        80        90       100       110       120 
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (9-27:32-50) 
 
                                     10        20        30         
AAD-12                       WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       40        50        60        70        80                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                   
                                                                    
gi|459 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|82492265|gb|ABB78006.1| major allergen Pru p 1 [Pru  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 32.0% identity (64.0% similar) in 25 aa overlap (3-27:27-50) 
 
                                       10        20        30       
AAD-12                         WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  .:.. . ::          
gi|824 MGVFTYESEFTSEIPPPRLFKAFVLDADNL-VPKIAPQAIKHSEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
         40        50        60        70        80                 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                 
                                                                    
gi|824 GEGSQYGYVKHKIDSIDKENHSYSYTLIEGDALGDNLEKISYETKLVASPSGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (9-27:32-50) 
 
                                     10        20        30         
AAD-12                       WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
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gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       40        50        60        70        80                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                   
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (9-27:32-50) 
 
                                     10        20        30         
AAD-12                       WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       40        50        60        70        80                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                   
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVTTPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (8-27:31-50) 
 
                                      10        20        30        
AAD-12                        WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|730 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                  
                                                                    
gi|730 EGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (9-27:32-50) 
 
                                     10        20        30         
AAD-12                       WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       40        50        60        70        80                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                   
                                                                    
gi|132 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (9-27:32-50) 
 
                                     10        20        30         
AAD-12                       WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       40        50        60        70        80                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                   
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
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              70        80        90       100       110       120  
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (9-27:32-50) 
 
                                     10        20        30         
AAD-12                       WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKASILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       40        50        60        70        80                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                   
                                                                    
gi|132 GSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKF 
              70        80        90       100       110       120  
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (9-27:32-50) 
 
                                     10        20        30         
AAD-12                       WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       40        50        60        70        80                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                   
                                                                    
gi|116 GIPFKYVKGRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (9-27:32-50) 
 
                                     10        20        30         
AAD-12                       WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       40        50        60        70        80                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                   
                                                                    
gi|125 GFPFKYVKDGVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (9-27:32-50) 
 
                                     10        20        30         
AAD-12                       WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
       40        50        60        70        80                   
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                   
                                                                    
gi|132 GIPFKYVKDRVDEVDHANFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (8-27:31-50) 
 
                                      10        20        30        
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AAD-12                        WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                  
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGFVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 66.5  bits: 18.6 E():   98 
Smith-Waterman score: 44; 26.7% identity (70.0% similar) in 30 aa overlap (47-76:232-259) 
 
         20        30        40        50        60        70       
AAD-12 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                     : .:  :. ::....:..  . ::. . .. 
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIH--SVVHSIIMQQQQQQQQQQGIDIFL 
             210       220       230         240       250          
 
         80                                                         
AAD-12 GYGM                                                         
                                                                    
gi|170 PLSQHEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSIMRAPFAS 
     260       270       280       290       300       310          
 
>>gi|3121755|sp|P81216.1|ALL21_HORSE RecName: Full=Dande  (29 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 66.4  bits: 15.1 E():   98 
Smith-Waterman score: 30; 33.3% identity (50.0% similar) in 18 aa overlap (62-79:5-22) 
 
              40        50        60        70        80       
AAD-12 ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM       
                                     ::.  . : .:     ::        
gi|312                           SQXPQSETDYSQLSGEWNTIYGAASNIXK 
                                         10        20          
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.3  bits: 17.3 E(): 1e 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (16-25:57-66) 
 
                              10        20        30        40      
AAD-12                WHADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .::  .::::                     
gi|291 ATAGGSLLVPSGLILAGTVIALTLATPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAA 
         30        40        50        60        70        80       
 
          50        60        70        80                    
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM                    
                                                              
gi|291 VTVLSWIYRYVTGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVTGSQGS 
         90       100       110       120       130       140 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:48 2011 done: Fri Jan 21 00:02:48 2011 
 Total Scan time:  0.070 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 109  - 188 - 80 aa 
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Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     3     2:* 
  32     4     8:==* 
  34     8    22:===    * 
  36    30    44:==========    * 
  38    38    73:=============           * 
  40    57   102:===================              * 
  42    84   125:============================             * 
  44   119   138:========================================     * 
  46   127   140:===========================================   * 
  48   151   134:============================================*====== 
  50   144   122:========================================*======= 
  52   120   108:===================================*==== 
  54   134    92:==============================*============== 
  56    66    77:======================   * 
  58    61    63:====================* 
  60    51    51:================* 
  62    34    41:============ * 
  64    36    33:==========*= 
  66    53    26:========*========= 
  68    29    20:======*=== 
  70    35    16:=====*====== 
  72    16    12:===*== 
  74    18    10:===*== 
  76    15     8:==*== 
  78    22     6:=*====== 
  80     2     5:=* 
  82     2     3:* 
  84     7     3:*== 
  86     6     2:*= 
  88     3     2:*          inset = represents 1 library sequences 
  90     6     1:*= 
  92     1     1:*         :* 
  94     2     1:*         :*= 
  96     2     1:*         :*= 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.35950.00335; mu= 2.7008 0.176 
 mean_var=35.6428 9.438, 0's: 2 Z-trim: 2  B-trim: 186 in 1/43 
 Lambda= 0.214827 
 Kolmogorov-Smirnov  statistic: 0.1232 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   64 25.1    0.45 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   62 24.4    0.75 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   57 22.9     1.8 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   57 22.9     2.2 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   62 24.2     2.4 
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gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   56 22.6     3.1 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   56 22.6     3.1 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   56 22.5       4 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   56 22.5     4.1 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   53 21.7     4.8 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   53 21.7     4.8 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   57 22.7     5.1 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   52 21.4     5.2 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   53 21.7     5.2 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   53 21.6     5.9 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   53 21.6     5.9 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.3     6.8 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 21.3     7.2 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   52 21.3     7.2 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   52 21.3     7.2 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   56 22.4     7.9 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   49 20.5     8.7 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   51 21.0       9 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.6     9.4 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.6     9.8 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.6     9.8 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.6      10 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   56 22.3      11 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   56 22.3      11 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   56 22.3      12 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   49 20.4      13 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   52 21.2      15 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   52 21.2      15 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   51 20.9      17 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 19.5      19 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 22.2      20 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 19.8      20 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 22.2      20 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 19.8      21 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 19.8      21 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   45 19.2      21 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   47 19.8      21 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   47 19.8      21 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   47 19.8      21 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   47 19.8      21 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   47 19.8      21 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   47 19.8      21 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   47 19.8      21 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   47 19.8      21 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   47 19.8      21 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   47 19.8      21 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   47 19.8      21 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 19.8      21 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 19.8      21 
gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   48 20.0      23 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.5      24 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   54 21.6      24 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   46 19.5      25 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   52 21.1      26 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   46 19.5      26 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   46 19.5      26 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 19.5      26 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 19.5      26 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 19.5      26 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 19.5      26 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   46 19.5      26 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   44 18.9      26 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   53 21.3      29 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.7      30 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   45 19.2      32 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   45 19.2      32 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   45 19.2      32 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   45 19.2      32 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   45 19.2      32 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   45 19.2      32 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   45 19.2      32 
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gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   45 19.2      32 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 18.1      32 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   47 19.7      33 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   43 18.6      36 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   50 20.5      38 
gi|14422361|emb|CAC41634.1| plantain pollen major  ( 131)   43 18.6      39 
gi|14422359|emb|CAC41633.1| plantain pollen major  ( 131)   43 18.6      39 
gi|14422363|emb|CAC41635.1| plantain pollen major  ( 131)   43 18.6      39 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   44 18.8      40 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   44 18.8      40 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   44 18.8      40 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   44 18.8      40 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   44 18.8      40 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   44 18.8      40 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   47 19.7      41 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   49 20.2      42 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   36 16.7      43 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   48 19.9      44 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   50 20.4      44 
gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Glo ( 151)   43 18.5      46 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   43 18.5      47 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 20.7      49 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.8      49 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 15.3      49 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   43 18.5      49 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   43 18.5      49 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   43 18.5      49 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   46 19.3      50 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   49 20.1      52 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   46 19.3      54 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 19.9      55 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 17.7      55 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.5      55 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   42 18.2      55 
gi|56417506|gb|AAV90694.1| GE-rich salivary protei ( 266)   45 19.0      58 
gi|56417504|gb|AAV90693.1| 30 kDa salivary gland a ( 271)   45 19.0      59 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   42 18.2      61 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.2      61 
gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allerge ( 159)   42 18.2      61 
gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allerge ( 159)   42 18.2      61 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   42 18.2      61 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   42 18.2      61 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 18.2      61 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 18.2      61 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   42 18.2      61 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.2      61 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   42 18.2      61 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.2      61 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.2      61 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   42 18.2      61 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 18.2      61 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.2      61 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   42 18.2      61 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   42 18.2      61 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.2      61 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.2      61 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   42 18.2      61 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   42 18.2      61 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.2      61 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.2      61 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   41 17.9      65 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   41 17.9      66 
gi|4006963|emb|CAA07328.1| pollen allergen Betv1,  ( 120)   40 17.7      67 
gi|4006947|emb|CAA07320.1| pollen allergen Betv1,  ( 120)   40 17.7      67 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   47 19.5      69 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 14.7      70 
gi|114326420|ref|NP_001041618.1| major allergen I  (  88)   38 17.1      72 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 17.7      73 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   48 19.8      74 
gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allerge ( 159)   41 17.9      75 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   41 17.9      75 
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gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   44 18.7      75 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   41 17.9      75 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   41 17.9      75 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   41 17.9      75 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   41 17.9      75 
gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   41 17.9      75 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   41 17.9      75 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   41 17.9      75 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   41 17.9      75 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   41 17.9      75 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   40 17.6      76 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   40 17.6      76 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   50 20.3      77 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   50 20.3      77 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.4      77 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 13.9      77 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   28 14.4      80 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.5      80 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   40 17.6      82 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   38 17.1      84 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   42 18.2      87 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   43 18.4      89 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   40 17.6      89 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   40 17.6      89 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   40 17.6      89 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   45 19.0      89 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   44 18.7      89 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   40 17.6      92 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   40 17.6      92 
gi|4376222|emb|CAA04829.1| pollen allergen, Betv1  ( 159)   40 17.6      92 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   40 17.6      92 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   40 17.6      93 
gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=M ( 160)   40 17.6      93 
gi|4006953|emb|CAA07323.1| pollen allergen Betv1,  ( 160)   40 17.6      93 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   40 17.6      93 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   40 17.6      93 
gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=M ( 160)   40 17.6      93 
gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 ( 160)   40 17.6      93 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   40 17.6      93 
gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula pl ( 160)   40 17.6      93 
gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen be ( 160)   40 17.6      93 
gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 ( 160)   40 17.6      93 
gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Be ( 160)   40 17.6      93 
gi|1321728|emb|CAA96547.1| major allergen Bet v 1  ( 160)   40 17.6      93 
gi|4006957|emb|CAA07325.1| pollen allergen Betv1,  ( 160)   40 17.6      93 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   40 17.6      93 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   40 17.6      93 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   40 17.6      93 
gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 ( 160)   40 17.6      93 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   40 17.6      93 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   40 17.6      93 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   40 17.6      93 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   40 17.6      93 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   40 17.6      93 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   40 17.6      93 
gi|1513216|gb|AAC02632.1| cherry-allergen PRUA1 [P ( 160)   40 17.6      93 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   40 17.6      93 
gi|167472849|gb|ABZ81046.1| pollen allergen Que a  ( 160)   40 17.6      93 
gi|82492265|gb|ABB78006.1| major allergen Pru p 1  ( 160)   40 17.6      93 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   40 17.6      93 
gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula pl ( 160)   40 17.6      93 
gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 ( 161)   40 17.6      93 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   38 17.1      94 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   38 17.1      94 
gi|18536|emb|CAA35691.1| unnamed protein product [ ( 605)   47 19.5      95 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   39 17.3      98 
gi|21757|emb|CAA26383.1| unnamed protein product [ ( 296)   43 18.4      99 
gi|82492267|gb|ABB78007.1| major pollen allergen P ( 525)   46 19.2   1e 
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  64  Z-score: 108.7  bits: 25.1 E(): 0.45 
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Smith-Waterman score: 64; 29.5% identity (63.9% similar) in 61 aa overlap (14-72:9-65) 
 
               10        20        30        40          50         
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLV 
                    : :.: :. : : .    :.:  .: :  ..:..:.   ....:.:. 
gi|111      MKFAIVLIACFAASVL-AQGHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLL 
                    10         20        30        40           50  
 
       60        70        80                                       
AAD-12 YSQSKLGHVQQAGSAYIGYGMD                                       
       : : .: ....  :                                               
gi|111 YLQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQ 
              60        70        80        90       100       110  
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 104.7  bits: 24.4 E(): 0.75 
Smith-Waterman score: 62; 26.5% identity (59.2% similar) in 49 aa overlap (4-52:5-52) 
 
                10        20        30        40        50          
AAD-12  HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
           :.  :..  ... :. .. :. :. :.: :    . : :. :  : :..        
gi|189 MASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPL-EGCREYVAQQTCGVTIAG 
               10        20        30        40         50          
 
      60        70        80                                        
AAD-12 SQSKLGHVQQAGSAYIGYGMD                                        
                                                                    
gi|189 SPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFA 
      60        70        80        90       100       110          
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 97.9  bits: 22.9 E():  1.8 
Smith-Waterman score: 57; 26.7% identity (60.0% similar) in 45 aa overlap (30-74:26-70) 
 
               10        20        30        40        50        60 
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
                                    :::      :.  . . :  ..:.   :... 
gi|527     MVHHITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFA 
                   10        20        30        40        50       
 
               70        80                                         
AAD-12 QSKLGHVQQAGSAYIGYGMD                                         
       . .. :::.:.. :                                               
gi|527 KVNVDHVQDAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQK 
         60        70        80        90       100       110       
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  50 init1:  50 opt:  57  Z-score: 96.3  bits: 22.9 E():  2.2 
Smith-Waterman score: 57; 24.5% identity (59.2% similar) in 49 aa overlap (4-52:5-52) 
 
                10        20        30        40        50          
AAD-12  HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
           :.  :..  ... :. .. .. :. :.: :    . : :. :  : :..        
gi|439 MASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPL-EGCREYVAQQTCGVTIAG 
               10        20        30        40         50          
 
      60        70        80                                        
AAD-12 SQSKLGHVQQAGSAYIGYGMD                                        
                                                                    
gi|439 SPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDF 
      60        70        80        90       100       110          
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  45 init1:  45 opt:  62  Z-score: 95.6  bits: 24.2 E():  2.4 
Smith-Waterman score: 62; 23.2% identity (53.6% similar) in 56 aa overlap (25-80:309-358) 
 
                     10        20        30        40        50     
AAD-12       HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR 
                                     :.: :  : :.  ..: .      : ..:  
gi|113 HGFFQVVNNNYDKWGSYAIGGSASPTILSQGNRFCAPDERSKKNVLGR------HGEAAA 
      280       290       300       310       320             330   
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           60        70        80                                   
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMD                                   
       .:. ..      : . :. ... :.:                                   
gi|113 ESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEPGESALSLTSSAGVLSCQP 
            340       350       360       370       380       390   
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 93.7  bits: 22.6 E():  3.1 
Smith-Waterman score: 56; 48.0% identity (68.0% similar) in 25 aa overlap (2-26:27-50) 
 
                                        10        20        30      
AAD-12                          HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 :: : .: .:  .: :::.: . ::          
gi|444 MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
          40        50        60        70        80                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 93.7  bits: 22.6 E():  3.1 
Smith-Waterman score: 56; 40.0% identity (68.0% similar) in 25 aa overlap (2-26:27-50) 
 
                                        10        20        30      
AAD-12                          HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. :::.. . ::          
gi|165 MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
          40        50        60        70        80                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                
                                                                    
gi|165 GEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSILKNTS 
      60        70        80        90       100       110          
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 91.7  bits: 22.5 E():    4 
Smith-Waterman score: 56; 28.3% identity (62.3% similar) in 53 aa overlap (31-78:93-144) 
 
               10        20        30             40        50      
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|144 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
             70        80        90       100        110       120  
 
          60        70        80                                    
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMD                                    
       .. :  .:. .: .:...:.. :                                      
gi|144 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
             130       140       150       160       170       180  
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 91.5  bits: 22.5 E():  4.1 
Smith-Waterman score: 56; 28.3% identity (62.3% similar) in 53 aa overlap (31-78:97-148) 
 
               10        20        30             40        50      
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|622 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
         70        80        90       100       110        120      
 
          60        70        80                                    
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMD                                    
       .. :  .:. .: .:...:.. :                                      
gi|622 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
         130       140       150       160       170       180      
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>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 90.3  bits: 21.7 E():  4.8 
Smith-Waterman score: 53; 27.9% identity (62.3% similar) in 61 aa overlap (14-72:9-65) 
 
               10        20        30        40          50         
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLV 
                    : :.: :. :   .    :.:  .: :  ..:..:.   ....:.:. 
gi|111      MKFAIVLIACFAASVL-AQEHKPEKDDFRNEFDHLLIEQANHAI---EKGEHQLL 
                    10         20        30        40           50  
 
       60        70        80                                       
AAD-12 YSQSKLGHVQQAGSAYIGYGMD                                       
       : : .: ....  :                                               
gi|111 YLQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQ 
              60        70        80        90       100       110  
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 90.3  bits: 21.7 E():  4.8 
Smith-Waterman score: 53; 27.9% identity (62.3% similar) in 61 aa overlap (14-72:9-65) 
 
               10        20        30        40          50         
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLV 
                    : :.: :. :   .    :.:  .: :  ..:..:.   ....:.:. 
gi|420      MKFAIVLIACFAASVL-AQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLL 
                    10         20        30        40           50  
 
       60        70        80                                       
AAD-12 YSQSKLGHVQQAGSAYIGYGMD                                       
       : : .: ....  :                                               
gi|420 YLQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQ 
              60        70        80        90       100       110  
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  48 init1:  48 opt:  57  Z-score: 89.7  bits: 22.7 E():  5.1 
Smith-Waterman score: 57; 27.7% identity (55.3% similar) in 47 aa overlap (2-48:26-71) 
 
                                       10        20        30       
AAD-12                         HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                ::. : :. :   .  : ..::.::    .: .   
gi|663 MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGKATTDEQKL 
               10        20        30        40         50          
 
         40        50        60        70        80                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                 
        . .. . .: :                                                 
gi|663 LEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILKLDTDYDVA 
      60        70        80        90       100       110          
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 89.7  bits: 21.4 E():  5.2 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (32-72:11-50) 
 
              10        20        30        40          50          
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVY 
                                     :.:  .: :  ..:..:.   ....:.:.: 
gi|160                     GSQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLY 
                                   10        20           30        
 
      60        70        80                                        
AAD-12 SQSKLGHVQQAGSAYIGYGMD                                        
        : .: ....  :                                                
gi|160 LQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQT 
        40        50        60        70        80        90        
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 89.6  bits: 21.7 E():  5.2 
Smith-Waterman score: 53; 24.5% identity (55.1% similar) in 49 aa overlap (4-52:5-52) 
 
                10        20        30        40        50          
AAD-12  HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
           :.  :..   .. :. .. .. :  :.: :    . : :. :  : :..        
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gi|217 MASKSSISPLLLATVLVSVFAAATATGPYCYAGMGLPINPL-EGCREYVAQQTCGISISG 
               10        20        30        40         50          
 
      60        70        80                                        
AAD-12 SQSKLGHVQQAGSAYIGYGMD                                        
                                                                    
gi|217 SAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDF 
      60        70        80        90       100       110          
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  53  Z-score: 88.7  bits: 21.6 E():  5.9 
Smith-Waterman score: 53; 22.4% identity (55.2% similar) in 58 aa overlap (7-58:31-87) 
 
                                       10        20             30  
AAD-12                         HADSTYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICF- 
               10        20        30        40        50           
 
              40        50         60        70        80           
AAD-12 DMRAAYDALDEATRALVHQR-SARHSLVYSQSKLGHVQQAGSAYIGYGMD           
       :  . .. . . .. . .   : :.:..                                 
gi|132 DEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSIS 
      60        70        80        90       100       110          
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  53  Z-score: 88.7  bits: 21.6 E():  5.9 
Smith-Waterman score: 53; 44.0% identity (68.0% similar) in 25 aa overlap (2-26:27-50) 
 
                                        10        20        30      
AAD-12                          HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 :: : .: .:  .: .::.: . ::          
gi|444 MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
          40        50        60        70        80                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.5  bits: 21.3 E():  6.8 
Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (37-60:29-52) 
 
         10        20        30        40        50        60       
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 
                                     : : :::  : .  ..: .: .::       
gi|144   KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLS 
                 10        20        30        40        50         
 
         70        80                                               
AAD-12 VQQAGSAYIGYGMD                                               
                                                                    
gi|144 DSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAG 
       60        70        80        90       100       110         
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 87.1  bits: 21.3 E():  7.2 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (2-26:27-50) 
 
                                        10        20        30      
AAD-12                          HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|602 MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
          40        50        60        70        80                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                
                                                                    
gi|602 GEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIKSTSH 
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      60        70        80        90       100       110          
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 87.1  bits: 21.3 E():  7.2 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (2-26:27-50) 
 
                                        10        20        30      
AAD-12                          HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|131 MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
          40        50        60        70        80                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                
                                                                    
gi|131 GEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 87.1  bits: 21.3 E():  7.2 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (2-26:27-50) 
 
                                        10        20        30      
AAD-12                          HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|279 MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
          40        50        60        70        80                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                
                                                                    
gi|279 GEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 86.3  bits: 22.4 E():  7.9 
Smith-Waterman score: 56; 22.6% identity (54.8% similar) in 84 aa overlap (3-80:40-123) 
 
                                           10        20        30   
AAD-12                             HADSTYMPVMAQGAVFSAEVVPAVGGRTCF-- 
                                     :.  .:: .. :...  .: : :    .   
gi|682 LLGILLYIPIVLSDDRAPIPANSAQLNSWFDGIIQPVAVRKATMDPALVTAEGQAKVIKL 
      10        20        30        40        50        60          
 
                40        50        60        70           80       
AAD-12 -ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG--SAYIG-YGMD       
        .:  . . ...:: ...  . . :  : .: .. ..  . :  . ::  :: :       
gi|682 KSDGSGDFKSINEAIKSIPDDNTKRVILSFSPGNYSEKVKIGMYKHYITFYGEDPNNMPI 
      70        80        90       100       110       120          
 
gi|682 LVFGGTAAEYGTVDSATLIVESNYFSAVNLKIVNSAPRPDGKRVGAQAAALRISGDKASF 
     130       140       150       160       170       180          
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 85.6  bits: 20.5 E():  8.7 
Smith-Waterman score: 49; 22.4% identity (56.9% similar) in 58 aa overlap (12-69:4-59) 
 
               10        20        30        40        50        60 
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
                  .:.. .:.:. :. :     : .: . :   :...    ..:    . . 
gi|777         MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFA--IID 
                       10        20        30        40          50 
 
               70        80                                      
AAD-12 QSKLGHVQQAGSAYIGYGMD                                      
       :.: : ...                                                 
gi|777 QDKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH 
               60        70        80        90       100        
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 85.3  bits: 21.0 E():    9 
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Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (2-26:27-50) 
 
                                        10        20        30      
AAD-12                          HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 :: : .: .:  .: .::.: . ::          
gi|444 MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
          40        50        60        70        80                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.0  bits: 22.6 E():  9.4 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (33-72:372-411) 
 
             10        20        30        40        50        60   
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|224 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             350       360       370       380       390       400  
 
             70        80                                           
AAD-12 KLGHVQQAGSAYIGYGMD                                           
         .::: . :                                                   
gi|224 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             410       420       430       440       450       460  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.6  bits: 22.6 E():  9.8 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (33-72:392-431) 
 
             10        20        30        40        50        60   
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|571 GNRSPHIYDPQRWFTQNCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
             70        80                                           
AAD-12 KLGHVQQAGSAYIGYGMD                                           
         .::: . :                                                   
gi|571 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFA 
             430       440       450       460       470       480  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.6  bits: 22.6 E():  9.8 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (33-72:392-431) 
 
             10        20        30        40        50        60   
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|199 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
             70        80                                           
AAD-12 KLGHVQQAGSAYIGYGMD                                           
         .::: . :                                                   
gi|199 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             430       440       450       460       470       480  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.5  bits: 22.6 E():   10 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (33-72:400-439) 
 
             10        20        30        40        50        60   
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|213 RSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
     370       380       390       400       410       420          
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             70        80                                           
AAD-12 KLGHVQQAGSAYIGYGMD                                           
         .::: . :                                                   
gi|213 GRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLA 
     430       440       450       460       470       480          
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 83.6  bits: 22.3 E():   11 
Smith-Waterman score: 56; 22.9% identity (54.3% similar) in 70 aa overlap (3-71:140-207) 
 
                                           10        20        30   
AAD-12                             HADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     :   .:. .   ... : .:.:.  . . : 
gi|186 TFEEPQQPQQRGQSSRPQDRHQKIYNSREGDLIAVPTGVAWWMYNNEDTPVVA--VSIID 
     110       120       130       140       150       160          
 
             40         50        60        70        80            
AAD-12 MRAAYDALDEATRAL-VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD            
         .  . ::.  : . .   . .. : :.: . :: .: :                     
gi|186 TNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEENEGGSILSGFTLE 
       170       180       190       200       210       220        
 
gi|186 FLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQRPQEEEEEEEDEK 
       230       240       250       260       270       280        
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 83.6  bits: 22.3 E():   11 
Smith-Waterman score: 56; 22.9% identity (54.3% similar) in 70 aa overlap (3-71:140-207) 
 
                                           10        20        30   
AAD-12                             HADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     :   .:. .   ... : .:.:.  . . : 
gi|186 TFEEPQQPQQRGQSSRPQDRHQKIYNFREGDLIAVPTGVAWWMYNNEDTPVVA--VSIID 
     110       120       130       140       150       160          
 
             40         50        60        70        80            
AAD-12 MRAAYDALDEATRAL-VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD            
         .  . ::.  : . .   . .. : :.: . :: .: :                     
gi|186 TNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEENEGGSILSGFTLE 
       170       180       190       200       210       220        
 
gi|186 FLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQRPQEEEEEEEDEK 
       230       240       250       260       270       280        
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 83.4  bits: 22.3 E():   12 
Smith-Waterman score: 56; 28.9% identity (52.6% similar) in 38 aa overlap (35-72:371-408) 
 
           10        20        30        40        50        60     
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :  : . .  ..:  .  ::..:      
gi|370 RSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGR 
              350       360       370       380       390       400 
 
           70        80                                             
AAD-12 GHVQQAGSAYIGYGMD                                             
       .::: . :                                                     
gi|370 AHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGE 
              410       420       430       440       450       460 
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 82.4  bits: 20.4 E():   13 
Smith-Waterman score: 49; 35.7% identity (52.4% similar) in 42 aa overlap (14-44:37-78) 
 
                                10        20              30        
AAD-12                  HADSTYMPVMAQGAVFSAEVVPAVGGR------TCFADMRAAY 
                                     :. : :.: . ::       :   : ...: 
gi|145 EEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSY 
         10        20        30        40        50        60       
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             40        50        60        70        80             
AAD-12 -----DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD             
            ::.::::                                                 
gi|145 VLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAP 
         70        80        90       100       110       120       
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.3  bits: 21.2 E():   15 
Smith-Waterman score: 52; 27.0% identity (54.1% similar) in 37 aa overlap (2-38:26-62) 
 
                                       10        20        30       
AAD-12                         HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                ::. : :. :   .  : .  :.::..   ...   
gi|441 MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLL 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                 
        :                                                           
gi|441 EDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAY 
               70        80        90       100       110       120 
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.3  bits: 21.2 E():   15 
Smith-Waterman score: 52; 20.8% identity (58.3% similar) in 48 aa overlap (4-51:72-119) 
 
                                          10        20        30    
AAD-12                            HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:...:   :: .  :..  .. :... 
gi|170 QSFSQQPPFSQQQQQPLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQ 
              50        60        70        80        90       100  
 
            40        50        60        70        80              
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD              
       .      ..  . ::.:.                                           
gi|170 QQLVLPPQQQQQQLVQQQIPIVQPSVLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSS 
             110       120       130       140       150       160  
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  85 init1:  51 opt:  51  Z-score: 80.2  bits: 20.9 E():   17 
Smith-Waterman score: 51; 22.6% identity (64.5% similar) in 31 aa overlap (4-34:66-96) 
 
                                          10        20        30    
AAD-12                            HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:.. ::  :  .. :..  .. :... 
gi|219 QPLPPQQTFPQQPPFSQQQQQQPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQ 
          40        50        60        70        80        90      
 
            40        50        60        70        80              
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD              
       .                                                            
gi|219 QQLILPPQQQQQLPQQQISIVQPSVLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSC 
         100       110       120       130       140       150      
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 79.3  bits: 19.5 E():   19 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (8-23:66-81) 
 
                                      10        20        30        
AAD-12                        HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
        40        50        60        70        80 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                                   
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS                
         100       110       120                   
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
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 initn:  56 init1:  56 opt:  56  Z-score: 79.1  bits: 22.2 E():   20 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (60-77:283-300) 
 
      30        40        50        60        70        80          
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD          
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.0  bits: 19.8 E():   20 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (33-49:14-30) 
 
             10        20        30        40        50        60   
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     .: :.: .:.  .. .:              
gi|219                  MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQ 
                                10        20        30        40    
 
             70        80                                           
AAD-12 KLGHVQQAGSAYIGYGMD                                           
                                                                    
gi|219 TFEENDLQQLIIEIDADGSGELEFDEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNG 
            50        60        70        80        90       100    
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 78.9  bits: 22.2 E():   20 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (60-77:289-306) 
 
      30        40        50        60        70        80          
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD          
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
 
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.8  bits: 19.8 E():   21 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (21-37:141-157) 
 
                         10        20        30        40        50 
AAD-12           HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
               60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.8  bits: 19.8 E():   21 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (21-37:141-157) 
 
                         10        20        30        40        50 
AAD-12           HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
               60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 78.7  bits: 19.2 E():   21 
Smith-Waterman score: 45; 25.5% identity (58.8% similar) in 51 aa overlap (3-50:13-61) 
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                         10        20           30        40        
AAD-12           HADSTYMPVMAQGAVFSAEVV-PAVG--GRTCFADMRAAYDALDEATRAL 
                   :..   : : :. :. ..    ::  :..  :: . ... ::.   .. 
gi|207 MSITDIVSEKDIDAALESVKAAGS-FNYKIFFQKVGLAGKSA-ADAKKVFEILDRDKSGF 
               10        20         30        40         50         
 
        50        60        70        80                   
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                   
       ..:                                                 
gi|207 IEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
       60        70        80        90       100          
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.7  bits: 19.8 E():   21 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (2-26:27-50) 
 
                                        10        20        30      
AAD-12                          HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
          40        50        60        70        80                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.7  bits: 19.8 E():   21 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (2-26:27-50) 
 
                                        10        20        30      
AAD-12                          HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|165 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
          40        50        60        70        80                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                
                                                                    
gi|165 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.7  bits: 19.8 E():   21 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (2-26:27-50) 
 
                                        10        20        30      
AAD-12                          HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|753 MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
          40        50        60        70        80                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                
                                                                    
gi|753 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.7  bits: 19.8 E():   21 
Smith-Waterman score: 47; 40.0% identity (68.0% similar) in 25 aa overlap (2-26:27-50) 
 
                                        10        20        30      
AAD-12                          HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :.:.. . ::          
gi|602 MGVFTYEFEFTSVIPPARLYNAFVLDADNL-IPKIAPQAVKSTEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
          40        50        60        70        80                
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AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                
                                                                    
gi|602 GEGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.7  bits: 19.8 E():   21 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (2-26:27-50) 
 
                                        10        20        30      
AAD-12                          HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEYTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
          40        50        60        70        80                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 78.7  bits: 19.8 E():   21 
Smith-Waterman score: 47; 23.7% identity (54.2% similar) in 59 aa overlap (2-49:27-84) 
 
                                        10        20             30 
AAD-12                          HADSTYMPVMAQGAVFSAEVVPAVGG-----RTCF 
                                 ::.  .: .:  :.  ::.. . ::     .  : 
gi|304 MGLYTFENEFTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
                     40        50        60        70        80     
AAD-12 AD------MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD     
       ..      ..   :..:::. . ..                                    
gi|304 GEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.7  bits: 19.8 E():   21 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (2-26:27-50) 
 
                                        10        20        30      
AAD-12                          HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|886 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
          40        50        60        70        80                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                
                                                                    
gi|886 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.7  bits: 19.8 E():   21 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (2-26:27-50) 
 
                                        10        20        30      
AAD-12                          HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
          40        50        60        70        80                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.7  bits: 19.8 E():   21 
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Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (2-26:27-50) 
 
                                        10        20        30      
AAD-12                          HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
          40        50        60        70        80                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.7  bits: 19.8 E():   21 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (2-26:27-50) 
 
                                        10        20        30      
AAD-12                          HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
          40        50        60        70        80                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.7  bits: 19.8 E():   21 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (2-26:27-50) 
 
                                        10        20        30      
AAD-12                          HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|134 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
          40        50        60        70        80                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                
                                                                    
gi|134 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.6  bits: 19.8 E():   21 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (21-37:144-160) 
 
                         10        20        30        40        50 
AAD-12           HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
               60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.6  bits: 19.8 E():   21 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (21-37:144-160) 
 
                         10        20        30        40        50 
AAD-12           HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
               60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
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>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.0  bits: 20.0 E():   23 
Smith-Waterman score: 48; 33.3% identity (59.3% similar) in 27 aa overlap (4-30:17-43) 
 
                            10        20        30        40        
AAD-12              HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL 
                       :.:.:  .   ::..:  :  .: : .                  
gi|510 MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLPVIRGKGGGIEFAKT 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                            
                                                                    
gi|510 ETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHLCTPLSLNSFSVDRY 
               70        80        90       100       110       120 
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 77.7  bits: 19.5 E():   24 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (33-50:126-143) 
 
             10        20        30        40        50        60   
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . ::..::: :..: ...             
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG         
         100       110       120       130       140                
 
             70        80 
AAD-12 KLGHVQQAGSAYIGYGMD 
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  51 init1:  51 opt:  54  Z-score: 77.6  bits: 21.6 E():   24 
Smith-Waterman score: 54; 28.6% identity (75.0% similar) in 28 aa overlap (50-77:551-578) 
 
      20        30        40        50        60        70          
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.... . . . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYP 
              530       540       550       560       570       580 
 
      80                                                            
AAD-12 D                                                            
                                                                    
gi|217 TSLQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQP 
              590       600       610       620       630       640 
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 77.3  bits: 19.5 E():   25 
Smith-Waterman score: 46; 26.2% identity (52.3% similar) in 65 aa overlap (11-73:34-95) 
 
                                   10        20        30        40 
AAD-12                     HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
                                     : :.  :.:.: . ::   .  .  . :.  
gi|604 FTFDDQATSPVAPATLYNALAKDADNIIPKAVGSFQSVEIVEGNGGPGTIKKISFVEDG- 
            10        20        30        40        50        60    
 
               50          60        70        80                   
AAD-12 DEATRALVHQRSA--RHSLVYSQSKLGHVQQAGSAYIGYGMD                   
          :. ..:.  .  . .: :: : .: :    .:                          
gi|604 --ETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTISY 
               70        80        90       100       110       120 
 
gi|604 HGKGDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
              130       140       150      
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 77.2  bits: 21.1 E():   26 
Smith-Waterman score: 52; 24.3% identity (73.0% similar) in 37 aa overlap (40-75:143-179) 
 
      10        20        30        40        50        60          
AAD-12 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG-HVQ 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 3970



 

 

                                     .::   .:.: .. .. .::  .... .:. 
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
       70        80                                                 
AAD-12 QAGSAYIGYGMD                                                 
       . :...:                                                      
gi|215 NNGDVFILLVPNFVFVWTGKHSNRMERTTAIRVANDLKSELNRFKLSSVILEDGKEVEQT 
            180       190       200       210       220       230   
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 77.0  bits: 19.5 E():   26 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (2-26:27-50) 
 
                                        10        20        30      
AAD-12                          HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
          40        50        60        70        80                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIKTTSK 
      60        70        80        90       100       110          
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 77.0  bits: 19.5 E():   26 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (2-26:27-50) 
 
                                        10        20        30      
AAD-12                          HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
          40        50        60        70        80                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.0  bits: 19.5 E():   26 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (5-26:29-50) 
 
                                       10        20        30       
AAD-12                         HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                 
                                                                    
gi|400 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.0  bits: 19.5 E():   26 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (5-26:29-50) 
 
                                       10        20        30       
AAD-12                         HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                 
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gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.0  bits: 19.5 E():   26 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (5-26:29-50) 
 
                                       10        20        30       
AAD-12                         HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                 
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.0  bits: 19.5 E():   26 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (5-26:29-50) 
 
                                       10        20        30       
AAD-12                         HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                 
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 77.0  bits: 19.5 E():   26 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (2-26:27-50) 
 
                                        10        20        30      
AAD-12                          HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|880 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
          40        50        60        70        80                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                
                                                                    
gi|880 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVIKTTS 
      60        70        80        90       100       110          
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 76.9  bits: 18.9 E():   26 
Smith-Waterman score: 44; 32.4% identity (56.8% similar) in 37 aa overlap (7-43:65-101) 
 
                                       10        20        30       
AAD-12                         HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .:  ..::. ::  . :.:: :  :   :  
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
         40        50        60        70        80 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
        .  .:.                                      
gi|117 EEEKEESDDDMGFGLFD                            
          100       110                             
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 76.1  bits: 21.3 E():   29 
Smith-Waterman score: 53; 32.1% identity (71.4% similar) in 28 aa overlap (50-77:539-566) 
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      20        30        40        50        60        70          
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.:.. .   . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYP 
      510       520       530       540       550       560         
 
      80                                                            
AAD-12 D                                                            
                                                                    
gi|217 TSVQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQP 
      570       580       590       600       610       620         
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 75.9  bits: 19.7 E():   30 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (30-51:74-98) 
 
                10        20        30        40           50       
AAD-12  HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---DEATRALVHQRSARHS 
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
 
         60        70        80                                     
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMD                                     
                                                                    
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 75.3  bits: 19.2 E():   32 
Smith-Waterman score: 45; 27.0% identity (64.9% similar) in 37 aa overlap (13-49:49-84) 
 
                                 10        20        30        40   
AAD-12                   HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|144 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
             50        60        70        80                       
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                       
       :  : ..                                                      
gi|144 AGLAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEAT 
        80        90       100       110       120       130        
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.3  bits: 19.2 E():   32 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (2-26:27-50) 
 
                                        10        20        30      
AAD-12                          HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
          40        50        60        70        80                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.3  bits: 19.2 E():   32 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (2-26:27-50) 
 
                                        10        20        30      
AAD-12                          HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
          40        50        60        70        80                
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AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.3  bits: 19.2 E():   32 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (2-26:27-50) 
 
                                        10        20        30      
AAD-12                          HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|425 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
          40        50        60        70        80                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                
                                                                    
gi|425 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.3  bits: 19.2 E():   32 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (2-26:27-50) 
 
                                        10        20        30      
AAD-12                          HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
          40        50        60        70        80                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.3  bits: 19.2 E():   32 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (2-26:27-50) 
 
                                        10        20        30      
AAD-12                          HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|753 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTTKKITF 
               10        20        30         40        50          
 
          40        50        60        70        80                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                
                                                                    
gi|753 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.3  bits: 19.2 E():   32 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (2-26:27-50) 
 
                                        10        20        30      
AAD-12                          HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|901 MGGYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
          40        50        60        70        80                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.3  bits: 19.2 E():   32 
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Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (2-26:27-50) 
 
                                        10        20        30      
AAD-12                          HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
          40        50        60        70        80                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 75.3  bits: 18.1 E():   32 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (48-69:37-58) 
 
        20        30        40        50        60        70        
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
        80        
AAD-12 GMD        
                  
gi|162 VPQLEIVPNS 
         70       
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.2  bits: 19.7 E():   33 
Smith-Waterman score: 47; 33.3% identity (52.8% similar) in 36 aa overlap (30-65:159-191) 
 
                10        20        30        40        50          
AAD-12  HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :   . : ..::   :   :: .  :.:   
gi|136 TNTEKLPTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFEIR---HQLTQIHGLYR 
      130       140       150       160       170          180      
 
      60        70        80                             
AAD-12 SQSKLGHVQQAGSAYIGYGMD                             
       :..: :                                            
gi|136 SSDKTGGYWKITMNDGSTYQSDLSKKFEYNTEKPPINIDEIKTIEAEIN 
         190       200       210       220       230     
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.5  bits: 18.6 E():   36 
Smith-Waterman score: 43; 26.0% identity (52.0% similar) in 50 aa overlap (9-58:30-79) 
 
                                    10        20        30          
AAD-12                      HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                                    .  .:.. :.:   .   : :   . :.    
gi|253 TGPYCYAGMGLPINPLEGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHC 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                    
         ::.: .. .::  .: :                                          
gi|253 RCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNAPYCLGLDI 
               70        80        90       100       110       120 
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 74.1  bits: 20.5 E():   38 
Smith-Waterman score: 50; 32.4% identity (59.5% similar) in 37 aa overlap (50-80:198-234) 
 
      20        30        40        50        60              70    
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL------GHVQQAGSA 
                                     ::. :..:  .:. :      :  ..: .  
gi|303 LVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALAD 
       170       180       190       200       210       220        
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            80                                                      
AAD-12 YIGYGMD                                                      
        .:.:::                                                      
gi|303 VLGFGMDTETARKVRGEDDQRGHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICS 
       230       240       250       260       270       280        
 
>>gi|14422361|emb|CAC41634.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.7  bits: 18.6 E():   39 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (3-20:85-102) 
 
                                           10        20        30   
AAD-12                             HADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
             40        50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                                        
gi|144 RHVKPLSFRAKTDAPGC                                
          120       130                                 
 
>>gi|14422359|emb|CAC41633.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.7  bits: 18.6 E():   39 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (3-20:85-102) 
 
                                           10        20        30   
AAD-12                             HADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETDQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
             40        50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                                        
gi|144 RHVKPLSFRAKTDAPGC                                
          120       130                                 
 
>>gi|14422363|emb|CAC41635.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.7  bits: 18.6 E():   39 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (3-20:85-102) 
 
                                           10        20        30   
AAD-12                             HADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSGRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
             40        50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                                        
gi|144 RHVKPLSFRAKTDAPGC                                
          120       130                                 
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.7  bits: 18.8 E():   40 
Smith-Waterman score: 44; 36.4% identity (63.6% similar) in 22 aa overlap (5-26:28-49) 
 
                                      10        20        30        
AAD-12                        HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                  : .: .:  :. :.: . . ::            
gi|115 GVFNYETETTSVIPAARLFKAFILDGDTLFPQVAPQAISSVENISGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                  
                                                                    
gi|115 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKISNKY 
               70        80        90       100       110       120 
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>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.6  bits: 18.8 E():   40 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (7-26:31-50) 
 
                                       10        20        30       
AAD-12                         HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                 
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.6  bits: 18.8 E():   40 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (7-26:31-50) 
 
                                       10        20        30       
AAD-12                         HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                 
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.6  bits: 18.8 E():   40 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (7-26:31-50) 
 
                                       10        20        30       
AAD-12                         HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|584 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                 
                                                                    
gi|584 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.6  bits: 18.8 E():   40 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (7-26:31-50) 
 
                                       10        20        30       
AAD-12                         HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|132 MGVFNYETESTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                 
                                                                    
gi|132 EGSPFKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.6  bits: 18.8 E():   40 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (7-26:31-50) 
 
                                       10        20        30       
AAD-12                         HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
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gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                 
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.5  bits: 19.7 E():   41 
Smith-Waterman score: 47; 36.0% identity (76.0% similar) in 25 aa overlap (33-57:106-130) 
 
             10        20        30        40        50        60   
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     ...: . :.:::.:  ... ::. :      
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
 
             70        80                                           
AAD-12 KLGHVQQAGSAYIGYGMD                                           
                                                                    
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.3  bits: 20.2 E():   42 
Smith-Waterman score: 49; 36.7% identity (66.7% similar) in 30 aa overlap (45-74:43-72) 
 
           20        30        40        50        60        70     
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.. . .:: . : : ..::..  : : : 
gi|558 RVRSGGHDYEGLSYRSLQPENFAVVDLNQMRAVLVDGKARTAWVDSGAQLGELYYAISKY 
             20        30        40        50        60        70   
 
           80                                                       
AAD-12 IGYGMD                                                       
                                                                    
gi|558 SRTLAFPAGVCPTIGVGGNLAGGGFGMLLRKYGIAAENVIDVKLVDANGKLHDKKSMGDD 
             80        90       100       110       120       130   
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 73.1  bits: 16.7 E():   43 
Smith-Waterman score: 36; 46.2% identity (84.6% similar) in 13 aa overlap (65-77:5-17) 
 
           40        50        60        70        80               
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD               
                                     :.:..: :. .::                  
gi|462                           AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKN 
                                         10        20        30     
 
gi|462 LNSA 
            
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 72.9  bits: 19.9 E():   44 
Smith-Waterman score: 48; 21.4% identity (53.6% similar) in 84 aa overlap (3-80:40-123) 
 
                                           10        20        30   
AAD-12                             HADSTYMPVMAQGAVFSAEVVPAVGGRTCF-- 
                                     :.  .:: .. :...  .: : :    .   
gi|269 LLGILLYIPIVLSDDRAPIPSNSAQLNSWFDGIIQPVAVRKATMDPALVTAEGQTKVIKL 
      10        20        30        40        50        60          
 
                40        50        60        70           80       
AAD-12 -ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG--SAYIG-YGMD       
        .:  . . ...:: ...  . . :  :  . .. ..  . :  . ::  :: :       
gi|269 KSDGSGDFKSINEAIKSIPDDNTKRVILSLAPGNYSEKVKIGMYKHYITFYGEDPNNMPI 
      70        80        90       100       110       120          
 
gi|269 LVFGGTAAEYGTVDSATLIVESNYFSAVNLKIVNSAPRPDGKRVGAQAAALRISGDKASF 
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     130       140       150       160       170       180          
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 72.9  bits: 20.4 E():   44 
Smith-Waterman score: 50; 25.6% identity (58.1% similar) in 43 aa overlap (35-77:426-468) 
 
           10        20        30        40        50        60     
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     :  ....:   :.. :.  . .:    ..  
gi|258 AERGFFYRNGIYSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNH 
         400       410       420       430       440       450      
 
           70        80                                             
AAD-12 GHVQQAGSAYIGYGMD                                             
       : .::::.  . :                                                
gi|258 GVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQISREQARQLKYNR 
         460       470       480       490       500       510      
 
>>gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Globin   (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.5  bits: 18.5 E():   46 
Smith-Waterman score: 43; 30.6% identity (55.6% similar) in 36 aa overlap (16-51:115-150) 
 
                              10        20        30        40      
AAD-12                HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                     : :  :  . ..: ::  .::. :  .:   
gi|121 IGDLPNIDGDVTTFVASHTPRGVTHDQLNNFRAGFVSYMKAHTDFAGAEAAWGATLDAFF 
           90       100       110       120       130       140     
 
          50        60        70        80 
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
       ..:  .                              
gi|121 GMVFAKM                             
          150                              
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 72.3  bits: 18.5 E():   47 
Smith-Waterman score: 43; 29.0% identity (67.7% similar) in 31 aa overlap (13-43:49-78) 
 
                                 10        20        30        40   
AAD-12                   HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|186 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVRLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
             50        60        70        80                       
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                       
       :                                                            
gi|186 AGLGYTYTTIGGDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEAT 
        80        90       100       110       120       130        
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 72.0  bits: 20.7 E():   49 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (63-77:609-623) 
 
             40        50        60        70        80             
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD             
                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.0  bits: 18.8 E():   49 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (50-65:46-61) 
 
      20        30        40        50        60        70          
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
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          20        30        40        50        60        70      
 
      80                                                            
AAD-12 D                                                            
                                                                    
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 72.0  bits: 15.3 E():   49 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (53-67:1-15) 
 
             30        40        50        60        70        80 
AAD-12 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :: . : : ..::..              
gi|323                               ARTAWVDSGAQLGELSY            
                                             10                   
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.9  bits: 18.5 E():   49 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (7-26:31-50) 
 
                                       10        20        30       
AAD-12                         HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVISAARLFKSYVLDGDKLIPKVAPQAITSVENVGGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                 
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSK 
               70        80        90       100       110       120 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.9  bits: 18.5 E():   49 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (7-26:31-50) 
 
                                       10        20        30       
AAD-12                         HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|132 MGVFNYETETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                 
                                                                    
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.9  bits: 18.5 E():   49 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (7-26:31-50) 
 
                                       10        20        30       
AAD-12                         HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|261 MGVFNYEAETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                 
                                                                    
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.8  bits: 19.3 E():   50 
Smith-Waterman score: 46; 25.0% identity (62.5% similar) in 40 aa overlap (39-78:195-233) 
 
       10        20        30        40        50        60         
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AAD-12 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :.:  ..:.  :.. :...   :..  . : 
gi|624 SKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIVHAIFMQQGQRQGVQIVQQQ-PQPQ 
          170       180       190       200       210        220    
 
       70        80                                                 
AAD-12 QAGSAYIGYGMD                                                 
       :.:.  .  :                                                   
gi|624 QVGQCVLVQGQGVVQPQQLAQMEAIRTLVLQSVPSMCNFNVPPNCSTIKAPFVGVVTGVG 
           230       240       250       260       270       280    
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.5  bits: 20.1 E():   52 
Smith-Waterman score: 49; 37.9% identity (62.1% similar) in 29 aa overlap (48-76:74-102) 
 
        20        30        40        50        60        70        
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     : .:.: .   ::.. :    : ::.:.:  
gi|112 NRIESEGGYIETWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGL 
            50        60        70        80        90       100    
 
        80                                                          
AAD-12 GMD                                                          
                                                                    
gi|112 IFPGCPSTYEEPAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTG 
           110       120       130       140       150       160    
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.2  bits: 19.3 E():   54 
Smith-Waterman score: 46; 25.4% identity (55.9% similar) in 59 aa overlap (19-77:161-216) 
 
                           10        20        30        40         
AAD-12             HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
                                     .:.:: :    .  ..::...   :: :   
gi|249 MDDASVGSVSSEFHVIESAIEVITYIGEEVKVIPA-GEVEVINKVKAAFST--AATAADE 
              140       150       160        170       180          
 
       50        60        70        80                             
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                             
          . . ..  :. . .  . .:.:: ::                                
gi|249 APANDKFTVFVSSFNKAIKETTGGAYAGYKFIPTLEAAVKQAYAASSATAPEVKYAVFET 
       190       200       210       220       230       240        
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 71.1  bits: 19.9 E():   55 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (32-46:431-446) 
 
              10        20        30        40         50        60 
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYS 
                                     :..: :::.: ...::               
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA               
              410       420       430       440                     
 
               70        80 
AAD-12 QSKLGHVQQAGSAYIGYGMD 
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.0  bits: 17.7 E():   55 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (60-77:26-43) 
 
      30        40        50        60        70        80          
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD          
                                     : .. :. :: :..  ::             
gi|897      EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQ 
                    10        20        30        40        50      
 
gi|897 QGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
          60        70        80        90       100  
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.0  bits: 18.5 E():   55 
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Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (50-64:138-152) 
 
      20        30        40        50        60        70          
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
      80          
AAD-12 D          
                  
gi|391 ASIDTILTKV 
       170        
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.0  bits: 18.2 E():   55 
Smith-Waterman score: 42; 27.6% identity (58.6% similar) in 29 aa overlap (6-34:11-39) 
 
                    10        20        30        40        50      
AAD-12      HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH 
                 ..:. : : ::.   . :.  :  . ..:                      
gi|126 MRSLLILVLCFLPLAALGKVFGRCELAAAMKRHGLDNYRGYSLGNWVCAAKFESNFNTQA 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMD                                    
                                                                    
gi|126 TNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNCAKKIVSDG 
               70        80        90       100       110       120 
 
>>gi|56417506|gb|AAV90694.1| GE-rich salivary protein 30  (266 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.7  bits: 19.0 E():   58 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (50-80:183-213) 
 
      20        30        40        50        60        70          
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
            160       170       180       190       200       210   
 
      80                                                      
AAD-12 D                                                      
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
            220       230       240       250       260       
 
>>gi|56417504|gb|AAV90693.1| 30 kDa salivary gland aller  (271 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.6  bits: 19.0 E():   59 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (50-80:188-218) 
 
      20        30        40        50        60        70          
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
       160       170       180       190       200       210        
 
      80                                                      
AAD-12 D                                                      
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
       220       230       240       250       260       270  
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (7-26:30-49) 
 
                                      10        20        30        
AAD-12                        HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
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        40        50        60        70        80                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                  
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (7-26:30-49) 
 
                                      10        20        30        
AAD-12                        HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: : . ::            
gi|402 GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFAE 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                  
                                                                    
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
>>gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (2-26:27-50) 
 
                                        10        20        30      
AAD-12                          HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
          40        50        60        70        80                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                
                                                                    
gi|212 GEASKYKYSRHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (2-26:27-50) 
 
                                        10        20        30      
AAD-12                          HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
          40        50        60        70        80                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                
                                                                    
gi|212 GEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (7-26:30-49) 
 
                                      10        20        30        
AAD-12                        HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                  
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
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>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (7-26:31-50) 
 
                                       10        20        30       
AAD-12                         HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                 
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (7-26:31-50) 
 
                                       10        20        30       
AAD-12                         HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                 
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNK 
               70        80        90       100       110       120 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (7-26:31-50) 
 
                                       10        20        30       
AAD-12                         HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                 
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (7-26:31-50) 
 
                                       10        20        30       
AAD-12                         HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                 
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (7-26:31-50) 
 
                                       10        20        30       
AAD-12                         HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
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gi|116 MGVFNYESETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                 
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (7-26:31-50) 
 
                                       10        20        30       
AAD-12                         HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                 
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (7-26:31-50) 
 
                                       10        20        30       
AAD-12                         HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                 
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (7-26:31-50) 
 
                                       10        20        30       
AAD-12                         HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                 
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (7-26:31-50) 
 
                                       10        20        30       
AAD-12                         HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                 
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSK 
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               70        80        90       100       110       120 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (7-26:31-50) 
 
                                       10        20        30       
AAD-12                         HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                 
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (7-26:31-50) 
 
                                       10        20        30       
AAD-12                         HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                 
                                                                    
gi|400 EGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (7-26:31-50) 
 
                                       10        20        30       
AAD-12                         HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                 
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (7-26:31-50) 
 
                                       10        20        30       
AAD-12                         HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                 
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (7-26:31-50) 
 
                                       10        20        30       
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AAD-12                         HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                 
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (7-26:31-50) 
 
                                       10        20        30       
AAD-12                         HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                 
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 40.0% identity (60.0% similar) in 25 aa overlap (2-26:27-50) 
 
                                        10        20        30      
AAD-12                          HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:   : ::: . . ::          
gi|534 MGVFNYEDEATSVIAPARLFKSFVLDADNL-IPKVAPENVSSAENIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
          40        50        60        70        80                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                
                                                                    
gi|534 PEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITS 
      60        70        80        90       100       110          
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (7-26:31-50) 
 
                                       10        20        30       
AAD-12                         HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVMPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                 
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (7-26:31-50) 
 
                                       10        20        30       
AAD-12                         HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                 
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gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (7-26:31-50) 
 
                                       10        20        30       
AAD-12                         HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                 
                                                                    
gi|167 EGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.8  bits: 17.9 E():   65 
Smith-Waterman score: 41; 20.9% identity (47.8% similar) in 67 aa overlap (6-63:3-69) 
 
               10        20        30        40                 50  
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---------DEATRALVHQR 
            .. ..  . :..: :   . :     . : :.: :         :.. ..:.:   
gi|856    MKFIITLFAAIVMAAAVSGFIVGDKKEDEWRMAFDRLMMEELETKIDQVEKGLLHLS 
                  10        20        30        40        50        
 
              60        70        80                                
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMD                                
          . :  ..::                                                 
gi|856 EQYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLNMFERYNYEFALESI 
        60        70        80        90       100       110        
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.6  bits: 17.9 E():   66 
Smith-Waterman score: 41; 34.6% identity (61.5% similar) in 26 aa overlap (4-29:5-30) 
 
                10        20        30        40        50          
AAD-12  HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
           :.:  ...   ::   .: :::.. :                               
gi|217 MASKSNYNLLFTALLVFIFAAVAAVGNEDCTPWTSTLITPLPSCRNYVEEQACRIEMPGP 
               10        20        30        40        50        60 
 
>>gi|4006963|emb|CAA07328.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.5  bits: 17.7 E():   67 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (8-26:32-50) 
 
                                      10        20        30        
AAD-12                        HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        40        50        60        70        80                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                 
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|4006947|emb|CAA07320.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.5  bits: 17.7 E():   67 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (8-26:32-50) 
 
                                      10        20        30        
AAD-12                        HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
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        40        50        60        70        80                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                 
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.2  bits: 19.5 E():   69 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (47-68:332-353) 
 
         20        30        40        50        60        70       
AAD-12 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     : :     ::..:. .  :.::         
gi|259 LTTLNSLNLPILKWLQLSVEKGVLYKNALVLPHWNLNSHSIIYGCKGKGQVQVVDNFGNR 
             310       320       330       340       350       360  
 
         80                                                         
AAD-12 YGMD                                                         
                                                                    
gi|259 VFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRAMTSPLAGRTSVLGGMPEEVL 
             370       380       390       400       410       420  
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 69.2  bits: 14.7 E():   70 
Smith-Waterman score: 29; 57.1% identity (71.4% similar) in 7 aa overlap (2-8:1-7) 
 
               10        20        30        40        50        60 
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
        ::. : :                                                     
gi|751  ADAGYAPAAPGTQPKA                                            
                10                                                  
 
>>gi|114326420|ref|NP_001041618.1| major allergen I poly  (88 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.9  bits: 17.1 E():   72 
Smith-Waterman score: 38; 31.8% identity (63.6% similar) in 22 aa overlap (3-24:3-24) 
 
               10        20        30        40        50        60 
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
         :..  :  . .:. . :. :::                                     
gi|114 MLDAALPPCPTVAATADCEICPAVKRDVDLFLTGTPDEYVEQVAQYKALPVVLENARILK 
               10        20        30        40        50        60 
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (48-69:6-27) 
 
        20        30        40        50        60        70        
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159                          IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
                                        10        20        30      
 
        80                                                          
AAD-12 GMD                                                          
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFXQFYQPDAYPSGAWY 
          40        50        60        70        80        90      
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.7  bits: 19.8 E():   74 
Smith-Waterman score: 48; 22.9% identity (57.1% similar) in 35 aa overlap (41-75:339-373) 
 
               20        30        40        50        60        70 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     ::  .:  . :  : . ...:.. : . .: 
gi|131 LLQPVSTPGEFELFFGAGGENPESFFKSFSDEILEAAFNTRRDRLQRIFGQQRQGVIVKA 
      310       320       330       340       350       360         
 
               80                                                   
AAD-12 GSAYIGYGMD                                                   
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       .   .                                                        
gi|131 SEEQVRAMSRHEEGGIWPFGGESKGTINIYQQRPTHSNQYGQLHEVDASQYRQLRDLDLT 
      370       380       390       400       410       420         
 
>>gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.6  bits: 17.9 E():   75 
Smith-Waterman score: 41; 32.0% identity (64.0% similar) in 25 aa overlap (2-26:27-50) 
 
                                        10        20        30      
AAD-12                          HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGDGGPGTIKKITF 
               10        20        30         40        50          
 
          40        50        60        70        80                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                
                                                                    
gi|212 GEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.6  bits: 17.9 E():   75 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (7-26:30-49) 
 
                                      10        20        30        
AAD-12                        HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFPE 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                  
                                                                    
gi|437 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISHKY 
               70        80        90       100       110       120 
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 68.6  bits: 18.7 E():   75 
Smith-Waterman score: 44; 21.4% identity (51.2% similar) in 84 aa overlap (3-80:33-111) 
 
                                           10        20        30   
AAD-12                             HADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     ::. .:   .. . .. .. .:::.   :: 
gi|144 KIFLVTILIVITVTVDARFPRSLQPKWAYLDSNEFP---RSKIGDSPIAGVVGGQD--AD 
             10        20        30           40        50          
 
             40        50              60        70        80       
AAD-12 MRAAYDALDEATRALVHQRSA------RHSLVYSQSKLGHVQQAGSAYIGYGMD       
       .  :   ..     :. .:         .: : . ..  . :.:.:  . :: .       
gi|144 LAEAPFQISLLKDYLIMKRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSS 
        60        70        80        90       100       110        
 
gi|144 YGDLKVKPIIQHESYEQDQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVDGDKVTIYGW 
       120       130       140       150       160       170        
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.6  bits: 17.9 E():   75 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (7-26:31-50) 
 
                                       10        20        30       
AAD-12                         HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|125 MGVFNYETEATSVIPAARLFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                 
                                                                    
gi|125 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
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>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.6  bits: 17.9 E():   75 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (7-26:31-50) 
 
                                       10        20        30       
AAD-12                         HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                 
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.6  bits: 17.9 E():   75 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (7-26:31-50) 
 
                                       10        20        30       
AAD-12                         HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                 
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.6  bits: 17.9 E():   75 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (7-26:31-50) 
 
                                       10        20        30       
AAD-12                         HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|154 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                 
                                                                    
gi|154 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.6  bits: 17.9 E():   75 
Smith-Waterman score: 48; 27.1% identity (58.6% similar) in 70 aa overlap (16-80:82-150) 
 
                              10        20        30          40    
AAD-12                HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD--ALDEA 
                                     : .:.:  .:. . .  :..     : ..  
gi|170 MAKFPQFAGKDLETLKGTGQFATHAGRIVGFVSEIVALMGNSANMPAMETLIKDMAANHK 
              60        70        80        90       100       110  
 
            50           60        70        80           
AAD-12 TRALVHQRSA--RHSLV-YSQSKLGHVQQAGSAYIGYGMD           
       .:.. . .    : ::: : :::..  .. :.:.   :.:           
gi|170 ARGIPKAQFNEFRASLVSYLQSKVSWNDSLGAAWT-QGLDNVFNMMFSYL 
             120       130       140        150       160 
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.6  bits: 17.9 E():   75 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (7-26:31-50) 
 
                                       10        20        30       
AAD-12                         HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
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gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                 
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.6  bits: 17.9 E():   75 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (7-26:31-50) 
 
                                       10        20        30       
AAD-12                         HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                 
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.6  bits: 17.9 E():   75 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (7-26:31-50) 
 
                                       10        20        30       
AAD-12                         HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                 
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.6  bits: 17.9 E():   75 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (7-26:31-50) 
 
                                       10        20        30       
AAD-12                         HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                 
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (38-66:101-129) 
 
        10        20        30        40        50        60        
AAD-12 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
        70        80 
AAD-12 QQAGSAYIGYGMD 
                     
gi|273 RRRR          
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>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (38-66:101-129) 
 
        10        20        30        40        50        60        
AAD-12 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
        70        80 
AAD-12 QQAGSAYIGYGMD 
                     
gi|273 RRRR          
                     
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 68.4  bits: 20.3 E():   77 
Smith-Waterman score: 50; 28.9% identity (60.5% similar) in 38 aa overlap (32-69:827-864) 
 
              10        20        30        40        50        60  
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     ...:: :  :.:   :   :. ..: : .. 
gi|377 NEKVKVYKRQMQEQEGMSQQNLTRVRRFQRELEAAEDRADQAESNLSFIRAKHRSWVTTS 
        800       810       820       830       840       850       
 
              70        80 
AAD-12 SKLGHVQQAGSAYIGYGMD 
       .  : ..:            
gi|377 QVPGGTRQVFTTQEETTNY 
        860       870      
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 68.4  bits: 20.3 E():   77 
Smith-Waterman score: 55; 40.0% identity (66.7% similar) in 30 aa overlap (51-80:4-28) 
 
               30        40        50        60        70        80 
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :::..  .:..:. ::   .:.  : :: : 
gi|219                            MAARSAKY--MYQSSRAGH---GGDISIEYGTD 
                                            10           20         
 
gi|219 LGALTRLEDKIRLLSEDLESERELRQRVEREKSDITVQLMNLTERLEETEGSSESVTEMN 
       30        40        50        60        70        80         
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.4  bits: 17.4 E():   77 
Smith-Waterman score: 39; 53.8% identity (69.2% similar) in 13 aa overlap (31-43:72-84) 
 
               10        20        30        40        50        60 
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
                                     ::.::  ::  .:                  
gi|131 ELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDE 
              50        60        70        80        90       100  
 
               70        80 
AAD-12 QSKLGHVQQAGSAYIGYGMD 
                            
gi|131 FGALVDKWGAKG         
             110            
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 68.4  bits: 13.9 E():   77 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (45-49:2-6) 
 
           20        30        40        50        60        70     
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     : :::                          
gi|463                              DRNLVHSATR                      
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                                            10                      
 
           80 
AAD-12 IGYGMD 
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 68.1  bits: 14.4 E():   80 
Smith-Waterman score: 28; 40.0% identity (80.0% similar) in 10 aa overlap (13-22:4-13) 
 
               10        20        30        40        50        60 
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
                   :.:  :...:                                       
gi|131          GPVGGVVHAHMMPLL                                     
                        10                                          
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 68.1  bits: 19.5 E():   80 
Smith-Waterman score: 49; 28.8% identity (55.8% similar) in 52 aa overlap (8-59:373-421) 
 
                                      10        20        30        
AAD-12                        HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :: ::  .:   : :..:    .  . ::  
gi|558 ATLSDLLNRNNTFKPFAEYKSDYVYQPVPKPVWAQ--IFVWLVKPGAGI-MVMDPYGAAI 
            350       360       370         380        390          
 
        40        50        60        70        80                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                  
       .:  ::.  . :....  .. :                                       
gi|558 SATPEAATPFPHRKDVLFNIQYVNYWFDEAGGAAPLQWSKDMYRFMEPYVSKNPRQAYAN 
     400       410       420       430       440       450          
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.6 E():   82 
Smith-Waterman score: 40; 35.3% identity (70.6% similar) in 17 aa overlap (12-28:30-46) 
 
                                 10        20        30        40   
AAD-12                   HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                    :::. ...  :  ::..               
gi|476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVQGATVAVDCRPFNGGESKLKAEATTDGLGWY 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                       
                                                                    
gi|476 KIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQGIRYANPIAFFR 
               70        80        90       100       110       120 
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.7  bits: 17.1 E():   84 
Smith-Waterman score: 38; 37.5% identity (62.5% similar) in 16 aa overlap (8-23:41-56) 
 
                                      10        20        30        
AAD-12                        HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..  :: :  ..: :               
gi|166 GSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAAYVMNLYYQHAG 
               20        30        40        50        60        70 
 
        40        50        60        70        80 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                                   
gi|166 RNSWNCDFSQTATLTNTNPSYGACNFPSGSN             
               80        90       100              
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.4  bits: 18.2 E():   87 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (43-76:71-104) 
 
             20        30        40        50        60        70   
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 
                                     :   :: .:.: .   ::..      : :  
gi|221 AQRPDNRIESEGGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGR 
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               50        60        70        80        90       100 
 
             80                                                     
AAD-12 AYIGYGMD                                                     
       .:.:                                                         
gi|221 GYFGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQKVHRFDEGDLIAV 
              110       120       130       140       150       160 
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.3  bits: 18.4 E():   89 
Smith-Waterman score: 43; 47.6% identity (71.4% similar) in 21 aa overlap (9-29:8-24) 
 
               10        20        30        40        50        60 
AAD-12 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
               .:. :::..: :   ::: .:                                
gi|286  MGSLANNIMVVGAVLAALV---VGG-SCGPPKVPPGPNITTNYNGKWLTARATWYGQPN 
                10           20         30        40        50      
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.6 E():   89 
Smith-Waterman score: 40; 43.8% identity (62.5% similar) in 16 aa overlap (5-20:29-44) 
 
                                       10        20        30       
AAD-12                         HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.:.                 
gi|134 MGVQTHVLELTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPD 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                 
                                                                    
gi|134 GGPITTMTLRIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIF 
               70        80        90       100       110       120 
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.6 E():   89 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (5-20:29-44) 
 
                                       10        20        30       
AAD-12                         HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|892 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                 
                                                                    
gi|892 GSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.6 E():   89 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (5-20:29-44) 
 
                                       10        20        30       
AAD-12                         HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|215 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAATGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                 
                                                                    
gi|215 GSPITTMTVRTDAVNKEALSYDSTVIDGDILLGFIESIETHMVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.2  bits: 19.0 E():   89 
Smith-Waterman score: 45; 50.0% identity (83.3% similar) in 12 aa overlap (5-16:337-348) 
 
                                         10        20        30     
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AAD-12                           HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     .:: :. .::.:                   
gi|113 NRFLASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMI 
        310       320       330       340       350       360       
 
           40        50        60        70        80 
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                                      
gi|113 PAEPGEAVLRLTSSAGVLSCQPGAPC                     
        370       380       390                       
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 67.2  bits: 18.7 E():   89 
Smith-Waterman score: 44; 26.7% identity (70.0% similar) in 30 aa overlap (46-75:232-259) 
 
          20        30        40        50        60        70      
AAD-12 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                     : .:  :. ::....:..  . ::. . .. 
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIH--SVVHSIIMQQQQQQQQQQGIDIFL 
             210       220       230         240       250          
 
          80                                                        
AAD-12 GYGMD                                                        
                                                                    
gi|170 PLSQHEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSIMRAPFAS 
     260       270       280       290       300       310          
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (8-26:31-49) 
 
                                      10        20        30        
AAD-12                        HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|384 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENISGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                  
                                                                    
gi|384 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (8-26:31-49) 
 
                                      10        20        30        
AAD-12                        HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|437 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                  
                                                                    
gi|437 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|4376222|emb|CAA04829.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (8-26:31-49) 
 
                                      10        20        30        
AAD-12                        HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|437 GVFNYEIGATSVIPAARLFKAFILVGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                  
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gi|437 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
               70        80        90       100       110       120 
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (8-26:31-49) 
 
                                      10        20        30        
AAD-12                        HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|159 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                  
                                                                    
gi|159 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (8-26:32-50) 
 
                                      10        20        30        
AAD-12                        HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        40        50        60        70        80                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                  
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (8-26:32-50) 
 
                                      10        20        30        
AAD-12                        HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYEIEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        40        50        60        70        80                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                  
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|4006953|emb|CAA07323.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (8-26:32-50) 
 
                                      10        20        30        
AAD-12                        HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        40        50        60        70        80                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                  
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (8-26:32-50) 
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                                      10        20        30        
AAD-12                        HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|114 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        40        50        60        70        80                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                  
                                                                    
gi|114 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (8-26:32-50) 
 
                                      10        20        30        
AAD-12                        HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        40        50        60        70        80                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                  
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (8-26:32-50) 
 
                                      10        20        30        
AAD-12                        HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        40        50        60        70        80                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                  
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (8-26:32-50) 
 
                                      10        20        30        
AAD-12                        HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        40        50        60        70        80                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                  
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (8-26:32-50) 
 
                                      10        20        30        
AAD-12                        HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSLIPAARLFRAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
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        40        50        60        70        80                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                  
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (8-26:32-50) 
 
                                      10        20        30        
AAD-12                        HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        40        50        60        70        80                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                  
                                                                    
gi|125 GFPFEYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (8-26:32-50) 
 
                                      10        20        30        
AAD-12                        HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        40        50        60        70        80                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                  
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (8-26:32-50) 
 
                                      10        20        30        
AAD-12                        HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPG 
              10        20        30        40        50        60  
 
        40        50        60        70        80                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                  
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (8-26:32-50) 
 
                                      10        20        30        
AAD-12                        HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        40        50        60        70        80                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                  
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGPILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321728|emb|CAA96547.1| major allergen Bet v 1 [Bet  (160 aa) 
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 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (8-26:32-50) 
 
                                      10        20        30        
AAD-12                        HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        40        50        60        70        80                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                  
                                                                    
gi|132 GFPFKYVKDRVDEVAHKNFKYSYSVIEGGPIGDTLEKISNEIKIVATPDGRSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006957|emb|CAA07325.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (8-26:32-50) 
 
                                      10        20        30        
AAD-12                        HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKINFPE 
              10        20        30        40        50        60  
 
        40        50        60        70        80                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                  
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (8-26:32-50) 
 
                                      10        20        30        
AAD-12                        HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        40        50        60        70        80                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                  
                                                                    
gi|132 GIPFKYVKDRVDEVDHANFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (8-26:32-50) 
 
                                      10        20        30        
AAD-12                        HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        40        50        60        70        80                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                  
                                                                    
gi|132 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (8-26:32-50) 
 
                                      10        20        30        
AAD-12                        HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|241 GVFNYETETTSVIPAARLFKAFFLDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
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              10        20        30        40        50        60  
 
        40        50        60        70        80                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                  
                                                                    
gi|241 GFPFRYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (8-26:32-50) 
 
                                      10        20        30        
AAD-12                        HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        40        50        60        70        80                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                  
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDILEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (8-26:32-50) 
 
                                      10        20        30        
AAD-12                        HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|256 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        40        50        60        70        80                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                  
                                                                    
gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (8-26:32-50) 
 
                                      10        20        30        
AAD-12                        HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        40        50        60        70        80                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                  
                                                                    
gi|459 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (8-26:32-50) 
 
                                      10        20        30        
AAD-12                        HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKASILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        40        50        60        70        80                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                  
                                                                    
gi|132 GSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKF 
              70        80        90       100       110       120  
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>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (8-26:32-50) 
 
                                      10        20        30        
AAD-12                        HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        40        50        60        70        80                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                  
                                                                    
gi|116 GIPFKYVKGRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (8-26:32-50) 
 
                                      10        20        30        
AAD-12                        HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        40        50        60        70        80                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                  
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVTTPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (7-26:31-50) 
 
                                       10        20        30       
AAD-12                         HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|730 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                 
                                                                    
gi|730 EGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1513216|gb|AAC02632.1| cherry-allergen PRUA1 [Prunu  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 40; 32.0% identity (64.0% similar) in 25 aa overlap (2-26:27-50) 
 
                                        10        20        30      
AAD-12                          HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  .:.. . ::          
gi|151 MGVFTYESEFTSEIPPPRLFKAFVLDADNL-VPKIAPQAIKHSEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
          40        50        60        70        80                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                
                                                                    
gi|151 GEGSQYGYVKHKIDSIDKENYSYSYTLIEGDALGDTLEKISYETKLVASPSGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (8-26:32-50) 
 
                                      10        20        30        
AAD-12                        HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
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                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        40        50        60        70        80                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                  
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|167472849|gb|ABZ81046.1| pollen allergen Que a 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 40; 30.0% identity (70.0% similar) in 20 aa overlap (7-26:31-50) 
 
                                       10        20        30       
AAD-12                         HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :. :.:.. . ::           
gi|167 MGVFTYESEDASVIPPARLFKAFVLDSDNLIPKVVPQALKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                 
                                                                    
gi|167 EGSHLKHAKHRIDVIDPENFTYSFSVIEGDALFDKLENVSTETKIVASPDGGSIVKSTSK 
               70        80        90       100       110       120 
 
>>gi|82492265|gb|ABB78006.1| major allergen Pru p 1 [Pru  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 40; 32.0% identity (64.0% similar) in 25 aa overlap (2-26:27-50) 
 
                                        10        20        30      
AAD-12                          HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  .:.. . ::          
gi|824 MGVFTYESEFTSEIPPPRLFKAFVLDADNL-VPKIAPQAIKHSEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
          40        50        60        70        80                
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                
                                                                    
gi|824 GEGSQYGYVKHKIDSIDKENHSYSYTLIEGDALGDNLEKISYETKLVASPSGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (8-26:32-50) 
 
                                      10        20        30        
AAD-12                        HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        40        50        60        70        80                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                  
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (8-26:32-50) 
 
                                      10        20        30        
AAD-12                        HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
        40        50        60        70        80                  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                  
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gi|125 GFPFKYVKDGVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (7-26:31-50) 
 
                                       10        20        30       
AAD-12                         HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                 
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGFVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.8  bits: 17.1 E():   94 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (30-43:39-52) 
 
                10        20        30        40        50          
AAD-12  HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|730 TLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
      60        70        80                        
AAD-12 SQSKLGHVQQAGSAYIGYGMD                        
                                                    
gi|730 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.8  bits: 17.1 E():   94 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (30-43:39-52) 
 
                10        20        30        40        50          
AAD-12  HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|191 TLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
      60        70        80                        
AAD-12 SQSKLGHVQQAGSAYIGYGMD                        
                                                    
gi|191 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|18536|emb|CAA35691.1| unnamed protein product [Glyc  (605 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 66.7  bits: 19.5 E():   95 
Smith-Waterman score: 47; 44.4% identity (77.8% similar) in 18 aa overlap (1-17:250-267) 
 
                                             10         20          
AAD-12                               HADSTYMPVMAQG-AVFSAEVVPAVGGRTC 
                                     :::. :. :. .: :..:             
gi|185 FNQRSPQLQNLRDYRILEFNSKPNTLLLPNHADADYLIVILNGTAILSLVNNDDRDSYRL 
     220       230       240       250       260       270          
 
      30        40        50        60        70        80          
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD          
                                                                    
gi|185 QSGDALRVPSGTTYYVVNPDNNENLRLITLAIPVNKPGRFESFFLSSTEAQQSYLQGFSR 
     280       290       300       310       320       330          
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.3 E():   98 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (15-24:57-66) 
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                               10        20        30        40     
AAD-12                 HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .::  .::::                     
gi|291 ATAGGSLLVPSGLILAGTVIALTLATPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAA 
         30        40        50        60        70        80       
 
           50        60        70        80                   
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                   
                                                              
gi|291 VTVLSWIYRYVTGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVTGSQGS 
         90       100       110       120       130       140 
 
>>gi|21757|emb|CAA26383.1| unnamed protein product [Trit  (296 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 66.4  bits: 18.4 E():   99 
Smith-Waterman score: 43; 23.1% identity (64.1% similar) in 39 aa overlap (39-77:200-238) 
 
       10        20        30        40        50        60         
AAD-12 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :. ....:.. ... :..   :: .: . : 
gi|217 SQVLQQSTYQPLQQLCCQQLWQIPEQSRCQAIHNVVHAIILHQQQRQQQPSSQVSLQQPQ 
     170       180       190       200       210       220          
 
       70        80                                                 
AAD-12 QAGSAYIGYGMD                                                 
       :   .  :.                                                    
gi|217 QQYPSGQGFFQPSQQNPQAQGSVQPQQLPQFEEIRNLALQTLPRMCNVYIPPYCSTTIAP 
     230       240       250       260       270       280          
 
>>gi|82492267|gb|ABB78007.1| major pollen allergen Phl p  (525 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 66.3  bits: 19.2 E(): 1e 
Smith-Waterman score: 46; 20.3% identity (49.3% similar) in 69 aa overlap (5-70:25-93) 
 
                                   10        20        30           
AAD-12                     HADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA- 
                               .:.:  :    : . .:  .  :  .:    :: .  
gi|824 MANSRAFALVLLFCALASSCQVAFSYFPPPAAKEDFLGCLVKEIPPRLLYAKSSPAYPSV 
               10        20        30        40        50        60 
 
      40          50        60        70        80                  
AAD-12 LDEATRA--LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD                  
       : .. :        ...   . . ....:.:.:                            
gi|824 LGQTIRNSRWSSPDNVKPLYIITPTNVSHIQSAVVCGRRHSVRIRVRSGGHDYEGLSYRS 
               70        80        90       100       110       120 
 
gi|824 LQPETFAVVDLNKMRAVWVDGKARTAWVDSGAQLGELYYAIYKASPTLAFPAGVCPTIGV 
              130       140       150       160       170       180 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:48 2011 done: Fri Jan 21 00:02:48 2011 
 Total Scan time:  0.070 Total Display time:  0.080 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 110  - 189 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
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  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     3     2:* 
  32     3     8:= * 
  34     7    22:===    * 
  36    29    44:==========    * 
  38    36    73:============            * 
  40    63   102:=====================            * 
  42    86   125:=============================            * 
  44   113   138:======================================       * 
  46   126   140:==========================================    * 
  48   154   134:============================================*======= 
  50   151   122:========================================*========== 
  52   125   108:===================================*====== 
  54   124    92:==============================*=========== 
  56    61    77:=====================    * 
  58    63    63:====================* 
  60    49    51:================* 
  62    35    41:============ * 
  64    35    33:==========*= 
  66    55    26:========*========== 
  68    36    20:======*===== 
  70    33    16:=====*===== 
  72    19    12:===*=== 
  74    14    10:===*= 
  76    14     8:==*== 
  78    20     6:=*===== 
  80     3     5:=* 
  82     4     3:*= 
  84     7     3:*== 
  86     5     2:*= 
  88     5     2:*=         inset = represents 1 library sequences 
  90     4     1:*= 
  92     2     1:*         :*= 
  94     1     1:*         :* 
  96     1     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.31730.00336; mu= 2.9532 0.177 
 mean_var=36.5665 9.602, 0's: 2 Z-trim: 2  B-trim: 186 in 1/43 
 Lambda= 0.212096 
 Kolmogorov-Smirnov  statistic: 0.1259 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   64 24.9     0.5 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   62 24.3    0.83 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   58 23.1     1.6 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   57 22.8     2.4 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   62 24.1     2.6 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   56 22.5     3.3 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   56 22.5     3.3 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   56 22.4     4.3 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   56 22.4     4.4 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   53 21.6     5.1 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   53 21.6     5.1 
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gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   57 22.6     5.5 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   52 21.3     5.6 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   53 21.6     5.6 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   53 21.5     6.3 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   53 21.5     6.3 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.2     7.3 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   52 21.2     7.7 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   52 21.2     7.7 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   52 21.2     7.7 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   56 22.3     8.4 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   49 20.4     9.3 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   51 20.9     9.6 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.5      10 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.5      10 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.5      10 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.5      11 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   56 22.2      12 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   56 22.2      12 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   56 22.2      12 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   55 21.9      14 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   49 20.3      14 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   52 21.1      16 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   52 21.1      16 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   51 20.8      18 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 19.4      20 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 22.2      21 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 22.1      21 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 19.7      21 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 19.7      22 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 19.7      22 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   45 19.2      22 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   47 19.7      22 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   47 19.7      22 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   47 19.7      22 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   47 19.7      22 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   47 19.7      22 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   47 19.7      22 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   47 19.7      22 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   47 19.7      22 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   47 19.7      22 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   47 19.7      22 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   47 19.7      22 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 19.7      22 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 19.7      22 
gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   48 20.0      24 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   54 21.6      25 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.4      25 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   46 19.4      27 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   52 21.0      27 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   46 19.4      27 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   46 19.4      28 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 19.4      28 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 19.4      28 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 19.4      28 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 19.4      28 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   46 19.4      28 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   44 18.8      28 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   53 21.3      30 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.6      31 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   45 19.1      34 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   45 19.1      34 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   45 19.1      34 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   45 19.1      34 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   45 19.1      34 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   45 19.1      34 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   45 19.1      34 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   45 19.1      34 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   47 19.6      34 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 18.0      34 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   43 18.5      37 
gi|14422361|emb|CAC41634.1| plantain pollen major  ( 131)   43 18.5      41 
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gi|14422359|emb|CAC41633.1| plantain pollen major  ( 131)   43 18.5      41 
gi|14422363|emb|CAC41635.1| plantain pollen major  ( 131)   43 18.5      41 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   44 18.8      42 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   44 18.8      42 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   44 18.8      42 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   44 18.8      42 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   44 18.8      42 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   44 18.8      42 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   47 19.6      42 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   49 20.1      43 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   36 16.6      45 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   48 19.9      45 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   50 20.4      45 
gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Glo ( 151)   43 18.5      48 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   43 18.5      49 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 20.6      50 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.7      51 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   43 18.5      52 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   43 18.5      52 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   43 18.5      52 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   46 19.3      52 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 15.2      52 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   49 20.1      54 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   44 18.7      55 
gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Veno ( 204)   44 18.7      55 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   44 18.7      55 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   46 19.3      56 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 19.8      57 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.5      58 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   42 18.2      58 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 17.6      58 
gi|56417506|gb|AAV90694.1| GE-rich salivary protei ( 266)   45 19.0      60 
gi|56417504|gb|AAV90693.1| 30 kDa salivary gland a ( 271)   45 19.0      61 
gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allerge ( 159)   42 18.2      63 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   42 18.2      63 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.2      63 
gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allerge ( 159)   42 18.2      63 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   42 18.2      63 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 18.2      63 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   42 18.2      63 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   42 18.2      63 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.2      63 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 18.2      63 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   42 18.2      63 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 18.2      63 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.2      63 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.2      63 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   42 18.2      63 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.2      63 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.2      63 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   42 18.2      63 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   42 18.2      63 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.2      63 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   42 18.2      63 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   42 18.2      63 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.2      63 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.2      63 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   41 17.9      67 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   41 17.9      69 
gi|4006947|emb|CAA07320.1| pollen allergen Betv1,  ( 120)   40 17.6      70 
gi|4006963|emb|CAA07328.1| pollen allergen Betv1,  ( 120)   40 17.6      70 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   47 19.5      72 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   29 14.6      74 
gi|114326420|ref|NP_001041618.1| major allergen I  (  88)   38 17.1      75 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 17.6      76 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   48 19.8      76 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   44 18.7      77 
gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allerge ( 159)   41 17.9      78 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   41 17.9      78 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   41 17.9      78 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   41 17.9      78 
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gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   41 17.9      78 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   41 17.9      78 
gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   41 17.9      78 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   41 17.9      78 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   41 17.9      78 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   41 17.9      78 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   41 17.9      78 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   50 20.3      79 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   50 20.3      79 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   40 17.6      79 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   40 17.6      79 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.3      81 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 13.8      82 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.5      82 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   42 18.1      83 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   40 17.6      85 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   28 14.3      85 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   38 17.0      87 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   42 18.1      90 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   43 18.4      91 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   45 18.9      91 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   40 17.6      92 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   40 17.6      92 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   40 17.6      92 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   44 18.6      92 
gi|4376222|emb|CAA04829.1| pollen allergen, Betv1  ( 159)   40 17.6      95 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   40 17.6      95 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   40 17.6      95 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   40 17.6      95 
gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=M ( 160)   40 17.6      96 
gi|4006953|emb|CAA07323.1| pollen allergen Betv1,  ( 160)   40 17.6      96 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   40 17.6      96 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   40 17.6      96 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   40 17.6      96 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   40 17.6      96 
gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=M ( 160)   40 17.6      96 
gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula pl ( 160)   40 17.6      96 
gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen be ( 160)   40 17.6      96 
gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 ( 160)   40 17.6      96 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   40 17.6      96 
gi|1321728|emb|CAA96547.1| major allergen Bet v 1  ( 160)   40 17.6      96 
gi|4006957|emb|CAA07325.1| pollen allergen Betv1,  ( 160)   40 17.6      96 
gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 ( 160)   40 17.6      96 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   40 17.6      96 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   40 17.6      96 
gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 ( 160)   40 17.6      96 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   40 17.6      96 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   40 17.6      96 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   40 17.6      96 
gi|1513216|gb|AAC02632.1| cherry-allergen PRUA1 [P ( 160)   40 17.6      96 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   40 17.6      96 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   40 17.6      96 
gi|167472849|gb|ABZ81046.1| pollen allergen Que a  ( 160)   40 17.6      96 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   40 17.6      96 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   40 17.6      96 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   40 17.6      96 
gi|82492265|gb|ABB78006.1| major allergen Pru p 1  ( 160)   40 17.6      96 
gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Be ( 160)   40 17.6      96 
gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula pl ( 160)   40 17.6      96 
gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 ( 161)   40 17.6      97 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   38 17.0      98 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   38 17.0      98 
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  64  Z-score: 107.9  bits: 24.9 E():  0.5 
Smith-Waterman score: 64; 29.5% identity (63.9% similar) in 61 aa overlap (13-71:9-65) 
 
               10        20        30          40        50         
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVY 
                   : :.: :. : : .    :.:  .: :  ..:..:.   ....:.:.: 
gi|111     MKFAIVLIACFAASVL-AQGHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLY 
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                   10         20        30        40           50   
 
       60        70        80                                       
AAD-12 SQSKLGHVQQAGSAYIGYGMDT                                       
        : .: ....  :                                                
gi|111 LQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQT 
             60        70        80        90       100       110   
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 103.9  bits: 24.3 E(): 0.83 
Smith-Waterman score: 62; 26.5% identity (59.2% similar) in 49 aa overlap (3-51:5-52) 
 
                 10        20        30        40        50         
AAD-12   ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
           :.  :..  ... :. .. :. :. :.: :    . : :. :  : :..        
gi|189 MASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPL-EGCREYVAQQTCGVTIAG 
               10        20        30        40         50          
 
       60        70        80                                       
AAD-12 SQSKLGHVQQAGSAYIGYGMDT                                       
                                                                    
gi|189 SPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFA 
      60        70        80        90       100       110          
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 98.9  bits: 23.1 E():  1.6 
Smith-Waterman score: 58; 26.9% identity (57.7% similar) in 52 aa overlap (29-80:26-77) 
 
               10        20        30        40        50        60 
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                   :::      :.  . . :  ..:.   :.... 
gi|527    MVHHITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAK 
                  10        20        30        40        50        
 
               70        80                                         
AAD-12 SKLGHVQQAGSAYIGYGMDT                                         
        .. :::.:.. :   .: :                                         
gi|527 VNVDHVQDAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKR 
        60        70        80        90       100       110        
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  50 init1:  50 opt:  57  Z-score: 95.6  bits: 22.8 E():  2.4 
Smith-Waterman score: 57; 24.5% identity (59.2% similar) in 49 aa overlap (3-51:5-52) 
 
                 10        20        30        40        50         
AAD-12   ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
           :.  :..  ... :. .. .. :. :.: :    . : :. :  : :..        
gi|439 MASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPL-EGCREYVAQQTCGVTIAG 
               10        20        30        40         50          
 
       60        70        80                                       
AAD-12 SQSKLGHVQQAGSAYIGYGMDT                                       
                                                                    
gi|439 SPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDF 
      60        70        80        90       100       110          
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  45 init1:  45 opt:  62  Z-score: 95.0  bits: 24.1 E():  2.6 
Smith-Waterman score: 62; 23.2% identity (53.6% similar) in 56 aa overlap (24-79:309-358) 
 
                      10        20        30        40        50    
AAD-12        ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR 
                                     :.: :  : :.  ..: .      : ..:  
gi|113 HGFFQVVNNNYDKWGSYAIGGSASPTILSQGNRFCAPDERSKKNVLGR------HGEAAA 
      280       290       300       310       320             330   
 
            60        70        80                                  
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDT                                  
       .:. ..      : . :. ... :.:                                   
gi|113 ESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEPGESALSLTSSAGVLSCQP 
            340       350       360       370       380       390   
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>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 93.1  bits: 22.5 E():  3.3 
Smith-Waterman score: 56; 48.0% identity (68.0% similar) in 25 aa overlap (1-25:27-50) 
 
                                         10        20        30     
AAD-12                           ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 :: : .: .:  .: :::.: . ::          
gi|444 MGVFTYADESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKSAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
           40        50        60        70        80               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT               
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 93.1  bits: 22.5 E():  3.3 
Smith-Waterman score: 56; 40.0% identity (68.0% similar) in 25 aa overlap (1-25:27-50) 
 
                                         10        20        30     
AAD-12                           ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. :::.. . ::          
gi|165 MGVFTHENEITSAIPPGRLFKAFVLDADNL-IPKLAPHAIKSAEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
           40        50        60        70        80               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT               
                                                                    
gi|165 GEGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSILKNTS 
      60        70        80        90       100       110          
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 91.1  bits: 22.4 E():  4.3 
Smith-Waterman score: 56; 28.3% identity (62.3% similar) in 53 aa overlap (30-77:93-144) 
 
                10        20        30             40        50     
AAD-12  ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|144 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
             70        80        90       100        110       120  
 
           60        70        80                                   
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDT                                   
       .. :  .:. .: .:...:.. :                                      
gi|144 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
             130       140       150       160       170       180  
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 91.0  bits: 22.4 E():  4.4 
Smith-Waterman score: 56; 28.3% identity (62.3% similar) in 53 aa overlap (30-77:97-148) 
 
                10        20        30             40        50     
AAD-12  ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|622 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
         70        80        90       100       110        120      
 
           60        70        80                                   
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDT                                   
       .. :  .:. .: .:...:.. :                                      
gi|622 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
         130       140       150       160       170       180      
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 89.7  bits: 21.6 E():  5.1 
Smith-Waterman score: 53; 27.9% identity (62.3% similar) in 61 aa overlap (13-71:9-65) 
 
               10        20        30          40        50         
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVY 
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                   : :.: :. :   .    :.:  .: :  ..:..:.   ....:.:.: 
gi|111     MKFAIVLIACFAASVL-AQEHKPEKDDFRNEFDHLLIEQANHAI---EKGEHQLLY 
                   10         20        30        40           50   
 
       60        70        80                                       
AAD-12 SQSKLGHVQQAGSAYIGYGMDT                                       
        : .: ....  :                                                
gi|111 LQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQT 
             60        70        80        90       100       110   
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 89.7  bits: 21.6 E():  5.1 
Smith-Waterman score: 53; 27.9% identity (62.3% similar) in 61 aa overlap (13-71:9-65) 
 
               10        20        30          40        50         
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVY 
                   : :.: :. :   .    :.:  .: :  ..:..:.   ....:.:.: 
gi|420     MKFAIVLIACFAASVL-AQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLY 
                   10         20        30        40           50   
 
       60        70        80                                       
AAD-12 SQSKLGHVQQAGSAYIGYGMDT                                       
        : .: ....  :                                                
gi|420 LQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQT 
             60        70        80        90       100       110   
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  48 init1:  48 opt:  57  Z-score: 89.2  bits: 22.6 E():  5.5 
Smith-Waterman score: 57; 27.7% identity (55.3% similar) in 47 aa overlap (1-47:26-71) 
 
                                        10        20        30      
AAD-12                          ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                ::. : :. :   .  : ..::.::    .: .   
gi|663 MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGKATTDEQKL 
               10        20        30        40         50          
 
          40        50        60        70        80                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                
        . .. . .: :                                                 
gi|663 LEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILKLDTDYDVA 
      60        70        80        90       100       110          
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 89.1  bits: 21.3 E():  5.6 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (31-71:11-50) 
 
               10        20        30          40        50         
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVY 
                                     :.:  .: :  ..:..:.   ....:.:.: 
gi|160                     GSQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLY 
                                   10        20           30        
 
       60        70        80                                       
AAD-12 SQSKLGHVQQAGSAYIGYGMDT                                       
        : .: ....  :                                                
gi|160 LQHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQT 
        40        50        60        70        80        90        
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 89.0  bits: 21.6 E():  5.6 
Smith-Waterman score: 53; 24.5% identity (55.1% similar) in 49 aa overlap (3-51:5-52) 
 
                 10        20        30        40        50         
AAD-12   ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
           :.  :..   .. :. .. .. :  :.: :    . : :. :  : :..        
gi|217 MASKSSISPLLLATVLVSVFAAATATGPYCYAGMGLPINPL-EGCREYVAQQTCGISISG 
               10        20        30        40         50          
 
       60        70        80                                       
AAD-12 SQSKLGHVQQAGSAYIGYGMDT                                       
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gi|217 SAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDF 
      60        70        80        90       100       110          
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  53  Z-score: 88.1  bits: 21.5 E():  6.3 
Smith-Waterman score: 53; 22.4% identity (55.2% similar) in 58 aa overlap (6-57:31-87) 
 
                                        10        20             30 
AAD-12                          ADSTYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICF- 
               10        20        30        40        50           
 
               40        50         60        70        80          
AAD-12 DMRAAYDALDEATRALVHQR-SARHSLVYSQSKLGHVQQAGSAYIGYGMDT          
       :  . .. . . .. . .   : :.:..                                 
gi|132 DEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSIS 
      60        70        80        90       100       110          
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  53  Z-score: 88.1  bits: 21.5 E():  6.3 
Smith-Waterman score: 53; 44.0% identity (68.0% similar) in 25 aa overlap (1-25:27-50) 
 
                                         10        20        30     
AAD-12                           ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 :: : .: .:  .: .::.: . ::          
gi|444 MGVFTYSDESTSVIPPPRLFKALVLEAD-TLIPKIAPQSVKTAEIVEGDGGVGTIKKISF 
               10        20         30        40        50          
 
           40        50        60        70        80               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT               
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 86.9  bits: 21.2 E():  7.3 
Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (36-59:29-52) 
 
          10        20        30        40        50        60      
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 
                                     : : :::  : .  ..: .: .::       
gi|144   KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLS 
                 10        20        30        40        50         
 
          70        80                                              
AAD-12 VQQAGSAYIGYGMDT                                              
                                                                    
gi|144 DSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAG 
       60        70        80        90       100       110         
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 86.5  bits: 21.2 E():  7.7 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (1-25:27-50) 
 
                                         10        20        30     
AAD-12                           ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|602 MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
           40        50        60        70        80               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT               
                                                                    
gi|602 GEGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 86.5  bits: 21.2 E():  7.7 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (1-25:27-50) 
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                                         10        20        30     
AAD-12                           ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|131 MGVFNYETEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
           40        50        60        70        80               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT               
                                                                    
gi|131 GEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 86.5  bits: 21.2 E():  7.7 
Smith-Waterman score: 52; 44.0% identity (68.0% similar) in 25 aa overlap (1-25:27-50) 
 
                                         10        20        30     
AAD-12                           ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :::.. . ::          
gi|279 MGVFTYESEFTSVIPPARLFNAFVLDADNL-IPKIAPQAVKSAEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
           40        50        60        70        80               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT               
                                                                    
gi|279 GEGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSH 
      60        70        80        90       100       110          
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 85.9  bits: 22.3 E():  8.4 
Smith-Waterman score: 56; 22.6% identity (54.8% similar) in 84 aa overlap (2-79:40-123) 
 
                                            10        20            
AAD-12                              ADSTYMPVMAQGAVFSAEVVPAVGGRTCF-- 
                                     :.  .:: .. :...  .: : :    .   
gi|682 LLGILLYIPIVLSDDRAPIPANSAQLNSWFDGIIQPVAVRKATMDPALVTAEGQAKVIKL 
      10        20        30        40        50        60          
 
       30        40        50        60        70           80      
AAD-12 -ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG--SAYIG-YGMDT      
        .:  . . ...:: ...  . . :  : .: .. ..  . :  . ::  :: :       
gi|682 KSDGSGDFKSINEAIKSIPDDNTKRVILSFSPGNYSEKVKIGMYKHYITFYGEDPNNMPI 
      70        80        90       100       110       120          
 
gi|682 LVFGGTAAEYGTVDSATLIVESNYFSAVNLKIVNSAPRPDGKRVGAQAAALRISGDKASF 
     130       140       150       160       170       180          
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 85.1  bits: 20.4 E():  9.3 
Smith-Waterman score: 49; 22.4% identity (56.9% similar) in 58 aa overlap (11-68:4-59) 
 
               10        20        30        40        50        60 
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                 .:.. .:.:. :. :     : .: . :   :...    ..:    . .: 
gi|777        MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFA--IIDQ 
                      10        20        30        40          50  
 
               70        80                                     
AAD-12 SKLGHVQQAGSAYIGYGMDT                                     
       .: : ...                                                 
gi|777 DKSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH 
              60        70        80        90       100        
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  51  Z-score: 84.8  bits: 20.9 E():  9.6 
Smith-Waterman score: 51; 44.0% identity (68.0% similar) in 25 aa overlap (1-25:27-50) 
 
                                         10        20        30     
AAD-12                           ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 :: : .: .:  .: .::.: . ::          
gi|444 MGVFTYADESTSVITPPRLFKALVLEAD-TLIPKIAPQSVKGAEIVEGDGGVGTIKKISF 
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               10        20         30        40        50          
 
           40        50        60        70        80               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT               
                                                                    
gi|444 GEGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.6  bits: 22.5 E():   10 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (32-71:372-411) 
 
              10        20        30        40        50        60  
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|224 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             350       360       370       380       390       400  
 
              70        80                                          
AAD-12 KLGHVQQAGSAYIGYGMDT                                          
         .::: . :                                                   
gi|224 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             410       420       430       440       450       460  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.2  bits: 22.5 E():   10 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (32-71:392-431) 
 
              10        20        30        40        50        60  
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|571 GNRSPHIYDPQRWFTQNCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
              70        80                                          
AAD-12 KLGHVQQAGSAYIGYGMDT                                          
         .::: . :                                                   
gi|571 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFA 
             430       440       450       460       470       480  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.2  bits: 22.5 E():   10 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (32-71:392-431) 
 
              10        20        30        40        50        60  
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|199 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
              70        80                                          
AAD-12 KLGHVQQAGSAYIGYGMDT                                          
         .::: . :                                                   
gi|199 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             430       440       450       460       470       480  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.1  bits: 22.5 E():   11 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (32-71:400-439) 
 
              10        20        30        40        50        60  
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|213 RSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
     370       380       390       400       410       420          
 
              70        80                                          
AAD-12 KLGHVQQAGSAYIGYGMDT                                          
         .::: . :                                                   
gi|213 GRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLA 
     430       440       450       460       470       480          
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>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 83.2  bits: 22.2 E():   12 
Smith-Waterman score: 56; 22.9% identity (54.3% similar) in 70 aa overlap (2-70:140-207) 
 
                                            10        20        30  
AAD-12                              ADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     :   .:. .   ... : .:.:.  . . : 
gi|186 TFEEPQQPQQRGQSSRPQDRHQKIYNSREGDLIAVPTGVAWWMYNNEDTPVVA--VSIID 
     110       120       130       140       150       160          
 
              40         50        60        70        80           
AAD-12 MRAAYDALDEATRAL-VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT           
         .  . ::.  : . .   . .. : :.: . :: .: :                     
gi|186 TNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEENEGGSILSGFTLE 
       170       180       190       200       210       220        
 
gi|186 FLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQRPQEEEEEEEDEK 
       230       240       250       260       270       280        
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 83.2  bits: 22.2 E():   12 
Smith-Waterman score: 56; 22.9% identity (54.3% similar) in 70 aa overlap (2-70:140-207) 
 
                                            10        20        30  
AAD-12                              ADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     :   .:. .   ... : .:.:.  . . : 
gi|186 TFEEPQQPQQRGQSSRPQDRHQKIYNFREGDLIAVPTGVAWWMYNNEDTPVVA--VSIID 
     110       120       130       140       150       160          
 
              40         50        60        70        80           
AAD-12 MRAAYDALDEATRAL-VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT           
         .  . ::.  : . .   . .. : :.: . :: .: :                     
gi|186 TNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEENEGGSILSGFTLE 
       170       180       190       200       210       220        
 
gi|186 FLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQRPQEEEEEEEDEK 
       230       240       250       260       270       280        
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 83.0  bits: 22.2 E():   12 
Smith-Waterman score: 56; 28.9% identity (52.6% similar) in 38 aa overlap (34-71:371-408) 
 
            10        20        30        40        50        60    
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :  : . .  ..:  .  ::..:      
gi|370 RSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGR 
              350       360       370       380       390       400 
 
            70        80                                            
AAD-12 GHVQQAGSAYIGYGMDT                                            
       .::: . :                                                     
gi|370 AHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGE 
              410       420       430       440       450       460 
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  55  Z-score: 82.1  bits: 21.9 E():   14 
Smith-Waterman score: 55; 34.2% identity (60.5% similar) in 38 aa overlap (49-80:198-235) 
 
       20        30        40        50        60              70   
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL------GHVQQAGSA 
                                     ::. :..:  .:. :      :  ..: .  
gi|303 LVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALAD 
       170       180       190       200       210       220        
 
             80                                                     
AAD-12 YIGYGMDT                                                     
        .:.::::                                                     
gi|303 VLGFGMDTETARKVRGEDDQRGHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICS 
       230       240       250       260       270       280        
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>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 81.9  bits: 20.3 E():   14 
Smith-Waterman score: 49; 35.7% identity (52.4% similar) in 42 aa overlap (13-43:37-78) 
 
                                 10        20              30       
AAD-12                   ADSTYMPVMAQGAVFSAEVVPAVGGR------TCFADMRAAY 
                                     :. : :.: . ::       :   : ...: 
gi|145 EEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSY 
         10        20        30        40        50        60       
 
              40        50        60        70        80            
AAD-12 -----DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT            
            ::.::::                                                 
gi|145 VLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAP 
         70        80        90       100       110       120       
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.9  bits: 21.1 E():   16 
Smith-Waterman score: 52; 27.0% identity (54.1% similar) in 37 aa overlap (1-37:26-62) 
 
                                        10        20        30      
AAD-12                          ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                ::. : :. :   .  : .  :.::..   ...   
gi|441 MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLL 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                
        :                                                           
gi|441 EDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAY 
               70        80        90       100       110       120 
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.8  bits: 21.1 E():   16 
Smith-Waterman score: 52; 20.8% identity (58.3% similar) in 48 aa overlap (3-50:72-119) 
 
                                           10        20        30   
AAD-12                             ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:...:   :: .  :..  .. :... 
gi|170 QSFSQQPPFSQQQQQPLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQ 
              50        60        70        80        90       100  
 
             40        50        60        70        80             
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT             
       .      ..  . ::.:.                                           
gi|170 QQLVLPPQQQQQQLVQQQIPIVQPSVLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSS 
             110       120       130       140       150       160  
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  85 init1:  51 opt:  51  Z-score: 79.8  bits: 20.8 E():   18 
Smith-Waterman score: 51; 22.6% identity (64.5% similar) in 31 aa overlap (3-33:66-96) 
 
                                           10        20        30   
AAD-12                             ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:.. ::  :  .. :..  .. :... 
gi|219 QPLPPQQTFPQQPPFSQQQQQQPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQ 
          40        50        60        70        80        90      
 
             40        50        60        70        80             
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT             
       .                                                            
gi|219 QQLILPPQQQQQLPQQQISIVQPSVLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSC 
         100       110       120       130       140       150      
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.9  bits: 19.4 E():   20 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (7-22:66-81) 
 
                                       10        20        30       
AAD-12                         ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..:.:: :. ..: :               
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gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
         40        50        60        70        80 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT 
                                                    
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS                 
         100       110       120                    
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 78.8  bits: 22.2 E():   21 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (59-76:283-300) 
 
       30        40        50        60        70        80         
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT         
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 78.6  bits: 22.1 E():   21 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (59-76:289-306) 
 
       30        40        50        60        70        80         
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT         
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
 
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.6  bits: 19.7 E():   21 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (32-48:14-30) 
 
              10        20        30        40        50        60  
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     .: :.: .:.  .. .:              
gi|219                  MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQ 
                                10        20        30        40    
 
              70        80                                          
AAD-12 KLGHVQQAGSAYIGYGMDT                                          
                                                                    
gi|219 TFEENDLQQLIIEIDADGSGELEFDEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNG 
            50        60        70        80        90       100    
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.4  bits: 19.7 E():   22 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (20-36:141-157) 
 
                          10        20        30        40          
AAD-12            ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
      50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDT 
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.4  bits: 19.7 E():   22 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (20-36:141-157) 
 
                          10        20        30        40          
AAD-12            ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
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gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
      50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDT 
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 78.3  bits: 19.2 E():   22 
Smith-Waterman score: 45; 25.5% identity (58.8% similar) in 51 aa overlap (2-49:13-61) 
 
                          10        20           30        40       
AAD-12            ADSTYMPVMAQGAVFSAEVV-PAVG--GRTCFADMRAAYDALDEATRAL 
                   :..   : : :. :. ..    ::  :..  :: . ... ::.   .. 
gi|207 MSITDIVSEKDIDAALESVKAAGS-FNYKIFFQKVGLAGKSA-ADAKKVFEILDRDKSGF 
               10        20         30        40         50         
 
         50        60        70        80                  
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                  
       ..:                                                 
gi|207 IEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
       60        70        80        90       100          
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.3  bits: 19.7 E():   22 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (1-25:27-50) 
 
                                         10        20        30     
AAD-12                           ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|165 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
           40        50        60        70        80               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT               
                                                                    
gi|165 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.3  bits: 19.7 E():   22 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (1-25:27-50) 
 
                                         10        20        30     
AAD-12                           ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
           40        50        60        70        80               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT               
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.3  bits: 19.7 E():   22 
Smith-Waterman score: 47; 40.0% identity (68.0% similar) in 25 aa overlap (1-25:27-50) 
 
                                         10        20        30     
AAD-12                           ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :: :.:.. . ::          
gi|602 MGVFTYEFEFTSVIPPARLYNAFVLDADNL-IPKIAPQAVKSTEILEGDGGVGTIKKINF 
               10        20        30         40        50          
 
           40        50        60        70        80               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT               
                                                                    
gi|602 GEGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
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 initn:  46 init1:  46 opt:  47  Z-score: 78.3  bits: 19.7 E():   22 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (1-25:27-50) 
 
                                         10        20        30     
AAD-12                           ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEYTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
           40        50        60        70        80               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT               
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.3  bits: 19.7 E():   22 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (1-25:27-50) 
 
                                         10        20        30     
AAD-12                           ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|753 MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
           40        50        60        70        80               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT               
                                                                    
gi|753 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.3  bits: 19.7 E():   22 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (1-25:27-50) 
 
                                         10        20        30     
AAD-12                           ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|886 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
           40        50        60        70        80               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT               
                                                                    
gi|886 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIKSISH 
      60        70        80        90       100       110          
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.3  bits: 19.7 E():   22 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (1-25:27-50) 
 
                                         10        20        30     
AAD-12                           ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|134 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
           40        50        60        70        80               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT               
                                                                    
gi|134 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 78.3  bits: 19.7 E():   22 
Smith-Waterman score: 47; 23.7% identity (54.2% similar) in 59 aa overlap (1-48:27-84) 
 
                                         10        20               
AAD-12                           ADSTYMPVMAQGAVFSAEVVPAVGG-----RTCF 
                                 ::.  .: .:  :.  ::.. . ::     .  : 
gi|304 MGLYTFENEFTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGNGGPGTIKKITF 
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               10        20        30         40        50          
 
      30              40        50        60        70        80    
AAD-12 AD------MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT    
       ..      ..   :..:::. . ..                                    
gi|304 GEGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.3  bits: 19.7 E():   22 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (1-25:27-50) 
 
                                         10        20        30     
AAD-12                           ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
           40        50        60        70        80               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT               
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.3  bits: 19.7 E():   22 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (1-25:27-50) 
 
                                         10        20        30     
AAD-12                           ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
           40        50        60        70        80               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT               
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  47  Z-score: 78.3  bits: 19.7 E():   22 
Smith-Waterman score: 47; 36.0% identity (68.0% similar) in 25 aa overlap (1-25:27-50) 
 
                                         10        20        30     
AAD-12                           ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :. .::.. . ::          
gi|459 MGVCTFENEFTSEIPPSRLFKAFVLDADNL-IPKIAPQAIKQAEILEGNGGPGTIKKITF 
               10        20        30         40        50          
 
           40        50        60        70        80               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT               
                                                                    
gi|459 GEGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISH 
      60        70        80        90       100       110          
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.2  bits: 19.7 E():   22 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (20-36:144-160) 
 
                          10        20        30        40          
AAD-12            ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
      50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDT 
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.2  bits: 19.7 E():   22 
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Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (20-36:144-160) 
 
                          10        20        30        40          
AAD-12            ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
      50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDT 
 
>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.6  bits: 20.0 E():   24 
Smith-Waterman score: 48; 33.3% identity (59.3% similar) in 27 aa overlap (3-29:17-43) 
 
                             10        20        30        40       
AAD-12               ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL 
                       :.:.:  .   ::..:  :  .: : .                  
gi|510 MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLPVIRGKGGGIEFAKT 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                           
                                                                    
gi|510 ETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHLCTPLSLNSFSVDRY 
               70        80        90       100       110       120 
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  51 init1:  51 opt:  54  Z-score: 77.3  bits: 21.6 E():   25 
Smith-Waterman score: 54; 28.6% identity (75.0% similar) in 28 aa overlap (49-76:551-578) 
 
       20        30        40        50        60        70         
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.... . . . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYP 
              530       540       550       560       570       580 
 
       80                                                           
AAD-12 DT                                                           
                                                                    
gi|217 TSLQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQP 
              590       600       610       620       630       640 
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 77.3  bits: 19.4 E():   25 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (32-49:126-143) 
 
              10        20        30        40        50        60  
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . ::..::: :..: ...             
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG         
         100       110       120       130       140                
 
              70        80 
AAD-12 KLGHVQQAGSAYIGYGMDT 
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 76.8  bits: 19.4 E():   27 
Smith-Waterman score: 46; 26.2% identity (52.3% similar) in 65 aa overlap (10-72:34-95) 
 
                                    10        20        30          
AAD-12                      ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
                                     : :.  :.:.: . ::   .  .  . :.  
gi|604 FTFDDQATSPVAPATLYNALAKDADNIIPKAVGSFQSVEIVEGNGGPGTIKKISFVEDG- 
            10        20        30        40        50        60    
 
      40        50          60        70        80                  
AAD-12 DEATRALVHQRSA--RHSLVYSQSKLGHVQQAGSAYIGYGMDT                  
          :. ..:.  .  . .: :: : .: :    .:                          
gi|604 --ETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTISY 
               70        80        90       100       110       120 
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gi|604 HGKGDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
              130       140       150      
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 76.8  bits: 21.0 E():   27 
Smith-Waterman score: 52; 24.3% identity (73.0% similar) in 37 aa overlap (39-74:143-179) 
 
       10        20        30        40        50        60         
AAD-12 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG-HVQ 
                                     .::   .:.: .. .. .::  .... .:. 
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
        70        80                                                
AAD-12 QAGSAYIGYGMDT                                                
       . :...:                                                      
gi|215 NNGDVFILLVPNFVFVWTGKHSNRMERTTAIRVANDLKSELNRFKLSSVILEDGKEVEQT 
            180       190       200       210       220       230   
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 76.6  bits: 19.4 E():   27 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (1-25:27-50) 
 
                                         10        20        30     
AAD-12                           ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
           40        50        60        70        80               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT               
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIKTTSK 
      60        70        80        90       100       110          
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 76.6  bits: 19.4 E():   28 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (1-25:27-50) 
 
                                         10        20        30     
AAD-12                           ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
           40        50        60        70        80               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT               
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.6  bits: 19.4 E():   28 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (4-25:29-50) 
 
                                        10        20        30      
AAD-12                          ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                
                                                                    
gi|400 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.6  bits: 19.4 E():   28 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (4-25:29-50) 
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                                        10        20        30      
AAD-12                          ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.6  bits: 19.4 E():   28 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (4-25:29-50) 
 
                                        10        20        30      
AAD-12                          ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.6  bits: 19.4 E():   28 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (4-25:29-50) 
 
                                        10        20        30      
AAD-12                          ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 76.6  bits: 19.4 E():   28 
Smith-Waterman score: 46; 40.0% identity (64.0% similar) in 25 aa overlap (1-25:27-50) 
 
                                         10        20        30     
AAD-12                           ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  ::  ::.. . ::          
gi|880 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAVKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
           40        50        60        70        80               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT               
                                                                    
gi|880 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVIKTTS 
      60        70        80        90       100       110          
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 76.5  bits: 18.8 E():   28 
Smith-Waterman score: 44; 32.4% identity (56.8% similar) in 37 aa overlap (6-42:65-101) 
 
                                        10        20        30      
AAD-12                          ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .:  ..::. ::  . :.:: :  :   :  
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
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          40        50        60        70        80 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT 
        .  .:.                                       
gi|117 EEEKEESDDDMGFGLFD                             
          100       110                              
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 75.8  bits: 21.3 E():   30 
Smith-Waterman score: 53; 32.1% identity (71.4% similar) in 28 aa overlap (49-76:539-566) 
 
       20        30        40        50        60        70         
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.:.. .   . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYP 
      510       520       530       540       550       560         
 
       80                                                           
AAD-12 DT                                                           
                                                                    
gi|217 TSVQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQP 
      570       580       590       600       610       620         
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 75.6  bits: 19.6 E():   31 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (29-50:74-98) 
 
                 10        20        30           40        50      
AAD-12   ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---DEATRALVHQRSARHS 
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
 
          60        70        80                                    
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDT                                    
                                                                    
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.0  bits: 19.1 E():   34 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (1-25:27-50) 
 
                                         10        20        30     
AAD-12                           ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
           40        50        60        70        80               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT               
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.0  bits: 19.1 E():   34 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (1-25:27-50) 
 
                                         10        20        30     
AAD-12                           ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
           40        50        60        70        80               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT               
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
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 initn:  41 init1:  41 opt:  45  Z-score: 75.0  bits: 19.1 E():   34 
Smith-Waterman score: 45; 27.0% identity (64.9% similar) in 37 aa overlap (12-48:49-84) 
 
                                  10        20        30        40  
AAD-12                    ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|144 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
              50        60        70        80                      
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                      
       :  : ..                                                      
gi|144 AGLAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEAT 
        80        90       100       110       120       130        
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.0  bits: 19.1 E():   34 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (1-25:27-50) 
 
                                         10        20        30     
AAD-12                           ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|753 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTTKKITF 
               10        20        30         40        50          
 
           40        50        60        70        80               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT               
                                                                    
gi|753 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.0  bits: 19.1 E():   34 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (1-25:27-50) 
 
                                         10        20        30     
AAD-12                           ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
           40        50        60        70        80               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT               
                                                                    
gi|459 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 75.0  bits: 19.1 E():   34 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (1-25:27-50) 
 
                                         10        20        30     
AAD-12                           ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|425 MGVYTFENEYTSEIPPPRLFKAFVLDADNL-IPKIAPQAIKHAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
           40        50        60        70        80               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT               
                                                                    
gi|425 GEGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISH 
      60        70        80        90       100       110          
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.9  bits: 19.1 E():   34 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (1-25:27-50) 
 
                                         10        20        30     
AAD-12                           ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKITF 
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               10        20        30         40        50          
 
           40        50        60        70        80               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT               
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 74.9  bits: 19.1 E():   34 
Smith-Waterman score: 45; 36.0% identity (64.0% similar) in 25 aa overlap (1-25:27-50) 
 
                                         10        20        30     
AAD-12                           ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  ::.. . ::          
gi|901 MGGYTYENEFTSDIPAPKLFKAFVLDADNL-IPKIAPQAIKCAEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
           40        50        60        70        80               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT               
                                                                    
gi|901 GEGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTS 
      60        70        80        90       100       110          
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.9  bits: 19.6 E():   34 
Smith-Waterman score: 47; 33.3% identity (52.8% similar) in 36 aa overlap (29-64:159-191) 
 
                 10        20        30        40        50         
AAD-12   ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :   . : ..::   :   :: .  :.:   
gi|136 TNTEKLPTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFEIR---HQLTQIHGLYR 
      130       140       150       160       170          180      
 
       60        70        80                            
AAD-12 SQSKLGHVQQAGSAYIGYGMDT                            
       :..: :                                            
gi|136 SSDKTGGYWKITMNDGSTYQSDLSKKFEYNTEKPPINIDEIKTIEAEIN 
         190       200       210       220       230     
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 74.8  bits: 18.0 E():   34 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (47-68:37-58) 
 
         20        30        40        50        60        70       
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
         80       
AAD-12 GMDT       
                  
gi|162 VPQLEIVPNS 
         70       
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.1  bits: 18.5 E():   37 
Smith-Waterman score: 43; 26.0% identity (52.0% similar) in 50 aa overlap (8-57:30-79) 
 
                                     10        20        30         
AAD-12                       ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                                    .  .:.. :.:   .   : :   . :.    
gi|253 TGPYCYAGMGLPINPLEGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHC 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                   
         ::.: .. .::  .: :                                          
gi|253 RCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNAPYCLGLDI 
               70        80        90       100       110       120 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 4027



 

 

 
>>gi|14422361|emb|CAC41634.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.4  bits: 18.5 E():   41 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (2-19:85-102) 
 
                                            10        20        30  
AAD-12                              ADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
              40        50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT 
                                                         
gi|144 RHVKPLSFRAKTDAPGC                                 
          120       130                                  
 
>>gi|14422359|emb|CAC41633.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.4  bits: 18.5 E():   41 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (2-19:85-102) 
 
                                            10        20        30  
AAD-12                              ADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETDQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
              40        50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT 
                                                         
gi|144 RHVKPLSFRAKTDAPGC                                 
          120       130                                  
 
>>gi|14422363|emb|CAC41635.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.4  bits: 18.5 E():   41 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (2-19:85-102) 
 
                                            10        20        30  
AAD-12                              ADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSGRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
              40        50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT 
                                                         
gi|144 RHVKPLSFRAKTDAPGC                                 
          120       130                                  
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.3  bits: 18.8 E():   42 
Smith-Waterman score: 44; 36.4% identity (63.6% similar) in 22 aa overlap (4-25:28-49) 
 
                                       10        20        30       
AAD-12                         ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                  : .: .:  :. :.: . . ::            
gi|115 GVFNYETETTSVIPAARLFKAFILDGDTLFPQVAPQAISSVENISGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                 
                                                                    
gi|115 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.3  bits: 18.8 E():   42 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (6-25:31-50) 
 
                                        10        20        30      
AAD-12                          ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
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                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.3  bits: 18.8 E():   42 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (6-25:31-50) 
 
                                        10        20        30      
AAD-12                          ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.3  bits: 18.8 E():   42 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (6-25:31-50) 
 
                                        10        20        30      
AAD-12                          ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|584 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                
                                                                    
gi|584 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.3  bits: 18.8 E():   42 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (6-25:31-50) 
 
                                        10        20        30      
AAD-12                          ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|132 MGVFNYETESTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                
                                                                    
gi|132 EGSPFKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.2  bits: 18.8 E():   42 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (6-25:31-50) 
 
                                        10        20        30      
AAD-12                          ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                
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gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.2  bits: 19.6 E():   42 
Smith-Waterman score: 47; 36.0% identity (76.0% similar) in 25 aa overlap (32-56:106-130) 
 
              10        20        30        40        50        60  
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     ...: . :.:::.:  ... ::. :      
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
 
              70        80                                          
AAD-12 KLGHVQQAGSAYIGYGMDT                                          
                                                                    
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.0  bits: 20.1 E():   43 
Smith-Waterman score: 49; 36.7% identity (66.7% similar) in 30 aa overlap (44-73:43-72) 
 
            20        30        40        50        60        70    
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.. . .:: . : : ..::..  : : : 
gi|558 RVRSGGHDYEGLSYRSLQPENFAVVDLNQMRAVLVDGKARTAWVDSGAQLGELYYAISKY 
             20        30        40        50        60        70   
 
            80                                                      
AAD-12 IGYGMDT                                                      
                                                                    
gi|558 SRTLAFPAGVCPTIGVGGNLAGGGFGMLLRKYGIAAENVIDVKLVDANGKLHDKKSMGDD 
             80        90       100       110       120       130   
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 72.7  bits: 16.6 E():   45 
Smith-Waterman score: 36; 46.2% identity (84.6% similar) in 13 aa overlap (64-76:5-17) 
 
            40        50        60        70        80              
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT              
                                     :.:..: :. .::                  
gi|462                           AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKN 
                                         10        20        30     
 
gi|462 LNSA 
            
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 72.6  bits: 19.9 E():   45 
Smith-Waterman score: 48; 21.4% identity (53.6% similar) in 84 aa overlap (2-79:40-123) 
 
                                            10        20            
AAD-12                              ADSTYMPVMAQGAVFSAEVVPAVGGRTCF-- 
                                     :.  .:: .. :...  .: : :    .   
gi|269 LLGILLYIPIVLSDDRAPIPSNSAQLNSWFDGIIQPVAVRKATMDPALVTAEGQTKVIKL 
      10        20        30        40        50        60          
 
       30        40        50        60        70           80      
AAD-12 -ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG--SAYIG-YGMDT      
        .:  . . ...:: ...  . . :  :  . .. ..  . :  . ::  :: :       
gi|269 KSDGSGDFKSINEAIKSIPDDNTKRVILSLAPGNYSEKVKIGMYKHYITFYGEDPNNMPI 
      70        80        90       100       110       120          
 
gi|269 LVFGGTAAEYGTVDSATLIVESNYFSAVNLKIVNSAPRPDGKRVGAQAAALRISGDKASF 
     130       140       150       160       170       180          
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 72.6  bits: 20.4 E():   45 
Smith-Waterman score: 50; 25.6% identity (58.1% similar) in 43 aa overlap (34-76:426-468) 
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            10        20        30        40        50        60    
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     :  ....:   :.. :.  . .:    ..  
gi|258 AERGFFYRNGIYSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNH 
         400       410       420       430       440       450      
 
            70        80                                            
AAD-12 GHVQQAGSAYIGYGMDT                                            
       : .::::.  . :                                                
gi|258 GVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQISREQARQLKYNR 
         460       470       480       490       500       510      
 
>>gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Globin   (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.1  bits: 18.5 E():   48 
Smith-Waterman score: 43; 30.6% identity (55.6% similar) in 36 aa overlap (15-50:115-150) 
 
                               10        20        30        40     
AAD-12                 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                     : :  :  . ..: ::  .::. :  .:   
gi|121 IGDLPNIDGDVTTFVASHTPRGVTHDQLNNFRAGFVSYMKAHTDFAGAEAAWGATLDAFF 
           90       100       110       120       130       140     
 
           50        60        70        80 
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT 
       ..:  .                               
gi|121 GMVFAKM                              
          150                               
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 71.9  bits: 18.5 E():   49 
Smith-Waterman score: 43; 29.0% identity (67.7% similar) in 31 aa overlap (12-42:49-78) 
 
                                  10        20        30        40  
AAD-12                    ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|186 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVRLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
              50        60        70        80                      
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                      
       :                                                            
gi|186 AGLGYTYTTIGGDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEAT 
        80        90       100       110       120       130        
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 71.8  bits: 20.6 E():   50 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (62-76:609-623) 
 
              40        50        60        70        80            
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT            
                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.7  bits: 18.7 E():   51 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (49-64:46-61) 
 
       20        30        40        50        60        70         
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
       80                                                           
AAD-12 DT                                                           
                                                                    
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
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          80        90       100       110       120       130      
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (6-25:31-50) 
 
                                        10        20        30      
AAD-12                          ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVISAARLFKSYVLDGDKLIPKVAPQAITSVENVGGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSK 
               70        80        90       100       110       120 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (6-25:31-50) 
 
                                        10        20        30      
AAD-12                          ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|132 MGVFNYETETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                
                                                                    
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.6  bits: 18.5 E():   52 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (6-25:31-50) 
 
                                        10        20        30      
AAD-12                          ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|261 MGVFNYEAETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                
                                                                    
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.5  bits: 19.3 E():   52 
Smith-Waterman score: 46; 25.0% identity (62.5% similar) in 40 aa overlap (38-77:195-233) 
 
        10        20        30        40        50        60        
AAD-12 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :.:  ..:.  :.. :...   :..  . : 
gi|624 SKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIVHAIFMQQGQRQGVQIVQQQ-PQPQ 
          170       180       190       200       210        220    
 
        70        80                                                
AAD-12 QAGSAYIGYGMDT                                                
       :.:.  .  :                                                   
gi|624 QVGQCVLVQGQGVVQPQQLAQMEAIRTLVLQSVPSMCNFNVPPNCSTIKAPFVGVVTGVG 
           230       240       250       260       270       280    
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 71.5  bits: 15.2 E():   52 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (52-66:1-15) 
 
              30        40        50        60        70        80 
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AAD-12 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT 
                                     :: . : : ..::..               
gi|323                               ARTAWVDSGAQLGELSY             
                                             10                    
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.3  bits: 20.1 E():   54 
Smith-Waterman score: 49; 37.9% identity (62.1% similar) in 29 aa overlap (47-75:74-102) 
 
         20        30        40        50        60        70       
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     : .:.: .   ::.. :    : ::.:.:  
gi|112 NRIESEGGYIETWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGL 
            50        60        70        80        90       100    
 
         80                                                         
AAD-12 GMDT                                                         
                                                                    
gi|112 IFPGCPSTYEEPAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTG 
           110       120       130       140       150       160    
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.1  bits: 18.7 E():   55 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (55-80:76-100) 
 
           30        40        50        60        70        80     
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT     
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
gi|549 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.1  bits: 18.7 E():   55 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (55-80:76-100) 
 
           30        40        50        60        70        80     
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT     
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
gi|549 AKYQVGQNVALTGSTAAVYNDPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 71.0  bits: 18.7 E():   55 
Smith-Waterman score: 44; 29.6% identity (77.8% similar) in 27 aa overlap (54-80:77-102) 
 
            30        40        50        60        70        80    
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT    
                                     ..::... .:... :. ..  .:: ::    
gi|549 LKVHNDFRQKVAKGLETRGNPGPQPPAKNMNNLVWND-ELANIAQVWASQCNYGHDTCKD 
         50        60        70        80         90       100      
 
gi|549 TEKYPVGQNIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWA 
         110       120       130       140       150       160      
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 70.9  bits: 19.3 E():   56 
Smith-Waterman score: 46; 25.4% identity (55.9% similar) in 59 aa overlap (18-76:161-216) 
 
                            10        20        30        40        
AAD-12              ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
                                     .:.:: :    .  ..::...   :: :   
gi|249 MDDASVGSVSSEFHVIESAIEVITYIGEEVKVIPA-GEVEVINKVKAAFST--AATAADE 
              140       150       160        170       180          
 
        50        60        70        80                            
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AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                            
          . . ..  :. . .  . .:.:: ::                                
gi|249 APANDKFTVFVSSFNKAIKETTGGAYAGYKFIPTLEAAVKQAYAASSATAPEVKYAVFET 
       190       200       210       220       230       240        
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 70.9  bits: 19.8 E():   57 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (31-45:431-446) 
 
               10        20        30        40         50          
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYS 
                                     :..: :::.: ...::               
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA               
              410       420       430       440                     
 
      60        70        80 
AAD-12 QSKLGHVQQAGSAYIGYGMDT 
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.7  bits: 18.5 E():   58 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (49-63:138-152) 
 
       20        30        40        50        60        70         
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
       80         
AAD-12 DT         
                  
gi|391 ASIDTILTKV 
       170        
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.2 E():   58 
Smith-Waterman score: 42; 27.6% identity (58.6% similar) in 29 aa overlap (5-33:11-39) 
 
                     10        20        30        40        50     
AAD-12       ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH 
                 ..:. : : ::.   . :.  :  . ..:                      
gi|126 MRSLLILVLCFLPLAALGKVFGRCELAAAMKRHGLDNYRGYSLGNWVCAAKFESNFNTQA 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDT                                   
                                                                    
gi|126 TNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNCAKKIVSDG 
               70        80        90       100       110       120 
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.7  bits: 17.6 E():   58 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (59-76:26-43) 
 
       30        40        50        60        70        80         
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT         
                                     : .. :. :: :..  ::             
gi|897      EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQ 
                    10        20        30        40        50      
 
gi|897 QGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
          60        70        80        90       100  
 
>>gi|56417506|gb|AAV90694.1| GE-rich salivary protein 30  (266 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.4  bits: 19.0 E():   60 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (49-79:183-213) 
 
       20        30        40        50        60        70         
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
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            160       170       180       190       200       210   
 
       80                                                     
AAD-12 DT                                                     
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
            220       230       240       250       260       
 
>>gi|56417504|gb|AAV90693.1| 30 kDa salivary gland aller  (271 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.3  bits: 19.0 E():   61 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (49-79:188-218) 
 
       20        30        40        50        60        70         
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
       160       170       180       190       200       210        
 
       80                                                     
AAD-12 DT                                                     
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
       220       230       240       250       260       270  
 
>>gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (1-25:27-50) 
 
                                         10        20        30     
AAD-12                           ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
           40        50        60        70        80               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT               
                                                                    
gi|212 GEASKYKYSRHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (6-25:30-49) 
 
                                       10        20        30       
AAD-12                         ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                 
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (6-25:30-49) 
 
                                       10        20        30       
AAD-12                         ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: : . ::            
gi|402 GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFAE 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                 
                                                                    
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
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>>gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 32.0% identity (64.0% similar) in 25 aa overlap (1-25:27-50) 
 
                                         10        20        30     
AAD-12                           ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
           40        50        60        70        80               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT               
                                                                    
gi|212 GEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (6-25:30-49) 
 
                                       10        20        30       
AAD-12                         ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                 
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 18.2 E():   63 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (6-25:31-50) 
 
                                        10        20        30      
AAD-12                          ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNK 
               70        80        90       100       110       120 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 18.2 E():   63 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (6-25:31-50) 
 
                                        10        20        30      
AAD-12                          ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 18.2 E():   63 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (6-25:31-50) 
 
                                        10        20        30      
AAD-12                          ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
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                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 18.2 E():   63 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (6-25:31-50) 
 
                                        10        20        30      
AAD-12                          ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 18.2 E():   63 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (6-25:31-50) 
 
                                        10        20        30      
AAD-12                          ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSK 
               70        80        90       100       110       120 
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 18.2 E():   63 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (6-25:31-50) 
 
                                        10        20        30      
AAD-12                          ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 18.2 E():   63 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (6-25:31-50) 
 
                                        10        20        30      
AAD-12                          ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                
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gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 18.2 E():   63 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (6-25:31-50) 
 
                                        10        20        30      
AAD-12                          ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 18.2 E():   63 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (6-25:31-50) 
 
                                        10        20        30      
AAD-12                          ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 18.2 E():   63 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (6-25:31-50) 
 
                                        10        20        30      
AAD-12                          ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 18.2 E():   63 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (6-25:31-50) 
 
                                        10        20        30      
AAD-12                          ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                
                                                                    
gi|400 EGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 18.2 E():   63 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (6-25:31-50) 
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                                        10        20        30      
AAD-12                          ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 18.2 E():   63 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (6-25:31-50) 
 
                                        10        20        30      
AAD-12                          ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 18.2 E():   63 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (6-25:31-50) 
 
                                        10        20        30      
AAD-12                          ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 18.2 E():   63 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (6-25:31-50) 
 
                                        10        20        30      
AAD-12                          ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.9  bits: 18.2 E():   63 
Smith-Waterman score: 42; 40.0% identity (60.0% similar) in 25 aa overlap (1-25:27-50) 
 
                                         10        20        30     
AAD-12                           ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:   : ::: . . ::          
gi|534 MGVFNYEDEATSVIAPARLFKSFVLDADNL-IPKVAPENVSSAENIEGNGGPGTIKKITF 
               10        20        30         40        50          
 
           40        50        60        70        80               
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AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT               
                                                                    
gi|534 PEGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITS 
      60        70        80        90       100       110          
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 18.2 E():   63 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (6-25:31-50) 
 
                                        10        20        30      
AAD-12                          ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVMPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 18.2 E():   63 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (6-25:31-50) 
 
                                        10        20        30      
AAD-12                          ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 18.2 E():   63 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (6-25:31-50) 
 
                                        10        20        30      
AAD-12                          ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                
                                                                    
gi|167 EGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.5  bits: 17.9 E():   67 
Smith-Waterman score: 41; 20.9% identity (47.8% similar) in 67 aa overlap (5-62:3-69) 
 
               10        20        30                 40        50  
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---------DEATRALVHQRS 
           .. ..  . :..: :   . :     . : :.: :         :.. ..:.:    
gi|856   MKFIITLFAAIVMAAAVSGFIVGDKKEDEWRMAFDRLMMEELETKIDQVEKGLLHLSE 
                 10        20        30        40        50         
 
              60        70        80                                
AAD-12 ARHSLVYSQSKLGHVQQAGSAYIGYGMDT                                
         . :  ..::                                                  
gi|856 QYKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLNMFERYNYEFALESIK 
       60        70        80        90       100       110         
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.3  bits: 17.9 E():   69 
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Smith-Waterman score: 41; 34.6% identity (61.5% similar) in 26 aa overlap (3-28:5-30) 
 
                 10        20        30        40        50         
AAD-12   ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
           :.:  ...   ::   .: :::.. :                               
gi|217 MASKSNYNLLFTALLVFIFAAVAAVGNEDCTPWTSTLITPLPSCRNYVEEQACRIEMPGP 
               10        20        30        40        50        60 
 
>>gi|4006947|emb|CAA07320.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.2  bits: 17.6 E():   70 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (7-25:32-50) 
 
                                       10        20        30       
AAD-12                         ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         40        50        60        70        80                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|4006963|emb|CAA07328.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.2  bits: 17.6 E():   70 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (7-25:32-50) 
 
                                       10        20        30       
AAD-12                         ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         40        50        60        70        80                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.0  bits: 19.5 E():   72 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (46-67:332-353) 
 
          20        30        40        50        60        70      
AAD-12 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     : :     ::..:. .  :.::         
gi|259 LTTLNSLNLPILKWLQLSVEKGVLYKNALVLPHWNLNSHSIIYGCKGKGQVQVVDNFGNR 
             310       320       330       340       350       360  
 
          80                                                        
AAD-12 YGMDT                                                        
                                                                    
gi|259 VFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRAMTSPLAGRTSVLGGMPEEVL 
             370       380       390       400       410       420  
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 68.7  bits: 14.6 E():   74 
Smith-Waterman score: 29; 57.1% identity (71.4% similar) in 7 aa overlap (1-7:1-7) 
 
               10        20        30        40        50        60 
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
       ::. : :                                                      
gi|751 ADAGYAPAAPGTQPKA                                             
               10                                                   
 
>>gi|114326420|ref|NP_001041618.1| major allergen I poly  (88 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.6  bits: 17.1 E():   75 
Smith-Waterman score: 38; 31.8% identity (63.6% similar) in 22 aa overlap (2-23:3-24) 
 
                10        20        30        40        50          
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AAD-12  ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
         :..  :  . .:. . :. :::                                     
gi|114 MLDAALPPCPTVAATADCEICPAVKRDVDLFLTGTPDEYVEQVAQYKALPVVLENARILK 
               10        20        30        40        50        60 
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (47-68:6-27) 
 
         20        30        40        50        60        70       
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159                          IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
                                        10        20        30      
 
         80                                                         
AAD-12 GMDT                                                         
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFXQFYQPDAYPSGAWY 
          40        50        60        70        80        90      
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.5  bits: 19.8 E():   76 
Smith-Waterman score: 48; 22.9% identity (57.1% similar) in 35 aa overlap (40-74:339-373) 
 
      10        20        30        40        50        60          
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     ::  .:  . :  : . ...:.. : . .: 
gi|131 LLQPVSTPGEFELFFGAGGENPESFFKSFSDEILEAAFNTRRDRLQRIFGQQRQGVIVKA 
      310       320       330       340       350       360         
 
      70        80                                                  
AAD-12 GSAYIGYGMDT                                                  
       .   .                                                        
gi|131 SEEQVRAMSRHEEGGIWPFGGESKGTINIYQQRPTHSNQYGQLHEVDASQYRQLRDLDLT 
      370       380       390       400       410       420         
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 68.4  bits: 18.7 E():   77 
Smith-Waterman score: 44; 21.4% identity (51.2% similar) in 84 aa overlap (2-79:33-111) 
 
                                            10        20        30  
AAD-12                              ADSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     ::. .:   .. . .. .. .:::.   :: 
gi|144 KIFLVTILIVITVTVDARFPRSLQPKWAYLDSNEFP---RSKIGDSPIAGVVGGQD--AD 
             10        20        30           40        50          
 
              40        50              60        70        80      
AAD-12 MRAAYDALDEATRALVHQRSA------RHSLVYSQSKLGHVQQAGSAYIGYGMDT      
       .  :   ..     :. .:         .: : . ..  . :.:.:  . :: .       
gi|144 LAEAPFQISLLKDYLIMKRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSS 
        60        70        80        90       100       110        
 
gi|144 YGDLKVKPIIQHESYEQDQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVDGDKVTIYGW 
       120       130       140       150       160       170        
 
>>gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 41; 32.0% identity (64.0% similar) in 25 aa overlap (1-25:27-50) 
 
                                         10        20        30     
AAD-12                           ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 .:.    :. : :. :.:.. . ::          
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQ-AIKSTEIIEGDGGPGTIKKITF 
               10        20        30         40        50          
 
           40        50        60        70        80               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT               
                                                                    
gi|212 GEASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTK 
      60        70        80        90       100       110          
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>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (6-25:30-49) 
 
                                       10        20        30       
AAD-12                         ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFPE 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                 
                                                                    
gi|437 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISHKY 
               70        80        90       100       110       120 
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (6-25:31-50) 
 
                                        10        20        30      
AAD-12                          ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (6-25:31-50) 
 
                                        10        20        30      
AAD-12                          ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (6-25:31-50) 
 
                                        10        20        30      
AAD-12                          ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (6-25:31-50) 
 
                                        10        20        30      
AAD-12                          ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 4043



 

 

                                     .: .:  :. :.: . . ::           
gi|154 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                
                                                                    
gi|154 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 48; 27.1% identity (58.6% similar) in 70 aa overlap (15-79:82-150) 
 
                               10        20        30          40   
AAD-12                 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD--ALDEA 
                                     : .:.:  .:. . .  :..     : ..  
gi|170 MAKFPQFAGKDLETLKGTGQFATHAGRIVGFVSEIVALMGNSANMPAMETLIKDMAANHK 
              60        70        80        90       100       110  
 
             50           60        70        80          
AAD-12 TRALVHQRSA--RHSLV-YSQSKLGHVQQAGSAYIGYGMDT          
       .:.. . .    : ::: : :::..  .. :.:.   :.:           
gi|170 ARGIPKAQFNEFRASLVSYLQSKVSWNDSLGAAWT-QGLDNVFNMMFSYL 
             120       130       140        150       160 
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (6-25:31-50) 
 
                                        10        20        30      
AAD-12                          ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|125 MGVFNYETEATSVIPAARLFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                
                                                                    
gi|125 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (6-25:31-50) 
 
                                        10        20        30      
AAD-12                          ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (6-25:31-50) 
 
                                        10        20        30      
AAD-12                          ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                
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gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.3  bits: 17.9 E():   78 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (6-25:31-50) 
 
                                        10        20        30      
AAD-12                          ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 68.2  bits: 20.3 E():   79 
Smith-Waterman score: 55; 40.0% identity (66.7% similar) in 30 aa overlap (50-79:4-28) 
 
      20        30        40        50        60        70          
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :::..  .:..:. ::   .:.  : :: : 
gi|219                            MAARSAKY--MYQSSRAGH---GGDISIEYGTD 
                                            10           20         
 
      80                                                            
AAD-12 T                                                            
                                                                    
gi|219 LGALTRLEDKIRLLSEDLESERELRQRVEREKSDITVQLMNLTERLEETEGSSESVTEMN 
       30        40        50        60        70        80         
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 68.2  bits: 20.3 E():   79 
Smith-Waterman score: 50; 28.9% identity (60.5% similar) in 38 aa overlap (31-68:827-864) 
 
               10        20        30        40        50        60 
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     ...:: :  :.:   :   :. ..: : .. 
gi|377 NEKVKVYKRQMQEQEGMSQQNLTRVRRFQRELEAAEDRADQAESNLSFIRAKHRSWVTTS 
        800       810       820       830       840       850       
 
               70        80 
AAD-12 SKLGHVQQAGSAYIGYGMDT 
       .  : ..:             
gi|377 QVPGGTRQVFTTQEETTNY  
        860       870       
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (37-65:101-129) 
 
         10        20        30        40        50        60       
AAD-12 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
         70        80 
AAD-12 QQAGSAYIGYGMDT 
                      
gi|273 RRRR           
                      
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (37-65:101-129) 
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         10        20        30        40        50        60       
AAD-12 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
         70        80 
AAD-12 QQAGSAYIGYGMDT 
                      
gi|273 RRRR           
                      
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.0  bits: 17.3 E():   81 
Smith-Waterman score: 39; 53.8% identity (69.2% similar) in 13 aa overlap (30-42:72-84) 
 
                10        20        30        40        50          
AAD-12  ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
                                     ::.::  ::  .:                  
gi|131 ELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDE 
              50        60        70        80        90       100  
 
      60        70        80 
AAD-12 QSKLGHVQQAGSAYIGYGMDT 
                             
gi|131 FGALVDKWGAKG          
             110             
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 67.9  bits: 13.8 E():   82 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (44-48:2-6) 
 
            20        30        40        50        60        70    
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     : :::                          
gi|463                              DRNLVHSATR                      
                                            10                      
 
            80 
AAD-12 IGYGMDT 
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 67.8  bits: 19.5 E():   82 
Smith-Waterman score: 49; 28.8% identity (55.8% similar) in 52 aa overlap (7-58:373-421) 
 
                                       10        20        30       
AAD-12                         ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :: ::  .:   : :..:    .  . ::  
gi|558 ATLSDLLNRNNTFKPFAEYKSDYVYQPVPKPVWAQ--IFVWLVKPGAGI-MVMDPYGAAI 
            350       360       370         380        390          
 
         40        50        60        70        80                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                 
       .:  ::.  . :....  .. :                                       
gi|558 SATPEAATPFPHRKDVLFNIQYVNYWFDEAGGAAPLQWSKDMYRFMEPYVSKNPRQAYAN 
     400       410       420       430       440       450          
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 67.8  bits: 18.1 E():   83 
Smith-Waterman score: 42; 29.6% identity (70.4% similar) in 27 aa overlap (54-80:76-101) 
 
            30        40        50        60        70        80    
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT    
                                     ..::.. ..:... :  ..   :: ::    
gi|549 LKIHNDFRNKVARGLETRGNPGPQPPAKNMNNLVWN-NELANIAQIWASQCKYGHDTCKD 
          50        60        70        80         90       100     
 
gi|549 TTKYNVGQNIAVSSSTAAVYENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWA 
          110       120       130       140       150       160     
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
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 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.6 E():   85 
Smith-Waterman score: 40; 35.3% identity (70.6% similar) in 17 aa overlap (11-27:30-46) 
 
                                  10        20        30        40  
AAD-12                    ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                    :::. ...  :  ::..               
gi|476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVQGATVAVDCRPFNGGESKLKAEATTDGLGWY 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                      
                                                                    
gi|476 KIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQGIRYANPIAFFR 
               70        80        90       100       110       120 
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 67.6  bits: 14.3 E():   85 
Smith-Waterman score: 28; 40.0% identity (80.0% similar) in 10 aa overlap (12-21:4-13) 
 
               10        20        30        40        50        60 
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                  :.:  :...:                                        
gi|131         GPVGGVVHAHMMPLL                                      
                       10                                           
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.4  bits: 17.0 E():   87 
Smith-Waterman score: 38; 37.5% identity (62.5% similar) in 16 aa overlap (7-22:41-56) 
 
                                       10        20        30       
AAD-12                         ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..  :: :  ..: :               
gi|166 GSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAAYVMNLYYQHAG 
               20        30        40        50        60        70 
 
         40        50        60        70        80 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT 
                                                    
gi|166 RNSWNCDFSQTATLTNTNPSYGACNFPSGSN              
               80        90       100               
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 18.1 E():   90 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (42-75:71-104) 
 
              20        30        40        50        60        70  
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 
                                     :   :: .:.: .   ::..      : :  
gi|221 AQRPDNRIESEGGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGR 
               50        60        70        80        90       100 
 
              80                                                    
AAD-12 AYIGYGMDT                                                    
       .:.:                                                         
gi|221 GYFGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQKVHRFDEGDLIAV 
              110       120       130       140       150       160 
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.0  bits: 18.4 E():   91 
Smith-Waterman score: 43; 47.6% identity (71.4% similar) in 21 aa overlap (8-28:8-24) 
 
               10        20        30        40        50        60 
AAD-12 ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
              .:. :::..: :   ::: .:                                 
gi|286 MGSLANNIMVVGAVLAALV---VGG-SCGPPKVPPGPNITTNYNGKWLTARATWYGQPNG 
               10           20         30        40        50       
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.0  bits: 18.9 E():   91 
Smith-Waterman score: 45; 50.0% identity (83.3% similar) in 12 aa overlap (4-15:337-348) 
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                                          10        20        30    
AAD-12                            ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     .:: :. .::.:                   
gi|113 NRFLASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMI 
        310       320       330       340       350       360       
 
            40        50        60        70        80 
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT 
                                                       
gi|113 PAEPGEAVLRLTSSAGVLSCQPGAPC                      
        370       380       390                        
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (4-19:29-44) 
 
                                        10        20        30      
AAD-12                          ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|215 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAATGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                
                                                                    
gi|215 GSPITTMTVRTDAVNKEALSYDSTVIDGDILLGFIESIETHMVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 40; 43.8% identity (62.5% similar) in 16 aa overlap (4-19:29-44) 
 
                                        10        20        30      
AAD-12                          ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.:.                 
gi|134 MGVQTHVLELTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPD 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                
                                                                    
gi|134 GGPITTMTLRIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIF 
               70        80        90       100       110       120 
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (4-19:29-44) 
 
                                        10        20        30      
AAD-12                          ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|892 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                
                                                                    
gi|892 GSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 67.0  bits: 18.6 E():   92 
Smith-Waterman score: 44; 26.7% identity (70.0% similar) in 30 aa overlap (45-74:232-259) 
 
           20        30        40        50        60        70     
AAD-12 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                     : .:  :. ::....:..  . ::. . .. 
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIH--SVVHSIIMQQQQQQQQQQGIDIFL 
             210       220       230         240       250          
 
           80                                                       
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AAD-12 GYGMDT                                                       
                                                                    
gi|170 PLSQHEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSIMRAPFAS 
     260       270       280       290       300       310          
 
>>gi|4376222|emb|CAA04829.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (7-25:31-49) 
 
                                       10        20        30       
AAD-12                         ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|437 GVFNYEIGATSVIPAARLFKAFILVGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                 
                                                                    
gi|437 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
               70        80        90       100       110       120 
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (7-25:31-49) 
 
                                       10        20        30       
AAD-12                         ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|437 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                 
                                                                    
gi|437 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (7-25:31-49) 
 
                                       10        20        30       
AAD-12                         ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|384 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENISGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                 
                                                                    
gi|384 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (7-25:31-49) 
 
                                       10        20        30       
AAD-12                         ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|159 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                 
                                                                    
gi|159 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.6 E():   96 
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Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (7-25:32-50) 
 
                                       10        20        30       
AAD-12                         ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYEIEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         40        50        60        70        80                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                 
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|4006953|emb|CAA07323.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (7-25:32-50) 
 
                                       10        20        30       
AAD-12                         ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         40        50        60        70        80                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                 
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (7-25:32-50) 
 
                                       10        20        30       
AAD-12                         ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|114 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         40        50        60        70        80                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                 
                                                                    
gi|114 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (7-25:32-50) 
 
                                       10        20        30       
AAD-12                         ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSLIPAARLFRAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         40        50        60        70        80                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                 
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (7-25:32-50) 
 
                                       10        20        30       
AAD-12                         ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
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         40        50        60        70        80                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                 
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (7-25:32-50) 
 
                                       10        20        30       
AAD-12                         ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         40        50        60        70        80                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                 
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (7-25:32-50) 
 
                                       10        20        30       
AAD-12                         ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         40        50        60        70        80                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                 
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (7-25:32-50) 
 
                                       10        20        30       
AAD-12                         ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         40        50        60        70        80                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                 
                                                                    
gi|125 GFPFEYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (7-25:32-50) 
 
                                       10        20        30       
AAD-12                         ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         40        50        60        70        80                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                 
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
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>>gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (7-25:32-50) 
 
                                       10        20        30       
AAD-12                         ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPG 
              10        20        30        40        50        60  
 
         40        50        60        70        80                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                 
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (7-25:32-50) 
 
                                       10        20        30       
AAD-12                         ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         40        50        60        70        80                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                 
                                                                    
gi|132 GIPFKYVKDRVDEVDHANFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321728|emb|CAA96547.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (7-25:32-50) 
 
                                       10        20        30       
AAD-12                         ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         40        50        60        70        80                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                 
                                                                    
gi|132 GFPFKYVKDRVDEVAHKNFKYSYSVIEGGPIGDTLEKISNEIKIVATPDGRSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006957|emb|CAA07325.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (7-25:32-50) 
 
                                       10        20        30       
AAD-12                         ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKINFPE 
              10        20        30        40        50        60  
 
         40        50        60        70        80                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                 
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (7-25:32-50) 
 
                                       10        20        30       
AAD-12                         ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
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gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         40        50        60        70        80                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                 
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (7-25:32-50) 
 
                                       10        20        30       
AAD-12                         ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|256 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         40        50        60        70        80                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                 
                                                                    
gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (7-25:32-50) 
 
                                       10        20        30       
AAD-12                         ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|241 GVFNYETETTSVIPAARLFKAFFLDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         40        50        60        70        80                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                 
                                                                    
gi|241 GFPFRYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (7-25:32-50) 
 
                                       10        20        30       
AAD-12                         ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         40        50        60        70        80                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                 
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDILEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (7-25:32-50) 
 
                                       10        20        30       
AAD-12                         ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         40        50        60        70        80                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                 
                                                                    
gi|116 GIPFKYVKGRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
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              70        80        90       100       110       120  
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (7-25:32-50) 
 
                                       10        20        30       
AAD-12                         ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         40        50        60        70        80                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                 
                                                                    
gi|459 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (7-25:32-50) 
 
                                       10        20        30       
AAD-12                         ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKASILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         40        50        60        70        80                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                 
                                                                    
gi|132 GSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKF 
              70        80        90       100       110       120  
 
>>gi|1513216|gb|AAC02632.1| cherry-allergen PRUA1 [Prunu  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 40; 32.0% identity (64.0% similar) in 25 aa overlap (1-25:27-50) 
 
                                         10        20        30     
AAD-12                           ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  .:.. . ::          
gi|151 MGVFTYESEFTSEIPPPRLFKAFVLDADNL-VPKIAPQAIKHSEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
           40        50        60        70        80               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT               
                                                                    
gi|151 GEGSQYGYVKHKIDSIDKENYSYSYTLIEGDALGDTLEKISYETKLVASPSGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (7-25:32-50) 
 
                                       10        20        30       
AAD-12                         ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         40        50        60        70        80                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                 
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVTTPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (7-25:32-50) 
 
                                       10        20        30       
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AAD-12                         ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         40        50        60        70        80                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                 
                                                                    
gi|132 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|167472849|gb|ABZ81046.1| pollen allergen Que a 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 40; 30.0% identity (70.0% similar) in 20 aa overlap (6-25:31-50) 
 
                                        10        20        30      
AAD-12                          ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :. :.:.. . ::           
gi|167 MGVFTYESEDASVIPPARLFKAFVLDSDNLIPKVVPQALKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                
                                                                    
gi|167 EGSHLKHAKHRIDVIDPENFTYSFSVIEGDALFDKLENVSTETKIVASPDGGSIVKSTSK 
               70        80        90       100       110       120 
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (7-25:32-50) 
 
                                       10        20        30       
AAD-12                         ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         40        50        60        70        80                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                 
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (7-25:32-50) 
 
                                       10        20        30       
AAD-12                         ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         40        50        60        70        80                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                 
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (6-25:31-50) 
 
                                        10        20        30      
AAD-12                          ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|730 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                
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gi|730 EGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|82492265|gb|ABB78006.1| major allergen Pru p 1 [Pru  (160 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 40; 32.0% identity (64.0% similar) in 25 aa overlap (1-25:27-50) 
 
                                         10        20        30     
AAD-12                           ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRA 
                                 ::.  .: .:  :.  .:.. . ::          
gi|824 MGVFTYESEFTSEIPPPRLFKAFVLDADNL-VPKIAPQAIKHSEILEGDGGPGTIKKITF 
               10        20        30         40        50          
 
           40        50        60        70        80               
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT               
                                                                    
gi|824 GEGSQYGYVKHKIDSIDKENHSYSYTLIEGDALGDNLEKISYETKLVASPSGGSIIKSTS 
      60        70        80        90       100       110          
 
>>gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (7-25:32-50) 
 
                                       10        20        30       
AAD-12                         ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         40        50        60        70        80                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                 
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGPILKISNKY 
              70        80        90       100       110       120  
 
>>gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (7-25:32-50) 
 
                                       10        20        30       
AAD-12                         ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
         40        50        60        70        80                 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                 
                                                                    
gi|125 GFPFKYVKDGVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.6 E():   97 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (6-25:31-50) 
 
                                        10        20        30      
AAD-12                          ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT                
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGFVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.5  bits: 17.0 E():   98 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (29-42:39-52) 
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                 10        20        30        40        50         
AAD-12   ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|730 TLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
       60        70        80                       
AAD-12 SQSKLGHVQQAGSAYIGYGMDT                       
                                                    
gi|730 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.5  bits: 17.0 E():   98 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (29-42:39-52) 
 
                 10        20        30        40        50         
AAD-12   ADSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|191 TLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
       60        70        80                       
AAD-12 SQSKLGHVQQAGSAYIGYGMDT                       
                                                    
gi|191 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:48 2011 done: Fri Jan 21 00:02:49 2011 
 Total Scan time:  0.070 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 111  - 190 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     3     2:* 
  32     3     8:= * 
  34     6    22:==     * 
  36    31    44:===========   * 
  38    36    73:============            * 
  40    63   102:=====================            * 
  42    94   125:================================         * 
  44   106   138:====================================         * 
  46   130   140:============================================  * 
  48   152   134:============================================*====== 
  50   150   122:========================================*========= 
  52   123   108:===================================*===== 
  54   119    92:==============================*========= 
  56    63    77:=====================    * 
  58    64    63:====================*= 
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  60    48    51:================* 
  62    36    41:============ * 
  64    39    33:==========*== 
  66    53    26:========*========= 
  68    35    20:======*===== 
  70    32    16:=====*===== 
  72    25    12:===*===== 
  74    12    10:===* 
  76    21     8:==*==== 
  78    11     6:=*== 
  80     2     5:=* 
  82     4     3:*= 
  84    10     3:*=== 
  86     4     2:*= 
  88     3     2:*          inset = represents 1 library sequences 
  90     4     1:*= 
  92     2     1:*         :*= 
  94     1     1:*         :* 
  96     1     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.28410.00335; mu= 3.1122 0.176 
 mean_var=36.2580 9.532, 0's: 2 Z-trim: 2  B-trim: 186 in 1/43 
 Lambda= 0.212996 
 Kolmogorov-Smirnov  statistic: 0.1219 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   64 25.0    0.48 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   62 24.4     0.8 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   58 23.2     1.5 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   57 22.8     2.3 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   62 24.2     2.5 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   55 22.2       4 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   55 22.2       4 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   56 22.4     4.2 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   56 22.4     4.3 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   53 21.6       5 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   53 21.6       5 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   52 21.3     5.5 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   53 21.6     5.5 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   53 21.6     6.1 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.3     7.2 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   52 21.3     7.6 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   56 22.3     8.2 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   49 20.4     9.2 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   51 21.0     9.3 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   51 21.0     9.3 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   51 21.0     9.3 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.6     9.7 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.6      10 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.6      10 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.6      10 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   56 22.3      12 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   56 22.3      12 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   50 20.6      12 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   56 22.3      12 
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gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   55 22.0      13 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   49 20.3      14 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   52 21.1      15 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   52 21.1      16 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   51 20.8      18 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 22.2      20 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 19.5      20 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 22.2      21 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 19.7      21 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 19.7      21 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 19.7      21 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   45 19.2      22 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 19.7      22 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 19.7      22 
gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   48 20.0      24 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   54 21.6      24 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.4      25 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   52 21.1      26 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   46 19.4      26 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   46 19.4      27 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   46 19.4      27 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   46 19.4      27 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   46 19.4      27 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   46 19.4      27 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   46 19.4      27 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   46 19.4      27 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   46 19.4      27 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   46 19.4      27 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   46 19.4      27 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   46 19.4      27 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 19.4      27 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 19.4      27 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 19.4      27 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 19.4      27 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   44 18.9      27 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   53 21.3      29 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.7      31 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   45 19.1      33 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   45 19.1      33 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   45 19.1      33 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   45 19.1      33 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   47 19.7      33 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 18.0      34 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   43 18.5      37 
gi|14422361|emb|CAC41634.1| plantain pollen major  ( 131)   43 18.5      41 
gi|14422359|emb|CAC41633.1| plantain pollen major  ( 131)   43 18.5      41 
gi|14422363|emb|CAC41635.1| plantain pollen major  ( 131)   43 18.5      41 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   44 18.8      41 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   44 18.8      41 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   44 18.8      41 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   44 18.8      41 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   44 18.8      41 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   44 18.8      41 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   44 18.8      41 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   44 18.8      41 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   44 18.8      41 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   44 18.8      41 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   44 18.8      41 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   44 18.8      41 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   47 19.6      42 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   44 18.8      42 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   49 20.2      42 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   50 20.4      44 
gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA ( 301)   47 19.6      44 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   48 19.9      44 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   36 16.6      45 
gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Glo ( 151)   43 18.5      48 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   43 18.5      49 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 20.7      49 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.8      50 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   43 18.5      51 
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gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   43 18.5      51 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   43 18.5      51 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   46 19.3      51 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   49 20.1      52 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 15.2      53 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   44 18.8      54 
gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Veno ( 204)   44 18.8      54 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   44 18.8      55 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   46 19.3      55 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 19.8      55 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.5      57 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   42 18.2      57 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 17.7      57 
gi|56417506|gb|AAV90694.1| GE-rich salivary protei ( 266)   45 19.0      59 
gi|56417504|gb|AAV90693.1| 30 kDa salivary gland a ( 271)   45 19.0      60 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   42 18.2      62 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.2      62 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   42 18.2      62 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 18.2      63 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   42 18.2      63 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.2      63 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 18.2      63 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   42 18.2      63 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.2      63 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.2      63 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   42 18.2      63 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 18.2      63 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.2      63 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   42 18.2      63 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   42 18.2      63 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.2      63 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.2      63 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   42 18.2      63 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.2      63 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   42 18.2      63 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.2      63 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   41 17.9      67 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   41 17.9      68 
gi|4006947|emb|CAA07320.1| pollen allergen Betv1,  ( 120)   40 17.6      69 
gi|4006963|emb|CAA07328.1| pollen allergen Betv1,  ( 120)   40 17.6      69 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   47 19.5      70 
gi|114326420|ref|NP_001041618.1| major allergen I  (  88)   38 17.1      75 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   48 19.8      75 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 17.6      75 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   44 18.7      76 
gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allerge ( 159)   41 17.9      77 
gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allerge ( 159)   41 17.9      77 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   41 17.9      77 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   50 20.3      77 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   50 20.3      77 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   41 17.9      77 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   41 17.9      77 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   41 17.9      77 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   41 17.9      77 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   41 17.9      77 
gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   41 17.9      77 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   41 17.9      77 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   41 17.9      77 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   41 17.9      77 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   41 17.9      77 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   40 17.6      78 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   40 17.6      78 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.3      80 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.5      81 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   42 18.1      82 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 13.8      83 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   40 17.6      84 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   28 14.3      85 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   38 17.0      87 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   42 18.1      88 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   45 18.9      90 
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gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   43 18.4      90 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   44 18.7      91 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   40 17.6      91 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   40 17.6      91 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   40 17.6      91 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   40 17.6      94 
gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allerge ( 159)   40 17.6      94 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   40 17.6      94 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   40 17.6      94 
gi|4376222|emb|CAA04829.1| pollen allergen, Betv1  ( 159)   40 17.6      94 
gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=M ( 160)   40 17.6      95 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   40 17.6      95 
gi|4006953|emb|CAA07323.1| pollen allergen Betv1,  ( 160)   40 17.6      95 
gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen be ( 160)   40 17.6      95 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   40 17.6      95 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   40 17.6      95 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   40 17.6      95 
gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=M ( 160)   40 17.6      95 
gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula pl ( 160)   40 17.6      95 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   40 17.6      95 
gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 ( 160)   40 17.6      95 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   40 17.6      95 
gi|1321728|emb|CAA96547.1| major allergen Bet v 1  ( 160)   40 17.6      95 
gi|4006957|emb|CAA07325.1| pollen allergen Betv1,  ( 160)   40 17.6      95 
gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 ( 160)   40 17.6      95 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   40 17.6      95 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   40 17.6      95 
gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 ( 160)   40 17.6      95 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   40 17.6      95 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   40 17.6      95 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   40 17.6      95 
gi|167472849|gb|ABZ81046.1| pollen allergen Que a  ( 160)   40 17.6      95 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   40 17.6      95 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   40 17.6      95 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   40 17.6      95 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   40 17.6      95 
gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Be ( 160)   40 17.6      95 
gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula pl ( 160)   40 17.6      95 
gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 ( 161)   40 17.6      96 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   38 17.0      97 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   38 17.0      97 
gi|21757|emb|CAA26383.1| unnamed protein product [ ( 296)   43 18.4   1e 
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  64  Z-score: 108.1  bits: 25.0 E(): 0.48 
Smith-Waterman score: 64; 29.5% identity (63.9% similar) in 61 aa overlap (12-70:9-65) 
 
               10        20        30          40        50         
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYS 
                  : :.: :. : : .    :.:  .: :  ..:..:.   ....:.:.:  
gi|111    MKFAIVLIACFAASVL-AQGHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYL 
                  10         20        30        40           50    
 
       60        70        80                                       
AAD-12 QSKLGHVQQAGSAYIGYGMDTT                                       
       : .: ....  :                                                 
gi|111 QHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTL 
            60        70        80        90       100       110    
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 104.2  bits: 24.4 E():  0.8 
Smith-Waterman score: 62; 26.5% identity (59.2% similar) in 49 aa overlap (2-50:5-52) 
 
                  10        20        30        40        50        
AAD-12    DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
           :.  :..  ... :. .. :. :. :.: :    . : :. :  : :..        
gi|189 MASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPL-EGCREYVAQQTCGVTIAG 
               10        20        30        40         50          
 
        60        70        80                                      
AAD-12 SQSKLGHVQQAGSAYIGYGMDTT                                      

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 4061



 

 

                                                                    
gi|189 SPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFA 
      60        70        80        90       100       110          
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 99.1  bits: 23.2 E():  1.5 
Smith-Waterman score: 58; 26.9% identity (57.7% similar) in 52 aa overlap (28-79:26-77) 
 
               10        20        30        40        50        60 
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                  :::      :.  . . :  ..:.   :....  
gi|527   MVHHITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKV 
                 10        20        30        40        50         
 
               70        80                                         
AAD-12 KLGHVQQAGSAYIGYGMDTT                                         
       .. :::.:.. :   .: :                                          
gi|527 NVDHVQDAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRV 
       60        70        80        90       100       110         
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  50 init1:  50 opt:  57  Z-score: 95.8  bits: 22.8 E():  2.3 
Smith-Waterman score: 57; 24.5% identity (59.2% similar) in 49 aa overlap (2-50:5-52) 
 
                  10        20        30        40        50        
AAD-12    DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
           :.  :..  ... :. .. .. :. :.: :    . : :. :  : :..        
gi|439 MASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPL-EGCREYVAQQTCGVTIAG 
               10        20        30        40         50          
 
        60        70        80                                      
AAD-12 SQSKLGHVQQAGSAYIGYGMDTT                                      
                                                                    
gi|439 SPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDF 
      60        70        80        90       100       110          
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  45 init1:  45 opt:  62  Z-score: 95.3  bits: 24.2 E():  2.5 
Smith-Waterman score: 62; 23.2% identity (53.6% similar) in 56 aa overlap (23-78:309-358) 
 
                       10        20        30        40        50   
AAD-12         DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR 
                                     :.: :  : :.  ..: .      : ..:  
gi|113 HGFFQVVNNNYDKWGSYAIGGSASPTILSQGNRFCAPDERSKKNVLGR------HGEAAA 
      280       290       300       310       320             330   
 
             60        70        80                                 
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTT                                 
       .:. ..      : . :. ... :.:                                   
gi|113 ESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEPGESALSLTSSAGVLSCQP 
            340       350       360       370       380       390   
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 91.6  bits: 22.2 E():    4 
Smith-Waterman score: 55; 45.5% identity (68.2% similar) in 22 aa overlap (3-24:29-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  .: :::.: . ::           
gi|444 MGVFTYADESTSVIPPPRLFKALVLEADTLIPKIAPQSVKSAEIVEGDGGVGTIKKISFG 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|444 EGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSN 
               70        80        90       100       110       120 
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 91.6  bits: 22.2 E():    4 
Smith-Waterman score: 55; 40.0% identity (70.0% similar) in 20 aa overlap (5-24:31-50) 
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                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :::.. . ::           
gi|165 MGVFTHENEITSAIPPGRLFKAFVLDADNLIPKLAPHAIKSAEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|165 EGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSILKNTSK 
               70        80        90       100       110       120 
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 91.3  bits: 22.4 E():  4.2 
Smith-Waterman score: 56; 28.3% identity (62.3% similar) in 53 aa overlap (29-76:93-144) 
 
                 10        20        30             40        50    
AAD-12   DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|144 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
             70        80        90       100        110       120  
 
            60        70        80                                  
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTT                                  
       .. :  .:. .: .:...:.. :                                      
gi|144 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
             130       140       150       160       170       180  
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 91.2  bits: 22.4 E():  4.3 
Smith-Waterman score: 56; 28.3% identity (62.3% similar) in 53 aa overlap (29-76:97-148) 
 
                 10        20        30             40        50    
AAD-12   DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|622 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
         70        80        90       100       110        120      
 
            60        70        80                                  
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTT                                  
       .. :  .:. .: .:...:.. :                                      
gi|622 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
         130       140       150       160       170       180      
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 89.9  bits: 21.6 E():    5 
Smith-Waterman score: 53; 27.9% identity (62.3% similar) in 61 aa overlap (12-70:9-65) 
 
               10        20        30          40        50         
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYS 
                  : :.: :. :   .    :.:  .: :  ..:..:.   ....:.:.:  
gi|111    MKFAIVLIACFAASVL-AQEHKPEKDDFRNEFDHLLIEQANHAI---EKGEHQLLYL 
                  10         20        30        40           50    
 
       60        70        80                                       
AAD-12 QSKLGHVQQAGSAYIGYGMDTT                                       
       : .: ....  :                                                 
gi|111 QHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTL 
            60        70        80        90       100       110    
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 89.9  bits: 21.6 E():    5 
Smith-Waterman score: 53; 27.9% identity (62.3% similar) in 61 aa overlap (12-70:9-65) 
 
               10        20        30          40        50         
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYS 
                  : :.: :. :   .    :.:  .: :  ..:..:.   ....:.:.:  
gi|420    MKFAIVLIACFAASVL-AQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYL 
                  10         20        30        40           50    
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       60        70        80                                       
AAD-12 QSKLGHVQQAGSAYIGYGMDTT                                       
       : .: ....  :                                                 
gi|420 QHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTL 
            60        70        80        90       100       110    
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 89.3  bits: 21.3 E():  5.5 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (30-70:11-50) 
 
               10        20        30          40        50         
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYS 
                                    :.:  .: :  ..:..:.   ....:.:.:  
gi|160                    GSQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYL 
                                  10        20           30         
 
       60        70        80                                       
AAD-12 QSKLGHVQQAGSAYIGYGMDTT                                       
       : .: ....  :                                                 
gi|160 QHQLDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTL 
       40        50        60        70        80        90         
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 89.2  bits: 21.6 E():  5.5 
Smith-Waterman score: 53; 24.5% identity (55.1% similar) in 49 aa overlap (2-50:5-52) 
 
                  10        20        30        40        50        
AAD-12    DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
           :.  :..   .. :. .. .. :  :.: :    . : :. :  : :..        
gi|217 MASKSSISPLLLATVLVSVFAAATATGPYCYAGMGLPINPL-EGCREYVAQQTCGISISG 
               10        20        30        40         50          
 
        60        70        80                                      
AAD-12 SQSKLGHVQQAGSAYIGYGMDTT                                      
                                                                    
gi|217 SAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDF 
      60        70        80        90       100       110          
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  53  Z-score: 88.3  bits: 21.6 E():  6.1 
Smith-Waterman score: 53; 22.4% identity (55.2% similar) in 58 aa overlap (5-56:31-87) 
 
                                         10        20               
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICF- 
               10        20        30        40        50           
 
      30        40         50        60        70        80         
AAD-12 DMRAAYDALDEATRALVHQR-SARHSLVYSQSKLGHVQQAGSAYIGYGMDTT         
       :  . .. . . .. . .   : :.:..                                 
gi|132 DEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSIS 
      60        70        80        90       100       110          
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.1  bits: 21.3 E():  7.2 
Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (35-58:29-52) 
 
           10        20        30        40        50        60     
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 
                                     : : :::  : .  ..: .: .::       
gi|144   KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLS 
                 10        20        30        40        50         
 
           70        80                                             
AAD-12 VQQAGSAYIGYGMDTT                                             
                                                                    
gi|144 DSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAG 
       60        70        80        90       100       110         
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
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 initn:  52 init1:  52 opt:  52  Z-score: 86.7  bits: 21.3 E():  7.6 
Smith-Waterman score: 52; 40.9% identity (68.2% similar) in 22 aa overlap (3-24:29-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  .: .::.: . ::           
gi|444 MGVFTYSDESTSVIPPPRLFKALVLEADTLIPKIAPQSVKTAEIVEGDGGVGTIKKISFG 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|444 EGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTSN 
               70        80        90       100       110       120 
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 86.1  bits: 22.3 E():  8.2 
Smith-Waterman score: 56; 22.6% identity (54.8% similar) in 84 aa overlap (1-78:40-123) 
 
                                             10        20           
AAD-12                               DSTYMPVMAQGAVFSAEVVPAVGGRTCF-- 
                                     :.  .:: .. :...  .: : :    .   
gi|682 LLGILLYIPIVLSDDRAPIPANSAQLNSWFDGIIQPVAVRKATMDPALVTAEGQAKVIKL 
      10        20        30        40        50        60          
 
        30        40        50        60          70         80     
AAD-12 -ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG--SAYIG-YGMDTT     
        .:  . . ...:: ...  . . :  : .: .. ..  . :  . ::  :: :       
gi|682 KSDGSGDFKSINEAIKSIPDDNTKRVILSFSPGNYSEKVKIGMYKHYITFYGEDPNNMPI 
      70        80        90       100       110       120          
 
gi|682 LVFGGTAAEYGTVDSATLIVESNYFSAVNLKIVNSAPRPDGKRVGAQAAALRISGDKASF 
     130       140       150       160       170       180          
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 85.2  bits: 20.4 E():  9.2 
Smith-Waterman score: 49; 22.4% identity (56.9% similar) in 58 aa overlap (10-67:4-59) 
 
               10        20        30        40        50        60 
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                .:.. .:.:. :. :     : .: . :   :...    ..:    . .:. 
gi|777       MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFA--IIDQD 
                     10        20        30        40          50   
 
               70        80                                    
AAD-12 KLGHVQQAGSAYIGYGMDTT                                    
       : : ...                                                 
gi|777 KSGFIEEDELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH 
             60        70        80        90       100        
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.0  bits: 21.0 E():  9.3 
Smith-Waterman score: 51; 45.0% identity (70.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :::.. . ::           
gi|602 MGVFTYESEFTSVIPPARLFNAFVLDADNLIPKIAPQAVKSAEILEGDGGVGTIKKINFG 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|602 EGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIKSTSHY 
               70        80        90       100       110       120 
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.0  bits: 21.0 E():  9.3 
Smith-Waterman score: 51; 45.0% identity (70.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 4065



 

 

AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :::.. . ::           
gi|279 MGVFTYESEFTSVIPPARLFNAFVLDADNLIPKIAPQAVKSAEILEGDGGVGTIKKINFG 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|279 EGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSHY 
               70        80        90       100       110       120 
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.0  bits: 21.0 E():  9.3 
Smith-Waterman score: 51; 45.0% identity (70.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :::.. . ::           
gi|131 MGVFNYETEFTSVIPPARLFNAFVLDADNLIPKIAPQAVKSAEILEGDGGVGTIKKINFG 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|131 EGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSHY 
               70        80        90       100       110       120 
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.8  bits: 22.6 E():  9.7 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (31-70:372-411) 
 
               10        20        30        40        50        60 
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|224 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             350       360       370       380       390       400  
 
               70        80                                         
AAD-12 KLGHVQQAGSAYIGYGMDTT                                         
         .::: . :                                                   
gi|224 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             410       420       430       440       450       460  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.4  bits: 22.6 E():   10 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (31-70:392-431) 
 
               10        20        30        40        50        60 
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|571 GNRSPHIYDPQRWFTQNCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
               70        80                                         
AAD-12 KLGHVQQAGSAYIGYGMDTT                                         
         .::: . :                                                   
gi|571 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFA 
             430       440       450       460       470       480  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.4  bits: 22.6 E():   10 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (31-70:392-431) 
 
               10        20        30        40        50        60 
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|199 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
               70        80                                         
AAD-12 KLGHVQQAGSAYIGYGMDTT                                         
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         .::: . :                                                   
gi|199 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             430       440       450       460       470       480  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.3  bits: 22.6 E():   10 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (31-70:400-439) 
 
               10        20        30        40        50        60 
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|213 RSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
     370       380       390       400       410       420          
 
               70        80                                         
AAD-12 KLGHVQQAGSAYIGYGMDTT                                         
         .::: . :                                                   
gi|213 GRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLA 
     430       440       450       460       470       480          
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 83.4  bits: 22.3 E():   12 
Smith-Waterman score: 56; 22.9% identity (54.3% similar) in 70 aa overlap (1-69:140-207) 
 
                                             10        20        30 
AAD-12                               DSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     :   .:. .   ... : .:.:.  . . : 
gi|186 TFEEPQQPQQRGQSSRPQDRHQKIYNSREGDLIAVPTGVAWWMYNNEDTPVVA--VSIID 
     110       120       130       140       150       160          
 
               40         50        60        70        80          
AAD-12 MRAAYDALDEATRAL-VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT          
         .  . ::.  : . .   . .. : :.: . :: .: :                     
gi|186 TNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEENEGGSILSGFTLE 
       170       180       190       200       210       220        
 
gi|186 FLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQRPQEEEEEEEDEK 
       230       240       250       260       270       280        
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 83.4  bits: 22.3 E():   12 
Smith-Waterman score: 56; 22.9% identity (54.3% similar) in 70 aa overlap (1-69:140-207) 
 
                                             10        20        30 
AAD-12                               DSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     :   .:. .   ... : .:.:.  . . : 
gi|186 TFEEPQQPQQRGQSSRPQDRHQKIYNFREGDLIAVPTGVAWWMYNNEDTPVVA--VSIID 
     110       120       130       140       150       160          
 
               40         50        60        70        80          
AAD-12 MRAAYDALDEATRAL-VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT          
         .  . ::.  : . .   . .. : :.: . :: .: :                     
gi|186 TNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEENEGGSILSGFTLE 
       170       180       190       200       210       220        
 
gi|186 FLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQRPQEEEEEEEDEK 
       230       240       250       260       270       280        
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.3  bits: 20.6 E():   12 
Smith-Waterman score: 50; 40.9% identity (68.2% similar) in 22 aa overlap (3-24:29-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  .: .::.: . ::           
gi|444 MGVFTYADESTSVITPPRLFKALVLEADTLIPKIAPQSVKGAEIVEGDGGVGTIKKISFG 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
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gi|444 EGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSN 
               70        80        90       100       110       120 
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 83.2  bits: 22.3 E():   12 
Smith-Waterman score: 56; 28.9% identity (52.6% similar) in 38 aa overlap (33-70:371-408) 
 
             10        20        30        40        50        60   
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :  : . .  ..:  .  ::..:      
gi|370 RSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGR 
              350       360       370       380       390       400 
 
             70        80                                           
AAD-12 GHVQQAGSAYIGYGMDTT                                           
       .::: . :                                                     
gi|370 AHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGE 
              410       420       430       440       450       460 
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  55  Z-score: 82.3  bits: 22.0 E():   13 
Smith-Waterman score: 55; 34.2% identity (60.5% similar) in 38 aa overlap (48-79:198-235) 
 
        20        30        40        50        60              70  
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL------GHVQQAGSA 
                                     ::. :..:  .:. :      :  ..: .  
gi|303 LVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALAD 
       170       180       190       200       210       220        
 
              80                                                    
AAD-12 YIGYGMDTT                                                    
        .:.::::                                                     
gi|303 VLGFGMDTETARKVRGEDDQRGHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICS 
       230       240       250       260       270       280        
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 82.1  bits: 20.3 E():   14 
Smith-Waterman score: 49; 35.7% identity (52.4% similar) in 42 aa overlap (12-42:37-78) 
 
                                  10        20              30      
AAD-12                    DSTYMPVMAQGAVFSAEVVPAVGGR------TCFADMRAAY 
                                     :. : :.: . ::       :   : ...: 
gi|145 EEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSY 
         10        20        30        40        50        60       
 
               40        50        60        70        80           
AAD-12 -----DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT           
            ::.::::                                                 
gi|145 VLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAP 
         70        80        90       100       110       120       
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 81.1  bits: 21.1 E():   15 
Smith-Waterman score: 52; 26.1% identity (54.3% similar) in 46 aa overlap (1-46:27-71) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                 :. : :. :   .  : ..::.::    .: .   
gi|663 MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGKATTDEQKL 
               10        20        30        40         50          
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
        . .. . .: :                                                 
gi|663 LEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILKLDTDYDVA 
      60        70        80        90       100       110          
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.0  bits: 21.1 E():   16 
Smith-Waterman score: 52; 20.8% identity (58.3% similar) in 48 aa overlap (2-49:72-119) 
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                                            10        20        30  
AAD-12                              DSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:...:   :: .  :..  .. :... 
gi|170 QSFSQQPPFSQQQQQPLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQ 
              50        60        70        80        90       100  
 
              40        50        60        70        80            
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT            
       .      ..  . ::.:.                                           
gi|170 QQLVLPPQQQQQQLVQQQIPIVQPSVLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSS 
             110       120       130       140       150       160  
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  86 init1:  51 opt:  51  Z-score: 79.9  bits: 20.8 E():   18 
Smith-Waterman score: 51; 22.6% identity (64.5% similar) in 31 aa overlap (2-32:66-96) 
 
                                            10        20        30  
AAD-12                              DSTYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:.. ::  :  .. :..  .. :... 
gi|219 QPLPPQQTFPQQPPFSQQQQQQPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQ 
          40        50        60        70        80        90      
 
              40        50        60        70        80            
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT            
       .                                                            
gi|219 QQLILPPQQQQQLPQQQISIVQPSVLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSC 
         100       110       120       130       140       150      
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 79.0  bits: 22.2 E():   20 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (58-75:283-300) 
 
        30        40        50        60        70        80        
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT        
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 79.0  bits: 19.5 E():   20 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (6-21:66-81) 
 
                                        10        20        30      
AAD-12                          DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
          40        50        60        70        80 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                                     
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS                  
         100       110       120                     
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 78.8  bits: 22.2 E():   21 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (58-75:289-306) 
 
        30        40        50        60        70        80        
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT        
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
 
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
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 initn:  47 init1:  47 opt:  47  Z-score: 78.7  bits: 19.7 E():   21 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (31-47:14-30) 
 
               10        20        30        40        50        60 
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     .: :.: .:.  .. .:              
gi|219                  MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQ 
                                10        20        30        40    
 
               70        80                                         
AAD-12 KLGHVQQAGSAYIGYGMDTT                                         
                                                                    
gi|219 TFEENDLQQLIIEIDADGSGELEFDEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNG 
            50        60        70        80        90       100    
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.5  bits: 19.7 E():   21 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (19-35:141-157) 
 
                           10        20        30        40         
AAD-12             DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
       50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.5  bits: 19.7 E():   21 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (19-35:141-157) 
 
                           10        20        30        40         
AAD-12             DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
       50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 78.4  bits: 19.2 E():   22 
Smith-Waterman score: 45; 25.5% identity (58.8% similar) in 51 aa overlap (1-48:13-61) 
 
                           10         20          30        40      
AAD-12             DSTYMPVMAQGAVFSAEVV-PAVG--GRTCFADMRAAYDALDEATRAL 
                   :..   : : :. :. ..    ::  :..  :: . ... ::.   .. 
gi|207 MSITDIVSEKDIDAALESVKAAGS-FNYKIFFQKVGLAGKSA-ADAKKVFEILDRDKSGF 
               10        20         30        40         50         
 
          50        60        70        80                 
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT                 
       ..:                                                 
gi|207 IEQDELGLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
       60        70        80        90       100          
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.3  bits: 19.7 E():   22 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (19-35:144-160) 
 
                           10        20        30        40         
AAD-12             DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
       50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 4070



 

 

 initn:  47 init1:  47 opt:  47  Z-score: 78.3  bits: 19.7 E():   22 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (19-35:144-160) 
 
                           10        20        30        40         
AAD-12             DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
       50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
 
>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.7  bits: 20.0 E():   24 
Smith-Waterman score: 48; 33.3% identity (59.3% similar) in 27 aa overlap (2-28:17-43) 
 
                              10        20        30        40      
AAD-12                DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL 
                       :.:.:  .   ::..:  :  .: : .                  
gi|510 MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLPVIRGKGGGIEFAKT 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT                          
                                                                    
gi|510 ETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHLCTPLSLNSFSVDRY 
               70        80        90       100       110       120 
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  51 init1:  51 opt:  54  Z-score: 77.5  bits: 21.6 E():   24 
Smith-Waterman score: 54; 28.6% identity (75.0% similar) in 28 aa overlap (48-75:551-578) 
 
        20        30        40        50        60        70        
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.... . . . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYP 
              530       540       550       560       570       580 
 
        80                                                          
AAD-12 DTT                                                          
                                                                    
gi|217 TSLQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQP 
              590       600       610       620       630       640 
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 77.4  bits: 19.4 E():   25 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (31-48:126-143) 
 
               10        20        30        40        50        60 
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . ::..::: :..: ...             
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG         
         100       110       120       130       140                
 
               70        80 
AAD-12 KLGHVQQAGSAYIGYGMDTT 
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 77.0  bits: 21.1 E():   26 
Smith-Waterman score: 52; 24.3% identity (73.0% similar) in 37 aa overlap (38-73:143-179) 
 
        10        20        30        40        50        60        
AAD-12 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG-HVQ 
                                     .::   .:.: .. .. .::  .... .:. 
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
         70        80                                               
AAD-12 QAGSAYIGYGMDTT                                               
       . :...:                                                      
gi|215 NNGDVFILLVPNFVFVWTGKHSNRMERTTAIRVANDLKSELNRFKLSSVILEDGKEVEQT 
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            180       190       200       210       220       230   
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 77.0  bits: 19.4 E():   26 
Smith-Waterman score: 46; 26.2% identity (52.3% similar) in 65 aa overlap (9-71:34-95) 
 
                                     10        20        30         
AAD-12                       DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
                                     : :.  :.:.: . ::   .  .  . :.  
gi|604 FTFDDQATSPVAPATLYNALAKDADNIIPKAVGSFQSVEIVEGNGGPGTIKKISFVEDG- 
            10        20        30        40        50        60    
 
       40        50          60        70        80                 
AAD-12 DEATRALVHQRSA--RHSLVYSQSKLGHVQQAGSAYIGYGMDTT                 
          :. ..:.  .  . .: :: : .: :    .:                          
gi|604 --ETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTISY 
               70        80        90       100       110       120 
 
gi|604 HGKGDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
              130       140       150      
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 46; 35.0% identity (70.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. .::.. . ::           
gi|459 MGVYTFENEYTSEIPPSRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|459 EGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISHY 
               70        80        90       100       110       120 
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 46; 35.0% identity (70.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. .::.. . ::           
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|459 EGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISHY 
               70        80        90       100       110       120 
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 46; 35.0% identity (70.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. .::.. . ::           
gi|753 MGVCTFENEFTSEIPPSRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|753 EGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISHY 
               70        80        90       100       110       120 
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.7  bits: 19.4 E():   27 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 4072



 

 

Smith-Waterman score: 46; 35.0% identity (70.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. .::.. . ::           
gi|134 MGVYTFENEFTSEIPPSRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|134 EGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISHY 
               70        80        90       100       110       120 
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 46; 22.2% identity (53.7% similar) in 54 aa overlap (5-47:31-84) 
 
                                         10        20               
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :.  ::.. . ::     .  :. 
gi|304 MGLYTFENEFTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
      30              40        50        60        70        80    
AAD-12 D------MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT    
       .      ..   :..:::. . ..                                     
gi|304 EGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISHY 
               70        80        90       100       110       120 
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 46; 35.0% identity (70.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. .::.. . ::           
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|459 EGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIKSISHY 
               70        80        90       100       110       120 
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 46; 35.0% identity (70.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. .::.. . ::           
gi|459 MGVCTFENEFTSEIPPSRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|459 EGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISHY 
               70        80        90       100       110       120 
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 46; 35.0% identity (70.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. .::.. . ::           
gi|165 MGVYTFENEFTSEIPPSRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
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           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|165 EGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISHY 
               70        80        90       100       110       120 
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 46; 35.0% identity (70.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. .::.. . ::           
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|459 EGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISHY 
               70        80        90       100       110       120 
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 46; 40.0% identity (70.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.:.. . ::           
gi|602 MGVFTYEFEFTSVIPPARLYNAFVLDADNLIPKIAPQAVKSTEILEGDGGVGTIKKINFG 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|602 EGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISHY 
               70        80        90       100       110       120 
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 46; 35.0% identity (70.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. .::.. . ::           
gi|886 MGVYTFENEFTSEIPPSRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|886 EGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIKSISHY 
               70        80        90       100       110       120 
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (3-24:29-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
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>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (3-24:29-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|400 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (3-24:29-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (3-24:29-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 76.6  bits: 18.9 E():   27 
Smith-Waterman score: 44; 32.4% identity (56.8% similar) in 37 aa overlap (5-41:65-101) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .:  ..::. ::  . :.:: :  :   :  
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
           40        50        60        70        80 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
        .  .:.                                        
gi|117 EEEKEESDDDMGFGLFD                              
          100       110                               
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 76.0  bits: 21.3 E():   29 
Smith-Waterman score: 53; 32.1% identity (71.4% similar) in 28 aa overlap (48-75:539-566) 
 
        20        30        40        50        60        70        
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.:.. .   . ...:.::: :..  ::   
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gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYP 
      510       520       530       540       550       560         
 
        80                                                          
AAD-12 DTT                                                          
                                                                    
gi|217 TSVQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQP 
      570       580       590       600       610       620         
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 75.7  bits: 19.7 E():   31 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (28-49:74-98) 
 
                  10        20        30           40        50     
AAD-12    DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---DEATRALVHQRSARHS 
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
 
           60        70        80                                   
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTT                                   
                                                                    
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 45; 27.0% identity (64.9% similar) in 37 aa overlap (11-47:49-84) 
 
                                   10        20        30        40 
AAD-12                     DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|144 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
               50        60        70        80                     
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT                     
       :  : ..                                                      
gi|144 AGLAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEAT 
        80        90       100       110       120       130        
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.1  bits: 19.1 E():   33 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  ::  ::.. . ::           
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNLIPKIAPQAVKCAEILEGDGGPGTIKKITFG 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|901 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIKTTSKY 
               70        80        90       100       110       120 
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.0  bits: 19.1 E():   33 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  ::  ::.. . ::           
gi|880 MGVYTYENEFTSDIPAPKLFKAFVLDADNLIPKIAPQAVKCAEILEGDGGPGTIKKITFG 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|880 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVIKTTSK 
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               70        80        90       100       110       120 
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.0  bits: 19.1 E():   33 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  ::  ::.. . ::           
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNLIPKIAPQAVKCAEILEGDGGPGTIKKITFG 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|901 EGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTIIKTTSK 
               70        80        90       100       110       120 
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.0  bits: 19.7 E():   33 
Smith-Waterman score: 47; 33.3% identity (52.8% similar) in 36 aa overlap (28-63:159-191) 
 
                  10        20        30        40        50        
AAD-12    DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :   . : ..::   :   :: .  :.:   
gi|136 TNTEKLPTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFEIR---HQLTQIHGLYR 
      130       140       150       160       170          180      
 
        60        70        80                           
AAD-12 SQSKLGHVQQAGSAYIGYGMDTT                           
       :..: :                                            
gi|136 SSDKTGGYWKITMNDGSTYQSDLSKKFEYNTEKPPINIDEIKTIEAEIN 
         190       200       210       220       230     
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 74.9  bits: 18.0 E():   34 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (46-67:37-58) 
 
          20        30        40        50        60        70      
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
          80      
AAD-12 GMDTT      
                  
gi|162 VPQLEIVPNS 
         70       
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.2  bits: 18.5 E():   37 
Smith-Waterman score: 43; 26.0% identity (52.0% similar) in 50 aa overlap (7-56:30-79) 
 
                                      10        20        30        
AAD-12                        DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                                    .  .:.. :.:   .   : :   . :.    
gi|253 TGPYCYAGMGLPINPLEGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHC 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT                  
         ::.: .. .::  .: :                                          
gi|253 RCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNAPYCLGLDI 
               70        80        90       100       110       120 
 
>>gi|14422361|emb|CAC41634.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.5  bits: 18.5 E():   41 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (1-18:85-102) 
 
                                             10        20        30 
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AAD-12                               DSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
               40        50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                                          
gi|144 RHVKPLSFRAKTDAPGC                                  
          120       130                                   
 
>>gi|14422359|emb|CAC41633.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.5  bits: 18.5 E():   41 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (1-18:85-102) 
 
                                             10        20        30 
AAD-12                               DSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETDQDGVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
               40        50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                                          
gi|144 RHVKPLSFRAKTDAPGC                                  
          120       130                                   
 
>>gi|14422363|emb|CAC41635.1| plantain pollen major alle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.5  bits: 18.5 E():   41 
Smith-Waterman score: 43; 27.8% identity (77.8% similar) in 18 aa overlap (1-18:85-102) 
 
                                             10        20        30 
AAD-12                               DSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     : . .: .:.:.. ...:             
gi|144 GETGQDGVYRLPVVGYHEDCEIKLVKSGRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKT 
           60        70        80        90       100       110     
 
               40        50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                                          
gi|144 RHVKPLSFRAKTDAPGC                                  
          120       130                                   
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 44; 35.0% identity (65.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :.  ::.. . ::           
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGGPGTIKKITFG 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|459 EGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHY 
               70        80        90       100       110       120 
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 44; 35.0% identity (65.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :.  ::.. . ::           
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGGPGTIKKITFG 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
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gi|459 EGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHY 
               70        80        90       100       110       120 
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 44; 35.0% identity (65.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :.  ::.. . ::           
gi|425 MGVYTFENEYTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGGPGTIKKITFG 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|425 EGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHY 
               70        80        90       100       110       120 
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 44; 35.0% identity (65.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :.  ::.. . ::           
gi|753 MGVYTFENEYTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGGPGTTKKITFG 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|753 EGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHY 
               70        80        90       100       110       120 
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 44; 35.0% identity (65.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :.  ::.. . ::           
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGGPGTIKKITFG 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|459 EGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIKSISHY 
               70        80        90       100       110       120 
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 44; 36.4% identity (63.6% similar) in 22 aa overlap (3-24:28-49) 
 
                                        10        20        30      
AAD-12                          DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                  : .: .:  :. :.: . . ::            
gi|115 GVFNYETETTSVIPAARLFKAFILDGDTLFPQVAPQAISSVENISGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT                
                                                                    
gi|115 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (5-24:31-50) 
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                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|584 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|584 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 44; 35.0% identity (65.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :.  ::.. . ::           
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNLIPKIAPQAIKCAEILEGDGGPGTIKKITFG 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|901 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTSK 
               70        80        90       100       110       120 
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 44; 35.0% identity (65.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :.  ::.. . ::           
gi|901 MGGYTYENEFTSDIPAPKLFKAFVLDADNLIPKIAPQAIKCAEILEGDGGPGTIKKITFG 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|901 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTSK 
               70        80        90       100       110       120 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|132 MGVFNYETESTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
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           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|132 EGSPFKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.4  bits: 18.8 E():   41 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.3  bits: 19.6 E():   42 
Smith-Waterman score: 47; 36.0% identity (76.0% similar) in 25 aa overlap (31-55:106-130) 
 
               10        20        30        40        50        60 
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     ...: . :.:::.:  ... ::. :      
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
 
               70        80                                         
AAD-12 KLGHVQQAGSAYIGYGMDTT                                         
                                                                    
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.3  bits: 18.8 E():   42 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.1  bits: 20.2 E():   42 
Smith-Waterman score: 49; 36.7% identity (66.7% similar) in 30 aa overlap (43-72:43-72) 
 
             20        30        40        50        60        70   
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.. . .:: . : : ..::..  : : : 
gi|558 RVRSGGHDYEGLSYRSLQPENFAVVDLNQMRAVLVDGKARTAWVDSGAQLGELYYAISKY 
             20        30        40        50        60        70   
 
             80                                                     
AAD-12 IGYGMDTT                                                     
                                                                    
gi|558 SRTLAFPAGVCPTIGVGGNLAGGGFGMLLRKYGIAAENVIDVKLVDANGKLHDKKSMGDD 
             80        90       100       110       120       130   
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
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 initn:  50 init1:  50 opt:  50  Z-score: 72.8  bits: 20.4 E():   44 
Smith-Waterman score: 50; 25.6% identity (58.1% similar) in 43 aa overlap (33-75:426-468) 
 
             10        20        30        40        50        60   
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     :  ....:   :.. :.  . .:    ..  
gi|258 AERGFFYRNGIYSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNH 
         400       410       420       430       440       450      
 
             70        80                                           
AAD-12 GHVQQAGSAYIGYGMDTT                                           
       : .::::.  . :                                                
gi|258 GVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQISREQARQLKYNR 
         460       470       480       490       500       510      
 
>>gi|4416516|gb|AAD20386.1| pollen allergen Lol p VA pre  (301 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.8  bits: 19.6 E():   44 
Smith-Waterman score: 47; 25.0% identity (52.8% similar) in 36 aa overlap (1-36:27-62) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                 :. : :. :   .  : .  :.::..   ...   
gi|441 MAVQKYTVALFLAVALVAGPAASYAADAGYTPAAAATPATPAATPAAAGGKATTDEQKLL 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
        :                                                           
gi|441 EDVNAGFKAAVAAAANAPPADKFKIFEAAFSESSKGLLATSAAKAPGLIPKLDTAYDVAY 
               70        80        90       100       110       120 
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 72.8  bits: 19.9 E():   44 
Smith-Waterman score: 48; 21.4% identity (53.6% similar) in 84 aa overlap (1-78:40-123) 
 
                                             10        20           
AAD-12                               DSTYMPVMAQGAVFSAEVVPAVGGRTCF-- 
                                     :.  .:: .. :...  .: : :    .   
gi|269 LLGILLYIPIVLSDDRAPIPSNSAQLNSWFDGIIQPVAVRKATMDPALVTAEGQTKVIKL 
      10        20        30        40        50        60          
 
        30        40        50        60          70         80     
AAD-12 -ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG--SAYIG-YGMDTT     
        .:  . . ...:: ...  . . :  :  . .. ..  . :  . ::  :: :       
gi|269 KSDGSGDFKSINEAIKSIPDDNTKRVILSLAPGNYSEKVKIGMYKHYITFYGEDPNNMPI 
      70        80        90       100       110       120          
 
gi|269 LVFGGTAAEYGTVDSATLIVESNYFSAVNLKIVNSAPRPDGKRVGAQAAALRISGDKASF 
     130       140       150       160       170       180          
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 72.7  bits: 16.6 E():   45 
Smith-Waterman score: 36; 46.2% identity (84.6% similar) in 13 aa overlap (63-75:5-17) 
 
             40        50        60        70        80             
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT             
                                     :.:..: :. .::                  
gi|462                           AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKN 
                                         10        20        30     
 
gi|462 LNSA 
            
 
>>gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Globin   (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.2  bits: 18.5 E():   48 
Smith-Waterman score: 43; 30.6% identity (55.6% similar) in 36 aa overlap (14-49:115-150) 
 
                                10        20        30        40    
AAD-12                  DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                     : :  :  . ..: ::  .::. :  .:   
gi|121 IGDLPNIDGDVTTFVASHTPRGVTHDQLNNFRAGFVSYMKAHTDFAGAEAAWGATLDAFF 
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           90       100       110       120       130       140     
 
            50        60        70        80 
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
       ..:  .                                
gi|121 GMVFAKM                               
          150                                
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 72.0  bits: 18.5 E():   49 
Smith-Waterman score: 43; 29.0% identity (67.7% similar) in 31 aa overlap (11-41:49-78) 
 
                                   10        20        30        40 
AAD-12                     DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|186 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVRLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
               50        60        70        80                     
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT                     
       :                                                            
gi|186 AGLGYTYTTIGGDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEAT 
        80        90       100       110       120       130        
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 72.0  bits: 20.7 E():   49 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (61-75:609-623) 
 
               40        50        60        70        80           
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT           
                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.8  bits: 18.8 E():   50 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (48-63:46-61) 
 
        20        30        40        50        60        70        
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
        80                                                          
AAD-12 DTT                                                          
                                                                    
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVISAARLFKSYVLDGDKLIPKVAPQAITSVENVGGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSK 
               70        80        90       100       110       120 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.7  bits: 18.5 E():   51 
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Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|132 MGVFNYETETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.7  bits: 18.5 E():   51 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|261 MGVFNYEAETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.6  bits: 19.3 E():   51 
Smith-Waterman score: 46; 25.0% identity (62.5% similar) in 40 aa overlap (37-76:195-233) 
 
         10        20        30        40        50        60       
AAD-12 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :.:  ..:.  :.. :...   :..  . : 
gi|624 SKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIVHAIFMQQGQRQGVQIVQQQ-PQPQ 
          170       180       190       200       210        220    
 
         70        80                                               
AAD-12 QAGSAYIGYGMDTT                                               
       :.:.  .  :                                                   
gi|624 QVGQCVLVQGQGVVQPQQLAQMEAIRTLVLQSVPSMCNFNVPPNCSTIKAPFVGVVTGVG 
           230       240       250       260       270       280    
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.5  bits: 20.1 E():   52 
Smith-Waterman score: 49; 37.9% identity (62.1% similar) in 29 aa overlap (46-74:74-102) 
 
          20        30        40        50        60        70      
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     : .:.: .   ::.. :    : ::.:.:  
gi|112 NRIESEGGYIETWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGL 
            50        60        70        80        90       100    
 
          80                                                        
AAD-12 GMDTT                                                        
                                                                    
gi|112 IFPGCPSTYEEPAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTG 
           110       120       130       140       150       160    
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 71.5  bits: 15.2 E():   53 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (51-65:1-15) 
 
               30        40        50        60        70        80 
AAD-12 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                     :: . : : ..::..                
gi|323                               ARTAWVDSGAQLGELSY              
                                             10                     
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>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.2  bits: 18.8 E():   54 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (54-79:76-100) 
 
            30        40        50        60        70        80    
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT    
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
gi|549 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.2  bits: 18.8 E():   54 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (54-79:76-100) 
 
            30        40        50        60        70        80    
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT    
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
gi|549 AKYQVGQNVALTGSTAAVYNDPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 71.1  bits: 18.8 E():   55 
Smith-Waterman score: 44; 29.6% identity (77.8% similar) in 27 aa overlap (53-79:77-102) 
 
             30        40        50        60        70        80   
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT   
                                     ..::... .:... :. ..  .:: ::    
gi|549 LKVHNDFRQKVAKGLETRGNPGPQPPAKNMNNLVWND-ELANIAQVWASQCNYGHDTCKD 
         50        60        70        80         90       100      
 
gi|549 TEKYPVGQNIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWA 
         110       120       130       140       150       160      
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.0  bits: 19.3 E():   55 
Smith-Waterman score: 46; 25.4% identity (55.9% similar) in 59 aa overlap (17-75:161-216) 
 
                             10        20        30        40       
AAD-12               DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
                                     .:.:: :    .  ..::...   :: :   
gi|249 MDDASVGSVSSEFHVIESAIEVITYIGEEVKVIPA-GEVEVINKVKAAFST--AATAADE 
              140       150       160        170       180          
 
         50        60        70        80                           
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT                           
          . . ..  :. . .  . .:.:: ::                                
gi|249 APANDKFTVFVSSFNKAIKETTGGAYAGYKFIPTLEAAVKQAYAASSATAPEVKYAVFET 
       190       200       210       220       230       240        
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 71.0  bits: 19.8 E():   55 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (30-44:431-446) 
 
                10        20        30         40        50         
AAD-12  DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYS 
                                     :..: :::.: ...::               
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA               
              410       420       430       440                     
 
       60        70        80 
AAD-12 QSKLGHVQQAGSAYIGYGMDTT 
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.8  bits: 18.5 E():   57 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 4085



 

 

Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (48-62:138-152) 
 
        20        30        40        50        60        70        
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
        80        
AAD-12 DTT        
                  
gi|391 ASIDTILTKV 
       170        
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.8  bits: 18.2 E():   57 
Smith-Waterman score: 42; 27.6% identity (58.6% similar) in 29 aa overlap (4-32:11-39) 
 
                      10        20        30        40        50    
AAD-12        DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH 
                 ..:. : : ::.   . :.  :  . ..:                      
gi|126 MRSLLILVLCFLPLAALGKVFGRCELAAAMKRHGLDNYRGYSLGNWVCAAKFESNFNTQA 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTT                                  
                                                                    
gi|126 TNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNCAKKIVSDG 
               70        80        90       100       110       120 
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.8  bits: 17.7 E():   57 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (58-75:26-43) 
 
        30        40        50        60        70        80        
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT        
                                     : .. :. :: :..  ::             
gi|897      EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQ 
                    10        20        30        40        50      
 
gi|897 QGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
          60        70        80        90       100  
 
>>gi|56417506|gb|AAV90694.1| GE-rich salivary protein 30  (266 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.6  bits: 19.0 E():   59 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (48-78:183-213) 
 
        20        30        40        50        60        70        
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
            160       170       180       190       200       210   
 
        80                                                    
AAD-12 DTT                                                    
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
            220       230       240       250       260       
 
>>gi|56417504|gb|AAV90693.1| 30 kDa salivary gland aller  (271 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.4  bits: 19.0 E():   60 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (48-78:188-218) 
 
        20        30        40        50        60        70        
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
       160       170       180       190       200       210        
 
        80                                                    
AAD-12 DTT                                                    
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       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
       220       230       240       250       260       270  
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (5-24:30-49) 
 
                                        10        20        30      
AAD-12                          DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT                
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (5-24:30-49) 
 
                                        10        20        30      
AAD-12                          DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: : . ::            
gi|402 GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFAE 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT                
                                                                    
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (5-24:30-49) 
 
                                        10        20        30      
AAD-12                          DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT                
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNK 
               70        80        90       100       110       120 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (5-24:31-50) 
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                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
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           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|400 EGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
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               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVMPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|167 EGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.6  bits: 17.9 E():   67 
Smith-Waterman score: 41; 20.9% identity (47.8% similar) in 67 aa overlap (4-61:3-69) 
 
               10        20        30                 40        50  
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---------DEATRALVHQRSA 
          .. ..  . :..: :   . :     . : :.: :         :.. ..:.:     
gi|856  MKFIITLFAAIVMAAAVSGFIVGDKKEDEWRMAFDRLMMEELETKIDQVEKGLLHLSEQ 
                10        20        30        40        50          
 
              60        70        80                                
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTT                                
        . :  ..::                                                   
gi|856 YKELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLNMFERYNYEFALESIKL 
      60        70        80        90       100       110          
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>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 41; 34.6% identity (61.5% similar) in 26 aa overlap (2-27:5-30) 
 
                  10        20        30        40        50        
AAD-12    DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
           :.:  ...   ::   .: :::.. :                               
gi|217 MASKSNYNLLFTALLVFIFAAVAAVGNEDCTPWTSTLITPLPSCRNYVEEQACRIEMPGP 
               10        20        30        40        50        60 
 
>>gi|4006947|emb|CAA07320.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.2  bits: 17.6 E():   69 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (6-24:32-50) 
 
                                        10        20        30      
AAD-12                          DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          40        50        60        70        80               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|4006963|emb|CAA07328.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.2  bits: 17.6 E():   69 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (6-24:32-50) 
 
                                        10        20        30      
AAD-12                          DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          40        50        60        70        80               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.1  bits: 19.5 E():   70 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (45-66:332-353) 
 
           20        30        40        50        60        70     
AAD-12 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     : :     ::..:. .  :.::         
gi|259 LTTLNSLNLPILKWLQLSVEKGVLYKNALVLPHWNLNSHSIIYGCKGKGQVQVVDNFGNR 
             310       320       330       340       350       360  
 
           80                                                       
AAD-12 YGMDTT                                                       
                                                                    
gi|259 VFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRAMTSPLAGRTSVLGGMPEEVL 
             370       380       390       400       410       420  
 
>>gi|114326420|ref|NP_001041618.1| major allergen I poly  (88 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.6  bits: 17.1 E():   75 
Smith-Waterman score: 38; 31.8% identity (63.6% similar) in 22 aa overlap (1-22:3-24) 
 
                 10        20        30        40        50         
AAD-12   DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
         :..  :  . .:. . :. :::                                     
gi|114 MLDAALPPCPTVAATADCEICPAVKRDVDLFLTGTPDEYVEQVAQYKALPVVLENARILK 
               10        20        30        40        50        60 
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.6  bits: 19.8 E():   75 
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Smith-Waterman score: 48; 22.9% identity (57.1% similar) in 35 aa overlap (39-73:339-373) 
 
       10        20        30        40        50        60         
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     ::  .:  . :  : . ...:.. : . .: 
gi|131 LLQPVSTPGEFELFFGAGGENPESFFKSFSDEILEAAFNTRRDRLQRIFGQQRQGVIVKA 
      310       320       330       340       350       360         
 
       70        80                                                 
AAD-12 GSAYIGYGMDTT                                                 
       .   .                                                        
gi|131 SEEQVRAMSRHEEGGIWPFGGESKGTINIYQQRPTHSNQYGQLHEVDASQYRQLRDLDLT 
      370       380       390       400       410       420         
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.6  bits: 17.6 E():   75 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (46-67:6-27) 
 
          20        30        40        50        60        70      
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159                          IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
                                        10        20        30      
 
          80                                                        
AAD-12 GMDTT                                                        
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFXQFYQPDAYPSGAWY 
          40        50        60        70        80        90      
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 68.5  bits: 18.7 E():   76 
Smith-Waterman score: 44; 21.4% identity (51.2% similar) in 84 aa overlap (1-78:33-111) 
 
                                             10        20        30 
AAD-12                               DSTYMPVMAQGAVFSAEVVPAVGGRTCFAD 
                                     ::. .:   .. . .. .. .:::.   :: 
gi|144 KIFLVTILIVITVTVDARFPRSLQPKWAYLDSNEFP---RSKIGDSPIAGVVGGQD--AD 
             10        20        30           40        50          
 
               40        50              60        70        80     
AAD-12 MRAAYDALDEATRALVHQRSA------RHSLVYSQSKLGHVQQAGSAYIGYGMDTT     
       .  :   ..     :. .:         .: : . ..  . :.:.:  . :: .       
gi|144 LAEAPFQISLLKDYLIMKRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSS 
        60        70        80        90       100       110        
 
gi|144 YGDLKVKPIIQHESYEQDQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVDGDKVTIYGW 
       120       130       140       150       160       170        
 
>>gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 30.0% identity (65.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .   :. :.:.. . ::           
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQAIKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|212 EASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTKY 
               70        80        90       100       110       120 
 
>>gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 30.0% identity (65.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
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                                     .: .   :. :.:.. . ::           
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQAIKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|212 EASKYKYSRHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTKY 
               70        80        90       100       110       120 
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (5-24:30-49) 
 
                                        10        20        30      
AAD-12                          DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFPE 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT                
                                                                    
gi|437 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISHKY 
               70        80        90       100       110       120 
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 68.4  bits: 20.3 E():   77 
Smith-Waterman score: 55; 40.0% identity (66.7% similar) in 30 aa overlap (49-78:4-28) 
 
       20        30        40        50        60        70         
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :::..  .:..:. ::   .:.  : :: : 
gi|219                            MAARSAKY--MYQSSRAGH---GGDISIEYGTD 
                                            10           20         
 
       80                                                           
AAD-12 TT                                                           
                                                                    
gi|219 LGALTRLEDKIRLLSEDLESERELRQRVEREKSDITVQLMNLTERLEETEGSSESVTEMN 
       30        40        50        60        70        80         
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 68.4  bits: 20.3 E():   77 
Smith-Waterman score: 50; 28.9% identity (60.5% similar) in 38 aa overlap (30-67:827-864) 
 
                10        20        30        40        50          
AAD-12  DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     ...:: :  :.:   :   :. ..: : .. 
gi|377 NEKVKVYKRQMQEQEGMSQQNLTRVRRFQRELEAAEDRADQAESNLSFIRAKHRSWVTTS 
        800       810       820       830       840       850       
 
      60        70        80 
AAD-12 SKLGHVQQAGSAYIGYGMDTT 
       .  : ..:              
gi|377 QVPGGTRQVFTTQEETTNY   
        860       870        
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
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gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|154 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|154 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 48; 27.1% identity (58.6% similar) in 70 aa overlap (14-78:82-150) 
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                                10        20        30          40  
AAD-12                  DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD--ALDEA 
                                     : .:.:  .:. . .  :..     : ..  
gi|170 MAKFPQFAGKDLETLKGTGQFATHAGRIVGFVSEIVALMGNSANMPAMETLIKDMAANHK 
              60        70        80        90       100       110  
 
              50           60        70        80         
AAD-12 TRALVHQRSA--RHSLV-YSQSKLGHVQQAGSAYIGYGMDTT         
       .:.. . .    : ::: : :::..  .. :.:.   :.:           
gi|170 ARGIPKAQFNEFRASLVSYLQSKVSWNDSLGAAWT-QGLDNVFNMMFSYL 
             120       130       140        150       160 
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:   : ::: . . ::           
gi|534 MGVFNYEDEATSVIAPARLFKSFVLDADNLIPKVAPENVSSAENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|534 EGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|125 MGVFNYETEATSVIPAARLFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
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AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|125 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (36-64:101-129) 
 
          10        20        30        40        50        60      
AAD-12 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
          70        80 
AAD-12 QQAGSAYIGYGMDTT 
                       
gi|273 RRRR            
                       
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (36-64:101-129) 
 
          10        20        30        40        50        60      
AAD-12 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
          70        80 
AAD-12 QQAGSAYIGYGMDTT 
                       
gi|273 RRRR            
                       
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.1  bits: 17.3 E():   80 
Smith-Waterman score: 39; 53.8% identity (69.2% similar) in 13 aa overlap (29-41:72-84) 
 
                 10        20        30        40        50         
AAD-12   DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
                                     ::.::  ::  .:                  
gi|131 ELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDE 
              50        60        70        80        90       100  
 
       60        70        80 
AAD-12 QSKLGHVQQAGSAYIGYGMDTT 
                              
gi|131 FGALVDKWGAKG           
             110              
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 68.0  bits: 19.5 E():   81 
Smith-Waterman score: 49; 28.8% identity (55.8% similar) in 52 aa overlap (6-57:373-421) 
 
                                        10        20        30      
AAD-12                          DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :: ::  .:   : :..:    .  . ::  
gi|558 ATLSDLLNRNNTFKPFAEYKSDYVYQPVPKPVWAQ--IFVWLVKPGAGI-MVMDPYGAAI 
            350       360       370         380        390          
 
          40        50        60        70        80                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT                
       .:  ::.  . :....  .. :                                       
gi|558 SATPEAATPFPHRKDVLFNIQYVNYWFDEAGGAAPLQWSKDMYRFMEPYVSKNPRQAYAN 
     400       410       420       430       440       450          
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 67.9  bits: 18.1 E():   82 
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Smith-Waterman score: 42; 29.6% identity (70.4% similar) in 27 aa overlap (53-79:76-101) 
 
             30        40        50        60        70        80   
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT   
                                     ..::.. ..:... :  ..   :: ::    
gi|549 LKIHNDFRNKVARGLETRGNPGPQPPAKNMNNLVWN-NELANIAQIWASQCKYGHDTCKD 
          50        60        70        80         90       100     
 
gi|549 TTKYNVGQNIAVSSSTAAVYENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWA 
          110       120       130       140       150       160     
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 67.8  bits: 13.8 E():   83 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (43-47:2-6) 
 
             20        30        40        50        60        70   
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     : :::                          
gi|463                              DRNLVHSATR                      
                                            10                      
 
             80 
AAD-12 IGYGMDTT 
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 17.6 E():   84 
Smith-Waterman score: 40; 35.3% identity (70.6% similar) in 17 aa overlap (10-26:30-46) 
 
                                   10        20        30        40 
AAD-12                     DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                    :::. ...  :  ::..               
gi|476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVQGATVAVDCRPFNGGESKLKAEATTDGLGWY 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT                     
                                                                    
gi|476 KIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQGIRYANPIAFFR 
               70        80        90       100       110       120 
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 67.6  bits: 14.3 E():   85 
Smith-Waterman score: 28; 40.0% identity (80.0% similar) in 10 aa overlap (11-20:4-13) 
 
               10        20        30        40        50        60 
AAD-12 DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                 :.:  :...:                                         
gi|131        GPVGGVVHAHMMPLL                                       
                      10                                            
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.4  bits: 17.0 E():   87 
Smith-Waterman score: 38; 37.5% identity (62.5% similar) in 16 aa overlap (6-21:41-56) 
 
                                        10        20        30      
AAD-12                          DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..  :: :  ..: :               
gi|166 GSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAAYVMNLYYQHAG 
               20        30        40        50        60        70 
 
          40        50        60        70        80 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                                     
gi|166 RNSWNCDFSQTATLTNTNPSYGACNFPSGSN               
               80        90       100                
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.3  bits: 18.1 E():   88 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (41-74:71-104) 
 
               20        30        40        50        60        70 
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AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 
                                     :   :: .:.: .   ::..      : :  
gi|221 AQRPDNRIESEGGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGR 
               50        60        70        80        90       100 
 
               80                                                   
AAD-12 AYIGYGMDTT                                                   
       .:.:                                                         
gi|221 GYFGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQKVHRFDEGDLIAV 
              110       120       130       140       150       160 
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.2  bits: 18.9 E():   90 
Smith-Waterman score: 45; 50.0% identity (83.3% similar) in 12 aa overlap (3-14:337-348) 
 
                                           10        20        30   
AAD-12                             DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     .:: :. .::.:                   
gi|113 NRFLASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMI 
        310       320       330       340       350       360       
 
             40        50        60        70        80 
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                                        
gi|113 PAEPGEAVLRLTSSAGVLSCQPGAPC                       
        370       380       390                         
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.1  bits: 18.4 E():   90 
Smith-Waterman score: 43; 47.6% identity (71.4% similar) in 21 aa overlap (7-27:8-24) 
 
                10        20        30        40        50          
AAD-12  DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
              .:. :::..: :   ::: .:                                 
gi|286 MGSLANNIMVVGAVLAALV---VGG-SCGPPKVPPGPNITTNYNGKWLTARATWYGQPNG 
               10           20         30        40        50       
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 67.1  bits: 18.7 E():   91 
Smith-Waterman score: 44; 26.7% identity (70.0% similar) in 30 aa overlap (44-73:232-259) 
 
            20        30        40        50        60        70    
AAD-12 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                     : .:  :. ::....:..  . ::. . .. 
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIH--SVVHSIIMQQQQQQQQQQGIDIFL 
             210       220       230         240       250          
 
            80                                                      
AAD-12 GYGMDTT                                                      
                                                                    
gi|170 PLSQHEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSIMRAPFAS 
     260       270       280       290       300       310          
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (3-18:29-44) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|892 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|892 GSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.6 E():   91 
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Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (3-18:29-44) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|215 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAATGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|215 GSPITTMTVRTDAVNKEALSYDSTVIDGDILLGFIESIETHMVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 40; 43.8% identity (62.5% similar) in 16 aa overlap (3-18:29-44) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.:.                 
gi|134 MGVQTHVLELTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPD 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|134 GGPITTMTLRIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIF 
               70        80        90       100       110       120 
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (6-24:31-49) 
 
                                        10        20        30      
AAD-12                          DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|437 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT                
                                                                    
gi|437 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 30.0% identity (65.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .   :. :.:.. . ::           
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQAIKSTEIIEGDGGPGTIKKITFG 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|212 EASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTKY 
               70        80        90       100       110       120 
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (6-24:31-49) 
 
                                        10        20        30      
AAD-12                          DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|159 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
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          40        50        60        70        80                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT                
                                                                    
gi|159 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (6-24:31-49) 
 
                                        10        20        30      
AAD-12                          DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|384 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENISGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT                
                                                                    
gi|384 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|4376222|emb|CAA04829.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (6-24:31-49) 
 
                                        10        20        30      
AAD-12                          DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|437 GVFNYEIGATSVIPAARLFKAFILVGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT                
                                                                    
gi|437 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
               70        80        90       100       110       120 
 
>>gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (6-24:32-50) 
 
                                        10        20        30      
AAD-12                          DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYEIEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          40        50        60        70        80                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT                
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (6-24:32-50) 
 
                                        10        20        30      
AAD-12                          DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|114 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          40        50        60        70        80                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT                
                                                                    
gi|114 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
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>>gi|4006953|emb|CAA07323.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (6-24:32-50) 
 
                                        10        20        30      
AAD-12                          DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          40        50        60        70        80                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT                
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (6-24:32-50) 
 
                                        10        20        30      
AAD-12                          DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          40        50        60        70        80                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT                
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (6-24:32-50) 
 
                                        10        20        30      
AAD-12                          DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSLIPAARLFRAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          40        50        60        70        80                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT                
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (6-24:32-50) 
 
                                        10        20        30      
AAD-12                          DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          40        50        60        70        80                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT                
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (6-24:32-50) 
 
                                        10        20        30      
AAD-12                          DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
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gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          40        50        60        70        80                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT                
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (6-24:32-50) 
 
                                        10        20        30      
AAD-12                          DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          40        50        60        70        80                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT                
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (6-24:32-50) 
 
                                        10        20        30      
AAD-12                          DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          40        50        60        70        80                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT                
                                                                    
gi|125 GFPFEYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (6-24:32-50) 
 
                                        10        20        30      
AAD-12                          DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|241 GVFNYETETTSVIPAARLFKAFFLDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          40        50        60        70        80                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT                
                                                                    
gi|241 GFPFRYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (6-24:32-50) 
 
                                        10        20        30      
AAD-12                          DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPG 
              10        20        30        40        50        60  
 
          40        50        60        70        80                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT                
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
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              70        80        90       100       110       120  
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (6-24:32-50) 
 
                                        10        20        30      
AAD-12                          DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          40        50        60        70        80                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT                
                                                                    
gi|132 GIPFKYVKDRVDEVDHANFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321728|emb|CAA96547.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (6-24:32-50) 
 
                                        10        20        30      
AAD-12                          DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          40        50        60        70        80                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT                
                                                                    
gi|132 GFPFKYVKDRVDEVAHKNFKYSYSVIEGGPIGDTLEKISNEIKIVATPDGRSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006957|emb|CAA07325.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (6-24:32-50) 
 
                                        10        20        30      
AAD-12                          DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKINFPE 
              10        20        30        40        50        60  
 
          40        50        60        70        80                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT                
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (6-24:32-50) 
 
                                        10        20        30      
AAD-12                          DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          40        50        60        70        80                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT                
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (6-24:32-50) 
 
                                        10        20        30      
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AAD-12                          DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|256 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          40        50        60        70        80                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT                
                                                                    
gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|730 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|730 EGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (6-24:32-50) 
 
                                        10        20        30      
AAD-12                          DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          40        50        60        70        80                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT                
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDILEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (6-24:32-50) 
 
                                        10        20        30      
AAD-12                          DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          40        50        60        70        80                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT                
                                                                    
gi|116 GIPFKYVKGRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (6-24:32-50) 
 
                                        10        20        30      
AAD-12                          DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          40        50        60        70        80                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT                

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 4105



 

 

                                                                    
gi|459 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (6-24:32-50) 
 
                                        10        20        30      
AAD-12                          DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKASILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          40        50        60        70        80                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT                
                                                                    
gi|132 GSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKF 
              70        80        90       100       110       120  
 
>>gi|167472849|gb|ABZ81046.1| pollen allergen Que a 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 30.0% identity (70.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :. :.:.. . ::           
gi|167 MGVFTYESEDASVIPPARLFKAFVLDSDNLIPKVVPQALKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|167 EGSHLKHAKHRIDVIDPENFTYSFSVIEGDALFDKLENVSTETKIVASPDGGSIVKSTSK 
               70        80        90       100       110       120 
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (6-24:32-50) 
 
                                        10        20        30      
AAD-12                          DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          40        50        60        70        80                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT                
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVTTPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (6-24:32-50) 
 
                                        10        20        30      
AAD-12                          DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          40        50        60        70        80                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT                
                                                                    
gi|132 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (6-24:32-50) 
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                                        10        20        30      
AAD-12                          DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          40        50        60        70        80                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT                
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (6-24:32-50) 
 
                                        10        20        30      
AAD-12                          DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          40        50        60        70        80                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT                
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (6-24:32-50) 
 
                                        10        20        30      
AAD-12                          DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          40        50        60        70        80                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT                
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGPILKISNKY 
              70        80        90       100       110       120  
 
>>gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   95 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (6-24:32-50) 
 
                                        10        20        30      
AAD-12                          DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
          40        50        60        70        80                
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT                
                                                                    
gi|125 GFPFKYVKDGVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.6 E():   96 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (5-24:31-50) 
 
                                         10        20        30     
AAD-12                           DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
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           40        50        60        70        80               
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT               
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGFVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.5  bits: 17.0 E():   97 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (28-41:39-52) 
 
                  10        20        30        40        50        
AAD-12    DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|730 TLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
        60        70        80                      
AAD-12 SQSKLGHVQQAGSAYIGYGMDTT                      
                                                    
gi|730 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.5  bits: 17.0 E():   97 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (28-41:39-52) 
 
                  10        20        30        40        50        
AAD-12    DSTYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|191 TLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
        60        70        80                      
AAD-12 SQSKLGHVQQAGSAYIGYGMDTT                      
                                                    
gi|191 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|21757|emb|CAA26383.1| unnamed protein product [Trit  (296 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 66.3  bits: 18.4 E(): 1e 
Smith-Waterman score: 43; 23.1% identity (64.1% similar) in 39 aa overlap (37-75:200-238) 
 
         10        20        30        40        50        60       
AAD-12 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :. ....:.. ... :..   :: .: . : 
gi|217 SQVLQQSTYQPLQQLCCQQLWQIPEQSRCQAIHNVVHAIILHQQQRQQQPSSQVSLQQPQ 
     170       180       190       200       210       220          
 
         70        80                                               
AAD-12 QAGSAYIGYGMDTT                                               
       :   .  :.                                                    
gi|217 QQYPSGQGFFQPSQQNPQAQGSVQPQQLPQFEEIRNLALQTLPRMCNVYIPPYCSTTIAP 
     230       240       250       260       270       280          
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:49 2011 done: Fri Jan 21 00:02:49 2011 
 Total Scan time:  0.070 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
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  1>>>AAD-12: 112  - 191 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     3     2:* 
  32     4     8:==* 
  34     6    22:==     * 
  36    32    44:===========   * 
  38    36    73:============            * 
  40    58   102:====================             * 
  42    90   125:==============================           * 
  44   103   138:===================================          * 
  46   124   140:==========================================    * 
  48   156   134:============================================*======= 
  50   134   122:========================================*==== 
  52   130   108:===================================*======== 
  54   120    92:==============================*========= 
  56    66    77:======================   * 
  58    74    63:====================*==== 
  60    49    51:================* 
  62    39    41:=============* 
  64    46    33:==========*===== 
  66    48    26:========*======= 
  68    35    20:======*===== 
  70    35    16:=====*====== 
  72    18    12:===*== 
  74    19    10:===*=== 
  76    12     8:==*= 
  78    18     6:=*==== 
  80     5     5:=* 
  82     3     3:* 
  84     4     3:*= 
  86     7     2:*== 
  88     2     2:*          inset = represents 1 library sequences 
  90     4     1:*= 
  92     3     1:*         :*== 
  94     1     1:*         :* 
  96     2     1:*         :*= 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     1     0:=         *= 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.19200.00315; mu= 3.4366 0.166 
 mean_var=34.8113 9.157, 0's: 2 Z-trim: 2  B-trim: 186 in 1/43 
 Lambda= 0.217377 
 Kolmogorov-Smirnov  statistic: 0.1326 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   64 25.2     0.4 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   62 24.6    0.68 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   58 23.4     1.3 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   57 23.0       2 
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gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   62 24.4     2.1 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   57 23.0     2.9 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   57 23.0       3 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   55 22.4     3.5 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   55 22.4     3.5 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   53 21.8     4.4 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   53 21.8     4.4 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   52 21.5     4.8 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   53 21.8     4.8 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   53 21.8     5.4 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.5     6.3 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   52 21.4     6.7 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   49 20.6     8.2 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   51 21.1     8.3 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   51 21.1     8.3 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   51 21.1     8.3 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.8     8.4 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.8     8.7 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.8     8.7 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.8     8.9 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   56 22.5      10 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   50 20.8      10 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   55 22.2      12 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   49 20.5      12 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   52 21.3      14 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   51 21.0      16 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 22.4      18 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 22.4      18 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 19.6      18 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 19.9      19 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 19.9      19 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 19.9      19 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 19.9      20 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 19.9      20 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   54 21.8      21 
gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   48 20.1      21 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.6      22 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   52 21.2      23 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   46 19.6      24 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   46 19.6      24 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   46 19.6      24 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   46 19.6      24 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   46 19.6      24 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   46 19.6      24 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   46 19.6      24 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   46 19.6      24 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   46 19.6      24 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   46 19.6      24 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   46 19.6      24 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   46 19.6      24 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 19.6      24 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 19.6      24 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 19.6      24 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 19.6      24 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   44 19.0      25 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   53 21.5      26 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.8      28 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   45 19.2      30 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   45 19.2      30 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   47 19.8      30 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   45 19.2      30 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   45 19.2      30 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 18.1      31 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   43 18.7      34 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   44 18.9      37 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   44 18.9      37 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   44 18.9      37 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   44 18.9      37 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   44 18.9      37 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   44 18.9      37 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   47 19.8      37 
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gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   44 18.9      38 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   44 18.9      38 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   44 18.9      38 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   44 18.9      38 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   44 18.9      38 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   44 18.9      38 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   44 18.9      38 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   49 20.3      38 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   50 20.6      40 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   36 16.7      42 
gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Glo ( 151)   43 18.6      44 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 20.9      44 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   43 18.6      45 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.9      46 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   46 19.5      47 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   43 18.6      47 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   43 18.6      47 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   43 18.6      47 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   41 18.1      47 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   49 20.3      47 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   44 18.9      49 
gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Veno ( 204)   44 18.9      49 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   44 18.9      50 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 20.0      50 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   46 19.4      50 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 15.3      50 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.6      52 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   42 18.3      53 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 17.8      53 
gi|56417506|gb|AAV90694.1| GE-rich salivary protei ( 266)   45 19.2      53 
gi|56417504|gb|AAV90693.1| 30 kDa salivary gland a ( 271)   45 19.1      55 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   42 18.3      57 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.3      57 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   42 18.3      57 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   42 18.3      58 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 18.3      58 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 18.3      58 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   42 18.3      58 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.3      58 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   42 18.3      58 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   42 18.3      58 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.3      58 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   42 18.3      58 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   42 18.3      58 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 18.3      58 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.3      58 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.3      58 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.3      58 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.3      58 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.3      58 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.3      58 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   42 18.3      58 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   45 19.1      61 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   41 18.0      62 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   41 18.0      63 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   47 19.7      64 
gi|4006947|emb|CAA07320.1| pollen allergen Betv1,  ( 120)   40 17.7      64 
gi|4006963|emb|CAA07328.1| pollen allergen Betv1,  ( 120)   40 17.7      64 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   48 19.9      67 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   50 20.5      69 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   50 20.5      69 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 17.7      70 
gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allerge ( 159)   41 18.0      71 
gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allerge ( 159)   41 18.0      71 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   41 18.0      71 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   41 18.0      71 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   41 18.0      71 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   41 18.0      71 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   41 18.0      71 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   41 18.0      71 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   41 18.0      71 
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gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   41 18.0      71 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   41 18.0      71 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   41 18.0      71 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   41 18.0      71 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   40 17.7      73 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   40 17.7      73 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.7      73 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.4      74 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   42 18.3      76 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   40 17.7      78 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 13.8      81 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   38 17.1      81 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   42 18.2      82 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   45 19.1      82 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   43 18.5      83 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   28 14.4      83 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   44 18.8      83 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   40 17.7      85 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   40 17.7      85 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   40 17.7      85 
gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allerge ( 159)   40 17.7      88 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   40 17.7      88 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   40 17.7      88 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   40 17.7      88 
gi|4376222|emb|CAA04829.1| pollen allergen, Betv1  ( 159)   40 17.7      88 
gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=M ( 160)   40 17.7      88 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   40 17.7      88 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   40 17.7      88 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   40 17.7      88 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   40 17.7      88 
gi|1321728|emb|CAA96547.1| major allergen Bet v 1  ( 160)   40 17.7      88 
gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen be ( 160)   40 17.7      88 
gi|4006953|emb|CAA07323.1| pollen allergen Betv1,  ( 160)   40 17.7      88 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   40 17.7      88 
gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=M ( 160)   40 17.7      88 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   40 17.7      88 
gi|4006957|emb|CAA07325.1| pollen allergen Betv1,  ( 160)   40 17.7      88 
gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula pl ( 160)   40 17.7      88 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   40 17.7      88 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   40 17.7      88 
gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Be ( 160)   40 17.7      88 
gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 ( 160)   40 17.7      88 
gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 ( 160)   40 17.7      88 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   40 17.7      88 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   40 17.7      88 
gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 ( 160)   40 17.7      88 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   40 17.7      88 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   40 17.7      88 
gi|167472849|gb|ABZ81046.1| pollen allergen Que a  ( 160)   40 17.7      88 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   40 17.7      88 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   40 17.7      88 
gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula pl ( 160)   40 17.7      88 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   40 17.7      88 
gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 ( 161)   40 17.7      89 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   38 17.1      91 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   38 17.1      91 
gi|82492267|gb|ABB78007.1| major pollen allergen P ( 525)   46 19.3      91 
gi|21757|emb|CAA26383.1| unnamed protein product [ ( 296)   43 18.5      92 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   45 19.1      93 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   41 17.9      93 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   41 17.9      93 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   39 17.4      94 
gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos t ( 172)   40 17.7      95 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   41 17.9      96 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   39 17.4      98 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   39 17.4      98 
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  64  Z-score: 109.5  bits: 25.2 E():  0.4 
Smith-Waterman score: 64; 29.5% identity (63.9% similar) in 61 aa overlap (11-69:9-65) 
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               10        20        30          40        50         
AAD-12 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQ 
                 : :.: :. : : .    :.:  .: :  ..:..:.   ....:.:.: : 
gi|111   MKFAIVLIACFAASVL-AQGHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQ 
                 10         20        30        40           50     
 
       60        70        80                                       
AAD-12 SKLGHVQQAGSAYIGYGMDTTA                                       
        .: ....  :                                                  
gi|111 HQLDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLS 
           60        70        80        90       100       110     
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  55 init1:  55 opt:  62  Z-score: 105.5  bits: 24.6 E(): 0.68 
Smith-Waterman score: 62; 26.5% identity (59.2% similar) in 49 aa overlap (1-49:5-52) 
 
                   10        20        30        40        50       
AAD-12     STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
           :.  :..  ... :. .. :. :. :.: :    . : :. :  : :..        
gi|189 MASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPL-EGCREYVAQQTCGVTIAG 
               10        20        30        40         50          
 
         60        70        80                                     
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTA                                     
                                                                    
gi|189 SPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFA 
      60        70        80        90       100       110          
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 100.3  bits: 23.4 E():  1.3 
Smith-Waterman score: 58; 26.9% identity (57.7% similar) in 52 aa overlap (27-78:26-77) 
 
               10        20        30        40        50        60 
AAD-12 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK 
                                 :::      :.  . . :  ..:.   :.... . 
gi|527  MVHHITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVN 
                10        20        30        40        50          
 
               70        80                                         
AAD-12 LGHVQQAGSAYIGYGMDTTA                                         
       . :::.:.. :   .: :                                           
gi|527 VDHVQDAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVA 
      60        70        80        90       100       110          
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  50 init1:  50 opt:  57  Z-score: 97.0  bits: 23.0 E():    2 
Smith-Waterman score: 57; 24.5% identity (59.2% similar) in 49 aa overlap (1-49:5-52) 
 
                   10        20        30        40        50       
AAD-12     STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
           :.  :..  ... :. .. .. :. :.: :    . : :. :  : :..        
gi|439 MASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPL-EGCREYVAQQTCGVTIAG 
               10        20        30        40         50          
 
         60        70        80                                     
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTA                                     
                                                                    
gi|439 SPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDF 
      60        70        80        90       100       110          
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  45 init1:  45 opt:  62  Z-score: 96.6  bits: 24.4 E():  2.1 
Smith-Waterman score: 62; 23.2% identity (53.6% similar) in 56 aa overlap (22-77:309-358) 
 
                        10        20        30        40        50  
AAD-12          STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR 
                                     :.: :  : :.  ..: .      : ..:  
gi|113 HGFFQVVNNNYDKWGSYAIGGSASPTILSQGNRFCAPDERSKKNVLGR------HGEAAA 
      280       290       300       310       320             330   
 
              60        70        80                                
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AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTA                                
       .:. ..      : . :. ... :.:                                   
gi|113 ESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEPGESALSLTSSAGVLSCQP 
            340       350       360       370       380       390   
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 94.2  bits: 23.0 E():  2.9 
Smith-Waterman score: 57; 29.3% identity (60.3% similar) in 58 aa overlap (28-80:93-149) 
 
                  10        20        30             40        50   
AAD-12    STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|144 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
             70        80        90       100        110       120  
 
             60        70        80                                 
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTA                                 
       .. :  .:. .: .:...:.. :  : :                                 
gi|144 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
             130       140       150       160       170       180  
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 94.0  bits: 23.0 E():    3 
Smith-Waterman score: 57; 29.3% identity (60.3% similar) in 58 aa overlap (28-80:97-153) 
 
                  10        20        30             40        50   
AAD-12    STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|622 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
         70        80        90       100       110        120      
 
             60        70        80                                 
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTA                                 
       .. :  .:. .: .:...:.. :  : :                                 
gi|622 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
         130       140       150       160       170       180      
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 92.7  bits: 22.4 E():  3.5 
Smith-Waterman score: 55; 40.0% identity (70.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :::.. . ::           
gi|165 MGVFTHENEITSAIPPGRLFKAFVLDADNLIPKLAPHAIKSAEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|165 EGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSILKNTSK 
               70        80        90       100       110       120 
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 92.7  bits: 22.4 E():  3.5 
Smith-Waterman score: 55; 45.5% identity (68.2% similar) in 22 aa overlap (2-23:29-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  .: :::.: . ::           
gi|444 MGVFTYADESTSVIPPPRLFKALVLEADTLIPKIAPQSVKSAEIVEGDGGVGTIKKISFG 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|444 EGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSN 
               70        80        90       100       110       120 
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 90.9  bits: 21.8 E():  4.4 
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Smith-Waterman score: 53; 27.9% identity (62.3% similar) in 61 aa overlap (11-69:9-65) 
 
               10        20        30          40        50         
AAD-12 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQ 
                 : :.: :. :   .    :.:  .: :  ..:..:.   ....:.:.: : 
gi|111   MKFAIVLIACFAASVL-AQEHKPEKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQ 
                 10         20        30        40           50     
 
       60        70        80                                       
AAD-12 SKLGHVQQAGSAYIGYGMDTTA                                       
        .: ....  :                                                  
gi|111 HQLDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLS 
           60        70        80        90       100       110     
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 90.9  bits: 21.8 E():  4.4 
Smith-Waterman score: 53; 27.9% identity (62.3% similar) in 61 aa overlap (11-69:9-65) 
 
               10        20        30          40        50         
AAD-12 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQ 
                 : :.: :. :   .    :.:  .: :  ..:..:.   ....:.:.: : 
gi|420   MKFAIVLIACFAASVL-AQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQ 
                 10         20        30        40           50     
 
       60        70        80                                       
AAD-12 SKLGHVQQAGSAYIGYGMDTTA                                       
        .: ....  :                                                  
gi|420 HQLDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLS 
           60        70        80        90       100       110     
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 90.3  bits: 21.5 E():  4.8 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (29-69:11-50) 
 
               10        20        30          40        50         
AAD-12 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQ 
                                   :.:  .: :  ..:..:.   ....:.:.: : 
gi|160                   GSQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQ 
                                 10        20           30          
 
       60        70        80                                       
AAD-12 SKLGHVQQAGSAYIGYGMDTTA                                       
        .: ....  :                                                  
gi|160 HQLDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLS 
      40        50        60        70        80        90          
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  46 init1:  46 opt:  53  Z-score: 90.2  bits: 21.8 E():  4.8 
Smith-Waterman score: 53; 24.5% identity (55.1% similar) in 49 aa overlap (1-49:5-52) 
 
                   10        20        30        40        50       
AAD-12     STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
           :.  :..   .. :. .. .. :  :.: :    . : :. :  : :..        
gi|217 MASKSSISPLLLATVLVSVFAAATATGPYCYAGMGLPINPL-EGCREYVAQQTCGISISG 
               10        20        30        40         50          
 
         60        70        80                                     
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTA                                     
                                                                    
gi|217 SAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDF 
      60        70        80        90       100       110          
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  53  Z-score: 89.3  bits: 21.8 E():  5.4 
Smith-Waterman score: 53; 22.4% identity (55.2% similar) in 58 aa overlap (4-55:31-87) 
 
                                          10        20              
AAD-12                            STYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICF- 
               10        20        30        40        50           
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       30        40         50        60        70        80        
AAD-12 DMRAAYDALDEATRALVHQR-SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA        
       :  . .. . . .. . .   : :.:..                                 
gi|132 DEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSIS 
      60        70        80        90       100       110          
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 88.1  bits: 21.5 E():  6.3 
Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (34-57:29-52) 
 
            10        20        30        40        50        60    
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 
                                     : : :::  : .  ..: .: .::       
gi|144   KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLS 
                 10        20        30        40        50         
 
            70        80                                            
AAD-12 VQQAGSAYIGYGMDTTA                                            
                                                                    
gi|144 DSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAG 
       60        70        80        90       100       110         
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.6  bits: 21.4 E():  6.7 
Smith-Waterman score: 52; 40.9% identity (68.2% similar) in 22 aa overlap (2-23:29-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  .: .::.: . ::           
gi|444 MGVFTYSDESTSVIPPPRLFKALVLEADTLIPKIAPQSVKTAEIVEGDGGVGTIKKISFG 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|444 EGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTSN 
               70        80        90       100       110       120 
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 86.1  bits: 20.6 E():  8.2 
Smith-Waterman score: 49; 22.4% identity (56.9% similar) in 58 aa overlap (9-66:4-59) 
 
               10        20        30        40        50        60 
AAD-12 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK 
               .:.. .:.:. :. :     : .: . :   :...    ..:    . .:.: 
gi|777      MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFA--IIDQDK 
                    10        20        30        40          50    
 
               70        80                                   
AAD-12 LGHVQQAGSAYIGYGMDTTA                                   
        : ...                                                 
gi|777 SGFIEEDELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH 
            60        70        80        90       100        
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.0  bits: 21.1 E():  8.3 
Smith-Waterman score: 51; 45.0% identity (70.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :::.. . ::           
gi|602 MGVFTYESEFTSVIPPARLFNAFVLDADNLIPKIAPQAVKSAEILEGDGGVGTIKKINFG 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|602 EGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIKSTSHY 
               70        80        90       100       110       120 
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>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.0  bits: 21.1 E():  8.3 
Smith-Waterman score: 51; 45.0% identity (70.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :::.. . ::           
gi|131 MGVFNYETEFTSVIPPARLFNAFVLDADNLIPKIAPQAVKSAEILEGDGGVGTIKKINFG 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|131 EGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSHY 
               70        80        90       100       110       120 
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.0  bits: 21.1 E():  8.3 
Smith-Waterman score: 51; 45.0% identity (70.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :::.. . ::           
gi|279 MGVFTYESEFTSVIPPARLFNAFVLDADNLIPKIAPQAVKSAEILEGDGGVGTIKKINFG 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|279 EGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSHY 
               70        80        90       100       110       120 
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.9  bits: 22.8 E():  8.4 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (30-69:372-411) 
 
                10        20        30        40        50          
AAD-12  STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|224 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             350       360       370       380       390       400  
 
      60        70        80                                        
AAD-12 KLGHVQQAGSAYIGYGMDTTA                                        
         .::: . :                                                   
gi|224 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             410       420       430       440       450       460  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.6  bits: 22.8 E():  8.7 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (30-69:392-431) 
 
                10        20        30        40        50          
AAD-12  STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|571 GNRSPHIYDPQRWFTQNCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
      60        70        80                                        
AAD-12 KLGHVQQAGSAYIGYGMDTTA                                        
         .::: . :                                                   
gi|571 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFA 
             430       440       450       460       470       480  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.6  bits: 22.8 E():  8.7 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (30-69:392-431) 
 
                10        20        30        40        50          
AAD-12  STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
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gi|199 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
      60        70        80                                        
AAD-12 KLGHVQQAGSAYIGYGMDTTA                                        
         .::: . :                                                   
gi|199 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             430       440       450       460       470       480  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.5  bits: 22.8 E():  8.9 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (30-69:400-439) 
 
                10        20        30        40        50          
AAD-12  STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|213 RSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
     370       380       390       400       410       420          
 
      60        70        80                                        
AAD-12 KLGHVQQAGSAYIGYGMDTTA                                        
         .::: . :                                                   
gi|213 GRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLA 
     430       440       450       460       470       480          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 84.3  bits: 22.5 E():   10 
Smith-Waterman score: 56; 28.9% identity (52.6% similar) in 38 aa overlap (32-69:371-408) 
 
              10        20        30        40        50        60  
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :  : . .  ..:  .  ::..:      
gi|370 RSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGR 
              350       360       370       380       390       400 
 
              70        80                                          
AAD-12 GHVQQAGSAYIGYGMDTTA                                          
       .::: . :                                                     
gi|370 AHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGE 
              410       420       430       440       450       460 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.3  bits: 20.8 E():   10 
Smith-Waterman score: 50; 40.9% identity (68.2% similar) in 22 aa overlap (2-23:29-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  .: .::.: . ::           
gi|444 MGVFTYADESTSVITPPRLFKALVLEADTLIPKIAPQSVKGAEIVEGDGGVGTIKKISFG 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|444 EGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSN 
               70        80        90       100       110       120 
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  55  Z-score: 83.3  bits: 22.2 E():   12 
Smith-Waterman score: 55; 34.2% identity (60.5% similar) in 38 aa overlap (47-78:198-235) 
 
         20        30        40        50        60              70 
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL------GHVQQAGSA 
                                     ::. :..:  .:. :      :  ..: .  
gi|303 LVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALAD 
       170       180       190       200       210       220        
 
               80                                                   
AAD-12 YIGYGMDTTA                                                   
        .:.::::                                                     
gi|303 VLGFGMDTETARKVRGEDDQRGHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICS 
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       230       240       250       260       270       280        
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 83.0  bits: 20.5 E():   12 
Smith-Waterman score: 49; 35.7% identity (52.4% similar) in 42 aa overlap (11-41:37-78) 
 
                                   10        20              30     
AAD-12                     STYMPVMAQGAVFSAEVVPAVGGR------TCFADMRAAY 
                                     :. : :.: . ::       :   : ...: 
gi|145 EEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSY 
         10        20        30        40        50        60       
 
                40        50        60        70        80          
AAD-12 -----DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA          
            ::.::::                                                 
gi|145 VLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAP 
         70        80        90       100       110       120       
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.0  bits: 21.3 E():   14 
Smith-Waterman score: 52; 20.8% identity (58.3% similar) in 48 aa overlap (1-48:72-119) 
 
                                             10        20        30 
AAD-12                               STYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:...:   :: .  :..  .. :... 
gi|170 QSFSQQPPFSQQQQQPLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQ 
              50        60        70        80        90       100  
 
               40        50        60        70        80           
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA           
       .      ..  . ::.:.                                           
gi|170 QQLVLPPQQQQQQLVQQQIPIVQPSVLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSS 
             110       120       130       140       150       160  
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  86 init1:  51 opt:  51  Z-score: 80.9  bits: 21.0 E():   16 
Smith-Waterman score: 51; 22.6% identity (64.5% similar) in 31 aa overlap (1-31:66-96) 
 
                                             10        20        30 
AAD-12                               STYMPVMAQGAVFSAEVVPAVGGRTCFADM 
                                     :  .:.. ::  :  .. :..  .. :... 
gi|219 QPLPPQQTFPQQPPFSQQQQQQPFPQQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQ 
          40        50        60        70        80        90      
 
               40        50        60        70        80           
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA           
       .                                                            
gi|219 QQLILPPQQQQQLPQQQISIVQPSVLQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSC 
         100       110       120       130       140       150      
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 80.1  bits: 22.4 E():   18 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (57-74:283-300) 
 
         30        40        50        60        70        80       
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA       
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 79.9  bits: 22.4 E():   18 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (57-74:289-306) 
 
         30        40        50        60        70        80       
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA       
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
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      260       270       280       290       300       310         
 
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 79.8  bits: 19.6 E():   18 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (5-20:66-81) 
 
                                         10        20        30     
AAD-12                           STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
           40        50        60        70        80 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                                      
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS                   
         100       110       120                      
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.6  bits: 19.9 E():   19 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (30-46:14-30) 
 
               10        20        30        40        50        60 
AAD-12 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK 
                                    .: :.: .:.  .. .:               
gi|219                 MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQT 
                               10        20        30        40     
 
               70        80                                         
AAD-12 LGHVQQAGSAYIGYGMDTTA                                         
                                                                    
gi|219 FEENDLQQLIIEIDADGSGELEFDEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGY 
           50        60        70        80        90       100     
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.3  bits: 19.9 E():   19 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (18-34:141-157) 
 
                            10        20        30        40        
AAD-12              STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
        50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.3  bits: 19.9 E():   19 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (18-34:141-157) 
 
                            10        20        30        40        
AAD-12              STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
        50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.2  bits: 19.9 E():   20 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (18-34:144-160) 
 
                            10        20        30        40        
AAD-12              STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
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           120       130       140       150       160              
 
        50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.2  bits: 19.9 E():   20 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (18-34:144-160) 
 
                            10        20        30        40        
AAD-12              STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
        50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  51 init1:  51 opt:  54  Z-score: 78.6  bits: 21.8 E():   21 
Smith-Waterman score: 54; 28.6% identity (75.0% similar) in 28 aa overlap (47-74:551-578) 
 
         20        30        40        50        60        70       
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.... . . . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYP 
              530       540       550       560       570       580 
 
         80                                                         
AAD-12 DTTA                                                         
                                                                    
gi|217 TSLQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQP 
              590       600       610       620       630       640 
 
>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.6  bits: 20.1 E():   21 
Smith-Waterman score: 48; 33.3% identity (59.3% similar) in 27 aa overlap (1-27:17-43) 
 
                               10        20        30        40     
AAD-12                 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL 
                       :.:.:  .   ::..:  :  .: : .                  
gi|510 MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLPVIRGKGGGIEFAKT 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA                         
                                                                    
gi|510 ETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHLCTPLSLNSFSVDRY 
               70        80        90       100       110       120 
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.2  bits: 19.6 E():   22 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (30-47:126-143) 
 
                10        20        30        40        50          
AAD-12  STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . ::..::: :..: ...             
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG         
         100       110       120       130       140                
 
      60        70        80 
AAD-12 KLGHVQQAGSAYIGYGMDTTA 
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 78.0  bits: 21.2 E():   23 
Smith-Waterman score: 52; 24.3% identity (73.0% similar) in 37 aa overlap (37-72:143-179) 
 
         10        20        30        40        50        60       
AAD-12 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG-HVQ 
                                     .::   .:.: .. .. .::  .... .:. 
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
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            120       130       140       150       160       170   
 
          70        80                                              
AAD-12 QAGSAYIGYGMDTTA                                              
       . :...:                                                      
gi|215 NNGDVFILLVPNFVFVWTGKHSNRMERTTAIRVANDLKSELNRFKLSSVILEDGKEVEQT 
            180       190       200       210       220       230   
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 77.8  bits: 19.6 E():   24 
Smith-Waterman score: 46; 26.2% identity (52.3% similar) in 65 aa overlap (8-70:34-95) 
 
                                      10        20        30        
AAD-12                        STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
                                     : :.  :.:.: . ::   .  .  . :.  
gi|604 FTFDDQATSPVAPATLYNALAKDADNIIPKAVGSFQSVEIVEGNGGPGTIKKISFVEDG- 
            10        20        30        40        50        60    
 
        40        50          60        70        80                
AAD-12 DEATRALVHQRSA--RHSLVYSQSKLGHVQQAGSAYIGYGMDTTA                
          :. ..:.  .  . .: :: : .: :    .:                          
gi|604 --ETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTISY 
               70        80        90       100       110       120 
 
gi|604 HGKGDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
              130       140       150      
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 46; 35.0% identity (70.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. .::.. . ::           
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|459 EGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISHY 
               70        80        90       100       110       120 
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 46; 35.0% identity (70.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. .::.. . ::           
gi|753 MGVCTFENEFTSEIPPSRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|753 EGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISHY 
               70        80        90       100       110       120 
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 46; 35.0% identity (70.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. .::.. . ::           
gi|459 MGVYTFENEYTSEIPPSRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
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gi|459 EGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISHY 
               70        80        90       100       110       120 
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 46; 22.2% identity (53.7% similar) in 54 aa overlap (4-46:31-84) 
 
                                          10        20              
AAD-12                            STYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :.  ::.. . ::     .  :. 
gi|304 MGLYTFENEFTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
             30        40        50        60        70        80   
AAD-12 D------MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA   
       .      ..   :..:::. . ..                                     
gi|304 EGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISHY 
               70        80        90       100       110       120 
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 46; 35.0% identity (70.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. .::.. . ::           
gi|886 MGVYTFENEFTSEIPPSRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|886 EGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIKSISHY 
               70        80        90       100       110       120 
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 46; 35.0% identity (70.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. .::.. . ::           
gi|134 MGVYTFENEFTSEIPPSRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|134 EGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISHY 
               70        80        90       100       110       120 
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 46; 35.0% identity (70.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. .::.. . ::           
gi|165 MGVYTFENEFTSEIPPSRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|165 EGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISHY 
               70        80        90       100       110       120 
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 46; 35.0% identity (70.0% similar) in 20 aa overlap (4-23:31-50) 
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                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. .::.. . ::           
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|459 EGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIKSISHY 
               70        80        90       100       110       120 
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 46; 35.0% identity (70.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. .::.. . ::           
gi|459 MGVCTFENEFTSEIPPSRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|459 EGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISHY 
               70        80        90       100       110       120 
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 46; 40.0% identity (70.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.:.. . ::           
gi|602 MGVFTYEFEFTSVIPPARLYNAFVLDADNLIPKIAPQAVKSTEILEGDGGVGTIKKINFG 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|602 EGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISHY 
               70        80        90       100       110       120 
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 46; 35.0% identity (70.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. .::.. . ::           
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|459 EGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISHY 
               70        80        90       100       110       120 
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (2-23:29-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
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            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (2-23:29-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|400 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (2-23:29-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.5  bits: 19.6 E():   24 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (2-23:29-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 77.3  bits: 19.0 E():   25 
Smith-Waterman score: 44; 32.4% identity (56.8% similar) in 37 aa overlap (4-40:65-101) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .:  ..::. ::  . :.:: :  :   :  
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
            40        50        60        70        80 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
        .  .:.                                         
gi|117 EEEKEESDDDMGFGLFD                               
          100       110                                
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
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 initn:  51 init1:  51 opt:  53  Z-score: 77.0  bits: 21.5 E():   26 
Smith-Waterman score: 53; 32.1% identity (71.4% similar) in 28 aa overlap (47-74:539-566) 
 
         20        30        40        50        60        70       
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.:.. .   . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYP 
      510       520       530       540       550       560         
 
         80                                                         
AAD-12 DTTA                                                         
                                                                    
gi|217 TSVQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQP 
      570       580       590       600       610       620         
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 76.5  bits: 19.8 E():   28 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (27-48:74-98) 
 
                   10        20        30           40        50    
AAD-12     STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---DEATRALVHQRSARHS 
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
 
            60        70        80                                  
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTA                                  
                                                                    
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  ::  ::.. . ::           
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNLIPKIAPQAVKCAEILEGDGGPGTIKKITFG 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|901 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIKTTSKY 
               70        80        90       100       110       120 
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 45; 27.0% identity (64.9% similar) in 37 aa overlap (10-46:49-84) 
 
                                    10        20        30          
AAD-12                      STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|144 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
      40        50        60        70        80                    
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA                    
       :  : ..                                                      
gi|144 AGLAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEAT 
        80        90       100       110       120       130        
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.8  bits: 19.8 E():   30 
Smith-Waterman score: 47; 33.3% identity (52.8% similar) in 36 aa overlap (27-62:159-191) 
 
                   10        20        30        40        50       
AAD-12     STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :   . : ..::   :   :: .  :.:   
gi|136 TNTEKLPTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFEIR---HQLTQIHGLYR 
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      130       140       150       160       170          180      
 
         60        70        80                          
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTA                          
       :..: :                                            
gi|136 SSDKTGGYWKITMNDGSTYQSDLSKKFEYNTEKPPINIDEIKTIEAEIN 
         190       200       210       220       230     
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  ::  ::.. . ::           
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNLIPKIAPQAVKCAEILEGDGGPGTIKKITFG 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|901 EGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTIIKTTSK 
               70        80        90       100       110       120 
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.8  bits: 19.2 E():   30 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  ::  ::.. . ::           
gi|880 MGVYTYENEFTSDIPAPKLFKAFVLDADNLIPKIAPQAVKCAEILEGDGGPGTIKKITFG 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|880 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVIKTTSK 
               70        80        90       100       110       120 
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 75.6  bits: 18.1 E():   31 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (45-66:37-58) 
 
           20        30        40        50        60        70     
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
           80     
AAD-12 GMDTTA     
                  
gi|162 VPQLEIVPNS 
         70       
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.9  bits: 18.7 E():   34 
Smith-Waterman score: 43; 26.0% identity (52.0% similar) in 50 aa overlap (6-55:30-79) 
 
                                       10        20        30       
AAD-12                         STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                                    .  .:.. :.:   .   : :   . :.    
gi|253 TGPYCYAGMGLPINPLEGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHC 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA                 
         ::.: .. .::  .: :                                          
gi|253 RCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNAPYCLGLDI 
               70        80        90       100       110       120 
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>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.1  bits: 18.9 E():   37 
Smith-Waterman score: 44; 35.0% identity (65.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :.  ::.. . ::           
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGGPGTIKKITFG 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|459 EGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIKSISHY 
               70        80        90       100       110       120 
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.1  bits: 18.9 E():   37 
Smith-Waterman score: 44; 35.0% identity (65.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :.  ::.. . ::           
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGGPGTIKKITFG 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|459 EGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHY 
               70        80        90       100       110       120 
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.1  bits: 18.9 E():   37 
Smith-Waterman score: 44; 35.0% identity (65.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :.  ::.. . ::           
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGGPGTIKKITFG 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|459 EGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHY 
               70        80        90       100       110       120 
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.1  bits: 18.9 E():   37 
Smith-Waterman score: 44; 36.4% identity (63.6% similar) in 22 aa overlap (2-23:28-49) 
 
                                         10        20        30     
AAD-12                           STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                  : .: .:  :. :.: . . ::            
gi|115 GVFNYETETTSVIPAARLFKAFILDGDTLFPQVAPQAISSVENISGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA               
                                                                    
gi|115 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.1  bits: 18.9 E():   37 
Smith-Waterman score: 44; 35.0% identity (65.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 4128



 

 

                                     .: .:  :.  ::.. . ::           
gi|425 MGVYTFENEYTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGGPGTIKKITFG 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|425 EGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHY 
               70        80        90       100       110       120 
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.1  bits: 18.9 E():   37 
Smith-Waterman score: 44; 35.0% identity (65.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :.  ::.. . ::           
gi|753 MGVYTFENEYTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGGPGTTKKITFG 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|753 EGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHY 
               70        80        90       100       110       120 
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.1  bits: 19.8 E():   37 
Smith-Waterman score: 47; 36.0% identity (76.0% similar) in 25 aa overlap (30-54:106-130) 
 
                10        20        30        40        50          
AAD-12  STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     ...: . :.:::.:  ... ::. :      
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
 
      60        70        80                                        
AAD-12 KLGHVQQAGSAYIGYGMDTTA                                        
                                                                    
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.1  bits: 18.9 E():   38 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.1  bits: 18.9 E():   38 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|132 MGVFNYETESTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 4129



 

 

gi|132 EGSPFKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.1  bits: 18.9 E():   38 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|584 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|584 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.1  bits: 18.9 E():   38 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.1  bits: 18.9 E():   38 
Smith-Waterman score: 44; 35.0% identity (65.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :.  ::.. . ::           
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNLIPKIAPQAIKCAEILEGDGGPGTIKKITFG 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|901 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTSK 
               70        80        90       100       110       120 
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.1  bits: 18.9 E():   38 
Smith-Waterman score: 44; 35.0% identity (65.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :.  ::.. . ::           
gi|901 MGGYTYENEFTSDIPAPKLFKAFVLDADNLIPKIAPQAIKCAEILEGDGGPGTIKKITFG 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|901 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTSK 
               70        80        90       100       110       120 
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.0  bits: 18.9 E():   38 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (4-23:31-50) 
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                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.0  bits: 20.3 E():   38 
Smith-Waterman score: 49; 36.7% identity (66.7% similar) in 30 aa overlap (42-71:43-72) 
 
              20        30        40        50        60        70  
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.. . .:: . : : ..::..  : : : 
gi|558 RVRSGGHDYEGLSYRSLQPENFAVVDLNQMRAVLVDGKARTAWVDSGAQLGELYYAISKY 
             20        30        40        50        60        70   
 
              80                                                    
AAD-12 IGYGMDTTA                                                    
                                                                    
gi|558 SRTLAFPAGVCPTIGVGGNLAGGGFGMLLRKYGIAAENVIDVKLVDANGKLHDKKSMGDD 
             80        90       100       110       120       130   
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.7  bits: 20.6 E():   40 
Smith-Waterman score: 50; 25.6% identity (58.1% similar) in 43 aa overlap (32-74:426-468) 
 
              10        20        30        40        50        60  
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     :  ....:   :.. :.  . .:    ..  
gi|258 AERGFFYRNGIYSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNH 
         400       410       420       430       440       450      
 
              70        80                                          
AAD-12 GHVQQAGSAYIGYGMDTTA                                          
       : .::::.  . :                                                
gi|258 GVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQISREQARQLKYNR 
         460       470       480       490       500       510      
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 73.2  bits: 16.7 E():   42 
Smith-Waterman score: 36; 46.2% identity (84.6% similar) in 13 aa overlap (62-74:5-17) 
 
              40        50        60        70        80            
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA            
                                     :.:..: :. .::                  
gi|462                           AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKN 
                                         10        20        30     
 
gi|462 LNSA 
            
 
>>gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Globin   (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.9  bits: 18.6 E():   44 
Smith-Waterman score: 43; 30.6% identity (55.6% similar) in 36 aa overlap (13-48:115-150) 
 
                                 10        20        30        40   
AAD-12                   STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                     : :  :  . ..: ::  .::. :  .:   
gi|121 IGDLPNIDGDVTTFVASHTPRGVTHDQLNNFRAGFVSYMKAHTDFAGAEAAWGATLDAFF 
           90       100       110       120       130       140     
 
             50        60        70        80 
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
       ..:  .                                 
gi|121 GMVFAKM                                
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          150                                 
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 72.9  bits: 20.9 E():   44 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (60-74:609-623) 
 
      30        40        50        60        70        80          
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA          
                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 72.7  bits: 18.6 E():   45 
Smith-Waterman score: 43; 29.0% identity (67.7% similar) in 31 aa overlap (10-40:49-78) 
 
                                    10        20        30          
AAD-12                      STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|186 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVRLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
      40        50        60        70        80                    
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA                    
       :                                                            
gi|186 AGLGYTYTTIGGDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEAT 
        80        90       100       110       120       130        
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.5  bits: 18.9 E():   46 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (47-62:46-61) 
 
         20        30        40        50        60        70       
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
         80                                                         
AAD-12 DTTA                                                         
                                                                    
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 72.4  bits: 19.5 E():   47 
Smith-Waterman score: 46; 25.0% identity (62.5% similar) in 40 aa overlap (36-75:195-233) 
 
          10        20        30        40        50        60      
AAD-12 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :.:  ..:.  :.. :...   :..  . : 
gi|624 SKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIVHAIFMQQGQRQGVQIVQQQ-PQPQ 
          170       180       190       200       210        220    
 
          70        80                                              
AAD-12 QAGSAYIGYGMDTTA                                              
       :.:.  .  :                                                   
gi|624 QVGQCVLVQGQGVVQPQQLAQMEAIRTLVLQSVPSMCNFNVPPNCSTIKAPFVGVVTGVG 
           230       240       250       260       270       280    
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|132 MGVFNYETETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
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               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVISAARLFKSYVLDGDKLIPKVAPQAITSVENVGGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSK 
               70        80        90       100       110       120 
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|261 MGVFNYEAETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 72.4  bits: 18.1 E():   47 
Smith-Waterman score: 41; 22.2% identity (70.4% similar) in 27 aa overlap (21-47:36-61) 
 
                         10        20        30        40        50 
AAD-12           STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA 
                                     ..:..  :: . ... ::.   ....:    
gi|207 IVSEKDIDAALESVKAAGSFNYKIFFQKVGLAGKSA-ADAKKVFEILDRDKSGFIEQDEL 
          10        20        30        40         50        60     
 
               60        70        80                
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTA                
                                                     
gi|207 GLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
           70        80        90       100          
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.3  bits: 20.3 E():   47 
Smith-Waterman score: 49; 37.9% identity (62.1% similar) in 29 aa overlap (45-73:74-102) 
 
           20        30        40        50        60        70     
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     : .:.: .   ::.. :    : ::.:.:  
gi|112 NRIESEGGYIETWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGL 
            50        60        70        80        90       100    
 
           80                                                       
AAD-12 GMDTTA                                                       
                                                                    
gi|112 IFPGCPSTYEEPAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTG 
           110       120       130       140       150       160    
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>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.0  bits: 18.9 E():   49 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (53-78:76-100) 
 
             30        40        50        60        70        80   
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA   
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
gi|549 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.0  bits: 18.9 E():   49 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (53-78:76-100) 
 
             30        40        50        60        70        80   
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA   
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
gi|549 AKYQVGQNVALTGSTAAVYNDPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 71.9  bits: 18.9 E():   50 
Smith-Waterman score: 44; 29.6% identity (77.8% similar) in 27 aa overlap (52-78:77-102) 
 
              30        40        50        60        70        80  
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA  
                                     ..::... .:... :. ..  .:: ::    
gi|549 LKVHNDFRQKVAKGLETRGNPGPQPPAKNMNNLVWND-ELANIAQVWASQCNYGHDTCKD 
         50        60        70        80         90       100      
 
gi|549 TEKYPVGQNIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWA 
         110       120       130       140       150       160      
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 71.8  bits: 20.0 E():   50 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (29-43:431-446) 
 
                 10        20        30         40        50        
AAD-12   STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYS 
                                     :..: :::.: ...::               
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA               
              410       420       430       440                     
 
        60        70        80 
AAD-12 QSKLGHVQQAGSAYIGYGMDTTA 
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.8  bits: 19.4 E():   50 
Smith-Waterman score: 46; 25.4% identity (55.9% similar) in 59 aa overlap (16-74:161-216) 
 
                              10        20        30        40      
AAD-12                STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
                                     .:.:: :    .  ..::...   :: :   
gi|249 MDDASVGSVSSEFHVIESAIEVITYIGEEVKVIPA-GEVEVINKVKAAFST--AATAADE 
              140       150       160        170       180          
 
          50        60        70        80                          
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA                          
          . . ..  :. . .  . .:.:: ::                                
gi|249 APANDKFTVFVSSFNKAIKETTGGAYAGYKFIPTLEAAVKQAYAASSATAPEVKYAVFET 
       190       200       210       220       230       240        
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 71.8  bits: 15.3 E():   50 
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Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (50-64:1-15) 
 
      20        30        40        50        60        70          
AAD-12 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                     :: . : : ..::..                
gi|323                               ARTAWVDSGAQLGELSY              
                                             10                     
 
      80 
AAD-12 A 
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.5  bits: 18.6 E():   52 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (47-61:138-152) 
 
         20        30        40        50        60        70       
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
         80       
AAD-12 DTTA       
                  
gi|391 ASIDTILTKV 
       170        
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.3 E():   53 
Smith-Waterman score: 42; 27.6% identity (58.6% similar) in 29 aa overlap (3-31:11-39) 
 
                       10        20        30        40        50   
AAD-12         STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH 
                 ..:. : : ::.   . :.  :  . ..:                      
gi|126 MRSLLILVLCFLPLAALGKVFGRCELAAAMKRHGLDNYRGYSLGNWVCAAKFESNFNTQA 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTA                                 
                                                                    
gi|126 TNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNCAKKIVSDG 
               70        80        90       100       110       120 
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.4  bits: 17.8 E():   53 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (57-74:26-43) 
 
         30        40        50        60        70        80       
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA       
                                     : .. :. :: :..  ::             
gi|897      EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQ 
                    10        20        30        40        50      
 
gi|897 QGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
          60        70        80        90       100  
 
>>gi|56417506|gb|AAV90694.1| GE-rich salivary protein 30  (266 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.3  bits: 19.2 E():   53 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (47-77:183-213) 
 
         20        30        40        50        60        70       
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
            160       170       180       190       200       210   
 
         80                                                   
AAD-12 DTTA                                                   
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
            220       230       240       250       260       
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>>gi|56417504|gb|AAV90693.1| 30 kDa salivary gland aller  (271 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.1  bits: 19.1 E():   55 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (47-77:188-218) 
 
         20        30        40        50        60        70       
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
       160       170       180       190       200       210        
 
         80                                                   
AAD-12 DTTA                                                   
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
       220       230       240       250       260       270  
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (4-23:30-49) 
 
                                         10        20        30     
AAD-12                           STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA               
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (4-23:30-49) 
 
                                         10        20        30     
AAD-12                           STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: : . ::            
gi|402 GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFAE 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA               
                                                                    
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (4-23:30-49) 
 
                                         10        20        30     
AAD-12                           STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA               
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
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                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNK 
               70        80        90       100       110       120 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
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gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (4-23:31-50) 
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                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
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AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|400 EGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|167 EGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVMPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 70.2  bits: 19.1 E():   61 
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Smith-Waterman score: 45; 25.6% identity (53.5% similar) in 43 aa overlap (3-45:30-71) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                    : :. :   .  : ..::.::    .: .   
gi|663 MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGKATTDEQKL 
               10        20        30        40         50          
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
        . .. . .: :                                                 
gi|663 LEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILKLDTDYDVA 
      60        70        80        90       100       110          
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.2  bits: 18.0 E():   62 
Smith-Waterman score: 41; 20.9% identity (47.8% similar) in 67 aa overlap (3-60:3-69) 
 
               10        20        30                 40        50  
AAD-12 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---------DEATRALVHQRSAR 
         .. ..  . :..: :   . :     . : :.: :         :.. ..:.:      
gi|856 MKFIITLFAAIVMAAAVSGFIVGDKKEDEWRMAFDRLMMEELETKIDQVEKGLLHLSEQY 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTA                                
       . :  ..::                                                    
gi|856 KELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLNMFERYNYEFALESIKLL 
               70        80        90       100       110       120 
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 41; 34.6% identity (61.5% similar) in 26 aa overlap (1-26:5-30) 
 
                   10        20        30        40        50       
AAD-12     STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
           :.:  ...   ::   .: :::.. :                               
gi|217 MASKSNYNLLFTALLVFIFAAVAAVGNEDCTPWTSTLITPLPSCRNYVEEQACRIEMPGP 
               10        20        30        40        50        60 
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.7 E():   64 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (44-65:332-353) 
 
            20        30        40        50        60        70    
AAD-12 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     : :     ::..:. .  :.::         
gi|259 LTTLNSLNLPILKWLQLSVEKGVLYKNALVLPHWNLNSHSIIYGCKGKGQVQVVDNFGNR 
             310       320       330       340       350       360  
 
            80                                                      
AAD-12 YGMDTTA                                                      
                                                                    
gi|259 VFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRAMTSPLAGRTSVLGGMPEEVL 
             370       380       390       400       410       420  
 
>>gi|4006947|emb|CAA07320.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.8  bits: 17.7 E():   64 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (5-23:32-50) 
 
                                         10        20        30     
AAD-12                           STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           40        50        60        70        80              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
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>>gi|4006963|emb|CAA07328.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.8  bits: 17.7 E():   64 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (5-23:32-50) 
 
                                         10        20        30     
AAD-12                           STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           40        50        60        70        80              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.5  bits: 19.9 E():   67 
Smith-Waterman score: 48; 22.9% identity (57.1% similar) in 35 aa overlap (38-72:339-373) 
 
        10        20        30        40        50        60        
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     ::  .:  . :  : . ...:.. : . .: 
gi|131 LLQPVSTPGEFELFFGAGGENPESFFKSFSDEILEAAFNTRRDRLQRIFGQQRQGVIVKA 
      310       320       330       340       350       360         
 
        70        80                                                
AAD-12 GSAYIGYGMDTTA                                                
       .   .                                                        
gi|131 SEEQVRAMSRHEEGGIWPFGGESKGTINIYQQRPTHSNQYGQLHEVDASQYRQLRDLDLT 
      370       380       390       400       410       420         
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 69.3  bits: 20.5 E():   69 
Smith-Waterman score: 57; 39.4% identity (63.6% similar) in 33 aa overlap (48-80:4-31) 
 
        20        30        40        50        60        70        
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :::..  .:..:. ::   .:.  : :: : 
gi|219                            MAARSAKY--MYQSSRAGH---GGDISIEYGTD 
                                            10           20         
 
        80                                                          
AAD-12 TTA                                                          
         :                                                          
gi|219 LGALTRLEDKIRLLSEDLESERELRQRVEREKSDITVQLMNLTERLEETEGSSESVTEMN 
       30        40        50        60        70        80         
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 69.3  bits: 20.5 E():   69 
Smith-Waterman score: 50; 28.9% identity (60.5% similar) in 38 aa overlap (29-66:827-864) 
 
                 10        20        30        40        50         
AAD-12   STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     ...:: :  :.:   :   :. ..: : .. 
gi|377 NEKVKVYKRQMQEQEGMSQQNLTRVRRFQRELEAAEDRADQAESNLSFIRAKHRSWVTTS 
        800       810       820       830       840       850       
 
       60        70        80 
AAD-12 SKLGHVQQAGSAYIGYGMDTTA 
       .  : ..:               
gi|377 QVPGGTRQVFTTQEETTNY    
        860       870         
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.2  bits: 17.7 E():   70 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (45-66:6-27) 
 
           20        30        40        50        60        70     
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 4142



 

 

                                     :.:.  ..  : :.  ::...:         
gi|159                          IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
                                        10        20        30      
 
           80                                                       
AAD-12 GMDTTA                                                       
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFXQFYQPDAYPSGAWY 
          40        50        60        70        80        90      
 
>>gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 41; 30.0% identity (65.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .   :. :.:.. . ::           
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQAIKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|212 EASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTKY 
               70        80        90       100       110       120 
 
>>gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 41; 30.0% identity (65.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .   :. :.:.. . ::           
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQAIKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|212 EASKYKYSRHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTKY 
               70        80        90       100       110       120 
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (4-23:30-49) 
 
                                         10        20        30     
AAD-12                           STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFPE 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA               
                                                                    
gi|437 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISHKY 
               70        80        90       100       110       120 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:   : ::: . . ::           
gi|534 MGVFNYEDEATSVIAPARLFKSFVLDADNLIPKVAPENVSSAENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
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gi|534 EGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|125 MGVFNYETEATSVIPAARLFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|125 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (4-23:31-50) 
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                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 48; 27.1% identity (58.6% similar) in 70 aa overlap (13-77:82-150) 
 
                                 10        20        30          40 
AAD-12                   STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD--ALDEA 
                                     : .:.:  .:. . .  :..     : ..  
gi|170 MAKFPQFAGKDLETLKGTGQFATHAGRIVGFVSEIVALMGNSANMPAMETLIKDMAANHK 
              60        70        80        90       100       110  
 
               50           60        70        80        
AAD-12 TRALVHQRSA--RHSLV-YSQSKLGHVQQAGSAYIGYGMDTTA        
       .:.. . .    : ::: : :::..  .. :.:.   :.:           
gi|170 ARGIPKAQFNEFRASLVSYLQSKVSWNDSLGAAWT-QGLDNVFNMMFSYL 
             120       130       140        150       160 
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|154 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|154 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
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AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.9  bits: 17.7 E():   73 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (35-63:101-129) 
 
           10        20        30        40        50        60     
AAD-12 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
           70        80 
AAD-12 QQAGSAYIGYGMDTTA 
                        
gi|273 RRRR             
                        
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.9  bits: 17.7 E():   73 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (35-63:101-129) 
 
           10        20        30        40        50        60     
AAD-12 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
           70        80 
AAD-12 QQAGSAYIGYGMDTTA 
                        
gi|273 RRRR             
                        
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 68.8  bits: 19.7 E():   73 
Smith-Waterman score: 49; 28.8% identity (55.8% similar) in 52 aa overlap (5-56:373-421) 
 
                                         10        20        30     
AAD-12                           STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :: ::  .:   : :..:    .  . ::  
gi|558 ATLSDLLNRNNTFKPFAEYKSDYVYQPVPKPVWAQ--IFVWLVKPGAGI-MVMDPYGAAI 
            350       360       370         380        390          
 
           40        50        60        70        80               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA               
       .:  ::.  . :....  .. :                                       
gi|558 SATPEAATPFPHRKDVLFNIQYVNYWFDEAGGAAPLQWSKDMYRFMEPYVSKNPRQAYAN 
     400       410       420       430       440       450          
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.7  bits: 17.4 E():   74 
Smith-Waterman score: 39; 53.8% identity (69.2% similar) in 13 aa overlap (28-40:72-84) 
 
                  10        20        30        40        50        
AAD-12    STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
                                     ::.::  ::  .:                  
gi|131 ELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDE 
              50        60        70        80        90       100  
 
        60        70        80 
AAD-12 QSKLGHVQQAGSAYIGYGMDTTA 
                               
gi|131 FGALVDKWGAKG            
             110               
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.5  bits: 18.3 E():   76 
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Smith-Waterman score: 42; 29.6% identity (70.4% similar) in 27 aa overlap (52-78:76-101) 
 
              30        40        50        60        70        80  
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA  
                                     ..::.. ..:... :  ..   :: ::    
gi|549 LKIHNDFRNKVARGLETRGNPGPQPPAKNMNNLVWN-NELANIAQIWASQCKYGHDTCKD 
          50        60        70        80         90       100     
 
gi|549 TTKYNVGQNIAVSSSTAAVYENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWA 
          110       120       130       140       150       160     
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.3  bits: 17.7 E():   78 
Smith-Waterman score: 40; 35.3% identity (70.6% similar) in 17 aa overlap (9-25:30-46) 
 
                                    10        20        30          
AAD-12                      STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                    :::. ...  :  ::..               
gi|476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVQGATVAVDCRPFNGGESKLKAEATTDGLGWY 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA                    
                                                                    
gi|476 KIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQGIRYANPIAFFR 
               70        80        90       100       110       120 
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 68.0  bits: 13.8 E():   81 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (42-46:2-6) 
 
              20        30        40        50        60        70  
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     : :::                          
gi|463                              DRNLVHSATR                      
                                            10                      
 
              80 
AAD-12 IGYGMDTTA 
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.0  bits: 17.1 E():   81 
Smith-Waterman score: 38; 37.5% identity (62.5% similar) in 16 aa overlap (5-20:41-56) 
 
                                         10        20        30     
AAD-12                           STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..  :: :  ..: :               
gi|166 GSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAAYVMNLYYQHAG 
               20        30        40        50        60        70 
 
           40        50        60        70        80 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                                      
gi|166 RNSWNCDFSQTATLTNTNPSYGACNFPSGSN                
               80        90       100                 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 18.2 E():   82 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (40-73:71-104) 
 
      10        20        30        40        50        60          
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 
                                     :   :: .:.: .   ::..      : :  
gi|221 AQRPDNRIESEGGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGR 
               50        60        70        80        90       100 
 
      70        80                                                  
AAD-12 AYIGYGMDTTA                                                  
       .:.:                                                         
gi|221 GYFGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQKVHRFDEGDLIAV 
              110       120       130       140       150       160 
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>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 19.1 E():   82 
Smith-Waterman score: 45; 50.0% identity (83.3% similar) in 12 aa overlap (2-13:337-348) 
 
                                            10        20        30  
AAD-12                              STYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     .:: :. .::.:                   
gi|113 NRFLASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMI 
        310       320       330       340       350       360       
 
              40        50        60        70        80 
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                                         
gi|113 PAEPGEAVLRLTSSAGVLSCQPGAPC                        
        370       380       390                          
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.8  bits: 18.5 E():   83 
Smith-Waterman score: 43; 47.6% identity (71.4% similar) in 21 aa overlap (6-26:8-24) 
 
                 10        20        30        40        50         
AAD-12   STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
              .:. :::..: :   ::: .:                                 
gi|286 MGSLANNIMVVGAVLAALV---VGG-SCGPPKVPPGPNITTNYNGKWLTARATWYGQPNG 
               10           20         30        40        50       
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 67.8  bits: 14.4 E():   83 
Smith-Waterman score: 28; 40.0% identity (80.0% similar) in 10 aa overlap (10-19:4-13) 
 
               10        20        30        40        50        60 
AAD-12 STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSK 
                :.:  :...:                                          
gi|131       GPVGGVVHAHMMPLL                                        
                     10                                             
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 67.8  bits: 18.8 E():   83 
Smith-Waterman score: 44; 26.7% identity (70.0% similar) in 30 aa overlap (43-72:232-259) 
 
             20        30        40        50        60        70   
AAD-12 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                     : .:  :. ::....:..  . ::. . .. 
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIH--SVVHSIIMQQQQQQQQQQGIDIFL 
             210       220       230         240       250          
 
             80                                                     
AAD-12 GYGMDTTA                                                     
                                                                    
gi|170 PLSQHEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSIMRAPFAS 
     260       270       280       290       300       310          
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (2-17:29-44) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|215 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAATGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|215 GSPITTMTVRTDAVNKEALSYDSTVIDGDILLGFIESIETHMVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.7 E():   85 
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Smith-Waterman score: 40; 43.8% identity (62.5% similar) in 16 aa overlap (2-17:29-44) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.:.                 
gi|134 MGVQTHVLELTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPD 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|134 GGPITTMTLRIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIF 
               70        80        90       100       110       120 
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (2-17:29-44) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|892 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|892 GSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   88 
Smith-Waterman score: 40; 30.0% identity (65.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .   :. :.:.. . ::           
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQAIKSTEIIEGDGGPGTIKKITFG 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|212 EASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTKY 
               70        80        90       100       110       120 
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (5-23:31-49) 
 
                                         10        20        30     
AAD-12                           STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|384 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENISGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA               
                                                                    
gi|384 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (5-23:31-49) 
 
                                         10        20        30     
AAD-12                           STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|437 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
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           40        50        60        70        80               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA               
                                                                    
gi|437 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (5-23:31-49) 
 
                                         10        20        30     
AAD-12                           STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|159 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA               
                                                                    
gi|159 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|4376222|emb|CAA04829.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (5-23:31-49) 
 
                                         10        20        30     
AAD-12                           STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|437 GVFNYEIGATSVIPAARLFKAFILVGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA               
                                                                    
gi|437 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
               70        80        90       100       110       120 
 
>>gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (5-23:32-50) 
 
                                         10        20        30     
AAD-12                           STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYEIEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           40        50        60        70        80               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA               
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (5-23:32-50) 
 
                                         10        20        30     
AAD-12                           STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           40        50        60        70        80               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA               
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
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>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|730 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|730 EGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (5-23:32-50) 
 
                                         10        20        30     
AAD-12                           STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|114 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           40        50        60        70        80               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA               
                                                                    
gi|114 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (5-23:32-50) 
 
                                         10        20        30     
AAD-12                           STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|241 GVFNYETETTSVIPAARLFKAFFLDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           40        50        60        70        80               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA               
                                                                    
gi|241 GFPFRYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321728|emb|CAA96547.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (5-23:32-50) 
 
                                         10        20        30     
AAD-12                           STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           40        50        60        70        80               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA               
                                                                    
gi|132 GFPFKYVKDRVDEVAHKNFKYSYSVIEGGPIGDTLEKISNEIKIVATPDGRSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (5-23:32-50) 
 
                                         10        20        30     
AAD-12                           STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
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gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           40        50        60        70        80               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA               
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006953|emb|CAA07323.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (5-23:32-50) 
 
                                         10        20        30     
AAD-12                           STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           40        50        60        70        80               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA               
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (5-23:32-50) 
 
                                         10        20        30     
AAD-12                           STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|256 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           40        50        60        70        80               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA               
                                                                    
gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (5-23:32-50) 
 
                                         10        20        30     
AAD-12                           STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           40        50        60        70        80               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA               
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (5-23:32-50) 
 
                                         10        20        30     
AAD-12                           STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           40        50        60        70        80               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA               
                                                                    
gi|116 GIPFKYVKGRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
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              70        80        90       100       110       120  
 
>>gi|4006957|emb|CAA07325.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (5-23:32-50) 
 
                                         10        20        30     
AAD-12                           STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKINFPE 
              10        20        30        40        50        60  
 
           40        50        60        70        80               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA               
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (5-23:32-50) 
 
                                         10        20        30     
AAD-12                           STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           40        50        60        70        80               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA               
                                                                    
gi|125 GFPFEYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (5-23:32-50) 
 
                                         10        20        30     
AAD-12                           STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           40        50        60        70        80               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA               
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (5-23:32-50) 
 
                                         10        20        30     
AAD-12                           STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           40        50        60        70        80               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA               
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVTTPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (5-23:32-50) 
 
                                         10        20        30     
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AAD-12                           STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           40        50        60        70        80               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA               
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGPILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (5-23:32-50) 
 
                                         10        20        30     
AAD-12                           STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPG 
              10        20        30        40        50        60  
 
           40        50        60        70        80               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA               
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (5-23:32-50) 
 
                                         10        20        30     
AAD-12                           STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           40        50        60        70        80               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA               
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (5-23:32-50) 
 
                                         10        20        30     
AAD-12                           STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSLIPAARLFRAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           40        50        60        70        80               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA               
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (5-23:32-50) 
 
                                         10        20        30     
AAD-12                           STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKASILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           40        50        60        70        80               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA               
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gi|132 GSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKF 
              70        80        90       100       110       120  
 
>>gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (5-23:32-50) 
 
                                         10        20        30     
AAD-12                           STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           40        50        60        70        80               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA               
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDILEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (5-23:32-50) 
 
                                         10        20        30     
AAD-12                           STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           40        50        60        70        80               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA               
                                                                    
gi|132 GIPFKYVKDRVDEVDHANFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (5-23:32-50) 
 
                                         10        20        30     
AAD-12                           STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           40        50        60        70        80               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA               
                                                                    
gi|132 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|167472849|gb|ABZ81046.1| pollen allergen Que a 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 30.0% identity (70.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :. :.:.. . ::           
gi|167 MGVFTYESEDASVIPPARLFKAFVLDSDNLIPKVVPQALKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|167 EGSHLKHAKHRIDVIDPENFTYSFSVIEGDALFDKLENVSTETKIVASPDGGSIVKSTSK 
               70        80        90       100       110       120 
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (5-23:32-50) 
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                                         10        20        30     
AAD-12                           STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           40        50        60        70        80               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA               
                                                                    
gi|459 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (5-23:32-50) 
 
                                         10        20        30     
AAD-12                           STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           40        50        60        70        80               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA               
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (5-23:32-50) 
 
                                         10        20        30     
AAD-12                           STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           40        50        60        70        80               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA               
                                                                    
gi|125 GFPFKYVKDGVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (5-23:32-50) 
 
                                         10        20        30     
AAD-12                           STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
           40        50        60        70        80               
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA               
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.7 E():   89 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (4-23:31-50) 
 
                                          10        20        30    
AAD-12                            STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
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            40        50        60        70        80              
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA              
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGFVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.1  bits: 17.1 E():   91 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (27-40:39-52) 
 
                   10        20        30        40        50       
AAD-12     STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|730 TLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
         60        70        80                     
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTA                     
                                                    
gi|730 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.1  bits: 17.1 E():   91 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (27-40:39-52) 
 
                   10        20        30        40        50       
AAD-12     STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|191 TLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
         60        70        80                     
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTA                     
                                                    
gi|191 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|82492267|gb|ABB78007.1| major pollen allergen Phl p  (525 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 67.0  bits: 19.3 E():   91 
Smith-Waterman score: 46; 20.3% identity (49.3% similar) in 69 aa overlap (2-67:25-93) 
 
                                      10        20        30        
AAD-12                        STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA- 
                               .:.:  :    : . .:  .  :  .:    :: .  
gi|824 MANSRAFALVLLFCALASSCQVAFSYFPPPAAKEDFLGCLVKEIPPRLLYAKSSPAYPSV 
               10        20        30        40        50        60 
 
         40          50        60        70        80               
AAD-12 LDEATRA--LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA               
       : .. :        ...   . . ....:.:.:                            
gi|824 LGQTIRNSRWSSPDNVKPLYIITPTNVSHIQSAVVCGRRHSVRIRVRSGGHDYEGLSYRS 
               70        80        90       100       110       120 
 
gi|824 LQPETFAVVDLNKMRAVWVDGKARTAWVDSGAQLGELYYAIYKASPTLAFPAGVCPTIGV 
              130       140       150       160       170       180 
 
>>gi|21757|emb|CAA26383.1| unnamed protein product [Trit  (296 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.0  bits: 18.5 E():   92 
Smith-Waterman score: 43; 23.1% identity (64.1% similar) in 39 aa overlap (36-74:200-238) 
 
          10        20        30        40        50        60      
AAD-12 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :. ....:.. ... :..   :: .: . : 
gi|217 SQVLQQSTYQPLQQLCCQQLWQIPEQSRCQAIHNVVHAIILHQQQRQQQPSSQVSLQQPQ 
     170       180       190       200       210       220          
 
          70        80                                              
AAD-12 QAGSAYIGYGMDTTA                                              
       :   .  :.                                                    
gi|217 QQYPSGQGFFQPSQQNPQAQGSVQPQQLPQFEEIRNLALQTLPRMCNVYIPPYCSTTIAP 
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     230       240       250       260       270       280          
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.9  bits: 19.1 E():   93 
Smith-Waterman score: 45; 43.8% identity (81.2% similar) in 16 aa overlap (29-44:217-232) 
 
                 10        20        30        40        50         
AAD-12   STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     :...: .:::  :.:.               
gi|144 AEVYQKLKALAKKTYGQSAGNVGDEGGVAPDIQTAEEALDLITKAIEEAGYTGKIKIAMD 
        190       200       210       220       230       240       
 
       60        70        80                                       
AAD-12 SKLGHVQQAGSAYIGYGMDTTA                                       
                                                                    
gi|144 VASSEFYKADEKKYDLDFKNPDSDKSKWLTYEQLAEMYKSLAEKYPIVSIEDPFAEDDWE 
        250       260       270       280       290       300       
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.9  bits: 17.9 E():   93 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (53-78:76-100) 
 
             30        40        50        60        70        80   
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA   
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
gi|549 AKYPVGQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.9  bits: 17.9 E():   93 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (53-78:76-100) 
 
             30        40        50        60        70        80   
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA   
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDI 
          50        60        70        80         90       100     
 
gi|549 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.4 E():   94 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (12-21:57-66) 
 
                                  10        20        30        40  
AAD-12                    STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .::  .::::                     
gi|291 ATAGGSLLVPSGLILAGTVIALTLATPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAA 
         30        40        50        60        70        80       
 
              50        60        70        80                
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA                
                                                              
gi|291 VTVLSWIYRYVTGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVTGSQGS 
         90       100       110       120       130       140 
 
>>gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos tauru  (172 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.7 E():   95 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (45-66:49-70) 
 
           20        30        40        50        60        70     
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
       20        30        40        50        60        70         
 
           80                                                       
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AAD-12 GMDTTA                                                       
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
       80        90       100       110       120       130         
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.7  bits: 17.9 E():   96 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (53-78:81-105) 
 
             30        40        50        60        70        80   
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA   
                                     .::... .:..: :. .    :: ::     
gi|115 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
               60        70        80         90       100          
 
gi|115 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
     110       120       130       140       150       160          
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.4 E():   98 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (12-21:62-71) 
 
                                  10        20        30        40  
AAD-12                    STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .::  .::::                     
gi|753 VTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAA 
              40        50        60        70        80        90  
 
              50        60        70        80                
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA                
                                                              
gi|753 LSVLSWIYRYLTGKHPPGADQLESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
             100       110       120       130       140      
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.4 E():   98 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (12-21:62-71) 
 
                                  10        20        30        40  
AAD-12                    STYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .::  .::::                     
gi|198 VTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAA 
              40        50        60        70        80        90  
 
              50        60        70        80                
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA                
                                                              
gi|198 LSVLSWIYRYLTGKHPPGADQLESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
             100       110       120       130       140      
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:49 2011 done: Fri Jan 21 00:02:49 2011 
 Total Scan time:  0.060 Total Display time:  0.070 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 113  - 192 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
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       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     3     2:* 
  32     4     8:==* 
  34     6    22:==     * 
  36    33    44:===========   * 
  38    36    73:============            * 
  40    57   102:===================              * 
  42    87   125:=============================            * 
  44   111   138:=====================================        * 
  46   123   140:=========================================     * 
  48   153   134:============================================*====== 
  50   135   122:========================================*==== 
  52   132   108:===================================*======== 
  54   122    92:==============================*========== 
  56    65    77:======================   * 
  58    74    63:====================*==== 
  60    44    51:=============== * 
  62    40    41:=============* 
  64    45    33:==========*==== 
  66    49    26:========*======== 
  68    33    20:======*==== 
  70    37    16:=====*======= 
  72    17    12:===*== 
  74    20    10:===*=== 
  76    17     8:==*=== 
  78    13     6:=*=== 
  80     4     5:=* 
  82     2     3:* 
  84     5     3:*= 
  86     6     2:*= 
  88     3     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     3     1:*         :*== 
  94     1     1:*         :* 
  96     1     1:*         :* 
  98     2     0:=         *== 
 100     2     0:=         *== 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.16540.00326; mu= 3.5989 0.171 
 mean_var=35.2169 9.043, 0's: 2 Z-trim: 2  B-trim: 186 in 1/43 
 Lambda= 0.216122 
 Kolmogorov-Smirnov  statistic: 0.1299 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   64 25.2    0.42 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   58 23.3     1.4 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   64 25.0     1.4 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   62 24.4     1.5 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   62 24.4     1.5 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   57 23.0     2.1 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   57 22.9       3 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   57 22.9     3.1 
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gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   55 22.3     3.6 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   55 22.3     3.6 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   53 21.7     4.6 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   53 21.7     4.6 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   52 21.4       5 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   53 21.7     5.6 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   52 21.4     6.2 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.4     6.5 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   52 21.4     6.9 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   49 20.5     8.5 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   51 21.1     8.5 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   51 21.1     8.5 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   51 21.1     8.5 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.8     8.6 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.8     8.9 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.8     8.9 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.7     9.1 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   56 22.4      11 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   50 20.8      11 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   55 22.2      12 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   49 20.5      13 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 22.4      18 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 22.4      18 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 19.6      19 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 19.8      19 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 19.8      20 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 19.8      20 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 19.8      20 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 19.8      20 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   54 21.8      22 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.5      23 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   52 21.2      23 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   46 19.5      24 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   46 19.5      25 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   46 19.5      25 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   46 19.5      25 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   46 19.5      25 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   46 19.5      25 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   46 19.5      25 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   46 19.5      25 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   46 19.5      25 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   46 19.5      25 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   46 19.5      25 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   46 19.5      25 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   49 20.4      25 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   46 19.5      25 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   46 19.5      25 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   46 19.5      25 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   46 19.5      25 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   44 19.0      26 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   53 21.5      26 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   49 20.4      27 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.8      28 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   47 19.8      31 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   45 19.2      31 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   45 19.2      31 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   45 19.2      31 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   45 19.2      31 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 18.1      32 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   43 18.6      35 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   47 19.7      38 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   44 18.9      38 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   44 18.9      38 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   44 18.9      38 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   44 18.9      38 
gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Aller ( 159)   44 18.9      38 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   44 18.9      38 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   44 18.9      39 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   44 18.9      39 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   44 18.9      39 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   44 18.9      39 
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gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   44 18.9      39 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   44 18.9      39 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   49 20.3      39 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   44 18.9      39 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   50 20.6      40 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   43 18.6      43 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   36 16.6      44 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 20.8      44 
gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Glo ( 151)   43 18.6      45 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   43 18.6      46 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.9      47 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   46 19.4      47 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   43 18.6      48 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   43 18.6      48 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   43 18.6      48 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   49 20.3      48 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   41 18.0      48 
gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Veno ( 204)   44 18.9      50 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   44 18.9      50 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 20.0      51 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   44 18.9      51 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   46 19.4      51 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 15.2      52 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.6      53 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   42 18.3      54 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 17.7      54 
gi|56417506|gb|AAV90694.1| GE-rich salivary protei ( 266)   45 19.1      54 
gi|56417504|gb|AAV90693.1| 30 kDa salivary gland a ( 271)   45 19.1      56 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   42 18.3      59 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   42 18.3      59 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.3      59 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   42 18.3      59 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 18.3      59 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   42 18.3      59 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.3      59 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.3      59 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   42 18.3      59 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.3      59 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   42 18.3      59 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   42 18.3      59 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 18.3      59 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 18.3      59 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   42 18.3      59 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.3      59 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.3      59 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.3      59 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   42 18.3      59 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.3      59 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.3      59 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 19.4      60 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   45 19.1      62 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   41 18.0      63 
gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor ( 208)   43 18.5      64 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   47 19.7      64 
gi|4006963|emb|CAA07328.1| pollen allergen Betv1,  ( 120)   40 17.7      66 
gi|4006947|emb|CAA07320.1| pollen allergen Betv1,  ( 120)   40 17.7      66 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   48 19.9      68 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   50 20.5      69 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   50 20.5      69 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 17.7      71 
gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allerge ( 159)   41 18.0      72 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   41 18.0      72 
gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allerge ( 159)   41 18.0      72 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   41 18.0      73 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   41 18.0      73 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   41 18.0      73 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   41 18.0      73 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   41 18.0      73 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   41 18.0      73 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   41 18.0      73 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   41 18.0      73 
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gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   41 18.0      73 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   41 18.0      73 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   40 17.7      74 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   40 17.7      74 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.6      74 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.4      76 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   42 18.2      77 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   40 17.7      80 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   40 17.7      80 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   42 18.2      83 
gi|166235350|pdb|2JON|A Chain A, Solution Structur ( 101)   38 17.1      83 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   45 19.1      83 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 13.8      84 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   43 18.5      84 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   44 18.8      84 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   28 14.3      86 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   40 17.7      86 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   40 17.7      86 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   40 17.7      86 
gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Aller ( 159)   40 17.7      89 
gi|4376222|emb|CAA04829.1| pollen allergen, Betv1  ( 159)   40 17.7      89 
gi|4376220|emb|CAA04827.1| pollen allergen, Betv1  ( 159)   40 17.7      89 
gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allerge ( 159)   40 17.7      89 
gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Alle ( 159)   40 17.7      89 
gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Ma ( 160)   40 17.7      90 
gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Ma ( 160)   40 17.7      90 
gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=M ( 160)   40 17.7      90 
gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen be ( 160)   40 17.7      90 
gi|4006953|emb|CAA07323.1| pollen allergen Betv1,  ( 160)   40 17.7      90 
gi|2414158|emb|CAA96545.1| major allergen Bet v 1  ( 160)   40 17.7      90 
gi|1321728|emb|CAA96547.1| major allergen Bet v 1  ( 160)   40 17.7      90 
gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=M ( 160)   40 17.7      90 
gi|4006957|emb|CAA07325.1| pollen allergen Betv1,  ( 160)   40 17.7      90 
gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [ ( 160)   40 17.7      90 
gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 ( 160)   40 17.7      90 
gi|4006928|emb|CAA07318.1| pollen allergen Betv1,  ( 160)   40 17.7      90 
gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Be ( 160)   40 17.7      90 
gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula pl ( 160)   40 17.7      90 
gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 ( 160)   40 17.7      90 
gi|4006959|emb|CAA07326.1| pollen allergen Betv1,  ( 160)   40 17.7      90 
gi|1321726|emb|CAA96544.1| major allergen Bet v 1  ( 160)   40 17.7      90 
gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 ( 160)   40 17.7      90 
gi|1321716|emb|CAA96539.1| major allergen Bet v 1  ( 160)   40 17.7      90 
gi|1321720|emb|CAA96541.1| major allergen Bet v 1  ( 160)   40 17.7      90 
gi|167472849|gb|ABZ81046.1| pollen allergen Que a  ( 160)   40 17.7      90 
gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=M ( 160)   40 17.7      90 
gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen be ( 160)   40 17.7      90 
gi|4006955|emb|CAA07324.1| pollen allergen Betv1,  ( 160)   40 17.7      90 
gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 ( 160)   40 17.7      90 
gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula pl ( 160)   40 17.7      90 
gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 ( 160)   40 17.7      90 
gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 ( 160)   40 17.7      90 
gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 ( 161)   40 17.7      90 
gi|82492267|gb|ABB78007.1| major pollen allergen P ( 525)   46 19.3      92 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   38 17.1      93 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   38 17.1      93 
gi|21757|emb|CAA26383.1| unnamed protein product [ ( 296)   43 18.5      93 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   45 19.0      94 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   41 17.9      95 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   41 17.9      95 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   39 17.4      96 
gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos t ( 172)   40 17.6      97 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   41 17.9      97 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   39 17.4   1e 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   39 17.4   1e 
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  64  Z-score: 109.2  bits: 25.2 E(): 0.42 
Smith-Waterman score: 64; 29.5% identity (63.9% similar) in 61 aa overlap (10-68:9-65) 
 
               10        20        30          40        50         
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AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQS 
                : :.: :. : : .    :.:  .: :  ..:..:.   ....:.:.: :  
gi|111  MKFAIVLIACFAASVL-AQGHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQH 
                10         20        30        40           50      
 
       60        70        80                                       
AAD-12 KLGHVQQAGSAYIGYGMDTTAT                                       
       .: ....  :                                                   
gi|111 QLDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSK 
          60        70        80        90       100       110      
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 99.9  bits: 23.3 E():  1.4 
Smith-Waterman score: 58; 26.9% identity (57.7% similar) in 52 aa overlap (26-77:26-77) 
 
               10        20        30        40        50        60 
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                :::      :.  . . :  ..:.   :.... .. 
gi|527 MVHHITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNV 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 GHVQQAGSAYIGYGMDTTAT                                         
        :::.:.. :   .: :                                            
gi|527 DHVQDAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAG 
               70        80        90       100       110       120 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  47 init1:  47 opt:  64  Z-score: 99.7  bits: 25.0 E():  1.4 
Smith-Waterman score: 64; 23.3% identity (53.3% similar) in 60 aa overlap (21-80:309-362) 
 
                         10        20        30        40        50 
AAD-12           TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR 
                                     :.: :  : :.  ..: .      : ..:  
gi|113 HGFFQVVNNNYDKWGSYAIGGSASPTILSQGNRFCAPDERSKKNVLGR------HGEAAA 
      280       290       300       310       320             330   
 
               60        70        80                               
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTAT                               
       .:. ..      : . :. ... :.: . :                               
gi|113 ESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEPGESALSLTSSAGVLSCQP 
            340       350       360       370       380       390   
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  62  Z-score: 99.3  bits: 24.4 E():  1.5 
Smith-Waterman score: 62; 26.5% identity (55.4% similar) in 83 aa overlap (10-80:183-265) 
 
                                    10        20            30      
AAD-12                      TYMPVMAQGAVFSAEVVPAVGG----RTCFADMRAAYDA 
                                     :.:.  .  ..::      :. ...::    
gi|168 QIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQ 
            160       170       180       190       200       210   
 
          40              50        60          70        80        
AAD-12 LDEATRALVHQ------RSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTAT        
          :: : . :      ..:  . . ..:.. .:.:  .:.: .. :  ::::        
gi|168 AYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAA 
            220       230       240       250       260       270   
 
gi|168 TVAAGGYKV 
            280  
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  62  Z-score: 99.1  bits: 24.4 E():  1.5 
Smith-Waterman score: 62; 26.5% identity (55.4% similar) in 83 aa overlap (10-80:192-274) 
 
                                    10        20            30      
AAD-12                      TYMPVMAQGAVFSAEVVPAVGG----RTCFADMRAAYDA 
                                     :.:.  .  ..::      :. ...::    
gi|330 QIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQ 
             170       180       190       200       210       220  
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          40              50        60          70        80        
AAD-12 LDEATRALVHQ------RSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTAT        
          :: : . :      ..:  . . ..:.. .:.:  .:.: .. :  ::::        
gi|330 AYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAA 
             230       240       250       260       270       280  
 
gi|330 TVAAGGYKV 
             290 
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  50 init1:  50 opt:  57  Z-score: 96.7  bits: 23.0 E():  2.1 
Smith-Waterman score: 57; 26.7% identity (60.0% similar) in 45 aa overlap (4-48:9-52) 
 
                    10        20        30        40        50      
AAD-12      TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
               :..  ... :. .. :. :. :.: :    . : :. :  : :..        
gi|189 MASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPL-EGCREYVAQQTCGVTIAG 
               10        20        30        40         50          
 
          60        70        80                                    
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTAT                                    
                                                                    
gi|189 SPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFA 
      60        70        80        90       100       110          
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 93.9  bits: 22.9 E():    3 
Smith-Waterman score: 57; 29.3% identity (60.3% similar) in 58 aa overlap (27-79:93-149) 
 
                   10        20        30             40        50  
AAD-12     TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|144 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
             70        80        90       100        110       120  
 
              60        70        80                                
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTAT                                
       .. :  .:. .: .:...:.. :  : :                                 
gi|144 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
             130       140       150       160       170       180  
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 93.7  bits: 22.9 E():  3.1 
Smith-Waterman score: 57; 29.3% identity (60.3% similar) in 58 aa overlap (27-79:97-153) 
 
                   10        20        30             40        50  
AAD-12     TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|622 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
         70        80        90       100       110        120      
 
              60        70        80                                
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTAT                                
       .. :  .:. .: .:...:.. :  : :                                 
gi|622 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
         130       140       150       160       170       180      
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 92.4  bits: 22.3 E():  3.6 
Smith-Waterman score: 55; 45.5% identity (68.2% similar) in 22 aa overlap (1-22:29-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  .: :::.: . ::           
gi|444 MGVFTYADESTSVIPPPRLFKALVLEADTLIPKIAPQSVKSAEIVEGDGGVGTIKKISFG 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
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gi|444 EGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSN 
               70        80        90       100       110       120 
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 92.4  bits: 22.3 E():  3.6 
Smith-Waterman score: 55; 40.0% identity (70.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :::.. . ::           
gi|165 MGVFTHENEITSAIPPGRLFKAFVLDADNLIPKLAPHAIKSAEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|165 EGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSILKNTSK 
               70        80        90       100       110       120 
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 90.6  bits: 21.7 E():  4.6 
Smith-Waterman score: 53; 27.9% identity (62.3% similar) in 61 aa overlap (10-68:9-65) 
 
               10        20        30          40        50         
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQS 
                : :.: :. :   .    :.:  .: :  ..:..:.   ....:.:.: :  
gi|111  MKFAIVLIACFAASVL-AQEHKPEKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQH 
                10         20        30        40           50      
 
       60        70        80                                       
AAD-12 KLGHVQQAGSAYIGYGMDTTAT                                       
       .: ....  :                                                   
gi|111 QLDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSK 
          60        70        80        90       100       110      
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 90.6  bits: 21.7 E():  4.6 
Smith-Waterman score: 53; 27.9% identity (62.3% similar) in 61 aa overlap (10-68:9-65) 
 
               10        20        30          40        50         
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQS 
                : :.: :. :   .    :.:  .: :  ..:..:.   ....:.:.: :  
gi|420  MKFAIVLIACFAASVL-AQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQH 
                10         20        30        40           50      
 
       60        70        80                                       
AAD-12 KLGHVQQAGSAYIGYGMDTTAT                                       
       .: ....  :                                                   
gi|420 QLDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSK 
          60        70        80        90       100       110      
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 90.0  bits: 21.4 E():    5 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (28-68:11-50) 
 
               10        20        30          40        50         
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQS 
                                  :.:  .: :  ..:..:.   ....:.:.: :  
gi|160                  GSQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQH 
                                10        20           30        40 
 
       60        70        80                                       
AAD-12 KLGHVQQAGSAYIGYGMDTTAT                                       
       .: ....  :                                                   
gi|160 QLDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSK 
               50        60        70        80        90       100 
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  53  Z-score: 89.1  bits: 21.7 E():  5.6 
Smith-Waterman score: 53; 22.4% identity (55.2% similar) in 58 aa overlap (3-54:31-87) 
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                                           10        20             
AAD-12                             TYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICF- 
               10        20        30        40        50           
 
        30        40         50        60        70        80       
AAD-12 DMRAAYDALDEATRALVHQR-SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT       
       :  . .. . . .. . .   : :.:..                                 
gi|132 DEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEKINYEIKIVASPHGGSILKSIS 
      60        70        80        90       100       110          
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 88.2  bits: 21.4 E():  6.2 
Smith-Waterman score: 52; 24.4% identity (60.0% similar) in 45 aa overlap (4-48:9-52) 
 
                    10        20        30        40        50      
AAD-12      TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
               :..  ... :. .. .. :. :.: :    . : :. :  : :..        
gi|439 MASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPL-EGCREYVAQQTCGVTIAG 
               10        20        30        40         50          
 
          60        70        80                                    
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTAT                                    
                                                                    
gi|439 SPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDF 
      60        70        80        90       100       110          
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.8  bits: 21.4 E():  6.5 
Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (33-56:29-52) 
 
             10        20        30        40        50        60   
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 
                                     : : :::  : .  ..: .: .::       
gi|144   KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLS 
                 10        20        30        40        50         
 
             70        80                                           
AAD-12 VQQAGSAYIGYGMDTTAT                                           
                                                                    
gi|144 DSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAG 
       60        70        80        90       100       110         
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.4  bits: 21.4 E():  6.9 
Smith-Waterman score: 52; 40.9% identity (68.2% similar) in 22 aa overlap (1-22:29-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  .: .::.: . ::           
gi|444 MGVFTYSDESTSVIPPPRLFKALVLEADTLIPKIAPQSVKTAEIVEGDGGVGTIKKISFG 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|444 EGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTSN 
               70        80        90       100       110       120 
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 85.8  bits: 20.5 E():  8.5 
Smith-Waterman score: 49; 22.4% identity (56.9% similar) in 58 aa overlap (8-65:4-59) 
 
               10        20        30        40        50        60 
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
              .:.. .:.:. :. :     : .: . :   :...    ..:    . .:.:  
gi|777     MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFA--IIDQDKS 
                   10        20        30        40          50     
 
               70        80                                  
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AAD-12 GHVQQAGSAYIGYGMDTTAT                                  
       : ...                                                 
gi|777 GFIEEDELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH 
           60        70        80        90       100        
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.8  bits: 21.1 E():  8.5 
Smith-Waterman score: 51; 45.0% identity (70.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :::.. . ::           
gi|602 MGVFTYESEFTSVIPPARLFNAFVLDADNLIPKIAPQAVKSAEILEGDGGVGTIKKINFG 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|602 EGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIKSTSHY 
               70        80        90       100       110       120 
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.8  bits: 21.1 E():  8.5 
Smith-Waterman score: 51; 45.0% identity (70.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :::.. . ::           
gi|279 MGVFTYESEFTSVIPPARLFNAFVLDADNLIPKIAPQAVKSAEILEGDGGVGTIKKINFG 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|279 EGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSHY 
               70        80        90       100       110       120 
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.8  bits: 21.1 E():  8.5 
Smith-Waterman score: 51; 45.0% identity (70.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :::.. . ::           
gi|131 MGVFNYETEFTSVIPPARLFNAFVLDADNLIPKIAPQAVKSAEILEGDGGVGTIKKINFG 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|131 EGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSHY 
               70        80        90       100       110       120 
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.7  bits: 22.8 E():  8.6 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (29-68:372-411) 
 
                 10        20        30        40        50         
AAD-12   TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|224 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             350       360       370       380       390       400  
 
       60        70        80                                       
AAD-12 KLGHVQQAGSAYIGYGMDTTAT                                       
         .::: . :                                                   
gi|224 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             410       420       430       440       450       460  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.4  bits: 22.8 E():  8.9 
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Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (29-68:392-431) 
 
                 10        20        30        40        50         
AAD-12   TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|571 GNRSPHIYDPQRWFTQNCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
       60        70        80                                       
AAD-12 KLGHVQQAGSAYIGYGMDTTAT                                       
         .::: . :                                                   
gi|571 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFA 
             430       440       450       460       470       480  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.4  bits: 22.8 E():  8.9 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (29-68:392-431) 
 
                 10        20        30        40        50         
AAD-12   TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|199 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
       60        70        80                                       
AAD-12 KLGHVQQAGSAYIGYGMDTTAT                                       
         .::: . :                                                   
gi|199 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             430       440       450       460       470       480  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.3  bits: 22.7 E():  9.1 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (29-68:400-439) 
 
                 10        20        30        40        50         
AAD-12   TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|213 RSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
     370       380       390       400       410       420          
 
       60        70        80                                       
AAD-12 KLGHVQQAGSAYIGYGMDTTAT                                       
         .::: . :                                                   
gi|213 GRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLA 
     430       440       450       460       470       480          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 84.1  bits: 22.4 E():   11 
Smith-Waterman score: 56; 28.9% identity (52.6% similar) in 38 aa overlap (31-68:371-408) 
 
               10        20        30        40        50        60 
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :  : . .  ..:  .  ::..:      
gi|370 RSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGR 
              350       360       370       380       390       400 
 
               70        80                                         
AAD-12 GHVQQAGSAYIGYGMDTTAT                                         
       .::: . :                                                     
gi|370 AHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGE 
              410       420       430       440       450       460 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.0  bits: 20.8 E():   11 
Smith-Waterman score: 50; 40.9% identity (68.2% similar) in 22 aa overlap (1-22:29-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  .: .::.: . ::           
gi|444 MGVFTYADESTSVITPPRLFKALVLEADTLIPKIAPQSVKGAEIVEGDGGVGTIKKISFG 
               10        20        30        40        50        60 
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             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|444 EGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSN 
               70        80        90       100       110       120 
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  55  Z-score: 83.2  bits: 22.2 E():   12 
Smith-Waterman score: 55; 34.2% identity (60.5% similar) in 38 aa overlap (46-77:198-235) 
 
          20        30        40        50        60                
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL------GHVQQAGSA 
                                     ::. :..:  .:. :      :  ..: .  
gi|303 LVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALAD 
       170       180       190       200       210       220        
 
      70        80                                                  
AAD-12 YIGYGMDTTAT                                                  
        .:.::::                                                     
gi|303 VLGFGMDTETARKVRGEDDQRGHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICS 
       230       240       250       260       270       280        
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 82.7  bits: 20.5 E():   13 
Smith-Waterman score: 49; 35.7% identity (52.4% similar) in 42 aa overlap (10-40:37-78) 
 
                                    10        20              30    
AAD-12                      TYMPVMAQGAVFSAEVVPAVGGR------TCFADMRAAY 
                                     :. : :.: . ::       :   : ...: 
gi|145 EEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSY 
         10        20        30        40        50        60       
 
                 40        50        60        70        80         
AAD-12 -----DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT         
            ::.::::                                                 
gi|145 VLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAP 
         70        80        90       100       110       120       
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 80.0  bits: 22.4 E():   18 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (56-73:283-300) 
 
          30        40        50        60        70        80      
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT      
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 79.8  bits: 22.4 E():   18 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (56-73:289-306) 
 
          30        40        50        60        70        80      
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT      
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
 
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 79.6  bits: 19.6 E():   19 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (4-19:66-81) 
 
                                          10        20        30    
AAD-12                            TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
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                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
            40        50        60        70        80 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                                       
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS                    
         100       110       120                       
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.3  bits: 19.8 E():   19 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (29-45:14-30) 
 
               10        20        30        40        50        60 
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                   .: :.: .:.  .. .:                
gi|219                MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTF 
                              10        20        30        40      
 
               70        80                                         
AAD-12 GHVQQAGSAYIGYGMDTTAT                                         
                                                                    
gi|219 EENDLQQLIIEIDADGSGELEFDEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGYI 
          50        60        70        80        90       100      
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.1  bits: 19.8 E():   20 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (17-33:141-157) 
 
                             10        20        30        40       
AAD-12               TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
         50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.1  bits: 19.8 E():   20 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (17-33:141-157) 
 
                             10        20        30        40       
AAD-12               TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
         50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.0  bits: 19.8 E():   20 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (17-33:144-160) 
 
                             10        20        30        40       
AAD-12               TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
         50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.0  bits: 19.8 E():   20 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (17-33:144-160) 
 
                             10        20        30        40       
AAD-12               TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
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                                     .:  :: .:.   :..:              
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
         50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  51 init1:  51 opt:  54  Z-score: 78.4  bits: 21.8 E():   22 
Smith-Waterman score: 54; 28.6% identity (75.0% similar) in 28 aa overlap (46-73:551-578) 
 
          20        30        40        50        60        70      
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.... . . . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYP 
              530       540       550       560       570       580 
 
          80                                                        
AAD-12 DTTAT                                                        
                                                                    
gi|217 TSLQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQP 
              590       600       610       620       630       640 
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.0  bits: 19.5 E():   23 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (29-46:126-143) 
 
                 10        20        30        40        50         
AAD-12   TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . ::..::: :..: ...             
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG         
         100       110       120       130       140                
 
       60        70        80 
AAD-12 KLGHVQQAGSAYIGYGMDTTAT 
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 77.8  bits: 21.2 E():   23 
Smith-Waterman score: 52; 24.3% identity (73.0% similar) in 37 aa overlap (36-71:143-179) 
 
          10        20        30        40        50        60      
AAD-12 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG-HVQ 
                                     .::   .:.: .. .. .::  .... .:. 
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
           70        80                                             
AAD-12 QAGSAYIGYGMDTTAT                                             
       . :...:                                                      
gi|215 NNGDVFILLVPNFVFVWTGKHSNRMERTTAIRVANDLKSELNRFKLSSVILEDGKEVEQT 
            180       190       200       210       220       230   
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 77.6  bits: 19.5 E():   24 
Smith-Waterman score: 46; 26.2% identity (52.3% similar) in 65 aa overlap (7-69:34-95) 
 
                                       10        20        30       
AAD-12                         TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
                                     : :.  :.:.: . ::   .  .  . :.  
gi|604 FTFDDQATSPVAPATLYNALAKDADNIIPKAVGSFQSVEIVEGNGGPGTIKKISFVEDG- 
            10        20        30        40        50        60    
 
         40          50        60        70        80               
AAD-12 DEATRALVHQRSA--RHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT               
          :. ..:.  .  . .: :: : .: :    .:                          
gi|604 --ETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTISY 
               70        80        90       100       110       120 
 
gi|604 HGKGDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
              130       140       150      
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>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.3  bits: 19.5 E():   25 
Smith-Waterman score: 46; 40.0% identity (70.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.:.. . ::           
gi|602 MGVFTYEFEFTSVIPPARLYNAFVLDADNLIPKIAPQAVKSTEILEGDGGVGTIKKINFG 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|602 EGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISHY 
               70        80        90       100       110       120 
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.3  bits: 19.5 E():   25 
Smith-Waterman score: 46; 35.0% identity (70.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. .::.. . ::           
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|459 EGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISHY 
               70        80        90       100       110       120 
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.3  bits: 19.5 E():   25 
Smith-Waterman score: 46; 35.0% identity (70.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. .::.. . ::           
gi|753 MGVCTFENEFTSEIPPSRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|753 EGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISHY 
               70        80        90       100       110       120 
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.3  bits: 19.5 E():   25 
Smith-Waterman score: 46; 35.0% identity (70.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. .::.. . ::           
gi|459 MGVCTFENEFTSEIPPSRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|459 EGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISHY 
               70        80        90       100       110       120 
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 77.3  bits: 19.5 E():   25 
Smith-Waterman score: 46; 22.2% identity (53.7% similar) in 54 aa overlap (3-45:31-84) 
 
                                           10        20             
AAD-12                             TYMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :.  ::.. . ::     .  :. 
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gi|304 MGLYTFENEFTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
              30        40        50        60        70        80  
AAD-12 D------MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT  
       .      ..   :..:::. . ..                                     
gi|304 EGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISHY 
               70        80        90       100       110       120 
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.3  bits: 19.5 E():   25 
Smith-Waterman score: 46; 35.0% identity (70.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. .::.. . ::           
gi|165 MGVYTFENEFTSEIPPSRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|165 EGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISHY 
               70        80        90       100       110       120 
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.3  bits: 19.5 E():   25 
Smith-Waterman score: 46; 35.0% identity (70.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. .::.. . ::           
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|459 EGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIKSISHY 
               70        80        90       100       110       120 
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.3  bits: 19.5 E():   25 
Smith-Waterman score: 46; 35.0% identity (70.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. .::.. . ::           
gi|134 MGVYTFENEFTSEIPPSRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|134 EGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISHY 
               70        80        90       100       110       120 
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.3  bits: 19.5 E():   25 
Smith-Waterman score: 46; 35.0% identity (70.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. .::.. . ::           
gi|886 MGVYTFENEFTSEIPPSRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|886 EGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIKSISHY 
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               70        80        90       100       110       120 
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.3  bits: 19.5 E():   25 
Smith-Waterman score: 46; 35.0% identity (70.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. .::.. . ::           
gi|459 MGVYTFENEYTSEIPPSRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|459 EGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISHY 
               70        80        90       100       110       120 
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.3  bits: 19.5 E():   25 
Smith-Waterman score: 46; 35.0% identity (70.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. .::.. . ::           
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|459 EGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISHY 
               70        80        90       100       110       120 
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  83 init1:  49 opt:  49  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 49; 21.9% identity (59.4% similar) in 32 aa overlap (47-78:179-210) 
 
         20        30        40        50        60        70       
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :.  .:.. .... :. ::      : :.. 
gi|219 MWQQSSCHVMQQQCCQQLSQIPEQSRYDAIRAITYSIILQEQQQGQSQQQQPQQSGQGVS 
      150       160       170       180       190       200         
 
         80                                                         
AAD-12 TTAT                                                         
        .                                                           
gi|219 QSQQQSQQQLGQCSFQQPQQQLGQQPQQQQVQQGTFLQPHQIAHLEVMTSIALRTLPTMC 
      210       220       230       240       250       260         
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.3  bits: 19.5 E():   25 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (1-22:29-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.3  bits: 19.5 E():   25 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (1-22:29-50) 
 
                                           10        20        30   
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AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|400 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.3  bits: 19.5 E():   25 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (1-22:29-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.3  bits: 19.5 E():   25 
Smith-Waterman score: 46; 36.4% identity (63.6% similar) in 22 aa overlap (1-22:29-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .: .:  :. :.: . . ::           
gi|116 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 77.1  bits: 19.0 E():   26 
Smith-Waterman score: 44; 32.4% identity (56.8% similar) in 37 aa overlap (3-39:65-101) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .:  ..::. ::  . :.:: :  :   :  
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
             40        50        60        70        80 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
        .  .:.                                          
gi|117 EEEKEESDDDMGFGLFD                                
          100       110                                 
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 76.9  bits: 21.5 E():   26 
Smith-Waterman score: 53; 32.1% identity (71.4% similar) in 28 aa overlap (46-73:539-566) 
 
          20        30        40        50        60        70      
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.:.. .   . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYP 
      510       520       530       540       550       560         
 
          80                                                        
AAD-12 DTTAT                                                        
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gi|217 TSVQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQP 
      570       580       590       600       610       620         
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.7  bits: 20.4 E():   27 
Smith-Waterman score: 49; 20.5% identity (59.1% similar) in 44 aa overlap (4-47:76-119) 
 
                                          10        20        30    
AAD-12                            TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :...:   :: .  :..  .. :....    
gi|170 QQPPFSQQQQQPLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQQQLV 
          50        60        70        80        90       100      
 
            40        50        60        70        80              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT              
          ..  . ::.:.                                               
gi|170 LPPQQQQQQLVQQQIPIVQPSVLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVM 
         110       120       130       140       150       160      
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 76.3  bits: 19.8 E():   28 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (26-47:74-98) 
 
                    10        20        30           40        50   
AAD-12      TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---DEATRALVHQRSARHS 
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
 
             60        70        80                                 
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTAT                                 
                                                                    
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.7  bits: 19.8 E():   31 
Smith-Waterman score: 47; 33.3% identity (52.8% similar) in 36 aa overlap (26-61:159-191) 
 
                    10        20        30        40        50      
AAD-12      TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :   . : ..::   :   :: .  :.:   
gi|136 TNTEKLPTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFEIR---HQLTQIHGLYR 
      130       140       150       160       170          180      
 
          60        70        80                         
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTAT                         
       :..: :                                            
gi|136 SSDKTGGYWKITMNDGSTYQSDLSKKFEYNTEKPPINIDEIKTIEAEIN 
         190       200       210       220       230     
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 45; 27.0% identity (64.9% similar) in 37 aa overlap (9-45:49-84) 
 
                                     10        20        30         
AAD-12                       TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|144 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
       40        50        60        70        80                   
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT                   
       :  : ..                                                      
gi|144 AGLAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEAT 
        80        90       100       110       120       130        
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (3-22:31-50) 
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                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  ::  ::.. . ::           
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNLIPKIAPQAVKCAEILEGDGGPGTIKKITFG 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|901 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIKTTSKY 
               70        80        90       100       110       120 
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  ::  ::.. . ::           
gi|880 MGVYTYENEFTSDIPAPKLFKAFVLDADNLIPKIAPQAVKCAEILEGDGGPGTIKKITFG 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|880 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVIKTTSK 
               70        80        90       100       110       120 
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  ::  ::.. . ::           
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNLIPKIAPQAVKCAEILEGDGGPGTIKKITFG 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|901 EGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTIIKTTSK 
               70        80        90       100       110       120 
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 75.3  bits: 18.1 E():   32 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (44-65:37-58) 
 
            20        30        40        50        60        70    
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
            80    
AAD-12 GMDTTAT    
                  
gi|162 VPQLEIVPNS 
         70       
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.7  bits: 18.6 E():   35 
Smith-Waterman score: 43; 26.0% identity (52.0% similar) in 50 aa overlap (5-54:30-79) 
 
                                        10        20        30      
AAD-12                          TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                                    .  .:.. :.:   .   : :   . :.    
gi|253 TGPYCYAGMGLPINPLEGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHC 
               10        20        30        40        50        60 
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          40        50        60        70        80                
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT                
         ::.: .. .::  .: :                                          
gi|253 RCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNAPYCLGLDI 
               70        80        90       100       110       120 
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.0  bits: 19.7 E():   38 
Smith-Waterman score: 47; 36.0% identity (76.0% similar) in 25 aa overlap (29-53:106-130) 
 
                 10        20        30        40        50         
AAD-12   TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     ...: . :.:::.:  ... ::. :      
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
 
       60        70        80                                       
AAD-12 KLGHVQQAGSAYIGYGMDTTAT                                       
                                                                    
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.0  bits: 18.9 E():   38 
Smith-Waterman score: 44; 35.0% identity (65.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :.  ::.. . ::           
gi|425 MGVYTFENEYTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGGPGTIKKITFG 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|425 EGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHY 
               70        80        90       100       110       120 
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.0  bits: 18.9 E():   38 
Smith-Waterman score: 44; 35.0% identity (65.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :.  ::.. . ::           
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGGPGTIKKITFG 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|459 EGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIKSISHY 
               70        80        90       100       110       120 
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.0  bits: 18.9 E():   38 
Smith-Waterman score: 44; 35.0% identity (65.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :.  ::.. . ::           
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGGPGTIKKITFG 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|459 EGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHY 
               70        80        90       100       110       120 
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
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 initn:  44 init1:  44 opt:  44  Z-score: 74.0  bits: 18.9 E():   38 
Smith-Waterman score: 44; 35.0% identity (65.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :.  ::.. . ::           
gi|753 MGVYTFENEYTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGGPGTTKKITFG 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|753 EGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHY 
               70        80        90       100       110       120 
 
>>gi|11514622|pdb|1QMR|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.0  bits: 18.9 E():   38 
Smith-Waterman score: 44; 36.4% identity (63.6% similar) in 22 aa overlap (1-22:28-49) 
 
                                          10        20        30    
AAD-12                            TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                  : .: .:  :. :.: . . ::            
gi|115 GVFNYETETTSVIPAARLFKAFILDGDTLFPQVAPQAISSVENISGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT              
                                                                    
gi|115 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATGDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.0  bits: 18.9 E():   38 
Smith-Waterman score: 44; 35.0% identity (65.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :.  ::.. . ::           
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGGPGTIKKITFG 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|459 EGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHY 
               70        80        90       100       110       120 
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.9  bits: 18.9 E():   39 
Smith-Waterman score: 44; 35.0% identity (65.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :.  ::.. . ::           
gi|901 MGGYTYENEFTSDIPAPKLFKAFVLDADNLIPKIAPQAIKCAEILEGDGGPGTIKKITFG 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|901 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTSK 
               70        80        90       100       110       120 
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.9  bits: 18.9 E():   39 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|132 MGVFNYETESTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
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               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|132 EGSPFKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.9  bits: 18.9 E():   39 
Smith-Waterman score: 44; 35.0% identity (65.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :.  ::.. . ::           
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNLIPKIAPQAIKCAEILEGDGGPGTIKKITFG 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|901 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTSK 
               70        80        90       100       110       120 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.9  bits: 18.9 E():   39 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.9  bits: 18.9 E():   39 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|584 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|584 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.9  bits: 18.9 E():   39 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
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>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.9  bits: 20.3 E():   39 
Smith-Waterman score: 49; 36.7% identity (66.7% similar) in 30 aa overlap (41-70:43-72) 
 
               20        30        40        50        60        70 
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.. . .:: . : : ..::..  : : : 
gi|558 RVRSGGHDYEGLSYRSLQPENFAVVDLNQMRAVLVDGKARTAWVDSGAQLGELYYAISKY 
             20        30        40        50        60        70   
 
               80                                                   
AAD-12 IGYGMDTTAT                                                   
                                                                    
gi|558 SRTLAFPAGVCPTIGVGGNLAGGGFGMLLRKYGIAAENVIDVKLVDANGKLHDKKSMGDD 
             80        90       100       110       120       130   
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.9  bits: 18.9 E():   39 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.6  bits: 20.6 E():   40 
Smith-Waterman score: 50; 25.6% identity (58.1% similar) in 43 aa overlap (31-73:426-468) 
 
               10        20        30        40        50        60 
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     :  ....:   :.. :.  . .:    ..  
gi|258 AERGFFYRNGIYSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNH 
         400       410       420       430       440       450      
 
               70        80                                         
AAD-12 GHVQQAGSAYIGYGMDTTAT                                         
       : .::::.  . :                                                
gi|258 GVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQISREQARQLKYNR 
         460       470       480       490       500       510      
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.1  bits: 18.6 E():   43 
Smith-Waterman score: 49; 24.4% identity (55.6% similar) in 45 aa overlap (4-48:9-52) 
 
                    10        20        30        40        50      
AAD-12      TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
               :..   .. :. .. .. :  :.: :    . : :. :  : :..        
gi|217 MASKSSISPLLLATVLVSVFAAATATGPYCYAGMGLPINPL-EGCREYVAQQTCGISISG 
               10        20        30        40         50          
 
          60        70        80                                    
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTAT                                    
                                                                    
gi|217 SAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDF 
      60        70        80        90       100       110          
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 72.9  bits: 16.6 E():   44 
Smith-Waterman score: 36; 46.2% identity (84.6% similar) in 13 aa overlap (61-73:5-17) 
 
               40        50        60        70        80           
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT           
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                                     :.:..: :. .::                  
gi|462                           AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKN 
                                         10        20        30     
 
gi|462 LNSA 
            
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 72.8  bits: 20.8 E():   44 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (59-73:609-623) 
 
       30        40        50        60        70        80         
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT         
                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Globin   (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.7  bits: 18.6 E():   45 
Smith-Waterman score: 43; 30.6% identity (55.6% similar) in 36 aa overlap (12-47:115-150) 
 
                                  10        20        30        40  
AAD-12                    TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                     : :  :  . ..: ::  .::. :  .:   
gi|121 IGDLPNIDGDVTTFVASHTPRGVTHDQLNNFRAGFVSYMKAHTDFAGAEAAWGATLDAFF 
           90       100       110       120       130       140     
 
              50        60        70        80 
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
       ..:  .                                  
gi|121 GMVFAKM                                 
          150                                  
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 72.6  bits: 18.6 E():   46 
Smith-Waterman score: 43; 29.0% identity (67.7% similar) in 31 aa overlap (9-39:49-78) 
 
                                     10        20        30         
AAD-12                       TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|186 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVRLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
       40        50        60        70        80                   
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT                   
       :                                                            
gi|186 AGLGYTYTTIGGDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEAT 
        80        90       100       110       120       130        
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.4  bits: 18.9 E():   47 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (46-61:46-61) 
 
          20        30        40        50        60        70      
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
          80                                                        
AAD-12 DTTAT                                                        
                                                                    
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 72.3  bits: 19.4 E():   47 
Smith-Waterman score: 46; 25.0% identity (62.5% similar) in 40 aa overlap (35-74:195-233) 
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           10        20        30        40        50        60     
AAD-12 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :.:  ..:.  :.. :...   :..  . : 
gi|624 SKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIVHAIFMQQGQRQGVQIVQQQ-PQPQ 
          170       180       190       200       210        220    
 
           70        80                                             
AAD-12 QAGSAYIGYGMDTTAT                                             
       :.:.  .  :                                                   
gi|624 QVGQCVLVQGQGVVQPQQLAQMEAIRTLVLQSVPSMCNFNVPPNCSTIKAPFVGVVTGVG 
           230       240       250       260       270       280    
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|261 MGVFNYEAETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|132 MGVFNYETETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVISAARLFKSYVLDGDKLIPKVAPQAITSVENVGGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSK 
               70        80        90       100       110       120 
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 49; 37.9% identity (62.1% similar) in 29 aa overlap (44-72:74-102) 
 
            20        30        40        50        60        70    
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     : .:.: .   ::.. :    : ::.:.:  
gi|112 NRIESEGGYIETWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGL 
            50        60        70        80        90       100    
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            80                                                      
AAD-12 GMDTTAT                                                      
                                                                    
gi|112 IFPGCPSTYEEPAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTG 
           110       120       130       140       150       160    
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 72.2  bits: 18.0 E():   48 
Smith-Waterman score: 41; 22.2% identity (70.4% similar) in 27 aa overlap (20-46:36-61) 
 
                          10        20        30        40          
AAD-12            TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA 
                                     ..:..  :: . ... ::.   ....:    
gi|207 IVSEKDIDAALESVKAAGSFNYKIFFQKVGLAGKSA-ADAKKVFEILDRDKSGFIEQDEL 
          10        20        30        40         50        60     
 
      50        60        70        80               
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT               
                                                     
gi|207 GLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
           70        80        90       100          
 
>>gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.8  bits: 18.9 E():   50 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (52-77:76-100) 
 
              30        40        50        60        70        80  
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT  
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
gi|549 AKYQVGQNVALTGSTAAVYNDPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.8  bits: 18.9 E():   50 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (52-77:76-100) 
 
              30        40        50        60        70        80  
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT  
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
gi|549 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 71.7  bits: 20.0 E():   51 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (28-42:431-446) 
 
                  10        20        30         40        50       
AAD-12    TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYS 
                                     :..: :::.: ...::               
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA               
              410       420       430       440                     
 
         60        70        80 
AAD-12 QSKLGHVQQAGSAYIGYGMDTTAT 
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 71.7  bits: 18.9 E():   51 
Smith-Waterman score: 44; 29.6% identity (77.8% similar) in 27 aa overlap (51-77:77-102) 
 
               30        40        50        60        70        80 
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::... .:... :. ..  .:: ::    
gi|549 LKVHNDFRQKVAKGLETRGNPGPQPPAKNMNNLVWND-ELANIAQVWASQCNYGHDTCKD 
         50        60        70        80         90       100      
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gi|549 TEKYPVGQNIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWA 
         110       120       130       140       150       160      
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.7  bits: 19.4 E():   51 
Smith-Waterman score: 46; 25.4% identity (55.9% similar) in 59 aa overlap (15-73:161-216) 
 
                               10        20        30        40     
AAD-12                 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
                                     .:.:: :    .  ..::...   :: :   
gi|249 MDDASVGSVSSEFHVIESAIEVITYIGEEVKVIPA-GEVEVINKVKAAFST--AATAADE 
              140       150       160        170       180          
 
           50        60        70        80                         
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT                         
          . . ..  :. . .  . .:.:: ::                                
gi|249 APANDKFTVFVSSFNKAIKETTGGAYAGYKFIPTLEAAVKQAYAASSATAPEVKYAVFET 
       190       200       210       220       230       240        
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 71.5  bits: 15.2 E():   52 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (49-63:1-15) 
 
       20        30        40        50        60        70         
AAD-12 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                     :: . : : ..::..                
gi|323                               ARTAWVDSGAQLGELSY              
                                             10                     
 
       80 
AAD-12 AT 
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.3  bits: 18.6 E():   53 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (46-60:138-152) 
 
          20        30        40        50        60        70      
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
          80      
AAD-12 DTTAT      
                  
gi|391 ASIDTILTKV 
       170        
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.3  bits: 18.3 E():   54 
Smith-Waterman score: 42; 27.6% identity (58.6% similar) in 29 aa overlap (2-30:11-39) 
 
                        10        20        30        40        50  
AAD-12          TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH 
                 ..:. : : ::.   . :.  :  . ..:                      
gi|126 MRSLLILVLCFLPLAALGKVFGRCELAAAMKRHGLDNYRGYSLGNWVCAAKFESNFNTQA 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTAT                                
                                                                    
gi|126 TNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNCAKKIVSDG 
               70        80        90       100       110       120 
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.2  bits: 17.7 E():   54 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (56-73:26-43) 
 
          30        40        50        60        70        80      
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT      
                                     : .. :. :: :..  ::             
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gi|897      EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQ 
                    10        20        30        40        50      
 
gi|897 QGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
          60        70        80        90       100  
 
>>gi|56417506|gb|AAV90694.1| GE-rich salivary protein 30  (266 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.2  bits: 19.1 E():   54 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (46-76:183-213) 
 
          20        30        40        50        60        70      
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
            160       170       180       190       200       210   
 
          80                                                  
AAD-12 DTTAT                                                  
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
            220       230       240       250       260       
 
>>gi|56417504|gb|AAV90693.1| 30 kDa salivary gland aller  (271 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.0  bits: 19.1 E():   56 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (46-76:188-218) 
 
          20        30        40        50        60        70      
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
       160       170       180       190       200       210        
 
          80                                                  
AAD-12 DTTAT                                                  
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
       220       230       240       250       260       270  
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.6  bits: 18.3 E():   59 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (3-22:30-49) 
 
                                          10        20        30    
AAD-12                            TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT              
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.6  bits: 18.3 E():   59 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (3-22:30-49) 
 
                                          10        20        30    
AAD-12                            TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT              
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 70.6  bits: 18.3 E():   59 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (3-22:30-49) 
 
                                          10        20        30    
AAD-12                            TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: : . ::            
gi|402 GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFAE 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT              
                                                                    
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
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               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
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>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNK 
               70        80        90       100       110       120 
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
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                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|167 EGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|400 EGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVMPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
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gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.5  bits: 18.3 E():   59 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.4  bits: 19.4 E():   60 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (71-80:284-293) 
 
               50        60        70        80                     
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT                     
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 70.1  bits: 19.1 E():   62 
Smith-Waterman score: 45; 25.6% identity (53.5% similar) in 43 aa overlap (2-44:30-71) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                    : :. :   .  : ..::.::    .: .   
gi|663 MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGKATTDEQKL 
               10        20        30        40         50          
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
        . .. . .: :                                                 
gi|663 LEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILKLDTDYDVA 
      60        70        80        90       100       110          
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 41; 20.9% identity (47.8% similar) in 67 aa overlap (2-59:3-69) 
 
                10        20        30                 40        50 
AAD-12  TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---------DEATRALVHQRSAR 
         .. ..  . :..: :   . :     . : :.: :         :.. ..:.:      
gi|856 MKFIITLFAAIVMAAAVSGFIVGDKKEDEWRMAFDRLMMEELETKIDQVEKGLLHLSEQY 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTAT                               
       . :  ..::                                                    
gi|856 KELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLNMFERYNYEFALESIKLL 
               70        80        90       100       110       120 
 
>>gi|510515|emb|CAA56343.1| Kunitz trypsin inhibitor [Gl  (208 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.9  bits: 18.5 E():   64 
Smith-Waterman score: 43; 30.8% identity (57.7% similar) in 26 aa overlap (1-26:18-43) 
 
                                10        20        30        40    
AAD-12                  TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRAL 
                        .:.:  .   ::..:  :  .: : .                  
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gi|510 MKSTTSLALFLLCALTSSYQPSATADIVFDTEGNPIRNGGTYYVLPVIRGKGGGIEFAKT 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT                        
                                                                    
gi|510 ETETCPLTVVQSPFEGLQRGLPLIISSPFKILDITEGLILSLKFHLCTPLSLNSFSVDRY 
               70        80        90       100       110       120 
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.8  bits: 19.7 E():   64 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (43-64:332-353) 
 
             20        30        40        50        60        70   
AAD-12 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     : :     ::..:. .  :.::         
gi|259 LTTLNSLNLPILKWLQLSVEKGVLYKNALVLPHWNLNSHSIIYGCKGKGQVQVVDNFGNR 
             310       320       330       340       350       360  
 
             80                                                     
AAD-12 YGMDTTAT                                                     
                                                                    
gi|259 VFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRAMTSPLAGRTSVLGGMPEEVL 
             370       380       390       400       410       420  
 
>>gi|4006963|emb|CAA07328.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.7  bits: 17.7 E():   66 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (4-22:32-50) 
 
                                          10        20        30    
AAD-12                            TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            40        50        60        70        80             
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|4006947|emb|CAA07320.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.7  bits: 17.7 E():   66 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (4-22:32-50) 
 
                                          10        20        30    
AAD-12                            TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            40        50        60        70        80             
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.4  bits: 19.9 E():   68 
Smith-Waterman score: 48; 22.9% identity (57.1% similar) in 35 aa overlap (37-71:339-373) 
 
         10        20        30        40        50        60       
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     ::  .:  . :  : . ...:.. : . .: 
gi|131 LLQPVSTPGEFELFFGAGGENPESFFKSFSDEILEAAFNTRRDRLQRIFGQQRQGVIVKA 
      310       320       330       340       350       360         
 
         70        80                                               
AAD-12 GSAYIGYGMDTTAT                                               
       .   .                                                        
gi|131 SEEQVRAMSRHEEGGIWPFGGESKGTINIYQQRPTHSNQYGQLHEVDASQYRQLRDLDLT 
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      370       380       390       400       410       420         
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 69.2  bits: 20.5 E():   69 
Smith-Waterman score: 57; 39.4% identity (63.6% similar) in 33 aa overlap (47-79:4-31) 
 
         20        30        40        50        60        70       
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :::..  .:..:. ::   .:.  : :: : 
gi|219                            MAARSAKY--MYQSSRAGH---GGDISIEYGTD 
                                            10           20         
 
         80                                                         
AAD-12 TTAT                                                         
         :                                                          
gi|219 LGALTRLEDKIRLLSEDLESERELRQRVEREKSDITVQLMNLTERLEETEGSSESVTEMN 
       30        40        50        60        70        80         
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 69.2  bits: 20.5 E():   69 
Smith-Waterman score: 50; 28.9% identity (60.5% similar) in 38 aa overlap (28-65:827-864) 
 
                  10        20        30        40        50        
AAD-12    TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     ...:: :  :.:   :   :. ..: : .. 
gi|377 NEKVKVYKRQMQEQEGMSQQNLTRVRRFQRELEAAEDRADQAESNLSFIRAKHRSWVTTS 
        800       810       820       830       840       850       
 
        60        70        80 
AAD-12 SKLGHVQQAGSAYIGYGMDTTAT 
       .  : ..:                
gi|377 QVPGGTRQVFTTQEETTNY     
        860       870          
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.0  bits: 17.7 E():   71 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (44-65:6-27) 
 
            20        30        40        50        60        70    
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159                          IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
                                        10        20        30      
 
            80                                                      
AAD-12 GMDTTAT                                                      
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFXQFYQPDAYPSGAWY 
          40        50        60        70        80        90      
 
>>gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 41; 30.0% identity (65.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .   :. :.:.. . ::           
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQAIKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|212 EASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTKY 
               70        80        90       100       110       120 
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (3-22:30-49) 
 
                                          10        20        30    
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AAD-12                            TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFPE 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT              
                                                                    
gi|437 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISHKY 
               70        80        90       100       110       120 
 
>>gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 41; 30.0% identity (65.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .   :. :.:.. . ::           
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQAIKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|212 EASKYKYSRHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTKY 
               70        80        90       100       110       120 
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:   : ::: . . ::           
gi|534 MGVFNYEDEATSVIAPARLFKSFVLDADNLIPKVAPENVSSAENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
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gi|534 EGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|125 MGVFNYETEATSVIPAARLFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|125 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (3-22:31-50) 
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                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 48; 27.1% identity (58.6% similar) in 70 aa overlap (12-76:82-150) 
 
                                  10        20        30            
AAD-12                    TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD--ALDEA 
                                     : .:.:  .:. . .  :..     : ..  
gi|170 MAKFPQFAGKDLETLKGTGQFATHAGRIVGFVSEIVALMGNSANMPAMETLIKDMAANHK 
              60        70        80        90       100       110  
 
      40          50         60        70        80       
AAD-12 TRALVHQRSA--RHSLV-YSQSKLGHVQQAGSAYIGYGMDTTAT       
       .:.. . .    : ::: : :::..  .. :.:.   :.:           
gi|170 ARGIPKAQFNEFRASLVSYLQSKVSWNDSLGAAWT-QGLDNVFNMMFSYL 
             120       130       140        150       160 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|154 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|154 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (34-62:101-129) 
 
            10        20        30        40        50        60    
AAD-12 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
            70        80 
AAD-12 QQAGSAYIGYGMDTTAT 
                         
gi|273 RRRR              
                         
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (34-62:101-129) 
 
            10        20        30        40        50        60    
AAD-12 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
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            70        80 
AAD-12 QQAGSAYIGYGMDTTAT 
                         
gi|273 RRRR              
                         
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 68.7  bits: 19.6 E():   74 
Smith-Waterman score: 49; 28.8% identity (55.8% similar) in 52 aa overlap (4-55:373-421) 
 
                                          10        20        30    
AAD-12                            TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :: ::  .:   : :..:    .  . ::  
gi|558 ATLSDLLNRNNTFKPFAEYKSDYVYQPVPKPVWAQ--IFVWLVKPGAGI-MVMDPYGAAI 
            350       360       370         380        390          
 
            40        50        60        70        80              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT              
       .:  ::.  . :....  .. :                                       
gi|558 SATPEAATPFPHRKDVLFNIQYVNYWFDEAGGAAPLQWSKDMYRFMEPYVSKNPRQAYAN 
     400       410       420       430       440       450          
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.5  bits: 17.4 E():   76 
Smith-Waterman score: 39; 53.8% identity (69.2% similar) in 13 aa overlap (27-39:72-84) 
 
                   10        20        30        40        50       
AAD-12     TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
                                     ::.::  ::  .:                  
gi|131 ELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDE 
              50        60        70        80        90       100  
 
         60        70        80 
AAD-12 QSKLGHVQQAGSAYIGYGMDTTAT 
                                
gi|131 FGALVDKWGAKG             
             110                
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.4  bits: 18.2 E():   77 
Smith-Waterman score: 42; 29.6% identity (70.4% similar) in 27 aa overlap (51-77:76-101) 
 
               30        40        50        60        70        80 
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::.. ..:... :  ..   :: ::    
gi|549 LKIHNDFRNKVARGLETRGNPGPQPPAKNMNNLVWN-NELANIAQIWASQCKYGHDTCKD 
          50        60        70        80         90       100     
 
gi|549 TTKYNVGQNIAVSSSTAAVYENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWA 
          110       120       130       140       150       160     
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.1  bits: 17.7 E():   80 
Smith-Waterman score: 40; 35.3% identity (70.6% similar) in 17 aa overlap (8-24:30-46) 
 
                                     10        20        30         
AAD-12                       TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                    :::. ...  :  ::..               
gi|476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVQGATVAVDCRPFNGGESKLKAEATTDGLGWY 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT                   
                                                                    
gi|476 KIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQGIRYANPIAFFR 
               70        80        90       100       110       120 
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.1  bits: 17.7 E():   80 
Smith-Waterman score: 40; 46.7% identity (66.7% similar) in 15 aa overlap (11-25:16-30) 
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                    10        20        30        40        50      
AAD-12      TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                      ::   .: :::.. :                               
gi|217 MASKSNYNLLFTALLVFIFAAVAAVGNEDCTPWTSTLITPLPSCRNYVEEQACRIEMPGP 
               10        20        30        40        50        60 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.8  bits: 18.2 E():   83 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (39-72:71-104) 
 
       10        20        30        40        50        60         
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 
                                     :   :: .:.: .   ::..      : :  
gi|221 AQRPDNRIESEGGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGR 
               50        60        70        80        90       100 
 
       70        80                                                 
AAD-12 AYIGYGMDTTAT                                                 
       .:.:                                                         
gi|221 GYFGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQKVHRFDEGDLIAV 
              110       120       130       140       150       160 
 
>>gi|166235350|pdb|2JON|A Chain A, Solution Structure Of  (101 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.8  bits: 17.1 E():   83 
Smith-Waterman score: 38; 37.5% identity (62.5% similar) in 16 aa overlap (4-19:41-56) 
 
                                          10        20        30    
AAD-12                            TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..  :: :  ..: :               
gi|166 GSWCVPKPGVSDDQLTGNINYACSQGIDCGPIQPGGACFEPNTVKAHAAYVMNLYYQHAG 
               20        30        40        50        60        70 
 
            40        50        60        70        80 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                                       
gi|166 RNSWNCDFSQTATLTNTNPSYGACNFPSGSN                 
               80        90       100                  
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.8  bits: 19.1 E():   83 
Smith-Waterman score: 45; 50.0% identity (83.3% similar) in 12 aa overlap (1-12:337-348) 
 
                                             10        20        30 
AAD-12                               TYMPVMAQGAVFSAEVVPAVGGRTCFADMR 
                                     .:: :. .::.:                   
gi|113 NRFLASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMI 
        310       320       330       340       350       360       
 
               40        50        60        70        80 
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                                          
gi|113 PAEPGEAVLRLTSSAGVLSCQPGAPC                         
        370       380       390                           
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 67.7  bits: 13.8 E():   84 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (41-45:2-6) 
 
               20        30        40        50        60        70 
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     : :::                          
gi|463                              DRNLVHSATR                      
                                            10                      
 
               80 
AAD-12 IGYGMDTTAT 
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 43; 47.6% identity (71.4% similar) in 21 aa overlap (5-25:8-24) 
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                  10        20        30        40        50        
AAD-12    TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
              .:. :::..: :   ::: .:                                 
gi|286 MGSLANNIMVVGAVLAALV---VGG-SCGPPKVPPGPNITTNYNGKWLTARATWYGQPNG 
               10           20         30        40        50       
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 67.7  bits: 18.8 E():   84 
Smith-Waterman score: 44; 26.7% identity (70.0% similar) in 30 aa overlap (42-71:232-259) 
 
              20        30        40        50        60        70  
AAD-12 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                     : .:  :. ::....:..  . ::. . .. 
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIH--SVVHSIIMQQQQQQQQQQGIDIFL 
             210       220       230         240       250          
 
              80                                                    
AAD-12 GYGMDTTAT                                                    
                                                                    
gi|170 PLSQHEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSIMRAPFAS 
     260       270       280       290       300       310          
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 67.5  bits: 14.3 E():   86 
Smith-Waterman score: 28; 40.0% identity (80.0% similar) in 10 aa overlap (9-18:4-13) 
 
               10        20        30        40        50        60 
AAD-12 TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
               :.:  :...:                                           
gi|131      GPVGGVVHAHMMPLL                                         
                    10                                              
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 40; 43.8% identity (62.5% similar) in 16 aa overlap (1-16:29-44) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.:.                 
gi|134 MGVQTHVLELTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKIITLPD 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|134 GGPITTMTLRIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSICKTTAIF 
               70        80        90       100       110       120 
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (1-16:29-44) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
gi|892 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|892 GSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 40; 50.0% identity (62.5% similar) in 16 aa overlap (1-16:29-44) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                   : .:  : ::  :.::                 
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gi|215 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAATGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|215 GSPITTMTVRTDAVNKEALSYDSTVIDGDILLGFIESIETHMVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|38492423|pdb|1LLT|A Chain A, Birch Pollen Allergen   (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (4-22:31-49) 
 
                                          10        20        30    
AAD-12                            TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|384 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENISGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT              
                                                                    
gi|384 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|4376222|emb|CAA04829.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (4-22:31-49) 
 
                                          10        20        30    
AAD-12                            TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|437 GVFNYEIGATSVIPAARLFKAFILVGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT              
                                                                    
gi|437 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
               70        80        90       100       110       120 
 
>>gi|4376220|emb|CAA04827.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (4-22:31-49) 
 
                                          10        20        30    
AAD-12                            TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|437 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT              
                                                                    
gi|437 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|212291466|gb|ACJ23862.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 40; 30.0% identity (65.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .   :. :.:.. . ::           
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQAIKSTEIIEGDGGPGTIKKITFG 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|212 EASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTKY 
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               70        80        90       100       110       120 
 
>>gi|159162097|pdb|1B6F|A Chain A, Birch Pollen Allergen  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   89 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (4-22:31-49) 
 
                                          10        20        30    
AAD-12                            TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|159 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT              
                                                                    
gi|159 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|730049|sp|P38950.2|MPAC2_CARBE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|730 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|730 EGSPVKYVKERVEEIDHTNFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|114922|sp|P15494.2|BEV1A_BETVE RecName: Full=Major   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (4-22:32-50) 
 
                                          10        20        30    
AAD-12                            TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|114 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            40        50        60        70        80              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT              
                                                                    
gi|114 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1168705|sp|P43179.2|BEV1F_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (4-22:32-50) 
 
                                          10        20        30    
AAD-12                            TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYEIEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            40        50        60        70        80              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT              
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|4590392|gb|AAD26560.1|AF124837_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (4-22:32-50) 
 
                                          10        20        30    
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AAD-12                            TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            40        50        60        70        80              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT              
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006953|emb|CAA07323.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (4-22:32-50) 
 
                                          10        20        30    
AAD-12                            TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            40        50        60        70        80              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT              
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|2414158|emb|CAA96545.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (4-22:32-50) 
 
                                          10        20        30    
AAD-12                            TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|241 GVFNYETETTSVIPAARLFKAFFLDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            40        50        60        70        80              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT              
                                                                    
gi|241 GFPFRYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321728|emb|CAA96547.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (4-22:32-50) 
 
                                          10        20        30    
AAD-12                            TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            40        50        60        70        80              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT              
                                                                    
gi|132 GFPFKYVKDRVDEVAHKNFKYSYSVIEGGPIGDTLEKISNEIKIVATPDGRSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1168704|sp|P43178.2|BEV1E_BETVE RecName: Full=Major  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (4-22:32-50) 
 
                                          10        20        30    
AAD-12                            TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            40        50        60        70        80              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT              
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gi|116 GIPFKYVKGRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|4006957|emb|CAA07325.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (4-22:32-50) 
 
                                          10        20        30    
AAD-12                            TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKINFPE 
              10        20        30        40        50        60  
 
            40        50        60        70        80              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT              
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|2564222|emb|CAA05187.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (4-22:32-50) 
 
                                          10        20        30    
AAD-12                            TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|256 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            40        50        60        70        80              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT              
                                                                    
gi|256 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542869|emb|CAB02159.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (4-22:32-50) 
 
                                          10        20        30    
AAD-12                            TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            40        50        60        70        80              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT              
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006928|emb|CAA07318.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (4-22:32-50) 
 
                                          10        20        30    
AAD-12                            TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            40        50        60        70        80              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT              
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVTTPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|4590394|gb|AAD26561.1|AF124838_1 isoallergen Bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (4-22:32-50) 
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                                          10        20        30    
AAD-12                            TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            40        50        60        70        80              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT              
                                                                    
gi|459 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGPILKISNKY 
              70        80        90       100       110       120  
 
>>gi|12583685|dbj|BAB21491.1| Bet vI jap3 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (4-22:32-50) 
 
                                          10        20        30    
AAD-12                            TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            40        50        60        70        80              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT              
                                                                    
gi|125 GFPFEYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542863|emb|CAB02156.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (4-22:32-50) 
 
                                          10        20        30    
AAD-12                            TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            40        50        60        70        80              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT              
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006959|emb|CAA07326.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (4-22:32-50) 
 
                                          10        20        30    
AAD-12                            TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSLIPAARLFRAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            40        50        60        70        80              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT              
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321726|emb|CAA96544.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (4-22:32-50) 
 
                                          10        20        30    
AAD-12                            TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKASILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
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            40        50        60        70        80              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT              
                                                                    
gi|132 GSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNKF 
              70        80        90       100       110       120  
 
>>gi|1542867|emb|CAB02158.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (4-22:32-50) 
 
                                          10        20        30    
AAD-12                            TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPG 
              10        20        30        40        50        60  
 
            40        50        60        70        80              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT              
                                                                    
gi|154 GLPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321716|emb|CAA96539.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (4-22:32-50) 
 
                                          10        20        30    
AAD-12                            TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            40        50        60        70        80              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT              
                                                                    
gi|132 GIPFKYVKDRVDEVDHANFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1321720|emb|CAA96541.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (4-22:32-50) 
 
                                          10        20        30    
AAD-12                            TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|132 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            40        50        60        70        80              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT              
                                                                    
gi|132 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|167472849|gb|ABZ81046.1| pollen allergen Que a 1 is  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 30.0% identity (70.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :. :.:.. . ::           
gi|167 MGVFTYESEDASVIPPARLFKAFVLDSDNLIPKVVPQALKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|167 EGSHLKHAKHRIDVIDPENFTYSFSVIEGDALFDKLENVSTETKIVASPDGGSIVKSTSK 
               70        80        90       100       110       120 
 
>>gi|1168707|sp|P43183.2|BEV1J_BETVE RecName: Full=Major  (160 aa) 
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 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (4-22:32-50) 
 
                                          10        20        30    
AAD-12                            TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|116 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            40        50        60        70        80              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT              
                                                                    
gi|116 GFPFKYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPNGGSILKINNKY 
              70        80        90       100       110       120  
 
>>gi|4590396|gb|AAD26562.1|AF124839_1 isoallergen bet v   (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (4-22:32-50) 
 
                                          10        20        30    
AAD-12                            TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|459 GVFNYETEATSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            40        50        60        70        80              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT              
                                                                    
gi|459 GIPFKYVKDRVDEVDHANFKYSYSLIEGGPVGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|4006955|emb|CAA07324.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (4-22:32-50) 
 
                                          10        20        30    
AAD-12                            TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            40        50        60        70        80              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT              
                                                                    
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKLVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542865|emb|CAB02157.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (4-22:32-50) 
 
                                          10        20        30    
AAD-12                            TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            40        50        60        70        80              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT              
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDILEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|12583683|dbj|BAB21490.1| Bet vI jap2 [Betula platyp  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (4-22:32-50) 
 
                                          10        20        30    
AAD-12                            TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|125 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
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              10        20        30        40        50        60  
 
            40        50        60        70        80              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT              
                                                                    
gi|125 GFPFKYVKDGVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542873|emb|CAB02161.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (4-22:32-50) 
 
                                          10        20        30    
AAD-12                            TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            40        50        60        70        80              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT              
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|1542861|emb|CAB02155.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (4-22:32-50) 
 
                                          10        20        30    
AAD-12                            TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|154 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
            40        50        60        70        80              
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT              
                                                                    
gi|154 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNKY 
              70        80        90       100       110       120  
 
>>gi|1545895|emb|CAB02216.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.7 E():   90 
Smith-Waterman score: 40; 40.0% identity (65.0% similar) in 20 aa overlap (3-22:31-50) 
 
                                           10        20        30   
AAD-12                             TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: ..  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNKLIPKVSPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT             
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGFVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|82492267|gb|ABB78007.1| major pollen allergen Phl p  (525 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 66.9  bits: 19.3 E():   92 
Smith-Waterman score: 46; 20.3% identity (49.3% similar) in 69 aa overlap (1-66:25-93) 
 
                                       10        20        30       
AAD-12                         TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA- 
                               .:.:  :    : . .:  .  :  .:    :: .  
gi|824 MANSRAFALVLLFCALASSCQVAFSYFPPPAAKEDFLGCLVKEIPPRLLYAKSSPAYPSV 
               10        20        30        40        50        60 
 
          40          50        60        70        80              
AAD-12 LDEATRA--LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT              
       : .. :        ...   . . ....:.:.:                            
gi|824 LGQTIRNSRWSSPDNVKPLYIITPTNVSHIQSAVVCGRRHSVRIRVRSGGHDYEGLSYRS 
               70        80        90       100       110       120 
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gi|824 LQPETFAVVDLNKMRAVWVDGKARTAWVDSGAQLGELYYAIYKASPTLAFPAGVCPTIGV 
              130       140       150       160       170       180 
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.9  bits: 17.1 E():   93 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (26-39:39-52) 
 
                    10        20        30        40        50      
AAD-12      TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|191 TLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
          60        70        80                    
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTAT                    
                                                    
gi|191 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.9  bits: 17.1 E():   93 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (26-39:39-52) 
 
                    10        20        30        40        50      
AAD-12      TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|730 TLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
          60        70        80                    
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTAT                    
                                                    
gi|730 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|21757|emb|CAA26383.1| unnamed protein product [Trit  (296 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 66.9  bits: 18.5 E():   93 
Smith-Waterman score: 43; 23.1% identity (64.1% similar) in 39 aa overlap (35-73:200-238) 
 
           10        20        30        40        50        60     
AAD-12 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :. ....:.. ... :..   :: .: . : 
gi|217 SQVLQQSTYQPLQQLCCQQLWQIPEQSRCQAIHNVVHAIILHQQQRQQQPSSQVSLQQPQ 
     170       180       190       200       210       220          
 
           70        80                                             
AAD-12 QAGSAYIGYGMDTTAT                                             
       :   .  :.                                                    
gi|217 QQYPSGQGFFQPSQQNPQAQGSVQPQQLPQFEEIRNLALQTLPRMCNVYIPPYCSTTIAP 
     230       240       250       260       270       280          
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.8  bits: 19.0 E():   94 
Smith-Waterman score: 45; 43.8% identity (81.2% similar) in 16 aa overlap (28-43:217-232) 
 
                  10        20        30        40        50        
AAD-12    TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     :...: .:::  :.:.               
gi|144 AEVYQKLKALAKKTYGQSAGNVGDEGGVAPDIQTAEEALDLITKAIEEAGYTGKIKIAMD 
        190       200       210       220       230       240       
 
        60        70        80                                      
AAD-12 SKLGHVQQAGSAYIGYGMDTTAT                                      
                                                                    
gi|144 VASSEFYKADEKKYDLDFKNPDSDKSKWLTYEQLAEMYKSLAEKYPIVSIEDPFAEDDWE 
        250       260       270       280       290       300       
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.7  bits: 17.9 E():   95 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (52-77:76-100) 
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              30        40        50        60        70        80  
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT  
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
gi|549 AKYPVGQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.7  bits: 17.9 E():   95 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (52-77:76-100) 
 
              30        40        50        60        70        80  
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT  
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDI 
          50        60        70        80         90       100     
 
gi|549 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.4 E():   96 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (11-20:57-66) 
 
                                   10        20        30        40 
AAD-12                     TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .::  .::::                     
gi|291 ATAGGSLLVPSGLILAGTVIALTLATPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAA 
         30        40        50        60        70        80       
 
               50        60        70        80               
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT               
                                                              
gi|291 VTVLSWIYRYVTGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVTGSQGS 
         90       100       110       120       130       140 
 
>>gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos tauru  (172 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.6 E():   97 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (44-65:49-70) 
 
            20        30        40        50        60        70    
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
       20        30        40        50        60        70         
 
            80                                                      
AAD-12 GMDTTAT                                                      
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
       80        90       100       110       120       130         
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.5  bits: 17.9 E():   97 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (52-77:81-105) 
 
              30        40        50        60        70        80  
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT  
                                     .::... .:..: :. .    :: ::     
gi|115 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
               60        70        80         90       100          
 
gi|115 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
     110       120       130       140       150       160          
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.3  bits: 17.4 E(): 1e 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (11-20:62-71) 
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                                   10        20        30        40 
AAD-12                     TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .::  .::::                     
gi|198 VTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAA 
              40        50        60        70        80        90  
 
               50        60        70        80               
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT               
                                                              
gi|198 LSVLSWIYRYLTGKHPPGADQLESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
             100       110       120       130       140      
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.3  bits: 17.4 E(): 1e 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (11-20:62-71) 
 
                                   10        20        30        40 
AAD-12                     TYMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .::  .::::                     
gi|753 VTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAA 
              40        50        60        70        80        90  
 
               50        60        70        80               
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT               
                                                              
gi|753 LSVLSWIYRYLTGKHPPGADQLESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
             100       110       120       130       140      
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:49 2011 done: Fri Jan 21 00:02:49 2011 
 Total Scan time:  0.070 Total Display time:  0.070 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 114  - 193 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     2     2:* 
  32     5     8:==* 
  34    11    22:====   * 
  36    33    44:===========   * 
  38    54    73:==================      * 
  40    77   102:==========================       * 
  42    86   125:=============================            * 
  44   103   138:===================================          * 
  46   146   140:==============================================*== 
  48   137   134:============================================*= 
  50   129   122:========================================*== 
  52   130   108:===================================*======== 
  54    90    92:==============================* 
  56    68    77:=======================  * 
  58    71    63:====================*=== 
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  60    47    51:================* 
  62    43    41:=============*= 
  64    54    33:==========*======= 
  66    55    26:========*========== 
  68    39    20:======*====== 
  70    22    16:=====*== 
  72    19    12:===*=== 
  74    11    10:===* 
  76    19     8:==*==== 
  78     5     6:=* 
  80     4     5:=* 
  82     3     3:* 
  84     9     3:*== 
  86     3     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     2     1:*         :*= 
  94     1     1:*         :* 
  96     1     1:*         :* 
  98     3     0:=         *=== 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     1     0:=         *= 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     1     0:=         *= 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.62520.00329; mu= 7.1977 0.172 
 mean_var=34.9857 8.955, 0's: 2 Z-trim: 3  B-trim: 186 in 1/43 
 Lambda= 0.216835 
 Kolmogorov-Smirnov  statistic: 0.0950 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   74 28.0    0.17 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   64 24.9    0.51 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   62 24.3     1.7 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   58 23.0     1.7 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   62 24.3     1.7 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   57 22.7     2.5 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   57 22.7     2.8 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   57 22.7     3.5 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   57 22.7     3.5 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   55 22.1     4.3 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   53 21.5     5.5 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   53 21.5     5.5 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   52 21.1     6.1 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   52 21.1     7.4 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.1     7.8 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.7     8.9 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.7     9.2 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.7     9.2 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.7     9.4 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   51 20.8      10 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   51 20.8      10 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   51 20.8      10 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   51 20.8      10 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   49 20.2      11 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   56 22.4      11 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   55 22.1      12 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 18.3      14 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   56 22.4      14 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   56 22.4      14 
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gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   49 20.2      15 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 22.4      18 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 22.4      18 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 19.9      19 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 19.3      23 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 19.6      23 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 19.6      24 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 19.6      24 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 19.6      24 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 19.6      24 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   52 21.1      25 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.3      27 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   49 20.2      28 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   46 19.3      29 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   49 20.2      30 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   46 19.3      30 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   46 19.3      30 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   46 19.3      30 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   46 19.3      30 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   46 19.3      30 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   46 19.3      30 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   46 19.3      30 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   46 19.3      30 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   46 19.3      30 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   46 19.3      30 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   46 19.3      30 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.3      30 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   44 18.6      32 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.6      32 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   47 19.6      35 
gi|21757|emb|CAA26383.1| unnamed protein product [ ( 296)   48 19.9      36 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   45 19.0      37 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   45 19.0      37 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   45 19.0      37 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   45 19.0      37 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   48 19.9      40 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   49 20.2      41 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   50 20.5      42 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 17.7      42 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   47 19.6      43 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   43 18.3      43 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 20.8      44 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   44 18.6      46 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   44 18.6      46 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   44 18.6      46 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   44 18.6      46 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   44 18.6      46 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   44 18.6      46 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   44 18.6      46 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   44 18.6      46 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   44 18.6      46 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   44 18.6      46 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   44 18.6      46 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   44 18.6      46 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   49 20.2      50 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   43 18.3      51 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   46 19.3      53 
gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Glo ( 151)   43 18.3      54 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 19.9      54 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.6      55 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   43 18.3      55 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   46 19.3      56 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   43 18.3      57 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   43 18.3      57 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   43 18.3      57 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   46 19.3      58 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   44 18.6      58 
gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Veno ( 204)   44 18.6      58 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   44 18.6      59 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   41 17.7      59 
gi|56417506|gb|AAV90694.1| GE-rich salivary protei ( 266)   45 19.0      61 
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gi|56417504|gb|AAV90693.1| 30 kDa salivary gland a ( 271)   45 19.0      62 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.3      63 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   42 18.0      64 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 19.3      65 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   47 19.6      68 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   50 20.5      68 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   50 20.5      68 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 17.4      68 
gi|6634467|emb|CAB64344.1| pollen allergen [Lolium ( 301)   45 19.0      69 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   42 18.0      70 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.0      70 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   42 18.0      70 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   48 19.9      70 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.0      70 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   42 18.0      70 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   42 18.0      70 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   42 18.0      70 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.0      70 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 18.0      70 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.0      70 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 18.0      70 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   42 18.0      70 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 18.0      70 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   42 18.0      70 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   42 18.0      70 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   42 18.0      70 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   42 18.0      70 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.0      70 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.0      70 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   42 18.0      70 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.0      70 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.0      70 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   42 18.0      70 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   42 18.0      70 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.0      70 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   41 17.7      76 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   40 17.4      76 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.6      77 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 14.6      80 
gi|4006947|emb|CAA07320.1| pollen allergen Betv1,  ( 120)   40 17.4      81 
gi|4006963|emb|CAA07328.1| pollen allergen Betv1,  ( 120)   40 17.4      81 
gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allerge ( 159)   41 17.7      86 
gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allerge ( 159)   41 17.7      86 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   41 17.7      86 
gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   41 17.7      87 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   41 17.7      87 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   41 17.7      87 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   41 17.7      87 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   41 17.7      87 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   41 17.7      87 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   41 17.7      87 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   41 17.7      87 
gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   41 17.7      87 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   41 17.7      87 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 17.4      87 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   44 18.6      88 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   42 18.0      89 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   40 17.4      90 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   40 17.4      90 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   45 19.0      90 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   45 19.0      90 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 14.9      91 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 15.5      91 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   44 18.6      92 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.1      94 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   43 18.3      94 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   42 18.0      95 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   40 17.4      96 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   40 17.4      96 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   42 18.0      99 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   45 19.0      99 
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>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  57 init1:  57 opt:  74  Z-score: 116.2  bits: 28.0 E(): 0.17 
Smith-Waterman score: 74; 24.6% identity (54.1% similar) in 61 aa overlap (20-80:309-363) 
 
                          10        20        30        40          
AAD-12            YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR 
                                     :.: :  : :.  ..: .      : ..:  
gi|113 HGFFQVVNNNYDKWGSYAIGGSASPTILSQGNRFCAPDERSKKNVLGR------HGEAAA 
      280       290       300       310       320             330   
 
      50        60        70        80                              
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATP                              
       .:. ..      : . :. ... :.: . ::                              
gi|113 ESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEPGESALSLTSSAGVLSCQP 
            340       350       360       370       380       390   
 
gi|113 GAPC 
            
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  64  Z-score: 107.7  bits: 24.9 E(): 0.51 
Smith-Waterman score: 64; 29.5% identity (63.9% similar) in 61 aa overlap (9-67:9-65) 
 
               10        20        30          40        50         
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSK 
               : :.: :. : : .    :.:  .: :  ..:..:.   ....:.:.: : . 
gi|111 MKFAIVLIACFAASVL-AQGHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQ 
               10         20        30        40           50       
 
       60        70        80                                       
AAD-12 LGHVQQAGSAYIGYGMDTTATP                                       
       : ....  :                                                    
gi|111 LDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKI 
         60        70        80        90       100       110       
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  62  Z-score: 98.6  bits: 24.3 E():  1.7 
Smith-Waterman score: 62; 26.5% identity (55.4% similar) in 83 aa overlap (9-79:183-265) 
 
                                     10        20            30     
AAD-12                       YMPVMAQGAVFSAEVVPAVGG----RTCFADMRAAYDA 
                                     :.:.  .  ..::      :. ...::    
gi|168 QIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQ 
            160       170       180       190       200       210   
 
           40              50        60          70        80       
AAD-12 LDEATRALVHQ------RSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATP       
          :: : . :      ..:  . . ..:.. .:.:  .:.: .. :  ::::        
gi|168 AYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAA 
            220       230       240       250       260       270   
 
gi|168 TVAAGGYKV 
            280  
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 98.4  bits: 23.0 E():  1.7 
Smith-Waterman score: 58; 26.9% identity (57.7% similar) in 52 aa overlap (25-76:26-77) 
 
                10        20        30        40        50          
AAD-12  YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                :::      :.  . . :  ..:.   :.... .. 
gi|527 MVHHITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNV 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 GHVQQAGSAYIGYGMDTTATP                                        
        :::.:.. :   .: :                                            
gi|527 DHVQDAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAG 
               70        80        90       100       110       120 
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>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  62  Z-score: 98.3  bits: 24.3 E():  1.7 
Smith-Waterman score: 62; 26.5% identity (55.4% similar) in 83 aa overlap (9-79:192-274) 
 
                                     10        20            30     
AAD-12                       YMPVMAQGAVFSAEVVPAVGG----RTCFADMRAAYDA 
                                     :.:.  .  ..::      :. ...::    
gi|330 QIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQ 
             170       180       190       200       210       220  
 
           40              50        60          70        80       
AAD-12 LDEATRALVHQ------RSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATP       
          :: : . :      ..:  . . ..:.. .:.:  .:.: .. :  ::::        
gi|330 AYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAA 
             230       240       250       260       270       280  
 
gi|330 TVAAGGYKV 
             290 
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  50 init1:  50 opt:  57  Z-score: 95.3  bits: 22.7 E():  2.5 
Smith-Waterman score: 57; 26.7% identity (60.0% similar) in 45 aa overlap (3-47:9-52) 
 
                     10        20        30        40        50     
AAD-12       YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
               :..  ... :. .. :. :. :.: :    . : :. :  : :..        
gi|189 MASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPL-EGCREYVAQQTCGVTIAG 
               10        20        30        40         50          
 
           60        70        80                                   
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATP                                   
                                                                    
gi|189 SPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFA 
      60        70        80        90       100       110          
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  57  Z-score: 94.5  bits: 22.7 E():  2.8 
Smith-Waterman score: 57; 20.0% identity (55.3% similar) in 85 aa overlap (2-80:31-109) 
 
                                            10        20            
AAD-12                              YMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICF- 
               10        20        30        40        50           
 
         30        40         50        60        70        80      
AAD-12 DMRAAYDALDEATRALVHQR-SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP      
       :  . .. . . .. . .   : :.:.. ...   ....     :.: .  .:.:      
gi|132 DEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEK-----INYEIKIVASPHGGSI 
      60        70        80        90            100       110     
 
gi|132 LKSISKYHTIGDHELKDEQIKAGKEKASGLFKAVEGYLLAHSDAYN 
          120       130       140       150       160 
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 92.8  bits: 22.7 E():  3.5 
Smith-Waterman score: 57; 29.3% identity (60.3% similar) in 58 aa overlap (26-78:93-149) 
 
                    10        20        30             40        50 
AAD-12      YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|144 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
             70        80        90       100        110       120  
 
               60        70        80                               
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATP                               
       .. :  .:. .: .:...:.. :  : :                                 
gi|144 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
             130       140       150       160       170       180  
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
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 initn:  41 init1:  41 opt:  57  Z-score: 92.6  bits: 22.7 E():  3.5 
Smith-Waterman score: 57; 29.3% identity (60.3% similar) in 58 aa overlap (26-78:97-153) 
 
                    10        20        30             40        50 
AAD-12      YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|622 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
         70        80        90       100       110        120      
 
               60        70        80                               
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATP                               
       .. :  .:. .: .:...:.. :  : :                                 
gi|622 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
         130       140       150       160       170       180      
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 91.1  bits: 22.1 E():  4.3 
Smith-Waterman score: 55; 40.0% identity (70.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :::.. . ::           
gi|165 MGVFTHENEITSAIPPGRLFKAFVLDADNLIPKLAPHAIKSAEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|165 EGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSILKNTSK 
               70        80        90       100       110       120 
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 89.1  bits: 21.5 E():  5.5 
Smith-Waterman score: 53; 27.9% identity (62.3% similar) in 61 aa overlap (9-67:9-65) 
 
               10        20        30          40        50         
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSK 
               : :.: :. :   .    :.:  .: :  ..:..:.   ....:.:.: : . 
gi|420 MKFAIVLIACFAASVL-AQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQ 
               10         20        30        40           50       
 
       60        70        80                                       
AAD-12 LGHVQQAGSAYIGYGMDTTATP                                       
       : ....  :                                                    
gi|420 LDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKI 
         60        70        80        90       100       110       
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 89.1  bits: 21.5 E():  5.5 
Smith-Waterman score: 53; 27.9% identity (62.3% similar) in 61 aa overlap (9-67:9-65) 
 
               10        20        30          40        50         
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSK 
               : :.: :. :   .    :.:  .: :  ..:..:.   ....:.:.: : . 
gi|111 MKFAIVLIACFAASVL-AQEHKPEKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQ 
               10         20        30        40           50       
 
       60        70        80                                       
AAD-12 LGHVQQAGSAYIGYGMDTTATP                                       
       : ....  :                                                    
gi|111 LDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKI 
         60        70        80        90       100       110       
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 88.4  bits: 21.1 E():  6.1 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (27-67:11-50) 
 
               10        20        30          40        50         
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSK 
                                 :.:  .: :  ..:..:.   ....:.:.: : . 
gi|160                 GSQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQ 
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                               10        20           30        40  
 
       60        70        80                                       
AAD-12 LGHVQQAGSAYIGYGMDTTATP                                       
       : ....  :                                                    
gi|160 LDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKI 
              50        60        70        80        90       100  
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 86.8  bits: 21.1 E():  7.4 
Smith-Waterman score: 52; 24.4% identity (60.0% similar) in 45 aa overlap (3-47:9-52) 
 
                     10        20        30        40        50     
AAD-12       YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
               :..  ... :. .. .. :. :.: :    . : :. :  : :..        
gi|439 MASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPL-EGCREYVAQQTCGVTIAG 
               10        20        30        40         50          
 
           60        70        80                                   
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATP                                   
                                                                    
gi|439 SPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDF 
      60        70        80        90       100       110          
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 86.5  bits: 21.1 E():  7.8 
Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (32-55:29-52) 
 
              10        20        30        40        50        60  
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 
                                     : : :::  : .  ..: .: .::       
gi|144   KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLS 
                 10        20        30        40        50         
 
              70        80                                          
AAD-12 VQQAGSAYIGYGMDTTATP                                          
                                                                    
gi|144 DSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAG 
       60        70        80        90       100       110         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.4  bits: 22.7 E():  8.9 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (28-67:372-411) 
 
                  10        20        30        40        50        
AAD-12    YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|224 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             350       360       370       380       390       400  
 
        60        70        80                                      
AAD-12 KLGHVQQAGSAYIGYGMDTTATP                                      
         .::: . :                                                   
gi|224 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             410       420       430       440       450       460  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.1  bits: 22.7 E():  9.2 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (28-67:392-431) 
 
                  10        20        30        40        50        
AAD-12    YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|199 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
        60        70        80                                      
AAD-12 KLGHVQQAGSAYIGYGMDTTATP                                      
         .::: . :                                                   
gi|199 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             430       440       450       460       470       480  
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>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.1  bits: 22.7 E():  9.2 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (28-67:392-431) 
 
                  10        20        30        40        50        
AAD-12    YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|571 GNRSPHIYDPQRWFTQNCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
        60        70        80                                      
AAD-12 KLGHVQQAGSAYIGYGMDTTATP                                      
         .::: . :                                                   
gi|571 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFA 
             430       440       450       460       470       480  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.0  bits: 22.7 E():  9.4 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (28-67:400-439) 
 
                  10        20        30        40        50        
AAD-12    YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|213 RSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
     370       380       390       400       410       420          
 
        60        70        80                                      
AAD-12 KLGHVQQAGSAYIGYGMDTTATP                                      
         .::: . :                                                   
gi|213 GRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLA 
     430       440       450       460       470       480          
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.4  bits: 20.8 E():   10 
Smith-Waterman score: 51; 45.0% identity (70.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :::.. . ::           
gi|131 MGVFNYETEFTSVIPPARLFNAFVLDADNLIPKIAPQAVKSAEILEGDGGVGTIKKINFG 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|131 EGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSHY 
               70        80        90       100       110       120 
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.4  bits: 20.8 E():   10 
Smith-Waterman score: 51; 45.0% identity (70.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :::.. . ::           
gi|602 MGVFTYESEFTSVIPPARLFNAFVLDADNLIPKIAPQAVKSAEILEGDGGVGTIKKINFG 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|602 EGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIKSTSHY 
               70        80        90       100       110       120 
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.4  bits: 20.8 E():   10 
Smith-Waterman score: 51; 45.0% identity (70.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
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                                     .: .:  :: :::.. . ::           
gi|279 MGVFTYESEFTSVIPPARLFNAFVLDADNLIPKIAPQAVKSAEILEGDGGVGTIKKINFG 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|279 EGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSHY 
               70        80        90       100       110       120 
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.4  bits: 20.8 E():   10 
Smith-Waterman score: 51; 45.0% identity (70.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  .: :::.: . ::           
gi|444 MGVFTYADESTSVIPPPRLFKALVLEADTLIPKIAPQSVKSAEIVEGDGGVGTIKKISFG 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|444 EGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSN 
               70        80        90       100       110       120 
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 84.1  bits: 20.2 E():   11 
Smith-Waterman score: 49; 22.4% identity (56.9% similar) in 58 aa overlap (7-64:4-59) 
 
               10        20        30        40        50        60 
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG 
             .:.. .:.:. :. :     : .: . :   :...    ..:    . .:.: : 
gi|777    MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFA--IIDQDKSG 
                  10        20        30        40          50      
 
               70        80                                 
AAD-12 HVQQAGSAYIGYGMDTTATP                                 
        ...                                                 
gi|777 FIEEDELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH 
          60        70        80        90       100        
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 83.8  bits: 22.4 E():   11 
Smith-Waterman score: 56; 28.9% identity (52.6% similar) in 38 aa overlap (30-67:371-408) 
 
                10        20        30        40        50          
AAD-12  YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :  : . .  ..:  .  ::..:      
gi|370 RSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGR 
              350       360       370       380       390       400 
 
      60        70        80                                        
AAD-12 GHVQQAGSAYIGYGMDTTATP                                        
       .::: . :                                                     
gi|370 AHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGE 
              410       420       430       440       450       460 
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  55  Z-score: 82.8  bits: 22.1 E():   12 
Smith-Waterman score: 55; 34.2% identity (60.5% similar) in 38 aa overlap (45-76:198-235) 
 
           20        30        40        50              60         
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL------GHVQQAGSA 
                                     ::. :..:  .:. :      :  ..: .  
gi|303 LVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALAD 
       170       180       190       200       210       220        
 
       70        80                                                 
AAD-12 YIGYGMDTTATP                                                 
        .:.::::                                                     
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gi|303 VLGFGMDTETARKVRGEDDQRGHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICS 
       230       240       250       260       270       280        
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 82.1  bits: 18.3 E():   14 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (60-80:5-25) 
 
      30        40        50        60        70        80          
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP          
                                     :.:..: :. .::  .  :.:          
gi|462                           AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKN 
                                         10        20        30     
 
gi|462 LNSA 
            
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  56  Z-score: 81.9  bits: 22.4 E():   14 
Smith-Waterman score: 56; 27.8% identity (63.9% similar) in 36 aa overlap (45-80:539-574) 
 
           20        30        40        50        60        70     
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.:.. .   . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYP 
      510       520       530       540       550       560         
 
           80                                                       
AAD-12 DTTATP                                                       
        ..  :                                                       
gi|217 TSVQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQP 
      570       580       590       600       610       620         
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 81.7  bits: 22.4 E():   14 
Smith-Waterman score: 56; 25.0% identity (63.9% similar) in 36 aa overlap (45-80:551-586) 
 
           20        30        40        50        60        70     
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.... . . . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYP 
              530       540       550       560       570       580 
 
           80                                                       
AAD-12 DTTATP                                                       
        .   :                                                       
gi|217 TSLQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQP 
              590       600       610       620       630       640 
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 81.3  bits: 20.2 E():   15 
Smith-Waterman score: 49; 35.7% identity (52.4% similar) in 42 aa overlap (9-39:37-78) 
 
                                     10        20              30   
AAD-12                       YMPVMAQGAVFSAEVVPAVGGR------TCFADMRAAY 
                                     :. : :.: . ::       :   : ...: 
gi|145 EEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSY 
         10        20        30        40        50        60       
 
                  40        50        60        70        80        
AAD-12 -----DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP        
            ::.::::                                                 
gi|145 VLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAP 
         70        80        90       100       110       120       
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 80.1  bits: 22.4 E():   18 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (55-72:283-300) 
 
           30        40        50        60        70        80     
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP     
                                     : ..::. ::.:.. .::             
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gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 79.9  bits: 22.4 E():   18 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (55-72:289-306) 
 
           30        40        50        60        70        80     
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP     
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
 
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.3  bits: 19.9 E():   19 
Smith-Waterman score: 48; 40.0% identity (70.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  .: .::.: . ::           
gi|444 MGVFTYSDESTSVIPPPRLFKALVLEADTLIPKIAPQSVKTAEIVEGDGGVGTIKKISFG 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|444 EGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTSN 
               70        80        90       100       110       120 
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.0  bits: 19.3 E():   23 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (3-18:66-81) 
 
                                           10        20        30   
AAD-12                             YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
             40        50        60        70        80 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                                        
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS                     
         100       110       120                        
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.0  bits: 19.6 E():   23 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (28-44:14-30) 
 
               10        20        30        40        50        60 
AAD-12 YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG 
                                  .: :.: .:.  .. .:                 
gi|219               MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFE 
                             10        20        30        40       
 
               70        80                                         
AAD-12 HVQQAGSAYIGYGMDTTATP                                         
                                                                    
gi|219 ENDLQQLIIEIDADGSGELEFDEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGYIP 
         50        60        70        80        90       100       
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.8  bits: 19.6 E():   24 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (16-32:141-157) 
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                              10        20        30        40      
AAD-12                YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
          50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.8  bits: 19.6 E():   24 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (16-32:141-157) 
 
                              10        20        30        40      
AAD-12                YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
          50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.6  bits: 19.6 E():   24 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (16-32:144-160) 
 
                              10        20        30        40      
AAD-12                YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
          50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.6  bits: 19.6 E():   24 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (16-32:144-160) 
 
                              10        20        30        40      
AAD-12                YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
          50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 77.5  bits: 21.1 E():   25 
Smith-Waterman score: 52; 24.3% identity (73.0% similar) in 37 aa overlap (35-70:143-179) 
 
           10        20        30        40        50        60     
AAD-12 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG-HVQ 
                                     .::   .:.: .. .. .::  .... .:. 
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
            70        80                                            
AAD-12 QAGSAYIGYGMDTTATP                                            
       . :...:                                                      
gi|215 NNGDVFILLVPNFVFVWTGKHSNRMERTTAIRVANDLKSELNRFKLSSVILEDGKEVEQT 
            180       190       200       210       220       230   
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 76.6  bits: 19.3 E():   27 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (28-45:126-143) 
 
                  10        20        30        40        50        
AAD-12    YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . ::..::: :..: ...             
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gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG         
         100       110       120       130       140                
 
        60        70        80 
AAD-12 KLGHVQQAGSAYIGYGMDTTATP 
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  83 init1:  49 opt:  49  Z-score: 76.5  bits: 20.2 E():   28 
Smith-Waterman score: 49; 21.9% identity (59.4% similar) in 32 aa overlap (46-77:179-210) 
 
          20        30        40        50        60        70      
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :.  .:.. .... :. ::      : :.. 
gi|219 MWQQSSCHVMQQQCCQQLSQIPEQSRYDAIRAITYSIILQEQQQGQSQQQQPQQSGQGVS 
      150       160       170       180       190       200         
 
          80                                                        
AAD-12 TTATP                                                        
        .                                                           
gi|219 QSQQQSQQQLGQCSFQQPQQQLGQQPQQQQVQQGTFLQPHQIAHLEVMTSIALRTLPTMC 
      210       220       230       240       250       260         
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 76.2  bits: 19.3 E():   29 
Smith-Waterman score: 46; 26.2% identity (52.3% similar) in 65 aa overlap (6-68:34-95) 
 
                                        10        20        30      
AAD-12                          YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
                                     : :.  :.:.: . ::   .  .  . :.  
gi|604 FTFDDQATSPVAPATLYNALAKDADNIIPKAVGSFQSVEIVEGNGGPGTIKKISFVEDG- 
            10        20        30        40        50        60    
 
          40          50        60        70        80              
AAD-12 DEATRALVHQRSA--RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP              
          :. ..:.  .  . .: :: : .: :    .:                          
gi|604 --ETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTISY 
               70        80        90       100       110       120 
 
gi|604 HGKGDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
              130       140       150      
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.0  bits: 20.2 E():   30 
Smith-Waterman score: 49; 20.5% identity (59.1% similar) in 44 aa overlap (3-46:76-119) 
 
                                           10        20        30   
AAD-12                             YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :...:   :: .  :..  .. :....    
gi|170 QQPPFSQQQQQPLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQQQLV 
          50        60        70        80        90       100      
 
             40        50        60        70        80             
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP             
          ..  . ::.:.                                               
gi|170 LPPQQQQQQLVQQQIPIVQPSVLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVM 
         110       120       130       140       150       160      
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.0  bits: 19.3 E():   30 
Smith-Waterman score: 46; 35.0% identity (70.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. .::.. . ::           
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|459 EGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISHY 
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               70        80        90       100       110       120 
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 76.0  bits: 19.3 E():   30 
Smith-Waterman score: 46; 22.2% identity (53.7% similar) in 54 aa overlap (2-44:31-84) 
 
                                            10        20            
AAD-12                              YMPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :.  ::.. . ::     .  :. 
gi|304 MGLYTFENEFTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
               30        40        50        60        70        80 
AAD-12 D------MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
       .      ..   :..:::. . ..                                     
gi|304 EGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISHY 
               70        80        90       100       110       120 
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.0  bits: 19.3 E():   30 
Smith-Waterman score: 46; 35.0% identity (70.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. .::.. . ::           
gi|753 MGVCTFENEFTSEIPPSRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|753 EGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISHY 
               70        80        90       100       110       120 
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.0  bits: 19.3 E():   30 
Smith-Waterman score: 46; 35.0% identity (70.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. .::.. . ::           
gi|886 MGVYTFENEFTSEIPPSRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|886 EGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIKSISHY 
               70        80        90       100       110       120 
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.0  bits: 19.3 E():   30 
Smith-Waterman score: 46; 35.0% identity (70.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. .::.. . ::           
gi|134 MGVYTFENEFTSEIPPSRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|134 EGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISHY 
               70        80        90       100       110       120 
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.0  bits: 19.3 E():   30 
Smith-Waterman score: 46; 35.0% identity (70.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
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AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. .::.. . ::           
gi|165 MGVYTFENEFTSEIPPSRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|165 EGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISHY 
               70        80        90       100       110       120 
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.0  bits: 19.3 E():   30 
Smith-Waterman score: 46; 35.0% identity (70.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. .::.. . ::           
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|459 EGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIKSISHY 
               70        80        90       100       110       120 
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.0  bits: 19.3 E():   30 
Smith-Waterman score: 46; 35.0% identity (70.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. .::.. . ::           
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|459 EGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISHY 
               70        80        90       100       110       120 
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.0  bits: 19.3 E():   30 
Smith-Waterman score: 46; 40.0% identity (70.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.:.. . ::           
gi|602 MGVFTYEFEFTSVIPPARLYNAFVLDADNLIPKIAPQAVKSTEILEGDGGVGTIKKINFG 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|602 EGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISHY 
               70        80        90       100       110       120 
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.0  bits: 19.3 E():   30 
Smith-Waterman score: 46; 35.0% identity (70.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. .::.. . ::           
gi|459 MGVYTFENEYTSEIPPSRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
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gi|459 EGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISHY 
               70        80        90       100       110       120 
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.0  bits: 19.3 E():   30 
Smith-Waterman score: 46; 35.0% identity (70.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. .::.. . ::           
gi|459 MGVCTFENEFTSEIPPSRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|459 EGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISHY 
               70        80        90       100       110       120 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 46; 40.0% identity (70.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  .: .::.: . ::           
gi|444 MGVFTYADESTSVITPPRLFKALVLEADTLIPKIAPQSVKGAEIVEGDGGVGTIKKISFG 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|444 EGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSN 
               70        80        90       100       110       120 
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 75.4  bits: 18.6 E():   32 
Smith-Waterman score: 44; 32.4% identity (56.8% similar) in 37 aa overlap (2-38:65-101) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .:  ..::. ::  . :.:: :  :   :  
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
              40        50        60        70        80 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
        .  .:.                                           
gi|117 EEEKEESDDDMGFGLFD                                 
          100       110                                  
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 75.3  bits: 19.6 E():   32 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (25-46:74-98) 
 
                     10        20        30           40        50  
AAD-12       YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---DEATRALVHQRSARHS 
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
 
              60        70        80                                
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATP                                
                                                                    
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.6  bits: 19.6 E():   35 
Smith-Waterman score: 47; 33.3% identity (52.8% similar) in 36 aa overlap (25-60:159-191) 
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                     10        20        30        40        50     
AAD-12       YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :   . : ..::   :   :: .  :.:   
gi|136 TNTEKLPTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFEIR---HQLTQIHGLYR 
      130       140       150       160       170          180      
 
           60        70        80                        
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATP                        
       :..: :                                            
gi|136 SSDKTGGYWKITMNDGSTYQSDLSKKFEYNTEKPPINIDEIKTIEAEIN 
         190       200       210       220       230     
 
>>gi|21757|emb|CAA26383.1| unnamed protein product [Trit  (296 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.5  bits: 19.9 E():   36 
Smith-Waterman score: 48; 21.3% identity (61.7% similar) in 47 aa overlap (34-80:200-246) 
 
            10        20        30        40        50        60    
AAD-12 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :. ....:.. ... :..   :: .: . : 
gi|217 SQVLQQSTYQPLQQLCCQQLWQIPEQSRCQAIHNVVHAIILHQQQRQQQPSSQVSLQQPQ 
     170       180       190       200       210       220          
 
            70        80                                            
AAD-12 QAGSAYIGYGMDTTATP                                            
       :   .  :. . .  .:                                            
gi|217 QQYPSGQGFFQPSQQNPQAQGSVQPQQLPQFEEIRNLALQTLPRMCNVYIPPYCSTTIAP 
     230       240       250       260       270       280          
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 74.3  bits: 19.0 E():   37 
Smith-Waterman score: 45; 27.0% identity (64.9% similar) in 37 aa overlap (8-44:49-84) 
 
                                      10        20        30        
AAD-12                        YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|144 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
        40        50        60        70        80                  
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP                  
       :  : ..                                                      
gi|144 AGLAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEAT 
        80        90       100       110       120       130        
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.3  bits: 19.0 E():   37 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  ::  ::.. . ::           
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNLIPKIAPQAVKCAEILEGDGGPGTIKKITFG 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|901 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIKTTSKY 
               70        80        90       100       110       120 
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.2  bits: 19.0 E():   37 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  ::  ::.. . ::           
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNLIPKIAPQAVKCAEILEGDGGPGTIKKITFG 
               10        20        30        40        50        60 
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              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|901 EGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTIIKTTSK 
               70        80        90       100       110       120 
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.2  bits: 19.0 E():   37 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  ::  ::.. . ::           
gi|880 MGVYTYENEFTSDIPAPKLFKAFVLDADNLIPKIAPQAVKCAEILEGDGGPGTIKKITFG 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|880 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVIKTTSK 
               70        80        90       100       110       120 
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 73.5  bits: 19.9 E():   40 
Smith-Waterman score: 48; 43.8% identity (68.8% similar) in 16 aa overlap (65-80:200-215) 
 
           40        50        60        70        80               
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP               
                                     .:   .::..: :: :               
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.4  bits: 20.2 E():   41 
Smith-Waterman score: 49; 36.7% identity (66.7% similar) in 30 aa overlap (40-69:43-72) 
 
      10        20        30        40        50        60          
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.. . .:: . : : ..::..  : : : 
gi|558 RVRSGGHDYEGLSYRSLQPENFAVVDLNQMRAVLVDGKARTAWVDSGAQLGELYYAISKY 
             20        30        40        50        60        70   
 
      70        80                                                  
AAD-12 IGYGMDTTATP                                                  
                                                                    
gi|558 SRTLAFPAGVCPTIGVGGNLAGGGFGMLLRKYGIAAENVIDVKLVDANGKLHDKKSMGDD 
             80        90       100       110       120       130   
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.3  bits: 20.5 E():   42 
Smith-Waterman score: 50; 25.6% identity (58.1% similar) in 43 aa overlap (30-72:426-468) 
 
                10        20        30        40        50          
AAD-12  YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     :  ....:   :.. :.  . .:    ..  
gi|258 AERGFFYRNGIYSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNH 
         400       410       420       430       440       450      
 
      60        70        80                                        
AAD-12 GHVQQAGSAYIGYGMDTTATP                                        
       : .::::.  . :                                                
gi|258 GVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQISREQARQLKYNR 
         460       470       480       490       500       510      
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 73.3  bits: 17.7 E():   42 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (43-64:37-58) 
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             20        30        40        50        60        70   
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
             80   
AAD-12 GMDTTATP   
                  
gi|162 VPQLEIVPNS 
         70       
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.1  bits: 19.6 E():   43 
Smith-Waterman score: 47; 36.0% identity (76.0% similar) in 25 aa overlap (28-52:106-130) 
 
                  10        20        30        40        50        
AAD-12    YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     ...: . :.:::.:  ... ::. :      
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
 
        60        70        80                                      
AAD-12 KLGHVQQAGSAYIGYGMDTTATP                                      
                                                                    
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.1  bits: 18.3 E():   43 
Smith-Waterman score: 43; 26.0% identity (52.0% similar) in 50 aa overlap (4-53:30-79) 
 
                                         10        20        30     
AAD-12                           YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                                    .  .:.. :.:   .   : :   . :.    
gi|253 TGPYCYAGMGLPINPLEGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHC 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP               
         ::.: .. .::  .: :                                          
gi|253 RCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNAPYCLGLDI 
               70        80        90       100       110       120 
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 72.8  bits: 20.8 E():   44 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (58-72:609-623) 
 
        30        40        50        60        70        80        
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP        
                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.6  bits: 18.6 E():   46 
Smith-Waterman score: 44; 35.0% identity (65.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :.  ::.. . ::           
gi|425 MGVYTFENEYTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGGPGTIKKITFG 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|425 EGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHY 
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               70        80        90       100       110       120 
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.6  bits: 18.6 E():   46 
Smith-Waterman score: 44; 35.0% identity (65.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :.  ::.. . ::           
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGGPGTIKKITFG 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|459 EGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIKSISHY 
               70        80        90       100       110       120 
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.6  bits: 18.6 E():   46 
Smith-Waterman score: 44; 35.0% identity (65.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :.  ::.. . ::           
gi|753 MGVYTFENEYTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGGPGTTKKITFG 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|753 EGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHY 
               70        80        90       100       110       120 
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.6  bits: 18.6 E():   46 
Smith-Waterman score: 44; 35.0% identity (65.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :.  ::.. . ::           
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGGPGTIKKITFG 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|459 EGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHY 
               70        80        90       100       110       120 
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.6  bits: 18.6 E():   46 
Smith-Waterman score: 44; 35.0% identity (65.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :.  ::.. . ::           
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGGPGTIKKITFG 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|459 EGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHY 
               70        80        90       100       110       120 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
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AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|132 MGVFNYETESTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|132 EGSPFKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 44; 35.0% identity (65.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :.  ::.. . ::           
gi|901 MGGYTYENEFTSDIPAPKLFKAFVLDADNLIPKIAPQAIKCAEILEGDGGPGTIKKITFG 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|901 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTSK 
               70        80        90       100       110       120 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|584 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|584 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 44; 35.0% identity (65.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :.  ::.. . ::           
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNLIPKIAPQAIKCAEILEGDGGPGTIKKITFG 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
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gi|901 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTSK 
               70        80        90       100       110       120 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.9  bits: 20.2 E():   50 
Smith-Waterman score: 49; 37.9% identity (62.1% similar) in 29 aa overlap (43-71:74-102) 
 
             20        30        40        50        60        70   
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     : .:.: .   ::.. :    : ::.:.:  
gi|112 NRIESEGGYIETWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGL 
            50        60        70        80        90       100    
 
             80                                                     
AAD-12 GMDTTATP                                                     
                                                                    
gi|112 IFPGCPSTYEEPAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTG 
           110       120       130       140       150       160    
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.6  bits: 18.3 E():   51 
Smith-Waterman score: 49; 24.4% identity (55.6% similar) in 45 aa overlap (3-47:9-52) 
 
                     10        20        30        40        50     
AAD-12       YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
               :..   .. :. .. .. :  :.: :    . : :. :  : :..        
gi|217 MASKSSISPLLLATVLVSVFAAATATGPYCYAGMGLPINPL-EGCREYVAQQTCGISISG 
               10        20        30        40         50          
 
           60        70        80                                   
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATP                                   
                                                                    
gi|217 SAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDF 
      60        70        80        90       100       110          
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.4  bits: 19.3 E():   53 
Smith-Waterman score: 46; 25.0% identity (62.5% similar) in 40 aa overlap (34-73:195-233) 
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            10        20        30        40        50        60    
AAD-12 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :.:  ..:.  :.. :...   :..  . : 
gi|624 SKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIVHAIFMQQGQRQGVQIVQQQ-PQPQ 
          170       180       190       200       210        220    
 
            70        80                                            
AAD-12 QAGSAYIGYGMDTTATP                                            
       :.:.  .  :                                                   
gi|624 QVGQCVLVQGQGVVQPQQLAQMEAIRTLVLQSVPSMCNFNVPPNCSTIKAPFVGVVTGVG 
           230       240       250       260       270       280    
 
>>gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Globin   (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.3  bits: 18.3 E():   54 
Smith-Waterman score: 43; 30.6% identity (55.6% similar) in 36 aa overlap (11-46:115-150) 
 
                                   10        20        30        40 
AAD-12                     YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                     : :  :  . ..: ::  .::. :  .:   
gi|121 IGDLPNIDGDVTTFVASHTPRGVTHDQLNNFRAGFVSYMKAHTDFAGAEAAWGATLDAFF 
           90       100       110       120       130       140     
 
               50        60        70        80 
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
       ..:  .                                   
gi|121 GMVFAKM                                  
          150                                   
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 71.3  bits: 19.9 E():   54 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (27-41:431-446) 
 
                   10        20        30         40        50      
AAD-12     YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYS 
                                     :..: :::.: ...::               
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA               
              410       420       430       440                     
 
          60        70        80 
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATP 
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.1  bits: 18.6 E():   55 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (45-60:46-61) 
 
           20        30        40        50        60        70     
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
           80                                                       
AAD-12 DTTATP                                                       
                                                                    
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 71.1  bits: 18.3 E():   55 
Smith-Waterman score: 43; 29.0% identity (67.7% similar) in 31 aa overlap (8-38:49-78) 
 
                                      10        20        30        
AAD-12                        YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|186 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVRLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
        40        50        60        70        80                  
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP                  
       :                                                            
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gi|186 AGLGYTYTTIGGDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEAT 
        80        90       100       110       120       130        
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 70.9  bits: 19.3 E():   56 
Smith-Waterman score: 46; 25.4% identity (55.9% similar) in 59 aa overlap (14-72:161-216) 
 
                                10        20        30        40    
AAD-12                  YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
                                     .:.:: :    .  ..::...   :: :   
gi|249 MDDASVGSVSSEFHVIESAIEVITYIGEEVKVIPA-GEVEVINKVKAAFST--AATAADE 
              140       150       160        170       180          
 
            50        60        70        80                        
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP                        
          . . ..  :. . .  . .:.:: ::                                
gi|249 APANDKFTVFVSSFNKAIKETTGGAYAGYKFIPTLEAAVKQAYAASSATAPEVKYAVFET 
       190       200       210       220       230       240        
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVISAARLFKSYVLDGDKLIPKVAPQAITSVENVGGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSK 
               70        80        90       100       110       120 
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|261 MGVFNYEAETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|132 MGVFNYETETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.7  bits: 19.3 E():   58 
Smith-Waterman score: 46; 55.6% identity (66.7% similar) in 18 aa overlap (65-80:21-38) 
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           40        50        60          70        80             
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGS--AYIGYGMDTTATP             
                                     :::  : .:::  : :.:             
gi|330           MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAP 
                         10        20        30        40        50 
 
gi|330 AGAEPAGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLS 
               60        70        80        90       100       110 
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.6  bits: 18.6 E():   58 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (51-76:76-100) 
 
               30        40        50        60        70        80 
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
gi|549 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.6  bits: 18.6 E():   58 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (51-76:76-100) 
 
               30        40        50        60        70        80 
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
gi|549 AKYQVGQNVALTGSTAAVYNDPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 70.6  bits: 18.6 E():   59 
Smith-Waterman score: 44; 29.6% identity (77.8% similar) in 27 aa overlap (50-76:77-102) 
 
      20        30        40        50        60        70          
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::... .:... :. ..  .:: ::    
gi|549 LKVHNDFRQKVAKGLETRGNPGPQPPAKNMNNLVWND-ELANIAQVWASQCNYGHDTCKD 
         50        60        70        80         90       100      
 
      80                                                            
AAD-12 P                                                            
                                                                    
gi|549 TEKYPVGQNIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWA 
         110       120       130       140       150       160      
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 70.5  bits: 17.7 E():   59 
Smith-Waterman score: 41; 22.2% identity (70.4% similar) in 27 aa overlap (19-45:36-61) 
 
                           10        20        30        40         
AAD-12             YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA 
                                     ..:..  :: . ... ::.   ....:    
gi|207 IVSEKDIDAALESVKAAGSFNYKIFFQKVGLAGKSA-ADAKKVFEILDRDKSGFIEQDEL 
          10        20        30        40         50        60     
 
       50        60        70        80              
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP              
                                                     
gi|207 GLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
           70        80        90       100          
 
>>gi|56417506|gb|AAV90694.1| GE-rich salivary protein 30  (266 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 19.0 E():   61 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (45-75:183-213) 
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           20        30        40        50        60        70     
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
            160       170       180       190       200       210   
 
           80                                                 
AAD-12 DTTATP                                                 
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
            220       230       240       250       260       
 
>>gi|56417504|gb|AAV90693.1| 30 kDa salivary gland aller  (271 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 19.0 E():   62 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (45-75:188-218) 
 
           20        30        40        50        60        70     
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
       160       170       180       190       200       210        
 
           80                                                 
AAD-12 DTTATP                                                 
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
       220       230       240       250       260       270  
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.1  bits: 18.3 E():   63 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (45-59:138-152) 
 
           20        30        40        50        60        70     
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
           80     
AAD-12 DTTATP     
                  
gi|391 ASIDTILTKV 
       170        
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.8  bits: 18.0 E():   64 
Smith-Waterman score: 42; 27.6% identity (58.6% similar) in 29 aa overlap (1-29:11-39) 
 
                         10        20        30        40        50 
AAD-12           YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARH 
                 ..:. : : ::.   . :.  :  . ..:                      
gi|126 MRSLLILVLCFLPLAALGKVFGRCELAAAMKRHGLDNYRGYSLGNWVCAAKFESNFNTQA 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATP                               
                                                                    
gi|126 TNRNTDGSTDYGILQINSRWWCNDGRTPGSRNLCNIPCSALLSSDITASVNCAKKIVSDG 
               70        80        90       100       110       120 
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.8  bits: 19.3 E():   65 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (70-79:284-293) 
 
      40        50        60        70        80                    
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP                    
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
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           320       330       340       350  
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.4  bits: 19.6 E():   68 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (42-63:332-353) 
 
              20        30        40        50        60        70  
AAD-12 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     : :     ::..:. .  :.::         
gi|259 LTTLNSLNLPILKWLQLSVEKGVLYKNALVLPHWNLNSHSIIYGCKGKGQVQVVDNFGNR 
             310       320       330       340       350       360  
 
              80                                                    
AAD-12 YGMDTTATP                                                    
                                                                    
gi|259 VFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRAMTSPLAGRTSVLGGMPEEVL 
             370       380       390       400       410       420  
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 69.4  bits: 20.5 E():   68 
Smith-Waterman score: 50; 28.9% identity (60.5% similar) in 38 aa overlap (27-64:827-864) 
 
                   10        20        30        40        50       
AAD-12     YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     ...:: :  :.:   :   :. ..: : .. 
gi|377 NEKVKVYKRQMQEQEGMSQQNLTRVRRFQRELEAAEDRADQAESNLSFIRAKHRSWVTTS 
        800       810       820       830       840       850       
 
         60        70        80 
AAD-12 SKLGHVQQAGSAYIGYGMDTTATP 
       .  : ..:                 
gi|377 QVPGGTRQVFTTQEETTNY      
        860       870           
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 69.4  bits: 20.5 E():   68 
Smith-Waterman score: 57; 39.4% identity (63.6% similar) in 33 aa overlap (46-78:4-31) 
 
          20        30        40        50        60        70      
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :::..  .:..:. ::   .:.  : :: : 
gi|219                            MAARSAKY--MYQSSRAGH---GGDISIEYGTD 
                                            10           20         
 
          80                                                        
AAD-12 TTATP                                                        
         :                                                          
gi|219 LGALTRLEDKIRLLSEDLESERELRQRVEREKSDITVQLMNLTERLEETEGSSESVTEMN 
       30        40        50        60        70        80         
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.4  bits: 17.4 E():   68 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (55-72:26-43) 
 
           30        40        50        60        70        80     
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP     
                                     : .. :. :: :..  ::             
gi|897      EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQ 
                    10        20        30        40        50      
 
gi|897 QGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
          60        70        80        90       100  
 
>>gi|6634467|emb|CAB64344.1| pollen allergen [Lolium per  (301 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 69.3  bits: 19.0 E():   69 
Smith-Waterman score: 45; 25.6% identity (53.5% similar) in 43 aa overlap (1-43:30-71) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                    : :. :   .  : ..::.::    .: .   
gi|663 MAVQKYTVALFLAVALVAGPADSYAADAGYTPAAAATPATPA-ATPAAGGGKATTDEQKL 
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               10        20        30        40         50          
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
        . .. . .: :                                                 
gi|663 LEDVNAGFKAAVAADANAPPADKFKIFEAAFSESCKGLLATSDAKAPGLILKLDTDYDVA 
      60        70        80        90       100       110          
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (2-21:30-49) 
 
                                           10        20        30   
AAD-12                             YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP             
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (2-21:30-49) 
 
                                           10        20        30   
AAD-12                             YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: : . ::            
gi|402 GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFAE 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP             
                                                                    
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (2-21:30-49) 
 
                                           10        20        30   
AAD-12                             YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP             
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.2  bits: 19.9 E():   70 
Smith-Waterman score: 48; 22.9% identity (57.1% similar) in 35 aa overlap (36-70:339-373) 
 
          10        20        30        40        50        60      
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     ::  .:  . :  : . ...:.. : . .: 
gi|131 LLQPVSTPGEFELFFGAGGENPESFFKSFSDEILEAAFNTRRDRLQRIFGQQRQGVIVKA 
      310       320       330       340       350       360         
 
          70        80                                              
AAD-12 GSAYIGYGMDTTATP                                              
       .   .                                                        
gi|131 SEEQVRAMSRHEEGGIWPFGGESKGTINIYQQRPTHSNQYGQLHEVDASQYRQLRDLDLT 
      370       380       390       400       410       420         
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>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
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                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSK 
               70        80        90       100       110       120 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNK 
               70        80        90       100       110       120 
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
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gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|400 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (2-21:31-50) 
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                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|167 EGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
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AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|400 EGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVMPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 68.5  bits: 17.7 E():   76 
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Smith-Waterman score: 41; 20.9% identity (47.8% similar) in 67 aa overlap (1-58:3-69) 
 
                 10        20        30                 40          
AAD-12   YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---------DEATRALVHQRSAR 
         .. ..  . :..: :   . :     . : :.: :         :.. ..:.:      
gi|856 MKFIITLFAAIVMAAAVSGFIVGDKKEDEWRMAFDRLMMEELETKIDQVEKGLLHLSEQY 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATP                              
       . :  ..::                                                    
gi|856 KELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLNMFERYNYEFALESIKLL 
               70        80        90       100       110       120 
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.5  bits: 17.4 E():   76 
Smith-Waterman score: 40; 25.6% identity (59.0% similar) in 39 aa overlap (42-80:54-92) 
 
              20        30        40        50        60        70  
AAD-12 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     :. . : . . : : .  : . ..:.:  : 
gi|117 KAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAG 
            30        40        50        60        70        80    
 
              80                      
AAD-12 YGMDTTATP                      
        . .. :.:                      
gi|117 GSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
            90       100       110    
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 49; 28.8% identity (55.8% similar) in 52 aa overlap (3-54:373-421) 
 
                                           10        20        30   
AAD-12                             YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :: ::  .:   : :..:    .  . ::  
gi|558 ATLSDLLNRNNTFKPFAEYKSDYVYQPVPKPVWAQ--IFVWLVKPGAGI-MVMDPYGAAI 
            350       360       370         380        390          
 
             40        50        60        70        80             
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP             
       .:  ::.  . :....  .. :                                       
gi|558 SATPEAATPFPHRKDVLFNIQYVNYWFDEAGGAAPLQWSKDMYRFMEPYVSKNPRQAYAN 
     400       410       420       430       440       450          
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 68.1  bits: 14.6 E():   80 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (48-62:1-15) 
 
        20        30        40        50        60        70        
AAD-12 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                     :: . : : ..::..                
gi|323                               ARTAWVDSGAQLGELSY              
                                             10                     
 
        80 
AAD-12 ATP 
 
>>gi|4006947|emb|CAA07320.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 17.4 E():   81 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (3-21:32-50) 
 
                                           10        20        30   
AAD-12                             YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
             40        50        60        70        80            
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
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gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|4006963|emb|CAA07328.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 17.4 E():   81 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (3-21:32-50) 
 
                                           10        20        30   
AAD-12                             YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
             40        50        60        70        80            
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 41; 30.0% identity (65.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .   :. :.:.. . ::           
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQAIKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|212 EASKYKYSRHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTKY 
               70        80        90       100       110       120 
 
>>gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 41; 30.0% identity (65.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .   :. :.:.. . ::           
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQAIKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|212 EASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTKY 
               70        80        90       100       110       120 
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (2-21:30-49) 
 
                                           10        20        30   
AAD-12                             YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFPE 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP             
                                                                    
gi|437 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISHKY 
               70        80        90       100       110       120 
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (2-21:31-50) 
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                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:   : ::: . . ::           
gi|534 MGVFNYEDEATSVIAPARLFKSFVLDADNLIPKVAPENVSSAENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|534 EGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|125 MGVFNYETEATSVIPAARLFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
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              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|125 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 48; 27.1% identity (58.6% similar) in 70 aa overlap (11-75:82-150) 
 
                                   10        20        30           
AAD-12                     YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD--ALDEA 
                                     : .:.:  .:. . .  :..     : ..  
gi|170 MAKFPQFAGKDLETLKGTGQFATHAGRIVGFVSEIVALMGNSANMPAMETLIKDMAANHK 
              60        70        80        90       100       110  
 
       40          50         60        70        80      
AAD-12 TRALVHQRSA--RHSLV-YSQSKLGHVQQAGSAYIGYGMDTTATP      
       .:.. . .    : ::: : :::..  .. :.:.   :.:           
gi|170 ARGIPKAQFNEFRASLVSYLQSKVSWNDSLGAAWT-QGLDNVFNMMFSYL 
             120       130       140        150       160 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
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 initn:  41 init1:  41 opt:  41  Z-score: 67.5  bits: 17.7 E():   87 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (2-21:31-50) 
 
                                            10        20        30  
AAD-12                              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|154 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP            
                                                                    
gi|154 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.4 E():   87 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (43-64:6-27) 
 
             20        30        40        50        60        70   
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159                          IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
                                        10        20        30      
 
             80                                                     
AAD-12 GMDTTATP                                                     
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFXQFYQPDAYPSGAWY 
          40        50        60        70        80        90      
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 67.3  bits: 18.6 E():   88 
Smith-Waterman score: 44; 28.9% identity (57.9% similar) in 38 aa overlap (43-80:3-38) 
 
             20        30        40        50        60        70   
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     ::: ..  .:  . . ..    . .: .:: 
gi|398                             MAVHQYTV--ALFLAVALVAGPAASYAADLGY 
                                             10        20        30 
 
             80                                                     
AAD-12 GMDTTATP                                                     
       :  : :.:                                                     
gi|398 GPATPAAPAAGYTPATPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKY 
               40        50        60        70        80        90 
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 67.2  bits: 18.0 E():   89 
Smith-Waterman score: 42; 29.6% identity (70.4% similar) in 27 aa overlap (50-76:76-101) 
 
      20        30        40        50        60        70          
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::.. ..:... :  ..   :: ::    
gi|549 LKIHNDFRNKVARGLETRGNPGPQPPAKNMNNLVWN-NELANIAQIWASQCKYGHDTCKD 
          50        60        70        80         90       100     
 
      80                                                            
AAD-12 P                                                            
                                                                    
gi|549 TTKYNVGQNIAVSSSTAAVYENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWA 
          110       120       130       140       150       160     
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.4 E():   90 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (33-61:101-129) 
 
             10        20        30        40        50        60   
AAD-12 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
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               80        90       100       110       120       130 
 
             70        80 
AAD-12 QQAGSAYIGYGMDTTATP 
                          
gi|273 RRRR               
                          
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.4 E():   90 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (33-61:101-129) 
 
             10        20        30        40        50        60   
AAD-12 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
             70        80 
AAD-12 QQAGSAYIGYGMDTTATP 
                          
gi|273 RRRR               
                          
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 67.1  bits: 19.0 E():   90 
Smith-Waterman score: 45; 20.6% identity (51.5% similar) in 68 aa overlap (18-80:297-364) 
 
                            10        20        30          40      
AAD-12              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA--YDALDEATRALVHQ 
                                     :.:: .  . .  .  . : :.  .  :   
gi|166 FTDNVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLA 
        270       280       290       300       310       320       
 
             50        60        70        80                       
AAD-12 RS---ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP                       
       :.   : .:....  .   . . :. ..  : : . ::                       
gi|166 RTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTSSA 
        330       340       350       360       370       380       
 
gi|166 GVFSCRPGAPC 
        390        
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 67.1  bits: 19.0 E():   90 
Smith-Waterman score: 45; 20.6% identity (51.5% similar) in 68 aa overlap (18-80:297-364) 
 
                            10        20        30          40      
AAD-12              YMPVMAQGAVFSAEVVPAVGGRTCFADMRAA--YDALDEATRALVHQ 
                                     :.:: .  . .  .  . : :.  .  :   
gi|113 FTDNVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLA 
        270       280       290       300       310       320       
 
             50        60        70        80                       
AAD-12 RS---ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP                       
       :.   : .:....  .   . . :. ..  : : . ::                       
gi|113 RTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTSSA 
        330       340       350       360       370       380       
 
gi|113 GVFSCHPGAPC 
        390        
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.1  bits: 14.9 E():   91 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (70-80:2-12) 
 
      40        50        60        70        80             
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP             
                                     .::.  : :.:             
gi|751                              DLGYAPATPAAPGAGYTPATPAAP 
                                            10        20     
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>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 67.1  bits: 15.5 E():   91 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (60-80:5-25) 
 
      30        40        50        60        70        80          
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP          
                                     :.: .: :  : : .   :.:          
gi|462                           TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXL 
                                         10        20        30     
 
gi|462 SSA 
           
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 66.9  bits: 18.6 E():   92 
Smith-Waterman score: 44; 26.7% identity (70.0% similar) in 30 aa overlap (41-70:232-259) 
 
               20        30        40        50        60        70 
AAD-12 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                     : .:  :. ::....:..  . ::. . .. 
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIH--SVVHSIIMQQQQQQQQQQGIDIFL 
             210       220       230         240       250          
 
               80                                                   
AAD-12 GYGMDTTATP                                                   
                                                                    
gi|170 PLSQHEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSIMRAPFAS 
     260       270       280       290       300       310          
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.1 E():   94 
Smith-Waterman score: 39; 53.8% identity (69.2% similar) in 13 aa overlap (26-38:72-84) 
 
                    10        20        30        40        50      
AAD-12      YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
                                     ::.::  ::  .:                  
gi|131 ELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDE 
              50        60        70        80        90       100  
 
          60        70        80 
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATP 
                                 
gi|131 FGALVDKWGAKG              
             110                 
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 66.8  bits: 18.3 E():   94 
Smith-Waterman score: 43; 47.6% identity (71.4% similar) in 21 aa overlap (4-24:8-24) 
 
                   10        20        30        40        50       
AAD-12     YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
              .:. :::..: :   ::: .:                                 
gi|286 MGSLANNIMVVGAVLAALV---VGG-SCGPPKVPPGPNITTNYNGKWLTARATWYGQPNG 
               10           20         30        40        50       
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 18.0 E():   95 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (38-71:71-104) 
 
        10        20        30        40        50        60        
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 
                                     :   :: .:.: .   ::..      : :  
gi|221 AQRPDNRIESEGGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGR 
               50        60        70        80        90       100 
 
        70        80                                                
AAD-12 AYIGYGMDTTATP                                                
       .:.:                                                         
gi|221 GYFGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQKVHRFDEGDLIAV 
              110       120       130       140       150       160 
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>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.4 E():   96 
Smith-Waterman score: 40; 46.7% identity (66.7% similar) in 15 aa overlap (10-24:16-30) 
 
                     10        20        30        40        50     
AAD-12       YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                      ::   .: :::.. :                               
gi|217 MASKSNYNLLFTALLVFIFAAVAAVGNEDCTPWTSTLITPLPSCRNYVEEQACRIEMPGP 
               10        20        30        40        50        60 
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.4 E():   96 
Smith-Waterman score: 40; 35.3% identity (70.6% similar) in 17 aa overlap (7-23:30-46) 
 
                                      10        20        30        
AAD-12                        YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                    :::. ...  :  ::..               
gi|476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVQGATVAVDCRPFNGGESKLKAEATTDGLGWY 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP                  
                                                                    
gi|476 KIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQGIRYANPIAFFR 
               70        80        90       100       110       120 
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 18.0 E():   99 
Smith-Waterman score: 42; 33.3% identity (71.4% similar) in 21 aa overlap (60-80:72-92) 
 
      30        40        50        60        70        80          
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP          
                                     : ...: .::   : ...:.:          
gi|383 TASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEE 
              50        60        70        80        90       100  
 
gi|383 EEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEEL 
             110       120       130       140       150       160  
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.3  bits: 19.0 E():   99 
Smith-Waterman score: 45; 43.8% identity (81.2% similar) in 16 aa overlap (27-42:217-232) 
 
                   10        20        30        40        50       
AAD-12     YMPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     :...: .:::  :.:.               
gi|144 AEVYQKLKALAKKTYGQSAGNVGDEGGVAPDIQTAEEALDLITKAIEEAGYTGKIKIAMD 
        190       200       210       220       230       240       
 
         60        70        80                                     
AAD-12 SKLGHVQQAGSAYIGYGMDTTATP                                     
                                                                    
gi|144 VASSEFYKADEKKYDLDFKNPDSDKSKWLTYEQLAEMYKSLAEKYPIVSIEDPFAEDDWE 
        250       260       270       280       290       300       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:49 2011 done: Fri Jan 21 00:02:49 2011 
 Total Scan time:  0.070 Total Display time:  0.070 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
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Query: fasta_input.txt 
  1>>>AAD-12: 115  - 194 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     2     2:* 
  32     5     8:==* 
  34    15    22:=====  * 
  36    35    44:============  * 
  38    47    73:================        * 
  40    70   102:========================         * 
  42   102   125:==================================       * 
  44   101   138:==================================           * 
  46   139   140:==============================================* 
  48   141   134:============================================*== 
  50   128   122:========================================*== 
  52   131   108:===================================*======== 
  54    98    92:==============================*== 
  56    63    77:=====================    * 
  58    72    63:====================*=== 
  60    43    51:=============== * 
  62    41    41:=============* 
  64    55    33:==========*======== 
  66    56    26:========*========== 
  68    37    20:======*====== 
  70    21    16:=====*= 
  72    18    12:===*== 
  74    12    10:===* 
  76    19     8:==*==== 
  78     5     6:=* 
  80     4     5:=* 
  82     3     3:* 
  84     8     3:*== 
  86     4     2:*= 
  88     3     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     2     1:*         :*= 
  94     1     1:*         :* 
  96     1     1:*         :* 
  98     3     0:=         *=== 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     1     0:=         *= 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.48780.0033; mu= 7.9380 0.173 
 mean_var=34.7434 8.790, 0's: 2 Z-trim: 3  B-trim: 186 in 1/43 
 Lambda= 0.217590 
 Kolmogorov-Smirnov  statistic: 0.0916 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   74 28.1    0.16 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   64 24.9     0.5 
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gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   62 24.3     1.6 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   62 24.3     1.7 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   58 23.0     1.7 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   57 22.7     2.5 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   57 22.7     2.7 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   57 22.7     3.4 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   57 22.7     3.5 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   55 22.1     4.2 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   53 21.5     5.5 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   53 21.5     5.5 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   52 21.1     6.1 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   52 21.2     7.4 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.2     7.8 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.8     8.5 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.8     8.8 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.8     8.8 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.8       9 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   51 20.8      10 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   51 20.8      10 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   51 20.8      10 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   51 20.8      10 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   56 22.5      11 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   49 20.2      11 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   55 22.1      12 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   56 22.5      13 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   56 22.5      14 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 18.3      14 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   49 20.2      15 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 22.5      17 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 22.5      17 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   48 19.9      19 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 19.6      23 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 19.3      23 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 19.6      24 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 19.6      24 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   52 21.2      24 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 19.6      24 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 19.6      24 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   49 20.2      27 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.3      27 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   46 19.3      29 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   49 20.2      29 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   46 19.3      30 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   46 19.3      30 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   46 19.3      30 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   46 19.3      30 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   46 19.3      30 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   46 19.3      30 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   46 19.3      30 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   46 19.3      30 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   46 19.3      30 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   46 19.3      30 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   46 19.3      30 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   46 19.3      30 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 20.2      32 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.6      32 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   44 18.6      32 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   47 19.6      35 
gi|21757|emb|CAA26383.1| unnamed protein product [ ( 296)   48 19.9      35 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   45 19.0      37 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   45 19.0      37 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   45 19.0      37 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   45 19.0      37 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   49 20.2      40 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   50 20.6      40 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   47 19.6      42 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 20.9      43 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 17.7      43 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   43 18.3      43 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   44 18.6      45 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   44 18.6      45 
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gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   44 18.6      45 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   44 18.6      45 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   44 18.6      45 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   44 18.6      46 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   44 18.6      46 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   44 18.6      46 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   44 18.6      46 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   44 18.6      46 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   44 18.6      46 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   44 18.6      46 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   49 20.3      48 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   43 18.3      52 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   46 19.3      52 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 19.9      52 
gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Glo ( 151)   43 18.3      54 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.7      54 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   43 18.3      55 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   46 19.3      55 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   46 19.3      57 
gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa] ( 160)   43 18.3      57 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   43 18.3      57 
gi|1321714|emb|CAA96546.1| major allergen Bet v 1  ( 160)   43 18.3      57 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   44 18.7      58 
gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Veno ( 204)   44 18.7      58 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   44 18.7      58 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   41 17.7      60 
gi|56417506|gb|AAV90694.1| GE-rich salivary protei ( 266)   45 19.0      60 
gi|56417504|gb|AAV90693.1| 30 kDa salivary gland a ( 271)   45 19.0      61 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.3      62 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 19.3      63 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   50 20.6      65 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   50 20.6      65 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   47 19.6      66 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   48 19.9      67 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 17.4      69 
gi|4376221|emb|CAA04828.1| pollen allergen, Betv1  ( 159)   42 18.0      70 
gi|402745|emb|CAA47357.1| Car b I [Carpinus betulu ( 159)   42 18.0      70 
gi|4376219|emb|CAA04826.1| pollen allergen, Betv1  ( 159)   42 18.0      70 
gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=M ( 160)   42 18.0      70 
gi|4006961|emb|CAA07327.1| pollen allergen Betv1,  ( 160)   42 18.0      70 
gi|167472837|gb|ABZ81040.1| pollen allergen Car b  ( 160)   42 18.0      70 
gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 ( 160)   42 18.0      70 
gi|1321722|emb|CAA96542.1| major allergen Bet v 1  ( 160)   42 18.0      70 
gi|167472843|gb|ABZ81043.1| pollen allergen Car b  ( 160)   42 18.0      70 
gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 ( 160)   42 18.0      70 
gi|167472839|gb|ABZ81041.1| pollen allergen Car b  ( 160)   42 18.0      70 
gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=M ( 160)   42 18.0      70 
gi|4006965|emb|CAA07329.1| pollen allergen Betv1,  ( 160)   42 18.0      70 
gi|1321724|emb|CAA96543.1| major allergen Bet v 1  ( 160)   42 18.0      70 
gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 ( 160)   42 18.0      70 
gi|4006967|emb|CAA07330.1| pollen allergen Betv1,  ( 160)   42 18.0      70 
gi|1321718|emb|CAA96540.1| major allergen Bet v 1  ( 160)   42 18.0      70 
gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=M ( 160)   42 18.0      70 
gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=M ( 160)   42 18.0      70 
gi|167472841|gb|ABZ81042.1| pollen allergen Car b  ( 160)   42 18.0      70 
gi|167472845|gb|ABZ81044.1| pollen allergen Car b  ( 160)   42 18.0      70 
gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 ( 160)   42 18.0      70 
gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 ( 160)   42 18.0      70 
gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 ( 160)   42 18.0      70 
gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=M ( 160)   42 18.0      70 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   46 19.3      71 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   46 19.3      71 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.6      75 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   40 17.4      77 
gi|4006963|emb|CAA07328.1| pollen allergen Betv1,  ( 120)   40 17.4      82 
gi|4006947|emb|CAA07320.1| pollen allergen Betv1,  ( 120)   40 17.4      82 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 14.5      86 
gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allerge ( 159)   41 17.7      86 
gi|4376216|emb|CAA04823.1| pollen allergen, Betv1  ( 159)   41 17.7      86 
gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allerge ( 159)   41 17.7      86 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   44 18.7      87 
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gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [ ( 160)   41 17.7      87 
gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [ ( 160)   41 17.7      87 
gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=M ( 160)   41 17.7      87 
gi|4006945|emb|CAA07319.1| pollen allergen Betv1,  ( 160)   41 17.7      87 
gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]  ( 160)   41 17.7      87 
gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula pl ( 160)   41 17.7      87 
gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [ ( 160)   41 17.7      87 
gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=M ( 160)   41 17.7      87 
gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 ( 160)   41 17.7      87 
gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   41 17.7      87 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 17.4      87 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   42 18.0      89 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   40 17.4      90 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   40 17.4      90 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   44 18.7      91 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   43 18.4      93 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   40 17.4      94 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   42 18.0      94 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 15.5      95 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.1      95 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 14.8      96 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   40 17.4      96 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   40 17.4      96 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   45 19.0      97 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   42 18.0      98 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  57 init1:  57 opt:  74  Z-score: 116.5  bits: 28.1 E(): 0.16 
Smith-Waterman score: 74; 24.6% identity (54.1% similar) in 61 aa overlap (19-79:309-363) 
 
                           10        20        30        40         
AAD-12             MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR 
                                     :.: :  : :.  ..: .      : ..:  
gi|113 HGFFQVVNNNYDKWGSYAIGGSASPTILSQGNRFCAPDERSKKNVLGR------HGEAAA 
      280       290       300       310       320             330   
 
       50        60        70        80                             
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL                             
       .:. ..      : . :. ... :.: . ::                              
gi|113 ESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEPGESALSLTSSAGVLSCQP 
            340       350       360       370       380       390   
 
gi|113 GAPC 
            
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  64  Z-score: 107.8  bits: 24.9 E():  0.5 
Smith-Waterman score: 64; 29.5% identity (63.9% similar) in 61 aa overlap (8-66:9-65) 
 
                10        20        30          40        50        
AAD-12  MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSK 
               : :.: :. : : .    :.:  .: :  ..:..:.   ....:.:.: : . 
gi|111 MKFAIVLIACFAASVL-AQGHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQ 
               10         20        30        40           50       
 
        60        70        80                                      
AAD-12 LGHVQQAGSAYIGYGMDTTATPL                                      
       : ....  :                                                    
gi|111 LDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKI 
         60        70        80        90       100       110       
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  62  Z-score: 98.8  bits: 24.3 E():  1.6 
Smith-Waterman score: 62; 26.5% identity (55.4% similar) in 83 aa overlap (8-78:183-265) 
 
                                      10        20            30    
AAD-12                        MPVMAQGAVFSAEVVPAVGG----RTCFADMRAAYDA 
                                     :.:.  .  ..::      :. ...::    
gi|168 QIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQ 
            160       170       180       190       200       210   
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            40              50        60          70        80      
AAD-12 LDEATRALVHQ------RSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATPL      
          :: : . :      ..:  . . ..:.. .:.:  .:.: .. :  ::::        
gi|168 AYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAA 
            220       230       240       250       260       270   
 
gi|168 TVAAGGYKV 
            280  
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  62  Z-score: 98.5  bits: 24.3 E():  1.7 
Smith-Waterman score: 62; 26.5% identity (55.4% similar) in 83 aa overlap (8-78:192-274) 
 
                                      10        20            30    
AAD-12                        MPVMAQGAVFSAEVVPAVGG----RTCFADMRAAYDA 
                                     :.:.  .  ..::      :. ...::    
gi|330 QIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQ 
             170       180       190       200       210       220  
 
            40              50        60          70        80      
AAD-12 LDEATRALVHQ------RSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATPL      
          :: : . :      ..:  . . ..:.. .:.:  .:.: .. :  ::::        
gi|330 AYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAA 
             230       240       250       260       270       280  
 
gi|330 TVAAGGYKV 
             290 
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 98.4  bits: 23.0 E():  1.7 
Smith-Waterman score: 58; 26.9% identity (57.7% similar) in 52 aa overlap (24-75:26-77) 
 
                 10        20        30        40        50         
AAD-12   MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                :::      :.  . . :  ..:.   :.... .. 
gi|527 MVHHITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNV 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 GHVQQAGSAYIGYGMDTTATPL                                       
        :::.:.. :   .: :                                            
gi|527 DHVQDAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAG 
               70        80        90       100       110       120 
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  50 init1:  50 opt:  57  Z-score: 95.4  bits: 22.7 E():  2.5 
Smith-Waterman score: 57; 26.7% identity (60.0% similar) in 45 aa overlap (2-46:9-52) 
 
                      10        20        30        40        50    
AAD-12        MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
               :..  ... :. .. :. :. :.: :    . : :. :  : :..        
gi|189 MASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPL-EGCREYVAQQTCGVTIAG 
               10        20        30        40         50          
 
            60        70        80                                  
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPL                                  
                                                                    
gi|189 SPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFA 
      60        70        80        90       100       110          
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  47 init1:  47 opt:  57  Z-score: 94.6  bits: 22.7 E():  2.7 
Smith-Waterman score: 57; 20.0% identity (55.3% similar) in 85 aa overlap (1-79:31-109) 
 
                                             10        20           
AAD-12                               MPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :. : :.. . ::     . ::  
gi|132 MGVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICF- 
               10        20        30        40        50           
 
          30        40         50        60        70        80     
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AAD-12 DMRAAYDALDEATRALVHQR-SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL     
       :  . .. . . .. . .   : :.:.. ...   ....     :.: .  .:.:      
gi|132 DEGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEK-----INYEIKIVASPHGGSI 
      60        70        80        90            100       110     
 
gi|132 LKSISKYHTIGDHELKDEQIKAGKEKASGLFKAVEGYLLAHSDAYN 
          120       130       140       150       160 
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 92.9  bits: 22.7 E():  3.4 
Smith-Waterman score: 57; 29.3% identity (60.3% similar) in 58 aa overlap (25-77:93-149) 
 
                     10        20        30             40          
AAD-12       MPVMAQGAVFSAEVVPAVGGRTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|144 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
             70        80        90       100        110       120  
 
      50        60        70        80                              
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPL                              
       .. :  .:. .: .:...:.. :  : :                                 
gi|144 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
             130       140       150       160       170       180  
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 92.7  bits: 22.7 E():  3.5 
Smith-Waterman score: 57; 29.3% identity (60.3% similar) in 58 aa overlap (25-77:97-153) 
 
                     10        20        30             40          
AAD-12       MPVMAQGAVFSAEVVPAVGGRTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|622 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
         70        80        90       100       110        120      
 
      50        60        70        80                              
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPL                              
       .. :  .:. .: .:...:.. :  : :                                 
gi|622 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
         130       140       150       160       170       180      
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 91.2  bits: 22.1 E():  4.2 
Smith-Waterman score: 55; 40.0% identity (70.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :::.. . ::           
gi|165 MGVFTHENEITSAIPPGRLFKAFVLDADNLIPKLAPHAIKSAEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|165 EGSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSILKNTSK 
               70        80        90       100       110       120 
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 89.2  bits: 21.5 E():  5.5 
Smith-Waterman score: 53; 27.9% identity (62.3% similar) in 61 aa overlap (8-66:9-65) 
 
                10        20        30          40        50        
AAD-12  MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSK 
               : :.: :. :   .    :.:  .: :  ..:..:.   ....:.:.: : . 
gi|420 MKFAIVLIACFAASVL-AQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQ 
               10         20        30        40           50       
 
        60        70        80                                      
AAD-12 LGHVQQAGSAYIGYGMDTTATPL                                      
       : ....  :                                                    
gi|420 LDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKI 
         60        70        80        90       100       110       
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>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 89.2  bits: 21.5 E():  5.5 
Smith-Waterman score: 53; 27.9% identity (62.3% similar) in 61 aa overlap (8-66:9-65) 
 
                10        20        30          40        50        
AAD-12  MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSK 
               : :.: :. :   .    :.:  .: :  ..:..:.   ....:.:.: : . 
gi|111 MKFAIVLIACFAASVL-AQEHKPEKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQ 
               10         20        30        40           50       
 
        60        70        80                                      
AAD-12 LGHVQQAGSAYIGYGMDTTATPL                                      
       : ....  :                                                    
gi|111 LDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKI 
         60        70        80        90       100       110       
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 88.4  bits: 21.1 E():  6.1 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (26-66:11-50) 
 
               10        20        30          40        50         
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                                :.:  .: :  ..:..:.   ....:.:.: : .: 
gi|160                GSQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
                              10        20           30        40   
 
       60        70        80                                       
AAD-12 GHVQQAGSAYIGYGMDTTATPL                                       
        ....  :                                                     
gi|160 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
             50        60        70        80        90       100   
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 86.9  bits: 21.2 E():  7.4 
Smith-Waterman score: 52; 24.4% identity (60.0% similar) in 45 aa overlap (2-46:9-52) 
 
                      10        20        30        40        50    
AAD-12        MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
               :..  ... :. .. .. :. :.: :    . : :. :  : :..        
gi|439 MASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPL-EGCREYVAQQTCGVTIAG 
               10        20        30        40         50          
 
            60        70        80                                  
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPL                                  
                                                                    
gi|439 SPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDF 
      60        70        80        90       100       110          
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 86.5  bits: 21.2 E():  7.8 
Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (31-54:29-52) 
 
               10        20        30        40        50        60 
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 
                                     : : :::  : .  ..: .: .::       
gi|144   KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLS 
                 10        20        30        40        50         
 
               70        80                                         
AAD-12 VQQAGSAYIGYGMDTTATPL                                         
                                                                    
gi|144 DSKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAG 
       60        70        80        90       100       110         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.8  bits: 22.8 E():  8.5 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (27-66:372-411) 
 
                   10        20        30        40        50       
AAD-12     MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
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                                     . : :  : . .  . :  .  ::..:.   
gi|224 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             350       360       370       380       390       400  
 
         60        70        80                                     
AAD-12 KLGHVQQAGSAYIGYGMDTTATPL                                     
         .::: . :                                                   
gi|224 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             410       420       430       440       450       460  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.5  bits: 22.8 E():  8.8 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (27-66:392-431) 
 
                   10        20        30        40        50       
AAD-12     MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|199 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
         60        70        80                                     
AAD-12 KLGHVQQAGSAYIGYGMDTTATPL                                     
         .::: . :                                                   
gi|199 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             430       440       450       460       470       480  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.5  bits: 22.8 E():  8.8 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (27-66:392-431) 
 
                   10        20        30        40        50       
AAD-12     MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|571 GNRSPHIYDPQRWFTQNCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
         60        70        80                                     
AAD-12 KLGHVQQAGSAYIGYGMDTTATPL                                     
         .::: . :                                                   
gi|571 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFA 
             430       440       450       460       470       480  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.4  bits: 22.8 E():    9 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (27-66:400-439) 
 
                   10        20        30        40        50       
AAD-12     MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|213 RSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
     370       380       390       400       410       420          
 
         60        70        80                                     
AAD-12 KLGHVQQAGSAYIGYGMDTTATPL                                     
         .::: . :                                                   
gi|213 GRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLA 
     430       440       450       460       470       480          
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.5  bits: 20.8 E():   10 
Smith-Waterman score: 51; 45.0% identity (70.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :::.. . ::           
gi|131 MGVFNYETEFTSVIPPARLFNAFVLDADNLIPKIAPQAVKSAEILEGDGGVGTIKKINFG 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 4260



 

 

gi|131 EGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSHY 
               70        80        90       100       110       120 
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.5  bits: 20.8 E():   10 
Smith-Waterman score: 51; 45.0% identity (70.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :::.. . ::           
gi|602 MGVFTYESEFTSVIPPARLFNAFVLDADNLIPKIAPQAVKSAEILEGDGGVGTIKKINFG 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|602 EGSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIKSTSHY 
               70        80        90       100       110       120 
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.5  bits: 20.8 E():   10 
Smith-Waterman score: 51; 45.0% identity (70.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :::.. . ::           
gi|279 MGVFTYESEFTSVIPPARLFNAFVLDADNLIPKIAPQAVKSAEILEGDGGVGTIKKINFG 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|279 EGSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSHY 
               70        80        90       100       110       120 
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 84.4  bits: 20.8 E():   10 
Smith-Waterman score: 51; 45.0% identity (70.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  .: :::.: . ::           
gi|444 MGVFTYADESTSVIPPPRLFKALVLEADTLIPKIAPQSVKSAEIVEGDGGVGTIKKISFG 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|444 EGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSN 
               70        80        90       100       110       120 
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 84.1  bits: 22.5 E():   11 
Smith-Waterman score: 56; 28.9% identity (52.6% similar) in 38 aa overlap (29-66:371-408) 
 
                 10        20        30        40        50         
AAD-12   MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :  : . .  ..:  .  ::..:      
gi|370 RSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGR 
              350       360       370       380       390       400 
 
       60        70        80                                       
AAD-12 GHVQQAGSAYIGYGMDTTATPL                                       
       .::: . :                                                     
gi|370 AHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGE 
              410       420       430       440       450       460 
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 84.1  bits: 20.2 E():   11 
Smith-Waterman score: 49; 22.4% identity (56.9% similar) in 58 aa overlap (6-63:4-59) 
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               10        20        30        40        50        60 
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 
            .:.. .:.:. :. :     : .: . :   :...    ..:    . .:.: :  
gi|777   MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFA--IIDQDKSGF 
                 10        20        30        40          50       
 
               70        80                                
AAD-12 VQQAGSAYIGYGMDTTATPL                                
       ...                                                 
gi|777 IEEDELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH 
         60        70        80        90       100        
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  55  Z-score: 83.1  bits: 22.1 E():   12 
Smith-Waterman score: 55; 34.2% identity (60.5% similar) in 38 aa overlap (44-75:198-235) 
 
            20        30        40        50              60        
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL------GHVQQAGSA 
                                     ::. :..:  .:. :      :  ..: .  
gi|303 LVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALAD 
       170       180       190       200       210       220        
 
        70        80                                                
AAD-12 YIGYGMDTTATPL                                                
        .:.::::                                                     
gi|303 VLGFGMDTETARKVRGEDDQRGHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICS 
       230       240       250       260       270       280        
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  56  Z-score: 82.2  bits: 22.5 E():   13 
Smith-Waterman score: 56; 27.8% identity (63.9% similar) in 36 aa overlap (44-79:539-574) 
 
            20        30        40        50        60        70    
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.:.. .   . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYP 
      510       520       530       540       550       560         
 
            80                                                      
AAD-12 DTTATPL                                                      
        ..  :                                                       
gi|217 TSVQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQP 
      570       580       590       600       610       620         
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 82.1  bits: 22.5 E():   14 
Smith-Waterman score: 56; 25.0% identity (63.9% similar) in 36 aa overlap (44-79:551-586) 
 
            20        30        40        50        60        70    
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.... . . . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYP 
              530       540       550       560       570       580 
 
            80                                                      
AAD-12 DTTATPL                                                      
        .   :                                                       
gi|217 TSLQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQP 
              590       600       610       620       630       640 
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 81.8  bits: 18.3 E():   14 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (59-79:5-25) 
 
       30        40        50        60        70        80         
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL         
                                     :.:..: :. .::  .  :.:          
gi|462                           AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKN 
                                         10        20        30     
 
gi|462 LNSA 
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>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 81.4  bits: 20.2 E():   15 
Smith-Waterman score: 49; 35.7% identity (52.4% similar) in 42 aa overlap (8-38:37-78) 
 
                                      10        20              30  
AAD-12                        MPVMAQGAVFSAEVVPAVGGR------TCFADMRAAY 
                                     :. : :.: . ::       :   : ...: 
gi|145 EEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSY 
         10        20        30        40        50        60       
 
                   40        50        60        70        80       
AAD-12 -----DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL       
            ::.::::                                                 
gi|145 VLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAP 
         70        80        90       100       110       120       
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 80.5  bits: 22.5 E():   17 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (54-71:283-300) 
 
            30        40        50        60        70        80    
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL    
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 80.4  bits: 22.5 E():   17 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (54-71:289-306) 
 
            30        40        50        60        70        80    
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL    
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
 
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.3  bits: 19.9 E():   19 
Smith-Waterman score: 48; 40.0% identity (70.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  .: .::.: . ::           
gi|444 MGVFTYSDESTSVIPPPRLFKALVLEADTLIPKIAPQSVKTAEIVEGDGGVGTIKKISFG 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|444 EGSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTSN 
               70        80        90       100       110       120 
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.0  bits: 19.6 E():   23 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (27-43:14-30) 
 
               10        20        30        40        50        60 
AAD-12 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 
                                 .: :.: .:.  .. .:                  
gi|219              MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEE 
                            10        20        30        40        
 
               70        80                                         
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AAD-12 VQQAGSAYIGYGMDTTATPL                                         
                                                                    
gi|219 NDLQQLIIEIDADGSGELEFDEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGYIPT 
        50        60        70        80        90       100        
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.9  bits: 19.3 E():   23 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (2-17:66-81) 
 
                                            10        20        30  
AAD-12                              MPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
              40        50        60        70        80 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
                                                         
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS                      
         100       110       120                         
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.8  bits: 19.6 E():   24 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (15-31:141-157) 
 
                               10        20        30        40     
AAD-12                 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
           50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.8  bits: 19.6 E():   24 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (15-31:141-157) 
 
                               10        20        30        40     
AAD-12                 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
           50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 77.7  bits: 21.2 E():   24 
Smith-Waterman score: 52; 24.3% identity (73.0% similar) in 37 aa overlap (34-69:143-179) 
 
            10        20        30        40        50         60   
AAD-12 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG-HVQ 
                                     .::   .:.: .. .. .::  .... .:. 
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
             70        80                                           
AAD-12 QAGSAYIGYGMDTTATPL                                           
       . :...:                                                      
gi|215 NNGDVFILLVPNFVFVWTGKHSNRMERTTAIRVANDLKSELNRFKLSSVILEDGKEVEQT 
            180       190       200       210       220       230   
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.6  bits: 19.6 E():   24 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (15-31:144-160) 
 
                               10        20        30        40     
AAD-12                 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
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           120       130       140       150       160              
 
           50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.6  bits: 19.6 E():   24 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (15-31:144-160) 
 
                               10        20        30        40     
AAD-12                 MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
           50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  83 init1:  49 opt:  49  Z-score: 76.6  bits: 20.2 E():   27 
Smith-Waterman score: 49; 21.9% identity (59.4% similar) in 32 aa overlap (45-76:179-210) 
 
           20        30        40        50        60        70     
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :.  .:.. .... :. ::      : :.. 
gi|219 MWQQSSCHVMQQQCCQQLSQIPEQSRYDAIRAITYSIILQEQQQGQSQQQQPQQSGQGVS 
      150       160       170       180       190       200         
 
           80                                                       
AAD-12 TTATPL                                                       
        .                                                           
gi|219 QSQQQSQQQLGQCSFQQPQQQLGQQPQQQQVQQGTFLQPHQIAHLEVMTSIALRTLPTMC 
      210       220       230       240       250       260         
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 76.6  bits: 19.3 E():   27 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (27-44:126-143) 
 
                   10        20        30        40        50       
AAD-12     MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . ::..::: :..: ...             
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG         
         100       110       120       130       140                
 
         60        70        80 
AAD-12 KLGHVQQAGSAYIGYGMDTTATPL 
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 76.2  bits: 19.3 E():   29 
Smith-Waterman score: 46; 26.2% identity (52.3% similar) in 65 aa overlap (5-67:34-95) 
 
                                         10        20        30     
AAD-12                           MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
                                     : :.  :.:.: . ::   .  .  . :.  
gi|604 FTFDDQATSPVAPATLYNALAKDADNIIPKAVGSFQSVEIVEGNGGPGTIKKISFVEDG- 
            10        20        30        40        50        60    
 
           40          50        60        70        80             
AAD-12 DEATRALVHQRSA--RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL             
          :. ..:.  .  . .: :: : .: :    .:                          
gi|604 --ETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTISY 
               70        80        90       100       110       120 
 
gi|604 HGKGDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
              130       140       150      
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.1  bits: 20.2 E():   29 
Smith-Waterman score: 49; 20.5% identity (59.1% similar) in 44 aa overlap (2-45:76-119) 
 
                                            10        20        30  
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AAD-12                              MPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :...:   :: .  :..  .. :....    
gi|170 QQPPFSQQQQQPLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQQQLV 
          50        60        70        80        90       100      
 
              40        50        60        70        80            
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL            
          ..  . ::.:.                                               
gi|170 LPPQQQQQQLVQQQIPIVQPSVLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVM 
         110       120       130       140       150       160      
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.0  bits: 19.3 E():   30 
Smith-Waterman score: 46; 35.0% identity (70.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. .::.. . ::           
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|459 EGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISHY 
               70        80        90       100       110       120 
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 76.0  bits: 19.3 E():   30 
Smith-Waterman score: 46; 22.2% identity (53.7% similar) in 54 aa overlap (1-43:31-84) 
 
                                             10        20           
AAD-12                               MPVMAQGAVFSAEVVPAVGG-----RTCFA 
                                     .: .:  :.  ::.. . ::     .  :. 
gi|304 MGLYTFENEFTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
                30        40        50        60        70          
AAD-12 D------MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
       .      ..   :..:::. . ..                                     
gi|304 EGSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISHY 
               70        80        90       100       110       120 
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.0  bits: 19.3 E():   30 
Smith-Waterman score: 46; 35.0% identity (70.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. .::.. . ::           
gi|753 MGVCTFENEFTSEIPPSRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|753 EGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISHY 
               70        80        90       100       110       120 
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.0  bits: 19.3 E():   30 
Smith-Waterman score: 46; 35.0% identity (70.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. .::.. . ::           
gi|886 MGVYTFENEFTSEIPPSRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
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gi|886 EGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIKSISHY 
               70        80        90       100       110       120 
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.0  bits: 19.3 E():   30 
Smith-Waterman score: 46; 35.0% identity (70.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. .::.. . ::           
gi|134 MGVYTFENEFTSEIPPSRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|134 EGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISHY 
               70        80        90       100       110       120 
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.0  bits: 19.3 E():   30 
Smith-Waterman score: 46; 35.0% identity (70.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. .::.. . ::           
gi|165 MGVYTFENEFTSEIPPSRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|165 EGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISHY 
               70        80        90       100       110       120 
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.0  bits: 19.3 E():   30 
Smith-Waterman score: 46; 35.0% identity (70.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. .::.. . ::           
gi|459 MGVYTFENEFTSEIPPSRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|459 EGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIKSISHY 
               70        80        90       100       110       120 
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.0  bits: 19.3 E():   30 
Smith-Waterman score: 46; 35.0% identity (70.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. .::.. . ::           
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|459 EGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISHY 
               70        80        90       100       110       120 
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.0  bits: 19.3 E():   30 
Smith-Waterman score: 46; 40.0% identity (70.0% similar) in 20 aa overlap (1-20:31-50) 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 4267



 

 

 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.:.. . ::           
gi|602 MGVFTYEFEFTSVIPPARLYNAFVLDADNLIPKIAPQAVKSTEILEGDGGVGTIKKINFG 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|602 EGSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISHY 
               70        80        90       100       110       120 
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.0  bits: 19.3 E():   30 
Smith-Waterman score: 46; 35.0% identity (70.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. .::.. . ::           
gi|459 MGVYTFENEYTSEIPPSRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|459 EGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISHY 
               70        80        90       100       110       120 
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.0  bits: 19.3 E():   30 
Smith-Waterman score: 46; 35.0% identity (70.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. .::.. . ::           
gi|459 MGVCTFENEFTSEIPPSRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|459 EGSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISHY 
               70        80        90       100       110       120 
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 46; 40.0% identity (70.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  .: .::.: . ::           
gi|444 MGVFTYADESTSVITPPRLFKALVLEADTLIPKIAPQSVKGAEIVEGDGGVGTIKKISFG 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|444 EGSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSN 
               70        80        90       100       110       120 
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.4  bits: 20.2 E():   32 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (64-80:200-216) 
 
            40        50        60        70        80              
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL              
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
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gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 75.3  bits: 19.6 E():   32 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (24-45:74-98) 
 
                      10        20        30           40        50 
AAD-12        MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---DEATRALVHQRSARHS 
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
 
               60        70        80                               
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPL                               
                                                                    
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 75.3  bits: 18.6 E():   32 
Smith-Waterman score: 44; 32.4% identity (56.8% similar) in 37 aa overlap (1-37:65-101) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .:  ..::. ::  . :.:: :  :   :  
gi|117 DEERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAK 
           40        50        60        70        80        90     
 
               40        50        60        70        80 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
        .  .:.                                            
gi|117 EEEKEESDDDMGFGLFD                                  
          100       110                                   
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.7  bits: 19.6 E():   35 
Smith-Waterman score: 47; 33.3% identity (52.8% similar) in 36 aa overlap (24-59:159-191) 
 
                      10        20        30        40        50    
AAD-12        MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :   . : ..::   :   :: .  :.:   
gi|136 TNTEKLPTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFEIR---HQLTQIHGLYR 
      130       140       150       160       170          180      
 
            60        70        80                       
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPL                       
       :..: :                                            
gi|136 SSDKTGGYWKITMNDGSTYQSDLSKKFEYNTEKPPINIDEIKTIEAEIN 
         190       200       210       220       230     
 
>>gi|21757|emb|CAA26383.1| unnamed protein product [Trit  (296 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.6  bits: 19.9 E():   35 
Smith-Waterman score: 48; 21.3% identity (61.7% similar) in 47 aa overlap (33-79:200-246) 
 
             10        20        30        40        50        60   
AAD-12 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :. ....:.. ... :..   :: .: . : 
gi|217 SQVLQQSTYQPLQQLCCQQLWQIPEQSRCQAIHNVVHAIILHQQQRQQQPSSQVSLQQPQ 
     170       180       190       200       210       220          
 
             70        80                                           
AAD-12 QAGSAYIGYGMDTTATPL                                           
       :   .  :. . .  .:                                            
gi|217 QQYPSGQGFFQPSQQNPQAQGSVQPQQLPQFEEIRNLALQTLPRMCNVYIPPYCSTTIAP 
     230       240       250       260       270       280          
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 74.3  bits: 19.0 E():   37 
Smith-Waterman score: 45; 27.0% identity (64.9% similar) in 37 aa overlap (7-43:49-84) 
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                                       10        20        30       
AAD-12                         MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|144 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
         40        50        60        70        80                 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL                 
       :  : ..                                                      
gi|144 AGLAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEAT 
        80        90       100       110       120       130        
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.3  bits: 19.0 E():   37 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  ::  ::.. . ::           
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNLIPKIAPQAVKCAEILEGDGGPGTIKKITFG 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|901 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIKTTSKY 
               70        80        90       100       110       120 
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.2  bits: 19.0 E():   37 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  ::  ::.. . ::           
gi|880 MGVYTYENEFTSDIPAPKLFKAFVLDADNLIPKIAPQAVKCAEILEGDGGPGTIKKITFG 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|880 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVIKTTSK 
               70        80        90       100       110       120 
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.2  bits: 19.0 E():   37 
Smith-Waterman score: 45; 40.0% identity (65.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  ::  ::.. . ::           
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNLIPKIAPQAVKCAEILEGDGGPGTIKKITFG 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|901 EGSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTIIKTTSK 
               70        80        90       100       110       120 
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.6  bits: 20.2 E():   40 
Smith-Waterman score: 49; 36.7% identity (66.7% similar) in 30 aa overlap (39-68:43-72) 
 
       10        20        30        40        50        60         
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.. . .:: . : : ..::..  : : : 
gi|558 RVRSGGHDYEGLSYRSLQPENFAVVDLNQMRAVLVDGKARTAWVDSGAQLGELYYAISKY 
             20        30        40        50        60        70   
 
       70        80                                                 
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AAD-12 IGYGMDTTATPL                                                 
                                                                    
gi|558 SRTLAFPAGVCPTIGVGGNLAGGGFGMLLRKYGIAAENVIDVKLVDANGKLHDKKSMGDD 
             80        90       100       110       120       130   
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.6  bits: 20.6 E():   40 
Smith-Waterman score: 50; 25.6% identity (58.1% similar) in 43 aa overlap (29-71:426-468) 
 
                 10        20        30        40        50         
AAD-12   MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     :  ....:   :.. :.  . .:    ..  
gi|258 AERGFFYRNGIYSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNH 
         400       410       420       430       440       450      
 
       60        70        80                                       
AAD-12 GHVQQAGSAYIGYGMDTTATPL                                       
       : .::::.  . :                                                
gi|258 GVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQISREQARQLKYNR 
         460       470       480       490       500       510      
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.3  bits: 19.6 E():   42 
Smith-Waterman score: 47; 36.0% identity (76.0% similar) in 25 aa overlap (27-51:106-130) 
 
                   10        20        30        40        50       
AAD-12     MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     ...: . :.:::.:  ... ::. :      
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
 
         60        70        80                                     
AAD-12 KLGHVQQAGSAYIGYGMDTTATPL                                     
                                                                    
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 73.1  bits: 20.9 E():   43 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (57-71:609-623) 
 
         30        40        50        60        70        80       
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL       
                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 73.1  bits: 17.7 E():   43 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (42-63:37-58) 
 
              20        30        40        50        60        70  
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
              80  
AAD-12 GMDTTATPL  
                  
gi|162 VPQLEIVPNS 
         70       
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.0  bits: 18.3 E():   43 
Smith-Waterman score: 43; 26.0% identity (52.0% similar) in 50 aa overlap (3-52:30-79) 
 
                                          10        20        30    
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AAD-12                            MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                                    .  .:.. :.:   .   : :   . :.    
gi|253 TGPYCYAGMGLPINPLEGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHC 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL              
         ::.: .. .::  .: :                                          
gi|253 RCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNAPYCLGLDI 
               70        80        90       100       110       120 
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.6  bits: 18.6 E():   45 
Smith-Waterman score: 44; 35.0% identity (65.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :.  ::.. . ::           
gi|425 MGVYTFENEYTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGGPGTIKKITFG 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|425 EGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHY 
               70        80        90       100       110       120 
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.6  bits: 18.6 E():   45 
Smith-Waterman score: 44; 35.0% identity (65.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :.  ::.. . ::           
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGGPGTIKKITFG 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|459 EGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIKSISHY 
               70        80        90       100       110       120 
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.6  bits: 18.6 E():   45 
Smith-Waterman score: 44; 35.0% identity (65.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :.  ::.. . ::           
gi|753 MGVYTFENEYTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGGPGTTKKITFG 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|753 EGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHY 
               70        80        90       100       110       120 
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.6  bits: 18.6 E():   45 
Smith-Waterman score: 44; 35.0% identity (65.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :.  ::.. . ::           
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGGPGTIKKITFG 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
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gi|459 EGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHY 
               70        80        90       100       110       120 
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.6  bits: 18.6 E():   45 
Smith-Waterman score: 44; 35.0% identity (65.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :.  ::.. . ::           
gi|459 MGVYTFENEYTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGGPGTIKKITFG 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|459 EGSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHY 
               70        80        90       100       110       120 
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|132 MGVFNYETESTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|132 EGSPFKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 44; 35.0% identity (65.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :.  ::.. . ::           
gi|901 MGGYTYENEFTSDIPAPKLFKAFVLDADNLIPKIAPQAIKCAEILEGDGGPGTIKKITFG 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|901 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTSK 
               70        80        90       100       110       120 
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (1-20:31-50) 
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                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|584 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|584 EGSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 44; 35.0% identity (65.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :.  ::.. . ::           
gi|901 MGVYTYENEFTSDIPAPKLFKAFVLDADNLIPKIAPQAIKCAEILEGDGGPGTIKKITFG 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|901 EGSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTSK 
               70        80        90       100       110       120 
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 44; 40.0% identity (65.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 44; 45.0% identity (65.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: : . ::           
gi|154 MGVFNYEAETTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFS 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|154 EGSPVKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 49; 37.9% identity (62.1% similar) in 29 aa overlap (42-70:74-102) 
 
              20        30        40        50        60        70  
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     : .:.: .   ::.. :    : ::.:.:  
gi|112 NRIESEGGYIETWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGL 
            50        60        70        80        90       100    
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              80                                                    
AAD-12 GMDTTATPL                                                    
                                                                    
gi|112 IFPGCPSTYEEPAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTG 
           110       120       130       140       150       160    
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.6  bits: 18.3 E():   52 
Smith-Waterman score: 49; 24.4% identity (55.6% similar) in 45 aa overlap (2-46:9-52) 
 
                      10        20        30        40        50    
AAD-12        MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
               :..   .. :. .. .. :  :.: :    . : :. :  : :..        
gi|217 MASKSSISPLLLATVLVSVFAAATATGPYCYAGMGLPINPL-EGCREYVAQQTCGISISG 
               10        20        30        40         50          
 
            60        70        80                                  
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPL                                  
                                                                    
gi|217 SAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDF 
      60        70        80        90       100       110          
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.5  bits: 19.3 E():   52 
Smith-Waterman score: 46; 25.0% identity (62.5% similar) in 40 aa overlap (33-72:195-233) 
 
             10        20        30        40        50        60   
AAD-12 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :.:  ..:.  :.. :...   :..  . : 
gi|624 SKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIVHAIFMQQGQRQGVQIVQQQ-PQPQ 
          170       180       190       200       210        220    
 
             70        80                                           
AAD-12 QAGSAYIGYGMDTTATPL                                           
       :.:.  .  :                                                   
gi|624 QVGQCVLVQGQGVVQPQQLAQMEAIRTLVLQSVPSMCNFNVPPNCSTIKAPFVGVVTGVG 
           230       240       250       260       270       280    
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 71.5  bits: 19.9 E():   52 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (26-40:431-446) 
 
                    10        20        30         40        50     
AAD-12      MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYS 
                                     :..: :::.: ...::               
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA               
              410       420       430       440                     
 
           60        70        80 
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATPL 
 
>>gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Globin   (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.3  bits: 18.3 E():   54 
Smith-Waterman score: 43; 30.6% identity (55.6% similar) in 36 aa overlap (10-45:115-150) 
 
                                    10        20        30          
AAD-12                      MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                     : :  :  . ..: ::  .::. :  .:   
gi|121 IGDLPNIDGDVTTFVASHTPRGVTHDQLNNFRAGFVSYMKAHTDFAGAEAAWGATLDAFF 
           90       100       110       120       130       140     
 
      40        50        60        70        80 
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
       ..:  .                                    
gi|121 GMVFAKM                                   
          150                                    
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.2  bits: 18.7 E():   54 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (44-59:46-61) 
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            20        30        40        50        60        70    
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
            80                                                      
AAD-12 DTTATPL                                                      
                                                                    
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 71.1  bits: 18.3 E():   55 
Smith-Waterman score: 43; 29.0% identity (67.7% similar) in 31 aa overlap (7-37:49-78) 
 
                                       10        20        30       
AAD-12                         MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|186 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVRLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
         40        50        60        70        80                 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL                 
       :                                                            
gi|186 AGLGYTYTTIGGDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEAT 
        80        90       100       110       120       130        
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.0  bits: 19.3 E():   55 
Smith-Waterman score: 46; 25.4% identity (55.9% similar) in 59 aa overlap (13-71:161-216) 
 
                                 10        20        30        40   
AAD-12                   MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
                                     .:.:: :    .  ..::...   :: :   
gi|249 MDDASVGSVSSEFHVIESAIEVITYIGEEVKVIPA-GEVEVINKVKAAFST--AATAADE 
              140       150       160        170       180          
 
             50        60        70        80                       
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL                       
          . . ..  :. . .  . .:.:: ::                                
gi|249 APANDKFTVFVSSFNKAIKETTGGAYAGYKFIPTLEAAVKQAYAASSATAPEVKYAVFET 
       190       200       210       220       230       240        
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.8  bits: 19.3 E():   57 
Smith-Waterman score: 46; 55.6% identity (66.7% similar) in 18 aa overlap (64-79:21-38) 
 
            40        50        60          70        80            
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGS--AYIGYGMDTTATPL            
                                     :::  : .:::  : :.:             
gi|330           MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAP 
                         10        20        30        40        50 
 
gi|330 AGAEPAGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLS 
               60        70        80        90       100       110 
 
>>gi|261407|gb|AAB24432.1| Aln g I [Alnus glutinosa]      (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|261 MGVFNYEAETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|261 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
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               70        80        90       100       110       120 
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|226 MGVFNYEVETPSVISAARLFKSYVLDGDKLIPKVAPQAITSVENVGGNGGPGTIKNITFG 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|226 EGSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSK 
               70        80        90       100       110       120 
 
>>gi|1321714|emb|CAA96546.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :: :.: . . ::           
gi|132 MGVFNYETETPSVIPAARLFKAFILDGDKLLPKVAPEAVSSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|132 EGSPFKYVKERVDEVDRVNFKYSFSVIEGGAVGDALEKVCNEIKIVAAPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.7  bits: 18.7 E():   58 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (50-75:76-100) 
 
      20        30        40        50        60        70          
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
      80                                                            
AAD-12 L                                                            
                                                                    
gi|549 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.7  bits: 18.7 E():   58 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (50-75:76-100) 
 
      20        30        40        50        60        70          
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
      80                                                            
AAD-12 L                                                            
                                                                    
gi|549 AKYQVGQNVALTGSTAAVYNDPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 70.6  bits: 18.7 E():   58 
Smith-Waterman score: 44; 29.6% identity (77.8% similar) in 27 aa overlap (49-75:77-102) 
 
       20        30        40        50        60        70         
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AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::... .:... :. ..  .:: ::    
gi|549 LKVHNDFRQKVAKGLETRGNPGPQPPAKNMNNLVWND-ELANIAQVWASQCNYGHDTCKD 
         50        60        70        80         90       100      
 
       80                                                           
AAD-12 PL                                                           
                                                                    
gi|549 TEKYPVGQNIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWA 
         110       120       130       140       150       160      
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 70.4  bits: 17.7 E():   60 
Smith-Waterman score: 41; 22.2% identity (70.4% similar) in 27 aa overlap (18-44:36-61) 
 
                            10        20        30        40        
AAD-12              MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA 
                                     ..:..  :: . ... ::.   ....:    
gi|207 IVSEKDIDAALESVKAAGSFNYKIFFQKVGLAGKSA-ADAKKVFEILDRDKSGFIEQDEL 
          10        20        30        40         50        60     
 
        50        60        70        80             
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL             
                                                     
gi|207 GLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
           70        80        90       100          
 
>>gi|56417506|gb|AAV90694.1| GE-rich salivary protein 30  (266 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.4  bits: 19.0 E():   60 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (44-74:183-213) 
 
            20        30        40        50        60        70    
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
            160       170       180       190       200       210   
 
            80                                                
AAD-12 DTTATPL                                                
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
            220       230       240       250       260       
 
>>gi|56417504|gb|AAV90693.1| 30 kDa salivary gland aller  (271 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 19.0 E():   61 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (44-74:188-218) 
 
            20        30        40        50        60        70    
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
       160       170       180       190       200       210        
 
            80                                                
AAD-12 DTTATPL                                                
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
       220       230       240       250       260       270  
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.1  bits: 18.3 E():   62 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (44-58:138-152) 
 
            20        30        40        50        60        70    
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
            80    
AAD-12 DTTATPL    
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gi|391 ASIDTILTKV 
       170        
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.0  bits: 19.3 E():   63 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (69-78:284-293) 
 
       40        50        60        70        80                   
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL                   
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 69.8  bits: 20.6 E():   65 
Smith-Waterman score: 50; 28.9% identity (60.5% similar) in 38 aa overlap (26-63:827-864) 
 
                    10        20        30        40        50      
AAD-12      MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     ...:: :  :.:   :   :. ..: : .. 
gi|377 NEKVKVYKRQMQEQEGMSQQNLTRVRRFQRELEAAEDRADQAESNLSFIRAKHRSWVTTS 
        800       810       820       830       840       850       
 
          60        70        80 
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPL 
       .  : ..:                  
gi|377 QVPGGTRQVFTTQEETTNY       
        860       870            
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 69.8  bits: 20.6 E():   65 
Smith-Waterman score: 57; 39.4% identity (63.6% similar) in 33 aa overlap (45-77:4-31) 
 
           20        30        40        50        60        70     
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :::..  .:..:. ::   .:.  : :: : 
gi|219                            MAARSAKY--MYQSSRAGH---GGDISIEYGTD 
                                            10           20         
 
           80                                                       
AAD-12 TTATPL                                                       
         :                                                          
gi|219 LGALTRLEDKIRLLSEDLESERELRQRVEREKSDITVQLMNLTERLEETEGSSESVTEMN 
       30        40        50        60        70        80         
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.6  bits: 19.6 E():   66 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (41-62:332-353) 
 
               20        30        40        50        60        70 
AAD-12 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     : :     ::..:. .  :.::         
gi|259 LTTLNSLNLPILKWLQLSVEKGVLYKNALVLPHWNLNSHSIIYGCKGKGQVQVVDNFGNR 
             310       320       330       340       350       360  
 
               80                                                   
AAD-12 YGMDTTATPL                                                   
                                                                    
gi|259 VFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRAMTSPLAGRTSVLGGMPEEVL 
             370       380       390       400       410       420  
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.5  bits: 19.9 E():   67 
Smith-Waterman score: 48; 22.9% identity (57.1% similar) in 35 aa overlap (35-69:339-373) 
 
           10        20        30        40        50        60     
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
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                                     ::  .:  . :  : . ...:.. : . .: 
gi|131 LLQPVSTPGEFELFFGAGGENPESFFKSFSDEILEAAFNTRRDRLQRIFGQQRQGVIVKA 
      310       320       330       340       350       360         
 
           70        80                                             
AAD-12 GSAYIGYGMDTTATPL                                             
       .   .                                                        
gi|131 SEEQVRAMSRHEEGGIWPFGGESKGTINIYQQRPTHSNQYGQLHEVDASQYRQLRDLDLT 
      370       380       390       400       410       420         
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.3  bits: 17.4 E():   69 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (54-71:26-43) 
 
            30        40        50        60        70        80    
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL    
                                     : .. :. :: :..  ::             
gi|897      EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQ 
                    10        20        30        40        50      
 
gi|897 QGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
          60        70        80        90       100  
 
>>gi|4376221|emb|CAA04828.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (1-20:30-49) 
 
                                            10        20        30  
AAD-12                              MPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL            
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
 
>>gi|402745|emb|CAA47357.1| Car b I [Carpinus betulus]    (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (1-20:30-49) 
 
                                            10        20        30  
AAD-12                              MPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: : . ::            
gi|402 GVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFAE 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL            
                                                                    
gi|402 GSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSKF 
               70        80        90       100       110       120 
 
>>gi|4376219|emb|CAA04826.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (1-20:30-49) 
 
                                            10        20        30  
AAD-12                              MPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFPE 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL            
                                                                    
gi|437 GSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNKY 
               70        80        90       100       110       120 
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>>gi|1168701|sp|P45431.2|BEV1B_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|4006961|emb|CAA07327.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|400 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|167472837|gb|ABZ81040.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSILKISSK 
               70        80        90       100       110       120 
 
>>gi|1545877|emb|CAB02207.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDNLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1321722|emb|CAA96542.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
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gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYAYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|167472843|gb|ABZ81043.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545887|emb|CAB02212.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472839|gb|ABZ81041.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSVVKISSK 
               70        80        90       100       110       120 
 
>>gi|1168706|sp|P43180.2|BEV1G_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
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               70        80        90       100       110       120 
 
>>gi|4006965|emb|CAA07329.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKLVATPDGGSILEISNK 
               70        80        90       100       110       120 
 
>>gi|1321724|emb|CAA96543.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1545891|emb|CAB02214.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELKIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|4006967|emb|CAA07330.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILEGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|400 EGSPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1321718|emb|CAA96540.1| major allergen Bet v 1 [Bet  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
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AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|132 MGVFNYETETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|132 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKLVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168710|sp|P43186.2|BEV1M_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILDGDNLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1168708|sp|P43184.2|BEV1K_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|167472841|gb|ABZ81042.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|167 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|167472845|gb|ABZ81044.1| pollen allergen Car b 1 is  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|167 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
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gi|167 EGIPFKFVKERVDEVDNANFKYSYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545893|emb|CAB02215.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVMPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKFSYTVIEGDVLGDKLEKVSLELTIVAAPGGGSILKISGK 
               70        80        90       100       110       120 
 
>>gi|1545875|emb|CAB02206.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDGDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1545879|emb|CAB02208.1| pollen allergen Car b 1 [Ca  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 40.0% identity (65.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: : . ::           
gi|154 MGVFNYEAETPSVIPAARLFKSYVLDFDKLIPKVAPQAISSVENVGGNGGPGTIKNITFA 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|154 EGSPFKFVKERVDEVDNANFKYNYTVIEGDVLGDKLEKVSHELKIVAAPGGGSIVKISSK 
               70        80        90       100       110       120 
 
>>gi|1168702|sp|P43176.2|BEV1C_BETVE RecName: Full=Major  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 35.0% identity (65.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYESETTSVIPAARLFKAFILEGDTLIPKVAPQAISSVENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|116 EGSPFKYVKERVDEVDHANFKYSYSMIEGGALGDTLEKICNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.0  bits: 19.3 E():   71 
Smith-Waterman score: 46; 19.7% identity (52.1% similar) in 71 aa overlap (17-80:297-365) 
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                             10        20             30        40  
AAD-12               MPVMAQGAVFSAEVVPAVGGRT-----CFADMRAAYDALDEATRAL 
                                     :.:: .     : ..   : :  :.  . . 
gi|113 FTDNVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPD--DQIKKNV 
        270       280       290       300       310         320     
 
                50        60        70        80                    
AAD-12 VHQRS--ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL                    
       . . .  : .:....  .   . . :. ..  : : . ::.                    
gi|113 LARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTS 
          330       340       350       360       370       380     
 
gi|113 SAGVFSCHPGAPC 
          390        
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.0  bits: 19.3 E():   71 
Smith-Waterman score: 46; 19.7% identity (52.1% similar) in 71 aa overlap (17-80:297-365) 
 
                             10        20             30        40  
AAD-12               MPVMAQGAVFSAEVVPAVGGRT-----CFADMRAAYDALDEATRAL 
                                     :.:: .     : ..   : :  :.  . . 
gi|166 FTDNVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPD--DQIKKNV 
        270       280       290       300       310         320     
 
                50        60        70        80                    
AAD-12 VHQRS--ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL                    
       . . .  : .:....  .   . . :. ..  : : . ::.                    
gi|166 LARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTS 
          330       340       350       360       370       380     
 
gi|166 SAGVFSCRPGAPC 
          390        
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 68.7  bits: 19.6 E():   75 
Smith-Waterman score: 49; 28.8% identity (55.8% similar) in 52 aa overlap (2-53:373-421) 
 
                                            10        20        30  
AAD-12                              MPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :: ::  .:   : :..:    .  . ::  
gi|558 ATLSDLLNRNNTFKPFAEYKSDYVYQPVPKPVWAQ--IFVWLVKPGAGI-MVMDPYGAAI 
            350       360       370         380        390          
 
              40        50        60        70        80            
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL            
       .:  ::.  . :....  .. :                                       
gi|558 SATPEAATPFPHRKDVLFNIQYVNYWFDEAGGAAPLQWSKDMYRFMEPYVSKNPRQAYAN 
     400       410       420       430       440       450          
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 17.4 E():   77 
Smith-Waterman score: 40; 25.6% identity (59.0% similar) in 39 aa overlap (41-79:54-92) 
 
               20        30        40        50        60        70 
AAD-12 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     :. . : . . : : .  : . ..:.:  : 
gi|117 KAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAG 
            30        40        50        60        70        80    
 
               80                     
AAD-12 YGMDTTATPL                     
        . .. :.:                      
gi|117 GSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
            90       100       110    
 
>>gi|4006963|emb|CAA07328.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.4 E():   82 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (2-20:32-50) 
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                                            10        20        30  
AAD-12                              MPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              40        50        60        70        80           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|4006947|emb|CAA07320.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.4 E():   82 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (2-20:32-50) 
 
                                            10        20        30  
AAD-12                              MPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
              40        50        60        70        80           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 67.6  bits: 14.5 E():   86 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (47-61:1-15) 
 
         20        30        40        50        60        70       
AAD-12 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                     :: . : : ..::..                
gi|323                               ARTAWVDSGAQLGELSY              
                                             10                     
 
         80 
AAD-12 ATPL 
 
>>gi|212291464|gb|ACJ23861.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 41; 30.0% identity (65.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .   :. :.:.. . ::           
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQAIKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|212 EASKYKYSKHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTKY 
               70        80        90       100       110       120 
 
>>gi|4376216|emb|CAA04823.1| pollen allergen, Betv1 [Bet  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (1-20:30-49) 
 
                                            10        20        30  
AAD-12                              MPVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                    .: .:  :. :.: . . ::            
gi|437 GVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFPE 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL            
                                                                    
gi|437 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISHKY 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 4287



 

 

               70        80        90       100       110       120 
 
>>gi|212291468|gb|ACJ23863.1| Cas s 1 pollen allergen [C  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 41; 30.0% identity (65.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .   :. :.:.. . ::           
gi|212 MGVFTHESQETSVIPPARLFKAFVLDSDNLIPKVLPQAIKSTEIIEGNGGPGTIKKITFG 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|212 EASKYKYSRHRIDALDPENCTYSFSVIEGDVLTDIENVSTETKFVASPDGGTIMKSTTKY 
               70        80        90       100       110       120 
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 67.5  bits: 18.7 E():   87 
Smith-Waterman score: 44; 28.9% identity (57.9% similar) in 38 aa overlap (42-79:3-38) 
 
              20        30        40        50        60        70  
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     ::: ..  .:  . . ..    . .: .:: 
gi|398                             MAVHQYTV--ALFLAVALVAGPAASYAADLGY 
                                             10        20        30 
 
              80                                                    
AAD-12 GMDTTATPL                                                    
       :  : :.:                                                     
gi|398 GPATPAAPAAGYTPATPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKY 
               40        50        60        70        80        90 
 
>>gi|2564224|emb|CAA05188.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|2564228|emb|CAA05190.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168709|sp|P43185.2|BEV1L_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
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AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYETEATSVIPAARMFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|4006945|emb|CAA07319.1| pollen allergen Betv1, isof  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|400 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|400 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|534898|emb|CAA54696.1| 1 Sc-3 [Betula pendula]       (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 41; 40.0% identity (60.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:   : ::: . . ::           
gi|534 MGVFNYEDEATSVIAPARLFKSFVLDADNLIPKVAPENVSSAENIEGNGGPGTIKKITFP 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|534 EGSHFKYMKHRVDEIDHANFKYCYSIIEGGPLGDTLEKISYEIKIVAAPGGGSILKITSK 
               70        80        90       100       110       120 
 
>>gi|12583681|dbj|BAB21489.1| Bet vI jap1 [Betula platyp  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|125 MGVFNYETEATSVIPAARLFKAFILDGDKLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|125 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|2564220|emb|CAA05186.1| pollen allergen Betv1 [Betu  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|256 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
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gi|256 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1168703|sp|P43177.2|BEV1D_BETVE RecName: Full=Major  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|116 MGVFNYEIETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKINFP 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|116 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPVGDTLEKISNEIKIVATPDGGCVLKISNK 
               70        80        90       100       110       120 
 
>>gi|1542871|emb|CAB02160.1| pollen allergen Bet v 1 [Be  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 41; 35.0% identity (65.0% similar) in 20 aa overlap (1-20:31-50) 
 
                                             10        20        30 
AAD-12                               MPVMAQGAVFSAEVVPAVGGRTCFADMRAA 
                                     .: .:  :. :.: . . ::           
gi|154 MGVFNYETETTSVIPAARLFKAFILDGDNLVPKVAPQAISSVENIEGNGGPGTIKKISFP 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL           
                                                                    
gi|154 EGFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNK 
               70        80        90       100       110       120 
 
>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 48; 27.1% identity (58.6% similar) in 70 aa overlap (10-74:82-150) 
 
                                    10        20        30          
AAD-12                      MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYD--ALDEA 
                                     : .:.:  .:. . .  :..     : ..  
gi|170 MAKFPQFAGKDLETLKGTGQFATHAGRIVGFVSEIVALMGNSANMPAMETLIKDMAANHK 
              60        70        80        90       100       110  
 
        40          50         60        70        80     
AAD-12 TRALVHQRSA--RHSLV-YSQSKLGHVQQAGSAYIGYGMDTTATPL     
       .:.. . .    : ::: : :::..  .. :.:.   :.:           
gi|170 ARGIPKAQFNEFRASLVSYLQSKVSWNDSLGAAWT-QGLDNVFNMMFSYL 
             120       130       140        150       160 
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.4 E():   87 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (42-63:6-27) 
 
              20        30        40        50        60        70  
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159                          IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
                                        10        20        30      
 
              80                                                    
AAD-12 GMDTTATPL                                                    
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFXQFYQPDAYPSGAWY 
          40        50        60        70        80        90      
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 67.3  bits: 18.0 E():   89 
Smith-Waterman score: 42; 29.6% identity (70.4% similar) in 27 aa overlap (49-75:76-101) 
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       20        30        40        50        60        70         
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::.. ..:... :  ..   :: ::    
gi|549 LKIHNDFRNKVARGLETRGNPGPQPPAKNMNNLVWN-NELANIAQIWASQCKYGHDTCKD 
          50        60        70        80         90       100     
 
       80                                                           
AAD-12 PL                                                           
                                                                    
gi|549 TTKYNVGQNIAVSSSTAAVYENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWA 
          110       120       130       140       150       160     
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.4 E():   90 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (32-60:101-129) 
 
              10        20        30        40        50        60  
AAD-12 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
              70        80 
AAD-12 QQAGSAYIGYGMDTTATPL 
                           
gi|273 RRRR                
                           
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.4 E():   90 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (32-60:101-129) 
 
              10        20        30        40        50        60  
AAD-12 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
              70        80 
AAD-12 QQAGSAYIGYGMDTTATPL 
                           
gi|273 RRRR                
                           
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 67.1  bits: 18.7 E():   91 
Smith-Waterman score: 44; 26.7% identity (70.0% similar) in 30 aa overlap (40-69:232-259) 
 
      10        20        30        40        50        60          
AAD-12 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                     : .:  :. ::....:..  . ::. . .. 
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIH--SVVHSIIMQQQQQQQQQQGIDIFL 
             210       220       230         240       250          
 
      70        80                                                  
AAD-12 GYGMDTTATPL                                                  
                                                                    
gi|170 PLSQHEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSIMRAPFAS 
     260       270       280       290       300       310          
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 66.9  bits: 18.4 E():   93 
Smith-Waterman score: 43; 47.6% identity (71.4% similar) in 21 aa overlap (3-23:8-24) 
 
                    10        20        30        40        50      
AAD-12      MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
              .:. :::..: :   ::: .:                                 
gi|286 MGSLANNIMVVGAVLAALV---VGG-SCGPPKVPPGPNITTNYNGKWLTARATWYGQPNG 
               10           20         30        40        50       
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>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 66.8  bits: 17.4 E():   94 
Smith-Waterman score: 40; 24.1% identity (46.6% similar) in 58 aa overlap (9-57:12-69) 
 
                  10        20        30                 40         
AAD-12    MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---------DEATRALVHQRSAR 
                  :..: :   . :     . : :.: :         :.. ..:.:      
gi|856 MKFIITLFAAIVMAAAVSGFIVGDKKEDEWRMAFDRLMMEELETKIDQVEKGLLHLSEQY 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL                             
       . :  ..::                                                    
gi|856 KELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLNMFERYNYEFALESIKLL 
               70        80        90       100       110       120 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 18.0 E():   94 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (37-70:71-104) 
 
         10        20        30        40        50        60       
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 
                                     :   :: .:.: .   ::..      : :  
gi|221 AQRPDNRIESEGGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGR 
               50        60        70        80        90       100 
 
         70        80                                               
AAD-12 AYIGYGMDTTATPL                                               
       .:.:                                                         
gi|221 GYFGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQKVHRFDEGDLIAV 
              110       120       130       140       150       160 
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 66.7  bits: 15.5 E():   95 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (59-79:5-25) 
 
       30        40        50        60        70        80         
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL         
                                     :.: .: :  : : .   :.:          
gi|462                           TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXL 
                                         10        20        30     
 
gi|462 SSA 
           
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.1 E():   95 
Smith-Waterman score: 39; 53.8% identity (69.2% similar) in 13 aa overlap (25-37:72-84) 
 
                     10        20        30        40        50     
AAD-12       MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
                                     ::.::  ::  .:                  
gi|131 ELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDE 
              50        60        70        80        90       100  
 
           60        70        80 
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATPL 
                                  
gi|131 FGALVDKWGAKG               
             110                  
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 66.6  bits: 14.8 E():   96 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (69-79:2-12) 
 
       40        50        60        70        80            
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL            
                                     .::.  : :.:             
gi|751                              DLGYAPATPAAPGAGYTPATPAAP 
                                            10        20     
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>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.4 E():   96 
Smith-Waterman score: 40; 46.7% identity (66.7% similar) in 15 aa overlap (9-23:16-30) 
 
                      10        20        30        40        50    
AAD-12        MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                      ::   .: :::.. :                               
gi|217 MASKSNYNLLFTALLVFIFAAVAAVGNEDCTPWTSTLITPLPSCRNYVEEQACRIEMPGP 
               10        20        30        40        50        60 
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.4 E():   96 
Smith-Waterman score: 40; 35.3% identity (70.6% similar) in 17 aa overlap (6-22:30-46) 
 
                                       10        20        30       
AAD-12                         MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                    :::. ...  :  ::..               
gi|476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVQGATVAVDCRPFNGGESKLKAEATTDGLGWY 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL                 
                                                                    
gi|476 KIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQGIRYANPIAFFR 
               70        80        90       100       110       120 
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.6  bits: 19.0 E():   97 
Smith-Waterman score: 45; 43.8% identity (81.2% similar) in 16 aa overlap (26-41:217-232) 
 
                    10        20        30        40        50      
AAD-12      MPVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     :...: .:::  :.:.               
gi|144 AEVYQKLKALAKKTYGQSAGNVGDEGGVAPDIQTAEEALDLITKAIEEAGYTGKIKIAMD 
        190       200       210       220       230       240       
 
          60        70        80                                    
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPL                                    
                                                                    
gi|144 VASSEFYKADEKKYDLDFKNPDSDKSKWLTYEQLAEMYKSLAEKYPIVSIEDPFAEDDWE 
        250       260       270       280       290       300       
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 18.0 E():   98 
Smith-Waterman score: 42; 33.3% identity (71.4% similar) in 21 aa overlap (59-79:72-92) 
 
       30        40        50        60        70        80         
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL         
                                     : ...: .::   : ...:.:          
gi|383 TASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEE 
              50        60        70        80        90       100  
 
gi|383 EEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEEL 
             110       120       130       140       150       160  
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:49 2011 done: Fri Jan 21 00:02:50 2011 
 Total Scan time:  0.070 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
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Query: fasta_input.txt 
  1>>>AAD-12: 116  - 195 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     3     2:* 
  32     6     8:==* 
  34    16    22:====== * 
  36    36    44:============  * 
  38    41    73:==============          * 
  40    70   102:========================         * 
  42    98   125:=================================        * 
  44   104   138:===================================          * 
  46   143   140:==============================================*= 
  48   144   134:============================================*=== 
  50   128   122:========================================*== 
  52   131   108:===================================*======== 
  54   100    92:==============================*=== 
  56    62    77:=====================    * 
  58    70    63:====================*=== 
  60    41    51:==============  * 
  62    46    41:=============*== 
  64    64    33:==========*=========== 
  66    70    26:========*=============== 
  68    22    20:======*= 
  70    22    16:=====*== 
  72    19    12:===*=== 
  74     9    10:===* 
  76     7     8:==* 
  78     4     6:=* 
  80     8     5:=*= 
  82     2     3:* 
  84     4     3:*= 
  86     4     2:*= 
  88     4     2:*=         inset = represents 1 library sequences 
  90     2     1:* 
  92     2     1:*         :*= 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     3     0:=         *=== 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     1     0:=         *= 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.50740.00331; mu= 7.8682 0.173 
 mean_var=34.6187 8.764, 0's: 2 Z-trim: 3  B-trim: 186 in 1/43 
 Lambda= 0.217981 
 Kolmogorov-Smirnov  statistic: 0.0929 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.080 
 
The best scores are:                                      opt bits E(1491) 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   74 28.1    0.16 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   64 24.9     0.5 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   62 24.3     1.6 
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gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   62 24.3     1.7 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   58 23.0     1.7 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   57 22.7     2.5 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   57 22.7     3.4 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   57 22.7     3.5 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   55 22.1     4.2 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   59 23.4       5 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   53 21.5     5.5 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   53 21.5     5.5 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   52 21.2     6.1 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   53 21.5     6.5 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   52 21.2     7.4 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.2     7.7 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.8     8.5 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.8     8.9 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.8     8.9 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.8       9 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   49 20.2      11 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   56 22.4      11 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   56 22.5      13 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   56 22.5      14 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 18.3      14 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   49 20.2      15 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   49 20.2      15 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   49 20.2      15 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   49 20.2      15 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   49 20.2      16 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 22.5      17 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 22.5      17 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 19.6      23 
gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea ( 123)   46 19.3      23 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 19.6      24 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 19.6      24 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   52 21.2      24 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 19.6      24 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 19.6      24 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   49 20.2      27 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.3      27 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   46 19.3      29 
gi|170730|gb|AAA34285.1| gamma-gliadin B-I precurs ( 304)   49 20.2      29 
gi|44409451|gb|AAS47035.1| major cherry allergen P ( 160)   46 19.3      30 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 20.2      32 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.6      32 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   47 19.6      35 
gi|21757|emb|CAA26383.1| unnamed protein product [ ( 296)   48 19.9      35 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   45 19.0      37 
gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribos ( 111)   43 18.3      40 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   49 20.2      40 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   50 20.6      40 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   47 19.6      42 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 17.7      42 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 20.9      43 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   43 18.3      43 
gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=M ( 159)   44 18.6      46 
gi|4590382|gb|AAD26555.1|AF124832_1 major allergen ( 159)   44 18.6      46 
gi|60280829|gb|AAX18307.1| major allergen Mal d 1. ( 159)   44 18.6      46 
gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Py ( 159)   44 18.6      46 
gi|4590364|gb|AAD26546.1|AF124823_1 major allergen ( 159)   44 18.6      46 
gi|16555783|emb|CAD10375.1| ypr10 [Malus x domesti ( 159)   44 18.6      46 
gi|4590376|gb|AAD26552.1|AF124829_1 major allergen ( 159)   44 18.6      46 
gi|886683|emb|CAA88833.1| major allergen [Malus x  ( 159)   44 18.6      46 
gi|4590378|gb|AAD26553.1|AF124830_1 major allergen ( 159)   44 18.6      46 
gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-li ( 159)   44 18.6      46 
gi|4590380|gb|AAD26554.1|AF124831_1 major allergen ( 159)   44 18.6      46 
gi|44409496|gb|AAS47037.1| major cherry allergen P ( 160)   44 18.6      46 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   49 20.2      48 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   43 18.3      52 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   46 19.3      52 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 19.9      52 
gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Glo ( 151)   43 18.3      54 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.6      54 
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gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   43 18.3      55 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   46 19.3      56 
gi|90185688|emb|CAJ85644.1| Major strawberry aller ( 159)   43 18.3      56 
gi|90185692|emb|CAJ85646.1| Major strawberry aller ( 160)   43 18.3      57 
gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fra ( 160)   43 18.3      57 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   46 19.3      57 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   44 18.7      58 
gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Veno ( 204)   44 18.7      58 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   47 19.6      58 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   47 19.6      58 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   44 18.7      58 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   41 17.7      60 
gi|56417506|gb|AAV90694.1| GE-rich salivary protei ( 266)   45 19.0      60 
gi|56417504|gb|AAV90693.1| 30 kDa salivary gland a ( 271)   45 19.0      62 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.3      63 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 19.3      64 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   50 20.6      65 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   50 20.6      65 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   47 19.6      66 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   48 19.9      68 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 17.4      69 
gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full= ( 159)   42 18.0      70 
gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-li ( 159)   42 18.0      70 
gi|4590368|gb|AAD26548.1|AF124825_1 major allergen ( 159)   42 18.0      70 
gi|4590366|gb|AAD26547.1|AF124824_1 major allergen ( 159)   42 18.0      70 
gi|4590388|gb|AAD26558.1|AF124835_1 major allergen ( 159)   42 18.0      70 
gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Ma ( 160)   42 18.0      70 
gi|1321731|emb|CAA96548.1| major allergen Cor a 1  ( 160)   42 18.0      70 
gi|22684|emb|CAA50325.1| major allergen [Corylus a ( 160)   42 18.0      70 
gi|90185682|emb|CAJ85641.1| Major strawberry aller ( 160)   42 18.0      70 
gi|90185684|emb|CAJ85642.1| Major strawberry aller ( 160)   42 18.0      70 
gi|22690|emb|CAA50328.1| major allergen [Corylus a ( 160)   42 18.0      70 
gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 ( 161)   42 18.0      71 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.6      75 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   40 17.4      77 
gi|4006947|emb|CAA07320.1| pollen allergen Betv1,  ( 120)   40 17.4      82 
gi|4006963|emb|CAA07328.1| pollen allergen Betv1,  ( 120)   40 17.4      82 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 14.5      85 
gi|22686|emb|CAA50326.1| major allergen [Corylus a ( 160)   41 17.7      87 
gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   41 17.7      87 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   44 18.7      87 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 17.4      87 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   42 18.0      89 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   40 17.4      91 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   40 17.4      91 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   44 18.7      91 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   43 18.3      93 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   40 17.4      95 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 15.5      95 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   42 18.0      95 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.1      95 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 14.8      96 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   40 17.4      96 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   40 17.4      96 
gi|218203828|gb|ACK76297.1| Der f 6 allergen [Derm ( 279)   43 18.3      97 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   45 19.0      97 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   42 18.0      99 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  57 init1:  57 opt:  74  Z-score: 116.6  bits: 28.1 E(): 0.16 
Smith-Waterman score: 74; 24.6% identity (54.1% similar) in 61 aa overlap (18-78:309-363) 
 
                            10        20        30        40        
AAD-12              PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR 
                                     :.: :  : :.  ..: .      : ..:  
gi|113 HGFFQVVNNNYDKWGSYAIGGSASPTILSQGNRFCAPDERSKKNVLGR------HGEAAA 
      280       290       300       310       320             330   
 
        50        60        70        80                            
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR                            
       .:. ..      : . :. ... :.: . ::                              
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gi|113 ESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEPGESALSLTSSAGVLSCQP 
            340       350       360       370       380       390   
 
gi|113 GAPC 
            
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  64  Z-score: 107.9  bits: 24.9 E():  0.5 
Smith-Waterman score: 64; 29.5% identity (63.9% similar) in 61 aa overlap (7-65:9-65) 
 
                 10        20        30          40        50       
AAD-12   PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSK 
               : :.: :. : : .    :.:  .: :  ..:..:.   ....:.:.: : . 
gi|111 MKFAIVLIACFAASVL-AQGHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQ 
               10         20        30        40           50       
 
         60        70        80                                     
AAD-12 LGHVQQAGSAYIGYGMDTTATPLR                                     
       : ....  :                                                    
gi|111 LDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKI 
         60        70        80        90       100       110       
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  62  Z-score: 98.8  bits: 24.3 E():  1.6 
Smith-Waterman score: 62; 26.5% identity (55.4% similar) in 83 aa overlap (7-77:183-265) 
 
                                       10            20        30   
AAD-12                         PVMAQGAVFSAEVVPAVGG----RTCFADMRAAYDA 
                                     :.:.  .  ..::      :. ...::    
gi|168 QIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQ 
            160       170       180       190       200       210   
 
             40              50        60          70        80     
AAD-12 LDEATRALVHQ------RSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATPLR     
          :: : . :      ..:  . . ..:.. .:.:  .:.: .. :  ::::        
gi|168 AYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAA 
            220       230       240       250       260       270   
 
gi|168 TVAAGGYKV 
            280  
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  62  Z-score: 98.6  bits: 24.3 E():  1.7 
Smith-Waterman score: 62; 26.5% identity (55.4% similar) in 83 aa overlap (7-77:192-274) 
 
                                       10            20        30   
AAD-12                         PVMAQGAVFSAEVVPAVGG----RTCFADMRAAYDA 
                                     :.:.  .  ..::      :. ...::    
gi|330 QIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQ 
             170       180       190       200       210       220  
 
             40              50        60          70        80     
AAD-12 LDEATRALVHQ------RSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATPLR     
          :: : . :      ..:  . . ..:.. .:.:  .:.: .. :  ::::        
gi|330 AYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAA 
             230       240       250       260       270       280  
 
gi|330 TVAAGGYKV 
             290 
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 98.5  bits: 23.0 E():  1.7 
Smith-Waterman score: 58; 26.9% identity (57.7% similar) in 52 aa overlap (23-74:26-77) 
 
                  10        20        30        40        50        
AAD-12    PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                :::      :.  . . :  ..:.   :.... .. 
gi|527 MVHHITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNV 
               10        20        30        40        50        60 
 
        60        70        80                                      

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 4297



 

 

AAD-12 GHVQQAGSAYIGYGMDTTATPLR                                      
        :::.:.. :   .: :                                            
gi|527 DHVQDAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAG 
               70        80        90       100       110       120 
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  50 init1:  50 opt:  57  Z-score: 95.4  bits: 22.7 E():  2.5 
Smith-Waterman score: 57; 26.7% identity (60.0% similar) in 45 aa overlap (1-45:9-52) 
 
                       10        20        30        40        50   
AAD-12         PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
               :..  ... :. .. :. :. :.: :    . : :. :  : :..        
gi|189 MASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPL-EGCREYVAQQTCGVTIAG 
               10        20        30        40         50          
 
             60        70        80                                 
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLR                                 
                                                                    
gi|189 SPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFA 
      60        70        80        90       100       110          
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 92.9  bits: 22.7 E():  3.4 
Smith-Waterman score: 57; 29.3% identity (60.3% similar) in 58 aa overlap (24-76:93-149) 
 
                      10        20             30        40         
AAD-12        PVMAQGAVFSAEVVPAVGGRTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|144 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
             70        80        90       100        110       120  
 
       50        60        70        80                             
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR                             
       .. :  .:. .: .:...:.. :  : :                                 
gi|144 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
             130       140       150       160       170       180  
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 92.8  bits: 22.7 E():  3.5 
Smith-Waterman score: 57; 29.3% identity (60.3% similar) in 58 aa overlap (24-76:97-153) 
 
                      10        20             30        40         
AAD-12        PVMAQGAVFSAEVVPAVGGRTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|622 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
         70        80        90       100       110        120      
 
       50        60        70        80                             
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR                             
       .. :  .:. .: .:...:.. :  : :                                 
gi|622 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
         130       140       150       160       170       180      
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 91.2  bits: 22.1 E():  4.2 
Smith-Waterman score: 55; 20.2% identity (54.8% similar) in 84 aa overlap (1-78:32-109) 
 
                                             10             20      
AAD-12                               PVMAQGAVFSAEVVPAVGG-----RTCFAD 
                                     : .:  :. : :.. . ::     . :: : 
gi|132 GVFNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICF-D 
              10        20        30        40        50         60 
 
          30        40         50        60        70        80     
AAD-12 MRAAYDALDEATRALVHQR-SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR     
         . .. . . .. . .   : :.:.. ...   ....     :.: .  .:.:       
gi|132 EGSPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEK-----INYEIKIVASPHGGSIL 
               70        80        90            100       110      
 
gi|132 KSISKYHTIGDHELKDEQIKAGKEKASGLFKAVEGYLLAHSDAYN 
         120       130       140       150       160 
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>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  59  Z-score: 89.9  bits: 23.4 E():    5 
Smith-Waterman score: 59; 35.6% identity (60.0% similar) in 45 aa overlap (43-80:198-242) 
 
             20        30        40        50              60       
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL------GHVQQAGSA 
                                     ::. :..:  .:. :      :  ..: .  
gi|303 LVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALAD 
       170       180       190       200       210       220        
 
         70         80                                              
AAD-12 YIGYGMDT-TATPLR                                              
        .:.:::: ::  .:                                              
gi|303 VLGFGMDTETARKVRGEDDQRGHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICS 
       230       240       250       260       270       280        
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 89.2  bits: 21.5 E():  5.5 
Smith-Waterman score: 53; 27.9% identity (62.3% similar) in 61 aa overlap (7-65:9-65) 
 
                 10        20        30          40        50       
AAD-12   PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSK 
               : :.: :. :   .    :.:  .: :  ..:..:.   ....:.:.: : . 
gi|420 MKFAIVLIACFAASVL-AQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQ 
               10         20        30        40           50       
 
         60        70        80                                     
AAD-12 LGHVQQAGSAYIGYGMDTTATPLR                                     
       : ....  :                                                    
gi|420 LDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKI 
         60        70        80        90       100       110       
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 89.2  bits: 21.5 E():  5.5 
Smith-Waterman score: 53; 27.9% identity (62.3% similar) in 61 aa overlap (7-65:9-65) 
 
                 10        20        30          40        50       
AAD-12   PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSK 
               : :.: :. :   .    :.:  .: :  ..:..:.   ....:.:.: : . 
gi|111 MKFAIVLIACFAASVL-AQEHKPEKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQ 
               10         20        30        40           50       
 
         60        70        80                                     
AAD-12 LGHVQQAGSAYIGYGMDTTATPLR                                     
       : ....  :                                                    
gi|111 LDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKI 
         60        70        80        90       100       110       
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 88.4  bits: 21.2 E():  6.1 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (25-65:11-50) 
 
               10        20        30          40        50         
AAD-12 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKLG 
                               :.:  .: :  ..:..:.   ....:.:.: : .:  
gi|160               GSQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQLD 
                             10        20           30        40    
 
       60        70        80                                       
AAD-12 HVQQAGSAYIGYGMDTTATPLR                                       
       ....  :                                                      
gi|160 ELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILL 
            50        60        70        80        90       100    
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 87.8  bits: 21.5 E():  6.5 
Smith-Waterman score: 53; 42.1% identity (68.4% similar) in 19 aa overlap (1-19:32-50) 
 
                                             10        20        30 
AAD-12                               PVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
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                                     : .:  :. :::.. . ::            
gi|165 GVFTHENEITSAIPPGRLFKAFVLDADNLIPKLAPHAIKSAEIIEGNGGPGTIKKITFGE 
              10        20        30        40        50        60  
 
               40        50        60        70        80           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR           
                                                                    
gi|165 GSQFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSILKNTSKY 
              70        80        90       100       110       120  
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 86.9  bits: 21.2 E():  7.4 
Smith-Waterman score: 52; 24.4% identity (60.0% similar) in 45 aa overlap (1-45:9-52) 
 
                       10        20        30        40        50   
AAD-12         PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
               :..  ... :. .. .. :. :.: :    . : :. :  : :..        
gi|439 MASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPL-EGCREYVAQQTCGVTIAG 
               10        20        30        40         50          
 
             60        70        80                                 
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLR                                 
                                                                    
gi|439 SPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDF 
      60        70        80        90       100       110          
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 86.5  bits: 21.2 E():  7.7 
Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (30-53:29-52) 
 
               10        20        30        40        50        60 
AAD-12 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                    : : :::  : .  ..: .: .::        
gi|144  KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLSD 
                10        20        30        40        50          
 
               70        80                                         
AAD-12 QQAGSAYIGYGMDTTATPLR                                         
                                                                    
gi|144 SKVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAGG 
      60        70        80        90       100       110          
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.7  bits: 22.8 E():  8.5 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (26-65:372-411) 
 
                    10        20        30        40        50      
AAD-12      PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|224 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             350       360       370       380       390       400  
 
          60        70        80                                    
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLR                                    
         .::: . :                                                   
gi|224 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             410       420       430       440       450       460  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.4  bits: 22.8 E():  8.9 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (26-65:392-431) 
 
                    10        20        30        40        50      
AAD-12      PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|571 GNRSPHIYDPQRWFTQNCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
          60        70        80                                    
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLR                                    
         .::: . :                                                   
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gi|571 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFA 
             430       440       450       460       470       480  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.4  bits: 22.8 E():  8.9 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (26-65:392-431) 
 
                    10        20        30        40        50      
AAD-12      PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|199 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
          60        70        80                                    
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLR                                    
         .::: . :                                                   
gi|199 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             430       440       450       460       470       480  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.3  bits: 22.8 E():    9 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (26-65:400-439) 
 
                    10        20        30        40        50      
AAD-12      PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|213 RSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
     370       380       390       400       410       420          
 
          60        70        80                                    
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLR                                    
         .::: . :                                                   
gi|213 GRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLA 
     430       440       450       460       470       480          
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 84.1  bits: 20.2 E():   11 
Smith-Waterman score: 49; 22.4% identity (56.9% similar) in 58 aa overlap (5-62:4-59) 
 
               10        20        30        40        50        60 
AAD-12 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
           .:.. .:.:. :. :     : .: . :   :...    ..:    . .:.: : . 
gi|777  MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFA--IIDQDKSGFI 
                10        20        30        40          50        
 
               70        80                               
AAD-12 QQAGSAYIGYGMDTTATPLR                               
       ..                                                 
gi|777 EEDELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH 
        60        70        80        90       100        
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 84.1  bits: 22.4 E():   11 
Smith-Waterman score: 56; 28.9% identity (52.6% similar) in 38 aa overlap (28-65:371-408) 
 
                  10        20        30        40        50        
AAD-12    PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :  : . .  ..:  .  ::..:      
gi|370 RSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGR 
              350       360       370       380       390       400 
 
        60        70        80                                      
AAD-12 GHVQQAGSAYIGYGMDTTATPLR                                      
       .::: . :                                                     
gi|370 AHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGE 
              410       420       430       440       450       460 
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  56  Z-score: 82.2  bits: 22.5 E():   13 
Smith-Waterman score: 56; 27.8% identity (63.9% similar) in 36 aa overlap (43-78:539-574) 
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             20        30        40        50        60        70   
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.:.. .   . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYP 
      510       520       530       540       550       560         
 
             80                                                     
AAD-12 DTTATPLR                                                     
        ..  :                                                       
gi|217 TSVQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQP 
      570       580       590       600       610       620         
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 82.1  bits: 22.5 E():   14 
Smith-Waterman score: 56; 25.0% identity (63.9% similar) in 36 aa overlap (43-78:551-586) 
 
             20        30        40        50        60        70   
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.... . . . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYP 
              530       540       550       560       570       580 
 
             80                                                     
AAD-12 DTTATPLR                                                     
        .   :                                                       
gi|217 TSLQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQP 
              590       600       610       620       630       640 
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 81.8  bits: 18.3 E():   14 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (58-78:5-25) 
 
        30        40        50        60        70        80        
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR        
                                     :.:..: :. .::  .  :.:          
gi|462                           AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKN 
                                         10        20        30     
 
gi|462 LNSA 
            
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 81.4  bits: 20.2 E():   15 
Smith-Waterman score: 49; 35.7% identity (52.4% similar) in 42 aa overlap (7-37:37-78) 
 
                                       10        20              30 
AAD-12                         PVMAQGAVFSAEVVPAVGGR------TCFADMRAAY 
                                     :. : :.: . ::       :   : ...: 
gi|145 EEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSY 
         10        20        30        40        50        60       
 
                    40        50        60        70        80      
AAD-12 -----DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR      
            ::.::::                                                 
gi|145 VLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAP 
         70        80        90       100       110       120       
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.1  bits: 20.2 E():   15 
Smith-Waterman score: 49; 47.4% identity (68.4% similar) in 19 aa overlap (1-19:32-50) 
 
                                             10        20        30 
AAD-12                               PVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :: :::.. . ::            
gi|602 GVFTYESEFTSVIPPARLFNAFVLDADNLIPKIAPQAVKSAEILEGDGGVGTIKKINFGE 
              10        20        30        40        50        60  
 
               40        50        60        70        80           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR           
                                                                    
gi|602 GSTYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIKSTSHYH 
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              70        80        90       100       110       120  
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.1  bits: 20.2 E():   15 
Smith-Waterman score: 49; 47.4% identity (68.4% similar) in 19 aa overlap (1-19:32-50) 
 
                                             10        20        30 
AAD-12                               PVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :: :::.. . ::            
gi|131 GVFNYETEFTSVIPPARLFNAFVLDADNLIPKIAPQAVKSAEILEGDGGVGTIKKINFGE 
              10        20        30        40        50        60  
 
               40        50        60        70        80           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR           
                                                                    
gi|131 GSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSHYH 
              70        80        90       100       110       120  
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.1  bits: 20.2 E():   15 
Smith-Waterman score: 49; 47.4% identity (68.4% similar) in 19 aa overlap (1-19:32-50) 
 
                                             10        20        30 
AAD-12                               PVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :: :::.. . ::            
gi|279 GVFTYESEFTSVIPPARLFNAFVLDADNLIPKIAPQAVKSAEILEGDGGVGTIKKINFGE 
              10        20        30        40        50        60  
 
               40        50        60        70        80           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR           
                                                                    
gi|279 GSTYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSHYH 
              70        80        90       100       110       120  
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.0  bits: 20.2 E():   16 
Smith-Waterman score: 49; 47.4% identity (68.4% similar) in 19 aa overlap (1-19:32-50) 
 
                                             10        20        30 
AAD-12                               PVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  .: :::.: . ::            
gi|444 GVFTYADESTSVIPPPRLFKALVLEADTLIPKIAPQSVKSAEIVEGDGGVGTIKKISFGE 
              10        20        30        40        50        60  
 
               40        50        60        70        80           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR           
                                                                    
gi|444 GSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNY 
              70        80        90       100       110       120  
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 80.5  bits: 22.5 E():   17 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (53-70:283-300) 
 
             30        40        50        60        70        80   
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR   
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 80.3  bits: 22.5 E():   17 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (53-70:289-306) 
 
             30        40        50        60        70        80   
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR   
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
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      260       270       280       290       300       310         
 
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.0  bits: 19.6 E():   23 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (26-42:14-30) 
 
               10        20        30        40        50        60 
AAD-12 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                .: :.: .:.  .. .:                   
gi|219             MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEEN 
                           10        20        30        40         
 
               70        80                                         
AAD-12 QQAGSAYIGYGMDTTATPLR                                         
                                                                    
gi|219 DLQQLIIEIDADGSGELEFDEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGYIPTS 
       50        60        70        80        90       100         
 
>>gi|29465664|gb|AAL92578.1| allergen Ole e 10 [Olea eur  (123 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.9  bits: 19.3 E():   23 
Smith-Waterman score: 46; 43.8% identity (81.2% similar) in 16 aa overlap (1-16:66-81) 
 
                                             10        20        30 
AAD-12                               PVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :..:.:: :. ..: :               
gi|294 KWCVPKAEATDAQLQSNIDYVCSQSGMDCGPIQANGACFNPNTVRAHASYAMNSWYQSKG 
          40        50        60        70        80        90      
 
               40        50        60        70        80 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 
                                                          
gi|294 RNDFDCDFSGTGAITSSDPSNGSCSFLS                       
         100       110       120                          
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.8  bits: 19.6 E():   24 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (14-30:141-157) 
 
                                10        20        30        40    
AAD-12                  PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
            50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.8  bits: 19.6 E():   24 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (14-30:141-157) 
 
                                10        20        30        40    
AAD-12                  PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
            50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 77.7  bits: 21.2 E():   24 
Smith-Waterman score: 52; 24.3% identity (73.0% similar) in 37 aa overlap (33-68:143-179) 
 
             10        20        30        40        50         60  
AAD-12 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG-HVQ 
                                     .::   .:.: .. .. .::  .... .:. 
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
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            120       130       140       150       160       170   
 
              70        80                                          
AAD-12 QAGSAYIGYGMDTTATPLR                                          
       . :...:                                                      
gi|215 NNGDVFILLVPNFVFVWTGKHSNRMERTTAIRVANDLKSELNRFKLSSVILEDGKEVEQT 
            180       190       200       210       220       230   
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.6  bits: 19.6 E():   24 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (14-30:144-160) 
 
                                10        20        30        40    
AAD-12                  PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
            50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.6  bits: 19.6 E():   24 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (14-30:144-160) 
 
                                10        20        30        40    
AAD-12                  PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
            50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  83 init1:  49 opt:  49  Z-score: 76.6  bits: 20.2 E():   27 
Smith-Waterman score: 49; 21.9% identity (59.4% similar) in 32 aa overlap (44-75:179-210) 
 
            20        30        40        50        60        70    
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :.  .:.. .... :. ::      : :.. 
gi|219 MWQQSSCHVMQQQCCQQLSQIPEQSRYDAIRAITYSIILQEQQQGQSQQQQPQQSGQGVS 
      150       160       170       180       190       200         
 
            80                                                      
AAD-12 TTATPLR                                                      
        .                                                           
gi|219 QSQQQSQQQLGQCSFQQPQQQLGQQPQQQQVQQGTFLQPHQIAHLEVMTSIALRTLPTMC 
      210       220       230       240       250       260         
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 76.6  bits: 19.3 E():   27 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (26-43:126-143) 
 
                    10        20        30        40        50      
AAD-12      PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . ::..::: :..: ...             
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG         
         100       110       120       130       140                
 
          60        70        80 
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLR 
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 76.2  bits: 19.3 E():   29 
Smith-Waterman score: 46; 26.2% identity (52.3% similar) in 65 aa overlap (4-66:34-95) 
 
                                          10        20        30    
AAD-12                            PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
                                     : :.  :.:.: . ::   .  .  . :.  
gi|604 FTFDDQATSPVAPATLYNALAKDADNIIPKAVGSFQSVEIVEGNGGPGTIKKISFVEDG- 
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            10        20        30        40        50        60    
 
            40          50        60        70        80            
AAD-12 DEATRALVHQRSA--RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR            
          :. ..:.  .  . .: :: : .: :    .:                          
gi|604 --ETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTISY 
               70        80        90       100       110       120 
 
gi|604 HGKGDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
              130       140       150      
 
>>gi|170730|gb|AAA34285.1| gamma-gliadin B-I precursor [  (304 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.1  bits: 20.2 E():   29 
Smith-Waterman score: 49; 20.5% identity (59.1% similar) in 44 aa overlap (1-44:76-119) 
 
                                             10        20        30 
AAD-12                               PVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :...:   :: .  :..  .. :....    
gi|170 QQPPFSQQQQQPLPQQPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQQQLV 
          50        60        70        80        90       100      
 
               40        50        60        70        80           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR           
          ..  . ::.:.                                               
gi|170 LPPQQQQQQLVQQQIPIVQPSVLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVM 
         110       120       130       140       150       160      
 
>>gi|44409451|gb|AAS47035.1| major cherry allergen Pru a  (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 46; 42.1% identity (68.4% similar) in 19 aa overlap (1-19:32-50) 
 
                                             10        20        30 
AAD-12                               PVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  .: .::.: . ::            
gi|444 GVFTYSDESTSVIPPPRLFKALVLEADTLIPKIAPQSVKTAEIVEGDGGVGTIKKISFGE 
              10        20        30        40        50        60  
 
               40        50        60        70        80           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR           
                                                                    
gi|444 GSHYSYVKHRIDGLDKDNFVYNYTLVEGDALSDKIEKITYEIKLVASADGGSIIKSTSNY 
              70        80        90       100       110       120  
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.4  bits: 20.2 E():   32 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (63-79:200-216) 
 
             40        50        60        70        80             
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR             
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 75.3  bits: 19.6 E():   32 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (23-44:74-98) 
 
                       10        20        30           40          
AAD-12         PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---DEATRALVHQRSARHS 
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
 
      50        60        70        80                              
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLR                              
                                                                    
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
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>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.7  bits: 19.6 E():   35 
Smith-Waterman score: 47; 33.3% identity (52.8% similar) in 36 aa overlap (23-58:159-191) 
 
                       10        20        30        40        50   
AAD-12         PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :   . : ..::   :   :: .  :.:   
gi|136 TNTEKLPTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFEIR---HQLTQIHGLYR 
      130       140       150       160       170          180      
 
             60        70        80                      
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLR                      
       :..: :                                            
gi|136 SSDKTGGYWKITMNDGSTYQSDLSKKFEYNTEKPPINIDEIKTIEAEIN 
         190       200       210       220       230     
 
>>gi|21757|emb|CAA26383.1| unnamed protein product [Trit  (296 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.6  bits: 19.9 E():   35 
Smith-Waterman score: 48; 21.3% identity (61.7% similar) in 47 aa overlap (32-78:200-246) 
 
              10        20        30        40        50        60  
AAD-12 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :. ....:.. ... :..   :: .: . : 
gi|217 SQVLQQSTYQPLQQLCCQQLWQIPEQSRCQAIHNVVHAIILHQQQRQQQPSSQVSLQQPQ 
     170       180       190       200       210       220          
 
              70        80                                          
AAD-12 QAGSAYIGYGMDTTATPLR                                          
       :   .  :. . .  .:                                            
gi|217 QQYPSGQGFFQPSQQNPQAQGSVQPQQLPQFEEIRNLALQTLPRMCNVYIPPYCSTTIAP 
     230       240       250       260       270       280          
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 74.3  bits: 19.0 E():   37 
Smith-Waterman score: 45; 27.0% identity (64.9% similar) in 37 aa overlap (6-42:49-84) 
 
                                        10        20        30      
AAD-12                          PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|144 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
          40        50        60        70        80                
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR                
       :  : ..                                                      
gi|144 AGLAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEAT 
        80        90       100       110       120       130        
 
>>gi|1173074|sp|P42038.1|RLA3_CLAHE 60S acidic ribosomal  (111 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.6  bits: 18.3 E():   40 
Smith-Waterman score: 43; 33.3% identity (55.6% similar) in 36 aa overlap (1-36:66-101) 
 
                                             10        20        30 
AAD-12                               PVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :  ..::. ::  . :.:: :  :   :   
gi|117 EERLSSLLKELEGKDINELISSGSQKLASVPSGGSGAAPSAGGAAAAGGATEAAPEAAKE 
          40        50        60        70        80        90      
 
               40        50        60        70        80 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 
       .  .:.                                             
gi|117 EEKEESDDDMGFGLFD                                   
         100       110                                    
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.6  bits: 20.2 E():   40 
Smith-Waterman score: 49; 36.7% identity (66.7% similar) in 30 aa overlap (38-67:43-72) 
 
        10        20        30        40        50        60        
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
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                                     ::.. . .:: . : : ..::..  : : : 
gi|558 RVRSGGHDYEGLSYRSLQPENFAVVDLNQMRAVLVDGKARTAWVDSGAQLGELYYAISKY 
             20        30        40        50        60        70   
 
        70        80                                                
AAD-12 IGYGMDTTATPLR                                                
                                                                    
gi|558 SRTLAFPAGVCPTIGVGGNLAGGGFGMLLRKYGIAAENVIDVKLVDANGKLHDKKSMGDD 
             80        90       100       110       120       130   
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.5  bits: 20.6 E():   40 
Smith-Waterman score: 50; 25.6% identity (58.1% similar) in 43 aa overlap (28-70:426-468) 
 
                  10        20        30        40        50        
AAD-12    PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     :  ....:   :.. :.  . .:    ..  
gi|258 AERGFFYRNGIYSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNH 
         400       410       420       430       440       450      
 
        60        70        80                                      
AAD-12 GHVQQAGSAYIGYGMDTTATPLR                                      
       : .::::.  . :                                                
gi|258 GVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQISREQARQLKYNR 
         460       470       480       490       500       510      
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.2  bits: 19.6 E():   42 
Smith-Waterman score: 47; 36.0% identity (76.0% similar) in 25 aa overlap (26-50:106-130) 
 
                    10        20        30        40        50      
AAD-12      PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     ...: . :.:::.:  ... ::. :      
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
 
          60        70        80                                    
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLR                                    
                                                                    
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 73.1  bits: 17.7 E():   42 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (41-62:37-58) 
 
               20        30        40        50        60        70 
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
               80 
AAD-12 GMDTTATPLR 
                  
gi|162 VPQLEIVPNS 
         70       
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 73.1  bits: 20.9 E():   43 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (56-70:609-623) 
 
          30        40        50        60        70        80      
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR      
                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
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>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.0  bits: 18.3 E():   43 
Smith-Waterman score: 43; 26.0% identity (52.0% similar) in 50 aa overlap (2-51:30-79) 
 
                                           10        20        30   
AAD-12                             PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                                    .  .:.. :.:   .   : :   . :.    
gi|253 TGPYCYAGMGLPINPLEGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHC 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR             
         ::.: .. .::  .: :                                          
gi|253 RCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNAPYCLGLDI 
               70        80        90       100       110       120 
 
>>gi|1346478|sp|P43211.2|MAL11_MALDO RecName: Full=Major  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.6  bits: 18.6 E():   46 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (1-19:32-50) 
 
                                             10        20        30 
AAD-12                               PVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. .::.. . ::            
gi|134 GVYTFENEFTSEIPPSRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFGE 
              10        20        30        40        50        60  
 
               40        50        60        70        80           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR           
                                                                    
gi|134 GSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISHYH 
              70        80        90       100       110       120  
 
>>gi|4590382|gb|AAD26555.1|AF124832_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.6  bits: 18.6 E():   46 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (1-19:32-50) 
 
                                             10        20        30 
AAD-12                               PVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. .::.. . ::            
gi|459 GVYTFENEYTSEIPPSRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFGE 
              10        20        30        40        50        60  
 
               40        50        60        70        80           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR           
                                                                    
gi|459 GSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISHYH 
              70        80        90       100       110       120  
 
>>gi|60280829|gb|AAX18307.1| major allergen Mal d 1.07 [  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.6  bits: 18.6 E():   46 
Smith-Waterman score: 44; 42.1% identity (68.4% similar) in 19 aa overlap (1-19:32-50) 
 
                                             10        20        30 
AAD-12                               PVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :: :.:.. . ::            
gi|602 GVFTYEFEFTSVIPPARLYNAFVLDADNLIPKIAPQAVKSTEILEGDGGVGTIKKINFGE 
              10        20        30        40        50        60  
 
               40        50        60        70        80           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR           
                                                                    
gi|602 GSTYSYVKHKIDGVDKDNFVYQYSVIEGDAISETIEKISYETKLVASGSGSVIKSISHYH 
              70        80        90       100       110       120  
 
>>gi|3044216|gb|AAC13315.1| major allergen Pyrc1 [Pyrus   (159 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 72.6  bits: 18.6 E():   46 
Smith-Waterman score: 44; 22.6% identity (52.8% similar) in 53 aa overlap (1-42:32-84) 
 
                                             10             20      
AAD-12                               PVMAQGAVFSAEVVPAVGG-----RTCFAD 
                                     : .:  :.  ::.. . ::     .  :.. 
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gi|304 GLYTFENEFTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGNGGPGTIKKITFGE 
              10        20        30        40        50        60  
 
                30        40        50        60        70          
AAD-12 ------MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
             ..   :..:::. . ..                                      
gi|304 GSQYGYVKHRVDSIDEASYSYAYTLIEGDALTDTIEKISYEAKLVASGSGSTIKSISHYH 
              70        80        90       100       110       120  
 
>>gi|4590364|gb|AAD26546.1|AF124823_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.6  bits: 18.6 E():   46 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (1-19:32-50) 
 
                                             10        20        30 
AAD-12                               PVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. .::.. . ::            
gi|459 GVYTFENEFTSEIPPSRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFGE 
              10        20        30        40        50        60  
 
               40        50        60        70        80           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR           
                                                                    
gi|459 GSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISHYH 
              70        80        90       100       110       120  
 
>>gi|16555783|emb|CAD10375.1| ypr10 [Malus x domestica]   (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.6  bits: 18.6 E():   46 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (1-19:32-50) 
 
                                             10        20        30 
AAD-12                               PVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. .::.. . ::            
gi|165 GVYTFENEFTSEIPPSRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFGE 
              10        20        30        40        50        60  
 
               40        50        60        70        80           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR           
                                                                    
gi|165 GSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISHYH 
              70        80        90       100       110       120  
 
>>gi|4590376|gb|AAD26552.1|AF124829_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.6  bits: 18.6 E():   46 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (1-19:32-50) 
 
                                             10        20        30 
AAD-12                               PVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. .::.. . ::            
gi|459 GVYTFENEYTSEIPPPRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFGE 
              10        20        30        40        50        60  
 
               40        50        60        70        80           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR           
                                                                    
gi|459 GSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISHYH 
              70        80        90       100       110       120  
 
>>gi|886683|emb|CAA88833.1| major allergen [Malus x dome  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.6  bits: 18.6 E():   46 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (1-19:32-50) 
 
                                             10        20        30 
AAD-12                               PVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. .::.. . ::            
gi|886 GVYTFENEFTSEIPPSRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFGE 
              10        20        30        40        50        60  
 
               40        50        60        70        80           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR           
                                                                    
gi|886 GSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGATIKSISHYH 
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              70        80        90       100       110       120  
 
>>gi|4590378|gb|AAD26553.1|AF124830_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.6  bits: 18.6 E():   46 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (1-19:32-50) 
 
                                             10        20        30 
AAD-12                               PVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. .::.. . ::            
gi|459 GVCTFENEFTSEIPPSRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFGE 
              10        20        30        40        50        60  
 
               40        50        60        70        80           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR           
                                                                    
gi|459 GSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISHYH 
              70        80        90       100       110       120  
 
>>gi|75306008|sp|Q941P6|Q941P6_MALDO Ribonuclease-like P  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.6  bits: 18.6 E():   46 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (1-19:32-50) 
 
                                             10        20        30 
AAD-12                               PVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. .::.. . ::            
gi|753 GVCTFENEFTSEIPPSRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFGE 
              10        20        30        40        50        60  
 
               40        50        60        70        80           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR           
                                                                    
gi|753 GSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIEKISYETKLVACGSGSTIKSISHYH 
              70        80        90       100       110       120  
 
>>gi|4590380|gb|AAD26554.1|AF124831_1 major allergen mal  (159 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.6  bits: 18.6 E():   46 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (1-19:32-50) 
 
                                             10        20        30 
AAD-12                               PVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. .::.. . ::            
gi|459 GVYTFENEFTSEIPPSRLFKAFVLDADNLIPKIAPQAIKQAEILEGNGGPGTIKKITFGE 
              10        20        30        40        50        60  
 
               40        50        60        70        80           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR           
                                                                    
gi|459 GSQYGYVKHRIDSIDEASYSYSYTLIEGDALTDTIENISYETKLVACGSGSTIKSISHYH 
              70        80        90       100       110       120  
 
>>gi|44409496|gb|AAS47037.1| major cherry allergen Pru a  (160 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 44; 42.1% identity (68.4% similar) in 19 aa overlap (1-19:32-50) 
 
                                             10        20        30 
AAD-12                               PVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  .: .::.: . ::            
gi|444 GVFTYADESTSVITPPRLFKALVLEADTLIPKIAPQSVKGAEIVEGDGGVGTIKKISFGE 
              10        20        30        40        50        60  
 
               40        50        60        70        80           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR           
                                                                    
gi|444 GSHYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNY 
              70        80        90       100       110       120  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.1  bits: 20.2 E():   48 
Smith-Waterman score: 49; 37.9% identity (62.1% similar) in 29 aa overlap (41-69:74-102) 
 
               20        30        40        50        60        70 
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AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     : .:.: .   ::.. :    : ::.:.:  
gi|112 NRIESEGGYIETWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGL 
            50        60        70        80        90       100    
 
               80                                                   
AAD-12 GMDTTATPLR                                                   
                                                                    
gi|112 IFPGCPSTYEEPAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTG 
           110       120       130       140       150       160    
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.6  bits: 18.3 E():   52 
Smith-Waterman score: 49; 24.4% identity (55.6% similar) in 45 aa overlap (1-45:9-52) 
 
                       10        20        30        40        50   
AAD-12         PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
               :..   .. :. .. .. :  :.: :    . : :. :  : :..        
gi|217 MASKSSISPLLLATVLVSVFAAATATGPYCYAGMGLPINPL-EGCREYVAQQTCGISISG 
               10        20        30        40         50          
 
             60        70        80                                 
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLR                                 
                                                                    
gi|217 SAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDF 
      60        70        80        90       100       110          
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.5  bits: 19.3 E():   52 
Smith-Waterman score: 46; 25.0% identity (62.5% similar) in 40 aa overlap (32-71:195-233) 
 
              10        20        30        40        50        60  
AAD-12 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :.:  ..:.  :.. :...   :..  . : 
gi|624 SKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIVHAIFMQQGQRQGVQIVQQQ-PQPQ 
          170       180       190       200       210        220    
 
              70        80                                          
AAD-12 QAGSAYIGYGMDTTATPLR                                          
       :.:.  .  :                                                   
gi|624 QVGQCVLVQGQGVVQPQQLAQMEAIRTLVLQSVPSMCNFNVPPNCSTIKAPFVGVVTGVG 
           230       240       250       260       270       280    
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 71.5  bits: 19.9 E():   52 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (25-39:431-446) 
 
                     10        20        30         40        50    
AAD-12       PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYS 
                                     :..: :::.: ...::               
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA               
              410       420       430       440                     
 
            60        70        80 
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATPLR 
 
>>gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Globin   (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.3  bits: 18.3 E():   54 
Smith-Waterman score: 43; 30.6% identity (55.6% similar) in 36 aa overlap (9-44:115-150) 
 
                                     10        20        30         
AAD-12                       PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                     : :  :  . ..: ::  .::. :  .:   
gi|121 IGDLPNIDGDVTTFVASHTPRGVTHDQLNNFRAGFVSYMKAHTDFAGAEAAWGATLDAFF 
           90       100       110       120       130       140     
 
       40        50        60        70        80 
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 
       ..:  .                                     
gi|121 GMVFAKM                                    
          150                                     
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>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.2  bits: 18.6 E():   54 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (43-58:46-61) 
 
             20        30        40        50        60        70   
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
             80                                                     
AAD-12 DTTATPLR                                                     
                                                                    
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 71.1  bits: 18.3 E():   55 
Smith-Waterman score: 43; 29.0% identity (67.7% similar) in 31 aa overlap (6-36:49-78) 
 
                                        10        20        30      
AAD-12                          PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|186 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVRLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
          40        50        60        70        80                
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR                
       :                                                            
gi|186 AGLGYTYTTIGGDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEAT 
        80        90       100       110       120       130        
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.0  bits: 19.3 E():   56 
Smith-Waterman score: 46; 25.4% identity (55.9% similar) in 59 aa overlap (12-70:161-216) 
 
                                  10        20        30        40  
AAD-12                    PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
                                     .:.:: :    .  ..::...   :: :   
gi|249 MDDASVGSVSSEFHVIESAIEVITYIGEEVKVIPA-GEVEVINKVKAAFST--AATAADE 
              140       150       160        170       180          
 
              50        60        70        80                      
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR                      
          . . ..  :. . .  . .:.:: ::                                
gi|249 APANDKFTVFVSSFNKAIKETTGGAYAGYKFIPTLEAAVKQAYAASSATAPEVKYAVFET 
       190       200       210       220       230       240        
 
>>gi|90185688|emb|CAJ85644.1| Major strawberry allergen   (159 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 43; 42.1% identity (63.2% similar) in 19 aa overlap (1-19:32-50) 
 
                                             10        20        30 
AAD-12                               PVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  ::  ::.. . ::            
gi|901 GVYTYENEFTSDIPAPKLFKAFVLDADNLIPKIAPQAVKCAEILEGDGGPGTIKKITFGE 
              10        20        30        40        50        60  
 
               40        50        60        70        80           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR           
                                                                    
gi|901 GSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGTIIKTTSKYH 
              70        80        90       100       110       120  
 
>>gi|90185692|emb|CAJ85646.1| Major strawberry allergen   (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 43; 42.1% identity (63.2% similar) in 19 aa overlap (1-19:32-50) 
 
                                             10        20        30 
AAD-12                               PVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
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                                     : .:  ::  ::.. . ::            
gi|901 GVYTYENEFTSDIPAPKLFKAFVLDADNLIPKIAPQAVKCAEILEGDGGPGTIKKITFGE 
              10        20        30        40        50        60  
 
               40        50        60        70        80           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR           
                                                                    
gi|901 GSHYGYVKHKIHSIDKVNHTYSYSLIEGDALSENIEKIDYETKLVSAPHGGTIIKTTSKY 
              70        80        90       100       110       120  
 
>>gi|88082485|gb|ABD39049.1| Fra a 1-A allergen [Fragari  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 43; 42.1% identity (63.2% similar) in 19 aa overlap (1-19:32-50) 
 
                                             10        20        30 
AAD-12                               PVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  ::  ::.. . ::            
gi|880 GVYTYENEFTSDIPAPKLFKAFVLDADNLIPKIAPQAVKCAEILEGDGGPGTIKKITFGE 
              10        20        30        40        50        60  
 
               40        50        60        70        80           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR           
                                                                    
gi|880 GSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTVIKTTSKY 
              70        80        90       100       110       120  
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.8  bits: 19.3 E():   57 
Smith-Waterman score: 46; 55.6% identity (66.7% similar) in 18 aa overlap (63-78:21-38) 
 
             40        50        60          70        80           
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGS--AYIGYGMDTTATPLR           
                                     :::  : .:::  : :.:             
gi|330           MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAP 
                         10        20        30        40        50 
 
gi|330 AGAEPAGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLS 
               60        70        80        90       100       110 
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.7  bits: 18.7 E():   58 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (49-74:76-100) 
 
       20        30        40        50        60        70         
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
       80                                                           
AAD-12 LR                                                           
                                                                    
gi|549 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.7  bits: 18.7 E():   58 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (49-74:76-100) 
 
       20        30        40        50        60        70         
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
       80                                                           
AAD-12 LR                                                           
                                                                    
gi|549 AKYQVGQNVALTGSTAAVYNDPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
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>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 70.7  bits: 19.6 E():   58 
Smith-Waterman score: 47; 19.4% identity (52.8% similar) in 72 aa overlap (16-80:297-366) 
 
                              10        20             30        40 
AAD-12                PVMAQGAVFSAEVVPAVGGRT-----CFADMRAAYDALDEATRAL 
                                     :.:: .     : ..   : :  :.  . . 
gi|113 FTDNVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPD--DQIKKNV 
        270       280       290       300       310         320     
 
                 50        60        70        80                   
AAD-12 VHQRS--ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR                   
       . . .  : .:....  .   . . :. ..  : : . ::..                   
gi|113 LARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTS 
          330       340       350       360       370       380     
 
gi|113 SAGVFSCHPGAPC 
          390        
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 70.7  bits: 19.6 E():   58 
Smith-Waterman score: 47; 19.4% identity (52.8% similar) in 72 aa overlap (16-80:297-366) 
 
                              10        20             30        40 
AAD-12                PVMAQGAVFSAEVVPAVGGRT-----CFADMRAAYDALDEATRAL 
                                     :.:: .     : ..   : :  :.  . . 
gi|166 FTDNVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPD--DQIKKNV 
        270       280       290       300       310         320     
 
                 50        60        70        80                   
AAD-12 VHQRS--ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR                   
       . . .  : .:....  .   . . :. ..  : : . ::..                   
gi|166 LARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTS 
          330       340       350       360       370       380     
 
gi|166 SAGVFSCRPGAPC 
          390        
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 70.6  bits: 18.7 E():   58 
Smith-Waterman score: 44; 29.6% identity (77.8% similar) in 27 aa overlap (48-74:77-102) 
 
        20        30        40        50        60        70        
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::... .:... :. ..  .:: ::    
gi|549 LKVHNDFRQKVAKGLETRGNPGPQPPAKNMNNLVWND-ELANIAQVWASQCNYGHDTCKD 
         50        60        70        80         90       100      
 
        80                                                          
AAD-12 PLR                                                          
                                                                    
gi|549 TEKYPVGQNIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWA 
         110       120       130       140       150       160      
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 70.4  bits: 17.7 E():   60 
Smith-Waterman score: 41; 22.2% identity (70.4% similar) in 27 aa overlap (17-43:36-61) 
 
                             10        20        30        40       
AAD-12               PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA 
                                     ..:..  :: . ... ::.   ....:    
gi|207 IVSEKDIDAALESVKAAGSFNYKIFFQKVGLAGKSA-ADAKKVFEILDRDKSGFIEQDEL 
          10        20        30        40         50        60     
 
         50        60        70        80            
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR            
                                                     
gi|207 GLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
           70        80        90       100          
 
>>gi|56417506|gb|AAV90694.1| GE-rich salivary protein 30  (266 aa) 
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 initn:  45 init1:  45 opt:  45  Z-score: 70.3  bits: 19.0 E():   60 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (43-73:183-213) 
 
             20        30        40        50        60        70   
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
            160       170       180       190       200       210   
 
             80                                               
AAD-12 DTTATPLR                                               
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
            220       230       240       250       260       
 
>>gi|56417504|gb|AAV90693.1| 30 kDa salivary gland aller  (271 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 19.0 E():   62 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (43-73:188-218) 
 
             20        30        40        50        60        70   
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
       160       170       180       190       200       210        
 
             80                                               
AAD-12 DTTATPLR                                               
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
       220       230       240       250       260       270  
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.1  bits: 18.3 E():   63 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (43-57:138-152) 
 
             20        30        40        50        60        70   
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
             80   
AAD-12 DTTATPLR   
                  
gi|391 ASIDTILTKV 
       170        
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.9  bits: 19.3 E():   64 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (68-77:284-293) 
 
        40        50        60        70        80                  
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR                  
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 69.7  bits: 20.6 E():   65 
Smith-Waterman score: 57; 39.4% identity (63.6% similar) in 33 aa overlap (44-76:4-31) 
 
            20        30        40        50        60        70    
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :::..  .:..:. ::   .:.  : :: : 
gi|219                            MAARSAKY--MYQSSRAGH---GGDISIEYGTD 
                                            10           20         
 
            80                                                      
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AAD-12 TTATPLR                                                      
         :                                                          
gi|219 LGALTRLEDKIRLLSEDLESERELRQRVEREKSDITVQLMNLTERLEETEGSSESVTEMN 
       30        40        50        60        70        80         
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 69.7  bits: 20.6 E():   65 
Smith-Waterman score: 50; 28.9% identity (60.5% similar) in 38 aa overlap (25-62:827-864) 
 
                     10        20        30        40        50     
AAD-12       PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     ...:: :  :.:   :   :. ..: : .. 
gi|377 NEKVKVYKRQMQEQEGMSQQNLTRVRRFQRELEAAEDRADQAESNLSFIRAKHRSWVTTS 
        800       810       820       830       840       850       
 
           60        70        80 
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLR 
       .  : ..:                   
gi|377 QVPGGTRQVFTTQEETTNY        
        860       870             
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.6  bits: 19.6 E():   66 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (40-61:332-353) 
 
      10        20        30        40        50        60          
AAD-12 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     : :     ::..:. .  :.::         
gi|259 LTTLNSLNLPILKWLQLSVEKGVLYKNALVLPHWNLNSHSIIYGCKGKGQVQVVDNFGNR 
             310       320       330       340       350       360  
 
      70        80                                                  
AAD-12 YGMDTTATPLR                                                  
                                                                    
gi|259 VFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRAMTSPLAGRTSVLGGMPEEVL 
             370       380       390       400       410       420  
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.4  bits: 19.9 E():   68 
Smith-Waterman score: 48; 22.9% identity (57.1% similar) in 35 aa overlap (34-68:339-373) 
 
            10        20        30        40        50        60    
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     ::  .:  . :  : . ...:.. : . .: 
gi|131 LLQPVSTPGEFELFFGAGGENPESFFKSFSDEILEAAFNTRRDRLQRIFGQQRQGVIVKA 
      310       320       330       340       350       360         
 
            70        80                                            
AAD-12 GSAYIGYGMDTTATPLR                                            
       .   .                                                        
gi|131 SEEQVRAMSRHEEGGIWPFGGESKGTINIYQQRPTHSNQYGQLHEVDASQYRQLRDLDLT 
      370       380       390       400       410       420         
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.3  bits: 17.4 E():   69 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (53-70:26-43) 
 
             30        40        50        60        70        80   
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR   
                                     : .. :. :: :..  ::             
gi|897      EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQ 
                    10        20        30        40        50      
 
gi|897 QGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
          60        70        80        90       100  
 
>>gi|42558971|sp|Q40280.3|MAL12_MALDO RecName: Full=Majo  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 36.8% identity (63.2% similar) in 19 aa overlap (1-19:32-50) 
 
                                             10        20        30 
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AAD-12                               PVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :.  ::.. . ::            
gi|425 GVYTFENEYTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGGPGTIKKITFGE 
              10        20        30        40        50        60  
 
               40        50        60        70        80           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR           
                                                                    
gi|425 GSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYH 
              70        80        90       100       110       120  
 
>>gi|75306007|sp|Q941P5|Q941P5_MALDO Ribonuclease-like P  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 36.8% identity (63.2% similar) in 19 aa overlap (1-19:32-50) 
 
                                             10        20        30 
AAD-12                               PVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :.  ::.. . ::            
gi|753 GVYTFENEYTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGGPGTTKKITFGE 
              10        20        30        40        50        60  
 
               40        50        60        70        80           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR           
                                                                    
gi|753 GSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYH 
              70        80        90       100       110       120  
 
>>gi|4590368|gb|AAD26548.1|AF124825_1 major allergen mal  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 36.8% identity (63.2% similar) in 19 aa overlap (1-19:32-50) 
 
                                             10        20        30 
AAD-12                               PVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :.  ::.. . ::            
gi|459 GVYTFENEYTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGGPGTIKKITFGE 
              10        20        30        40        50        60  
 
               40        50        60        70        80           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR           
                                                                    
gi|459 GSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLMASGSGSIIKSISHYH 
              70        80        90       100       110       120  
 
>>gi|4590366|gb|AAD26547.1|AF124824_1 major allergen mal  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 36.8% identity (63.2% similar) in 19 aa overlap (1-19:32-50) 
 
                                             10        20        30 
AAD-12                               PVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :.  ::.. . ::            
gi|459 GVYTFENEYTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGGPGTIKKITFGE 
              10        20        30        40        50        60  
 
               40        50        60        70        80           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR           
                                                                    
gi|459 GSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYH 
              70        80        90       100       110       120  
 
>>gi|4590388|gb|AAD26558.1|AF124835_1 major allergen mal  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 36.8% identity (63.2% similar) in 19 aa overlap (1-19:32-50) 
 
                                             10        20        30 
AAD-12                               PVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :.  ::.. . ::            
gi|459 GVYTFENEYTSEIPPPRLFKAFVLDADNLIPKIAPQAIKHAEILEGDGGPGTIKKITFGE 
              10        20        30        40        50        60  
 
               40        50        60        70        80           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR           
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gi|459 GSQYGYVKHKIDSVDEANYSYAYTLIEGDALTDTIEKVSYETKLVASGSGSIIKSISHYH 
              70        80        90       100       110       120  
 
>>gi|584968|sp|Q08407.3|MPAC1_CORAV RecName: Full=Major   (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 42.1% identity (63.2% similar) in 19 aa overlap (1-19:32-50) 
 
                                             10        20        30 
AAD-12                               PVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: : . ::            
gi|584 GVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFGE 
              10        20        30        40        50        60  
 
               40        50        60        70        80           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR           
                                                                    
gi|584 GSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKF 
              70        80        90       100       110       120  
 
>>gi|1321731|emb|CAA96548.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 47.4% identity (63.2% similar) in 19 aa overlap (1-19:32-50) 
 
                                             10        20        30 
AAD-12                               PVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :: :.: : . ::            
gi|132 GVFNYETESTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFSE 
              10        20        30        40        50        60  
 
               40        50        60        70        80           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR           
                                                                    
gi|132 GSPFKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKISNKY 
              70        80        90       100       110       120  
 
>>gi|22684|emb|CAA50325.1| major allergen [Corylus avell  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 42.1% identity (63.2% similar) in 19 aa overlap (1-19:32-50) 
 
                                             10        20        30 
AAD-12                               PVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: : . ::            
gi|226 GVFNYEAETTSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFGE 
              10        20        30        40        50        60  
 
               40        50        60        70        80           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR           
                                                                    
gi|226 GSRYKYVKERVDEVDNTNFTYSYTVIEGDVLGDKLEKVCHELKIVAAPGGGSILKISSKF 
              70        80        90       100       110       120  
 
>>gi|90185682|emb|CAJ85641.1| Major strawberry allergen   (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 36.8% identity (63.2% similar) in 19 aa overlap (1-19:32-50) 
 
                                             10        20        30 
AAD-12                               PVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :.  ::.. . ::            
gi|901 GVYTYENEFTSDIPAPKLFKAFVLDADNLIPKIAPQAIKCAEILEGDGGPGTIKKITFGE 
              10        20        30        40        50        60  
 
               40        50        60        70        80           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR           
                                                                    
gi|901 GSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTSKY 
              70        80        90       100       110       120  
 
>>gi|90185684|emb|CAJ85642.1| Major strawberry allergen   (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 36.8% identity (63.2% similar) in 19 aa overlap (1-19:32-50) 
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                                             10        20        30 
AAD-12                               PVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :.  ::.. . ::            
gi|901 GGYTYENEFTSDIPAPKLFKAFVLDADNLIPKIAPQAIKCAEILEGDGGPGTIKKITFGE 
              10        20        30        40        50        60  
 
               40        50        60        70        80           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR           
                                                                    
gi|901 GSHYGYVKHKIHSIDKENHTYSYSLIEGDALSDNIEKIDYETKLVSAPHGGTIIKTTSKY 
              70        80        90       100       110       120  
 
>>gi|22690|emb|CAA50328.1| major allergen [Corylus avell  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   70 
Smith-Waterman score: 42; 42.1% identity (63.2% similar) in 19 aa overlap (1-19:32-50) 
 
                                             10        20        30 
AAD-12                               PVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: : . ::            
gi|226 GVFNYEVETPSVIPAARLFKSYVLDGDKLIPKVAPQAITSVENVEGNGGPGTIKNITFGE 
              10        20        30        40        50        60  
 
               40        50        60        70        80           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR           
                                                                    
gi|226 GSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSILKISSKF 
              70        80        90       100       110       120  
 
>>gi|1545897|emb|CAB02217.1| pollen allergen Car b 1 [Ca  (161 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 42; 47.4% identity (63.2% similar) in 19 aa overlap (1-19:32-50) 
 
                                             10        20        30 
AAD-12                               PVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :: :.: : . ::            
gi|154 GVFNYEAETTSVIPAARLFKAFILDGNNLIPKVAPQAVSSVENVEGNGGPGTIKKITFSE 
              10        20        30        40        50        60  
 
               40        50        60        70        80           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR           
                                                                    
gi|154 GSPVKYVKERVEEVDHTNFKYSYTVIEGGPVGDKVEKICNEIKIVAAPDGGSILKITSKY 
              70        80        90       100       110       120  
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 68.6  bits: 19.6 E():   75 
Smith-Waterman score: 49; 28.8% identity (55.8% similar) in 52 aa overlap (1-52:373-421) 
 
                                             10        20        30 
AAD-12                               PVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     :: ::  .:   : :..:    .  . ::  
gi|558 ATLSDLLNRNNTFKPFAEYKSDYVYQPVPKPVWAQ--IFVWLVKPGAGI-MVMDPYGAAI 
            350       360       370         380        390          
 
               40        50        60        70        80           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR           
       .:  ::.  . :....  .. :                                       
gi|558 SATPEAATPFPHRKDVLFNIQYVNYWFDEAGGAAPLQWSKDMYRFMEPYVSKNPRQAYAN 
     400       410       420       430       440       450          
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 17.4 E():   77 
Smith-Waterman score: 40; 25.6% identity (59.0% similar) in 39 aa overlap (40-78:54-92) 
 
      10        20        30        40        50        60          
AAD-12 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     :. . : . . : : .  : . ..:.:  : 
gi|117 KAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAG 
            30        40        50        60        70        80    
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      70        80                    
AAD-12 YGMDTTATPLR                    
        . .. :.:                      
gi|117 GSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
            90       100       110    
 
>>gi|4006947|emb|CAA07320.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.4 E():   82 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (1-19:32-50) 
 
                                             10        20        30 
AAD-12                               PVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               40        50        60        70        80          
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR          
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPIGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|4006963|emb|CAA07328.1| pollen allergen Betv1, isof  (120 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.4 E():   82 
Smith-Waterman score: 40; 36.8% identity (63.2% similar) in 19 aa overlap (1-19:32-50) 
 
                                             10        20        30 
AAD-12                               PVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: . . ::            
gi|400 GVFNYETETTSVIPAARLFKAFILDGDNLFPKVAPQAISSVENIEGNGGPGTIKKISFPE 
              10        20        30        40        50        60  
 
               40        50        60        70        80          
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR          
                                                                   
gi|400 GFPFKYVKDRVDEVDHTNFKYNYSVIEGGPMGDTLEKISNEIKIVATPDGGSILKISNN 
              70        80        90       100       110       120 
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 67.6  bits: 14.5 E():   85 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (46-60:1-15) 
 
          20        30        40        50        60        70      
AAD-12 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                     :: . : : ..::..                
gi|323                               ARTAWVDSGAQLGELSY              
                                             10                     
 
          80 
AAD-12 ATPLR 
 
>>gi|22686|emb|CAA50326.1| major allergen [Corylus avell  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 41; 42.1% identity (63.2% similar) in 19 aa overlap (1-19:32-50) 
 
                                             10        20        30 
AAD-12                               PVMAQGAVFSAEVVPAVGGRTCFADMRAAY 
                                     : .:  :. :.: : . ::            
gi|226 GVFNYEVETPSVISAARLFKSYVLDGDKLIPKVAPQAITSVENVGGNGGPGTIKNITFGE 
              10        20        30        40        50        60  
 
               40        50        60        70        80           
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR           
                                                                    
gi|226 GSRYKYVKERVDEVDNTNFKYSYTVIEGDVLGDKLEKVCSELKIVAAPGGGSTLKISSKF 
              70        80        90       100       110       120  
 
>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 48; 27.1% identity (58.6% similar) in 70 aa overlap (9-73:82-150) 
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                                     10        20        30         
AAD-12                       PVMAQGAVFSAEVVPAVGGRTCFADMRAAYD--ALDEA 
                                     : .:.:  .:. . .  :..     : ..  
gi|170 MAKFPQFAGKDLETLKGTGQFATHAGRIVGFVSEIVALMGNSANMPAMETLIKDMAANHK 
              60        70        80        90       100       110  
 
         40          50         60        70        80    
AAD-12 TRALVHQRSA--RHSLV-YSQSKLGHVQQAGSAYIGYGMDTTATPLR    
       .:.. . .    : ::: : :::..  .. :.:.   :.:           
gi|170 ARGIPKAQFNEFRASLVSYLQSKVSWNDSLGAAWT-QGLDNVFNMMFSYL 
             120       130       140        150       160 
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 67.4  bits: 18.7 E():   87 
Smith-Waterman score: 44; 28.9% identity (57.9% similar) in 38 aa overlap (41-78:3-38) 
 
               20        30        40        50        60        70 
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     ::: ..  .:  . . ..    . .: .:: 
gi|398                             MAVHQYTV--ALFLAVALVAGPAASYAADLGY 
                                             10        20        30 
 
               80                                                   
AAD-12 GMDTTATPLR                                                   
       :  : :.:                                                     
gi|398 GPATPAAPAAGYTPATPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKY 
               40        50        60        70        80        90 
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.4 E():   87 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (41-62:6-27) 
 
               20        30        40        50        60        70 
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159                          IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
                                        10        20        30      
 
               80                                                   
AAD-12 GMDTTATPLR                                                   
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFXQFYQPDAYPSGAWY 
          40        50        60        70        80        90      
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 67.2  bits: 18.0 E():   89 
Smith-Waterman score: 42; 29.6% identity (70.4% similar) in 27 aa overlap (48-74:76-101) 
 
        20        30        40        50        60        70        
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::.. ..:... :  ..   :: ::    
gi|549 LKIHNDFRNKVARGLETRGNPGPQPPAKNMNNLVWN-NELANIAQIWASQCKYGHDTCKD 
          50        60        70        80         90       100     
 
        80                                                          
AAD-12 PLR                                                          
                                                                    
gi|549 TTKYNVGQNIAVSSSTAAVYENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWA 
          110       120       130       140       150       160     
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.4 E():   91 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (31-59:101-129) 
 
               10        20        30        40        50        60 
AAD-12 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
               70        80 
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AAD-12 QQAGSAYIGYGMDTTATPLR 
                            
gi|273 RRRR                 
                            
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.4 E():   91 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (31-59:101-129) 
 
               10        20        30        40        50        60 
AAD-12 PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
               70        80 
AAD-12 QQAGSAYIGYGMDTTATPLR 
                            
gi|273 RRRR                 
                            
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 67.1  bits: 18.7 E():   91 
Smith-Waterman score: 44; 26.7% identity (70.0% similar) in 30 aa overlap (39-68:232-259) 
 
       10        20        30        40        50        60         
AAD-12 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                     : .:  :. ::....:..  . ::. . .. 
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIH--SVVHSIIMQQQQQQQQQQGIDIFL 
             210       220       230         240       250          
 
       70        80                                                 
AAD-12 GYGMDTTATPLR                                                 
                                                                    
gi|170 PLSQHEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSIMRAPFAS 
     260       270       280       290       300       310          
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 66.8  bits: 18.3 E():   93 
Smith-Waterman score: 43; 47.6% identity (71.4% similar) in 21 aa overlap (2-22:8-24) 
 
                     10        20        30        40        50     
AAD-12       PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
              .:. :::..: :   ::: .:                                 
gi|286 MGSLANNIMVVGAVLAALV---VGG-SCGPPKVPPGPNITTNYNGKWLTARATWYGQPNG 
               10           20         30        40        50       
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 66.8  bits: 17.4 E():   95 
Smith-Waterman score: 40; 24.1% identity (46.6% similar) in 58 aa overlap (8-56:12-69) 
 
                   10        20        30                 40        
AAD-12     PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---------DEATRALVHQRSAR 
                  :..: :   . :     . : :.: :         :.. ..:.:      
gi|856 MKFIITLFAAIVMAAAVSGFIVGDKKEDEWRMAFDRLMMEELETKIDQVEKGLLHLSEQY 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR                            
       . :  ..::                                                    
gi|856 KELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLNMFERYNYEFALESIKLL 
               70        80        90       100       110       120 
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 66.8  bits: 15.5 E():   95 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (58-78:5-25) 
 
        30        40        50        60        70        80        
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR        
                                     :.: .: :  : : .   :.:          
gi|462                           TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXL 
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                                         10        20        30     
 
gi|462 SSA 
           
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 18.0 E():   95 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (36-69:71-104) 
 
          10        20        30        40        50        60      
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 
                                     :   :: .:.: .   ::..      : :  
gi|221 AQRPDNRIESEGGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGR 
               50        60        70        80        90       100 
 
          70        80                                              
AAD-12 AYIGYGMDTTATPLR                                              
       .:.:                                                         
gi|221 GYFGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQKVHRFDEGDLIAV 
              110       120       130       140       150       160 
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.1 E():   95 
Smith-Waterman score: 39; 53.8% identity (69.2% similar) in 13 aa overlap (24-36:72-84) 
 
                      10        20        30        40        50    
AAD-12        PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
                                     ::.::  ::  .:                  
gi|131 ELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDE 
              50        60        70        80        90       100  
 
            60        70        80 
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATPLR 
                                   
gi|131 FGALVDKWGAKG                
             110                   
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 66.7  bits: 14.8 E():   96 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (68-78:2-12) 
 
        40        50        60        70        80           
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR           
                                     .::.  : :.:             
gi|751                              DLGYAPATPAAPGAGYTPATPAAP 
                                            10        20     
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.4 E():   96 
Smith-Waterman score: 40; 35.3% identity (70.6% similar) in 17 aa overlap (5-21:30-46) 
 
                                        10        20        30      
AAD-12                          PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                    :::. ...  :  ::..               
gi|476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVQGATVAVDCRPFNGGESKLKAEATTDGLGWY 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR                
                                                                    
gi|476 KIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQGIRYANPIAFFR 
               70        80        90       100       110       120 
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.4 E():   96 
Smith-Waterman score: 40; 46.7% identity (66.7% similar) in 15 aa overlap (8-22:16-30) 
 
                       10        20        30        40        50   
AAD-12         PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                      ::   .: :::.. :                               
gi|217 MASKSNYNLLFTALLVFIFAAVAAVGNEDCTPWTSTLITPLPSCRNYVEEQACRIEMPGP 
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               10        20        30        40        50        60 
 
>>gi|218203828|gb|ACK76297.1| Der f 6 allergen [Dermatop  (279 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.6  bits: 18.3 E():   97 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (52-80:37-64) 
 
              30        40        50        60        70        80  
AAD-12 CFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR  
                                     .:.::.:    :: .  :   : . .:..  
gi|218 VTILIVITVTVDARFPRSLQPKWAYLDSNEFSRSKIGDSPIAG-VVGGQDADLAEAPFQI 
         10        20        30        40         50        60      
 
gi|218 SLLKDYLIMKSHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKT 
          70        80        90       100       110       120      
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.5  bits: 19.0 E():   97 
Smith-Waterman score: 45; 43.8% identity (81.2% similar) in 16 aa overlap (25-40:217-232) 
 
                     10        20        30        40        50     
AAD-12       PVMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     :...: .:::  :.:.               
gi|144 AEVYQKLKALAKKTYGQSAGNVGDEGGVAPDIQTAEEALDLITKAIEEAGYTGKIKIAMD 
        190       200       210       220       230       240       
 
           60        70        80                                   
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLR                                   
                                                                    
gi|144 VASSEFYKADEKKYDLDFKNPDSDKSKWLTYEQLAEMYKSLAEKYPIVSIEDPFAEDDWE 
        250       260       270       280       290       300       
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 18.0 E():   99 
Smith-Waterman score: 42; 33.3% identity (71.4% similar) in 21 aa overlap (58-78:72-92) 
 
        30        40        50        60        70        80        
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR        
                                     : ...: .::   : ...:.:          
gi|383 TASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEE 
              50        60        70        80        90       100  
 
gi|383 EEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEEL 
             110       120       130       140       150       160  
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:50 2011 done: Fri Jan 21 00:02:50 2011 
 Total Scan time:  0.080 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 117  - 196 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     7     0:=== 
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  30    13     2:*==== 
  32    16     8:==*=== 
  34    18    22:====== * 
  36    41    44:==============* 
  38    50    73:=================       * 
  40    98   102:=================================* 
  42   105   125:===================================      * 
  44   148   138:=============================================*==== 
  46   140   140:==============================================* 
  48   120   134:========================================    * 
  50   126   122:========================================*= 
  52   175   108:===================================*======================= 
  54    68    92:=======================       * 
  56    80    77:=========================*= 
  58    57    63:=================== * 
  60    55    51:================*== 
  62    33    41:===========  * 
  64    41    33:==========*=== 
  66    20    26:======= * 
  68     9    20:===   * 
  70    19    16:=====*= 
  72     6    12:== * 
  74     7    10:===* 
  76     8     8:==* 
  78     4     6:=* 
  80     4     5:=* 
  82     2     3:* 
  84     3     3:* 
  86     5     2:*= 
  88     1     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     3     0:=         *=== 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     1     0:=         *= 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.48710.00321; mu= 8.7087 0.166 
 mean_var=31.3374 7.496, 0's: 2 Z-trim: 4  B-trim: 0 in 0/44 
 Lambda= 0.229109 
 Kolmogorov-Smirnov  statistic: 0.0266 (N=29) at  52 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.080 
 
The best scores are:                                      opt bits E(1491) 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   74 28.5    0.12 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   64 25.2    0.41 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   62 24.5     1.4 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   62 24.5     1.4 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   58 23.3     1.4 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   57 22.9       3 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   57 22.9     3.1 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   59 23.5     4.6 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   53 21.6       5 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   53 21.6       5 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   52 21.3     5.6 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.3     7.2 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.9       8 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.9     8.3 
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gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.9     8.3 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.9     8.4 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   56 22.5      10 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   49 20.3      10 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   50 20.6      11 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   56 22.5      13 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   56 22.5      13 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 18.3      14 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   49 20.3      14 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 22.5      16 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 22.5      16 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   48 19.9      19 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 19.6      23 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 19.6      23 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 19.6      23 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   52 21.2      23 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 19.6      24 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 19.6      24 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   46 19.3      27 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   49 20.2      27 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.3      27 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   46 19.3      29 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   46 19.3      30 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 20.2      32 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.6      32 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   47 19.6      35 
gi|21757|emb|CAA26383.1| unnamed protein product [ ( 296)   48 19.9      35 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   45 18.9      37 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   49 20.2      41 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   50 20.5      41 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   47 19.6      43 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 20.9      43 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 17.7      43 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   43 18.3      44 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   49 20.2      49 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   43 18.3      53 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   46 19.3      53 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 19.9      54 
gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Glo ( 151)   43 18.3      55 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.6      56 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   43 18.3      56 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   46 19.2      57 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   46 19.2      59 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   47 19.6      60 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   47 19.6      60 
gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Veno ( 204)   44 18.6      60 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   44 18.6      60 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   44 18.6      60 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   41 17.6      62 
gi|56417506|gb|AAV90694.1| GE-rich salivary protei ( 266)   45 18.9      62 
gi|56417504|gb|AAV90693.1| 30 kDa salivary gland a ( 271)   45 18.9      64 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.3      65 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 19.2      66 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   50 20.5      67 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   50 20.5      67 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   47 19.6      69 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   48 19.9      70 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 17.3      72 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   42 18.0      73 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   42 18.0      73 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   42 18.0      73 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   42 18.0      73 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.6      78 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   40 17.3      81 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 14.4      90 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   44 18.6      92 
gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   41 17.6      92 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 17.3      92 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   42 17.9      94 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   40 17.3      96 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   40 17.3      96 
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gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   44 18.6      96 
gi|28630919|gb|AAO45607.1| beta-expansin 9 protein ( 269)   43 18.3      99 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  57 init1:  57 opt:  74  Z-score: 118.7  bits: 28.5 E(): 0.12 
Smith-Waterman score: 74; 24.6% identity (54.1% similar) in 61 aa overlap (17-77:309-363) 
 
                             10        20        30        40       
AAD-12               VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR 
                                     :.: :  : :.  ..: .      : ..:  
gi|113 HGFFQVVNNNYDKWGSYAIGGSASPTILSQGNRFCAPDERSKKNVLGR------HGEAAA 
      280       290       300       310       320             330   
 
         50        60        70        80                           
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP                           
       .:. ..      : . :. ... :.: . ::                              
gi|113 ESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEPGESALSLTSSAGVLSCQP 
            340       350       360       370       380       390   
 
gi|113 GAPC 
            
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  64  Z-score: 109.5  bits: 25.2 E(): 0.41 
Smith-Waterman score: 64; 29.5% identity (63.9% similar) in 61 aa overlap (6-64:9-65) 
 
                  10        20        30          40        50      
AAD-12    VMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSK 
               : :.: :. : : .    :.:  .: :  ..:..:.   ....:.:.: : . 
gi|111 MKFAIVLIACFAASVL-AQGHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQ 
               10         20        30        40           50       
 
          60        70        80                                    
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRP                                    
       : ....  :                                                    
gi|111 LDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKI 
         60        70        80        90       100       110       
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  62  Z-score: 100.0  bits: 24.5 E():  1.4 
Smith-Waterman score: 62; 26.5% identity (55.4% similar) in 83 aa overlap (6-76:183-265) 
 
                                        10            20        30  
AAD-12                          VMAQGAVFSAEVVPAVGG----RTCFADMRAAYDA 
                                     :.:.  .  ..::      :. ...::    
gi|168 QIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQ 
            160       170       180       190       200       210   
 
              40              50        60          70        80    
AAD-12 LDEATRALVHQ------RSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATPLRP    
          :: : . :      ..:  . . ..:.. .:.:  .:.: .. :  ::::        
gi|168 AYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAA 
            220       230       240       250       260       270   
 
gi|168 TVAAGGYKV 
            280  
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  62  Z-score: 99.8  bits: 24.5 E():  1.4 
Smith-Waterman score: 62; 26.5% identity (55.4% similar) in 83 aa overlap (6-76:192-274) 
 
                                        10            20        30  
AAD-12                          VMAQGAVFSAEVVPAVGG----RTCFADMRAAYDA 
                                     :.:.  .  ..::      :. ...::    
gi|330 QIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQ 
             170       180       190       200       210       220  
 
              40              50        60          70        80    
AAD-12 LDEATRALVHQ------RSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATPLRP    
          :: : . :      ..:  . . ..:.. .:.:  .:.: .. :  ::::        
gi|330 AYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAA 
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             230       240       250       260       270       280  
 
gi|330 TVAAGGYKV 
             290 
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 99.6  bits: 23.3 E():  1.4 
Smith-Waterman score: 58; 26.9% identity (57.7% similar) in 52 aa overlap (22-73:26-77) 
 
                   10        20        30        40        50       
AAD-12     VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                :::      :.  . . :  ..:.   :.... .. 
gi|527 MVHHITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNV 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 GHVQQAGSAYIGYGMDTTATPLRP                                     
        :::.:.. :   .: :                                            
gi|527 DHVQDAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAG 
               70        80        90       100       110       120 
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 93.8  bits: 22.9 E():    3 
Smith-Waterman score: 57; 29.3% identity (60.3% similar) in 58 aa overlap (23-75:93-149) 
 
                       10        20             30        40        
AAD-12         VMAQGAVFSAEVVPAVGGRTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|144 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
             70        80        90       100        110       120  
 
        50        60        70        80                            
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP                            
       .. :  .:. .: .:...:.. :  : :                                 
gi|144 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
             130       140       150       160       170       180  
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 93.6  bits: 22.9 E():  3.1 
Smith-Waterman score: 57; 29.3% identity (60.3% similar) in 58 aa overlap (23-75:97-153) 
 
                       10        20             30        40        
AAD-12         VMAQGAVFSAEVVPAVGGRTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|622 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
         70        80        90       100       110        120      
 
        50        60        70        80                            
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP                            
       .. :  .:. .: .:...:.. :  : :                                 
gi|622 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
         130       140       150       160       170       180      
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  59  Z-score: 90.6  bits: 23.5 E():  4.6 
Smith-Waterman score: 59; 35.6% identity (60.0% similar) in 45 aa overlap (42-79:198-242) 
 
              20        30        40        50              60      
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL------GHVQQAGSA 
                                     ::. :..:  .:. :      :  ..: .  
gi|303 LVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALAD 
       170       180       190       200       210       220        
 
          70         80                                             
AAD-12 YIGYGMDT-TATPLRP                                             
        .:.:::: ::  .:                                              
gi|303 VLGFGMDTETARKVRGEDDQRGHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICS 
       230       240       250       260       270       280        
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 89.9  bits: 21.6 E():    5 
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Smith-Waterman score: 53; 27.9% identity (62.3% similar) in 61 aa overlap (6-64:9-65) 
 
                  10        20        30          40        50      
AAD-12    VMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSK 
               : :.: :. :   .    :.:  .: :  ..:..:.   ....:.:.: : . 
gi|420 MKFAIVLIACFAASVL-AQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQ 
               10         20        30        40           50       
 
          60        70        80                                    
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRP                                    
       : ....  :                                                    
gi|420 LDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKI 
         60        70        80        90       100       110       
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 89.9  bits: 21.6 E():    5 
Smith-Waterman score: 53; 27.9% identity (62.3% similar) in 61 aa overlap (6-64:9-65) 
 
                  10        20        30          40        50      
AAD-12    VMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSK 
               : :.: :. :   .    :.:  .: :  ..:..:.   ....:.:.: : . 
gi|111 MKFAIVLIACFAASVL-AQEHKPEKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQ 
               10         20        30        40           50       
 
          60        70        80                                    
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRP                                    
       : ....  :                                                    
gi|111 LDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKI 
         60        70        80        90       100       110       
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 89.0  bits: 21.3 E():  5.6 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (24-64:11-50) 
 
               10        20        30          40        50         
AAD-12 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKLGH 
                              :.:  .: :  ..:..:.   ....:.:.: : .: . 
gi|160              GSQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQLDE 
                            10        20           30        40     
 
       60        70        80                                       
AAD-12 VQQAGSAYIGYGMDTTATPLRP                                       
       ...  :                                                       
gi|160 LNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLK 
           50        60        70        80        90       100     
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.1  bits: 21.3 E():  7.2 
Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (29-52:29-52) 
 
               10        20        30        40        50        60 
AAD-12 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                   : : :::  : .  ..: .: .::         
gi|144 KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLSDS 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 QAGSAYIGYGMDTTATPLRP                                         
                                                                    
gi|144 KVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAGGE 
               70        80        90       100       110       120 
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.3  bits: 22.9 E():    8 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (25-64:372-411) 
 
                     10        20        30        40        50     
AAD-12       VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|224 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             350       360       370       380       390       400  
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           60        70        80                                   
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRP                                   
         .::: . :                                                   
gi|224 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             410       420       430       440       450       460  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.0  bits: 22.9 E():  8.3 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (25-64:392-431) 
 
                     10        20        30        40        50     
AAD-12       VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|571 GNRSPHIYDPQRWFTQNCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
           60        70        80                                   
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRP                                   
         .::: . :                                                   
gi|571 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFA 
             430       440       450       460       470       480  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.0  bits: 22.9 E():  8.3 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (25-64:392-431) 
 
                     10        20        30        40        50     
AAD-12       VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|199 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
           60        70        80                                   
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRP                                   
         .::: . :                                                   
gi|199 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             430       440       450       460       470       480  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.9  bits: 22.9 E():  8.4 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (25-64:400-439) 
 
                     10        20        30        40        50     
AAD-12       VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|213 RSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
     370       380       390       400       410       420          
 
           60        70        80                                   
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRP                                   
         .::: . :                                                   
gi|213 GRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLA 
     430       440       450       460       470       480          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 84.6  bits: 22.5 E():   10 
Smith-Waterman score: 56; 28.9% identity (52.6% similar) in 38 aa overlap (27-64:371-408) 
 
                   10        20        30        40        50       
AAD-12     VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :  : . .  ..:  .  ::..:      
gi|370 RSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGR 
              350       360       370       380       390       400 
 
         60        70        80                                     
AAD-12 GHVQQAGSAYIGYGMDTTATPLRP                                     
       .::: . :                                                     
gi|370 AHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGE 
              410       420       430       440       450       460 
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 4331



 

 

>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 84.5  bits: 20.3 E():   10 
Smith-Waterman score: 49; 22.4% identity (56.9% similar) in 58 aa overlap (4-61:4-59) 
 
               10        20        30        40        50        60 
AAD-12 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
          .:.. .:.:. :. :     : .: . :   :...    ..:    . .:.: : .. 
gi|777 MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFA--IIDQDKSGFIE 
               10        20        30        40          50         
 
               70        80                              
AAD-12 QAGSAYIGYGMDTTATPLRP                              
       .                                                 
gi|777 EDELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH 
       60        70        80        90       100        
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 83.9  bits: 20.6 E():   11 
Smith-Waterman score: 50; 33.3% identity (56.4% similar) in 39 aa overlap (6-44:18-52) 
 
                           10        20        30        40         
AAD-12             VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS 
                        .::.:    :. :. :.: :    . : :. :  : :..     
gi|189 MASKSSITPLLLAAVLASVFAAA---AATGQYCYAGMGLPSNPL-EGCREYVAQQTCGVT 
               10        20           30        40         50       
 
       50        60        70        80                             
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP                             
                                                                    
gi|189 IAGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQR 
         60        70        80        90       100       110       
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  56  Z-score: 82.6  bits: 22.5 E():   13 
Smith-Waterman score: 56; 27.8% identity (63.9% similar) in 36 aa overlap (42-77:539-574) 
 
              20        30        40        50        60        70  
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.:.. .   . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYP 
      510       520       530       540       550       560         
 
              80                                                    
AAD-12 DTTATPLRP                                                    
        ..  :                                                       
gi|217 TSVQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQP 
      570       580       590       600       610       620         
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 82.4  bits: 22.5 E():   13 
Smith-Waterman score: 56; 25.0% identity (63.9% similar) in 36 aa overlap (42-77:551-586) 
 
              20        30        40        50        60        70  
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.... . . . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYP 
              530       540       550       560       570       580 
 
              80                                                    
AAD-12 DTTATPLRP                                                    
        .   :                                                       
gi|217 TSLQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQP 
              590       600       610       620       630       640 
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 82.1  bits: 18.3 E():   14 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (57-77:5-25) 
 
         30        40        50        60        70        80       
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP       
                                     :.:..: :. .::  .  :.:          
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gi|462                           AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKN 
                                         10        20        30     
 
gi|462 LNSA 
            
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 81.7  bits: 20.3 E():   14 
Smith-Waterman score: 49; 35.7% identity (52.4% similar) in 42 aa overlap (6-36:37-78) 
 
                                        10              20          
AAD-12                          VMAQGAVFSAEVVPAVGGR------TCFADMRAAY 
                                     :. : :.: . ::       :   : ...: 
gi|145 EEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSY 
         10        20        30        40        50        60       
 
           30        40        50        60        70        80     
AAD-12 -----DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP     
            ::.::::                                                 
gi|145 VLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAP 
         70        80        90       100       110       120       
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 80.7  bits: 22.5 E():   16 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (52-69:283-300) 
 
              30        40        50        60        70        80  
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP  
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 80.6  bits: 22.5 E():   16 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (52-69:289-306) 
 
              30        40        50        60        70        80  
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP  
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
 
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 79.5  bits: 19.9 E():   19 
Smith-Waterman score: 48; 19.5% identity (54.9% similar) in 82 aa overlap (2-77:34-109) 
 
                                            10             20       
AAD-12                              VMAQGAVFSAEVVPAVGG-----RTCFADMR 
                                     .:  :. : :.. . ::     . :: :   
gi|132 FNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICF-DEG 
            10        20        30        40        50         60   
 
         30        40         50        60        70        80      
AAD-12 AAYDALDEATRALVHQR-SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP      
       . .. . . .. . .   : :.:.. ...   ....     :.: .  .:.:         
gi|132 SPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEK-----INYEIKIVASPHGGSILKS 
             70        80        90            100       110        
 
gi|132 ISKYHTIGDHELKDEQIKAGKEKASGLFKAVEGYLLAHSDAYN 
       120       130       140       150       160 
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.1  bits: 19.6 E():   23 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (25-41:14-30) 
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               10        20        30        40        50        60 
AAD-12 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                               .: :.: .:.  .. .:                    
gi|219            MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEEND 
                          10        20        30        40          
 
               70        80                                         
AAD-12 QAGSAYIGYGMDTTATPLRP                                         
                                                                    
gi|219 LQQLIIEIDADGSGELEFDEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGYIPTSA 
      50        60        70        80        90       100          
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.9  bits: 19.6 E():   23 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (13-29:141-157) 
 
                                 10        20        30        40   
AAD-12                   VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
             50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP 
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.9  bits: 19.6 E():   23 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (13-29:141-157) 
 
                                 10        20        30        40   
AAD-12                   VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
             50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP 
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 77.8  bits: 21.2 E():   23 
Smith-Waterman score: 52; 24.3% identity (73.0% similar) in 37 aa overlap (32-67:143-179) 
 
              10        20        30        40        50         60 
AAD-12 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG-HVQ 
                                     .::   .:.: .. .. .::  .... .:. 
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
               70        80                                         
AAD-12 QAGSAYIGYGMDTTATPLRP                                         
       . :...:                                                      
gi|215 NNGDVFILLVPNFVFVWTGKHSNRMERTTAIRVANDLKSELNRFKLSSVILEDGKEVEQT 
            180       190       200       210       220       230   
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (13-29:144-160) 
 
                                 10        20        30        40   
AAD-12                   VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
             50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP 
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.7  bits: 19.6 E():   24 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (13-29:144-160) 
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                                 10        20        30        40   
AAD-12                   VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
             50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP 
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 76.7  bits: 19.3 E():   27 
Smith-Waterman score: 46; 30.8% identity (56.4% similar) in 39 aa overlap (6-44:18-52) 
 
                           10        20        30        40         
AAD-12             VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS 
                        .::.: ..    :. :.: :    . : :. :  : :..     
gi|439 MASKSSITPLLLAAVLASVFAAATAT---GQYCYAGMGLPSNPL-EGCREYVAQQTCGVT 
               10        20           30        40         50       
 
       50        60        70        80                             
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP                             
                                                                    
gi|439 IAGSPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQ 
         60        70        80        90       100       110       
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.7  bits: 20.2 E():   27 
Smith-Waterman score: 49; 21.9% identity (59.4% similar) in 32 aa overlap (43-74:179-210) 
 
             20        30        40        50        60        70   
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :.  .:.. .... :. ::      : :.. 
gi|219 MWQQSSCHVMQQQCCQQLSQIPEQSRYDAIRAITYSIILQEQQQGQSQQQQPQQSGQGVS 
      150       160       170       180       190       200         
 
             80                                                     
AAD-12 TTATPLRP                                                     
        .                                                           
gi|219 QSQQQSQQQLGQCSFQQPQQQLGQQPQQQQVQQGTFLQPHQIAHLEVMTSIALRTLPTMC 
      210       220       230       240       250       260         
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 76.6  bits: 19.3 E():   27 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (25-42:126-143) 
 
                     10        20        30        40        50     
AAD-12       VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . ::..::: :..: ...             
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG         
         100       110       120       130       140                
 
           60        70        80 
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRP 
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 76.2  bits: 19.3 E():   29 
Smith-Waterman score: 46; 26.2% identity (52.3% similar) in 65 aa overlap (3-65:34-95) 
 
                                           10        20        30   
AAD-12                             VMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
                                     : :.  :.:.: . ::   .  .  . :.  
gi|604 FTFDDQATSPVAPATLYNALAKDADNIIPKAVGSFQSVEIVEGNGGPGTIKKISFVEDG- 
            10        20        30        40        50        60    
 
             40          50        60        70        80           
AAD-12 DEATRALVHQRSA--RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP           
          :. ..:.  .  . .: :: : .: :    .:                          
gi|604 --ETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTISY 
               70        80        90       100       110       120 
 
gi|604 HGKGDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
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              130       140       150      
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.9  bits: 19.3 E():   30 
Smith-Waterman score: 46; 41.2% identity (70.6% similar) in 17 aa overlap (2-18:34-50) 
 
                                            10        20        30  
AAD-12                              VMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                                     .:  :. :::.. . ::              
gi|165 FTHENEITSAIPPGRLFKAFVLDADNLIPKLAPHAIKSAEIIEGNGGPGTIKKITFGEGS 
            10        20        30        40        50        60    
 
              40        50        60        70        80            
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP            
                                                                    
gi|165 QFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSILKNTSKYHT 
            70        80        90       100       110       120    
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.4  bits: 20.2 E():   32 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (62-78:200-216) 
 
              40        50        60        70        80            
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP            
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 75.3  bits: 19.6 E():   32 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (22-43:74-98) 
 
                        10        20        30           40         
AAD-12          VMAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---DEATRALVHQRSARHS 
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
 
       50        60        70        80                             
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP                             
                                                                    
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.7  bits: 19.6 E():   35 
Smith-Waterman score: 47; 33.3% identity (52.8% similar) in 36 aa overlap (22-57:159-191) 
 
                        10        20        30        40        50  
AAD-12          VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :   . : ..::   :   :: .  :.:   
gi|136 TNTEKLPTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFEIR---HQLTQIHGLYR 
      130       140       150       160       170          180      
 
              60        70        80                     
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRP                     
       :..: :                                            
gi|136 SSDKTGGYWKITMNDGSTYQSDLSKKFEYNTEKPPINIDEIKTIEAEIN 
         190       200       210       220       230     
 
>>gi|21757|emb|CAA26383.1| unnamed protein product [Trit  (296 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.6  bits: 19.9 E():   35 
Smith-Waterman score: 48; 21.3% identity (61.7% similar) in 47 aa overlap (31-77:200-246) 
 
               10        20        30        40        50        60 
AAD-12 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :. ....:.. ... :..   :: .: . : 
gi|217 SQVLQQSTYQPLQQLCCQQLWQIPEQSRCQAIHNVVHAIILHQQQRQQQPSSQVSLQQPQ 
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     170       180       190       200       210       220          
 
               70        80                                         
AAD-12 QAGSAYIGYGMDTTATPLRP                                         
       :   .  :. . .  .:                                            
gi|217 QQYPSGQGFFQPSQQNPQAQGSVQPQQLPQFEEIRNLALQTLPRMCNVYIPPYCSTTIAP 
     230       240       250       260       270       280          
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 74.2  bits: 18.9 E():   37 
Smith-Waterman score: 45; 27.0% identity (64.9% similar) in 37 aa overlap (5-41:49-84) 
 
                                         10        20        30     
AAD-12                           VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|144 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
           40        50        60        70        80               
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP               
       :  : ..                                                      
gi|144 AGLAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEAT 
        80        90       100       110       120       130        
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.5  bits: 20.2 E():   41 
Smith-Waterman score: 49; 36.7% identity (66.7% similar) in 30 aa overlap (37-66:43-72) 
 
         10        20        30        40        50        60       
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.. . .:: . : : ..::..  : : : 
gi|558 RVRSGGHDYEGLSYRSLQPENFAVVDLNQMRAVLVDGKARTAWVDSGAQLGELYYAISKY 
             20        30        40        50        60        70   
 
         70        80                                               
AAD-12 IGYGMDTTATPLRP                                               
                                                                    
gi|558 SRTLAFPAGVCPTIGVGGNLAGGGFGMLLRKYGIAAENVIDVKLVDANGKLHDKKSMGDD 
             80        90       100       110       120       130   
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.5  bits: 20.5 E():   41 
Smith-Waterman score: 50; 25.6% identity (58.1% similar) in 43 aa overlap (27-69:426-468) 
 
                   10        20        30        40        50       
AAD-12     VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     :  ....:   :.. :.  . .:    ..  
gi|258 AERGFFYRNGIYSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNH 
         400       410       420       430       440       450      
 
         60        70        80                                     
AAD-12 GHVQQAGSAYIGYGMDTTATPLRP                                     
       : .::::.  . :                                                
gi|258 GVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQISREQARQLKYNR 
         460       470       480       490       500       510      
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.1  bits: 19.6 E():   43 
Smith-Waterman score: 47; 36.0% identity (76.0% similar) in 25 aa overlap (25-49:106-130) 
 
                     10        20        30        40        50     
AAD-12       VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     ...: . :.:::.:  ... ::. :      
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
 
           60        70        80                                   
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRP                                   
                                                                    
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
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>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 73.0  bits: 20.9 E():   43 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (55-69:609-623) 
 
           30        40        50        60        70        80     
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP     
                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 73.0  bits: 17.7 E():   43 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (40-61:37-58) 
 
      10        20        30        40        50        60          
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
      70        80 
AAD-12 GMDTTATPLRP 
                   
gi|162 VPQLEIVPNS  
         70        
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.9  bits: 18.3 E():   44 
Smith-Waterman score: 43; 26.0% identity (52.0% similar) in 50 aa overlap (1-50:30-79) 
 
                                            10        20        30  
AAD-12                              VMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                                    .  .:.. :.:   .   : :   . :.    
gi|253 TGPYCYAGMGLPINPLEGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHC 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP            
         ::.: .. .::  .: :                                          
gi|253 RCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNAPYCLGLDI 
               70        80        90       100       110       120 
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.0  bits: 20.2 E():   49 
Smith-Waterman score: 49; 37.9% identity (62.1% similar) in 29 aa overlap (40-68:74-102) 
 
      10        20        30        40        50        60          
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     : .:.: .   ::.. :    : ::.:.:  
gi|112 NRIESEGGYIETWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGL 
            50        60        70        80        90       100    
 
      70        80                                                  
AAD-12 GMDTTATPLRP                                                  
                                                                    
gi|112 IFPGCPSTYEEPAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTG 
           110       120       130       140       150       160    
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.4  bits: 18.3 E():   53 
Smith-Waterman score: 43; 30.8% identity (53.8% similar) in 39 aa overlap (6-44:18-52) 
 
                           10        20        30        40         
AAD-12             VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS 
                        .::.: ..    :  :.: :    . : :. :  : :..     
gi|217 MASKSSISPLLLATVLVSVFAAATAT---GPYCYAGMGLPINPL-EGCREYVAQQTCGIS 
               10        20           30        40         50       
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       50        60        70        80                             
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP                             
                                                                    
gi|217 ISGSAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQ 
         60        70        80        90       100       110       
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.3  bits: 19.3 E():   53 
Smith-Waterman score: 46; 25.0% identity (62.5% similar) in 40 aa overlap (31-70:195-233) 
 
               10        20        30        40        50        60 
AAD-12 VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :.:  ..:.  :.. :...   :..  . : 
gi|624 SKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIVHAIFMQQGQRQGVQIVQQQ-PQPQ 
          170       180       190       200       210        220    
 
               70        80                                         
AAD-12 QAGSAYIGYGMDTTATPLRP                                         
       :.:.  .  :                                                   
gi|624 QVGQCVLVQGQGVVQPQQLAQMEAIRTLVLQSVPSMCNFNVPPNCSTIKAPFVGVVTGVG 
           230       240       250       260       270       280    
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 71.3  bits: 19.9 E():   54 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (24-38:431-446) 
 
                      10        20        30         40        50   
AAD-12        VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYS 
                                     :..: :::.: ...::               
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA               
              410       420       430       440                     
 
             60        70        80 
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATPLRP 
 
>>gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Globin   (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.0  bits: 18.3 E():   55 
Smith-Waterman score: 43; 30.6% identity (55.6% similar) in 36 aa overlap (8-43:115-150) 
 
                                      10        20        30        
AAD-12                        VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                     : :  :  . ..: ::  .::. :  .:   
gi|121 IGDLPNIDGDVTTFVASHTPRGVTHDQLNNFRAGFVSYMKAHTDFAGAEAAWGATLDAFF 
           90       100       110       120       130       140     
 
        40        50        60        70        80 
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP 
       ..:  .                                      
gi|121 GMVFAKM                                     
          150                                      
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.9  bits: 18.6 E():   56 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (42-57:46-61) 
 
              20        30        40        50        60        70  
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
              80                                                    
AAD-12 DTTATPLRP                                                    
                                                                    
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 43; 29.0% identity (67.7% similar) in 31 aa overlap (5-35:49-78) 
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                                         10        20        30     
AAD-12                           VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|186 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVRLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
           40        50        60        70        80               
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP               
       :                                                            
gi|186 AGLGYTYTTIGGDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEAT 
        80        90       100       110       120       130        
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 70.8  bits: 19.2 E():   57 
Smith-Waterman score: 46; 25.4% identity (55.9% similar) in 59 aa overlap (11-69:161-216) 
 
                                   10        20        30        40 
AAD-12                     VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
                                     .:.:: :    .  ..::...   :: :   
gi|249 MDDASVGSVSSEFHVIESAIEVITYIGEEVKVIPA-GEVEVINKVKAAFST--AATAADE 
              140       150       160        170       180          
 
               50        60        70        80                     
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP                     
          . . ..  :. . .  . .:.:: ::                                
gi|249 APANDKFTVFVSSFNKAIKETTGGAYAGYKFIPTLEAAVKQAYAASSATAPEVKYAVFET 
       190       200       210       220       230       240        
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.6  bits: 19.2 E():   59 
Smith-Waterman score: 46; 55.6% identity (66.7% similar) in 18 aa overlap (62-77:21-38) 
 
              40        50        60          70        80          
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGS--AYIGYGMDTTATPLRP          
                                     :::  : .:::  : :.:             
gi|330           MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAP 
                         10        20        30        40        50 
 
gi|330 AGAEPAGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLS 
               60        70        80        90       100       110 
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 70.4  bits: 19.6 E():   60 
Smith-Waterman score: 47; 19.4% identity (52.8% similar) in 72 aa overlap (15-79:297-366) 
 
                               10        20             30          
AAD-12                 VMAQGAVFSAEVVPAVGGRT-----CFADMRAAYDALDEATRAL 
                                     :.:: .     : ..   : :  :.  . . 
gi|113 FTDNVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPD--DQIKKNV 
        270       280       290       300       310         320     
 
      40          50        60        70        80                  
AAD-12 VHQRS--ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP                  
       . . .  : .:....  .   . . :. ..  : : . ::..                   
gi|113 LARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTS 
          330       340       350       360       370       380     
 
gi|113 SAGVFSCHPGAPC 
          390        
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 70.4  bits: 19.6 E():   60 
Smith-Waterman score: 47; 19.4% identity (52.8% similar) in 72 aa overlap (15-79:297-366) 
 
                               10        20             30          
AAD-12                 VMAQGAVFSAEVVPAVGGRT-----CFADMRAAYDALDEATRAL 
                                     :.:: .     : ..   : :  :.  . . 
gi|166 FTDNVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPD--DQIKKNV 
        270       280       290       300       310         320     
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      40          50        60        70        80                  
AAD-12 VHQRS--ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP                  
       . . .  : .:....  .   . . :. ..  : : . ::..                   
gi|166 LARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTS 
          330       340       350       360       370       380     
 
gi|166 SAGVFSCRPGAPC 
          390        
 
>>gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.4  bits: 18.6 E():   60 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (48-73:76-100) 
 
        20        30        40        50        60        70        
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
        80                                                          
AAD-12 LRP                                                          
                                                                    
gi|549 AKYQVGQNVALTGSTAAVYNDPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.4  bits: 18.6 E():   60 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (48-73:76-100) 
 
        20        30        40        50        60        70        
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
        80                                                          
AAD-12 LRP                                                          
                                                                    
gi|549 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 70.3  bits: 18.6 E():   60 
Smith-Waterman score: 44; 29.6% identity (77.8% similar) in 27 aa overlap (47-73:77-102) 
 
         20        30        40        50        60        70       
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::... .:... :. ..  .:: ::    
gi|549 LKVHNDFRQKVAKGLETRGNPGPQPPAKNMNNLVWND-ELANIAQVWASQCNYGHDTCKD 
         50        60        70        80         90       100      
 
         80                                                         
AAD-12 PLRP                                                         
                                                                    
gi|549 TEKYPVGQNIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWA 
         110       120       130       140       150       160      
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 70.1  bits: 17.6 E():   62 
Smith-Waterman score: 41; 22.2% identity (70.4% similar) in 27 aa overlap (16-42:36-61) 
 
                              10        20        30        40      
AAD-12                VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA 
                                     ..:..  :: . ... ::.   ....:    
gi|207 IVSEKDIDAALESVKAAGSFNYKIFFQKVGLAGKSA-ADAKKVFEILDRDKSGFIEQDEL 
          10        20        30        40         50        60     
 
          50        60        70        80           
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP           
                                                     
gi|207 GLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
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           70        80        90       100          
 
>>gi|56417506|gb|AAV90694.1| GE-rich salivary protein 30  (266 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 18.9 E():   62 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (42-72:183-213) 
 
              20        30        40        50        60        70  
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
            160       170       180       190       200       210   
 
              80                                              
AAD-12 DTTATPLRP                                              
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
            220       230       240       250       260       
 
>>gi|56417504|gb|AAV90693.1| 30 kDa salivary gland aller  (271 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (42-72:188-218) 
 
              20        30        40        50        60        70  
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
       160       170       180       190       200       210        
 
              80                                              
AAD-12 DTTATPLRP                                              
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
       220       230       240       250       260       270  
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 18.3 E():   65 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (42-56:138-152) 
 
              20        30        40        50        60        70  
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
              80  
AAD-12 DTTATPLRP  
                  
gi|391 ASIDTILTKV 
       170        
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.6  bits: 19.2 E():   66 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (67-76:284-293) 
 
         40        50        60        70        80                 
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP                 
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 69.5  bits: 20.5 E():   67 
Smith-Waterman score: 57; 39.4% identity (63.6% similar) in 33 aa overlap (43-75:4-31) 
 
             20        30        40        50        60        70   
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :::..  .:..:. ::   .:.  : :: : 
gi|219                            MAARSAKY--MYQSSRAGH---GGDISIEYGTD 
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                                            10           20         
 
             80                                                     
AAD-12 TTATPLRP                                                     
         :                                                          
gi|219 LGALTRLEDKIRLLSEDLESERELRQRVEREKSDITVQLMNLTERLEETEGSSESVTEMN 
       30        40        50        60        70        80         
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 69.5  bits: 20.5 E():   67 
Smith-Waterman score: 50; 28.9% identity (60.5% similar) in 38 aa overlap (24-61:827-864) 
 
                      10        20        30        40        50    
AAD-12        VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     ...:: :  :.:   :   :. ..: : .. 
gi|377 NEKVKVYKRQMQEQEGMSQQNLTRVRRFQRELEAAEDRADQAESNLSFIRAKHRSWVTTS 
        800       810       820       830       840       850       
 
            60        70        80 
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRP 
       .  : ..:                    
gi|377 QVPGGTRQVFTTQEETTNY         
        860       870              
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.3  bits: 19.6 E():   69 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (39-60:332-353) 
 
       10        20        30        40        50        60         
AAD-12 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     : :     ::..:. .  :.::         
gi|259 LTTLNSLNLPILKWLQLSVEKGVLYKNALVLPHWNLNSHSIIYGCKGKGQVQVVDNFGNR 
             310       320       330       340       350       360  
 
       70        80                                                 
AAD-12 YGMDTTATPLRP                                                 
                                                                    
gi|259 VFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRAMTSPLAGRTSVLGGMPEEVL 
             370       380       390       400       410       420  
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.1  bits: 19.9 E():   70 
Smith-Waterman score: 48; 22.9% identity (57.1% similar) in 35 aa overlap (33-67:339-373) 
 
             10        20        30        40        50        60   
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     ::  .:  . :  : . ...:.. : . .: 
gi|131 LLQPVSTPGEFELFFGAGGENPESFFKSFSDEILEAAFNTRRDRLQRIFGQQRQGVIVKA 
      310       320       330       340       350       360         
 
             70        80                                           
AAD-12 GSAYIGYGMDTTATPLRP                                           
       .   .                                                        
gi|131 SEEQVRAMSRHEEGGIWPFGGESKGTINIYQQRPTHSNQYGQLHEVDASQYRQLRDLDLT 
      370       380       390       400       410       420         
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.9  bits: 17.3 E():   72 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (52-69:26-43) 
 
              30        40        50        60        70        80  
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP  
                                     : .. :. :: :..  ::             
gi|897      EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQ 
                    10        20        30        40        50      
 
gi|897 QGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
          60        70        80        90       100  
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 18.0 E():   73 
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Smith-Waterman score: 42; 47.1% identity (70.6% similar) in 17 aa overlap (2-18:34-50) 
 
                                            10        20        30  
AAD-12                              VMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                                     .:  :: :::.. . ::              
gi|131 FNYETEFTSVIPPARLFNAFVLDADNLIPKIAPQAVKSAEILEGDGGVGTIKKINFGEGS 
            10        20        30        40        50        60    
 
              40        50        60        70        80            
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP            
                                                                    
gi|131 TYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSHYHTK 
            70        80        90       100       110       120    
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 42; 47.1% identity (70.6% similar) in 17 aa overlap (2-18:34-50) 
 
                                            10        20        30  
AAD-12                              VMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                                     .:  :: :::.. . ::              
gi|279 FTYESEFTSVIPPARLFNAFVLDADNLIPKIAPQAVKSAEILEGDGGVGTIKKINFGEGS 
            10        20        30        40        50        60    
 
              40        50        60        70        80            
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP            
                                                                    
gi|279 TYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSHYHTK 
            70        80        90       100       110       120    
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 42; 47.1% identity (70.6% similar) in 17 aa overlap (2-18:34-50) 
 
                                            10        20        30  
AAD-12                              VMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                                     .:  :: :::.. . ::              
gi|602 FTYESEFTSVIPPARLFNAFVLDADNLIPKIAPQAVKSAEILEGDGGVGTIKKINFGEGS 
            10        20        30        40        50        60    
 
              40        50        60        70        80            
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP            
                                                                    
gi|602 TYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIKSTSHYHTK 
            70        80        90       100       110       120    
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 42; 47.1% identity (70.6% similar) in 17 aa overlap (2-18:34-50) 
 
                                            10        20        30  
AAD-12                              VMAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                                     .:  .: :::.: . ::              
gi|444 FTYADESTSVIPPPRLFKALVLEADTLIPKIAPQSVKSAEIVEGDGGVGTIKKISFGEGS 
            10        20        30        40        50        60    
 
              40        50        60        70        80            
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP            
                                                                    
gi|444 HYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHT 
            70        80        90       100       110       120    
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 68.3  bits: 19.6 E():   78 
Smith-Waterman score: 47; 33.3% identity (66.7% similar) in 36 aa overlap (28-62:123-158) 
 
                  10        20        30         40        50       
AAD-12    VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYSQSKL 
                                     :. ..: .  ::.: . .:: . : : ..: 
gi|558 VCGRRHGVRIRVRSGGHDYEGLSYRSERPEAFAVVDLNKMRAVVVDGKARTAWVDSGAQL 
            100       110       120       130       140       150   
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         60        70        80                                     
AAD-12 GHVQQAGSAYIGYGMDTTATPLRP                                     
       :..  :                                                       
gi|558 GELYYAIAKNSPVLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGT 
            160       170       180       190       200       210   
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 17.3 E():   81 
Smith-Waterman score: 40; 25.6% identity (59.0% similar) in 39 aa overlap (39-77:54-92) 
 
       10        20        30        40        50        60         
AAD-12 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     :. . : . . : : .  : . ..:.:  : 
gi|117 KAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAG 
            30        40        50        60        70        80    
 
       70        80                   
AAD-12 YGMDTTATPLRP                   
        . .. :.:                      
gi|117 GSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
            90       100       110    
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 67.1  bits: 14.4 E():   90 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (45-59:1-15) 
 
           20        30        40        50        60        70     
AAD-12 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                     :: . : : ..::..                
gi|323                               ARTAWVDSGAQLGELSY              
                                             10                     
 
           80 
AAD-12 ATPLRP 
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 67.0  bits: 18.6 E():   92 
Smith-Waterman score: 44; 28.9% identity (57.9% similar) in 38 aa overlap (40-77:3-38) 
 
      10        20        30        40        50        60          
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     ::: ..  .:  . . ..    . .: .:: 
gi|398                             MAVHQYTV--ALFLAVALVAGPAASYAADLGY 
                                             10        20        30 
 
      70        80                                                  
AAD-12 GMDTTATPLRP                                                  
       :  : :.:                                                     
gi|398 GPATPAAPAAGYTPATPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKY 
               40        50        60        70        80        90 
 
>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 48; 27.1% identity (58.6% similar) in 70 aa overlap (8-72:82-150) 
 
                                      10        20        30        
AAD-12                        VMAQGAVFSAEVVPAVGGRTCFADMRAAYD--ALDEA 
                                     : .:.:  .:. . .  :..     : ..  
gi|170 MAKFPQFAGKDLETLKGTGQFATHAGRIVGFVSEIVALMGNSANMPAMETLIKDMAANHK 
              60        70        80        90       100       110  
 
          40          50         60        70        80   
AAD-12 TRALVHQRSA--RHSLV-YSQSKLGHVQQAGSAYIGYGMDTTATPLRP   
       .:.. . .    : ::: : :::..  .. :.:.   :.:           
gi|170 ARGIPKAQFNEFRASLVSYLQSKVSWNDSLGAAWT-QGLDNVFNMMFSYL 
             120       130       140        150       160 
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.3 E():   92 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (40-61:6-27) 
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      10        20        30        40        50        60          
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159                          IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
                                        10        20        30      
 
      70        80                                                  
AAD-12 GMDTTATPLRP                                                  
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFXQFYQPDAYPSGAWY 
          40        50        60        70        80        90      
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 66.8  bits: 17.9 E():   94 
Smith-Waterman score: 42; 29.6% identity (70.4% similar) in 27 aa overlap (47-73:76-101) 
 
         20        30        40        50        60        70       
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::.. ..:... :  ..   :: ::    
gi|549 LKIHNDFRNKVARGLETRGNPGPQPPAKNMNNLVWN-NELANIAQIWASQCKYGHDTCKD 
          50        60        70        80         90       100     
 
         80                                                         
AAD-12 PLRP                                                         
                                                                    
gi|549 TTKYNVGQNIAVSSSTAAVYENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWA 
          110       120       130       140       150       160     
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.3 E():   96 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (30-58:101-129) 
 
                10        20        30        40        50          
AAD-12  VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
      60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRP 
                             
gi|273 RRRR                  
                             
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.3 E():   96 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (30-58:101-129) 
 
                10        20        30        40        50          
AAD-12  VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
      60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRP 
                             
gi|273 RRRR                  
                             
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 66.6  bits: 18.6 E():   96 
Smith-Waterman score: 44; 26.7% identity (70.0% similar) in 30 aa overlap (38-67:232-259) 
 
        10        20        30        40        50        60        
AAD-12 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                     : .:  :. ::....:..  . ::. . .. 
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIH--SVVHSIIMQQQQQQQQQQGIDIFL 
             210       220       230         240       250          
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        70        80                                                
AAD-12 GYGMDTTATPLRP                                                
                                                                    
gi|170 PLSQHEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSIMRAPFAS 
     260       270       280       290       300       310          
 
>>gi|28630919|gb|AAO45607.1| beta-expansin 9 protein [Ze  (269 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 66.4  bits: 18.3 E():   99 
Smith-Waterman score: 43; 47.6% identity (71.4% similar) in 21 aa overlap (1-21:8-24) 
 
                      10        20        30        40        50    
AAD-12        VMAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
              .:. :::..: :   ::: .:                                 
gi|286 MGSLANNIMVVGAVLAALV---VGG-SCGPPKVPPGPNITTNYNGKWLTARATWYGQPNG 
               10           20         30        40        50       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:50 2011 done: Fri Jan 21 00:02:50 2011 
 Total Scan time:  0.080 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 118  - 197 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     1     0:= 
  28     6     0:== 
  30    10     2:*== 
  32    17     8:=*=== 
  34    23    22:=====* 
  36    29    44:========  * 
  38    54    73:==============    * 
  40   102   102:=========================* 
  42   111   125:============================   * 
  44   144   138:==================================*= 
  46   134   140:==================================* 
  48   118   134:==============================   * 
  50   123   122:==============================* 
  52   182   108:==========================*=================== 
  54    60    92:===============       * 
  56    80    77:===================* 
  58    64    63:===============* 
  60    55    51:============*= 
  62    38    41:==========* 
  64    39    33:========*= 
  66    20    26:===== * 
  68    11    20:=== * 
  70    19    16:===*= 
  72     6    12:==* 
  74     6    10:==* 
  76     8     8:=* 
  78     4     6:=* 
  80     3     5:=* 
  82     3     3:* 
  84     3     3:* 
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  86     5     2:*= 
  88     1     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     3     0:=         *=== 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     1     0:=         *= 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.63460.00322; mu= 7.8265 0.167 
 mean_var=31.7976 7.718, 0's: 2 Z-trim: 4  B-trim: 0 in 0/44 
 Lambda= 0.227445 
 Kolmogorov-Smirnov  statistic: 0.0259 (N=29) at  48 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   74 28.4    0.13 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   64 25.2    0.41 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   62 24.5     1.4 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   58 23.2     1.5 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   62 24.5     1.5 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   57 22.9     3.1 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   57 22.9     3.2 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   59 23.5     4.8 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   53 21.6       5 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   53 21.6       5 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   52 21.3     5.6 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.3     7.2 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.8     8.3 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.8     8.7 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.8     8.7 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.8     8.8 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   49 20.3     9.9 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   56 22.5      10 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   50 20.6      11 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 18.4      13 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   56 22.5      13 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   56 22.5      14 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   49 20.3      14 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 22.4      17 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 22.4      17 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   48 19.9      19 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 19.6      23 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 19.6      23 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 19.6      23 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 19.6      24 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 19.6      24 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   52 21.2      24 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   46 19.3      27 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.3      27 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   49 20.2      28 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   46 19.3      29 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   46 19.3      30 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.6      32 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 20.2      33 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   47 19.6      35 
gi|21757|emb|CAA26383.1| unnamed protein product [ ( 296)   48 19.9      36 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   45 19.0      37 
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gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   49 20.2      42 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 17.7      42 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   50 20.5      42 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   47 19.6      43 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 20.8      45 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   49 20.2      51 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   42 18.0      54 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   46 19.2      54 
gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Glo ( 151)   43 18.3      55 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 19.9      55 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.6      56 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   43 18.3      56 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   46 19.2      58 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   46 19.2      59 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   44 18.6      60 
gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Veno ( 204)   44 18.6      60 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   44 18.6      60 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   47 19.5      61 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   47 19.5      61 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   41 17.7      61 
gi|56417506|gb|AAV90694.1| GE-rich salivary protei ( 266)   45 18.9      63 
gi|56417504|gb|AAV90693.1| 30 kDa salivary gland a ( 271)   45 18.9      64 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.3      64 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   42 18.0      65 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 19.2      67 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   47 19.5      70 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 17.4      70 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   50 20.5      70 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   50 20.5      70 
gi|1313966|emb|CAA96534.1| major allergen Mal d 1  ( 159)   42 18.0      72 
gi|27922941|gb|AAO25113.1| major allergen Mal d 1  ( 159)   42 18.0      72 
gi|60280851|gb|AAX18318.1| major allergen Mal d 1. ( 159)   42 18.0      72 
gi|44409474|gb|AAS47036.1| major cherry allergen P ( 160)   42 18.0      72 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   48 19.8      73 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   40 17.3      79 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.5      80 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 14.5      83 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 17.6      84 
gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   41 17.6      90 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 17.3      90 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   44 18.6      92 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   42 18.0      93 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   40 17.3      94 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   40 17.3      94 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 14.8      95 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 15.5      95 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   44 18.6      97 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   40 17.3      98 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.0      98 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 14.8      99 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   42 17.9   1e 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  57 init1:  57 opt:  74  Z-score: 118.2  bits: 28.4 E(): 0.13 
Smith-Waterman score: 74; 24.6% identity (54.1% similar) in 61 aa overlap (16-76:309-363) 
 
                              10        20        30        40      
AAD-12                MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR 
                                     :.: :  : :.  ..: .      : ..:  
gi|113 HGFFQVVNNNYDKWGSYAIGGSASPTILSQGNRFCAPDERSKKNVLGR------HGEAAA 
      280       290       300       310       320             330   
 
          50        60        70        80                          
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL                          
       .:. ..      : . :. ... :.: . ::                              
gi|113 ESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEPGESALSLTSSAGVLSCQP 
            340       350       360       370       380       390   
 
gi|113 GAPC 
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>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  64  Z-score: 109.4  bits: 25.2 E(): 0.41 
Smith-Waterman score: 64; 29.5% identity (63.9% similar) in 61 aa overlap (5-63:9-65) 
 
                   10        20        30          40        50     
AAD-12     MAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSK 
               : :.: :. : : .    :.:  .: :  ..:..:.   ....:.:.: : . 
gi|111 MKFAIVLIACFAASVL-AQGHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQ 
               10         20        30        40           50       
 
           60        70        80                                   
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPL                                   
       : ....  :                                                    
gi|111 LDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKI 
         60        70        80        90       100       110       
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  62  Z-score: 99.7  bits: 24.5 E():  1.4 
Smith-Waterman score: 62; 26.5% identity (55.4% similar) in 83 aa overlap (5-75:183-265) 
 
                                         10            20        30 
AAD-12                           MAQGAVFSAEVVPAVGG----RTCFADMRAAYDA 
                                     :.:.  .  ..::      :. ...::    
gi|168 QIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQ 
            160       170       180       190       200       210   
 
               40              50        60          70        80   
AAD-12 LDEATRALVHQ------RSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATPLRPL   
          :: : . :      ..:  . . ..:.. .:.:  .:.: .. :  ::::        
gi|168 AYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAA 
            220       230       240       250       260       270   
 
gi|168 TVAAGGYKV 
            280  
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 99.6  bits: 23.2 E():  1.5 
Smith-Waterman score: 58; 26.9% identity (57.7% similar) in 52 aa overlap (21-72:26-77) 
 
                    10        20        30        40        50      
AAD-12      MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                :::      :.  . . :  ..:.   :.... .. 
gi|527 MVHHITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNV 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPL                                    
        :::.:.. :   .: :                                            
gi|527 DHVQDAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAG 
               70        80        90       100       110       120 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  62  Z-score: 99.5  bits: 24.5 E():  1.5 
Smith-Waterman score: 62; 26.5% identity (55.4% similar) in 83 aa overlap (5-75:192-274) 
 
                                         10            20        30 
AAD-12                           MAQGAVFSAEVVPAVGG----RTCFADMRAAYDA 
                                     :.:.  .  ..::      :. ...::    
gi|330 QIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQ 
             170       180       190       200       210       220  
 
               40              50        60          70        80   
AAD-12 LDEATRALVHQ------RSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATPLRPL   
          :: : . :      ..:  . . ..:.. .:.:  .:.: .. :  ::::        
gi|330 AYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAA 
             230       240       250       260       270       280  
 
gi|330 TVAAGGYKV 
             290 
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
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 initn:  41 init1:  41 opt:  57  Z-score: 93.7  bits: 22.9 E():  3.1 
Smith-Waterman score: 57; 29.3% identity (60.3% similar) in 58 aa overlap (22-74:93-149) 
 
                        10        20             30        40       
AAD-12          MAQGAVFSAEVVPAVGGRTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|144 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
             70        80        90       100        110       120  
 
         50        60        70        80                           
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL                           
       .. :  .:. .: .:...:.. :  : :                                 
gi|144 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
             130       140       150       160       170       180  
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 93.5  bits: 22.9 E():  3.2 
Smith-Waterman score: 57; 29.3% identity (60.3% similar) in 58 aa overlap (22-74:97-153) 
 
                        10        20             30        40       
AAD-12          MAQGAVFSAEVVPAVGGRTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|622 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
         70        80        90       100       110        120      
 
         50        60        70        80                           
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL                           
       .. :  .:. .: .:...:.. :  : :                                 
gi|622 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
         130       140       150       160       170       180      
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  59  Z-score: 90.3  bits: 23.5 E():  4.8 
Smith-Waterman score: 59; 35.6% identity (60.0% similar) in 45 aa overlap (41-78:198-242) 
 
               20        30        40        50              60     
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL------GHVQQAGSA 
                                     ::. :..:  .:. :      :  ..: .  
gi|303 LVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALAD 
       170       180       190       200       210       220        
 
           70         80                                            
AAD-12 YIGYGMDT-TATPLRPL                                            
        .:.:::: ::  .:                                              
gi|303 VLGFGMDTETARKVRGEDDQRGHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICS 
       230       240       250       260       270       280        
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 89.9  bits: 21.6 E():    5 
Smith-Waterman score: 53; 27.9% identity (62.3% similar) in 61 aa overlap (5-63:9-65) 
 
                   10        20        30          40        50     
AAD-12     MAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSK 
               : :.: :. :   .    :.:  .: :  ..:..:.   ....:.:.: : . 
gi|420 MKFAIVLIACFAASVL-AQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQ 
               10         20        30        40           50       
 
           60        70        80                                   
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPL                                   
       : ....  :                                                    
gi|420 LDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKI 
         60        70        80        90       100       110       
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 89.9  bits: 21.6 E():    5 
Smith-Waterman score: 53; 27.9% identity (62.3% similar) in 61 aa overlap (5-63:9-65) 
 
                   10        20        30          40        50     
AAD-12     MAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSK 
               : :.: :. :   .    :.:  .: :  ..:..:.   ....:.:.: : . 
gi|111 MKFAIVLIACFAASVL-AQEHKPEKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQ 
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               10         20        30        40           50       
 
           60        70        80                                   
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPL                                   
       : ....  :                                                    
gi|111 LDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKI 
         60        70        80        90       100       110       
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 89.1  bits: 21.3 E():  5.6 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (23-63:11-50) 
 
               10        20        30          40        50         
AAD-12 MAQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKLGHV 
                             :.:  .: :  ..:..:.   ....:.:.: : .: .. 
gi|160             GSQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQLDEL 
                           10        20           30        40      
 
       60        70        80                                       
AAD-12 QQAGSAYIGYGMDTTATPLRPL                                       
       ..  :                                                        
gi|160 NENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKD 
          50        60        70        80        90       100      
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.0  bits: 21.3 E():  7.2 
Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (28-51:29-52) 
 
                10        20        30        40        50          
AAD-12  MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                   : : :::  : .  ..: .: .::         
gi|144 KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLSDS 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 QAGSAYIGYGMDTTATPLRPL                                        
                                                                    
gi|144 KVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAGGE 
               70        80        90       100       110       120 
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.0  bits: 22.8 E():  8.3 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (24-63:372-411) 
 
                      10        20        30        40        50    
AAD-12        MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|224 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             350       360       370       380       390       400  
 
            60        70        80                                  
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPL                                  
         .::: . :                                                   
gi|224 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             410       420       430       440       450       460  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.6  bits: 22.8 E():  8.7 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (24-63:392-431) 
 
                      10        20        30        40        50    
AAD-12        MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|571 GNRSPHIYDPQRWFTQNCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
            60        70        80                                  
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPL                                  
         .::: . :                                                   
gi|571 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFA 
             430       440       450       460       470       480  
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>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.6  bits: 22.8 E():  8.7 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (24-63:392-431) 
 
                      10        20        30        40        50    
AAD-12        MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|199 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
            60        70        80                                  
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPL                                  
         .::: . :                                                   
gi|199 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             430       440       450       460       470       480  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.5  bits: 22.8 E():  8.8 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (24-63:400-439) 
 
                      10        20        30        40        50    
AAD-12        MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|213 RSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
     370       380       390       400       410       420          
 
            60        70        80                                  
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPL                                  
         .::: . :                                                   
gi|213 GRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLA 
     430       440       450       460       470       480          
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 84.6  bits: 20.3 E():  9.9 
Smith-Waterman score: 49; 22.4% identity (56.9% similar) in 58 aa overlap (3-60:4-59) 
 
                10        20        30        40        50          
AAD-12  MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
          .:.. .:.:. :. :     : .: . :   :...    ..:    . .:.: : .. 
gi|777 MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFA--IIDQDKSGFIE 
               10        20        30        40          50         
 
      60        70        80                             
AAD-12 QAGSAYIGYGMDTTATPLRPL                             
       .                                                 
gi|777 EDELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH 
       60        70        80        90       100        
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 84.2  bits: 22.5 E():   10 
Smith-Waterman score: 56; 28.9% identity (52.6% similar) in 38 aa overlap (26-63:371-408) 
 
                    10        20        30        40        50      
AAD-12      MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :  : . .  ..:  .  ::..:      
gi|370 RSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGR 
              350       360       370       380       390       400 
 
          60        70        80                                    
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPL                                    
       .::: . :                                                     
gi|370 AHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGE 
              410       420       430       440       450       460 
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 83.9  bits: 20.6 E():   11 
Smith-Waterman score: 50; 33.3% identity (56.4% similar) in 39 aa overlap (5-43:18-52) 
 
                            10        20        30        40        
AAD-12              MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS 
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                        .::.:    :. :. :.: :    . : :. :  : :..     
gi|189 MASKSSITPLLLAAVLASVFAAA---AATGQYCYAGMGLPSNPL-EGCREYVAQQTCGVT 
               10        20           30        40         50       
 
        50        60        70        80                            
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL                            
                                                                    
gi|189 IAGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQR 
         60        70        80        90       100       110       
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 82.5  bits: 18.4 E():   13 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (56-76:5-25) 
 
          30        40        50        60        70        80      
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL      
                                     :.:..: :. .::  .  :.:          
gi|462                           AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKN 
                                         10        20        30     
 
gi|462 LNSA 
            
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  56  Z-score: 82.2  bits: 22.5 E():   13 
Smith-Waterman score: 56; 27.8% identity (63.9% similar) in 36 aa overlap (41-76:539-574) 
 
               20        30        40        50        60        70 
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.:.. .   . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYP 
      510       520       530       540       550       560         
 
               80                                                   
AAD-12 DTTATPLRPL                                                   
        ..  :                                                       
gi|217 TSVQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQP 
      570       580       590       600       610       620         
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 82.1  bits: 22.5 E():   14 
Smith-Waterman score: 56; 25.0% identity (63.9% similar) in 36 aa overlap (41-76:551-586) 
 
               20        30        40        50        60        70 
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.... . . . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYP 
              530       540       550       560       570       580 
 
               80                                                   
AAD-12 DTTATPLRPL                                                   
        .   :                                                       
gi|217 TSLQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQP 
              590       600       610       620       630       640 
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 81.7  bits: 20.3 E():   14 
Smith-Waterman score: 49; 35.7% identity (52.4% similar) in 42 aa overlap (5-35:37-78) 
 
                                         10              20         
AAD-12                           MAQGAVFSAEVVPAVGGR------TCFADMRAAY 
                                     :. : :.: . ::       :   : ...: 
gi|145 EEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSY 
         10        20        30        40        50        60       
 
            30        40        50        60        70        80    
AAD-12 -----DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL    
            ::.::::                                                 
gi|145 VLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAP 
         70        80        90       100       110       120       
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>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 80.3  bits: 22.4 E():   17 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (51-68:283-300) 
 
               30        40        50        60        70        80 
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 80.2  bits: 22.4 E():   17 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (51-68:289-306) 
 
               30        40        50        60        70        80 
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
 
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 79.5  bits: 19.9 E():   19 
Smith-Waterman score: 48; 19.5% identity (54.9% similar) in 82 aa overlap (1-76:34-109) 
 
                                             10             20      
AAD-12                               MAQGAVFSAEVVPAVGG-----RTCFADMR 
                                     .:  :. : :.. . ::     . :: :   
gi|132 FNYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICF-DEG 
            10        20        30        40        50         60   
 
          30        40         50        60        70        80     
AAD-12 AAYDALDEATRALVHQR-SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL     
       . .. . . .. . .   : :.:.. ...   ....     :.: .  .:.:         
gi|132 SPFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEK-----INYEIKIVASPHGGSILKS 
             70        80        90            100       110        
 
gi|132 ISKYHTIGDHELKDEQIKAGKEKASGLFKAVEGYLLAHSDAYN 
       120       130       140       150       160 
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.1  bits: 19.6 E():   23 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (24-40:14-30) 
 
               10        20        30        40        50        60 
AAD-12 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 
                              .: :.: .:.  .. .:                     
gi|219           MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDL 
                         10        20        30        40        50 
 
               70        80                                         
AAD-12 AGSAYIGYGMDTTATPLRPL                                         
                                                                    
gi|219 QQLIIEIDADGSGELEFDEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGYIPTSAL 
               60        70        80        90       100       110 
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.9  bits: 19.6 E():   23 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (12-28:141-157) 
 
                                  10        20        30        40  
AAD-12                    MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
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              50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.9  bits: 19.6 E():   23 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (12-28:141-157) 
 
                                  10        20        30        40  
AAD-12                    MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
              50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.8  bits: 19.6 E():   24 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (12-28:144-160) 
 
                                  10        20        30        40  
AAD-12                    MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
              50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.8  bits: 19.6 E():   24 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (12-28:144-160) 
 
                                  10        20        30        40  
AAD-12                    MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
              50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 77.6  bits: 21.2 E():   24 
Smith-Waterman score: 52; 24.3% identity (73.0% similar) in 37 aa overlap (31-66:143-179) 
 
               10        20        30        40        50           
AAD-12 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG-HVQ 
                                     .::   .:.: .. .. .::  .... .:. 
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
      60        70        80                                        
AAD-12 QAGSAYIGYGMDTTATPLRPL                                        
       . :...:                                                      
gi|215 NNGDVFILLVPNFVFVWTGKHSNRMERTTAIRVANDLKSELNRFKLSSVILEDGKEVEQT 
            180       190       200       210       220       230   
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 76.8  bits: 19.3 E():   27 
Smith-Waterman score: 46; 30.8% identity (56.4% similar) in 39 aa overlap (5-43:18-52) 
 
                            10        20        30        40        
AAD-12              MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS 
                        .::.: ..    :. :.: :    . : :. :  : :..     
gi|439 MASKSSITPLLLAAVLASVFAAATAT---GQYCYAGMGLPSNPL-EGCREYVAQQTCGVT 
               10        20           30        40         50       
 
        50        60        70        80                            
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL                            
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gi|439 IAGSPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQ 
         60        70        80        90       100       110       
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 76.7  bits: 19.3 E():   27 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (24-41:126-143) 
 
                      10        20        30        40        50    
AAD-12        MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . ::..::: :..: ...             
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG         
         100       110       120       130       140                
 
            60        70        80 
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPL 
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.6  bits: 20.2 E():   28 
Smith-Waterman score: 49; 21.9% identity (59.4% similar) in 32 aa overlap (42-73:179-210) 
 
              20        30        40        50        60        70  
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :.  .:.. .... :. ::      : :.. 
gi|219 MWQQSSCHVMQQQCCQQLSQIPEQSRYDAIRAITYSIILQEQQQGQSQQQQPQQSGQGVS 
      150       160       170       180       190       200         
 
              80                                                    
AAD-12 TTATPLRPL                                                    
        .                                                           
gi|219 QSQQQSQQQLGQCSFQQPQQQLGQQPQQQQVQQGTFLQPHQIAHLEVMTSIALRTLPTMC 
      210       220       230       240       250       260         
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 76.2  bits: 19.3 E():   29 
Smith-Waterman score: 46; 26.2% identity (52.3% similar) in 65 aa overlap (2-64:34-95) 
 
                                            10        20        30  
AAD-12                              MAQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
                                     : :.  :.:.: . ::   .  .  . :.  
gi|604 FTFDDQATSPVAPATLYNALAKDADNIIPKAVGSFQSVEIVEGNGGPGTIKKISFVEDG- 
            10        20        30        40        50        60    
 
              40          50        60        70        80          
AAD-12 DEATRALVHQRSA--RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL          
          :. ..:.  .  . .: :: : .: :    .:                          
gi|604 --ETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTISY 
               70        80        90       100       110       120 
 
gi|604 HGKGDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
              130       140       150      
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.0  bits: 19.3 E():   30 
Smith-Waterman score: 46; 41.2% identity (70.6% similar) in 17 aa overlap (1-17:34-50) 
 
                                             10        20        30 
AAD-12                               MAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                                     .:  :. :::.. . ::              
gi|165 FTHENEITSAIPPGRLFKAFVLDADNLIPKLAPHAIKSAEIIEGNGGPGTIKKITFGEGS 
            10        20        30        40        50        60    
 
               40        50        60        70        80           
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL           
                                                                    
gi|165 QFKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSILKNTSKYHT 
            70        80        90       100       110       120    
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 75.3  bits: 19.6 E():   32 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (21-42:74-98) 
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                         10        20        30           40        
AAD-12           MAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---DEATRALVHQRSARHS 
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
 
        50        60        70        80                            
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL                            
                                                                    
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.2  bits: 20.2 E():   33 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (61-77:200-216) 
 
               40        50        60        70        80           
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL           
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.6  bits: 19.6 E():   35 
Smith-Waterman score: 47; 33.3% identity (52.8% similar) in 36 aa overlap (21-56:159-191) 
 
                         10        20        30        40        50 
AAD-12           MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :   . : ..::   :   :: .  :.:   
gi|136 TNTEKLPTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFEIR---HQLTQIHGLYR 
      130       140       150       160       170          180      
 
               60        70        80                    
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPL                    
       :..: :                                            
gi|136 SSDKTGGYWKITMNDGSTYQSDLSKKFEYNTEKPPINIDEIKTIEAEIN 
         190       200       210       220       230     
 
>>gi|21757|emb|CAA26383.1| unnamed protein product [Trit  (296 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 74.5  bits: 19.9 E():   36 
Smith-Waterman score: 48; 21.3% identity (61.7% similar) in 47 aa overlap (30-76:200-246) 
 
                10        20        30        40        50          
AAD-12  MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :. ....:.. ... :..   :: .: . : 
gi|217 SQVLQQSTYQPLQQLCCQQLWQIPEQSRCQAIHNVVHAIILHQQQRQQQPSSQVSLQQPQ 
     170       180       190       200       210       220          
 
      60        70        80                                        
AAD-12 QAGSAYIGYGMDTTATPLRPL                                        
       :   .  :. . .  .:                                            
gi|217 QQYPSGQGFFQPSQQNPQAQGSVQPQQLPQFEEIRNLALQTLPRMCNVYIPPYCSTTIAP 
     230       240       250       260       270       280          
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 74.3  bits: 19.0 E():   37 
Smith-Waterman score: 45; 27.0% identity (64.9% similar) in 37 aa overlap (4-40:49-84) 
 
                                          10        20        30    
AAD-12                            MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|144 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
            40        50        60        70        80              
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL              
       :  : ..                                                      
gi|144 AGLAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEAT 
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        80        90       100       110       120       130        
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.3  bits: 20.2 E():   42 
Smith-Waterman score: 49; 36.7% identity (66.7% similar) in 30 aa overlap (36-65:43-72) 
 
          10        20        30        40        50        60      
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.. . .:: . : : ..::..  : : : 
gi|558 RVRSGGHDYEGLSYRSLQPENFAVVDLNQMRAVLVDGKARTAWVDSGAQLGELYYAISKY 
             20        30        40        50        60        70   
 
          70        80                                              
AAD-12 IGYGMDTTATPLRPL                                              
                                                                    
gi|558 SRTLAFPAGVCPTIGVGGNLAGGGFGMLLRKYGIAAENVIDVKLVDANGKLHDKKSMGDD 
             80        90       100       110       120       130   
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 73.2  bits: 17.7 E():   42 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (39-60:37-58) 
 
       10        20        30        40        50        60         
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
       70        80 
AAD-12 GMDTTATPLRPL 
                    
gi|162 VPQLEIVPNS   
         70         
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.2  bits: 20.5 E():   42 
Smith-Waterman score: 50; 25.6% identity (58.1% similar) in 43 aa overlap (26-68:426-468) 
 
                    10        20        30        40        50      
AAD-12      MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     :  ....:   :.. :.  . .:    ..  
gi|258 AERGFFYRNGIYSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNH 
         400       410       420       430       440       450      
 
          60        70        80                                    
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPL                                    
       : .::::.  . :                                                
gi|258 GVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQISREQARQLKYNR 
         460       470       480       490       500       510      
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.0  bits: 19.6 E():   43 
Smith-Waterman score: 47; 36.0% identity (76.0% similar) in 25 aa overlap (24-48:106-130) 
 
                      10        20        30        40        50    
AAD-12        MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     ...: . :.:::.:  ... ::. :      
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
 
            60        70        80                                  
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPL                                  
                                                                    
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 72.7  bits: 20.8 E():   45 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (54-68:609-623) 
 
            30        40        50        60        70        80    
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AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL    
                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.7  bits: 20.2 E():   51 
Smith-Waterman score: 49; 37.9% identity (62.1% similar) in 29 aa overlap (39-67:74-102) 
 
       10        20        30        40        50        60         
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     : .:.: .   ::.. :    : ::.:.:  
gi|112 NRIESEGGYIETWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGL 
            50        60        70        80        90       100    
 
       70        80                                                 
AAD-12 GMDTTATPLRPL                                                 
                                                                    
gi|112 IFPGCPSTYEEPAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTG 
           110       120       130       140       150       160    
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.3  bits: 18.0 E():   54 
Smith-Waterman score: 42; 28.3% identity (52.2% similar) in 46 aa overlap (4-49:34-79) 
 
                                          10        20        30    
AAD-12                            MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.. :.:   .   : :   . :.     : 
gi|253 YCYAGMGLPINPLEGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHCRCE 
            10        20        30        40        50        60    
 
            40        50        60        70        80           
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL           
       :.: .. .::  .: :                                          
gi|253 AVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNAPYCLGLDI 
            70        80        90       100       110       120 
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.2  bits: 19.2 E():   54 
Smith-Waterman score: 46; 25.0% identity (62.5% similar) in 40 aa overlap (30-69:195-233) 
 
                10        20        30        40        50          
AAD-12  MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :.:  ..:.  :.. :...   :..  . : 
gi|624 SKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIVHAIFMQQGQRQGVQIVQQQ-PQPQ 
          170       180       190       200       210        220    
 
      60        70        80                                        
AAD-12 QAGSAYIGYGMDTTATPLRPL                                        
       :.:.  .  :                                                   
gi|624 QVGQCVLVQGQGVVQPQQLAQMEAIRTLVLQSVPSMCNFNVPPNCSTIKAPFVGVVTGVG 
           230       240       250       260       270       280    
 
>>gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Globin   (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.1  bits: 18.3 E():   55 
Smith-Waterman score: 43; 30.6% identity (55.6% similar) in 36 aa overlap (7-42:115-150) 
 
                                       10        20        30       
AAD-12                         MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                     : :  :  . ..: ::  .::. :  .:   
gi|121 IGDLPNIDGDVTTFVASHTPRGVTHDQLNNFRAGFVSYMKAHTDFAGAEAAWGATLDAFF 
           90       100       110       120       130       140     
 
         40        50        60        70        80 
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
       ..:  .                                       
gi|121 GMVFAKM                                      
          150                                       
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>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 71.1  bits: 19.9 E():   55 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (23-37:431-446) 
 
                       10        20        30         40        50  
AAD-12         MAQGAVFSAEVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYS 
                                     :..: :::.: ...::               
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA               
              410       420       430       440                     
 
              60        70        80 
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATPLRPL 
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.0  bits: 18.6 E():   56 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (41-56:46-61) 
 
               20        30        40        50        60        70 
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
               80                                                   
AAD-12 DTTATPLRPL                                                   
                                                                    
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 71.0  bits: 18.3 E():   56 
Smith-Waterman score: 43; 29.0% identity (67.7% similar) in 31 aa overlap (4-34:49-78) 
 
                                          10        20        30    
AAD-12                            MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|186 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVRLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
            40        50        60        70        80              
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL              
       :                                                            
gi|186 AGLGYTYTTIGGDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEAT 
        80        90       100       110       120       130        
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 70.7  bits: 19.2 E():   58 
Smith-Waterman score: 46; 25.4% identity (55.9% similar) in 59 aa overlap (10-68:161-216) 
 
                                    10        20        30          
AAD-12                      MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
                                     .:.:: :    .  ..::...   :: :   
gi|249 MDDASVGSVSSEFHVIESAIEVITYIGEEVKVIPA-GEVEVINKVKAAFST--AATAADE 
              140       150       160        170       180          
 
      40        50        60        70        80                    
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL                    
          . . ..  :. . .  . .:.:: ::                                
gi|249 APANDKFTVFVSSFNKAIKETTGGAYAGYKFIPTLEAAVKQAYAASSATAPEVKYAVFET 
       190       200       210       220       230       240        
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 70.5  bits: 19.2 E():   59 
Smith-Waterman score: 46; 55.6% identity (66.7% similar) in 18 aa overlap (61-76:21-38) 
 
               40        50        60          70        80         
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGS--AYIGYGMDTTATPLRPL         
                                     :::  : .:::  : :.:             
gi|330           MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAP 
                         10        20        30        40        50 
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gi|330 AGAEPAGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLS 
               60        70        80        90       100       110 
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.4  bits: 18.6 E():   60 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (47-72:76-100) 
 
         20        30        40        50        60        70       
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
         80                                                         
AAD-12 LRPL                                                         
                                                                    
gi|549 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 70.4  bits: 18.6 E():   60 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (47-72:76-100) 
 
         20        30        40        50        60        70       
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
         80                                                         
AAD-12 LRPL                                                         
                                                                    
gi|549 AKYQVGQNVALTGSTAAVYNDPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 70.4  bits: 18.6 E():   60 
Smith-Waterman score: 44; 29.6% identity (77.8% similar) in 27 aa overlap (46-72:77-102) 
 
          20        30        40        50        60        70      
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::... .:... :. ..  .:: ::    
gi|549 LKVHNDFRQKVAKGLETRGNPGPQPPAKNMNNLVWND-ELANIAQVWASQCNYGHDTCKD 
         50        60        70        80         90       100      
 
          80                                                        
AAD-12 PLRPL                                                        
                                                                    
gi|549 TEKYPVGQNIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWA 
         110       120       130       140       150       160      
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 70.3  bits: 19.5 E():   61 
Smith-Waterman score: 47; 19.4% identity (52.8% similar) in 72 aa overlap (14-78:297-366) 
 
                                10             20        30         
AAD-12                  MAQGAVFSAEVVPAVGGRT-----CFADMRAAYDALDEATRAL 
                                     :.:: .     : ..   : :  :.  . . 
gi|166 FTDNVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPD--DQIKKNV 
        270       280       290       300       310         320     
 
       40          50        60        70        80                 
AAD-12 VHQRS--ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL                 
       . . .  : .:....  .   . . :. ..  : : . ::..                   
gi|166 LARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTS 
          330       340       350       360       370       380     
 
gi|166 SAGVFSCRPGAPC 
          390        
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>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 70.3  bits: 19.5 E():   61 
Smith-Waterman score: 47; 19.4% identity (52.8% similar) in 72 aa overlap (14-78:297-366) 
 
                                10             20        30         
AAD-12                  MAQGAVFSAEVVPAVGGRT-----CFADMRAAYDALDEATRAL 
                                     :.:: .     : ..   : :  :.  . . 
gi|113 FTDNVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPD--DQIKKNV 
        270       280       290       300       310         320     
 
       40          50        60        70        80                 
AAD-12 VHQRS--ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL                 
       . . .  : .:....  .   . . :. ..  : : . ::..                   
gi|113 LARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTS 
          330       340       350       360       370       380     
 
gi|113 SAGVFSCHPGAPC 
          390        
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 70.3  bits: 17.7 E():   61 
Smith-Waterman score: 41; 22.2% identity (70.4% similar) in 27 aa overlap (15-41:36-61) 
 
                               10        20        30        40     
AAD-12                 MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA 
                                     ..:..  :: . ... ::.   ....:    
gi|207 IVSEKDIDAALESVKAAGSFNYKIFFQKVGLAGKSA-ADAKKVFEILDRDKSGFIEQDEL 
          10        20        30        40         50        60     
 
           50        60        70        80          
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL          
                                                     
gi|207 GLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
           70        80        90       100          
 
>>gi|56417506|gb|AAV90694.1| GE-rich salivary protein 30  (266 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (41-71:183-213) 
 
               20        30        40        50        60        70 
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
            160       170       180       190       200       210   
 
               80                                             
AAD-12 DTTATPLRPL                                             
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
            220       230       240       250       260       
 
>>gi|56417504|gb|AAV90693.1| 30 kDa salivary gland aller  (271 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (41-71:188-218) 
 
               20        30        40        50        60        70 
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
       160       170       180       190       200       210        
 
               80                                             
AAD-12 DTTATPLRPL                                             
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
       220       230       240       250       260       270  
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 18.3 E():   64 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (41-55:138-152) 
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               20        30        40        50        60        70 
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
               80 
AAD-12 DTTATPLRPL 
                  
gi|391 ASIDTILTKV 
       170        
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.7  bits: 18.0 E():   65 
Smith-Waterman score: 43; 30.8% identity (53.8% similar) in 39 aa overlap (5-43:18-52) 
 
                            10        20        30        40        
AAD-12              MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS 
                        .::.: ..    :  :.: :    . : :. :  : :..     
gi|217 MASKSSISPLLLATVLVSVFAAATAT---GPYCYAGMGLPINPL-EGCREYVAQQTCGIS 
               10        20           30        40         50       
 
        50        60        70        80                            
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL                            
                                                                    
gi|217 ISGSAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQ 
         60        70        80        90       100       110       
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 69.5  bits: 19.2 E():   67 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (66-75:284-293) 
 
          40        50        60        70        80                
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL                
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.1  bits: 19.5 E():   70 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (38-59:332-353) 
 
        10        20        30        40        50        60        
AAD-12 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     : :     ::..:. .  :.::         
gi|259 LTTLNSLNLPILKWLQLSVEKGVLYKNALVLPHWNLNSHSIIYGCKGKGQVQVVDNFGNR 
             310       320       330       340       350       360  
 
        70        80                                                
AAD-12 YGMDTTATPLRPL                                                
                                                                    
gi|259 VFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRAMTSPLAGRTSVLGGMPEEVL 
             370       380       390       400       410       420  
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.1  bits: 17.4 E():   70 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (51-68:26-43) 
 
               30        40        50        60        70        80 
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : .. :. :: :..  ::             
gi|897      EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQ 
                    10        20        30        40        50      
 
gi|897 QGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
          60        70        80        90       100  
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
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 initn:  50 init1:  50 opt:  50  Z-score: 69.1  bits: 20.5 E():   70 
Smith-Waterman score: 57; 39.4% identity (63.6% similar) in 33 aa overlap (42-74:4-31) 
 
              20        30        40        50        60        70  
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :::..  .:..:. ::   .:.  : :: : 
gi|219                            MAARSAKY--MYQSSRAGH---GGDISIEYGTD 
                                            10           20         
 
              80                                                    
AAD-12 TTATPLRPL                                                    
         :                                                          
gi|219 LGALTRLEDKIRLLSEDLESERELRQRVEREKSDITVQLMNLTERLEETEGSSESVTEMN 
       30        40        50        60        70        80         
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 69.1  bits: 20.5 E():   70 
Smith-Waterman score: 50; 28.9% identity (60.5% similar) in 38 aa overlap (23-60:827-864) 
 
                       10        20        30        40        50   
AAD-12         MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     ...:: :  :.:   :   :. ..: : .. 
gi|377 NEKVKVYKRQMQEQEGMSQQNLTRVRRFQRELEAAEDRADQAESNLSFIRAKHRSWVTTS 
        800       810       820       830       840       850       
 
             60        70        80 
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPL 
       .  : ..:                     
gi|377 QVPGGTRQVFTTQEETTNY          
        860       870               
 
>>gi|1313966|emb|CAA96534.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 47.1% identity (70.6% similar) in 17 aa overlap (1-17:34-50) 
 
                                             10        20        30 
AAD-12                               MAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                                     .:  :: :::.. . ::              
gi|131 FNYETEFTSVIPPARLFNAFVLDADNLIPKIAPQAVKSAEILEGDGGVGTIKKINFGEGS 
            10        20        30        40        50        60    
 
               40        50        60        70        80           
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL           
                                                                    
gi|131 TYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSHYHTK 
            70        80        90       100       110       120    
 
>>gi|27922941|gb|AAO25113.1| major allergen Mal d 1 [Mal  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 47.1% identity (70.6% similar) in 17 aa overlap (1-17:34-50) 
 
                                             10        20        30 
AAD-12                               MAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                                     .:  :: :::.. . ::              
gi|279 FTYESEFTSVIPPARLFNAFVLDADNLIPKIAPQAVKSAEILEGDGGVGTIKKINFGEGS 
            10        20        30        40        50        60    
 
               40        50        60        70        80           
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL           
                                                                    
gi|279 TYSYVKHRIDGVDKENFVYKYSVIEGDAISETIEKISYETKLVASGSGSVIKSTSHYHTK 
            70        80        90       100       110       120    
 
>>gi|60280851|gb|AAX18318.1| major allergen Mal d 1.03D   (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 47.1% identity (70.6% similar) in 17 aa overlap (1-17:34-50) 
 
                                             10        20        30 
AAD-12                               MAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                                     .:  :: :::.. . ::              
gi|602 FTYESEFTSVIPPARLFNAFVLDADNLIPKIAPQAVKSAEILEGDGGVGTIKKINFGEGS 
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            10        20        30        40        50        60    
 
               40        50        60        70        80           
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL           
                                                                    
gi|602 TYSYVKHRIDGVDKDNFVYKYSVIEGDAISETIEKISYETKLVAAGSGSVIKSTSHYHTK 
            70        80        90       100       110       120    
 
>>gi|44409474|gb|AAS47036.1| major cherry allergen Pru a  (160 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 47.1% identity (70.6% similar) in 17 aa overlap (1-17:34-50) 
 
                                             10        20        30 
AAD-12                               MAQGAVFSAEVVPAVGGRTCFADMRAAYDA 
                                     .:  .: :::.: . ::              
gi|444 FTYADESTSVIPPPRLFKALVLEADTLIPKIAPQSVKSAEIVEGDGGVGTIKKISFGEGS 
            10        20        30        40        50        60    
 
               40        50        60        70        80           
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL           
                                                                    
gi|444 HYSYVKHRIDGLDKDNFVYSYSLVEGDALSDKVEKISYEIKLVASADGGSIIKSTSNYHT 
            70        80        90       100       110       120    
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.9  bits: 19.8 E():   73 
Smith-Waterman score: 48; 22.9% identity (57.1% similar) in 35 aa overlap (32-66:339-373) 
 
              10        20        30        40        50        60  
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     ::  .:  . :  : . ...:.. : . .: 
gi|131 LLQPVSTPGEFELFFGAGGENPESFFKSFSDEILEAAFNTRRDRLQRIFGQQRQGVIVKA 
      310       320       330       340       350       360         
 
              70        80                                          
AAD-12 GSAYIGYGMDTTATPLRPL                                          
       .   .                                                        
gi|131 SEEQVRAMSRHEEGGIWPFGGESKGTINIYQQRPTHSNQYGQLHEVDASQYRQLRDLDLT 
      370       380       390       400       410       420         
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.3 E():   79 
Smith-Waterman score: 40; 25.6% identity (59.0% similar) in 39 aa overlap (38-76:54-92) 
 
        10        20        30        40        50        60        
AAD-12 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     :. . : . . : : .  : . ..:.:  : 
gi|117 KAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAG 
            30        40        50        60        70        80    
 
        70        80                  
AAD-12 YGMDTTATPLRPL                  
        . .. :.:                      
gi|117 GSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
            90       100       110    
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 68.1  bits: 19.5 E():   80 
Smith-Waterman score: 47; 33.3% identity (66.7% similar) in 36 aa overlap (27-61:123-158) 
 
                   10        20        30         40        50      
AAD-12     MAQGAVFSAEVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYSQSKL 
                                     :. ..: .  ::.: . .:: . : : ..: 
gi|558 VCGRRHGVRIRVRSGGHDYEGLSYRSERPEAFAVVDLNKMRAVVVDGKARTAWVDSGAQL 
            100       110       120       130       140       150   
 
          60        70        80                                    
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPL                                    
       :..  :                                                       
gi|558 GELYYAIAKNSPVLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGT 
            160       170       180       190       200       210   
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>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 67.8  bits: 14.5 E():   83 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (44-58:1-15) 
 
            20        30        40        50        60        70    
AAD-12 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                     :: . : : ..::..                
gi|323                               ARTAWVDSGAQLGELSY              
                                             10                     
 
            80 
AAD-12 ATPLRPL 
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.7  bits: 17.6 E():   84 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (73-80:34-41) 
 
             50        60        70        80                       
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL                       
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 48; 27.1% identity (58.6% similar) in 70 aa overlap (7-71:82-150) 
 
                                       10        20          30     
AAD-12                         MAQGAVFSAEVVPAVGGRTCFADMRAAYD--ALDEA 
                                     : .:.:  .:. . .  :..     : ..  
gi|170 MAKFPQFAGKDLETLKGTGQFATHAGRIVGFVSEIVALMGNSANMPAMETLIKDMAANHK 
              60        70        80        90       100       110  
 
           40           50        60        70        80  
AAD-12 TRALVHQRSA--RHSLV-YSQSKLGHVQQAGSAYIGYGMDTTATPLRPL  
       .:.. . .    : ::: : :::..  .. :.:.   :.:           
gi|170 ARGIPKAQFNEFRASLVSYLQSKVSWNDSLGAAWT-QGLDNVFNMMFSYL 
             120       130       140        150       160 
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.3 E():   90 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (39-60:6-27) 
 
       10        20        30        40        50        60         
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159                          IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
                                        10        20        30      
 
       70        80                                                 
AAD-12 GMDTTATPLRPL                                                 
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFXQFYQPDAYPSGAWY 
          40        50        60        70        80        90      
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 66.9  bits: 18.6 E():   92 
Smith-Waterman score: 44; 28.9% identity (57.9% similar) in 38 aa overlap (39-76:3-38) 
 
       10        20        30        40        50        60         
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     ::: ..  .:  . . ..    . .: .:: 
gi|398                             MAVHQYTV--ALFLAVALVAGPAASYAADLGY 
                                             10        20        30 
 
       70        80                                                 
AAD-12 GMDTTATPLRPL                                                 
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       :  : :.:                                                     
gi|398 GPATPAAPAAGYTPATPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKY 
               40        50        60        70        80        90 
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 66.9  bits: 18.0 E():   93 
Smith-Waterman score: 42; 29.6% identity (70.4% similar) in 27 aa overlap (46-72:76-101) 
 
          20        30        40        50        60        70      
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::.. ..:... :  ..   :: ::    
gi|549 LKIHNDFRNKVARGLETRGNPGPQPPAKNMNNLVWN-NELANIAQIWASQCKYGHDTCKD 
          50        60        70        80         90       100     
 
          80                                                        
AAD-12 PLRPL                                                        
                                                                    
gi|549 TTKYNVGQNIAVSSSTAAVYENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWA 
          110       120       130       140       150       160     
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (29-57:101-129) 
 
                 10        20        30        40        50         
AAD-12   MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
       60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPL 
                              
gi|273 RRRR                   
                              
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (29-57:101-129) 
 
                 10        20        30        40        50         
AAD-12   MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
       60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPL 
                              
gi|273 RRRR                   
                              
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 66.7  bits: 14.8 E():   95 
Smith-Waterman score: 36; 44.0% identity (56.0% similar) in 25 aa overlap (55-79:2-24) 
 
           30        40        50        60        70        80 
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::..  :  :  : :. : :::  :  
gi|751                              DLGYAP-ATPAAPGAGY-TPATPAAP  
                                             10         20      
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 66.7  bits: 15.5 E():   95 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (56-76:5-25) 
 
          30        40        50        60        70        80      
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL      
                                     :.: .: :  : : .   :.:          
gi|462                           TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXL 
                                         10        20        30     
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gi|462 SSA 
           
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 66.6  bits: 18.6 E():   97 
Smith-Waterman score: 44; 26.7% identity (70.0% similar) in 30 aa overlap (37-66:232-259) 
 
         10        20        30        40        50        60       
AAD-12 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                     : .:  :. ::....:..  . ::. . .. 
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIH--SVVHSIIMQQQQQQQQQQGIDIFL 
             210       220       230         240       250          
 
         70        80                                               
AAD-12 GYGMDTTATPLRPL                                               
                                                                    
gi|170 PLSQHEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSIMRAPFAS 
     260       270       280       290       300       310          
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 66.4  bits: 17.3 E():   98 
Smith-Waterman score: 40; 24.1% identity (46.6% similar) in 58 aa overlap (6-54:12-69) 
 
                     10        20        30                 40      
AAD-12       MAQGAVFSAEVVPAVGGRTCFADMRAAYDAL---------DEATRALVHQRSAR 
                  :..: :   . :     . : :.: :         :.. ..:.:      
gi|856 MKFIITLFAAIVMAAAVSGFIVGDKKEDEWRMAFDRLMMEELETKIDQVEKGLLHLSEQY 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL                          
       . :  ..::                                                    
gi|856 KELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLNMFERYNYEFALESIKLL 
               70        80        90       100       110       120 
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.0 E():   98 
Smith-Waterman score: 39; 53.8% identity (69.2% similar) in 13 aa overlap (22-34:72-84) 
 
                        10        20        30        40        50  
AAD-12          MAQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
                                     ::.::  ::  .:                  
gi|131 ELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDE 
              50        60        70        80        90       100  
 
              60        70        80 
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     
gi|131 FGALVDKWGAKG                  
             110                     
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 66.4  bits: 14.8 E():   99 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (73-79:5-11) 
 
             50        60        70        80              
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL              
                                     : .:.::               
gi|751                           TKSQTHVPIRPNKLVLKVQKDRATN 
                                         10        20      
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.3  bits: 17.9 E(): 1e 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (34-67:71-104) 
 
            10        20        30        40        50        60    
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 
                                     :   :: .:.: .   ::..      : :  
gi|221 AQRPDNRIESEGGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGR 
               50        60        70        80        90       100 
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            70        80                                            
AAD-12 AYIGYGMDTTATPLRPL                                            
       .:.:                                                         
gi|221 GYFGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQKVHRFDEGDLIAV 
              110       120       130       140       150       160 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:50 2011 done: Fri Jan 21 00:02:50 2011 
 Total Scan time:  0.060 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 119  - 198 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     6     0:== 
  30     7     2:*== 
  32    15     8:==*== 
  34    23    22:=======* 
  36    27    44:=========     * 
  38    42    73:==============          * 
  40   101   102:=================================* 
  42   111   125:=====================================    * 
  44   139   138:=============================================*= 
  46   140   140:==============================================* 
  48   104   134:===================================         * 
  50   154   122:========================================*=========== 
  52   170   108:===================================*===================== 
  54    77    92:==========================    * 
  56    76    77:=========================* 
  58    61    63:====================* 
  60    47    51:================* 
  62    35    41:============ * 
  64    48    33:==========*===== 
  66    24    26:========* 
  68    10    20:====  * 
  70    19    16:=====*= 
  72     7    12:===* 
  74     8    10:===* 
  76     4     8:==* 
  78     8     6:=*= 
  80     2     5:=* 
  82     4     3:*= 
  84     2     3:* 
  86     5     2:*= 
  88     1     2:*          inset = represents 1 library sequences 
  90     4     1:*= 
  92     0     1:*         :* 
  94     2     1:*         :*= 
  96     0     1:*         :* 
  98     0     0:          * 
 100     3     0:=         *=== 
 102     0     0:          * 
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 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     1     0:=         *= 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     1     0:=         *= 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.73730.0032; mu= 6.9940 0.166 
 mean_var=31.3852 7.554, 0's: 2 Z-trim: 4  B-trim: 0 in 0/44 
 Lambda= 0.228935 
 Kolmogorov-Smirnov  statistic: 0.0480 (N=29) at  48 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   74 28.6    0.12 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   64 25.4    0.36 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   62 24.6     1.3 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   58 23.4     1.3 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   62 24.6     1.3 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   57 23.0     2.8 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   57 23.0     2.9 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   59 23.6     4.4 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   53 21.8     4.5 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   53 21.8     4.5 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   52 21.4       5 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.4     6.5 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.9     7.7 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.9       8 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.9       8 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.9     8.2 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   49 20.5     8.9 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   56 22.6     9.6 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   50 20.8     9.7 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 18.6      11 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   56 22.6      13 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   56 22.5      13 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   49 20.4      13 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 22.5      16 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 22.5      16 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 19.8      20 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 19.8      21 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 19.8      21 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 19.7      22 
gi|1321733|emb|CAA96549.1| major allergen Cor a 1  ( 160)   47 19.7      22 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 19.7      22 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   52 21.3      23 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   46 19.4      24 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.4      25 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   49 20.3      25 
gi|60418924|gb|AAX19889.1| pathogenesis-related pr ( 155)   46 19.4      26 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.7      30 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 20.3      30 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   47 19.7      32 
gi|21757|emb|CAA26383.1| unnamed protein product [ ( 296)   48 20.0      33 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   45 19.1      34 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 17.9      38 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   49 20.3      39 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   50 20.6      39 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   47 19.7      40 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 20.9      43 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   49 20.3      48 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   42 18.1      49 
gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Glo ( 151)   43 18.4      50 
gi|62484809|emb|CAI78902.1| putative gamma-gliadin ( 285)   46 19.3      50 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   43 18.4      51 
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gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.7      51 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 20.0      51 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   43 18.4      53 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   46 19.3      54 
gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Veno ( 204)   44 18.7      55 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   44 18.7      55 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   46 19.3      55 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   41 17.8      55 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   44 18.7      56 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   47 19.6      57 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   47 19.6      57 
gi|56417506|gb|AAV90694.1| GE-rich salivary protei ( 266)   45 19.0      58 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.4      59 
gi|56417504|gb|AAV90693.1| 30 kDa salivary gland a ( 271)   45 19.0      59 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   42 18.1      60 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 19.3      62 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 17.5      64 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   47 19.6      66 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   50 20.5      67 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   50 20.5      67 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   48 19.9      69 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   40 17.5      72 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 14.7      72 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.6      76 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 17.8      77 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 17.5      83 
gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   41 17.8      83 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.0      83 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 15.6      84 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   40 17.5      86 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   40 17.5      86 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   44 18.7      86 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   42 18.1      86 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.0      87 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.1      90 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   40 17.5      90 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   44 18.7      91 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   40 17.5      92 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   40 17.5      92 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   42 18.1      93 
gi|218203828|gb|ACK76297.1| Der f 6 allergen [Derm ( 279)   43 18.4      96 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 14.4      96 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   42 18.1      97 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   45 19.0      99 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  57 init1:  57 opt:  74  Z-score: 119.0  bits: 28.6 E(): 0.12 
Smith-Waterman score: 74; 24.6% identity (54.1% similar) in 61 aa overlap (15-75:309-363) 
 
                               10        20        30        40     
AAD-12                 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR 
                                     :.: :  : :.  ..: .      : ..:  
gi|113 HGFFQVVNNNYDKWGSYAIGGSASPTILSQGNRFCAPDERSKKNVLGR------HGEAAA 
      280       290       300       310       320             330   
 
           50        60        70        80                         
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLV                         
       .:. ..      : . :. ... :.: . ::                              
gi|113 ESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEPGESALSLTSSAGVLSCQP 
            340       350       360       370       380       390   
 
gi|113 GAPC 
            
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  64  Z-score: 110.3  bits: 25.4 E(): 0.36 
Smith-Waterman score: 64; 29.5% identity (63.9% similar) in 61 aa overlap (4-62:9-65) 
 
                    10        20        30          40        50    
AAD-12      AQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSK 
               : :.: :. : : .    :.:  .: :  ..:..:.   ....:.:.: : . 
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gi|111 MKFAIVLIACFAASVL-AQGHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQ 
               10         20        30        40           50       
 
            60        70        80                                  
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLV                                  
       : ....  :                                                    
gi|111 LDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKI 
         60        70        80        90       100       110       
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  62  Z-score: 100.5  bits: 24.6 E():  1.3 
Smith-Waterman score: 62; 26.5% identity (55.4% similar) in 83 aa overlap (4-74:183-265) 
 
                                          10            20          
AAD-12                            AQGAVFSAEVVPAVGG----RTCFADMRAAYDA 
                                     :.:.  .  ..::      :. ...::    
gi|168 QIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQ 
            160       170       180       190       200       210   
 
      30        40              50          60        70        80  
AAD-12 LDEATRALVHQ------RSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATPLRPLV  
          :: : . :      ..:  . . ..:.. .:.:  .:.: .. :  ::::        
gi|168 AYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAA 
            220       230       240       250       260       270   
 
gi|168 TVAAGGYKV 
            280  
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 100.5  bits: 23.4 E():  1.3 
Smith-Waterman score: 58; 26.9% identity (57.7% similar) in 52 aa overlap (20-71:26-77) 
 
                     10        20        30        40        50     
AAD-12       AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                :::      :.  . . :  ..:.   :.... .. 
gi|527 MVHHITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNV 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLV                                   
        :::.:.. :   .: :                                            
gi|527 DHVQDAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAG 
               70        80        90       100       110       120 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  62  Z-score: 100.2  bits: 24.6 E():  1.3 
Smith-Waterman score: 62; 26.5% identity (55.4% similar) in 83 aa overlap (4-74:192-274) 
 
                                          10            20          
AAD-12                            AQGAVFSAEVVPAVGG----RTCFADMRAAYDA 
                                     :.:.  .  ..::      :. ...::    
gi|330 QIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQ 
             170       180       190       200       210       220  
 
      30        40              50          60        70        80  
AAD-12 LDEATRALVHQ------RSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATPLRPLV  
          :: : . :      ..:  . . ..:.. .:.:  .:.: .. :  ::::        
gi|330 AYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAA 
             230       240       250       260       270       280  
 
gi|330 TVAAGGYKV 
             290 
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 94.5  bits: 23.0 E():  2.8 
Smith-Waterman score: 57; 29.3% identity (60.3% similar) in 58 aa overlap (21-73:93-149) 
 
                         10        20             30        40      
AAD-12           AQGAVFSAEVVPAVGGRTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|144 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
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             70        80        90       100        110       120  
 
          50        60        70        80                          
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLV                          
       .. :  .:. .: .:...:.. :  : :                                 
gi|144 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
             130       140       150       160       170       180  
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 94.3  bits: 23.0 E():  2.9 
Smith-Waterman score: 57; 29.3% identity (60.3% similar) in 58 aa overlap (21-73:97-153) 
 
                         10        20             30        40      
AAD-12           AQGAVFSAEVVPAVGGRTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|622 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
         70        80        90       100       110        120      
 
          50        60        70        80                          
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLV                          
       .. :  .:. .: .:...:.. :  : :                                 
gi|622 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
         130       140       150       160       170       180      
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  59  Z-score: 90.9  bits: 23.6 E():  4.4 
Smith-Waterman score: 59; 35.6% identity (60.0% similar) in 45 aa overlap (40-77:198-242) 
 
      10        20        30        40        50              60    
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL------GHVQQAGSA 
                                     ::. :..:  .:. :      :  ..: .  
gi|303 LVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALAD 
       170       180       190       200       210       220        
 
            70         80                                           
AAD-12 YIGYGMDT-TATPLRPLV                                           
        .:.:::: ::  .:                                              
gi|303 VLGFGMDTETARKVRGEDDQRGHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICS 
       230       240       250       260       270       280        
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 90.7  bits: 21.8 E():  4.5 
Smith-Waterman score: 53; 27.9% identity (62.3% similar) in 61 aa overlap (4-62:9-65) 
 
                    10        20        30          40        50    
AAD-12      AQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSK 
               : :.: :. :   .    :.:  .: :  ..:..:.   ....:.:.: : . 
gi|420 MKFAIVLIACFAASVL-AQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQ 
               10         20        30        40           50       
 
            60        70        80                                  
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLV                                  
       : ....  :                                                    
gi|420 LDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKI 
         60        70        80        90       100       110       
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 90.7  bits: 21.8 E():  4.5 
Smith-Waterman score: 53; 27.9% identity (62.3% similar) in 61 aa overlap (4-62:9-65) 
 
                    10        20        30          40        50    
AAD-12      AQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSK 
               : :.: :. :   .    :.:  .: :  ..:..:.   ....:.:.: : . 
gi|111 MKFAIVLIACFAASVL-AQEHKPEKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQ 
               10         20        30        40           50       
 
            60        70        80                                  
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLV                                  
       : ....  :                                                    
gi|111 LDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKI 
         60        70        80        90       100       110       
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>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 89.9  bits: 21.4 E():    5 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (22-62:11-50) 
 
               10        20        30          40        50         
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKLGHVQ 
                            :.:  .: :  ..:..:.   ....:.:.: : .: ... 
gi|160            GSQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQLDELN 
                          10        20           30        40       
 
       60        70        80                                       
AAD-12 QAGSAYIGYGMDTTATPLRPLV                                       
       .  :                                                         
gi|160 ENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDL 
         50        60        70        80        90       100       
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.9  bits: 21.4 E():  6.5 
Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (27-50:29-52) 
 
                 10        20        30        40        50         
AAD-12   AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                   : : :::  : .  ..: .: .::         
gi|144 KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLSDS 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 QAGSAYIGYGMDTTATPLRPLV                                       
                                                                    
gi|144 KVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAGGE 
               70        80        90       100       110       120 
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.5  bits: 22.9 E():  7.7 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (23-62:372-411) 
 
                       10        20        30        40        50   
AAD-12         AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|224 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             350       360       370       380       390       400  
 
             60        70        80                                 
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLV                                 
         .::: . :                                                   
gi|224 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             410       420       430       440       450       460  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.2  bits: 22.9 E():    8 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (23-62:392-431) 
 
                       10        20        30        40        50   
AAD-12         AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|571 GNRSPHIYDPQRWFTQNCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
             60        70        80                                 
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLV                                 
         .::: . :                                                   
gi|571 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFA 
             430       440       450       460       470       480  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.2  bits: 22.9 E():    8 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (23-62:392-431) 
 
                       10        20        30        40        50   
AAD-12         AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
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                                     . : :  : . .  . :  .  ::..:.   
gi|199 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
             60        70        80                                 
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLV                                 
         .::: . :                                                   
gi|199 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             430       440       450       460       470       480  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.1  bits: 22.9 E():  8.2 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (23-62:400-439) 
 
                       10        20        30        40        50   
AAD-12         AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|213 RSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
     370       380       390       400       410       420          
 
             60        70        80                                 
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLV                                 
         .::: . :                                                   
gi|213 GRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLA 
     430       440       450       460       470       480          
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 85.5  bits: 20.5 E():  8.9 
Smith-Waterman score: 49; 22.4% identity (56.9% similar) in 58 aa overlap (2-59:4-59) 
 
                 10        20        30        40        50         
AAD-12   AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
          .:.. .:.:. :. :     : .: . :   :...    ..:    . .:.: : .. 
gi|777 MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFA--IIDQDKSGFIE 
               10        20        30        40          50         
 
       60        70        80                            
AAD-12 QAGSAYIGYGMDTTATPLRPLV                            
       .                                                 
gi|777 EDELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH 
       60        70        80        90       100        
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 84.8  bits: 22.6 E():  9.6 
Smith-Waterman score: 56; 28.9% identity (52.6% similar) in 38 aa overlap (25-62:371-408) 
 
                     10        20        30        40        50     
AAD-12       AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :  : . .  ..:  .  ::..:      
gi|370 RSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGR 
              350       360       370       380       390       400 
 
           60        70        80                                   
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLV                                   
       .::: . :                                                     
gi|370 AHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGE 
              410       420       430       440       450       460 
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 84.7  bits: 20.8 E():  9.7 
Smith-Waterman score: 50; 33.3% identity (56.4% similar) in 39 aa overlap (4-42:18-52) 
 
                             10        20        30        40       
AAD-12               AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS 
                        .::.:    :. :. :.: :    . : :. :  : :..     
gi|189 MASKSSITPLLLAAVLASVFAAA---AATGQYCYAGMGLPSNPL-EGCREYVAQQTCGVT 
               10        20           30        40         50       
 
         50        60        70        80                           
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLV                           
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gi|189 IAGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQR 
         60        70        80        90       100       110       
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 83.5  bits: 18.6 E():   11 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (55-75:5-25) 
 
           30        40        50        60        70        80     
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLV     
                                     :.:..: :. .::  .  :.:          
gi|462                           AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKN 
                                         10        20        30     
 
gi|462 LNSA 
            
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  56  Z-score: 82.7  bits: 22.6 E():   13 
Smith-Waterman score: 56; 27.8% identity (63.9% similar) in 36 aa overlap (40-75:539-574) 
 
      10        20        30        40        50        60          
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.:.. .   . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYP 
      510       520       530       540       550       560         
 
      70        80                                                  
AAD-12 DTTATPLRPLV                                                  
        ..  :                                                       
gi|217 TSVQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQP 
      570       580       590       600       610       620         
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 82.6  bits: 22.5 E():   13 
Smith-Waterman score: 56; 25.0% identity (63.9% similar) in 36 aa overlap (40-75:551-586) 
 
      10        20        30        40        50        60          
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.... . . . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYP 
              530       540       550       560       570       580 
 
      70        80                                                  
AAD-12 DTTATPLRPLV                                                  
        .   :                                                       
gi|217 TSLQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQP 
              590       600       610       620       630       640 
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 82.4  bits: 20.4 E():   13 
Smith-Waterman score: 49; 35.7% identity (52.4% similar) in 42 aa overlap (4-34:37-78) 
 
                                          10              20        
AAD-12                            AQGAVFSAEVVPAVGGR------TCFADMRAAY 
                                     :. : :.: . ::       :   : ...: 
gi|145 EEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSY 
         10        20        30        40        50        60       
 
             30        40        50        60        70        80   
AAD-12 -----DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLV   
            ::.::::                                                 
gi|145 VLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAP 
         70        80        90       100       110       120       
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 80.8  bits: 22.5 E():   16 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (50-67:283-300) 
 
      20        30        40        50        60        70          
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
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gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
      80                                                            
AAD-12 V                                                            
                                                                    
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 80.6  bits: 22.5 E():   16 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (50-67:289-306) 
 
      20        30        40        50        60        70          
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
 
      80                                                            
AAD-12 V                                                            
                                                                    
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.9  bits: 19.8 E():   20 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (23-39:14-30) 
 
               10        20        30        40        50        60 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                             .: :.: .:.  .. .:                      
gi|219          MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQ 
                        10        20        30        40        50  
 
               70        80                                         
AAD-12 GSAYIGYGMDTTATPLRPLV                                         
                                                                    
gi|219 QLIIEIDADGSGELEFDEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGYIPTSALR 
              60        70        80        90       100       110  
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.7  bits: 19.8 E():   21 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (11-27:141-157) 
 
                                   10        20        30        40 
AAD-12                     AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
               50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLV 
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.7  bits: 19.8 E():   21 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (11-27:141-157) 
 
                                   10        20        30        40 
AAD-12                     AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
               50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLV 
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.5  bits: 19.7 E():   22 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (11-27:144-160) 
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                                   10        20        30        40 
AAD-12                     AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
               50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLV 
 
>>gi|1321733|emb|CAA96549.1| major allergen Cor a 1 [Cor  (160 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 78.5  bits: 19.7 E():   22 
Smith-Waterman score: 47; 19.8% identity (54.3% similar) in 81 aa overlap (1-75:35-109) 
 
                                             10             20      
AAD-12                               AQGAVFSAEVVPAVGG-----RTCFADMRA 
                                     :  :. : :.. . ::     . :: :  . 
gi|132 NYETETTSVIPPARLFKRFVLDSDNLIPKVAPKAIKSIEIIEGNGGPGTIKKICF-DEGS 
           10        20        30        40        50         60    
 
          30        40         50        60        70        80     
AAD-12 AYDALDEATRALVHQR-SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLV     
        .. . . .. . .   : :.:.. ...   ....     :.: .  .:.:          
gi|132 PFNYIKQKVEEIDQANFSYRYSVIEGDALSDKLEK-----INYEIKIVASPHGGSILKSI 
            70        80        90            100       110         
 
gi|132 SKYHTIGDHELKDEQIKAGKEKASGLFKAVEGYLLAHSDAYN 
      120       130       140       150       160 
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.5  bits: 19.7 E():   22 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (11-27:144-160) 
 
                                   10        20        30        40 
AAD-12                     AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
               50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLV 
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 78.1  bits: 21.3 E():   23 
Smith-Waterman score: 52; 24.3% identity (73.0% similar) in 37 aa overlap (30-65:143-179) 
 
                10        20        30        40        50          
AAD-12  AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG-HVQ 
                                     .::   .:.: .. .. .::  .... .:. 
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
       60        70        80                                       
AAD-12 QAGSAYIGYGMDTTATPLRPLV                                       
       . :...:                                                      
gi|215 NNGDVFILLVPNFVFVWTGKHSNRMERTTAIRVANDLKSELNRFKLSSVILEDGKEVEQT 
            180       190       200       210       220       230   
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 77.5  bits: 19.4 E():   24 
Smith-Waterman score: 46; 30.8% identity (56.4% similar) in 39 aa overlap (4-42:18-52) 
 
                             10        20        30        40       
AAD-12               AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS 
                        .::.: ..    :. :.: :    . : :. :  : :..     
gi|439 MASKSSITPLLLAAVLASVFAAATAT---GQYCYAGMGLPSNPL-EGCREYVAQQTCGVT 
               10        20           30        40         50       
 
         50        60        70        80                           
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLV                           
                                                                    
gi|439 IAGSPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQ 
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         60        70        80        90       100       110       
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 77.4  bits: 19.4 E():   25 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (23-40:126-143) 
 
                       10        20        30        40        50   
AAD-12         AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . ::..::: :..: ...             
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG         
         100       110       120       130       140                
 
             60        70        80 
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLV 
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.2  bits: 20.3 E():   25 
Smith-Waterman score: 49; 21.9% identity (59.4% similar) in 32 aa overlap (41-72:179-210) 
 
               20        30        40        50        60        70 
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :.  .:.. .... :. ::      : :.. 
gi|219 MWQQSSCHVMQQQCCQQLSQIPEQSRYDAIRAITYSIILQEQQQGQSQQQQPQQSGQGVS 
      150       160       170       180       190       200         
 
               80                                                   
AAD-12 TTATPLRPLV                                                   
        .                                                           
gi|219 QSQQQSQQQLGQCSFQQPQQQLGQQPQQQQVQQGTFLQPHQIAHLEVMTSIALRTLPTMC 
      210       220       230       240       250       260         
 
>>gi|60418924|gb|AAX19889.1| pathogenesis-related protei  (155 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 77.0  bits: 19.4 E():   26 
Smith-Waterman score: 46; 26.2% identity (52.3% similar) in 65 aa overlap (1-63:34-95) 
 
                                             10        20        30 
AAD-12                               AQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
                                     : :.  :.:.: . ::   .  .  . :.  
gi|604 FTFDDQATSPVAPATLYNALAKDADNIIPKAVGSFQSVEIVEGNGGPGTIKKISFVEDG- 
            10        20        30        40        50        60    
 
               40          50        60        70        80         
AAD-12 DEATRALVHQRSA--RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLV         
          :. ..:.  .  . .: :: : .: :    .:                          
gi|604 --ETKFVLHKIESVDEANLGYSYSIVGGVALPDTAEKITIDTKISDGADGGSLIKLTISY 
               70        80        90       100       110       120 
 
gi|604 HGKGDAPPNEDELKAGKAKSDALFKAVEAYLLANP 
              130       140       150      
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 76.0  bits: 19.7 E():   30 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (20-41:74-98) 
 
                          10        20        30           40       
AAD-12            AQGAVFSAEVVPAVGGRTCFADMRAAYDAL---DEATRALVHQRSARHS 
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
 
         50        60        70        80                           
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLV                           
                                                                    
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.8  bits: 20.3 E():   30 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (60-76:200-216) 
 
      30        40        50        60        70        80          
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AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLV          
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.3  bits: 19.7 E():   32 
Smith-Waterman score: 47; 33.3% identity (52.8% similar) in 36 aa overlap (20-55:159-191) 
 
                          10        20        30        40          
AAD-12            AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :   . : ..::   :   :: .  :.:   
gi|136 TNTEKLPTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFEIR---HQLTQIHGLYR 
      130       140       150       160       170          180      
 
      50        60        70        80                   
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLV                   
       :..: :                                            
gi|136 SSDKTGGYWKITMNDGSTYQSDLSKKFEYNTEKPPINIDEIKTIEAEIN 
         190       200       210       220       230     
 
>>gi|21757|emb|CAA26383.1| unnamed protein product [Trit  (296 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.1  bits: 20.0 E():   33 
Smith-Waterman score: 48; 21.3% identity (61.7% similar) in 47 aa overlap (29-75:200-246) 
 
                 10        20        30        40        50         
AAD-12   AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :. ....:.. ... :..   :: .: . : 
gi|217 SQVLQQSTYQPLQQLCCQQLWQIPEQSRCQAIHNVVHAIILHQQQRQQQPSSQVSLQQPQ 
     170       180       190       200       210       220          
 
       60        70        80                                       
AAD-12 QAGSAYIGYGMDTTATPLRPLV                                       
       :   .  :. . .  .:                                            
gi|217 QQYPSGQGFFQPSQQNPQAQGSVQPQQLPQFEEIRNLALQTLPRMCNVYIPPYCSTTIAP 
     230       240       250       260       270       280          
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 75.0  bits: 19.1 E():   34 
Smith-Waterman score: 45; 27.0% identity (64.9% similar) in 37 aa overlap (3-39:49-84) 
 
                                           10        20        30   
AAD-12                             AQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|144 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
             40        50        60        70        80             
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLV             
       :  : ..                                                      
gi|144 AGLAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEAT 
        80        90       100       110       120       130        
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 74.1  bits: 17.9 E():   38 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (38-59:37-58) 
 
        10        20        30        40        50        60        
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
        70        80 
AAD-12 GMDTTATPLRPLV 
                     
gi|162 VPQLEIVPNS    
         70          
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>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.8  bits: 20.3 E():   39 
Smith-Waterman score: 49; 36.7% identity (66.7% similar) in 30 aa overlap (35-64:43-72) 
 
           10        20        30        40        50        60     
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.. . .:: . : : ..::..  : : : 
gi|558 RVRSGGHDYEGLSYRSLQPENFAVVDLNQMRAVLVDGKARTAWVDSGAQLGELYYAISKY 
             20        30        40        50        60        70   
 
           70        80                                             
AAD-12 IGYGMDTTATPLRPLV                                             
                                                                    
gi|558 SRTLAFPAGVCPTIGVGGNLAGGGFGMLLRKYGIAAENVIDVKLVDANGKLHDKKSMGDD 
             80        90       100       110       120       130   
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.7  bits: 20.6 E():   39 
Smith-Waterman score: 50; 25.6% identity (58.1% similar) in 43 aa overlap (25-67:426-468) 
 
                     10        20        30        40        50     
AAD-12       AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     :  ....:   :.. :.  . .:    ..  
gi|258 AERGFFYRNGIYSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNH 
         400       410       420       430       440       450      
 
           60        70        80                                   
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLV                                   
       : .::::.  . :                                                
gi|258 GVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQISREQARQLKYNR 
         460       470       480       490       500       510      
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.6  bits: 19.7 E():   40 
Smith-Waterman score: 47; 36.0% identity (76.0% similar) in 25 aa overlap (23-47:106-130) 
 
                       10        20        30        40        50   
AAD-12         AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     ...: . :.:::.:  ... ::. :      
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
 
             60        70        80                                 
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLV                                 
                                                                    
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 73.1  bits: 20.9 E():   43 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (53-67:609-623) 
 
             30        40        50        60        70        80   
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLV   
                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 49; 37.9% identity (62.1% similar) in 29 aa overlap (38-66:74-102) 
 
        10        20        30        40        50        60        
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     : .:.: .   ::.. :    : ::.:.:  
gi|112 NRIESEGGYIETWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGL 
            50        60        70        80        90       100    
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        70        80                                                
AAD-12 GMDTTATPLRPLV                                                
                                                                    
gi|112 IFPGCPSTYEEPAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTG 
           110       120       130       140       150       160    
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.0  bits: 18.1 E():   49 
Smith-Waterman score: 42; 28.3% identity (52.2% similar) in 46 aa overlap (3-48:34-79) 
 
                                           10        20        30   
AAD-12                             AQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.. :.:   .   : :   . :.     : 
gi|253 YCYAGMGLPINPLEGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHCRCE 
            10        20        30        40        50        60    
 
             40        50        60        70        80          
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLV          
       :.: .. .::  .: :                                          
gi|253 AVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNAPYCLGLDI 
            70        80        90       100       110       120 
 
>>gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Globin   (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.8  bits: 18.4 E():   50 
Smith-Waterman score: 43; 30.6% identity (55.6% similar) in 36 aa overlap (6-41:115-150) 
 
                                        10        20        30      
AAD-12                          AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                     : :  :  . ..: ::  .::. :  .:   
gi|121 IGDLPNIDGDVTTFVASHTPRGVTHDQLNNFRAGFVSYMKAHTDFAGAEAAWGATLDAFF 
           90       100       110       120       130       140     
 
          40        50        60        70        80 
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLV 
       ..:  .                                        
gi|121 GMVFAKM                                       
          150                                        
 
>>gi|62484809|emb|CAI78902.1| putative gamma-gliadin [Tr  (285 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.8  bits: 19.3 E():   50 
Smith-Waterman score: 46; 25.0% identity (62.5% similar) in 40 aa overlap (29-68:195-233) 
 
                 10        20        30        40        50         
AAD-12   AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :.:  ..:.  :.. :...   :..  . : 
gi|624 SKIVQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIVHAIFMQQGQRQGVQIVQQQ-PQPQ 
          170       180       190       200       210        220    
 
       60        70        80                                       
AAD-12 QAGSAYIGYGMDTTATPLRPLV                                       
       :.:.  .  :                                                   
gi|624 QVGQCVLVQGQGVVQPQQLAQMEAIRTLVLQSVPSMCNFNVPPNCSTIKAPFVGVVTGVG 
           230       240       250       260       270       280    
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 71.7  bits: 18.4 E():   51 
Smith-Waterman score: 43; 29.0% identity (67.7% similar) in 31 aa overlap (3-33:49-78) 
 
                                           10        20        30   
AAD-12                             AQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|186 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVRLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
             40        50        60        70        80             
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLV             
       :                                                            
gi|186 AGLGYTYTTIGGDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEAT 
        80        90       100       110       120       130        
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>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.6  bits: 18.7 E():   51 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (40-55:46-61) 
 
      10        20        30        40        50        60          
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
      70        80                                                  
AAD-12 DTTATPLRPLV                                                  
                                                                    
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 71.6  bits: 20.0 E():   51 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (22-36:431-446) 
 
                        10        20        30         40        50 
AAD-12          AQGAVFSAEVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYS 
                                     :..: :::.: ...::               
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA               
              410       420       430       440                     
 
               60        70        80 
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATPLRPLV 
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 43; 43.8% identity (68.8% similar) in 16 aa overlap (1-16:35-50) 
 
                                             10        20        30 
AAD-12                               AQGAVFSAEVVPAVGGRTCFADMRAAYDAL 
                                     :  :. :::.. . ::               
gi|165 THENEITSAIPPGRLFKAFVLDADNLIPKLAPHAIKSAEIIEGNGGPGTIKKITFGEGSQ 
           10        20        30        40        50        60     
 
               40        50        60        70        80           
AAD-12 DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLV           
                                                                    
gi|165 FKYVKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSILKNTSKYHTK 
           70        80        90       100       110       120     
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.3  bits: 19.3 E():   54 
Smith-Waterman score: 46; 25.4% identity (55.9% similar) in 59 aa overlap (9-67:161-216) 
 
                                     10        20        30         
AAD-12                       AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
                                     .:.:: :    .  ..::...   :: :   
gi|249 MDDASVGSVSSEFHVIESAIEVITYIGEEVKVIPA-GEVEVINKVKAAFST--AATAADE 
              140       150       160        170       180          
 
       40        50        60        70        80                   
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLV                   
          . . ..  :. . .  . .:.:: ::                                
gi|249 APANDKFTVFVSSFNKAIKETTGGAYAGYKFIPTLEAAVKQAYAASSATAPEVKYAVFET 
       190       200       210       220       230       240        
 
>>gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.1  bits: 18.7 E():   55 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (46-71:76-100) 
 
          20        30        40        50        60        70      
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
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          80                                                        
AAD-12 LRPLV                                                        
                                                                    
gi|549 AKYQVGQNVALTGSTAAVYNDPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.1  bits: 18.7 E():   55 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (46-71:76-100) 
 
          20        30        40        50        60        70      
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
          80                                                        
AAD-12 LRPLV                                                        
                                                                    
gi|549 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.1  bits: 19.3 E():   55 
Smith-Waterman score: 46; 55.6% identity (66.7% similar) in 18 aa overlap (60-75:21-38) 
 
      30        40        50        60          70        80        
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGS--AYIGYGMDTTATPLRPLV        
                                     :::  : .:::  : :.:             
gi|330           MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAP 
                         10        20        30        40        50 
 
gi|330 AGAEPAGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLS 
               60        70        80        90       100       110 
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 71.0  bits: 17.8 E():   55 
Smith-Waterman score: 41; 22.2% identity (70.4% similar) in 27 aa overlap (14-40:36-61) 
 
                                10        20        30        40    
AAD-12                  AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA 
                                     ..:..  :: . ... ::.   ....:    
gi|207 IVSEKDIDAALESVKAAGSFNYKIFFQKVGLAGKSA-ADAKKVFEILDRDKSGFIEQDEL 
          10        20        30        40         50        60     
 
            50        60        70        80         
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLV         
                                                     
gi|207 GLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
           70        80        90       100          
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 71.0  bits: 18.7 E():   56 
Smith-Waterman score: 44; 29.6% identity (77.8% similar) in 27 aa overlap (45-71:77-102) 
 
           20        30        40        50        60        70     
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::... .:... :. ..  .:: ::    
gi|549 LKVHNDFRQKVAKGLETRGNPGPQPPAKNMNNLVWND-ELANIAQVWASQCNYGHDTCKD 
         50        60        70        80         90       100      
 
           80                                                       
AAD-12 PLRPLV                                                       
                                                                    
gi|549 TEKYPVGQNIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWA 
         110       120       130       140       150       160      
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 70.8  bits: 19.6 E():   57 
Smith-Waterman score: 47; 19.4% identity (52.8% similar) in 72 aa overlap (13-77:297-366) 
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                                 10             20        30        
AAD-12                   AQGAVFSAEVVPAVGGRT-----CFADMRAAYDALDEATRAL 
                                     :.:: .     : ..   : :  :.  . . 
gi|113 FTDNVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPD--DQIKKNV 
        270       280       290       300       310         320     
 
        40          50        60        70        80                
AAD-12 VHQRS--ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLV                
       . . .  : .:....  .   . . :. ..  : : . ::..                   
gi|113 LARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTS 
          330       340       350       360       370       380     
 
gi|113 SAGVFSCHPGAPC 
          390        
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 70.8  bits: 19.6 E():   57 
Smith-Waterman score: 47; 19.4% identity (52.8% similar) in 72 aa overlap (13-77:297-366) 
 
                                 10             20        30        
AAD-12                   AQGAVFSAEVVPAVGGRT-----CFADMRAAYDALDEATRAL 
                                     :.:: .     : ..   : :  :.  . . 
gi|166 FTDNVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPD--DQIKKNV 
        270       280       290       300       310         320     
 
        40          50        60        70        80                
AAD-12 VHQRS--ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLV                
       . . .  : .:....  .   . . :. ..  : : . ::..                   
gi|166 LARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTS 
          330       340       350       360       370       380     
 
gi|166 SAGVFSCRPGAPC 
          390        
 
>>gi|56417506|gb|AAV90694.1| GE-rich salivary protein 30  (266 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.6  bits: 19.0 E():   58 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (40-70:183-213) 
 
      10        20        30        40        50        60          
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
            160       170       180       190       200       210   
 
      70        80                                            
AAD-12 DTTATPLRPLV                                            
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
            220       230       240       250       260       
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 70.5  bits: 18.4 E():   59 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (40-54:138-152) 
 
      10        20        30        40        50        60          
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
      70        80 
AAD-12 DTTATPLRPLV 
                   
gi|391 ASIDTILTKV  
       170         
 
>>gi|56417504|gb|AAV90693.1| 30 kDa salivary gland aller  (271 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.5  bits: 19.0 E():   59 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (40-70:188-218) 
 
      10        20        30        40        50        60          
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AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
       160       170       180       190       200       210        
 
      70        80                                            
AAD-12 DTTATPLRPLV                                            
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
       220       230       240       250       260       270  
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.4  bits: 18.1 E():   60 
Smith-Waterman score: 43; 30.8% identity (53.8% similar) in 39 aa overlap (4-42:18-52) 
 
                             10        20        30        40       
AAD-12               AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS 
                        .::.: ..    :  :.: :    . : :. :  : :..     
gi|217 MASKSSISPLLLATVLVSVFAAATAT---GPYCYAGMGLPINPL-EGCREYVAQQTCGIS 
               10        20           30        40         50       
 
         50        60        70        80                           
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLV                           
                                                                    
gi|217 ISGSAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQ 
         60        70        80        90       100       110       
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.1  bits: 19.3 E():   62 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (65-74:284-293) 
 
           40        50        60        70        80               
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLV               
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.9  bits: 17.5 E():   64 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (50-67:26-43) 
 
      20        30        40        50        60        70          
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : .. :. :: :..  ::             
gi|897      EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQ 
                    10        20        30        40        50      
 
      80                                              
AAD-12 V                                              
                                                      
gi|897 QGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
          60        70        80        90       100  
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.6  bits: 19.6 E():   66 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (37-58:332-353) 
 
         10        20        30        40        50        60       
AAD-12 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     : :     ::..:. .  :.::         
gi|259 LTTLNSLNLPILKWLQLSVEKGVLYKNALVLPHWNLNSHSIIYGCKGKGQVQVVDNFGNR 
             310       320       330       340       350       360  
 
         70        80                                               
AAD-12 YGMDTTATPLRPLV                                               
                                                                    
gi|259 VFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRAMTSPLAGRTSVLGGMPEEVL 
             370       380       390       400       410       420  
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>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 69.5  bits: 20.5 E():   67 
Smith-Waterman score: 57; 39.4% identity (63.6% similar) in 33 aa overlap (41-73:4-31) 
 
               20        30        40        50        60        70 
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :::..  .:..:. ::   .:.  : :: : 
gi|219                            MAARSAKY--MYQSSRAGH---GGDISIEYGTD 
                                            10           20         
 
               80                                                   
AAD-12 TTATPLRPLV                                                   
         :                                                          
gi|219 LGALTRLEDKIRLLSEDLESERELRQRVEREKSDITVQLMNLTERLEETEGSSESVTEMN 
       30        40        50        60        70        80         
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 69.5  bits: 20.5 E():   67 
Smith-Waterman score: 50; 28.9% identity (60.5% similar) in 38 aa overlap (22-59:827-864) 
 
                        10        20        30        40        50  
AAD-12          AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     ...:: :  :.:   :   :. ..: : .. 
gi|377 NEKVKVYKRQMQEQEGMSQQNLTRVRRFQRELEAAEDRADQAESNLSFIRAKHRSWVTTS 
        800       810       820       830       840       850       
 
              60        70        80 
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLV 
       .  : ..:                      
gi|377 QVPGGTRQVFTTQEETTNY           
        860       870                
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.3  bits: 19.9 E():   69 
Smith-Waterman score: 48; 22.9% identity (57.1% similar) in 35 aa overlap (31-65:339-373) 
 
               10        20        30        40        50        60 
AAD-12 AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     ::  .:  . :  : . ...:.. : . .: 
gi|131 LLQPVSTPGEFELFFGAGGENPESFFKSFSDEILEAAFNTRRDRLQRIFGQQRQGVIVKA 
      310       320       330       340       350       360         
 
               70        80                                         
AAD-12 GSAYIGYGMDTTATPLRPLV                                         
       .   .                                                        
gi|131 SEEQVRAMSRHEEGGIWPFGGESKGTINIYQQRPTHSNQYGQLHEVDASQYRQLRDLDLT 
      370       380       390       400       410       420         
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.9  bits: 17.5 E():   72 
Smith-Waterman score: 40; 25.6% identity (59.0% similar) in 39 aa overlap (37-75:54-92) 
 
         10        20        30        40        50        60       
AAD-12 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     :. . : . . : : .  : . ..:.:  : 
gi|117 KAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAG 
            30        40        50        60        70        80    
 
         70        80                 
AAD-12 YGMDTTATPLRPLV                 
        . .. :.:                      
gi|117 GSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
            90       100       110    
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 68.9  bits: 14.7 E():   72 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (43-57:1-15) 
 
             20        30        40        50        60        70   
AAD-12 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
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                                     :: . : : ..::..                
gi|323                               ARTAWVDSGAQLGELSY              
                                             10                     
 
             80 
AAD-12 ATPLRPLV 
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 68.5  bits: 19.6 E():   76 
Smith-Waterman score: 47; 33.3% identity (66.7% similar) in 36 aa overlap (26-60:123-158) 
 
                    10        20        30         40        50     
AAD-12      AQGAVFSAEVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYSQSKL 
                                     :. ..: .  ::.: . .:: . : : ..: 
gi|558 VCGRRHGVRIRVRSGGHDYEGLSYRSERPEAFAVVDLNKMRAVVVDGKARTAWVDSGAQL 
            100       110       120       130       140       150   
 
           60        70        80                                   
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLV                                   
       :..  :                                                       
gi|558 GELYYAIAKNSPVLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGT 
            160       170       180       190       200       210   
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.8 E():   77 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (72-79:34-41) 
 
              50        60        70        80                      
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLV                      
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.5 E():   83 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (38-59:6-27) 
 
        10        20        30        40        50        60        
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159                          IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
                                        10        20        30      
 
        70        80                                                
AAD-12 GMDTTATPLRPLV                                                
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFXQFYQPDAYPSGAWY 
          40        50        60        70        80        90      
 
>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 48; 27.1% identity (58.6% similar) in 70 aa overlap (6-70:82-150) 
 
                                        10        20          30    
AAD-12                          AQGAVFSAEVVPAVGGRTCFADMRAAYD--ALDEA 
                                     : .:.:  .:. . .  :..     : ..  
gi|170 MAKFPQFAGKDLETLKGTGQFATHAGRIVGFVSEIVALMGNSANMPAMETLIKDMAANHK 
              60        70        80        90       100       110  
 
            40           50        60        70        80 
AAD-12 TRALVHQRSA--RHSLV-YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLV 
       .:.. . .    : ::: : :::..  .. :.:.   :.:           
gi|170 ARGIPKAQFNEFRASLVSYLQSKVSWNDSLGAAWT-QGLDNVFNMMFSYL 
             120       130       140        150       160 
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.8  bits: 15.0 E():   83 
Smith-Waterman score: 36; 44.0% identity (56.0% similar) in 25 aa overlap (54-78:2-24) 
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            30        40        50        60        70        80 
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLV 
                                     ::..  :  :  : :. : :::  :   
gi|751                              DLGYAP-ATPAAPGAGY-TPATPAAP   
                                             10         20       
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 67.7  bits: 15.6 E():   84 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (55-75:5-25) 
 
           30        40        50        60        70        80     
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLV     
                                     :.: .: :  : : .   :.:          
gi|462                           TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXL 
                                         10        20        30     
 
gi|462 SSA 
           
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.5 E():   86 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (28-56:101-129) 
 
                  10        20        30        40        50        
AAD-12    AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
        60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLV 
                               
gi|273 RRRR                    
                               
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.5 E():   86 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (28-56:101-129) 
 
                  10        20        30        40        50        
AAD-12    AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
        60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLV 
                               
gi|273 RRRR                    
                               
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 67.5  bits: 18.7 E():   86 
Smith-Waterman score: 44; 28.9% identity (57.9% similar) in 38 aa overlap (38-75:3-38) 
 
        10        20        30        40        50        60        
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     ::: ..  .:  . . ..    . .: .:: 
gi|398                             MAVHQYTV--ALFLAVALVAGPAASYAADLGY 
                                             10        20        30 
 
        70        80                                                
AAD-12 GMDTTATPLRPLV                                                
       :  : :.:                                                     
gi|398 GPATPAAPAAGYTPATPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKY 
               40        50        60        70        80        90 
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 67.5  bits: 18.1 E():   86 
Smith-Waterman score: 42; 29.6% identity (70.4% similar) in 27 aa overlap (45-71:76-101) 
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           20        30        40        50        60        70     
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::.. ..:... :  ..   :: ::    
gi|549 LKIHNDFRNKVARGLETRGNPGPQPPAKNMNNLVWN-NELANIAQIWASQCKYGHDTCKD 
          50        60        70        80         90       100     
 
           80                                                       
AAD-12 PLRPLV                                                       
                                                                    
gi|549 TTKYNVGQNIAVSSSTAAVYENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWA 
          110       120       130       140       150       160     
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.4  bits: 15.0 E():   87 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (72-78:5-11) 
 
              50        60        70        80             
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLV             
                                     : .:.::               
gi|751                           TKSQTHVPIRPNKLVLKVQKDRATN 
                                         10        20      
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.1 E():   90 
Smith-Waterman score: 39; 53.8% identity (69.2% similar) in 13 aa overlap (21-33:72-84) 
 
                         10        20        30        40        50 
AAD-12           AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
                                     ::.::  ::  .:                  
gi|131 ELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDE 
              50        60        70        80        90       100  
 
               60        70        80 
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATPLRPLV 
                                      
gi|131 FGALVDKWGAKG                   
             110                      
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.1  bits: 17.5 E():   90 
Smith-Waterman score: 40; 24.1% identity (46.6% similar) in 58 aa overlap (5-53:12-69) 
 
                      10        20        30                 40     
AAD-12        AQGAVFSAEVVPAVGGRTCFADMRAAYDAL---------DEATRALVHQRSAR 
                  :..: :   . :     . : :.: :         :.. ..:.:      
gi|856 MKFIITLFAAIVMAAAVSGFIVGDKKEDEWRMAFDRLMMEELETKIDQVEKGLLHLSEQY 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLV                         
       . :  ..::                                                    
gi|856 KELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLNMFERYNYEFALESIKLL 
               70        80        90       100       110       120 
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 67.1  bits: 18.7 E():   91 
Smith-Waterman score: 44; 26.7% identity (70.0% similar) in 30 aa overlap (36-65:232-259) 
 
          10        20        30        40        50        60      
AAD-12 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                     : .:  :. ::....:..  . ::. . .. 
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIH--SVVHSIIMQQQQQQQQQQGIDIFL 
             210       220       230         240       250          
 
          70        80                                              
AAD-12 GYGMDTTATPLRPLV                                              
                                                                    
gi|170 PLSQHEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSIMRAPFAS 
     260       270       280       290       300       310          
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>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.5 E():   92 
Smith-Waterman score: 40; 35.3% identity (70.6% similar) in 17 aa overlap (2-18:30-46) 
 
                                           10        20        30   
AAD-12                             AQGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                    :::. ...  :  ::..               
gi|476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVQGATVAVDCRPFNGGESKLKAEATTDGLGWY 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLV             
                                                                    
gi|476 KIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQGIRYANPIAFFR 
               70        80        90       100       110       120 
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.5 E():   92 
Smith-Waterman score: 40; 46.7% identity (66.7% similar) in 15 aa overlap (5-19:16-30) 
 
                          10        20        30        40          
AAD-12            AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                      ::   .: :::.. :                               
gi|217 MASKSNYNLLFTALLVFIFAAVAAVGNEDCTPWTSTLITPLPSCRNYVEEQACRIEMPGP 
               10        20        30        40        50        60 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.9  bits: 18.1 E():   93 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (33-66:71-104) 
 
             10        20        30        40        50        60   
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 
                                     :   :: .:.: .   ::..      : :  
gi|221 AQRPDNRIESEGGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGR 
               50        60        70        80        90       100 
 
             70        80                                           
AAD-12 AYIGYGMDTTATPLRPLV                                           
       .:.:                                                         
gi|221 GYFGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQKVHRFDEGDLIAV 
              110       120       130       140       150       160 
 
>>gi|218203828|gb|ACK76297.1| Der f 6 allergen [Dermatop  (279 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.7  bits: 18.4 E():   96 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (49-77:37-64) 
 
       20        30        40        50        60        70         
AAD-12 CFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP 
                                     .:.::.:    :: .  :   : . .:..  
gi|218 VTILIVITVTVDARFPRSLQPKWAYLDSNEFSRSKIGDSPIAG-VVGGQDADLAEAPFQI 
         10        20        30        40         50        60      
 
       80                                                           
AAD-12 LV                                                           
                                                                    
gi|218 SLLKDYLIMKSHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKT 
          70        80        90       100       110       120      
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 66.6  bits: 14.4 E():   96 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (69-76:10-17) 
 
       40        50        60        70        80 
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLV 
                                     :.:  :::     
gi|244                      IGNEDCTPWMSTLITPLP    
                                    10            
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.6  bits: 18.1 E():   97 
Smith-Waterman score: 42; 33.3% identity (71.4% similar) in 21 aa overlap (55-75:72-92) 
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           30        40        50        60        70        80     
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLV     
                                     : ...: .::   : ...:.:          
gi|383 TASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEE 
              50        60        70        80        90       100  
 
gi|383 EEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEEL 
             110       120       130       140       150       160  
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.4  bits: 19.0 E():   99 
Smith-Waterman score: 45; 43.8% identity (81.2% similar) in 16 aa overlap (22-37:217-232) 
 
                        10        20        30        40        50  
AAD-12          AQGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     :...: .:::  :.:.               
gi|144 AEVYQKLKALAKKTYGQSAGNVGDEGGVAPDIQTAEEALDLITKAIEEAGYTGKIKIAMD 
        190       200       210       220       230       240       
 
              60        70        80                                
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLV                                
                                                                    
gi|144 VASSEFYKADEKKYDLDFKNPDSDKSKWLTYEQLAEMYKSLAEKYPIVSIEDPFAEDDWE 
        250       260       270       280       290       300       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:50 2011 done: Fri Jan 21 00:02:50 2011 
 Total Scan time:  0.070 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 120  - 199 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     6     0:== 
  30     6     2:*= 
  32    18     8:==*=== 
  34    18    22:====== * 
  36    32    44:===========   * 
  38    38    73:=============           * 
  40    70   102:========================         * 
  42   109   125:=====================================    * 
  44   113   138:======================================       * 
  46   150   140:==============================================*=== 
  48   178   134:============================================*=============== 
  50   149   122:========================================*========= 
  52   129   108:===================================*======= 
  54    97    92:==============================*== 
  56    65    77:======================   * 
  58    64    63:====================*= 
  60    46    51:================* 
  62    43    41:=============*= 
  64    51    33:==========*====== 
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  66    18    26:======  * 
  68    19    20:======* 
  70    12    16:==== * 
  72    13    12:===*= 
  74     6    10:== * 
  76     5     8:==* 
  78     8     6:=*= 
  80     3     5:=* 
  82     3     3:* 
  84     1     3:* 
  86     6     2:*= 
  88     2     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     2     1:*         :*= 
  94     2     1:*         :*= 
  96     0     1:*         :* 
  98     0     0:          * 
 100     3     0:=         *=== 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     1     0:=         *= 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     1     0:=         *= 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.82040.00322; mu= 6.2191 0.167 
 mean_var=31.3335 7.459, 0's: 2 Z-trim: 4  B-trim: 0 in 0/44 
 Lambda= 0.229124 
 Kolmogorov-Smirnov  statistic: 0.0694 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   74 28.7    0.11 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   64 25.5    0.33 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   58 23.5     1.2 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   62 24.7     1.2 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   62 24.7     1.2 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   57 23.1     2.6 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   57 23.1     2.6 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   59 23.7     4.1 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   53 21.9     4.1 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   53 21.9     4.1 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   52 21.6     4.6 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.5       6 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 23.0     7.2 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 23.0     7.6 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 23.0     7.6 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 23.0     7.7 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   49 20.6     8.1 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   50 20.9     8.9 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   56 22.7     9.1 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 18.8      10 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   56 22.6      12 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   49 20.5      12 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   56 22.6      12 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 22.6      15 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 22.6      16 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 19.9      19 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 19.9      19 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 19.9      19 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 19.9      20 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 19.9      20 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   52 21.4      21 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   46 19.6      22 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 4394



 

 

gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.6      23 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   49 20.4      24 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   44 18.9      26 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.8      27 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 20.4      28 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   47 19.8      30 
gi|21757|emb|CAA26383.1| unnamed protein product [ ( 296)   48 20.1      31 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   45 19.2      31 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 18.0      34 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   49 20.4      36 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   47 19.8      37 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   50 20.7      37 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 21.0      40 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   49 20.4      45 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   42 18.3      45 
gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Glo ( 151)   43 18.6      46 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   43 18.6      47 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.9      47 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 20.0      48 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   46 19.4      50 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   41 17.9      51 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   44 18.8      51 
gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Veno ( 204)   44 18.8      51 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   44 18.8      51 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   46 19.4      51 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   47 19.7      53 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   47 19.7      53 
gi|56417506|gb|AAV90694.1| GE-rich salivary protei ( 266)   45 19.1      54 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.5      55 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   42 18.2      55 
gi|56417504|gb|AAV90693.1| 30 kDa salivary gland a ( 271)   45 19.1      55 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 17.6      58 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 19.4      58 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   47 19.7      62 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   50 20.6      64 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   50 20.6      64 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 14.9      64 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   48 20.0      65 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   40 17.6      66 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 17.9      71 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.7      71 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.2      74 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 15.8      76 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 17.6      76 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   41 17.9      77 
gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   41 17.9      77 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.2      78 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   40 17.6      79 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   40 17.6      79 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   42 18.2      80 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   44 18.8      81 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.3      82 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   40 17.6      83 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   44 18.8      85 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   40 17.6      85 
gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=P ( 143)   40 17.6      85 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 14.6      85 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   42 18.2      86 
gi|218203828|gb|ACK76297.1| Der f 6 allergen [Derm ( 279)   43 18.5      89 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   42 18.2      90 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   45 19.1      93 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   39 17.3      97 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   41 17.9      99 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   41 17.9      99 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  57 init1:  57 opt:  74  Z-score: 119.6  bits: 28.7 E(): 0.11 
Smith-Waterman score: 74; 24.6% identity (54.1% similar) in 61 aa overlap (14-74:309-363) 
 
                                10        20        30        40    
AAD-12                  QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR 
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                                     :.: :  : :.  ..: .      : ..:  
gi|113 HGFFQVVNNNYDKWGSYAIGGSASPTILSQGNRFCAPDERSKKNVLGR------HGEAAA 
      280       290       300       310       320             330   
 
            50        60        70        80                        
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVK                        
       .:. ..      : . :. ... :.: . ::                              
gi|113 ESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEPGESALSLTSSAGVLSCQP 
            340       350       360       370       380       390   
 
gi|113 GAPC 
            
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  64  Z-score: 111.0  bits: 25.5 E(): 0.33 
Smith-Waterman score: 64; 29.5% identity (63.9% similar) in 61 aa overlap (3-61:9-65) 
 
                     10        20          30        40        50   
AAD-12       QGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSK 
               : :.: :. : : .    :.:  .: :  ..:..:.   ....:.:.: : . 
gi|111 MKFAIVLIACFAASVL-AQGHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQ 
               10         20        30        40           50       
 
             60        70        80                                 
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVK                                 
       : ....  :                                                    
gi|111 LDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKI 
         60        70        80        90       100       110       
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 101.2  bits: 23.5 E():  1.2 
Smith-Waterman score: 58; 26.9% identity (57.7% similar) in 52 aa overlap (19-70:26-77) 
 
                      10        20        30        40        50    
AAD-12        QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                :::      :.  . . :  ..:.   :.... .. 
gi|527 MVHHITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNV 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVK                                  
        :::.:.. :   .: :                                            
gi|527 DHVQDAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAG 
               70        80        90       100       110       120 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  62  Z-score: 101.1  bits: 24.7 E():  1.2 
Smith-Waterman score: 62; 26.5% identity (55.4% similar) in 83 aa overlap (3-73:183-265) 
 
                                           10            20         
AAD-12                             QGAVFSAEVVPAVGG----RTCFADMRAAYDA 
                                     :.:.  .  ..::      :. ...::    
gi|168 QIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQ 
            160       170       180       190       200       210   
 
       30              40        50          60        70        80 
AAD-12 LDEATRALVHQ------RSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATPLRPLVK 
          :: : . :      ..:  . . ..:.. .:.:  .:.: .. :  ::::        
gi|168 AYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAA 
            220       230       240       250       260       270   
 
gi|168 TVAAGGYKV 
            280  
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  62  Z-score: 100.8  bits: 24.7 E():  1.2 
Smith-Waterman score: 62; 26.5% identity (55.4% similar) in 83 aa overlap (3-73:192-274) 
 
                                           10            20         
AAD-12                             QGAVFSAEVVPAVGG----RTCFADMRAAYDA 
                                     :.:.  .  ..::      :. ...::    
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gi|330 QIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQ 
             170       180       190       200       210       220  
 
       30              40        50          60        70        80 
AAD-12 LDEATRALVHQ------RSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATPLRPLVK 
          :: : . :      ..:  . . ..:.. .:.:  .:.: .. :  ::::        
gi|330 AYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAA 
             230       240       250       260       270       280  
 
gi|330 TVAAGGYKV 
             290 
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 95.1  bits: 23.1 E():  2.6 
Smith-Waterman score: 57; 29.3% identity (60.3% similar) in 58 aa overlap (20-72:93-149) 
 
                          10        20             30        40     
AAD-12            QGAVFSAEVVPAVGGRTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|144 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
             70        80        90       100        110       120  
 
           50        60        70        80                         
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVK                         
       .. :  .:. .: .:...:.. :  : :                                 
gi|144 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
             130       140       150       160       170       180  
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 94.9  bits: 23.1 E():  2.6 
Smith-Waterman score: 57; 29.3% identity (60.3% similar) in 58 aa overlap (20-72:97-153) 
 
                          10        20             30        40     
AAD-12            QGAVFSAEVVPAVGGRTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|622 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
         70        80        90       100       110        120      
 
           50        60        70        80                         
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVK                         
       .. :  .:. .: .:...:.. :  : :                                 
gi|622 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
         130       140       150       160       170       180      
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  59  Z-score: 91.4  bits: 23.7 E():  4.1 
Smith-Waterman score: 59; 35.6% identity (60.0% similar) in 45 aa overlap (39-76:198-242) 
 
       10        20        30        40        50              60   
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL------GHVQQAGSA 
                                     ::. :..:  .:. :      :  ..: .  
gi|303 LVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALAD 
       170       180       190       200       210       220        
 
             70         80                                          
AAD-12 YIGYGMDT-TATPLRPLVK                                          
        .:.:::: ::  .:                                              
gi|303 VLGFGMDTETARKVRGEDDQRGHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICS 
       230       240       250       260       270       280        
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 91.4  bits: 21.9 E():  4.1 
Smith-Waterman score: 53; 27.9% identity (62.3% similar) in 61 aa overlap (3-61:9-65) 
 
                     10        20          30        40        50   
AAD-12       QGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSK 
               : :.: :. :   .    :.:  .: :  ..:..:.   ....:.:.: : . 
gi|420 MKFAIVLIACFAASVL-AQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQ 
               10         20        30        40           50       
 
             60        70        80                                 
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AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVK                                 
       : ....  :                                                    
gi|420 LDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKI 
         60        70        80        90       100       110       
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 91.4  bits: 21.9 E():  4.1 
Smith-Waterman score: 53; 27.9% identity (62.3% similar) in 61 aa overlap (3-61:9-65) 
 
                     10        20          30        40        50   
AAD-12       QGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSK 
               : :.: :. :   .    :.:  .: :  ..:..:.   ....:.:.: : . 
gi|111 MKFAIVLIACFAASVL-AQEHKPEKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQ 
               10         20        30        40           50       
 
             60        70        80                                 
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVK                                 
       : ....  :                                                    
gi|111 LDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKI 
         60        70        80        90       100       110       
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 90.6  bits: 21.6 E():  4.6 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (21-61:11-50) 
 
               10        20          30        40        50         
AAD-12 QGAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKLGHVQQ 
                           :.:  .: :  ..:..:.   ....:.:.: : .: .... 
gi|160           GSQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQLDELNE 
                         10        20           30        40        
 
       60        70        80                                       
AAD-12 AGSAYIGYGMDTTATPLRPLVK                                       
         :                                                          
gi|160 NKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLK 
        50        60        70        80        90       100        
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 88.5  bits: 21.5 E():    6 
Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (26-49:29-52) 
 
                  10        20        30        40        50        
AAD-12    QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                   : : :::  : .  ..: .: .::         
gi|144 KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLSDS 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 QAGSAYIGYGMDTTATPLRPLVK                                      
                                                                    
gi|144 KVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAGGE 
               70        80        90       100       110       120 
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.0  bits: 23.0 E():  7.2 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (22-61:372-411) 
 
                        10        20        30        40        50  
AAD-12          QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|224 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             350       360       370       380       390       400  
 
              60        70        80                                
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVK                                
         .::: . :                                                   
gi|224 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             410       420       430       440       450       460  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.7  bits: 23.0 E():  7.6 
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Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (22-61:392-431) 
 
                        10        20        30        40        50  
AAD-12          QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|571 GNRSPHIYDPQRWFTQNCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
              60        70        80                                
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVK                                
         .::: . :                                                   
gi|571 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFA 
             430       440       450       460       470       480  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.7  bits: 23.0 E():  7.6 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (22-61:392-431) 
 
                        10        20        30        40        50  
AAD-12          QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|199 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
              60        70        80                                
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVK                                
         .::: . :                                                   
gi|199 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             430       440       450       460       470       480  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.6  bits: 23.0 E():  7.7 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (22-61:400-439) 
 
                        10        20        30        40        50  
AAD-12          QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|213 RSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
     370       380       390       400       410       420          
 
              60        70        80                                
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVK                                
         .::: . :                                                   
gi|213 GRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLA 
     430       440       450       460       470       480          
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 86.2  bits: 20.6 E():  8.1 
Smith-Waterman score: 49; 22.4% identity (56.9% similar) in 58 aa overlap (1-58:4-59) 
 
                  10        20        30        40        50        
AAD-12    QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
          .:.. .:.:. :. :     : .: . :   :...    ..:    . .:.: : .. 
gi|777 MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFA--IIDQDKSGFIE 
               10        20        30        40          50         
 
        60        70        80                           
AAD-12 QAGSAYIGYGMDTTATPLRPLVK                           
       .                                                 
gi|777 EDELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH 
       60        70        80        90       100        
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 85.4  bits: 20.9 E():  8.9 
Smith-Waterman score: 50; 33.3% identity (56.4% similar) in 39 aa overlap (3-41:18-52) 
 
                              10        20        30        40      
AAD-12                QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS 
                        .::.:    :. :. :.: :    . : :. :  : :..     
gi|189 MASKSSITPLLLAAVLASVFAAA---AATGQYCYAGMGLPSNPL-EGCREYVAQQTCGVT 
               10        20           30        40         50       
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          50        60        70        80                          
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVK                          
                                                                    
gi|189 IAGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQR 
         60        70        80        90       100       110       
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 85.3  bits: 22.7 E():  9.1 
Smith-Waterman score: 56; 28.9% identity (52.6% similar) in 38 aa overlap (24-61:371-408) 
 
                      10        20        30        40        50    
AAD-12        QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :  : . .  ..:  .  ::..:      
gi|370 RSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGR 
              350       360       370       380       390       400 
 
            60        70        80                                  
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVK                                  
       .::: . :                                                     
gi|370 AHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGE 
              410       420       430       440       450       460 
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 84.4  bits: 18.8 E():   10 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (54-74:5-25) 
 
            30        40        50        60        70        80    
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVK    
                                     :.:..: :. .::  .  :.:          
gi|462                           AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKN 
                                         10        20        30     
 
gi|462 LNSA 
            
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  56  Z-score: 83.2  bits: 22.6 E():   12 
Smith-Waterman score: 56; 27.8% identity (63.9% similar) in 36 aa overlap (39-74:539-574) 
 
       10        20        30        40        50        60         
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.:.. .   . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYP 
      510       520       530       540       550       560         
 
       70        80                                                 
AAD-12 DTTATPLRPLVK                                                 
        ..  :                                                       
gi|217 TSVQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQP 
      570       580       590       600       610       620         
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 83.1  bits: 20.5 E():   12 
Smith-Waterman score: 49; 35.7% identity (52.4% similar) in 42 aa overlap (3-33:37-78) 
 
                                           10              20       
AAD-12                             QGAVFSAEVVPAVGGR------TCFADMRAAY 
                                     :. : :.: . ::       :   : ...: 
gi|145 EEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSY 
         10        20        30        40        50        60       
 
              30        40        50        60        70        80  
AAD-12 -----DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVK  
            ::.::::                                                 
gi|145 VLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAP 
         70        80        90       100       110       120       
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 83.0  bits: 22.6 E():   12 
Smith-Waterman score: 56; 25.0% identity (63.9% similar) in 36 aa overlap (39-74:551-586) 
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       10        20        30        40        50        60         
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.... . . . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYP 
              530       540       550       560       570       580 
 
       70        80                                                 
AAD-12 DTTATPLRPLVK                                                 
        .   :                                                       
gi|217 TSLQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQP 
              590       600       610       620       630       640 
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.2  bits: 22.6 E():   15 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (49-66:283-300) 
 
       20        30        40        50        60        70         
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
       80                                                           
AAD-12 VK                                                           
                                                                    
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.1  bits: 22.6 E():   16 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (49-66:289-306) 
 
       20        30        40        50        60        70         
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
 
       80                                                           
AAD-12 VK                                                           
                                                                    
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.5  bits: 19.9 E():   19 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (22-38:14-30) 
 
               10        20        30        40        50        60 
AAD-12 QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 
                            .: :.: .:.  .. .:                       
gi|219         MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQ 
                       10        20        30        40        50   
 
               70        80                                         
AAD-12 SAYIGYGMDTTATPLRPLVK                                         
                                                                    
gi|219 LIIEIDADGSGELEFDEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGYIPTSALRE 
             60        70        80        90       100       110   
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.3  bits: 19.9 E():   19 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (10-26:141-157) 
 
                                    10        20        30          
AAD-12                      QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
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      40        50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVK 
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.3  bits: 19.9 E():   19 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (10-26:141-157) 
 
                                    10        20        30          
AAD-12                      QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
      40        50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVK 
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.1  bits: 19.9 E():   20 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (10-26:144-160) 
 
                                    10        20        30          
AAD-12                      QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
      40        50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVK 
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.1  bits: 19.9 E():   20 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (10-26:144-160) 
 
                                    10        20        30          
AAD-12                      QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
      40        50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVK 
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 78.6  bits: 21.4 E():   21 
Smith-Waterman score: 52; 24.3% identity (73.0% similar) in 37 aa overlap (29-64:143-179) 
 
                 10        20        30        40        50         
AAD-12   QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG-HVQ 
                                     .::   .:.: .. .. .::  .... .:. 
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
        60        70        80                                      
AAD-12 QAGSAYIGYGMDTTATPLRPLVK                                      
       . :...:                                                      
gi|215 NNGDVFILLVPNFVFVWTGKHSNRMERTTAIRVANDLKSELNRFKLSSVILEDGKEVEQT 
            180       190       200       210       220       230   
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 78.2  bits: 19.6 E():   22 
Smith-Waterman score: 46; 30.8% identity (56.4% similar) in 39 aa overlap (3-41:18-52) 
 
                              10        20        30        40      
AAD-12                QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS 
                        .::.: ..    :. :.: :    . : :. :  : :..     
gi|439 MASKSSITPLLLAAVLASVFAAATAT---GQYCYAGMGLPSNPL-EGCREYVAQQTCGVT 
               10        20           30        40         50       
 
          50        60        70        80                          
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVK                          
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gi|439 IAGSPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQ 
         60        70        80        90       100       110       
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.1  bits: 19.6 E():   23 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (22-39:126-143) 
 
                        10        20        30        40        50  
AAD-12          QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . ::..::: :..: ...             
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG         
         100       110       120       130       140                
 
              60        70        80 
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVK 
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.8  bits: 20.4 E():   24 
Smith-Waterman score: 49; 21.9% identity (59.4% similar) in 32 aa overlap (40-71:179-210) 
 
      10        20        30        40        50        60          
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :.  .:.. .... :. ::      : :.. 
gi|219 MWQQSSCHVMQQQCCQQLSQIPEQSRYDAIRAITYSIILQEQQQGQSQQQQPQQSGQGVS 
      150       160       170       180       190       200         
 
      70        80                                                  
AAD-12 TTATPLRPLVK                                                  
        .                                                           
gi|219 QSQQQSQQQLGQCSFQQPQQQLGQQPQQQQVQQGTFLQPHQIAHLEVMTSIALRTLPTMC 
      210       220       230       240       250       260         
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.0  bits: 18.9 E():   26 
Smith-Waterman score: 44; 50.0% identity (71.4% similar) in 14 aa overlap (67-80:19-32) 
 
         40        50        60        70        80                 
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVK                 
                                     :.: ::  :. :.:                 
gi|135             MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFA 
                           10        20        30        40         
 
gi|135 KALEGKDVKDLLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGL 
       50        60        70        80        90       100         
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 76.6  bits: 19.8 E():   27 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (19-40:74-98) 
 
                           10        20           30        40      
AAD-12             QGAVFSAEVVPAVGGRTCFADMRAAYDAL---DEATRALVHQRSARHS 
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
 
          50        60        70        80                          
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVK                          
                                                                    
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.4  bits: 20.4 E():   28 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (59-75:200-216) 
 
       30        40        50        60        70        80         
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVK         
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
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gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.9  bits: 19.8 E():   30 
Smith-Waterman score: 47; 33.3% identity (52.8% similar) in 36 aa overlap (19-54:159-191) 
 
                           10        20        30        40         
AAD-12             QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :   . : ..::   :   :: .  :.:   
gi|136 TNTEKLPTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFEIR---HQLTQIHGLYR 
      130       140       150       160       170          180      
 
       50        60        70        80                  
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVK                  
       :..: :                                            
gi|136 SSDKTGGYWKITMNDGSTYQSDLSKKFEYNTEKPPINIDEIKTIEAEIN 
         190       200       210       220       230     
 
>>gi|21757|emb|CAA26383.1| unnamed protein product [Trit  (296 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.6  bits: 20.1 E():   31 
Smith-Waterman score: 48; 21.3% identity (61.7% similar) in 47 aa overlap (28-74:200-246) 
 
                  10        20        30        40        50        
AAD-12    QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :. ....:.. ... :..   :: .: . : 
gi|217 SQVLQQSTYQPLQQLCCQQLWQIPEQSRCQAIHNVVHAIILHQQQRQQQPSSQVSLQQPQ 
     170       180       190       200       210       220          
 
        60        70        80                                      
AAD-12 QAGSAYIGYGMDTTATPLRPLVK                                      
       :   .  :. . .  .:                                            
gi|217 QQYPSGQGFFQPSQQNPQAQGSVQPQQLPQFEEIRNLALQTLPRMCNVYIPPYCSTTIAP 
     230       240       250       260       270       280          
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 75.6  bits: 19.2 E():   31 
Smith-Waterman score: 45; 27.0% identity (64.9% similar) in 37 aa overlap (2-38:49-84) 
 
                                            10        20        30  
AAD-12                              QGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|144 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
              40        50        60        70        80            
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVK            
       :  : ..                                                      
gi|144 AGLAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEAT 
        80        90       100       110       120       130        
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 74.8  bits: 18.0 E():   34 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (37-58:37-58) 
 
         10        20        30        40        50        60       
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
         70        80 
AAD-12 GMDTTATPLRPLVK 
                      
gi|162 VPQLEIVPNS     
         70           
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.4  bits: 20.4 E():   36 
Smith-Waterman score: 49; 36.7% identity (66.7% similar) in 30 aa overlap (34-63:43-72) 
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            10        20        30        40        50        60    
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.. . .:: . : : ..::..  : : : 
gi|558 RVRSGGHDYEGLSYRSLQPENFAVVDLNQMRAVLVDGKARTAWVDSGAQLGELYYAISKY 
             20        30        40        50        60        70   
 
            70        80                                            
AAD-12 IGYGMDTTATPLRPLVK                                            
                                                                    
gi|558 SRTLAFPAGVCPTIGVGGNLAGGGFGMLLRKYGIAAENVIDVKLVDANGKLHDKKSMGDD 
             80        90       100       110       120       130   
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 47; 36.0% identity (76.0% similar) in 25 aa overlap (22-46:106-130) 
 
                        10        20        30        40        50  
AAD-12          QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     ...: . :.:::.:  ... ::. :      
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
 
              60        70        80                                
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVK                                
                                                                    
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.2  bits: 20.7 E():   37 
Smith-Waterman score: 50; 25.6% identity (58.1% similar) in 43 aa overlap (24-66:426-468) 
 
                      10        20        30        40        50    
AAD-12        QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     :  ....:   :.. :.  . .:    ..  
gi|258 AERGFFYRNGIYSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNH 
         400       410       420       430       440       450      
 
            60        70        80                                  
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVK                                  
       : .::::.  . :                                                
gi|258 GVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQISREQARQLKYNR 
         460       470       480       490       500       510      
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 73.5  bits: 21.0 E():   40 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (52-66:609-623) 
 
              30        40        50        60        70        80  
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVK  
                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.7  bits: 20.4 E():   45 
Smith-Waterman score: 49; 37.9% identity (62.1% similar) in 29 aa overlap (37-65:74-102) 
 
         10        20        30        40        50        60       
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     : .:.: .   ::.. :    : ::.:.:  
gi|112 NRIESEGGYIETWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGL 
            50        60        70        80        90       100    
 
         70        80                                               
AAD-12 GMDTTATPLRPLVK                                               
                                                                    
gi|112 IFPGCPSTYEEPAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTG 
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           110       120       130       140       150       160    
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.7  bits: 18.3 E():   45 
Smith-Waterman score: 42; 28.3% identity (52.2% similar) in 46 aa overlap (2-47:34-79) 
 
                                            10        20        30  
AAD-12                              QGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.. :.:   .   : :   . :.     : 
gi|253 YCYAGMGLPINPLEGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHCRCE 
            10        20        30        40        50        60    
 
              40        50        60        70        80         
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVK         
       :.: .. .::  .: :                                          
gi|253 AVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNAPYCLGLDI 
            70        80        90       100       110       120 
 
>>gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Globin   (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 43; 30.6% identity (55.6% similar) in 36 aa overlap (5-40:115-150) 
 
                                         10        20        30     
AAD-12                           QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                     : :  :  . ..: ::  .::. :  .:   
gi|121 IGDLPNIDGDVTTFVASHTPRGVTHDQLNNFRAGFVSYMKAHTDFAGAEAAWGATLDAFF 
           90       100       110       120       130       140     
 
           40        50        60        70        80 
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVK 
       ..:  .                                         
gi|121 GMVFAKM                                        
          150                                         
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 43; 29.0% identity (67.7% similar) in 31 aa overlap (2-32:49-78) 
 
                                            10        20        30  
AAD-12                              QGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|186 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVRLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
              40        50        60        70        80            
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVK            
       :                                                            
gi|186 AGLGYTYTTIGGDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEAT 
        80        90       100       110       120       130        
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.3  bits: 18.9 E():   47 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (39-54:46-61) 
 
       10        20        30        40        50        60         
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
       70        80                                                 
AAD-12 DTTATPLRPLVK                                                 
                                                                    
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 72.1  bits: 20.0 E():   48 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (21-35:431-446) 
 
                         10        20        30         40          
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AAD-12           QGAVFSAEVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYS 
                                     :..: :::.: ...::               
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA               
              410       420       430       440                     
 
      50        60        70        80 
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVK 
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.8  bits: 19.4 E():   50 
Smith-Waterman score: 46; 25.4% identity (55.9% similar) in 59 aa overlap (8-66:161-216) 
 
                                      10        20        30        
AAD-12                        QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
                                     .:.:: :    .  ..::...   :: :   
gi|249 MDDASVGSVSSEFHVIESAIEVITYIGEEVKVIPA-GEVEVINKVKAAFST--AATAADE 
              140       150       160        170       180          
 
        40        50        60        70        80                  
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVK                  
          . . ..  :. . .  . .:.:: ::                                
gi|249 APANDKFTVFVSSFNKAIKETTGGAYAGYKFIPTLEAAVKQAYAASSATAPEVKYAVFET 
       190       200       210       220       230       240        
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 71.7  bits: 17.9 E():   51 
Smith-Waterman score: 41; 22.2% identity (70.4% similar) in 27 aa overlap (13-39:36-61) 
 
                                 10        20        30        40   
AAD-12                   QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA 
                                     ..:..  :: . ... ::.   ....:    
gi|207 IVSEKDIDAALESVKAAGSFNYKIFFQKVGLAGKSA-ADAKKVFEILDRDKSGFIEQDEL 
          10        20        30        40         50        60     
 
             50        60        70        80        
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVK        
                                                     
gi|207 GLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
           70        80        90       100          
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.7  bits: 18.8 E():   51 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (45-70:76-100) 
 
           20        30        40        50        60        70     
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
           80                                                       
AAD-12 LRPLVK                                                       
                                                                    
gi|549 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.7  bits: 18.8 E():   51 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (45-70:76-100) 
 
           20        30        40        50        60        70     
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
           80                                                       
AAD-12 LRPLVK                                                       
                                                                    
gi|549 AKYQVGQNVALTGSTAAVYNDPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
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>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 71.6  bits: 18.8 E():   51 
Smith-Waterman score: 44; 29.6% identity (77.8% similar) in 27 aa overlap (44-70:77-102) 
 
            20        30        40        50        60        70    
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::... .:... :. ..  .:: ::    
gi|549 LKVHNDFRQKVAKGLETRGNPGPQPPAKNMNNLVWND-ELANIAQVWASQCNYGHDTCKD 
         50        60        70        80         90       100      
 
            80                                                      
AAD-12 PLRPLVK                                                      
                                                                    
gi|549 TEKYPVGQNIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWA 
         110       120       130       140       150       160      
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.6  bits: 19.4 E():   51 
Smith-Waterman score: 46; 55.6% identity (66.7% similar) in 18 aa overlap (59-74:21-38) 
 
       30        40        50        60          70        80       
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGS--AYIGYGMDTTATPLRPLVK       
                                     :::  : .:::  : :.:             
gi|330           MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAP 
                         10        20        30        40        50 
 
gi|330 AGAEPAGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLS 
               60        70        80        90       100       110 
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 71.3  bits: 19.7 E():   53 
Smith-Waterman score: 47; 19.4% identity (52.8% similar) in 72 aa overlap (12-76:297-366) 
 
                                  10             20        30       
AAD-12                    QGAVFSAEVVPAVGGRT-----CFADMRAAYDALDEATRAL 
                                     :.:: .     : ..   : :  :.  . . 
gi|113 FTDNVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPD--DQIKKNV 
        270       280       290       300       310         320     
 
         40          50        60        70        80               
AAD-12 VHQRS--ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVK               
       . . .  : .:....  .   . . :. ..  : : . ::..                   
gi|113 LARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTS 
          330       340       350       360       370       380     
 
gi|113 SAGVFSCHPGAPC 
          390        
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 71.3  bits: 19.7 E():   53 
Smith-Waterman score: 47; 19.4% identity (52.8% similar) in 72 aa overlap (12-76:297-366) 
 
                                  10             20        30       
AAD-12                    QGAVFSAEVVPAVGGRT-----CFADMRAAYDALDEATRAL 
                                     :.:: .     : ..   : :  :.  . . 
gi|166 FTDNVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPD--DQIKKNV 
        270       280       290       300       310         320     
 
         40          50        60        70        80               
AAD-12 VHQRS--ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVK               
       . . .  : .:....  .   . . :. ..  : : . ::..                   
gi|166 LARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTS 
          330       340       350       360       370       380     
 
gi|166 SAGVFSCRPGAPC 
          390        
 
>>gi|56417506|gb|AAV90694.1| GE-rich salivary protein 30  (266 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.2  bits: 19.1 E():   54 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (39-69:183-213) 
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       10        20        30        40        50        60         
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
            160       170       180       190       200       210   
 
       70        80                                           
AAD-12 DTTATPLRPLVK                                           
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
            220       230       240       250       260       
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 71.1  bits: 18.5 E():   55 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (39-53:138-152) 
 
       10        20        30        40        50        60         
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
       70        80 
AAD-12 DTTATPLRPLVK 
                    
gi|391 ASIDTILTKV   
       170          
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.1  bits: 18.2 E():   55 
Smith-Waterman score: 43; 30.8% identity (53.8% similar) in 39 aa overlap (3-41:18-52) 
 
                              10        20        30        40      
AAD-12                QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS 
                        .::.: ..    :  :.: :    . : :. :  : :..     
gi|217 MASKSSISPLLLATVLVSVFAAATAT---GPYCYAGMGLPINPL-EGCREYVAQQTCGIS 
               10        20           30        40         50       
 
          50        60        70        80                          
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVK                          
                                                                    
gi|217 ISGSAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQ 
         60        70        80        90       100       110       
 
>>gi|56417504|gb|AAV90693.1| 30 kDa salivary gland aller  (271 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.0  bits: 19.1 E():   55 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (39-69:188-218) 
 
       10        20        30        40        50        60         
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
       160       170       180       190       200       210        
 
       70        80                                           
AAD-12 DTTATPLRPLVK                                           
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
       220       230       240       250       260       270  
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.6  bits: 17.6 E():   58 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (49-66:26-43) 
 
       20        30        40        50        60        70         
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : .. :. :: :..  ::             
gi|897      EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQ 
                    10        20        30        40        50      
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       80                                             
AAD-12 VK                                             
                                                      
gi|897 QGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
          60        70        80        90       100  
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.6  bits: 19.4 E():   58 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (64-73:284-293) 
 
            40        50        60        70        80              
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVK              
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.1  bits: 19.7 E():   62 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (36-57:332-353) 
 
          10        20        30        40        50        60      
AAD-12 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     : :     ::..:. .  :.::         
gi|259 LTTLNSLNLPILKWLQLSVEKGVLYKNALVLPHWNLNSHSIIYGCKGKGQVQVVDNFGNR 
             310       320       330       340       350       360  
 
          70        80                                              
AAD-12 YGMDTTATPLRPLVK                                              
                                                                    
gi|259 VFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRAMTSPLAGRTSVLGGMPEEVL 
             370       380       390       400       410       420  
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 69.9  bits: 20.6 E():   64 
Smith-Waterman score: 50; 28.9% identity (60.5% similar) in 38 aa overlap (21-58:827-864) 
 
                         10        20        30        40        50 
AAD-12           QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     ...:: :  :.:   :   :. ..: : .. 
gi|377 NEKVKVYKRQMQEQEGMSQQNLTRVRRFQRELEAAEDRADQAESNLSFIRAKHRSWVTTS 
        800       810       820       830       840       850       
 
               60        70        80 
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVK 
       .  : ..:                       
gi|377 QVPGGTRQVFTTQEETTNY            
        860       870                 
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 69.9  bits: 20.6 E():   64 
Smith-Waterman score: 57; 39.4% identity (63.6% similar) in 33 aa overlap (40-72:4-31) 
 
      10        20        30        40        50        60          
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :::..  .:..:. ::   .:.  : :: : 
gi|219                            MAARSAKY--MYQSSRAGH---GGDISIEYGTD 
                                            10           20         
 
      70        80                                                  
AAD-12 TTATPLRPLVK                                                  
         :                                                          
gi|219 LGALTRLEDKIRLLSEDLESERELRQRVEREKSDITVQLMNLTERLEETEGSSESVTEMN 
       30        40        50        60        70        80         
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 69.9  bits: 14.9 E():   64 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (42-56:1-15) 
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              20        30        40        50        60        70  
AAD-12 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                     :: . : : ..::..                
gi|323                               ARTAWVDSGAQLGELSY              
                                             10                     
 
              80 
AAD-12 ATPLRPLVK 
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.8  bits: 20.0 E():   65 
Smith-Waterman score: 48; 22.9% identity (57.1% similar) in 35 aa overlap (30-64:339-373) 
 
                10        20        30        40        50          
AAD-12  QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     ::  .:  . :  : . ...:.. : . .: 
gi|131 LLQPVSTPGEFELFFGAGGENPESFFKSFSDEILEAAFNTRRDRLQRIFGQQRQGVIVKA 
      310       320       330       340       350       360         
 
      60        70        80                                        
AAD-12 GSAYIGYGMDTTATPLRPLVK                                        
       .   .                                                        
gi|131 SEEQVRAMSRHEEGGIWPFGGESKGTINIYQQRPTHSNQYGQLHEVDASQYRQLRDLDLT 
      370       380       390       400       410       420         
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.6  bits: 17.6 E():   66 
Smith-Waterman score: 40; 25.6% identity (59.0% similar) in 39 aa overlap (36-74:54-92) 
 
          10        20        30        40        50        60      
AAD-12 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     :. . : . . : : .  : . ..:.:  : 
gi|117 KAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAG 
            30        40        50        60        70        80    
 
          70        80                
AAD-12 YGMDTTATPLRPLVK                
        . .. :.:                      
gi|117 GSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
            90       100       110    
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.0  bits: 17.9 E():   71 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (71-78:34-41) 
 
               50        60        70        80                     
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVK                     
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 69.0  bits: 19.7 E():   71 
Smith-Waterman score: 47; 33.3% identity (66.7% similar) in 36 aa overlap (25-59:123-158) 
 
                     10        20        30         40        50    
AAD-12       QGAVFSAEVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYSQSKL 
                                     :. ..: .  ::.: . .:: . : : ..: 
gi|558 VCGRRHGVRIRVRSGGHDYEGLSYRSERPEAFAVVDLNKMRAVVVDGKARTAWVDSGAQL 
            100       110       120       130       140       150   
 
            60        70        80                                  
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVK                                  
       :..  :                                                       
gi|558 GELYYAIAKNSPVLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGT 
            160       170       180       190       200       210   
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
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 initn:  32 init1:  32 opt:  32  Z-score: 68.7  bits: 15.2 E():   74 
Smith-Waterman score: 36; 44.0% identity (56.0% similar) in 25 aa overlap (53-77:2-24) 
 
             30        40        50        60        70        80 
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVK 
                                     ::..  :  :  : :. : :::  :    
gi|751                              DLGYAP-ATPAAPGAGY-TPATPAAP    
                                             10         20        
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 68.5  bits: 15.8 E():   76 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (54-74:5-25) 
 
            30        40        50        60        70        80    
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVK    
                                     :.: .: :  : : .   :.:          
gi|462                           TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXL 
                                         10        20        30     
 
gi|462 SSA 
           
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (37-58:6-27) 
 
         10        20        30        40        50        60       
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159                          IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
                                        10        20        30      
 
         70        80                                               
AAD-12 GMDTTATPLRPLVK                                               
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFXQFYQPDAYPSGAWY 
          40        50        60        70        80        90      
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 46.2% identity (76.9% similar) in 13 aa overlap (3-15:38-50) 
 
                                           10        20        30   
AAD-12                             QGAVFSAEVVPAVGGRTCFADMRAAYDALDEA 
                                     :. :::.. . ::                  
gi|165 NEITSAIPPGRLFKAFVLDADNLIPKLAPHAIKSAEIIEGNGGPGTIKKITFGEGSQFKY 
        10        20        30        40        50        60        
 
             40        50        60        70        80             
AAD-12 TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVK             
                                                                    
gi|165 VKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSILKNTSKYHTKGEQ 
        70        80        90       100       110       120        
 
>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 48; 27.1% identity (58.6% similar) in 70 aa overlap (5-69:82-150) 
 
                                         10        20          30   
AAD-12                           QGAVFSAEVVPAVGGRTCFADMRAAYD--ALDEA 
                                     : .:.:  .:. . .  :..     : ..  
gi|170 MAKFPQFAGKDLETLKGTGQFATHAGRIVGFVSEIVALMGNSANMPAMETLIKDMAANHK 
              60        70        80        90       100       110  
 
             40           50        60        70        80 
AAD-12 TRALVHQRSA--RHSLV-YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVK 
       .:.. . .    : ::: : :::..  .. :.:.   :.:            
gi|170 ARGIPKAQFNEFRASLVSYLQSKVSWNDSLGAAWT-QGLDNVFNMMFSYL  
             120       130       140        150       160  
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
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 initn:  32 init1:  32 opt:  32  Z-score: 68.3  bits: 15.2 E():   78 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (71-77:5-11) 
 
               50        60        70        80            
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVK            
                                     : .:.::               
gi|751                           TKSQTHVPIRPNKLVLKVQKDRATN 
                                         10        20      
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (27-55:101-129) 
 
                   10        20        30        40        50       
AAD-12     QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
         60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVK 
                                
gi|273 RRRR                     
                                
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (27-55:101-129) 
 
                   10        20        30        40        50       
AAD-12     QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
         60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVK 
                                
gi|273 RRRR                     
                                
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.1  bits: 18.2 E():   80 
Smith-Waterman score: 42; 29.6% identity (70.4% similar) in 27 aa overlap (44-70:76-101) 
 
            20        30        40        50        60        70    
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::.. ..:... :  ..   :: ::    
gi|549 LKIHNDFRNKVARGLETRGNPGPQPPAKNMNNLVWN-NELANIAQIWASQCKYGHDTCKD 
          50        60        70        80         90       100     
 
            80                                                      
AAD-12 PLRPLVK                                                      
                                                                    
gi|549 TTKYNVGQNIAVSSSTAAVYENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWA 
          110       120       130       140       150       160     
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 68.0  bits: 18.8 E():   81 
Smith-Waterman score: 44; 28.9% identity (57.9% similar) in 38 aa overlap (37-74:3-38) 
 
         10        20        30        40        50        60       
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     ::: ..  .:  . . ..    . .: .:: 
gi|398                             MAVHQYTV--ALFLAVALVAGPAASYAADLGY 
                                             10        20        30 
 
         70        80                                               
AAD-12 GMDTTATPLRPLVK                                               
       :  : :.:                                                     
gi|398 GPATPAAPAAGYTPATPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKY 
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               40        50        60        70        80        90 
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.9  bits: 17.3 E():   82 
Smith-Waterman score: 39; 53.8% identity (69.2% similar) in 13 aa overlap (20-32:72-84) 
 
                          10        20        30        40          
AAD-12            QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
                                     ::.::  ::  .:                  
gi|131 ELKKLFKIADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDE 
              50        60        70        80        90       100  
 
      50        60        70        80 
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVK 
                                       
gi|131 FGALVDKWGAKG                    
             110                       
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.8  bits: 17.6 E():   83 
Smith-Waterman score: 40; 24.1% identity (46.6% similar) in 58 aa overlap (4-52:12-69) 
 
                       10        20                 30        40    
AAD-12         QGAVFSAEVVPAVGGRTCFADMRAAYDAL---------DEATRALVHQRSAR 
                  :..: :   . :     . : :.: :         :.. ..:.:      
gi|856 MKFIITLFAAIVMAAAVSGFIVGDKKEDEWRMAFDRLMMEELETKIDQVEKGLLHLSEQY 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVK                        
       . :  ..::                                                    
gi|856 KELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLNMFERYNYEFALESIKLL 
               70        80        90       100       110       120 
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 67.6  bits: 18.8 E():   85 
Smith-Waterman score: 44; 26.7% identity (70.0% similar) in 30 aa overlap (35-64:232-259) 
 
           10        20        30        40        50        60     
AAD-12 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                     : .:  :. ::....:..  . ::. . .. 
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIH--SVVHSIIMQQQQQQQQQQGIDIFL 
             210       220       230         240       250          
 
           70        80                                             
AAD-12 GYGMDTTATPLRPLVK                                             
                                                                    
gi|170 PLSQHEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSIMRAPFAS 
     260       270       280       290       300       310          
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.6 E():   85 
Smith-Waterman score: 40; 46.7% identity (66.7% similar) in 15 aa overlap (4-18:16-30) 
 
                           10        20        30        40         
AAD-12             QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                      ::   .: :::.. :                               
gi|217 MASKSNYNLLFTALLVFIFAAVAAVGNEDCTPWTSTLITPLPSCRNYVEEQACRIEMPGP 
               10        20        30        40        50        60 
 
>>gi|47606039|sp|Q8H6L7.1|PHLB_PHLPR RecName: Full=Polle  (143 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.6 E():   85 
Smith-Waterman score: 40; 35.3% identity (70.6% similar) in 17 aa overlap (1-17:30-46) 
 
                                            10        20        30  
AAD-12                              QGAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                    :::. ...  :  ::..               
gi|476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVQGATVAVDCRPFNGGESKLKAEATTDGLGWY 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
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AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVK            
                                                                    
gi|476 KIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQGIRYANPIAFFR 
               70        80        90       100       110       120 
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 67.6  bits: 14.6 E():   85 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (68-75:10-17) 
 
        40        50        60        70        80 
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVK 
                                     :.:  :::      
gi|244                      IGNEDCTPWMSTLITPLP     
                                    10             
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 18.2 E():   86 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (32-65:71-104) 
 
              10        20        30        40        50        60  
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 
                                     :   :: .:.: .   ::..      : :  
gi|221 AQRPDNRIESEGGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGR 
               50        60        70        80        90       100 
 
              70        80                                          
AAD-12 AYIGYGMDTTATPLRPLVK                                          
       .:.:                                                         
gi|221 GYFGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQKVHRFDEGDLIAV 
              110       120       130       140       150       160 
 
>>gi|218203828|gb|ACK76297.1| Der f 6 allergen [Dermatop  (279 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.2  bits: 18.5 E():   89 
Smith-Waterman score: 43; 31.0% identity (58.6% similar) in 29 aa overlap (48-76:37-64) 
 
        20        30        40        50        60        70        
AAD-12 CFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP 
                                     .:.::.:    :: .  :   : . .:..  
gi|218 VTILIVITVTVDARFPRSLQPKWAYLDSNEFSRSKIGDSPIAG-VVGGQDADLAEAPFQI 
         10        20        30        40         50        60      
 
        80                                                          
AAD-12 LVK                                                          
                                                                    
gi|218 SLLKDYLIMKSHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKT 
          70        80        90       100       110       120      
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.2  bits: 18.2 E():   90 
Smith-Waterman score: 42; 33.3% identity (71.4% similar) in 21 aa overlap (54-74:72-92) 
 
            30        40        50        60        70        80    
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVK    
                                     : ...: .::   : ...:.:          
gi|383 TASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEE 
              50        60        70        80        90       100  
 
gi|383 EEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEEL 
             110       120       130       140       150       160  
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.9  bits: 19.1 E():   93 
Smith-Waterman score: 45; 43.8% identity (81.2% similar) in 16 aa overlap (21-36:217-232) 
 
                         10        20        30        40        50 
AAD-12           QGAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     :...: .:::  :.:.               
gi|144 AEVYQKLKALAKKTYGQSAGNVGDEGGVAPDIQTAEEALDLITKAIEEAGYTGKIKIAMD 
        190       200       210       220       230       240       
 
               60        70        80                               
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AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVK                               
                                                                    
gi|144 VASSEFYKADEKKYDLDFKNPDSDKSKWLTYEQLAEMYKSLAEKYPIVSIEDPFAEDDWE 
        250       260       270       280       290       300       
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.3 E():   97 
Smith-Waterman score: 39; 35.7% identity (71.4% similar) in 14 aa overlap (64-77:25-38) 
 
            40        50        60        70        80              
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVK              
                                     .:. . :.:  :.:                 
gi|990       MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSL 
                     10        20        30        40        50     
 
gi|990 STFKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVV 
           60        70        80        90       100       110     
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.3  bits: 17.9 E():   99 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (45-70:76-100) 
 
           20        30        40        50        60        70     
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
           80                                                       
AAD-12 LRPLVK                                                       
                                                                    
gi|549 AKYPVGQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.3  bits: 17.9 E():   99 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (45-70:76-100) 
 
           20        30        40        50        60        70     
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDI 
          50        60        70        80         90       100     
 
           80                                                       
AAD-12 LRPLVK                                                       
                                                                    
gi|549 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWAN 
          110       120       130       140       150       160     
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:50 2011 done: Fri Jan 21 00:02:50 2011 
 Total Scan time:  0.060 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 121  - 200 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
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       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     8     0:=== 
  30     5     2:*= 
  32    18     8:==*=== 
  34    18    22:====== * 
  36    32    44:===========   * 
  38    46    73:================        * 
  40    73   102:=========================        * 
  42   117   125:=======================================  * 
  44   106   138:====================================         * 
  46   148   140:==============================================*=== 
  48   173   134:============================================*============= 
  50   146   122:========================================*======== 
  52   133   108:===================================*========= 
  54    91    92:==============================* 
  56    65    77:======================   * 
  58    62    63:====================* 
  60    44    51:=============== * 
  62    44    41:=============*= 
  64    47    33:==========*===== 
  66    21    26:======= * 
  68    19    20:======* 
  70    10    16:==== * 
  72    15    12:===*= 
  74     6    10:== * 
  76     8     8:==* 
  78     8     6:=*= 
  80     2     5:=* 
  82     5     3:*= 
  84     1     3:* 
  86     5     2:*= 
  88     2     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     3     1:*         :*== 
  94     2     1:*         :*= 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     2     0:=         *== 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     1     0:=         *= 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.65820.00319; mu= 7.1198 0.165 
 mean_var=30.8459 7.719, 0's: 2 Z-trim: 4  B-trim: 22 in 1/43 
 Lambda= 0.230928 
 Kolmogorov-Smirnov  statistic: 0.0607 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   74 28.8     0.1 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   64 25.6    0.32 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   62 24.8     1.1 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   58 23.6     1.1 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   62 24.8     1.2 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   57 23.2     2.5 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   57 23.2     2.5 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   59 23.8     3.9 
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gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   53 21.9     4.1 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   53 21.9     4.1 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   52 21.6     4.5 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.6     5.9 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 23.1     6.8 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 23.1     7.1 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 23.1     7.1 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 23.1     7.2 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   56 22.8     8.5 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   50 20.9     8.8 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 18.7      11 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   56 22.7      11 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   56 22.7      11 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   49 20.6      12 
gi|77799800|dbj|BAE46763.1| dark muscle parvalbumi ( 107)   47 19.9      13 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 22.7      14 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 22.7      14 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 19.9      19 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 19.9      19 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 19.9      19 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 19.9      20 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 19.9      20 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   52 21.4      20 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   46 19.6      22 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.6      22 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   49 20.5      23 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.2      25 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.2      25 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.2      25 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   44 18.9      26 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.9      27 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 20.5      27 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   47 19.8      29 
gi|21757|emb|CAA26383.1| unnamed protein product [ ( 296)   48 20.2      30 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   45 19.2      31 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   49 20.4      35 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 18.0      35 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   50 20.8      35 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   47 19.8      36 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 21.1      38 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   43 18.6      39 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   49 20.4      43 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   42 18.3      45 
gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Glo ( 151)   43 18.6      46 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 20.1      46 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   43 18.6      47 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.9      47 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   46 19.5      49 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   46 19.5      50 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   44 18.9      50 
gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Veno ( 204)   44 18.9      50 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   44 18.9      51 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   41 17.9      51 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   47 19.8      51 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   47 19.8      51 
gi|56417506|gb|AAV90694.1| GE-rich salivary protei ( 266)   45 19.2      53 
gi|56417504|gb|AAV90693.1| 30 kDa salivary gland a ( 271)   45 19.2      54 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.5      54 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   42 18.2      55 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 19.5      57 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 17.6      59 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   47 19.8      60 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   50 20.7      60 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   50 20.7      60 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   48 20.1      62 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   40 17.6      67 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.8      68 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 14.8      69 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 17.9      71 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 17.6      77 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   41 17.9      77 
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gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   41 17.9      77 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 17.6      78 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   44 18.8      79 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   42 18.2      79 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.1      80 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   40 17.6      80 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   40 17.6      80 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 15.7      80 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   44 18.8      83 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.1      83 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   40 17.6      83 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.3      83 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   42 18.2      85 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   40 17.6      85 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   42 18.2      89 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   45 19.1      90 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 14.5      92 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   41 17.9      99 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   41 17.9      99 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  57 init1:  57 opt:  74  Z-score: 120.3  bits: 28.8 E():  0.1 
Smith-Waterman score: 74; 24.6% identity (54.1% similar) in 61 aa overlap (13-73:309-363) 
 
                                 10        20        30        40   
AAD-12                   GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR 
                                     :.: :  : :.  ..: .      : ..:  
gi|113 HGFFQVVNNNYDKWGSYAIGGSASPTILSQGNRFCAPDERSKKNVLGR------HGEAAA 
      280       290       300       310       320             330   
 
             50        60        70        80                       
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV                       
       .:. ..      : . :. ... :.: . ::                              
gi|113 ESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEPGESALSLTSSAGVLSCQP 
            340       350       360       370       380       390   
 
gi|113 GAPC 
            
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  64  Z-score: 111.3  bits: 25.6 E(): 0.32 
Smith-Waterman score: 64; 29.5% identity (63.9% similar) in 61 aa overlap (2-60:9-65) 
 
                      10        20          30        40        50  
AAD-12        GAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSK 
               : :.: :. : : .    :.:  .: :  ..:..:.   ....:.:.: : . 
gi|111 MKFAIVLIACFAASVL-AQGHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQ 
               10         20        30        40           50       
 
              60        70        80                                
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKV                                
       : ....  :                                                    
gi|111 LDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKI 
         60        70        80        90       100       110       
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  62  Z-score: 101.5  bits: 24.8 E():  1.1 
Smith-Waterman score: 62; 26.5% identity (55.4% similar) in 83 aa overlap (2-72:183-265) 
 
                                            10            20        
AAD-12                              GAVFSAEVVPAVGG----RTCFADMRAAYDA 
                                     :.:.  .  ..::      :. ...::    
gi|168 QIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQ 
            160       170       180       190       200       210   
 
        30              40        50          60        70          
AAD-12 LDEATRALVHQ------RSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATPLRPLVK 
          :: : . :      ..:  . . ..:.. .:.:  .:.: .. :  ::::        
gi|168 AYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAA 
            220       230       240       250       260       270   
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      80         
AAD-12 V         
                 
gi|168 TVAAGGYKV 
            280  
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 101.4  bits: 23.6 E():  1.1 
Smith-Waterman score: 58; 26.9% identity (57.7% similar) in 52 aa overlap (18-69:26-77) 
 
                       10        20        30        40        50   
AAD-12         GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                :::      :.  . . :  ..:.   :.... .. 
gi|527 MVHHITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNV 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKV                                 
        :::.:.. :   .: :                                            
gi|527 DHVQDAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAG 
               70        80        90       100       110       120 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  62  Z-score: 101.3  bits: 24.8 E():  1.2 
Smith-Waterman score: 62; 26.5% identity (55.4% similar) in 83 aa overlap (2-72:192-274) 
 
                                            10            20        
AAD-12                              GAVFSAEVVPAVGG----RTCFADMRAAYDA 
                                     :.:.  .  ..::      :. ...::    
gi|330 QIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQ 
             170       180       190       200       210       220  
 
        30              40        50          60        70          
AAD-12 LDEATRALVHQ------RSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATPLRPLVK 
          :: : . :      ..:  . . ..:.. .:.:  .:.: .. :  ::::        
gi|330 AYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAA 
             230       240       250       260       270       280  
 
      80         
AAD-12 V         
                 
gi|330 TVAAGGYKV 
             290 
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 95.4  bits: 23.2 E():  2.5 
Smith-Waterman score: 57; 29.3% identity (60.3% similar) in 58 aa overlap (19-71:93-149) 
 
                           10        20             30        40    
AAD-12             GAVFSAEVVPAVGGRTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|144 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
             70        80        90       100        110       120  
 
            50        60        70        80                        
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV                        
       .. :  .:. .: .:...:.. :  : :                                 
gi|144 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
             130       140       150       160       170       180  
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 95.2  bits: 23.2 E():  2.5 
Smith-Waterman score: 57; 29.3% identity (60.3% similar) in 58 aa overlap (19-71:97-153) 
 
                           10        20             30        40    
AAD-12             GAVFSAEVVPAVGGRTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|622 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
         70        80        90       100       110        120      
 
            50        60        70        80                        

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 4420



 

 

AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV                        
       .. :  .:. .: .:...:.. :  : :                                 
gi|622 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
         130       140       150       160       170       180      
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  59  Z-score: 91.9  bits: 23.8 E():  3.9 
Smith-Waterman score: 59; 35.6% identity (60.0% similar) in 45 aa overlap (38-75:198-242) 
 
        10        20        30        40        50              60  
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL------GHVQQAGSA 
                                     ::. :..:  .:. :      :  ..: .  
gi|303 LVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALAD 
       170       180       190       200       210       220        
 
               70        80                                         
AAD-12 YIGYGMDT-TATPLRPLVKV                                         
        .:.:::: ::  .:                                              
gi|303 VLGFGMDTETARKVRGEDDQRGHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICS 
       230       240       250       260       270       280        
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 91.5  bits: 21.9 E():  4.1 
Smith-Waterman score: 53; 27.9% identity (62.3% similar) in 61 aa overlap (2-60:9-65) 
 
                      10        20          30        40        50  
AAD-12        GAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSK 
               : :.: :. :   .    :.:  .: :  ..:..:.   ....:.:.: : . 
gi|420 MKFAIVLIACFAASVL-AQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQ 
               10         20        30        40           50       
 
              60        70        80                                
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKV                                
       : ....  :                                                    
gi|420 LDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKI 
         60        70        80        90       100       110       
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 91.5  bits: 21.9 E():  4.1 
Smith-Waterman score: 53; 27.9% identity (62.3% similar) in 61 aa overlap (2-60:9-65) 
 
                      10        20          30        40        50  
AAD-12        GAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSK 
               : :.: :. :   .    :.:  .: :  ..:..:.   ....:.:.: : . 
gi|111 MKFAIVLIACFAASVL-AQEHKPEKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQ 
               10         20        30        40           50       
 
              60        70        80                                
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKV                                
       : ....  :                                                    
gi|111 LDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKI 
         60        70        80        90       100       110       
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 90.7  bits: 21.6 E():  4.5 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (20-60:11-50) 
 
               10        20          30        40        50         
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKLGHVQQA 
                          :.:  .: :  ..:..:.   ....:.:.: : .: ....  
gi|160          GSQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQLDELNEN 
                        10        20           30        40         
 
       60        70        80                                       
AAD-12 GSAYIGYGMDTTATPLRPLVKV                                       
        :                                                           
gi|160 KSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKE 
       50        60        70        80        90       100         
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 88.7  bits: 21.6 E():  5.9 
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Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (25-48:29-52) 
 
                   10        20        30        40        50       
AAD-12     GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                   : : :::  : .  ..: .: .::         
gi|144 KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLSDS 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 QAGSAYIGYGMDTTATPLRPLVKV                                     
                                                                    
gi|144 KVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAGGE 
               70        80        90       100       110       120 
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.5  bits: 23.1 E():  6.8 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (21-60:372-411) 
 
                         10        20        30        40        50 
AAD-12           GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|224 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             350       360       370       380       390       400  
 
               60        70        80                               
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKV                               
         .::: . :                                                   
gi|224 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             410       420       430       440       450       460  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.2  bits: 23.1 E():  7.1 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (21-60:392-431) 
 
                         10        20        30        40        50 
AAD-12           GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|571 GNRSPHIYDPQRWFTQNCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
               60        70        80                               
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKV                               
         .::: . :                                                   
gi|571 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFA 
             430       440       450       460       470       480  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.2  bits: 23.1 E():  7.1 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (21-60:392-431) 
 
                         10        20        30        40        50 
AAD-12           GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|199 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
               60        70        80                               
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKV                               
         .::: . :                                                   
gi|199 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             430       440       450       460       470       480  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.1  bits: 23.1 E():  7.2 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (21-60:400-439) 
 
                         10        20        30        40        50 
AAD-12           GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|213 RSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
     370       380       390       400       410       420          
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               60        70        80                               
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKV                               
         .::: . :                                                   
gi|213 GRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLA 
     430       440       450       460       470       480          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 85.8  bits: 22.8 E():  8.5 
Smith-Waterman score: 56; 28.9% identity (52.6% similar) in 38 aa overlap (23-60:371-408) 
 
                       10        20        30        40        50   
AAD-12         GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :  : . .  ..:  .  ::..:      
gi|370 RSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGR 
              350       360       370       380       390       400 
 
             60        70        80                                 
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKV                                 
       .::: . :                                                     
gi|370 AHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGE 
              410       420       430       440       450       460 
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 85.5  bits: 20.9 E():  8.8 
Smith-Waterman score: 50; 33.3% identity (56.4% similar) in 39 aa overlap (2-40:18-52) 
 
                               10        20        30        40     
AAD-12                 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS 
                        .::.:    :. :. :.: :    . : :. :  : :..     
gi|189 MASKSSITPLLLAAVLASVFAAA---AATGQYCYAGMGLPSNPL-EGCREYVAQQTCGVT 
               10        20           30        40         50       
 
           50        60        70        80                         
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV                         
                                                                    
gi|189 IAGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQR 
         60        70        80        90       100       110       
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 84.1  bits: 18.7 E():   11 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (53-73:5-25) 
 
             30        40        50        60        70        80   
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV   
                                     :.:..: :. .::  .  :.:          
gi|462                           AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKN 
                                         10        20        30     
 
gi|462 LNSA 
            
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  56  Z-score: 83.7  bits: 22.7 E():   11 
Smith-Waterman score: 56; 27.8% identity (63.9% similar) in 36 aa overlap (38-73:539-574) 
 
        10        20        30        40        50        60        
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.:.. .   . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYP 
      510       520       530       540       550       560         
 
        70        80                                                
AAD-12 DTTATPLRPLVKV                                                
        ..  :                                                       
gi|217 TSVQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQP 
      570       580       590       600       610       620         
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 83.6  bits: 22.7 E():   11 
Smith-Waterman score: 56; 25.0% identity (63.9% similar) in 36 aa overlap (38-73:551-586) 
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        10        20        30        40        50        60        
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.... . . . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYP 
              530       540       550       560       570       580 
 
        70        80                                                
AAD-12 DTTATPLRPLVKV                                                
        .   :                                                       
gi|217 TSLQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQP 
              590       600       610       620       630       640 
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 83.2  bits: 20.6 E():   12 
Smith-Waterman score: 49; 35.7% identity (52.4% similar) in 42 aa overlap (2-32:37-78) 
 
                                            10              20      
AAD-12                              GAVFSAEVVPAVGGR------TCFADMRAAY 
                                     :. : :.: . ::       :   : ...: 
gi|145 EEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSY 
         10        20        30        40        50        60       
 
               30        40        50        60        70        80 
AAD-12 -----DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
            ::.::::                                                 
gi|145 VLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAP 
         70        80        90       100       110       120       
 
>>gi|77799800|dbj|BAE46763.1| dark muscle parvalbumin [T  (107 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 82.6  bits: 19.9 E():   13 
Smith-Waterman score: 47; 22.8% identity (56.1% similar) in 57 aa overlap (1-57:5-59) 
 
                   10        20        30        40        50       
AAD-12     GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
           :.. .:.:. :. :     : .: . :   :...    ..:    . .:.: : .. 
gi|777 MAFKGVLNDADVTAALDGCKSAFDHKAFFKACGLAAKSADDIKKAFA--IIDQDKSGFIE 
               10        20        30        40          50         
 
         60        70        80                          
AAD-12 QAGSAYIGYGMDTTATPLRPLVKV                          
       .                                                 
gi|777 EDELKLFLQNFCAGARALSDAETKAFLKAGDSDGDGKIGVDEFAAMVKH 
       60        70        80        90       100        
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.8  bits: 22.7 E():   14 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (48-65:283-300) 
 
        20        30        40        50        60        70        
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
        80                                                          
AAD-12 VKV                                                          
                                                                    
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.6  bits: 22.7 E():   14 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (48-65:289-306) 
 
        20        30        40        50        60        70        
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
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        80                                                          
AAD-12 VKV                                                          
                                                                    
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.6  bits: 19.9 E():   19 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (21-37:14-30) 
 
               10        20        30        40        50        60 
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 
                           .: :.: .:.  .. .:                        
gi|219        MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQL 
                      10        20        30        40        50    
 
               70        80                                         
AAD-12 AYIGYGMDTTATPLRPLVKV                                         
                                                                    
gi|219 IIEIDADGSGELEFDEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGYIPTSALREI 
            60        70        80        90       100       110    
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.4  bits: 19.9 E():   19 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (9-25:141-157) 
 
                                     10        20        30         
AAD-12                       GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
       40        50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.4  bits: 19.9 E():   19 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (9-25:141-157) 
 
                                     10        20        30         
AAD-12                       GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
       40        50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.2  bits: 19.9 E():   20 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (9-25:144-160) 
 
                                     10        20        30         
AAD-12                       GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
       40        50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.2  bits: 19.9 E():   20 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (9-25:144-160) 
 
                                     10        20        30         
AAD-12                       GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
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       40        50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 79.0  bits: 21.4 E():   20 
Smith-Waterman score: 52; 24.3% identity (73.0% similar) in 37 aa overlap (28-63:143-179) 
 
                  10        20        30        40        50        
AAD-12    GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG-HVQ 
                                     .::   .:.: .. .. .::  .... .:. 
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
         60        70        80                                     
AAD-12 QAGSAYIGYGMDTTATPLRPLVKV                                     
       . :...:                                                      
gi|215 NNGDVFILLVPNFVFVWTGKHSNRMERTTAIRVANDLKSELNRFKLSSVILEDGKEVEQT 
            180       190       200       210       220       230   
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 78.3  bits: 19.6 E():   22 
Smith-Waterman score: 46; 30.8% identity (56.4% similar) in 39 aa overlap (2-40:18-52) 
 
                               10        20        30        40     
AAD-12                 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS 
                        .::.: ..    :. :.: :    . : :. :  : :..     
gi|439 MASKSSITPLLLAAVLASVFAAATAT---GQYCYAGMGLPSNPL-EGCREYVAQQTCGVT 
               10        20           30        40         50       
 
           50        60        70        80                         
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV                         
                                                                    
gi|439 IAGSPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQ 
         60        70        80        90       100       110       
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.1  bits: 19.6 E():   22 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (21-38:126-143) 
 
                         10        20        30        40        50 
AAD-12           GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . ::..::: :..: ...             
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG         
         100       110       120       130       140                
 
               60        70        80 
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.0  bits: 20.5 E():   23 
Smith-Waterman score: 49; 21.9% identity (59.4% similar) in 32 aa overlap (39-70:179-210) 
 
       10        20        30        40        50        60         
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :.  .:.. .... :. ::      : :.. 
gi|219 MWQQSSCHVMQQQCCQQLSQIPEQSRYDAIRAITYSIILQEQQQGQSQQQQPQQSGQGVS 
      150       160       170       180       190       200         
 
       70        80                                                 
AAD-12 TTATPLRPLVKV                                                 
        .                                                           
gi|219 QSQQQSQQQLGQCSFQQPQQQLGQQPQQQQVQQGTFLQPHQIAHLEVMTSIALRTLPTMC 
      210       220       230       240       250       260         
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.4  bits: 19.2 E():   25 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (63-80:24-41) 
 
             40        50        60        70        80             
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV             
                                     .:. . :.:  :.: ..:             
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gi|379        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
gi|379 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.4  bits: 19.2 E():   25 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (63-80:24-41) 
 
             40        50        60        70        80             
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV             
                                     .:. . :.:  :.: ..:             
gi|144        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.4  bits: 19.2 E():   25 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (63-80:24-41) 
 
             40        50        60        70        80             
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV             
                                     .:. . :.:  :.: ..:             
gi|121        MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSL 
                      10        20        30        40        50    
 
gi|121 STFKNTEIKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVV 
            60        70        80        90       100       110    
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.0  bits: 18.9 E():   26 
Smith-Waterman score: 44; 50.0% identity (71.4% similar) in 14 aa overlap (66-79:19-32) 
 
          40        50        60        70        80                
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV                
                                     :.: ::  :. :.:                 
gi|135             MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFA 
                           10        20        30        40         
 
gi|135 KALEGKDVKDLLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGL 
       50        60        70        80        90       100         
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 76.7  bits: 19.9 E():   27 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (18-39:74-98) 
 
                            10        20           30        40     
AAD-12              GAVFSAEVVPAVGGRTCFADMRAAYDAL---DEATRALVHQRSARHS 
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
 
           50        60        70        80                         
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV                         
                                                                    
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.6  bits: 20.5 E():   27 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (58-74:200-216) 
 
        30        40        50        60        70        80        
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV        
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
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gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.1  bits: 19.8 E():   29 
Smith-Waterman score: 47; 33.3% identity (52.8% similar) in 36 aa overlap (18-53:159-191) 
 
                            10        20        30        40        
AAD-12              GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :   . : ..::   :   :: .  :.:   
gi|136 TNTEKLPTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFEIR---HQLTQIHGLYR 
      130       140       150       160       170          180      
 
        50        60        70        80                 
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV                 
       :..: :                                            
gi|136 SSDKTGGYWKITMNDGSTYQSDLSKKFEYNTEKPPINIDEIKTIEAEIN 
         190       200       210       220       230     
 
>>gi|21757|emb|CAA26383.1| unnamed protein product [Trit  (296 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.9  bits: 20.2 E():   30 
Smith-Waterman score: 48; 21.3% identity (61.7% similar) in 47 aa overlap (27-73:200-246) 
 
                   10        20        30        40        50       
AAD-12     GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :. ....:.. ... :..   :: .: . : 
gi|217 SQVLQQSTYQPLQQLCCQQLWQIPEQSRCQAIHNVVHAIILHQQQRQQQPSSQVSLQQPQ 
     170       180       190       200       210       220          
 
         60        70        80                                     
AAD-12 QAGSAYIGYGMDTTATPLRPLVKV                                     
       :   .  :. . .  .:                                            
gi|217 QQYPSGQGFFQPSQQNPQAQGSVQPQQLPQFEEIRNLALQTLPRMCNVYIPPYCSTTIAP 
     230       240       250       260       270       280          
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 75.7  bits: 19.2 E():   31 
Smith-Waterman score: 45; 27.0% identity (64.9% similar) in 37 aa overlap (1-37:49-84) 
 
                                             10        20        30 
AAD-12                               GAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|144 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
               40        50        60        70        80           
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV           
       :  : ..                                                      
gi|144 AGLAYTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEAT 
        80        90       100       110       120       130        
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.7  bits: 20.4 E():   35 
Smith-Waterman score: 49; 36.7% identity (66.7% similar) in 30 aa overlap (33-62:43-72) 
 
             10        20        30        40        50        60   
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.. . .:: . : : ..::..  : : : 
gi|558 RVRSGGHDYEGLSYRSLQPENFAVVDLNQMRAVLVDGKARTAWVDSGAQLGELYYAISKY 
             20        30        40        50        60        70   
 
             70        80                                           
AAD-12 IGYGMDTTATPLRPLVKV                                           
                                                                    
gi|558 SRTLAFPAGVCPTIGVGGNLAGGGFGMLLRKYGIAAENVIDVKLVDANGKLHDKKSMGDD 
             80        90       100       110       120       130   
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 74.7  bits: 18.0 E():   35 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (36-57:37-58) 
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          10        20        30        40        50        60      
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
          70        80 
AAD-12 GMDTTATPLRPLVKV 
                       
gi|162 VPQLEIVPNS      
         70            
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.6  bits: 20.8 E():   35 
Smith-Waterman score: 50; 25.6% identity (58.1% similar) in 43 aa overlap (23-65:426-468) 
 
                       10        20        30        40        50   
AAD-12         GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     :  ....:   :.. :.  . .:    ..  
gi|258 AERGFFYRNGIYSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNH 
         400       410       420       430       440       450      
 
             60        70        80                                 
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKV                                 
       : .::::.  . :                                                
gi|258 GVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQISREQARQLKYNR 
         460       470       480       490       500       510      
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 47; 36.0% identity (76.0% similar) in 25 aa overlap (21-45:106-130) 
 
                         10        20        30        40        50 
AAD-12           GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     ...: . :.:::.:  ... ::. :      
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
 
               60        70        80                               
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKV                               
                                                                    
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.0  bits: 21.1 E():   38 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (51-65:609-623) 
 
               30        40        50        60        70        80 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.7  bits: 18.6 E():   39 
Smith-Waterman score: 43; 33.3% identity (66.7% similar) in 18 aa overlap (63-80:25-42) 
 
             40        50        60        70        80             
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV             
                                     .:. . :.:  :.:  .:             
gi|990       MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSL 
                     10        20        30        40        50     
 
gi|990 STFKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVV 
           60        70        80        90       100       110     
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
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 initn:  49 init1:  49 opt:  49  Z-score: 73.1  bits: 20.4 E():   43 
Smith-Waterman score: 49; 37.9% identity (62.1% similar) in 29 aa overlap (36-64:74-102) 
 
          10        20        30        40        50        60      
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     : .:.: .   ::.. :    : ::.:.:  
gi|112 NRIESEGGYIETWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGL 
            50        60        70        80        90       100    
 
          70        80                                              
AAD-12 GMDTTATPLRPLVKV                                              
                                                                    
gi|112 IFPGCPSTYEEPAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTG 
           110       120       130       140       150       160    
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.6  bits: 18.3 E():   45 
Smith-Waterman score: 42; 28.3% identity (52.2% similar) in 46 aa overlap (1-46:34-79) 
 
                                             10        20        30 
AAD-12                               GAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.. :.:   .   : :   . :.     : 
gi|253 YCYAGMGLPINPLEGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHCRCE 
            10        20        30        40        50        60    
 
               40        50        60        70        80        
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV        
       :.: .. .::  .: :                                          
gi|253 AVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNAPYCLGLDI 
            70        80        90       100       110       120 
 
>>gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Globin   (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 43; 30.6% identity (55.6% similar) in 36 aa overlap (4-39:115-150) 
 
                                          10        20        30    
AAD-12                            GAVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                     : :  :  . ..: ::  .::. :  .:   
gi|121 IGDLPNIDGDVTTFVASHTPRGVTHDQLNNFRAGFVSYMKAHTDFAGAEAAWGATLDAFF 
           90       100       110       120       130       140     
 
            40        50        60        70        80 
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
       ..:  .                                          
gi|121 GMVFAKM                                         
          150                                          
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 72.4  bits: 20.1 E():   46 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (20-34:431-446) 
 
                          10        20         30        40         
AAD-12            GAVFSAEVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYS 
                                     :..: :::.: ...::               
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA               
              410       420       430       440                     
 
       50        60        70        80 
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  43  Z-score: 72.4  bits: 18.6 E():   47 
Smith-Waterman score: 43; 29.0% identity (67.7% similar) in 31 aa overlap (1-31:49-78) 
 
                                             10        20        30 
AAD-12                               GAVFSAEVVPAVGGRTCFADMRAAYDALDE 
                                     :.: ....:  .:  : .. :.   :..:. 
gi|186 MYQGFLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVRLVH-LGEATEYTTMKQKVDVIDK 
       20        30        40        50         60        70        
 
               40        50        60        70        80           
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AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV           
       :                                                            
gi|186 AGLGYTYTTIGGDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEAT 
        80        90       100       110       120       130        
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.4  bits: 18.9 E():   47 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (38-53:46-61) 
 
        10        20        30        40        50        60        
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
        70        80                                                
AAD-12 DTTATPLRPLVKV                                                
                                                                    
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 72.0  bits: 19.5 E():   49 
Smith-Waterman score: 46; 25.4% identity (55.9% similar) in 59 aa overlap (7-65:161-216) 
 
                                       10        20        30       
AAD-12                         GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
                                     .:.:: :    .  ..::...   :: :   
gi|249 MDDASVGSVSSEFHVIESAIEVITYIGEEVKVIPA-GEVEVINKVKAAFST--AATAADE 
              140       150       160        170       180          
 
         40        50        60        70        80                 
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV                 
          . . ..  :. . .  . .:.:: ::                                
gi|249 APANDKFTVFVSSFNKAIKETTGGAYAGYKFIPTLEAAVKQAYAASSATAPEVKYAVFET 
       190       200       210       220       230       240        
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 71.8  bits: 19.5 E():   50 
Smith-Waterman score: 46; 55.6% identity (66.7% similar) in 18 aa overlap (58-73:21-38) 
 
        30        40        50        60          70        80      
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGS--AYIGYGMDTTATPLRPLVKV      
                                     :::  : .:::  : :.:             
gi|330           MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAP 
                         10        20        30        40        50 
 
gi|330 AGAEPAGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLS 
               60        70        80        90       100       110 
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.8  bits: 18.9 E():   50 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (44-69:76-100) 
 
            20        30        40        50        60        70    
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
            80                                                      
AAD-12 LRPLVKV                                                      
                                                                    
gi|549 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.8  bits: 18.9 E():   50 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (44-69:76-100) 
 
            20        30        40        50        60        70    
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AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
            80                                                      
AAD-12 LRPLVKV                                                      
                                                                    
gi|549 AKYQVGQNVALTGSTAAVYNDPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 71.7  bits: 18.9 E():   51 
Smith-Waterman score: 44; 29.6% identity (77.8% similar) in 27 aa overlap (43-69:77-102) 
 
             20        30        40        50        60        70   
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::... .:... :. ..  .:: ::    
gi|549 LKVHNDFRQKVAKGLETRGNPGPQPPAKNMNNLVWND-ELANIAQVWASQCNYGHDTCKD 
         50        60        70        80         90       100      
 
             80                                                     
AAD-12 PLRPLVKV                                                     
                                                                    
gi|549 TEKYPVGQNIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWA 
         110       120       130       140       150       160      
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 71.7  bits: 17.9 E():   51 
Smith-Waterman score: 41; 22.2% identity (70.4% similar) in 27 aa overlap (12-38:36-61) 
 
                                  10        20        30        40  
AAD-12                    GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA 
                                     ..:..  :: . ... ::.   ....:    
gi|207 IVSEKDIDAALESVKAAGSFNYKIFFQKVGLAGKSA-ADAKKVFEILDRDKSGFIEQDEL 
          10        20        30        40         50        60     
 
              50        60        70        80       
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV       
                                                     
gi|207 GLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
           70        80        90       100          
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 71.6  bits: 19.8 E():   51 
Smith-Waterman score: 47; 19.4% identity (52.8% similar) in 72 aa overlap (11-75:297-366) 
 
                                   10             20        30      
AAD-12                     GAVFSAEVVPAVGGRT-----CFADMRAAYDALDEATRAL 
                                     :.:: .     : ..   : :  :.  . . 
gi|166 FTDNVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPD--DQIKKNV 
        270       280       290       300       310         320     
 
          40          50        60        70        80              
AAD-12 VHQRS--ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV              
       . . .  : .:....  .   . . :. ..  : : . ::..                   
gi|166 LARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTS 
          330       340       350       360       370       380     
 
gi|166 SAGVFSCRPGAPC 
          390        
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 71.6  bits: 19.8 E():   51 
Smith-Waterman score: 47; 19.4% identity (52.8% similar) in 72 aa overlap (11-75:297-366) 
 
                                   10             20        30      
AAD-12                     GAVFSAEVVPAVGGRT-----CFADMRAAYDALDEATRAL 
                                     :.:: .     : ..   : :  :.  . . 
gi|113 FTDNVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPD--DQIKKNV 
        270       280       290       300       310         320     
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          40          50        60        70        80              
AAD-12 VHQRS--ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV              
       . . .  : .:....  .   . . :. ..  : : . ::..                   
gi|113 LARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTS 
          330       340       350       360       370       380     
 
gi|113 SAGVFSCHPGAPC 
          390        
 
>>gi|56417506|gb|AAV90694.1| GE-rich salivary protein 30  (266 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.4  bits: 19.2 E():   53 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (38-68:183-213) 
 
        10        20        30        40        50        60        
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
            160       170       180       190       200       210   
 
        70        80                                          
AAD-12 DTTATPLRPLVKV                                          
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
            220       230       240       250       260       
 
>>gi|56417504|gb|AAV90693.1| 30 kDa salivary gland aller  (271 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.2  bits: 19.2 E():   54 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (38-68:188-218) 
 
        10        20        30        40        50        60        
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
       160       170       180       190       200       210        
 
        70        80                                          
AAD-12 DTTATPLRPLVKV                                          
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
       220       230       240       250       260       270  
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 71.2  bits: 18.5 E():   54 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (38-52:138-152) 
 
        10        20        30        40        50        60        
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
        70        80 
AAD-12 DTTATPLRPLVKV 
                     
gi|391 ASIDTILTKV    
       170           
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.1  bits: 18.2 E():   55 
Smith-Waterman score: 43; 30.8% identity (53.8% similar) in 39 aa overlap (2-40:18-52) 
 
                               10        20        30        40     
AAD-12                 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS 
                        .::.: ..    :  :.: :    . : :. :  : :..     
gi|217 MASKSSISPLLLATVLVSVFAAATAT---GPYCYAGMGLPINPL-EGCREYVAQQTCGIS 
               10        20           30        40         50       
 
           50        60        70        80                         
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV                         
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gi|217 ISGSAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQ 
         60        70        80        90       100       110       
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.8  bits: 19.5 E():   57 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (63-72:284-293) 
 
             40        50        60        70        80             
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV             
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.5  bits: 17.6 E():   59 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (48-65:26-43) 
 
        20        30        40        50        60        70        
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : .. :. :: :..  ::             
gi|897      EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQ 
                    10        20        30        40        50      
 
        80                                            
AAD-12 VKV                                            
                                                      
gi|897 QGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
          60        70        80        90       100  
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.4  bits: 19.8 E():   60 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (35-56:332-353) 
 
           10        20        30        40        50        60     
AAD-12 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     : :     ::..:. .  :.::         
gi|259 LTTLNSLNLPILKWLQLSVEKGVLYKNALVLPHWNLNSHSIIYGCKGKGQVQVVDNFGNR 
             310       320       330       340       350       360  
 
           70        80                                             
AAD-12 YGMDTTATPLRPLVKV                                             
                                                                    
gi|259 VFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRAMTSPLAGRTSVLGGMPEEVL 
             370       380       390       400       410       420  
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 70.4  bits: 20.7 E():   60 
Smith-Waterman score: 57; 39.4% identity (63.6% similar) in 33 aa overlap (39-71:4-31) 
 
       10        20        30        40        50        60         
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :::..  .:..:. ::   .:.  : :: : 
gi|219                            MAARSAKY--MYQSSRAGH---GGDISIEYGTD 
                                            10           20         
 
       70        80                                                 
AAD-12 TTATPLRPLVKV                                                 
         :                                                          
gi|219 LGALTRLEDKIRLLSEDLESERELRQRVEREKSDITVQLMNLTERLEETEGSSESVTEMN 
       30        40        50        60        70        80         
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 70.4  bits: 20.7 E():   60 
Smith-Waterman score: 50; 28.9% identity (60.5% similar) in 38 aa overlap (20-57:827-864) 
 
                          10        20        30        40          
AAD-12            GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     ...:: :  :.:   :   :. ..: : .. 
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gi|377 NEKVKVYKRQMQEQEGMSQQNLTRVRRFQRELEAAEDRADQAESNLSFIRAKHRSWVTTS 
        800       810       820       830       840       850       
 
      50        60        70        80 
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
       .  : ..:                        
gi|377 QVPGGTRQVFTTQEETTNY             
        860       870                  
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.2  bits: 20.1 E():   62 
Smith-Waterman score: 48; 22.9% identity (57.1% similar) in 35 aa overlap (29-63:339-373) 
 
                 10        20        30        40        50         
AAD-12   GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     ::  .:  . :  : . ...:.. : . .: 
gi|131 LLQPVSTPGEFELFFGAGGENPESFFKSFSDEILEAAFNTRRDRLQRIFGQQRQGVIVKA 
      310       320       330       340       350       360         
 
       60        70        80                                       
AAD-12 GSAYIGYGMDTTATPLRPLVKV                                       
       .   .                                                        
gi|131 SEEQVRAMSRHEEGGIWPFGGESKGTINIYQQRPTHSNQYGQLHEVDASQYRQLRDLDLT 
      370       380       390       400       410       420         
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.6  bits: 17.6 E():   67 
Smith-Waterman score: 40; 25.6% identity (59.0% similar) in 39 aa overlap (35-73:54-92) 
 
           10        20        30        40        50        60     
AAD-12 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     :. . : . . : : .  : . ..:.:  : 
gi|117 KAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAG 
            30        40        50        60        70        80    
 
           70        80               
AAD-12 YGMDTTATPLRPLVKV               
        . .. :.:                      
gi|117 GSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
            90       100       110    
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 69.4  bits: 19.8 E():   68 
Smith-Waterman score: 47; 33.3% identity (66.7% similar) in 36 aa overlap (24-58:123-158) 
 
                      10        20         30        40        50   
AAD-12        GAVFSAEVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYSQSKL 
                                     :. ..: .  ::.: . .:: . : : ..: 
gi|558 VCGRRHGVRIRVRSGGHDYEGLSYRSERPEAFAVVDLNKMRAVVVDGKARTAWVDSGAQL 
            100       110       120       130       140       150   
 
             60        70        80                                 
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKV                                 
       :..  :                                                       
gi|558 GELYYAIAKNSPVLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGT 
            160       170       180       190       200       210   
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 69.2  bits: 14.8 E():   69 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (41-55:1-15) 
 
               20        30        40        50        60        70 
AAD-12 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                     :: . : : ..::..                
gi|323                               ARTAWVDSGAQLGELSY              
                                             10                     
 
               80 
AAD-12 ATPLRPLVKV 
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
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 initn:  41 init1:  41 opt:  41  Z-score: 69.0  bits: 17.9 E():   71 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (70-77:34-41) 
 
      40        50        60        70        80                    
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV                    
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (36-57:6-27) 
 
          10        20        30        40        50        60      
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159                          IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
                                        10        20        30      
 
          70        80                                              
AAD-12 GMDTTATPLRPLVKV                                              
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFXQFYQPDAYPSGAWY 
          40        50        60        70        80        90      
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 41; 46.2% identity (76.9% similar) in 13 aa overlap (2-14:38-50) 
 
                                            10        20        30  
AAD-12                              GAVFSAEVVPAVGGRTCFADMRAAYDALDEA 
                                     :. :::.. . ::                  
gi|165 NEITSAIPPGRLFKAFVLDADNLIPKLAPHAIKSAEIIEGNGGPGTIKKITFGEGSQFKY 
        10        20        30        40        50        60        
 
              40        50        60        70        80            
AAD-12 TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV            
                                                                    
gi|165 VKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSILKNTSKYHTKGEQ 
        70        80        90       100       110       120        
 
>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.9 E():   77 
Smith-Waterman score: 48; 27.1% identity (58.6% similar) in 70 aa overlap (4-68:82-150) 
 
                                          10        20          30  
AAD-12                            GAVFSAEVVPAVGGRTCFADMRAAYD--ALDEA 
                                     : .:.:  .:. . .  :..     : ..  
gi|170 MAKFPQFAGKDLETLKGTGQFATHAGRIVGFVSEIVALMGNSANMPAMETLIKDMAANHK 
              60        70        80        90       100       110  
 
              40           50        60        70        80 
AAD-12 TRALVHQRSA--RHSLV-YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
       .:.. . .    : ::: : :::..  .. :.:.   :.:             
gi|170 ARGIPKAQFNEFRASLVSYLQSKVSWNDSLGAAWT-QGLDNVFNMMFSYL   
             120       130       140        150       160   
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (63-80:25-42) 
 
             40        50        60        70        80             
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV             
                                     .:. . :.:  ..: ..:             
gi|144       MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSL 
                     10        20        30        40        50     
 
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVE 
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           60        70        80        90       100       110     
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 68.2  bits: 18.8 E():   79 
Smith-Waterman score: 44; 28.9% identity (57.9% similar) in 38 aa overlap (36-73:3-38) 
 
          10        20        30        40        50        60      
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     ::: ..  .:  . . ..    . .: .:: 
gi|398                             MAVHQYTV--ALFLAVALVAGPAASYAADLGY 
                                             10        20        30 
 
          70        80                                              
AAD-12 GMDTTATPLRPLVKV                                              
       :  : :.:                                                     
gi|398 GPATPAAPAAGYTPATPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKY 
               40        50        60        70        80        90 
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.2  bits: 18.2 E():   79 
Smith-Waterman score: 42; 29.6% identity (70.4% similar) in 27 aa overlap (43-69:76-101) 
 
             20        30        40        50        60        70   
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::.. ..:... :  ..   :: ::    
gi|549 LKIHNDFRNKVARGLETRGNPGPQPPAKNMNNLVWN-NELANIAQIWASQCKYGHDTCKD 
          50        60        70        80         90       100     
 
             80                                                     
AAD-12 PLRPLVKV                                                     
                                                                    
gi|549 TTKYNVGQNIAVSSSTAAVYENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWA 
          110       120       130       140       150       160     
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 68.1  bits: 15.1 E():   80 
Smith-Waterman score: 36; 44.0% identity (56.0% similar) in 25 aa overlap (52-76:2-24) 
 
              30        40        50        60        70        80 
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ::..  :  :  : :. : :::  :     
gi|751                              DLGYAP-ATPAAPGAGY-TPATPAAP     
                                             10         20         
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.1  bits: 17.6 E():   80 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (26-54:101-129) 
 
                    10        20        30        40        50      
AAD-12      GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
          60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKV 
                                 
gi|273 RRRR                      
                                 
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.1  bits: 17.6 E():   80 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (26-54:101-129) 
 
                    10        20        30        40        50      
AAD-12      GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
          60        70        80 
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AAD-12 QQAGSAYIGYGMDTTATPLRPLVKV 
                                 
gi|273 RRRR                      
                                 
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 68.1  bits: 15.7 E():   80 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (53-73:5-25) 
 
             30        40        50        60        70        80   
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV   
                                     :.: .: :  : : .   :.:          
gi|462                           TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXL 
                                         10        20        30     
 
gi|462 SSA 
           
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 67.8  bits: 18.8 E():   83 
Smith-Waterman score: 44; 26.7% identity (70.0% similar) in 30 aa overlap (34-63:232-259) 
 
            10        20        30        40        50        60    
AAD-12 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                     : .:  :. ::....:..  . ::. . .. 
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIH--SVVHSIIMQQQQQQQQQQGIDIFL 
             210       220       230         240       250          
 
            70        80                                            
AAD-12 GYGMDTTATPLRPLVKV                                            
                                                                    
gi|170 PLSQHEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSIMRAPFAS 
     260       270       280       290       300       310          
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.8  bits: 15.1 E():   83 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (70-76:5-11) 
 
      40        50        60        70        80           
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV           
                                     : .:.::               
gi|751                           TKSQTHVPIRPNKLVLKVQKDRATN 
                                         10        20      
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.8  bits: 17.6 E():   83 
Smith-Waterman score: 40; 24.1% identity (46.6% similar) in 58 aa overlap (3-51:12-69) 
 
                        10        20                 30        40   
AAD-12          GAVFSAEVVPAVGGRTCFADMRAAYDAL---------DEATRALVHQRSAR 
                  :..: :   . :     . : :.: :         :.. ..:.:      
gi|856 MKFIITLFAAIVMAAAVSGFIVGDKKEDEWRMAFDRLMMEELETKIDQVEKGLLHLSEQY 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV                       
       . :  ..::                                                    
gi|856 KELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLNMFERYNYEFALESIKLL 
               70        80        90       100       110       120 
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.8  bits: 17.3 E():   83 
Smith-Waterman score: 39; 32.3% identity (54.8% similar) in 31 aa overlap (51-80:20-49) 
 
               30        40        50        60         70          
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT-TATPLRPLVK 
                                     : :  .. :  :   :.:. .:  :. : : 
gi|131            AFKGILSNADIKAAEAACFKEGSFDEDGF-YAKVGLDAFSADELKKLFK 
                          10        20         30        40         
 
      80                                                            
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AAD-12 V                                                            
       .                                                            
gi|131 IADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDK 
       50        60        70        80        90       100         
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.6  bits: 18.2 E():   85 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (31-64:71-104) 
 
               10        20        30        40        50        60 
AAD-12 GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 
                                     :   :: .:.: .   ::..      : :  
gi|221 AQRPDNRIESEGGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGR 
               50        60        70        80        90       100 
 
               70        80                                         
AAD-12 AYIGYGMDTTATPLRPLVKV                                         
       .:.:                                                         
gi|221 GYFGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQKVHRFDEGDLIAV 
              110       120       130       140       150       160 
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.6 E():   85 
Smith-Waterman score: 40; 46.7% identity (66.7% similar) in 15 aa overlap (3-17:16-30) 
 
                            10        20        30        40        
AAD-12              GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                      ::   .: :::.. :                               
gi|217 MASKSNYNLLFTALLVFIFAAVAAVGNEDCTPWTSTLITPLPSCRNYVEEQACRIEMPGP 
               10        20        30        40        50        60 
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.3  bits: 18.2 E():   89 
Smith-Waterman score: 42; 33.3% identity (71.4% similar) in 21 aa overlap (53-73:72-92) 
 
             30        40        50        60        70        80   
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV   
                                     : ...: .::   : ...:.:          
gi|383 TASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEE 
              50        60        70        80        90       100  
 
gi|383 EEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEEL 
             110       120       130       140       150       160  
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.2  bits: 19.1 E():   90 
Smith-Waterman score: 45; 43.8% identity (81.2% similar) in 16 aa overlap (20-35:217-232) 
 
                          10        20        30        40          
AAD-12            GAVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     :...: .:::  :.:.               
gi|144 AEVYQKLKALAKKTYGQSAGNVGDEGGVAPDIQTAEEALDLITKAIEEAGYTGKIKIAMD 
        190       200       210       220       230       240       
 
      50        60        70        80                              
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKV                              
                                                                    
gi|144 VASSEFYKADEKKYDLDFKNPDSDKSKWLTYEQLAEMYKSLAEKYPIVSIEDPFAEDDWE 
        250       260       270       280       290       300       
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 67.0  bits: 14.5 E():   92 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (67-74:10-17) 
 
         40        50        60        70        80 
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     :.:  :::       
gi|244                      IGNEDCTPWMSTLITPLP      
                                    10              
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
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 initn:  39 init1:  39 opt:  41  Z-score: 66.4  bits: 17.9 E():   99 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (44-69:76-100) 
 
            20        30        40        50        60        70    
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
            80                                                      
AAD-12 LRPLVKV                                                      
                                                                    
gi|549 AKYPVGQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.4  bits: 17.9 E():   99 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (44-69:76-100) 
 
            20        30        40        50        60        70    
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDI 
          50        60        70        80         90       100     
 
            80                                                      
AAD-12 LRPLVKV                                                      
                                                                    
gi|549 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWAN 
          110       120       130       140       150       160     
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:50 2011 done: Fri Jan 21 00:02:51 2011 
 Total Scan time:  0.070 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 122  - 201 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     8     0:=== 
  30     5     2:*= 
  32    18     8:==*=== 
  34    14    22:=====  * 
  36    34    44:============  * 
  38    41    73:==============          * 
  40    82   102:============================     * 
  42   116   125:=======================================  * 
  44   110   137:=====================================        * 
  46   146   140:==============================================*== 
  48   165   134:============================================*========== 
  50   147   122:========================================*======== 
  52   133   107:===================================*========= 
  54    93    92:==============================* 
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  56    57    77:===================      * 
  58    70    63:====================*=== 
  60    44    51:=============== * 
  62    45    41:=============*= 
  64    45    33:==========*==== 
  66    23    26:========* 
  68    22    20:======*= 
  70    10    16:==== * 
  72    13    12:===*= 
  74     6    10:== * 
  76     5     8:==* 
  78     9     6:=*= 
  80     4     5:=* 
  82     2     3:* 
  84     3     3:* 
  86     4     2:*= 
  88     3     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     3     1:*         :*== 
  94     1     1:*         :* 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     3     0:=         *=== 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.74630.00302; mu= 6.6135 0.157 
 mean_var=30.3514 7.608, 0's: 2 Z-trim: 4  B-trim: 22 in 1/43 
 Lambda= 0.232801 
 Kolmogorov-Smirnov  statistic: 0.0564 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   74 28.9   0.096 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   64 25.7     0.3 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   62 24.9     1.1 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   58 23.7     1.1 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   62 24.9     1.1 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   57 23.3     2.3 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   57 23.3     2.4 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   59 23.8     3.7 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   53 22.0     3.8 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   53 22.0     3.8 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   52 21.7     4.2 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.6     5.6 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 23.1     6.6 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 23.1     6.9 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 23.1     6.9 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 23.1       7 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   56 22.8     8.3 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   50 21.0     8.3 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 18.8     9.8 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   56 22.8      11 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   56 22.8      11 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   49 20.6      11 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 22.7      14 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 22.7      14 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 20.0      18 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 20.0      18 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 20.0      18 
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gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 20.0      19 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 20.0      19 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   52 21.5      20 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   46 19.6      21 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.6      21 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   49 20.5      22 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.3      24 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.3      24 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.3      24 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   44 19.0      25 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.9      26 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 20.5      27 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   47 19.9      28 
gi|21757|emb|CAA26383.1| unnamed protein product [ ( 296)   48 20.2      29 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 18.0      33 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   49 20.5      34 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   50 20.8      35 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   47 19.9      35 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 21.1      38 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   43 18.6      38 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   49 20.4      42 
gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Glo ( 151)   43 18.6      44 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.9      45 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 20.1      46 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   46 19.5      48 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   44 18.9      49 
gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Veno ( 204)   44 18.9      49 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   46 19.5      49 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   41 18.0      49 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   44 18.9      49 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   47 19.8      51 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   47 19.8      51 
gi|56417506|gb|AAV90694.1| GE-rich salivary protei ( 266)   45 19.2      52 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.6      52 
gi|56417504|gb|AAV90693.1| 30 kDa salivary gland a ( 271)   45 19.2      53 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 19.5      56 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 17.7      57 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   47 19.8      59 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   50 20.7      60 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   50 20.7      60 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   48 20.1      61 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   40 17.7      64 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 14.9      64 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.8      68 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 17.9      69 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   41 17.9      74 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 17.6      74 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.2      74 
gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   41 17.9      74 
gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa ( 160)   41 17.9      74 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 15.8      75 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 17.6      75 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   40 17.6      77 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   40 17.6      77 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   44 18.8      77 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   42 18.2      77 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.2      77 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.3      80 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   40 17.6      81 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   44 18.8      81 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   40 17.6      83 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   42 18.2      83 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 14.6      86 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   39 17.3      86 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   42 18.2      87 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   45 19.1      89 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   40 17.6      89 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   41 17.9      96 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   41 17.9      96 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   41 17.9      99 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   38 17.0   1e 
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gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   38 17.0   1e 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  57 init1:  57 opt:  74  Z-score: 120.8  bits: 28.9 E(): 0.096 
Smith-Waterman score: 74; 24.6% identity (54.1% similar) in 61 aa overlap (12-72:309-363) 
 
                                  10        20        30        40  
AAD-12                    AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR 
                                     :.: :  : :.  ..: .      : ..:  
gi|113 HGFFQVVNNNYDKWGSYAIGGSASPTILSQGNRFCAPDERSKKNVLGR------HGEAAA 
      280       290       300       310       320             330   
 
              50        60        70        80                      
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH                      
       .:. ..      : . :. ... :.: . ::                              
gi|113 ESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEPGESALSLTSSAGVLSCQP 
            340       350       360       370       380       390   
 
gi|113 GAPC 
            
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  64  Z-score: 112.0  bits: 25.7 E():  0.3 
Smith-Waterman score: 64; 29.5% identity (63.9% similar) in 61 aa overlap (1-59:9-65) 
 
                       10        20          30        40        50 
AAD-12         AVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSK 
               : :.: :. : : .    :.:  .: :  ..:..:.   ....:.:.: : . 
gi|111 MKFAIVLIACFAASVL-AQGHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQ 
               10         20        30        40           50       
 
               60        70        80                               
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVH                               
       : ....  :                                                    
gi|111 LDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKI 
         60        70        80        90       100       110       
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  62  Z-score: 102.0  bits: 24.9 E():  1.1 
Smith-Waterman score: 62; 26.5% identity (55.4% similar) in 83 aa overlap (1-71:183-265) 
 
                                             10            20       
AAD-12                               AVFSAEVVPAVGG----RTCFADMRAAYDA 
                                     :.:.  .  ..::      :. ...::    
gi|168 QIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQ 
            160       170       180       190       200       210   
 
         30              40        50          60        70         
AAD-12 LDEATRALVHQ------RSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATPLRPLVK 
          :: : . :      ..:  . . ..:.. .:.:  .:.: .. :  ::::        
gi|168 AYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAA 
            220       230       240       250       260       270   
 
       80        
AAD-12 VH        
                 
gi|168 TVAAGGYKV 
            280  
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 102.0  bits: 23.7 E():  1.1 
Smith-Waterman score: 58; 26.9% identity (57.7% similar) in 52 aa overlap (17-68:26-77) 
 
                        10        20        30        40        50  
AAD-12          AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                :::      :.  . . :  ..:.   :.... .. 
gi|527 MVHHITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNV 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVH                                
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        :::.:.. :   .: :                                            
gi|527 DHVQDAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAG 
               70        80        90       100       110       120 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  62  Z-score: 101.7  bits: 24.9 E():  1.1 
Smith-Waterman score: 62; 26.5% identity (55.4% similar) in 83 aa overlap (1-71:192-274) 
 
                                             10            20       
AAD-12                               AVFSAEVVPAVGG----RTCFADMRAAYDA 
                                     :.:.  .  ..::      :. ...::    
gi|330 QIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQ 
             170       180       190       200       210       220  
 
         30              40        50          60        70         
AAD-12 LDEATRALVHQ------RSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATPLRPLVK 
          :: : . :      ..:  . . ..:.. .:.:  .:.: .. :  ::::        
gi|330 AYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAA 
             230       240       250       260       270       280  
 
       80        
AAD-12 VH        
                 
gi|330 TVAAGGYKV 
             290 
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 95.8  bits: 23.3 E():  2.3 
Smith-Waterman score: 57; 29.3% identity (60.3% similar) in 58 aa overlap (18-70:93-149) 
 
                            10        20             30        40   
AAD-12              AVFSAEVVPAVGGRTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|144 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
             70        80        90       100        110       120  
 
             50        60        70        80                       
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH                       
       .. :  .:. .: .:...:.. :  : :                                 
gi|144 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
             130       140       150       160       170       180  
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 95.6  bits: 23.3 E():  2.4 
Smith-Waterman score: 57; 29.3% identity (60.3% similar) in 58 aa overlap (18-70:97-153) 
 
                            10        20             30        40   
AAD-12              AVFSAEVVPAVGGRTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|622 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
         70        80        90       100       110        120      
 
             50        60        70        80                       
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH                       
       .. :  .:. .: .:...:.. :  : :                                 
gi|622 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
         130       140       150       160       170       180      
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  59  Z-score: 92.2  bits: 23.8 E():  3.7 
Smith-Waterman score: 59; 35.6% identity (60.0% similar) in 45 aa overlap (37-74:198-242) 
 
         10        20        30        40        50              60 
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL------GHVQQAGSA 
                                     ::. :..:  .:. :      :  ..: .  
gi|303 LVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALAD 
       170       180       190       200       210       220        
 
                70        80                                        
AAD-12 YIGYGMDT-TATPLRPLVKVH                                        
        .:.:::: ::  .:                                              
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gi|303 VLGFGMDTETARKVRGEDDQRGHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICS 
       230       240       250       260       270       280        
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 92.0  bits: 22.0 E():  3.8 
Smith-Waterman score: 53; 27.9% identity (62.3% similar) in 61 aa overlap (1-59:9-65) 
 
                       10        20          30        40        50 
AAD-12         AVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSK 
               : :.: :. :   .    :.:  .: :  ..:..:.   ....:.:.: : . 
gi|420 MKFAIVLIACFAASVL-AQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQ 
               10         20        30        40           50       
 
               60        70        80                               
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVH                               
       : ....  :                                                    
gi|420 LDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKI 
         60        70        80        90       100       110       
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 92.0  bits: 22.0 E():  3.8 
Smith-Waterman score: 53; 27.9% identity (62.3% similar) in 61 aa overlap (1-59:9-65) 
 
                       10        20          30        40        50 
AAD-12         AVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSK 
               : :.: :. :   .    :.:  .: :  ..:..:.   ....:.:.: : . 
gi|111 MKFAIVLIACFAASVL-AQEHKPEKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQ 
               10         20        30        40           50       
 
               60        70        80                               
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVH                               
       : ....  :                                                    
gi|111 LDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKI 
         60        70        80        90       100       110       
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 91.2  bits: 21.7 E():  4.2 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (19-59:11-50) 
 
               10        20          30        40        50         
AAD-12 AVFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKLGHVQQAG 
                         :.:  .: :  ..:..:.   ....:.:.: : .: ....   
gi|160         GSQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQLDELNENK 
                       10        20           30        40          
 
       60        70        80                                       
AAD-12 SAYIGYGMDTTATPLRPLVKVH                                       
       :                                                            
gi|160 SKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKET 
      50        60        70        80        90       100          
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 89.1  bits: 21.6 E():  5.6 
Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (24-47:29-52) 
 
                    10        20        30        40        50      
AAD-12      AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                   : : :::  : .  ..: .: .::         
gi|144 KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLSDS 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVH                                    
                                                                    
gi|144 KVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAGGE 
               70        80        90       100       110       120 
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.7  bits: 23.1 E():  6.6 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (20-59:372-411) 
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 4445



 

 

                          10        20        30        40          
AAD-12            AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|224 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             350       360       370       380       390       400  
 
      50        60        70        80                              
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVH                              
         .::: . :                                                   
gi|224 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             410       420       430       440       450       460  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.4  bits: 23.1 E():  6.9 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (20-59:392-431) 
 
                          10        20        30        40          
AAD-12            AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|571 GNRSPHIYDPQRWFTQNCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
      50        60        70        80                              
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVH                              
         .::: . :                                                   
gi|571 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFA 
             430       440       450       460       470       480  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.4  bits: 23.1 E():  6.9 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (20-59:392-431) 
 
                          10        20        30        40          
AAD-12            AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|199 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
      50        60        70        80                              
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVH                              
         .::: . :                                                   
gi|199 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             430       440       450       460       470       480  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.3  bits: 23.1 E():    7 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (20-59:400-439) 
 
                          10        20        30        40          
AAD-12            AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|213 RSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
     370       380       390       400       410       420          
 
      50        60        70        80                              
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVH                              
         .::: . :                                                   
gi|213 GRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLA 
     430       440       450       460       470       480          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 86.0  bits: 22.8 E():  8.3 
Smith-Waterman score: 56; 28.9% identity (52.6% similar) in 38 aa overlap (22-59:371-408) 
 
                        10        20        30        40        50  
AAD-12          AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :  : . .  ..:  .  ::..:      
gi|370 RSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGR 
              350       360       370       380       390       400 
 
              60        70        80                                
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AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVH                                
       .::: . :                                                     
gi|370 AHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGE 
              410       420       430       440       450       460 
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 85.9  bits: 21.0 E():  8.3 
Smith-Waterman score: 50; 33.3% identity (56.4% similar) in 39 aa overlap (1-39:18-52) 
 
                                10        20        30        40    
AAD-12                  AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS 
                        .::.:    :. :. :.: :    . : :. :  : :..     
gi|189 MASKSSITPLLLAAVLASVFAAA---AATGQYCYAGMGLPSNPL-EGCREYVAQQTCGVT 
               10        20           30        40         50       
 
            50        60        70        80                        
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH                        
                                                                    
gi|189 IAGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQR 
         60        70        80        90       100       110       
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 84.7  bits: 18.8 E():  9.8 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (52-72:5-25) 
 
              30        40        50        60        70        80  
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH  
                                     :.:..: :. .::  .  :.:          
gi|462                           AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKN 
                                         10        20        30     
 
gi|462 LNSA 
            
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  56  Z-score: 83.9  bits: 22.8 E():   11 
Smith-Waterman score: 56; 27.8% identity (63.9% similar) in 36 aa overlap (37-72:539-574) 
 
         10        20        30        40        50        60       
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.:.. .   . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYP 
      510       520       530       540       550       560         
 
         70        80                                               
AAD-12 DTTATPLRPLVKVH                                               
        ..  :                                                       
gi|217 TSVQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQP 
      570       580       590       600       610       620         
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 83.7  bits: 22.8 E():   11 
Smith-Waterman score: 56; 25.0% identity (63.9% similar) in 36 aa overlap (37-72:551-586) 
 
         10        20        30        40        50        60       
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.... . . . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYP 
              530       540       550       560       570       580 
 
         70        80                                               
AAD-12 DTTATPLRPLVKVH                                               
        .   :                                                       
gi|217 TSLQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQP 
              590       600       610       620       630       640 
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 83.6  bits: 20.6 E():   11 
Smith-Waterman score: 49; 35.7% identity (52.4% similar) in 42 aa overlap (1-31:37-78) 
 
                                             10              20     
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AAD-12                               AVFSAEVVPAVGGR------TCFADMRAAY 
                                     :. : :.: . ::       :   : ...: 
gi|145 EEESTSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSY 
         10        20        30        40        50        60       
 
                30        40        50        60        70          
AAD-12 -----DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
            ::.::::                                                 
gi|145 VLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAP 
         70        80        90       100       110       120       
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.9  bits: 22.7 E():   14 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (47-64:283-300) 
 
         20        30        40        50        60        70       
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
         80                                                         
AAD-12 VKVH                                                         
                                                                    
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.7  bits: 22.7 E():   14 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (47-64:289-306) 
 
         20        30        40        50        60        70       
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
 
         80                                                         
AAD-12 VKVH                                                         
                                                                    
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.0  bits: 20.0 E():   18 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (20-36:14-30) 
 
               10        20        30        40        50        60 
AAD-12 AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA 
                          .: :.: .:.  .. .:                         
gi|219       MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLI 
                     10        20        30        40        50     
 
               70        80                                         
AAD-12 YIGYGMDTTATPLRPLVKVH                                         
                                                                    
gi|219 IEIDADGSGELEFDEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGYIPTSALREIL 
           60        70        80        90       100       110     
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.7  bits: 20.0 E():   18 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (8-24:141-157) 
 
                                      10        20        30        
AAD-12                        AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
        40        50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 4448



 

 

 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.7  bits: 20.0 E():   18 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (8-24:141-157) 
 
                                      10        20        30        
AAD-12                        AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
        40        50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.6  bits: 20.0 E():   19 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (8-24:144-160) 
 
                                      10        20        30        
AAD-12                        AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
        40        50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.6  bits: 20.0 E():   19 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (8-24:144-160) 
 
                                      10        20        30        
AAD-12                        AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
        40        50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 79.2  bits: 21.5 E():   20 
Smith-Waterman score: 52; 24.3% identity (73.0% similar) in 37 aa overlap (27-62:143-179) 
 
                   10        20        30        40        50       
AAD-12     AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG-HVQ 
                                     .::   .:.: .. .. .::  .... .:. 
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
          60        70        80                                    
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVH                                    
       . :...:                                                      
gi|215 NNGDVFILLVPNFVFVWTGKHSNRMERTTAIRVANDLKSELNRFKLSSVILEDGKEVEQT 
            180       190       200       210       220       230   
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 78.6  bits: 19.6 E():   21 
Smith-Waterman score: 46; 30.8% identity (56.4% similar) in 39 aa overlap (1-39:18-52) 
 
                                10        20        30        40    
AAD-12                  AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS 
                        .::.: ..    :. :.: :    . : :. :  : :..     
gi|439 MASKSSITPLLLAAVLASVFAAATAT---GQYCYAGMGLPSNPL-EGCREYVAQQTCGVT 
               10        20           30        40         50       
 
            50        60        70        80                        
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH                        
                                                                    
gi|439 IAGSPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQ 
         60        70        80        90       100       110       
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>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.5  bits: 19.6 E():   21 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (20-37:126-143) 
 
                          10        20        30        40          
AAD-12            AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . ::..::: :..: ...             
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG         
         100       110       120       130       140                
 
      50        60        70        80 
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.2  bits: 20.5 E():   22 
Smith-Waterman score: 49; 21.9% identity (59.4% similar) in 32 aa overlap (38-69:179-210) 
 
        10        20        30        40        50        60        
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :.  .:.. .... :. ::      : :.. 
gi|219 MWQQSSCHVMQQQCCQQLSQIPEQSRYDAIRAITYSIILQEQQQGQSQQQQPQQSGQGVS 
      150       160       170       180       190       200         
 
        70        80                                                
AAD-12 TTATPLRPLVKVH                                                
        .                                                           
gi|219 QSQQQSQQQLGQCSFQQPQQQLGQQPQQQQVQQGTFLQPHQIAHLEVMTSIALRTLPTMC 
      210       220       230       240       250       260         
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.7  bits: 19.3 E():   24 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (62-79:24-41) 
 
              40        50        60        70        80            
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH            
                                     .:. . :.:  :.: ..:             
gi|379        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
gi|379 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.7  bits: 19.3 E():   24 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (62-79:24-41) 
 
              40        50        60        70        80            
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH            
                                     .:. . :.:  :.: ..:             
gi|121        MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSL 
                      10        20        30        40        50    
 
gi|121 STFKNTEIKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVV 
            60        70        80        90       100       110    
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.7  bits: 19.3 E():   24 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (62-79:24-41) 
 
              40        50        60        70        80            
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH            
                                     .:. . :.:  :.: ..:             
gi|144        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.4  bits: 19.0 E():   25 
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Smith-Waterman score: 44; 50.0% identity (71.4% similar) in 14 aa overlap (65-78:19-32) 
 
           40        50        60        70        80               
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH               
                                     :.: ::  :. :.:                 
gi|135             MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFA 
                           10        20        30        40         
 
gi|135 KALEGKDVKDLLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGL 
       50        60        70        80        90       100         
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 77.0  bits: 19.9 E():   26 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (17-38:74-98) 
 
                             10        20           30        40    
AAD-12               AVFSAEVVPAVGGRTCFADMRAAYDAL---DEATRALVHQRSARHS 
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
 
            50        60        70        80                        
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH                        
                                                                    
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.8  bits: 20.5 E():   27 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (57-73:200-216) 
 
         30        40        50        60        70        80       
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH       
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.3  bits: 19.9 E():   28 
Smith-Waterman score: 47; 33.3% identity (52.8% similar) in 36 aa overlap (17-52:159-191) 
 
                             10        20        30        40       
AAD-12               AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :   . : ..::   :   :: .  :.:   
gi|136 TNTEKLPTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFEIR---HQLTQIHGLYR 
      130       140       150       160       170          180      
 
         50        60        70        80                
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH                
       :..: :                                            
gi|136 SSDKTGGYWKITMNDGSTYQSDLSKKFEYNTEKPPINIDEIKTIEAEIN 
         190       200       210       220       230     
 
>>gi|21757|emb|CAA26383.1| unnamed protein product [Trit  (296 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.1  bits: 20.2 E():   29 
Smith-Waterman score: 48; 21.3% identity (61.7% similar) in 47 aa overlap (26-72:200-246) 
 
                    10        20        30        40        50      
AAD-12      AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :. ....:.. ... :..   :: .: . : 
gi|217 SQVLQQSTYQPLQQLCCQQLWQIPEQSRCQAIHNVVHAIILHQQQRQQQPSSQVSLQQPQ 
     170       180       190       200       210       220          
 
          60        70        80                                    
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVH                                    
       :   .  :. . .  .:                                            
gi|217 QQYPSGQGFFQPSQQNPQAQGSVQPQQLPQFEEIRNLALQTLPRMCNVYIPPYCSTTIAP 
     230       240       250       260       270       280          
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>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 75.1  bits: 18.0 E():   33 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (35-56:37-58) 
 
           10        20        30        40        50        60     
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
           70        80 
AAD-12 GMDTTATPLRPLVKVH 
                        
gi|162 VPQLEIVPNS       
         70             
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.8  bits: 20.5 E():   34 
Smith-Waterman score: 49; 36.7% identity (66.7% similar) in 30 aa overlap (32-61:43-72) 
 
              10        20        30        40        50        60  
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.. . .:: . : : ..::..  : : : 
gi|558 RVRSGGHDYEGLSYRSLQPENFAVVDLNQMRAVLVDGKARTAWVDSGAQLGELYYAISKY 
             20        30        40        50        60        70   
 
              70        80                                          
AAD-12 IGYGMDTTATPLRPLVKVH                                          
                                                                    
gi|558 SRTLAFPAGVCPTIGVGGNLAGGGFGMLLRKYGIAAENVIDVKLVDANGKLHDKKSMGDD 
             80        90       100       110       120       130   
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.7  bits: 20.8 E():   35 
Smith-Waterman score: 50; 25.6% identity (58.1% similar) in 43 aa overlap (22-64:426-468) 
 
                        10        20        30        40        50  
AAD-12          AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     :  ....:   :.. :.  . .:    ..  
gi|258 AERGFFYRNGIYSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNH 
         400       410       420       430       440       450      
 
              60        70        80                                
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVH                                
       : .::::.  . :                                                
gi|258 GVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQISREQARQLKYNR 
         460       470       480       490       500       510      
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.6  bits: 19.9 E():   35 
Smith-Waterman score: 47; 36.0% identity (76.0% similar) in 25 aa overlap (20-44:106-130) 
 
                          10        20        30        40          
AAD-12            AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     ...: . :.:::.:  ... ::. :      
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
 
      50        60        70        80                              
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVH                              
                                                                    
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.1  bits: 21.1 E():   38 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (50-64:609-623) 
 
      20        30        40        50        60        70          
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
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                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
      80                                                            
AAD-12 H                                                            
                                                                    
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.0  bits: 18.6 E():   38 
Smith-Waterman score: 43; 33.3% identity (66.7% similar) in 18 aa overlap (62-79:25-42) 
 
              40        50        60        70        80            
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH            
                                     .:. . :.:  :.:  .:             
gi|990       MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSL 
                     10        20        30        40        50     
 
gi|990 STFKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVV 
           60        70        80        90       100       110     
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.2  bits: 20.4 E():   42 
Smith-Waterman score: 49; 37.9% identity (62.1% similar) in 29 aa overlap (35-63:74-102) 
 
           10        20        30        40        50        60     
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     : .:.: .   ::.. :    : ::.:.:  
gi|112 NRIESEGGYIETWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGL 
            50        60        70        80        90       100    
 
           70        80                                             
AAD-12 GMDTTATPLRPLVKVH                                             
                                                                    
gi|112 IFPGCPSTYEEPAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTG 
           110       120       130       140       150       160    
 
>>gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Globin   (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.8  bits: 18.6 E():   44 
Smith-Waterman score: 43; 30.6% identity (55.6% similar) in 36 aa overlap (3-38:115-150) 
 
                                           10        20        30   
AAD-12                             AVFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                     : :  :  . ..: ::  .::. :  .:   
gi|121 IGDLPNIDGDVTTFVASHTPRGVTHDQLNNFRAGFVSYMKAHTDFAGAEAAWGATLDAFF 
           90       100       110       120       130       140     
 
             40        50        60        70        80 
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
       ..:  .                                           
gi|121 GMVFAKM                                          
          150                                           
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.6  bits: 18.9 E():   45 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (37-52:46-61) 
 
         10        20        30        40        50        60       
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
         70        80                                               
AAD-12 DTTATPLRPLVKVH                                               
                                                                    
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
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>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 72.6  bits: 20.1 E():   46 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (19-33:431-446) 
 
                           10        20         30        40        
AAD-12             AVFSAEVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYS 
                                     :..: :::.: ...::               
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA               
              410       420       430       440                     
 
        50        60        70        80 
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 72.2  bits: 19.5 E():   48 
Smith-Waterman score: 46; 25.4% identity (55.9% similar) in 59 aa overlap (6-64:161-216) 
 
                                        10        20        30      
AAD-12                          AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
                                     .:.:: :    .  ..::...   :: :   
gi|249 MDDASVGSVSSEFHVIESAIEVITYIGEEVKVIPA-GEVEVINKVKAAFST--AATAADE 
              140       150       160        170       180          
 
          40        50        60        70        80                
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH                
          . . ..  :. . .  . .:.:: ::                                
gi|249 APANDKFTVFVSSFNKAIKETTGGAYAGYKFIPTLEAAVKQAYAASSATAPEVKYAVFET 
       190       200       210       220       230       240        
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.0  bits: 18.9 E():   49 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (43-68:76-100) 
 
             20        30        40        50        60        70   
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
             80                                                     
AAD-12 LRPLVKVH                                                     
                                                                    
gi|549 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.0  bits: 18.9 E():   49 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (43-68:76-100) 
 
             20        30        40        50        60        70   
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
             80                                                     
AAD-12 LRPLVKVH                                                     
                                                                    
gi|549 AKYQVGQNVALTGSTAAVYNDPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.0  bits: 19.5 E():   49 
Smith-Waterman score: 46; 55.6% identity (66.7% similar) in 18 aa overlap (57-72:21-38) 
 
         30        40        50          60        70        80     
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGS--AYIGYGMDTTATPLRPLVKVH     
                                     :::  : .:::  : :.:             
gi|330           MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAP 
                         10        20        30        40        50 
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gi|330 AGAEPAGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLS 
               60        70        80        90       100       110 
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 72.0  bits: 18.0 E():   49 
Smith-Waterman score: 41; 22.2% identity (70.4% similar) in 27 aa overlap (11-37:36-61) 
 
                                   10        20        30        40 
AAD-12                     AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA 
                                     ..:..  :: . ... ::.   ....:    
gi|207 IVSEKDIDAALESVKAAGSFNYKIFFQKVGLAGKSA-ADAKKVFEILDRDKSGFIEQDEL 
          10        20        30        40         50        60     
 
               50        60        70        80      
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH      
                                                     
gi|207 GLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
           70        80        90       100          
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 72.0  bits: 18.9 E():   49 
Smith-Waterman score: 44; 29.6% identity (77.8% similar) in 27 aa overlap (42-68:77-102) 
 
              20        30        40        50        60        70  
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::... .:... :. ..  .:: ::    
gi|549 LKVHNDFRQKVAKGLETRGNPGPQPPAKNMNNLVWND-ELANIAQVWASQCNYGHDTCKD 
         50        60        70        80         90       100      
 
              80                                                    
AAD-12 PLRPLVKVH                                                    
                                                                    
gi|549 TEKYPVGQNIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWA 
         110       120       130       140       150       160      
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 71.8  bits: 19.8 E():   51 
Smith-Waterman score: 47; 19.4% identity (52.8% similar) in 72 aa overlap (10-74:297-366) 
 
                                    10             20        30     
AAD-12                      AVFSAEVVPAVGGRT-----CFADMRAAYDALDEATRAL 
                                     :.:: .     : ..   : :  :.  . . 
gi|113 FTDNVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPD--DQIKKNV 
        270       280       290       300       310         320     
 
             40        50        60        70        80             
AAD-12 VHQRS--ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH             
       . . .  : .:....  .   . . :. ..  : : . ::..                   
gi|113 LARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTS 
          330       340       350       360       370       380     
 
gi|113 SAGVFSCHPGAPC 
          390        
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 71.8  bits: 19.8 E():   51 
Smith-Waterman score: 47; 19.4% identity (52.8% similar) in 72 aa overlap (10-74:297-366) 
 
                                    10             20        30     
AAD-12                      AVFSAEVVPAVGGRT-----CFADMRAAYDALDEATRAL 
                                     :.:: .     : ..   : :  :.  . . 
gi|166 FTDNVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPD--DQIKKNV 
        270       280       290       300       310         320     
 
             40        50        60        70        80             
AAD-12 VHQRS--ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH             
       . . .  : .:....  .   . . :. ..  : : . ::..                   
gi|166 LARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTS 
          330       340       350       360       370       380     
 
gi|166 SAGVFSCRPGAPC 
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          390        
 
>>gi|56417506|gb|AAV90694.1| GE-rich salivary protein 30  (266 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.6  bits: 19.2 E():   52 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (37-67:183-213) 
 
         10        20        30        40        50        60       
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
            160       170       180       190       200       210   
 
         70        80                                         
AAD-12 DTTATPLRPLVKVH                                         
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
            220       230       240       250       260       
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 71.5  bits: 18.6 E():   52 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (37-51:138-152) 
 
         10        20        30        40        50        60       
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
         70        80 
AAD-12 DTTATPLRPLVKVH 
                      
gi|391 ASIDTILTKV     
       170            
 
>>gi|56417504|gb|AAV90693.1| 30 kDa salivary gland aller  (271 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.4  bits: 19.2 E():   53 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (37-67:188-218) 
 
         10        20        30        40        50        60       
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
       160       170       180       190       200       210        
 
         70        80                                         
AAD-12 DTTATPLRPLVKVH                                         
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
       220       230       240       250       260       270  
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.0  bits: 19.5 E():   56 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (62-71:284-293) 
 
              40        50        60        70        80            
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH            
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.8  bits: 17.7 E():   57 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (47-64:26-43) 
 
         20        30        40        50        60        70       
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : .. :. :: :..  ::             
gi|897      EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQ 
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                    10        20        30        40        50      
 
         80                                           
AAD-12 VKVH                                           
                                                      
gi|897 QGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
          60        70        80        90       100  
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.5  bits: 19.8 E():   59 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (34-55:332-353) 
 
            10        20        30        40        50        60    
AAD-12 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     : :     ::..:. .  :.::         
gi|259 LTTLNSLNLPILKWLQLSVEKGVLYKNALVLPHWNLNSHSIIYGCKGKGQVQVVDNFGNR 
             310       320       330       340       350       360  
 
            70        80                                            
AAD-12 YGMDTTATPLRPLVKVH                                            
                                                                    
gi|259 VFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRAMTSPLAGRTSVLGGMPEEVL 
             370       380       390       400       410       420  
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 70.4  bits: 20.7 E():   60 
Smith-Waterman score: 50; 28.9% identity (60.5% similar) in 38 aa overlap (19-56:827-864) 
 
                           10        20        30        40         
AAD-12             AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     ...:: :  :.:   :   :. ..: : .. 
gi|377 NEKVKVYKRQMQEQEGMSQQNLTRVRRFQRELEAAEDRADQAESNLSFIRAKHRSWVTTS 
        800       810       820       830       840       850       
 
       50        60        70        80 
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
       .  : ..:                         
gi|377 QVPGGTRQVFTTQEETTNY              
        860       870                   
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 70.4  bits: 20.7 E():   60 
Smith-Waterman score: 57; 39.4% identity (63.6% similar) in 33 aa overlap (38-70:4-31) 
 
        10        20        30        40        50        60        
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :::..  .:..:. ::   .:.  : :: : 
gi|219                            MAARSAKY--MYQSSRAGH---GGDISIEYGTD 
                                            10           20         
 
        70        80                                                
AAD-12 TTATPLRPLVKVH                                                
         :                                                          
gi|219 LGALTRLEDKIRLLSEDLESERELRQRVEREKSDITVQLMNLTERLEETEGSSESVTEMN 
       30        40        50        60        70        80         
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.2  bits: 20.1 E():   61 
Smith-Waterman score: 48; 22.9% identity (57.1% similar) in 35 aa overlap (28-62:339-373) 
 
                  10        20        30        40        50        
AAD-12    AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     ::  .:  . :  : . ...:.. : . .: 
gi|131 LLQPVSTPGEFELFFGAGGENPESFFKSFSDEILEAAFNTRRDRLQRIFGQQRQGVIVKA 
      310       320       330       340       350       360         
 
        60        70        80                                      
AAD-12 GSAYIGYGMDTTATPLRPLVKVH                                      
       .   .                                                        
gi|131 SEEQVRAMSRHEEGGIWPFGGESKGTINIYQQRPTHSNQYGQLHEVDASQYRQLRDLDLT 
      370       380       390       400       410       420         
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>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.9  bits: 17.7 E():   64 
Smith-Waterman score: 40; 25.6% identity (59.0% similar) in 39 aa overlap (34-72:54-92) 
 
            10        20        30        40        50        60    
AAD-12 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     :. . : . . : : .  : . ..:.:  : 
gi|117 KAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAG 
            30        40        50        60        70        80    
 
            70        80              
AAD-12 YGMDTTATPLRPLVKVH              
        . .. :.:                      
gi|117 GSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
            90       100       110    
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 69.9  bits: 14.9 E():   64 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (40-54:1-15) 
 
      10        20        30        40        50        60          
AAD-12 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                     :: . : : ..::..                
gi|323                               ARTAWVDSGAQLGELSY              
                                             10                     
 
      70        80 
AAD-12 ATPLRPLVKVH 
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 69.4  bits: 19.8 E():   68 
Smith-Waterman score: 47; 33.3% identity (66.7% similar) in 36 aa overlap (23-57:123-158) 
 
                       10        20         30        40        50  
AAD-12         AVFSAEVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYSQSKL 
                                     :. ..: .  ::.: . .:: . : : ..: 
gi|558 VCGRRHGVRIRVRSGGHDYEGLSYRSERPEAFAVVDLNKMRAVVVDGKARTAWVDSGAQL 
            100       110       120       130       140       150   
 
              60        70        80                                
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVH                                
       :..  :                                                       
gi|558 GELYYAIAKNSPVLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGT 
            160       170       180       190       200       210   
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.3  bits: 17.9 E():   69 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (69-76:34-41) 
 
       40        50        60        70        80                   
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH                   
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 42; 35.5% identity (61.3% similar) in 31 aa overlap (31-61:53-82) 
 
               10        20        30        40        50        60 
AAD-12 AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA 
                                     :  :::   : .  ...: :.  ...:: : 
gi|144 FLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQ-KVDVIDKAGLA 
             30        40        50        60        70         80  
 
               70        80                                         
AAD-12 YIGYGMDTTATPLRPLVKVH                                         
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       :                                                            
gi|144 YTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEKSA 
              90       100       110       120       130       140  
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.7  bits: 17.6 E():   74 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (35-56:6-27) 
 
           10        20        30        40        50        60     
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159                          IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
                                        10        20        30      
 
           70        80                                             
AAD-12 GMDTTATPLRPLVKVH                                             
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFXQFYQPDAYPSGAWY 
          40        50        60        70        80        90      
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 68.7  bits: 15.2 E():   74 
Smith-Waterman score: 36; 44.0% identity (56.0% similar) in 25 aa overlap (51-75:2-24) 
 
               30        40        50        60        70        80 
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     ::..  :  :  : :. : :::  :      
gi|751                              DLGYAP-ATPAAPGAGY-TPATPAAP      
                                             10         20          
 
>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 48; 27.1% identity (58.6% similar) in 70 aa overlap (3-67:82-150) 
 
                                           10        20          30 
AAD-12                             AVFSAEVVPAVGGRTCFADMRAAYD--ALDEA 
                                     : .:.:  .:. . .  :..     : ..  
gi|170 MAKFPQFAGKDLETLKGTGQFATHAGRIVGFVSEIVALMGNSANMPAMETLIKDMAANHK 
              60        70        80        90       100       110  
 
               40           50        60        70        80 
AAD-12 TRALVHQRSA--RHSLV-YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
       .:.. . .    : ::: : :::..  .. :.:.   :.:              
gi|170 ARGIPKAQFNEFRASLVSYLQSKVSWNDSLGAAWT-QGLDNVFNMMFSYL    
             120       130       140        150       160    
 
>>gi|16555781|emb|CAD10374.1| ypr10 [Castanea sativa]     (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 41; 46.2% identity (76.9% similar) in 13 aa overlap (1-13:38-50) 
 
                                             10        20        30 
AAD-12                               AVFSAEVVPAVGGRTCFADMRAAYDALDEA 
                                     :. :::.. . ::                  
gi|165 NEITSAIPPGRLFKAFVLDADNLIPKLAPHAIKSAEIIEGNGGPGTIKKITFGEGSQFKY 
        10        20        30        40        50        60        
 
               40        50        60        70        80           
AAD-12 TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH           
                                                                    
gi|165 VKHRIDEIDQANFTYCYSVIEGDVVNELLEKISYEIKIVASPDGGSILKNTSKYHTKGEQ 
        70        80        90       100       110       120        
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 68.6  bits: 15.8 E():   75 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (52-72:5-25) 
 
              30        40        50        60        70        80  
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH  
                                     :.: .: :  : : .   :.:          
gi|462                           TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXL 
                                         10        20        30     
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gi|462 SSA 
           
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.6  bits: 17.6 E():   75 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (62-79:25-42) 
 
              40        50        60        70        80            
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH            
                                     .:. . :.:  ..: ..:             
gi|144       MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSL 
                     10        20        30        40        50     
 
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVE 
           60        70        80        90       100       110     
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (25-53:101-129) 
 
                     10        20        30        40        50     
AAD-12       AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
           60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVH 
                                  
gi|273 RRRR                       
                                  
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (25-53:101-129) 
 
                     10        20        30        40        50     
AAD-12       AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
           60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVH 
                                  
gi|273 RRRR                       
                                  
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 68.4  bits: 18.8 E():   77 
Smith-Waterman score: 44; 28.9% identity (57.9% similar) in 38 aa overlap (35-72:3-38) 
 
           10        20        30        40        50        60     
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     ::: ..  .:  . . ..    . .: .:: 
gi|398                             MAVHQYTV--ALFLAVALVAGPAASYAADLGY 
                                             10        20        30 
 
           70        80                                             
AAD-12 GMDTTATPLRPLVKVH                                             
       :  : :.:                                                     
gi|398 GPATPAAPAAGYTPATPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKY 
               40        50        60        70        80        90 
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.4  bits: 18.2 E():   77 
Smith-Waterman score: 42; 29.6% identity (70.4% similar) in 27 aa overlap (42-68:76-101) 
 
              20        30        40        50        60        70  
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
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                                     ..::.. ..:... :  ..   :: ::    
gi|549 LKIHNDFRNKVARGLETRGNPGPQPPAKNMNNLVWN-NELANIAQIWASQCKYGHDTCKD 
          50        60        70        80         90       100     
 
              80                                                    
AAD-12 PLRPLVKVH                                                    
                                                                    
gi|549 TTKYNVGQNIAVSSSTAAVYENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWA 
          110       120       130       140       150       160     
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 68.3  bits: 15.2 E():   77 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (69-75:5-11) 
 
       40        50        60        70        80          
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH          
                                     : .:.::               
gi|751                           TKSQTHVPIRPNKLVLKVQKDRATN 
                                         10        20      
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.1  bits: 17.3 E():   80 
Smith-Waterman score: 39; 32.3% identity (54.8% similar) in 31 aa overlap (50-79:20-49) 
 
      20        30        40        50        60         70         
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT-TATPLRPLVK 
                                     : :  .. :  :   :.:. .:  :. : : 
gi|131            AFKGILSNADIKAAEAACFKEGSFDEDGF-YAKVGLDAFSADELKKLFK 
                          10        20         30        40         
 
       80                                                           
AAD-12 VH                                                           
       .                                                            
gi|131 IADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDK 
       50        60        70        80        90       100         
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 68.0  bits: 17.6 E():   81 
Smith-Waterman score: 40; 24.1% identity (46.6% similar) in 58 aa overlap (2-50:12-69) 
 
                         10        20                 30        40  
AAD-12           AVFSAEVVPAVGGRTCFADMRAAYDAL---------DEATRALVHQRSAR 
                  :..: :   . :     . : :.: :         :.. ..:.:      
gi|856 MKFIITLFAAIVMAAAVSGFIVGDKKEDEWRMAFDRLMMEELETKIDQVEKGLLHLSEQY 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH                      
       . :  ..::                                                    
gi|856 KELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLNMFERYNYEFALESIKLL 
               70        80        90       100       110       120 
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.0  bits: 18.8 E():   81 
Smith-Waterman score: 44; 26.7% identity (70.0% similar) in 30 aa overlap (33-62:232-259) 
 
             10        20        30        40        50        60   
AAD-12 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                     : .:  :. ::....:..  . ::. . .. 
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIH--SVVHSIIMQQQQQQQQQQGIDIFL 
             210       220       230         240       250          
 
             70        80                                           
AAD-12 GYGMDTTATPLRPLVKVH                                           
                                                                    
gi|170 PLSQHEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSIMRAPFAS 
     260       270       280       290       300       310          
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.6 E():   83 
Smith-Waterman score: 40; 46.7% identity (66.7% similar) in 15 aa overlap (2-16:16-30) 
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                             10        20        30        40       
AAD-12               AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                      ::   .: :::.. :                               
gi|217 MASKSNYNLLFTALLVFIFAAVAAVGNEDCTPWTSTLITPLPSCRNYVEEQACRIEMPGP 
               10        20        30        40        50        60 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.8  bits: 18.2 E():   83 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (30-63:71-104) 
 
                10        20        30        40        50          
AAD-12  AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 
                                     :   :: .:.: .   ::..      : :  
gi|221 AQRPDNRIESEGGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGR 
               50        60        70        80        90       100 
 
      60        70        80                                        
AAD-12 AYIGYGMDTTATPLRPLVKVH                                        
       .:.:                                                         
gi|221 GYFGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQKVHRFDEGDLIAV 
              110       120       130       140       150       160 
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 67.5  bits: 14.6 E():   86 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (66-73:10-17) 
 
          40        50        60        70        80 
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :.:  :::        
gi|244                      IGNEDCTPWMSTLITPLP       
                                    10               
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.3 E():   86 
Smith-Waterman score: 41; 33.3% identity (51.9% similar) in 27 aa overlap (13-39:2-27) 
 
               10        20        30        40        50        60 
AAD-12 AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA 
                   :  :.: :    . : :. :  : :..                      
gi|253            TGPYCYAGMGLPINPL-EGCREYVAQQTCGISISGSAVSTEPGNTPRDR 
                          10         20        30        40         
 
               70        80                                         
AAD-12 YIGYGMDTTATPLRPLVKVH                                         
                                                                    
gi|253 CCKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMT 
       50        60        70        80        90       100         
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 18.2 E():   87 
Smith-Waterman score: 42; 33.3% identity (71.4% similar) in 21 aa overlap (52-72:72-92) 
 
              30        40        50        60        70        80  
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH  
                                     : ...: .::   : ...:.:          
gi|383 TASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEE 
              50        60        70        80        90       100  
 
gi|383 EEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEEL 
             110       120       130       140       150       160  
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.3  bits: 19.1 E():   89 
Smith-Waterman score: 45; 43.8% identity (81.2% similar) in 16 aa overlap (19-34:217-232) 
 
                           10        20        30        40         
AAD-12             AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     :...: .:::  :.:.               
gi|144 AEVYQKLKALAKKTYGQSAGNVGDEGGVAPDIQTAEEALDLITKAIEEAGYTGKIKIAMD 
        190       200       210       220       230       240       
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       50        60        70        80                             
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH                             
                                                                    
gi|144 VASSEFYKADEKKYDLDFKNPDSDKSKWLTYEQLAEMYKSLAEKYPIVSIEDPFAEDDWE 
        250       260       270       280       290       300       
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.6 E():   89 
Smith-Waterman score: 40; 30.0% identity (65.0% similar) in 20 aa overlap (11-30:59-78) 
 
                                   10        20        30        40 
AAD-12                     AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA 
                                     .:  : .. :.   :..:.:           
gi|186 TVFPKVLPQLIKSVEILEGDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYTYTTIG 
       30        40        50        60        70        80         
 
               50        60        70        80                     
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH                     
                                                                    
gi|186 GDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVE 
       90       100       110       120       130       140         
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.6  bits: 17.9 E():   96 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (43-68:76-100) 
 
             20        30        40        50        60        70   
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDI 
          50        60        70        80         90       100     
 
             80                                                     
AAD-12 LRPLVKVH                                                     
                                                                    
gi|549 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.6  bits: 17.9 E():   96 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (43-68:76-100) 
 
             20        30        40        50        60        70   
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
             80                                                     
AAD-12 LRPLVKVH                                                     
                                                                    
gi|549 AKYPVGQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.4  bits: 17.9 E():   99 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (43-68:81-105) 
 
             20        30        40        50        60        70   
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|115 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
               60        70        80         90       100          
 
             80                                                     
AAD-12 LRPLVKVH                                                     
                                                                    
gi|115 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
     110       120       130       140       150       160          
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>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.3  bits: 17.0 E(): 1e 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (17-30:39-52) 
 
                             10        20        30        40       
AAD-12               AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|191 TLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
         50        60        70        80           
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH           
                                                    
gi|191 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.3  bits: 17.0 E(): 1e 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (17-30:39-52) 
 
                             10        20        30        40       
AAD-12               AVFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|730 TLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
         50        60        70        80           
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH           
                                                    
gi|730 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:51 2011 done: Fri Jan 21 00:02:51 2011 
 Total Scan time:  0.060 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 123  - 202 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     1     0:= 
  28     2     0:= 
  30     8     2:*== 
  32     7     8:==* 
  34    14    22:=====  * 
  36    30    44:==========    * 
  38    30    73:==========              * 
  40    87   102:=============================    * 
  42   113   125:======================================   * 
  44   165   138:=============================================*========= 
  46   120   140:========================================      * 
  48   140   134:============================================*== 
  50   114   122:======================================  * 
  52   145   108:===================================*============= 
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  54   123    92:==============================*========== 
  56    50    77:=================        * 
  58    67    63:====================*== 
  60    52    51:================*= 
  62    45    41:=============*= 
  64    49    33:==========*====== 
  66    33    26:========*== 
  68    19    20:======* 
  70    10    16:==== * 
  72    14    12:===*= 
  74     8    10:===* 
  76     8     8:==* 
  78     8     6:=*= 
  80     5     5:=* 
  82     3     3:* 
  84     2     3:* 
  86     4     2:*= 
  88     2     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     3     1:*         :*== 
  94     2     1:*         :*= 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     1     0:=         *= 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     1     0:=         *= 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.79790.00304; mu= 5.7173 0.158 
 mean_var=32.5660 8.308, 0's: 2 Z-trim: 3  B-trim: 22 in 1/43 
 Lambda= 0.224746 
 Kolmogorov-Smirnov  statistic: 0.0563 (N=29) at  42 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   74 28.6    0.11 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   60 24.2    0.83 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   58 23.6     1.2 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   57 23.2     2.5 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   57 23.2     2.6 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   57 23.1     3.6 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   57 23.1     3.7 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   59 23.7       4 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   52 21.6     4.4 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   52 21.6       5 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   52 21.6       5 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.6     5.7 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 23.1     6.9 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 23.1     7.2 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 23.1     7.2 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 23.1     7.3 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   56 22.8     8.5 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 18.8     9.7 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   49 20.6      11 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   56 22.7      11 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   56 22.7      11 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 22.7      14 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 22.7      15 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   50 20.9      17 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 20.0      18 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 20.0      18 
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gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 20.0      18 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 20.0      19 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 20.0      19 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   52 21.5      20 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.7      21 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   49 20.6      22 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.3      23 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.3      23 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.3      23 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   44 19.0      24 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.9      26 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   45 19.3      26 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 20.5      26 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   47 19.9      28 
gi|21757|emb|CAA26383.1| unnamed protein product [ ( 296)   48 20.2      29 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 18.1      32 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   48 20.2      33 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   49 20.5      34 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   47 19.9      34 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   50 20.8      34 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   44 19.0      34 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   43 18.7      36 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 21.1      37 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   48 20.2      39 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   48 20.2      39 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   49 20.5      41 
gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Glo ( 151)   43 18.7      42 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 19.0      44 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 20.2      44 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   46 19.6      46 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   41 18.1      47 
gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Veno ( 204)   44 19.0      47 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   44 19.0      47 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   46 19.6      47 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   44 19.0      47 
gi|56417506|gb|AAV90694.1| GE-rich salivary protei ( 266)   45 19.3      50 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.7      50 
gi|56417504|gb|AAV90693.1| 30 kDa salivary gland a ( 271)   45 19.3      51 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 19.6      53 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 17.7      54 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   47 19.8      57 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   50 20.7      58 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   50 20.7      58 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   48 20.1      59 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 15.0      59 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   40 17.7      60 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.8      65 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.0      65 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.3      68 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 17.7      70 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   41 18.0      70 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 15.9      70 
gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   41 18.0      70 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 17.7      71 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.3      71 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   40 17.7      72 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   40 17.7      72 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   42 18.3      73 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   44 18.9      73 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.4      75 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   40 17.7      76 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   44 18.9      77 
gi|21711|emb|CAA42453.1| CM 17 protein precursor [ ( 143)   40 17.7      77 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   42 18.3      78 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 14.7      78 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   39 17.4      80 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   42 18.3      82 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   40 17.7      84 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   45 19.2      84 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   41 18.0      90 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   41 18.0      90 
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gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   41 18.0      93 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   38 17.1      93 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   38 17.1      93 
gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos t ( 172)   40 17.7      94 
gi|29170509|gb|AAO65960.1| oleosin [Corylus avella ( 140)   39 17.4      94 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   45 19.2      97 
gi|198250343|gb|ACH85188.1| main allergen 15 kDa o ( 145)   39 17.4      98 
gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin  ( 145)   39 17.4      98 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   39 17.4      98 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  57 init1:  57 opt:  74  Z-score: 119.4  bits: 28.6 E(): 0.11 
Smith-Waterman score: 74; 24.6% identity (54.1% similar) in 61 aa overlap (11-71:309-363) 
 
                                   10        20        30        40 
AAD-12                     VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR 
                                     :.: :  : :.  ..: .      : ..:  
gi|113 HGFFQVVNNNYDKWGSYAIGGSASPTILSQGNRFCAPDERSKKNVLGR------HGEAAA 
      280       290       300       310       320             330   
 
               50        60        70        80                     
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP                     
       .:. ..      : . :. ... :.: . ::                              
gi|113 ESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEPGESALSLTSSAGVLSCQP 
            340       350       360       370       380       390   
 
gi|113 GAPC 
            
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  60  Z-score: 103.9  bits: 24.2 E(): 0.83 
Smith-Waterman score: 60; 28.8% identity (64.4% similar) in 59 aa overlap (2-58:11-65) 
 
                        10        20          30        40          
AAD-12          VFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSK 
                 :.: :. : : .    :.:  .: :  ..:..:.   ....:.:.: : . 
gi|111 MKFAIVLIACFAASVL-AQGHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQ 
               10         20        30        40           50       
 
      50        60        70        80                              
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHP                              
       : ....  :                                                    
gi|111 LDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKI 
         60        70        80        90       100       110       
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 101.3  bits: 23.6 E():  1.2 
Smith-Waterman score: 58; 26.9% identity (57.7% similar) in 52 aa overlap (16-67:26-77) 
 
                         10        20        30        40        50 
AAD-12           VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                :::      :.  . . :  ..:.   :.... .. 
gi|527 MVHHITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNV 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHP                               
        :::.:.. :   .: :                                            
gi|527 DHVQDAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAG 
               70        80        90       100       110       120 
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 95.3  bits: 23.2 E():  2.5 
Smith-Waterman score: 57; 29.3% identity (60.3% similar) in 58 aa overlap (17-69:93-149) 
 
                             10        20             30        40  
AAD-12               VFSAEVVPAVGGRTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|144 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
             70        80        90       100        110       120  
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              50        60        70        80                      
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP                      
       .. :  .:. .: .:...:.. :  : :                                 
gi|144 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
             130       140       150       160       170       180  
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 95.2  bits: 23.2 E():  2.6 
Smith-Waterman score: 57; 29.3% identity (60.3% similar) in 58 aa overlap (17-69:97-153) 
 
                             10        20             30        40  
AAD-12               VFSAEVVPAVGGRTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|622 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
         70        80        90       100       110        120      
 
              50        60        70        80                      
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP                      
       .. :  .:. .: .:...:.. :  : :                                 
gi|622 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
         130       140       150       160       170       180      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  57  Z-score: 92.5  bits: 23.1 E():  3.6 
Smith-Waterman score: 57; 25.9% identity (54.3% similar) in 81 aa overlap (2-70:185-265) 
 
                                            10            20        
AAD-12                              VFSAEVVPAVGG----RTCFADMRAAYDALD 
                                     :.  .  ..::      :. ...::      
gi|168 IDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAY 
          160       170       180       190       200       210     
 
        30              40        50          60        70          
AAD-12 EATRALVHQ------RSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATPLRPLVKVH 
        :: : . :      ..:  . . ..:.. .:.:  .:.: .. :  ::::          
gi|168 AATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATV 
          220       230       240       250       260       270     
 
      80       
AAD-12 P       
               
gi|168 AAGGYKV 
          280  
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  57  Z-score: 92.2  bits: 23.1 E():  3.7 
Smith-Waterman score: 57; 25.9% identity (54.3% similar) in 81 aa overlap (2-70:194-274) 
 
                                            10            20        
AAD-12                              VFSAEVVPAVGG----RTCFADMRAAYDALD 
                                     :.  .  ..::      :. ...::      
gi|330 IDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAY 
           170       180       190       200       210       220    
 
        30              40        50          60        70          
AAD-12 EATRALVHQ------RSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATPLRPLVKVH 
        :: : . :      ..:  . . ..:.. .:.:  .:.: .. :  ::::          
gi|330 AATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATV 
           230       240       250       260       270       280    
 
      80       
AAD-12 P       
               
gi|330 AAGGYKV 
           290 
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  59  Z-score: 91.7  bits: 23.7 E():    4 
Smith-Waterman score: 59; 35.6% identity (60.0% similar) in 45 aa overlap (36-73:198-242) 
 
          10        20        30        40        50                
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AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL------GHVQQAGSA 
                                     ::. :..:  .:. :      :  ..: .  
gi|303 LVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALAD 
       170       180       190       200       210       220        
 
      60         70        80                                       
AAD-12 YIGYGMDT-TATPLRPLVKVHP                                       
        .:.:::: ::  .:                                              
gi|303 VLGFGMDTETARKVRGEDDQRGHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICS 
       230       240       250       260       270       280        
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 90.9  bits: 21.6 E():  4.4 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (18-58:11-50) 
 
               10        20          30        40        50         
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKLGHVQQAGS 
                        :.:  .: :  ..:..:.   ....:.:.: : .: ....  : 
gi|160        GSQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQLDELNENKS 
                      10        20           30        40        50 
 
       60        70        80                                       
AAD-12 AYIGYGMDTTATPLRPLVKVHP                                       
                                                                    
gi|160 KELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETE 
               60        70        80        90       100       110 
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 89.9  bits: 21.6 E():    5 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (18-58:26-65) 
 
                       10        20          30        40        50 
AAD-12         VFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                                :.:  .: :  ..:..:.   ....:.:.: : .: 
gi|420 MKFAIVLIACFAASVLAQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
               60        70        80                               
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHP                               
        ....  :                                                     
gi|420 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
        60        70        80        90       100       110        
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 89.9  bits: 21.6 E():    5 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (18-58:26-65) 
 
                       10        20          30        40        50 
AAD-12         VFSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                                :.:  .: :  ..:..:.   ....:.:.: : .: 
gi|111 MKFAIVLIACFAASVLAQEHKPEKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
               60        70        80                               
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHP                               
        ....  :                                                     
gi|111 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
        60        70        80        90       100       110        
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 88.9  bits: 21.6 E():  5.7 
Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (23-46:29-52) 
 
                     10        20        30        40        50     
AAD-12       VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                   : : :::  : .  ..: .: .::         
gi|144 KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLSDS 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHP                                   
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gi|144 KVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAGGE 
               70        80        90       100       110       120 
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.4  bits: 23.1 E():  6.9 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (19-58:372-411) 
 
                           10        20        30        40         
AAD-12             VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|224 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             350       360       370       380       390       400  
 
       50        60        70        80                             
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP                             
         .::: . :                                                   
gi|224 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             410       420       430       440       450       460  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.1  bits: 23.1 E():  7.2 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (19-58:392-431) 
 
                           10        20        30        40         
AAD-12             VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|571 GNRSPHIYDPQRWFTQNCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
       50        60        70        80                             
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP                             
         .::: . :                                                   
gi|571 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFA 
             430       440       450       460       470       480  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.1  bits: 23.1 E():  7.2 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (19-58:392-431) 
 
                           10        20        30        40         
AAD-12             VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|199 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
       50        60        70        80                             
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP                             
         .::: . :                                                   
gi|199 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             430       440       450       460       470       480  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.0  bits: 23.1 E():  7.3 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (19-58:400-439) 
 
                           10        20        30        40         
AAD-12             VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|213 RSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
     370       380       390       400       410       420          
 
       50        60        70        80                             
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP                             
         .::: . :                                                   
gi|213 GRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLA 
     430       440       450       460       470       480          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 85.7  bits: 22.8 E():  8.5 
Smith-Waterman score: 56; 28.9% identity (52.6% similar) in 38 aa overlap (21-58:371-408) 
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                         10        20        30        40        50 
AAD-12           VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :  : . .  ..:  .  ::..:      
gi|370 RSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGR 
              350       360       370       380       390       400 
 
               60        70        80                               
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHP                               
       .::: . :                                                     
gi|370 AHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGE 
              410       420       430       440       450       460 
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 84.7  bits: 18.8 E():  9.7 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (51-71:5-25) 
 
               30        40        50        60        70        80 
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     :.:..: :. .::  .  :.:          
gi|462                           AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKN 
                                         10        20        30     
 
gi|462 LNSA 
            
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  41 init1:  41 opt:  49  Z-score: 84.1  bits: 20.6 E():   11 
Smith-Waterman score: 49; 34.2% identity (55.3% similar) in 38 aa overlap (1-38:19-52) 
 
                                 10        20        30        40   
AAD-12                   VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS 
                         ::.:    :. :. :.: :    . : :. :  : :..     
gi|189 MASKSSITPLLLAAVLASVFAAA---AATGQYCYAGMGLPSNPL-EGCREYVAQQTCGVT 
               10        20           30        40         50       
 
             50        60        70        80                       
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP                       
                                                                    
gi|189 IAGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQR 
         60        70        80        90       100       110       
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  56  Z-score: 83.7  bits: 22.7 E():   11 
Smith-Waterman score: 56; 27.8% identity (63.9% similar) in 36 aa overlap (36-71:539-574) 
 
          10        20        30        40        50        60      
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.:.. .   . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYP 
      510       520       530       540       550       560         
 
          70        80                                              
AAD-12 DTTATPLRPLVKVHP                                              
        ..  :                                                       
gi|217 TSVQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQP 
      570       580       590       600       610       620         
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 83.5  bits: 22.7 E():   11 
Smith-Waterman score: 56; 25.0% identity (63.9% similar) in 36 aa overlap (36-71:551-586) 
 
          10        20        30        40        50        60      
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.... . . . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYP 
              530       540       550       560       570       580 
 
          70        80                                              
AAD-12 DTTATPLRPLVKVHP                                              
        .   :                                                       
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gi|217 TSLQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQP 
              590       600       610       620       630       640 
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.8  bits: 22.7 E():   14 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (46-63:283-300) 
 
          20        30        40        50        60        70      
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
          80                                                        
AAD-12 VKVHP                                                        
                                                                    
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.6  bits: 22.7 E():   15 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (46-63:289-306) 
 
          20        30        40        50        60        70      
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
 
          80                                                        
AAD-12 VKVHP                                                        
                                                                    
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 80.3  bits: 20.9 E():   17 
Smith-Waterman score: 50; 22.2% identity (49.4% similar) in 81 aa overlap (6-80:47-125) 
 
                                        10        20        30      
AAD-12                          VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVH 
                                     .. .:::.   ::.  :   ..     :.  
gi|144 VDARFPRSLQPKWAYLDSNEFPRSKIGDSPIAGVVGGQD--ADLAEAPFQISLLKDYLIM 
         20        30        40        50          60        70     
 
                40        50        60        70        80          
AAD-12 QRSA------RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP          
       .:         .: : . ..  . :.:.:  . :: .  ..     .::.:          
gi|144 KRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQ 
           80        90       100       110       120       130     
 
gi|144 DQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKG 
          140       150       160       170       180       190     
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.0  bits: 20.0 E():   18 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (19-35:14-30) 
 
               10        20        30        40        50        60 
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                         .: :.: .:.  .. .:                          
gi|219      MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLII 
                    10        20        30        40        50      
 
               70        80                                         
AAD-12 IGYGMDTTATPLRPLVKVHP                                         
                                                                    
gi|219 EIDADGSGELEFDEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGYIPTSALREILR 
          60        70        80        90       100       110      
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
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 initn:  47 init1:  47 opt:  47  Z-score: 79.8  bits: 20.0 E():   18 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (7-23:141-157) 
 
                                       10        20        30       
AAD-12                         VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
         40        50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.8  bits: 20.0 E():   18 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (7-23:141-157) 
 
                                       10        20        30       
AAD-12                         VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
         40        50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.7  bits: 20.0 E():   19 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (7-23:144-160) 
 
                                       10        20        30       
AAD-12                         VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
         40        50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.7  bits: 20.0 E():   19 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (7-23:144-160) 
 
                                       10        20        30       
AAD-12                         VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
         40        50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 79.2  bits: 21.5 E():   20 
Smith-Waterman score: 52; 24.3% identity (73.0% similar) in 37 aa overlap (26-61:143-179) 
 
                    10        20        30        40        50      
AAD-12      VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG-HVQ 
                                     .::   .:.: .. .. .::  .... .:. 
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
           60        70        80                                   
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHP                                   
       . :...:                                                      
gi|215 NNGDVFILLVPNFVFVWTGKHSNRMERTTAIRVANDLKSELNRFKLSSVILEDGKEVEQT 
            180       190       200       210       220       230   
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.6  bits: 19.7 E():   21 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (19-36:126-143) 
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                           10        20        30        40         
AAD-12             VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . ::..::: :..: ...             
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG         
         100       110       120       130       140                
 
       50        60        70        80 
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.3  bits: 20.6 E():   22 
Smith-Waterman score: 49; 21.9% identity (59.4% similar) in 32 aa overlap (37-68:179-210) 
 
         10        20        30        40        50        60       
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :.  .:.. .... :. ::      : :.. 
gi|219 MWQQSSCHVMQQQCCQQLSQIPEQSRYDAIRAITYSIILQEQQQGQSQQQQPQQSGQGVS 
      150       160       170       180       190       200         
 
         70        80                                               
AAD-12 TTATPLRPLVKVHP                                               
        .                                                           
gi|219 QSQQQSQQQLGQCSFQQPQQQLGQQPQQQQVQQGTFLQPHQIAHLEVMTSIALRTLPTMC 
      210       220       230       240       250       260         
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.9  bits: 19.3 E():   23 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (61-78:24-41) 
 
               40        50        60        70        80           
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP           
                                     .:. . :.:  :.: ..:             
gi|379        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
gi|379 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.9  bits: 19.3 E():   23 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (61-78:24-41) 
 
               40        50        60        70        80           
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP           
                                     .:. . :.:  :.: ..:             
gi|121        MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSL 
                      10        20        30        40        50    
 
gi|121 STFKNTEIKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVV 
            60        70        80        90       100       110    
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.9  bits: 19.3 E():   23 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (61-78:24-41) 
 
               40        50        60        70        80           
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP           
                                     .:. . :.:  :.: ..:             
gi|144        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.6  bits: 19.0 E():   24 
Smith-Waterman score: 44; 50.0% identity (71.4% similar) in 14 aa overlap (64-77:19-32) 
 
            40        50        60        70        80              
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP              
                                     :.: ::  :. :.:                 
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gi|135             MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFA 
                           10        20        30        40         
 
gi|135 KALEGKDVKDLLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGL 
       50        60        70        80        90       100         
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 77.1  bits: 19.9 E():   26 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (16-37:74-98) 
 
                              10        20           30        40   
AAD-12                VFSAEVVPAVGGRTCFADMRAAYDAL---DEATRALVHQRSARHS 
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
 
             50        60        70        80                       
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP                       
                                                                    
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 77.0  bits: 19.3 E():   26 
Smith-Waterman score: 45; 31.6% identity (55.3% similar) in 38 aa overlap (1-38:19-52) 
 
                                 10        20        30        40   
AAD-12                   VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS 
                         ::.: ..    :. :.: :    . : :. :  : :..     
gi|439 MASKSSITPLLLAAVLASVFAAATAT---GQYCYAGMGLPSNPL-EGCREYVAQQTCGVT 
               10        20           30        40         50       
 
             50        60        70        80                       
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP                       
                                                                    
gi|439 IAGSPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQ 
         60        70        80        90       100       110       
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.0  bits: 20.5 E():   26 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (56-72:200-216) 
 
          30        40        50        60        70        80      
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP      
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.5  bits: 19.9 E():   28 
Smith-Waterman score: 47; 33.3% identity (52.8% similar) in 36 aa overlap (16-51:159-191) 
 
                              10        20        30        40      
AAD-12                VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :   . : ..::   :   :: .  :.:   
gi|136 TNTEKLPTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFEIR---HQLTQIHGLYR 
      130       140       150       160       170          180      
 
          50        60        70        80               
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP               
       :..: :                                            
gi|136 SSDKTGGYWKITMNDGSTYQSDLSKKFEYNTEKPPINIDEIKTIEAEIN 
         190       200       210       220       230     
 
>>gi|21757|emb|CAA26383.1| unnamed protein product [Trit  (296 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.3  bits: 20.2 E():   29 
Smith-Waterman score: 48; 21.3% identity (61.7% similar) in 47 aa overlap (25-71:200-246) 
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                     10        20        30        40        50     
AAD-12       VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :. ....:.. ... :..   :: .: . : 
gi|217 SQVLQQSTYQPLQQLCCQQLWQIPEQSRCQAIHNVVHAIILHQQQRQQQPSSQVSLQQPQ 
     170       180       190       200       210       220          
 
           60        70        80                                   
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHP                                   
       :   .  :. . .  .:                                            
gi|217 QQYPSGQGFFQPSQQNPQAQGSVQPQQLPQFEEIRNLALQTLPRMCNVYIPPYCSTTIAP 
     230       240       250       260       270       280          
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 75.4  bits: 18.1 E():   32 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (34-55:37-58) 
 
            10        20        30        40        50        60    
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
            70        80 
AAD-12 GMDTTATPLRPLVKVHP 
                         
gi|162 VPQLEIVPNS        
         70              
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.1  bits: 20.2 E():   33 
Smith-Waterman score: 48; 39.1% identity (56.5% similar) in 23 aa overlap (58-80:25-47) 
 
        30        40        50        60        70        80        
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP        
                                     .:  ::.  : :::  : . . :        
gi|249       MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPA 
                     10        20        30        40        50     
 
gi|249 TPAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGL 
           60        70        80        90       100       110     
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.0  bits: 20.5 E():   34 
Smith-Waterman score: 49; 36.7% identity (66.7% similar) in 30 aa overlap (31-60:43-72) 
 
               10        20        30        40        50        60 
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.. . .:: . : : ..::..  : : : 
gi|558 RVRSGGHDYEGLSYRSLQPENFAVVDLNQMRAVLVDGKARTAWVDSGAQLGELYYAISKY 
             20        30        40        50        60        70   
 
               70        80                                         
AAD-12 IGYGMDTTATPLRPLVKVHP                                         
                                                                    
gi|558 SRTLAFPAGVCPTIGVGGNLAGGGFGMLLRKYGIAAENVIDVKLVDANGKLHDKKSMGDD 
             80        90       100       110       120       130   
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.8  bits: 19.9 E():   34 
Smith-Waterman score: 47; 36.0% identity (76.0% similar) in 25 aa overlap (19-43:106-130) 
 
                           10        20        30        40         
AAD-12             VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     ...: . :.:::.:  ... ::. :      
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
 
       50        60        70        80                             
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP                             
                                                                    
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
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         140       150       160       170       180       190      
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.8  bits: 20.8 E():   34 
Smith-Waterman score: 50; 25.6% identity (58.1% similar) in 43 aa overlap (21-63:426-468) 
 
                         10        20        30        40        50 
AAD-12           VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     :  ....:   :.. :.  . .:    ..  
gi|258 AERGFFYRNGIYSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNH 
         400       410       420       430       440       450      
 
               60        70        80                               
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHP                               
       : .::::.  . :                                                
gi|258 GVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQISREQARQLKYNR 
         460       470       480       490       500       510      
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 74.8  bits: 19.0 E():   34 
Smith-Waterman score: 44; 35.9% identity (51.3% similar) in 39 aa overlap (3-30:40-78) 
 
                                           10              20       
AAD-12                             VFSAEVVPAVGGR------TCFADMRAAY--- 
                                     : :.: . ::       :   : ...:    
gi|145 STSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSYVLH 
      10        20        30        40        50        60          
 
              30        40        50        60        70        80  
AAD-12 --DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP  
         ::.::::                                                    
gi|145 KIDAIDEATYTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPD 
      70        80        90       100       110       120          
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.3  bits: 18.7 E():   36 
Smith-Waterman score: 43; 33.3% identity (66.7% similar) in 18 aa overlap (61-78:25-42) 
 
               40        50        60        70        80           
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP           
                                     .:. . :.:  :.:  .:             
gi|990       MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSL 
                     10        20        30        40        50     
 
gi|990 STFKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVV 
           60        70        80        90       100       110     
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.2  bits: 21.1 E():   37 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (49-63:609-623) 
 
       20        30        40        50        60        70         
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
       80                                                           
AAD-12 HP                                                           
                                                                    
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.8  bits: 20.2 E():   39 
Smith-Waterman score: 48; 19.0% identity (53.2% similar) in 79 aa overlap (9-80:297-375) 
 
                                     10        20          30       
AAD-12                       VFSAEVVPAVGGRTCFADMRAA--YDALDEATRALVHQ 
                                     :.:: .  . .  .  . : :.  .  :   
gi|113 FTDNVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLA 
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        270       280       290       300       310       320       
 
            40        50        60        70          80            
AAD-12 RS---ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP--LVKVHP            
       :.   : .:....  .   . . :. ..  : : . ::..   .. ..:            
gi|113 RTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTSSA 
        330       340       350       360       370       380       
 
gi|113 GVFSCHPGAPC 
        390        
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.8  bits: 20.2 E():   39 
Smith-Waterman score: 48; 19.0% identity (53.2% similar) in 79 aa overlap (9-80:297-375) 
 
                                     10        20          30       
AAD-12                       VFSAEVVPAVGGRTCFADMRAA--YDALDEATRALVHQ 
                                     :.:: .  . .  .  . : :.  .  :   
gi|166 FTDNVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLA 
        270       280       290       300       310       320       
 
            40        50        60        70          80            
AAD-12 RS---ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP--LVKVHP            
       :.   : .:....  .   . . :. ..  : : . ::..   .. ..:            
gi|166 RTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTSSA 
        330       340       350       360       370       380       
 
gi|166 GVFSCRPGAPC 
        390        
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.4  bits: 20.5 E():   41 
Smith-Waterman score: 49; 37.9% identity (62.1% similar) in 29 aa overlap (34-62:74-102) 
 
            10        20        30        40        50        60    
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     : .:.: .   ::.. :    : ::.:.:  
gi|112 NRIESEGGYIETWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGL 
            50        60        70        80        90       100    
 
            70        80                                            
AAD-12 GMDTTATPLRPLVKVHP                                            
                                                                    
gi|112 IFPGCPSTYEEPAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTG 
           110       120       130       140       150       160    
 
>>gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Globin   (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.1  bits: 18.7 E():   42 
Smith-Waterman score: 43; 30.6% identity (55.6% similar) in 36 aa overlap (2-37:115-150) 
 
                                            10        20        30  
AAD-12                              VFSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                     : :  :  . ..: ::  .::. :  .:   
gi|121 IGDLPNIDGDVTTFVASHTPRGVTHDQLNNFRAGFVSYMKAHTDFAGAEAAWGATLDAFF 
           90       100       110       120       130       140     
 
              40        50        60        70        80 
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
       ..:  .                                            
gi|121 GMVFAKM                                           
          150                                            
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.9  bits: 19.0 E():   44 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (36-51:46-61) 
 
          10        20        30        40        50        60      
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
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          70        80                                              
AAD-12 DTTATPLRPLVKVHP                                              
                                                                    
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 72.8  bits: 20.2 E():   44 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (18-32:431-446) 
 
                            10        20         30        40       
AAD-12              VFSAEVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYS 
                                     :..: :::.: ...::               
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA               
              410       420       430       440                     
 
         50        60        70        80 
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 72.5  bits: 19.6 E():   46 
Smith-Waterman score: 46; 25.4% identity (55.9% similar) in 59 aa overlap (5-63:161-216) 
 
                                         10        20        30     
AAD-12                           VFSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
                                     .:.:: :    .  ..::...   :: :   
gi|249 MDDASVGSVSSEFHVIESAIEVITYIGEEVKVIPA-GEVEVINKVKAAFST--AATAADE 
              140       150       160        170       180          
 
           40        50        60        70        80               
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP               
          . . ..  :. . .  . .:.:: ::                                
gi|249 APANDKFTVFVSSFNKAIKETTGGAYAGYKFIPTLEAAVKQAYAASSATAPEVKYAVFET 
       190       200       210       220       230       240        
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 72.4  bits: 18.1 E():   47 
Smith-Waterman score: 41; 22.2% identity (70.4% similar) in 27 aa overlap (10-36:36-61) 
 
                                    10        20        30          
AAD-12                      VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA 
                                     ..:..  :: . ... ::.   ....:    
gi|207 IVSEKDIDAALESVKAAGSFNYKIFFQKVGLAGKSA-ADAKKVFEILDRDKSGFIEQDEL 
          10        20        30        40         50        60     
 
      40        50        60        70        80     
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP     
                                                     
gi|207 GLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
           70        80        90       100          
 
>>gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.4  bits: 19.0 E():   47 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (42-67:76-100) 
 
              20        30        40        50        60        70  
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
              80                                                    
AAD-12 LRPLVKVHP                                                    
                                                                    
gi|549 AKYQVGQNVALTGSTAAVYNDPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.4  bits: 19.0 E():   47 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (42-67:76-100) 
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              20        30        40        50        60        70  
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
              80                                                    
AAD-12 LRPLVKVHP                                                    
                                                                    
gi|549 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.3  bits: 19.6 E():   47 
Smith-Waterman score: 46; 55.6% identity (66.7% similar) in 18 aa overlap (56-71:21-38) 
 
          30        40        50          60        70        80    
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGS--AYIGYGMDTTATPLRPLVKVHP    
                                     :::  : .:::  : :.:             
gi|330           MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAP 
                         10        20        30        40        50 
 
gi|330 AGAEPAGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLS 
               60        70        80        90       100       110 
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 72.3  bits: 19.0 E():   47 
Smith-Waterman score: 44; 29.6% identity (77.8% similar) in 27 aa overlap (41-67:77-102) 
 
               20        30        40        50        60        70 
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::... .:... :. ..  .:: ::    
gi|549 LKVHNDFRQKVAKGLETRGNPGPQPPAKNMNNLVWND-ELANIAQVWASQCNYGHDTCKD 
         50        60        70        80         90       100      
 
               80                                                   
AAD-12 PLRPLVKVHP                                                   
                                                                    
gi|549 TEKYPVGQNIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWA 
         110       120       130       140       150       160      
 
>>gi|56417506|gb|AAV90694.1| GE-rich salivary protein 30  (266 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.9  bits: 19.3 E():   50 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (36-66:183-213) 
 
          10        20        30        40        50        60      
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
            160       170       180       190       200       210   
 
          70        80                                        
AAD-12 DTTATPLRPLVKVHP                                        
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
            220       230       240       250       260       
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 71.8  bits: 18.7 E():   50 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (36-50:138-152) 
 
          10        20        30        40        50        60      
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
          70        80 
AAD-12 DTTATPLRPLVKVHP 
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gi|391 ASIDTILTKV      
       170             
 
>>gi|56417504|gb|AAV90693.1| 30 kDa salivary gland aller  (271 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.7  bits: 19.3 E():   51 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (36-66:188-218) 
 
          10        20        30        40        50        60      
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
       160       170       180       190       200       210        
 
          70        80                                        
AAD-12 DTTATPLRPLVKVHP                                        
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
       220       230       240       250       260       270  
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.3  bits: 19.6 E():   53 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (61-70:284-293) 
 
               40        50        60        70        80           
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP           
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.3  bits: 17.7 E():   54 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (46-63:26-43) 
 
          20        30        40        50        60        70      
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : .. :. :: :..  ::             
gi|897      EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQ 
                    10        20        30        40        50      
 
          80                                          
AAD-12 VKVHP                                          
                                                      
gi|897 QGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
          60        70        80        90       100  
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.8  bits: 19.8 E():   57 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (33-54:332-353) 
 
             10        20        30        40        50        60   
AAD-12 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     : :     ::..:. .  :.::         
gi|259 LTTLNSLNLPILKWLQLSVEKGVLYKNALVLPHWNLNSHSIIYGCKGKGQVQVVDNFGNR 
             310       320       330       340       350       360  
 
             70        80                                           
AAD-12 YGMDTTATPLRPLVKVHP                                           
                                                                    
gi|259 VFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRAMTSPLAGRTSVLGGMPEEVL 
             370       380       390       400       410       420  
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 70.6  bits: 20.7 E():   58 
Smith-Waterman score: 57; 39.4% identity (63.6% similar) in 33 aa overlap (37-69:4-31) 
 
         10        20        30        40        50        60       
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :::..  .:..:. ::   .:.  : :: : 
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gi|219                            MAARSAKY--MYQSSRAGH---GGDISIEYGTD 
                                            10           20         
 
         70        80                                               
AAD-12 TTATPLRPLVKVHP                                               
         :                                                          
gi|219 LGALTRLEDKIRLLSEDLESERELRQRVEREKSDITVQLMNLTERLEETEGSSESVTEMN 
       30        40        50        60        70        80         
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 70.6  bits: 20.7 E():   58 
Smith-Waterman score: 50; 28.9% identity (60.5% similar) in 38 aa overlap (18-55:827-864) 
 
                            10        20        30        40        
AAD-12              VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     ...:: :  :.:   :   :. ..: : .. 
gi|377 NEKVKVYKRQMQEQEGMSQQNLTRVRRFQRELEAAEDRADQAESNLSFIRAKHRSWVTTS 
        800       810       820       830       840       850       
 
        50        60        70        80 
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
       .  : ..:                          
gi|377 QVPGGTRQVFTTQEETTNY               
        860       870                    
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.5  bits: 20.1 E():   59 
Smith-Waterman score: 48; 22.9% identity (57.1% similar) in 35 aa overlap (27-61:339-373) 
 
                   10        20        30        40        50       
AAD-12     VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     ::  .:  . :  : . ...:.. : . .: 
gi|131 LLQPVSTPGEFELFFGAGGENPESFFKSFSDEILEAAFNTRRDRLQRIFGQQRQGVIVKA 
      310       320       330       340       350       360         
 
         60        70        80                                     
AAD-12 GSAYIGYGMDTTATPLRPLVKVHP                                     
       .   .                                                        
gi|131 SEEQVRAMSRHEEGGIWPFGGESKGTINIYQQRPTHSNQYGQLHEVDASQYRQLRDLDLT 
      370       380       390       400       410       420         
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 70.5  bits: 15.0 E():   59 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (39-53:1-15) 
 
       10        20        30        40        50        60         
AAD-12 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                     :: . : : ..::..                
gi|323                               ARTAWVDSGAQLGELSY              
                                             10                     
 
       70        80 
AAD-12 ATPLRPLVKVHP 
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.3  bits: 17.7 E():   60 
Smith-Waterman score: 40; 25.6% identity (59.0% similar) in 39 aa overlap (33-71:54-92) 
 
             10        20        30        40        50        60   
AAD-12 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     :. . : . . : : .  : . ..:.:  : 
gi|117 KAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAG 
            30        40        50        60        70        80    
 
             70        80             
AAD-12 YGMDTTATPLRPLVKVHP             
        . .. :.:                      
gi|117 GSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
            90       100       110    
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
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 initn:  45 init1:  45 opt:  47  Z-score: 69.8  bits: 19.8 E():   65 
Smith-Waterman score: 47; 33.3% identity (66.7% similar) in 36 aa overlap (22-56:123-158) 
 
                        10        20         30        40        50 
AAD-12          VFSAEVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYSQSKL 
                                     :. ..: .  ::.: . .:: . : : ..: 
gi|558 VCGRRHGVRIRVRSGGHDYEGLSYRSERPEAFAVVDLNKMRAVVVDGKARTAWVDSGAQL 
            100       110       120       130       140       150   
 
               60        70        80                               
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHP                               
       :..  :                                                       
gi|558 GELYYAIAKNSPVLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGT 
            160       170       180       190       200       210   
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.8  bits: 18.0 E():   65 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (68-75:34-41) 
 
        40        50        60        70        80                  
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP                  
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 69.3  bits: 15.3 E():   68 
Smith-Waterman score: 36; 44.0% identity (56.0% similar) in 25 aa overlap (50-74:2-24) 
 
      20        30        40        50        60        70          
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     ::..  :  :  : :. : :::  :      
gi|751                              DLGYAP-ATPAAPGAGY-TPATPAAP      
                                             10         20          
 
      80 
AAD-12 P 
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.2  bits: 17.7 E():   70 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (34-55:6-27) 
 
            10        20        30        40        50        60    
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159                          IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
                                        10        20        30      
 
            70        80                                            
AAD-12 GMDTTATPLRPLVKVHP                                            
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFXQFYQPDAYPSGAWY 
          40        50        60        70        80        90      
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 42; 35.5% identity (61.3% similar) in 31 aa overlap (30-60:53-82) 
 
                10        20        30        40        50          
AAD-12  VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA 
                                     :  :::   : .  ...: :.  ...:: : 
gi|144 FLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQ-KVDVIDKAGLA 
             30        40        50        60        70         80  
 
      60        70        80                                        
AAD-12 YIGYGMDTTATPLRPLVKVHP                                        
       :                                                            
gi|144 YTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEKSA 
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              90       100       110       120       130       140  
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 69.2  bits: 15.9 E():   70 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (51-71:5-25) 
 
               30        40        50        60        70        80 
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     :.: .: :  : : .   :.:          
gi|462                           TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXL 
                                         10        20        30     
 
gi|462 SSA 
           
 
>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 48; 27.1% identity (58.6% similar) in 70 aa overlap (2-66:82-150) 
 
                                            10        20            
AAD-12                              VFSAEVVPAVGGRTCFADMRAAYD--ALDEA 
                                     : .:.:  .:. . .  :..     : ..  
gi|170 MAKFPQFAGKDLETLKGTGQFATHAGRIVGFVSEIVALMGNSANMPAMETLIKDMAANHK 
              60        70        80        90       100       110  
 
      30          40         50        60        70        80 
AAD-12 TRALVHQRSA--RHSLV-YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
       .:.. . .    : ::: : :::..  .. :.:.   :.:               
gi|170 ARGIPKAQFNEFRASLVSYLQSKVSWNDSLGAAWT-QGLDNVFNMMFSYL     
             120       130       140        150       160     
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.1  bits: 17.7 E():   71 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (61-78:25-42) 
 
               40        50        60        70        80           
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP           
                                     .:. . :.:  ..: ..:             
gi|144       MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSL 
                     10        20        30        40        50     
 
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVE 
           60        70        80        90       100       110     
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 69.0  bits: 15.3 E():   71 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (68-74:5-11) 
 
        40        50        60        70        80         
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP         
                                     : .:.::               
gi|751                           TKSQTHVPIRPNKLVLKVQKDRATN 
                                         10        20      
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.9  bits: 17.7 E():   72 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (24-52:101-129) 
 
                      10        20        30        40        50    
AAD-12        VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
            60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHP 
                                   
gi|273 RRRR                        
                                   
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
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 initn:  40 init1:  40 opt:  40  Z-score: 68.9  bits: 17.7 E():   72 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (24-52:101-129) 
 
                      10        20        30        40        50    
AAD-12        VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
            60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHP 
                                   
gi|273 RRRR                        
                                   
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.8  bits: 18.3 E():   73 
Smith-Waterman score: 42; 29.6% identity (70.4% similar) in 27 aa overlap (41-67:76-101) 
 
               20        30        40        50        60        70 
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::.. ..:... :  ..   :: ::    
gi|549 LKIHNDFRNKVARGLETRGNPGPQPPAKNMNNLVWN-NELANIAQIWASQCKYGHDTCKD 
          50        60        70        80         90       100     
 
               80                                                   
AAD-12 PLRPLVKVHP                                                   
                                                                    
gi|549 TTKYNVGQNIAVSSSTAAVYENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWA 
          110       120       130       140       150       160     
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 68.8  bits: 18.9 E():   73 
Smith-Waterman score: 44; 28.9% identity (57.9% similar) in 38 aa overlap (34-71:3-38) 
 
            10        20        30        40        50        60    
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     ::: ..  .:  . . ..    . .: .:: 
gi|398                             MAVHQYTV--ALFLAVALVAGPAASYAADLGY 
                                             10        20        30 
 
            70        80                                            
AAD-12 GMDTTATPLRPLVKVHP                                            
       :  : :.:                                                     
gi|398 GPATPAAPAAGYTPATPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKY 
               40        50        60        70        80        90 
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.6  bits: 17.4 E():   75 
Smith-Waterman score: 39; 32.3% identity (54.8% similar) in 31 aa overlap (49-78:20-49) 
 
       20        30        40        50        60         70        
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT-TATPLRPLVK 
                                     : :  .. :  :   :.:. .:  :. : : 
gi|131            AFKGILSNADIKAAEAACFKEGSFDEDGF-YAKVGLDAFSADELKKLFK 
                          10        20         30        40         
 
        80                                                          
AAD-12 VHP                                                          
       .                                                            
gi|131 IADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDK 
       50        60        70        80        90       100         
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 68.5  bits: 17.7 E():   76 
Smith-Waterman score: 40; 24.1% identity (46.6% similar) in 58 aa overlap (1-49:12-69) 
 
                          10        20                 30        40 
AAD-12            VFSAEVVPAVGGRTCFADMRAAYDAL---------DEATRALVHQRSAR 
                  :..: :   . :     . : :.: :         :.. ..:.:      
gi|856 MKFIITLFAAIVMAAAVSGFIVGDKKEDEWRMAFDRLMMEELETKIDQVEKGLLHLSEQY 
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               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP                     
       . :  ..::                                                    
gi|856 KELEKTKSKELKEQILRELTIGENFMKGALKFFEMEAKRTDLNMFERYNYEFALESIKLL 
               70        80        90       100       110       120 
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.4  bits: 18.9 E():   77 
Smith-Waterman score: 44; 26.7% identity (70.0% similar) in 30 aa overlap (32-61:232-259) 
 
              10        20        30        40        50        60  
AAD-12 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                     : .:  :. ::....:..  . ::. . .. 
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIH--SVVHSIIMQQQQQQQQQQGIDIFL 
             210       220       230         240       250          
 
              70        80                                          
AAD-12 GYGMDTTATPLRPLVKVHP                                          
                                                                    
gi|170 PLSQHEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSIMRAPFAS 
     260       270       280       290       300       310          
 
>>gi|21711|emb|CAA42453.1| CM 17 protein precursor [Trit  (143 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.3  bits: 17.7 E():   77 
Smith-Waterman score: 40; 46.7% identity (66.7% similar) in 15 aa overlap (1-15:16-30) 
 
                              10        20        30        40      
AAD-12                VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                      ::   .: :::.. :                               
gi|217 MASKSNYNLLFTALLVFIFAAVAAVGNEDCTPWTSTLITPLPSCRNYVEEQACRIEMPGP 
               10        20        30        40        50        60 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 18.3 E():   78 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (29-62:71-104) 
 
                 10        20        30        40        50         
AAD-12   VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 
                                     :   :: .:.: .   ::..      : :  
gi|221 AQRPDNRIESEGGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGR 
               50        60        70        80        90       100 
 
       60        70        80                                       
AAD-12 AYIGYGMDTTATPLRPLVKVHP                                       
       .:.:                                                         
gi|221 GYFGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQKVHRFDEGDLIAV 
              110       120       130       140       150       160 
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 68.3  bits: 14.7 E():   78 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (65-72:10-17) 
 
           40        50        60        70        80 
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     :.:  :::         
gi|244                      IGNEDCTPWMSTLITPLP        
                                    10                
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.1  bits: 17.4 E():   80 
Smith-Waterman score: 41; 33.3% identity (51.9% similar) in 27 aa overlap (12-38:2-27) 
 
               10        20        30        40        50        60 
AAD-12 VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                  :  :.: :    . : :. :  : :..                       
gi|253           TGPYCYAGMGLPINPL-EGCREYVAQQTCGISISGSAVSTEPGNTPRDRC 
                         10         20        30        40          
 
               70        80                                         
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AAD-12 IGYGMDTTATPLRPLVKVHP                                         
                                                                    
gi|253 CKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTV 
      50        60        70        80        90       100          
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 18.3 E():   82 
Smith-Waterman score: 42; 33.3% identity (71.4% similar) in 21 aa overlap (51-71:72-92) 
 
               30        40        50        60        70        80 
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     : ...: .::   : ...:.:          
gi|383 TASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEE 
              50        60        70        80        90       100  
 
gi|383 EEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEEL 
             110       120       130       140       150       160  
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 17.7 E():   84 
Smith-Waterman score: 40; 30.0% identity (65.0% similar) in 20 aa overlap (10-29:59-78) 
 
                                    10        20        30          
AAD-12                      VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA 
                                     .:  : .. :.   :..:.:           
gi|186 TVFPKVLPQLIKSVEILEGDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYTYTTIG 
       30        40        50        60        70        80         
 
      40        50        60        70        80                    
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP                    
                                                                    
gi|186 GDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVE 
       90       100       110       120       130       140         
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.7  bits: 19.2 E():   84 
Smith-Waterman score: 45; 43.8% identity (81.2% similar) in 16 aa overlap (18-33:217-232) 
 
                            10        20        30        40        
AAD-12              VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     :...: .:::  :.:.               
gi|144 AEVYQKLKALAKKTYGQSAGNVGDEGGVAPDIQTAEEALDLITKAIEEAGYTGKIKIAMD 
        190       200       210       220       230       240       
 
        50        60        70        80                            
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP                            
                                                                    
gi|144 VASSEFYKADEKKYDLDFKNPDSDKSKWLTYEQLAEMYKSLAEKYPIVSIEDPFAEDDWE 
        250       260       270       280       290       300       
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.1  bits: 18.0 E():   90 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (42-67:76-100) 
 
              20        30        40        50        60        70  
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
              80                                                    
AAD-12 LRPLVKVHP                                                    
                                                                    
gi|549 AKYPVGQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.1  bits: 18.0 E():   90 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (42-67:76-100) 
 
              20        30        40        50        60        70  
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AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDI 
          50        60        70        80         90       100     
 
              80                                                    
AAD-12 LRPLVKVHP                                                    
                                                                    
gi|549 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.9  bits: 18.0 E():   93 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (42-67:81-105) 
 
              20        30        40        50        60        70  
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|115 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
               60        70        80         90       100          
 
              80                                                    
AAD-12 LRPLVKVHP                                                    
                                                                    
gi|115 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
     110       120       130       140       150       160          
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.9  bits: 17.1 E():   93 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (16-29:39-52) 
 
                              10        20        30        40      
AAD-12                VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|191 TLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
          50        60        70        80          
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP          
                                                    
gi|191 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.9  bits: 17.1 E():   93 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (16-29:39-52) 
 
                              10        20        30        40      
AAD-12                VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|730 TLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
          50        60        70        80          
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP          
                                                    
gi|730 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos tauru  (172 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.7 E():   94 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (34-55:49-70) 
 
            10        20        30        40        50        60    
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
       20        30        40        50        60        70         
 
            70        80                                            
AAD-12 GMDTTATPLRPLVKVHP                                            
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gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
       80        90       100       110       120       130         
 
>>gi|29170509|gb|AAO65960.1| oleosin [Corylus avellana]   (140 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.4 E():   94 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (1-10:57-66) 
 
                                             10        20        30 
AAD-12                               VFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .::  .::::                     
gi|291 ATAGGSLLVPSGLILAGTVIALTLATPLFVIFSPVLVPAVITVSLIIMGFLASGGFGVAA 
         30        40        50        60        70        80       
 
               40        50        60        70        80     
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP     
                                                              
gi|291 VTVLSWIYRYVTGRHPPGADQLDHARMKLASKAREMKDRAEQFGQQHVTGSQGS 
         90       100       110       120       130       140 
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.5  bits: 19.2 E():   97 
Smith-Waterman score: 45; 33.3% identity (66.7% similar) in 24 aa overlap (23-46:393-416) 
 
                       10        20        30        40        50   
AAD-12         VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 
                                     : : :::  . .. ... .: .::       
gi|144 TGKSNKITITNDKGRLSKEEIERMLAEAEKYKAEDEAEASRIQAKNGLESYAYSLKNTIT 
            370       380       390       400       410       420   
 
             60        70        80                                 
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHP                                 
                                                                    
gi|144 EGKLQMSDDDKKKIEDKISEIISWLDNNQTAEKDEYESQQKELEAIANPIMQAAYGAAGG 
            430       440       450       460       470       480   
 
>>gi|198250343|gb|ACH85188.1| main allergen 15 kDa oleos  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.4 E():   98 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (1-10:62-71) 
 
                                             10        20        30 
AAD-12                               VFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .::  .::::                     
gi|198 VTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAA 
              40        50        60        70        80        90  
 
               40        50        60        70        80     
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP     
                                                              
gi|198 LSVLSWIYRYLTGKHPPGADQLESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
             100       110       120       130       140      
 
>>gi|75315271|sp|Q9XHP2|Q9XHP2_SESIN 15 kDa oleosin       (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.4 E():   98 
Smith-Waterman score: 39; 60.0% identity (80.0% similar) in 10 aa overlap (1-10:62-71) 
 
                                             10        20        30 
AAD-12                               VFSAEVVPAVGGRTCFADMRAAYDALDEAT 
                                     .::  .::::                     
gi|753 VTAGGSLLVLSGLTLAGTVIALTIATPLLVIFSPVLVPAVITIFLLGAGFLASGGFGVAA 
              40        50        60        70        80        90  
 
               40        50        60        70        80     
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP     
                                                              
gi|753 LSVLSWIYRYLTGKHPPGADQLESAKTKLASKAREMKDRAEQFSQQPVAGSQTS 
             100       110       120       130       140      
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.4 E():   98 
Smith-Waterman score: 42; 31.6% identity (52.6% similar) in 38 aa overlap (1-38:19-52) 
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                                 10        20        30        40   
AAD-12                   VFSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHS 
                         ::.: ..    :  :.: :    . : :. :  : :..     
gi|217 MASKSSISPLLLATVLVSVFAAATAT---GPYCYAGMGLPINPL-EGCREYVAQQTCGIS 
               10        20           30        40         50       
 
             50        60        70        80                       
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP                       
                                                                    
gi|217 ISGSAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQ 
         60        70        80        90       100       110       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:51 2011 done: Fri Jan 21 00:02:51 2011 
 Total Scan time:  0.070 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 124  - 203 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     7     2:*== 
  32     6     8:==* 
  34    16    22:====== * 
  36    20    44:=======       * 
  38    38    73:=============           * 
  40    86   102:=============================    * 
  42   112   125:======================================   * 
  44   158   138:=============================================*======= 
  46   116   140:=======================================       * 
  48   145   134:============================================*==== 
  50   116   122:======================================= * 
  52   150   108:===================================*============== 
  54   122    92:==============================*========== 
  56    54    77:==================       * 
  58    67    63:====================*== 
  60    55    51:================*== 
  62    46    41:=============*== 
  64    51    33:==========*====== 
  66    31    26:========*== 
  68    16    20:======* 
  70    11    16:==== * 
  72    14    12:===*= 
  74    10    10:===* 
  76     6     8:==* 
  78     8     6:=*= 
  80     5     5:=* 
  82     4     3:*= 
  84     1     3:* 
  86     4     2:*= 
  88     2     2:*          inset = represents 1 library sequences 
  90     3     1:* 
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  92     3     1:*         :*== 
  94     2     1:*         :*= 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     1     0:=         *= 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     1     0:=         *= 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.9165 0.003; mu= 5.0239 0.156 
 mean_var=32.7473 7.918, 0's: 2 Z-trim: 4  B-trim: 0 in 0/44 
 Lambda= 0.224123 
 Kolmogorov-Smirnov  statistic: 0.0628 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.050 
 
The best scores are:                                      opt bits E(1491) 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   74 28.6    0.12 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   60 24.2    0.82 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   58 23.6     1.2 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   57 23.2     2.5 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   57 23.2     2.6 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   57 23.1     3.6 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   57 23.1     3.8 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   59 23.7     4.1 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   52 21.6     4.3 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   52 21.6     4.9 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   52 21.6     4.9 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.6     5.7 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 23.0       7 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 23.0     7.3 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 23.0     7.3 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 23.0     7.5 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   56 22.7     8.7 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 18.9     9.3 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   56 22.7      11 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   56 22.7      12 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   48 20.3      13 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 22.7      15 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 22.6      15 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   50 20.9      17 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 20.0      17 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 20.0      18 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 20.0      18 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 20.0      18 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 20.0      18 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   52 21.4      20 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.7      21 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   49 20.5      22 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.4      23 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.4      23 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.4      23 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   44 19.1      24 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.9      25 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 20.5      26 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   47 19.9      28 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 19.0      29 
gi|21757|emb|CAA26383.1| unnamed protein product [ ( 296)   48 20.2      29 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 18.2      31 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   44 19.0      32 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   48 20.2      33 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   49 20.5      34 
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gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   44 19.0      34 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   47 19.9      34 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   50 20.8      35 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 21.1      38 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   48 20.2      40 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   48 20.2      40 
gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Glo ( 151)   43 18.7      42 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   49 20.5      42 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 19.0      43 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 20.2      45 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   41 18.1      46 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   46 19.6      46 
gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Veno ( 204)   44 19.0      46 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   44 19.0      46 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   44 19.0      47 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   46 19.6      47 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.7      50 
gi|56417506|gb|AAV90694.1| GE-rich salivary protei ( 266)   45 19.3      50 
gi|56417504|gb|AAV90693.1| 30 kDa salivary gland a ( 271)   45 19.3      51 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 17.8      52 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 19.5      54 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 15.1      55 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   47 19.8      57 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   40 17.8      59 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   50 20.7      60 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   50 20.7      60 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   48 20.1      60 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.1      64 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.4      64 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.8      66 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 16.0      66 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.4      67 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 17.7      68 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   41 18.0      69 
gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   41 18.0      69 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 17.7      69 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   40 17.7      71 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   40 17.7      71 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   42 18.3      72 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 14.8      73 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   44 18.9      74 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.4      74 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   44 18.9      77 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   42 18.3      78 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   39 17.4      79 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   42 18.3      81 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   40 17.7      83 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   45 19.2      85 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   41 18.0      90 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   41 18.0      90 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   38 17.1      91 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   38 17.1      91 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   41 18.0      92 
gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos t ( 172)   40 17.7      93 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 13.6      93 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   39 17.4      96 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   45 19.2      99 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  57 init1:  57 opt:  74  Z-score: 119.1  bits: 28.6 E(): 0.12 
Smith-Waterman score: 74; 24.6% identity (54.1% similar) in 61 aa overlap (10-70:309-363) 
 
                                    10        20        30          
AAD-12                      FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR 
                                     :.: :  : :.  ..: .      : ..:  
gi|113 HGFFQVVNNNYDKWGSYAIGGSASPTILSQGNRFCAPDERSKKNVLGR------HGEAAA 
      280       290       300       310       320             330   
 
      40        50        60        70        80                    
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE                    
       .:. ..      : . :. ... :.: . ::                              
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gi|113 ESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEPGESALSLTSSAGVLSCQP 
            340       350       360       370       380       390   
 
gi|113 GAPC 
            
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  60  Z-score: 104.0  bits: 24.2 E(): 0.82 
Smith-Waterman score: 60; 28.8% identity (64.4% similar) in 59 aa overlap (1-57:11-65) 
 
                         10        20          30        40         
AAD-12           FSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSK 
                 :.: :. : : .    :.:  .: :  ..:..:.   ....:.:.: : . 
gi|111 MKFAIVLIACFAASVL-AQGHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQ 
               10         20        30        40           50       
 
       50        60        70        80                             
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE                             
       : ....  :                                                    
gi|111 LDELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKI 
         60        70        80        90       100       110       
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 101.4  bits: 23.6 E():  1.2 
Smith-Waterman score: 58; 26.9% identity (57.7% similar) in 52 aa overlap (15-66:26-77) 
 
                          10        20        30        40          
AAD-12            FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                :::      :.  . . :  ..:.   :.... .. 
gi|527 MVHHITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNV 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPE                              
        :::.:.. :   .: :                                            
gi|527 DHVQDAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAG 
               70        80        90       100       110       120 
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 95.3  bits: 23.2 E():  2.5 
Smith-Waterman score: 57; 29.3% identity (60.3% similar) in 58 aa overlap (16-68:93-149) 
 
                              10        20             30        40 
AAD-12                FSAEVVPAVGGRTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|144 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
             70        80        90       100        110       120  
 
               50        60        70        80                     
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE                     
       .. :  .:. .: .:...:.. :  : :                                 
gi|144 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
             130       140       150       160       170       180  
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 95.1  bits: 23.2 E():  2.6 
Smith-Waterman score: 57; 29.3% identity (60.3% similar) in 58 aa overlap (16-68:97-153) 
 
                              10        20             30        40 
AAD-12                FSAEVVPAVGGRTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|622 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
         70        80        90       100       110        120      
 
               50        60        70        80                     
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE                     
       .. :  .:. .: .:...:.. :  : :                                 
gi|622 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
         130       140       150       160       170       180      
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
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 initn:  39 init1:  39 opt:  57  Z-score: 92.4  bits: 23.1 E():  3.6 
Smith-Waterman score: 57; 25.9% identity (54.3% similar) in 81 aa overlap (1-69:185-265) 
 
                                             10            20       
AAD-12                               FSAEVVPAVGG----RTCFADMRAAYDALD 
                                     :.  .  ..::      :. ...::      
gi|168 IDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAY 
          160       170       180       190       200       210     
 
         30              40        50          60        70         
AAD-12 EATRALVHQ------RSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATPLRPLVKVH 
        :: : . :      ..:  . . ..:.. .:.:  .:.: .. :  ::::          
gi|168 AATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATV 
          220       230       240       250       260       270     
 
       80      
AAD-12 PE      
               
gi|168 AAGGYKV 
          280  
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  57  Z-score: 92.1  bits: 23.1 E():  3.8 
Smith-Waterman score: 57; 25.9% identity (54.3% similar) in 81 aa overlap (1-69:194-274) 
 
                                             10            20       
AAD-12                               FSAEVVPAVGG----RTCFADMRAAYDALD 
                                     :.  .  ..::      :. ...::      
gi|330 IDKIDAAFKVAATAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAY 
           170       180       190       200       210       220    
 
         30              40        50          60        70         
AAD-12 EATRALVHQ------RSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATPLRPLVKVH 
        :: : . :      ..:  . . ..:.. .:.:  .:.: .. :  ::::          
gi|330 AATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATV 
           230       240       250       260       270       280    
 
       80      
AAD-12 PE      
               
gi|330 AAGGYKV 
           290 
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  59  Z-score: 91.6  bits: 23.7 E():  4.1 
Smith-Waterman score: 59; 35.6% identity (60.0% similar) in 45 aa overlap (35-72:198-242) 
 
           10        20        30        40              50         
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL------GHVQQAGSA 
                                     ::. :..:  .:. :      :  ..: .  
gi|303 LVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALAD 
       170       180       190       200       210       220        
 
       60         70        80                                      
AAD-12 YIGYGMDT-TATPLRPLVKVHPE                                      
        .:.:::: ::  .:                                              
gi|303 VLGFGMDTETARKVRGEDDQRGHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICS 
       230       240       250       260       270       280        
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 91.0  bits: 21.6 E():  4.3 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (17-57:11-50) 
 
               10        20          30        40        50         
AAD-12 FSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKLGHVQQAGSA 
                       :.:  .: :  ..:..:.   ....:.:.: : .: ....  :  
gi|160       GSQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQLDELNENKSK 
                     10        20           30        40        50  
 
       60        70        80                                       
AAD-12 YIGYGMDTTATPLRPLVKVHPE                                       
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gi|160 ELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQ 
              60        70        80        90       100       110  
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 90.0  bits: 21.6 E():  4.9 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (17-57:26-65) 
 
                        10        20          30        40          
AAD-12          FSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                                :.:  .: :  ..:..:.   ....:.:.: : .: 
gi|420 MKFAIVLIACFAASVLAQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
      50        60        70        80                              
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPE                              
        ....  :                                                     
gi|420 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
        60        70        80        90       100       110        
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 90.0  bits: 21.6 E():  4.9 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (17-57:26-65) 
 
                        10        20          30        40          
AAD-12          FSAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                                :.:  .: :  ..:..:.   ....:.:.: : .: 
gi|111 MKFAIVLIACFAASVLAQEHKPEKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
      50        60        70        80                              
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPE                              
        ....  :                                                     
gi|111 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
        60        70        80        90       100       110        
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 88.9  bits: 21.6 E():  5.7 
Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (22-45:29-52) 
 
                      10        20        30        40        50    
AAD-12        FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                   : : :::  : .  ..: .: .::         
gi|144 KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLSDS 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPE                                  
                                                                    
gi|144 KVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAGGE 
               70        80        90       100       110       120 
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 87.3  bits: 23.0 E():    7 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (18-57:372-411) 
 
                            10        20        30        40        
AAD-12              FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|224 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             350       360       370       380       390       400  
 
        50        60        70        80                            
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE                            
         .::: . :                                                   
gi|224 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             410       420       430       440       450       460  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.9  bits: 23.0 E():  7.3 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (18-57:392-431) 
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                            10        20        30        40        
AAD-12              FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|571 GNRSPHIYDPQRWFTQNCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
        50        60        70        80                            
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE                            
         .::: . :                                                   
gi|571 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFA 
             430       440       450       460       470       480  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.9  bits: 23.0 E():  7.3 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (18-57:392-431) 
 
                            10        20        30        40        
AAD-12              FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|199 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
        50        60        70        80                            
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE                            
         .::: . :                                                   
gi|199 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             430       440       450       460       470       480  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.8  bits: 23.0 E():  7.5 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (18-57:400-439) 
 
                            10        20        30        40        
AAD-12              FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|213 RSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
     370       380       390       400       410       420          
 
        50        60        70        80                            
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE                            
         .::: . :                                                   
gi|213 GRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLA 
     430       440       450       460       470       480          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 85.6  bits: 22.7 E():  8.7 
Smith-Waterman score: 56; 28.9% identity (52.6% similar) in 38 aa overlap (20-57:371-408) 
 
                          10        20        30        40          
AAD-12            FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :  : . .  ..:  .  ::..:      
gi|370 RSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGR 
              350       360       370       380       390       400 
 
      50        60        70        80                              
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPE                              
       .::: . :                                                     
gi|370 AHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGE 
              410       420       430       440       450       460 
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 85.1  bits: 18.9 E():  9.3 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (50-70:5-25) 
 
      20        30        40        50        60        70          
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     :.:..: :. .::  .  :.:          
gi|462                           AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKN 
                                         10        20        30     
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      80    
AAD-12 E    
            
gi|462 LNSA 
            
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  56  Z-score: 83.5  bits: 22.7 E():   11 
Smith-Waterman score: 56; 27.8% identity (63.9% similar) in 36 aa overlap (35-70:539-574) 
 
           10        20        30        40        50        60     
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.:.. .   . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYP 
      510       520       530       540       550       560         
 
           70        80                                             
AAD-12 DTTATPLRPLVKVHPE                                             
        ..  :                                                       
gi|217 TSVQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQP 
      570       580       590       600       610       620         
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 83.3  bits: 22.7 E():   12 
Smith-Waterman score: 56; 25.0% identity (63.9% similar) in 36 aa overlap (35-70:551-586) 
 
           10        20        30        40        50        60     
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.... . . . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYP 
              530       540       550       560       570       580 
 
           70        80                                             
AAD-12 DTTATPLRPLVKVHPE                                             
        .   :                                                       
gi|217 TSLQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQP 
              590       600       610       620       630       640 
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 82.4  bits: 20.3 E():   13 
Smith-Waterman score: 48; 30.6% identity (58.3% similar) in 36 aa overlap (2-37:18-52) 
 
                               10        20        30        40     
AAD-12                 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                        :. .. :. :. :.: :    . : :. :  : :..        
gi|189 MASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPL-EGCREYVAQQTCGVTIAG 
               10        20        30        40         50          
 
           50        60        70        80                         
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE                         
                                                                    
gi|189 SPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFA 
      60        70        80        90       100       110          
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.5  bits: 22.7 E():   15 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (45-62:283-300) 
 
           20        30        40        50        60        70     
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
           80                                                       
AAD-12 VKVHPE                                                       
                                                                    
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
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 initn:  56 init1:  56 opt:  56  Z-score: 81.3  bits: 22.6 E():   15 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (45-62:289-306) 
 
           20        30        40        50        60        70     
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
 
           80                                                       
AAD-12 VKVHPE                                                       
                                                                    
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 80.2  bits: 20.9 E():   17 
Smith-Waterman score: 50; 22.2% identity (49.4% similar) in 81 aa overlap (5-79:47-125) 
 
                                         10        20        30     
AAD-12                           FSAEVVPAVGGRTCFADMRAAYDALDEATRALVH 
                                     .. .:::.   ::.  :   ..     :.  
gi|144 VDARFPRSLQPKWAYLDSNEFPRSKIGDSPIAGVVGGQD--ADLAEAPFQISLLKDYLIM 
         20        30        40        50          60        70     
 
                 40        50        60        70        80         
AAD-12 QRSA------RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE         
       .:         .: : . ..  . :.:.:  . :: .  ..     .::.:          
gi|144 KRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQ 
           80        90       100       110       120       130     
 
gi|144 DQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKG 
          140       150       160       170       180       190     
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.1  bits: 20.0 E():   17 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (18-34:14-30) 
 
               10        20        30        40        50        60 
AAD-12 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                        .: :.: .:.  .. .:                           
gi|219     MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLIIE 
                   10        20        30        40        50       
 
               70        80                                         
AAD-12 GYGMDTTATPLRPLVKVHPE                                         
                                                                    
gi|219 IDADGSGELEFDEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGYIPTSALREILRA 
         60        70        80        90       100       110       
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.9  bits: 20.0 E():   18 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (6-22:141-157) 
 
                                        10        20        30      
AAD-12                          FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
          40        50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.9  bits: 20.0 E():   18 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (6-22:141-157) 
 
                                        10        20        30      
AAD-12                          FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY              

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 4498



 

 

              120       130       140       150                     
 
          40        50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.7  bits: 20.0 E():   18 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (6-22:144-160) 
 
                                        10        20        30      
AAD-12                          FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
          40        50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.7  bits: 20.0 E():   18 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (6-22:144-160) 
 
                                        10        20        30      
AAD-12                          FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
          40        50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 79.0  bits: 21.4 E():   20 
Smith-Waterman score: 52; 24.3% identity (73.0% similar) in 37 aa overlap (25-60:143-179) 
 
                     10        20        30        40        50     
AAD-12       FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG-HVQ 
                                     .::   .:.: .. .. .::  .... .:. 
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
            60        70        80                                  
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPE                                  
       . :...:                                                      
gi|215 NNGDVFILLVPNFVFVWTGKHSNRMERTTAIRVANDLKSELNRFKLSSVILEDGKEVEQT 
            180       190       200       210       220       230   
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.7  bits: 19.7 E():   21 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (18-35:126-143) 
 
                            10        20        30        40        
AAD-12              FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . ::..::: :..: ...             
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG         
         100       110       120       130       140                
 
        50        60        70        80 
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.3  bits: 20.5 E():   22 
Smith-Waterman score: 49; 21.9% identity (59.4% similar) in 32 aa overlap (36-67:179-210) 
 
          10        20        30        40        50        60      
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :.  .:.. .... :. ::      : :.. 
gi|219 MWQQSSCHVMQQQCCQQLSQIPEQSRYDAIRAITYSIILQEQQQGQSQQQQPQQSGQGVS 
      150       160       170       180       190       200         
 
          70        80                                              
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AAD-12 TTATPLRPLVKVHPE                                              
        .                                                           
gi|219 QSQQQSQQQLGQCSFQQPQQQLGQQPQQQQVQQGTFLQPHQIAHLEVMTSIALRTLPTMC 
      210       220       230       240       250       260         
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.0  bits: 19.4 E():   23 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (60-77:24-41) 
 
      30        40        50        60        70        80          
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE          
                                     .:. . :.:  :.: ..:             
gi|379        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
gi|379 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.0  bits: 19.4 E():   23 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (60-77:24-41) 
 
      30        40        50        60        70        80          
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE          
                                     .:. . :.:  :.: ..:             
gi|121        MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSL 
                      10        20        30        40        50    
 
gi|121 STFKNTEIKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVV 
            60        70        80        90       100       110    
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.0  bits: 19.4 E():   23 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (60-77:24-41) 
 
      30        40        50        60        70        80          
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE          
                                     .:. . :.:  :.: ..:             
gi|144        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.7  bits: 19.1 E():   24 
Smith-Waterman score: 44; 50.0% identity (71.4% similar) in 14 aa overlap (63-76:19-32) 
 
             40        50        60        70        80             
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE             
                                     :.: ::  :. :.:                 
gi|135             MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFA 
                           10        20        30        40         
 
gi|135 KALEGKDVKDLLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGL 
       50        60        70        80        90       100         
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 77.2  bits: 19.9 E():   25 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (15-36:74-98) 
 
                               10        20           30        40  
AAD-12                 FSAEVVPAVGGRTCFADMRAAYDAL---DEATRALVHQRSARHS 
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
 
              50        60        70        80                      
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE                      
                                                                    
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
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           110       120       130       140       150       160    
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.9  bits: 20.5 E():   26 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (55-71:200-216) 
 
           30        40        50        60        70        80     
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE     
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.5  bits: 19.9 E():   28 
Smith-Waterman score: 47; 33.3% identity (52.8% similar) in 36 aa overlap (15-50:159-191) 
 
                               10        20        30        40     
AAD-12                 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :   . : ..::   :   :: .  :.:   
gi|136 TNTEKLPTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFEIR---HQLTQIHGLYR 
      130       140       150       160       170          180      
 
           50        60        70        80              
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE              
       :..: :                                            
gi|136 SSDKTGGYWKITMNDGSTYQSDLSKKFEYNTEKPPINIDEIKTIEAEIN 
         190       200       210       220       230     
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.2  bits: 19.0 E():   29 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (60-80:25-45) 
 
      30        40        50        60        70        80          
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE          
                                     .:. . :.:  :.:  .:  :          
gi|990       MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSL 
                     10        20        30        40        50     
 
gi|990 STFKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVV 
           60        70        80        90       100       110     
 
>>gi|21757|emb|CAA26383.1| unnamed protein product [Trit  (296 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.2  bits: 20.2 E():   29 
Smith-Waterman score: 48; 21.3% identity (61.7% similar) in 47 aa overlap (24-70:200-246) 
 
                      10        20        30        40        50    
AAD-12        FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :. ....:.. ... :..   :: .: . : 
gi|217 SQVLQQSTYQPLQQLCCQQLWQIPEQSRCQAIHNVVHAIILHQQQRQQQPSSQVSLQQPQ 
     170       180       190       200       210       220          
 
            60        70        80                                  
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPE                                  
       :   .  :. . .  .:                                            
gi|217 QQYPSGQGFFQPSQQNPQAQGSVQPQQLPQFEEIRNLALQTLPRMCNVYIPPYCSTTIAP 
     230       240       250       260       270       280          
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 75.7  bits: 18.2 E():   31 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (33-54:37-58) 
 
             10        20        30        40        50        60   
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
             70        80 
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AAD-12 GMDTTATPLRPLVKVHPE 
                          
gi|162 VPQLEIVPNS         
         70               
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 75.4  bits: 19.0 E():   32 
Smith-Waterman score: 44; 33.3% identity (55.6% similar) in 27 aa overlap (11-37:27-52) 
 
                               10        20        30        40     
AAD-12                 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                 :. :.: :    . : :. :  : :..        
gi|439 MASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPL-EGCREYVAQQTCGVTIAG 
               10        20        30        40         50          
 
           50        60        70        80                         
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE                         
                                                                    
gi|439 SPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDF 
      60        70        80        90       100       110          
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.0  bits: 20.2 E():   33 
Smith-Waterman score: 48; 39.1% identity (56.5% similar) in 23 aa overlap (57-79:25-47) 
 
         30        40        50        60        70        80       
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE       
                                     .:  ::.  : :::  : . . :        
gi|249       MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPA 
                     10        20        30        40        50     
 
gi|249 TPAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGL 
           60        70        80        90       100       110     
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.9  bits: 20.5 E():   34 
Smith-Waterman score: 49; 36.7% identity (66.7% similar) in 30 aa overlap (30-59:43-72) 
 
                10        20        30        40        50          
AAD-12  FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.. . .:: . : : ..::..  : : : 
gi|558 RVRSGGHDYEGLSYRSLQPENFAVVDLNQMRAVLVDGKARTAWVDSGAQLGELYYAISKY 
             20        30        40        50        60        70   
 
      60        70        80                                        
AAD-12 IGYGMDTTATPLRPLVKVHPE                                        
                                                                    
gi|558 SRTLAFPAGVCPTIGVGGNLAGGGFGMLLRKYGIAAENVIDVKLVDANGKLHDKKSMGDD 
             80        90       100       110       120       130   
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 74.9  bits: 19.0 E():   34 
Smith-Waterman score: 44; 35.9% identity (51.3% similar) in 39 aa overlap (2-29:40-78) 
 
                                            10              20      
AAD-12                              FSAEVVPAVGGR------TCFADMRAAY--- 
                                     : :.: . ::       :   : ...:    
gi|145 STSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSYVLH 
      10        20        30        40        50        60          
 
               30        40        50        60        70        80 
AAD-12 --DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
         ::.::::                                                    
gi|145 KIDAIDEATYTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPD 
      70        80        90       100       110       120          
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.8  bits: 19.9 E():   34 
Smith-Waterman score: 47; 36.0% identity (76.0% similar) in 25 aa overlap (18-42:106-130) 
 
                            10        20        30        40        
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AAD-12              FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     ...: . :.:::.:  ... ::. :      
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
 
        50        60        70        80                            
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE                            
                                                                    
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.7  bits: 20.8 E():   35 
Smith-Waterman score: 50; 25.6% identity (58.1% similar) in 43 aa overlap (20-62:426-468) 
 
                          10        20        30        40          
AAD-12            FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     :  ....:   :.. :.  . .:    ..  
gi|258 AERGFFYRNGIYSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNH 
         400       410       420       430       440       450      
 
      50        60        70        80                              
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPE                              
       : .::::.  . :                                                
gi|258 GVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQISREQARQLKYNR 
         460       470       480       490       500       510      
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.0  bits: 21.1 E():   38 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (48-62:609-623) 
 
        20        30        40        50        60        70        
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
        80                                                          
AAD-12 HPE                                                          
                                                                    
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 73.7  bits: 20.2 E():   40 
Smith-Waterman score: 48; 19.0% identity (53.2% similar) in 79 aa overlap (8-79:297-375) 
 
                                      10        20          30      
AAD-12                        FSAEVVPAVGGRTCFADMRAA--YDALDEATRALVHQ 
                                     :.:: .  . .  .  . : :.  .  :   
gi|113 FTDNVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLA 
        270       280       290       300       310       320       
 
             40        50        60        70          80           
AAD-12 RS---ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP--LVKVHPE           
       :.   : .:....  .   . . :. ..  : : . ::..   .. ..:            
gi|113 RTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTSSA 
        330       340       350       360       370       380       
 
gi|113 GVFSCHPGAPC 
        390        
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 73.7  bits: 20.2 E():   40 
Smith-Waterman score: 48; 19.0% identity (53.2% similar) in 79 aa overlap (8-79:297-375) 
 
                                      10        20          30      
AAD-12                        FSAEVVPAVGGRTCFADMRAA--YDALDEATRALVHQ 
                                     :.:: .  . .  .  . : :.  .  :   
gi|166 FTDNVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLA 
        270       280       290       300       310       320       
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             40        50        60        70          80           
AAD-12 RS---ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP--LVKVHPE           
       :.   : .:....  .   . . :. ..  : : . ::..   .. ..:            
gi|166 RTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTSSA 
        330       340       350       360       370       380       
 
gi|166 GVFSCRPGAPC 
        390        
 
>>gi|121227|sp|P02230.1|GLB4_CHITH RecName: Full=Globin   (151 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.3  bits: 18.7 E():   42 
Smith-Waterman score: 43; 30.6% identity (55.6% similar) in 36 aa overlap (1-36:115-150) 
 
                                             10        20        30 
AAD-12                               FSAEVVPAVGGRTCFADMRAAYDALDEATR 
                                     : :  :  . ..: ::  .::. :  .:   
gi|121 IGDLPNIDGDVTTFVASHTPRGVTHDQLNNFRAGFVSYMKAHTDFAGAEAAWGATLDAFF 
           90       100       110       120       130       140     
 
               40        50        60        70        80 
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
       ..:  .                                             
gi|121 GMVFAKM                                            
          150                                             
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.3  bits: 20.5 E():   42 
Smith-Waterman score: 49; 37.9% identity (62.1% similar) in 29 aa overlap (33-61:74-102) 
 
             10        20        30        40        50        60   
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     : .:.: .   ::.. :    : ::.:.:  
gi|112 NRIESEGGYIETWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGL 
            50        60        70        80        90       100    
 
             70        80                                           
AAD-12 GMDTTATPLRPLVKVHPE                                           
                                                                    
gi|112 IFPGCPSTYEEPAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTG 
           110       120       130       140       150       160    
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.0  bits: 19.0 E():   43 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (35-50:46-61) 
 
           10        20        30        40        50        60     
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
           70        80                                             
AAD-12 DTTATPLRPLVKVHPE                                             
                                                                    
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 72.7  bits: 20.2 E():   45 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (17-31:431-446) 
 
                             10        20         30        40      
AAD-12               FSAEVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYS 
                                     :..: :::.: ...::               
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA               
              410       420       430       440                     
 
          50        60        70        80 
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
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>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 72.6  bits: 18.1 E():   46 
Smith-Waterman score: 41; 22.2% identity (70.4% similar) in 27 aa overlap (9-35:36-61) 
 
                                     10        20        30         
AAD-12                       FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA 
                                     ..:..  :: . ... ::.   ....:    
gi|207 IVSEKDIDAALESVKAAGSFNYKIFFQKVGLAGKSA-ADAKKVFEILDRDKSGFIEQDEL 
          10        20        30        40         50        60     
 
       40        50        60        70        80    
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE    
                                                     
gi|207 GLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
           70        80        90       100          
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 72.5  bits: 19.6 E():   46 
Smith-Waterman score: 46; 25.4% identity (55.9% similar) in 59 aa overlap (4-62:161-216) 
 
                                          10        20        30    
AAD-12                            FSAEVVPAVGGRTCFADMRAAYDALDEATRALV 
                                     .:.:: :    .  ..::...   :: :   
gi|249 MDDASVGSVSSEFHVIESAIEVITYIGEEVKVIPA-GEVEVINKVKAAFST--AATAADE 
              140       150       160        170       180          
 
            40        50        60        70        80              
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE              
          . . ..  :. . .  . .:.:: ::                                
gi|249 APANDKFTVFVSSFNKAIKETTGGAYAGYKFIPTLEAAVKQAYAASSATAPEVKYAVFET 
       190       200       210       220       230       240        
 
>>gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.4  bits: 19.0 E():   46 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (41-66:76-100) 
 
               20        30        40        50        60        70 
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
               80                                                   
AAD-12 LRPLVKVHPE                                                   
                                                                    
gi|549 AKYQVGQNVALTGSTAAVYNDPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.4  bits: 19.0 E():   46 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (41-66:76-100) 
 
               20        30        40        50        60        70 
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
               80                                                   
AAD-12 LRPLVKVHPE                                                   
                                                                    
gi|549 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 72.3  bits: 19.0 E():   47 
Smith-Waterman score: 44; 29.6% identity (77.8% similar) in 27 aa overlap (40-66:77-102) 
 
      10        20        30        40        50        60          
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::... .:... :. ..  .:: ::    
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gi|549 LKVHNDFRQKVAKGLETRGNPGPQPPAKNMNNLVWND-ELANIAQVWASQCNYGHDTCKD 
         50        60        70        80         90       100      
 
      70        80                                                  
AAD-12 PLRPLVKVHPE                                                  
                                                                    
gi|549 TEKYPVGQNIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWA 
         110       120       130       140       150       160      
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.3  bits: 19.6 E():   47 
Smith-Waterman score: 46; 55.6% identity (66.7% similar) in 18 aa overlap (55-70:21-38) 
 
           30        40        50          60        70        80   
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGS--AYIGYGMDTTATPLRPLVKVHPE   
                                     :::  : .:::  : :.:             
gi|330           MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAP 
                         10        20        30        40        50 
 
gi|330 AGAEPAGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLS 
               60        70        80        90       100       110 
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 71.9  bits: 18.7 E():   50 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (35-49:138-152) 
 
           10        20        30        40        50        60     
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
           70        80 
AAD-12 DTTATPLRPLVKVHPE 
                        
gi|391 ASIDTILTKV       
       170              
 
>>gi|56417506|gb|AAV90694.1| GE-rich salivary protein 30  (266 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.9  bits: 19.3 E():   50 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (35-65:183-213) 
 
           10        20        30        40        50        60     
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
            160       170       180       190       200       210   
 
           70        80                                       
AAD-12 DTTATPLRPLVKVHPE                                       
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
            220       230       240       250       260       
 
>>gi|56417504|gb|AAV90693.1| 30 kDa salivary gland aller  (271 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.7  bits: 19.3 E():   51 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (35-65:188-218) 
 
           10        20        30        40        50        60     
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
       160       170       180       190       200       210        
 
           70        80                                       
AAD-12 DTTATPLRPLVKVHPE                                       
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
       220       230       240       250       260       270  
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
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 initn:  40 init1:  40 opt:  40  Z-score: 71.5  bits: 17.8 E():   52 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (45-62:26-43) 
 
           20        30        40        50        60        70     
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : .. :. :: :..  ::             
gi|897      EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQ 
                    10        20        30        40        50      
 
           80                                         
AAD-12 VKVHPE                                         
                                                      
gi|897 QGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
          60        70        80        90       100  
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.3  bits: 19.5 E():   54 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (60-69:284-293) 
 
      30        40        50        60        70        80          
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE          
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 71.1  bits: 15.1 E():   55 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (38-52:1-15) 
 
        10        20        30        40        50        60        
AAD-12 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                     :: . : : ..::..                
gi|323                               ARTAWVDSGAQLGELSY              
                                             10                     
 
        70        80 
AAD-12 ATPLRPLVKVHPE 
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.7  bits: 19.8 E():   57 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (32-53:332-353) 
 
              10        20        30        40        50        60  
AAD-12 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     : :     ::..:. .  :.::         
gi|259 LTTLNSLNLPILKWLQLSVEKGVLYKNALVLPHWNLNSHSIIYGCKGKGQVQVVDNFGNR 
             310       320       330       340       350       360  
 
              70        80                                          
AAD-12 YGMDTTATPLRPLVKVHPE                                          
                                                                    
gi|259 VFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRAMTSPLAGRTSVLGGMPEEVL 
             370       380       390       400       410       420  
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.5  bits: 17.8 E():   59 
Smith-Waterman score: 40; 25.6% identity (59.0% similar) in 39 aa overlap (32-70:54-92) 
 
              10        20        30        40        50        60  
AAD-12 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     :. . : . . : : .  : . ..:.:  : 
gi|117 KAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAG 
            30        40        50        60        70        80    
 
              70        80            
AAD-12 YGMDTTATPLRPLVKVHPE            
        . .. :.:                      
gi|117 GSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
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            90       100       110    
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 70.4  bits: 20.7 E():   60 
Smith-Waterman score: 58; 34.8% identity (60.9% similar) in 46 aa overlap (36-80:4-44) 
 
          10        20        30        40        50        60      
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :::..  .:..:. ::   .:.  : :: : 
gi|219                            MAARSAKY--MYQSSRAGH---GGDISIEYGTD 
                                            10           20         
 
           70        80                                             
AAD-12 TTA-TPLRPLVKVHPE                                             
         : : :.  ...  :                                             
gi|219 LGALTRLEDKIRLLSEDLESERELRQRVEREKSDITVQLMNLTERLEETEGSSESVTEMN 
       30        40        50        60        70        80         
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 70.4  bits: 20.7 E():   60 
Smith-Waterman score: 50; 28.9% identity (60.5% similar) in 38 aa overlap (17-54:827-864) 
 
                             10        20        30        40       
AAD-12               FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     ...:: :  :.:   :   :. ..: : .. 
gi|377 NEKVKVYKRQMQEQEGMSQQNLTRVRRFQRELEAAEDRADQAESNLSFIRAKHRSWVTTS 
        800       810       820       830       840       850       
 
         50        60        70        80 
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
       .  : ..:                           
gi|377 QVPGGTRQVFTTQEETTNY                
        860       870                     
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.4  bits: 20.1 E():   60 
Smith-Waterman score: 48; 22.9% identity (57.1% similar) in 35 aa overlap (26-60:339-373) 
 
                    10        20        30        40        50      
AAD-12      FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     ::  .:  . :  : . ...:.. : . .: 
gi|131 LLQPVSTPGEFELFFGAGGENPESFFKSFSDEILEAAFNTRRDRLQRIFGQQRQGVIVKA 
      310       320       330       340       350       360         
 
          60        70        80                                    
AAD-12 GSAYIGYGMDTTATPLRPLVKVHPE                                    
       .   .                                                        
gi|131 SEEQVRAMSRHEEGGIWPFGGESKGTINIYQQRPTHSNQYGQLHEVDASQYRQLRDLDLT 
      370       380       390       400       410       420         
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.9  bits: 18.1 E():   64 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (67-74:34-41) 
 
         40        50        60        70        80                 
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE                 
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 69.8  bits: 15.4 E():   64 
Smith-Waterman score: 36; 44.0% identity (56.0% similar) in 25 aa overlap (49-73:2-24) 
 
       20        30        40        50        60        70         
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     ::..  :  :  : :. : :::  :      
gi|751                              DLGYAP-ATPAAPGAGY-TPATPAAP      
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                                             10         20          
 
       80 
AAD-12 PE 
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 69.6  bits: 19.8 E():   66 
Smith-Waterman score: 47; 33.3% identity (66.7% similar) in 36 aa overlap (21-55:123-158) 
 
                         10        20         30        40          
AAD-12           FSAEVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYSQSKL 
                                     :. ..: .  ::.: . .:: . : : ..: 
gi|558 VCGRRHGVRIRVRSGGHDYEGLSYRSERPEAFAVVDLNKMRAVVVDGKARTAWVDSGAQL 
            100       110       120       130       140       150   
 
      50        60        70        80                              
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPE                              
       :..  :                                                       
gi|558 GELYYAIAKNSPVLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGT 
            160       170       180       190       200       210   
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 69.6  bits: 16.0 E():   66 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (50-70:5-25) 
 
      20        30        40        50        60        70          
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     :.: .: :  : : .   :.:          
gi|462                           TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXL 
                                         10        20        30     
 
      80   
AAD-12 E   
           
gi|462 SSA 
           
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 69.5  bits: 15.4 E():   67 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (67-73:5-11) 
 
         40        50        60        70        80        
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE        
                                     : .:.::               
gi|751                           TKSQTHVPIRPNKLVLKVQKDRATN 
                                         10        20      
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.4  bits: 17.7 E():   68 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (33-54:6-27) 
 
             10        20        30        40        50        60   
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159                          IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
                                        10        20        30      
 
             70        80                                           
AAD-12 GMDTTATPLRPLVKVHPE                                           
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFXQFYQPDAYPSGAWY 
          40        50        60        70        80        90      
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 35.5% identity (61.3% similar) in 31 aa overlap (29-59:53-82) 
 
                 10        20        30        40        50         
AAD-12   FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA 
                                     :  :::   : .  ...: :.  ...:: : 
gi|144 FLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQ-KVDVIDKAGLA 
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             30        40        50        60        70         80  
 
       60        70        80                                       
AAD-12 YIGYGMDTTATPLRPLVKVHPE                                       
       :                                                            
gi|144 YTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEKSA 
              90       100       110       120       130       140  
 
>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 48; 27.1% identity (58.6% similar) in 70 aa overlap (1-65:82-150) 
 
                                             10        20           
AAD-12                               FSAEVVPAVGGRTCFADMRAAYD--ALDEA 
                                     : .:.:  .:. . .  :..     : ..  
gi|170 MAKFPQFAGKDLETLKGTGQFATHAGRIVGFVSEIVALMGNSANMPAMETLIKDMAANHK 
              60        70        80        90       100       110  
 
       30          40         50        60        70        80 
AAD-12 TRALVHQRSA--RHSLV-YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
       .:.. . .    : ::: : :::..  .. :.:.   :.:                
gi|170 ARGIPKAQFNEFRASLVSYLQSKVSWNDSLGAAWT-QGLDNVFNMMFSYL      
             120       130       140        150       160      
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.2  bits: 17.7 E():   69 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (60-77:25-42) 
 
      30        40        50        60        70        80          
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE          
                                     .:. . :.:  ..: ..:             
gi|144       MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSL 
                     10        20        30        40        50     
 
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVE 
           60        70        80        90       100       110     
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.0  bits: 17.7 E():   71 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (23-51:101-129) 
 
                       10        20        30        40        50   
AAD-12         FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
             60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPE 
                                    
gi|273 RRRR                         
                                    
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.0  bits: 17.7 E():   71 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (23-51:101-129) 
 
                       10        20        30        40        50   
AAD-12         FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
             60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPE 
                                    
gi|273 RRRR                         
                                    
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.9  bits: 18.3 E():   72 
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Smith-Waterman score: 42; 29.6% identity (70.4% similar) in 27 aa overlap (40-66:76-101) 
 
      10        20        30        40        50        60          
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::.. ..:... :  ..   :: ::    
gi|549 LKIHNDFRNKVARGLETRGNPGPQPPAKNMNNLVWN-NELANIAQIWASQCKYGHDTCKD 
          50        60        70        80         90       100     
 
      70        80                                                  
AAD-12 PLRPLVKVHPE                                                  
                                                                    
gi|549 TTKYNVGQNIAVSSSTAAVYENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWA 
          110       120       130       140       150       160     
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 68.8  bits: 14.8 E():   73 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (64-71:10-17) 
 
            40        50        60        70        80 
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
                                     :.:  :::          
gi|244                      IGNEDCTPWMSTLITPLP         
                                    10                 
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  44  Z-score: 68.8  bits: 18.9 E():   74 
Smith-Waterman score: 44; 28.9% identity (57.9% similar) in 38 aa overlap (33-70:3-38) 
 
             10        20        30        40        50        60   
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     ::: ..  .:  . . ..    . .: .:: 
gi|398                             MAVHQYTV--ALFLAVALVAGPAASYAADLGY 
                                             10        20        30 
 
             70        80                                           
AAD-12 GMDTTATPLRPLVKVHPE                                           
       :  : :.:                                                     
gi|398 GPATPAAPAAGYTPATPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKY 
               40        50        60        70        80        90 
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.8  bits: 17.4 E():   74 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (48-80:20-52) 
 
        20        30        40        50        60         70       
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT-TATPLRPLVK 
                                     : :  .. :  :   :.:. .:  :. : : 
gi|131            AFKGILSNADIKAAEAACFKEGSFDEDGF-YAKVGLDAFSADELKKLFK 
                          10        20         30        40         
 
         80                                                         
AAD-12 VHPE                                                         
       .  :                                                         
gi|131 IADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDK 
       50        60        70        80        90       100         
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.4  bits: 18.9 E():   77 
Smith-Waterman score: 44; 26.7% identity (70.0% similar) in 30 aa overlap (31-60:232-259) 
 
               10        20        30        40        50        60 
AAD-12 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                     : .:  :. ::....:..  . ::. . .. 
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIH--SVVHSIIMQQQQQQQQQQGIDIFL 
             210       220       230         240       250          
 
               70        80                                         
AAD-12 GYGMDTTATPLRPLVKVHPE                                         
                                                                    
gi|170 PLSQHEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSIMRAPFAS 
     260       270       280       290       300       310          
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>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 18.3 E():   78 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (28-61:71-104) 
 
                  10        20        30        40        50        
AAD-12    FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 
                                     :   :: .:.: .   ::..      : :  
gi|221 AQRPDNRIESEGGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGR 
               50        60        70        80        90       100 
 
        60        70        80                                      
AAD-12 AYIGYGMDTTATPLRPLVKVHPE                                      
       .:.:                                                         
gi|221 GYFGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQKVHRFDEGDLIAV 
              110       120       130       140       150       160 
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.2  bits: 17.4 E():   79 
Smith-Waterman score: 41; 33.3% identity (51.9% similar) in 27 aa overlap (11-37:2-27) 
 
               10        20        30        40        50        60 
AAD-12 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                 :  :.: :    . : :. :  : :..                        
gi|253          TGPYCYAGMGLPINPL-EGCREYVAQQTCGISISGSAVSTEPGNTPRDRCC 
                        10         20        30        40        50 
 
               70        80                                         
AAD-12 GYGMDTTATPLRPLVKVHPE                                         
                                                                    
gi|253 KELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVH 
               60        70        80        90       100       110 
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 18.3 E():   81 
Smith-Waterman score: 42; 33.3% identity (71.4% similar) in 21 aa overlap (50-70:72-92) 
 
      20        30        40        50        60        70          
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     : ...: .::   : ...:.:          
gi|383 TASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEE 
              50        60        70        80        90       100  
 
      80                                                            
AAD-12 E                                                            
                                                                    
gi|383 EEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEEL 
             110       120       130       140       150       160  
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.7 E():   83 
Smith-Waterman score: 40; 30.0% identity (65.0% similar) in 20 aa overlap (9-28:59-78) 
 
                                     10        20        30         
AAD-12                       FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA 
                                     .:  : .. :.   :..:.:           
gi|186 TVFPKVLPQLIKSVEILEGDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYTYTTIG 
       30        40        50        60        70        80         
 
       40        50        60        70        80                   
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE                   
                                                                    
gi|186 GDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVE 
       90       100       110       120       130       140         
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.6  bits: 19.2 E():   85 
Smith-Waterman score: 45; 43.8% identity (81.2% similar) in 16 aa overlap (17-32:217-232) 
 
                             10        20        30        40       
AAD-12               FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
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                                     :...: .:::  :.:.               
gi|144 AEVYQKLKALAKKTYGQSAGNVGDEGGVAPDIQTAEEALDLITKAIEEAGYTGKIKIAMD 
        190       200       210       220       230       240       
 
         50        60        70        80                           
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE                           
                                                                    
gi|144 VASSEFYKADEKKYDLDFKNPDSDKSKWLTYEQLAEMYKSLAEKYPIVSIEDPFAEDDWE 
        250       260       270       280       290       300       
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.2  bits: 18.0 E():   90 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (41-66:76-100) 
 
               20        30        40        50        60        70 
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDI 
          50        60        70        80         90       100     
 
               80                                                   
AAD-12 LRPLVKVHPE                                                   
                                                                    
gi|549 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.2  bits: 18.0 E():   90 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (41-66:76-100) 
 
               20        30        40        50        60        70 
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
               80                                                   
AAD-12 LRPLVKVHPE                                                   
                                                                    
gi|549 AKYPVGQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.1  bits: 17.1 E():   91 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (15-28:39-52) 
 
                               10        20        30        40     
AAD-12                 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|191 TLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
           50        60        70        80         
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE         
                                                    
gi|191 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.1  bits: 17.1 E():   91 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (15-28:39-52) 
 
                               10        20        30        40     
AAD-12                 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|730 TLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
           50        60        70        80         
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE         
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gi|730 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.0  bits: 18.0 E():   92 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (41-66:81-105) 
 
               20        30        40        50        60        70 
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|115 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
               60        70        80         90       100          
 
               80                                                   
AAD-12 LRPLVKVHPE                                                   
                                                                    
gi|115 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
     110       120       130       140       150       160          
 
>>gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos tauru  (172 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.7 E():   93 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (33-54:49-70) 
 
             10        20        30        40        50        60   
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
       20        30        40        50        60        70         
 
             70        80                                           
AAD-12 GMDTTATPLRPLVKVHPE                                           
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
       80        90       100       110       120       130         
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 66.9  bits: 13.6 E():   93 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (30-34:2-6) 
 
               10        20        30        40        50        60 
AAD-12 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                    : :::                           
gi|463                             DRNLVHSATR                       
                                           10                       
 
               70        80 
AAD-12 GYGMDTTATPLRPLVKVHPE 
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.4 E():   96 
Smith-Waterman score: 41; 33.3% identity (51.9% similar) in 27 aa overlap (11-37:27-52) 
 
                               10        20        30        40     
AAD-12                 FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                 :  :.: :    . : :. :  : :..        
gi|217 MASKSSISPLLLATVLVSVFAAATATGPYCYAGMGLPINPL-EGCREYVAQQTCGISISG 
               10        20        30        40         50          
 
           50        60        70        80                         
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE                         
                                                                    
gi|217 SAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDF 
      60        70        80        90       100       110          
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.4  bits: 19.2 E():   99 
Smith-Waterman score: 45; 33.3% identity (66.7% similar) in 24 aa overlap (22-45:393-416) 
 
                        10        20        30        40        50  
AAD-12          FSAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 
                                     : : :::  . .. ... .: .::       
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gi|144 TGKSNKITITNDKGRLSKEEIERMLAEAEKYKAEDEAEASRIQAKNGLESYAYSLKNTIT 
            370       380       390       400       410       420   
 
              60        70        80                                
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPE                                
                                                                    
gi|144 EGKLQMSDDDKKKIEDKISEIISWLDNNQTAEKDEYESQQKELEAIANPIMQAAYGAAGG 
            430       440       450       460       470       480   
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:51 2011 done: Fri Jan 21 00:02:51 2011 
 Total Scan time:  0.050 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 125  - 204 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     6     2:*= 
  32     8     8:==* 
  34    19    22:=======* 
  36    20    44:=======       * 
  38    34    73:============            * 
  40    78   102:==========================       * 
  42   130   125:=========================================*== 
  44   153   138:=============================================*===== 
  46   119   140:========================================      * 
  48   150   134:============================================*===== 
  50   121   122:========================================* 
  52   142   108:===================================*============ 
  54   120    92:==============================*========= 
  56    53    77:==================       * 
  58    68    63:====================*== 
  60    58    51:================*=== 
  62    41    41:=============* 
  64    48    33:==========*===== 
  66    14    26:=====   * 
  68    29    20:======*=== 
  70    15    16:=====* 
  72    11    12:===* 
  74    10    10:===* 
  76     9     8:==* 
  78     7     6:=*= 
  80     3     5:=* 
  82     6     3:*= 
  84     2     3:* 
  86     4     2:*= 
  88     4     2:*=         inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     2     1:*         :*= 
  96     1     1:*         :* 
  98     0     0:          * 
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 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     1     0:=         *= 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.73550.00309; mu= 5.8857 0.160 
 mean_var=34.1796 8.398, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.219377 
 Kolmogorov-Smirnov  statistic: 0.0581 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   74 28.4    0.14 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   58 23.4     1.3 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   56 22.7     2.3 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   57 23.0     2.8 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   57 23.0     2.8 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   59 23.6     4.3 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   52 21.5     4.8 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   52 21.5     5.5 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   52 21.5     5.5 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.5     6.3 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 23.0     7.3 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 23.0     7.6 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 23.0     7.6 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 23.0     7.8 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   56 22.7     9.1 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 21.8     9.5 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 21.7     9.8 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 18.7      11 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   56 22.7      12 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   56 22.7      12 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   48 20.2      14 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 21.4      14 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 22.6      15 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 22.6      15 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   50 20.8      18 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 19.9      19 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 19.9      19 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 19.9      19 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 19.9      20 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 19.9      20 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   52 21.4      20 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.6      22 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   49 20.5      23 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.3      24 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.3      24 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.3      24 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   44 19.0      26 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.9      27 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 20.5      27 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   47 19.9      29 
gi|21757|emb|CAA26383.1| unnamed protein product [ ( 296)   48 20.2      30 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 18.9      31 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   48 20.2      31 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 18.0      34 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   44 18.9      34 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   49 20.5      35 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   50 20.8      35 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   47 19.9      35 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   44 18.9      36 
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gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 21.1      38 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   48 20.1      40 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   48 20.1      40 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   49 20.5      42 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.9      45 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 20.1      45 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   46 19.5      47 
gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Veno ( 204)   44 18.9      48 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   44 18.9      48 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   46 19.5      48 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   41 18.0      49 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   44 18.9      49 
gi|56417506|gb|AAV90694.1| GE-rich salivary protei ( 266)   45 19.2      51 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.6      52 
gi|56417504|gb|AAV90693.1| 30 kDa salivary gland a ( 271)   45 19.2      52 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 19.5      55 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 17.7      56 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   47 19.8      58 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   50 20.7      59 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   50 20.7      59 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   48 20.1      60 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   40 17.7      63 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 14.9      63 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.8      66 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.0      67 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   44 18.9      68 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   44 18.9      68 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   44 18.9      68 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   44 18.9      68 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   44 18.9      68 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   44 18.9      68 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   44 18.9      68 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   44 18.9      68 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   44 18.9      68 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   44 18.9      68 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   44 18.9      68 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   44 18.9      68 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   44 18.9      68 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   44 18.9      68 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   44 18.9      68 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   44 18.9      68 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   41 18.0      71 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 17.7      72 
gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   41 18.0      72 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.2      72 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 17.7      73 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 15.9      73 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   40 17.7      74 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   40 17.7      74 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   42 18.3      75 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.2      75 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.4      77 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   44 18.9      78 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   42 18.3      80 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   39 17.4      82 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 14.6      83 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   42 18.3      83 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   45 19.2      85 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   40 17.7      86 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   41 18.0      92 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   41 18.0      92 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   41 18.0      94 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   38 17.1      95 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   38 17.1      95 
gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos t ( 172)   40 17.7      96 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   45 19.2      97 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   39 17.4   1e 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  57 init1:  57 opt:  74  Z-score: 118.1  bits: 28.4 E(): 0.14 
Smith-Waterman score: 74; 24.6% identity (54.1% similar) in 61 aa overlap (9-69:309-363) 
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                                     10        20        30         
AAD-12                       SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR 
                                     :.: :  : :.  ..: .      : ..:  
gi|113 HGFFQVVNNNYDKWGSYAIGGSASPTILSQGNRFCAPDERSKKNVLGR------HGEAAA 
      280       290       300       310       320             330   
 
       40        50        60        70        80                   
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET                   
       .:. ..      : . :. ... :.: . ::                              
gi|113 ESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEPGESALSLTSSAGVLSCQP 
            340       350       360       370       380       390   
 
gi|113 GAPC 
            
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 100.3  bits: 23.4 E():  1.3 
Smith-Waterman score: 58; 26.9% identity (57.7% similar) in 52 aa overlap (14-65:26-77) 
 
                           10        20        30        40         
AAD-12             SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                :::      :.  . . :  ..:.   :.... .. 
gi|527 MVHHITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNV 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPET                             
        :::.:.. :   .: :                                            
gi|527 DHVQDAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAG 
               70        80        90       100       110       120 
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  56  Z-score: 96.0  bits: 22.7 E():  2.3 
Smith-Waterman score: 56; 28.1% identity (61.4% similar) in 57 aa overlap (2-56:12-65) 
 
                         10        20          30        40         
AAD-12           SAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                  :  : : : .    :.:  .: :  ..:..:.   ....:.:.: : .: 
gi|111 MKFAIVLIACFAASVLAQGHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
       50        60        70        80                             
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPET                             
        ....  :                                                     
gi|111 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
        60        70        80        90       100       110        
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 94.5  bits: 23.0 E():  2.8 
Smith-Waterman score: 57; 29.3% identity (60.3% similar) in 58 aa overlap (15-67:93-149) 
 
                               10        20             30          
AAD-12                 SAEVVPAVGGRTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|144 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
             70        80        90       100        110       120  
 
      40        50        60        70        80                    
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET                    
       .. :  .:. .: .:...:.. :  : :                                 
gi|144 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
             130       140       150       160       170       180  
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 94.4  bits: 23.0 E():  2.8 
Smith-Waterman score: 57; 29.3% identity (60.3% similar) in 58 aa overlap (15-67:97-153) 
 
                               10        20             30          
AAD-12                 SAEVVPAVGGRTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
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gi|622 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
         70        80        90       100       110        120      
 
      40        50        60        70        80                    
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET                    
       .. :  .:. .: .:...:.. :  : :                                 
gi|622 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
         130       140       150       160       170       180      
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  59  Z-score: 91.1  bits: 23.6 E():  4.3 
Smith-Waterman score: 59; 35.6% identity (60.0% similar) in 45 aa overlap (34-71:198-242) 
 
            10        20        30        40              50        
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL------GHVQQAGSA 
                                     ::. :..:  .:. :      :  ..: .  
gi|303 LVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALAD 
       170       180       190       200       210       220        
 
        60         70        80                                     
AAD-12 YIGYGMDT-TATPLRPLVKVHPET                                     
        .:.:::: ::  .:                                              
gi|303 VLGFGMDTETARKVRGEDDQRGHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICS 
       230       240       250       260       270       280        
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 90.2  bits: 21.5 E():  4.8 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (16-56:11-50) 
 
               10        20          30        40        50         
AAD-12 SAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                      :.:  .: :  ..:..:.   ....:.:.: : .: ....  :   
gi|160      GSQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQLDELNENKSKE 
                    10        20           30        40        50   
 
       60        70        80                                       
AAD-12 IGYGMDTTATPLRPLVKVHPET                                       
                                                                    
gi|160 LQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQK 
             60        70        80        90       100       110   
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 89.2  bits: 21.5 E():  5.5 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (16-56:26-65) 
 
                         10        20          30        40         
AAD-12           SAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                                :.:  .: :  ..:..:.   ....:.:.: : .: 
gi|111 MKFAIVLIACFAASVLAQEHKPEKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
       50        60        70        80                             
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPET                             
        ....  :                                                     
gi|111 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
        60        70        80        90       100       110        
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 89.2  bits: 21.5 E():  5.5 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (16-56:26-65) 
 
                         10        20          30        40         
AAD-12           SAEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                                :.:  .: :  ..:..:.   ....:.:.: : .: 
gi|420 MKFAIVLIACFAASVLAQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
       50        60        70        80                             
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPET                             
        ....  :                                                     
gi|420 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
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        60        70        80        90       100       110        
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 88.2  bits: 21.5 E():  6.3 
Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (21-44:29-52) 
 
                       10        20        30        40        50   
AAD-12         SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                   : : :::  : .  ..: .: .::         
gi|144 KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLSDS 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPET                                 
                                                                    
gi|144 KVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAGGE 
               70        80        90       100       110       120 
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.9  bits: 23.0 E():  7.3 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (17-56:372-411) 
 
                             10        20        30        40       
AAD-12               SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|224 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             350       360       370       380       390       400  
 
         50        60        70        80                           
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET                           
         .::: . :                                                   
gi|224 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             410       420       430       440       450       460  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.6  bits: 23.0 E():  7.6 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (17-56:392-431) 
 
                             10        20        30        40       
AAD-12               SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|571 GNRSPHIYDPQRWFTQNCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
         50        60        70        80                           
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET                           
         .::: . :                                                   
gi|571 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFA 
             430       440       450       460       470       480  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.6  bits: 23.0 E():  7.6 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (17-56:392-431) 
 
                             10        20        30        40       
AAD-12               SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|199 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
         50        60        70        80                           
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET                           
         .::: . :                                                   
gi|199 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             430       440       450       460       470       480  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.5  bits: 23.0 E():  7.8 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (17-56:400-439) 
 
                             10        20        30        40       
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AAD-12               SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|213 RSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
     370       380       390       400       410       420          
 
         50        60        70        80                           
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET                           
         .::: . :                                                   
gi|213 GRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLA 
     430       440       450       460       470       480          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 85.3  bits: 22.7 E():  9.1 
Smith-Waterman score: 56; 28.9% identity (52.6% similar) in 38 aa overlap (19-56:371-408) 
 
                           10        20        30        40         
AAD-12             SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :  : . .  ..:  .  ::..:      
gi|370 RSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGR 
              350       360       370       380       390       400 
 
       50        60        70        80                             
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPET                             
       .::: . :                                                     
gi|370 AHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGE 
              410       420       430       440       450       460 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 84.9  bits: 21.8 E():  9.5 
Smith-Waterman score: 53; 28.1% identity (57.8% similar) in 64 aa overlap (13-68:202-265) 
 
                                 10        20        30             
AAD-12                   SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ------RS 
                                     :. ...::      :: : . :      .. 
gi|168 APADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEA 
             180       190       200       210       220       230  
 
         40        50          60        70        80     
AAD-12 ARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATPLRPLVKVHPET     
       :  . . ..:.. .:.:  .:.: .. :  ::::                 
gi|168 ALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             240       250       260       270       280  
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 84.7  bits: 21.7 E():  9.8 
Smith-Waterman score: 53; 28.1% identity (57.8% similar) in 64 aa overlap (13-68:211-274) 
 
                                 10        20        30             
AAD-12                   SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ------RS 
                                     :. ...::      :: : . :      .. 
gi|330 APADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEA 
              190       200       210       220       230       240 
 
         40        50          60        70        80     
AAD-12 ARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATPLRPLVKVHPET     
       :  . . ..:.. .:.:  .:.: .. :  ::::                 
gi|330 ALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              250       260       270       280       290 
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 84.0  bits: 18.7 E():   11 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (49-69:5-25) 
 
       20        30        40        50        60        70         
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     :.:..: :. .::  .  :.:          
gi|462                           AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKN 
                                         10        20        30     
 
       80   
AAD-12 ET   
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gi|462 LNSA 
            
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  56  Z-score: 83.3  bits: 22.7 E():   12 
Smith-Waterman score: 56; 27.8% identity (63.9% similar) in 36 aa overlap (34-69:539-574) 
 
            10        20        30        40        50        60    
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.:.. .   . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYP 
      510       520       530       540       550       560         
 
            70        80                                            
AAD-12 DTTATPLRPLVKVHPET                                            
        ..  :                                                       
gi|217 TSVQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQP 
      570       580       590       600       610       620         
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 83.1  bits: 22.7 E():   12 
Smith-Waterman score: 56; 25.0% identity (63.9% similar) in 36 aa overlap (34-69:551-586) 
 
            10        20        30        40        50        60    
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.... . . . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYP 
              530       540       550       560       570       580 
 
            70        80                                            
AAD-12 DTTATPLRPLVKVHPET                                            
        .   :                                                       
gi|217 TSLQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQP 
              590       600       610       620       630       640 
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 81.8  bits: 20.2 E():   14 
Smith-Waterman score: 48; 30.6% identity (58.3% similar) in 36 aa overlap (1-36:18-52) 
 
                                10        20        30        40    
AAD-12                  SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                        :. .. :. :. :.: :    . : :. :  : :..        
gi|189 MASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPL-EGCREYVAQQTCGVTIAG 
               10        20        30        40         50          
 
            50        60        70        80                        
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET                        
                                                                    
gi|189 SPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFA 
      60        70        80        90       100       110          
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.7  bits: 21.4 E():   14 
Smith-Waterman score: 52; 40.0% identity (56.0% similar) in 25 aa overlap (56-80:25-49) 
 
          30        40        50        60        70        80      
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET      
                                     .:  ::.  : :::  : . . : :      
gi|249       MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPA 
                     10        20        30        40        50     
 
gi|249 TPAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGL 
           60        70        80        90       100       110     
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.4  bits: 22.6 E():   15 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (44-61:283-300) 
 
            20        30        40        50        60        70    
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 4522



 

 

                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
            80                                                      
AAD-12 VKVHPET                                                      
                                                                    
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.3  bits: 22.6 E():   15 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (44-61:289-306) 
 
            20        30        40        50        60        70    
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
 
            80                                                      
AAD-12 VKVHPET                                                      
                                                                    
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 79.8  bits: 20.8 E():   18 
Smith-Waterman score: 50; 22.2% identity (49.4% similar) in 81 aa overlap (4-78:47-125) 
 
                                          10        20        30    
AAD-12                            SAEVVPAVGGRTCFADMRAAYDALDEATRALVH 
                                     .. .:::.   ::.  :   ..     :.  
gi|144 VDARFPRSLQPKWAYLDSNEFPRSKIGDSPIAGVVGGQD--ADLAEAPFQISLLKDYLIM 
         20        30        40        50          60        70     
 
                  40        50        60        70        80        
AAD-12 QRSA------RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET        
       .:         .: : . ..  . :.:.:  . :: .  ..     .::.:          
gi|144 KRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQ 
           80        90       100       110       120       130     
 
gi|144 DQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKG 
          140       150       160       170       180       190     
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.6  bits: 19.9 E():   19 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (17-33:14-30) 
 
               10        20        30        40        50        60 
AAD-12 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                       .: :.: .:.  .. .:                            
gi|219    MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLIIEI 
                  10        20        30        40        50        
 
               70        80                                         
AAD-12 YGMDTTATPLRPLVKVHPET                                         
                                                                    
gi|219 DADGSGELEFDEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGYIPTSALREILRAL 
        60        70        80        90       100       110        
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.4  bits: 19.9 E():   19 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (5-21:141-157) 
 
                                         10        20        30     
AAD-12                           SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
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           40        50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.4  bits: 19.9 E():   19 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (5-21:141-157) 
 
                                         10        20        30     
AAD-12                           SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
           40        50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.2  bits: 19.9 E():   20 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (5-21:144-160) 
 
                                         10        20        30     
AAD-12                           SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
           40        50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.2  bits: 19.9 E():   20 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (5-21:144-160) 
 
                                         10        20        30     
AAD-12                           SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
           40        50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 78.9  bits: 21.4 E():   20 
Smith-Waterman score: 52; 24.3% identity (73.0% similar) in 37 aa overlap (24-59:143-179) 
 
                      10        20        30        40         50   
AAD-12        SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG-HVQ 
                                     .::   .:.: .. .. .::  .... .:. 
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
             60        70        80                                 
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPET                                 
       . :...:                                                      
gi|215 NNGDVFILLVPNFVFVWTGKHSNRMERTTAIRVANDLKSELNRFKLSSVILEDGKEVEQT 
            180       190       200       210       220       230   
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.2  bits: 19.6 E():   22 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (17-34:126-143) 
 
                             10        20        30        40       
AAD-12               SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . ::..::: :..: ...             
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG         
         100       110       120       130       140                
 
         50        60        70        80 
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
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>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.0  bits: 20.5 E():   23 
Smith-Waterman score: 49; 21.9% identity (59.4% similar) in 32 aa overlap (35-66:179-210) 
 
           10        20        30        40        50        60     
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :.  .:.. .... :. ::      : :.. 
gi|219 MWQQSSCHVMQQQCCQQLSQIPEQSRYDAIRAITYSIILQEQQQGQSQQQQPQQSGQGVS 
      150       160       170       180       190       200         
 
           70        80                                             
AAD-12 TTATPLRPLVKVHPET                                             
        .                                                           
gi|219 QSQQQSQQQLGQCSFQQPQQQLGQQPQQQQVQQGTFLQPHQIAHLEVMTSIALRTLPTMC 
      210       220       230       240       250       260         
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.5  bits: 19.3 E():   24 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (59-76:24-41) 
 
       30        40        50        60        70        80         
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET         
                                     .:. . :.:  :.: ..:             
gi|379        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
gi|379 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.5  bits: 19.3 E():   24 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (59-76:24-41) 
 
       30        40        50        60        70        80         
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET         
                                     .:. . :.:  :.: ..:             
gi|121        MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSL 
                      10        20        30        40        50    
 
gi|121 STFKNTEIKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVV 
            60        70        80        90       100       110    
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.5  bits: 19.3 E():   24 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (59-76:24-41) 
 
       30        40        50        60        70        80         
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET         
                                     .:. . :.:  :.: ..:             
gi|144        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.1  bits: 19.0 E():   26 
Smith-Waterman score: 44; 50.0% identity (71.4% similar) in 14 aa overlap (62-75:19-32) 
 
              40        50        60        70        80            
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET            
                                     :.: ::  :. :.:                 
gi|135             MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFA 
                           10        20        30        40         
 
gi|135 KALEGKDVKDLLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGL 
       50        60        70        80        90       100         
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 76.8  bits: 19.9 E():   27 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (14-35:74-98) 
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                                10        20           30        40 
AAD-12                  SAEVVPAVGGRTCFADMRAAYDAL---DEATRALVHQRSARHS 
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
 
               50        60        70        80                     
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET                     
                                                                    
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.7  bits: 20.5 E():   27 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (54-70:200-216) 
 
            30        40        50        60        70        80    
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET    
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.1  bits: 19.9 E():   29 
Smith-Waterman score: 47; 33.3% identity (52.8% similar) in 36 aa overlap (14-49:159-191) 
 
                                10        20        30        40    
AAD-12                  SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :   . : ..::   :   :: .  :.:   
gi|136 TNTEKLPTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFEIR---HQLTQIHGLYR 
      130       140       150       160       170          180      
 
            50        60        70        80             
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET             
       :..: :                                            
gi|136 SSDKTGGYWKITMNDGSTYQSDLSKKFEYNTEKPPINIDEIKTIEAEIN 
         190       200       210       220       230     
 
>>gi|21757|emb|CAA26383.1| unnamed protein product [Trit  (296 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.9  bits: 20.2 E():   30 
Smith-Waterman score: 48; 21.3% identity (61.7% similar) in 47 aa overlap (23-69:200-246) 
 
                       10        20        30        40        50   
AAD-12         SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :. ....:.. ... :..   :: .: . : 
gi|217 SQVLQQSTYQPLQQLCCQQLWQIPEQSRCQAIHNVVHAIILHQQQRQQQPSSQVSLQQPQ 
     170       180       190       200       210       220          
 
             60        70        80                                 
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPET                                 
       :   .  :. . .  .:                                            
gi|217 QQYPSGQGFFQPSQQNPQAQGSVQPQQLPQFEEIRNLALQTLPRMCNVYIPPYCSTTIAP 
     230       240       250       260       270       280          
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.7  bits: 18.9 E():   31 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (59-79:25-45) 
 
       30        40        50        60        70        80         
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET         
                                     .:. . :.:  :.:  .:  :          
gi|990       MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSL 
                     10        20        30        40        50     
 
gi|990 STFKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVV 
           60        70        80        90       100       110     
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>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 75.5  bits: 20.2 E():   31 
Smith-Waterman score: 48; 44.8% identity (51.7% similar) in 29 aa overlap (54-80:21-46) 
 
            30        40        50          60        70        80  
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGS--AYIGYGMDTTATPLRPLVKVHPET  
                                     :::  : .:::    :::  : .   : :  
gi|330           MAVHQYTVALFLAVALVAGPAGSYAADLGYG---PATPAAPAAGYTPATP 
                         10        20        30           40        
 
gi|330 AAPAGAEPAGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAE 
        50        60        70        80        90       100        
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 75.0  bits: 18.0 E():   34 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (32-53:37-58) 
 
              10        20        30        40        50        60  
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
              70        80 
AAD-12 GMDTTATPLRPLVKVHPET 
                           
gi|162 VPQLEIVPNS          
         70                
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 74.9  bits: 18.9 E():   34 
Smith-Waterman score: 44; 33.3% identity (55.6% similar) in 27 aa overlap (10-36:27-52) 
 
                                10        20        30        40    
AAD-12                  SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                 :. :.: :    . : :. :  : :..        
gi|439 MASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPL-EGCREYVAQQTCGVTIAG 
               10        20        30        40         50          
 
            50        60        70        80                        
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET                        
                                                                    
gi|439 SPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDF 
      60        70        80        90       100       110          
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.8  bits: 20.5 E():   35 
Smith-Waterman score: 49; 36.7% identity (66.7% similar) in 30 aa overlap (29-58:43-72) 
 
                 10        20        30        40        50         
AAD-12   SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.. . .:: . : : ..::..  : : : 
gi|558 RVRSGGHDYEGLSYRSLQPENFAVVDLNQMRAVLVDGKARTAWVDSGAQLGELYYAISKY 
             20        30        40        50        60        70   
 
       60        70        80                                       
AAD-12 IGYGMDTTATPLRPLVKVHPET                                       
                                                                    
gi|558 SRTLAFPAGVCPTIGVGGNLAGGGFGMLLRKYGIAAENVIDVKLVDANGKLHDKKSMGDD 
             80        90       100       110       120       130   
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.6  bits: 20.8 E():   35 
Smith-Waterman score: 50; 25.6% identity (58.1% similar) in 43 aa overlap (19-61:426-468) 
 
                           10        20        30        40         
AAD-12             SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     :  ....:   :.. :.  . .:    ..  
gi|258 AERGFFYRNGIYSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNH 
         400       410       420       430       440       450      
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       50        60        70        80                             
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPET                             
       : .::::.  . :                                                
gi|258 GVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQISREQARQLKYNR 
         460       470       480       490       500       510      
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.6  bits: 19.9 E():   35 
Smith-Waterman score: 47; 36.0% identity (76.0% similar) in 25 aa overlap (17-41:106-130) 
 
                             10        20        30        40       
AAD-12               SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     ...: . :.:::.:  ... ::. :      
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
 
         50        60        70        80                           
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET                           
                                                                    
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 74.4  bits: 18.9 E():   36 
Smith-Waterman score: 44; 35.9% identity (51.3% similar) in 39 aa overlap (1-28:40-78) 
 
                                             10              20     
AAD-12                               SAEVVPAVGGR------TCFADMRAAY--- 
                                     : :.: . ::       :   : ...:    
gi|145 STSPVPPAKLFKATVVDGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSYVLH 
      10        20        30        40        50        60          
 
                30        40        50        60        70          
AAD-12 --DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
         ::.::::                                                    
gi|145 KIDAIDEATYTYDYTISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPD 
      70        80        90       100       110       120          
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.0  bits: 21.1 E():   38 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (47-61:609-623) 
 
         20        30        40        50        60        70       
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
         80                                                         
AAD-12 HPET                                                         
                                                                    
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 73.6  bits: 20.1 E():   40 
Smith-Waterman score: 48; 19.0% identity (53.2% similar) in 79 aa overlap (7-78:297-375) 
 
                                       10        20          30     
AAD-12                         SAEVVPAVGGRTCFADMRAA--YDALDEATRALVHQ 
                                     :.:: .  . .  .  . : :.  .  :   
gi|113 FTDNVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLA 
        270       280       290       300       310       320       
 
              40        50        60        70          80          
AAD-12 RS---ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP--LVKVHPET          
       :.   : .:....  .   . . :. ..  : : . ::..   .. ..:            
gi|113 RTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTSSA 
        330       340       350       360       370       380       
 
gi|113 GVFSCHPGAPC 
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        390        
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 73.6  bits: 20.1 E():   40 
Smith-Waterman score: 48; 19.0% identity (53.2% similar) in 79 aa overlap (7-78:297-375) 
 
                                       10        20          30     
AAD-12                         SAEVVPAVGGRTCFADMRAA--YDALDEATRALVHQ 
                                     :.:: .  . .  .  . : :.  .  :   
gi|166 FTDNVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLA 
        270       280       290       300       310       320       
 
              40        50        60        70          80          
AAD-12 RS---ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP--LVKVHPET          
       :.   : .:....  .   . . :. ..  : : . ::..   .. ..:            
gi|166 RTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTSSA 
        330       340       350       360       370       380       
 
gi|166 GVFSCRPGAPC 
        390        
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.2  bits: 20.5 E():   42 
Smith-Waterman score: 49; 37.9% identity (62.1% similar) in 29 aa overlap (32-60:74-102) 
 
              10        20        30        40        50        60  
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     : .:.: .   ::.. :    : ::.:.:  
gi|112 NRIESEGGYIETWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGL 
            50        60        70        80        90       100    
 
              70        80                                          
AAD-12 GMDTTATPLRPLVKVHPET                                          
                                                                    
gi|112 IFPGCPSTYEEPAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTG 
           110       120       130       140       150       160    
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.7  bits: 18.9 E():   45 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (34-49:46-61) 
 
            10        20        30        40        50        60    
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
            70        80                                            
AAD-12 DTTATPLRPLVKVHPET                                            
                                                                    
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 72.6  bits: 20.1 E():   45 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (16-30:431-446) 
 
                              10        20         30        40     
AAD-12                SAEVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYS 
                                     :..: :::.: ...::               
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA               
              410       420       430       440                     
 
           50        60        70        80 
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 72.3  bits: 19.5 E():   47 
Smith-Waterman score: 46; 25.4% identity (55.9% similar) in 59 aa overlap (3-61:161-216) 
 
                                           10        20        30   
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AAD-12                             SAEVVPAVGGRTCFADMRAAYDALDEATRALV 
                                     .:.:: :    .  ..::...   :: :   
gi|249 MDDASVGSVSSEFHVIESAIEVITYIGEEVKVIPA-GEVEVINKVKAAFST--AATAADE 
              140       150       160        170       180          
 
             40        50        60        70        80             
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET             
          . . ..  :. . .  . .:.:: ::                                
gi|249 APANDKFTVFVSSFNKAIKETTGGAYAGYKFIPTLEAAVKQAYAASSATAPEVKYAVFET 
       190       200       210       220       230       240        
 
>>gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.1  bits: 18.9 E():   48 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (40-65:76-100) 
 
      10        20        30        40        50        60          
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
      70        80                                                  
AAD-12 LRPLVKVHPET                                                  
                                                                    
gi|549 AKYQVGQNVALTGSTAAVYNDPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.1  bits: 18.9 E():   48 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (40-65:76-100) 
 
      10        20        30        40        50        60          
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
      70        80                                                  
AAD-12 LRPLVKVHPET                                                  
                                                                    
gi|549 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.1  bits: 19.5 E():   48 
Smith-Waterman score: 46; 28.6% identity (51.0% similar) in 49 aa overlap (32-80:3-46) 
 
              10        20        30        40        50        60  
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     ::: ..  .:  . . ..    . .: .:: 
gi|398                             MAVHQYTV--ALFLAVALVAGPAASYAADLGY 
                                             10        20        30 
 
              70        80                                          
AAD-12 GMDTTATPLRPLVKVHPET                                          
       :    :::  : .   : :                                          
gi|398 G---PATPAAPAAGYTPATPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPA 
                  40        50        60        70        80        
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 72.1  bits: 18.0 E():   49 
Smith-Waterman score: 41; 22.2% identity (70.4% similar) in 27 aa overlap (8-34:36-61) 
 
                                      10        20        30        
AAD-12                        SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA 
                                     ..:..  :: . ... ::.   ....:    
gi|207 IVSEKDIDAALESVKAAGSFNYKIFFQKVGLAGKSA-ADAKKVFEILDRDKSGFIEQDEL 
          10        20        30        40         50        60     
 
        40        50        60        70        80   
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET   
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gi|207 GLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
           70        80        90       100          
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 72.0  bits: 18.9 E():   49 
Smith-Waterman score: 44; 29.6% identity (77.8% similar) in 27 aa overlap (39-65:77-102) 
 
       10        20        30        40        50        60         
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::... .:... :. ..  .:: ::    
gi|549 LKVHNDFRQKVAKGLETRGNPGPQPPAKNMNNLVWND-ELANIAQVWASQCNYGHDTCKD 
         50        60        70        80         90       100      
 
       70        80                                                 
AAD-12 PLRPLVKVHPET                                                 
                                                                    
gi|549 TEKYPVGQNIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWA 
         110       120       130       140       150       160      
 
>>gi|56417506|gb|AAV90694.1| GE-rich salivary protein 30  (266 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.7  bits: 19.2 E():   51 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (34-64:183-213) 
 
            10        20        30        40        50        60    
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
            160       170       180       190       200       210   
 
            70        80                                      
AAD-12 DTTATPLRPLVKVHPET                                      
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
            220       230       240       250       260       
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 71.6  bits: 18.6 E():   52 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (34-48:138-152) 
 
            10        20        30        40        50        60    
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
            70        80 
AAD-12 DTTATPLRPLVKVHPET 
                         
gi|391 ASIDTILTKV        
       170               
 
>>gi|56417504|gb|AAV90693.1| 30 kDa salivary gland aller  (271 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.5  bits: 19.2 E():   52 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (34-64:188-218) 
 
            10        20        30        40        50        60    
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
       160       170       180       190       200       210        
 
            70        80                                      
AAD-12 DTTATPLRPLVKVHPET                                      
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
       220       230       240       250       260       270  
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.1  bits: 19.5 E():   55 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (59-68:284-293) 
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       30        40        50        60        70        80         
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET         
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.0  bits: 17.7 E():   56 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (44-61:26-43) 
 
            20        30        40        50        60        70    
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : .. :. :: :..  ::             
gi|897      EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQ 
                    10        20        30        40        50      
 
            80                                        
AAD-12 VKVHPET                                        
                                                      
gi|897 QGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
          60        70        80        90       100  
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.7  bits: 19.8 E():   58 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (31-52:332-353) 
 
               10        20        30        40        50        60 
AAD-12 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     : :     ::..:. .  :.::         
gi|259 LTTLNSLNLPILKWLQLSVEKGVLYKNALVLPHWNLNSHSIIYGCKGKGQVQVVDNFGNR 
             310       320       330       340       350       360  
 
               70        80                                         
AAD-12 YGMDTTATPLRPLVKVHPET                                         
                                                                    
gi|259 VFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRAMTSPLAGRTSVLGGMPEEVL 
             370       380       390       400       410       420  
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 70.6  bits: 20.7 E():   59 
Smith-Waterman score: 50; 28.9% identity (60.5% similar) in 38 aa overlap (16-53:827-864) 
 
                              10        20        30        40      
AAD-12                SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     ...:: :  :.:   :   :. ..: : .. 
gi|377 NEKVKVYKRQMQEQEGMSQQNLTRVRRFQRELEAAEDRADQAESNLSFIRAKHRSWVTTS 
        800       810       820       830       840       850       
 
          50        60        70        80 
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
       .  : ..:                            
gi|377 QVPGGTRQVFTTQEETTNY                 
        860       870                      
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 70.6  bits: 20.7 E():   59 
Smith-Waterman score: 58; 34.8% identity (60.9% similar) in 46 aa overlap (35-79:4-44) 
 
           10        20        30        40        50        60     
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :::..  .:..:. ::   .:.  : :: : 
gi|219                            MAARSAKY--MYQSSRAGH---GGDISIEYGTD 
                                            10           20         
 
            70        80                                            
AAD-12 TTA-TPLRPLVKVHPET                                            
         : : :.  ...  :                                             
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gi|219 LGALTRLEDKIRLLSEDLESERELRQRVEREKSDITVQLMNLTERLEETEGSSESVTEMN 
       30        40        50        60        70        80         
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.4  bits: 20.1 E():   60 
Smith-Waterman score: 48; 22.9% identity (57.1% similar) in 35 aa overlap (25-59:339-373) 
 
                     10        20        30        40        50     
AAD-12       SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     ::  .:  . :  : . ...:.. : . .: 
gi|131 LLQPVSTPGEFELFFGAGGENPESFFKSFSDEILEAAFNTRRDRLQRIFGQQRQGVIVKA 
      310       320       330       340       350       360         
 
           60        70        80                                   
AAD-12 GSAYIGYGMDTTATPLRPLVKVHPET                                   
       .   .                                                        
gi|131 SEEQVRAMSRHEEGGIWPFGGESKGTINIYQQRPTHSNQYGQLHEVDASQYRQLRDLDLT 
      370       380       390       400       410       420         
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.1  bits: 17.7 E():   63 
Smith-Waterman score: 40; 25.6% identity (59.0% similar) in 39 aa overlap (31-69:54-92) 
 
               10        20        30        40        50        60 
AAD-12 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     :. . : . . : : .  : . ..:.:  : 
gi|117 KAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAG 
            30        40        50        60        70        80    
 
               70        80           
AAD-12 YGMDTTATPLRPLVKVHPET           
        . .. :.:                      
gi|117 GSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
            90       100       110    
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 70.0  bits: 14.9 E():   63 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (37-51:1-15) 
 
         10        20        30        40        50        60       
AAD-12 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                     :: . : : ..::..                
gi|323                               ARTAWVDSGAQLGELSY              
                                             10                     
 
         70        80 
AAD-12 ATPLRPLVKVHPET 
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 69.7  bits: 19.8 E():   66 
Smith-Waterman score: 47; 33.3% identity (66.7% similar) in 36 aa overlap (20-54:123-158) 
 
                          10        20         30        40         
AAD-12            SAEVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYSQSKL 
                                     :. ..: .  ::.: . .:: . : : ..: 
gi|558 VCGRRHGVRIRVRSGGHDYEGLSYRSERPEAFAVVDLNKMRAVVVDGKARTAWVDSGAQL 
            100       110       120       130       140       150   
 
       50        60        70        80                             
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPET                             
       :..  :                                                       
gi|558 GELYYAIAKNSPVLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGT 
            160       170       180       190       200       210   
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.5  bits: 18.0 E():   67 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (66-73:34-41) 
 
          40        50        60        70        80                
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET                
                                     ::::. ::                       
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gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (57-80:1-21) 
 
         30        40        50        60        70        80       
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET       
                                     : .:::    :::  : .   : :       
gi|109                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
gi|109 ADAAGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEP 
        30        40        50        60        70        80        
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (57-80:1-21) 
 
         30        40        50        60        70        80       
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET       
                                     : .:::    :::  : .   : :       
gi|239                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
gi|239 ADAAGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEP 
        30        40        50        60        70        80        
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (57-80:1-21) 
 
         30        40        50        60        70        80       
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET       
                                     : .:::    :::  : .   : :       
gi|217                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
gi|217 AEPAGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGE 
        30        40        50        60        70        80        
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (57-80:1-21) 
 
         30        40        50        60        70        80       
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET       
                                     : .:::    :::  : .   : :       
gi|217                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
gi|217 AEPAGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGE 
        30        40        50        60        70        80        
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (57-80:1-21) 
 
         30        40        50        60        70        80       
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET       
                                     : .:::    :::  : .   : :       
gi|217                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
gi|217 AEPAGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGE 
        30        40        50        60        70        80        
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>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (57-80:1-21) 
 
         30        40        50        60        70        80       
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET       
                                     : .:::    :::  : .   : :       
gi|217                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
gi|217 AEPAGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGE 
        30        40        50        60        70        80        
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (57-80:1-21) 
 
         30        40        50        60        70        80       
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET       
                                     : .:::    :::  : .   : :       
gi|217                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
gi|217 AEPAGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGE 
        30        40        50        60        70        80        
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (57-80:1-21) 
 
         30        40        50        60        70        80       
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET       
                                     : .:::    :::  : .   : :       
gi|217                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
gi|217 AEPAGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGE 
        30        40        50        60        70        80        
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (57-80:1-21) 
 
         30        40        50        60        70        80       
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET       
                                     : .:::    :::  : .   : :       
gi|217                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
gi|217 AEPAGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGE 
        30        40        50        60        70        80        
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (57-80:1-21) 
 
         30        40        50        60        70        80       
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET       
                                     : .:::    :::  : .   : :       
gi|217                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
gi|217 AEPAGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGE 
        30        40        50        60        70        80        
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (57-80:1-21) 
 
         30        40        50        60        70        80       
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET       
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                                     : .:::    :::  : .   : :       
gi|217                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
gi|217 AEPAGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGE 
        30        40        50        60        70        80        
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (57-80:1-21) 
 
         30        40        50        60        70        80       
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET       
                                     : .:::    :::  : .   : :       
gi|217                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
gi|217 AEPAGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGE 
        30        40        50        60        70        80        
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (57-80:1-21) 
 
         30        40        50        60        70        80       
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET       
                                     : .:::    :::  : .   : :       
gi|217                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
gi|217 AEPAGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGE 
        30        40        50        60        70        80        
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (57-80:1-21) 
 
         30        40        50        60        70        80       
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET       
                                     : .:::    :::  : .   : :       
gi|217                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
gi|217 AEPAGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGE 
        30        40        50        60        70        80        
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (57-80:1-21) 
 
         30        40        50        60        70        80       
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET       
                                     : .:::    :::  : .   : :       
gi|217                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
gi|217 AEPAGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGE 
        30        40        50        60        70        80        
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (57-80:1-21) 
 
         30        40        50        60        70        80       
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET       
                                     : .:::    :::  : .   : :       
gi|217                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
gi|217 AEPAGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGE 
        30        40        50        60        70        80        
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>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 42; 35.5% identity (61.3% similar) in 31 aa overlap (28-58:53-82) 
 
                  10        20        30        40        50        
AAD-12    SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA 
                                     :  :::   : .  ...: :.  ...:: : 
gi|144 FLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQ-KVDVIDKAGLA 
             30        40        50        60        70         80  
 
        60        70        80                                      
AAD-12 YIGYGMDTTATPLRPLVKVHPET                                      
       :                                                            
gi|144 YTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEKSA 
              90       100       110       120       130       140  
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.0  bits: 17.7 E():   72 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (32-53:6-27) 
 
              10        20        30        40        50        60  
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159                          IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
                                        10        20        30      
 
              70        80                                          
AAD-12 GMDTTATPLRPLVKVHPET                                          
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFXQFYQPDAYPSGAWY 
          40        50        60        70        80        90      
 
>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 46; 32.8% identity (57.4% similar) in 61 aa overlap (5-64:96-150) 
 
                                         10        20        30     
AAD-12                           SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .::.  .: . :: : . :     .:  .. 
gi|170 LKGTGQFATHAGRIVGFVSEIVALMGNSANMPAM--ETLIKDMAANHKARG-IPKAQFNE 
          70        80        90         100       110        120   
 
           40         50        60        70        80 
AAD-12 RSARHSLV-YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
          : ::: : :::..  .. :.:.   :.:                 
gi|170 F--RASLVSYLQSKVSWNDSLGAAWT-QGLDNVFNMMFSYL       
              130       140        150       160       
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 68.9  bits: 15.2 E():   72 
Smith-Waterman score: 36; 44.0% identity (56.0% similar) in 25 aa overlap (48-72:2-24) 
 
        20        30        40        50        60        70        
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     ::..  :  :  : :. : :::  :      
gi|751                              DLGYAP-ATPAAPGAGY-TPATPAAP      
                                             10         20          
 
        80 
AAD-12 PET 
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.9  bits: 17.7 E():   73 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (59-76:25-42) 
 
       30        40        50        60        70        80         
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET         
                                     .:. . :.:  ..: ..:             
gi|144       MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSL 
                     10        20        30        40        50     
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gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVE 
           60        70        80        90       100       110     
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 68.8  bits: 15.9 E():   73 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (49-69:5-25) 
 
       20        30        40        50        60        70         
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     :.: .: :  : : .   :.:          
gi|462                           TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXL 
                                         10        20        30     
 
       80  
AAD-12 ET  
           
gi|462 SSA 
           
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (22-50:101-129) 
 
                        10        20        30        40        50  
AAD-12          SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
              60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     
gi|273 RRRR                          
                                     
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (22-50:101-129) 
 
                        10        20        30        40        50  
AAD-12          SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
              60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     
gi|273 RRRR                          
                                     
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.7  bits: 18.3 E():   75 
Smith-Waterman score: 42; 29.6% identity (70.4% similar) in 27 aa overlap (39-65:76-101) 
 
       10        20        30        40        50        60         
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::.. ..:... :  ..   :: ::    
gi|549 LKIHNDFRNKVARGLETRGNPGPQPPAKNMNNLVWN-NELANIAQIWASQCKYGHDTCKD 
          50        60        70        80         90       100     
 
       70        80                                                 
AAD-12 PLRPLVKVHPET                                                 
                                                                    
gi|549 TTKYNVGQNIAVSSSTAAVYENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWA 
          110       120       130       140       150       160     
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 68.6  bits: 15.2 E():   75 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (66-72:5-11) 
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          40        50        60        70        80       
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET       
                                     : .:.::               
gi|751                           TKSQTHVPIRPNKLVLKVQKDRATN 
                                         10        20      
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.3  bits: 17.4 E():   77 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (47-79:20-52) 
 
         20        30        40        50        60         70      
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT-TATPLRPLVK 
                                     : :  .. :  :   :.:. .:  :. : : 
gi|131            AFKGILSNADIKAAEAACFKEGSFDEDGF-YAKVGLDAFSADELKKLFK 
                          10        20         30        40         
 
          80                                                        
AAD-12 VHPET                                                        
       .  :                                                         
gi|131 IADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDK 
       50        60        70        80        90       100         
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.3  bits: 18.9 E():   78 
Smith-Waterman score: 44; 26.7% identity (70.0% similar) in 30 aa overlap (30-59:232-259) 
 
                10        20        30        40        50          
AAD-12  SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                     : .:  :. ::....:..  . ::. . .. 
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIH--SVVHSIIMQQQQQQQQQQGIDIFL 
             210       220       230         240       250          
 
      60        70        80                                        
AAD-12 GYGMDTTATPLRPLVKVHPET                                        
                                                                    
gi|170 PLSQHEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSIMRAPFAS 
     260       270       280       290       300       310          
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 18.3 E():   80 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (27-60:71-104) 
 
                   10        20        30        40        50       
AAD-12     SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 
                                     :   :: .:.: .   ::..      : :  
gi|221 AQRPDNRIESEGGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGR 
               50        60        70        80        90       100 
 
         60        70        80                                     
AAD-12 AYIGYGMDTTATPLRPLVKVHPET                                     
       .:.:                                                         
gi|221 GYFGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQKVHRFDEGDLIAV 
              110       120       130       140       150       160 
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.9  bits: 17.4 E():   82 
Smith-Waterman score: 41; 33.3% identity (51.9% similar) in 27 aa overlap (10-36:2-27) 
 
               10        20        30        40        50        60 
AAD-12 SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                :  :.: :    . : :. :  : :..                         
gi|253         TGPYCYAGMGLPINPL-EGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCK 
                       10         20        30        40        50  
 
               70        80                                         
AAD-12 YGMDTTATPLRPLVKVHPET                                         
                                                                    
gi|253 ELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHN 
              60        70        80        90       100       110  
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>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 67.8  bits: 14.6 E():   83 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (63-70:10-17) 
 
             40        50        60        70        80 
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     :.:  :::           
gi|244                      IGNEDCTPWMSTLITPLP          
                                    10                  
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.8  bits: 18.3 E():   83 
Smith-Waterman score: 42; 33.3% identity (71.4% similar) in 21 aa overlap (49-69:72-92) 
 
       20        30        40        50        60        70         
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     : ...: .::   : ...:.:          
gi|383 TASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEE 
              50        60        70        80        90       100  
 
       80                                                           
AAD-12 ET                                                           
                                                                    
gi|383 EEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEEL 
             110       120       130       140       150       160  
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.6  bits: 19.2 E():   85 
Smith-Waterman score: 45; 43.8% identity (81.2% similar) in 16 aa overlap (16-31:217-232) 
 
                              10        20        30        40      
AAD-12                SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     :...: .:::  :.:.               
gi|144 AEVYQKLKALAKKTYGQSAGNVGDEGGVAPDIQTAEEALDLITKAIEEAGYTGKIKIAMD 
        190       200       210       220       230       240       
 
          50        60        70        80                          
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET                          
                                                                    
gi|144 VASSEFYKADEKKYDLDFKNPDSDKSKWLTYEQLAEMYKSLAEKYPIVSIEDPFAEDDWE 
        250       260       270       280       290       300       
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.7 E():   86 
Smith-Waterman score: 40; 30.0% identity (65.0% similar) in 20 aa overlap (8-27:59-78) 
 
                                      10        20        30        
AAD-12                        SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA 
                                     .:  : .. :.   :..:.:           
gi|186 TVFPKVLPQLIKSVEILEGDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYTYTTIG 
       30        40        50        60        70        80         
 
        40        50        60        70        80                  
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET                  
                                                                    
gi|186 GDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVE 
       90       100       110       120       130       140         
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.0  bits: 18.0 E():   92 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (40-65:76-100) 
 
      10        20        30        40        50        60          
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDI 
          50        60        70        80         90       100     
 
      70        80                                                  
AAD-12 LRPLVKVHPET                                                  
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gi|549 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.0  bits: 18.0 E():   92 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (40-65:76-100) 
 
      10        20        30        40        50        60          
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
      70        80                                                  
AAD-12 LRPLVKVHPET                                                  
                                                                    
gi|549 AKYPVGQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.8  bits: 18.0 E():   94 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (40-65:81-105) 
 
      10        20        30        40        50        60          
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|115 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
               60        70        80         90       100          
 
      70        80                                                  
AAD-12 LRPLVKVHPET                                                  
                                                                    
gi|115 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
     110       120       130       140       150       160          
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.7  bits: 17.1 E():   95 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (14-27:39-52) 
 
                                10        20        30        40    
AAD-12                  SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|730 TLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
            50        60        70        80        
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET        
                                                    
gi|730 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.7  bits: 17.1 E():   95 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (14-27:39-52) 
 
                                10        20        30        40    
AAD-12                  SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|191 TLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
            50        60        70        80        
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET        
                                                    
gi|191 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos tauru  (172 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.7 E():   96 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (32-53:49-70) 
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              10        20        30        40        50        60  
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
       20        30        40        50        60        70         
 
              70        80                                          
AAD-12 GMDTTATPLRPLVKVHPET                                          
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
       80        90       100       110       120       130         
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.5  bits: 19.2 E():   97 
Smith-Waterman score: 45; 33.3% identity (66.7% similar) in 24 aa overlap (21-44:393-416) 
 
                         10        20        30        40        50 
AAD-12           SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 
                                     : : :::  . .. ... .: .::       
gi|144 TGKSNKITITNDKGRLSKEEIERMLAEAEKYKAEDEAEASRIQAKNGLESYAYSLKNTIT 
            370       380       390       400       410       420   
 
               60        70        80                               
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPET                               
                                                                    
gi|144 EGKLQMSDDDKKKIEDKISEIISWLDNNQTAEKDEYESQQKELEAIANPIMQAAYGAAGG 
            430       440       450       460       470       480   
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.3  bits: 17.4 E(): 1e 
Smith-Waterman score: 41; 33.3% identity (51.9% similar) in 27 aa overlap (10-36:27-52) 
 
                                10        20        30        40    
AAD-12                  SAEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                 :  :.: :    . : :. :  : :..        
gi|217 MASKSSISPLLLATVLVSVFAAATATGPYCYAGMGLPINPL-EGCREYVAQQTCGISISG 
               10        20        30        40         50          
 
            50        60        70        80                        
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET                        
                                                                    
gi|217 SAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDF 
      60        70        80        90       100       110          
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:51 2011 done: Fri Jan 21 00:02:51 2011 
 Total Scan time:  0.060 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 126  - 205 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
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  30     3     2:* 
  32     5     8:==* 
  34    20    22:=======* 
  36    30    44:==========    * 
  38    31    73:===========             * 
  40    90   102:==============================   * 
  42   108   125:====================================     * 
  44   148   137:=============================================*==== 
  46   102   140:==================================            * 
  48   153   134:============================================*====== 
  50   153   122:========================================*========== 
  52   139   107:===================================*=========== 
  54   118    92:==============================*========= 
  56    55    77:===================      * 
  58    64    63:====================*= 
  60    58    51:================*=== 
  62    45    41:=============*= 
  64    43    33:==========*==== 
  66    14    26:=====   * 
  68    31    20:======*==== 
  70    17    16:=====* 
  72    11    12:===* 
  74     7    10:===* 
  76     9     8:==* 
  78     7     6:=*= 
  80     7     5:=*= 
  82     4     3:*= 
  84     2     3:* 
  86     5     2:*= 
  88     3     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     2     1:*         :*= 
  96     1     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.76740.00308; mu= 5.6533 0.160 
 mean_var=34.5562 8.505, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.218178 
 Kolmogorov-Smirnov  statistic: 0.0779 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   77 29.3   0.073 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   58 23.4     1.3 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   56 22.7     2.3 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   57 23.0     2.8 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   57 23.0     2.9 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   59 23.6     4.4 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   52 21.5     4.9 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   52 21.5     5.5 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   52 21.5     5.5 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.5     6.3 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 23.0     7.5 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 23.0     7.8 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 23.0     7.8 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 23.0     7.9 
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gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   56 22.6     9.2 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 21.7     9.6 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 21.7     9.9 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 18.7      11 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   56 22.6      12 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   56 22.6      12 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 21.4      15 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 22.6      15 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 22.6      15 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   52 21.4      17 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   52 21.4      17 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   47 19.9      18 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   50 20.8      18 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 19.9      19 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 19.9      19 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 19.9      19 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 19.9      20 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 19.9      20 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   52 21.4      21 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.6      22 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   49 20.5      23 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.3      25 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.3      25 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.3      25 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   44 19.0      26 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.9      27 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 20.5      27 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   47 19.9      29 
gi|21757|emb|CAA26383.1| unnamed protein product [ ( 296)   48 20.2      30 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 18.9      31 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   48 20.2      32 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 18.0      33 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   44 18.9      34 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   49 20.4      35 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   50 20.8      35 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   47 19.8      36 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 21.0      38 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   49 20.4      42 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.9      45 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 20.1      46 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   46 19.5      48 
gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Veno ( 204)   44 18.9      48 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   44 18.9      48 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   41 18.0      48 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   46 19.5      49 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   44 18.9      49 
gi|56417506|gb|AAV90694.1| GE-rich salivary protei ( 266)   45 19.2      51 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.6      52 
gi|56417504|gb|AAV90693.1| 30 kDa salivary gland a ( 271)   45 19.2      52 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 19.5      55 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   42 18.3      55 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 17.7      56 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   47 19.8      58 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   50 20.7      59 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   50 20.7      59 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   48 20.1      60 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 15.0      62 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   40 17.7      62 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   43 18.6      64 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.8      66 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.0      67 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   44 18.9      68 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   44 18.9      68 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   44 18.9      69 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   44 18.9      69 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   44 18.9      69 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   44 18.9      69 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   44 18.9      69 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   44 18.9      69 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   44 18.9      69 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   44 18.9      69 
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gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   44 18.9      69 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   44 18.9      69 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   44 18.9      69 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   44 18.9      69 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   44 18.9      69 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   44 18.9      69 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.3      71 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   41 18.0      71 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 17.7      71 
gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   41 18.0      72 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 15.9      72 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 17.7      72 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.3      74 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   40 17.7      74 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   40 17.7      74 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   42 18.3      75 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   45 19.2      76 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.4      77 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   44 18.9      78 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   42 18.3      80 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 14.7      81 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   39 17.4      82 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   42 18.3      83 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   45 19.2      85 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   40 17.7      85 
gi|194350815|gb|ACF53836.1| Bla g 4 isoallergen 1  ( 191)   41 18.0      86 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   41 18.0      92 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   41 18.0      92 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   41 18.0      94 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   38 17.1      94 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   38 17.1      94 
gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos t ( 172)   40 17.7      95 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   45 19.2      98 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   39 17.4      99 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  60 init1:  60 opt:  77  Z-score: 122.9  bits: 29.3 E(): 0.073 
Smith-Waterman score: 77; 23.3% identity (50.7% similar) in 73 aa overlap (8-80:309-375) 
 
                                      10        20        30        
AAD-12                        AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR 
                                     :.: :  : :.  ..: .      : ..:  
gi|113 HGFFQVVNNNYDKWGSYAIGGSASPTILSQGNRFCAPDERSKKNVLGR------HGEAAA 
      280       290       300       310       320             330   
 
        40        50        60        70        80                  
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG                  
       .:. ..      : . :. ... :.: . :: .    .  : :                  
gi|113 ESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEPGESALSLTSSAGVLSCQP 
            340       350       360       370       380       390   
 
gi|113 GAPC 
            
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 100.2  bits: 23.4 E():  1.3 
Smith-Waterman score: 58; 26.9% identity (57.7% similar) in 52 aa overlap (13-64:26-77) 
 
                            10        20        30        40        
AAD-12              AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                :::      :.  . . :  ..:.   :.... .. 
gi|527 MVHHITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNV 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG                            
        :::.:.. :   .: :                                            
gi|527 DHVQDAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAG 
               70        80        90       100       110       120 
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
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 initn:  38 init1:  38 opt:  56  Z-score: 95.9  bits: 22.7 E():  2.3 
Smith-Waterman score: 56; 28.1% identity (61.4% similar) in 57 aa overlap (1-55:12-65) 
 
                          10        20          30        40        
AAD-12            AEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                  :  : : : .    :.:  .: :  ..:..:.   ....:.:.: : .: 
gi|111 MKFAIVLIACFAASVLAQGHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
        50        60        70        80                            
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG                            
        ....  :                                                     
gi|111 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
        60        70        80        90       100       110        
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 94.4  bits: 23.0 E():  2.8 
Smith-Waterman score: 57; 29.3% identity (60.3% similar) in 58 aa overlap (14-66:93-149) 
 
                                10             20        30         
AAD-12                  AEVVPAVGGRTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|144 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
             70        80        90       100        110       120  
 
       40        50        60        70        80                   
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG                   
       .. :  .:. .: .:...:.. :  : :                                 
gi|144 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
             130       140       150       160       170       180  
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 94.2  bits: 23.0 E():  2.9 
Smith-Waterman score: 57; 29.3% identity (60.3% similar) in 58 aa overlap (14-66:97-153) 
 
                                10             20        30         
AAD-12                  AEVVPAVGGRTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|622 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
         70        80        90       100       110        120      
 
       40        50        60        70        80                   
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG                   
       .. :  .:. .: .:...:.. :  : :                                 
gi|622 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
         130       140       150       160       170       180      
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  59  Z-score: 90.9  bits: 23.6 E():  4.4 
Smith-Waterman score: 59; 35.6% identity (60.0% similar) in 45 aa overlap (33-70:198-242) 
 
             10        20        30        40              50       
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL------GHVQQAGSA 
                                     ::. :..:  .:. :      :  ..: .  
gi|303 LVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALAD 
       170       180       190       200       210       220        
 
         60         70        80                                    
AAD-12 YIGYGMDT-TATPLRPLVKVHPETG                                    
        .:.:::: ::  .:                                              
gi|303 VLGFGMDTETARKVRGEDDQRGHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICS 
       230       240       250       260       270       280        
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 90.1  bits: 21.5 E():  4.9 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (15-55:11-50) 
 
               10        20          30        40        50         
AAD-12 AEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                     :.:  .: :  ..:..:.   ....:.:.: : .: ....  :    
gi|160     GSQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQLDELNENKSKEL 
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                   10        20           30        40        50    
 
       60        70        80                                       
AAD-12 GYGMDTTATPLRPLVKVHPETG                                       
                                                                    
gi|160 QEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKV 
            60        70        80        90       100       110    
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 89.1  bits: 21.5 E():  5.5 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (15-55:26-65) 
 
                          10        20          30        40        
AAD-12            AEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                                :.:  .: :  ..:..:.   ....:.:.: : .: 
gi|111 MKFAIVLIACFAASVLAQEHKPEKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
        50        60        70        80                            
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG                            
        ....  :                                                     
gi|111 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
        60        70        80        90       100       110        
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 89.1  bits: 21.5 E():  5.5 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (15-55:26-65) 
 
                          10        20          30        40        
AAD-12            AEVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                                :.:  .: :  ..:..:.   ....:.:.: : .: 
gi|420 MKFAIVLIACFAASVLAQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
        50        60        70        80                            
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG                            
        ....  :                                                     
gi|420 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
        60        70        80        90       100       110        
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 88.1  bits: 21.5 E():  6.3 
Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (20-43:29-52) 
 
                        10        20        30        40        50  
AAD-12          AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                   : : :::  : .  ..: .: .::         
gi|144 KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLSDS 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETG                                
                                                                    
gi|144 KVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAGGE 
               70        80        90       100       110       120 
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.8  bits: 23.0 E():  7.5 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (16-55:372-411) 
 
                              10        20        30        40      
AAD-12                AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|224 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             350       360       370       380       390       400  
 
          50        60        70        80                          
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG                          
         .::: . :                                                   
gi|224 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             410       420       430       440       450       460  
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>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.5  bits: 23.0 E():  7.8 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (16-55:392-431) 
 
                              10        20        30        40      
AAD-12                AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|571 GNRSPHIYDPQRWFTQNCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
          50        60        70        80                          
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG                          
         .::: . :                                                   
gi|571 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFA 
             430       440       450       460       470       480  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.5  bits: 23.0 E():  7.8 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (16-55:392-431) 
 
                              10        20        30        40      
AAD-12                AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|199 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
          50        60        70        80                          
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG                          
         .::: . :                                                   
gi|199 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             430       440       450       460       470       480  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.4  bits: 23.0 E():  7.9 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (16-55:400-439) 
 
                              10        20        30        40      
AAD-12                AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|213 RSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
     370       380       390       400       410       420          
 
          50        60        70        80                          
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG                          
         .::: . :                                                   
gi|213 GRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLA 
     430       440       450       460       470       480          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 85.1  bits: 22.6 E():  9.2 
Smith-Waterman score: 56; 28.9% identity (52.6% similar) in 38 aa overlap (18-55:371-408) 
 
                            10        20        30        40        
AAD-12              AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :  : . .  ..:  .  ::..:      
gi|370 RSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGR 
              350       360       370       380       390       400 
 
        50        60        70        80                            
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG                            
       .::: . :                                                     
gi|370 AHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGE 
              410       420       430       440       450       460 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 84.8  bits: 21.7 E():  9.6 
Smith-Waterman score: 53; 28.1% identity (57.8% similar) in 64 aa overlap (12-67:202-265) 
 
                                  10        20        30            
AAD-12                    AEVVPAVGGRTCFADMRAAYDALDEATRALVHQ------RS 
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                                     :. ...::      :: : . :      .. 
gi|168 APADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEA 
             180       190       200       210       220       230  
 
          40        50          60        70        80    
AAD-12 ARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATPLRPLVKVHPETG    
       :  . . ..:.. .:.:  .:.: .. :  ::::                 
gi|168 ALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             240       250       260       270       280  
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 84.6  bits: 21.7 E():  9.9 
Smith-Waterman score: 53; 28.1% identity (57.8% similar) in 64 aa overlap (12-67:211-274) 
 
                                  10        20        30            
AAD-12                    AEVVPAVGGRTCFADMRAAYDALDEATRALVHQ------RS 
                                     :. ...::      :: : . :      .. 
gi|330 APADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEA 
              190       200       210       220       230       240 
 
          40        50          60        70        80    
AAD-12 ARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATPLRPLVKVHPETG    
       :  . . ..:.. .:.:  .:.: .. :  ::::                 
gi|330 ALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              250       260       270       280       290 
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 84.0  bits: 18.7 E():   11 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (48-68:5-25) 
 
        20        30        40        50        60        70        
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     :.:..: :. .::  .  :.:          
gi|462                           AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKN 
                                         10        20        30     
 
        80  
AAD-12 ETG  
            
gi|462 LNSA 
            
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  56  Z-score: 83.1  bits: 22.6 E():   12 
Smith-Waterman score: 56; 27.8% identity (63.9% similar) in 36 aa overlap (33-68:539-574) 
 
             10        20        30        40        50        60   
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.:.. .   . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYP 
      510       520       530       540       550       560         
 
             70        80                                           
AAD-12 DTTATPLRPLVKVHPETG                                           
        ..  :                                                       
gi|217 TSVQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQP 
      570       580       590       600       610       620         
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 83.0  bits: 22.6 E():   12 
Smith-Waterman score: 56; 25.0% identity (63.9% similar) in 36 aa overlap (33-68:551-586) 
 
             10        20        30        40        50        60   
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.... . . . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYP 
              530       540       550       560       570       580 
 
             70        80                                           
AAD-12 DTTATPLRPLVKVHPETG                                           
        .   :                                                       
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gi|217 TSLQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQP 
              590       600       610       620       630       640 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.6  bits: 21.4 E():   15 
Smith-Waterman score: 52; 40.0% identity (56.0% similar) in 25 aa overlap (55-79:25-49) 
 
           30        40        50        60        70        80     
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG     
                                     .:  ::.  : :::  : . . : :      
gi|249       MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPA 
                     10        20        30        40        50     
 
gi|249 TPAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGL 
           60        70        80        90       100       110     
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.3  bits: 22.6 E():   15 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (43-60:283-300) 
 
             20        30        40        50        60        70   
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
             80                                                     
AAD-12 VKVHPETG                                                     
                                                                    
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.1  bits: 22.6 E():   15 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (43-60:289-306) 
 
             20        30        40        50        60        70   
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
 
             80                                                     
AAD-12 VKVHPETG                                                     
                                                                    
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 80.3  bits: 21.4 E():   17 
Smith-Waterman score: 52; 20.0% identity (50.0% similar) in 80 aa overlap (6-80:297-376) 
 
                                        10          20        30    
AAD-12                          AEVVPAVGGRTCFADMRAA--YDALDEATRALVHQ 
                                     :.:: .  . .  .  . : :.  .  :   
gi|113 FTDNVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLA 
        270       280       290       300       310       320       
 
               40        50        60        70        80           
AAD-12 RS---ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG           
       :.   : .:....  .   . . :. ..  : : . ::..    .  : :           
gi|113 RTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTSSA 
        330       340       350       360       370       380       
 
gi|113 GVFSCHPGAPC 
        390        
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 80.3  bits: 21.4 E():   17 
Smith-Waterman score: 52; 20.0% identity (50.0% similar) in 80 aa overlap (6-80:297-376) 
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                                        10          20        30    
AAD-12                          AEVVPAVGGRTCFADMRAA--YDALDEATRALVHQ 
                                     :.:: .  . .  .  . : :.  .  :   
gi|166 FTDNVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLA 
        270       280       290       300       310       320       
 
               40        50        60        70        80           
AAD-12 RS---ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG           
       :.   : .:....  .   . . :. ..  : : . ::..    .  : :           
gi|166 RTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTSSA 
        330       340       350       360       370       380       
 
gi|166 GVFSCRPGAPC 
        390        
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 80.0  bits: 19.9 E():   18 
Smith-Waterman score: 47; 33.3% identity (56.7% similar) in 30 aa overlap (6-35:24-52) 
 
                                 10        20        30        40   
AAD-12                   AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                              :. :. :.: :    . : :. :  : :..        
gi|189 MASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPL-EGCREYVAQQTCGVTIAG 
               10        20        30        40         50          
 
             50        60        70        80                       
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG                       
                                                                    
gi|189 SPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFA 
      60        70        80        90       100       110          
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 79.8  bits: 20.8 E():   18 
Smith-Waterman score: 50; 22.2% identity (49.4% similar) in 81 aa overlap (3-77:47-125) 
 
                                           10        20        30   
AAD-12                             AEVVPAVGGRTCFADMRAAYDALDEATRALVH 
                                     .. .:::.   ::.  :   ..     :.  
gi|144 VDARFPRSLQPKWAYLDSNEFPRSKIGDSPIAGVVGGQD--ADLAEAPFQISLLKDYLIM 
         20        30        40        50          60        70     
 
                   40        50        60        70        80       
AAD-12 QRSA------RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG       
       .:         .: : . ..  . :.:.:  . :: .  ..     .::.:          
gi|144 KRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQ 
           80        90       100       110       120       130     
 
gi|144 DQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKG 
          140       150       160       170       180       190     
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.5  bits: 19.9 E():   19 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (16-32:14-30) 
 
               10        20        30        40        50        60 
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                      .: :.: .:.  .. .:                             
gi|219   MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLIIEID 
                 10        20        30        40        50         
 
               70        80                                         
AAD-12 GMDTTATPLRPLVKVHPETG                                         
                                                                    
gi|219 ADGSGELEFDEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGYIPTSALREILRALD 
       60        70        80        90       100       110         
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.3  bits: 19.9 E():   19 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (4-20:141-157) 
 
                                          10        20        30    
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AAD-12                            AEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
            40        50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG 
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.3  bits: 19.9 E():   19 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (4-20:141-157) 
 
                                          10        20        30    
AAD-12                            AEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
            40        50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG 
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.2  bits: 19.9 E():   20 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (4-20:144-160) 
 
                                          10        20        30    
AAD-12                            AEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
            40        50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG 
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.2  bits: 19.9 E():   20 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (4-20:144-160) 
 
                                          10        20        30    
AAD-12                            AEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
            40        50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG 
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 78.8  bits: 21.4 E():   21 
Smith-Waterman score: 52; 24.3% identity (73.0% similar) in 37 aa overlap (23-58:143-179) 
 
                       10        20        30        40         50  
AAD-12         AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG-HVQ 
                                     .::   .:.: .. .. .::  .... .:. 
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
              60        70        80                                
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETG                                
       . :...:                                                      
gi|215 NNGDVFILLVPNFVFVWTGKHSNRMERTTAIRVANDLKSELNRFKLSSVILEDGKEVEQT 
            180       190       200       210       220       230   
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.2  bits: 19.6 E():   22 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (16-33:126-143) 
 
                              10        20        30        40      
AAD-12                AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . ::..::: :..: ...             
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG         
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         100       110       120       130       140                
 
          50        60        70        80 
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG 
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.9  bits: 20.5 E():   23 
Smith-Waterman score: 49; 21.9% identity (59.4% similar) in 32 aa overlap (34-65:179-210) 
 
            10        20        30        40        50        60    
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :.  .:.. .... :. ::      : :.. 
gi|219 MWQQSSCHVMQQQCCQQLSQIPEQSRYDAIRAITYSIILQEQQQGQSQQQQPQQSGQGVS 
      150       160       170       180       190       200         
 
            70        80                                            
AAD-12 TTATPLRPLVKVHPETG                                            
        .                                                           
gi|219 QSQQQSQQQLGQCSFQQPQQQLGQQPQQQQVQQGTFLQPHQIAHLEVMTSIALRTLPTMC 
      210       220       230       240       250       260         
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.5  bits: 19.3 E():   25 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (58-75:24-41) 
 
        30        40        50        60        70        80        
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG        
                                     .:. . :.:  :.: ..:             
gi|379        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
gi|379 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.5  bits: 19.3 E():   25 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (58-75:24-41) 
 
        30        40        50        60        70        80        
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG        
                                     .:. . :.:  :.: ..:             
gi|121        MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSL 
                      10        20        30        40        50    
 
gi|121 STFKNTEIKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVV 
            60        70        80        90       100       110    
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.5  bits: 19.3 E():   25 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (58-75:24-41) 
 
        30        40        50        60        70        80        
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG        
                                     .:. . :.:  :.: ..:             
gi|144        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.1  bits: 19.0 E():   26 
Smith-Waterman score: 44; 50.0% identity (71.4% similar) in 14 aa overlap (61-74:19-32) 
 
               40        50        60        70        80           
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG           
                                     :.: ::  :. :.:                 
gi|135             MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFA 
                           10        20        30        40         
 
gi|135 KALEGKDVKDLLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGL 
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       50        60        70        80        90       100         
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 76.7  bits: 19.9 E():   27 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (13-34:74-98) 
 
                                 10        20           30          
AAD-12                   AEVVPAVGGRTCFADMRAAYDAL---DEATRALVHQRSARHS 
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
 
      40        50        60        70        80                    
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG                    
                                                                    
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.6  bits: 20.5 E():   27 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (53-69:200-216) 
 
             30        40        50        60        70        80   
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG   
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.1  bits: 19.9 E():   29 
Smith-Waterman score: 47; 33.3% identity (52.8% similar) in 36 aa overlap (13-48:159-191) 
 
                                 10        20        30        40   
AAD-12                   AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :   . : ..::   :   :: .  :.:   
gi|136 TNTEKLPTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFEIR---HQLTQIHGLYR 
      130       140       150       160       170          180      
 
             50        60        70        80            
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG            
       :..: :                                            
gi|136 SSDKTGGYWKITMNDGSTYQSDLSKKFEYNTEKPPINIDEIKTIEAEIN 
         190       200       210       220       230     
 
>>gi|21757|emb|CAA26383.1| unnamed protein product [Trit  (296 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.9  bits: 20.2 E():   30 
Smith-Waterman score: 48; 21.3% identity (61.7% similar) in 47 aa overlap (22-68:200-246) 
 
                        10        20        30        40        50  
AAD-12          AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :. ....:.. ... :..   :: .: . : 
gi|217 SQVLQQSTYQPLQQLCCQQLWQIPEQSRCQAIHNVVHAIILHQQQRQQQPSSQVSLQQPQ 
     170       180       190       200       210       220          
 
              60        70        80                                
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETG                                
       :   .  :. . .  .:                                            
gi|217 QQYPSGQGFFQPSQQNPQAQGSVQPQQLPQFEEIRNLALQTLPRMCNVYIPPYCSTTIAP 
     230       240       250       260       270       280          
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.7  bits: 18.9 E():   31 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (58-78:25-45) 
 
        30        40        50        60        70        80        
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG        
                                     .:. . :.:  :.:  .:  :          
gi|990       MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSL 
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                     10        20        30        40        50     
 
gi|990 STFKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVV 
           60        70        80        90       100       110     
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 75.5  bits: 20.2 E():   32 
Smith-Waterman score: 48; 44.8% identity (51.7% similar) in 29 aa overlap (53-79:21-46) 
 
             30        40        50          60        70        80 
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGS--AYIGYGMDTTATPLRPLVKVHPETG 
                                     :::  : .:::    :::  : .   : :  
gi|330           MAVHQYTVALFLAVALVAGPAGSYAADLGYG---PATPAAPAAGYTPATP 
                         10        20        30           40        
 
gi|330 AAPAGAEPAGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAE 
        50        60        70        80        90       100        
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 75.0  bits: 18.0 E():   33 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (31-52:37-58) 
 
               10        20        30        40        50        60 
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
               70        80 
AAD-12 GMDTTATPLRPLVKVHPETG 
                            
gi|162 VPQLEIVPNS           
         70                 
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 74.9  bits: 18.9 E():   34 
Smith-Waterman score: 44; 33.3% identity (55.6% similar) in 27 aa overlap (9-35:27-52) 
 
                                 10        20        30        40   
AAD-12                   AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                 :. :.: :    . : :. :  : :..        
gi|439 MASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPL-EGCREYVAQQTCGVTIAG 
               10        20        30        40         50          
 
             50        60        70        80                       
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG                       
                                                                    
gi|439 SPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDF 
      60        70        80        90       100       110          
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.7  bits: 20.4 E():   35 
Smith-Waterman score: 49; 36.7% identity (66.7% similar) in 30 aa overlap (28-57:43-72) 
 
                  10        20        30        40        50        
AAD-12    AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.. . .:: . : : ..::..  : : : 
gi|558 RVRSGGHDYEGLSYRSLQPENFAVVDLNQMRAVLVDGKARTAWVDSGAQLGELYYAISKY 
             20        30        40        50        60        70   
 
        60        70        80                                      
AAD-12 IGYGMDTTATPLRPLVKVHPETG                                      
                                                                    
gi|558 SRTLAFPAGVCPTIGVGGNLAGGGFGMLLRKYGIAAENVIDVKLVDANGKLHDKKSMGDD 
             80        90       100       110       120       130   
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.6  bits: 20.8 E():   35 
Smith-Waterman score: 50; 25.6% identity (58.1% similar) in 43 aa overlap (18-60:426-468) 
 
                            10        20        30        40        
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AAD-12              AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     :  ....:   :.. :.  . .:    ..  
gi|258 AERGFFYRNGIYSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNH 
         400       410       420       430       440       450      
 
        50        60        70        80                            
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG                            
       : .::::.  . :                                                
gi|258 GVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQISREQARQLKYNR 
         460       470       480       490       500       510      
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.5  bits: 19.8 E():   36 
Smith-Waterman score: 47; 36.0% identity (76.0% similar) in 25 aa overlap (16-40:106-130) 
 
                              10        20        30        40      
AAD-12                AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     ...: . :.:::.:  ... ::. :      
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
 
          50        60        70        80                          
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG                          
                                                                    
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.0  bits: 21.0 E():   38 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (46-60:609-623) 
 
          20        30        40        50        60        70      
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
          80                                                        
AAD-12 HPETG                                                        
                                                                    
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.1  bits: 20.4 E():   42 
Smith-Waterman score: 49; 37.9% identity (62.1% similar) in 29 aa overlap (31-59:74-102) 
 
               10        20        30        40        50        60 
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     : .:.: .   ::.. :    : ::.:.:  
gi|112 NRIESEGGYIETWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGL 
            50        60        70        80        90       100    
 
               70        80                                         
AAD-12 GMDTTATPLRPLVKVHPETG                                         
                                                                    
gi|112 IFPGCPSTYEEPAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTG 
           110       120       130       140       150       160    
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.6  bits: 18.9 E():   45 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (33-48:46-61) 
 
             10        20        30        40        50        60   
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
             70        80                                           
AAD-12 DTTATPLRPLVKVHPETG                                           
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gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 72.6  bits: 20.1 E():   46 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (15-29:431-446) 
 
                               10        20         30        40    
AAD-12                 AEVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYS 
                                     :..: :::.: ...::               
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA               
              410       420       430       440                     
 
            50        60        70        80 
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG 
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 72.2  bits: 19.5 E():   48 
Smith-Waterman score: 46; 25.4% identity (55.9% similar) in 59 aa overlap (2-60:161-216) 
 
                                            10        20        30  
AAD-12                              AEVVPAVGGRTCFADMRAAYDALDEATRALV 
                                     .:.:: :    .  ..::...   :: :   
gi|249 MDDASVGSVSSEFHVIESAIEVITYIGEEVKVIPA-GEVEVINKVKAAFST--AATAADE 
              140       150       160        170       180          
 
              40        50        60        70        80            
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG            
          . . ..  :. . .  . .:.:: ::                                
gi|249 APANDKFTVFVSSFNKAIKETTGGAYAGYKFIPTLEAAVKQAYAASSATAPEVKYAVFET 
       190       200       210       220       230       240        
 
>>gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.1  bits: 18.9 E():   48 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (39-64:76-100) 
 
       10        20        30        40        50        60         
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
       70        80                                                 
AAD-12 LRPLVKVHPETG                                                 
                                                                    
gi|549 AKYQVGQNVALTGSTAAVYNDPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.1  bits: 18.9 E():   48 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (39-64:76-100) 
 
       10        20        30        40        50        60         
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
       70        80                                                 
AAD-12 LRPLVKVHPETG                                                 
                                                                    
gi|549 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 72.1  bits: 18.0 E():   48 
Smith-Waterman score: 41; 22.2% identity (70.4% similar) in 27 aa overlap (7-33:36-61) 
 
                                       10        20        30       
AAD-12                         AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA 
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                                     ..:..  :: . ... ::.   ....:    
gi|207 IVSEKDIDAALESVKAAGSFNYKIFFQKVGLAGKSA-ADAKKVFEILDRDKSGFIEQDEL 
          10        20        30        40         50        60     
 
         40        50        60        70        80  
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG  
                                                     
gi|207 GLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
           70        80        90       100          
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.1  bits: 19.5 E():   49 
Smith-Waterman score: 46; 28.6% identity (51.0% similar) in 49 aa overlap (31-79:3-46) 
 
               10        20        30        40        50        60 
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     ::: ..  .:  . . ..    . .: .:: 
gi|398                             MAVHQYTV--ALFLAVALVAGPAASYAADLGY 
                                             10        20        30 
 
               70        80                                         
AAD-12 GMDTTATPLRPLVKVHPETG                                         
       :    :::  : .   : :                                          
gi|398 G---PATPAAPAAGYTPATPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPA 
                  40        50        60        70        80        
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 72.0  bits: 18.9 E():   49 
Smith-Waterman score: 44; 29.6% identity (77.8% similar) in 27 aa overlap (38-64:77-102) 
 
        10        20        30        40        50        60        
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::... .:... :. ..  .:: ::    
gi|549 LKVHNDFRQKVAKGLETRGNPGPQPPAKNMNNLVWND-ELANIAQVWASQCNYGHDTCKD 
         50        60        70        80         90       100      
 
        70        80                                                
AAD-12 PLRPLVKVHPETG                                                
                                                                    
gi|549 TEKYPVGQNIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWA 
         110       120       130       140       150       160      
 
>>gi|56417506|gb|AAV90694.1| GE-rich salivary protein 30  (266 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.7  bits: 19.2 E():   51 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (33-63:183-213) 
 
             10        20        30        40        50        60   
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
            160       170       180       190       200       210   
 
             70        80                                     
AAD-12 DTTATPLRPLVKVHPETG                                     
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
            220       230       240       250       260       
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 71.6  bits: 18.6 E():   52 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (33-47:138-152) 
 
             10        20        30        40        50        60   
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
             70        80 
AAD-12 DTTATPLRPLVKVHPETG 
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gi|391 ASIDTILTKV         
       170                
 
>>gi|56417504|gb|AAV90693.1| 30 kDa salivary gland aller  (271 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.5  bits: 19.2 E():   52 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (33-63:188-218) 
 
             10        20        30        40        50        60   
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
       160       170       180       190       200       210        
 
             70        80                                     
AAD-12 DTTATPLRPLVKVHPETG                                     
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
       220       230       240       250       260       270  
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.1  bits: 19.5 E():   55 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (58-67:284-293) 
 
        30        40        50        60        70        80        
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG        
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.0  bits: 18.3 E():   55 
Smith-Waterman score: 42; 44.0% identity (64.0% similar) in 25 aa overlap (4-27:56-78) 
 
                                           10        20        30   
AAD-12                            AEVVPAV-GGRTCFADMRAAYDALDEATRALVH 
                                     : ::  :.: ..  .   ::.::::      
gi|145 DGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSYVLHKI--DAIDEATYTYDY 
          30        40        50        60        70          80    
 
             40        50        60        70        80             
AAD-12 QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG             
                                                                    
gi|145 TISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQKSQGIF 
            90       100       110       120       130       140    
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.0  bits: 17.7 E():   56 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (43-60:26-43) 
 
             20        30        40        50        60        70   
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : .. :. :: :..  ::             
gi|897      EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQ 
                    10        20        30        40        50      
 
             80                                       
AAD-12 VKVHPETG                                       
                                                      
gi|897 QGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
          60        70        80        90       100  
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.7  bits: 19.8 E():   58 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (30-51:332-353) 
 
                10        20        30        40        50          
AAD-12  AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     : :     ::..:. .  :.::         
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gi|259 LTTLNSLNLPILKWLQLSVEKGVLYKNALVLPHWNLNSHSIIYGCKGKGQVQVVDNFGNR 
             310       320       330       340       350       360  
 
      60        70        80                                        
AAD-12 YGMDTTATPLRPLVKVHPETG                                        
                                                                    
gi|259 VFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRAMTSPLAGRTSVLGGMPEEVL 
             370       380       390       400       410       420  
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 70.5  bits: 20.7 E():   59 
Smith-Waterman score: 50; 28.9% identity (60.5% similar) in 38 aa overlap (15-52:827-864) 
 
                               10        20        30        40     
AAD-12                 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     ...:: :  :.:   :   :. ..: : .. 
gi|377 NEKVKVYKRQMQEQEGMSQQNLTRVRRFQRELEAAEDRADQAESNLSFIRAKHRSWVTTS 
        800       810       820       830       840       850       
 
           50        60        70        80 
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG 
       .  : ..:                             
gi|377 QVPGGTRQVFTTQEETTNY                  
        860       870                       
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 70.5  bits: 20.7 E():   59 
Smith-Waterman score: 58; 34.8% identity (60.9% similar) in 46 aa overlap (34-78:4-44) 
 
            10        20        30        40        50        60    
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :::..  .:..:. ::   .:.  : :: : 
gi|219                            MAARSAKY--MYQSSRAGH---GGDISIEYGTD 
                                            10           20         
 
             70        80                                           
AAD-12 TTA-TPLRPLVKVHPETG                                           
         : : :.  ...  :                                             
gi|219 LGALTRLEDKIRLLSEDLESERELRQRVEREKSDITVQLMNLTERLEETEGSSESVTEMN 
       30        40        50        60        70        80         
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.4  bits: 20.1 E():   60 
Smith-Waterman score: 48; 22.9% identity (57.1% similar) in 35 aa overlap (24-58:339-373) 
 
                      10        20        30        40        50    
AAD-12        AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     ::  .:  . :  : . ...:.. : . .: 
gi|131 LLQPVSTPGEFELFFGAGGENPESFFKSFSDEILEAAFNTRRDRLQRIFGQQRQGVIVKA 
      310       320       330       340       350       360         
 
            60        70        80                                  
AAD-12 GSAYIGYGMDTTATPLRPLVKVHPETG                                  
       .   .                                                        
gi|131 SEEQVRAMSRHEEGGIWPFGGESKGTINIYQQRPTHSNQYGQLHEVDASQYRQLRDLDLT 
      370       380       390       400       410       420         
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 70.1  bits: 15.0 E():   62 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (36-50:1-15) 
 
          10        20        30        40        50        60      
AAD-12 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                     :: . : : ..::..                
gi|323                               ARTAWVDSGAQLGELSY              
                                             10                     
 
          70        80 
AAD-12 ATPLRPLVKVHPETG 
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
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 initn:  40 init1:  40 opt:  40  Z-score: 70.1  bits: 17.7 E():   62 
Smith-Waterman score: 40; 25.6% identity (59.0% similar) in 39 aa overlap (30-68:54-92) 
 
                10        20        30        40        50          
AAD-12  AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     :. . : . . : : .  : . ..:.:  : 
gi|117 KAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAG 
            30        40        50        60        70        80    
 
      60        70        80          
AAD-12 YGMDTTATPLRPLVKVHPETG          
        . .. :.:                      
gi|117 GSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
            90       100       110    
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.9  bits: 18.6 E():   64 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (47-80:31-64) 
 
         20        30        40        50        60        70       
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :. :  . :::..::  .     . ::    
gi|616 NEIAXAKIDLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCA 
               10        20        30        40        50        60 
 
         80                                                         
AAD-12 PETG                                                         
        . :                                                         
gi|616 SQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNK 
               70        80        90       100       110       120 
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 69.6  bits: 19.8 E():   66 
Smith-Waterman score: 47; 33.3% identity (66.7% similar) in 36 aa overlap (19-53:123-158) 
 
                           10        20         30        40        
AAD-12             AEVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYSQSKL 
                                     :. ..: .  ::.: . .:: . : : ..: 
gi|558 VCGRRHGVRIRVRSGGHDYEGLSYRSERPEAFAVVDLNKMRAVVVDGKARTAWVDSGAQL 
            100       110       120       130       140       150   
 
        50        60        70        80                            
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG                            
       :..  :                                                       
gi|558 GELYYAIAKNSPVLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGT 
            160       170       180       190       200       210   
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.5  bits: 18.0 E():   67 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (65-72:34-41) 
 
           40        50        60        70        80               
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG               
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (56-79:1-21) 
 
          30        40        50        60        70        80      
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG      
                                     : .:::    :::  : .   : :       
gi|109                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
gi|109 ADAAGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEP 
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        30        40        50        60        70        80        
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (56-79:1-21) 
 
          30        40        50        60        70        80      
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG      
                                     : .:::    :::  : .   : :       
gi|239                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
gi|239 ADAAGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEP 
        30        40        50        60        70        80        
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.3  bits: 18.9 E():   69 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (56-79:1-21) 
 
          30        40        50        60        70        80      
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG      
                                     : .:::    :::  : .   : :       
gi|217                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
gi|217 AEPAGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGE 
        30        40        50        60        70        80        
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.3  bits: 18.9 E():   69 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (56-79:1-21) 
 
          30        40        50        60        70        80      
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG      
                                     : .:::    :::  : .   : :       
gi|217                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
gi|217 AEPAGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGE 
        30        40        50        60        70        80        
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.3  bits: 18.9 E():   69 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (56-79:1-21) 
 
          30        40        50        60        70        80      
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG      
                                     : .:::    :::  : .   : :       
gi|217                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
gi|217 AEPAGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGE 
        30        40        50        60        70        80        
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.3  bits: 18.9 E():   69 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (56-79:1-21) 
 
          30        40        50        60        70        80      
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG      
                                     : .:::    :::  : .   : :       
gi|217                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
gi|217 AEPAGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGE 
        30        40        50        60        70        80        
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.3  bits: 18.9 E():   69 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (56-79:1-21) 
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          30        40        50        60        70        80      
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG      
                                     : .:::    :::  : .   : :       
gi|217                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
gi|217 AEPAGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGE 
        30        40        50        60        70        80        
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.3  bits: 18.9 E():   69 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (56-79:1-21) 
 
          30        40        50        60        70        80      
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG      
                                     : .:::    :::  : .   : :       
gi|217                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
gi|217 AEPAGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGE 
        30        40        50        60        70        80        
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.3  bits: 18.9 E():   69 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (56-79:1-21) 
 
          30        40        50        60        70        80      
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG      
                                     : .:::    :::  : .   : :       
gi|217                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
gi|217 AEPAGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGE 
        30        40        50        60        70        80        
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.3  bits: 18.9 E():   69 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (56-79:1-21) 
 
          30        40        50        60        70        80      
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG      
                                     : .:::    :::  : .   : :       
gi|217                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
gi|217 AEPAGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGE 
        30        40        50        60        70        80        
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.3  bits: 18.9 E():   69 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (56-79:1-21) 
 
          30        40        50        60        70        80      
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG      
                                     : .:::    :::  : .   : :       
gi|217                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
gi|217 AEPAGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGE 
        30        40        50        60        70        80        
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.3  bits: 18.9 E():   69 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (56-79:1-21) 
 
          30        40        50        60        70        80      
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG      
                                     : .:::    :::  : .   : :       
gi|217                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
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gi|217 AEPAGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGE 
        30        40        50        60        70        80        
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.3  bits: 18.9 E():   69 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (56-79:1-21) 
 
          30        40        50        60        70        80      
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG      
                                     : .:::    :::  : .   : :       
gi|217                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
gi|217 AEPAGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGE 
        30        40        50        60        70        80        
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.3  bits: 18.9 E():   69 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (56-79:1-21) 
 
          30        40        50        60        70        80      
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG      
                                     : .:::    :::  : .   : :       
gi|217                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
gi|217 AEPAGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGE 
        30        40        50        60        70        80        
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.3  bits: 18.9 E():   69 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (56-79:1-21) 
 
          30        40        50        60        70        80      
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG      
                                     : .:::    :::  : .   : :       
gi|217                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
gi|217 AEPAGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGE 
        30        40        50        60        70        80        
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.3  bits: 18.9 E():   69 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (56-79:1-21) 
 
          30        40        50        60        70        80      
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG      
                                     : .:::    :::  : .   : :       
gi|217                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
gi|217 AEPAGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGE 
        30        40        50        60        70        80        
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 69.0  bits: 15.3 E():   71 
Smith-Waterman score: 36; 44.0% identity (56.0% similar) in 25 aa overlap (47-71:2-24) 
 
         20        30        40        50        60        70       
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     ::..  :  :  : :. : :::  :      
gi|751                              DLGYAP-ATPAAPGAGY-TPATPAAP      
                                             10         20          
 
         80 
AAD-12 PETG 
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.0  bits: 18.0 E():   71 
Smith-Waterman score: 42; 35.5% identity (61.3% similar) in 31 aa overlap (27-57:53-82) 
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                   10        20        30        40        50       
AAD-12     AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA 
                                     :  :::   : .  ...: :.  ...:: : 
gi|144 FLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQ-KVDVIDKAGLA 
             30        40        50        60        70         80  
 
         60        70        80                                     
AAD-12 YIGYGMDTTATPLRPLVKVHPETG                                     
       :                                                            
gi|144 YTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEKSA 
              90       100       110       120       130       140  
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.0  bits: 17.7 E():   71 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (31-52:6-27) 
 
               10        20        30        40        50        60 
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159                          IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
                                        10        20        30      
 
               70        80                                         
AAD-12 GMDTTATPLRPLVKVHPETG                                         
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFXQFYQPDAYPSGAWY 
          40        50        60        70        80        90      
 
>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 46; 32.8% identity (57.4% similar) in 61 aa overlap (4-63:96-150) 
 
                                          10        20        30    
AAD-12                            AEVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .::.  .: . :: : . :     .:  .. 
gi|170 LKGTGQFATHAGRIVGFVSEIVALMGNSANMPAM--ETLIKDMAANHKARG-IPKAQFNE 
          70        80        90         100       110        120   
 
            40         50        60        70        80 
AAD-12 RSARHSLV-YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG 
          : ::: : :::..  .. :.:.   :.:                  
gi|170 F--RASLVSYLQSKVSWNDSLGAAWT-QGLDNVFNMMFSYL        
              130       140        150       160        
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 68.9  bits: 15.9 E():   72 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (48-68:5-25) 
 
        20        30        40        50        60        70        
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     :.: .: :  : : .   :.:          
gi|462                           TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXL 
                                         10        20        30     
 
        80 
AAD-12 ETG 
           
gi|462 SSA 
           
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.9  bits: 17.7 E():   72 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (58-75:25-42) 
 
        30        40        50        60        70        80        
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG        
                                     .:. . :.:  ..: ..:             
gi|144       MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSL 
                     10        20        30        40        50     
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gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVE 
           60        70        80        90       100       110     
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 68.7  bits: 15.3 E():   74 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (65-71:5-11) 
 
           40        50        60        70        80      
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG      
                                     : .:.::               
gi|751                           TKSQTHVPIRPNKLVLKVQKDRATN 
                                         10        20      
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (21-49:101-129) 
 
                         10        20        30        40        50 
AAD-12           AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
               60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETG 
                                      
gi|273 RRRR                           
                                      
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (21-49:101-129) 
 
                         10        20        30        40        50 
AAD-12           AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
               60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETG 
                                      
gi|273 RRRR                           
                                      
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.7  bits: 18.3 E():   75 
Smith-Waterman score: 42; 29.6% identity (70.4% similar) in 27 aa overlap (38-64:76-101) 
 
        10        20        30        40        50        60        
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::.. ..:... :  ..   :: ::    
gi|549 LKIHNDFRNKVARGLETRGNPGPQPPAKNMNNLVWN-NELANIAQIWASQCKYGHDTCKD 
          50        60        70        80         90       100     
 
        70        80                                                
AAD-12 PLRPLVKVHPETG                                                
                                                                    
gi|549 TTKYNVGQNIAVSSSTAAVYENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWA 
          110       120       130       140       150       160     
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.5  bits: 19.2 E():   76 
Smith-Waterman score: 45; 25.8% identity (51.6% similar) in 31 aa overlap (50-80:341-371) 
 
      20        30        40        50        60        70          
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ..  :.: . :: .    .  :  
gi|113 ASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMIPAEP 
              320       330       340       350       360       370 
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      80                      
AAD-12 G                      
       :                      
gi|113 GEAVLRLTSSAGVLSCQPGAPC 
              380       390   
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.4  bits: 17.4 E():   77 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (46-78:20-52) 
 
          20        30        40        50        60         70     
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT-TATPLRPLVK 
                                     : :  .. :  :   :.:. .:  :. : : 
gi|131            AFKGILSNADIKAAEAACFKEGSFDEDGF-YAKVGLDAFSADELKKLFK 
                          10        20         30        40         
 
           80                                                       
AAD-12 VHPETG                                                       
       .  :                                                         
gi|131 IADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDK 
       50        60        70        80        90       100         
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.3  bits: 18.9 E():   78 
Smith-Waterman score: 44; 26.7% identity (70.0% similar) in 30 aa overlap (29-58:232-259) 
 
                 10        20        30        40        50         
AAD-12   AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                     : .:  :. ::....:..  . ::. . .. 
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIH--SVVHSIIMQQQQQQQQQQGIDIFL 
             210       220       230         240       250          
 
       60        70        80                                       
AAD-12 GYGMDTTATPLRPLVKVHPETG                                       
                                                                    
gi|170 PLSQHEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSIMRAPFAS 
     260       270       280       290       300       310          
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 18.3 E():   80 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (26-59:71-104) 
 
                    10        20        30        40        50      
AAD-12      AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 
                                     :   :: .:.: .   ::..      : :  
gi|221 AQRPDNRIESEGGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGR 
               50        60        70        80        90       100 
 
          60        70        80                                    
AAD-12 AYIGYGMDTTATPLRPLVKVHPETG                                    
       .:.:                                                         
gi|221 GYFGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQKVHRFDEGDLIAV 
              110       120       130       140       150       160 
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 68.0  bits: 14.7 E():   81 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (62-69:10-17) 
 
              40        50        60        70        80 
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG 
                                     :.:  :::            
gi|244                      IGNEDCTPWMSTLITPLP           
                                    10                   
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.9  bits: 17.4 E():   82 
Smith-Waterman score: 41; 33.3% identity (51.9% similar) in 27 aa overlap (9-35:2-27) 
 
               10        20        30        40        50        60 
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
               :  :.: :    . : :. :  : :..                          
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gi|253        TGPYCYAGMGLPINPL-EGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKE 
                      10         20        30        40        50   
 
               70        80                                         
AAD-12 GMDTTATPLRPLVKVHPETG                                         
                                                                    
gi|253 LYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNA 
             60        70        80        90       100       110   
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.8  bits: 18.3 E():   83 
Smith-Waterman score: 42; 33.3% identity (71.4% similar) in 21 aa overlap (48-68:72-92) 
 
        20        30        40        50        60        70        
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     : ...: .::   : ...:.:          
gi|383 TASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEE 
              50        60        70        80        90       100  
 
        80                                                          
AAD-12 ETG                                                          
                                                                    
gi|383 EEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEEL 
             110       120       130       140       150       160  
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.6  bits: 19.2 E():   85 
Smith-Waterman score: 50; 30.4% identity (59.5% similar) in 79 aa overlap (8-80:161-236) 
 
                                      10         20            30   
AAD-12                        AEVVPAVGGRTCFAD-MRAAYDA--LDEATR--ALVH 
                                     :::  : . : .  .:  ..:: :  : :. 
gi|144 YAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAPTFSEAMRQGAEVY 
              140       150       160       170       180       190 
 
              40        50        60        70        80            
AAD-12 QR-SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG            
       :. .:  . .:.::  :.: . :.  ..  ..:.   :  ..:.  :.:            
gi|144 QKLKALAKKTYGQSA-GNVGDEGG--VAPDIQTAEEALDLITKAIEEAGYTGKIKIAMDV 
              200        210         220       230       240        
 
gi|144 ASSEFYKADEKKYDLDFKNPDSDKSKWLTYEQLAEMYKSLAEKYPIVSIEDPFAEDDWEA 
       250       260       270       280       290       300        
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 40; 30.0% identity (65.0% similar) in 20 aa overlap (7-26:59-78) 
 
                                       10        20        30       
AAD-12                         AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA 
                                     .:  : .. :.   :..:.:           
gi|186 TVFPKVLPQLIKSVEILEGDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYTYTTIG 
       30        40        50        60        70        80         
 
         40        50        60        70        80                 
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG                 
                                                                    
gi|186 GDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVE 
       90       100       110       120       130       140         
 
>>gi|194350815|gb|ACF53836.1| Bla g 4 isoallergen 1 [Bla  (191 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 67.5  bits: 18.0 E():   86 
Smith-Waterman score: 41; 27.6% identity (53.9% similar) in 76 aa overlap (7-80:85-152) 
 
                                       10        20        30       
AAD-12                         AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA 
                                     . ::: :   . . :  ::. .:.    :: 
gi|194 TQYKCWNDLFFFNNALVSKYTDSKGKNRTTIRGRTKFEGNKFTIDYDDEG-KAF----SA 
           60        70        80        90       100               
 
         40         50        60        70         80               
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AAD-12 RHSLVYSQ-SKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVHPETG               
        .:.. .. .. . :.   .:  :.   .  . ::  : . ::: :               
gi|194 PYSVLATDYDNYAIVEGCPAAANGH---VIYVQLRLTLRSFHPEQGDKEALQHYTVHQVN 
     110       120       130          140       150       160       
 
gi|194 QHKKAIEEDLKHFNLKYEDLHSTCH 
        170       180       190  
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.0  bits: 18.0 E():   92 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (39-64:76-100) 
 
       10        20        30        40        50        60         
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDI 
          50        60        70        80         90       100     
 
       70        80                                                 
AAD-12 LRPLVKVHPETG                                                 
                                                                    
gi|549 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.0  bits: 18.0 E():   92 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (39-64:76-100) 
 
       10        20        30        40        50        60         
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
       70        80                                                 
AAD-12 LRPLVKVHPETG                                                 
                                                                    
gi|549 AKYPVGQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.8  bits: 18.0 E():   94 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (39-64:81-105) 
 
       10        20        30        40        50        60         
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|115 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
               60        70        80         90       100          
 
       70        80                                                 
AAD-12 LRPLVKVHPETG                                                 
                                                                    
gi|115 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
     110       120       130       140       150       160          
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.8  bits: 17.1 E():   94 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (13-26:39-52) 
 
                                 10        20        30        40   
AAD-12                   AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|730 TLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
             50        60        70        80       
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG       
                                                    
gi|730 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
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>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.8  bits: 17.1 E():   94 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (13-26:39-52) 
 
                                 10        20        30        40   
AAD-12                   AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|191 TLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
             50        60        70        80       
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG       
                                                    
gi|191 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos tauru  (172 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.7 E():   95 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (31-52:49-70) 
 
               10        20        30        40        50        60 
AAD-12 AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
       20        30        40        50        60        70         
 
               70        80                                         
AAD-12 GMDTTATPLRPLVKVHPETG                                         
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
       80        90       100       110       120       130         
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.5  bits: 19.2 E():   98 
Smith-Waterman score: 45; 33.3% identity (66.7% similar) in 24 aa overlap (20-43:393-416) 
 
                          10        20        30        40          
AAD-12            AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 
                                     : : :::  . .. ... .: .::       
gi|144 TGKSNKITITNDKGRLSKEEIERMLAEAEKYKAEDEAEASRIQAKNGLESYAYSLKNTIT 
            370       380       390       400       410       420   
 
      50        60        70        80                              
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPETG                              
                                                                    
gi|144 EGKLQMSDDDKKKIEDKISEIISWLDNNQTAEKDEYESQQKELEAIANPIMQAAYGAAGG 
            430       440       450       460       470       480   
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.4 E():   99 
Smith-Waterman score: 41; 33.3% identity (51.9% similar) in 27 aa overlap (9-35:27-52) 
 
                                 10        20        30        40   
AAD-12                   AEVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                 :  :.: :    . : :. :  : :..        
gi|217 MASKSSISPLLLATVLVSVFAAATATGPYCYAGMGLPINPL-EGCREYVAQQTCGISISG 
               10        20        30        40         50          
 
             50        60        70        80                       
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG                       
                                                                    
gi|217 SAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDF 
      60        70        80        90       100       110          
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:51 2011 done: Fri Jan 21 00:02:51 2011 
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 Total Scan time:  0.060 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 127  - 206 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     3     2:* 
  32     7     8:==* 
  34     8    22:===    * 
  36    34    44:============  * 
  38    39    73:=============           * 
  40    93   102:===============================  * 
  42    99   125:=================================        * 
  44   144   137:=============================================*== 
  46   114   140:======================================        * 
  48   146   134:============================================*==== 
  50   149   122:========================================*========= 
  52   139   107:===================================*=========== 
  54   119    92:==============================*========= 
  56    59    77:====================     * 
  58    69    63:====================*== 
  60    52    51:================*= 
  62    45    41:=============*= 
  64    43    33:==========*==== 
  66    16    26:======  * 
  68    30    20:======*=== 
  70    17    16:=====* 
  72    12    12:===* 
  74     8    10:===* 
  76     6     8:==* 
  78    10     6:=*== 
  80     7     5:=*= 
  82     4     3:*= 
  84     3     3:* 
  86     4     2:*= 
  88     3     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     1     1:*         :* 
  94     2     1:*         :*= 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.84010.00309; mu= 5.1848 0.160 
 mean_var=34.7758 8.587, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.217488 
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 Kolmogorov-Smirnov  statistic: 0.0752 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   77 29.2   0.075 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   58 23.4     1.3 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   57 23.0     2.8 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   57 23.0     2.9 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   54 22.1     3.6 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   59 23.6     4.4 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   52 21.5     4.9 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   52 21.5     5.5 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   52 21.5     5.5 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.5     6.3 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.9     7.6 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.9     7.9 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.9     7.9 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.9       8 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   56 22.6     9.3 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 21.7     9.6 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 21.7      10 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 18.7      10 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   56 22.6      12 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   56 22.6      12 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 21.4      15 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 22.6      15 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 22.6      16 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   52 21.4      17 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   52 21.4      17 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   47 19.9      17 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   50 20.8      18 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 19.9      19 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 19.9      19 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 19.9      19 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 19.9      20 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 19.9      20 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   52 21.4      21 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.6      22 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   49 20.5      23 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.3      24 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.3      24 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.3      24 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   44 19.0      25 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.9      27 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 20.5      27 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   47 19.9      29 
gi|21757|emb|CAA26383.1| unnamed protein product [ ( 296)   48 20.2      30 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 19.0      30 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   48 20.2      32 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 18.1      33 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   44 19.0      34 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   49 20.4      35 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   47 19.8      36 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   50 20.7      36 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 21.0      39 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   43 18.6      40 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   49 20.4      43 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.9      45 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 20.1      46 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   46 19.5      47 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   41 18.0      48 
gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Veno ( 204)   44 18.9      48 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   44 18.9      48 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   44 18.9      48 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   46 19.5      49 
gi|56417506|gb|AAV90694.1| GE-rich salivary protei ( 266)   45 19.2      51 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.6      51 
gi|56417504|gb|AAV90693.1| 30 kDa salivary gland a ( 271)   45 19.2      52 
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gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 17.7      54 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   42 18.3      55 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 19.5      55 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   47 19.8      58 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 15.0      59 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   50 20.7      60 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   50 20.7      60 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   48 20.1      61 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   40 17.7      61 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   43 18.6      63 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.0      66 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.8      66 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   44 18.9      68 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   44 18.9      68 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.3      68 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   44 18.9      68 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   44 18.9      68 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   44 18.9      68 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   44 18.9      68 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   44 18.9      68 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   44 18.9      68 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   44 18.9      68 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   44 18.9      68 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   44 18.9      68 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   44 18.9      68 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   44 18.9      68 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   44 18.9      68 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   44 18.9      68 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   44 18.9      68 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 15.9      69 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 17.7      70 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   41 18.0      70 
gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   41 18.0      71 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.3      71 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 17.7      71 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   40 17.7      73 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   40 17.7      73 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   42 18.3      74 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.4      76 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   45 19.2      76 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 14.7      77 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   44 18.9      78 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   42 18.3      79 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   39 17.4      80 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   42 18.3      82 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   40 17.7      84 
gi|194350815|gb|ACF53836.1| Bla g 4 isoallergen 1  ( 191)   41 18.0      85 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   45 19.2      85 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   39 17.4      86 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   41 18.0      91 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   41 18.0      91 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   38 17.1      93 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   38 17.1      93 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   41 18.0      93 
gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos t ( 172)   40 17.7      94 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   39 17.4      98 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   45 19.2      98 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 13.5      99 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  60 init1:  60 opt:  77  Z-score: 122.7  bits: 29.2 E(): 0.075 
Smith-Waterman score: 77; 23.3% identity (50.7% similar) in 73 aa overlap (7-79:309-375) 
 
                                       10        20        30       
AAD-12                         EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR 
                                     :.: :  : :.  ..: .      : ..:  
gi|113 HGFFQVVNNNYDKWGSYAIGGSASPTILSQGNRFCAPDERSKKNVLGR------HGEAAA 
      280       290       300       310       320             330   
 
         40        50        60        70        80                 
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR                 
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       .:. ..      : . :. ... :.: . :: .    .  : :                  
gi|113 ESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEPGESALSLTSSAGVLSCQP 
            340       350       360       370       380       390   
 
gi|113 GAPC 
            
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 100.2  bits: 23.4 E():  1.3 
Smith-Waterman score: 58; 26.9% identity (57.7% similar) in 52 aa overlap (12-63:26-77) 
 
                             10        20        30        40       
AAD-12               EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                :::      :.  . . :  ..:.   :.... .. 
gi|527 MVHHITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNV 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR                           
        :::.:.. :   .: :                                            
gi|527 DHVQDAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAG 
               70        80        90       100       110       120 
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 94.4  bits: 23.0 E():  2.8 
Smith-Waterman score: 57; 29.3% identity (60.3% similar) in 58 aa overlap (13-65:93-149) 
 
                                 10             20        30        
AAD-12                   EVVPAVGGRTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|144 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
             70        80        90       100        110       120  
 
        40        50        60        70        80                  
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR                  
       .. :  .:. .: .:...:.. :  : :                                 
gi|144 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
             130       140       150       160       170       180  
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 94.2  bits: 23.0 E():  2.9 
Smith-Waterman score: 57; 29.3% identity (60.3% similar) in 58 aa overlap (13-65:97-153) 
 
                                 10             20        30        
AAD-12                   EVVPAVGGRTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|622 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
         70        80        90       100       110        120      
 
        40        50        60        70        80                  
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR                  
       .. :  .:. .: .:...:.. :  : :                                 
gi|622 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
         130       140       150       160       170       180      
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  54  Z-score: 92.6  bits: 22.1 E():  3.6 
Smith-Waterman score: 54; 27.8% identity (63.0% similar) in 54 aa overlap (3-54:15-65) 
 
                           10        20          30        40       
AAD-12             EVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                     : : : .    :.:  .: :  ..:..:.   ....:.:.: : .: 
gi|111 MKFAIVLIACFAASVLAQGHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
         50        60        70        80                           
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR                           
        ....  :                                                     
gi|111 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
        60        70        80        90       100       110        
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>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  59  Z-score: 90.8  bits: 23.6 E():  4.4 
Smith-Waterman score: 59; 35.6% identity (60.0% similar) in 45 aa overlap (32-69:198-242) 
 
              10        20        30        40              50      
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL------GHVQQAGSA 
                                     ::. :..:  .:. :      :  ..: .  
gi|303 LVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALAD 
       170       180       190       200       210       220        
 
          60         70        80                                   
AAD-12 YIGYGMDT-TATPLRPLVKVHPETGR                                   
        .:.:::: ::  .:                                              
gi|303 VLGFGMDTETARKVRGEDDQRGHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICS 
       230       240       250       260       270       280        
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 90.2  bits: 21.5 E():  4.9 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (14-54:11-50) 
 
               10        20          30        40        50         
AAD-12 EVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                    :.:  .: :  ..:..:.   ....:.:.: : .: ....  :     
gi|160    GSQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQLDELNENKSKELQ 
                  10        20           30        40        50     
 
       60        70        80                                       
AAD-12 YGMDTTATPLRPLVKVHPETGR                                       
                                                                    
gi|160 EKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVK 
           60        70        80        90       100       110     
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 89.2  bits: 21.5 E():  5.5 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (14-54:26-65) 
 
                           10        20          30        40       
AAD-12             EVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                                :.:  .: :  ..:..:.   ....:.:.: : .: 
gi|111 MKFAIVLIACFAASVLAQEHKPEKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
         50        60        70        80                           
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR                           
        ....  :                                                     
gi|111 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
        60        70        80        90       100       110        
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 89.2  bits: 21.5 E():  5.5 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (14-54:26-65) 
 
                           10        20          30        40       
AAD-12             EVVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                                :.:  .: :  ..:..:.   ....:.:.: : .: 
gi|420 MKFAIVLIACFAASVLAQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
         50        60        70        80                           
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR                           
        ....  :                                                     
gi|420 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
        60        70        80        90       100       110        
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 88.2  bits: 21.5 E():  6.3 
Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (19-42:29-52) 
 
                         10        20        30        40        50 
AAD-12           EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                   : : :::  : .  ..: .: .::         
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gi|144 KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLSDS 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGR                               
                                                                    
gi|144 KVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAGGE 
               70        80        90       100       110       120 
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.7  bits: 22.9 E():  7.6 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (15-54:372-411) 
 
                               10        20        30        40     
AAD-12                 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|224 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             350       360       370       380       390       400  
 
           50        60        70        80                         
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR                         
         .::: . :                                                   
gi|224 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             410       420       430       440       450       460  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.4  bits: 22.9 E():  7.9 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (15-54:392-431) 
 
                               10        20        30        40     
AAD-12                 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|571 GNRSPHIYDPQRWFTQNCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
           50        60        70        80                         
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR                         
         .::: . :                                                   
gi|571 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFA 
             430       440       450       460       470       480  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.4  bits: 22.9 E():  7.9 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (15-54:392-431) 
 
                               10        20        30        40     
AAD-12                 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|199 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
           50        60        70        80                         
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR                         
         .::: . :                                                   
gi|199 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             430       440       450       460       470       480  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 86.3  bits: 22.9 E():    8 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (15-54:400-439) 
 
                               10        20        30        40     
AAD-12                 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|213 RSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
     370       380       390       400       410       420          
 
           50        60        70        80                         
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR                         
         .::: . :                                                   
gi|213 GRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLA 
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     430       440       450       460       470       480          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 85.0  bits: 22.6 E():  9.3 
Smith-Waterman score: 56; 28.9% identity (52.6% similar) in 38 aa overlap (17-54:371-408) 
 
                             10        20        30        40       
AAD-12               EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :  : . .  ..:  .  ::..:      
gi|370 RSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGR 
              350       360       370       380       390       400 
 
         50        60        70        80                           
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR                           
       .::: . :                                                     
gi|370 AHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGE 
              410       420       430       440       450       460 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 84.8  bits: 21.7 E():  9.6 
Smith-Waterman score: 53; 28.1% identity (57.8% similar) in 64 aa overlap (11-66:202-265) 
 
                                   10        20        30           
AAD-12                     EVVPAVGGRTCFADMRAAYDALDEATRALVHQ------RS 
                                     :. ...::      :: : . :      .. 
gi|168 APADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEA 
             180       190       200       210       220       230  
 
           40        50          60        70        80   
AAD-12 ARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATPLRPLVKVHPETGR   
       :  . . ..:.. .:.:  .:.: .. :  ::::                 
gi|168 ALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             240       250       260       270       280  
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 84.5  bits: 21.7 E():   10 
Smith-Waterman score: 53; 28.1% identity (57.8% similar) in 64 aa overlap (11-66:211-274) 
 
                                   10        20        30           
AAD-12                     EVVPAVGGRTCFADMRAAYDALDEATRALVHQ------RS 
                                     :. ...::      :: : . :      .. 
gi|330 APADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEA 
              190       200       210       220       230       240 
 
           40        50          60        70        80   
AAD-12 ARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATPLRPLVKVHPETGR   
       :  . . ..:.. .:.:  .:.: .. :  ::::                 
gi|330 ALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              250       260       270       280       290 
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 84.3  bits: 18.7 E():   10 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (47-67:5-25) 
 
         20        30        40        50        60        70       
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     :.:..: :. .::  .  :.:          
gi|462                           AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKN 
                                         10        20        30     
 
         80 
AAD-12 ETGR 
            
gi|462 LNSA 
            
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  56  Z-score: 83.0  bits: 22.6 E():   12 
Smith-Waterman score: 56; 27.8% identity (63.9% similar) in 36 aa overlap (32-67:539-574) 
 
              10        20        30        40        50        60  

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 4577



 

 

AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.:.. .   . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYP 
      510       520       530       540       550       560         
 
              70        80                                          
AAD-12 DTTATPLRPLVKVHPETGR                                          
        ..  :                                                       
gi|217 TSVQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQP 
      570       580       590       600       610       620         
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 82.9  bits: 22.6 E():   12 
Smith-Waterman score: 56; 25.0% identity (63.9% similar) in 36 aa overlap (32-67:551-586) 
 
              10        20        30        40        50        60  
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.... . . . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYP 
              530       540       550       560       570       580 
 
              70        80                                          
AAD-12 DTTATPLRPLVKVHPETGR                                          
        .   :                                                       
gi|217 TSLQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQP 
              590       600       610       620       630       640 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.6  bits: 21.4 E():   15 
Smith-Waterman score: 52; 40.0% identity (56.0% similar) in 25 aa overlap (54-78:25-49) 
 
            30        40        50        60        70        80    
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR    
                                     .:  ::.  : :::  : . . : :      
gi|249       MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPA 
                     10        20        30        40        50     
 
gi|249 TPAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGL 
           60        70        80        90       100       110     
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.2  bits: 22.6 E():   15 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (42-59:283-300) 
 
              20        30        40        50        60        70  
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
              80                                                    
AAD-12 VKVHPETGR                                                    
                                                                    
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.0  bits: 22.6 E():   16 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (42-59:289-306) 
 
              20        30        40        50        60        70  
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
 
              80                                                    
AAD-12 VKVHPETGR                                                    
                                                                    
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
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>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 80.3  bits: 21.4 E():   17 
Smith-Waterman score: 52; 20.0% identity (50.0% similar) in 80 aa overlap (5-79:297-376) 
 
                                         10          20        30   
AAD-12                           EVVPAVGGRTCFADMRAA--YDALDEATRALVHQ 
                                     :.:: .  . .  .  . : :.  .  :   
gi|113 FTDNVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLA 
        270       280       290       300       310       320       
 
                40        50        60        70        80          
AAD-12 RS---ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR          
       :.   : .:....  .   . . :. ..  : : . ::..    .  : :           
gi|113 RTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTSSA 
        330       340       350       360       370       380       
 
gi|113 GVFSCHPGAPC 
        390        
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 80.3  bits: 21.4 E():   17 
Smith-Waterman score: 52; 20.0% identity (50.0% similar) in 80 aa overlap (5-79:297-376) 
 
                                         10          20        30   
AAD-12                           EVVPAVGGRTCFADMRAA--YDALDEATRALVHQ 
                                     :.:: .  . .  .  . : :.  .  :   
gi|166 FTDNVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLA 
        270       280       290       300       310       320       
 
                40        50        60        70        80          
AAD-12 RS---ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR          
       :.   : .:....  .   . . :. ..  : : . ::..    .  : :           
gi|166 RTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTSSA 
        330       340       350       360       370       380       
 
gi|166 GVFSCRPGAPC 
        390        
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 80.1  bits: 19.9 E():   17 
Smith-Waterman score: 47; 33.3% identity (56.7% similar) in 30 aa overlap (5-34:24-52) 
 
                                  10        20        30        40  
AAD-12                    EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                              :. :. :.: :    . : :. :  : :..        
gi|189 MASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPL-EGCREYVAQQTCGVTIAG 
               10        20        30        40         50          
 
              50        60        70        80                      
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR                      
                                                                    
gi|189 SPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFA 
      60        70        80        90       100       110          
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 79.8  bits: 20.8 E():   18 
Smith-Waterman score: 50; 22.2% identity (49.4% similar) in 81 aa overlap (2-76:47-125) 
 
                                            10        20        30  
AAD-12                              EVVPAVGGRTCFADMRAAYDALDEATRALVH 
                                     .. .:::.   ::.  :   ..     :.  
gi|144 VDARFPRSLQPKWAYLDSNEFPRSKIGDSPIAGVVGGQD--ADLAEAPFQISLLKDYLIM 
         20        30        40        50          60        70     
 
                    40        50        60        70        80      
AAD-12 QRSA------RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR      
       .:         .: : . ..  . :.:.:  . :: .  ..     .::.:          
gi|144 KRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQ 
           80        90       100       110       120       130     
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gi|144 DQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKG 
          140       150       160       170       180       190     
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.6  bits: 19.9 E():   19 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (15-31:14-30) 
 
               10        20        30        40        50        60 
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                     .: :.: .:.  .. .:                              
gi|219  MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLIIEIDA 
                10        20        30        40        50          
 
               70        80                                         
AAD-12 MDTTATPLRPLVKVHPETGR                                         
                                                                    
gi|219 DGSGELEFDEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGYIPTSALREILRALDD 
      60        70        80        90       100       110          
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.4  bits: 19.9 E():   19 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (3-19:141-157) 
 
                                           10        20        30   
AAD-12                             EVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
             40        50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.4  bits: 19.9 E():   19 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (3-19:141-157) 
 
                                           10        20        30   
AAD-12                             EVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
             40        50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.3  bits: 19.9 E():   20 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (3-19:144-160) 
 
                                           10        20        30   
AAD-12                             EVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
             40        50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.3  bits: 19.9 E():   20 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (3-19:144-160) 
 
                                           10        20        30   
AAD-12                             EVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
             40        50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
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>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 78.7  bits: 21.4 E():   21 
Smith-Waterman score: 52; 24.3% identity (73.0% similar) in 37 aa overlap (22-57:143-179) 
 
                        10        20        30        40         50 
AAD-12          EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG-HVQ 
                                     .::   .:.: .. .. .::  .... .:. 
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
               60        70        80                               
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGR                               
       . :...:                                                      
gi|215 NNGDVFILLVPNFVFVWTGKHSNRMERTTAIRVANDLKSELNRFKLSSVILEDGKEVEQT 
            180       190       200       210       220       230   
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.3  bits: 19.6 E():   22 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (15-32:126-143) 
 
                               10        20        30        40     
AAD-12                 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . ::..::: :..: ...             
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG         
         100       110       120       130       140                
 
           50        60        70        80 
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.9  bits: 20.5 E():   23 
Smith-Waterman score: 49; 21.9% identity (59.4% similar) in 32 aa overlap (33-64:179-210) 
 
             10        20        30        40        50        60   
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :.  .:.. .... :. ::      : :.. 
gi|219 MWQQSSCHVMQQQCCQQLSQIPEQSRYDAIRAITYSIILQEQQQGQSQQQQPQQSGQGVS 
      150       160       170       180       190       200         
 
             70        80                                           
AAD-12 TTATPLRPLVKVHPETGR                                           
        .                                                           
gi|219 QSQQQSQQQLGQCSFQQPQQQLGQQPQQQQVQQGTFLQPHQIAHLEVMTSIALRTLPTMC 
      210       220       230       240       250       260         
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.6  bits: 19.3 E():   24 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (57-74:24-41) 
 
         30        40        50        60        70        80       
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR       
                                     .:. . :.:  :.: ..:             
gi|379        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
gi|379 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.6  bits: 19.3 E():   24 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (57-74:24-41) 
 
         30        40        50        60        70        80       
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR       
                                     .:. . :.:  :.: ..:             
gi|121        MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSL 
                      10        20        30        40        50    
 
gi|121 STFKNTEIKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVV 
            60        70        80        90       100       110    
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>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.6  bits: 19.3 E():   24 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (57-74:24-41) 
 
         30        40        50        60        70        80       
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR       
                                     .:. . :.:  :.: ..:             
gi|144        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.2  bits: 19.0 E():   25 
Smith-Waterman score: 44; 50.0% identity (71.4% similar) in 14 aa overlap (60-73:19-32) 
 
      30        40        50        60        70        80          
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR          
                                     :.: ::  :. :.:                 
gi|135             MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFA 
                           10        20        30        40         
 
gi|135 KALEGKDVKDLLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGL 
       50        60        70        80        90       100         
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 76.8  bits: 19.9 E():   27 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (12-33:74-98) 
 
                                  10        20           30         
AAD-12                    EVVPAVGGRTCFADMRAAYDAL---DEATRALVHQRSARHS 
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
 
       40        50        60        70        80                   
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR                   
                                                                    
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.6  bits: 20.5 E():   27 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (52-68:200-216) 
 
              30        40        50        60        70        80  
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR  
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.1  bits: 19.9 E():   29 
Smith-Waterman score: 47; 33.3% identity (52.8% similar) in 36 aa overlap (12-47:159-191) 
 
                                  10        20        30        40  
AAD-12                    EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :   . : ..::   :   :: .  :.:   
gi|136 TNTEKLPTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFEIR---HQLTQIHGLYR 
      130       140       150       160       170          180      
 
              50        60        70        80           
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR           
       :..: :                                            
gi|136 SSDKTGGYWKITMNDGSTYQSDLSKKFEYNTEKPPINIDEIKTIEAEIN 
         190       200       210       220       230     
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>>gi|21757|emb|CAA26383.1| unnamed protein product [Trit  (296 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.9  bits: 20.2 E():   30 
Smith-Waterman score: 48; 21.3% identity (61.7% similar) in 47 aa overlap (21-67:200-246) 
 
                         10        20        30        40        50 
AAD-12           EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :. ....:.. ... :..   :: .: . : 
gi|217 SQVLQQSTYQPLQQLCCQQLWQIPEQSRCQAIHNVVHAIILHQQQRQQQPSSQVSLQQPQ 
     170       180       190       200       210       220          
 
               60        70        80                               
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGR                               
       :   .  :. . .  .:                                            
gi|217 QQYPSGQGFFQPSQQNPQAQGSVQPQQLPQFEEIRNLALQTLPRMCNVYIPPYCSTTIAP 
     230       240       250       260       270       280          
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.8  bits: 19.0 E():   30 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (57-77:25-45) 
 
         30        40        50        60        70        80       
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR       
                                     .:. . :.:  :.:  .:  :          
gi|990       MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSL 
                     10        20        30        40        50     
 
gi|990 STFKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVV 
           60        70        80        90       100       110     
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 75.5  bits: 20.2 E():   32 
Smith-Waterman score: 48; 44.8% identity (51.7% similar) in 29 aa overlap (52-78:21-46) 
 
              30        40        50          60        70          
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGS--AYIGYGMDTTATPLRPLVKVHPETG 
                                     :::  : .:::    :::  : .   : :  
gi|330           MAVHQYTVALFLAVALVAGPAGSYAADLGYG---PATPAAPAAGYTPATP 
                         10        20        30           40        
 
      80                                                            
AAD-12 R                                                            
                                                                    
gi|330 AAPAGAEPAGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAE 
        50        60        70        80        90       100        
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 75.2  bits: 18.1 E():   33 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (30-51:37-58) 
 
                10        20        30        40        50          
AAD-12  EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
      60        70        80 
AAD-12 GMDTTATPLRPLVKVHPETGR 
                             
gi|162 VPQLEIVPNS            
         70                  
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 75.0  bits: 19.0 E():   34 
Smith-Waterman score: 44; 33.3% identity (55.6% similar) in 27 aa overlap (8-34:27-52) 
 
                                  10        20        30        40  
AAD-12                    EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                 :. :.: :    . : :. :  : :..        
gi|439 MASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPL-EGCREYVAQQTCGVTIAG 
               10        20        30        40         50          
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 4583



 

 

              50        60        70        80                      
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR                      
                                                                    
gi|439 SPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDF 
      60        70        80        90       100       110          
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.7  bits: 20.4 E():   35 
Smith-Waterman score: 49; 36.7% identity (66.7% similar) in 30 aa overlap (27-56:43-72) 
 
                   10        20        30        40        50       
AAD-12     EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.. . .:: . : : ..::..  : : : 
gi|558 RVRSGGHDYEGLSYRSLQPENFAVVDLNQMRAVLVDGKARTAWVDSGAQLGELYYAISKY 
             20        30        40        50        60        70   
 
         60        70        80                                     
AAD-12 IGYGMDTTATPLRPLVKVHPETGR                                     
                                                                    
gi|558 SRTLAFPAGVCPTIGVGGNLAGGGFGMLLRKYGIAAENVIDVKLVDANGKLHDKKSMGDD 
             80        90       100       110       120       130   
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.5  bits: 19.8 E():   36 
Smith-Waterman score: 47; 36.0% identity (76.0% similar) in 25 aa overlap (15-39:106-130) 
 
                               10        20        30        40     
AAD-12                 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     ...: . :.:::.:  ... ::. :      
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
 
           50        60        70        80                         
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR                         
                                                                    
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 74.5  bits: 20.7 E():   36 
Smith-Waterman score: 50; 25.6% identity (58.1% similar) in 43 aa overlap (17-59:426-468) 
 
                             10        20        30        40       
AAD-12               EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     :  ....:   :.. :.  . .:    ..  
gi|258 AERGFFYRNGIYSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNH 
         400       410       420       430       440       450      
 
         50        60        70        80                           
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR                           
       : .::::.  . :                                                
gi|258 GVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQISREQARQLKYNR 
         460       470       480       490       500       510      
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 73.9  bits: 21.0 E():   39 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (45-59:609-623) 
 
           20        30        40        50        60        70     
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
           80                                                       
AAD-12 HPETGR                                                       
                                                                    
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
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 initn:  43 init1:  43 opt:  43  Z-score: 73.7  bits: 18.6 E():   40 
Smith-Waterman score: 43; 29.6% identity (66.7% similar) in 27 aa overlap (54-80:9-35) 
 
            30        40        50        60        70        80    
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR    
                                     ::.    . ..:.  : .:.:. ..::    
gi|244                       MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQS 
                                     10        20        30         
 
gi|244 CQRQFEEQQRFRNCQRYVKQEVQRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQ 
       40        50        60        70        80        90         
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.1  bits: 20.4 E():   43 
Smith-Waterman score: 49; 37.9% identity (62.1% similar) in 29 aa overlap (30-58:74-102) 
 
                10        20        30        40        50          
AAD-12  EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     : .:.: .   ::.. :    : ::.:.:  
gi|112 NRIESEGGYIETWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGL 
            50        60        70        80        90       100    
 
      60        70        80                                        
AAD-12 GMDTTATPLRPLVKVHPETGR                                        
                                                                    
gi|112 IFPGCPSTYEEPAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTG 
           110       120       130       140       150       160    
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.7  bits: 18.9 E():   45 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (32-47:46-61) 
 
              10        20        30        40        50        60  
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
              70        80                                          
AAD-12 DTTATPLRPLVKVHPETGR                                          
                                                                    
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 72.5  bits: 20.1 E():   46 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (14-28:431-446) 
 
                                10        20         30        40   
AAD-12                  EVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYS 
                                     :..: :::.: ...::               
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA               
              410       420       430       440                     
 
             50        60        70        80 
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 72.3  bits: 19.5 E():   47 
Smith-Waterman score: 46; 25.4% identity (55.9% similar) in 59 aa overlap (1-59:161-216) 
 
                                             10        20        30 
AAD-12                               EVVPAVGGRTCFADMRAAYDALDEATRALV 
                                     .:.:: :    .  ..::...   :: :   
gi|249 MDDASVGSVSSEFHVIESAIEVITYIGEEVKVIPA-GEVEVINKVKAAFST--AATAADE 
              140       150       160        170       180          
 
               40        50        60        70        80           
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR           
          . . ..  :. . .  . .:.:: ::                                
gi|249 APANDKFTVFVSSFNKAIKETTGGAYAGYKFIPTLEAAVKQAYAASSATAPEVKYAVFET 
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       190       200       210       220       230       240        
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 72.2  bits: 18.0 E():   48 
Smith-Waterman score: 41; 22.2% identity (70.4% similar) in 27 aa overlap (6-32:36-61) 
 
                                        10        20        30      
AAD-12                          EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA 
                                     ..:..  :: . ... ::.   ....:    
gi|207 IVSEKDIDAALESVKAAGSFNYKIFFQKVGLAGKSA-ADAKKVFEILDRDKSGFIEQDEL 
          10        20        30        40         50        60     
 
          40        50        60        70        80 
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                                     
gi|207 GLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVKA 
           70        80        90       100          
 
>>gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.2  bits: 18.9 E():   48 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (38-63:76-100) 
 
        10        20        30        40        50        60        
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
        70        80                                                
AAD-12 LRPLVKVHPETGR                                                
                                                                    
gi|549 AKYQVGQNVALTGSTAAVYNDPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.2  bits: 18.9 E():   48 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (38-63:76-100) 
 
        10        20        30        40        50        60        
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
        70        80                                                
AAD-12 LRPLVKVHPETGR                                                
                                                                    
gi|549 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 72.1  bits: 18.9 E():   48 
Smith-Waterman score: 44; 29.6% identity (77.8% similar) in 27 aa overlap (37-63:77-102) 
 
         10        20        30        40        50        60       
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::... .:... :. ..  .:: ::    
gi|549 LKVHNDFRQKVAKGLETRGNPGPQPPAKNMNNLVWND-ELANIAQVWASQCNYGHDTCKD 
         50        60        70        80         90       100      
 
         70        80                                               
AAD-12 PLRPLVKVHPETGR                                               
                                                                    
gi|549 TEKYPVGQNIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWA 
         110       120       130       140       150       160      
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  46  Z-score: 72.1  bits: 19.5 E():   49 
Smith-Waterman score: 46; 28.6% identity (51.0% similar) in 49 aa overlap (30-78:3-46) 
 
               10        20        30        40        50        60 
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AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                    ::: ..  .:  . . ..    . .: .::: 
gi|398                            MAVHQYTV--ALFLAVALVAGPAASYAADLGYG 
                                            10        20        30  
 
               70        80                                         
AAD-12 MDTTATPLRPLVKVHPETGR                                         
           :::  : .   : :                                           
gi|398 ---PATPAAPAAGYTPATPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPAD 
                 40        50        60        70        80         
 
>>gi|56417506|gb|AAV90694.1| GE-rich salivary protein 30  (266 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.7  bits: 19.2 E():   51 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (32-62:183-213) 
 
              10        20        30        40        50        60  
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
            160       170       180       190       200       210   
 
              70        80                                    
AAD-12 DTTATPLRPLVKVHPETGR                                    
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
            220       230       240       250       260       
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 71.6  bits: 18.6 E():   51 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (32-46:138-152) 
 
              10        20        30        40        50        60  
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
              70        80 
AAD-12 DTTATPLRPLVKVHPETGR 
                           
gi|391 ASIDTILTKV          
       170                 
 
>>gi|56417504|gb|AAV90693.1| 30 kDa salivary gland aller  (271 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.5  bits: 19.2 E():   52 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (32-62:188-218) 
 
              10        20        30        40        50        60  
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
       160       170       180       190       200       210        
 
              70        80                                    
AAD-12 DTTATPLRPLVKVHPETGR                                    
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
       220       230       240       250       260       270  
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.2  bits: 17.7 E():   54 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (42-59:26-43) 
 
              20        30        40        50        60        70  
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : .. :. :: :..  ::             
gi|897      EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQ 
                    10        20        30        40        50      
 
              80                                      
AAD-12 VKVHPETGR                                      
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gi|897 QGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
          60        70        80        90       100  
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.1  bits: 18.3 E():   55 
Smith-Waterman score: 42; 44.0% identity (64.0% similar) in 25 aa overlap (3-26:56-78) 
 
                                            10        20        30  
AAD-12                             EVVPAV-GGRTCFADMRAAYDALDEATRALVH 
                                     : ::  :.: ..  .   ::.::::      
gi|145 DGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSYVLHKI--DAIDEATYTYDY 
          30        40        50        60        70          80    
 
              40        50        60        70        80            
AAD-12 QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR            
                                                                    
gi|145 TISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQKSQGIF 
            90       100       110       120       130       140    
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.1  bits: 19.5 E():   55 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (57-66:284-293) 
 
         30        40        50        60        70        80       
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR       
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.8 E():   58 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (29-50:332-353) 
 
                 10        20        30        40        50         
AAD-12   EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     : :     ::..:. .  :.::         
gi|259 LTTLNSLNLPILKWLQLSVEKGVLYKNALVLPHWNLNSHSIIYGCKGKGQVQVVDNFGNR 
             310       320       330       340       350       360  
 
       60        70        80                                       
AAD-12 YGMDTTATPLRPLVKVHPETGR                                       
                                                                    
gi|259 VFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRAMTSPLAGRTSVLGGMPEEVL 
             370       380       390       400       410       420  
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 70.5  bits: 15.0 E():   59 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (35-49:1-15) 
 
           10        20        30        40        50        60     
AAD-12 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                     :: . : : ..::..                
gi|323                               ARTAWVDSGAQLGELSY              
                                             10                     
 
           70        80 
AAD-12 ATPLRPLVKVHPETGR 
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 70.4  bits: 20.7 E():   60 
Smith-Waterman score: 58; 34.8% identity (60.9% similar) in 46 aa overlap (33-77:4-44) 
 
             10        20        30        40        50        60   
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :::..  .:..:. ::   .:.  : :: : 
gi|219                            MAARSAKY--MYQSSRAGH---GGDISIEYGTD 
                                            10           20         
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              70        80                                          
AAD-12 TTA-TPLRPLVKVHPETGR                                          
         : : :.  ...  :                                             
gi|219 LGALTRLEDKIRLLSEDLESERELRQRVEREKSDITVQLMNLTERLEETEGSSESVTEMN 
       30        40        50        60        70        80         
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 70.4  bits: 20.7 E():   60 
Smith-Waterman score: 50; 28.9% identity (60.5% similar) in 38 aa overlap (14-51:827-864) 
 
                                10        20        30        40    
AAD-12                  EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     ...:: :  :.:   :   :. ..: : .. 
gi|377 NEKVKVYKRQMQEQEGMSQQNLTRVRRFQRELEAAEDRADQAESNLSFIRAKHRSWVTTS 
        800       810       820       830       840       850       
 
            50        60        70        80 
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
       .  : ..:                              
gi|377 QVPGGTRQVFTTQEETTNY                   
        860       870                        
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.3  bits: 20.1 E():   61 
Smith-Waterman score: 48; 22.9% identity (57.1% similar) in 35 aa overlap (23-57:339-373) 
 
                       10        20        30        40        50   
AAD-12         EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     ::  .:  . :  : . ...:.. : . .: 
gi|131 LLQPVSTPGEFELFFGAGGENPESFFKSFSDEILEAAFNTRRDRLQRIFGQQRQGVIVKA 
      310       320       330       340       350       360         
 
             60        70        80                                 
AAD-12 GSAYIGYGMDTTATPLRPLVKVHPETGR                                 
       .   .                                                        
gi|131 SEEQVRAMSRHEEGGIWPFGGESKGTINIYQQRPTHSNQYGQLHEVDASQYRQLRDLDLT 
      370       380       390       400       410       420         
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.2  bits: 17.7 E():   61 
Smith-Waterman score: 40; 25.6% identity (59.0% similar) in 39 aa overlap (29-67:54-92) 
 
                 10        20        30        40        50         
AAD-12   EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     :. . : . . : : .  : . ..:.:  : 
gi|117 KAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAG 
            30        40        50        60        70        80    
 
       60        70        80         
AAD-12 YGMDTTATPLRPLVKVHPETGR         
        . .. :.:                      
gi|117 GSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
            90       100       110    
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.0  bits: 18.6 E():   63 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (46-79:31-64) 
 
          20        30        40        50        60        70      
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :. :  . :::..::  .     . ::    
gi|616 NEIAXAKIDLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCA 
               10        20        30        40        50        60 
 
          80                                                        
AAD-12 PETGR                                                        
        . :                                                         
gi|616 SQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNK 
               70        80        90       100       110       120 
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>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.7  bits: 18.0 E():   66 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (64-71:34-41) 
 
            40        50        60        70        80              
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR              
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 69.6  bits: 19.8 E():   66 
Smith-Waterman score: 47; 33.3% identity (66.7% similar) in 36 aa overlap (18-52:123-158) 
 
                            10        20         30        40       
AAD-12              EVVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYSQSKL 
                                     :. ..: .  ::.: . .:: . : : ..: 
gi|558 VCGRRHGVRIRVRSGGHDYEGLSYRSERPEAFAVVDLNKMRAVVVDGKARTAWVDSGAQL 
            100       110       120       130       140       150   
 
         50        60        70        80                           
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR                           
       :..  :                                                       
gi|558 GELYYAIAKNSPVLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGT 
            160       170       180       190       200       210   
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (55-78:1-21) 
 
           30        40        50        60        70        80     
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR     
                                     : .:::    :::  : .   : :       
gi|109                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
gi|109 ADAAGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEP 
        30        40        50        60        70        80        
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (55-78:1-21) 
 
           30        40        50        60        70        80     
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR     
                                     : .:::    :::  : .   : :       
gi|239                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
gi|239 ADAAGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEP 
        30        40        50        60        70        80        
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 69.4  bits: 15.3 E():   68 
Smith-Waterman score: 36; 44.0% identity (56.0% similar) in 25 aa overlap (46-70:2-24) 
 
          20        30        40        50        60        70      
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     ::..  :  :  : :. : :::  :      
gi|751                              DLGYAP-ATPAAPGAGY-TPATPAAP      
                                             10         20          
 
          80 
AAD-12 PETGR 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (55-78:1-21) 
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           30        40        50        60        70        80     
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR     
                                     : .:::    :::  : .   : :       
gi|217                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
gi|217 AEPAGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGE 
        30        40        50        60        70        80        
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (55-78:1-21) 
 
           30        40        50        60        70        80     
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR     
                                     : .:::    :::  : .   : :       
gi|217                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
gi|217 AEPAGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGE 
        30        40        50        60        70        80        
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (55-78:1-21) 
 
           30        40        50        60        70        80     
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR     
                                     : .:::    :::  : .   : :       
gi|217                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
gi|217 AEPAGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGE 
        30        40        50        60        70        80        
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (55-78:1-21) 
 
           30        40        50        60        70        80     
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR     
                                     : .:::    :::  : .   : :       
gi|217                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
gi|217 AEPAGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGE 
        30        40        50        60        70        80        
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (55-78:1-21) 
 
           30        40        50        60        70        80     
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR     
                                     : .:::    :::  : .   : :       
gi|217                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
gi|217 AEPAGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGE 
        30        40        50        60        70        80        
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (55-78:1-21) 
 
           30        40        50        60        70        80     
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR     
                                     : .:::    :::  : .   : :       
gi|217                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 4591



 

 

 
gi|217 AEPAGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGE 
        30        40        50        60        70        80        
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (55-78:1-21) 
 
           30        40        50        60        70        80     
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR     
                                     : .:::    :::  : .   : :       
gi|217                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
gi|217 AEPAGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGE 
        30        40        50        60        70        80        
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (55-78:1-21) 
 
           30        40        50        60        70        80     
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR     
                                     : .:::    :::  : .   : :       
gi|217                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
gi|217 AEPAGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGE 
        30        40        50        60        70        80        
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (55-78:1-21) 
 
           30        40        50        60        70        80     
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR     
                                     : .:::    :::  : .   : :       
gi|217                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
gi|217 AEPAGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGE 
        30        40        50        60        70        80        
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (55-78:1-21) 
 
           30        40        50        60        70        80     
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR     
                                     : .:::    :::  : .   : :       
gi|217                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
gi|217 AEPAGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGE 
        30        40        50        60        70        80        
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (55-78:1-21) 
 
           30        40        50        60        70        80     
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR     
                                     : .:::    :::  : .   : :       
gi|217                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
gi|217 AEPAGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGE 
        30        40        50        60        70        80        
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.4  bits: 18.9 E():   68 
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Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (55-78:1-21) 
 
           30        40        50        60        70        80     
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR     
                                     : .:::    :::  : .   : :       
gi|217                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
gi|217 AEPAGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGE 
        30        40        50        60        70        80        
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (55-78:1-21) 
 
           30        40        50        60        70        80     
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR     
                                     : .:::    :::  : .   : :       
gi|217                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
gi|217 AEPAGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGE 
        30        40        50        60        70        80        
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (55-78:1-21) 
 
           30        40        50        60        70        80     
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR     
                                     : .:::    :::  : .   : :       
gi|217                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
gi|217 AEPAGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGE 
        30        40        50        60        70        80        
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 69.2  bits: 15.9 E():   69 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (47-67:5-25) 
 
         20        30        40        50        60        70       
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     :.: .: :  : : .   :.:          
gi|462                           TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXL 
                                         10        20        30     
 
         80 
AAD-12 ETGR 
            
gi|462 SSA  
            
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.2  bits: 17.7 E():   70 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (30-51:6-27) 
 
               10        20        30        40        50        60 
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                    :.:.  ..  : :.  ::...:          
gi|159                         IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYKV 
                                       10        20        30       
 
               70        80                                         
AAD-12 MDTTATPLRPLVKVHPETGR                                         
                                                                    
gi|159 PQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFXQFYQPDAYPSGAWYY 
         40        50        60        70        80        90       
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.1  bits: 18.0 E():   70 
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Smith-Waterman score: 42; 35.5% identity (61.3% similar) in 31 aa overlap (26-56:53-82) 
 
                    10        20        30        40        50      
AAD-12      EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA 
                                     :  :::   : .  ...: :.  ...:: : 
gi|144 FLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQ-KVDVIDKAGLA 
             30        40        50        60        70         80  
 
          60        70        80                                    
AAD-12 YIGYGMDTTATPLRPLVKVHPETGR                                    
       :                                                            
gi|144 YTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEKSA 
              90       100       110       120       130       140  
 
>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.1  bits: 18.0 E():   71 
Smith-Waterman score: 46; 32.8% identity (57.4% similar) in 61 aa overlap (3-62:96-150) 
 
                                           10        20        30   
AAD-12                             EVVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .::.  .: . :: : . :     .:  .. 
gi|170 LKGTGQFATHAGRIVGFVSEIVALMGNSANMPAM--ETLIKDMAANHKARG-IPKAQFNE 
          70        80        90         100       110        120   
 
             40         50        60        70        80 
AAD-12 RSARHSLV-YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
          : ::: : :::..  .. :.:.   :.:                   
gi|170 F--RASLVSYLQSKVSWNDSLGAAWT-QGLDNVFNMMFSYL         
              130       140        150       160         
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 69.1  bits: 15.3 E():   71 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (64-70:5-11) 
 
            40        50        60        70        80     
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR     
                                     : .:.::               
gi|751                           TKSQTHVPIRPNKLVLKVQKDRATN 
                                         10        20      
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.0  bits: 17.7 E():   71 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (57-74:25-42) 
 
         30        40        50        60        70        80       
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR       
                                     .:. . :.:  ..: ..:             
gi|144       MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSL 
                     10        20        30        40        50     
 
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVE 
           60        70        80        90       100       110     
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (20-48:101-129) 
 
                          10        20        30        40          
AAD-12            EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
      50        60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                       
gi|273 RRRR                            
                                       
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.8  bits: 17.7 E():   73 
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Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (20-48:101-129) 
 
                          10        20        30        40          
AAD-12            EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
      50        60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                       
gi|273 RRRR                            
                                       
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.7  bits: 18.3 E():   74 
Smith-Waterman score: 42; 29.6% identity (70.4% similar) in 27 aa overlap (37-63:76-101) 
 
         10        20        30        40        50        60       
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::.. ..:... :  ..   :: ::    
gi|549 LKIHNDFRNKVARGLETRGNPGPQPPAKNMNNLVWN-NELANIAQIWASQCKYGHDTCKD 
          50        60        70        80         90       100     
 
         70        80                                               
AAD-12 PLRPLVKVHPETGR                                               
                                                                    
gi|549 TTKYNVGQNIAVSSSTAAVYENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWA 
          110       120       130       140       150       160     
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.5  bits: 17.4 E():   76 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (45-77:20-52) 
 
           20        30        40        50        60         70    
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT-TATPLRPLVK 
                                     : :  .. :  :   :.:. .:  :. : : 
gi|131            AFKGILSNADIKAAEAACFKEGSFDEDGF-YAKVGLDAFSADELKKLFK 
                          10        20         30        40         
 
            80                                                      
AAD-12 VHPETGR                                                      
       .  :                                                         
gi|131 IADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDK 
       50        60        70        80        90       100         
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.5  bits: 19.2 E():   76 
Smith-Waterman score: 45; 25.8% identity (51.6% similar) in 31 aa overlap (49-79:341-371) 
 
       20        30        40        50        60        70         
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ..  :.: . :: .    .  :  
gi|113 ASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMIPAEP 
              320       330       340       350       360       370 
 
       80                     
AAD-12 GR                     
       :                      
gi|113 GEAVLRLTSSAGVLSCQPGAPC 
              380       390   
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 68.4  bits: 14.7 E():   77 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (61-68:10-17) 
 
               40        50        60        70        80 
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     :.:  :::             
gi|244                      IGNEDCTPWMSTLITPLP            
                                    10                    
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>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.3  bits: 18.9 E():   78 
Smith-Waterman score: 44; 26.7% identity (70.0% similar) in 30 aa overlap (28-57:232-259) 
 
                  10        20        30        40        50        
AAD-12    EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                     : .:  :. ::....:..  . ::. . .. 
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIH--SVVHSIIMQQQQQQQQQQGIDIFL 
             210       220       230         240       250          
 
        60        70        80                                      
AAD-12 GYGMDTTATPLRPLVKVHPETGR                                      
                                                                    
gi|170 PLSQHEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSIMRAPFAS 
     260       270       280       290       300       310          
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 18.3 E():   79 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (25-58:71-104) 
 
                     10        20        30        40        50     
AAD-12       EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 
                                     :   :: .:.: .   ::..      : :  
gi|221 AQRPDNRIESEGGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGR 
               50        60        70        80        90       100 
 
           60        70        80                                   
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGR                                   
       .:.:                                                         
gi|221 GYFGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQKVHRFDEGDLIAV 
              110       120       130       140       150       160 
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.0  bits: 17.4 E():   80 
Smith-Waterman score: 41; 33.3% identity (51.9% similar) in 27 aa overlap (8-34:2-27) 
 
               10        20        30        40        50        60 
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
              :  :.: :    . : :. :  : :..                           
gi|253       TGPYCYAGMGLPINPL-EGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKEL 
                     10         20        30        40        50    
 
               70        80                                         
AAD-12 MDTTATPLRPLVKVHPETGR                                         
                                                                    
gi|253 YDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNAP 
            60        70        80        90       100       110    
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 18.3 E():   82 
Smith-Waterman score: 42; 33.3% identity (71.4% similar) in 21 aa overlap (47-67:72-92) 
 
         20        30        40        50        60        70       
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     : ...: .::   : ...:.:          
gi|383 TASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEE 
              50        60        70        80        90       100  
 
         80                                                         
AAD-12 ETGR                                                         
                                                                    
gi|383 EEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEEL 
             110       120       130       140       150       160  
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 17.7 E():   84 
Smith-Waterman score: 40; 30.0% identity (65.0% similar) in 20 aa overlap (6-25:59-78) 
 
                                        10        20        30      
AAD-12                          EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA 
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                                     .:  : .. :.   :..:.:           
gi|186 TVFPKVLPQLIKSVEILEGDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYTYTTIG 
       30        40        50        60        70        80         
 
          40        50        60        70        80                
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR                
                                                                    
gi|186 GDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVE 
       90       100       110       120       130       140         
 
>>gi|194350815|gb|ACF53836.1| Bla g 4 isoallergen 1 [Bla  (191 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 67.6  bits: 18.0 E():   85 
Smith-Waterman score: 41; 27.6% identity (53.9% similar) in 76 aa overlap (6-79:85-152) 
 
                                        10        20        30      
AAD-12                          EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSA 
                                     . ::: :   . . :  ::. .:.    :: 
gi|194 TQYKCWNDLFFFNNALVSKYTDSKGKNRTTIRGRTKFEGNKFTIDYDDEG-KAF----SA 
           60        70        80        90       100               
 
          40         50        60         70        80              
AAD-12 RHSLVYSQ-SKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVHPETGR              
        .:.. .. .. . :.   .:  :.   .  . ::  : . ::: :               
gi|194 PYSVLATDYDNYAIVEGCPAAANGH---VIYVQLRLTLRSFHPEQGDKEALQHYTVHQVN 
     110       120       130          140       150       160       
 
gi|194 QHKKAIEEDLKHFNLKYEDLHSTCH 
        170       180       190  
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.6  bits: 19.2 E():   85 
Smith-Waterman score: 50; 30.4% identity (59.5% similar) in 79 aa overlap (7-79:161-236) 
 
                                       10         20            30  
AAD-12                         EVVPAVGGRTCFAD-MRAAYDA--LDEATR--ALVH 
                                     :::  : . : .  .:  ..:: :  : :. 
gi|144 YAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAPTFSEAMRQGAEVY 
              140       150       160       170       180       190 
 
               40        50        60        70        80           
AAD-12 QR-SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR           
       :. .:  . .:.::  :.: . :.  ..  ..:.   :  ..:.  :.:            
gi|144 QKLKALAKKTYGQSA-GNVGDEGG--VAPDIQTAEEALDLITKAIEEAGYTGKIKIAMDV 
              200        210         220       230       240        
 
gi|144 ASSEFYKADEKKYDLDFKNPDSDKSKWLTYEQLAEMYKSLAEKYPIVSIEDPFAEDDWEA 
       250       260       270       280       290       300        
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  37 init1:  37 opt:  39  Z-score: 67.5  bits: 17.4 E():   86 
Smith-Waterman score: 39; 25.0% identity (58.3% similar) in 36 aa overlap (48-80:33-68) 
 
        20        30        40        50        60           70     
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVKV 
                                     ....:.::     .: :::   : : .. . 
gi|668 ASEAAAAAATPVAPTEGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPI 
             10        20        30        40        50        60   
 
           80                                                       
AAD-12 HPETGR                                                       
         . ..                                                       
gi|668 FADMAKKSPNVVFLKVDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKL 
             70        80        90       100       110       120   
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.1  bits: 18.0 E():   91 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (38-63:76-100) 
 
        10        20        30        40        50        60        
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
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gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDI 
          50        60        70        80         90       100     
 
        70        80                                                
AAD-12 LRPLVKVHPETGR                                                
                                                                    
gi|549 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.1  bits: 18.0 E():   91 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (38-63:76-100) 
 
        10        20        30        40        50        60        
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
        70        80                                                
AAD-12 LRPLVKVHPETGR                                                
                                                                    
gi|549 AKYPVGQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.9  bits: 17.1 E():   93 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (12-25:39-52) 
 
                                  10        20        30        40  
AAD-12                    EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|730 TLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
              50        60        70        80      
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR      
                                                    
gi|730 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.9  bits: 17.1 E():   93 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (12-25:39-52) 
 
                                  10        20        30        40  
AAD-12                    EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|191 TLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
              50        60        70        80      
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR      
                                                    
gi|191 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.9  bits: 18.0 E():   93 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (38-63:81-105) 
 
        10        20        30        40        50        60        
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|115 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
               60        70        80         90       100          
 
        70        80                                                
AAD-12 LRPLVKVHPETGR                                                
                                                                    
gi|115 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
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     110       120       130       140       150       160          
 
>>gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos tauru  (172 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.7 E():   94 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (30-51:49-70) 
 
                10        20        30        40        50          
AAD-12  EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
       20        30        40        50        60        70         
 
      60        70        80                                        
AAD-12 GMDTTATPLRPLVKVHPETGR                                        
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
       80        90       100       110       120       130         
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.4 E():   98 
Smith-Waterman score: 41; 33.3% identity (51.9% similar) in 27 aa overlap (8-34:27-52) 
 
                                  10        20        30        40  
AAD-12                    EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                 :  :.: :    . : :. :  : :..        
gi|217 MASKSSISPLLLATVLVSVFAAATATGPYCYAGMGLPINPL-EGCREYVAQQTCGISISG 
               10        20        30        40         50          
 
              50        60        70        80                      
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR                      
                                                                    
gi|217 SAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDF 
      60        70        80        90       100       110          
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.5  bits: 19.2 E():   98 
Smith-Waterman score: 45; 33.3% identity (66.7% similar) in 24 aa overlap (19-42:393-416) 
 
                           10        20        30        40         
AAD-12             EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 
                                     : : :::  . .. ... .: .::       
gi|144 TGKSNKITITNDKGRLSKEEIERMLAEAEKYKAEDEAEASRIQAKNGLESYAYSLKNTIT 
            370       380       390       400       410       420   
 
       50        60        70        80                             
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGR                             
                                                                    
gi|144 EGKLQMSDDDKKKIEDKISEIISWLDNNQTAEKDEYESQQKELEAIANPIMQAAYGAAGG 
            430       440       450       460       470       480   
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 66.4  bits: 13.5 E():   99 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (27-31:2-6) 
 
               10        20        30        40        50        60 
AAD-12 EVVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                 : :::                              
gi|463                          DRNLVHSATR                          
                                        10                          
 
               70        80 
AAD-12 MDTTATPLRPLVKVHPETGR 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:51 2011 done: Fri Jan 21 00:02:52 2011 
 Total Scan time:  0.060 Total Display time:  0.050 
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Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 128  - 207 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     2     2:* 
  32     8     8:==* 
  34    10    22:====   * 
  36    35    44:============  * 
  38    28    73:==========              * 
  40    90   102:==============================   * 
  42    97   125:=================================        * 
  44   148   137:=============================================*==== 
  46   127   140:===========================================   * 
  48   152   134:============================================*====== 
  50   142   122:========================================*======= 
  52   125   107:===================================*====== 
  54   112    92:==============================*======= 
  56    64    77:======================   * 
  58    78    63:====================*===== 
  60    49    51:================* 
  62    48    41:=============*== 
  64    45    33:==========*==== 
  66    18    26:======  * 
  68    20    20:======* 
  70    17    16:=====* 
  72    22    12:===*==== 
  74     9    10:===* 
  76     8     8:==* 
  78     8     6:=*= 
  80     7     5:=*= 
  82     2     3:* 
  84     7     3:*== 
  86     1     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     3     1:*         :*== 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.07720.00311; mu= 3.9055 0.161 
 mean_var=36.1575 8.998, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.213292 
 Kolmogorov-Smirnov  statistic: 0.0725 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 4600



 

 

Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   77 28.9   0.092 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   58 23.2     1.5 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   57 22.9     3.1 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   57 22.9     3.2 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   54 22.0     3.9 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   59 23.4     5.1 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   52 21.4     5.2 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   52 21.4     5.9 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   52 21.4     5.9 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.4     6.8 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.7     8.6 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.7       9 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.7       9 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.7     9.2 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 18.7      10 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   56 22.4      11 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 21.6      11 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 21.6      11 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   56 22.4      14 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   56 22.4      14 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 21.3      16 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 22.4      18 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 22.4      18 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   47 19.8      18 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   52 21.2      19 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   52 21.2      19 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 19.8      20 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   50 20.7      20 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 19.8      20 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 19.8      20 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 19.8      21 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 19.8      21 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   50 20.7      22 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.5      23 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   52 21.2      23 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   49 20.4      25 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   49 20.4      25 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.2      25 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.2      25 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.2      25 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   44 18.9      26 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.8      28 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 20.3      30 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   47 19.8      31 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 18.9      31 
gi|21757|emb|CAA26383.1| unnamed protein product [ ( 296)   48 20.0      32 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 18.1      33 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   44 18.9      35 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   47 19.7      38 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   49 20.3      38 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   50 20.6      40 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   43 18.6      41 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   47 19.7      42 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 20.9      43 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.9      47 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   49 20.3      47 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   46 19.4      48 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   46 19.4      48 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   46 19.4      48 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   46 19.4      48 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   46 19.4      48 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   46 19.4      48 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   46 19.4      48 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   46 19.4      48 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   46 19.4      48 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   46 19.4      48 
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gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   46 19.4      48 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   46 19.4      48 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   46 19.4      48 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   46 19.4      48 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   41 18.0      49 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 20.0      50 
gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Veno ( 204)   44 18.9      50 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   44 18.9      50 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   44 18.9      51 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.6      53 
gi|56417506|gb|AAV90694.1| GE-rich salivary protei ( 266)   45 19.1      54 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 15.2      55 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 17.7      55 
gi|56417504|gb|AAV90693.1| 30 kDa salivary gland a ( 271)   45 19.1      55 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   42 18.3      56 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 19.4      59 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   40 17.7      62 
gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=M ( 305)   45 19.1      63 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   47 19.7      63 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.4      64 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.8      65 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   43 18.5      66 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 16.0      67 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.4      67 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   48 20.0      67 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   50 20.5      67 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   50 20.5      67 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.0      68 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 17.7      71 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 14.8      72 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   44 18.8      72 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   44 18.8      72 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   41 18.0      72 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.7      73 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 17.7      73 
gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   41 18.0      73 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   40 17.7      74 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   40 17.7      74 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.4      77 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   42 18.2      77 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   39 17.4      82 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   45 19.1      82 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   42 18.2      82 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   44 18.8      83 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   42 18.2      86 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   40 17.7      86 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   39 17.4      87 
gi|194350815|gb|ACF53836.1| Bla g 4 isoallergen 1  ( 191)   41 17.9      88 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 13.7      88 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   45 19.1      92 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   38 17.1      93 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   38 17.1      93 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   41 17.9      94 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   41 17.9      94 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   41 17.9      97 
gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos t ( 172)   40 17.6      97 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   39 17.4      99 
gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A ( 262)   42 18.2   1e 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  60 init1:  60 opt:  77  Z-score: 121.1  bits: 28.9 E(): 0.092 
Smith-Waterman score: 77; 23.3% identity (50.7% similar) in 73 aa overlap (6-78:309-375) 
 
                                        10        20        30      
AAD-12                          VVPAVGGRTCFADMRAAYDALDEATRALVHQRSAR 
                                     :.: :  : :.  ..: .      : ..:  
gi|113 HGFFQVVNNNYDKWGSYAIGGSASPTILSQGNRFCAPDERSKKNVLGR------HGEAAA 
      280       290       300       310       320             330   
 
          40        50        60        70        80                
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP                
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       .:. ..      : . :. ... :.: . :: .    .  : :                  
gi|113 ESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEPGESALSLTSSAGVLSCQP 
            340       350       360       370       380       390   
 
gi|113 GAPC 
            
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 99.5  bits: 23.2 E():  1.5 
Smith-Waterman score: 58; 26.9% identity (57.7% similar) in 52 aa overlap (11-62:26-77) 
 
                              10        20        30        40      
AAD-12                VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                :::      :.  . . :  ..:.   :.... .. 
gi|527 MVHHITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNV 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP                          
        :::.:.. :   .: :                                            
gi|527 DHVQDAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAG 
               70        80        90       100       110       120 
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 93.6  bits: 22.9 E():  3.1 
Smith-Waterman score: 57; 29.3% identity (60.3% similar) in 58 aa overlap (12-64:93-149) 
 
                                  10             20        30       
AAD-12                    VVPAVGGRTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|144 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
             70        80        90       100        110       120  
 
         40        50        60        70        80                 
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP                 
       .. :  .:. .: .:...:.. :  : :                                 
gi|144 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
             130       140       150       160       170       180  
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 93.4  bits: 22.9 E():  3.2 
Smith-Waterman score: 57; 29.3% identity (60.3% similar) in 58 aa overlap (12-64:97-153) 
 
                                  10             20        30       
AAD-12                    VVPAVGGRTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|622 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
         70        80        90       100       110        120      
 
         40        50        60        70        80                 
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP                 
       .. :  .:. .: .:...:.. :  : :                                 
gi|622 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
         130       140       150       160       170       180      
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  54  Z-score: 92.0  bits: 22.0 E():  3.9 
Smith-Waterman score: 54; 27.8% identity (63.0% similar) in 54 aa overlap (2-53:15-65) 
 
                            10        20          30        40      
AAD-12              VVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                     : : : .    :.:  .: :  ..:..:.   ....:.:.: : .: 
gi|111 MKFAIVLIACFAASVLAQGHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
          50        60        70        80                          
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP                          
        ....  :                                                     
gi|111 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
        60        70        80        90       100       110        
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>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  59  Z-score: 89.8  bits: 23.4 E():  5.1 
Smith-Waterman score: 59; 35.6% identity (60.0% similar) in 45 aa overlap (31-68:198-242) 
 
               10        20        30        40              50     
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL------GHVQQAGSA 
                                     ::. :..:  .:. :      :  ..: .  
gi|303 LVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALAD 
       170       180       190       200       210       220        
 
           60         70        80                                  
AAD-12 YIGYGMDT-TATPLRPLVKVHPETGRP                                  
        .:.:::: ::  .:                                              
gi|303 VLGFGMDTETARKVRGEDDQRGHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICS 
       230       240       250       260       270       280        
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 89.6  bits: 21.4 E():  5.2 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (13-53:11-50) 
 
               10        20          30        40        50         
AAD-12 VVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                   :.:  .: :  ..:..:.   ....:.:.: : .: ....  :      
gi|160   GSQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQLDELNENKSKELQE 
                 10        20           30        40        50      
 
       60        70        80                                       
AAD-12 GMDTTATPLRPLVKVHPETGRP                                       
                                                                    
gi|160 KIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKD 
          60        70        80        90       100       110      
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 88.6  bits: 21.4 E():  5.9 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (13-53:26-65) 
 
                            10        20          30        40      
AAD-12              VVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                                :.:  .: :  ..:..:.   ....:.:.: : .: 
gi|111 MKFAIVLIACFAASVLAQEHKPEKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
          50        60        70        80                          
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP                          
        ....  :                                                     
gi|111 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
        60        70        80        90       100       110        
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 88.6  bits: 21.4 E():  5.9 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (13-53:26-65) 
 
                            10        20          30        40      
AAD-12              VVPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                                :.:  .: :  ..:..:.   ....:.:.: : .: 
gi|420 MKFAIVLIACFAASVLAQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
          50        60        70        80                          
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP                          
        ....  :                                                     
gi|420 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
        60        70        80        90       100       110        
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.6  bits: 21.4 E():  6.8 
Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (18-41:29-52) 
 
                          10        20        30        40          
AAD-12            VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                   : : :::  : .  ..: .: .::         
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gi|144 KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLSDS 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRP                              
                                                                    
gi|144 KVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAGGE 
               70        80        90       100       110       120 
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.7  bits: 22.7 E():  8.6 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (14-53:372-411) 
 
                                10        20        30        40    
AAD-12                  VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|224 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             350       360       370       380       390       400  
 
            50        60        70        80                        
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP                        
         .::: . :                                                   
gi|224 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             410       420       430       440       450       460  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.3  bits: 22.7 E():    9 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (14-53:392-431) 
 
                                10        20        30        40    
AAD-12                  VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|571 GNRSPHIYDPQRWFTQNCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
            50        60        70        80                        
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP                        
         .::: . :                                                   
gi|571 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFA 
             430       440       450       460       470       480  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.3  bits: 22.7 E():    9 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (14-53:392-431) 
 
                                10        20        30        40    
AAD-12                  VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|199 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
            50        60        70        80                        
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP                        
         .::: . :                                                   
gi|199 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             430       440       450       460       470       480  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.2  bits: 22.7 E():  9.2 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (14-53:400-439) 
 
                                10        20        30        40    
AAD-12                  VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|213 RSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
     370       380       390       400       410       420          
 
            50        60        70        80                        
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP                        
         .::: . :                                                   
gi|213 GRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLA 
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     430       440       450       460       470       480          
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 84.3  bits: 18.7 E():   10 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (46-66:5-25) 
 
          20        30        40        50        60        70      
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     :.:..: :. .::  .  :.:          
gi|462                           AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKN 
                                         10        20        30     
 
          80 
AAD-12 ETGRP 
             
gi|462 LNSA  
             
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 84.0  bits: 22.4 E():   11 
Smith-Waterman score: 56; 28.9% identity (52.6% similar) in 38 aa overlap (16-53:371-408) 
 
                              10        20        30        40      
AAD-12                VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :  : . .  ..:  .  ::..:      
gi|370 RSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGR 
              350       360       370       380       390       400 
 
          50        60        70        80                          
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP                          
       .::: . :                                                     
gi|370 AHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGE 
              410       420       430       440       450       460 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 84.0  bits: 21.6 E():   11 
Smith-Waterman score: 53; 28.1% identity (57.8% similar) in 64 aa overlap (10-65:202-265) 
 
                                    10        20        30          
AAD-12                      VVPAVGGRTCFADMRAAYDALDEATRALVHQ------RS 
                                     :. ...::      :: : . :      .. 
gi|168 APADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEA 
             180       190       200       210       220       230  
 
            40        50          60        70        80  
AAD-12 ARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATPLRPLVKVHPETGRP  
       :  . . ..:.. .:.:  .:.: .. :  ::::                 
gi|168 ALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             240       250       260       270       280  
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 83.8  bits: 21.6 E():   11 
Smith-Waterman score: 53; 28.1% identity (57.8% similar) in 64 aa overlap (10-65:211-274) 
 
                                    10        20        30          
AAD-12                      VVPAVGGRTCFADMRAAYDALDEATRALVHQ------RS 
                                     :. ...::      :: : . :      .. 
gi|330 APADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEA 
              190       200       210       220       230       240 
 
            40        50          60        70        80  
AAD-12 ARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATPLRPLVKVHPETGRP  
       :  . . ..:.. .:.:  .:.: .. :  ::::                 
gi|330 ALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              250       260       270       280       290 
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  56  Z-score: 82.0  bits: 22.4 E():   14 
Smith-Waterman score: 56; 27.8% identity (63.9% similar) in 36 aa overlap (31-66:539-574) 
 
               10        20        30        40        50        60 
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AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.:.. .   . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYP 
      510       520       530       540       550       560         
 
               70        80                                         
AAD-12 DTTATPLRPLVKVHPETGRP                                         
        ..  :                                                       
gi|217 TSVQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQP 
      570       580       590       600       610       620         
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 81.8  bits: 22.4 E():   14 
Smith-Waterman score: 56; 25.0% identity (63.9% similar) in 36 aa overlap (31-66:551-586) 
 
               10        20        30        40        50        60 
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.... . . . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYP 
              530       540       550       560       570       580 
 
               70        80                                         
AAD-12 DTTATPLRPLVKVHPETGRP                                         
        .   :                                                       
gi|217 TSLQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQP 
              590       600       610       620       630       640 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.8  bits: 21.3 E():   16 
Smith-Waterman score: 52; 40.0% identity (56.0% similar) in 25 aa overlap (53-77:25-49) 
 
             30        40        50        60        70        80   
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP   
                                     .:  ::.  : :::  : . . : :      
gi|249       MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPA 
                     10        20        30        40        50     
 
gi|249 TPAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGL 
           60        70        80        90       100       110     
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 80.0  bits: 22.4 E():   18 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (41-58:283-300) 
 
               20        30        40        50        60        70 
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
               80                                                   
AAD-12 VKVHPETGRP                                                   
                                                                    
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 79.9  bits: 22.4 E():   18 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (41-58:289-306) 
 
               20        30        40        50        60        70 
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
 
               80                                                   
AAD-12 VKVHPETGRP                                                   
                                                                    
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
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>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 79.7  bits: 19.8 E():   18 
Smith-Waterman score: 47; 33.3% identity (56.7% similar) in 30 aa overlap (4-33:24-52) 
 
                                   10        20        30        40 
AAD-12                     VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                              :. :. :.: :    . : :. :  : :..        
gi|189 MASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPL-EGCREYVAQQTCGVTIAG 
               10        20        30        40         50          
 
               50        60        70        80                     
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP                     
                                                                    
gi|189 SPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFA 
      60        70        80        90       100       110          
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 79.5  bits: 21.2 E():   19 
Smith-Waterman score: 52; 20.0% identity (50.0% similar) in 80 aa overlap (4-78:297-376) 
 
                                          10          20        30  
AAD-12                            VVPAVGGRTCFADMRAA--YDALDEATRALVHQ 
                                     :.:: .  . .  .  . : :.  .  :   
gi|166 FTDNVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLA 
        270       280       290       300       310       320       
 
                 40        50        60        70        80         
AAD-12 RS---ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP         
       :.   : .:....  .   . . :. ..  : : . ::..    .  : :           
gi|166 RTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTSSA 
        330       340       350       360       370       380       
 
gi|166 GVFSCRPGAPC 
        390        
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 79.5  bits: 21.2 E():   19 
Smith-Waterman score: 52; 20.0% identity (50.0% similar) in 80 aa overlap (4-78:297-376) 
 
                                          10          20        30  
AAD-12                            VVPAVGGRTCFADMRAA--YDALDEATRALVHQ 
                                     :.:: .  . .  .  . : :.  .  :   
gi|113 FTDNVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLA 
        270       280       290       300       310       320       
 
                 40        50        60        70        80         
AAD-12 RS---ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP         
       :.   : .:....  .   . . :. ..  : : . ::..    .  : :           
gi|113 RTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTSSA 
        330       340       350       360       370       380       
 
gi|113 GVFSCHPGAPC 
        390        
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.2  bits: 19.8 E():   20 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (14-30:14-30) 
 
               10        20        30        40        50        60 
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                    .: :.: .:.  .. .:                               
gi|219 MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLIIEIDAD 
               10        20        30        40        50        60 
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  48 init1:  48 opt:  50  Z-score: 79.1  bits: 20.7 E():   20 
Smith-Waterman score: 50; 22.2% identity (49.4% similar) in 81 aa overlap (1-75:47-125) 
 
                                             10        20        30 
AAD-12                               VVPAVGGRTCFADMRAAYDALDEATRALVH 
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                                     .. .:::.   ::.  :   ..     :.  
gi|144 VDARFPRSLQPKWAYLDSNEFPRSKIGDSPIAGVVGGQD--ADLAEAPFQISLLKDYLIM 
         20        30        40        50          60        70     
 
                     40        50        60        70        80     
AAD-12 QRSA------RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP     
       .:         .: : . ..  . :.:.:  . :: .  ..     .::.:          
gi|144 KRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQHESYEQ 
           80        90       100       110       120       130     
 
gi|144 DQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLPDKLQKG 
          140       150       160       170       180       190     
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.0  bits: 19.8 E():   20 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (2-18:141-157) 
 
                                            10        20        30  
AAD-12                              VVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
              40        50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.0  bits: 19.8 E():   20 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (2-18:141-157) 
 
                                            10        20        30  
AAD-12                              VVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
              40        50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.8  bits: 19.8 E():   21 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (2-18:144-160) 
 
                                            10        20        30  
AAD-12                              VVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
              40        50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.8  bits: 19.8 E():   21 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (2-18:144-160) 
 
                                            10        20        30  
AAD-12                              VVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
              40        50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 78.2  bits: 20.7 E():   22 
Smith-Waterman score: 50; 37.1% identity (54.3% similar) in 35 aa overlap (51-80:21-55) 
 
               30        40        50          60           70      
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGS--AYIGYGMDTTATP---LRPLVKVHP 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 4609



 

 

                                     :::  : .:::  : :.:     : . . : 
gi|330           MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAP 
                         10        20        30        40        50 
 
          80                                                        
AAD-12 ETGRP                                                        
         ..:                                                        
gi|330 AGAEPAGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLS 
               60        70        80        90       100       110 
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 77.9  bits: 19.5 E():   23 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (14-31:126-143) 
 
                                10        20        30        40    
AAD-12                  VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . ::..::: :..: ...             
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG         
         100       110       120       130       140                
 
            50        60        70        80 
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 77.9  bits: 21.2 E():   23 
Smith-Waterman score: 52; 24.3% identity (73.0% similar) in 37 aa overlap (21-56:143-179) 
 
                         10        20        30        40           
AAD-12           VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG-HVQ 
                                     .::   .:.: .. .. .::  .... .:. 
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
      50        60        70        80                              
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRP                              
       . :...:                                                      
gi|215 NNGDVFILLVPNFVFVWTGKHSNRMERTTAIRVANDLKSELNRFKLSSVILEDGKEVEQT 
            180       190       200       210       220       230   
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 49; 33.3% identity (55.6% similar) in 27 aa overlap (54-80:1-27) 
 
            30        40        50        60        70        80    
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP    
                                     : .:::  : :.:    . . :  ..:    
gi|295                               ADLGYGPATPAAPAAGYTPAAPAGAEPAGK 
                                             10        20        30 
 
gi|295 ATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAE 
               40        50        60        70        80        90 
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 49; 21.9% identity (59.4% similar) in 32 aa overlap (32-63:179-210) 
 
              10        20        30        40        50        60  
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :.  .:.. .... :. ::      : :.. 
gi|219 MWQQSSCHVMQQQCCQQLSQIPEQSRYDAIRAITYSIILQEQQQGQSQQQQPQQSGQGVS 
      150       160       170       180       190       200         
 
              70        80                                          
AAD-12 TTATPLRPLVKVHPETGRP                                          
        .                                                           
gi|219 QSQQQSQQQLGQCSFQQPQQQLGQQPQQQQVQQGTFLQPHQIAHLEVMTSIALRTLPTMC 
      210       220       230       240       250       260         
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.2  bits: 19.2 E():   25 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (56-73:24-41) 
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          30        40        50        60        70        80      
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP      
                                     .:. . :.:  :.: ..:             
gi|379        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
gi|379 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.2  bits: 19.2 E():   25 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (56-73:24-41) 
 
          30        40        50        60        70        80      
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP      
                                     .:. . :.:  :.: ..:             
gi|144        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.2  bits: 19.2 E():   25 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (56-73:24-41) 
 
          30        40        50        60        70        80      
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP      
                                     .:. . :.:  :.: ..:             
gi|121        MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSL 
                      10        20        30        40        50    
 
gi|121 STFKNTEIKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVV 
            60        70        80        90       100       110    
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.0  bits: 18.9 E():   26 
Smith-Waterman score: 44; 50.0% identity (71.4% similar) in 14 aa overlap (59-72:19-32) 
 
       30        40        50        60        70        80         
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP         
                                     :.: ::  :. :.:                 
gi|135             MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFA 
                           10        20        30        40         
 
gi|135 KALEGKDVKDLLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGL 
       50        60        70        80        90       100         
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 76.3  bits: 19.8 E():   28 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (11-32:74-98) 
 
                                   10        20           30        
AAD-12                     VVPAVGGRTCFADMRAAYDAL---DEATRALVHQRSARHS 
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
 
        40        50        60        70        80                  
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP                  
                                                                    
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.9  bits: 20.3 E():   30 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (51-67:200-216) 
 
               30        40        50        60        70        80 
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
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                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.6  bits: 19.8 E():   31 
Smith-Waterman score: 47; 33.3% identity (52.8% similar) in 36 aa overlap (11-46:159-191) 
 
                                   10        20        30        40 
AAD-12                     VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :   . : ..::   :   :: .  :.:   
gi|136 TNTEKLPTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFEIR---HQLTQIHGLYR 
      130       140       150       160       170          180      
 
               50        60        70        80          
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP          
       :..: :                                            
gi|136 SSDKTGGYWKITMNDGSTYQSDLSKKFEYNTEKPPINIDEIKTIEAEIN 
         190       200       210       220       230     
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.5  bits: 18.9 E():   31 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (56-76:25-45) 
 
          30        40        50        60        70        80      
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP      
                                     .:. . :.:  :.:  .:  :          
gi|990       MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSL 
                     10        20        30        40        50     
 
gi|990 STFKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVV 
           60        70        80        90       100       110     
 
>>gi|21757|emb|CAA26383.1| unnamed protein product [Trit  (296 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 48; 21.3% identity (61.7% similar) in 47 aa overlap (20-66:200-246) 
 
                          10        20        30        40          
AAD-12            VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :. ....:.. ... :..   :: .: . : 
gi|217 SQVLQQSTYQPLQQLCCQQLWQIPEQSRCQAIHNVVHAIILHQQQRQQQPSSQVSLQQPQ 
     170       180       190       200       210       220          
 
      50        60        70        80                              
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRP                              
       :   .  :. . .  .:                                            
gi|217 QQYPSGQGFFQPSQQNPQAQGSVQPQQLPQFEEIRNLALQTLPRMCNVYIPPYCSTTIAP 
     230       240       250       260       270       280          
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 75.1  bits: 18.1 E():   33 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (29-50:37-58) 
 
                 10        20        30        40        50         
AAD-12   VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
       60        70        80 
AAD-12 GMDTTATPLRPLVKVHPETGRP 
                              
gi|162 VPQLEIVPNS             
         70                   
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 74.7  bits: 18.9 E():   35 
Smith-Waterman score: 44; 33.3% identity (55.6% similar) in 27 aa overlap (7-33:27-52) 
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                                   10        20        30        40 
AAD-12                     VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                 :. :.: :    . : :. :  : :..        
gi|439 MASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPL-EGCREYVAQQTCGVTIAG 
               10        20        30        40         50          
 
               50        60        70        80                     
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP                     
                                                                    
gi|439 SPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDF 
      60        70        80        90       100       110          
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.0  bits: 19.7 E():   38 
Smith-Waterman score: 47; 36.0% identity (76.0% similar) in 25 aa overlap (14-38:106-130) 
 
                                10        20        30        40    
AAD-12                  VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     ...: . :.:::.:  ... ::. :      
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
 
            50        60        70        80                        
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP                        
                                                                    
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.9  bits: 20.3 E():   38 
Smith-Waterman score: 49; 36.7% identity (66.7% similar) in 30 aa overlap (26-55:43-72) 
 
                    10        20        30        40        50      
AAD-12      VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.. . .:: . : : ..::..  : : : 
gi|558 RVRSGGHDYEGLSYRSLQPENFAVVDLNQMRAVLVDGKARTAWVDSGAQLGELYYAISKY 
             20        30        40        50        60        70   
 
          60        70        80                                    
AAD-12 IGYGMDTTATPLRPLVKVHPETGRP                                    
                                                                    
gi|558 SRTLAFPAGVCPTIGVGGNLAGGGFGMLLRKYGIAAENVIDVKLVDANGKLHDKKSMGDD 
             80        90       100       110       120       130   
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.7  bits: 20.6 E():   40 
Smith-Waterman score: 50; 25.6% identity (58.1% similar) in 43 aa overlap (16-58:426-468) 
 
                              10        20        30        40      
AAD-12                VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     :  ....:   :.. :.  . .:    ..  
gi|258 AERGFFYRNGIYSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNH 
         400       410       420       430       440       450      
 
          50        60        70        80                          
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP                          
       : .::::.  . :                                                
gi|258 GVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQISREQARQLKYNR 
         460       470       480       490       500       510      
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.4  bits: 18.6 E():   41 
Smith-Waterman score: 43; 29.6% identity (66.7% similar) in 27 aa overlap (53-79:9-35) 
 
             30        40        50        60        70        80   
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP   
                                     ::.    . ..:.  : .:.:. ..::    
gi|244                       MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQS 
                                     10        20        30         
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gi|244 CQRQFEEQQRFRNCQRYVKQEVQRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQ 
       40        50        60        70        80        90         
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  47  Z-score: 73.2  bits: 19.7 E():   42 
Smith-Waterman score: 47; 25.5% identity (50.9% similar) in 55 aa overlap (29-80:3-55) 
 
               10        20        30        40        50        60 
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                   ::: ..  .:  . . ..    . .: .:::  
gi|398                           MAVHQYTV--ALFLAVALVAGPAASYAADLGYGP 
                                           10        20        30   
 
                  70        80                                      
AAD-12 DTTATP---LRPLVKVHPETGRP                                      
        : :.:     : . . :  . :                                      
gi|398 ATPAAPAAGYTPATPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRT 
             40        50        60        70        80        90   
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 72.9  bits: 20.9 E():   43 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (44-58:609-623) 
 
            20        30        40        50        60        70    
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
            80                                                      
AAD-12 HPETGRP                                                      
                                                                    
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.3  bits: 18.9 E():   47 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (31-46:46-61) 
 
               10        20        30        40        50        60 
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
               70        80                                         
AAD-12 DTTATPLRPLVKVHPETGRP                                         
                                                                    
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.3  bits: 20.3 E():   47 
Smith-Waterman score: 49; 37.9% identity (62.1% similar) in 29 aa overlap (29-57:74-102) 
 
                 10        20        30        40        50         
AAD-12   VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     : .:.: .   ::.. :    : ::.:.:  
gi|112 NRIESEGGYIETWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGL 
            50        60        70        80        90       100    
 
       60        70        80                                       
AAD-12 GMDTTATPLRPLVKVHPETGRP                                       
                                                                    
gi|112 IFPGCPSTYEEPAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTG 
           110       120       130       140       150       160    
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 72.2  bits: 19.4 E():   48 
Smith-Waterman score: 46; 33.3% identity (53.3% similar) in 30 aa overlap (54-80:1-30) 
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            30        40        50        60           70        80 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 72.2  bits: 19.4 E():   48 
Smith-Waterman score: 46; 33.3% identity (53.3% similar) in 30 aa overlap (54-80:1-30) 
 
            30        40        50        60           70        80 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 72.2  bits: 19.4 E():   48 
Smith-Waterman score: 46; 33.3% identity (53.3% similar) in 30 aa overlap (54-80:1-30) 
 
            30        40        50        60           70        80 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 72.2  bits: 19.4 E():   48 
Smith-Waterman score: 46; 33.3% identity (53.3% similar) in 30 aa overlap (54-80:1-30) 
 
            30        40        50        60           70        80 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 72.2  bits: 19.4 E():   48 
Smith-Waterman score: 46; 33.3% identity (53.3% similar) in 30 aa overlap (54-80:1-30) 
 
            30        40        50        60           70        80 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 72.2  bits: 19.4 E():   48 
Smith-Waterman score: 46; 33.3% identity (53.3% similar) in 30 aa overlap (54-80:1-30) 
 
            30        40        50        60           70        80 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
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gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 72.2  bits: 19.4 E():   48 
Smith-Waterman score: 46; 33.3% identity (53.3% similar) in 30 aa overlap (54-80:1-30) 
 
            30        40        50        60           70        80 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 72.2  bits: 19.4 E():   48 
Smith-Waterman score: 46; 33.3% identity (53.3% similar) in 30 aa overlap (54-80:1-30) 
 
            30        40        50        60           70        80 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 72.2  bits: 19.4 E():   48 
Smith-Waterman score: 46; 33.3% identity (53.3% similar) in 30 aa overlap (54-80:1-30) 
 
            30        40        50        60           70        80 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 72.2  bits: 19.4 E():   48 
Smith-Waterman score: 46; 33.3% identity (53.3% similar) in 30 aa overlap (54-80:1-30) 
 
            30        40        50        60           70        80 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 72.2  bits: 19.4 E():   48 
Smith-Waterman score: 46; 33.3% identity (53.3% similar) in 30 aa overlap (54-80:1-30) 
 
            30        40        50        60           70        80 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 72.2  bits: 19.4 E():   48 
Smith-Waterman score: 46; 33.3% identity (53.3% similar) in 30 aa overlap (54-80:1-30) 
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            30        40        50        60           70        80 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 72.2  bits: 19.4 E():   48 
Smith-Waterman score: 46; 33.3% identity (53.3% similar) in 30 aa overlap (54-80:1-30) 
 
            30        40        50        60           70        80 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 72.2  bits: 19.4 E():   48 
Smith-Waterman score: 46; 33.3% identity (53.3% similar) in 30 aa overlap (54-80:1-30) 
 
            30        40        50        60           70        80 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 72.1  bits: 18.0 E():   49 
Smith-Waterman score: 41; 22.2% identity (70.4% similar) in 27 aa overlap (5-31:36-61) 
 
                                         10        20        30     
AAD-12                           VVPAVGGRTCFADMRAAYDALDEATRALVHQRSA 
                                     ..:..  :: . ... ::.   ....:    
gi|207 IVSEKDIDAALESVKAAGSFNYKIFFQKVGLAGKSA-ADAKKVFEILDRDKSGFIEQDEL 
          10        20        30        40         50        60     
 
           40        50        60        70        80 
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                                      
gi|207 GLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVKA  
           70        80        90       100           
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 71.8  bits: 20.0 E():   50 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (13-27:431-446) 
 
                                 10        20         30        40  
AAD-12                   VVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYS 
                                     :..: :::.: ...::               
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA               
              410       420       430       440                     
 
              50        60        70        80 
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
 
>>gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.8  bits: 18.9 E():   50 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (37-62:76-100) 
 
         10        20        30        40        50        60       
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
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                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
         70        80                                               
AAD-12 LRPLVKVHPETGRP                                               
                                                                    
gi|549 AKYQVGQNVALTGSTAAVYNDPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.8  bits: 18.9 E():   50 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (37-62:76-100) 
 
         10        20        30        40        50        60       
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
         70        80                                               
AAD-12 LRPLVKVHPETGRP                                               
                                                                    
gi|549 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 71.7  bits: 18.9 E():   51 
Smith-Waterman score: 44; 29.6% identity (77.8% similar) in 27 aa overlap (36-62:77-102) 
 
          10        20        30        40        50        60      
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::... .:... :. ..  .:: ::    
gi|549 LKVHNDFRQKVAKGLETRGNPGPQPPAKNMNNLVWND-ELANIAQVWASQCNYGHDTCKD 
         50        60        70        80         90       100      
 
          70        80                                              
AAD-12 PLRPLVKVHPETGRP                                              
                                                                    
gi|549 TEKYPVGQNIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWA 
         110       120       130       140       150       160      
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 71.3  bits: 18.6 E():   53 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (31-45:138-152) 
 
               10        20        30        40        50        60 
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
               70        80 
AAD-12 DTTATPLRPLVKVHPETGRP 
                            
gi|391 ASIDTILTKV           
       170                  
 
>>gi|56417506|gb|AAV90694.1| GE-rich salivary protein 30  (266 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.2  bits: 19.1 E():   54 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (31-61:183-213) 
 
               10        20        30        40        50        60 
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
            160       170       180       190       200       210   
 
               70        80                                   
AAD-12 DTTATPLRPLVKVHPETGRP                                   
       :                                                      
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gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
            220       230       240       250       260       
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 71.1  bits: 15.2 E():   55 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (34-48:1-15) 
 
            10        20        30        40        50        60    
AAD-12 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                     :: . : : ..::..                
gi|323                               ARTAWVDSGAQLGELSY              
                                             10                     
 
            70        80 
AAD-12 ATPLRPLVKVHPETGRP 
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.1  bits: 17.7 E():   55 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (41-58:26-43) 
 
               20        30        40        50        60        70 
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : .. :. :: :..  ::             
gi|897      EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQ 
                    10        20        30        40        50      
 
               80                                     
AAD-12 VKVHPETGRP                                     
                                                      
gi|897 QGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
          60        70        80        90       100  
 
>>gi|56417504|gb|AAV90693.1| 30 kDa salivary gland aller  (271 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.0  bits: 19.1 E():   55 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (31-61:188-218) 
 
               10        20        30        40        50        60 
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
       160       170       180       190       200       210        
 
               70        80                                   
AAD-12 DTTATPLRPLVKVHPETGRP                                   
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
       220       230       240       250       260       270  
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 42; 44.0% identity (64.0% similar) in 25 aa overlap (2-25:56-78) 
 
                                             10        20        30 
AAD-12                              VVPAV-GGRTCFADMRAAYDALDEATRALVH 
                                     : ::  :.: ..  .   ::.::::      
gi|145 DGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSYVLHKI--DAIDEATYTYDY 
          30        40        50        60        70          80    
 
               40        50        60        70        80           
AAD-12 QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP           
                                                                    
gi|145 TISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQKSQGIF 
            90       100       110       120       130       140    
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.5  bits: 19.4 E():   59 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (56-65:284-293) 
 
          30        40        50        60        70        80      
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP      
                                     ::::.:...:                     
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gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.1  bits: 17.7 E():   62 
Smith-Waterman score: 40; 25.6% identity (59.0% similar) in 39 aa overlap (28-66:54-92) 
 
                  10        20        30        40        50        
AAD-12    VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     :. . : . . : : .  : . ..:.:  : 
gi|117 KAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAG 
            30        40        50        60        70        80    
 
        60        70        80        
AAD-12 YGMDTTATPLRPLVKVHPETGRP        
        . .. :.:                      
gi|117 GSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
            90       100       110    
 
>>gi|2498578|sp|P56165.1|MPA52_PHAAQ RecName: Full=Major  (305 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.0  bits: 19.1 E():   63 
Smith-Waterman score: 45; 25.9% identity (55.2% similar) in 58 aa overlap (1-58:162-216) 
 
                                             10        20        30 
AAD-12                               VVPAVGGRTCFADMRAAYDALDEATRALVH 
                                     :.:: :    .  ..::...   :: :    
gi|249 DDASVGSVSSEFHVIESAIEVITYIGEEVKVIPA-GEVEVINKVKAAFST--AATAADEA 
             140       150       160        170       180           
 
               40        50        60        70        80           
AAD-12 QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP           
         . . ..  :. . .  . .:.:: ::                                 
gi|249 PANDKFTVFVSSFNKAIKETTGGAYAGYKFIPTLEAAVKQAYAASSATAPEVKYAVFETA 
      190       200       210       220       230       240         
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.0  bits: 19.7 E():   63 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (28-49:332-353) 
 
                  10        20        30        40        50        
AAD-12    VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     : :     ::..:. .  :.::         
gi|259 LTTLNSLNLPILKWLQLSVEKGVLYKNALVLPHWNLNSHSIIYGCKGKGQVQVVDNFGNR 
             310       320       330       340       350       360  
 
        60        70        80                                      
AAD-12 YGMDTTATPLRPLVKVHPETGRP                                      
                                                                    
gi|259 VFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRAMTSPLAGRTSVLGGMPEEVL 
             370       380       390       400       410       420  
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 69.9  bits: 15.4 E():   64 
Smith-Waterman score: 36; 44.0% identity (56.0% similar) in 25 aa overlap (45-69:2-24) 
 
           20        30        40        50        60        70     
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     ::..  :  :  : :. : :::  :      
gi|751                              DLGYAP-ATPAAPGAGY-TPATPAAP      
                                             10         20          
 
           80 
AAD-12 PETGRP 
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.8  bits: 18.8 E():   65 
Smith-Waterman score: 44; 20.0% identity (52.5% similar) in 40 aa overlap (41-80:51-90) 
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 4620



 

 

               20        30        40        50        60        70 
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|130 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               30        40        50        60        70        80 
 
               80                                                   
AAD-12 VKVHPETGRP                                                   
        . .:. ..:                                                   
gi|130 PQPQPQYSQPQEPISQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQS 
               90       100       110       120       130       140 
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.6  bits: 18.5 E():   66 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (45-78:31-64) 
 
           20        30        40        50        60        70     
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :. :  . :::..::  .     . ::    
gi|616 NEIAXAKIDLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCA 
               10        20        30        40        50        60 
 
           80                                                       
AAD-12 PETGRP                                                       
        . :                                                         
gi|616 SQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNK 
               70        80        90       100       110       120 
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 69.6  bits: 16.0 E():   67 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (46-66:5-25) 
 
          20        30        40        50        60        70      
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     :.: .: :  : : .   :.:          
gi|462                           TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXL 
                                         10        20        30     
 
          80 
AAD-12 ETGRP 
             
gi|462 SSA   
             
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 69.5  bits: 15.4 E():   67 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (63-69:5-11) 
 
             40        50        60        70        80    
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP    
                                     : .:.::               
gi|751                           TKSQTHVPIRPNKLVLKVQKDRATN 
                                         10        20      
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.5  bits: 20.0 E():   67 
Smith-Waterman score: 48; 22.9% identity (57.1% similar) in 35 aa overlap (22-56:339-373) 
 
                        10        20        30        40        50  
AAD-12          VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     ::  .:  . :  : . ...:.. : . .: 
gi|131 LLQPVSTPGEFELFFGAGGENPESFFKSFSDEILEAAFNTRRDRLQRIFGQQRQGVIVKA 
      310       320       330       340       350       360         
 
              60        70        80                                
AAD-12 GSAYIGYGMDTTATPLRPLVKVHPETGRP                                
       .   .                                                        
gi|131 SEEQVRAMSRHEEGGIWPFGGESKGTINIYQQRPTHSNQYGQLHEVDASQYRQLRDLDLT 
      370       380       390       400       410       420         
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
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 initn:  50 init1:  50 opt:  50  Z-score: 69.5  bits: 20.5 E():   67 
Smith-Waterman score: 58; 34.8% identity (60.9% similar) in 46 aa overlap (32-76:4-44) 
 
              10        20        30        40        50        60  
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :::..  .:..:. ::   .:.  : :: : 
gi|219                            MAARSAKY--MYQSSRAGH---GGDISIEYGTD 
                                            10           20         
 
               70        80                                         
AAD-12 TTA-TPLRPLVKVHPETGRP                                         
         : : :.  ...  :                                             
gi|219 LGALTRLEDKIRLLSEDLESERELRQRVEREKSDITVQLMNLTERLEETEGSSESVTEMN 
       30        40        50        60        70        80         
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 69.5  bits: 20.5 E():   67 
Smith-Waterman score: 50; 28.9% identity (60.5% similar) in 38 aa overlap (13-50:827-864) 
 
                                 10        20        30        40   
AAD-12                   VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     ...:: :  :.:   :   :. ..: : .. 
gi|377 NEKVKVYKRQMQEQEGMSQQNLTRVRRFQRELEAAEDRADQAESNLSFIRAKHRSWVTTS 
        800       810       820       830       840       850       
 
             50        60        70        80 
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
       .  : ..:                               
gi|377 QVPGGTRQVFTTQEETTNY                    
        860       870                         
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.4  bits: 18.0 E():   68 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (63-70:34-41) 
 
             40        50        60        70        80             
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP             
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.0  bits: 17.7 E():   71 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (29-50:6-27) 
 
               10        20        30        40        50        60 
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                   :.:.  ..  : :.  ::...:           
gi|159                        IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYKVP 
                                      10        20        30        
 
               70        80                                         
AAD-12 DTTATPLRPLVKVHPETGRP                                         
                                                                    
gi|159 QLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFXQFYQPDAYPSGAWYYV 
        40        50        60        70        80        90        
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 69.0  bits: 14.8 E():   72 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (60-67:10-17) 
 
      30        40        50        60        70        80 
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     :.:  :::              
gi|244                      IGNEDCTPWMSTLITPLP             
                                    10                     
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
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 initn:  42 init1:  42 opt:  44  Z-score: 69.0  bits: 18.8 E():   72 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (54-77:1-21) 
 
            30        40        50        60        70        80    
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP    
                                     : .:::    :::  : .   : :       
gi|109                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
gi|109 ADAAGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEP 
        30        40        50        60        70        80        
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 68.9  bits: 18.8 E():   72 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (54-77:1-21) 
 
            30        40        50        60        70        80    
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP    
                                     : .:::    :::  : .   : :       
gi|239                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
gi|239 ADAAGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEP 
        30        40        50        60        70        80        
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 42; 35.5% identity (61.3% similar) in 31 aa overlap (25-55:53-82) 
 
                     10        20        30        40        50     
AAD-12       VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA 
                                     :  :::   : .  ...: :.  ...:: : 
gi|144 FLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQ-KVDVIDKAGLA 
             30        40        50        60        70         80  
 
           60        70        80                                   
AAD-12 YIGYGMDTTATPLRPLVKVHPETGRP                                   
       :                                                            
gi|144 YTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEKSA 
              90       100       110       120       130       140  
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 68.9  bits: 19.7 E():   73 
Smith-Waterman score: 47; 33.3% identity (66.7% similar) in 36 aa overlap (17-51:123-158) 
 
                             10        20         30        40      
AAD-12               VVPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYSQSKL 
                                     :. ..: .  ::.: . .:: . : : ..: 
gi|558 VCGRRHGVRIRVRSGGHDYEGLSYRSERPEAFAVVDLNKMRAVVVDGKARTAWVDSGAQL 
            100       110       120       130       140       150   
 
          50        60        70        80                          
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP                          
       :..  :                                                       
gi|558 GELYYAIAKNSPVLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGT 
            160       170       180       190       200       210   
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.9  bits: 17.7 E():   73 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (56-73:25-42) 
 
          30        40        50        60        70        80      
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP      
                                     .:. . :.:  ..: ..:             
gi|144       MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSL 
                     10        20        30        40        50     
 
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVE 
           60        70        80        90       100       110     
 
>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
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 initn:  41 init1:  41 opt:  41  Z-score: 68.8  bits: 18.0 E():   73 
Smith-Waterman score: 46; 32.8% identity (57.4% similar) in 61 aa overlap (2-61:96-150) 
 
                                            10        20        30  
AAD-12                              VVPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .::.  .: . :: : . :     .:  .. 
gi|170 LKGTGQFATHAGRIVGFVSEIVALMGNSANMPAM--ETLIKDMAANHKARG-IPKAQFNE 
          70        80        90         100       110        120   
 
               40        50        60        70        80 
AAD-12 RSARHSLV-YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
          : ::: : :::..  .. :.:.   :.:                    
gi|170 F--RASLVSYLQSKVSWNDSLGAAWT-QGLDNVFNMMFSYL          
              130       140        150       160          
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (19-47:101-129) 
 
                           10        20        30        40         
AAD-12             VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
       50        60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                        
gi|273 RRRR                             
                                        
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (19-47:101-129) 
 
                           10        20        30        40         
AAD-12             VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
       50        60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                        
gi|273 RRRR                             
                                        
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.4  bits: 17.4 E():   77 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (44-76:20-52) 
 
            20        30        40        50        60         70   
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT-TATPLRPLVK 
                                     : :  .. :  :   :.:. .:  :. : : 
gi|131            AFKGILSNADIKAAEAACFKEGSFDEDGF-YAKVGLDAFSADELKKLFK 
                          10        20         30        40         
 
             80                                                     
AAD-12 VHPETGRP                                                     
       .  :                                                         
gi|131 IADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDK 
       50        60        70        80        90       100         
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.4  bits: 18.2 E():   77 
Smith-Waterman score: 42; 29.6% identity (70.4% similar) in 27 aa overlap (36-62:76-101) 
 
          10        20        30        40        50        60      
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::.. ..:... :  ..   :: ::    
gi|549 LKIHNDFRNKVARGLETRGNPGPQPPAKNMNNLVWN-NELANIAQIWASQCKYGHDTCKD 
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          50        60        70        80         90       100     
 
          70        80                                              
AAD-12 PLRPLVKVHPETGRP                                              
                                                                    
gi|549 TTKYNVGQNIAVSSSTAAVYENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWA 
          110       120       130       140       150       160     
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.9  bits: 17.4 E():   82 
Smith-Waterman score: 41; 33.3% identity (51.9% similar) in 27 aa overlap (7-33:2-27) 
 
               10        20        30        40        50        60 
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
             :  :.: :    . : :. :  : :..                            
gi|253      TGPYCYAGMGLPINPL-EGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELY 
                    10         20        30        40        50     
 
               70        80                                         
AAD-12 DTTATPLRPLVKVHPETGRP                                         
                                                                    
gi|253 DASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNAPY 
           60        70        80        90       100       110     
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 19.1 E():   82 
Smith-Waterman score: 45; 25.8% identity (51.6% similar) in 31 aa overlap (48-78:341-371) 
 
        20        30        40        50        60        70        
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ..  :.: . :: .    .  :  
gi|113 ASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMIPAEP 
              320       330       340       350       360       370 
 
        80                    
AAD-12 GRP                    
       :                      
gi|113 GEAVLRLTSSAGVLSCQPGAPC 
              380       390   
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.8  bits: 18.2 E():   82 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (24-57:71-104) 
 
                      10        20        30        40        50    
AAD-12        VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 
                                     :   :: .:.: .   ::..      : :  
gi|221 AQRPDNRIESEGGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGR 
               50        60        70        80        90       100 
 
            60        70        80                                  
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRP                                  
       .:.:                                                         
gi|221 GYFGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQKVHRFDEGDLIAV 
              110       120       130       140       150       160 
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 67.8  bits: 18.8 E():   83 
Smith-Waterman score: 44; 26.7% identity (70.0% similar) in 30 aa overlap (27-56:232-259) 
 
                   10        20        30        40        50       
AAD-12     VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                     : .:  :. ::....:..  . ::. . .. 
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIH--SVVHSIIMQQQQQQQQQQGIDIFL 
             210       220       230         240       250          
 
         60        70        80                                     
AAD-12 GYGMDTTATPLRPLVKVHPETGRP                                     
                                                                    
gi|170 PLSQHEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSIMRAPFAS 
     260       270       280       290       300       310          
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>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 18.2 E():   86 
Smith-Waterman score: 42; 33.3% identity (71.4% similar) in 21 aa overlap (46-66:72-92) 
 
          20        30        40        50        60        70      
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     : ...: .::   : ...:.:          
gi|383 TASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEE 
              50        60        70        80        90       100  
 
          80                                                        
AAD-12 ETGRP                                                        
                                                                    
gi|383 EEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEEL 
             110       120       130       140       150       160  
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.7 E():   86 
Smith-Waterman score: 40; 30.0% identity (65.0% similar) in 20 aa overlap (5-24:59-78) 
 
                                         10        20        30     
AAD-12                           VVPAVGGRTCFADMRAAYDALDEATRALVHQRSA 
                                     .:  : .. :.   :..:.:           
gi|186 TVFPKVLPQLIKSVEILEGDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYTYTTIG 
       30        40        50        60        70        80         
 
           40        50        60        70        80               
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP               
                                                                    
gi|186 GDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVE 
       90       100       110       120       130       140         
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  37 init1:  37 opt:  39  Z-score: 67.4  bits: 17.4 E():   87 
Smith-Waterman score: 39; 25.0% identity (58.3% similar) in 36 aa overlap (47-79:33-68) 
 
         20        30        40        50        60           70    
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVKV 
                                     ....:.::     .: :::   : : .. . 
gi|668 ASEAAAAAATPVAPTEGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPI 
             10        20        30        40        50        60   
 
            80                                                      
AAD-12 HPETGRP                                                      
         . ..                                                       
gi|668 FADMAKKSPNVVFLKVDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKL 
             70        80        90       100       110       120   
 
>>gi|194350815|gb|ACF53836.1| Bla g 4 isoallergen 1 [Bla  (191 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 67.3  bits: 17.9 E():   88 
Smith-Waterman score: 41; 27.6% identity (53.9% similar) in 76 aa overlap (5-78:85-152) 
 
                                         10        20        30     
AAD-12                           VVPAVGGRTCFADMRAAYDALDEATRALVHQRSA 
                                     . ::: :   . . :  ::. .:.    :: 
gi|194 TQYKCWNDLFFFNNALVSKYTDSKGKNRTTIRGRTKFEGNKFTIDYDDEG-KAF----SA 
           60        70        80        90       100               
 
           40         50        60         70        80             
AAD-12 RHSLVYSQ-SKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVHPETGRP             
        .:.. .. .. . :.   .:  :.   .  . ::  : . ::: :               
gi|194 PYSVLATDYDNYAIVEGCPAAANGH---VIYVQLRLTLRSFHPEQGDKEALQHYTVHQVN 
     110       120       130          140       150       160       
 
gi|194 QHKKAIEEDLKHFNLKYEDLHSTCH 
        170       180       190  
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 67.3  bits: 13.7 E():   88 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (26-30:2-6) 
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               10        20        30        40        50        60 
AAD-12 VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                : :::                               
gi|463                         DRNLVHSATR                           
                                       10                           
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.0  bits: 19.1 E():   92 
Smith-Waterman score: 50; 30.4% identity (59.5% similar) in 79 aa overlap (6-78:161-236) 
 
                                        10         20            30 
AAD-12                          VVPAVGGRTCFAD-MRAAYDA--LDEATR--ALVH 
                                     :::  : . : .  .:  ..:: :  : :. 
gi|144 YAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAPTFSEAMRQGAEVY 
              140       150       160       170       180       190 
 
                40        50        60        70        80          
AAD-12 QR-SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP          
       :. .:  . .:.::  :.: . :.  ..  ..:.   :  ..:.  :.:            
gi|144 QKLKALAKKTYGQSA-GNVGDEGG--VAPDIQTAEEALDLITKAIEEAGYTGKIKIAMDV 
              200        210         220       230       240        
 
gi|144 ASSEFYKADEKKYDLDFKNPDSDKSKWLTYEQLAEMYKSLAEKYPIVSIEDPFAEDDWEA 
       250       260       270       280       290       300        
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.9  bits: 17.1 E():   93 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (11-24:39-52) 
 
                                   10        20        30        40 
AAD-12                     VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|191 TLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
               50        60        70        80     
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP     
                                                    
gi|191 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.9  bits: 17.1 E():   93 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (11-24:39-52) 
 
                                   10        20        30        40 
AAD-12                     VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|730 TLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
               50        60        70        80     
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP     
                                                    
gi|730 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.8  bits: 17.9 E():   94 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (37-62:76-100) 
 
         10        20        30        40        50        60       
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDI 
          50        60        70        80         90       100     
 
         70        80                                               
AAD-12 LRPLVKVHPETGRP                                               
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gi|549 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.8  bits: 17.9 E():   94 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (37-62:76-100) 
 
         10        20        30        40        50        60       
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
         70        80                                               
AAD-12 LRPLVKVHPETGRP                                               
                                                                    
gi|549 AKYPVGQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.6  bits: 17.9 E():   97 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (37-62:81-105) 
 
         10        20        30        40        50        60       
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|115 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
               60        70        80         90       100          
 
         70        80                                               
AAD-12 LRPLVKVHPETGRP                                               
                                                                    
gi|115 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
     110       120       130       140       150       160          
 
>>gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos tauru  (172 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.6 E():   97 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (29-50:49-70) 
 
                 10        20        30        40        50         
AAD-12   VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
       20        30        40        50        60        70         
 
       60        70        80                                       
AAD-12 GMDTTATPLRPLVKVHPETGRP                                       
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
       80        90       100       110       120       130         
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.3  bits: 17.4 E():   99 
Smith-Waterman score: 41; 33.3% identity (51.9% similar) in 27 aa overlap (7-33:27-52) 
 
                                   10        20        30        40 
AAD-12                     VVPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                 :  :.: :    . : :. :  : :..        
gi|217 MASKSSISPLLLATVLVSVFAAATATGPYCYAGMGLPINPL-EGCREYVAQQTCGISISG 
               10        20        30        40         50          
 
               50        60        70        80                     
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP                     
                                                                    
gi|217 SAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDF 
      60        70        80        90       100       110          
 
>>gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A-I [  (262 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.3  bits: 18.2 E(): 1e 
Smith-Waterman score: 42; 20.0% identity (52.5% similar) in 40 aa overlap (41-80:71-110) 
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               20        30        40        50        60        70 
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
               80                                                   
AAD-12 VKVHPETGRP                                                   
        . .:. ..:                                                   
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:52 2011 done: Fri Jan 21 00:02:52 2011 
 Total Scan time:  0.070 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 129  - 208 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     2     2:* 
  32     5     8:==* 
  34     8    22:===    * 
  36    35    44:============  * 
  38    70    73:========================* 
  40    61   102:=====================            * 
  42    95   125:================================         * 
  44   128   138:===========================================  * 
  46   133   140:============================================= * 
  48   143   134:============================================*=== 
  50   138   122:========================================*===== 
  52   135   108:===================================*========= 
  54   121    92:==============================*========== 
  56    65    77:======================   * 
  58    78    63:====================*===== 
  60    48    51:================* 
  62    50    41:=============*=== 
  64    46    33:==========*===== 
  66    18    26:======  * 
  68    23    20:======*= 
  70    15    16:=====* 
  72    13    12:===*= 
  74    17    10:===*== 
  76     9     8:==* 
  78    10     6:=*== 
  80     5     5:=* 
  82     3     3:* 
  84     4     3:*= 
  86     2     2:* 
  88     4     2:*=         inset = represents 1 library sequences 
  90     1     1:* 
  92     2     1:*         :*= 
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  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.18970.00319; mu= 3.2006 0.166 
 mean_var=37.7532 9.524, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.208736 
 Kolmogorov-Smirnov  statistic: 0.0782 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   77 28.7    0.11 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   58 23.1     1.6 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   57 22.7     3.5 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   57 22.7     3.5 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   54 21.9     4.2 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   52 21.3     5.6 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   59 23.2     5.7 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   52 21.3     6.4 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   52 21.3     6.4 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.2     7.3 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.6     9.5 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.6     9.9 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.6     9.9 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.6      10 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 18.7      11 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 21.5      12 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   56 22.3      12 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 21.5      12 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   56 22.3      15 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   56 22.3      15 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 21.2      17 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 22.2      19 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   47 19.7      19 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   51 20.9      19 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 22.2      20 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   52 21.1      20 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   52 21.1      20 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 19.7      21 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   47 19.7      21 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   47 19.7      21 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 20.6      22 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   47 19.7      22 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   47 19.7      22 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.4      24 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   52 21.1      25 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.2      26 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.2      26 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.2      26 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   49 20.3      27 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   44 18.9      27 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.7      30 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 20.2      32 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   48 20.0      32 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 18.9      33 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   47 19.7      33 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 18.0      34 
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gi|21757|emb|CAA26383.1| unnamed protein product [ ( 296)   48 20.0      34 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   48 20.0      36 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   44 18.8      36 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   43 18.6      39 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   47 19.7      40 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 19.7      41 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 19.7      41 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 19.7      41 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 19.7      41 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 19.7      41 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 19.7      41 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 19.7      41 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 19.7      41 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 19.7      41 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 19.7      41 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 19.7      41 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 19.7      41 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 19.7      41 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 19.7      41 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   49 20.2      41 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   50 20.5      42 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   43 18.5      42 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 20.8      47 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.8      49 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   41 18.0      50 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   49 20.2      50 
gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Veno ( 204)   44 18.8      52 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   44 18.8      52 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   44 18.8      53 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 19.9      53 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 15.2      53 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.5      55 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 17.7      56 
gi|56417506|gb|AAV90694.1| GE-rich salivary protei ( 266)   45 19.1      56 
gi|56417504|gb|AAV90693.1| 30 kDa salivary gland a ( 271)   45 19.1      58 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   42 18.2      58 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 19.3      62 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.4      63 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   40 17.7      63 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.4      66 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 16.0      66 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   47 19.6      67 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.8      67 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   43 18.5      68 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 17.9      69 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 14.9      70 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   48 19.9      71 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   50 20.4      72 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   50 20.4      72 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 17.7      73 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 17.7      74 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   41 17.9      74 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   44 18.8      75 
gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   41 17.9      75 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   44 18.8      75 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   40 17.6      76 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   40 17.6      76 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.6      76 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   53 21.3      77 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.4      78 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   42 18.2      79 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   39 17.4      83 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 13.7      84 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   42 18.2      85 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   45 19.0      85 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   44 18.7      86 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   40 17.6      88 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   42 18.2      88 
gi|194350815|gb|ACF53836.1| Bla g 4 isoallergen 1  ( 191)   41 17.9      90 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   38 17.1      94 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   38 17.1      94 
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gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   45 19.0      96 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   41 17.9      96 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   41 17.9      96 
gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos t ( 172)   40 17.6      99 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   41 17.9      99 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  60 init1:  60 opt:  77  Z-score: 119.6  bits: 28.7 E(): 0.11 
Smith-Waterman score: 77; 23.3% identity (50.7% similar) in 73 aa overlap (5-77:309-375) 
 
                                         10        20        30     
AAD-12                           VPAVGGRTCFADMRAAYDALDEATRALVHQRSAR 
                                     :.: :  : :.  ..: .      : ..:  
gi|113 HGFFQVVNNNYDKWGSYAIGGSASPTILSQGNRFCAPDERSKKNVLGR------HGEAAA 
      280       290       300       310       320             330   
 
           40        50        60        70        80               
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS               
       .:. ..      : . :. ... :.: . :: .    .  : :                  
gi|113 ESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEPGESALSLTSSAGVLSCQP 
            340       350       360       370       380       390   
 
gi|113 GAPC 
            
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 98.7  bits: 23.1 E():  1.6 
Smith-Waterman score: 58; 26.9% identity (57.7% similar) in 52 aa overlap (10-61:26-77) 
 
                               10        20        30        40     
AAD-12                 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                :::      :.  . . :  ..:.   :.... .. 
gi|527 MVHHITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNV 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS                         
        :::.:.. :   .: :                                            
gi|527 DHVQDAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAG 
               70        80        90       100       110       120 
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 92.8  bits: 22.7 E():  3.5 
Smith-Waterman score: 57; 29.3% identity (60.3% similar) in 58 aa overlap (11-63:93-149) 
 
                                   10             20        30      
AAD-12                     VPAVGGRTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|144 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
             70        80        90       100        110       120  
 
          40        50        60        70        80                
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS                
       .. :  .:. .: .:...:.. :  : :                                 
gi|144 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
             130       140       150       160       170       180  
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 92.6  bits: 22.7 E():  3.5 
Smith-Waterman score: 57; 29.3% identity (60.3% similar) in 58 aa overlap (11-63:97-153) 
 
                                   10             20        30      
AAD-12                     VPAVGGRTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|622 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
         70        80        90       100       110        120      
 
          40        50        60        70        80                
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS                
       .. :  .:. .: .:...:.. :  : :                                 
gi|622 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
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         130       140       150       160       170       180      
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  54  Z-score: 91.3  bits: 21.9 E():  4.2 
Smith-Waterman score: 54; 27.8% identity (63.0% similar) in 54 aa overlap (1-52:15-65) 
 
                             10        20          30        40     
AAD-12               VPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                     : : : .    :.:  .: :  ..:..:.   ....:.:.: : .: 
gi|111 MKFAIVLIACFAASVLAQGHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
           50        60        70        80                         
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS                         
        ....  :                                                     
gi|111 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
        60        70        80        90       100       110        
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 89.1  bits: 21.3 E():  5.6 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (12-52:11-50) 
 
               10        20          30        40        50         
AAD-12 VPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                  :.:  .: :  ..:..:.   ....:.:.: : .: ....  :       
gi|160  GSQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQLDELNENKSKELQEK 
                10        20           30        40        50       
 
       60        70        80                                       
AAD-12 MDTTATPLRPLVKVHPETGRPS                                       
                                                                    
gi|160 IIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDI 
         60        70        80        90       100       110       
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  59  Z-score: 88.9  bits: 23.2 E():  5.7 
Smith-Waterman score: 59; 35.6% identity (60.0% similar) in 45 aa overlap (30-67:198-242) 
 
                10        20        30        40              50    
AAD-12  VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL------GHVQQAGSA 
                                     ::. :..:  .:. :      :  ..: .  
gi|303 LVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALAD 
       170       180       190       200       210       220        
 
            60         70        80                                 
AAD-12 YIGYGMDT-TATPLRPLVKVHPETGRPS                                 
        .:.:::: ::  .:                                              
gi|303 VLGFGMDTETARKVRGEDDQRGHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICS 
       230       240       250       260       270       280        
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 88.1  bits: 21.3 E():  6.4 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (12-52:26-65) 
 
                             10        20          30        40     
AAD-12               VPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                                :.:  .: :  ..:..:.   ....:.:.: : .: 
gi|111 MKFAIVLIACFAASVLAQEHKPEKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
           50        60        70        80                         
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS                         
        ....  :                                                     
gi|111 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
        60        70        80        90       100       110        
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 88.1  bits: 21.3 E():  6.4 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (12-52:26-65) 
 
                             10        20          30        40     
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AAD-12               VPAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                                :.:  .: :  ..:..:.   ....:.:.: : .: 
gi|420 MKFAIVLIACFAASVLAQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
           50        60        70        80                         
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS                         
        ....  :                                                     
gi|420 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
        60        70        80        90       100       110        
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.0  bits: 21.2 E():  7.3 
Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (17-40:29-52) 
 
                           10        20        30        40         
AAD-12             VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                   : : :::  : .  ..: .: .::         
gi|144 KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLSDS 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPS                             
                                                                    
gi|144 KVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAGGE 
               70        80        90       100       110       120 
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.9  bits: 22.6 E():  9.5 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (13-52:372-411) 
 
                                 10        20        30        40   
AAD-12                   VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|224 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             350       360       370       380       390       400  
 
             50        60        70        80                       
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS                       
         .::: . :                                                   
gi|224 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             410       420       430       440       450       460  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.6  bits: 22.6 E():  9.9 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (13-52:392-431) 
 
                                 10        20        30        40   
AAD-12                   VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|571 GNRSPHIYDPQRWFTQNCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
             50        60        70        80                       
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS                       
         .::: . :                                                   
gi|571 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFA 
             430       440       450       460       470       480  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.6  bits: 22.6 E():  9.9 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (13-52:392-431) 
 
                                 10        20        30        40   
AAD-12                   VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|199 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
             50        60        70        80                       
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS                       
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         .::: . :                                                   
gi|199 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             430       440       450       460       470       480  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.5  bits: 22.6 E():   10 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (13-52:400-439) 
 
                                 10        20        30        40   
AAD-12                   VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|213 RSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
     370       380       390       400       410       420          
 
             50        60        70        80                       
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS                       
         .::: . :                                                   
gi|213 GRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLA 
     430       440       450       460       470       480          
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 84.1  bits: 18.7 E():   11 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (45-65:5-25) 
 
           20        30        40        50        60        70     
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     :.:..: :. .::  .  :.:          
gi|462                           AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKN 
                                         10        20        30     
 
           80 
AAD-12 ETGRPS 
              
gi|462 LNSA   
              
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 83.4  bits: 21.5 E():   12 
Smith-Waterman score: 53; 28.1% identity (57.8% similar) in 64 aa overlap (9-64:202-265) 
 
                                     10        20        30         
AAD-12                       VPAVGGRTCFADMRAAYDALDEATRALVHQ------RS 
                                     :. ...::      :: : . :      .. 
gi|168 APADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEA 
             180       190       200       210       220       230  
 
             40          50        60        70        80 
AAD-12 ARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATPLRPLVKVHPETGRPS 
       :  . . ..:.. .:.:  .:.: .. :  ::::                 
gi|168 ALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
             240       250       260       270       280  
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 83.3  bits: 22.3 E():   12 
Smith-Waterman score: 56; 28.9% identity (52.6% similar) in 38 aa overlap (15-52:371-408) 
 
                               10        20        30        40     
AAD-12                 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :  : . .  ..:  .  ::..:      
gi|370 RSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGR 
              350       360       370       380       390       400 
 
           50        60        70        80                         
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS                         
       .::: . :                                                     
gi|370 AHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGE 
              410       420       430       440       450       460 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 83.2  bits: 21.5 E():   12 
Smith-Waterman score: 53; 28.1% identity (57.8% similar) in 64 aa overlap (9-64:211-274) 
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                                     10        20        30         
AAD-12                       VPAVGGRTCFADMRAAYDALDEATRALVHQ------RS 
                                     :. ...::      :: : . :      .. 
gi|330 APADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEA 
              190       200       210       220       230       240 
 
             40          50        60        70        80 
AAD-12 ARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATPLRPLVKVHPETGRPS 
       :  . . ..:.. .:.:  .:.: .. :  ::::                 
gi|330 ALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV 
              250       260       270       280       290 
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  56  Z-score: 81.3  bits: 22.3 E():   15 
Smith-Waterman score: 56; 27.8% identity (63.9% similar) in 36 aa overlap (30-65:539-574) 
 
                10        20        30        40        50          
AAD-12  VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.:.. .   . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYP 
      510       520       530       540       550       560         
 
      60        70        80                                        
AAD-12 DTTATPLRPLVKVHPETGRPS                                        
        ..  :                                                       
gi|217 TSVQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQP 
      570       580       590       600       610       620         
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 81.1  bits: 22.3 E():   15 
Smith-Waterman score: 56; 25.0% identity (63.9% similar) in 36 aa overlap (30-65:551-586) 
 
                10        20        30        40        50          
AAD-12  VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.... . . . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYP 
              530       540       550       560       570       580 
 
      60        70        80                                        
AAD-12 DTTATPLRPLVKVHPETGRPS                                        
        .   :                                                       
gi|217 TSLQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQP 
              590       600       610       620       630       640 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.2  bits: 21.2 E():   17 
Smith-Waterman score: 52; 40.0% identity (56.0% similar) in 25 aa overlap (52-76:25-49) 
 
              30        40        50        60        70        80  
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS  
                                     .:  ::.  : :::  : . . : :      
gi|249       MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPA 
                     10        20        30        40        50     
 
gi|249 TPAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGL 
           60        70        80        90       100       110     
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 79.3  bits: 22.2 E():   19 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (40-57:283-300) 
 
      10        20        30        40        50        60          
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
      70        80                                                  
AAD-12 VKVHPETGRPS                                                  
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gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 79.3  bits: 19.7 E():   19 
Smith-Waterman score: 47; 33.3% identity (56.7% similar) in 30 aa overlap (3-32:24-52) 
 
                                    10        20        30          
AAD-12                      VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                              :. :. :.: :    . : :. :  : :..        
gi|189 MASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPL-EGCREYVAQQTCGVTIAG 
               10        20        30        40         50          
 
      40        50        60        70        80                    
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS                    
                                                                    
gi|189 SPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFA 
      60        70        80        90       100       110          
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 79.3  bits: 20.9 E():   19 
Smith-Waterman score: 51; 36.1% identity (55.6% similar) in 36 aa overlap (50-80:21-56) 
 
      20        30        40        50          60           70     
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGS--AYIGYGMDTTATP---LRPLVKVHP 
                                     :::  : .:::  : :.:     : . . : 
gi|330           MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAP 
                         10        20        30        40        50 
 
           80                                                       
AAD-12 ETGRPS                                                       
         ..:.                                                       
gi|330 AGAEPAGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLS 
               60        70        80        90       100       110 
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 79.2  bits: 22.2 E():   20 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (40-57:289-306) 
 
      10        20        30        40        50        60          
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
 
      70        80                                                  
AAD-12 VKVHPETGRPS                                                  
                                                                    
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  46 init1:  46 opt:  52  Z-score: 78.9  bits: 21.1 E():   20 
Smith-Waterman score: 52; 20.0% identity (50.0% similar) in 80 aa overlap (3-77:297-376) 
 
                                           10          20        30 
AAD-12                             VPAVGGRTCFADMRAA--YDALDEATRALVHQ 
                                     :.:: .  . .  .  . : :.  .  :   
gi|166 FTDNVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLA 
        270       280       290       300       310       320       
 
                  40        50        60        70        80        
AAD-12 RS---ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS        
       :.   : .:....  .   . . :. ..  : : . ::..    .  : :           
gi|166 RTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTSSA 
        330       340       350       360       370       380       
 
gi|166 GVFSCRPGAPC 
        390        
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
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 initn:  46 init1:  46 opt:  52  Z-score: 78.9  bits: 21.1 E():   20 
Smith-Waterman score: 52; 20.0% identity (50.0% similar) in 80 aa overlap (3-77:297-376) 
 
                                           10          20        30 
AAD-12                             VPAVGGRTCFADMRAA--YDALDEATRALVHQ 
                                     :.:: .  . .  .  . : :.  .  :   
gi|113 FTDNVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLA 
        270       280       290       300       310       320       
 
                  40        50        60        70        80        
AAD-12 RS---ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS        
       :.   : .:....  .   . . :. ..  : : . ::..    .  : :           
gi|113 RTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTSSA 
        330       340       350       360       370       380       
 
gi|113 GVFSCHPGAPC 
        390        
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.8  bits: 19.7 E():   21 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (13-29:14-30) 
 
                10        20        30        40        50          
AAD-12  VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                    .: :.: .:.  .. .:                               
gi|219 MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLIIEIDAD 
               10        20        30        40        50        60 
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.6  bits: 19.7 E():   21 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (1-17:141-157) 
 
                                             10        20        30 
AAD-12                               VPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|218 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
               40        50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS 
 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.6  bits: 19.7 E():   21 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (1-17:141-157) 
 
                                             10        20        30 
AAD-12                               VPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|282 VGHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY              
              120       130       140       150                     
 
               40        50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS 
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.5  bits: 20.6 E():   22 
Smith-Waterman score: 50; 32.1% identity (57.1% similar) in 28 aa overlap (53-80:1-28) 
 
             30        40        50        60        70        80   
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS   
                                     : .:::  : :.:    . . :  ..:.   
gi|295                               ADLGYGPATPAAPAAGYTPAAPAGAEPAGK 
                                             10        20        30 
 
gi|295 ATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAE 
               40        50        60        70        80        90 
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.4  bits: 19.7 E():   22 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (1-17:144-160) 
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                                             10        20        30 
AAD-12                               VPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|139 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
               40        50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS 
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.4  bits: 19.7 E():   22 
Smith-Waterman score: 47; 35.3% identity (64.7% similar) in 17 aa overlap (1-17:144-160) 
 
                                             10        20        30 
AAD-12                               VPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .:  :: .:.   :..:              
gi|234 GHPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY              
           120       130       140       150       160              
 
               40        50        60        70        80 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS 
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 77.5  bits: 19.4 E():   24 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (13-30:126-143) 
 
                                 10        20        30        40   
AAD-12                   VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . ::..::: :..: ...             
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG         
         100       110       120       130       140                
 
             50        60        70        80 
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS 
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 77.3  bits: 21.1 E():   25 
Smith-Waterman score: 52; 24.3% identity (73.0% similar) in 37 aa overlap (20-55:143-179) 
 
                          10        20        30        40          
AAD-12            VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG-HVQ 
                                     .::   .:.: .. .. .::  .... .:. 
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
       50        60        70        80                             
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPS                             
       . :...:                                                      
gi|215 NNGDVFILLVPNFVFVWTGKHSNRMERTTAIRVANDLKSELNRFKLSSVILEDGKEVEQT 
            180       190       200       210       220       230   
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.9  bits: 19.2 E():   26 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (55-72:24-41) 
 
           30        40        50        60        70        80     
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS     
                                     .:. . :.:  :.: ..:             
gi|379        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
gi|379 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.9  bits: 19.2 E():   26 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (55-72:24-41) 
 
           30        40        50        60        70        80     
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS     
                                     .:. . :.:  :.: ..:             
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gi|144        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.9  bits: 19.2 E():   26 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (55-72:24-41) 
 
           30        40        50        60        70        80     
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS     
                                     .:. . :.:  :.: ..:             
gi|121        MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSL 
                      10        20        30        40        50    
 
gi|121 STFKNTEIKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVV 
            60        70        80        90       100       110    
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.8  bits: 20.3 E():   27 
Smith-Waterman score: 49; 21.9% identity (59.4% similar) in 32 aa overlap (31-62:179-210) 
 
               10        20        30        40        50        60 
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :.  .:.. .... :. ::      : :.. 
gi|219 MWQQSSCHVMQQQCCQQLSQIPEQSRYDAIRAITYSIILQEQQQGQSQQQQPQQSGQGVS 
      150       160       170       180       190       200         
 
               70        80                                         
AAD-12 TTATPLRPLVKVHPETGRPS                                         
        .                                                           
gi|219 QSQQQSQQQLGQCSFQQPQQQLGQQPQQQQVQQGTFLQPHQIAHLEVMTSIALRTLPTMC 
      210       220       230       240       250       260         
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.7  bits: 18.9 E():   27 
Smith-Waterman score: 44; 50.0% identity (71.4% similar) in 14 aa overlap (58-71:19-32) 
 
        30        40        50        60        70        80        
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS        
                                     :.: ::  :. :.:                 
gi|135             MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFA 
                           10        20        30        40         
 
gi|135 KALEGKDVKDLLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGL 
       50        60        70        80        90       100         
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 75.9  bits: 19.7 E():   30 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (10-31:74-98) 
 
                                    10        20           30       
AAD-12                      VPAVGGRTCFADMRAAYDAL---DEATRALVHQRSARHS 
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
 
         40        50        60        70        80                 
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS                 
                                                                    
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.4  bits: 20.2 E():   32 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (50-66:200-216) 
 
      20        30        40        50        60        70          
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     .:   .::..: :: :.              
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gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
      80                                                            
AAD-12 S                                                            
                                                                    
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 48; 25.6% identity (56.4% similar) in 39 aa overlap (36-74:87-125) 
 
          10        20        30        40        50        60      
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     : : . ..  . :.:.:  . :: .  ..  
gi|144 DLAEAPFQISLLKDYLIMKRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSS 
         60        70        80        90       100       110       
 
          70        80                                              
AAD-12 LRPLVKVHPETGRPS                                              
           .::.:                                                    
gi|144 SYGDLKVKPIIQHESYEQDQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVDGDKVTIYG 
        120       130       140       150       160       170       
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.2  bits: 18.9 E():   33 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (55-75:25-45) 
 
           30        40        50        60        70        80     
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS     
                                     .:. . :.:  :.:  .:  :          
gi|990       MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSL 
                     10        20        30        40        50     
 
gi|990 STFKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVV 
           60        70        80        90       100       110     
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.2  bits: 19.7 E():   33 
Smith-Waterman score: 47; 33.3% identity (52.8% similar) in 36 aa overlap (10-45:159-191) 
 
                                    10        20        30          
AAD-12                      VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :   . : ..::   :   :: .  :.:   
gi|136 TNTEKLPTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFEIR---HQLTQIHGLYR 
      130       140       150       160       170          180      
 
      40        50        60        70        80         
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS         
       :..: :                                            
gi|136 SSDKTGGYWKITMNDGSTYQSDLSKKFEYNTEKPPINIDEIKTIEAEIN 
         190       200       210       220       230     
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 74.9  bits: 18.0 E():   34 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (28-49:37-58) 
 
                  10        20        30        40        50        
AAD-12    VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
        60        70        80 
AAD-12 GMDTTATPLRPLVKVHPETGRPS 
                               
gi|162 VPQLEIVPNS              
         70                    
 
>>gi|21757|emb|CAA26383.1| unnamed protein product [Trit  (296 aa) 
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 initn:  48 init1:  48 opt:  48  Z-score: 74.8  bits: 20.0 E():   34 
Smith-Waterman score: 48; 21.3% identity (61.7% similar) in 47 aa overlap (19-65:200-246) 
 
                           10        20        30        40         
AAD-12             VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :. ....:.. ... :..   :: .: . : 
gi|217 SQVLQQSTYQPLQQLCCQQLWQIPEQSRCQAIHNVVHAIILHQQQRQQQPSSQVSLQQPQ 
     170       180       190       200       210       220          
 
       50        60        70        80                             
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPS                             
       :   .  :. . .  .:                                            
gi|217 QQYPSGQGFFQPSQQNPQAQGSVQPQQLPQFEEIRNLALQTLPRMCNVYIPPYCSTTIAP 
     230       240       250       260       270       280          
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 74.4  bits: 20.0 E():   36 
Smith-Waterman score: 48; 25.0% identity (51.8% similar) in 56 aa overlap (28-80:3-56) 
 
               10        20        30        40        50        60 
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                  ::: ..  .:  . . ..    . .: .:::   
gi|398                          MAVHQYTV--ALFLAVALVAGPAASYAADLGYGPA 
                                          10        20        30    
 
                  70        80                                      
AAD-12 TTATP---LRPLVKVHPETGRPS                                      
       : :.:     : . . :  . :.                                      
gi|398 TPAAPAAGYTPATPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTF 
            40        50        60        70        80        90    
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 74.4  bits: 18.8 E():   36 
Smith-Waterman score: 44; 33.3% identity (55.6% similar) in 27 aa overlap (6-32:27-52) 
 
                                    10        20        30          
AAD-12                      VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                 :. :.: :    . : :. :  : :..        
gi|439 MASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPL-EGCREYVAQQTCGVTIAG 
               10        20        30        40         50          
 
      40        50        60        70        80                    
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS                    
                                                                    
gi|439 SPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDF 
      60        70        80        90       100       110          
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 73.8  bits: 18.6 E():   39 
Smith-Waterman score: 43; 26.3% identity (57.9% similar) in 38 aa overlap (46-80:33-70) 
 
          20        30        40        50        60           70   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVKV 
                                     ....:.::     .: :::   : : .. . 
gi|668 ASEAAAAAATPVAPTEGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPI 
             10        20        30        40        50        60   
 
             80                                                     
AAD-12 HPETGRPS                                                     
         . .. :                                                     
gi|668 FADMAKKSPNVVFLKVDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKL 
             70        80        90       100       110       120   
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.6  bits: 19.7 E():   40 
Smith-Waterman score: 47; 36.0% identity (76.0% similar) in 25 aa overlap (13-37:106-130) 
 
                                 10        20        30        40   
AAD-12                   VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     ...: . :.:::.:  ... ::. :      
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
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          80        90       100       110       120       130      
 
             50        60        70        80                       
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS                       
                                                                    
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.5  bits: 19.7 E():   41 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (53-80:1-31) 
 
             30        40        50        60           70          
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
      80                                                            
AAD-12 S                                                            
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.5  bits: 19.7 E():   41 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (53-80:1-31) 
 
             30        40        50        60           70          
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
      80                                                            
AAD-12 S                                                            
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.5  bits: 19.7 E():   41 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (53-80:1-31) 
 
             30        40        50        60           70          
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
      80                                                            
AAD-12 S                                                            
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.5  bits: 19.7 E():   41 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (53-80:1-31) 
 
             30        40        50        60           70          
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
      80                                                            
AAD-12 S                                                            
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
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>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.5  bits: 19.7 E():   41 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (53-80:1-31) 
 
             30        40        50        60           70          
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
      80                                                            
AAD-12 S                                                            
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.5  bits: 19.7 E():   41 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (53-80:1-31) 
 
             30        40        50        60           70          
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
      80                                                            
AAD-12 S                                                            
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.5  bits: 19.7 E():   41 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (53-80:1-31) 
 
             30        40        50        60           70          
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
      80                                                            
AAD-12 S                                                            
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.5  bits: 19.7 E():   41 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (53-80:1-31) 
 
             30        40        50        60           70          
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
      80                                                            
AAD-12 S                                                            
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.5  bits: 19.7 E():   41 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (53-80:1-31) 
 
             30        40        50        60           70          
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
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                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
      80                                                            
AAD-12 S                                                            
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.5  bits: 19.7 E():   41 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (53-80:1-31) 
 
             30        40        50        60           70          
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
      80                                                            
AAD-12 S                                                            
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.5  bits: 19.7 E():   41 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (53-80:1-31) 
 
             30        40        50        60           70          
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
      80                                                            
AAD-12 S                                                            
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.5  bits: 19.7 E():   41 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (53-80:1-31) 
 
             30        40        50        60           70          
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
      80                                                            
AAD-12 S                                                            
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.5  bits: 19.7 E():   41 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (53-80:1-31) 
 
             30        40        50        60           70          
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
      80                                                            
AAD-12 S                                                            
       .                                                            
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gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.5  bits: 19.7 E():   41 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (53-80:1-31) 
 
             30        40        50        60           70          
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
      80                                                            
AAD-12 S                                                            
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.5  bits: 20.2 E():   41 
Smith-Waterman score: 49; 36.7% identity (66.7% similar) in 30 aa overlap (25-54:43-72) 
 
                     10        20        30        40        50     
AAD-12       VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.. . .:: . : : ..::..  : : : 
gi|558 RVRSGGHDYEGLSYRSLQPENFAVVDLNQMRAVLVDGKARTAWVDSGAQLGELYYAISKY 
             20        30        40        50        60        70   
 
           60        70        80                                   
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPS                                   
                                                                    
gi|558 SRTLAFPAGVCPTIGVGGNLAGGGFGMLLRKYGIAAENVIDVKLVDANGKLHDKKSMGDD 
             80        90       100       110       120       130   
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.2  bits: 20.5 E():   42 
Smith-Waterman score: 50; 25.6% identity (58.1% similar) in 43 aa overlap (15-57:426-468) 
 
                               10        20        30        40     
AAD-12                 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     :  ....:   :.. :.  . .:    ..  
gi|258 AERGFFYRNGIYSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNH 
         400       410       420       430       440       450      
 
           50        60        70        80                         
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS                         
       : .::::.  . :                                                
gi|258 GVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQISREQARQLKYNR 
         460       470       480       490       500       510      
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.2  bits: 18.5 E():   42 
Smith-Waterman score: 43; 29.6% identity (66.7% similar) in 27 aa overlap (52-78:9-35) 
 
              30        40        50        60        70        80  
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS  
                                     ::.    . ..:.  : .:.:. ..::    
gi|244                       MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQS 
                                     10        20        30         
 
gi|244 CQRQFEEQQRFRNCQRYVKQEVQRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQ 
       40        50        60        70        80        90         
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 72.4  bits: 20.8 E():   47 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (43-57:609-623) 
 
             20        30        40        50        60        70   
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::                
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gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
             80                                                     
AAD-12 HPETGRPS                                                     
                                                                    
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.0  bits: 18.8 E():   49 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (30-45:46-61) 
 
                10        20        30        40        50          
AAD-12  VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
      60        70        80                                        
AAD-12 DTTATPLRPLVKVHPETGRPS                                        
                                                                    
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 71.9  bits: 18.0 E():   50 
Smith-Waterman score: 41; 22.2% identity (70.4% similar) in 27 aa overlap (4-30:36-61) 
 
                                          10        20        30    
AAD-12                            VPAVGGRTCFADMRAAYDALDEATRALVHQRSA 
                                     ..:..  :: . ... ::.   ....:    
gi|207 IVSEKDIDAALESVKAAGSFNYKIFFQKVGLAGKSA-ADAKKVFEILDRDKSGFIEQDEL 
          10        20        30        40         50        60     
 
            40        50        60        70        80 
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS 
                                                       
gi|207 GLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVKA   
           70        80        90       100            
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.8  bits: 20.2 E():   50 
Smith-Waterman score: 49; 37.9% identity (62.1% similar) in 29 aa overlap (28-56:74-102) 
 
                  10        20        30        40        50        
AAD-12    VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     : .:.: .   ::.. :    : ::.:.:  
gi|112 NRIESEGGYIETWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGL 
            50        60        70        80        90       100    
 
        60        70        80                                      
AAD-12 GMDTTATPLRPLVKVHPETGRPS                                      
                                                                    
gi|112 IFPGCPSTYEEPAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTG 
           110       120       130       140       150       160    
 
>>gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.5  bits: 18.8 E():   52 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (36-61:76-100) 
 
          10        20        30        40        50        60      
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
          70        80                                              
AAD-12 LRPLVKVHPETGRPS                                              
                                                                    
gi|549 AKYQVGQNVALTGSTAAVYNDPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
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          110       120       130       140       150       160     
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.5  bits: 18.8 E():   52 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (36-61:76-100) 
 
          10        20        30        40        50        60      
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
          70        80                                              
AAD-12 LRPLVKVHPETGRPS                                              
                                                                    
gi|549 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 71.4  bits: 18.8 E():   53 
Smith-Waterman score: 44; 29.6% identity (77.8% similar) in 27 aa overlap (35-61:77-102) 
 
           10        20        30        40        50        60     
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::... .:... :. ..  .:: ::    
gi|549 LKVHNDFRQKVAKGLETRGNPGPQPPAKNMNNLVWND-ELANIAQVWASQCNYGHDTCKD 
         50        60        70        80         90       100      
 
           70        80                                             
AAD-12 PLRPLVKVHPETGRPS                                             
                                                                    
gi|549 TEKYPVGQNIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWA 
         110       120       130       140       150       160      
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 71.4  bits: 19.9 E():   53 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (12-26:431-446) 
 
                                  10        20         30        40 
AAD-12                    VPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYS 
                                     :..: :::.: ...::               
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA               
              410       420       430       440                     
 
               50        60        70        80 
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS 
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 71.3  bits: 15.2 E():   53 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (33-47:1-15) 
 
             10        20        30        40        50        60   
AAD-12 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                     :: . : : ..::..                
gi|323                               ARTAWVDSGAQLGELSY              
                                             10                     
 
             70        80 
AAD-12 ATPLRPLVKVHPETGRPS 
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 71.1  bits: 18.5 E():   55 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (30-44:138-152) 
 
                10        20        30        40        50          
AAD-12  VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
      60        70        80 
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AAD-12 DTTATPLRPLVKVHPETGRPS 
                             
gi|391 ASIDTILTKV            
       170                   
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.9  bits: 17.7 E():   56 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (40-57:26-43) 
 
      10        20        30        40        50        60          
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : .. :. :: :..  ::             
gi|897      EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQ 
                    10        20        30        40        50      
 
      70        80                                    
AAD-12 VKVHPETGRPS                                    
                                                      
gi|897 QGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
          60        70        80        90       100  
 
>>gi|56417506|gb|AAV90694.1| GE-rich salivary protein 30  (266 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.9  bits: 19.1 E():   56 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (30-60:183-213) 
 
                10        20        30        40        50          
AAD-12  VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
            160       170       180       190       200       210   
 
      60        70        80                                  
AAD-12 DTTATPLRPLVKVHPETGRPS                                  
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
            220       230       240       250       260       
 
>>gi|56417504|gb|AAV90693.1| 30 kDa salivary gland aller  (271 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (30-60:188-218) 
 
                10        20        30        40        50          
AAD-12  VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
       160       170       180       190       200       210        
 
      60        70        80                                  
AAD-12 DTTATPLRPLVKVHPETGRPS                                  
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
       220       230       240       250       260       270  
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 70.7  bits: 18.2 E():   58 
Smith-Waterman score: 42; 44.0% identity (64.0% similar) in 25 aa overlap (1-24:56-78) 
 
                                              10        20          
AAD-12                               VPAV-GGRTCFADMRAAYDALDEATRALVH 
                                     : ::  :.: ..  .   ::.::::      
gi|145 DGDELTPKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSYVLHKI--DAIDEATYTYDY 
          30        40        50        60        70          80    
 
      30        40        50        60        70        80          
AAD-12 QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS          
                                                                    
gi|145 TISGGTGFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQKSQGIF 
            90       100       110       120       130       140    
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.2  bits: 19.3 E():   62 
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Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (55-64:284-293) 
 
           30        40        50        60        70        80     
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS     
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.0  bits: 15.4 E():   63 
Smith-Waterman score: 36; 44.0% identity (56.0% similar) in 25 aa overlap (44-68:2-24) 
 
            20        30        40        50        60        70    
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     ::..  :  :  : :. : :::  :      
gi|751                              DLGYAP-ATPAAPGAGY-TPATPAAP      
                                             10         20          
 
            80 
AAD-12 PETGRPS 
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.0  bits: 17.7 E():   63 
Smith-Waterman score: 40; 25.6% identity (59.0% similar) in 39 aa overlap (27-65:54-92) 
 
                   10        20        30        40        50       
AAD-12     VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     :. . : . . : : .  : . ..:.:  : 
gi|117 KAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAG 
            30        40        50        60        70        80    
 
         60        70        80       
AAD-12 YGMDTTATPLRPLVKVHPETGRPS       
        . .. :.:                      
gi|117 GSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
            90       100       110    
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 69.7  bits: 15.4 E():   66 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (62-68:5-11) 
 
              40        50        60        70        80   
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS   
                                     : .:.::               
gi|751                           TKSQTHVPIRPNKLVLKVQKDRATN 
                                         10        20      
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 69.6  bits: 16.0 E():   66 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (45-65:5-25) 
 
           20        30        40        50        60        70     
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     :.: .: :  : : .   :.:          
gi|462                           TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXL 
                                         10        20        30     
 
           80 
AAD-12 ETGRPS 
              
gi|462 SSA    
              
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.6  bits: 19.6 E():   67 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (27-48:332-353) 
 
                   10        20        30        40        50       
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AAD-12     VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     : :     ::..:. .  :.::         
gi|259 LTTLNSLNLPILKWLQLSVEKGVLYKNALVLPHWNLNSHSIIYGCKGKGQVQVVDNFGNR 
             310       320       330       340       350       360  
 
         60        70        80                                     
AAD-12 YGMDTTATPLRPLVKVHPETGRPS                                     
                                                                    
gi|259 VFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRAMTSPLAGRTSVLGGMPEEVL 
             370       380       390       400       410       420  
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 44; 20.0% identity (52.5% similar) in 40 aa overlap (40-79:51-90) 
 
      10        20        30        40        50        60          
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|130 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               30        40        50        60        70        80 
 
      70        80                                                  
AAD-12 VKVHPETGRPS                                                  
        . .:. ..:                                                   
gi|130 PQPQPQYSQPQEPISQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQS 
               90       100       110       120       130       140 
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.4  bits: 18.5 E():   68 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (44-77:31-64) 
 
            20        30        40        50        60        70    
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :. :  . :::..::  .     . ::    
gi|616 NEIAXAKIDLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCA 
               10        20        30        40        50        60 
 
            80                                                      
AAD-12 PETGRPS                                                      
        . :                                                         
gi|616 SQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNK 
               70        80        90       100       110       120 
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.3  bits: 17.9 E():   69 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (62-69:34-41) 
 
              40        50        60        70        80            
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS            
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 69.2  bits: 14.9 E():   70 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (59-66:10-17) 
 
       30        40        50        60        70        80 
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS 
                                     :.:  :::               
gi|244                      IGNEDCTPWMSTLITPLP              
                                    10                      
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.1  bits: 19.9 E():   71 
Smith-Waterman score: 48; 22.9% identity (57.1% similar) in 35 aa overlap (21-55:339-373) 
 
                         10        20        30        40        50 
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AAD-12           VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     ::  .:  . :  : . ...:.. : . .: 
gi|131 LLQPVSTPGEFELFFGAGGENPESFFKSFSDEILEAAFNTRRDRLQRIFGQQRQGVIVKA 
      310       320       330       340       350       360         
 
               60        70        80                               
AAD-12 GSAYIGYGMDTTATPLRPLVKVHPETGRPS                               
       .   .                                                        
gi|131 SEEQVRAMSRHEEGGIWPFGGESKGTINIYQQRPTHSNQYGQLHEVDASQYRQLRDLDLT 
      370       380       390       400       410       420         
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 68.9  bits: 20.4 E():   72 
Smith-Waterman score: 58; 34.8% identity (60.9% similar) in 46 aa overlap (31-75:4-44) 
 
               10        20        30        40        50        60 
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :::..  .:..:. ::   .:.  : :: : 
gi|219                            MAARSAKY--MYQSSRAGH---GGDISIEYGTD 
                                            10           20         
 
                70        80                                        
AAD-12 TTA-TPLRPLVKVHPETGRPS                                        
         : : :.  ...  :                                             
gi|219 LGALTRLEDKIRLLSEDLESERELRQRVEREKSDITVQLMNLTERLEETEGSSESVTEMN 
       30        40        50        60        70        80         
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 68.9  bits: 20.4 E():   72 
Smith-Waterman score: 50; 28.9% identity (60.5% similar) in 38 aa overlap (12-49:827-864) 
 
                                  10        20        30        40  
AAD-12                    VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     ...:: :  :.:   :   :. ..: : .. 
gi|377 NEKVKVYKRQMQEQEGMSQQNLTRVRRFQRELEAAEDRADQAESNLSFIRAKHRSWVTTS 
        800       810       820       830       840       850       
 
              50        60        70        80 
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS 
       .  : ..:                                
gi|377 QVPGGTRQVFTTQEETTNY                     
        860       870                          
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (28-49:6-27) 
 
               10        20        30        40        50        60 
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                  :.:.  ..  : :.  ::...:            
gi|159                       IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYKVPQ 
                                     10        20        30         
 
               70        80                                         
AAD-12 TTATPLRPLVKVHPETGRPS                                         
                                                                    
gi|159 LEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFXQFYQPDAYPSGAWYYVP 
       40        50        60        70        80        90         
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (55-72:25-42) 
 
           30        40        50        60        70        80     
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS     
                                     .:. . :.:  ..: ..:             
gi|144       MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSL 
                     10        20        30        40        50     
 
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVE 
           60        70        80        90       100       110     
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>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 42; 35.5% identity (61.3% similar) in 31 aa overlap (24-54:53-82) 
 
                      10        20        30        40        50    
AAD-12        VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA 
                                     :  :::   : .  ...: :.  ...:: : 
gi|144 FLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQ-KVDVIDKAGLA 
             30        40        50        60        70         80  
 
            60        70        80                                  
AAD-12 YIGYGMDTTATPLRPLVKVHPETGRPS                                  
       :                                                            
gi|144 YTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEKSA 
              90       100       110       120       130       140  
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 68.7  bits: 18.8 E():   75 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (53-76:1-21) 
 
             30        40        50        60        70        80   
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS   
                                     : .:::    :::  : .   : :       
gi|109                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
gi|109 ADAAGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEP 
        30        40        50        60        70        80        
 
>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.7  bits: 17.9 E():   75 
Smith-Waterman score: 46; 32.8% identity (57.4% similar) in 61 aa overlap (1-60:96-150) 
 
                                             10        20        30 
AAD-12                               VPAVGGRTCFADMRAAYDALDEATRALVHQ 
                                     .::.  .: . :: : . :     .:  .. 
gi|170 LKGTGQFATHAGRIVGFVSEIVALMGNSANMPAM--ETLIKDMAANHKARG-IPKAQFNE 
          70        80        90         100       110        120   
 
                40        50        60        70        80 
AAD-12 RSARHSLV-YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS 
          : ::: : :::..  .. :.:.   :.:                     
gi|170 F--RASLVSYLQSKVSWNDSLGAAWT-QGLDNVFNMMFSYL           
              130       140        150       160           
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 68.6  bits: 18.8 E():   75 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (53-76:1-21) 
 
             30        40        50        60        70        80   
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS   
                                     : .:::    :::  : .   : :       
gi|239                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
gi|239 ADAAGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEP 
        30        40        50        60        70        80        
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (18-46:101-129) 
 
                            10        20        30        40        
AAD-12              VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
        50        60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS 
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gi|273 RRRR                              
                                         
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (18-46:101-129) 
 
                            10        20        30        40        
AAD-12              VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
        50        60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS 
                                         
gi|273 RRRR                              
                                         
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 68.5  bits: 19.6 E():   76 
Smith-Waterman score: 47; 33.3% identity (66.7% similar) in 36 aa overlap (16-50:123-158) 
 
                              10        20         30        40     
AAD-12                VPAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYSQSKL 
                                     :. ..: .  ::.: . .:: . : : ..: 
gi|558 VCGRRHGVRIRVRSGGHDYEGLSYRSERPEAFAVVDLNKMRAVVVDGKARTAWVDSGAQL 
            100       110       120       130       140       150   
 
           50        60        70        80                         
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS                         
       :..  :                                                       
gi|558 GELYYAIAKNSPVLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGT 
            160       170       180       190       200       210   
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 68.4  bits: 21.3 E():   77 
Smith-Waterman score: 53; 23.7% identity (52.5% similar) in 59 aa overlap (22-80:225-280) 
 
                        10        20        30        40        50  
AAD-12          VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 
                                     :  ..:::. .    . : .  : . ...  
gi|203 ELMRHYMHPMDSDLSCRMTLKDKVVTEVDCEERHVLVHRSNKPVHMSYVKMMLKQNKDGV 
          200       210       220       230       240       250     
 
              60        70        80                                
AAD-12 SAYIGYGMDTTATPLRPLVKVHPETGRPS                                
       .: .:    :.: : :: ..   .   :.                                
gi|203 AADLG---PTNAQPKRPYLSFDHKHKNPTETDVVEVLKKLCSEITEPQASIETSFTFQKL 
             260       270       280       290       300       310  
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.3  bits: 17.4 E():   78 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (43-75:20-52) 
 
             20        30        40        50        60         70  
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT-TATPLRPLVK 
                                     : :  .. :  :   :.:. .:  :. : : 
gi|131            AFKGILSNADIKAAEAACFKEGSFDEDGF-YAKVGLDAFSADELKKLFK 
                          10        20         30        40         
 
              80                                                    
AAD-12 VHPETGRPS                                                    
       .  :                                                         
gi|131 IADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDK 
       50        60        70        80        90       100         
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.2  bits: 18.2 E():   79 
Smith-Waterman score: 42; 29.6% identity (70.4% similar) in 27 aa overlap (35-61:76-101) 
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           10        20        30        40        50        60     
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::.. ..:... :  ..   :: ::    
gi|549 LKIHNDFRNKVARGLETRGNPGPQPPAKNMNNLVWN-NELANIAQIWASQCKYGHDTCKD 
          50        60        70        80         90       100     
 
           70        80                                             
AAD-12 PLRPLVKVHPETGRPS                                             
                                                                    
gi|549 TTKYNVGQNIAVSSSTAAVYENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWA 
          110       120       130       140       150       160     
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.8  bits: 17.4 E():   83 
Smith-Waterman score: 41; 33.3% identity (51.9% similar) in 27 aa overlap (6-32:2-27) 
 
               10        20        30        40        50        60 
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
            :  :.: :    . : :. :  : :..                             
gi|253     TGPYCYAGMGLPINPL-EGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYD 
                   10         20        30        40        50      
 
               70        80                                         
AAD-12 TTATPLRPLVKVHPETGRPS                                         
                                                                    
gi|253 ASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNAPYC 
          60        70        80        90       100       110      
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 67.7  bits: 13.7 E():   84 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (25-29:2-6) 
 
               10        20        30        40        50        60 
AAD-12 VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                               : :::                                
gi|463                        DRNLVHSATR                            
                                      10                            
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.6  bits: 18.2 E():   85 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (23-56:71-104) 
 
                       10        20        30        40        50   
AAD-12         VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 
                                     :   :: .:.: .   ::..      : :  
gi|221 AQRPDNRIESEGGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGR 
               50        60        70        80        90       100 
 
             60        70        80                                 
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPS                                 
       .:.:                                                         
gi|221 GYFGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQKVHRFDEGDLIAV 
              110       120       130       140       150       160 
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.6  bits: 19.0 E():   85 
Smith-Waterman score: 45; 25.8% identity (51.6% similar) in 31 aa overlap (47-77:341-371) 
 
         20        30        40        50        60        70       
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ..  :.: . :: .    .  :  
gi|113 ASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMIPAEP 
              320       330       340       350       360       370 
 
         80                   
AAD-12 GRPS                   
       :                      
gi|113 GEAVLRLTSSAGVLSCQPGAPC 
              380       390   
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>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 67.5  bits: 18.7 E():   86 
Smith-Waterman score: 44; 26.7% identity (70.0% similar) in 30 aa overlap (26-55:232-259) 
 
                    10        20        30        40        50      
AAD-12      VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                     : .:  :. ::....:..  . ::. . .. 
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIH--SVVHSIIMQQQQQQQQQQGIDIFL 
             210       220       230         240       250          
 
          60        70        80                                    
AAD-12 GYGMDTTATPLRPLVKVHPETGRPS                                    
                                                                    
gi|170 PLSQHEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSIMRAPFAS 
     260       270       280       290       300       310          
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.6 E():   88 
Smith-Waterman score: 40; 30.0% identity (65.0% similar) in 20 aa overlap (4-23:59-78) 
 
                                          10        20        30    
AAD-12                            VPAVGGRTCFADMRAAYDALDEATRALVHQRSA 
                                     .:  : .. :.   :..:.:           
gi|186 TVFPKVLPQLIKSVEILEGDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYTYTTIG 
       30        40        50        60        70        80         
 
            40        50        60        70        80              
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS              
                                                                    
gi|186 GDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVE 
       90       100       110       120       130       140         
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.3  bits: 18.2 E():   88 
Smith-Waterman score: 42; 33.3% identity (71.4% similar) in 21 aa overlap (45-65:72-92) 
 
           20        30        40        50        60        70     
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     : ...: .::   : ...:.:          
gi|383 TASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEE 
              50        60        70        80        90       100  
 
           80                                                       
AAD-12 ETGRPS                                                       
                                                                    
gi|383 EEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEEL 
             110       120       130       140       150       160  
 
>>gi|194350815|gb|ACF53836.1| Bla g 4 isoallergen 1 [Bla  (191 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 67.2  bits: 17.9 E():   90 
Smith-Waterman score: 41; 27.6% identity (53.9% similar) in 76 aa overlap (4-77:85-152) 
 
                                          10        20        30    
AAD-12                            VPAVGGRTCFADMRAAYDALDEATRALVHQRSA 
                                     . ::: :   . . :  ::. .:.    :: 
gi|194 TQYKCWNDLFFFNNALVSKYTDSKGKNRTTIRGRTKFEGNKFTIDYDDEG-KAF----SA 
           60        70        80        90       100               
 
            40         50        60         70        80            
AAD-12 RHSLVYSQ-SKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVHPETGRPS            
        .:.. .. .. . :.   .:  :.   .  . ::  : . ::: :               
gi|194 PYSVLATDYDNYAIVEGCPAAANGH---VIYVQLRLTLRSFHPEQGDKEALQHYTVHQVN 
     110       120       130          140       150       160       
 
gi|194 QHKKAIEEDLKHFNLKYEDLHSTCH 
        170       180       190  
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.8  bits: 17.1 E():   94 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (10-23:39-52) 
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 4656



 

 

                                    10        20        30          
AAD-12                      VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|191 TLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
      40        50        60        70        80    
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS    
                                                    
gi|191 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.8  bits: 17.1 E():   94 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (10-23:39-52) 
 
                                    10        20        30          
AAD-12                      VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|730 TLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
      40        50        60        70        80    
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS    
                                                    
gi|730 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.7  bits: 19.0 E():   96 
Smith-Waterman score: 50; 30.4% identity (59.5% similar) in 79 aa overlap (5-77:161-236) 
 
                                         10           20            
AAD-12                           VPAVGGRTCFAD-MRAAYDA--LDEATR--ALVH 
                                     :::  : . : .  .:  ..:: :  : :. 
gi|144 YAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAPTFSEAMRQGAEVY 
              140       150       160       170       180       190 
 
      30         40        50        60        70        80         
AAD-12 QR-SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS         
       :. .:  . .:.::  :.: . :.  ..  ..:.   :  ..:.  :.:            
gi|144 QKLKALAKKTYGQSA-GNVGDEGG--VAPDIQTAEEALDLITKAIEEAGYTGKIKIAMDV 
              200        210         220       230       240        
 
gi|144 ASSEFYKADEKKYDLDFKNPDSDKSKWLTYEQLAEMYKSLAEKYPIVSIEDPFAEDDWEA 
       250       260       270       280       290       300        
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.6  bits: 17.9 E():   96 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (36-61:76-100) 
 
          10        20        30        40        50        60      
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDI 
          50        60        70        80         90       100     
 
          70        80                                              
AAD-12 LRPLVKVHPETGRPS                                              
                                                                    
gi|549 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.6  bits: 17.9 E():   96 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (36-61:76-100) 
 
          10        20        30        40        50        60      
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
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          50        60        70        80         90       100     
 
          70        80                                              
AAD-12 LRPLVKVHPETGRPS                                              
                                                                    
gi|549 AKYPVGQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos tauru  (172 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 17.6 E():   99 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (28-49:49-70) 
 
                  10        20        30        40        50        
AAD-12    VPAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
       20        30        40        50        60        70         
 
        60        70        80                                      
AAD-12 GMDTTATPLRPLVKVHPETGRPS                                      
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
       80        90       100       110       120       130         
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.4  bits: 17.9 E():   99 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (36-61:81-105) 
 
          10        20        30        40        50        60      
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|115 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
               60        70        80         90       100          
 
          70        80                                              
AAD-12 LRPLVKVHPETGRPS                                              
                                                                    
gi|115 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
     110       120       130       140       150       160          
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:52 2011 done: Fri Jan 21 00:02:52 2011 
 Total Scan time:  0.060 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 130  - 209 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     1     2:* 
  32     3     8:= * 
  34     2    22:=      * 
  36    32    44:===========   * 
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  38    64    73:======================  * 
  40    79   102:===========================      * 
  42    94   125:================================         * 
  44   121   137:=========================================    * 
  46   126   140:==========================================    * 
  48   135   134:============================================* 
  50   134   122:========================================*==== 
  52   140   107:===================================*=========== 
  54   128    92:==============================*============ 
  56    70    77:======================== * 
  58    78    63:====================*===== 
  60    54    51:================*= 
  62    50    41:=============*=== 
  64    48    33:==========*===== 
  66    16    26:======  * 
  68    21    20:======* 
  70    18    16:=====* 
  72    14    12:===*= 
  74    23    10:===*==== 
  76     9     8:==* 
  78     3     6:=* 
  80     6     5:=* 
  82     3     3:* 
  84     6     3:*= 
  86     2     2:* 
  88     4     2:*=         inset = represents 1 library sequences 
  90     1     1:* 
  92     2     1:*         :*= 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.23280.00313; mu= 2.7984 0.163 
 mean_var=37.8190 9.505, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.208554 
 Kolmogorov-Smirnov  statistic: 0.0880 (N=29) at  46 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   82 30.2   0.038 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   58 23.1     1.6 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   57 22.8     3.3 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   57 22.8     3.4 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   53 21.6       5 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   52 21.3     5.4 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   59 23.3     5.5 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   52 21.3     6.1 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   52 21.3     6.1 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.3       7 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.6     9.3 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.6     9.7 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.6     9.7 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.6     9.9 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 18.8      10 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 21.5      11 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   56 22.3      11 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 21.5      12 
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gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   54 21.8      13 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   54 21.8      13 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   56 22.3      15 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   56 22.3      15 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 21.2      17 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   47 19.8      19 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   51 20.9      19 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 22.3      19 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 22.3      19 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 19.8      20 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 20.6      21 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.5      24 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   52 21.1      24 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.2      25 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.2      25 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.2      25 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   49 20.3      26 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   44 18.9      26 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.7      29 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 20.3      31 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   48 20.0      31 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 18.9      31 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   47 19.7      32 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 18.1      32 
gi|21757|emb|CAA26383.1| unnamed protein product [ ( 296)   48 20.0      33 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   44 18.9      35 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   48 20.0      35 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   43 18.6      38 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   47 19.7      39 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 19.7      39 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 19.7      39 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 19.7      39 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 19.7      39 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 19.7      39 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 19.7      39 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 19.7      39 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 19.7      39 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 19.7      39 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 19.7      39 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 19.7      39 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 19.7      39 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 19.7      39 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 19.7      39 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   49 20.3      40 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   43 18.6      41 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   50 20.5      41 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 20.8      46 
gi|218197|dbj|BAA01996.1| allergenic protein [Oryz ( 157)   43 18.6      47 
gi|2827316|gb|AAB99797.1| allergenic protein [Oryz ( 157)   43 18.6      47 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.9      47 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   41 18.0      48 
gi|23495787|dbj|BAC19997.1| allergen RA5B precurso ( 160)   43 18.6      48 
gi|1398918|dbj|BAA07713.1| allergenic protein [Ory ( 160)   43 18.6      48 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   49 20.2      49 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 15.3      51 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   44 18.9      51 
gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Veno ( 204)   44 18.9      51 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   44 18.8      51 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 20.0      52 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.6      53 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 17.7      54 
gi|56417506|gb|AAV90694.1| GE-rich salivary protei ( 266)   45 19.1      55 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   47 19.7      55 
gi|56417504|gb|AAV90693.1| 30 kDa salivary gland a ( 271)   45 19.1      56 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.5      60 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 19.4      60 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   40 17.7      61 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.5      62 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 16.1      63 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   47 19.6      65 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.8      65 
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gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 15.0      66 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   43 18.5      66 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.0      67 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   45 19.1      68 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   41 18.0      69 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   48 19.9      69 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 17.7      70 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   50 20.5      70 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   50 20.5      70 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 17.7      71 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   41 18.0      72 
gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   41 18.0      72 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   44 18.8      72 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   44 18.8      73 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   40 17.7      73 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   40 17.7      73 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.6      75 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.4      75 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   53 21.3      76 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   42 18.2      76 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 13.8      80 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   39 17.4      80 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   42 18.2      82 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   40 17.7      85 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   42 18.2      86 
gi|194350815|gb|ACF53836.1| Bla g 4 isoallergen 1  ( 191)   41 18.0      87 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   38 17.1      91 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   38 17.1      91 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   45 19.1      93 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   41 17.9      93 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   41 17.9      93 
gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betu (  21)   29 14.6      95 
gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos t ( 172)   40 17.7      95 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   41 17.9      96 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   39 17.4      97 
gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A ( 262)   42 18.2      99 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  65 init1:  65 opt:  82  Z-score: 127.9  bits: 30.2 E(): 0.038 
Smith-Waterman score: 82; 23.4% identity (51.9% similar) in 77 aa overlap (4-80:309-379) 
 
                                          10        20        30    
AAD-12                            PAVGGRTCFADMRAAYDALDEATRALVHQRSAR 
                                     :.: :  : :.  ..: .      : ..:  
gi|113 HGFFQVVNNNYDKWGSYAIGGSASPTILSQGNRFCAPDERSKKNVLGR------HGEAAA 
      280       290       300       310       320             330   
 
            40        50        60        70        80              
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL              
       .:. ..      : . :. ... :.: . :: .    .  : :. .:              
gi|113 ESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEPGESALSLTSSAGVLSCQP 
            340       350       360       370       380       390   
 
gi|113 GAPC 
            
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 99.0  bits: 23.1 E():  1.6 
Smith-Waterman score: 58; 26.9% identity (57.7% similar) in 52 aa overlap (9-60:26-77) 
 
                                10        20        30        40    
AAD-12                  PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                :::      :.  . . :  ..:.   :.... .. 
gi|527 MVHHITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNV 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL                        
        :::.:.. :   .: :                                            
gi|527 DHVQDAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAG 
               70        80        90       100       110       120 
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>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 93.1  bits: 22.8 E():  3.3 
Smith-Waterman score: 57; 29.3% identity (60.3% similar) in 58 aa overlap (10-62:93-149) 
 
                                    10             20        30     
AAD-12                      PAVGGRTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|144 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
             70        80        90       100        110       120  
 
           40        50        60        70        80               
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL               
       .. :  .:. .: .:...:.. :  : :                                 
gi|144 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
             130       140       150       160       170       180  
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 92.9  bits: 22.8 E():  3.4 
Smith-Waterman score: 57; 29.3% identity (60.3% similar) in 58 aa overlap (10-62:97-153) 
 
                                    10             20        30     
AAD-12                      PAVGGRTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|622 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
         70        80        90       100       110        120      
 
           40        50        60        70        80               
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL               
       .. :  .:. .: .:...:.. :  : :                                 
gi|622 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
         130       140       150       160       170       180      
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 90.0  bits: 21.6 E():    5 
Smith-Waterman score: 53; 26.9% identity (63.5% similar) in 52 aa overlap (2-51:17-65) 
 
                              10          20        30        40    
AAD-12                PAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                       : : .    :.:  .: :  ..:..:.   ....:.:.: : .: 
gi|111 MKFAIVLIACFAASVLAQGHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
            50        60        70        80                        
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL                        
        ....  :                                                     
gi|111 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
        60        70        80        90       100       110        
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 89.3  bits: 21.3 E():  5.4 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (11-51:11-50) 
 
               10          20        30        40        50         
AAD-12 PAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                 :.:  .: :  ..:..:.   ....:.:.: : .: ....  :        
gi|160 GSQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQLDELNENKSKELQEKI 
               10        20           30        40        50        
 
       60        70        80                                       
AAD-12 DTTATPLRPLVKVHPETGRPSL                                       
                                                                    
gi|160 IRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQ 
        60        70        80        90       100       110        
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  59  Z-score: 89.1  bits: 23.3 E():  5.5 
Smith-Waterman score: 59; 35.6% identity (60.0% similar) in 45 aa overlap (29-66:198-242) 
 
                 10        20        30        40              50   
AAD-12   PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL------GHVQQAGSA 
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                                     ::. :..:  .:. :      :  ..: .  
gi|303 LVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALAD 
       170       180       190       200       210       220        
 
             60         70        80                                
AAD-12 YIGYGMDT-TATPLRPLVKVHPETGRPSL                                
        .:.:::: ::  .:                                              
gi|303 VLGFGMDTETARKVRGEDDQRGHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICS 
       230       240       250       260       270       280        
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 88.3  bits: 21.3 E():  6.1 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (11-51:26-65) 
 
                              10          20        30        40    
AAD-12                PAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                                :.:  .: :  ..:..:.   ....:.:.: : .: 
gi|111 MKFAIVLIACFAASVLAQEHKPEKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
            50        60        70        80                        
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL                        
        ....  :                                                     
gi|111 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
        60        70        80        90       100       110        
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 88.3  bits: 21.3 E():  6.1 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (11-51:26-65) 
 
                              10          20        30        40    
AAD-12                PAVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                                :.:  .: :  ..:..:.   ....:.:.: : .: 
gi|420 MKFAIVLIACFAASVLAQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
            50        60        70        80                        
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL                        
        ....  :                                                     
gi|420 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
        60        70        80        90       100       110        
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.3  bits: 21.3 E():    7 
Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (16-39:29-52) 
 
                            10        20        30        40        
AAD-12              PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                   : : :::  : .  ..: .: .::         
gi|144 KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLSDS 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL                            
                                                                    
gi|144 KVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAGGE 
               70        80        90       100       110       120 
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.1  bits: 22.6 E():  9.3 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (12-51:372-411) 
 
                                  10        20        30        40  
AAD-12                    PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|224 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             350       360       370       380       390       400  
 
              50        60        70        80                      
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL                      
         .::: . :                                                   
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gi|224 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             410       420       430       440       450       460  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.8  bits: 22.6 E():  9.7 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (12-51:392-431) 
 
                                  10        20        30        40  
AAD-12                    PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|571 GNRSPHIYDPQRWFTQNCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
              50        60        70        80                      
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL                      
         .::: . :                                                   
gi|571 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFA 
             430       440       450       460       470       480  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.8  bits: 22.6 E():  9.7 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (12-51:392-431) 
 
                                  10        20        30        40  
AAD-12                    PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|199 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
              50        60        70        80                      
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL                      
         .::: . :                                                   
gi|199 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             430       440       450       460       470       480  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.6  bits: 22.6 E():  9.9 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (12-51:400-439) 
 
                                  10        20        30        40  
AAD-12                    PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|213 RSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
     370       380       390       400       410       420          
 
              50        60        70        80                      
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL                      
         .::: . :                                                   
gi|213 GRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLA 
     430       440       450       460       470       480          
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 84.4  bits: 18.8 E():   10 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (44-64:5-25) 
 
            20        30        40        50        60        70    
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     :.:..: :. .::  .  :.:          
gi|462                           AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKN 
                                         10        20        30     
 
            80 
AAD-12 ETGRPSL 
               
gi|462 LNSA    
               
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 83.7  bits: 21.5 E():   11 
Smith-Waterman score: 53; 28.1% identity (57.8% similar) in 64 aa overlap (8-63:202-265) 
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                                      10        20              30  
AAD-12                        PAVGGRTCFADMRAAYDALDEATRALVHQ------RS 
                                     :. ...::      :: : . :      .. 
gi|168 APADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEA 
             180       190       200       210       220       230  
 
              40          50        60        70        80 
AAD-12 ARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
       :  . . ..:.. .:.:  .:.: .. :  ::::                  
gi|168 ALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV  
             240       250       260       270       280   
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 83.5  bits: 22.3 E():   11 
Smith-Waterman score: 56; 28.9% identity (52.6% similar) in 38 aa overlap (14-51:371-408) 
 
                                10        20        30        40    
AAD-12                  PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :  : . .  ..:  .  ::..:      
gi|370 RSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGR 
              350       360       370       380       390       400 
 
            50        60        70        80                        
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL                        
       .::: . :                                                     
gi|370 AHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGE 
              410       420       430       440       450       460 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 83.4  bits: 21.5 E():   12 
Smith-Waterman score: 53; 28.1% identity (57.8% similar) in 64 aa overlap (8-63:211-274) 
 
                                      10        20              30  
AAD-12                        PAVGGRTCFADMRAAYDALDEATRALVHQ------RS 
                                     :. ...::      :: : . :      .. 
gi|330 APADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEA 
              190       200       210       220       230       240 
 
              40          50        60        70        80 
AAD-12 ARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
       :  . . ..:.. .:.:  .:.: .. :  ::::                  
gi|330 ALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV  
              250       260       270       280       290  
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 82.3  bits: 21.8 E():   13 
Smith-Waterman score: 54; 19.0% identity (51.2% similar) in 84 aa overlap (2-80:297-380) 
 
                                            10          20          
AAD-12                              PAVGGRTCFADMRAA--YDALDEATRALVHQ 
                                     :.:: .  . .  .  . : :.  .  :   
gi|166 FTDNVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLA 
        270       280       290       300       310       320       
 
      30           40        50        60        70        80       
AAD-12 RS---ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL       
       :.   : .:....  .   . . :. ..  : : . ::..    .  : :. ..       
gi|166 RTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTSSA 
        330       340       350       360       370       380       
 
gi|166 GVFSCRPGAPC 
        390        
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 82.3  bits: 21.8 E():   13 
Smith-Waterman score: 54; 19.0% identity (51.2% similar) in 84 aa overlap (2-80:297-380) 
 
                                            10          20          
AAD-12                              PAVGGRTCFADMRAA--YDALDEATRALVHQ 
                                     :.:: .  . .  .  . : :.  .  :   
gi|113 FTDNVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLA 
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        270       280       290       300       310       320       
 
      30           40        50        60        70        80       
AAD-12 RS---ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL       
       :.   : .:....  .   . . :. ..  : : . ::..    .  : :. ..       
gi|113 RTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTSSA 
        330       340       350       360       370       380       
 
gi|113 GVFSCHPGAPC 
        390        
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  56  Z-score: 81.4  bits: 22.3 E():   15 
Smith-Waterman score: 56; 27.8% identity (63.9% similar) in 36 aa overlap (29-64:539-574) 
 
                 10        20        30        40        50         
AAD-12   PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.:.. .   . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYP 
      510       520       530       540       550       560         
 
       60        70        80                                       
AAD-12 DTTATPLRPLVKVHPETGRPSL                                       
        ..  :                                                       
gi|217 TSVQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQP 
      570       580       590       600       610       620         
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 81.3  bits: 22.3 E():   15 
Smith-Waterman score: 56; 25.0% identity (63.9% similar) in 36 aa overlap (29-64:551-586) 
 
                 10        20        30        40        50         
AAD-12   PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.... . . . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYP 
              530       540       550       560       570       580 
 
       60        70        80                                       
AAD-12 DTTATPLRPLVKVHPETGRPSL                                       
        .   :                                                       
gi|217 TSLQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQP 
              590       600       610       620       630       640 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.4  bits: 21.2 E():   17 
Smith-Waterman score: 52; 40.0% identity (56.0% similar) in 25 aa overlap (51-75:25-49) 
 
               30        40        50        60        70        80 
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                                     .:  ::.  : :::  : . . : :      
gi|249       MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPA 
                     10        20        30        40        50     
 
gi|249 TPAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGL 
           60        70        80        90       100       110     
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 79.6  bits: 19.8 E():   19 
Smith-Waterman score: 47; 33.3% identity (56.7% similar) in 30 aa overlap (2-31:24-52) 
 
                                     10        20        30         
AAD-12                       PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                              :. :. :.: :    . : :. :  : :..        
gi|189 MASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPL-EGCREYVAQQTCGVTIAG 
               10        20        30        40         50          
 
       40        50        60        70        80                   
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL                   
                                                                    
gi|189 SPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFA 
      60        70        80        90       100       110          
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>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 79.5  bits: 20.9 E():   19 
Smith-Waterman score: 51; 36.1% identity (55.6% similar) in 36 aa overlap (49-79:21-56) 
 
       20        30        40        50          60           70    
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGS--AYIGYGMDTTATP---LRPLVKVHP 
                                     :::  : .:::  : :.:     : . . : 
gi|330           MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAP 
                         10        20        30        40        50 
 
            80                                                      
AAD-12 ETGRPSL                                                      
         ..:.                                                       
gi|330 AGAEPAGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLS 
               60        70        80        90       100       110 
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 79.5  bits: 22.3 E():   19 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (39-56:283-300) 
 
       10        20        30        40        50        60         
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
       70        80                                                 
AAD-12 VKVHPETGRPSL                                                 
                                                                    
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 79.3  bits: 22.3 E():   19 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (39-56:289-306) 
 
       10        20        30        40        50        60         
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
 
       70        80                                                 
AAD-12 VKVHPETGRPSL                                                 
                                                                    
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.1  bits: 19.8 E():   20 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (12-28:14-30) 
 
                 10        20        30        40        50         
AAD-12   PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                    .: :.: .:.  .. .:                               
gi|219 MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLIIEIDAD 
               10        20        30        40        50        60 
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.7  bits: 20.6 E():   21 
Smith-Waterman score: 50; 32.1% identity (57.1% similar) in 28 aa overlap (52-79:1-28) 
 
              30        40        50        60        70        80  
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL  
                                     : .:::  : :.:    . . :  ..:.   
gi|295                               ADLGYGPATPAAPAAGYTPAAPAGAEPAGK 
                                             10        20        30 
 
gi|295 ATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAE 
               40        50        60        70        80        90 
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>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 77.8  bits: 19.5 E():   24 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (12-29:126-143) 
 
                                  10        20        30        40  
AAD-12                    PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . ::..::: :..: ...             
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG         
         100       110       120       130       140                
 
              50        60        70        80 
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 77.5  bits: 21.1 E():   24 
Smith-Waterman score: 52; 24.3% identity (73.0% similar) in 37 aa overlap (19-54:143-179) 
 
                           10        20        30        40         
AAD-12             PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG-HVQ 
                                     .::   .:.: .. .. .::  .... .:. 
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
        50        60        70        80                            
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL                            
       . :...:                                                      
gi|215 NNGDVFILLVPNFVFVWTGKHSNRMERTTAIRVANDLKSELNRFKLSSVILEDGKEVEQT 
            180       190       200       210       220       230   
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.2  bits: 19.2 E():   25 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (54-71:24-41) 
 
            30        40        50        60        70        80    
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL    
                                     .:. . :.:  :.: ..:             
gi|144        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.2  bits: 19.2 E():   25 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (54-71:24-41) 
 
            30        40        50        60        70        80    
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL    
                                     .:. . :.:  :.: ..:             
gi|379        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
gi|379 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.2  bits: 19.2 E():   25 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (54-71:24-41) 
 
            30        40        50        60        70        80    
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL    
                                     .:. . :.:  :.: ..:             
gi|121        MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSL 
                      10        20        30        40        50    
 
gi|121 STFKNTEIKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVV 
            60        70        80        90       100       110    
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.0  bits: 20.3 E():   26 
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Smith-Waterman score: 49; 21.9% identity (59.4% similar) in 32 aa overlap (30-61:179-210) 
 
                10        20        30        40        50          
AAD-12  PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :.  .:.. .... :. ::      : :.. 
gi|219 MWQQSSCHVMQQQCCQQLSQIPEQSRYDAIRAITYSIILQEQQQGQSQQQQPQQSGQGVS 
      150       160       170       180       190       200         
 
      60        70        80                                        
AAD-12 TTATPLRPLVKVHPETGRPSL                                        
        .                                                           
gi|219 QSQQQSQQQLGQCSFQQPQQQLGQQPQQQQVQQGTFLQPHQIAHLEVMTSIALRTLPTMC 
      210       220       230       240       250       260         
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.0  bits: 18.9 E():   26 
Smith-Waterman score: 44; 50.0% identity (71.4% similar) in 14 aa overlap (57-70:19-32) 
 
         30        40        50        60        70        80       
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL       
                                     :.: ::  :. :.:                 
gi|135             MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFA 
                           10        20        30        40         
 
gi|135 KALEGKDVKDLLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGL 
       50        60        70        80        90       100         
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 76.1  bits: 19.7 E():   29 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (9-30:74-98) 
 
                                     10           20        30      
AAD-12                       PAVGGRTCFADMRAAYDAL---DEATRALVHQRSARHS 
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
 
          40        50        60        70        80                
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL                
                                                                    
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.7  bits: 20.3 E():   31 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (49-65:200-216) 
 
       20        30        40        50        60        70         
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
       80                                                           
AAD-12 SL                                                           
                                                                    
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.6  bits: 20.0 E():   31 
Smith-Waterman score: 48; 25.6% identity (56.4% similar) in 39 aa overlap (35-73:87-125) 
 
           10        20        30        40        50        60     
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     : : . ..  . :.:.:  . :: .  ..  
gi|144 DLAEAPFQISLLKDYLIMKRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSS 
         60        70        80        90       100       110       
 
           70        80                                             
AAD-12 LRPLVKVHPETGRPSL                                             
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           .::.:                                                    
gi|144 SYGDLKVKPIIQHESYEQDQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVDGDKVTIYG 
        120       130       140       150       160       170       
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.5  bits: 18.9 E():   31 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (54-74:25-45) 
 
            30        40        50        60        70        80    
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL    
                                     .:. . :.:  :.:  .:  :          
gi|990       MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSL 
                     10        20        30        40        50     
 
gi|990 STFKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVV 
           60        70        80        90       100       110     
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.5  bits: 19.7 E():   32 
Smith-Waterman score: 47; 33.3% identity (52.8% similar) in 36 aa overlap (9-44:159-191) 
 
                                     10        20        30         
AAD-12                       PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :   . : ..::   :   :: .  :.:   
gi|136 TNTEKLPTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFEIR---HQLTQIHGLYR 
      130       140       150       160       170          180      
 
       40        50        60        70        80        
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL        
       :..: :                                            
gi|136 SSDKTGGYWKITMNDGSTYQSDLSKKFEYNTEKPPINIDEIKTIEAEIN 
         190       200       210       220       230     
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 75.3  bits: 18.1 E():   32 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (27-48:37-58) 
 
                   10        20        30        40        50       
AAD-12     PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
         60        70        80 
AAD-12 GMDTTATPLRPLVKVHPETGRPSL 
                                
gi|162 VPQLEIVPNS               
         70                     
 
>>gi|21757|emb|CAA26383.1| unnamed protein product [Trit  (296 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.1  bits: 20.0 E():   33 
Smith-Waterman score: 48; 21.3% identity (61.7% similar) in 47 aa overlap (18-64:200-246) 
 
                            10        20        30        40        
AAD-12              PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :. ....:.. ... :..   :: .: . : 
gi|217 SQVLQQSTYQPLQQLCCQQLWQIPEQSRCQAIHNVVHAIILHQQQRQQQPSSQVSLQQPQ 
     170       180       190       200       210       220          
 
        50        60        70        80                            
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL                            
       :   .  :. . .  .:                                            
gi|217 QQYPSGQGFFQPSQQNPQAQGSVQPQQLPQFEEIRNLALQTLPRMCNVYIPPYCSTTIAP 
     230       240       250       260       270       280          
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 74.7  bits: 18.9 E():   35 
Smith-Waterman score: 44; 33.3% identity (55.6% similar) in 27 aa overlap (5-31:27-52) 
 
                                     10        20        30         
AAD-12                       PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
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                                 :. :.: :    . : :. :  : :..        
gi|439 MASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPL-EGCREYVAQQTCGVTIAG 
               10        20        30        40         50          
 
       40        50        60        70        80                   
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL                   
                                                                    
gi|439 SPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDF 
      60        70        80        90       100       110          
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 74.6  bits: 20.0 E():   35 
Smith-Waterman score: 48; 25.0% identity (51.8% similar) in 56 aa overlap (27-79:3-56) 
 
               10        20        30        40        50        60 
AAD-12 PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT 
                                 ::: ..  .:  . . ..    . .: .:::  : 
gi|398                         MAVHQYTV--ALFLAVALVAGPAASYAADLGYGPAT 
                                         10        20        30     
 
                  70        80                                      
AAD-12 TATP---LRPLVKVHPETGRPSL                                      
        :.:     : . . :  . :.                                       
gi|398 PAAPAAGYTPATPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFV 
           40        50        60        70        80        90     
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 74.1  bits: 18.6 E():   38 
Smith-Waterman score: 43; 26.3% identity (57.9% similar) in 38 aa overlap (45-79:33-70) 
 
           20        30        40        50        60           70  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVKV 
                                     ....:.::     .: :::   : : .. . 
gi|668 ASEAAAAAATPVAPTEGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPI 
             10        20        30        40        50        60   
 
              80                                                    
AAD-12 HPETGRPSL                                                    
         . .. :                                                     
gi|668 FADMAKKSPNVVFLKVDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKL 
             70        80        90       100       110       120   
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.8  bits: 19.7 E():   39 
Smith-Waterman score: 47; 36.0% identity (76.0% similar) in 25 aa overlap (12-36:106-130) 
 
                                  10        20        30        40  
AAD-12                    PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     ...: . :.:::.:  ... ::. :      
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
 
              50        60        70        80                      
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL                      
                                                                    
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.7  bits: 19.7 E():   39 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (52-79:1-31) 
 
              30        40        50        60           70         
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
       80                                                           
AAD-12 SL                                                           
       .                                                            
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gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.7  bits: 19.7 E():   39 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (52-79:1-31) 
 
              30        40        50        60           70         
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
       80                                                           
AAD-12 SL                                                           
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.7  bits: 19.7 E():   39 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (52-79:1-31) 
 
              30        40        50        60           70         
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
       80                                                           
AAD-12 SL                                                           
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.7  bits: 19.7 E():   39 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (52-79:1-31) 
 
              30        40        50        60           70         
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
       80                                                           
AAD-12 SL                                                           
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.7  bits: 19.7 E():   39 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (52-79:1-31) 
 
              30        40        50        60           70         
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
       80                                                           
AAD-12 SL                                                           
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.7  bits: 19.7 E():   39 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (52-79:1-31) 
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              30        40        50        60           70         
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
       80                                                           
AAD-12 SL                                                           
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.7  bits: 19.7 E():   39 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (52-79:1-31) 
 
              30        40        50        60           70         
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
       80                                                           
AAD-12 SL                                                           
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.7  bits: 19.7 E():   39 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (52-79:1-31) 
 
              30        40        50        60           70         
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
       80                                                           
AAD-12 SL                                                           
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.7  bits: 19.7 E():   39 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (52-79:1-31) 
 
              30        40        50        60           70         
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
       80                                                           
AAD-12 SL                                                           
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.7  bits: 19.7 E():   39 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (52-79:1-31) 
 
              30        40        50        60           70         
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
       80                                                           
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AAD-12 SL                                                           
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.7  bits: 19.7 E():   39 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (52-79:1-31) 
 
              30        40        50        60           70         
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
       80                                                           
AAD-12 SL                                                           
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.7  bits: 19.7 E():   39 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (52-79:1-31) 
 
              30        40        50        60           70         
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
       80                                                           
AAD-12 SL                                                           
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.7  bits: 19.7 E():   39 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (52-79:1-31) 
 
              30        40        50        60           70         
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
       80                                                           
AAD-12 SL                                                           
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.7  bits: 19.7 E():   39 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (52-79:1-31) 
 
              30        40        50        60           70         
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
       80                                                           
AAD-12 SL                                                           
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.7  bits: 20.3 E():   40 
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Smith-Waterman score: 49; 36.7% identity (66.7% similar) in 30 aa overlap (24-53:43-72) 
 
                      10        20        30        40        50    
AAD-12        PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.. . .:: . : : ..::..  : : : 
gi|558 RVRSGGHDYEGLSYRSLQPENFAVVDLNQMRAVLVDGKARTAWVDSGAQLGELYYAISKY 
             20        30        40        50        60        70   
 
            60        70        80                                  
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSL                                  
                                                                    
gi|558 SRTLAFPAGVCPTIGVGGNLAGGGFGMLLRKYGIAAENVIDVKLVDANGKLHDKKSMGDD 
             80        90       100       110       120       130   
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.4  bits: 18.6 E():   41 
Smith-Waterman score: 43; 29.6% identity (66.7% similar) in 27 aa overlap (51-77:9-35) 
 
               30        40        50        60        70        80 
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                                     ::.    . ..:.  : .:.:. ..::    
gi|244                       MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQS 
                                     10        20        30         
 
gi|244 CQRQFEEQQRFRNCQRYVKQEVQRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQ 
       40        50        60        70        80        90         
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.4  bits: 20.5 E():   41 
Smith-Waterman score: 50; 25.6% identity (58.1% similar) in 43 aa overlap (14-56:426-468) 
 
                                10        20        30        40    
AAD-12                  PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     :  ....:   :.. :.  . .:    ..  
gi|258 AERGFFYRNGIYSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNH 
         400       410       420       430       440       450      
 
            50        60        70        80                        
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL                        
       : .::::.  . :                                                
gi|258 GVIQQAGNQGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQISREQARQLKYNR 
         460       470       480       490       500       510      
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 72.6  bits: 20.8 E():   46 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (42-56:609-623) 
 
              20        30        40        50        60        70  
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
              80                                                    
AAD-12 HPETGRPSL                                                    
                                                                    
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|218197|dbj|BAA01996.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 43; 37.5% identity (62.5% similar) in 16 aa overlap (1-16:142-157) 
 
                                             10        20        30 
AAD-12                               PAVGGRTCFADMRAAYDALDEATRALVHQR 
                                     :  :: .:.   :..:               
gi|218 HPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY               
             120       130       140       150                      
 
               40        50        60        70        80 
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 4675



 

 

 
>>gi|2827316|gb|AAB99797.1| allergenic protein [Oryza sa  (157 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.3  bits: 18.6 E():   47 
Smith-Waterman score: 43; 37.5% identity (62.5% similar) in 16 aa overlap (1-16:142-157) 
 
                                             10        20        30 
AAD-12                               PAVGGRTCFADMRAAYDALDEATRALVHQR 
                                     :  :: .:.   :..:               
gi|282 GHPMSEVFRGCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY               
             120       130       140       150                      
 
               40        50        60        70        80 
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.3  bits: 18.9 E():   47 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (29-44:46-61) 
 
                 10        20        30        40        50         
AAD-12   PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
       60        70        80                                       
AAD-12 DTTATPLRPLVKVHPETGRPSL                                       
                                                                    
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 72.2  bits: 18.0 E():   48 
Smith-Waterman score: 41; 22.2% identity (70.4% similar) in 27 aa overlap (3-29:36-61) 
 
                                           10        20        30   
AAD-12                             PAVGGRTCFADMRAAYDALDEATRALVHQRSA 
                                     ..:..  :: . ... ::.   ....:    
gi|207 IVSEKDIDAALESVKAAGSFNYKIFFQKVGLAGKSA-ADAKKVFEILDRDKSGFIEQDEL 
          10        20        30        40         50        60     
 
             40        50        60        70        80 
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                                                        
gi|207 GLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVKA    
           70        80        90       100             
 
>>gi|23495787|dbj|BAC19997.1| allergen RA5B precursor [O  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 43; 37.5% identity (62.5% similar) in 16 aa overlap (1-16:145-160) 
 
                                             10        20        30 
AAD-12                               PAVGGRTCFADMRAAYDALDEATRALVHQR 
                                     :  :: .:.   :..:               
gi|234 HPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY               
          120       130       140       150       160               
 
               40        50        60        70        80 
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
 
>>gi|1398918|dbj|BAA07713.1| allergenic protein [Oryza s  (160 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.2  bits: 18.6 E():   48 
Smith-Waterman score: 43; 37.5% identity (62.5% similar) in 16 aa overlap (1-16:145-160) 
 
                                             10        20        30 
AAD-12                               PAVGGRTCFADMRAAYDALDEATRALVHQR 
                                     :  :: .:.   :..:               
gi|139 HPMSEVFRGCRRGDLERAAASLPAFCNVDIPNGGGGVCYWLARSGY               
          120       130       140       150       160               
 
               40        50        60        70        80 
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
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>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.0  bits: 20.2 E():   49 
Smith-Waterman score: 49; 37.9% identity (62.1% similar) in 29 aa overlap (27-55:74-102) 
 
                   10        20        30        40        50       
AAD-12     PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     : .:.: .   ::.. :    : ::.:.:  
gi|112 NRIESEGGYIETWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGL 
            50        60        70        80        90       100    
 
         60        70        80                                     
AAD-12 GMDTTATPLRPLVKVHPETGRPSL                                     
                                                                    
gi|112 IFPGCPSTYEEPAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTG 
           110       120       130       140       150       160    
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 71.8  bits: 15.3 E():   51 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (32-46:1-15) 
 
              10        20        30        40        50        60  
AAD-12 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                     :: . : : ..::..                
gi|323                               ARTAWVDSGAQLGELSY              
                                             10                     
 
              70        80 
AAD-12 ATPLRPLVKVHPETGRPSL 
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.7  bits: 18.9 E():   51 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (35-60:76-100) 
 
           10        20        30        40        50        60     
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
           70        80                                             
AAD-12 LRPLVKVHPETGRPSL                                             
                                                                    
gi|549 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 71.7  bits: 18.9 E():   51 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (35-60:76-100) 
 
           10        20        30        40        50        60     
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
           70        80                                             
AAD-12 LRPLVKVHPETGRPSL                                             
                                                                    
gi|549 AKYQVGQNVALTGSTAAVYNDPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 71.7  bits: 18.8 E():   51 
Smith-Waterman score: 44; 29.6% identity (77.8% similar) in 27 aa overlap (34-60:77-102) 
 
            10        20        30        40        50        60    
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::... .:... :. ..  .:: ::    
gi|549 LKVHNDFRQKVAKGLETRGNPGPQPPAKNMNNLVWND-ELANIAQVWASQCNYGHDTCKD 
         50        60        70        80         90       100      
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            70        80                                            
AAD-12 PLRPLVKVHPETGRPSL                                            
                                                                    
gi|549 TEKYPVGQNIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWA 
         110       120       130       140       150       160      
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 71.6  bits: 20.0 E():   52 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (11-25:431-446) 
 
                                   10        20         30          
AAD-12                     PAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYS 
                                     :..: :::.: ...::               
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA               
              410       420       430       440                     
 
      40        50        60        70        80 
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 71.3  bits: 18.6 E():   53 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (29-43:138-152) 
 
                 10        20        30        40        50         
AAD-12   PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
       60        70        80 
AAD-12 DTTATPLRPLVKVHPETGRPSL 
                              
gi|391 ASIDTILTKV             
       170                    
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.2  bits: 17.7 E():   54 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (39-56:26-43) 
 
       10        20        30        40        50        60         
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : .. :. :: :..  ::             
gi|897      EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQ 
                    10        20        30        40        50      
 
       70        80                                   
AAD-12 VKVHPETGRPSL                                   
                                                      
gi|897 QGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
          60        70        80        90       100  
 
>>gi|56417506|gb|AAV90694.1| GE-rich salivary protein 30  (266 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.1  bits: 19.1 E():   55 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (29-59:183-213) 
 
                 10        20        30        40        50         
AAD-12   PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
            160       170       180       190       200       210   
 
       60        70        80                                 
AAD-12 DTTATPLRPLVKVHPETGRPSL                                 
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
            220       230       240       250       260       
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.1  bits: 19.7 E():   55 
Smith-Waterman score: 47; 25.7% identity (51.4% similar) in 35 aa overlap (46-80:341-375) 
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          20        30        40        50        60        70      
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ..  :.: . :: .    .  :  
gi|113 ASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMIPAEP 
              320       330       340       350       360       370 
 
          80                  
AAD-12 GRPSL                  
       :.  :                  
gi|113 GEAVLRLTSSAGVLSCQPGAPC 
              380       390   
 
>>gi|56417504|gb|AAV90693.1| 30 kDa salivary gland aller  (271 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.0  bits: 19.1 E():   56 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (29-59:188-218) 
 
                 10        20        30        40        50         
AAD-12   PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
       160       170       180       190       200       210        
 
       60        70        80                                 
AAD-12 DTTATPLRPLVKVHPETGRPSL                                 
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
       220       230       240       250       260       270  
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.4  bits: 15.5 E():   60 
Smith-Waterman score: 36; 44.0% identity (56.0% similar) in 25 aa overlap (43-67:2-24) 
 
             20        30        40        50        60        70   
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     ::..  :  :  : :. : :::  :      
gi|751                              DLGYAP-ATPAAPGAGY-TPATPAAP      
                                             10         20          
 
             80 
AAD-12 PETGRPSL 
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.4  bits: 19.4 E():   60 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (54-63:284-293) 
 
            30        40        50        60        70        80    
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL    
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.3  bits: 17.7 E():   61 
Smith-Waterman score: 40; 25.6% identity (59.0% similar) in 39 aa overlap (26-64:54-92) 
 
                    10        20        30        40        50      
AAD-12      PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     :. . : . . : : .  : . ..:.:  : 
gi|117 KAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAG 
            30        40        50        60        70        80    
 
          60        70        80      
AAD-12 YGMDTTATPLRPLVKVHPETGRPSL      
        . .. :.:                      
gi|117 GSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
            90       100       110    
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>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.1  bits: 15.5 E():   62 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (61-67:5-11) 
 
               40        50        60        70        80  
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL  
                                     : .:.::               
gi|751                           TKSQTHVPIRPNKLVLKVQKDRATN 
                                         10        20      
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 70.0  bits: 16.1 E():   63 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (44-64:5-25) 
 
            20        30        40        50        60        70    
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     :.: .: :  : : .   :.:          
gi|462                           TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXL 
                                         10        20        30     
 
            80 
AAD-12 ETGRPSL 
               
gi|462 SSA     
               
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.8  bits: 19.6 E():   65 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (26-47:332-353) 
 
                    10        20        30        40        50      
AAD-12      PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     : :     ::..:. .  :.::         
gi|259 LTTLNSLNLPILKWLQLSVEKGVLYKNALVLPHWNLNSHSIIYGCKGKGQVQVVDNFGNR 
             310       320       330       340       350       360  
 
          60        70        80                                    
AAD-12 YGMDTTATPLRPLVKVHPETGRPSL                                    
                                                                    
gi|259 VFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRAMTSPLAGRTSVLGGMPEEVL 
             370       380       390       400       410       420  
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.7  bits: 18.8 E():   65 
Smith-Waterman score: 44; 20.0% identity (52.5% similar) in 40 aa overlap (39-78:51-90) 
 
       10        20        30        40        50        60         
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|130 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               30        40        50        60        70        80 
 
       70        80                                                 
AAD-12 VKVHPETGRPSL                                                 
        . .:. ..:                                                   
gi|130 PQPQPQYSQPQEPISQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQS 
               90       100       110       120       130       140 
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 69.6  bits: 15.0 E():   66 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (58-65:10-17) 
 
        30        40        50        60        70        80 
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                                     :.:  :::                
gi|244                      IGNEDCTPWMSTLITPLP               
                                    10                       
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.6  bits: 18.5 E():   66 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (43-76:31-64) 
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             20        30        40        50        60        70   
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :. :  . :::..::  .     . ::    
gi|616 NEIAXAKIDLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCA 
               10        20        30        40        50        60 
 
             80                                                     
AAD-12 PETGRPSL                                                     
        . :                                                         
gi|616 SQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNK 
               70        80        90       100       110       120 
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.5  bits: 18.0 E():   67 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (61-68:34-41) 
 
               40        50        60        70        80           
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL           
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.4  bits: 19.1 E():   68 
Smith-Waterman score: 45; 28.6% identity (55.4% similar) in 56 aa overlap (25-80:232-272) 
 
                     10        20        30        40        50     
AAD-12       PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                     : .:  :. ::....:..  . ::       
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIH--SVVHSIIMQQQQQQQQQQ------ 
             210       220       230         240       250          
 
           60        70        80                                   
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSL                                   
         :.:     . :: . : ..:. ::                                   
gi|170 --GIDI----FLPLSQ-HEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYV 
                 260        270       280       290       300       
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 41; 42.1% identity (68.4% similar) in 19 aa overlap (5-23:62-78) 
 
                                         10        20        30     
AAD-12                           PAVGGRTCFADMRAAYDALDEATRALVHQRSARH 
                                     :.: ..  .   ::.::::            
gi|145 PKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSYVLHK--IDAIDEATYTYDYTISGGT 
              40        50        60        70          80          
 
           40        50        60        70        80               
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL               
                                                                    
gi|145 GFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQKSQGIFKAIEGY 
      90       100       110       120       130       140          
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.3  bits: 19.9 E():   69 
Smith-Waterman score: 48; 22.9% identity (57.1% similar) in 35 aa overlap (20-54:339-373) 
 
                          10        20        30        40          
AAD-12            PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     ::  .:  . :  : . ...:.. : . .: 
gi|131 LLQPVSTPGEFELFFGAGGENPESFFKSFSDEILEAAFNTRRDRLQRIFGQQRQGVIVKA 
      310       320       330       340       350       360         
 
      50        60        70        80                              
AAD-12 GSAYIGYGMDTTATPLRPLVKVHPETGRPSL                              
       .   .                                                        
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gi|131 SEEQVRAMSRHEEGGIWPFGGESKGTINIYQQRPTHSNQYGQLHEVDASQYRQLRDLDLT 
      370       380       390       400       410       420         
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.1  bits: 17.7 E():   70 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (27-48:6-27) 
 
               10        20        30        40        50        60 
AAD-12 PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT 
                                 :.:.  ..  : :.  ::...:             
gi|159                      IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYKVPQL 
                                    10        20        30          
 
               70        80                                         
AAD-12 TATPLRPLVKVHPETGRPSL                                         
                                                                    
gi|159 EIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFXQFYQPDAYPSGAWYYVPL 
      40        50        60        70        80        90          
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 69.1  bits: 20.5 E():   70 
Smith-Waterman score: 50; 28.9% identity (60.5% similar) in 38 aa overlap (11-48:827-864) 
 
                                   10        20        30        40 
AAD-12                     PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     ...:: :  :.:   :   :. ..: : .. 
gi|377 NEKVKVYKRQMQEQEGMSQQNLTRVRRFQRELEAAEDRADQAESNLSFIRAKHRSWVTTS 
        800       810       820       830       840       850       
 
               50        60        70        80 
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
       .  : ..:                                 
gi|377 QVPGGTRQVFTTQEETTNY                      
        860       870                           
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 69.1  bits: 20.5 E():   70 
Smith-Waterman score: 58; 34.8% identity (60.9% similar) in 46 aa overlap (30-74:4-44) 
 
               10        20        30        40        50        60 
AAD-12 PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT 
                                    :::..  .:..:. ::   .:.  : :: :  
gi|219                           MAARSAKY--MYQSSRAGH---GGDISIEYGTDL 
                                           10           20          
 
                70        80                                        
AAD-12 TA-TPLRPLVKVHPETGRPSL                                        
        : : :.  ...  :                                              
gi|219 GALTRLEDKIRLLSEDLESERELRQRVEREKSDITVQLMNLTERLEETEGSSESVTEMNK 
      30        40        50        60        70        80          
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.0  bits: 17.7 E():   71 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (54-71:25-42) 
 
            30        40        50        60        70        80    
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL    
                                     .:. . :.:  ..: ..:             
gi|144       MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSL 
                     10        20        30        40        50     
 
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVE 
           60        70        80        90       100       110     
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.0  bits: 18.0 E():   72 
Smith-Waterman score: 42; 35.5% identity (61.3% similar) in 31 aa overlap (23-53:53-82) 
 
                       10        20        30        40        50   
AAD-12         PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA 
                                     :  :::   : .  ...: :.  ...:: : 
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gi|144 FLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQ-KVDVIDKAGLA 
             30        40        50        60        70         80  
 
             60        70        80                                 
AAD-12 YIGYGMDTTATPLRPLVKVHPETGRPSL                                 
       :                                                            
gi|144 YTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEKSA 
              90       100       110       120       130       140  
 
>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.9  bits: 18.0 E():   72 
Smith-Waterman score: 45; 42.9% identity (67.9% similar) in 28 aa overlap (33-59:124-150) 
 
             10        20        30         40        50        60  
AAD-12 VGGRTCFADMRAAYDALDEATRALVHQRSARHSLV-YSQSKLGHVQQAGSAYIGYGMDTT 
                                     : ::: : :::..  .. :.:.   :.:   
gi|170 ANMPAMETLIKDMAANHKARGIPKAQFNEFRASLVSYLQSKVSWNDSLGAAWT-QGLDNV 
           100       110       120       130       140        150   
 
              70        80 
AAD-12 ATPLRPLVKVHPETGRPSL 
                           
gi|170 FNMMFSYL            
            160            
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 68.9  bits: 18.8 E():   72 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (52-75:1-21) 
 
              30        40        50        60        70        80  
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL  
                                     : .:::    :::  : .   : :       
gi|109                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
gi|109 ADAAGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEP 
        30        40        50        60        70        80        
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 68.9  bits: 18.8 E():   73 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (52-75:1-21) 
 
              30        40        50        60        70        80  
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL  
                                     : .:::    :::  : .   : :       
gi|239                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
gi|239 ADAAGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEP 
        30        40        50        60        70        80        
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (17-45:101-129) 
 
                             10        20        30        40       
AAD-12               PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
         50        60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                                          
gi|273 RRRR                               
                                          
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.8  bits: 17.7 E():   73 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (17-45:101-129) 
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 4683



 

 

                             10        20        30        40       
AAD-12               PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
         50        60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                                          
gi|273 RRRR                               
                                          
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 68.7  bits: 19.6 E():   75 
Smith-Waterman score: 47; 33.3% identity (66.7% similar) in 36 aa overlap (15-49:123-158) 
 
                               10        20         30        40    
AAD-12                 PAVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYSQSKL 
                                     :. ..: .  ::.: . .:: . : : ..: 
gi|558 VCGRRHGVRIRVRSGGHDYEGLSYRSERPEAFAVVDLNKMRAVVVDGKARTAWVDSGAQL 
            100       110       120       130       140       150   
 
            50        60        70        80                        
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL                        
       :..  :                                                       
gi|558 GELYYAIAKNSPVLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGT 
            160       170       180       190       200       210   
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.6  bits: 17.4 E():   75 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (42-74:20-52) 
 
              20        30        40        50        60         70 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT-TATPLRPLVK 
                                     : :  .. :  :   :.:. .:  :. : : 
gi|131            AFKGILSNADIKAAEAACFKEGSFDEDGF-YAKVGLDAFSADELKKLFK 
                          10        20         30        40         
 
               80                                                   
AAD-12 VHPETGRPSL                                                   
       .  :                                                         
gi|131 IADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDK 
       50        60        70        80        90       100         
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 68.5  bits: 21.3 E():   76 
Smith-Waterman score: 53; 23.7% identity (52.5% similar) in 59 aa overlap (21-79:225-280) 
 
                         10        20        30        40        50 
AAD-12           PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 
                                     :  ..:::. .    . : .  : . ...  
gi|203 ELMRHYMHPMDSDLSCRMTLKDKVVTEVDCEERHVLVHRSNKPVHMSYVKMMLKQNKDGV 
          200       210       220       230       240       250     
 
               60        70        80                               
AAD-12 SAYIGYGMDTTATPLRPLVKVHPETGRPSL                               
       .: .:    :.: : :: ..   .   :.                                
gi|203 AADLG---PTNAQPKRPYLSFDHKHKNPTETDVVEVLKKLCSEITEPQASIETSFTFQKL 
             260       270       280       290       300       310  
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.5  bits: 18.2 E():   76 
Smith-Waterman score: 42; 29.6% identity (70.4% similar) in 27 aa overlap (34-60:76-101) 
 
            10        20        30        40        50        60    
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::.. ..:... :  ..   :: ::    
gi|549 LKIHNDFRNKVARGLETRGNPGPQPPAKNMNNLVWN-NELANIAQIWASQCKYGHDTCKD 
          50        60        70        80         90       100     
 
            70        80                                            
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AAD-12 PLRPLVKVHPETGRPSL                                            
                                                                    
gi|549 TTKYNVGQNIAVSSSTAAVYENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWA 
          110       120       130       140       150       160     
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 68.1  bits: 13.8 E():   80 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (24-28:2-6) 
 
               10        20        30        40        50        60 
AAD-12 PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT 
                              : :::                                 
gi|463                       DRNLVHSATR                             
                                     10                             
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.1  bits: 17.4 E():   80 
Smith-Waterman score: 41; 33.3% identity (51.9% similar) in 27 aa overlap (5-31:2-27) 
 
               10        20        30        40        50        60 
AAD-12 PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT 
           :  :.: :    . : :. :  : :..                              
gi|253    TGPYCYAGMGLPINPL-EGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDA 
                  10         20        30        40        50       
 
               70        80                                         
AAD-12 TATPLRPLVKVHPETGRPSL                                         
                                                                    
gi|253 SQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNAPYCL 
         60        70        80        90       100       110       
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 18.2 E():   82 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (22-55:71-104) 
 
                        10        20        30        40        50  
AAD-12          PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 
                                     :   :: .:.: .   ::..      : :  
gi|221 AQRPDNRIESEGGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGR 
               50        60        70        80        90       100 
 
              60        70        80                                
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSL                                
       .:.:                                                         
gi|221 GYFGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQKVHRFDEGDLIAV 
              110       120       130       140       150       160 
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 40; 30.0% identity (65.0% similar) in 20 aa overlap (3-22:59-78) 
 
                                           10        20        30   
AAD-12                             PAVGGRTCFADMRAAYDALDEATRALVHQRSA 
                                     .:  : .. :.   :..:.:           
gi|186 TVFPKVLPQLIKSVEILEGDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYTYTTIG 
       30        40        50        60        70        80         
 
             40        50        60        70        80             
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL             
                                                                    
gi|186 GDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVE 
       90       100       110       120       130       140         
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 18.2 E():   86 
Smith-Waterman score: 42; 33.3% identity (71.4% similar) in 21 aa overlap (44-64:72-92) 
 
            20        30        40        50        60        70    
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     : ...: .::   : ...:.:          
gi|383 TASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEE 
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              50        60        70        80        90       100  
 
            80                                                      
AAD-12 ETGRPSL                                                      
                                                                    
gi|383 EEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEEL 
             110       120       130       140       150       160  
 
>>gi|194350815|gb|ACF53836.1| Bla g 4 isoallergen 1 [Bla  (191 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 67.4  bits: 18.0 E():   87 
Smith-Waterman score: 41; 27.6% identity (53.9% similar) in 76 aa overlap (3-76:85-152) 
 
                                           10        20        30   
AAD-12                             PAVGGRTCFADMRAAYDALDEATRALVHQRSA 
                                     . ::: :   . . :  ::. .:.    :: 
gi|194 TQYKCWNDLFFFNNALVSKYTDSKGKNRTTIRGRTKFEGNKFTIDYDDEG-KAF----SA 
           60        70        80        90       100               
 
             40         50        60         70        80           
AAD-12 RHSLVYSQ-SKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVHPETGRPSL           
        .:.. .. .. . :.   .:  :.   .  . ::  : . ::: :               
gi|194 PYSVLATDYDNYAIVEGCPAAANGH---VIYVQLRLTLRSFHPEQGDKEALQHYTVHQVN 
     110       120       130          140       150       160       
 
gi|194 QHKKAIEEDLKHFNLKYEDLHSTCH 
        170       180       190  
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.1  bits: 17.1 E():   91 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (9-22:39-52) 
 
                                     10        20        30         
AAD-12                       PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|191 TLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
       40        50        60        70        80   
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL   
                                                    
gi|191 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.1  bits: 17.1 E():   91 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (9-22:39-52) 
 
                                     10        20        30         
AAD-12                       PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|730 TLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
       40        50        60        70        80   
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL   
                                                    
gi|730 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.9  bits: 19.1 E():   93 
Smith-Waterman score: 50; 30.4% identity (59.5% similar) in 79 aa overlap (4-76:161-236) 
 
                                          10           20           
AAD-12                            PAVGGRTCFAD-MRAAYDA--LDEATR--ALVH 
                                     :::  : . : .  .:  ..:: :  : :. 
gi|144 YAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAPTFSEAMRQGAEVY 
              140       150       160       170       180       190 
 
       30         40        50        60        70        80        
AAD-12 QR-SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL        
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       :. .:  . .:.::  :.: . :.  ..  ..:.   :  ..:.  :.:            
gi|144 QKLKALAKKTYGQSA-GNVGDEGG--VAPDIQTAEEALDLITKAIEEAGYTGKIKIAMDV 
              200        210         220       230       240        
 
gi|144 ASSEFYKADEKKYDLDFKNPDSDKSKWLTYEQLAEMYKSLAEKYPIVSIEDPFAEDDWEA 
       250       260       270       280       290       300        
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.9  bits: 17.9 E():   93 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (35-60:76-100) 
 
           10        20        30        40        50        60     
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDI 
          50        60        70        80         90       100     
 
           70        80                                             
AAD-12 LRPLVKVHPETGRPSL                                             
                                                                    
gi|549 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.9  bits: 17.9 E():   93 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (35-60:76-100) 
 
           10        20        30        40        50        60     
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
           70        80                                             
AAD-12 LRPLVKVHPETGRPSL                                             
                                                                    
gi|549 AKYPVGQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betula p  (21 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 66.7  bits: 14.6 E():   95 
Smith-Waterman score: 29; 42.9% identity (50.0% similar) in 14 aa overlap (57-70:8-21) 
 
         30        40        50        60        70        80 
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                                     :  :.  ::  : :           
gi|309                        MRVFNYKGETTSLIPLARLFK           
                                      10        20            
 
>>gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos tauru  (172 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 17.7 E():   95 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (27-48:49-70) 
 
                   10        20        30        40        50       
AAD-12     PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
       20        30        40        50        60        70         
 
         60        70        80                                     
AAD-12 GMDTTATPLRPLVKVHPETGRPSL                                     
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
       80        90       100       110       120       130         
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.7  bits: 17.9 E():   96 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (35-60:81-105) 
 
           10        20        30        40        50        60     
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
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                                     .::... .:..: :. .    :: ::     
gi|115 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
               60        70        80         90       100          
 
           70        80                                             
AAD-12 LRPLVKVHPETGRPSL                                             
                                                                    
gi|115 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
     110       120       130       140       150       160          
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.4 E():   97 
Smith-Waterman score: 41; 33.3% identity (51.9% similar) in 27 aa overlap (5-31:27-52) 
 
                                     10        20        30         
AAD-12                       PAVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                 :  :.: :    . : :. :  : :..        
gi|217 MASKSSISPLLLATVLVSVFAAATATGPYCYAGMGLPINPL-EGCREYVAQQTCGISISG 
               10        20        30        40         50          
 
       40        50        60        70        80                   
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL                   
                                                                    
gi|217 SAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDF 
      60        70        80        90       100       110          
 
>>gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A-I [  (262 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 18.2 E():   99 
Smith-Waterman score: 42; 20.0% identity (52.5% similar) in 40 aa overlap (39-78:71-110) 
 
       10        20        30        40        50        60         
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
       70        80                                                 
AAD-12 VKVHPETGRPSL                                                 
        . .:. ..:                                                   
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:52 2011 done: Fri Jan 21 00:02:52 2011 
 Total Scan time:  0.070 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 131  - 210 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     1     8:= * 
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  34     3    22:=      * 
  36    31    44:===========   * 
  38    37    73:=============           * 
  40   103   102:=================================*= 
  42    94   125:================================         * 
  44   117   137:=======================================      * 
  46   143   140:==============================================*= 
  48   117   134:=======================================     * 
  50   135   122:========================================*==== 
  52   147   107:===================================*============= 
  54   118    92:==============================*========= 
  56    83    77:=========================*== 
  58    68    63:====================*== 
  60    53    51:================*= 
  62    53    41:=============*==== 
  64    55    33:==========*======== 
  66    20    26:======= * 
  68    20    20:======* 
  70    19    16:=====*= 
  72     9    12:===* 
  74    23    10:===*==== 
  76     7     8:==* 
  78     6     6:=* 
  80     7     5:=*= 
  82     2     3:* 
  84     7     3:*== 
  86     1     2:* 
  88     4     2:*=         inset = represents 1 library sequences 
  90     2     1:* 
  92     2     1:*         :*= 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.28580.00309; mu= 2.2992 0.161 
 mean_var=38.1952 9.522, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.207525 
 Kolmogorov-Smirnov  statistic: 0.0947 (N=29) at  48 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   82 30.2   0.039 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   58 23.2     1.5 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   57 22.8     3.3 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   57 22.8     3.4 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   53 21.6     4.9 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   52 21.4     5.3 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   59 23.3     5.5 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   52 21.3       6 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   52 21.3       6 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.3     6.9 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.7     9.2 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.7     9.6 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.7     9.6 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 18.8     9.7 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.7     9.7 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 21.5      11 
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gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   56 22.4      11 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 21.5      11 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   54 21.8      13 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   54 21.8      13 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   56 22.3      15 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   56 22.3      15 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 21.2      16 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   54 21.8      18 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   47 19.8      18 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   51 20.9      18 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 22.3      19 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 22.3      19 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 19.8      19 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 20.6      21 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.5      23 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   52 21.2      24 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.3      25 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.3      25 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.3      25 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   44 19.0      25 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   49 20.3      25 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.8      28 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 20.3      30 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   48 20.0      30 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 19.0      30 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   47 19.8      31 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 18.1      31 
gi|21757|emb|CAA26383.1| unnamed protein product [ ( 296)   48 20.0      32 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   44 18.9      34 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   48 20.0      34 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   43 18.7      36 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   47 19.7      38 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 19.7      38 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 19.7      38 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 19.7      38 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 19.7      38 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 19.7      38 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 19.7      38 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 19.7      38 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 19.7      38 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 19.7      38 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 19.7      38 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 19.7      38 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 19.7      38 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 19.7      38 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 19.7      38 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   49 20.3      39 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   43 18.7      39 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 20.8      45 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.9      46 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   41 18.1      46 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   49 20.3      48 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 15.4      48 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   44 18.9      49 
gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Veno ( 204)   44 18.9      49 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   44 18.9      50 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 20.0      50 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.6      52 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 17.8      52 
gi|56417506|gb|AAV90694.1| GE-rich salivary protei ( 266)   45 19.2      53 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   47 19.7      54 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   46 19.4      54 
gi|56417504|gb|AAV90693.1| 30 kDa salivary gland a ( 271)   45 19.2      54 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.6      56 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 19.4      59 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   40 17.8      59 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.6      59 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 16.1      60 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 15.0      62 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.9      63 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   47 19.7      63 
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gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   43 18.6      64 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.0      64 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   41 18.0      66 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   48 19.9      67 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 17.8      68 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 17.8      69 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   41 18.0      69 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   50 20.5      69 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   50 20.5      69 
gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   41 18.0      70 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   44 18.8      70 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   40 17.8      70 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   40 17.8      70 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   44 18.8      71 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.5      72 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.7      73 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   42 18.3      74 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 13.9      75 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   53 21.3      75 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   39 17.5      77 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   42 18.3      79 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   40 17.7      82 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   42 18.3      83 
gi|194350815|gb|ACF53836.1| Bla g 4 isoallergen 1  ( 191)   41 18.0      84 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   38 17.2      87 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   38 17.2      87 
gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betu (  21)   29 14.7      90 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   41 18.0      90 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   41 18.0      90 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   45 19.1      91 
gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos t ( 172)   40 17.7      92 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   41 18.0      92 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   39 17.4      94 
gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A ( 262)   42 18.3      96 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  65 init1:  65 opt:  82  Z-score: 127.8  bits: 30.2 E(): 0.039 
Smith-Waterman score: 82; 23.4% identity (51.9% similar) in 77 aa overlap (3-79:309-379) 
 
                                           10        20        30   
AAD-12                             AVGGRTCFADMRAAYDALDEATRALVHQRSAR 
                                     :.: :  : :.  ..: .      : ..:  
gi|113 HGFFQVVNNNYDKWGSYAIGGSASPTILSQGNRFCAPDERSKKNVLGR------HGEAAA 
      280       290       300       310       320             330   
 
             40        50        60        70        80             
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL             
       .:. ..      : . :. ... :.: . :: .    .  : :. .:              
gi|113 ESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEPGESALSLTSSAGVLSCQP 
            340       350       360       370       380       390   
 
gi|113 GAPC 
            
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 99.1  bits: 23.2 E():  1.5 
Smith-Waterman score: 58; 26.9% identity (57.7% similar) in 52 aa overlap (8-59:26-77) 
 
                                 10        20        30        40   
AAD-12                   AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                :::      :.  . . :  ..:.   :.... .. 
gi|527 MVHHITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNV 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL                       
        :::.:.. :   .: :                                            
gi|527 DHVQDAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAG 
               70        80        90       100       110       120 
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
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 initn:  41 init1:  41 opt:  57  Z-score: 93.2  bits: 22.8 E():  3.3 
Smith-Waterman score: 57; 29.3% identity (60.3% similar) in 58 aa overlap (9-61:93-149) 
 
                                     10             20        30    
AAD-12                       AVGGRTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|144 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
             70        80        90       100        110       120  
 
            40        50        60        70        80              
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL              
       .. :  .:. .: .:...:.. :  : :                                 
gi|144 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
             130       140       150       160       170       180  
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 93.0  bits: 22.8 E():  3.4 
Smith-Waterman score: 57; 29.3% identity (60.3% similar) in 58 aa overlap (9-61:97-153) 
 
                                     10             20        30    
AAD-12                       AVGGRTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|622 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
         70        80        90       100       110        120      
 
            40        50        60        70        80              
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL              
       .. :  .:. .: .:...:.. :  : :                                 
gi|622 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
         130       140       150       160       170       180      
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  53  Z-score: 90.1  bits: 21.6 E():  4.9 
Smith-Waterman score: 53; 26.9% identity (63.5% similar) in 52 aa overlap (1-50:17-65) 
 
                               10          20        30        40   
AAD-12                 AVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                       : : .    :.:  .: :  ..:..:.   ....:.:.: : .: 
gi|111 MKFAIVLIACFAASVLAQGHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
             50        60        70        80                       
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL                       
        ....  :                                                     
gi|111 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
        60        70        80        90       100       110        
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 89.5  bits: 21.4 E():  5.3 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (10-50:11-50) 
 
                10          20        30        40        50        
AAD-12  AVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                 :.:  .: :  ..:..:.   ....:.:.: : .: ....  :        
gi|160 GSQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQLDELNENKSKELQEKI 
               10        20           30        40        50        
 
        60        70        80                                      
AAD-12 DTTATPLRPLVKVHPETGRPSLL                                      
                                                                    
gi|160 IRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQ 
        60        70        80        90       100       110        
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  59  Z-score: 89.2  bits: 23.3 E():  5.5 
Smith-Waterman score: 59; 35.6% identity (60.0% similar) in 45 aa overlap (28-65:198-242) 
 
                  10        20        30        40              50  
AAD-12    AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL------GHVQQAGSA 
                                     ::. :..:  .:. :      :  ..: .  
gi|303 LVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALAD 
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       170       180       190       200       210       220        
 
               60        70        80                               
AAD-12 YIGYGMDT-TATPLRPLVKVHPETGRPSLL                               
        .:.:::: ::  .:                                              
gi|303 VLGFGMDTETARKVRGEDDQRGHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICS 
       230       240       250       260       270       280        
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 88.5  bits: 21.3 E():    6 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (10-50:26-65) 
 
                               10          20        30        40   
AAD-12                 AVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                                :.:  .: :  ..:..:.   ....:.:.: : .: 
gi|111 MKFAIVLIACFAASVLAQEHKPEKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
             50        60        70        80                       
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL                       
        ....  :                                                     
gi|111 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
        60        70        80        90       100       110        
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 88.5  bits: 21.3 E():    6 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (10-50:26-65) 
 
                               10          20        30        40   
AAD-12                 AVGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                                :.:  .: :  ..:..:.   ....:.:.: : .: 
gi|420 MKFAIVLIACFAASVLAQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
             50        60        70        80                       
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL                       
        ....  :                                                     
gi|420 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
        60        70        80        90       100       110        
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.5  bits: 21.3 E():  6.9 
Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (15-38:29-52) 
 
                             10        20        30        40       
AAD-12               AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                   : : :::  : .  ..: .: .::         
gi|144 KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLSDS 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL                           
                                                                    
gi|144 KVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAGGE 
               70        80        90       100       110       120 
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.2  bits: 22.7 E():  9.2 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (11-50:372-411) 
 
                                   10        20        30        40 
AAD-12                     AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|224 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             350       360       370       380       390       400  
 
               50        60        70        80                     
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL                     
         .::: . :                                                   
gi|224 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             410       420       430       440       450       460  

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 4693



 

 

 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.9  bits: 22.7 E():  9.6 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (11-50:392-431) 
 
                                   10        20        30        40 
AAD-12                     AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|571 GNRSPHIYDPQRWFTQNCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
               50        60        70        80                     
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL                     
         .::: . :                                                   
gi|571 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFA 
             430       440       450       460       470       480  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.9  bits: 22.7 E():  9.6 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (11-50:392-431) 
 
                                   10        20        30        40 
AAD-12                     AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|199 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
               50        60        70        80                     
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL                     
         .::: . :                                                   
gi|199 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             430       440       450       460       470       480  
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 84.7  bits: 18.8 E():  9.7 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (43-63:5-25) 
 
             20        30        40        50        60        70   
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     :.:..: :. .::  .  :.:          
gi|462                           AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKN 
                                         10        20        30     
 
             80 
AAD-12 ETGRPSLL 
                
gi|462 LNSA     
                
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.7  bits: 22.7 E():  9.7 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (11-50:400-439) 
 
                                   10        20        30        40 
AAD-12                     AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|213 RSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
     370       380       390       400       410       420          
 
               50        60        70        80                     
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL                     
         .::: . :                                                   
gi|213 GRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLA 
     430       440       450       460       470       480          
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 83.8  bits: 21.5 E():   11 
Smith-Waterman score: 53; 28.1% identity (57.8% similar) in 64 aa overlap (7-62:202-265) 
 
                                       10        20              30 
AAD-12                         AVGGRTCFADMRAAYDALDEATRALVHQ------RS 
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                                     :. ...::      :: : . :      .. 
gi|168 APADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEA 
             180       190       200       210       220       230  
 
               40          50        60        70        80 
AAD-12 ARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
       :  . . ..:.. .:.:  .:.: .. :  ::::                   
gi|168 ALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV   
             240       250       260       270       280    
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 83.6  bits: 22.4 E():   11 
Smith-Waterman score: 56; 28.9% identity (52.6% similar) in 38 aa overlap (13-50:371-408) 
 
                                 10        20        30        40   
AAD-12                   AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :  : . .  ..:  .  ::..:      
gi|370 RSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGR 
              350       360       370       380       390       400 
 
             50        60        70        80                       
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL                       
       .::: . :                                                     
gi|370 AHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGE 
              410       420       430       440       450       460 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 83.5  bits: 21.5 E():   11 
Smith-Waterman score: 53; 28.1% identity (57.8% similar) in 64 aa overlap (7-62:211-274) 
 
                                       10        20              30 
AAD-12                         AVGGRTCFADMRAAYDALDEATRALVHQ------RS 
                                     :. ...::      :: : . :      .. 
gi|330 APADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEA 
              190       200       210       220       230       240 
 
               40          50        60        70        80 
AAD-12 ARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
       :  . . ..:.. .:.:  .:.: .. :  ::::                   
gi|330 ALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV   
              250       260       270       280       290   
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 82.5  bits: 21.8 E():   13 
Smith-Waterman score: 54; 19.0% identity (51.2% similar) in 84 aa overlap (1-79:297-380) 
 
                                             10          20         
AAD-12                               AVGGRTCFADMRAA--YDALDEATRALVHQ 
                                     :.:: .  . .  .  . : :.  .  :   
gi|166 FTDNVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLA 
        270       280       290       300       310       320       
 
       30           40        50        60        70        80      
AAD-12 RS---ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL      
       :.   : .:....  .   . . :. ..  : : . ::..    .  : :. ..       
gi|166 RTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTSSA 
        330       340       350       360       370       380       
 
gi|166 GVFSCRPGAPC 
        390        
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  47 init1:  47 opt:  54  Z-score: 82.5  bits: 21.8 E():   13 
Smith-Waterman score: 54; 19.0% identity (51.2% similar) in 84 aa overlap (1-79:297-380) 
 
                                             10          20         
AAD-12                               AVGGRTCFADMRAA--YDALDEATRALVHQ 
                                     :.:: .  . .  .  . : :.  .  :   
gi|113 FTDNVDQRMPRCRFGFFQVVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLA 
        270       280       290       300       310       320       
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       30           40        50        60        70        80      
AAD-12 RS---ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL      
       :.   : .:....  .   . . :. ..  : : . ::..    .  : :. ..       
gi|113 RTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTSSA 
        330       340       350       360       370       380       
 
gi|113 GVFSCHPGAPC 
        390        
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  56  Z-score: 81.5  bits: 22.3 E():   15 
Smith-Waterman score: 56; 27.8% identity (63.9% similar) in 36 aa overlap (28-63:539-574) 
 
                  10        20        30        40        50        
AAD-12    AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.:.. .   . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYP 
      510       520       530       540       550       560         
 
        60        70        80                                      
AAD-12 DTTATPLRPLVKVHPETGRPSLL                                      
        ..  :                                                       
gi|217 TSVQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQP 
      570       580       590       600       610       620         
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 81.4  bits: 22.3 E():   15 
Smith-Waterman score: 56; 25.0% identity (63.9% similar) in 36 aa overlap (28-63:551-586) 
 
                  10        20        30        40        50        
AAD-12    AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.... . . . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYP 
              530       540       550       560       570       580 
 
        60        70        80                                      
AAD-12 DTTATPLRPLVKVHPETGRPSLL                                      
        .   :                                                       
gi|217 TSLQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQP 
              590       600       610       620       630       640 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.6  bits: 21.2 E():   16 
Smith-Waterman score: 52; 40.0% identity (56.0% similar) in 25 aa overlap (50-74:25-49) 
 
      20        30        40        50        60        70          
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                                     .:  ::.  : :::  : . . : :      
gi|249       MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPA 
                     10        20        30        40        50     
 
      80                                                            
AAD-12 L                                                            
                                                                    
gi|249 TPAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGL 
           60        70        80        90       100       110     
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 80.0  bits: 21.8 E():   18 
Smith-Waterman score: 54; 23.5% identity (54.4% similar) in 68 aa overlap (13-80:426-489) 
 
                                 10        20        30        40   
AAD-12                   AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     :  ....:   :.. :.  . .:    ..  
gi|258 AERGFFYRNGIYSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNH 
         400       410       420       430       440       450      
 
             50        60        70        80                       
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL                       
       : .::::.     :..  :   .  . ..  .:: :.:                       
gi|258 GVIQQAGN----QGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQISREQARQL 
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         460           470       480       490       500       510  
 
gi|258 KYNRQETIALSSSQQRRAVV 
             520       530  
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 79.8  bits: 19.8 E():   18 
Smith-Waterman score: 47; 33.3% identity (56.7% similar) in 30 aa overlap (1-30:24-52) 
 
                                      10        20        30        
AAD-12                        AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                              :. :. :.: :    . : :. :  : :..        
gi|189 MASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPL-EGCREYVAQQTCGVTIAG 
               10        20        30        40         50          
 
        40        50        60        70        80                  
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL                  
                                                                    
gi|189 SPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFA 
      60        70        80        90       100       110          
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 79.7  bits: 20.9 E():   18 
Smith-Waterman score: 51; 36.1% identity (55.6% similar) in 36 aa overlap (48-78:21-56) 
 
        20        30        40        50          60           70   
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGS--AYIGYGMDTTATP---LRPLVKVHP 
                                     :::  : .:::  : :.:     : . . : 
gi|330           MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAP 
                         10        20        30        40        50 
 
             80                                                     
AAD-12 ETGRPSLL                                                     
         ..:.                                                       
gi|330 AGAEPAGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLS 
               60        70        80        90       100       110 
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 79.6  bits: 22.3 E():   19 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (38-55:283-300) 
 
        10        20        30        40        50        60        
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
        70        80                                                
AAD-12 VKVHPETGRPSLL                                                
                                                                    
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 79.4  bits: 22.3 E():   19 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (38-55:289-306) 
 
        10        20        30        40        50        60        
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
 
        70        80                                                
AAD-12 VKVHPETGRPSLL                                                
                                                                    
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.3  bits: 19.8 E():   19 
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Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (11-27:14-30) 
 
                  10        20        30        40        50        
AAD-12    AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                    .: :.: .:.  .. .:                               
gi|219 MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLIIEIDAD 
               10        20        30        40        50        60 
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.9  bits: 20.6 E():   21 
Smith-Waterman score: 50; 32.1% identity (57.1% similar) in 28 aa overlap (51-78:1-28) 
 
               30        40        50        60        70        80 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::  : :.:    . . :  ..:.   
gi|295                               ADLGYGPATPAAPAAGYTPAAPAGAEPAGK 
                                             10        20        30 
 
gi|295 ATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAE 
               40        50        60        70        80        90 
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.0  bits: 19.5 E():   23 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (11-28:126-143) 
 
                                   10        20        30        40 
AAD-12                     AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . ::..::: :..: ...             
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG         
         100       110       120       130       140                
 
               50        60        70        80 
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 77.6  bits: 21.2 E():   24 
Smith-Waterman score: 52; 24.3% identity (73.0% similar) in 37 aa overlap (18-53:143-179) 
 
                            10        20        30        40        
AAD-12              AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG-HVQ 
                                     .::   .:.: .. .. .::  .... .:. 
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
         50        60        70        80                           
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL                           
       . :...:                                                      
gi|215 NNGDVFILLVPNFVFVWTGKHSNRMERTTAIRVANDLKSELNRFKLSSVILEDGKEVEQT 
            180       190       200       210       220       230   
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.5  bits: 19.3 E():   25 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (53-70:24-41) 
 
             30        40        50        60        70        80   
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL   
                                     .:. . :.:  :.: ..:             
gi|144        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.5  bits: 19.3 E():   25 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (53-70:24-41) 
 
             30        40        50        60        70        80   
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL   
                                     .:. . :.:  :.: ..:             
gi|379        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
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                      10        20        30        40        50    
 
gi|379 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.5  bits: 19.3 E():   25 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (53-70:24-41) 
 
             30        40        50        60        70        80   
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL   
                                     .:. . :.:  :.: ..:             
gi|121        MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSL 
                      10        20        30        40        50    
 
gi|121 STFKNTEIKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVV 
            60        70        80        90       100       110    
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.3  bits: 19.0 E():   25 
Smith-Waterman score: 44; 50.0% identity (71.4% similar) in 14 aa overlap (56-69:19-32) 
 
          30        40        50        60        70        80      
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL      
                                     :.: ::  :. :.:                 
gi|135             MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFA 
                           10        20        30        40         
 
gi|135 KALEGKDVKDLLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGL 
       50        60        70        80        90       100         
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.2  bits: 20.3 E():   25 
Smith-Waterman score: 49; 21.9% identity (59.4% similar) in 32 aa overlap (29-60:179-210) 
 
                 10        20        30        40        50         
AAD-12   AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :.  .:.. .... :. ::      : :.. 
gi|219 MWQQSSCHVMQQQCCQQLSQIPEQSRYDAIRAITYSIILQEQQQGQSQQQQPQQSGQGVS 
      150       160       170       180       190       200         
 
       60        70        80                                       
AAD-12 TTATPLRPLVKVHPETGRPSLL                                       
        .                                                           
gi|219 QSQQQSQQQLGQCSFQQPQQQLGQQPQQQQVQQGTFLQPHQIAHLEVMTSIALRTLPTMC 
      210       220       230       240       250       260         
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 76.4  bits: 19.8 E():   28 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (8-29:74-98) 
 
                                      10           20        30     
AAD-12                        AVGGRTCFADMRAAYDAL---DEATRALVHQRSARHS 
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
 
           40        50        60        70        80               
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL               
                                                                    
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.8  bits: 20.3 E():   30 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (48-64:200-216) 
 
        20        30        40        50        60        70        
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
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     170       180       190       200       210       220          
 
        80                                                          
AAD-12 SLL                                                          
                                                                    
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.8  bits: 20.0 E():   30 
Smith-Waterman score: 48; 25.6% identity (56.4% similar) in 39 aa overlap (34-72:87-125) 
 
            10        20        30        40        50        60    
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     : : . ..  . :.:.:  . :: .  ..  
gi|144 DLAEAPFQISLLKDYLIMKRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSS 
         60        70        80        90       100       110       
 
            70        80                                            
AAD-12 LRPLVKVHPETGRPSLL                                            
           .::.:                                                    
gi|144 SYGDLKVKPIIQHESYEQDQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVDGDKVTIYG 
        120       130       140       150       160       170       
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.8  bits: 19.0 E():   30 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (53-73:25-45) 
 
             30        40        50        60        70        80   
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL   
                                     .:. . :.:  :.:  .:  :          
gi|990       MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSL 
                     10        20        30        40        50     
 
gi|990 STFKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVV 
           60        70        80        90       100       110     
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.7  bits: 19.8 E():   31 
Smith-Waterman score: 47; 33.3% identity (52.8% similar) in 36 aa overlap (8-43:159-191) 
 
                                      10        20        30        
AAD-12                        AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :   . : ..::   :   :: .  :.:   
gi|136 TNTEKLPTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFEIR---HQLTQIHGLYR 
      130       140       150       160       170          180      
 
        40        50        60        70        80       
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL       
       :..: :                                            
gi|136 SSDKTGGYWKITMNDGSTYQSDLSKKFEYNTEKPPINIDEIKTIEAEIN 
         190       200       210       220       230     
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 75.6  bits: 18.1 E():   31 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (26-47:37-58) 
 
                    10        20        30        40        50      
AAD-12      AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
          60        70        80 
AAD-12 GMDTTATPLRPLVKVHPETGRPSLL 
                                 
gi|162 VPQLEIVPNS                
         70                      
 
>>gi|21757|emb|CAA26383.1| unnamed protein product [Trit  (296 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.3  bits: 20.0 E():   32 
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Smith-Waterman score: 48; 21.3% identity (61.7% similar) in 47 aa overlap (17-63:200-246) 
 
                             10        20        30        40       
AAD-12               AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :. ....:.. ... :..   :: .: . : 
gi|217 SQVLQQSTYQPLQQLCCQQLWQIPEQSRCQAIHNVVHAIILHQQQRQQQPSSQVSLQQPQ 
     170       180       190       200       210       220          
 
         50        60        70        80                           
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL                           
       :   .  :. . .  .:                                            
gi|217 QQYPSGQGFFQPSQQNPQAQGSVQPQQLPQFEEIRNLALQTLPRMCNVYIPPYCSTTIAP 
     230       240       250       260       270       280          
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 74.9  bits: 18.9 E():   34 
Smith-Waterman score: 44; 33.3% identity (55.6% similar) in 27 aa overlap (4-30:27-52) 
 
                                      10        20        30        
AAD-12                        AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                 :. :.: :    . : :. :  : :..        
gi|439 MASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPL-EGCREYVAQQTCGVTIAG 
               10        20        30        40         50          
 
        40        50        60        70        80                  
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL                  
                                                                    
gi|439 SPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDF 
      60        70        80        90       100       110          
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 74.8  bits: 20.0 E():   34 
Smith-Waterman score: 48; 25.0% identity (51.8% similar) in 56 aa overlap (26-78:3-56) 
 
               10        20        30        40        50        60 
AAD-12 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                ::: ..  .:  . . ..    . .: .:::  :  
gi|398                        MAVHQYTV--ALFLAVALVAGPAASYAADLGYGPATP 
                                        10        20        30      
 
                  70        80                                      
AAD-12 ATP---LRPLVKVHPETGRPSLL                                      
       :.:     : . . :  . :.                                        
gi|398 AAPAAGYTPATPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVA 
          40        50        60        70        80        90      
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 74.4  bits: 18.7 E():   36 
Smith-Waterman score: 43; 26.3% identity (57.9% similar) in 38 aa overlap (44-78:33-70) 
 
            20        30        40        50        60           70 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVKV 
                                     ....:.::     .: :::   : : .. . 
gi|668 ASEAAAAAATPVAPTEGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPI 
             10        20        30        40        50        60   
 
               80                                                   
AAD-12 HPETGRPSLL                                                   
         . .. :                                                     
gi|668 FADMAKKSPNVVFLKVDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKL 
             70        80        90       100       110       120   
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.0  bits: 19.7 E():   38 
Smith-Waterman score: 47; 36.0% identity (76.0% similar) in 25 aa overlap (11-35:106-130) 
 
                                   10        20        30        40 
AAD-12                     AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     ...: . :.:::.:  ... ::. :      
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
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               50        60        70        80                     
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL                     
                                                                    
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.9  bits: 19.7 E():   38 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (51-78:1-31) 
 
               30        40        50        60           70        
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
        80                                                          
AAD-12 SLL                                                          
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.9  bits: 19.7 E():   38 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (51-78:1-31) 
 
               30        40        50        60           70        
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
        80                                                          
AAD-12 SLL                                                          
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.9  bits: 19.7 E():   38 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (51-78:1-31) 
 
               30        40        50        60           70        
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
        80                                                          
AAD-12 SLL                                                          
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.9  bits: 19.7 E():   38 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (51-78:1-31) 
 
               30        40        50        60           70        
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
        80                                                          
AAD-12 SLL                                                          
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
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>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.9  bits: 19.7 E():   38 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (51-78:1-31) 
 
               30        40        50        60           70        
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
        80                                                          
AAD-12 SLL                                                          
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.9  bits: 19.7 E():   38 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (51-78:1-31) 
 
               30        40        50        60           70        
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
        80                                                          
AAD-12 SLL                                                          
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.9  bits: 19.7 E():   38 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (51-78:1-31) 
 
               30        40        50        60           70        
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
        80                                                          
AAD-12 SLL                                                          
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.9  bits: 19.7 E():   38 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (51-78:1-31) 
 
               30        40        50        60           70        
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
        80                                                          
AAD-12 SLL                                                          
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.9  bits: 19.7 E():   38 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (51-78:1-31) 
 
               30        40        50        60           70        
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
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gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
        80                                                          
AAD-12 SLL                                                          
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.9  bits: 19.7 E():   38 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (51-78:1-31) 
 
               30        40        50        60           70        
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
        80                                                          
AAD-12 SLL                                                          
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.9  bits: 19.7 E():   38 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (51-78:1-31) 
 
               30        40        50        60           70        
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
        80                                                          
AAD-12 SLL                                                          
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.9  bits: 19.7 E():   38 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (51-78:1-31) 
 
               30        40        50        60           70        
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
        80                                                          
AAD-12 SLL                                                          
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.9  bits: 19.7 E():   38 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (51-78:1-31) 
 
               30        40        50        60           70        
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
        80                                                          
AAD-12 SLL                                                          
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
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               40        50        60        70        80        90 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.9  bits: 19.7 E():   38 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (51-78:1-31) 
 
               30        40        50        60           70        
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
        80                                                          
AAD-12 SLL                                                          
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.8  bits: 20.3 E():   39 
Smith-Waterman score: 49; 36.7% identity (66.7% similar) in 30 aa overlap (23-52:43-72) 
 
                       10        20        30        40        50   
AAD-12         AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.. . .:: . : : ..::..  : : : 
gi|558 RVRSGGHDYEGLSYRSLQPENFAVVDLNQMRAVLVDGKARTAWVDSGAQLGELYYAISKY 
             20        30        40        50        60        70   
 
             60        70        80                                 
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLL                                 
                                                                    
gi|558 SRTLAFPAGVCPTIGVGGNLAGGGFGMLLRKYGIAAENVIDVKLVDANGKLHDKKSMGDD 
             80        90       100       110       120       130   
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.7  bits: 18.7 E():   39 
Smith-Waterman score: 43; 29.6% identity (66.7% similar) in 27 aa overlap (50-76:9-35) 
 
      20        30        40        50        60        70          
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                                     ::.    . ..:.  : .:.:. ..::    
gi|244                       MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQS 
                                     10        20        30         
 
      80                                                            
AAD-12 L                                                            
                                                                    
gi|244 CQRQFEEQQRFRNCQRYVKQEVQRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQ 
       40        50        60        70        80        90         
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 72.7  bits: 20.8 E():   45 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (41-55:609-623) 
 
               20        30        40        50        60        70 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
               80                                                   
AAD-12 HPETGRPSLL                                                   
                                                                    
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.6  bits: 18.9 E():   46 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (28-43:46-61) 
 
                  10        20        30        40        50        
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AAD-12    AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
        60        70        80                                      
AAD-12 DTTATPLRPLVKVHPETGRPSLL                                      
                                                                    
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 72.5  bits: 18.1 E():   46 
Smith-Waterman score: 41; 22.2% identity (70.4% similar) in 27 aa overlap (2-28:36-61) 
 
                                            10        20        30  
AAD-12                              AVGGRTCFADMRAAYDALDEATRALVHQRSA 
                                     ..:..  :: . ... ::.   ....:    
gi|207 IVSEKDIDAALESVKAAGSFNYKIFFQKVGLAGKSA-ADAKKVFEILDRDKSGFIEQDEL 
          10        20        30        40         50        60     
 
              40        50        60        70        80 
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                                         
gi|207 GLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVKA     
           70        80        90       100              
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.2  bits: 20.3 E():   48 
Smith-Waterman score: 49; 37.9% identity (62.1% similar) in 29 aa overlap (26-54:74-102) 
 
                    10        20        30        40        50      
AAD-12      AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     : .:.: .   ::.. :    : ::.:.:  
gi|112 NRIESEGGYIETWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGL 
            50        60        70        80        90       100    
 
          60        70        80                                    
AAD-12 GMDTTATPLRPLVKVHPETGRPSLL                                    
                                                                    
gi|112 IFPGCPSTYEEPAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTG 
           110       120       130       140       150       160    
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 72.2  bits: 15.4 E():   48 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (31-45:1-15) 
 
               10        20        30        40        50        60 
AAD-12 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                     :: . : : ..::..                
gi|323                               ARTAWVDSGAQLGELSY              
                                             10                     
 
               70        80 
AAD-12 ATPLRPLVKVHPETGRPSLL 
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.0  bits: 18.9 E():   49 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (34-59:76-100) 
 
            10        20        30        40        50        60    
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
            70        80                                            
AAD-12 LRPLVKVHPETGRPSLL                                            
                                                                    
gi|549 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
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>>gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.0  bits: 18.9 E():   49 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (34-59:76-100) 
 
            10        20        30        40        50        60    
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
            70        80                                            
AAD-12 LRPLVKVHPETGRPSLL                                            
                                                                    
gi|549 AKYQVGQNVALTGSTAAVYNDPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 71.9  bits: 18.9 E():   50 
Smith-Waterman score: 44; 29.6% identity (77.8% similar) in 27 aa overlap (33-59:77-102) 
 
             10        20        30        40        50        60   
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::... .:... :. ..  .:: ::    
gi|549 LKVHNDFRQKVAKGLETRGNPGPQPPAKNMNNLVWND-ELANIAQVWASQCNYGHDTCKD 
         50        60        70        80         90       100      
 
             70        80                                           
AAD-12 PLRPLVKVHPETGRPSLL                                           
                                                                    
gi|549 TEKYPVGQNIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWA 
         110       120       130       140       150       160      
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 71.8  bits: 20.0 E():   50 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (10-24:431-446) 
 
                                    10         20        30         
AAD-12                      AVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYS 
                                     :..: :::.: ...::               
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA               
              410       420       430       440                     
 
       40        50        60        70        80 
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 71.6  bits: 18.6 E():   52 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (28-42:138-152) 
 
                  10        20        30        40        50        
AAD-12    AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
        60        70        80 
AAD-12 DTTATPLRPLVKVHPETGRPSLL 
                               
gi|391 ASIDTILTKV              
       170                     
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.5  bits: 17.8 E():   52 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (38-55:26-43) 
 
        10        20        30        40        50        60        
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : .. :. :: :..  ::             
gi|897      EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQ 
                    10        20        30        40        50      

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 4707



 

 

 
        70        80                                  
AAD-12 VKVHPETGRPSLL                                  
                                                      
gi|897 QGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
          60        70        80        90       100  
 
>>gi|56417506|gb|AAV90694.1| GE-rich salivary protein 30  (266 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.3  bits: 19.2 E():   53 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (28-58:183-213) 
 
                  10        20        30        40        50        
AAD-12    AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
            160       170       180       190       200       210   
 
        60        70        80                                
AAD-12 DTTATPLRPLVKVHPETGRPSLL                                
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
            220       230       240       250       260       
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.3  bits: 19.7 E():   54 
Smith-Waterman score: 47; 25.7% identity (51.4% similar) in 35 aa overlap (45-79:341-375) 
 
           20        30        40        50        60        70     
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ..  :.: . :: .    .  :  
gi|113 ASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMIPAEP 
              320       330       340       350       360       370 
 
           80                 
AAD-12 GRPSLL                 
       :.  :                  
gi|113 GEAVLRLTSSAGVLSCQPGAPC 
              380       390   
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 71.2  bits: 19.4 E():   54 
Smith-Waterman score: 46; 28.1% identity (56.1% similar) in 57 aa overlap (24-80:232-273) 
 
                      10        20        30        40        50    
AAD-12        AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                     : .:  :. ::....:..  . ::       
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIH--SVVHSIIMQQQQQQQQQQ------ 
             210       220       230         240       250          
 
            60        70        80                                  
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLL                                  
         :.:     . :: . : ..:. ::.                                  
gi|170 --GIDI----FLPLSQ-HEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYV 
                 260        270       280       290       300       
 
>>gi|56417504|gb|AAV90693.1| 30 kDa salivary gland aller  (271 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.2  bits: 19.2 E():   54 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (28-58:188-218) 
 
                  10        20        30        40        50        
AAD-12    AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
       160       170       180       190       200       210        
 
        60        70        80                                
AAD-12 DTTATPLRPLVKVHPETGRPSLL                                
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
       220       230       240       250       260       270  
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>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.9  bits: 15.6 E():   56 
Smith-Waterman score: 36; 44.0% identity (56.0% similar) in 25 aa overlap (42-66:2-24) 
 
              20        30        40        50        60        70  
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     ::..  :  :  : :. : :::  :      
gi|751                              DLGYAP-ATPAAPGAGY-TPATPAAP      
                                             10         20          
 
              80 
AAD-12 PETGRPSLL 
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.6  bits: 19.4 E():   59 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (53-62:284-293) 
 
             30        40        50        60        70        80   
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL   
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.6  bits: 17.8 E():   59 
Smith-Waterman score: 40; 25.6% identity (59.0% similar) in 39 aa overlap (25-63:54-92) 
 
                     10        20        30        40        50     
AAD-12       AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     :. . : . . : : .  : . ..:.:  : 
gi|117 KAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAG 
            30        40        50        60        70        80    
 
           60        70        80     
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLL     
        . .. :.:                      
gi|117 GSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
            90       100       110    
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.5  bits: 15.6 E():   59 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (60-66:5-11) 
 
      30        40        50        60        70        80 
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:.::               
gi|751                           TKSQTHVPIRPNKLVLKVQKDRATN 
                                         10        20      
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 70.4  bits: 16.1 E():   60 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (43-63:5-25) 
 
             20        30        40        50        60        70   
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     :.: .: :  : : .   :.:          
gi|462                           TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXL 
                                         10        20        30     
 
             80 
AAD-12 ETGRPSLL 
                
gi|462 SSA      
                
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 70.1  bits: 15.0 E():   62 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (57-64:10-17) 
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         30        40        50        60        70        80 
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     :.:  :::                 
gi|244                      IGNEDCTPWMSTLITPLP                
                                    10                        
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.9  bits: 18.9 E():   63 
Smith-Waterman score: 44; 20.0% identity (52.5% similar) in 40 aa overlap (38-77:51-90) 
 
        10        20        30        40        50        60        
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|130 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               30        40        50        60        70        80 
 
        70        80                                                
AAD-12 VKVHPETGRPSLL                                                
        . .:. ..:                                                   
gi|130 PQPQPQYSQPQEPISQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQS 
               90       100       110       120       130       140 
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.7 E():   63 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (25-46:332-353) 
 
                     10        20        30        40        50     
AAD-12       AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     : :     ::..:. .  :.::         
gi|259 LTTLNSLNLPILKWLQLSVEKGVLYKNALVLPHWNLNSHSIIYGCKGKGQVQVVDNFGNR 
             310       320       330       340       350       360  
 
           60        70        80                                   
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLL                                   
                                                                    
gi|259 VFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRAMTSPLAGRTSVLGGMPEEVL 
             370       380       390       400       410       420  
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.9  bits: 18.6 E():   64 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (42-75:31-64) 
 
              20        30        40        50        60        70  
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :. :  . :::..::  .     . ::    
gi|616 NEIAXAKIDLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCA 
               10        20        30        40        50        60 
 
              80                                                    
AAD-12 PETGRPSLL                                                    
        . :                                                         
gi|616 SQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNK 
               70        80        90       100       110       120 
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.8  bits: 18.0 E():   64 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (60-67:34-41) 
 
      30        40        50        60        70        80          
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL          
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 69.6  bits: 18.0 E():   66 
Smith-Waterman score: 41; 42.1% identity (68.4% similar) in 19 aa overlap (4-22:62-78) 
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                                          10        20        30    
AAD-12                            AVGGRTCFADMRAAYDALDEATRALVHQRSARH 
                                     :.: ..  .   ::.::::            
gi|145 PKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSYVLHK--IDAIDEATYTYDYTISGGT 
              40        50        60        70          80          
 
            40        50        60        70        80              
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL              
                                                                    
gi|145 GFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQKSQGIFKAIEGY 
      90       100       110       120       130       140          
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.5  bits: 19.9 E():   67 
Smith-Waterman score: 48; 22.9% identity (57.1% similar) in 35 aa overlap (19-53:339-373) 
 
                           10        20        30        40         
AAD-12             AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     ::  .:  . :  : . ...:.. : . .: 
gi|131 LLQPVSTPGEFELFFGAGGENPESFFKSFSDEILEAAFNTRRDRLQRIFGQQRQGVIVKA 
      310       320       330       340       350       360         
 
       50        60        70        80                             
AAD-12 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLL                             
       .   .                                                        
gi|131 SEEQVRAMSRHEEGGIWPFGGESKGTINIYQQRPTHSNQYGQLHEVDASQYRQLRDLDLT 
      370       380       390       400       410       420         
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.4  bits: 17.8 E():   68 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (26-47:6-27) 
 
               10        20        30        40        50        60 
AAD-12 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                :.:.  ..  : :.  ::...:              
gi|159                     IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYKVPQLE 
                                   10        20        30        40 
 
               70        80                                         
AAD-12 ATPLRPLVKVHPETGRPSLL                                         
                                                                    
gi|159 IVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFXQFYQPDAYPSGAWYYVPLG 
               50        60        70        80        90       100 
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.3  bits: 17.8 E():   69 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (53-70:25-42) 
 
             30        40        50        60        70        80   
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL   
                                     .:. . :.:  ..: ..:             
gi|144       MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSL 
                     10        20        30        40        50     
 
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVE 
           60        70        80        90       100       110     
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 42; 35.5% identity (61.3% similar) in 31 aa overlap (22-52:53-82) 
 
                        10        20        30        40        50  
AAD-12          AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA 
                                     :  :::   : .  ...: :.  ...:: : 
gi|144 FLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQ-KVDVIDKAGLA 
             30        40        50        60        70         80  
 
              60        70        80                                
AAD-12 YIGYGMDTTATPLRPLVKVHPETGRPSLL                                
       :                                                            
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gi|144 YTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEKSA 
              90       100       110       120       130       140  
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 69.2  bits: 20.5 E():   69 
Smith-Waterman score: 58; 34.8% identity (60.9% similar) in 46 aa overlap (29-73:4-44) 
 
               10        20        30        40        50        60 
AAD-12 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                   :::..  .:..:. ::   .:.  : :: :   
gi|219                          MAARSAKY--MYQSSRAGH---GGDISIEYGTDLG 
                                          10           20        30 
 
                70        80                                        
AAD-12 A-TPLRPLVKVHPETGRPSLL                                        
       : : :.  ...  :                                               
gi|219 ALTRLEDKIRLLSEDLESERELRQRVEREKSDITVQLMNLTERLEETEGSSESVTEMNKK 
               40        50        60        70        80        90 
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 69.2  bits: 20.5 E():   69 
Smith-Waterman score: 50; 28.9% identity (60.5% similar) in 38 aa overlap (10-47:827-864) 
 
                                    10        20        30          
AAD-12                      AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     ...:: :  :.:   :   :. ..: : .. 
gi|377 NEKVKVYKRQMQEQEGMSQQNLTRVRRFQRELEAAEDRADQAESNLSFIRAKHRSWVTTS 
        800       810       820       830       840       850       
 
      40        50        60        70        80 
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
       .  : ..:                                  
gi|377 QVPGGTRQVFTTQEETTNY                       
        860       870                            
 
>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 18.0 E():   70 
Smith-Waterman score: 45; 42.9% identity (67.9% similar) in 28 aa overlap (32-58:124-150) 
 
              10        20        30         40        50        60 
AAD-12 VGGRTCFADMRAAYDALDEATRALVHQRSARHSLV-YSQSKLGHVQQAGSAYIGYGMDTT 
                                     : ::: : :::..  .. :.:.   :.:   
gi|170 ANMPAMETLIKDMAANHKARGIPKAQFNEFRASLVSYLQSKVSWNDSLGAAWT-QGLDNV 
           100       110       120       130       140        150   
 
               70        80 
AAD-12 ATPLRPLVKVHPETGRPSLL 
                            
gi|170 FNMMFSYL             
            160             
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.1  bits: 18.8 E():   70 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (51-74:1-21) 
 
               30        40        50        60        70        80 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::    :::  : .   : :       
gi|109                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
gi|109 ADAAGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEP 
        30        40        50        60        70        80        
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.1  bits: 17.8 E():   70 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (16-44:101-129) 
 
                              10        20        30        40      
AAD-12                AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
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gi|273 GEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
          50        60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                           
gi|273 RRRR                                
                                           
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.1  bits: 17.8 E():   70 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (16-44:101-129) 
 
                              10        20        30        40      
AAD-12                AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
          50        60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                           
gi|273 RRRR                                
                                           
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.1  bits: 18.8 E():   71 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (51-74:1-21) 
 
               30        40        50        60        70        80 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::    :::  : .   : :       
gi|239                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
gi|239 ADAAGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEP 
        30        40        50        60        70        80        
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.0  bits: 17.5 E():   72 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (41-73:20-52) 
 
               20        30        40        50         60          
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT-TATPLRPLVK 
                                     : :  .. :  :   :.:. .:  :. : : 
gi|131            AFKGILSNADIKAAEAACFKEGSFDEDGF-YAKVGLDAFSADELKKLFK 
                          10        20         30        40         
 
      70        80                                                  
AAD-12 VHPETGRPSLL                                                  
       .  :                                                         
gi|131 IADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDK 
       50        60        70        80        90       100         
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 68.8  bits: 19.7 E():   73 
Smith-Waterman score: 47; 33.3% identity (66.7% similar) in 36 aa overlap (14-48:123-158) 
 
                                10         20        30        40   
AAD-12                  AVGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYSQSKL 
                                     :. ..: .  ::.: . .:: . : : ..: 
gi|558 VCGRRHGVRIRVRSGGHDYEGLSYRSERPEAFAVVDLNKMRAVVVDGKARTAWVDSGAQL 
            100       110       120       130       140       150   
 
             50        60        70        80                       
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL                       
       :..  :                                                       
gi|558 GELYYAIAKNSPVLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGT 
            160       170       180       190       200       210   
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
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 initn:  39 init1:  39 opt:  42  Z-score: 68.7  bits: 18.3 E():   74 
Smith-Waterman score: 42; 29.6% identity (70.4% similar) in 27 aa overlap (33-59:76-101) 
 
             10        20        30        40        50        60   
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::.. ..:... :  ..   :: ::    
gi|549 LKIHNDFRNKVARGLETRGNPGPQPPAKNMNNLVWN-NELANIAQIWASQCKYGHDTCKD 
          50        60        70        80         90       100     
 
             70        80                                           
AAD-12 PLRPLVKVHPETGRPSLL                                           
                                                                    
gi|549 TTKYNVGQNIAVSSSTAAVYENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWA 
          110       120       130       140       150       160     
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 68.7  bits: 13.9 E():   75 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (23-27:2-6) 
 
               10        20        30        40        50        60 
AAD-12 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                             : :::                                  
gi|463                      DRNLVHSATR                              
                                    10                              
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 68.6  bits: 21.3 E():   75 
Smith-Waterman score: 53; 23.7% identity (52.5% similar) in 59 aa overlap (20-78:225-280) 
 
                          10        20        30        40          
AAD-12            AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 
                                     :  ..:::. .    . : .  : . ...  
gi|203 ELMRHYMHPMDSDLSCRMTLKDKVVTEVDCEERHVLVHRSNKPVHMSYVKMMLKQNKDGV 
          200       210       220       230       240       250     
 
      50        60        70        80                              
AAD-12 SAYIGYGMDTTATPLRPLVKVHPETGRPSLL                              
       .: .:    :.: : :: ..   .   :.                                
gi|203 AADLG---PTNAQPKRPYLSFDHKHKNPTETDVVEVLKKLCSEITEPQASIETSFTFQKL 
             260       270       280       290       300       310  
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.4  bits: 17.5 E():   77 
Smith-Waterman score: 41; 33.3% identity (51.9% similar) in 27 aa overlap (4-30:2-27) 
 
               10        20        30        40        50        60 
AAD-12 AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
          :  :.: :    . : :. :  : :..                               
gi|253   TGPYCYAGMGLPINPL-EGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDAS 
                 10         20        30        40        50        
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 18.3 E():   79 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (21-54:71-104) 
 
                         10        20        30        40        50 
AAD-12           AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 
                                     :   :: .:.: .   ::..      : :  
gi|221 AQRPDNRIESEGGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGR 
               50        60        70        80        90       100 
 
               60        70        80                               
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLL                               
       .:.:                                                         
gi|221 GYFGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQKVHRFDEGDLIAV 
              110       120       130       140       150       160 
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.7 E():   82 
Smith-Waterman score: 40; 30.0% identity (65.0% similar) in 20 aa overlap (2-21:59-78) 
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                                            10        20        30  
AAD-12                              AVGGRTCFADMRAAYDALDEATRALVHQRSA 
                                     .:  : .. :.   :..:.:           
gi|186 TVFPKVLPQLIKSVEILEGDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYTYTTIG 
       30        40        50        60        70        80         
 
              40        50        60        70        80            
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL            
                                                                    
gi|186 GDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVE 
       90       100       110       120       130       140         
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.8  bits: 18.3 E():   83 
Smith-Waterman score: 42; 33.3% identity (71.4% similar) in 21 aa overlap (43-63:72-92) 
 
             20        30        40        50        60        70   
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     : ...: .::   : ...:.:          
gi|383 TASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEE 
              50        60        70        80        90       100  
 
             80                                                     
AAD-12 ETGRPSLL                                                     
                                                                    
gi|383 EEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEEL 
             110       120       130       140       150       160  
 
>>gi|194350815|gb|ACF53836.1| Bla g 4 isoallergen 1 [Bla  (191 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 67.7  bits: 18.0 E():   84 
Smith-Waterman score: 41; 27.6% identity (53.9% similar) in 76 aa overlap (2-75:85-152) 
 
                                            10        20        30  
AAD-12                              AVGGRTCFADMRAAYDALDEATRALVHQRSA 
                                     . ::: :   . . :  ::. .:.    :: 
gi|194 TQYKCWNDLFFFNNALVSKYTDSKGKNRTTIRGRTKFEGNKFTIDYDDEG-KAF----SA 
           60        70        80        90       100               
 
               40        50        60         70        80          
AAD-12 RHSLVYSQ-SKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVHPETGRPSLL          
        .:.. .. .. . :.   .:  :.   .  . ::  : . ::: :               
gi|194 PYSVLATDYDNYAIVEGCPAAANGH---VIYVQLRLTLRSFHPEQGDKEALQHYTVHQVN 
     110       120       130          140       150       160       
 
gi|194 QHKKAIEEDLKHFNLKYEDLHSTCH 
        170       180       190  
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.4  bits: 17.2 E():   87 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (8-21:39-52) 
 
                                      10        20        30        
AAD-12                        AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|191 TLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
        40        50        60        70        80  
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL  
                                                    
gi|191 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.4  bits: 17.2 E():   87 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (8-21:39-52) 
 
                                      10        20        30        
AAD-12                        AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|730 TLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
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       10        20        30        40        50        60         
 
        40        50        60        70        80  
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL  
                                                    
gi|730 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betula p  (21 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 67.2  bits: 14.7 E():   90 
Smith-Waterman score: 29; 42.9% identity (50.0% similar) in 14 aa overlap (56-69:8-21) 
 
          30        40        50        60        70        80 
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     :  :.  ::  : :            
gi|309                        MRVFNYKGETTSLIPLARLFK            
                                      10        20             
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.1  bits: 18.0 E():   90 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (34-59:76-100) 
 
            10        20        30        40        50        60    
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
            70        80                                            
AAD-12 LRPLVKVHPETGRPSLL                                            
                                                                    
gi|549 AKYPVGQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.1  bits: 18.0 E():   90 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (34-59:76-100) 
 
            10        20        30        40        50        60    
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDI 
          50        60        70        80         90       100     
 
            70        80                                            
AAD-12 LRPLVKVHPETGRPSLL                                            
                                                                    
gi|549 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.1  bits: 19.1 E():   91 
Smith-Waterman score: 50; 30.4% identity (59.5% similar) in 79 aa overlap (3-75:161-236) 
 
                                           10           20          
AAD-12                             AVGGRTCFAD-MRAAYDA--LDEATR--ALVH 
                                     :::  : . : .  .:  ..:: :  : :. 
gi|144 YAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAPTFSEAMRQGAEVY 
              140       150       160       170       180       190 
 
         30        40        50        60        70        80       
AAD-12 QR-SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL       
       :. .:  . .:.::  :.: . :.  ..  ..:.   :  ..:.  :.:            
gi|144 QKLKALAKKTYGQSA-GNVGDEGG--VAPDIQTAEEALDLITKAIEEAGYTGKIKIAMDV 
              200        210         220       230       240        
 
gi|144 ASSEFYKADEKKYDLDFKNPDSDKSKWLTYEQLAEMYKSLAEKYPIVSIEDPFAEDDWEA 
       250       260       270       280       290       300        
 
>>gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos tauru  (172 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.7 E():   92 
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Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (26-47:49-70) 
 
                    10        20        30        40        50      
AAD-12      AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
       20        30        40        50        60        70         
 
          60        70        80                                    
AAD-12 GMDTTATPLRPLVKVHPETGRPSLL                                    
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
       80        90       100       110       120       130         
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.9  bits: 18.0 E():   92 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (34-59:81-105) 
 
            10        20        30        40        50        60    
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|115 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
               60        70        80         90       100          
 
            70        80                                            
AAD-12 LRPLVKVHPETGRPSLL                                            
                                                                    
gi|115 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
     110       120       130       140       150       160          
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.4 E():   94 
Smith-Waterman score: 41; 33.3% identity (51.9% similar) in 27 aa overlap (4-30:27-52) 
 
                                      10        20        30        
AAD-12                        AVGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                 :  :.: :    . : :. :  : :..        
gi|217 MASKSSISPLLLATVLVSVFAAATATGPYCYAGMGLPINPL-EGCREYVAQQTCGISISG 
               10        20        30        40         50          
 
        40        50        60        70        80                  
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL                  
                                                                    
gi|217 SAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDF 
      60        70        80        90       100       110          
 
>>gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A-I [  (262 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.6  bits: 18.3 E():   96 
Smith-Waterman score: 42; 20.0% identity (52.5% similar) in 40 aa overlap (38-77:71-110) 
 
        10        20        30        40        50        60        
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
        70        80                                                
AAD-12 VKVHPETGRPSLL                                                
        . .:. ..:                                                   
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:52 2011 done: Fri Jan 21 00:02:52 2011 
 Total Scan time:  0.070 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
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# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 132  - 211 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     1     8:= * 
  34     5    22:==     * 
  36    27    44:=========     * 
  38    33    73:===========             * 
  40    94   102:================================ * 
  42   103   125:===================================      * 
  44   130   137:============================================ * 
  46   139   140:==============================================* 
  48   115   134:=======================================     * 
  50   138   122:========================================*===== 
  52   148   107:===================================*============== 
  54   115    92:==============================*======== 
  56    85    77:=========================*=== 
  58    65    63:====================*= 
  60    55    51:================*== 
  62    49    41:=============*=== 
  64    54    33:==========*======= 
  66    20    26:======= * 
  68    19    20:======* 
  70    17    16:=====* 
  72    13    12:===*= 
  74    23    10:===*==== 
  76     7     8:==* 
  78     7     6:=*= 
  80     6     5:=* 
  82     3     3:* 
  84     7     3:*== 
  86     1     2:* 
  88     4     2:*=         inset = represents 1 library sequences 
  90     2     1:* 
  92     2     1:*         :*= 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.27370.00304; mu= 2.3585 0.158 
 mean_var=37.5894 9.388, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.209190 
 Kolmogorov-Smirnov  statistic: 0.0940 (N=29) at  48 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
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 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   82 30.3   0.036 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   58 23.2     1.5 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   57 22.9     3.1 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   57 22.9     3.2 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   52 21.4       5 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   59 23.3     5.2 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   52 21.4     5.7 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   52 21.4     5.7 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   52 21.4     5.7 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.4     6.6 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.7     8.8 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.7     9.2 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.7     9.2 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.7     9.4 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 18.9     9.4 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 21.6      11 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   56 22.4      11 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 21.6      11 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   56 22.4      14 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   56 22.4      14 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   53 21.5      15 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   53 21.5      15 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 21.3      16 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   54 21.8      17 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   51 21.0      18 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 22.3      18 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 22.3      18 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 19.9      19 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 20.7      20 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.6      22 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   52 21.2      23 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.3      24 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.3      24 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.3      24 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   44 19.0      24 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   49 20.4      25 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.8      27 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 20.4      29 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   48 20.1      30 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 19.0      30 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   47 19.8      30 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 18.2      30 
gi|21757|emb|CAA26383.1| unnamed protein product [ ( 296)   48 20.1      31 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   44 19.0      33 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   44 19.0      33 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   48 20.1      33 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   43 18.7      35 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   47 19.8      37 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 19.8      37 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   49 20.3      38 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   43 18.7      39 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 20.9      44 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 18.9      45 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   41 18.1      45 
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gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   49 20.3      46 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 15.4      47 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   44 18.9      48 
gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Veno ( 204)   44 18.9      48 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   44 18.9      48 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 20.0      49 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.6      50 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 17.8      51 
gi|56417506|gb|AAV90694.1| GE-rich salivary protei ( 266)   45 19.2      52 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   47 19.7      53 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   46 19.5      53 
gi|56417504|gb|AAV90693.1| 30 kDa salivary gland a ( 271)   45 19.2      53 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.6      56 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 19.5      57 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   40 17.8      57 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.6      58 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 16.2      59 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 15.1      61 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   47 19.7      62 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.9      62 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   43 18.6      63 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.1      63 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   41 18.1      65 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   48 20.0      66 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 17.8      66 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 17.8      67 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   50 20.5      68 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   50 20.5      68 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   41 18.1      68 
gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   41 18.1      68 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   44 18.9      69 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   44 18.9      69 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   40 17.8      69 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   40 17.8      69 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.5      71 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.7      71 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   42 18.3      73 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   53 21.3      73 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 13.9      74 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   39 17.5      75 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   42 18.3      78 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   40 17.8      80 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   42 18.3      81 
gi|194350815|gb|ACF53836.1| Bla g 4 isoallergen 1  ( 191)   41 18.0      82 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   38 17.2      86 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   38 17.2      86 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   41 18.0      89 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   41 18.0      89 
gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betu (  21)   29 14.7      89 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   45 19.1      89 
gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos t ( 172)   40 17.7      90 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   41 18.0      91 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   39 17.5      92 
gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A ( 262)   42 18.3      94 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   41 18.0      99 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   41 18.0      99 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  65 init1:  65 opt:  82  Z-score: 128.4  bits: 30.3 E(): 0.036 
Smith-Waterman score: 82; 23.4% identity (51.9% similar) in 77 aa overlap (2-78:309-379) 
 
                                            10        20        30  
AAD-12                              VGGRTCFADMRAAYDALDEATRALVHQRSAR 
                                     :.: :  : :.  ..: .      : ..:  
gi|113 HGFFQVVNNNYDKWGSYAIGGSASPTILSQGNRFCAPDERSKKNVLGR------HGEAAA 
      280       290       300       310       320             330   
 
              40        50        60        70        80            
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI            
       .:. ..      : . :. ... :.: . :: .    .  : :. .:              
gi|113 ESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEPGESALSLTSSAGVLSCQP 
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            340       350       360       370       380       390   
 
gi|113 GAPC 
            
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 99.5  bits: 23.2 E():  1.5 
Smith-Waterman score: 58; 26.9% identity (57.7% similar) in 52 aa overlap (7-58:26-77) 
 
                                  10        20        30        40  
AAD-12                    VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                :::      :.  . . :  ..:.   :.... .. 
gi|527 MVHHITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNV 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI                      
        :::.:.. :   .: :                                            
gi|527 DHVQDAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAG 
               70        80        90       100       110       120 
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 93.5  bits: 22.9 E():  3.1 
Smith-Waterman score: 57; 29.3% identity (60.3% similar) in 58 aa overlap (8-60:93-149) 
 
                                      10             20        30   
AAD-12                        VGGRTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|144 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
             70        80        90       100        110       120  
 
             40        50        60        70        80             
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI             
       .. :  .:. .: .:...:.. :  : :                                 
gi|144 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
             130       140       150       160       170       180  
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 93.4  bits: 22.9 E():  3.2 
Smith-Waterman score: 57; 29.3% identity (60.3% similar) in 58 aa overlap (8-60:97-153) 
 
                                      10             20        30   
AAD-12                        VGGRTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|622 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
         70        80        90       100       110        120      
 
             40        50        60        70        80             
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI             
       .. :  .:. .: .:...:.. :  : :                                 
gi|622 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
         130       140       150       160       170       180      
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 89.9  bits: 21.4 E():    5 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (9-49:11-50) 
 
                 10          20        30        40        50       
AAD-12   VGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                 :.:  .: :  ..:..:.   ....:.:.: : .: ....  :        
gi|160 GSQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQLDELNENKSKELQEKI 
               10        20           30        40        50        
 
         60        70        80                                     
AAD-12 DTTATPLRPLVKVHPETGRPSLLI                                     
                                                                    
gi|160 IRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQ 
        60        70        80        90       100       110        
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  59  Z-score: 89.6  bits: 23.3 E():  5.2 
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Smith-Waterman score: 59; 35.6% identity (60.0% similar) in 45 aa overlap (27-64:198-242) 
 
                   10        20        30        40              50 
AAD-12     VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL------GHVQQAGSA 
                                     ::. :..:  .:. :      :  ..: .  
gi|303 LVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALAD 
       170       180       190       200       210       220        
 
                60        70        80                              
AAD-12 YIGYGMDT-TATPLRPLVKVHPETGRPSLLI                              
        .:.:::: ::  .:                                              
gi|303 VLGFGMDTETARKVRGEDDQRGHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICS 
       230       240       250       260       270       280        
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 88.8  bits: 21.4 E():  5.7 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (9-49:26-65) 
 
                                10          20        30        40  
AAD-12                  VGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                                :.:  .: :  ..:..:.   ....:.:.: : .: 
gi|111 MKFAIVLIACFAASVLAQEHKPEKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
              50        60        70        80                      
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI                      
        ....  :                                                     
gi|111 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
        60        70        80        90       100       110        
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 88.8  bits: 21.4 E():  5.7 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (9-49:26-65) 
 
                                10          20        30        40  
AAD-12                  VGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                                :.:  .: :  ..:..:.   ....:.:.: : .: 
gi|111 MKFAIVLIACFAASVLAQGHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
              50        60        70        80                      
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI                      
        ....  :                                                     
gi|111 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
        60        70        80        90       100       110        
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 88.8  bits: 21.4 E():  5.7 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (9-49:26-65) 
 
                                10          20        30        40  
AAD-12                  VGGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                                :.:  .: :  ..:..:.   ....:.:.: : .: 
gi|420 MKFAIVLIACFAASVLAQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
              50        60        70        80                      
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI                      
        ....  :                                                     
gi|420 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
        60        70        80        90       100       110        
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 87.8  bits: 21.4 E():  6.6 
Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (14-37:29-52) 
 
                              10        20        30        40      
AAD-12                VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                   : : :::  : .  ..: .: .::         
gi|144 KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLSDS 
               10        20        30        40        50        60 
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          50        60        70        80                          
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI                          
                                                                    
gi|144 KVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAGGE 
               70        80        90       100       110       120 
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.5  bits: 22.7 E():  8.8 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (10-49:372-411) 
 
                                    10        20        30          
AAD-12                      VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|224 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             350       360       370       380       390       400  
 
      40        50        60        70        80                    
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI                    
         .::: . :                                                   
gi|224 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             410       420       430       440       450       460  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.2  bits: 22.7 E():  9.2 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (10-49:392-431) 
 
                                    10        20        30          
AAD-12                      VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|571 GNRSPHIYDPQRWFTQNCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
      40        50        60        70        80                    
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI                    
         .::: . :                                                   
gi|571 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFA 
             430       440       450       460       470       480  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.2  bits: 22.7 E():  9.2 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (10-49:392-431) 
 
                                    10        20        30          
AAD-12                      VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|199 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
      40        50        60        70        80                    
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI                    
         .::: . :                                                   
gi|199 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             430       440       450       460       470       480  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.0  bits: 22.7 E():  9.4 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (10-49:400-439) 
 
                                    10        20        30          
AAD-12                      VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|213 RSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
     370       380       390       400       410       420          
 
      40        50        60        70        80                    
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI                    
         .::: . :                                                   
gi|213 GRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLA 
     430       440       450       460       470       480          
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>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 85.0  bits: 18.9 E():  9.4 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (42-62:5-25) 
 
              20        30        40        50        60        70  
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     :.:..: :. .::  .  :.:          
gi|462                           AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKN 
                                         10        20        30     
 
              80 
AAD-12 ETGRPSLLI 
                 
gi|462 LNSA      
                 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 84.1  bits: 21.6 E():   11 
Smith-Waterman score: 53; 28.1% identity (57.8% similar) in 64 aa overlap (6-61:202-265) 
 
                                        10        20                
AAD-12                          VGGRTCFADMRAAYDALDEATRALVHQ------RS 
                                     :. ...::      :: : . :      .. 
gi|168 APADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEA 
             180       190       200       210       220       230  
 
      30        40          50        60        70        80 
AAD-12 ARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI 
       :  . . ..:.. .:.:  .:.: .. :  ::::                    
gi|168 ALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV    
             240       250       260       270       280     
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 83.9  bits: 22.4 E():   11 
Smith-Waterman score: 56; 28.9% identity (52.6% similar) in 38 aa overlap (12-49:371-408) 
 
                                  10        20        30        40  
AAD-12                    VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :  : . .  ..:  .  ::..:      
gi|370 RSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGR 
              350       360       370       380       390       400 
 
              50        60        70        80                      
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI                      
       .::: . :                                                     
gi|370 AHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGE 
              410       420       430       440       450       460 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 83.8  bits: 21.6 E():   11 
Smith-Waterman score: 53; 28.1% identity (57.8% similar) in 64 aa overlap (6-61:211-274) 
 
                                        10        20                
AAD-12                          VGGRTCFADMRAAYDALDEATRALVHQ------RS 
                                     :. ...::      :: : . :      .. 
gi|330 APADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEA 
              190       200       210       220       230       240 
 
      30        40          50        60        70        80 
AAD-12 ARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI 
       :  . . ..:.. .:.:  .:.: .. :  ::::                    
gi|330 ALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV    
              250       260       270       280       290    
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  56  Z-score: 81.8  bits: 22.4 E():   14 
Smith-Waterman score: 56; 27.8% identity (63.9% similar) in 36 aa overlap (27-62:539-574) 
 
                   10        20        30        40        50       
AAD-12     VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.:.. .   . ...:.::: :..  ::   
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gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYP 
      510       520       530       540       550       560         
 
         60        70        80                                     
AAD-12 DTTATPLRPLVKVHPETGRPSLLI                                     
        ..  :                                                       
gi|217 TSVQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQP 
      570       580       590       600       610       620         
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 81.6  bits: 22.4 E():   14 
Smith-Waterman score: 56; 25.0% identity (63.9% similar) in 36 aa overlap (27-62:551-586) 
 
                   10        20        30        40        50       
AAD-12     VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.... . . . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYP 
              530       540       550       560       570       580 
 
         60        70        80                                     
AAD-12 DTTATPLRPLVKVHPETGRPSLLI                                     
        .   :                                                       
gi|217 TSLQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQP 
              590       600       610       620       630       640 
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  47 init1:  47 opt:  53  Z-score: 81.1  bits: 21.5 E():   15 
Smith-Waterman score: 53; 19.7% identity (51.5% similar) in 66 aa overlap (16-78:315-380) 
 
                              10        20           30        40   
AAD-12                VGGRTCFADMRAAYDALDEATRALVHQRS---ARHSLVYSQSKLG 
                                     : :.  .  :  :.   : .:....  .   
gi|166 VVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDK 
          290       300       310       320       330       340     
 
             50        60        70        80                
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI                
        . . :. ..  : : . ::..    .  : :. ..                  
gi|166 DLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTSSAGVFSCRPGAPC 
          350       360       370       380       390        
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  47 init1:  47 opt:  53  Z-score: 81.1  bits: 21.5 E():   15 
Smith-Waterman score: 53; 19.7% identity (51.5% similar) in 66 aa overlap (16-78:315-380) 
 
                              10        20           30        40   
AAD-12                VGGRTCFADMRAAYDALDEATRALVHQRS---ARHSLVYSQSKLG 
                                     : :.  .  :  :.   : .:....  .   
gi|113 VVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDK 
          290       300       310       320       330       340     
 
             50        60        70        80                
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI                
        . . :. ..  : : . ::..    .  : :. ..                  
gi|113 DLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTSSAGVFSCHPGAPC 
          350       360       370       380       390        
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.9  bits: 21.3 E():   16 
Smith-Waterman score: 52; 40.0% identity (56.0% similar) in 25 aa overlap (49-73:25-49) 
 
       20        30        40        50        60        70         
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                                     .:  ::.  : :::  : . . : :      
gi|249       MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPA 
                     10        20        30        40        50     
 
       80                                                           
AAD-12 LI                                                           
                                                                    
gi|249 TPAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGL 
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           60        70        80        90       100       110     
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 80.3  bits: 21.8 E():   17 
Smith-Waterman score: 54; 23.5% identity (54.4% similar) in 68 aa overlap (12-79:426-489) 
 
                                  10        20        30        40  
AAD-12                    VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     :  ....:   :.. :.  . .:    ..  
gi|258 AERGFFYRNGIYSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNH 
         400       410       420       430       440       450      
 
              50        60        70        80                      
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI                      
       : .::::.     :..  :   .  . ..  .:: :.:                       
gi|258 GVIQQAGN----QGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQISREQARQL 
         460           470       480       490       500       510  
 
gi|258 KYNRQETIALSSSQQRRAVV 
             520       530  
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 79.9  bits: 21.0 E():   18 
Smith-Waterman score: 51; 36.1% identity (55.6% similar) in 36 aa overlap (47-77:21-56) 
 
         20        30        40          50        60           70  
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGS--AYIGYGMDTTATP---LRPLVKVHP 
                                     :::  : .:::  : :.:     : . . : 
gi|330           MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAP 
                         10        20        30        40        50 
 
              80                                                    
AAD-12 ETGRPSLLI                                                    
         ..:.                                                       
gi|330 AGAEPAGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLS 
               60        70        80        90       100       110 
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 79.8  bits: 22.3 E():   18 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (37-54:283-300) 
 
         10        20        30        40        50        60       
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
         70        80                                               
AAD-12 VKVHPETGRPSLLI                                               
                                                                    
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 79.7  bits: 22.3 E():   18 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (37-54:289-306) 
 
         10        20        30        40        50        60       
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
 
         70        80                                               
AAD-12 VKVHPETGRPSLLI                                               
                                                                    
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.5  bits: 19.9 E():   19 
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Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (10-26:14-30) 
 
                   10        20        30        40        50       
AAD-12     VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                    .: :.: .:.  .. .:                               
gi|219 MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLIIEIDAD 
               10        20        30        40        50        60 
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 79.1  bits: 20.7 E():   20 
Smith-Waterman score: 50; 32.1% identity (57.1% similar) in 28 aa overlap (50-77:1-28) 
 
      20        30        40        50        60        70          
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::  : :.:    . . :  ..:.   
gi|295                               ADLGYGPATPAAPAAGYTPAAPAGAEPAGK 
                                             10        20        30 
 
      80                                                            
AAD-12 I                                                            
                                                                    
gi|295 ATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAE 
               40        50        60        70        80        90 
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.3  bits: 19.6 E():   22 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (10-27:126-143) 
 
                                    10        20        30          
AAD-12                      VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . ::..::: :..: ...             
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG         
         100       110       120       130       140                
 
      40        50        60        70        80 
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI 
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 77.9  bits: 21.2 E():   23 
Smith-Waterman score: 52; 24.3% identity (73.0% similar) in 37 aa overlap (17-52:143-179) 
 
                             10        20        30        40       
AAD-12               VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG-HVQ 
                                     .::   .:.: .. .. .::  .... .:. 
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
          50        60        70        80                          
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI                          
       . :...:                                                      
gi|215 NNGDVFILLVPNFVFVWTGKHSNRMERTTAIRVANDLKSELNRFKLSSVILEDGKEVEQT 
            180       190       200       210       220       230   
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.7  bits: 19.3 E():   24 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (52-69:24-41) 
 
              30        40        50        60        70        80  
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI  
                                     .:. . :.:  :.: ..:             
gi|144        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.7  bits: 19.3 E():   24 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (52-69:24-41) 
 
              30        40        50        60        70        80  
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AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI  
                                     .:. . :.:  :.: ..:             
gi|379        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
gi|379 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.7  bits: 19.3 E():   24 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (52-69:24-41) 
 
              30        40        50        60        70        80  
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI  
                                     .:. . :.:  :.: ..:             
gi|121        MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSL 
                      10        20        30        40        50    
 
gi|121 STFKNTEIKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVV 
            60        70        80        90       100       110    
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.5  bits: 19.0 E():   24 
Smith-Waterman score: 44; 50.0% identity (71.4% similar) in 14 aa overlap (55-68:19-32) 
 
           30        40        50        60        70        80     
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI     
                                     :.: ::  :. :.:                 
gi|135             MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFA 
                           10        20        30        40         
 
gi|135 KALEGKDVKDLLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGL 
       50        60        70        80        90       100         
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.5  bits: 20.4 E():   25 
Smith-Waterman score: 49; 21.9% identity (59.4% similar) in 32 aa overlap (28-59:179-210) 
 
                  10        20        30        40        50        
AAD-12    VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :.  .:.. .... :. ::      : :.. 
gi|219 MWQQSSCHVMQQQCCQQLSQIPEQSRYDAIRAITYSIILQEQQQGQSQQQQPQQSGQGVS 
      150       160       170       180       190       200         
 
        60        70        80                                      
AAD-12 TTATPLRPLVKVHPETGRPSLLI                                      
        .                                                           
gi|219 QSQQQSQQQLGQCSFQQPQQQLGQQPQQQQVQQGTFLQPHQIAHLEVMTSIALRTLPTMC 
      210       220       230       240       250       260         
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 76.6  bits: 19.8 E():   27 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (7-28:74-98) 
 
                                       10           20        30    
AAD-12                         VGGRTCFADMRAAYDAL---DEATRALVHQRSARHS 
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
 
            40        50        60        70        80              
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI              
                                                                    
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.1  bits: 20.4 E():   29 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (47-63:200-216) 
 
         20        30        40        50        60        70       
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AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
         80                                                         
AAD-12 SLLI                                                         
                                                                    
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.0  bits: 20.1 E():   30 
Smith-Waterman score: 48; 25.6% identity (56.4% similar) in 39 aa overlap (33-71:87-125) 
 
             10        20        30        40        50        60   
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     : : . ..  . :.:.:  . :: .  ..  
gi|144 DLAEAPFQISLLKDYLIMKRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSS 
         60        70        80        90       100       110       
 
             70        80                                           
AAD-12 LRPLVKVHPETGRPSLLI                                           
           .::.:                                                    
gi|144 SYGDLKVKPIIQHESYEQDQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVDGDKVTIYG 
        120       130       140       150       160       170       
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.0  bits: 19.0 E():   30 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (52-72:25-45) 
 
              30        40        50        60        70        80  
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI  
                                     .:. . :.:  :.:  .:  :          
gi|990       MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSL 
                     10        20        30        40        50     
 
gi|990 STFKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVV 
           60        70        80        90       100       110     
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.9  bits: 19.8 E():   30 
Smith-Waterman score: 47; 33.3% identity (52.8% similar) in 36 aa overlap (7-42:159-191) 
 
                                       10        20        30       
AAD-12                         VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :   . : ..::   :   :: .  :.:   
gi|136 TNTEKLPTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFEIR---HQLTQIHGLYR 
      130       140       150       160       170          180      
 
         40        50        60        70        80      
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI      
       :..: :                                            
gi|136 SSDKTGGYWKITMNDGSTYQSDLSKKFEYNTEKPPINIDEIKTIEAEIN 
         190       200       210       220       230     
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 75.8  bits: 18.2 E():   30 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (25-46:37-58) 
 
                     10        20        30        40        50     
AAD-12       VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
           60        70        80 
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLI 
                                  
gi|162 VPQLEIVPNS                 
         70                       
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>>gi|21757|emb|CAA26383.1| unnamed protein product [Trit  (296 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.5  bits: 20.1 E():   31 
Smith-Waterman score: 48; 21.3% identity (61.7% similar) in 47 aa overlap (16-62:200-246) 
 
                              10        20        30        40      
AAD-12                VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :. ....:.. ... :..   :: .: . : 
gi|217 SQVLQQSTYQPLQQLCCQQLWQIPEQSRCQAIHNVVHAIILHQQQRQQQPSSQVSLQQPQ 
     170       180       190       200       210       220          
 
          50        60        70        80                          
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI                          
       :   .  :. . .  .:                                            
gi|217 QQYPSGQGFFQPSQQNPQAQGSVQPQQLPQFEEIRNLALQTLPRMCNVYIPPYCSTTIAP 
     230       240       250       260       270       280          
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 75.2  bits: 19.0 E():   33 
Smith-Waterman score: 44; 33.3% identity (55.6% similar) in 27 aa overlap (3-29:27-52) 
 
                                       10        20        30       
AAD-12                         VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                 :. :.: :    . : :. :  : :..        
gi|189 MASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPL-EGCREYVAQQTCGVTIAG 
               10        20        30        40         50          
 
         40        50        60        70        80                 
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI                 
                                                                    
gi|189 SPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFA 
      60        70        80        90       100       110          
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 75.1  bits: 19.0 E():   33 
Smith-Waterman score: 44; 33.3% identity (55.6% similar) in 27 aa overlap (3-29:27-52) 
 
                                       10        20        30       
AAD-12                         VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                 :. :.: :    . : :. :  : :..        
gi|439 MASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPL-EGCREYVAQQTCGVTIAG 
               10        20        30        40         50          
 
         40        50        60        70        80                 
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI                 
                                                                    
gi|439 SPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDF 
      60        70        80        90       100       110          
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 75.0  bits: 20.1 E():   33 
Smith-Waterman score: 48; 25.0% identity (51.8% similar) in 56 aa overlap (25-77:3-56) 
 
               10        20        30        40        50        60 
AAD-12 VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                               ::: ..  .:  . . ..    . .: .:::  : : 
gi|398                       MAVHQYTV--ALFLAVALVAGPAASYAADLGYGPATPA 
                                       10        20        30       
 
                  70        80                                      
AAD-12 TP---LRPLVKVHPETGRPSLLI                                      
       .:     : . . :  . :.                                         
gi|398 APAAGYTPATPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVAT 
         40        50        60        70        80        90       
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 74.6  bits: 18.7 E():   35 
Smith-Waterman score: 43; 26.3% identity (57.9% similar) in 38 aa overlap (43-77:33-70) 
 
             20        30        40        50        60             
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVKV 
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                                     ....:.::     .: :::   : : .. . 
gi|668 ASEAAAAAATPVAPTEGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPI 
             10        20        30        40        50        60   
 
      70        80                                                  
AAD-12 HPETGRPSLLI                                                  
         . .. :                                                     
gi|668 FADMAKKSPNVVFLKVDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKL 
             70        80        90       100       110       120   
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 47; 36.0% identity (76.0% similar) in 25 aa overlap (10-34:106-130) 
 
                                    10        20        30          
AAD-12                      VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     ...: . :.:::.:  ... ::. :      
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
 
      40        50        60        70        80                    
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI                    
                                                                    
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.1  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (50-77:1-31) 
 
      20        30        40        50        60           70       
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
         80                                                         
AAD-12 SLLI                                                         
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.1  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (50-77:1-31) 
 
      20        30        40        50        60           70       
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
         80                                                         
AAD-12 SLLI                                                         
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.1  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (50-77:1-31) 
 
      20        30        40        50        60           70       
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
         80                                                         
AAD-12 SLLI                                                         
       .                                                            
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gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.1  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (50-77:1-31) 
 
      20        30        40        50        60           70       
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
         80                                                         
AAD-12 SLLI                                                         
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.1  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (50-77:1-31) 
 
      20        30        40        50        60           70       
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
         80                                                         
AAD-12 SLLI                                                         
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.1  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (50-77:1-31) 
 
      20        30        40        50        60           70       
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
         80                                                         
AAD-12 SLLI                                                         
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.1  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (50-77:1-31) 
 
      20        30        40        50        60           70       
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
         80                                                         
AAD-12 SLLI                                                         
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.1  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (50-77:1-31) 
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      20        30        40        50        60           70       
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
         80                                                         
AAD-12 SLLI                                                         
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.1  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (50-77:1-31) 
 
      20        30        40        50        60           70       
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
         80                                                         
AAD-12 SLLI                                                         
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.1  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (50-77:1-31) 
 
      20        30        40        50        60           70       
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
         80                                                         
AAD-12 SLLI                                                         
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.1  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (50-77:1-31) 
 
      20        30        40        50        60           70       
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
         80                                                         
AAD-12 SLLI                                                         
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.1  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (50-77:1-31) 
 
      20        30        40        50        60           70       
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
         80                                                         
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AAD-12 SLLI                                                         
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.1  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (50-77:1-31) 
 
      20        30        40        50        60           70       
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
         80                                                         
AAD-12 SLLI                                                         
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.1  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (50-77:1-31) 
 
      20        30        40        50        60           70       
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
         80                                                         
AAD-12 SLLI                                                         
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.1  bits: 20.3 E():   38 
Smith-Waterman score: 49; 36.7% identity (66.7% similar) in 30 aa overlap (22-51:43-72) 
 
                        10        20        30        40        50  
AAD-12          VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.. . .:: . : : ..::..  : : : 
gi|558 RVRSGGHDYEGLSYRSLQPENFAVVDLNQMRAVLVDGKARTAWVDSGAQLGELYYAISKY 
             20        30        40        50        60        70   
 
              60        70        80                                
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLI                                
                                                                    
gi|558 SRTLAFPAGVCPTIGVGGNLAGGGFGMLLRKYGIAAENVIDVKLVDANGKLHDKKSMGDD 
             80        90       100       110       120       130   
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 73.9  bits: 18.7 E():   39 
Smith-Waterman score: 43; 29.6% identity (66.7% similar) in 27 aa overlap (49-75:9-35) 
 
       20        30        40        50        60        70         
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                                     ::.    . ..:.  : .:.:. ..::    
gi|244                       MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQS 
                                     10        20        30         
 
       80                                                           
AAD-12 LI                                                           
                                                                    
gi|244 CQRQFEEQQRFRNCQRYVKQEVQRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQ 
       40        50        60        70        80        90         
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 72.9  bits: 20.9 E():   44 
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Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (40-54:609-623) 
 
      10        20        30        40        50        60          
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
      70        80                                                  
AAD-12 HPETGRPSLLI                                                  
                                                                    
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.7  bits: 18.9 E():   45 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (27-42:46-61) 
 
                   10        20        30        40        50       
AAD-12     VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
         60        70        80                                     
AAD-12 DTTATPLRPLVKVHPETGRPSLLI                                     
                                                                    
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 72.7  bits: 18.1 E():   45 
Smith-Waterman score: 41; 22.2% identity (70.4% similar) in 27 aa overlap (1-27:36-61) 
 
                                             10        20        30 
AAD-12                               VGGRTCFADMRAAYDALDEATRALVHQRSA 
                                     ..:..  :: . ... ::.   ....:    
gi|207 IVSEKDIDAALESVKAAGSFNYKIFFQKVGLAGKSA-ADAKKVFEILDRDKSGFIEQDEL 
          10        20        30        40         50        60     
 
               40        50        60        70        80 
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI 
                                                          
gi|207 GLFLQNFRASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVKA      
           70        80        90       100               
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.4  bits: 20.3 E():   46 
Smith-Waterman score: 49; 37.9% identity (62.1% similar) in 29 aa overlap (25-53:74-102) 
 
                     10        20        30        40        50     
AAD-12       VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     : .:.: .   ::.. :    : ::.:.:  
gi|112 NRIESEGGYIETWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGL 
            50        60        70        80        90       100    
 
           60        70        80                                   
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLI                                   
                                                                    
gi|112 IFPGCPSTYEEPAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTG 
           110       120       130       140       150       160    
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 72.3  bits: 15.4 E():   47 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (30-44:1-15) 
 
               10        20        30        40        50        60 
AAD-12 VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                    :: . : : ..::..                 
gi|323                              ARTAWVDSGAQLGELSY               
                                            10                      
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               70        80 
AAD-12 TPLRPLVKVHPETGRPSLLI 
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.2  bits: 18.9 E():   48 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (33-58:76-100) 
 
             10        20        30        40        50        60   
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
             70        80                                           
AAD-12 LRPLVKVHPETGRPSLLI                                           
                                                                    
gi|549 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.2  bits: 18.9 E():   48 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (33-58:76-100) 
 
             10        20        30        40        50        60   
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
             70        80                                           
AAD-12 LRPLVKVHPETGRPSLLI                                           
                                                                    
gi|549 AKYQVGQNVALTGSTAAVYNDPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 72.1  bits: 18.9 E():   48 
Smith-Waterman score: 44; 29.6% identity (77.8% similar) in 27 aa overlap (32-58:77-102) 
 
              10        20        30        40        50        60  
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::... .:... :. ..  .:: ::    
gi|549 LKVHNDFRQKVAKGLETRGNPGPQPPAKNMNNLVWND-ELANIAQVWASQCNYGHDTCKD 
         50        60        70        80         90       100      
 
              70        80                                          
AAD-12 PLRPLVKVHPETGRPSLLI                                          
                                                                    
gi|549 TEKYPVGQNIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWA 
         110       120       130       140       150       160      
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 72.0  bits: 20.0 E():   49 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (9-23:431-446) 
 
                                     10         20        30        
AAD-12                       VGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYS 
                                     :..: :::.: ...::               
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA               
              410       420       430       440                     
 
        40        50        60        70        80 
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI 
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 71.8  bits: 18.6 E():   50 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (27-41:138-152) 
 
                   10        20        30        40        50       
AAD-12     VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
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                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
         60        70        80 
AAD-12 DTTATPLRPLVKVHPETGRPSLLI 
                                
gi|391 ASIDTILTKV               
       170                      
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.7  bits: 17.8 E():   51 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (37-54:26-43) 
 
         10        20        30        40        50        60       
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : .. :. :: :..  ::             
gi|897      EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQ 
                    10        20        30        40        50      
 
         70        80                                 
AAD-12 VKVHPETGRPSLLI                                 
                                                      
gi|897 QGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
          60        70        80        90       100  
 
>>gi|56417506|gb|AAV90694.1| GE-rich salivary protein 30  (266 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.5  bits: 19.2 E():   52 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (27-57:183-213) 
 
                   10        20        30        40        50       
AAD-12     VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
            160       170       180       190       200       210   
 
         60        70        80                               
AAD-12 DTTATPLRPLVKVHPETGRPSLLI                               
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
            220       230       240       250       260       
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.4  bits: 19.7 E():   53 
Smith-Waterman score: 47; 25.7% identity (51.4% similar) in 35 aa overlap (44-78:341-375) 
 
            20        30        40        50        60        70    
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ..  :.: . :: .    .  :  
gi|113 ASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMIPAEP 
              320       330       340       350       360       370 
 
            80                
AAD-12 GRPSLLI                
       :.  :                  
gi|113 GEAVLRLTSSAGVLSCQPGAPC 
              380       390   
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 71.4  bits: 19.5 E():   53 
Smith-Waterman score: 46; 28.1% identity (56.1% similar) in 57 aa overlap (23-79:232-273) 
 
                       10        20        30        40        50   
AAD-12         VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                     : .:  :. ::....:..  . ::       
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIH--SVVHSIIMQQQQQQQQQQ------ 
             210       220       230         240       250          
 
             60        70        80                                 
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLI                                 
         :.:     . :: . : ..:. ::.                                  
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gi|170 --GIDI----FLPLSQ-HEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYV 
                 260        270       280       290       300       
 
>>gi|56417504|gb|AAV90693.1| 30 kDa salivary gland aller  (271 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.4  bits: 19.2 E():   53 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (27-57:188-218) 
 
                   10        20        30        40        50       
AAD-12     VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
       160       170       180       190       200       210        
 
         60        70        80                               
AAD-12 DTTATPLRPLVKVHPETGRPSLLI                               
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
       220       230       240       250       260       270  
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 71.0  bits: 15.6 E():   56 
Smith-Waterman score: 36; 44.0% identity (56.0% similar) in 25 aa overlap (41-65:2-24) 
 
               20        30        40        50        60        70 
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     ::..  :  :  : :. : :::  :      
gi|751                              DLGYAP-ATPAAPGAGY-TPATPAAP      
                                             10         20          
 
               80 
AAD-12 PETGRPSLLI 
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.8  bits: 19.5 E():   57 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (52-61:284-293) 
 
              30        40        50        60        70        80  
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI  
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.7  bits: 17.8 E():   57 
Smith-Waterman score: 40; 25.6% identity (59.0% similar) in 39 aa overlap (24-62:54-92) 
 
                      10        20        30        40        50    
AAD-12        VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     :. . : . . : : .  : . ..:.:  : 
gi|117 KAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAG 
            30        40        50        60        70        80    
 
            60        70        80    
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLI    
        . .. :.:                      
gi|117 GSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
            90       100       110    
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.7  bits: 15.6 E():   58 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (59-65:5-11) 
 
       30        40        50        60        70        80 
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI 
                                     : .:.::                
gi|751                           TKSQTHVPIRPNKLVLKVQKDRATN  
                                         10        20       
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>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 70.5  bits: 16.2 E():   59 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (42-62:5-25) 
 
              20        30        40        50        60        70  
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     :.: .: :  : : .   :.:          
gi|462                           TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXL 
                                         10        20        30     
 
              80 
AAD-12 ETGRPSLLI 
                 
gi|462 SSA       
                 
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 70.2  bits: 15.1 E():   61 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (56-63:10-17) 
 
          30        40        50        60        70        80 
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI 
                                     :.:  :::                  
gi|244                      IGNEDCTPWMSTLITPLP                 
                                    10                         
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.1  bits: 19.7 E():   62 
Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (24-45:332-353) 
 
                      10        20        30        40        50    
AAD-12        VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     : :     ::..:. .  :.::         
gi|259 LTTLNSLNLPILKWLQLSVEKGVLYKNALVLPHWNLNSHSIIYGCKGKGQVQVVDNFGNR 
             310       320       330       340       350       360  
 
            60        70        80                                  
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLI                                  
                                                                    
gi|259 VFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRAMTSPLAGRTSVLGGMPEEVL 
             370       380       390       400       410       420  
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.1  bits: 18.9 E():   62 
Smith-Waterman score: 44; 20.0% identity (52.5% similar) in 40 aa overlap (37-76:51-90) 
 
         10        20        30        40        50        60       
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|130 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               30        40        50        60        70        80 
 
         70        80                                               
AAD-12 VKVHPETGRPSLLI                                               
        . .:. ..:                                                   
gi|130 PQPQPQYSQPQEPISQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQS 
               90       100       110       120       130       140 
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.1  bits: 18.6 E():   63 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (41-74:31-64) 
 
               20        30        40        50        60        70 
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :. :  . :::..::  .     . ::    
gi|616 NEIAXAKIDLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCA 
               10        20        30        40        50        60 
 
               80                                                   
AAD-12 PETGRPSLLI                                                   
        . :                                                         
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gi|616 SQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNK 
               70        80        90       100       110       120 
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.0  bits: 18.1 E():   63 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (59-66:34-41) 
 
       30        40        50        60        70        80         
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI         
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 69.8  bits: 18.1 E():   65 
Smith-Waterman score: 41; 42.1% identity (68.4% similar) in 19 aa overlap (3-21:62-78) 
 
                                           10        20        30   
AAD-12                             VGGRTCFADMRAAYDALDEATRALVHQRSARH 
                                     :.: ..  .   ::.::::            
gi|145 PKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSYVLHK--IDAIDEATYTYDYTISGGT 
              40        50        60        70          80          
 
             40        50        60        70        80             
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI             
                                                                    
gi|145 GFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQKSQGIFKAIEGY 
      90       100       110       120       130       140          
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.6  bits: 20.0 E():   66 
Smith-Waterman score: 48; 22.9% identity (57.1% similar) in 35 aa overlap (18-52:339-373) 
 
                            10        20        30        40        
AAD-12              VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     ::  .:  . :  : . ...:.. : . .: 
gi|131 LLQPVSTPGEFELFFGAGGENPESFFKSFSDEILEAAFNTRRDRLQRIFGQQRQGVIVKA 
      310       320       330       340       350       360         
 
        50        60        70        80                            
AAD-12 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI                            
       .   .                                                        
gi|131 SEEQVRAMSRHEEGGIWPFGGESKGTINIYQQRPTHSNQYGQLHEVDASQYRQLRDLDLT 
      370       380       390       400       410       420         
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.6  bits: 17.8 E():   66 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (25-46:6-27) 
 
               10        20        30        40        50        60 
AAD-12 VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                               :.:.  ..  : :.  ::...:               
gi|159                    IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYKVPQLEI 
                                  10        20        30        40  
 
               70        80                                         
AAD-12 TPLRPLVKVHPETGRPSLLI                                         
                                                                    
gi|159 VPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFXQFYQPDAYPSGAWYYVPLGT 
              50        60        70        80        90       100  
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.5  bits: 17.8 E():   67 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (52-69:25-42) 
 
              30        40        50        60        70        80  
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI  
                                     .:. . :.:  ..: ..:             
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gi|144       MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSL 
                     10        20        30        40        50     
 
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVE 
           60        70        80        90       100       110     
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 69.4  bits: 20.5 E():   68 
Smith-Waterman score: 58; 34.8% identity (60.9% similar) in 46 aa overlap (28-72:4-44) 
 
               10        20        30        40        50        60 
AAD-12 VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                  :::..  .:..:. ::   .:.  : :: :  : 
gi|219                         MAARSAKY--MYQSSRAGH---GGDISIEYGTDLGA 
                                         10           20        30  
 
                70        80                                        
AAD-12 -TPLRPLVKVHPETGRPSLLI                                        
        : :.  ...  :                                                
gi|219 LTRLEDKIRLLSEDLESERELRQRVEREKSDITVQLMNLTERLEETEGSSESVTEMNKKR 
              40        50        60        70        80        90  
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 69.4  bits: 20.5 E():   68 
Smith-Waterman score: 50; 28.9% identity (60.5% similar) in 38 aa overlap (9-46:827-864) 
 
                                     10        20        30         
AAD-12                       VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     ...:: :  :.:   :   :. ..: : .. 
gi|377 NEKVKVYKRQMQEQEGMSQQNLTRVRRFQRELEAAEDRADQAESNLSFIRAKHRSWVTTS 
        800       810       820       830       840       850       
 
       40        50        60        70        80 
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI 
       .  : ..:                                   
gi|377 QVPGGTRQVFTTQEETTNY                        
        860       870                             
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 42; 35.5% identity (61.3% similar) in 31 aa overlap (21-51:53-82) 
 
                         10        20        30        40        50 
AAD-12           VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA 
                                     :  :::   : .  ...: :.  ...:: : 
gi|144 FLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQ-KVDVIDKAGLA 
             30        40        50        60        70         80  
 
               60        70        80                               
AAD-12 YIGYGMDTTATPLRPLVKVHPETGRPSLLI                               
       :                                                            
gi|144 YTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEKSA 
              90       100       110       120       130       140  
 
>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.4  bits: 18.1 E():   68 
Smith-Waterman score: 45; 42.9% identity (67.9% similar) in 28 aa overlap (31-57:124-150) 
 
               10        20        30         40        50          
AAD-12 VGGRTCFADMRAAYDALDEATRALVHQRSARHSLV-YSQSKLGHVQQAGSAYIGYGMDTT 
                                     : ::: : :::..  .. :.:.   :.:   
gi|170 ANMPAMETLIKDMAANHKARGIPKAQFNEFRASLVSYLQSKVSWNDSLGAAWT-QGLDNV 
           100       110       120       130       140        150   
 
      60        70        80 
AAD-12 ATPLRPLVKVHPETGRPSLLI 
                             
gi|170 FNMMFSYL              
            160              
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 4741



 

 

 initn:  42 init1:  42 opt:  44  Z-score: 69.3  bits: 18.9 E():   69 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (50-73:1-21) 
 
      20        30        40        50        60        70          
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::    :::  : .   : :       
gi|109                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
      80                                                            
AAD-12 I                                                            
                                                                    
gi|109 ADAAGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEP 
        30        40        50        60        70        80        
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.3  bits: 18.9 E():   69 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (50-73:1-21) 
 
      20        30        40        50        60        70          
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::    :::  : .   : :       
gi|239                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
      80                                                            
AAD-12 I                                                            
                                                                    
gi|239 ADAAGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEP 
        30        40        50        60        70        80        
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.3  bits: 17.8 E():   69 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (15-43:101-129) 
 
                               10        20        30        40     
AAD-12                 VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
           50        60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI 
                                            
gi|273 RRRR                                 
                                            
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.3  bits: 17.8 E():   69 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (15-43:101-129) 
 
                               10        20        30        40     
AAD-12                 VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
           50        60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI 
                                            
gi|273 RRRR                                 
                                            
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.1  bits: 17.5 E():   71 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (40-72:20-52) 
 
      10        20        30        40        50         60         
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT-TATPLRPLVK 
                                     : :  .. :  :   :.:. .:  :. : : 
gi|131            AFKGILSNADIKAAEAACFKEGSFDEDGF-YAKVGLDAFSADELKKLFK 
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                          10        20         30        40         
 
       70        80                                                 
AAD-12 VHPETGRPSLLI                                                 
       .  :                                                         
gi|131 IADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDK 
       50        60        70        80        90       100         
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 69.0  bits: 19.7 E():   71 
Smith-Waterman score: 47; 33.3% identity (66.7% similar) in 36 aa overlap (13-47:123-158) 
 
                                 10         20        30        40  
AAD-12                   VGGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYSQSKL 
                                     :. ..: .  ::.: . .:: . : : ..: 
gi|558 VCGRRHGVRIRVRSGGHDYEGLSYRSERPEAFAVVDLNKMRAVVVDGKARTAWVDSGAQL 
            100       110       120       130       140       150   
 
              50        60        70        80                      
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI                      
       :..  :                                                       
gi|558 GELYYAIAKNSPVLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGT 
            160       170       180       190       200       210   
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.9  bits: 18.3 E():   73 
Smith-Waterman score: 42; 29.6% identity (70.4% similar) in 27 aa overlap (32-58:76-101) 
 
              10        20        30        40        50        60  
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::.. ..:... :  ..   :: ::    
gi|549 LKIHNDFRNKVARGLETRGNPGPQPPAKNMNNLVWN-NELANIAQIWASQCKYGHDTCKD 
          50        60        70        80         90       100     
 
              70        80                                          
AAD-12 PLRPLVKVHPETGRPSLLI                                          
                                                                    
gi|549 TTKYNVGQNIAVSSSTAAVYENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWA 
          110       120       130       140       150       160     
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 68.8  bits: 21.3 E():   73 
Smith-Waterman score: 53; 23.7% identity (52.5% similar) in 59 aa overlap (19-77:225-280) 
 
                           10        20        30        40         
AAD-12             VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 
                                     :  ..:::. .    . : .  : . ...  
gi|203 ELMRHYMHPMDSDLSCRMTLKDKVVTEVDCEERHVLVHRSNKPVHMSYVKMMLKQNKDGV 
          200       210       220       230       240       250     
 
       50        60        70        80                             
AAD-12 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLI                             
       .: .:    :.: : :: ..   .   :.                                
gi|203 AADLG---PTNAQPKRPYLSFDHKHKNPTETDVVEVLKKLCSEITEPQASIETSFTFQKL 
             260       270       280       290       300       310  
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 68.8  bits: 13.9 E():   74 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (22-26:2-6) 
 
               10        20        30        40        50        60 
AAD-12 VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                            : :::                                   
gi|463                     DRNLVHSATR                               
                                   10                               
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.6  bits: 17.5 E():   75 
Smith-Waterman score: 41; 33.3% identity (51.9% similar) in 27 aa overlap (3-29:2-27) 
 
               10        20        30        40        50        60 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 4743



 

 

AAD-12 VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
         :  :.: :    . : :. :  : :..                                
gi|253  TGPYCYAGMGLPINPL-EGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQ 
                10         20        30        40        50         
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 18.3 E():   78 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (20-53:71-104) 
 
                          10        20        30        40          
AAD-12            VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 
                                     :   :: .:.: .   ::..      : :  
gi|221 AQRPDNRIESEGGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGR 
               50        60        70        80        90       100 
 
      50        60        70        80                              
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLI                              
       .:.:                                                         
gi|221 GYFGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQKVHRFDEGDLIAV 
              110       120       130       140       150       160 
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.1  bits: 17.8 E():   80 
Smith-Waterman score: 40; 30.0% identity (65.0% similar) in 20 aa overlap (1-20:59-78) 
 
                                             10        20        30 
AAD-12                               VGGRTCFADMRAAYDALDEATRALVHQRSA 
                                     .:  : .. :.   :..:.:           
gi|186 TVFPKVLPQLIKSVEILEGDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYTYTTIG 
       30        40        50        60        70        80         
 
               40        50        60        70        80           
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI           
                                                                    
gi|186 GDILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVE 
       90       100       110       120       130       140         
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 18.3 E():   81 
Smith-Waterman score: 42; 33.3% identity (71.4% similar) in 21 aa overlap (42-62:72-92) 
 
              20        30        40        50        60        70  
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     : ...: .::   : ...:.:          
gi|383 TASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEE 
              50        60        70        80        90       100  
 
              80                                                    
AAD-12 ETGRPSLLI                                                    
                                                                    
gi|383 EEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEEL 
             110       120       130       140       150       160  
 
>>gi|194350815|gb|ACF53836.1| Bla g 4 isoallergen 1 [Bla  (191 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 67.8  bits: 18.0 E():   82 
Smith-Waterman score: 41; 27.6% identity (53.9% similar) in 76 aa overlap (1-74:85-152) 
 
                                             10        20        30 
AAD-12                               VGGRTCFADMRAAYDALDEATRALVHQRSA 
                                     . ::: :   . . :  ::. .:.    :: 
gi|194 TQYKCWNDLFFFNNALVSKYTDSKGKNRTTIRGRTKFEGNKFTIDYDDEG-KAF----SA 
           60        70        80        90       100               
 
                40        50        60         70        80         
AAD-12 RHSLVYSQ-SKLGHVQQAGSAYIGYGMDTTATPLR-PLVKVHPETGRPSLLI         
        .:.. .. .. . :.   .:  :.   .  . ::  : . ::: :               
gi|194 PYSVLATDYDNYAIVEGCPAAANGH---VIYVQLRLTLRSFHPEQGDKEALQHYTVHQVN 
     110       120       130          140       150       160       
 
gi|194 QHKKAIEEDLKHFNLKYEDLHSTCH 
        170       180       190  

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 4744



 

 

 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.5  bits: 17.2 E():   86 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (7-20:39-52) 
 
                                       10        20        30       
AAD-12                         VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|191 TLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
         40        50        60        70        80 
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI 
                                                    
gi|191 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.5  bits: 17.2 E():   86 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (7-20:39-52) 
 
                                       10        20        30       
AAD-12                         VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|730 TLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
         40        50        60        70        80 
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI 
                                                    
gi|730 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       70        80        90       100       110   
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.3  bits: 18.0 E():   89 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (33-58:76-100) 
 
             10        20        30        40        50        60   
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
             70        80                                           
AAD-12 LRPLVKVHPETGRPSLLI                                           
                                                                    
gi|549 AKYPVGQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.3  bits: 18.0 E():   89 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (33-58:76-100) 
 
             10        20        30        40        50        60   
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDI 
          50        60        70        80         90       100     
 
             70        80                                           
AAD-12 LRPLVKVHPETGRPSLLI                                           
                                                                    
gi|549 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betula p  (21 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 67.3  bits: 14.7 E():   89 
Smith-Waterman score: 29; 42.9% identity (50.0% similar) in 14 aa overlap (55-68:8-21) 
 
           30        40        50        60        70        80 
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI 
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                                     :  :.  ::  : :             
gi|309                        MRVFNYKGETTSLIPLARLFK             
                                      10        20              
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.2  bits: 19.1 E():   89 
Smith-Waterman score: 50; 30.4% identity (59.5% similar) in 79 aa overlap (2-74:161-236) 
 
                                             10          20         
AAD-12                              VGGRTCFAD-MRAAYDA--LDEATR--ALVH 
                                     :::  : . : .  .:  ..:: :  : :. 
gi|144 YAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAPTFSEAMRQGAEVY 
              140       150       160       170       180       190 
 
          30        40        50        60        70        80      
AAD-12 QR-SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI      
       :. .:  . .:.::  :.: . :.  ..  ..:.   :  ..:.  :.:            
gi|144 QKLKALAKKTYGQSA-GNVGDEGG--VAPDIQTAEEALDLITKAIEEAGYTGKIKIAMDV 
              200        210         220       230       240        
 
gi|144 ASSEFYKADEKKYDLDFKNPDSDKSKWLTYEQLAEMYKSLAEKYPIVSIEDPFAEDDWEA 
       250       260       270       280       290       300        
 
>>gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos tauru  (172 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 17.7 E():   90 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (25-46:49-70) 
 
                     10        20        30        40        50     
AAD-12       VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
       20        30        40        50        60        70         
 
           60        70        80                                   
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLI                                   
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
       80        90       100       110       120       130         
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.1  bits: 18.0 E():   91 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (33-58:81-105) 
 
             10        20        30        40        50        60   
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|115 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
               60        70        80         90       100          
 
             70        80                                           
AAD-12 LRPLVKVHPETGRPSLLI                                           
                                                                    
gi|115 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
     110       120       130       140       150       160          
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.0  bits: 17.5 E():   92 
Smith-Waterman score: 41; 33.3% identity (51.9% similar) in 27 aa overlap (3-29:27-52) 
 
                                       10        20        30       
AAD-12                         VGGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                 :  :.: :    . : :. :  : :..        
gi|217 MASKSSISPLLLATVLVSVFAAATATGPYCYAGMGLPINPL-EGCREYVAQQTCGISISG 
               10        20        30        40         50          
 
         40        50        60        70        80                 
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI                 
                                                                    
gi|217 SAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDF 
      60        70        80        90       100       110          
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>>gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A-I [  (262 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 18.3 E():   94 
Smith-Waterman score: 42; 20.0% identity (52.5% similar) in 40 aa overlap (37-76:71-110) 
 
         10        20        30        40        50        60       
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
         70        80                                               
AAD-12 VKVHPETGRPSLLI                                               
        . .:. ..:                                                   
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.4  bits: 18.0 E():   99 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (33-58:99-123) 
 
             10        20        30        40        50        60   
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|162 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
             70        80                                           
AAD-12 LRPLVKVHPETGRPSLLI                                           
                                                                    
gi|162 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.4  bits: 18.0 E():   99 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (33-58:99-123) 
 
             10        20        30        40        50        60   
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|856 KEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
             70        80                                           
AAD-12 LRPLVKVHPETGRPSLLI                                           
                                                                    
gi|856 AKYQVGQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYTQMVWAN 
       130       140       150       160       170       180        
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:52 2011 done: Fri Jan 21 00:02:52 2011 
 Total Scan time:  0.070 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 133  - 212 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 4747



 

 

  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     1     2:* 
  32     1     8:= * 
  34     3    22:=      * 
  36    17    44:======        * 
  38    32    73:===========             * 
  40   101   102:=================================* 
  42   102   125:==================================       * 
  44   143   137:=============================================*== 
  46   131   140:============================================  * 
  48   126   134:==========================================  * 
  50   122   122:========================================* 
  52   154   107:===================================*================ 
  54   116    92:==============================*======== 
  56    79    77:=========================*= 
  58    71    63:====================*=== 
  60    48    51:================* 
  62    53    41:=============*==== 
  64    53    33:==========*======= 
  66    22    26:========* 
  68    18    20:======* 
  70    18    16:=====* 
  72    13    12:===*= 
  74    20    10:===*=== 
  76    10     8:==*= 
  78     8     6:=*= 
  80     8     5:=*= 
  82     1     3:* 
  84     7     3:*== 
  86     1     2:* 
  88     4     2:*=         inset = represents 1 library sequences 
  90     2     1:* 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.41560.00307; mu= 1.6289 0.160 
 mean_var=37.2518 9.231, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.210136 
 Kolmogorov-Smirnov  statistic: 0.0875 (N=29) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   82 30.3   0.035 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   58 23.3     1.4 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   57 22.9     3.1 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   57 22.9     3.1 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   52 21.5     4.9 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   59 23.3     5.3 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   52 21.5     5.6 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   52 21.5     5.6 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   52 21.5     5.6 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.4     6.4 
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gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 19.0     8.8 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.7     8.9 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.7     9.3 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.7     9.3 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.7     9.5 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 21.6      11 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 21.6      11 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   56 22.4      11 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   56 22.3      14 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   56 22.3      15 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   53 21.5      15 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   53 21.5      15 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 21.3      16 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   54 21.8      17 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   51 21.0      18 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 19.9      18 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 22.3      19 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   51 21.0      19 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 22.3      19 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 20.7      20 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.6      22 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.3      23 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.3      23 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.3      23 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   52 21.2      24 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   44 19.1      24 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   49 20.4      25 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.8      27 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 19.0      29 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 18.2      29 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 20.4      29 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   48 20.1      29 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   47 19.8      30 
gi|21757|emb|CAA26383.1| unnamed protein product [ ( 296)   48 20.1      32 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   44 19.0      32 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   44 19.0      32 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   48 20.1      33 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   43 18.7      35 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   47 19.8      37 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 19.8      37 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   43 18.7      38 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   49 20.3      38 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 15.5      43 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 19.0      44 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 20.8      45 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   49 20.3      47 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   44 18.9      48 
gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Veno ( 204)   44 18.9      48 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   44 18.9      48 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 17.9      50 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.7      50 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 20.0      50 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.7      52 
gi|56417506|gb|AAV90694.1| GE-rich salivary protei ( 266)   45 19.2      52 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   47 19.7      53 
gi|56417504|gb|AAV90693.1| 30 kDa salivary gland a ( 271)   45 19.2      53 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   40 17.9      54 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.7      54 
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gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 16.2      56 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   40 17.8      56 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.7      57 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 15.2      57 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 19.4      58 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.9      62 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.1      62 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   43 18.6      62 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   47 19.7      63 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   41 18.1      64 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 17.8      65 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 17.8      66 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 14.1      67 
gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   41 18.1      67 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   48 19.9      68 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   40 17.8      68 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   40 17.8      68 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.5      69 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   44 18.9      69 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   44 18.9      69 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   50 20.5      70 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   50 20.5      70 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   42 18.3      72 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.7      73 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   39 17.5      74 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   26 14.1      75 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   53 21.3      77 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   42 18.3      78 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   42 18.3      81 
gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=M ( 159)   40 17.8      82 
gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betu (  21)   29 14.8      83 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   38 17.2      84 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   38 17.2      84 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   41 18.0      88 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   41 18.0      88 
gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos t ( 172)   40 17.8      89 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   41 18.0      90 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   45 19.1      91 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   39 17.5      91 
gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A ( 262)   42 18.3      95 
gi|3121755|sp|P81216.1|ALL21_HORSE RecName: Full=D (  29)   30 15.1      96 
gi|18652047|gb|AAL76932.1|AF456481_1 major allerge ( 154)   39 17.5      97 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   41 18.0      99 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   41 18.0      99 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  65 init1:  65 opt:  82  Z-score: 128.6  bits: 30.3 E(): 0.035 
Smith-Waterman score: 82; 23.4% identity (51.9% similar) in 77 aa overlap (1-77:309-379) 
 
                                             10        20        30 
AAD-12                               GGRTCFADMRAAYDALDEATRALVHQRSAR 
                                     :.: :  : :.  ..: .      : ..:  
gi|113 HGFFQVVNNNYDKWGSYAIGGSASPTILSQGNRFCAPDERSKKNVLGR------HGEAAA 
      280       290       300       310       320             330   
 
               40        50        60        70        80           
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG           
       .:. ..      : . :. ... :.: . :: .    .  : :. .:              
gi|113 ESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEPGESALSLTSSAGVLSCQP 
            340       350       360       370       380       390   
 
gi|113 GAPC 
            
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 99.8  bits: 23.3 E():  1.4 
Smith-Waterman score: 58; 26.9% identity (57.7% similar) in 52 aa overlap (6-57:26-77) 
 
                                   10        20        30        40 
AAD-12                     GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                :::      :.  . . :  ..:.   :.... .. 
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gi|527 MVHHITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNV 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG                     
        :::.:.. :   .: :                                            
gi|527 DHVQDAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAG 
               70        80        90       100       110       120 
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 93.7  bits: 22.9 E():  3.1 
Smith-Waterman score: 57; 29.3% identity (60.3% similar) in 58 aa overlap (7-59:93-149) 
 
                                       10             20        30  
AAD-12                         GGRTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|144 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
             70        80        90       100        110       120  
 
              40        50        60        70        80            
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG            
       .. :  .:. .: .:...:.. :  : :                                 
gi|144 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
             130       140       150       160       170       180  
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 93.5  bits: 22.9 E():  3.1 
Smith-Waterman score: 57; 29.3% identity (60.3% similar) in 58 aa overlap (7-59:97-153) 
 
                                       10             20        30  
AAD-12                         GGRTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|622 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
         70        80        90       100       110        120      
 
              40        50        60        70        80            
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG            
       .. :  .:. .: .:...:.. :  : :                                 
gi|622 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
         130       140       150       160       170       180      
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 90.1  bits: 21.5 E():  4.9 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (8-48:11-50) 
 
                  10          20        30        40        50      
AAD-12    GGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                 :.:  .: :  ..:..:.   ....:.:.: : .: ....  :        
gi|160 GSQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQLDELNENKSKELQEKI 
               10        20           30        40        50        
 
          60        70        80                                    
AAD-12 DTTATPLRPLVKVHPETGRPSLLIG                                    
                                                                    
gi|160 IRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQ 
        60        70        80        90       100       110        
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  59  Z-score: 89.5  bits: 23.3 E():  5.3 
Smith-Waterman score: 59; 35.6% identity (60.0% similar) in 45 aa overlap (26-63:198-242) 
 
                    10        20        30        40                
AAD-12      GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL------GHVQQAGSA 
                                     ::. :..:  .:. :      :  ..: .  
gi|303 LVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALAD 
       170       180       190       200       210       220        
 
      50         60        70        80                             
AAD-12 YIGYGMDT-TATPLRPLVKVHPETGRPSLLIG                             
        .:.:::: ::  .:                                              
gi|303 VLGFGMDTETARKVRGEDDQRGHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICS 
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       230       240       250       260       270       280        
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 89.1  bits: 21.5 E():  5.6 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (8-48:26-65) 
 
                                 10          20        30        40 
AAD-12                   GGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                                :.:  .: :  ..:..:.   ....:.:.: : .: 
gi|111 MKFAIVLIACFAASVLAQEHKPEKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
               50        60        70        80                     
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG                     
        ....  :                                                     
gi|111 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
        60        70        80        90       100       110        
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 89.1  bits: 21.5 E():  5.6 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (8-48:26-65) 
 
                                 10          20        30        40 
AAD-12                   GGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                                :.:  .: :  ..:..:.   ....:.:.: : .: 
gi|111 MKFAIVLIACFAASVLAQGHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
               50        60        70        80                     
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG                     
        ....  :                                                     
gi|111 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
        60        70        80        90       100       110        
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 89.1  bits: 21.5 E():  5.6 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (8-48:26-65) 
 
                                 10          20        30        40 
AAD-12                   GGRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                                :.:  .: :  ..:..:.   ....:.:.: : .: 
gi|420 MKFAIVLIACFAASVLAQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
               50        60        70        80                     
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG                     
        ....  :                                                     
gi|420 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
        60        70        80        90       100       110        
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 88.0  bits: 21.4 E():  6.4 
Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (13-36:29-52) 
 
                               10        20        30        40     
AAD-12                 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                   : : :::  : .  ..: .: .::         
gi|144 KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLSDS 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG                         
                                                                    
gi|144 KVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAGGE 
               70        80        90       100       110       120 
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 85.5  bits: 19.0 E():  8.8 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (41-61:5-25) 
 
               20        30        40        50        60        70 
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AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     :.:..: :. .::  .  :.:          
gi|462                           AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKN 
                                         10        20        30     
 
               80 
AAD-12 ETGRPSLLIG 
                  
gi|462 LNSA       
                  
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.4  bits: 22.7 E():  8.9 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (9-48:372-411) 
 
                                     10        20        30         
AAD-12                       GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|224 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             350       360       370       380       390       400  
 
       40        50        60        70        80                   
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG                   
         .::: . :                                                   
gi|224 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             410       420       430       440       450       460  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.1  bits: 22.7 E():  9.3 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (9-48:392-431) 
 
                                     10        20        30         
AAD-12                       GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|199 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
       40        50        60        70        80                   
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG                   
         .::: . :                                                   
gi|199 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             430       440       450       460       470       480  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.1  bits: 22.7 E():  9.3 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (9-48:392-431) 
 
                                     10        20        30         
AAD-12                       GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|571 GNRSPHIYDPQRWFTQNCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
       40        50        60        70        80                   
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG                   
         .::: . :                                                   
gi|571 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFA 
             430       440       450       460       470       480  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.9  bits: 22.7 E():  9.5 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (9-48:400-439) 
 
                                     10        20        30         
AAD-12                       GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|213 RSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
     370       380       390       400       410       420          
 
       40        50        60        70        80                   
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG                   
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         .::: . :                                                   
gi|213 GRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLA 
     430       440       450       460       470       480          
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 84.1  bits: 21.6 E():   11 
Smith-Waterman score: 53; 28.1% identity (57.8% similar) in 64 aa overlap (5-60:202-265) 
 
                                         10        20               
AAD-12                           GGRTCFADMRAAYDALDEATRALVHQ------RS 
                                     :. ...::      :: : . :      .. 
gi|168 APADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEA 
             180       190       200       210       220       230  
 
       30        40          50        60        70        80 
AAD-12 ARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
       :  . . ..:.. .:.:  .:.: .. :  ::::                     
gi|168 ALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV     
             240       250       260       270       280      
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 83.9  bits: 21.6 E():   11 
Smith-Waterman score: 53; 28.1% identity (57.8% similar) in 64 aa overlap (5-60:211-274) 
 
                                         10        20               
AAD-12                           GGRTCFADMRAAYDALDEATRALVHQ------RS 
                                     :. ...::      :: : . :      .. 
gi|330 APADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEA 
              190       200       210       220       230       240 
 
       30        40          50        60        70        80 
AAD-12 ARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
       :  . . ..:.. .:.:  .:.: .. :  ::::                     
gi|330 ALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV     
              250       260       270       280       290     
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 83.8  bits: 22.4 E():   11 
Smith-Waterman score: 56; 28.9% identity (52.6% similar) in 38 aa overlap (11-48:371-408) 
 
                                   10        20        30        40 
AAD-12                     GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :  : . .  ..:  .  ::..:      
gi|370 RSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGR 
              350       360       370       380       390       400 
 
               50        60        70        80                     
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG                     
       .::: . :                                                     
gi|370 AHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGE 
              410       420       430       440       450       460 
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  56  Z-score: 81.6  bits: 22.3 E():   14 
Smith-Waterman score: 56; 27.8% identity (63.9% similar) in 36 aa overlap (26-61:539-574) 
 
                    10        20        30        40        50      
AAD-12      GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.:.. .   . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYP 
      510       520       530       540       550       560         
 
          60        70        80                                    
AAD-12 DTTATPLRPLVKVHPETGRPSLLIG                                    
        ..  :                                                       
gi|217 TSVQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQP 
      570       580       590       600       610       620         
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 81.5  bits: 22.3 E():   15 
Smith-Waterman score: 56; 25.0% identity (63.9% similar) in 36 aa overlap (26-61:551-586) 
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                    10        20        30        40        50      
AAD-12      GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.... . . . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYP 
              530       540       550       560       570       580 
 
          60        70        80                                    
AAD-12 DTTATPLRPLVKVHPETGRPSLLIG                                    
        .   :                                                       
gi|217 TSLQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQP 
              590       600       610       620       630       640 
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  47 init1:  47 opt:  53  Z-score: 81.1  bits: 21.5 E():   15 
Smith-Waterman score: 53; 19.7% identity (51.5% similar) in 66 aa overlap (15-77:315-380) 
 
                               10        20           30        40  
AAD-12                 GGRTCFADMRAAYDALDEATRALVHQRS---ARHSLVYSQSKLG 
                                     : :.  .  :  :.   : .:....  .   
gi|166 VVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDK 
          290       300       310       320       330       340     
 
              50        60        70        80               
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG               
        . . :. ..  : : . ::..    .  : :. ..                  
gi|166 DLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTSSAGVFSCRPGAPC 
          350       360       370       380       390        
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  47 init1:  47 opt:  53  Z-score: 81.1  bits: 21.5 E():   15 
Smith-Waterman score: 53; 19.7% identity (51.5% similar) in 66 aa overlap (15-77:315-380) 
 
                               10        20           30        40  
AAD-12                 GGRTCFADMRAAYDALDEATRALVHQRS---ARHSLVYSQSKLG 
                                     : :.  .  :  :.   : .:....  .   
gi|113 VVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDK 
          290       300       310       320       330       340     
 
              50        60        70        80               
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG               
        . . :. ..  : : . ::..    .  : :. ..                  
gi|113 DLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTSSAGVFSCHPGAPC 
          350       360       370       380       390        
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.8  bits: 21.3 E():   16 
Smith-Waterman score: 52; 40.0% identity (56.0% similar) in 25 aa overlap (48-72:25-49) 
 
        20        30        40        50        60        70        
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                                     .:  ::.  : :::  : . . : :      
gi|249       MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPA 
                     10        20        30        40        50     
 
        80                                                          
AAD-12 LIG                                                          
                                                                    
gi|249 TPAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGL 
           60        70        80        90       100       110     
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 80.1  bits: 21.8 E():   17 
Smith-Waterman score: 54; 23.5% identity (54.4% similar) in 68 aa overlap (11-78:426-489) 
 
                                   10        20        30        40 
AAD-12                     GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     :  ....:   :.. :.  . .:    ..  
gi|258 AERGFFYRNGIYSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNH 
         400       410       420       430       440       450      
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               50        60        70        80                     
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG                     
       : .::::.     :..  :   .  . ..  .:: :.:                       
gi|258 GVIQQAGN----QGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQISREQARQL 
         460           470       480       490       500       510  
 
gi|258 KYNRQETIALSSSQQRRAVV 
             520       530  
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 79.9  bits: 21.0 E():   18 
Smith-Waterman score: 51; 36.1% identity (55.6% similar) in 36 aa overlap (46-76:21-56) 
 
          20        30        40          50        60           70 
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGS--AYIGYGMDTTATP---LRPLVKVHP 
                                     :::  : .:::  : :.:     : . . : 
gi|330           MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAP 
                         10        20        30        40        50 
 
               80                                                   
AAD-12 ETGRPSLLIG                                                   
         ..:.                                                       
gi|330 AGAEPAGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLS 
               60        70        80        90       100       110 
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.7  bits: 19.9 E():   18 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (9-25:14-30) 
 
                    10        20        30        40        50      
AAD-12      GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                    .: :.: .:.  .. .:                               
gi|219 MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLIIEIDAD 
               10        20        30        40        50        60 
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 79.6  bits: 22.3 E():   19 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (36-53:283-300) 
 
          10        20        30        40        50        60      
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
          70        80                                              
AAD-12 VKVHPETGRPSLLIG                                              
                                                                    
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  51  Z-score: 79.5  bits: 21.0 E():   19 
Smith-Waterman score: 51; 28.8% identity (55.9% similar) in 59 aa overlap (22-80:232-275) 
 
                        10        20        30        40        50  
AAD-12          GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                     : .:  :. ::....:..  . ::       
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIH--SVVHSIIMQQQQQQQQQQ------ 
             210       220       230         240       250          
 
              60        70        80                                
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIG                                
         :.:     . :: . : ..:. ::. :                                
gi|170 --GIDI----FLPLSQ-HEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYV 
                 260        270       280       290       300       
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 79.4  bits: 22.3 E():   19 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (36-53:289-306) 
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          10        20        30        40        50        60      
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
 
          70        80                                              
AAD-12 VKVHPETGRPSLLIG                                              
                                                                    
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 79.1  bits: 20.7 E():   20 
Smith-Waterman score: 50; 32.1% identity (57.1% similar) in 28 aa overlap (49-76:1-28) 
 
       20        30        40        50        60        70         
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::  : :.:    . . :  ..:.   
gi|295                               ADLGYGPATPAAPAAGYTPAAPAGAEPAGK 
                                             10        20        30 
 
       80                                                           
AAD-12 IG                                                           
                                                                    
gi|295 ATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAE 
               40        50        60        70        80        90 
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.4  bits: 19.6 E():   22 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (9-26:126-143) 
 
                                     10        20        30         
AAD-12                       GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . ::..::: :..: ...             
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG         
         100       110       120       130       140                
 
       40        50        60        70        80 
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.9  bits: 19.3 E():   23 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (51-68:24-41) 
 
               30        40        50        60        70        80 
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|121        MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSL 
                      10        20        30        40        50    
 
gi|121 STFKNTEIKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVV 
            60        70        80        90       100       110    
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.9  bits: 19.3 E():   23 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (51-68:24-41) 
 
               30        40        50        60        70        80 
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|144        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.9  bits: 19.3 E():   23 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (51-68:24-41) 
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               30        40        50        60        70        80 
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|379        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
gi|379 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 77.7  bits: 21.2 E():   24 
Smith-Waterman score: 52; 24.3% identity (73.0% similar) in 37 aa overlap (16-51:143-179) 
 
                              10        20        30        40      
AAD-12                GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG-HVQ 
                                     .::   .:.: .. .. .::  .... .:. 
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
           50        60        70        80                         
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG                         
       . :...:                                                      
gi|215 NNGDVFILLVPNFVFVWTGKHSNRMERTTAIRVANDLKSELNRFKLSSVILEDGKEVEQT 
            180       190       200       210       220       230   
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.7  bits: 19.1 E():   24 
Smith-Waterman score: 44; 50.0% identity (71.4% similar) in 14 aa overlap (54-67:19-32) 
 
            30        40        50        60        70        80    
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG    
                                     :.: ::  :. :.:                 
gi|135             MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFA 
                           10        20        30        40         
 
gi|135 KALEGKDVKDLLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGL 
       50        60        70        80        90       100         
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.5  bits: 20.4 E():   25 
Smith-Waterman score: 49; 21.9% identity (59.4% similar) in 32 aa overlap (27-58:179-210) 
 
                   10        20        30        40        50       
AAD-12     GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :.  .:.. .... :. ::      : :.. 
gi|219 MWQQSSCHVMQQQCCQQLSQIPEQSRYDAIRAITYSIILQEQQQGQSQQQQPQQSGQGVS 
      150       160       170       180       190       200         
 
         60        70        80                                     
AAD-12 TTATPLRPLVKVHPETGRPSLLIG                                     
        .                                                           
gi|219 QSQQQSQQQLGQCSFQQPQQQLGQQPQQQQVQQGTFLQPHQIAHLEVMTSIALRTLPTMC 
      210       220       230       240       250       260         
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 76.6  bits: 19.8 E():   27 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (6-27:74-98) 
 
                                        10           20        30   
AAD-12                          GGRTCFADMRAAYDAL---DEATRALVHQRSARHS 
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
 
             40        50        60        70        80             
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG             
                                                                    
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
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 initn:  44 init1:  44 opt:  44  Z-score: 76.2  bits: 19.0 E():   29 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (51-71:25-45) 
 
               30        40        50        60        70        80 
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.:  .:  :          
gi|990       MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSL 
                     10        20        30        40        50     
 
gi|990 STFKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVV 
           60        70        80        90       100       110     
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 76.1  bits: 18.2 E():   29 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (24-45:37-58) 
 
                      10        20        30        40        50    
AAD-12        GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
            60        70        80 
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIG 
                                   
gi|162 VPQLEIVPNS                  
         70                        
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.0  bits: 20.4 E():   29 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (46-62:200-216) 
 
          20        30        40        50        60        70      
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
          80                                                        
AAD-12 SLLIG                                                        
                                                                    
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.0  bits: 20.1 E():   29 
Smith-Waterman score: 48; 25.6% identity (56.4% similar) in 39 aa overlap (32-70:87-125) 
 
              10        20        30        40        50        60  
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     : : . ..  . :.:.:  . :: .  ..  
gi|144 DLAEAPFQISLLKDYLIMKRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSS 
         60        70        80        90       100       110       
 
              70        80                                          
AAD-12 LRPLVKVHPETGRPSLLIG                                          
           .::.:                                                    
gi|144 SYGDLKVKPIIQHESYEQDQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVDGDKVTIYG 
        120       130       140       150       160       170       
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.9  bits: 19.8 E():   30 
Smith-Waterman score: 47; 33.3% identity (52.8% similar) in 36 aa overlap (6-41:159-191) 
 
                                        10        20        30      
AAD-12                          GGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :   . : ..::   :   :: .  :.:   
gi|136 TNTEKLPTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFEIR---HQLTQIHGLYR 
      130       140       150       160       170          180      
 
          40        50        60        70        80     
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AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG     
       :..: :                                            
gi|136 SSDKTGGYWKITMNDGSTYQSDLSKKFEYNTEKPPINIDEIKTIEAEIN 
         190       200       210       220       230     
 
>>gi|21757|emb|CAA26383.1| unnamed protein product [Trit  (296 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.5  bits: 20.1 E():   32 
Smith-Waterman score: 48; 21.3% identity (61.7% similar) in 47 aa overlap (15-61:200-246) 
 
                               10        20        30        40     
AAD-12                 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :. ....:.. ... :..   :: .: . : 
gi|217 SQVLQQSTYQPLQQLCCQQLWQIPEQSRCQAIHNVVHAIILHQQQRQQQPSSQVSLQQPQ 
     170       180       190       200       210       220          
 
           50        60        70        80                         
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG                         
       :   .  :. . .  .:                                            
gi|217 QQYPSGQGFFQPSQQNPQAQGSVQPQQLPQFEEIRNLALQTLPRMCNVYIPPYCSTTIAP 
     230       240       250       260       270       280          
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 75.3  bits: 19.0 E():   32 
Smith-Waterman score: 44; 33.3% identity (55.6% similar) in 27 aa overlap (2-28:27-52) 
 
                                        10        20        30      
AAD-12                          GGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                 :. :.: :    . : :. :  : :..        
gi|189 MASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPL-EGCREYVAQQTCGVTIAG 
               10        20        30        40         50          
 
          40        50        60        70        80                
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG                
                                                                    
gi|189 SPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFA 
      60        70        80        90       100       110          
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 75.3  bits: 19.0 E():   32 
Smith-Waterman score: 44; 33.3% identity (55.6% similar) in 27 aa overlap (2-28:27-52) 
 
                                        10        20        30      
AAD-12                          GGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                 :. :.: :    . : :. :  : :..        
gi|439 MASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPL-EGCREYVAQQTCGVTIAG 
               10        20        30        40         50          
 
          40        50        60        70        80                
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG                
                                                                    
gi|439 SPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDF 
      60        70        80        90       100       110          
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 75.0  bits: 20.1 E():   33 
Smith-Waterman score: 48; 25.0% identity (51.8% similar) in 56 aa overlap (24-76:3-56) 
 
               10        20        30        40        50        60 
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                              ::: ..  .:  . . ..    . .: .:::  : :. 
gi|398                      MAVHQYTV--ALFLAVALVAGPAASYAADLGYGPATPAA 
                                      10        20        30        
 
                  70        80                                      
AAD-12 P---LRPLVKVHPETGRPSLLIG                                      
       :     : . . :  . :.                                          
gi|398 PAAGYTPATPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATF 
        40        50        60        70        80        90        
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 74.7  bits: 18.7 E():   35 
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Smith-Waterman score: 43; 26.3% identity (57.9% similar) in 38 aa overlap (42-76:33-70) 
 
              20        30        40        50        60            
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVKV 
                                     ....:.::     .: :::   : : .. . 
gi|668 ASEAAAAAATPVAPTEGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPI 
             10        20        30        40        50        60   
 
       70        80                                                 
AAD-12 HPETGRPSLLIG                                                 
         . .. :                                                     
gi|668 FADMAKKSPNVVFLKVDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKL 
             70        80        90       100       110       120   
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 47; 36.0% identity (76.0% similar) in 25 aa overlap (9-33:106-130) 
 
                                     10        20        30         
AAD-12                       GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     ...: . :.:::.:  ... ::. :      
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
 
       40        50        60        70        80                   
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG                   
                                                                    
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.1  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (49-76:1-31) 
 
       20        30        40        50        60           70      
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
          80                                                        
AAD-12 SLLIG                                                        
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.1  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (49-76:1-31) 
 
       20        30        40        50        60           70      
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
          80                                                        
AAD-12 SLLIG                                                        
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.1  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (49-76:1-31) 
 
       20        30        40        50        60           70      
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
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          80                                                        
AAD-12 SLLIG                                                        
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.1  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (49-76:1-31) 
 
       20        30        40        50        60           70      
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
          80                                                        
AAD-12 SLLIG                                                        
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.1  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (49-76:1-31) 
 
       20        30        40        50        60           70      
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
          80                                                        
AAD-12 SLLIG                                                        
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.1  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (49-76:1-31) 
 
       20        30        40        50        60           70      
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
          80                                                        
AAD-12 SLLIG                                                        
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.1  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (49-76:1-31) 
 
       20        30        40        50        60           70      
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
          80                                                        
AAD-12 SLLIG                                                        
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
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>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.1  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (49-76:1-31) 
 
       20        30        40        50        60           70      
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
          80                                                        
AAD-12 SLLIG                                                        
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.1  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (49-76:1-31) 
 
       20        30        40        50        60           70      
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
          80                                                        
AAD-12 SLLIG                                                        
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.1  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (49-76:1-31) 
 
       20        30        40        50        60           70      
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
          80                                                        
AAD-12 SLLIG                                                        
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.1  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (49-76:1-31) 
 
       20        30        40        50        60           70      
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
          80                                                        
AAD-12 SLLIG                                                        
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.1  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (49-76:1-31) 
 
       20        30        40        50        60           70      
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
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gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
          80                                                        
AAD-12 SLLIG                                                        
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.1  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (49-76:1-31) 
 
       20        30        40        50        60           70      
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
          80                                                        
AAD-12 SLLIG                                                        
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.1  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (49-76:1-31) 
 
       20        30        40        50        60           70      
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
          80                                                        
AAD-12 SLLIG                                                        
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.1  bits: 18.7 E():   38 
Smith-Waterman score: 43; 29.6% identity (66.7% similar) in 27 aa overlap (48-74:9-35) 
 
        20        30        40        50        60        70        
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                                     ::.    . ..:.  : .:.:. ..::    
gi|244                       MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQS 
                                     10        20        30         
 
        80                                                          
AAD-12 LIG                                                          
                                                                    
gi|244 CQRQFEEQQRFRNCQRYVKQEVQRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQ 
       40        50        60        70        80        90         
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.0  bits: 20.3 E():   38 
Smith-Waterman score: 49; 36.7% identity (66.7% similar) in 30 aa overlap (21-50:43-72) 
 
                         10        20        30        40        50 
AAD-12           GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.. . .:: . : : ..::..  : : : 
gi|558 RVRSGGHDYEGLSYRSLQPENFAVVDLNQMRAVLVDGKARTAWVDSGAQLGELYYAISKY 
             20        30        40        50        60        70   
 
               60        70        80                               
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIG                               
                                                                    
gi|558 SRTLAFPAGVCPTIGVGGNLAGGGFGMLLRKYGIAAENVIDVKLVDANGKLHDKKSMGDD 
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             80        90       100       110       120       130   
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 73.0  bits: 15.5 E():   43 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (29-43:1-15) 
 
               10        20        30        40        50        60 
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                   :: . : : ..::..                  
gi|323                             ARTAWVDSGAQLGELSY                
                                           10                       
 
               70        80 
AAD-12 PLRPLVKVHPETGRPSLLIG 
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.8  bits: 19.0 E():   44 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (26-41:46-61) 
 
                    10        20        30        40        50      
AAD-12      GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
          60        70        80                                    
AAD-12 DTTATPLRPLVKVHPETGRPSLLIG                                    
                                                                    
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 72.7  bits: 20.8 E():   45 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (39-53:609-623) 
 
       10        20        30        40        50        60         
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
       70        80                                                 
AAD-12 HPETGRPSLLIG                                                 
                                                                    
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.3  bits: 20.3 E():   47 
Smith-Waterman score: 49; 37.9% identity (62.1% similar) in 29 aa overlap (24-52:74-102) 
 
                      10        20        30        40        50    
AAD-12        GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     : .:.: .   ::.. :    : ::.:.:  
gi|112 NRIESEGGYIETWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGL 
            50        60        70        80        90       100    
 
            60        70        80                                  
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIG                                  
                                                                    
gi|112 IFPGCPSTYEEPAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTG 
           110       120       130       140       150       160    
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.2  bits: 18.9 E():   48 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (32-57:76-100) 
 
              10        20        30        40        50        60  
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
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          50        60        70        80         90       100     
 
              70        80                                          
AAD-12 LRPLVKVHPETGRPSLLIG                                          
                                                                    
gi|549 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.2  bits: 18.9 E():   48 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (32-57:76-100) 
 
              10        20        30        40        50        60  
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
              70        80                                          
AAD-12 LRPLVKVHPETGRPSLLIG                                          
                                                                    
gi|549 AKYQVGQNVALTGSTAAVYNDPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 72.1  bits: 18.9 E():   48 
Smith-Waterman score: 44; 29.6% identity (77.8% similar) in 27 aa overlap (31-57:77-102) 
 
               10        20        30        40        50        60 
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::... .:... :. ..  .:: ::    
gi|549 LKVHNDFRQKVAKGLETRGNPGPQPPAKNMNNLVWND-ELANIAQVWASQCNYGHDTCKD 
         50        60        70        80         90       100      
 
               70        80                                         
AAD-12 PLRPLVKVHPETGRPSLLIG                                         
                                                                    
gi|549 TEKYPVGQNIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWA 
         110       120       130       140       150       160      
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.9  bits: 17.9 E():   50 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (36-53:26-43) 
 
          10        20        30        40        50        60      
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : .. :. :: :..  ::             
gi|897      EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQ 
                    10        20        30        40        50      
 
          70        80                                
AAD-12 VKVHPETGRPSLLIG                                
                                                      
gi|897 QGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
          60        70        80        90       100  
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 71.9  bits: 18.7 E():   50 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (26-40:138-152) 
 
                    10        20        30        40        50      
AAD-12      GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
          60        70        80 
AAD-12 DTTATPLRPLVKVHPETGRPSLLIG 
                                 
gi|391 ASIDTILTKV                
       170                       
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>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 71.8  bits: 20.0 E():   50 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (8-22:431-446) 
 
                                      10         20        30       
AAD-12                        GGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYS 
                                     :..: :::.: ...::               
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA               
              410       420       430       440                     
 
         40        50        60        70        80 
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 71.6  bits: 15.7 E():   52 
Smith-Waterman score: 36; 44.0% identity (56.0% similar) in 25 aa overlap (40-64:2-24) 
 
      10        20        30        40        50        60          
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     ::..  :  :  : :. : :::  :      
gi|751                              DLGYAP-ATPAAPGAGY-TPATPAAP      
                                             10         20          
 
      70        80 
AAD-12 PETGRPSLLIG 
 
>>gi|56417506|gb|AAV90694.1| GE-rich salivary protein 30  (266 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.5  bits: 19.2 E():   52 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (26-56:183-213) 
 
                    10        20        30        40        50      
AAD-12      GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
            160       170       180       190       200       210   
 
          60        70        80                              
AAD-12 DTTATPLRPLVKVHPETGRPSLLIG                              
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
            220       230       240       250       260       
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.4  bits: 19.7 E():   53 
Smith-Waterman score: 47; 25.7% identity (51.4% similar) in 35 aa overlap (43-77:341-375) 
 
             20        30        40        50        60        70   
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ..  :.: . :: .    .  :  
gi|113 ASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMIPAEP 
              320       330       340       350       360       370 
 
             80               
AAD-12 GRPSLLIG               
       :.  :                  
gi|113 GEAVLRLTSSAGVLSCQPGAPC 
              380       390   
 
>>gi|56417504|gb|AAV90693.1| 30 kDa salivary gland aller  (271 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.4  bits: 19.2 E():   53 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (26-56:188-218) 
 
                    10        20        30        40        50      
AAD-12      GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
       160       170       180       190       200       210        
 
          60        70        80                              
AAD-12 DTTATPLRPLVKVHPETGRPSLLIG                              
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       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
       220       230       240       250       260       270  
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 40; 25.0% identity (70.0% similar) in 20 aa overlap (7-26:42-61) 
 
                                       10        20        30       
AAD-12                         GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
                                     :: . ... ::.   ....:           
gi|207 IDAALESVKAAGSFNYKIFFQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNF 
              20        30        40        50        60        70  
 
         40        50        60        70        80 
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                                    
gi|207 RASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVKA       
              80        90       100                
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 71.2  bits: 15.7 E():   54 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (58-64:5-11) 
 
        30        40        50        60        70        80 
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     : .:.::                 
gi|751                           TKSQTHVPIRPNKLVLKVQKDRATN   
                                         10        20        
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 71.0  bits: 16.2 E():   56 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (41-61:5-25) 
 
               20        30        40        50        60        70 
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     :.: .: :  : : .   :.:          
gi|462                           TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXL 
                                         10        20        30     
 
               80 
AAD-12 ETGRPSLLIG 
                  
gi|462 SSA        
                  
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.9  bits: 17.8 E():   56 
Smith-Waterman score: 40; 25.6% identity (59.0% similar) in 39 aa overlap (23-61:54-92) 
 
                       10        20        30        40        50   
AAD-12         GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     :. . : . . : : .  : . ..:.:  : 
gi|117 KAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAG 
            30        40        50        60        70        80    
 
             60        70        80   
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIG   
        . .. :.:                      
gi|117 GSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
            90       100       110    
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.9  bits: 15.7 E():   57 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (70-80:10-20) 
 
      40        50        60        70        80       
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG       
                                     :.:  :..: :       
gi|147                      AKITFTNNXPNTVWPGILTGFGQKPQ 
                                    10        20       
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>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 70.8  bits: 15.2 E():   57 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (55-62:10-17) 
 
           30        40        50        60        70        80 
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     :.:  :::                   
gi|244                      IGNEDCTPWMSTLITPLP                  
                                    10                          
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.7  bits: 19.4 E():   58 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (51-60:284-293) 
 
               30        40        50        60        70        80 
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.1  bits: 18.9 E():   62 
Smith-Waterman score: 44; 20.0% identity (52.5% similar) in 40 aa overlap (36-75:51-90) 
 
          10        20        30        40        50        60      
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|130 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               30        40        50        60        70        80 
 
          70        80                                              
AAD-12 VKVHPETGRPSLLIG                                              
        . .:. ..:                                                   
gi|130 PQPQPQYSQPQEPISQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQS 
               90       100       110       120       130       140 
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.1  bits: 18.1 E():   62 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (58-65:34-41) 
 
        30        40        50        60        70        80        
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG        
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.1  bits: 18.6 E():   62 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (40-73:31-64) 
 
      10        20        30        40        50        60          
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :. :  . :::..::  .     . ::    
gi|616 NEIAXAKIDLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCA 
               10        20        30        40        50        60 
 
      70        80                                                  
AAD-12 PETGRPSLLIG                                                  
        . :                                                         
gi|616 SQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNK 
               70        80        90       100       110       120 
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.0  bits: 19.7 E():   63 
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Smith-Waterman score: 47; 36.4% identity (59.1% similar) in 22 aa overlap (23-44:332-353) 
 
                       10        20        30        40        50   
AAD-12         GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     : :     ::..:. .  :.::         
gi|259 LTTLNSLNLPILKWLQLSVEKGVLYKNALVLPHWNLNSHSIIYGCKGKGQVQVVDNFGNR 
             310       320       330       340       350       360  
 
             60        70        80                                 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIG                                 
                                                                    
gi|259 VFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRAMTSPLAGRTSVLGGMPEEVL 
             370       380       390       400       410       420  
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 69.9  bits: 18.1 E():   64 
Smith-Waterman score: 41; 42.1% identity (68.4% similar) in 19 aa overlap (2-20:62-78) 
 
                                            10        20        30  
AAD-12                              GGRTCFADMRAAYDALDEATRALVHQRSARH 
                                     :.: ..  .   ::.::::            
gi|145 PKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSYVLHK--IDAIDEATYTYDYTISGGT 
              40        50        60        70          80          
 
              40        50        60        70        80            
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG            
                                                                    
gi|145 GFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQKSQGIFKAIEGY 
      90       100       110       120       130       140          
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.7  bits: 17.8 E():   65 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (24-45:6-27) 
 
               10        20        30        40        50        60 
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                              :.:.  ..  : :.  ::...:                
gi|159                   IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYKVPQLEIV 
                                 10        20        30        40   
 
               70        80                                         
AAD-12 PLRPLVKVHPETGRPSLLIG                                         
                                                                    
gi|159 PNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFXQFYQPDAYPSGAWYYVPLGTQ 
             50        60        70        80        90       100   
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.6  bits: 17.8 E():   66 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (51-68:25-42) 
 
               30        40        50        60        70        80 
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  ..: ..:             
gi|144       MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSL 
                     10        20        30        40        50     
 
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVE 
           60        70        80        90       100       110     
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 69.5  bits: 14.1 E():   67 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (21-25:2-6) 
 
               10        20        30        40        50        60 
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                           : :::                                    
gi|463                    DRNLVHSATR                                
                                  10                                
 
>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.5  bits: 18.1 E():   67 
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Smith-Waterman score: 45; 42.9% identity (67.9% similar) in 28 aa overlap (30-56:124-150) 
 
                10        20        30         40        50         
AAD-12  GGRTCFADMRAAYDALDEATRALVHQRSARHSLV-YSQSKLGHVQQAGSAYIGYGMDTT 
                                     : ::: : :::..  .. :.:.   :.:   
gi|170 ANMPAMETLIKDMAANHKARGIPKAQFNEFRASLVSYLQSKVSWNDSLGAAWT-QGLDNV 
           100       110       120       130       140        150   
 
       60        70        80 
AAD-12 ATPLRPLVKVHPETGRPSLLIG 
                              
gi|170 FNMMFSYL               
            160               
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.4  bits: 19.9 E():   68 
Smith-Waterman score: 48; 22.9% identity (57.1% similar) in 35 aa overlap (17-51:339-373) 
 
                             10        20        30        40       
AAD-12               GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     ::  .:  . :  : . ...:.. : . .: 
gi|131 LLQPVSTPGEFELFFGAGGENPESFFKSFSDEILEAAFNTRRDRLQRIFGQQRQGVIVKA 
      310       320       330       340       350       360         
 
         50        60        70        80                           
AAD-12 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG                           
       .   .                                                        
gi|131 SEEQVRAMSRHEEGGIWPFGGESKGTINIYQQRPTHSNQYGQLHEVDASQYRQLRDLDLT 
      370       380       390       400       410       420         
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.4  bits: 17.8 E():   68 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (14-42:101-129) 
 
                                10        20        30        40    
AAD-12                  GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
            50        60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                             
gi|273 RRRR                                  
                                             
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.4  bits: 17.8 E():   68 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (14-42:101-129) 
 
                                10        20        30        40    
AAD-12                  GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
            50        60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                             
gi|273 RRRR                                  
                                             
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.3  bits: 17.5 E():   69 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (39-71:20-52) 
 
       10        20        30        40        50         60        
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT-TATPLRPLVK 
                                     : :  .. :  :   :.:. .:  :. : : 
gi|131            AFKGILSNADIKAAEAACFKEGSFDEDGF-YAKVGLDAFSADELKKLFK 
                          10        20         30        40         
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        70        80                                                
AAD-12 VHPETGRPSLLIG                                                
       .  :                                                         
gi|131 IADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDK 
       50        60        70        80        90       100         
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.3  bits: 18.9 E():   69 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (49-72:1-21) 
 
       20        30        40        50        60        70         
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::    :::  : .   : :       
gi|109                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
       80                                                           
AAD-12 IG                                                           
                                                                    
gi|109 ADAAGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEP 
        30        40        50        60        70        80        
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.2  bits: 18.9 E():   69 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (49-72:1-21) 
 
       20        30        40        50        60        70         
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::    :::  : .   : :       
gi|239                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
       80                                                           
AAD-12 IG                                                           
                                                                    
gi|239 ADAAGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEP 
        30        40        50        60        70        80        
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 69.1  bits: 20.5 E():   70 
Smith-Waterman score: 50; 28.9% identity (60.5% similar) in 38 aa overlap (8-45:827-864) 
 
                                      10        20        30        
AAD-12                        GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     ...:: :  :.:   :   :. ..: : .. 
gi|377 NEKVKVYKRQMQEQEGMSQQNLTRVRRFQRELEAAEDRADQAESNLSFIRAKHRSWVTTS 
        800       810       820       830       840       850       
 
        40        50        60        70        80 
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
       .  : ..:                                    
gi|377 QVPGGTRQVFTTQEETTNY                         
        860       870                              
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 69.1  bits: 20.5 E():   70 
Smith-Waterman score: 58; 34.8% identity (60.9% similar) in 46 aa overlap (27-71:4-44) 
 
               10        20        30        40        50           
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA- 
                                 :::..  .:..:. ::   .:.  : :: :  :  
gi|219                        MAARSAKY--MYQSSRAGH---GGDISIEYGTDLGAL 
                                        10           20        30   
 
      60        70        80                                        
AAD-12 TPLRPLVKVHPETGRPSLLIG                                        
       : :.  ...  :                                                 
gi|219 TRLEDKIRLLSEDLESERELRQRVEREKSDITVQLMNLTERLEETEGSSESVTEMNKKRD 
             40        50        60        70        80        90   
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>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.9  bits: 18.3 E():   72 
Smith-Waterman score: 42; 29.6% identity (70.4% similar) in 27 aa overlap (31-57:76-101) 
 
               10        20        30        40        50        60 
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::.. ..:... :  ..   :: ::    
gi|549 LKIHNDFRNKVARGLETRGNPGPQPPAKNMNNLVWN-NELANIAQIWASQCKYGHDTCKD 
          50        60        70        80         90       100     
 
               70        80                                         
AAD-12 PLRPLVKVHPETGRPSLLIG                                         
                                                                    
gi|549 TTKYNVGQNIAVSSSTAAVYENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWA 
          110       120       130       140       150       160     
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 68.8  bits: 19.7 E():   73 
Smith-Waterman score: 47; 33.3% identity (66.7% similar) in 36 aa overlap (12-46:123-158) 
 
                                  10         20        30        40 
AAD-12                    GGRTCFADMRAAYDALD-EATRALVHQRSARHSLVYSQSKL 
                                     :. ..: .  ::.: . .:: . : : ..: 
gi|558 VCGRRHGVRIRVRSGGHDYEGLSYRSERPEAFAVVDLNKMRAVVVDGKARTAWVDSGAQL 
            100       110       120       130       140       150   
 
               50        60        70        80                     
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG                     
       :..  :                                                       
gi|558 GELYYAIAKNSPVLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGT 
            160       170       180       190       200       210   
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.8  bits: 17.5 E():   74 
Smith-Waterman score: 41; 33.3% identity (51.9% similar) in 27 aa overlap (2-28:2-27) 
 
               10        20        30        40        50        60 
AAD-12 GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
        :  :.: :    . : :. :  : :..                                 
gi|253 TGPYCYAGMGLPINPL-EGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQH 
               10         20        30        40        50          
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 68.7  bits: 14.1 E():   75 
Smith-Waterman score: 26; 50.0% identity (83.3% similar) in 6 aa overlap (75-80:1-6) 
 
           50        60        70        80      
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG      
                                     :.. ::      
gi|250                               PTITIGGPEYR 
                                             10  
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 68.4  bits: 21.3 E():   77 
Smith-Waterman score: 53; 23.7% identity (52.5% similar) in 59 aa overlap (18-76:225-280) 
 
                            10        20        30        40        
AAD-12              GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 
                                     :  ..:::. .    . : .  : . ...  
gi|203 ELMRHYMHPMDSDLSCRMTLKDKVVTEVDCEERHVLVHRSNKPVHMSYVKMMLKQNKDGV 
          200       210       220       230       240       250     
 
        50        60        70        80                            
AAD-12 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG                            
       .: .:    :.: : :: ..   .   :.                                
gi|203 AADLG---PTNAQPKRPYLSFDHKHKNPTETDVVEVLKKLCSEITEPQASIETSFTFQKL 
             260       270       280       290       300       310  
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 18.3 E():   78 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (19-52:71-104) 
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                           10        20        30        40         
AAD-12             GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 
                                     :   :: .:.: .   ::..      : :  
gi|221 AQRPDNRIESEGGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGR 
               50        60        70        80        90       100 
 
       50        60        70        80                             
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIG                             
       .:.:                                                         
gi|221 GYFGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQKVHRFDEGDLIAV 
              110       120       130       140       150       160 
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 18.3 E():   81 
Smith-Waterman score: 42; 33.3% identity (71.4% similar) in 21 aa overlap (41-61:72-92) 
 
               20        30        40        50        60        70 
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     : ...: .::   : ...:.:          
gi|383 TASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEE 
              50        60        70        80        90       100  
 
               80                                                   
AAD-12 ETGRPSLLIG                                                   
                                                                    
gi|383 EEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEEL 
             110       120       130       140       150       160  
 
>>gi|14423646|sp|P92918.1|ALL2_APIGR RecName: Full=Major  (159 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.8 E():   82 
Smith-Waterman score: 42; 35.5% identity (61.3% similar) in 31 aa overlap (20-50:53-82) 
 
                          10        20        30        40          
AAD-12            GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSA 
                                     :  :::   : .  ...: :.  ...:: : 
gi|144 FLLDMDTVFPKVLPQLIKSVEILEGDGGVGTVKLVHLGEATEYTTMKQ-KVDVIDKAGLA 
             30        40        50        60        70         80  
 
      50        60        70        80                              
AAD-12 YIGYGMDTTATPLRPLVKVHPETGRPSLLIG                              
       :                                                            
gi|144 YTYTTIGGDILVDVLESVVNEFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKIKEATEKSA 
              90       100       110       120       130       140  
 
>>gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betula p  (21 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 67.8  bits: 14.8 E():   83 
Smith-Waterman score: 29; 42.9% identity (50.0% similar) in 14 aa overlap (54-67:8-21) 
 
            30        40        50        60        70        80 
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     :  :.  ::  : :              
gi|309                        MRVFNYKGETTSLIPLARLFK              
                                      10        20               
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.7  bits: 17.2 E():   84 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (6-19:39-52) 
 
                                        10        20        30      
AAD-12                          GGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|191 TLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
          40        50        60        70        80 
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                                     
gi|191 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ  
       70        80        90       100       110    
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>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.7  bits: 17.2 E():   84 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (6-19:39-52) 
 
                                        10        20        30      
AAD-12                          GGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|730 TLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
          40        50        60        70        80 
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                                     
gi|730 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ  
       70        80        90       100       110    
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.3  bits: 18.0 E():   88 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (32-57:76-100) 
 
              10        20        30        40        50        60  
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDI 
          50        60        70        80         90       100     
 
              70        80                                          
AAD-12 LRPLVKVHPETGRPSLLIG                                          
                                                                    
gi|549 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.3  bits: 18.0 E():   88 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (32-57:76-100) 
 
              10        20        30        40        50        60  
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
              70        80                                          
AAD-12 LRPLVKVHPETGRPSLLIG                                          
                                                                    
gi|549 AKYPVGQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos tauru  (172 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 17.8 E():   89 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (24-45:49-70) 
 
                      10        20        30        40        50    
AAD-12        GGRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
       20        30        40        50        60        70         
 
            60        70        80                                  
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIG                                  
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
       80        90       100       110       120       130         
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.1  bits: 18.0 E():   90 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (32-57:81-105) 
 
              10        20        30        40        50        60  
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
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gi|115 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
               60        70        80         90       100          
 
              70        80                                          
AAD-12 LRPLVKVHPETGRPSLLIG                                          
                                                                    
gi|115 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
     110       120       130       140       150       160          
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.1  bits: 19.1 E():   91 
Smith-Waterman score: 50; 30.4% identity (59.5% similar) in 79 aa overlap (1-73:161-236) 
 
                                              10          20        
AAD-12                               GGRTCFAD-MRAAYDA--LDEATR--ALVH 
                                     :::  : . : .  .:  ..:: :  : :. 
gi|144 YAHISDLAGTKKPYVLPVPFQNVLNGGSHAGGRLAFQEFMIVPCEAPTFSEAMRQGAEVY 
              140       150       160       170       180       190 
 
           30        40        50        60        70        80     
AAD-12 QR-SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG     
       :. .:  . .:.::  :.: . :.  ..  ..:.   :  ..:.  :.:            
gi|144 QKLKALAKKTYGQSA-GNVGDEGG--VAPDIQTAEEALDLITKAIEEAGYTGKIKIAMDV 
              200        210         220       230       240        
 
gi|144 ASSEFYKADEKKYDLDFKNPDSDKSKWLTYEQLAEMYKSLAEKYPIVSIEDPFAEDDWEA 
       250       260       270       280       290       300        
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.1  bits: 17.5 E():   91 
Smith-Waterman score: 41; 33.3% identity (51.9% similar) in 27 aa overlap (2-28:27-52) 
 
                                        10        20        30      
AAD-12                          GGRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                 :  :.: :    . : :. :  : :..        
gi|217 MASKSSISPLLLATVLVSVFAAATATGPYCYAGMGLPINPL-EGCREYVAQQTCGISISG 
               10        20        30        40         50          
 
          40        50        60        70        80                
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG                
                                                                    
gi|217 SAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDF 
      60        70        80        90       100       110          
 
>>gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A-I [  (262 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 18.3 E():   95 
Smith-Waterman score: 42; 20.0% identity (52.5% similar) in 40 aa overlap (36-75:71-110) 
 
          10        20        30        40        50        60      
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
          70        80                                              
AAD-12 VKVHPETGRPSLLIG                                              
        . .:. ..:                                                   
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|3121755|sp|P81216.1|ALL21_HORSE RecName: Full=Dande  (29 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 66.6  bits: 15.1 E():   96 
Smith-Waterman score: 30; 33.3% identity (50.0% similar) in 18 aa overlap (37-54:5-22) 
 
         10        20        30        40        50        60       
AAD-12 ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLV 
                                     ::.  . : .:     ::             
gi|312                           SQXPQSETDYSQLSGEWNTIYGAASNIXK      
                                         10        20               
 
         70        80 
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AAD-12 KVHPETGRPSLLIG 
 
>>gi|18652047|gb|AAL76932.1|AF456481_1 major allergen is  (154 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.5 E():   97 
Smith-Waterman score: 39; 31.6% identity (63.2% similar) in 19 aa overlap (1-19:60-78) 
 
                                             10        20        30 
AAD-12                               GGRTCFADMRAAYDALDEATRALVHQRSAR 
                                     :  : .. :.   :..:.:            
gi|186 VFPKVLPQLIKSVEILEGDGGVGTVRLVHLGEATEYTTMKQKVDVIDKAGLGYTYTTIGG 
      30        40        50        60        70        80          
 
               40        50        60        70        80           
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG           
                                                                    
gi|186 DILVEGLESVVNQFVVVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEA 
      90       100       110       120       130       140          
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.4  bits: 18.0 E():   99 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (32-57:99-123) 
 
              10        20        30        40        50        60  
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|162 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
              70        80                                          
AAD-12 LRPLVKVHPETGRPSLLIG                                          
                                                                    
gi|162 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.4  bits: 18.0 E():   99 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (32-57:99-123) 
 
              10        20        30        40        50        60  
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|856 KEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
              70        80                                          
AAD-12 LRPLVKVHPETGRPSLLIG                                          
                                                                    
gi|856 AKYQVGQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYTQMVWAN 
       130       140       150       160       170       180        
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:52 2011 done: Fri Jan 21 00:02:53 2011 
 Total Scan time:  0.070 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 134  - 213 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
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       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     1     8:= * 
  34     3    22:=      * 
  36    15    44:=====         * 
  38    33    73:===========             * 
  40   104   102:=================================*= 
  42    87   125:=============================            * 
  44   141   138:=============================================*= 
  46   147   140:==============================================*== 
  48   122   134:=========================================   * 
  50   118   122:========================================* 
  52   153   108:===================================*=============== 
  54   115    92:==============================*======== 
  56    95    77:=========================*====== 
  58    62    63:====================* 
  60    51    51:================* 
  62    58    41:=============*====== 
  64    45    33:==========*==== 
  66    23    26:========* 
  68    15    20:===== * 
  70    19    16:=====*= 
  72    16    12:===*== 
  74    21    10:===*=== 
  76    10     8:==*= 
  78     7     6:=*= 
  80     9     5:=*= 
  82     1     3:* 
  84     7     3:*== 
  86     1     2:* 
  88     4     2:*=         inset = represents 1 library sequences 
  90     2     1:* 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     1     0:=         *= 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.50200.00299; mu= 1.0194 0.156 
 mean_var=37.4649 9.198, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.209538 
 Kolmogorov-Smirnov  statistic: 0.0933 (N=29) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   74 27.9    0.19 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   58 23.3     1.4 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   57 22.9       3 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   57 22.9     3.1 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   52 21.5     4.7 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   59 23.3     5.3 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   52 21.5     5.4 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   52 21.5     5.4 
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gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   52 21.5     5.4 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.5     6.3 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 19.0     8.4 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.7     8.9 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.7     9.3 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.7     9.3 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.7     9.5 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 21.6      10 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 21.6      11 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   56 22.4      11 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   56 22.3      14 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   56 22.3      15 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   52 21.3      15 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   53 21.5      15 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   53 21.5      15 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 21.3      16 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   54 21.8      17 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   51 21.0      18 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 19.9      18 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 22.3      19 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 22.3      19 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 20.7      20 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.7      21 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.4      23 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.4      23 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.4      23 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   44 19.1      23 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   52 21.2      24 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   49 20.4      24 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.9      27 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 19.1      28 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 18.3      28 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   48 20.1      29 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 20.4      29 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   47 19.9      29 
gi|21757|emb|CAA26383.1| unnamed protein product [ ( 296)   48 20.1      31 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   44 19.1      31 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   44 19.0      32 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   48 20.1      33 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   43 18.8      34 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   50 20.6      34 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   47 19.8      36 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   43 18.8      37 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 19.8      37 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   49 20.3      38 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 15.6      40 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 19.0      43 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 20.8      45 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   44 19.0      46 
gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Veno ( 204)   44 19.0      46 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   44 19.0      47 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   49 20.3      47 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 17.9      48 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.7      49 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.8      49 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 20.0      49 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.8      51 
gi|56417506|gb|AAV90694.1| GE-rich salivary protei ( 266)   45 19.2      51 
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gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   40 17.9      52 
gi|56417504|gb|AAV90693.1| 30 kDa salivary gland a ( 271)   45 19.2      52 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   47 19.7      53 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 16.3      53 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 15.3      53 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.8      53 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   40 17.9      54 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 19.5      57 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.1      60 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.9      61 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   43 18.7      61 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 14.2      62 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   41 18.1      62 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 17.9      63 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 17.9      64 
gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   41 18.1      65 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   40 17.9      66 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   40 17.9      66 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.6      67 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   48 20.0      67 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   44 18.9      68 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   44 18.9      68 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   26 14.2      69 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   50 20.5      70 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   50 20.5      70 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   42 18.4      71 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   39 17.6      71 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.7      72 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   42 18.4      76 
gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betu (  21)   29 14.9      78 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   53 21.2      78 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   42 18.3      79 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   38 17.3      81 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   38 17.3      81 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   41 18.1      86 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   41 18.1      86 
gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos t ( 172)   40 17.8      87 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   39 17.5      88 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   41 18.1      88 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   45 19.1      90 
gi|3121755|sp|P81216.1|ALL21_HORSE RecName: Full=D (  29)   30 15.2      91 
gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A ( 262)   42 18.3      93 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   28 14.6      95 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   41 18.0      97 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   41 18.0      97 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   40 17.8      99 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  65 init1:  65 opt:  74  Z-score: 115.5  bits: 27.9 E(): 0.19 
Smith-Waterman score: 74; 22.7% identity (50.7% similar) in 75 aa overlap (2-76:311-379) 
 
                                            10        20        30  
AAD-12                              GRTCFADMRAAYDALDEATRALVHQRSARHS 
                                     : :  : :.  ..: .      : ..: .: 
gi|113 FFQVVNNNYDKWGSYAIGGSASPTILSQGNRFCAPDERSKKNVLGR------HGEAAAES 
              290       300       310       320             330     
 
              40        50        60        70        80            
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR            
       . ..      : . :. ... :.: . :: .    .  : :. .:                
gi|113 MKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEPGESALSLTSSAGVLSCQPGA 
          340       350       360       370       380       390     
 
gi|113 PC 
          
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 100.0  bits: 23.3 E():  1.4 
Smith-Waterman score: 58; 26.9% identity (57.7% similar) in 52 aa overlap (5-56:26-77) 
 
                                    10        20        30          
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AAD-12                      GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                :::      :.  . . :  ..:.   :.... .. 
gi|527 MVHHITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNV 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR                    
        :::.:.. :   .: :                                            
gi|527 DHVQDAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAG 
               70        80        90       100       110       120 
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 93.8  bits: 22.9 E():    3 
Smith-Waterman score: 57; 29.3% identity (60.3% similar) in 58 aa overlap (6-58:93-149) 
 
                                        10             20        30 
AAD-12                          GRTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|144 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
             70        80        90       100        110       120  
 
               40        50        60        70        80           
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR           
       .. :  .:. .: .:...:.. :  : :                                 
gi|144 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
             130       140       150       160       170       180  
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 93.7  bits: 22.9 E():  3.1 
Smith-Waterman score: 57; 29.3% identity (60.3% similar) in 58 aa overlap (6-58:97-153) 
 
                                        10             20        30 
AAD-12                          GRTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|622 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
         70        80        90       100       110        120      
 
               40        50        60        70        80           
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR           
       .. :  .:. .: .:...:.. :  : :                                 
gi|622 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
         130       140       150       160       170       180      
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 90.3  bits: 21.5 E():  4.7 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (7-47:11-50) 
 
                   10          20        30        40        50     
AAD-12     GRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                 :.:  .: :  ..:..:.   ....:.:.: : .: ....  :        
gi|160 GSQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQLDELNENKSKELQEKI 
               10        20           30        40        50        
 
           60        70        80                                   
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGR                                   
                                                                    
gi|160 IRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQ 
        60        70        80        90       100       110        
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  59  Z-score: 89.5  bits: 23.3 E():  5.3 
Smith-Waterman score: 59; 35.6% identity (60.0% similar) in 45 aa overlap (25-62:198-242) 
 
                     10        20        30              40         
AAD-12       GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL------GHVQQAGSA 
                                     ::. :..:  .:. :      :  ..: .  
gi|303 LVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALAD 
       170       180       190       200       210       220        
 
       50         60        70        80                            
AAD-12 YIGYGMDT-TATPLRPLVKVHPETGRPSLLIGR                            
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        .:.:::: ::  .:                                              
gi|303 VLGFGMDTETARKVRGEDDQRGHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICS 
       230       240       250       260       270       280        
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 89.3  bits: 21.5 E():  5.4 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (7-47:26-65) 
 
                                  10          20        30          
AAD-12                    GRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                                :.:  .: :  ..:..:.   ....:.:.: : .: 
gi|111 MKFAIVLIACFAASVLAQEHKPEKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
      40        50        60        70        80                    
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR                    
        ....  :                                                     
gi|111 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
        60        70        80        90       100       110        
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 89.3  bits: 21.5 E():  5.4 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (7-47:26-65) 
 
                                  10          20        30          
AAD-12                    GRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                                :.:  .: :  ..:..:.   ....:.:.: : .: 
gi|111 MKFAIVLIACFAASVLAQGHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
      40        50        60        70        80                    
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR                    
        ....  :                                                     
gi|111 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
        60        70        80        90       100       110        
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 89.3  bits: 21.5 E():  5.4 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (7-47:26-65) 
 
                                  10          20        30          
AAD-12                    GRTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                                :.:  .: :  ..:..:.   ....:.:.: : .: 
gi|420 MKFAIVLIACFAASVLAQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
      40        50        60        70        80                    
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR                    
        ....  :                                                     
gi|420 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
        60        70        80        90       100       110        
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 88.1  bits: 21.5 E():  6.3 
Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (12-35:29-52) 
 
                                10        20        30        40    
AAD-12                  GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                   : : :::  : .  ..: .: .::         
gi|144 KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLSDS 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR                        
                                                                    
gi|144 KVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAGGE 
               70        80        90       100       110       120 
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 85.9  bits: 19.0 E():  8.4 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (40-60:5-25) 
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      10        20        30        40        50        60          
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     :.:..: :. .::  .  :.:          
gi|462                           AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKN 
                                         10        20        30     
 
      70        80 
AAD-12 ETGRPSLLIGR 
                   
gi|462 LNSA        
                   
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.4  bits: 22.7 E():  8.9 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (8-47:372-411) 
 
                                      10        20        30        
AAD-12                        GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|224 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             350       360       370       380       390       400  
 
        40        50        60        70        80                  
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR                  
         .::: . :                                                   
gi|224 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             410       420       430       440       450       460  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.1  bits: 22.7 E():  9.3 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (8-47:392-431) 
 
                                      10        20        30        
AAD-12                        GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|199 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
        40        50        60        70        80                  
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR                  
         .::: . :                                                   
gi|199 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             430       440       450       460       470       480  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.1  bits: 22.7 E():  9.3 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (8-47:392-431) 
 
                                      10        20        30        
AAD-12                        GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|571 GNRSPHIYDPQRWFTQNCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
        40        50        60        70        80                  
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR                  
         .::: . :                                                   
gi|571 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFA 
             430       440       450       460       470       480  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.9  bits: 22.7 E():  9.5 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (8-47:400-439) 
 
                                      10        20        30        
AAD-12                        GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|213 RSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
     370       380       390       400       410       420          
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        40        50        60        70        80                  
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR                  
         .::: . :                                                   
gi|213 GRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLA 
     430       440       450       460       470       480          
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 84.2  bits: 21.6 E():   10 
Smith-Waterman score: 53; 28.1% identity (57.8% similar) in 64 aa overlap (4-59:202-265) 
 
                                          10        20              
AAD-12                            GRTCFADMRAAYDALDEATRALVHQ------RS 
                                     :. ...::      :: : . :      .. 
gi|168 APADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEA 
             180       190       200       210       220       230  
 
        30        40          50        60        70        80 
AAD-12 ARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
       :  . . ..:.. .:.:  .:.: .. :  ::::                      
gi|168 ALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV      
             240       250       260       270       280       
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 84.0  bits: 21.6 E():   11 
Smith-Waterman score: 53; 28.1% identity (57.8% similar) in 64 aa overlap (4-59:211-274) 
 
                                          10        20              
AAD-12                            GRTCFADMRAAYDALDEATRALVHQ------RS 
                                     :. ...::      :: : . :      .. 
gi|330 APADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEA 
              190       200       210       220       230       240 
 
        30        40          50        60        70        80 
AAD-12 ARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
       :  . . ..:.. .:.:  .:.: .. :  ::::                      
gi|330 ALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV      
              250       260       270       280       290      
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 83.8  bits: 22.4 E():   11 
Smith-Waterman score: 56; 28.9% identity (52.6% similar) in 38 aa overlap (10-47:371-408) 
 
                                    10        20        30          
AAD-12                      GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :  : . .  ..:  .  ::..:      
gi|370 RSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGR 
              350       360       370       380       390       400 
 
      40        50        60        70        80                    
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR                    
       .::: . :                                                     
gi|370 AHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGE 
              410       420       430       440       450       460 
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  56  Z-score: 81.6  bits: 22.3 E():   14 
Smith-Waterman score: 56; 27.8% identity (63.9% similar) in 36 aa overlap (25-60:539-574) 
 
                     10        20        30        40        50     
AAD-12       GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.:.. .   . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYP 
      510       520       530       540       550       560         
 
           60        70        80                                   
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGR                                   
        ..  :                                                       
gi|217 TSVQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQP 
      570       580       590       600       610       620         
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
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 initn:  53 init1:  53 opt:  56  Z-score: 81.5  bits: 22.3 E():   15 
Smith-Waterman score: 56; 25.0% identity (63.9% similar) in 36 aa overlap (25-60:551-586) 
 
                     10        20        30        40        50     
AAD-12       GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.... . . . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYP 
              530       540       550       560       570       580 
 
           60        70        80                                   
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGR                                   
        .   :                                                       
gi|217 TSLQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQP 
              590       600       610       620       630       640 
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 81.2  bits: 21.3 E():   15 
Smith-Waterman score: 52; 28.3% identity (56.7% similar) in 60 aa overlap (21-80:232-276) 
 
                         10        20        30        40        50 
AAD-12           GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                     : .:  :. ::....:..  . ::       
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIH--SVVHSIIMQQQQQQQQQQ------ 
             210       220       230         240       250          
 
               60        70        80                               
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGR                               
         :.:     . :: . : ..:. ::. :.                               
gi|170 --GIDI----FLPLSQ-HEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYV 
                 260        270       280       290       300       
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  47 init1:  47 opt:  53  Z-score: 81.1  bits: 21.5 E():   15 
Smith-Waterman score: 53; 19.7% identity (51.5% similar) in 66 aa overlap (14-76:315-380) 
 
                                10        20           30        40 
AAD-12                  GRTCFADMRAAYDALDEATRALVHQRS---ARHSLVYSQSKLG 
                                     : :.  .  :  :.   : .:....  .   
gi|166 VVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDK 
          290       300       310       320       330       340     
 
               50        60        70        80              
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR              
        . . :. ..  : : . ::..    .  : :. ..                  
gi|166 DLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTSSAGVFSCRPGAPC 
          350       360       370       380       390        
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  47 init1:  47 opt:  53  Z-score: 81.1  bits: 21.5 E():   15 
Smith-Waterman score: 53; 19.7% identity (51.5% similar) in 66 aa overlap (14-76:315-380) 
 
                                10        20           30        40 
AAD-12                  GRTCFADMRAAYDALDEATRALVHQRS---ARHSLVYSQSKLG 
                                     : :.  .  :  :.   : .:....  .   
gi|113 VVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDK 
          290       300       310       320       330       340     
 
               50        60        70        80              
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR              
        . . :. ..  : : . ::..    .  : :. ..                  
gi|113 DLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTSSAGVFSCHPGAPC 
          350       360       370       380       390        
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.9  bits: 21.3 E():   16 
Smith-Waterman score: 52; 40.0% identity (56.0% similar) in 25 aa overlap (47-71:25-49) 
 
         20        30        40        50        60        70       
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                                     .:  ::.  : :::  : . . : :      
gi|249       MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPA 
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                     10        20        30        40        50     
 
         80                                                         
AAD-12 LIGR                                                         
                                                                    
gi|249 TPAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGL 
           60        70        80        90       100       110     
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 80.2  bits: 21.8 E():   17 
Smith-Waterman score: 54; 23.5% identity (54.4% similar) in 68 aa overlap (10-77:426-489) 
 
                                    10        20        30          
AAD-12                      GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     :  ....:   :.. :.  . .:    ..  
gi|258 AERGFFYRNGIYSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNH 
         400       410       420       430       440       450      
 
      40        50        60        70        80                    
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR                    
       : .::::.     :..  :   .  . ..  .:: :.:                       
gi|258 GVIQQAGN----QGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQISREQARQL 
         460           470       480       490       500       510  
 
gi|258 KYNRQETIALSSSQQRRAVV 
             520       530  
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 80.0  bits: 21.0 E():   18 
Smith-Waterman score: 51; 36.1% identity (55.6% similar) in 36 aa overlap (45-75:21-56) 
 
           20        30        40          50        60             
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGS--AYIGYGMDTTATP---LRPLVKVHP 
                                     :::  : .:::  : :.:     : . . : 
gi|330           MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAP 
                         10        20        30        40        50 
 
      70        80                                                  
AAD-12 ETGRPSLLIGR                                                  
         ..:.                                                       
gi|330 AGAEPAGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLS 
               60        70        80        90       100       110 
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.9  bits: 19.9 E():   18 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (8-24:14-30) 
 
                     10        20        30        40        50     
AAD-12       GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                    .: :.: .:.  .. .:                               
gi|219 MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLIIEIDAD 
               10        20        30        40        50        60 
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 79.6  bits: 22.3 E():   19 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (35-52:283-300) 
 
           10        20        30        40        50        60     
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
           70        80                                             
AAD-12 VKVHPETGRPSLLIGR                                             
                                                                    
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 79.4  bits: 22.3 E():   19 
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Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (35-52:289-306) 
 
           10        20        30        40        50        60     
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
 
           70        80                                             
AAD-12 VKVHPETGRPSLLIGR                                             
                                                                    
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 79.2  bits: 20.7 E():   20 
Smith-Waterman score: 50; 32.1% identity (57.1% similar) in 28 aa overlap (48-75:1-28) 
 
        20        30        40        50        60        70        
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::  : :.:    . . :  ..:.   
gi|295                               ADLGYGPATPAAPAAGYTPAAPAGAEPAGK 
                                             10        20        30 
 
        80                                                          
AAD-12 IGR                                                          
                                                                    
gi|295 ATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAE 
               40        50        60        70        80        90 
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.6  bits: 19.7 E():   21 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (8-25:126-143) 
 
                                      10        20        30        
AAD-12                        GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . ::..::: :..: ...             
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG         
         100       110       120       130       140                
 
        40        50        60        70        80 
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.1  bits: 19.4 E():   23 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (50-67:24-41) 
 
      20        30        40        50        60        70          
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|121        MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSL 
                      10        20        30        40        50    
 
      80                                                            
AAD-12 R                                                            
                                                                    
gi|121 STFKNTEIKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVV 
            60        70        80        90       100       110    
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.1  bits: 19.4 E():   23 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (50-67:24-41) 
 
      20        30        40        50        60        70          
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|144        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
      80                                                            
AAD-12 R                                                            
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gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.1  bits: 19.4 E():   23 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (50-67:24-41) 
 
      20        30        40        50        60        70          
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|379        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
      80                                                            
AAD-12 R                                                            
                                                                    
gi|379 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.0  bits: 19.1 E():   23 
Smith-Waterman score: 44; 50.0% identity (71.4% similar) in 14 aa overlap (53-66:19-32) 
 
             30        40        50        60        70        80   
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR   
                                     :.: ::  :. :.:                 
gi|135             MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFA 
                           10        20        30        40         
 
gi|135 KALEGKDVKDLLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGL 
       50        60        70        80        90       100         
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 77.8  bits: 21.2 E():   24 
Smith-Waterman score: 52; 24.3% identity (73.0% similar) in 37 aa overlap (15-50:143-179) 
 
                               10        20        30        40     
AAD-12                 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG-HVQ 
                                     .::   .:.: .. .. .::  .... .:. 
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
            50        60        70        80                        
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR                        
       . :...:                                                      
gi|215 NNGDVFILLVPNFVFVWTGKHSNRMERTTAIRVANDLKSELNRFKLSSVILEDGKEVEQT 
            180       190       200       210       220       230   
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 49; 21.9% identity (59.4% similar) in 32 aa overlap (26-57:179-210) 
 
                    10        20        30        40        50      
AAD-12      GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :.  .:.. .... :. ::      : :.. 
gi|219 MWQQSSCHVMQQQCCQQLSQIPEQSRYDAIRAITYSIILQEQQQGQSQQQQPQQSGQGVS 
      150       160       170       180       190       200         
 
          60        70        80                                    
AAD-12 TTATPLRPLVKVHPETGRPSLLIGR                                    
        .                                                           
gi|219 QSQQQSQQQLGQCSFQQPQQQLGQQPQQQQVQQGTFLQPHQIAHLEVMTSIALRTLPTMC 
      210       220       230       240       250       260         
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 76.8  bits: 19.9 E():   27 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (5-26:74-98) 
 
                                         10           20        30  
AAD-12                           GRTCFADMRAAYDAL---DEATRALVHQRSARHS 
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                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
 
              40        50        60        70        80            
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR            
                                                                    
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.4  bits: 19.1 E():   28 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (50-70:25-45) 
 
      20        30        40        50        60        70          
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.:  .:  :          
gi|990       MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSL 
                     10        20        30        40        50     
 
      80                                                            
AAD-12 R                                                            
                                                                    
gi|990 STFKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVV 
           60        70        80        90       100       110     
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 76.4  bits: 18.3 E():   28 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (23-44:37-58) 
 
                       10        20        30        40        50   
AAD-12         GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
             60        70        80 
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGR 
                                    
gi|162 VPQLEIVPNS                   
         70                         
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.1  bits: 20.1 E():   29 
Smith-Waterman score: 48; 25.6% identity (56.4% similar) in 39 aa overlap (31-69:87-125) 
 
               10        20        30        40        50        60 
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     : : . ..  . :.:.:  . :: .  ..  
gi|144 DLAEAPFQISLLKDYLIMKRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSS 
         60        70        80        90       100       110       
 
               70        80                                         
AAD-12 LRPLVKVHPETGRPSLLIGR                                         
           .::.:                                                    
gi|144 SYGDLKVKPIIQHESYEQDQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVDGDKVTIYG 
        120       130       140       150       160       170       
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.1  bits: 20.4 E():   29 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (45-61:200-216) 
 
           20        30        40        50        60        70     
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
           80                                                       
AAD-12 SLLIGR                                                       
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gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.1  bits: 19.9 E():   29 
Smith-Waterman score: 47; 33.3% identity (52.8% similar) in 36 aa overlap (5-40:159-191) 
 
                                         10        20        30     
AAD-12                           GRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :   . : ..::   :   :: .  :.:   
gi|136 TNTEKLPTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFEIR---HQLTQIHGLYR 
      130       140       150       160       170          180      
 
           40        50        60        70        80    
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR    
       :..: :                                            
gi|136 SSDKTGGYWKITMNDGSTYQSDLSKKFEYNTEKPPINIDEIKTIEAEIN 
         190       200       210       220       230     
 
>>gi|21757|emb|CAA26383.1| unnamed protein product [Trit  (296 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.6  bits: 20.1 E():   31 
Smith-Waterman score: 48; 21.3% identity (61.7% similar) in 47 aa overlap (14-60:200-246) 
 
                                10        20        30        40    
AAD-12                  GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :. ....:.. ... :..   :: .: . : 
gi|217 SQVLQQSTYQPLQQLCCQQLWQIPEQSRCQAIHNVVHAIILHQQQRQQQPSSQVSLQQPQ 
     170       180       190       200       210       220          
 
            50        60        70        80                        
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR                        
       :   .  :. . .  .:                                            
gi|217 QQYPSGQGFFQPSQQNPQAQGSVQPQQLPQFEEIRNLALQTLPRMCNVYIPPYCSTTIAP 
     230       240       250       260       270       280          
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 75.5  bits: 19.1 E():   31 
Smith-Waterman score: 44; 33.3% identity (55.6% similar) in 27 aa overlap (1-27:27-52) 
 
                                         10        20        30     
AAD-12                           GRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                 :. :.: :    . : :. :  : :..        
gi|189 MASKSSITPLLLAAVLASVFAAAAATGQYCYAGMGLPSNPL-EGCREYVAQQTCGVTIAG 
               10        20        30        40         50          
 
           40        50        60        70        80               
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR               
                                                                    
gi|189 SPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFA 
      60        70        80        90       100       110          
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 75.5  bits: 19.0 E():   32 
Smith-Waterman score: 44; 33.3% identity (55.6% similar) in 27 aa overlap (1-27:27-52) 
 
                                         10        20        30     
AAD-12                           GRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                 :. :.: :    . : :. :  : :..        
gi|439 MASKSSITPLLLAAVLASVFAAATATGQYCYAGMGLPSNPL-EGCREYVAQQTCGVTIAG 
               10        20        30        40         50          
 
           40        50        60        70        80               
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR               
                                                                    
gi|439 SPVSSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDF 
      60        70        80        90       100       110          
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 75.1  bits: 20.1 E():   33 
Smith-Waterman score: 48; 25.0% identity (51.8% similar) in 56 aa overlap (23-75:3-56) 
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               10        20        30        40        50        60 
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                             ::: ..  .:  . . ..    . .: .:::  : :.: 
gi|398                     MAVHQYTV--ALFLAVALVAGPAASYAADLGYGPATPAAP 
                                     10        20        30         
 
                  70        80                                      
AAD-12 ---LRPLVKVHPETGRPSLLIGR                                      
            : . . :  . :.                                           
gi|398 AAGYTPATPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFG 
       40        50        60        70        80        90         
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 75.0  bits: 18.8 E():   34 
Smith-Waterman score: 43; 26.3% identity (57.9% similar) in 38 aa overlap (41-75:33-70) 
 
               20        30        40        50           60        
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVKV 
                                     ....:.::     .: :::   : : .. . 
gi|668 ASEAAAAAATPVAPTEGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPI 
             10        20        30        40        50        60   
 
        70        80                                                
AAD-12 HPETGRPSLLIGR                                                
         . .. :                                                     
gi|668 FADMAKKSPNVVFLKVDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKL 
             70        80        90       100       110       120   
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  49 init1:  49 opt:  50  Z-score: 75.0  bits: 20.6 E():   34 
Smith-Waterman score: 50; 27.0% identity (45.9% similar) in 74 aa overlap (11-80:48-119) 
 
                                   10        20            30       
AAD-12                     GRTCFADMRAAYDALDEATR----ALVHQRSARHSLVYSQ 
                                     :.:   :  :    :::..    ..:.  : 
gi|259 EWQQQDECQIDRLDALEPDNRVEYEAGTVEAWDPNHEQFRCAGVALVRHTIQPNGLLLPQ 
        20        30        40        50        60        70        
 
         40        50        60        70        80                 
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR                 
          ... :   .  : ::   . :  : .   :. :: .   ::                 
gi|259 --YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDI 
          80        90       100       110       120       130      
 
gi|259 IAIPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSR 
         140       150       160       170       180       190      
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.3  bits: 19.8 E():   36 
Smith-Waterman score: 47; 36.0% identity (76.0% similar) in 25 aa overlap (8-32:106-130) 
 
                                      10        20        30        
AAD-12                        GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     ...: . :.:::.:  ... ::. :      
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
 
        40        50        60        70        80                  
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR                  
                                                                    
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.3  bits: 18.8 E():   37 
Smith-Waterman score: 43; 29.6% identity (66.7% similar) in 27 aa overlap (47-73:9-35) 
 
         20        30        40        50        60        70       
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                                     ::.    . ..:.  : .:.:. ..::    
gi|244                       MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQS 
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                                     10        20        30         
 
         80                                                         
AAD-12 LIGR                                                         
                                                                    
gi|244 CQRQFEEQQRFRNCQRYVKQEVQRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQ 
       40        50        60        70        80        90         
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (48-75:1-31) 
 
        20        30        40        50        60           70     
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
           80                                                       
AAD-12 SLLIGR                                                       
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (48-75:1-31) 
 
        20        30        40        50        60           70     
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
           80                                                       
AAD-12 SLLIGR                                                       
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (48-75:1-31) 
 
        20        30        40        50        60           70     
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
           80                                                       
AAD-12 SLLIGR                                                       
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (48-75:1-31) 
 
        20        30        40        50        60           70     
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
           80                                                       
AAD-12 SLLIGR                                                       
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
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>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (48-75:1-31) 
 
        20        30        40        50        60           70     
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
           80                                                       
AAD-12 SLLIGR                                                       
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (48-75:1-31) 
 
        20        30        40        50        60           70     
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
           80                                                       
AAD-12 SLLIGR                                                       
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (48-75:1-31) 
 
        20        30        40        50        60           70     
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
           80                                                       
AAD-12 SLLIGR                                                       
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (48-75:1-31) 
 
        20        30        40        50        60           70     
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
           80                                                       
AAD-12 SLLIGR                                                       
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (48-75:1-31) 
 
        20        30        40        50        60           70     
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
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                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
           80                                                       
AAD-12 SLLIGR                                                       
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (48-75:1-31) 
 
        20        30        40        50        60           70     
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
           80                                                       
AAD-12 SLLIGR                                                       
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (48-75:1-31) 
 
        20        30        40        50        60           70     
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
           80                                                       
AAD-12 SLLIGR                                                       
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (48-75:1-31) 
 
        20        30        40        50        60           70     
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
           80                                                       
AAD-12 SLLIGR                                                       
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (48-75:1-31) 
 
        20        30        40        50        60           70     
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
           80                                                       
AAD-12 SLLIGR                                                       
       .                                                            
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gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (48-75:1-31) 
 
        20        30        40        50        60           70     
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
           80                                                       
AAD-12 SLLIGR                                                       
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.0  bits: 20.3 E():   38 
Smith-Waterman score: 49; 36.7% identity (66.7% similar) in 30 aa overlap (20-49:43-72) 
 
                          10        20        30        40          
AAD-12            GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.. . .:: . : : ..::..  : : : 
gi|558 RVRSGGHDYEGLSYRSLQPENFAVVDLNQMRAVLVDGKARTAWVDSGAQLGELYYAISKY 
             20        30        40        50        60        70   
 
      50        60        70        80                              
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGR                              
                                                                    
gi|558 SRTLAFPAGVCPTIGVGGNLAGGGFGMLLRKYGIAAENVIDVKLVDANGKLHDKKSMGDD 
             80        90       100       110       120       130   
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 73.5  bits: 15.6 E():   40 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (28-42:1-15) 
 
               10        20        30        40        50        60 
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                  :: . : : ..::..                   
gi|323                            ARTAWVDSGAQLGELSY                 
                                          10                        
 
               70        80 
AAD-12 LRPLVKVHPETGRPSLLIGR 
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.0  bits: 19.0 E():   43 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (25-40:46-61) 
 
                     10        20        30        40        50     
AAD-12       GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
           60        70        80                                   
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGR                                   
                                                                    
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 72.7  bits: 20.8 E():   45 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (38-52:609-623) 
 
        10        20        30        40        50        60        
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::                
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gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
        70        80                                                
AAD-12 HPETGRPSLLIGR                                                
                                                                    
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.4  bits: 19.0 E():   46 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (31-56:76-100) 
 
               10        20        30        40        50        60 
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
               70        80                                         
AAD-12 LRPLVKVHPETGRPSLLIGR                                         
                                                                    
gi|549 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.4  bits: 19.0 E():   46 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (31-56:76-100) 
 
               10        20        30        40        50        60 
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
               70        80                                         
AAD-12 LRPLVKVHPETGRPSLLIGR                                         
                                                                    
gi|549 AKYQVGQNVALTGSTAAVYNDPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 72.3  bits: 19.0 E():   47 
Smith-Waterman score: 44; 29.6% identity (77.8% similar) in 27 aa overlap (30-56:77-102) 
 
                10        20        30        40        50          
AAD-12  GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::... .:... :. ..  .:: ::    
gi|549 LKVHNDFRQKVAKGLETRGNPGPQPPAKNMNNLVWND-ELANIAQVWASQCNYGHDTCKD 
         50        60        70        80         90       100      
 
      60        70        80                                        
AAD-12 PLRPLVKVHPETGRPSLLIGR                                        
                                                                    
gi|549 TEKYPVGQNIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWA 
         110       120       130       140       150       160      
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.3  bits: 20.3 E():   47 
Smith-Waterman score: 49; 37.9% identity (62.1% similar) in 29 aa overlap (23-51:74-102) 
 
                       10        20        30        40        50   
AAD-12         GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     : .:.: .   ::.. :    : ::.:.:  
gi|112 NRIESEGGYIETWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGL 
            50        60        70        80        90       100    
 
             60        70        80                                 
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGR                                 
                                                                    
gi|112 IFPGCPSTYEEPAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTG 
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           110       120       130       140       150       160    
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.2  bits: 17.9 E():   48 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (35-52:26-43) 
 
           10        20        30        40        50        60     
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : .. :. :: :..  ::             
gi|897      EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQ 
                    10        20        30        40        50      
 
           70        80                               
AAD-12 VKVHPETGRPSLLIGR                               
                                                      
gi|897 QGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
          60        70        80        90       100  
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 72.1  bits: 18.7 E():   49 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (25-39:138-152) 
 
                     10        20        30        40        50     
AAD-12       GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
           60        70        80 
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGR 
                                  
gi|391 ASIDTILTKV                 
       170                        
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 72.0  bits: 15.8 E():   49 
Smith-Waterman score: 36; 44.0% identity (56.0% similar) in 25 aa overlap (39-63:2-24) 
 
       10        20        30        40        50        60         
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     ::..  :  :  : :. : :::  :      
gi|751                              DLGYAP-ATPAAPGAGY-TPATPAAP      
                                             10         20          
 
       70        80 
AAD-12 PETGRPSLLIGR 
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 71.9  bits: 20.0 E():   49 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (7-21:431-446) 
 
                                       10         20        30      
AAD-12                         GRTCFADMRAAYDALD-EATRALVHQRSARHSLVYS 
                                     :..: :::.: ...::               
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA               
              410       420       430       440                     
 
          40        50        60        70        80 
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 71.7  bits: 15.8 E():   51 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (57-63:5-11) 
 
         30        40        50        60        70        80 
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     : .:.::                  
gi|751                           TKSQTHVPIRPNKLVLKVQKDRATN    
                                         10        20         
 
>>gi|56417506|gb|AAV90694.1| GE-rich salivary protein 30  (266 aa) 
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 initn:  45 init1:  45 opt:  45  Z-score: 71.7  bits: 19.2 E():   51 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (25-55:183-213) 
 
                     10        20        30        40        50     
AAD-12       GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
            160       170       180       190       200       210   
 
           60        70        80                             
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGR                             
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
            220       230       240       250       260       
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.5  bits: 17.9 E():   52 
Smith-Waterman score: 40; 25.0% identity (70.0% similar) in 20 aa overlap (6-25:42-61) 
 
                                        10        20        30      
AAD-12                          GRTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
                                     :: . ... ::.   ....:           
gi|207 IDAALESVKAAGSFNYKIFFQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNF 
              20        30        40        50        60        70  
 
          40        50        60        70        80 
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                                     
gi|207 RASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVKA        
              80        90       100                 
 
>>gi|56417504|gb|AAV90693.1| 30 kDa salivary gland aller  (271 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.5  bits: 19.2 E():   52 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (25-55:188-218) 
 
                     10        20        30        40        50     
AAD-12       GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
       160       170       180       190       200       210        
 
           60        70        80                             
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGR                             
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
       220       230       240       250       260       270  
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.4  bits: 19.7 E():   53 
Smith-Waterman score: 47; 25.7% identity (51.4% similar) in 35 aa overlap (42-76:341-375) 
 
              20        30        40        50        60        70  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ..  :.: . :: .    .  :  
gi|113 ASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMIPAEP 
              320       330       340       350       360       370 
 
              80              
AAD-12 GRPSLLIGR              
       :.  :                  
gi|113 GEAVLRLTSSAGVLSCQPGAPC 
              380       390   
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 71.4  bits: 16.3 E():   53 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (40-60:5-25) 
 
      10        20        30        40        50        60          
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     :.: .: :  : : .   :.:          
gi|462                           TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXL 
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                                         10        20        30     
 
      70        80 
AAD-12 ETGRPSLLIGR 
                   
gi|462 SSA         
                   
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 71.4  bits: 15.3 E():   53 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (54-61:10-17) 
 
            30        40        50        60        70        80 
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     :.:  :::                    
gi|244                      IGNEDCTPWMSTLITPLP                   
                                    10                           
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 71.3  bits: 15.8 E():   53 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (69-79:10-20) 
 
       40        50        60        70        80      
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR      
                                     :.:  :..: :       
gi|147                      AKITFTNNXPNTVWPGILTGFGQKPQ 
                                    10        20       
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 40; 25.6% identity (59.0% similar) in 39 aa overlap (22-60:54-92) 
 
                        10        20        30        40        50  
AAD-12          GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     :. . : . . : : .  : . ..:.:  : 
gi|117 KAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAG 
            30        40        50        60        70        80    
 
              60        70        80  
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGR  
        . .. :.:                      
gi|117 GSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
            90       100       110    
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.8  bits: 19.5 E():   57 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (50-59:284-293) 
 
      20        30        40        50        60        70          
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
      80                                      
AAD-12 R                                      
                                              
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.3  bits: 18.1 E():   60 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (57-64:34-41) 
 
         30        40        50        60        70        80       
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR       
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
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            70        80        90       100       110       120    
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.3  bits: 18.9 E():   61 
Smith-Waterman score: 44; 20.0% identity (52.5% similar) in 40 aa overlap (35-74:51-90) 
 
           10        20        30        40        50        60     
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|130 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               30        40        50        60        70        80 
 
           70        80                                             
AAD-12 VKVHPETGRPSLLIGR                                             
        . .:. ..:                                                   
gi|130 PQPQPQYSQPQEPISQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQS 
               90       100       110       120       130       140 
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.3  bits: 18.7 E():   61 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (39-72:31-64) 
 
       10        20        30        40        50        60         
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :. :  . :::..::  .     . ::    
gi|616 NEIAXAKIDLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCA 
               10        20        30        40        50        60 
 
       70        80                                                 
AAD-12 PETGRPSLLIGR                                                 
        . :                                                         
gi|616 SQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNK 
               70        80        90       100       110       120 
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 70.1  bits: 14.2 E():   62 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (20-24:2-6) 
 
               10        20        30        40        50        60 
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                          : :::                                     
gi|463                   DRNLVHSATR                                 
                                 10                                 
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 70.1  bits: 18.1 E():   62 
Smith-Waterman score: 41; 42.1% identity (68.4% similar) in 19 aa overlap (1-19:62-78) 
 
                                             10        20        30 
AAD-12                               GRTCFADMRAAYDALDEATRALVHQRSARH 
                                     :.: ..  .   ::.::::            
gi|145 PKLIPAIQSIEIVEGNGGPGTVKKVTAVEDGKTSYVLHK--IDAIDEATYTYDYTISGGT 
              40        50        60        70          80          
 
               40        50        60        70        80           
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR           
                                                                    
gi|145 GFQEILEKVSFKTKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQKSQGIFKAIEGY 
      90       100       110       120       130       140          
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (23-44:6-27) 
 
               10        20        30        40        50        60 
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                             :.:.  ..  : :.  ::...:                 
gi|159                  IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYKVPQLEIVP 
                                10        20        30        40    
 
               70        80                                         
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AAD-12 LRPLVKVHPETGRPSLLIGR                                         
                                                                    
gi|159 NSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFXQFYQPDAYPSGAWYYVPLGTQY 
            50        60        70        80        90       100    
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (50-67:25-42) 
 
      20        30        40        50        60        70          
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  ..: ..:             
gi|144       MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSL 
                     10        20        30        40        50     
 
      80                                                            
AAD-12 R                                                            
                                                                    
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVE 
           60        70        80        90       100       110     
 
>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.7  bits: 18.1 E():   65 
Smith-Waterman score: 45; 42.9% identity (67.9% similar) in 28 aa overlap (29-55:124-150) 
 
                 10        20        30         40        50        
AAD-12   GRTCFADMRAAYDALDEATRALVHQRSARHSLV-YSQSKLGHVQQAGSAYIGYGMDTT 
                                     : ::: : :::..  .. :.:.   :.:   
gi|170 ANMPAMETLIKDMAANHKARGIPKAQFNEFRASLVSYLQSKVSWNDSLGAAWT-QGLDNV 
           100       110       120       130       140        150   
 
        60        70        80 
AAD-12 ATPLRPLVKVHPETGRPSLLIGR 
                               
gi|170 FNMMFSYL                
            160                
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.7  bits: 17.9 E():   66 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (13-41:101-129) 
 
                                 10        20        30        40   
AAD-12                   GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
             50        60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                              
gi|273 RRRR                                   
                                              
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.7  bits: 17.9 E():   66 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (13-41:101-129) 
 
                                 10        20        30        40   
AAD-12                   GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
             50        60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                              
gi|273 RRRR                                   
                                              
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.6  bits: 17.6 E():   67 
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Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (38-70:20-52) 
 
        10        20        30        40        50         60       
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT-TATPLRPLVK 
                                     : :  .. :  :   :.:. .:  :. : : 
gi|131            AFKGILSNADIKAAEAACFKEGSFDEDGF-YAKVGLDAFSADELKKLFK 
                          10        20         30        40         
 
         70        80                                               
AAD-12 VHPETGRPSLLIGR                                               
       .  :                                                         
gi|131 IADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDK 
       50        60        70        80        90       100         
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.5  bits: 20.0 E():   67 
Smith-Waterman score: 48; 22.9% identity (57.1% similar) in 35 aa overlap (16-50:339-373) 
 
                              10        20        30        40      
AAD-12                GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     ::  .:  . :  : . ...:.. : . .: 
gi|131 LLQPVSTPGEFELFFGAGGENPESFFKSFSDEILEAAFNTRRDRLQRIFGQQRQGVIVKA 
      310       320       330       340       350       360         
 
          50        60        70        80                          
AAD-12 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR                          
       .   .                                                        
gi|131 SEEQVRAMSRHEEGGIWPFGGESKGTINIYQQRPTHSNQYGQLHEVDASQYRQLRDLDLT 
      370       380       390       400       410       420         
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (48-71:1-21) 
 
        20        30        40        50        60        70        
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::    :::  : .   : :       
gi|109                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
        80                                                          
AAD-12 IGR                                                          
                                                                    
gi|109 ADAAGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEP 
        30        40        50        60        70        80        
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (48-71:1-21) 
 
        20        30        40        50        60        70        
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::    :::  : .   : :       
gi|239                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
        80                                                          
AAD-12 IGR                                                          
                                                                    
gi|239 ADAAGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEP 
        30        40        50        60        70        80        
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 69.3  bits: 14.2 E():   69 
Smith-Waterman score: 26; 50.0% identity (83.3% similar) in 6 aa overlap (74-79:1-6) 
 
            50        60        70        80     
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR     
                                     :.. ::      
gi|250                               PTITIGGPEYR 
                                             10  
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>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 69.1  bits: 20.5 E():   70 
Smith-Waterman score: 50; 28.9% identity (60.5% similar) in 38 aa overlap (7-44:827-864) 
 
                                       10        20        30       
AAD-12                         GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     ...:: :  :.:   :   :. ..: : .. 
gi|377 NEKVKVYKRQMQEQEGMSQQNLTRVRRFQRELEAAEDRADQAESNLSFIRAKHRSWVTTS 
        800       810       820       830       840       850       
 
         40        50        60        70        80 
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
       .  : ..:                                     
gi|377 QVPGGTRQVFTTQEETTNY                          
        860       870                               
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 69.1  bits: 20.5 E():   70 
Smith-Waterman score: 58; 34.8% identity (60.9% similar) in 46 aa overlap (26-70:4-44) 
 
               10        20        30        40        50           
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA-T 
                                :::..  .:..:. ::   .:.  : :: :  : : 
gi|219                       MAARSAKY--MYQSSRAGH---GGDISIEYGTDLGALT 
                                       10           20        30    
 
      60        70        80                                        
AAD-12 PLRPLVKVHPETGRPSLLIGR                                        
        :.  ...  :                                                  
gi|219 RLEDKIRLLSEDLESERELRQRVEREKSDITVQLMNLTERLEETEGSSESVTEMNKKRDS 
            40        50        60        70        80        90    
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.1  bits: 18.4 E():   71 
Smith-Waterman score: 42; 29.6% identity (70.4% similar) in 27 aa overlap (30-56:76-101) 
 
                10        20        30        40        50          
AAD-12  GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::.. ..:... :  ..   :: ::    
gi|549 LKIHNDFRNKVARGLETRGNPGPQPPAKNMNNLVWN-NELANIAQIWASQCKYGHDTCKD 
          50        60        70        80         90       100     
 
      60        70        80                                        
AAD-12 PLRPLVKVHPETGRPSLLIGR                                        
                                                                    
gi|549 TTKYNVGQNIAVSSSTAAVYENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWA 
          110       120       130       140       150       160     
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.0  bits: 17.6 E():   71 
Smith-Waterman score: 41; 33.3% identity (51.9% similar) in 27 aa overlap (1-27:2-27) 
 
                10        20        30        40        50          
AAD-12  GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
        :  :.: :    . : :. :  : :..                                 
gi|253 TGPYCYAGMGLPINPL-EGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQH 
               10         20        30        40        50          
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 68.9  bits: 19.7 E():   72 
Smith-Waterman score: 47; 33.3% identity (66.7% similar) in 36 aa overlap (11-45:123-158) 
 
                                   10         20        30          
AAD-12                     GRTCFADMRAAYDALD-EATRALVHQRSARHSLVYSQSKL 
                                     :. ..: .  ::.: . .:: . : : ..: 
gi|558 VCGRRHGVRIRVRSGGHDYEGLSYRSERPEAFAVVDLNKMRAVVVDGKARTAWVDSGAQL 
            100       110       120       130       140       150   
 
      40        50        60        70        80                    
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR                    
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       :..  :                                                       
gi|558 GELYYAIAKNSPVLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGT 
            160       170       180       190       200       210   
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 18.4 E():   76 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (18-51:71-104) 
 
                            10        20        30        40        
AAD-12              GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 
                                     :   :: .:.: .   ::..      : :  
gi|221 AQRPDNRIESEGGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGR 
               50        60        70        80        90       100 
 
        50        60        70        80                            
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR                            
       .:.:                                                         
gi|221 GYFGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQKVHRFDEGDLIAV 
              110       120       130       140       150       160 
 
>>gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betula p  (21 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 68.3  bits: 14.9 E():   78 
Smith-Waterman score: 29; 42.9% identity (50.0% similar) in 14 aa overlap (53-66:8-21) 
 
             30        40        50        60        70        80 
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     :  :.  ::  : :               
gi|309                        MRVFNYKGETTSLIPLARLFK               
                                      10        20                
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 68.3  bits: 21.2 E():   78 
Smith-Waterman score: 53; 23.7% identity (52.5% similar) in 59 aa overlap (17-75:225-280) 
 
                             10        20        30        40       
AAD-12               GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 
                                     :  ..:::. .    . : .  : . ...  
gi|203 ELMRHYMHPMDSDLSCRMTLKDKVVTEVDCEERHVLVHRSNKPVHMSYVKMMLKQNKDGV 
          200       210       220       230       240       250     
 
         50        60        70        80                           
AAD-12 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR                           
       .: .:    :.: : :: ..   .   :.                                
gi|203 AADLG---PTNAQPKRPYLSFDHKHKNPTETDVVEVLKKLCSEITEPQASIETSFTFQKL 
             260       270       280       290       300       310  
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.1  bits: 18.3 E():   79 
Smith-Waterman score: 42; 33.3% identity (71.4% similar) in 21 aa overlap (40-60:72-92) 
 
      10        20        30        40        50        60          
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     : ...: .::   : ...:.:          
gi|383 TASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEE 
              50        60        70        80        90       100  
 
      70        80                                                  
AAD-12 ETGRPSLLIGR                                                  
                                                                    
gi|383 EEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEEL 
             110       120       130       140       150       160  
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.0  bits: 17.3 E():   81 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (5-18:39-52) 
 
                                         10        20        30     
AAD-12                           GRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|191 TLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
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           40        50        60        70        80 
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                                      
gi|191 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ   
       70        80        90       100       110     
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.0  bits: 17.3 E():   81 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (5-18:39-52) 
 
                                         10        20        30     
AAD-12                           GRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|730 TLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
           40        50        60        70        80 
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                                      
gi|730 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ   
       70        80        90       100       110     
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.5  bits: 18.1 E():   86 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (31-56:76-100) 
 
               10        20        30        40        50        60 
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDI 
          50        60        70        80         90       100     
 
               70        80                                         
AAD-12 LRPLVKVHPETGRPSLLIGR                                         
                                                                    
gi|549 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.5  bits: 18.1 E():   86 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (31-56:76-100) 
 
               10        20        30        40        50        60 
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
               70        80                                         
AAD-12 LRPLVKVHPETGRPSLLIGR                                         
                                                                    
gi|549 AKYPVGQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos tauru  (172 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.8 E():   87 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (23-44:49-70) 
 
                       10        20        30        40        50   
AAD-12         GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
       20        30        40        50        60        70         
 
             60        70        80                                 
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGR                                 
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
       80        90       100       110       120       130         
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>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.3  bits: 17.5 E():   88 
Smith-Waterman score: 41; 33.3% identity (51.9% similar) in 27 aa overlap (1-27:27-52) 
 
                                         10        20        30     
AAD-12                           GRTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                 :  :.: :    . : :. :  : :..        
gi|217 MASKSSISPLLLATVLVSVFAAATATGPYCYAGMGLPINPL-EGCREYVAQQTCGISISG 
               10        20        30        40         50          
 
           40        50        60        70        80               
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR               
                                                                    
gi|217 SAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDF 
      60        70        80        90       100       110          
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.3  bits: 18.1 E():   88 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (31-56:81-105) 
 
               10        20        30        40        50        60 
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|115 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
               60        70        80         90       100          
 
               70        80                                         
AAD-12 LRPLVKVHPETGRPSLLIGR                                         
                                                                    
gi|115 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
     110       120       130       140       150       160          
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.2  bits: 19.1 E():   90 
Smith-Waterman score: 45; 43.8% identity (81.2% similar) in 16 aa overlap (7-22:217-232) 
 
                                       10        20        30       
AAD-12                         GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     :...: .:::  :.:.               
gi|144 AEVYQKLKALAKKTYGQSAGNVGDEGGVAPDIQTAEEALDLITKAIEEAGYTGKIKIAMD 
        190       200       210       220       230       240       
 
         40        50        60        70        80                 
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR                 
                                                                    
gi|144 VASSEFYKADEKKYDLDFKNPDSDKSKWLTYEQLAEMYKSLAEKYPIVSIEDPFAEDDWE 
        250       260       270       280       290       300       
 
>>gi|3121755|sp|P81216.1|ALL21_HORSE RecName: Full=Dande  (29 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 67.1  bits: 15.2 E():   91 
Smith-Waterman score: 30; 33.3% identity (50.0% similar) in 18 aa overlap (36-53:5-22) 
 
          10        20        30        40        50        60      
AAD-12 ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLV 
                                     ::.  . : .:     ::             
gi|312                           SQXPQSETDYSQLSGEWNTIYGAASNIXK      
                                         10        20               
 
          70        80 
AAD-12 KVHPETGRPSLLIGR 
 
>>gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A-I [  (262 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.9  bits: 18.3 E():   93 
Smith-Waterman score: 42; 20.0% identity (52.5% similar) in 40 aa overlap (35-74:71-110) 
 
           10        20        30        40        50        60     
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
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           70        80                                             
AAD-12 VKVHPETGRPSLLIGR                                             
        . .:. ..:                                                   
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 66.7  bits: 14.6 E():   95 
Smith-Waterman score: 28; 36.4% identity (72.7% similar) in 11 aa overlap (43-53:6-16) 
 
             20        30        40        50        60        70   
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG 
                                     ..:. : .: :                    
gi|463                          DFVDAHNAARAQVGVGPVHWT               
                                        10        20                
 
             80 
AAD-12 RPSLLIGR 
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.6  bits: 18.0 E():   97 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (31-56:99-123) 
 
               10        20        30        40        50        60 
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|162 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
               70        80                                         
AAD-12 LRPLVKVHPETGRPSLLIGR                                         
                                                                    
gi|162 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.6  bits: 18.0 E():   97 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (31-56:99-123) 
 
               10        20        30        40        50        60 
AAD-12 GRTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|856 KEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
               70        80                                         
AAD-12 LRPLVKVHPETGRPSLLIGR                                         
                                                                    
gi|856 AKYQVGQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 17.8 E():   99 
Smith-Waterman score: 40; 33.3% identity (66.7% similar) in 18 aa overlap (2-19:133-150) 
 
                                            10        20        30  
AAD-12                              GRTCFADMRAAYDALDEATRALVHQRSARHS 
                                     :. ::...   :: .. :             
gi|223 KVFIANQFKAIDVNGDGKVGLDEYRLDCITRSAFAEVKEIDDAYNKLTTEDDRKAGGLTL 
            110       120       130       140       150       160   
 
              40        50        60        70        80 
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                                         
gi|223 ERYQDLYAQFISNPDESCSACYLFGPLKVVQ                   
            170       180       190                      
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
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 Scomplib [35.04] 
 start: Fri Jan 21 00:02:53 2011 done: Fri Jan 21 00:02:53 2011 
 Total Scan time:  0.060 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 135  - 214 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     1     8:= * 
  34     3    22:=      * 
  36    16    44:======        * 
  38    35    73:============            * 
  40   106   102:=================================*== 
  42    75   125:=========================                * 
  44   155   138:=============================================*====== 
  46   155   140:==============================================*===== 
  48   117   134:=======================================     * 
  50   121   122:========================================* 
  52   138   108:===================================*========== 
  54   118    92:==============================*========= 
  56    97    77:=========================*======= 
  58    62    63:====================* 
  60    51    51:================* 
  62    57    41:=============*===== 
  64    40    33:==========*=== 
  66    26    26:========* 
  68    17    20:======* 
  70    19    16:=====*= 
  72    16    12:===*== 
  74    20    10:===*=== 
  76     9     8:==* 
  78     7     6:=*= 
  80     6     5:=* 
  82     4     3:*= 
  84     7     3:*== 
  86     1     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     1     0:=         *= 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.48320.00295; mu= 1.1213 0.153 
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 mean_var=37.2466 9.117, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.210151 
 Kolmogorov-Smirnov  statistic: 0.0939 (N=29) at  42 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   74 27.9    0.18 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   58 23.3     1.4 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   57 22.9       3 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   57 22.9       3 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   52 21.5     4.7 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   59 23.4     5.2 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   52 21.5     5.4 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   52 21.5     5.4 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   52 21.5     5.4 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.5     6.2 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 19.1     8.3 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.7     8.8 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.7     9.2 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.7     9.2 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.7     9.3 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 21.6      10 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 21.6      11 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   56 22.4      11 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   56 22.4      14 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   56 22.4      15 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   52 21.3      15 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   53 21.6      15 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   53 21.6      15 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 21.3      16 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   54 21.8      17 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   51 21.0      17 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 20.0      18 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 22.3      18 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 22.3      19 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 20.7      19 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.7      21 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.4      22 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.4      22 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.4      22 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   44 19.1      23 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   52 21.2      23 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   49 20.4      24 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.9      26 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 19.1      28 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 18.3      28 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   48 20.1      29 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 20.4      29 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   47 19.9      29 
gi|21757|emb|CAA26383.1| unnamed protein product [ ( 296)   48 20.1      31 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   48 20.1      33 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   50 20.6      33 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   43 18.8      33 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   47 19.8      36 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   43 18.8      36 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 19.8      37 
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gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 19.8      37 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   49 20.3      37 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 15.6      41 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 19.0      43 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 20.8      44 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   44 19.0      46 
gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Veno ( 204)   44 19.0      46 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   49 20.3      47 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   44 19.0      47 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 17.9      48 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.7      48 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.8      49 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 20.0      49 
gi|56417506|gb|AAV90694.1| GE-rich salivary protei ( 266)   45 19.2      51 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.8      51 
gi|56417504|gb|AAV90693.1| 30 kDa salivary gland a ( 271)   45 19.2      52 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   40 17.9      52 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   47 19.8      52 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 16.3      53 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 15.3      53 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.8      53 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   40 17.9      54 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 19.5      56 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.1      60 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.9      60 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   43 18.7      60 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 14.2      62 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 17.9      63 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 17.9      64 
gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   41 18.1      65 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   40 17.9      65 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   40 17.9      65 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.6      66 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   48 20.0      67 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   44 18.9      67 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   44 18.9      68 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   50 20.5      69 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   50 20.5      69 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   26 14.2      69 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   42 18.4      70 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   39 17.6      71 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.7      72 
gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A ( 262)   43 18.6      75 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   42 18.4      75 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   53 21.3      77 
gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betu (  21)   29 14.9      78 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   42 18.4      79 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   38 17.3      81 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   38 17.3      81 
gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   43 18.6      83 
gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A ( 291)   43 18.6      85 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   41 18.1      85 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   41 18.1      85 
gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos t ( 172)   40 17.8      87 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   39 17.5      88 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   41 18.1      88 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   45 19.1      89 
gi|21673|emb|CAA35238.1| unnamed protein product [ ( 307)   43 18.6      90 
gi|3121755|sp|P81216.1|ALL21_HORSE RecName: Full=D (  29)   30 15.2      91 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   39 17.5      93 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   28 14.6      95 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   41 18.1      96 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   41 18.1      96 
gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-b ( 193)   40 17.8      98 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   39 17.5   1e 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  65 init1:  65 opt:  74  Z-score: 115.7  bits: 27.9 E(): 0.18 
Smith-Waterman score: 74; 22.7% identity (50.7% similar) in 75 aa overlap (1-75:311-379) 
 
                                             10        20        30 
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AAD-12                               RTCFADMRAAYDALDEATRALVHQRSARHS 
                                     : :  : :.  ..: .      : ..: .: 
gi|113 FFQVVNNNYDKWGSYAIGGSASPTILSQGNRFCAPDERSKKNVLGR------HGEAAAES 
              290       300       310       320             330     
 
               40        50        60        70        80           
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH           
       . ..      : . :. ... :.: . :: .    .  : :. .:                
gi|113 MKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEPGESALSLTSSAGVLSCQPGA 
          340       350       360       370       380       390     
 
gi|113 PC 
          
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 100.1  bits: 23.3 E():  1.4 
Smith-Waterman score: 58; 26.9% identity (57.7% similar) in 52 aa overlap (4-55:26-77) 
 
                                     10        20        30         
AAD-12                       RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                :::      :.  . . :  ..:.   :.... .. 
gi|527 MVHHITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNV 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH                   
        :::.:.. :   .: :                                            
gi|527 DHVQDAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAG 
               70        80        90       100       110       120 
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 94.0  bits: 22.9 E():    3 
Smith-Waterman score: 57; 29.3% identity (60.3% similar) in 58 aa overlap (5-57:93-149) 
 
                                         10             20          
AAD-12                           RTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|144 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
             70        80        90       100        110       120  
 
      30        40        50        60        70        80          
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH          
       .. :  .:. .: .:...:.. :  : :                                 
gi|144 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
             130       140       150       160       170       180  
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 93.8  bits: 22.9 E():    3 
Smith-Waterman score: 57; 29.3% identity (60.3% similar) in 58 aa overlap (5-57:97-153) 
 
                                         10             20          
AAD-12                           RTCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|622 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
         70        80        90       100       110        120      
 
      30        40        50        60        70        80          
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH          
       .. :  .:. .: .:...:.. :  : :                                 
gi|622 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
         130       140       150       160       170       180      
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 90.4  bits: 21.5 E():  4.7 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (6-46:11-50) 
 
                    10          20        30        40        50    
AAD-12      RTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                 :.:  .: :  ..:..:.   ....:.:.: : .: ....  :        
gi|160 GSQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQLDELNENKSKELQEKI 
               10        20           30        40        50        
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            60        70        80                                  
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRH                                  
                                                                    
gi|160 IRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQ 
        60        70        80        90       100       110        
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  59  Z-score: 89.7  bits: 23.4 E():  5.2 
Smith-Waterman score: 59; 35.6% identity (60.0% similar) in 45 aa overlap (24-61:198-242) 
 
                      10        20        30              40        
AAD-12        RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL------GHVQQAGSA 
                                     ::. :..:  .:. :      :  ..: .  
gi|303 LVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALAD 
       170       180       190       200       210       220        
 
        50         60        70        80                           
AAD-12 YIGYGMDT-TATPLRPLVKVHPETGRPSLLIGRH                           
        .:.:::: ::  .:                                              
gi|303 VLGFGMDTETARKVRGEDDQRGHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICS 
       230       240       250       260       270       280        
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 89.4  bits: 21.5 E():  5.4 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (6-46:26-65) 
 
                                   10          20        30         
AAD-12                     RTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                                :.:  .: :  ..:..:.   ....:.:.: : .: 
gi|111 MKFAIVLIACFAASVLAQEHKPEKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
       40        50        60        70        80                   
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH                   
        ....  :                                                     
gi|111 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
        60        70        80        90       100       110        
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 89.4  bits: 21.5 E():  5.4 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (6-46:26-65) 
 
                                   10          20        30         
AAD-12                     RTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                                :.:  .: :  ..:..:.   ....:.:.: : .: 
gi|111 MKFAIVLIACFAASVLAQGHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
       40        50        60        70        80                   
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH                   
        ....  :                                                     
gi|111 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
        60        70        80        90       100       110        
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 89.4  bits: 21.5 E():  5.4 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (6-46:26-65) 
 
                                   10          20        30         
AAD-12                     RTCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                                :.:  .: :  ..:..:.   ....:.:.: : .: 
gi|420 MKFAIVLIACFAASVLAQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
       40        50        60        70        80                   
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH                   
        ....  :                                                     
gi|420 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
        60        70        80        90       100       110        
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>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 88.2  bits: 21.5 E():  6.2 
Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (11-34:29-52) 
 
                                 10        20        30        40   
AAD-12                   RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                   : : :::  : .  ..: .: .::         
gi|144 KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLSDS 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH                       
                                                                    
gi|144 KVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAGGE 
               70        80        90       100       110       120 
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 85.9  bits: 19.1 E():  8.3 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (39-59:5-25) 
 
       10        20        30        40        50        60         
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     :.:..: :. .::  .  :.:          
gi|462                           AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKN 
                                         10        20        30     
 
       70        80 
AAD-12 ETGRPSLLIGRH 
                    
gi|462 LNSA         
                    
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.5  bits: 22.7 E():  8.8 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (7-46:372-411) 
 
                                       10        20        30       
AAD-12                         RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|224 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             350       360       370       380       390       400  
 
         40        50        60        70        80                 
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH                 
         .::: . :                                                   
gi|224 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             410       420       430       440       450       460  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.2  bits: 22.7 E():  9.2 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (7-46:392-431) 
 
                                       10        20        30       
AAD-12                         RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|199 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
         40        50        60        70        80                 
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH                 
         .::: . :                                                   
gi|199 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             430       440       450       460       470       480  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.2  bits: 22.7 E():  9.2 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (7-46:392-431) 
 
                                       10        20        30       
AAD-12                         RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
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gi|571 GNRSPHIYDPQRWFTQNCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
         40        50        60        70        80                 
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH                 
         .::: . :                                                   
gi|571 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFA 
             430       440       450       460       470       480  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.1  bits: 22.7 E():  9.3 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (7-46:400-439) 
 
                                       10        20        30       
AAD-12                         RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|213 RSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
     370       380       390       400       410       420          
 
         40        50        60        70        80                 
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH                 
         .::: . :                                                   
gi|213 GRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLA 
     430       440       450       460       470       480          
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 84.3  bits: 21.6 E():   10 
Smith-Waterman score: 53; 28.1% identity (57.8% similar) in 64 aa overlap (3-58:202-265) 
 
                                           10        20             
AAD-12                             RTCFADMRAAYDALDEATRALVHQ------RS 
                                     :. ...::      :: : . :      .. 
gi|168 APADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEA 
             180       190       200       210       220       230  
 
         30        40          50        60        70        80 
AAD-12 ARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
       :  . . ..:.. .:.:  .:.: .. :  ::::                       
gi|168 ALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV       
             240       250       260       270       280        
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 84.1  bits: 21.6 E():   11 
Smith-Waterman score: 53; 28.1% identity (57.8% similar) in 64 aa overlap (3-58:211-274) 
 
                                           10        20             
AAD-12                             RTCFADMRAAYDALDEATRALVHQ------RS 
                                     :. ...::      :: : . :      .. 
gi|330 APADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEA 
              190       200       210       220       230       240 
 
         30        40          50        60        70        80 
AAD-12 ARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
       :  . . ..:.. .:.:  .:.: .. :  ::::                       
gi|330 ALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV       
              250       260       270       280       290       
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 84.0  bits: 22.4 E():   11 
Smith-Waterman score: 56; 28.9% identity (52.6% similar) in 38 aa overlap (9-46:371-408) 
 
                                     10        20        30         
AAD-12                       RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :  : . .  ..:  .  ::..:      
gi|370 RSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGR 
              350       360       370       380       390       400 
 
       40        50        60        70        80                   
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH                   
       .::: . :                                                     
gi|370 AHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGE 
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              410       420       430       440       450       460 
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  56  Z-score: 81.8  bits: 22.4 E():   14 
Smith-Waterman score: 56; 27.8% identity (63.9% similar) in 36 aa overlap (24-59:539-574) 
 
                      10        20        30        40        50    
AAD-12        RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.:.. .   . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYP 
      510       520       530       540       550       560         
 
            60        70        80                                  
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRH                                  
        ..  :                                                       
gi|217 TSVQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQP 
      570       580       590       600       610       620         
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 81.6  bits: 22.4 E():   15 
Smith-Waterman score: 56; 25.0% identity (63.9% similar) in 36 aa overlap (24-59:551-586) 
 
                      10        20        30        40        50    
AAD-12        RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.... . . . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYP 
              530       540       550       560       570       580 
 
            60        70        80                                  
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRH                                  
        .   :                                                       
gi|217 TSLQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQP 
              590       600       610       620       630       640 
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 81.3  bits: 21.3 E():   15 
Smith-Waterman score: 52; 28.3% identity (56.7% similar) in 60 aa overlap (20-79:232-276) 
 
                          10        20        30        40          
AAD-12            RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                     : .:  :. ::....:..  . ::       
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIH--SVVHSIIMQQQQQQQQQQ------ 
             210       220       230         240       250          
 
      50        60        70        80                              
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRH                              
         :.:     . :: . : ..:. ::. :.                               
gi|170 --GIDI----FLPLSQ-HEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYV 
                 260        270       280       290       300       
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  47 init1:  47 opt:  53  Z-score: 81.2  bits: 21.6 E():   15 
Smith-Waterman score: 53; 19.7% identity (51.5% similar) in 66 aa overlap (13-75:315-380) 
 
                                 10        20           30          
AAD-12                   RTCFADMRAAYDALDEATRALVHQRS---ARHSLVYSQSKLG 
                                     : :.  .  :  :.   : .:....  .   
gi|166 VVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDK 
          290       300       310       320       330       340     
 
      40        50        60        70        80             
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH             
        . . :. ..  : : . ::..    .  : :. ..                  
gi|166 DLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTSSAGVFSCRPGAPC 
          350       360       370       380       390        
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  47 init1:  47 opt:  53  Z-score: 81.2  bits: 21.6 E():   15 
Smith-Waterman score: 53; 19.7% identity (51.5% similar) in 66 aa overlap (13-75:315-380) 
 
                                 10        20           30          
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AAD-12                   RTCFADMRAAYDALDEATRALVHQRS---ARHSLVYSQSKLG 
                                     : :.  .  :  :.   : .:....  .   
gi|113 VVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDK 
          290       300       310       320       330       340     
 
      40        50        60        70        80             
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH             
        . . :. ..  : : . ::..    .  : :. ..                  
gi|113 DLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTSSAGVFSCHPGAPC 
          350       360       370       380       390        
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.0  bits: 21.3 E():   16 
Smith-Waterman score: 52; 40.0% identity (56.0% similar) in 25 aa overlap (46-70:25-49) 
 
          20        30        40        50        60        70      
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                                     .:  ::.  : :::  : . . : :      
gi|249       MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPA 
                     10        20        30        40        50     
 
          80                                                        
AAD-12 LIGRH                                                        
                                                                    
gi|249 TPAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGL 
           60        70        80        90       100       110     
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 80.3  bits: 21.8 E():   17 
Smith-Waterman score: 54; 23.5% identity (54.4% similar) in 68 aa overlap (9-76:426-489) 
 
                                     10        20        30         
AAD-12                       RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     :  ....:   :.. :.  . .:    ..  
gi|258 AERGFFYRNGIYSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNH 
         400       410       420       430       440       450      
 
       40        50        60        70        80                   
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH                   
       : .::::.     :..  :   .  . ..  .:: :.:                       
gi|258 GVIQQAGN----QGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQISREQARQL 
         460           470       480       490       500       510  
 
gi|258 KYNRQETIALSSSQQRRAVV 
             520       530  
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 80.1  bits: 21.0 E():   17 
Smith-Waterman score: 51; 36.1% identity (55.6% similar) in 36 aa overlap (44-74:21-56) 
 
            20        30        40          50           60         
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGS--AYIGYGMDTTATP---LRPLVKVHP 
                                     :::  : .:::  : :.:     : . . : 
gi|330           MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAP 
                         10        20        30        40        50 
 
       70        80                                                 
AAD-12 ETGRPSLLIGRH                                                 
         ..:.                                                       
gi|330 AGAEPAGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLS 
               60        70        80        90       100       110 
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.0  bits: 20.0 E():   18 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (7-23:14-30) 
 
                      10        20        30        40        50    
AAD-12        RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                    .: :.: .:.  .. .:                               
gi|219 MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLIIEIDAD 
               10        20        30        40        50        60 
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>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 79.7  bits: 22.3 E():   18 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (34-51:283-300) 
 
            10        20        30        40        50        60    
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
            70        80                                            
AAD-12 VKVHPETGRPSLLIGRH                                            
                                                                    
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 79.5  bits: 22.3 E():   19 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (34-51:289-306) 
 
            10        20        30        40        50        60    
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
 
            70        80                                            
AAD-12 VKVHPETGRPSLLIGRH                                            
                                                                    
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 79.3  bits: 20.7 E():   19 
Smith-Waterman score: 50; 32.1% identity (57.1% similar) in 28 aa overlap (47-74:1-28) 
 
         20        30        40        50        60        70       
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::  : :.:    . . :  ..:.   
gi|295                               ADLGYGPATPAAPAAGYTPAAPAGAEPAGK 
                                             10        20        30 
 
         80                                                         
AAD-12 IGRH                                                         
                                                                    
gi|295 ATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAE 
               40        50        60        70        80        90 
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.7  bits: 19.7 E():   21 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (7-24:126-143) 
 
                                       10        20        30       
AAD-12                         RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . ::..::: :..: ...             
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG         
         100       110       120       130       140                
 
         40        50        60        70        80 
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.2  bits: 19.4 E():   22 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (49-66:24-41) 
 
       20        30        40        50        60        70         
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|121        MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSL 
                      10        20        30        40        50    
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       80                                                           
AAD-12 RH                                                           
                                                                    
gi|121 STFKNTEIKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVV 
            60        70        80        90       100       110    
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.2  bits: 19.4 E():   22 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (49-66:24-41) 
 
       20        30        40        50        60        70         
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|144        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
       80                                                           
AAD-12 RH                                                           
                                                                    
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.2  bits: 19.4 E():   22 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (49-66:24-41) 
 
       20        30        40        50        60        70         
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|379        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
       80                                                           
AAD-12 RH                                                           
                                                                    
gi|379 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.0  bits: 19.1 E():   23 
Smith-Waterman score: 44; 50.0% identity (71.4% similar) in 14 aa overlap (52-65:19-32) 
 
              30        40        50        60        70        80  
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH  
                                     :.: ::  :. :.:                 
gi|135             MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFA 
                           10        20        30        40         
 
gi|135 KALEGKDVKDLLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGL 
       50        60        70        80        90       100         
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 77.9  bits: 21.2 E():   23 
Smith-Waterman score: 52; 24.3% identity (73.0% similar) in 37 aa overlap (14-49:143-179) 
 
                                10        20        30         40   
AAD-12                  RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG-HVQ 
                                     .::   .:.: .. .. .::  .... .:. 
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
             50        60        70        80                       
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH                       
       . :...:                                                      
gi|215 NNGDVFILLVPNFVFVWTGKHSNRMERTTAIRVANDLKSELNRFKLSSVILEDGKEVEQT 
            180       190       200       210       220       230   
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 49; 21.9% identity (59.4% similar) in 32 aa overlap (25-56:179-210) 
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                     10        20        30        40        50     
AAD-12       RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :.  .:.. .... :. ::      : :.. 
gi|219 MWQQSSCHVMQQQCCQQLSQIPEQSRYDAIRAITYSIILQEQQQGQSQQQQPQQSGQGVS 
      150       160       170       180       190       200         
 
           60        70        80                                   
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRH                                   
        .                                                           
gi|219 QSQQQSQQQLGQCSFQQPQQQLGQQPQQQQVQQGTFLQPHQIAHLEVMTSIALRTLPTMC 
      210       220       230       240       250       260         
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 76.9  bits: 19.9 E():   26 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (4-25:74-98) 
 
                                          10           20        30 
AAD-12                            RTCFADMRAAYDAL---DEATRALVHQRSARHS 
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
 
               40        50        60        70        80           
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH           
                                                                    
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.5  bits: 19.1 E():   28 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (49-69:25-45) 
 
       20        30        40        50        60        70         
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.:  .:  :          
gi|990       MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSL 
                     10        20        30        40        50     
 
       80                                                           
AAD-12 RH                                                           
                                                                    
gi|990 STFKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVV 
           60        70        80        90       100       110     
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 76.4  bits: 18.3 E():   28 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (22-43:37-58) 
 
                        10        20        30        40        50  
AAD-12          RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
              60        70        80 
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRH 
                                     
gi|162 VPQLEIVPNS                    
         70                          
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.2  bits: 20.1 E():   29 
Smith-Waterman score: 48; 25.6% identity (56.4% similar) in 39 aa overlap (30-68:87-125) 
 
                10        20        30        40        50          
AAD-12  RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     : : . ..  . :.:.:  . :: .  ..  
gi|144 DLAEAPFQISLLKDYLIMKRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSS 
         60        70        80        90       100       110       
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      60        70        80                                        
AAD-12 LRPLVKVHPETGRPSLLIGRH                                        
           .::.:                                                    
gi|144 SYGDLKVKPIIQHESYEQDQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVDGDKVTIYG 
        120       130       140       150       160       170       
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.2  bits: 20.4 E():   29 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (44-60:200-216) 
 
            20        30        40        50        60        70    
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
            80                                                      
AAD-12 SLLIGRH                                                      
                                                                    
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.2  bits: 19.9 E():   29 
Smith-Waterman score: 47; 33.3% identity (52.8% similar) in 36 aa overlap (4-39:159-191) 
 
                                          10        20        30    
AAD-12                            RTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :   . : ..::   :   :: .  :.:   
gi|136 TNTEKLPTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFEIR---HQLTQIHGLYR 
      130       140       150       160       170          180      
 
            40        50        60        70        80   
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH   
       :..: :                                            
gi|136 SSDKTGGYWKITMNDGSTYQSDLSKKFEYNTEKPPINIDEIKTIEAEIN 
         190       200       210       220       230     
 
>>gi|21757|emb|CAA26383.1| unnamed protein product [Trit  (296 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.7  bits: 20.1 E():   31 
Smith-Waterman score: 48; 21.3% identity (61.7% similar) in 47 aa overlap (13-59:200-246) 
 
                                 10        20        30        40   
AAD-12                   RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :. ....:.. ... :..   :: .: . : 
gi|217 SQVLQQSTYQPLQQLCCQQLWQIPEQSRCQAIHNVVHAIILHQQQRQQQPSSQVSLQQPQ 
     170       180       190       200       210       220          
 
             50        60        70        80                       
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH                       
       :   .  :. . .  .:                                            
gi|217 QQYPSGQGFFQPSQQNPQAQGSVQPQQLPQFEEIRNLALQTLPRMCNVYIPPYCSTTIAP 
     230       240       250       260       270       280          
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 75.2  bits: 20.1 E():   33 
Smith-Waterman score: 48; 25.0% identity (51.8% similar) in 56 aa overlap (22-74:3-56) 
 
               10        20        30        40        50           
AAD-12 RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP- 
                            ::: ..  .:  . . ..    . .: .:::  : :.:  
gi|398                    MAVHQYTV--ALFLAVALVAGPAASYAADLGYGPATPAAPA 
                                    10        20        30          
 
        60        70        80                                      
AAD-12 --LRPLVKVHPETGRPSLLIGRH                                      
           : . . :  . :.                                            
gi|398 AGYTPATPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGA 
      40        50        60        70        80        90          
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
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 initn:  49 init1:  49 opt:  50  Z-score: 75.1  bits: 20.6 E():   33 
Smith-Waterman score: 50; 27.0% identity (45.9% similar) in 74 aa overlap (10-79:48-119) 
 
                                    10            20        30      
AAD-12                      RTCFADMRAAYDALDEATR----ALVHQRSARHSLVYSQ 
                                     :.:   :  :    :::..    ..:.  : 
gi|259 EWQQQDECQIDRLDALEPDNRVEYEAGTVEAWDPNHEQFRCAGVALVRHTIQPNGLLLPQ 
        20        30        40        50        60        70        
 
          40        50        60        70        80                
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH                
          ... :   .  : ::   . :  : .   :. :: .   ::                 
gi|259 --YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDI 
          80        90       100       110       120       130      
 
gi|259 IAIPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSR 
         140       150       160       170       180       190      
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 75.0  bits: 18.8 E():   33 
Smith-Waterman score: 43; 26.3% identity (57.9% similar) in 38 aa overlap (40-74:33-70) 
 
      10        20        30        40        50           60       
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVKV 
                                     ....:.::     .: :::   : : .. . 
gi|668 ASEAAAAAATPVAPTEGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPI 
             10        20        30        40        50        60   
 
         70        80                                               
AAD-12 HPETGRPSLLIGRH                                               
         . .. :                                                     
gi|668 FADMAKKSPNVVFLKVDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKL 
             70        80        90       100       110       120   
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 47; 36.0% identity (76.0% similar) in 25 aa overlap (7-31:106-130) 
 
                                       10        20        30       
AAD-12                         RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     ...: . :.:::.:  ... ::. :      
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
 
         40        50        60        70        80                 
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH                 
                                                                    
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.4  bits: 18.8 E():   36 
Smith-Waterman score: 43; 29.6% identity (66.7% similar) in 27 aa overlap (46-72:9-35) 
 
          20        30        40        50        60        70      
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                                     ::.    . ..:.  : .:.:. ..::    
gi|244                       MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQS 
                                     10        20        30         
 
          80                                                        
AAD-12 LIGRH                                                        
                                                                    
gi|244 CQRQFEEQQRFRNCQRYVKQEVQRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQ 
       40        50        60        70        80        90         
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (47-74:1-31) 
 
         20        30        40        50           60        70    
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AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
            80                                                      
AAD-12 SLLIGRH                                                      
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (47-74:1-31) 
 
         20        30        40        50           60        70    
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
            80                                                      
AAD-12 SLLIGRH                                                      
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (47-74:1-31) 
 
         20        30        40        50           60        70    
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
            80                                                      
AAD-12 SLLIGRH                                                      
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (47-74:1-31) 
 
         20        30        40        50           60        70    
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
            80                                                      
AAD-12 SLLIGRH                                                      
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (47-74:1-31) 
 
         20        30        40        50           60        70    
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
            80                                                      
AAD-12 SLLIGRH                                                      
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       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (47-74:1-31) 
 
         20        30        40        50           60        70    
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
            80                                                      
AAD-12 SLLIGRH                                                      
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (47-74:1-31) 
 
         20        30        40        50           60        70    
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
            80                                                      
AAD-12 SLLIGRH                                                      
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (47-74:1-31) 
 
         20        30        40        50           60        70    
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
            80                                                      
AAD-12 SLLIGRH                                                      
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (47-74:1-31) 
 
         20        30        40        50           60        70    
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
            80                                                      
AAD-12 SLLIGRH                                                      
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (47-74:1-31) 
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         20        30        40        50           60        70    
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
            80                                                      
AAD-12 SLLIGRH                                                      
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (47-74:1-31) 
 
         20        30        40        50           60        70    
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
            80                                                      
AAD-12 SLLIGRH                                                      
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (47-74:1-31) 
 
         20        30        40        50           60        70    
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
            80                                                      
AAD-12 SLLIGRH                                                      
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (47-74:1-31) 
 
         20        30        40        50           60        70    
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
            80                                                      
AAD-12 SLLIGRH                                                      
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (47-74:1-31) 
 
         20        30        40        50           60        70    
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
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            80                                                      
AAD-12 SLLIGRH                                                      
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.1  bits: 20.3 E():   37 
Smith-Waterman score: 49; 36.7% identity (66.7% similar) in 30 aa overlap (19-48:43-72) 
 
                           10        20        30        40         
AAD-12             RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.. . .:: . : : ..::..  : : : 
gi|558 RVRSGGHDYEGLSYRSLQPENFAVVDLNQMRAVLVDGKARTAWVDSGAQLGELYYAISKY 
             20        30        40        50        60        70   
 
       50        60        70        80                             
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRH                             
                                                                    
gi|558 SRTLAFPAGVCPTIGVGGNLAGGGFGMLLRKYGIAAENVIDVKLVDANGKLHDKKSMGDD 
             80        90       100       110       120       130   
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 73.5  bits: 15.6 E():   41 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (27-41:1-15) 
 
               10        20        30        40        50        60 
AAD-12 RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
                                 :: . : : ..::..                    
gi|323                           ARTAWVDSGAQLGELSY                  
                                         10                         
 
               70        80 
AAD-12 RPLVKVHPETGRPSLLIGRH 
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.1  bits: 19.0 E():   43 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (24-39:46-61) 
 
                      10        20        30        40        50    
AAD-12        RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
            60        70        80                                  
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRH                                  
                                                                    
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 72.8  bits: 20.8 E():   44 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (37-51:609-623) 
 
         10        20        30        40        50        60       
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
         70        80                                               
AAD-12 HPETGRPSLLIGRH                                               
                                                                    
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.5  bits: 19.0 E():   46 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (30-55:76-100) 
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 4825



 

 

                10        20        30        40        50          
AAD-12  RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
      60        70        80                                        
AAD-12 LRPLVKVHPETGRPSLLIGRH                                        
                                                                    
gi|549 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.5  bits: 19.0 E():   46 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (30-55:76-100) 
 
                10        20        30        40        50          
AAD-12  RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
      60        70        80                                        
AAD-12 LRPLVKVHPETGRPSLLIGRH                                        
                                                                    
gi|549 AKYQVGQNVALTGSTAAVYNDPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.4  bits: 20.3 E():   47 
Smith-Waterman score: 49; 37.9% identity (62.1% similar) in 29 aa overlap (22-50:74-102) 
 
                        10        20        30        40        50  
AAD-12          RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     : .:.: .   ::.. :    : ::.:.:  
gi|112 NRIESEGGYIETWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGL 
            50        60        70        80        90       100    
 
              60        70        80                                
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRH                                
                                                                    
gi|112 IFPGCPSTYEEPAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTG 
           110       120       130       140       150       160    
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 72.4  bits: 19.0 E():   47 
Smith-Waterman score: 44; 29.6% identity (77.8% similar) in 27 aa overlap (29-55:77-102) 
 
                 10        20        30        40        50         
AAD-12   RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::... .:... :. ..  .:: ::    
gi|549 LKVHNDFRQKVAKGLETRGNPGPQPPAKNMNNLVWND-ELANIAQVWASQCNYGHDTCKD 
         50        60        70        80         90       100      
 
       60        70        80                                       
AAD-12 PLRPLVKVHPETGRPSLLIGRH                                       
                                                                    
gi|549 TEKYPVGQNIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWA 
         110       120       130       140       150       160      
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.2  bits: 17.9 E():   48 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (34-51:26-43) 
 
            10        20        30        40        50        60    
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : .. :. :: :..  ::             
gi|897      EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQ 
                    10        20        30        40        50      
 
            70        80                              
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AAD-12 VKVHPETGRPSLLIGRH                              
                                                      
gi|897 QGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
          60        70        80        90       100  
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 72.1  bits: 18.7 E():   48 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (24-38:138-152) 
 
                      10        20        30        40        50    
AAD-12        RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
            60        70        80 
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRH 
                                   
gi|391 ASIDTILTKV                  
       170                         
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 72.0  bits: 15.8 E():   49 
Smith-Waterman score: 36; 44.0% identity (56.0% similar) in 25 aa overlap (38-62:2-24) 
 
        10        20        30        40        50        60        
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     ::..  :  :  : :. : :::  :      
gi|751                              DLGYAP-ATPAAPGAGY-TPATPAAP      
                                             10         20          
 
        70        80 
AAD-12 PETGRPSLLIGRH 
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 72.0  bits: 20.0 E():   49 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (6-20:431-446) 
 
                                        10         20        30     
AAD-12                          RTCFADMRAAYDALD-EATRALVHQRSARHSLVYS 
                                     :..: :::.: ...::               
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA               
              410       420       430       440                     
 
           40        50        60        70        80 
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
 
>>gi|56417506|gb|AAV90694.1| GE-rich salivary protein 30  (266 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.7  bits: 19.2 E():   51 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (24-54:183-213) 
 
                      10        20        30        40        50    
AAD-12        RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
            160       170       180       190       200       210   
 
            60        70        80                            
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRH                            
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
            220       230       240       250       260       
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 71.7  bits: 15.8 E():   51 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (56-62:5-11) 
 
          30        40        50        60        70        80 
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                                     : .:.::                   
gi|751                           TKSQTHVPIRPNKLVLKVQKDRATN     
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                                         10        20          
 
>>gi|56417504|gb|AAV90693.1| 30 kDa salivary gland aller  (271 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.6  bits: 19.2 E():   52 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (24-54:188-218) 
 
                      10        20        30        40        50    
AAD-12        RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
       160       170       180       190       200       210        
 
            60        70        80                            
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRH                            
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
       220       230       240       250       260       270  
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.6  bits: 17.9 E():   52 
Smith-Waterman score: 40; 25.0% identity (70.0% similar) in 20 aa overlap (5-24:42-61) 
 
                                         10        20        30     
AAD-12                           RTCFADMRAAYDALDEATRALVHQRSARHSLVYS 
                                     :: . ... ::.   ....:           
gi|207 IDAALESVKAAGSFNYKIFFQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNF 
              20        30        40        50        60        70  
 
           40        50        60        70        80 
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                                                      
gi|207 RASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVKA         
              80        90       100                  
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.5  bits: 19.8 E():   52 
Smith-Waterman score: 47; 25.7% identity (51.4% similar) in 35 aa overlap (41-75:341-375) 
 
               20        30        40        50        60        70 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ..  :.: . :: .    .  :  
gi|113 ASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMIPAEP 
              320       330       340       350       360       370 
 
               80             
AAD-12 GRPSLLIGRH             
       :.  :                  
gi|113 GEAVLRLTSSAGVLSCQPGAPC 
              380       390   
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 71.4  bits: 16.3 E():   53 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (39-59:5-25) 
 
       10        20        30        40        50        60         
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     :.: .: :  : : .   :.:          
gi|462                           TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXL 
                                         10        20        30     
 
       70        80 
AAD-12 ETGRPSLLIGRH 
                    
gi|462 SSA          
                    
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 71.4  bits: 15.3 E():   53 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (53-60:10-17) 
 
             30        40        50        60        70        80 
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AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                                     :.:  :::                     
gi|244                      IGNEDCTPWMSTLITPLP                    
                                    10                            
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 71.3  bits: 15.8 E():   53 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (68-78:10-20) 
 
        40        50        60        70        80     
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH     
                                     :.:  :..: :       
gi|147                      AKITFTNNXPNTVWPGILTGFGQKPQ 
                                    10        20       
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 40; 25.6% identity (59.0% similar) in 39 aa overlap (21-59:54-92) 
 
                         10        20        30        40        50 
AAD-12           RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     :. . : . . : : .  : . ..:.:  : 
gi|117 KAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAG 
            30        40        50        60        70        80    
 
               60        70        80 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRH 
        . .. :.:                      
gi|117 GSAQAEAAPEAAKEEEKEESDEDMGFGLFD 
            90       100       110    
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.9  bits: 19.5 E():   56 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (49-58:284-293) 
 
       20        30        40        50        60        70         
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
       80                                     
AAD-12 RH                                     
                                              
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.4  bits: 18.1 E():   60 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (56-63:34-41) 
 
          30        40        50        60        70        80      
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH      
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.3  bits: 18.9 E():   60 
Smith-Waterman score: 44; 20.0% identity (52.5% similar) in 40 aa overlap (34-73:51-90) 
 
            10        20        30        40        50        60    
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|130 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               30        40        50        60        70        80 
 
            70        80                                            
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AAD-12 VKVHPETGRPSLLIGRH                                            
        . .:. ..:                                                   
gi|130 PQPQPQYSQPQEPISQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQS 
               90       100       110       120       130       140 
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.3  bits: 18.7 E():   60 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (38-71:31-64) 
 
        10        20        30        40        50        60        
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :. :  . :::..::  .     . ::    
gi|616 NEIAXAKIDLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCA 
               10        20        30        40        50        60 
 
        70        80                                                
AAD-12 PETGRPSLLIGRH                                                
        . :                                                         
gi|616 SQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNK 
               70        80        90       100       110       120 
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 70.1  bits: 14.2 E():   62 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (19-23:2-6) 
 
               10        20        30        40        50        60 
AAD-12 RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
                         : :::                                      
gi|463                  DRNLVHSATR                                  
                                10                                  
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (22-43:6-27) 
 
               10        20        30        40        50        60 
AAD-12 RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
                            :.:.  ..  : :.  ::...:                  
gi|159                 IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYKVPQLEIVPN 
                               10        20        30        40     
 
               70        80                                         
AAD-12 RPLVKVHPETGRPSLLIGRH                                         
                                                                    
gi|159 SAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFXQFYQPDAYPSGAWYYVPLGTQYT 
           50        60        70        80        90       100     
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (49-66:25-42) 
 
       20        30        40        50        60        70         
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  ..: ..:             
gi|144       MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSL 
                     10        20        30        40        50     
 
       80                                                           
AAD-12 RH                                                           
                                                                    
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVE 
           60        70        80        90       100       110     
 
>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.7  bits: 18.1 E():   65 
Smith-Waterman score: 45; 42.9% identity (67.9% similar) in 28 aa overlap (28-54:124-150) 
 
                  10        20        30         40        50       
AAD-12    RTCFADMRAAYDALDEATRALVHQRSARHSLV-YSQSKLGHVQQAGSAYIGYGMDTT 
                                     : ::: : :::..  .. :.:.   :.:   
gi|170 ANMPAMETLIKDMAANHKARGIPKAQFNEFRASLVSYLQSKVSWNDSLGAAWT-QGLDNV 
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           100       110       120       130       140        150   
 
         60        70        80 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRH 
                                
gi|170 FNMMFSYL                 
            160                 
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.7  bits: 17.9 E():   65 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (12-40:101-129) 
 
                                  10        20        30        40  
AAD-12                    RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
              50        60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                                               
gi|273 RRRR                                    
                                               
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.7  bits: 17.9 E():   65 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (12-40:101-129) 
 
                                  10        20        30        40  
AAD-12                    RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
              50        60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                                               
gi|273 RRRR                                    
                                               
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.6  bits: 17.6 E():   66 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (37-69:20-52) 
 
         10        20        30        40        50         60      
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT-TATPLRPLVK 
                                     : :  .. :  :   :.:. .:  :. : : 
gi|131            AFKGILSNADIKAAEAACFKEGSFDEDGF-YAKVGLDAFSADELKKLFK 
                          10        20         30        40         
 
          70        80                                              
AAD-12 VHPETGRPSLLIGRH                                              
       .  :                                                         
gi|131 IADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDK 
       50        60        70        80        90       100         
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.6  bits: 20.0 E():   67 
Smith-Waterman score: 48; 22.9% identity (57.1% similar) in 35 aa overlap (15-49:339-373) 
 
                               10        20        30        40     
AAD-12                 RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     ::  .:  . :  : . ...:.. : . .: 
gi|131 LLQPVSTPGEFELFFGAGGENPESFFKSFSDEILEAAFNTRRDRLQRIFGQQRQGVIVKA 
      310       320       330       340       350       360         
 
           50        60        70        80                         
AAD-12 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH                         
       .   .                                                        
gi|131 SEEQVRAMSRHEEGGIWPFGGESKGTINIYQQRPTHSNQYGQLHEVDASQYRQLRDLDLT 
      370       380       390       400       410       420         
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>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.5  bits: 18.9 E():   67 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (47-70:1-21) 
 
         20        30        40        50        60        70       
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::    :::  : .   : :       
gi|109                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
         80                                                         
AAD-12 IGRH                                                         
                                                                    
gi|109 ADAAGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEP 
        30        40        50        60        70        80        
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (47-70:1-21) 
 
         20        30        40        50        60        70       
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::    :::  : .   : :       
gi|239                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
         80                                                         
AAD-12 IGRH                                                         
                                                                    
gi|239 ADAAGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEP 
        30        40        50        60        70        80        
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 69.2  bits: 20.5 E():   69 
Smith-Waterman score: 50; 28.9% identity (60.5% similar) in 38 aa overlap (6-43:827-864) 
 
                                        10        20        30      
AAD-12                          RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     ...:: :  :.:   :   :. ..: : .. 
gi|377 NEKVKVYKRQMQEQEGMSQQNLTRVRRFQRELEAAEDRADQAESNLSFIRAKHRSWVTTS 
        800       810       820       830       840       850       
 
          40        50        60        70        80 
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
       .  : ..:                                      
gi|377 QVPGGTRQVFTTQEETTNY                           
        860       870                                
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 69.2  bits: 20.5 E():   69 
Smith-Waterman score: 58; 34.8% identity (60.9% similar) in 46 aa overlap (25-69:4-44) 
 
               10        20        30        40        50           
AAD-12 RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA-TP 
                               :::..  .:..:. ::   .:.  : :: :  : :  
gi|219                      MAARSAKY--MYQSSRAGH---GGDISIEYGTDLGALTR 
                                      10           20        30     
 
      60        70        80                                        
AAD-12 LRPLVKVHPETGRPSLLIGRH                                        
       :.  ...  :                                                   
gi|219 LEDKIRLLSEDLESERELRQRVEREKSDITVQLMNLTERLEETEGSSESVTEMNKKRDSE 
           40        50        60        70        80        90     
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 69.2  bits: 14.2 E():   69 
Smith-Waterman score: 26; 50.0% identity (83.3% similar) in 6 aa overlap (73-78:1-6) 
 
             50        60        70        80    
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH    
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                                     :.. ::      
gi|250                               PTITIGGPEYR 
                                             10  
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.2  bits: 18.4 E():   70 
Smith-Waterman score: 42; 29.6% identity (70.4% similar) in 27 aa overlap (29-55:76-101) 
 
                 10        20        30        40        50         
AAD-12   RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::.. ..:... :  ..   :: ::    
gi|549 LKIHNDFRNKVARGLETRGNPGPQPPAKNMNNLVWN-NELANIAQIWASQCKYGHDTCKD 
          50        60        70        80         90       100     
 
       60        70        80                                       
AAD-12 PLRPLVKVHPETGRPSLLIGRH                                       
                                                                    
gi|549 TTKYNVGQNIAVSSSTAAVYENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWA 
          110       120       130       140       150       160     
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.1  bits: 17.6 E():   71 
Smith-Waterman score: 39; 31.2% identity (53.1% similar) in 32 aa overlap (1-32:48-79) 
 
                                             10        20        30 
AAD-12                               RTCFADMRAAYDALDEATRALVHQRSARHS 
                                     : :   . :.     ::.: .. .::  .: 
gi|253 GCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRRSDPNS 
        20        30        40        50        60        70        
 
               40        50        60        70        80 
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
        :                                                 
gi|253 SVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNAPYCLGLDI        
        80        90       100       110       120        
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 69.0  bits: 19.7 E():   72 
Smith-Waterman score: 47; 33.3% identity (66.7% similar) in 36 aa overlap (10-44:123-158) 
 
                                    10         20        30         
AAD-12                      RTCFADMRAAYDALD-EATRALVHQRSARHSLVYSQSKL 
                                     :. ..: .  ::.: . .:: . : : ..: 
gi|558 VCGRRHGVRIRVRSGGHDYEGLSYRSERPEAFAVVDLNKMRAVVVDGKARTAWVDSGAQL 
            100       110       120       130       140       150   
 
       40        50        60        70        80                   
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH                   
       :..  :                                                       
gi|558 GELYYAIAKNSPVLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGT 
            160       170       180       190       200       210   
 
>>gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A-I [  (262 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.6  bits: 18.6 E():   75 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (34-80:71-117) 
 
            10        20        30        40        50        60    
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
            70        80                                            
AAD-12 VKVHPETGRPSLLIGRH                                            
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.6  bits: 18.4 E():   75 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (17-50:71-104) 
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                             10        20        30        40       
AAD-12               RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 
                                     :   :: .:.: .   ::..      : :  
gi|221 AQRPDNRIESEGGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGR 
               50        60        70        80        90       100 
 
         50        60        70        80                           
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH                           
       .:.:                                                         
gi|221 GYFGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQKVHRFDEGDLIAV 
              110       120       130       140       150       160 
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 68.4  bits: 21.3 E():   77 
Smith-Waterman score: 53; 23.7% identity (52.5% similar) in 59 aa overlap (16-74:225-280) 
 
                              10        20        30        40      
AAD-12                RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 
                                     :  ..:::. .    . : .  : . ...  
gi|203 ELMRHYMHPMDSDLSCRMTLKDKVVTEVDCEERHVLVHRSNKPVHMSYVKMMLKQNKDGV 
          200       210       220       230       240       250     
 
          50        60        70        80                          
AAD-12 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH                          
       .: .:    :.: : :: ..   .   :.                                
gi|203 AADLG---PTNAQPKRPYLSFDHKHKNPTETDVVEVLKKLCSEITEPQASIETSFTFQKL 
             260       270       280       290       300       310  
 
>>gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betula p  (21 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 68.3  bits: 14.9 E():   78 
Smith-Waterman score: 29; 42.9% identity (50.0% similar) in 14 aa overlap (52-65:8-21) 
 
              30        40        50        60        70        80 
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                                     :  :.  ::  : :                
gi|309                        MRVFNYKGETTSLIPLARLFK                
                                      10        20                 
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 18.4 E():   79 
Smith-Waterman score: 42; 33.3% identity (71.4% similar) in 21 aa overlap (39-59:72-92) 
 
       10        20        30        40        50        60         
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     : ...: .::   : ...:.:          
gi|383 TASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEE 
              50        60        70        80        90       100  
 
       70        80                                                 
AAD-12 ETGRPSLLIGRH                                                 
                                                                    
gi|383 EEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEEL 
             110       120       130       140       150       160  
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.0  bits: 17.3 E():   81 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (4-17:39-52) 
 
                                          10        20        30    
AAD-12                            RTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|191 TLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
            40        50        60        70        80 
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                                                       
gi|191 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ    
       70        80        90       100       110      
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>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.0  bits: 17.3 E():   81 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (4-17:39-52) 
 
                                          10        20        30    
AAD-12                            RTCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|730 TLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
            40        50        60        70        80 
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                                                       
gi|730 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ    
       70        80        90       100       110      
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.8  bits: 18.6 E():   83 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (34-80:71-117) 
 
            10        20        30        40        50        60    
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|473 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
            70        80                                            
AAD-12 VKVHPETGRPSLLIGRH                                            
        . .:. ..:.  :...                                            
gi|473 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A-II   (291 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.6  bits: 18.6 E():   85 
Smith-Waterman score: 43; 19.1% identity (53.2% similar) in 47 aa overlap (34-80:71-117) 
 
            10        20        30        40        50        60    
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . : .     : .:  
gi|170 QVPLVQEQQFQGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQPFRPQQPY 
               50        60        70        80        90       100 
 
            70        80                                            
AAD-12 VKVHPETGRPSLLIGRH                                            
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQILQQILQQQLIPCRDVVLQQHNIAHGSSQV 
              110       120       130       140       150       160 
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.6  bits: 18.1 E():   85 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (30-55:76-100) 
 
                10        20        30        40        50          
AAD-12  RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDI 
          50        60        70        80         90       100     
 
      60        70        80                                        
AAD-12 LRPLVKVHPETGRPSLLIGRH                                        
                                                                    
gi|549 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.6  bits: 18.1 E():   85 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (30-55:76-100) 
 
                10        20        30        40        50          
AAD-12  RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
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gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
      60        70        80                                        
AAD-12 LRPLVKVHPETGRPSLLIGRH                                        
                                                                    
gi|549 AKYPVGQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos tauru  (172 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.8 E():   87 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (22-43:49-70) 
 
                        10        20        30        40        50  
AAD-12          RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
       20        30        40        50        60        70         
 
              60        70        80                                
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRH                                
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
       80        90       100       110       120       130         
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.4  bits: 17.5 E():   88 
Smith-Waterman score: 39; 31.2% identity (53.1% similar) in 32 aa overlap (1-32:73-104) 
 
                                             10        20        30 
AAD-12                               RTCFADMRAAYDALDEATRALVHQRSARHS 
                                     : :   . :.     ::.: .. .::  .: 
gi|217 GCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRRSDPNS 
             50        60        70        80        90       100   
 
               40        50        60        70        80 
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
        :                                                 
gi|217 SVLKDLPGCPREPQRDFAKVLVTSGHCNVMTVHNAPYCLGLDI        
            110       120       130       140             
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.3  bits: 18.1 E():   88 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (30-55:81-105) 
 
                10        20        30        40        50          
AAD-12  RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|115 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
               60        70        80         90       100          
 
      60        70        80                                        
AAD-12 LRPLVKVHPETGRPSLLIGRH                                        
                                                                    
gi|115 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
     110       120       130       140       150       160          
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.3  bits: 19.1 E():   89 
Smith-Waterman score: 45; 43.8% identity (81.2% similar) in 16 aa overlap (6-21:217-232) 
 
                                        10        20        30      
AAD-12                          RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     :...: .:::  :.:.               
gi|144 AEVYQKLKALAKKTYGQSAGNVGDEGGVAPDIQTAEEALDLITKAIEEAGYTGKIKIAMD 
        190       200       210       220       230       240       
 
          40        50        60        70        80                
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH                
                                                                    
gi|144 VASSEFYKADEKKYDLDFKNPDSDKSKWLTYEQLAEMYKSLAEKYPIVSIEDPFAEDDWE 
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        250       260       270       280       290       300       
 
>>gi|21673|emb|CAA35238.1| unnamed protein product [Trit  (307 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.2  bits: 18.6 E():   90 
Smith-Waterman score: 43; 22.0% identity (50.0% similar) in 50 aa overlap (31-80:86-131) 
 
               10        20        30        40        50        60 
AAD-12 RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
                                     : : : .: . :      . : .     :  
gi|216 PFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQLPYPQPQ----LPYPQPQPFRPQ 
          60        70        80        90           100       110  
 
               70        80                                         
AAD-12 RPLVKVHPETGRPSLLIGRH                                         
       .:  . .:. ..:.  :...                                         
gi|216 QPYPQSQPQYSQPQQPISQQQQQQQQQQQQKQQQQQQQQILQQILQQQLIPCRDVVLQQH 
             120       130       140       150       160       170  
 
>>gi|3121755|sp|P81216.1|ALL21_HORSE RecName: Full=Dande  (29 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 67.1  bits: 15.2 E():   91 
Smith-Waterman score: 30; 33.3% identity (50.0% similar) in 18 aa overlap (35-52:5-22) 
 
           10        20        30        40        50        60     
AAD-12 ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLV 
                                     ::.  . : .:     ::             
gi|312                           SQXPQSETDYSQLSGEWNTIYGAASNIXK      
                                         10        20               
 
           70        80 
AAD-12 KVHPETGRPSLLIGRH 
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.5 E():   93 
Smith-Waterman score: 39; 85.7% identity (100.0% similar) in 7 aa overlap (12-18:72-78) 
 
                                  10        20        30        40  
AAD-12                    RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     ::.::::                        
gi|145 EIVEGNGGPGTVKKVTAVEDGKTSYVLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFK 
              50        60        70        80        90       100  
 
              50        60        70        80              
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH              
                                                            
gi|145 TKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQKSQGIFKAIEGYVLSN 
             110       120       130       140       150    
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 66.7  bits: 14.6 E():   95 
Smith-Waterman score: 28; 36.4% identity (72.7% similar) in 11 aa overlap (42-52:6-16) 
 
              20        30        40        50        60        70  
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG 
                                     ..:. : .: :                    
gi|463                          DFVDAHNAARAQVGVGPVHWT               
                                        10        20                
 
              80 
AAD-12 RPSLLIGRH 
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.6  bits: 18.1 E():   96 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (30-55:99-123) 
 
                10        20        30        40        50          
AAD-12  RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|162 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
      60        70        80                                        
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AAD-12 LRPLVKVHPETGRPSLLIGRH                                        
                                                                    
gi|162 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.6  bits: 18.1 E():   96 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (30-55:99-123) 
 
                10        20        30        40        50          
AAD-12  RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|856 KEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
      60        70        80                                        
AAD-12 LRPLVKVHPETGRPSLLIGRH                                        
                                                                    
gi|856 AKYQVGQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|223403273|gb|ACM89179.1| sarcoplasmic calcium-bindi  (193 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 17.8 E():   98 
Smith-Waterman score: 40; 33.3% identity (66.7% similar) in 18 aa overlap (1-18:133-150) 
 
                                             10        20        30 
AAD-12                               RTCFADMRAAYDALDEATRALVHQRSARHS 
                                     :. ::...   :: .. :             
gi|223 KVFIANQFKAIDVNGDGKVGLDEYRLDCITRSAFAEVKEIDDAYNKLTTEDDRKAGGLTL 
            110       120       130       140       150       160   
 
               40        50        60        70        80 
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                                                          
gi|223 ERYQDLYAQFISNPDESCSACYLFGPLKVVQ                    
            170       180       190                       
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.3  bits: 17.5 E(): 1e 
Smith-Waterman score: 39; 36.8% identity (78.9% similar) in 19 aa overlap (13-31:129-147) 
 
                                 10        20        30        40   
AAD-12                   RTCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     ..:.::.: :..  : ..:            
gi|215 GTDYQTYSIVAGCLDNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQS 
      100       110       120       130       140       150         
 
             50        60        70        80 
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                                              
gi|215 YCVQY                                  
      160                                     
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:53 2011 done: Fri Jan 21 00:02:53 2011 
 Total Scan time:  0.060 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 136  - 215 - 80 aa 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 4838



 

 

Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     1     8:= * 
  34     4    22:==     * 
  36    18    44:======        * 
  38    43    73:===============         * 
  40   102   102:=================================* 
  42    85   125:=============================            * 
  44   148   138:=============================================*==== 
  46   136   140:==============================================* 
  48   119   134:========================================    * 
  50   114   122:======================================  * 
  52   157   108:===================================*================= 
  54   123    92:==============================*========== 
  56    90    77:=========================*==== 
  58    64    63:====================*= 
  60    54    51:================*= 
  62    52    41:=============*==== 
  64    42    33:==========*=== 
  66    23    26:========* 
  68    18    20:======* 
  70    18    16:=====* 
  72    14    12:===*= 
  74    19    10:===*=== 
  76     9     8:==* 
  78     7     6:=*= 
  80     6     5:=* 
  82     5     3:*= 
  84     6     3:*= 
  86     2     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.36930.00293; mu= 1.8239 0.152 
 mean_var=36.7579 9.042, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.211543 
 Kolmogorov-Smirnov  statistic: 0.0940 (N=29) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   69 26.5     0.5 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   58 23.4     1.3 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   57 23.0     2.9 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   57 23.0       3 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   52 21.5     4.7 
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gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   59 23.4       5 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   52 21.5     5.4 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   52 21.5     5.4 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   52 21.5     5.4 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.5     6.2 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.8     8.5 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 19.0     8.6 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.8     8.9 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.8     8.9 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.8       9 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 21.7      10 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   56 22.5      10 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 21.7      10 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   56 22.4      14 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   56 22.4      14 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   52 21.3      15 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   53 21.6      15 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   53 21.6      15 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 21.3      15 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   54 21.8      17 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   51 21.0      17 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 22.4      18 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 20.0      18 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 22.4      18 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 20.8      19 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.7      21 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.4      23 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.4      23 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.4      23 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   52 21.3      23 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   44 19.1      23 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   49 20.4      24 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.9      26 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 19.1      28 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 20.4      28 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   48 20.1      28 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 18.3      29 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   47 19.9      29 
gi|21757|emb|CAA26383.1| unnamed protein product [ ( 296)   48 20.1      30 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   48 20.1      32 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   50 20.7      33 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   43 18.8      34 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   47 19.8      36 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 19.8      36 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 19.8      36 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 19.8      36 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 19.8      36 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 19.8      36 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 19.8      36 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 19.8      36 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 19.8      36 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 19.8      36 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 19.8      36 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 19.8      36 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 19.8      36 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 19.8      36 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 19.8      36 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   43 18.8      37 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   49 20.4      37 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 19.0      43 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 15.5      43 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 20.9      43 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   49 20.3      46 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   44 19.0      46 
gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Veno ( 204)   44 19.0      46 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   44 19.0      47 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 20.1      48 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 17.9      48 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.7      49 
gi|56417506|gb|AAV90694.1| GE-rich salivary protei ( 266)   45 19.2      50 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   47 19.8      51 
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gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.7      51 
gi|56417504|gb|AAV90693.1| 30 kDa salivary gland a ( 271)   45 19.2      52 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   40 17.9      53 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.7      54 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   40 17.9      55 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 16.3      55 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 19.5      56 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.7      56 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 15.2      56 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.9      60 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   43 18.7      61 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.1      61 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 17.9      64 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 17.9      65 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   48 20.0      65 
gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   41 18.1      66 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   40 17.8      66 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   40 17.8      66 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   44 18.9      67 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 14.1      67 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   44 18.9      67 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   50 20.5      67 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   50 20.5      67 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.6      67 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.7      70 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   42 18.4      70 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   53 21.3      74 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   26 14.1      75 
gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A ( 262)   43 18.6      75 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   42 18.4      76 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   42 18.4      79 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   38 17.3      82 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   38 17.3      82 
gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betu (  21)   29 14.9      82 
gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   43 18.6      83 
gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A ( 291)   43 18.6      84 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   41 18.1      86 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   41 18.1      86 
gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos t ( 172)   40 17.8      87 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   45 19.1      88 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   41 18.1      88 
gi|21673|emb|CAA35238.1| unnamed protein product [ ( 307)   43 18.6      89 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   39 17.5      94 
gi|3121755|sp|P81216.1|ALL21_HORSE RecName: Full=D (  29)   30 15.1      96 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   41 18.0      97 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   41 18.0      97 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  65 init1:  65 opt:  69  Z-score: 107.8  bits: 26.5 E():  0.5 
Smith-Waterman score: 69; 21.9% identity (50.7% similar) in 73 aa overlap (2-74:313-379) 
 
                                            10        20        30  
AAD-12                              TCFADMRAAYDALDEATRALVHQRSARHSLV 
                                     :  : :.  ..: .      : ..: .:.  
gi|113 QVVNNNYDKWGSYAIGGSASPTILSQGNRFCAPDERSKKNVLGR------HGEAAAESMK 
            290       300       310       320             330       
 
              40        50        60        70        80            
AAD-12 YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA            
       ..      : . :. ... :.: . :: .    .  : :. .:                  
gi|113 WNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEPGESALSLTSSAGVLSCQPGAPC 
        340       350       360       370       380       390       
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 100.2  bits: 23.4 E():  1.3 
Smith-Waterman score: 58; 26.9% identity (57.7% similar) in 52 aa overlap (3-54:26-77) 
 
                                      10        20        30        
AAD-12                        TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                :::      :.  . . :  ..:.   :.... .. 
gi|527 MVHHITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNV 
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               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA                  
        :::.:.. :   .: :                                            
gi|527 DHVQDAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAG 
               70        80        90       100       110       120 
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 94.1  bits: 23.0 E():  2.9 
Smith-Waterman score: 57; 29.3% identity (60.3% similar) in 58 aa overlap (4-56:93-149) 
 
                                               10        20         
AAD-12                            TCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|144 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
             70        80        90       100        110       120  
 
       30        40        50        60        70        80         
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA         
       .. :  .:. .: .:...:.. :  : :                                 
gi|144 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
             130       140       150       160       170       180  
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 93.9  bits: 23.0 E():    3 
Smith-Waterman score: 57; 29.3% identity (60.3% similar) in 58 aa overlap (4-56:97-153) 
 
                                               10        20         
AAD-12                            TCFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|622 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
         70        80        90       100       110        120      
 
       30        40        50        60        70        80         
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA         
       .. :  .:. .: .:...:.. :  : :                                 
gi|622 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
         130       140       150       160       170       180      
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 90.4  bits: 21.5 E():  4.7 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (5-45:11-50) 
 
                     10          20        30        40        50   
AAD-12       TCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                 :.:  .: :  ..:..:.   ....:.:.: : .: ....  :        
gi|160 GSQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQLDELNENKSKELQEKI 
               10        20           30        40        50        
 
             60        70        80                                 
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHA                                 
                                                                    
gi|160 IRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQ 
        60        70        80        90       100       110        
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  59  Z-score: 89.9  bits: 23.4 E():    5 
Smith-Waterman score: 59; 35.6% identity (60.0% similar) in 45 aa overlap (23-60:198-242) 
 
                       10        20        30              40       
AAD-12         TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL------GHVQQAGSA 
                                     ::. :..:  .:. :      :  ..: .  
gi|303 LVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALAD 
       170       180       190       200       210       220        
 
         50         60        70        80                          
AAD-12 YIGYGMDT-TATPLRPLVKVHPETGRPSLLIGRHA                          
        .:.:::: ::  .:                                              
gi|303 VLGFGMDTETARKVRGEDDQRGHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICS 
       230       240       250       260       270       280        
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>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 89.4  bits: 21.5 E():  5.4 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (5-45:26-65) 
 
                                    10          20        30        
AAD-12                      TCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                                :.:  .: :  ..:..:.   ....:.:.: : .: 
gi|111 MKFAIVLIACFAASVLAQEHKPEKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
        40        50        60        70        80                  
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA                  
        ....  :                                                     
gi|111 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
        60        70        80        90       100       110        
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 89.4  bits: 21.5 E():  5.4 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (5-45:26-65) 
 
                                    10          20        30        
AAD-12                      TCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                                :.:  .: :  ..:..:.   ....:.:.: : .: 
gi|111 MKFAIVLIACFAASVLAQGHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
        40        50        60        70        80                  
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA                  
        ....  :                                                     
gi|111 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
        60        70        80        90       100       110        
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 89.4  bits: 21.5 E():  5.4 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (5-45:26-65) 
 
                                    10          20        30        
AAD-12                      TCFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                                :.:  .: :  ..:..:.   ....:.:.: : .: 
gi|420 MKFAIVLIACFAASVLAQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
        40        50        60        70        80                  
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA                  
        ....  :                                                     
gi|420 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
        60        70        80        90       100       110        
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 88.3  bits: 21.5 E():  6.2 
Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (10-33:29-52) 
 
                                  10        20        30        40  
AAD-12                    TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                   : : :::  : .  ..: .: .::         
gi|144 KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLSDS 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA                      
                                                                    
gi|144 KVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAGGE 
               70        80        90       100       110       120 
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.8  bits: 22.8 E():  8.5 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (6-45:372-411) 
 
                                        10        20        30      
AAD-12                          TCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
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                                     . : :  : . .  . :  .  ::..:.   
gi|224 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             350       360       370       380       390       400  
 
          40        50        60        70        80                
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA                
         .::: . :                                                   
gi|224 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             410       420       430       440       450       460  
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 85.7  bits: 19.0 E():  8.6 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (38-58:5-25) 
 
        10        20        30        40        50        60        
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     :.:..: :. .::  .  :.:          
gi|462                           AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKN 
                                         10        20        30     
 
        70        80 
AAD-12 ETGRPSLLIGRHA 
                     
gi|462 LNSA          
                     
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.5  bits: 22.8 E():  8.9 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (6-45:392-431) 
 
                                        10        20        30      
AAD-12                          TCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|199 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
          40        50        60        70        80                
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA                
         .::: . :                                                   
gi|199 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             430       440       450       460       470       480  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.5  bits: 22.8 E():  8.9 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (6-45:392-431) 
 
                                        10        20        30      
AAD-12                          TCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|571 GNRSPHIYDPQRWFTQNCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
          40        50        60        70        80                
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA                
         .::: . :                                                   
gi|571 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFA 
             430       440       450       460       470       480  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.3  bits: 22.8 E():    9 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (6-45:400-439) 
 
                                        10        20        30      
AAD-12                          TCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|213 RSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
     370       380       390       400       410       420          
 
          40        50        60        70        80                
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA                
         .::: . :                                                   
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gi|213 GRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLA 
     430       440       450       460       470       480          
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 84.5  bits: 21.7 E():   10 
Smith-Waterman score: 53; 28.1% identity (57.8% similar) in 64 aa overlap (2-57:202-265) 
 
                                            10        20            
AAD-12                              TCFADMRAAYDALDEATRALVHQ------RS 
                                     :. ...::      :: : . :      .. 
gi|168 APADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEA 
             180       190       200       210       220       230  
 
          30        40          50        60        70        80 
AAD-12 ARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
       :  . . ..:.. .:.:  .:.: .. :  ::::                        
gi|168 ALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV        
             240       250       260       270       280         
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 84.2  bits: 22.5 E():   10 
Smith-Waterman score: 56; 28.9% identity (52.6% similar) in 38 aa overlap (8-45:371-408) 
 
                                      10        20        30        
AAD-12                        TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :  : . .  ..:  .  ::..:      
gi|370 RSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGR 
              350       360       370       380       390       400 
 
        40        50        60        70        80                  
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA                  
       .::: . :                                                     
gi|370 AHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGE 
              410       420       430       440       450       460 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 84.2  bits: 21.7 E():   10 
Smith-Waterman score: 53; 28.1% identity (57.8% similar) in 64 aa overlap (2-57:211-274) 
 
                                            10        20            
AAD-12                              TCFADMRAAYDALDEATRALVHQ------RS 
                                     :. ...::      :: : . :      .. 
gi|330 APADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEA 
              190       200       210       220       230       240 
 
          30        40          50        60        70        80 
AAD-12 ARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
       :  . . ..:.. .:.:  .:.: .. :  ::::                        
gi|330 ALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV        
              250       260       270       280       290        
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  56  Z-score: 82.0  bits: 22.4 E():   14 
Smith-Waterman score: 56; 27.8% identity (63.9% similar) in 36 aa overlap (23-58:539-574) 
 
                       10        20        30        40        50   
AAD-12         TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.:.. .   . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYP 
      510       520       530       540       550       560         
 
             60        70        80                                 
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHA                                 
        ..  :                                                       
gi|217 TSVQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQP 
      570       580       590       600       610       620         
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 81.9  bits: 22.4 E():   14 
Smith-Waterman score: 56; 25.0% identity (63.9% similar) in 36 aa overlap (23-58:551-586) 
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                       10        20        30        40        50   
AAD-12         TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.... . . . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYP 
              530       540       550       560       570       580 
 
             60        70        80                                 
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHA                                 
        .   :                                                       
gi|217 TSLQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQP 
              590       600       610       620       630       640 
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 81.5  bits: 21.3 E():   15 
Smith-Waterman score: 52; 28.3% identity (56.7% similar) in 60 aa overlap (19-78:232-276) 
 
                           10        20        30        40         
AAD-12             TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                     : .:  :. ::....:..  . ::       
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIH--SVVHSIIMQQQQQQQQQQ------ 
             210       220       230         240       250          
 
       50        60        70        80                             
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHA                             
         :.:     . :: . : ..:. ::. :.                               
gi|170 --GIDI----FLPLSQ-HEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYV 
                 260        270       280       290       300       
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 81.4  bits: 21.6 E():   15 
Smith-Waterman score: 53; 19.7% identity (51.5% similar) in 66 aa overlap (12-74:315-380) 
 
                                  10        20           30         
AAD-12                    TCFADMRAAYDALDEATRALVHQRS---ARHSLVYSQSKLG 
                                     : :.  .  :  :.   : .:....  .   
gi|166 VVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDK 
          290       300       310       320       330       340     
 
       40        50        60        70        80            
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA            
        . . :. ..  : : . ::..    .  : :. ..                  
gi|166 DLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTSSAGVFSCRPGAPC 
          350       360       370       380       390        
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 81.4  bits: 21.6 E():   15 
Smith-Waterman score: 53; 19.7% identity (51.5% similar) in 66 aa overlap (12-74:315-380) 
 
                                  10        20           30         
AAD-12                    TCFADMRAAYDALDEATRALVHQRS---ARHSLVYSQSKLG 
                                     : :.  .  :  :.   : .:....  .   
gi|113 VVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDK 
          290       300       310       320       330       340     
 
       40        50        60        70        80            
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA            
        . . :. ..  : : . ::..    .  : :. ..                  
gi|113 DLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTSSAGVFSCHPGAPC 
          350       360       370       380       390        
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.2  bits: 21.3 E():   15 
Smith-Waterman score: 52; 40.0% identity (56.0% similar) in 25 aa overlap (45-69:25-49) 
 
           20        30        40        50        60        70     
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                                     .:  ::.  : :::  : . . : :      
gi|249       MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPA 
                     10        20        30        40        50     
 
           80                                                       
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AAD-12 LIGRHA                                                       
                                                                    
gi|249 TPAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGL 
           60        70        80        90       100       110     
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 80.5  bits: 21.8 E():   17 
Smith-Waterman score: 54; 23.5% identity (54.4% similar) in 68 aa overlap (8-75:426-489) 
 
                                      10        20        30        
AAD-12                        TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     :  ....:   :.. :.  . .:    ..  
gi|258 AERGFFYRNGIYSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNH 
         400       410       420       430       440       450      
 
        40        50        60        70        80                  
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA                  
       : .::::.     :..  :   .  . ..  .:: :.:                       
gi|258 GVIQQAGN----QGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQISREQARQL 
         460           470       480       490       500       510  
 
gi|258 KYNRQETIALSSSQQRRAVV 
             520       530  
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 80.3  bits: 21.0 E():   17 
Smith-Waterman score: 51; 36.1% identity (55.6% similar) in 36 aa overlap (43-73:21-56) 
 
             20        30        40          50           60        
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGS--AYIGYGMDTTATP---LRPLVKVHP 
                                     :::  : .:::  : :.:     : . . : 
gi|330           MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAP 
                         10        20        30        40        50 
 
        70        80                                                
AAD-12 ETGRPSLLIGRHA                                                
         ..:.                                                       
gi|330 AGAEPAGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLS 
               60        70        80        90       100       110 
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 80.0  bits: 22.4 E():   18 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (33-50:283-300) 
 
             10        20        30        40        50        60   
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
             70        80                                           
AAD-12 VKVHPETGRPSLLIGRHA                                           
                                                                    
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.0  bits: 20.0 E():   18 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (6-22:14-30) 
 
                       10        20        30        40        50   
AAD-12         TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                    .: :.: .:.  .. .:                               
gi|219 MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLIIEIDAD 
               10        20        30        40        50        60 
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 79.8  bits: 22.4 E():   18 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (33-50:289-306) 
 
             10        20        30        40        50        60   
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AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
 
             70        80                                           
AAD-12 VKVHPETGRPSLLIGRHA                                           
                                                                    
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 79.4  bits: 20.8 E():   19 
Smith-Waterman score: 50; 32.1% identity (57.1% similar) in 28 aa overlap (46-73:1-28) 
 
          20        30        40        50        60        70      
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::  : :.:    . . :  ..:.   
gi|295                               ADLGYGPATPAAPAAGYTPAAPAGAEPAGK 
                                             10        20        30 
 
          80                                                        
AAD-12 IGRHA                                                        
                                                                    
gi|295 ATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAE 
               40        50        60        70        80        90 
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.7  bits: 19.7 E():   21 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (6-23:126-143) 
 
                                        10        20        30      
AAD-12                          TCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . ::..::: :..: ...             
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG         
         100       110       120       130       140                
 
          40        50        60        70        80 
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.1  bits: 19.4 E():   23 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (48-65:24-41) 
 
        20        30        40        50        60        70        
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|121        MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSL 
                      10        20        30        40        50    
 
        80                                                          
AAD-12 RHA                                                          
                                                                    
gi|121 STFKNTEIKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVV 
            60        70        80        90       100       110    
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.1  bits: 19.4 E():   23 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (48-65:24-41) 
 
        20        30        40        50        60        70        
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|144        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
        80                                                          
AAD-12 RHA                                                          
                                                                    
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
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>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.1  bits: 19.4 E():   23 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (48-65:24-41) 
 
        20        30        40        50        60        70        
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|379        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
        80                                                          
AAD-12 RHA                                                          
                                                                    
gi|379 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 78.1  bits: 21.3 E():   23 
Smith-Waterman score: 52; 24.3% identity (73.0% similar) in 37 aa overlap (13-48:143-179) 
 
                                 10        20        30         40  
AAD-12                   TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG-HVQ 
                                     .::   .:.: .. .. .::  .... .:. 
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
              50        60        70        80                      
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA                      
       . :...:                                                      
gi|215 NNGDVFILLVPNFVFVWTGKHSNRMERTTAIRVANDLKSELNRFKLSSVILEDGKEVEQT 
            180       190       200       210       220       230   
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.9  bits: 19.1 E():   23 
Smith-Waterman score: 44; 50.0% identity (71.4% similar) in 14 aa overlap (51-64:19-32) 
 
               30        40        50        60        70        80 
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :.: ::  :. :.:                 
gi|135             MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFA 
                           10        20        30        40         
 
gi|135 KALEGKDVKDLLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGL 
       50        60        70        80        90       100         
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.8  bits: 20.4 E():   24 
Smith-Waterman score: 49; 21.9% identity (59.4% similar) in 32 aa overlap (24-55:179-210) 
 
                      10        20        30        40        50    
AAD-12        TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :.  .:.. .... :. ::      : :.. 
gi|219 MWQQSSCHVMQQQCCQQLSQIPEQSRYDAIRAITYSIILQEQQQGQSQQQQPQQSGQGVS 
      150       160       170       180       190       200         
 
            60        70        80                                  
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHA                                  
        .                                                           
gi|219 QSQQQSQQQLGQCSFQQPQQQLGQQPQQQQVQQGTFLQPHQIAHLEVMTSIALRTLPTMC 
      210       220       230       240       250       260         
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 76.9  bits: 19.9 E():   26 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (3-24:74-98) 
 
                                           10           20          
AAD-12                             TCFADMRAAYDAL---DEATRALVHQRSARHS 
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
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      30        40        50        60        70        80          
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA          
                                                                    
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.4  bits: 19.1 E():   28 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (48-68:25-45) 
 
        20        30        40        50        60        70        
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.:  .:  :          
gi|990       MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSL 
                     10        20        30        40        50     
 
        80                                                          
AAD-12 RHA                                                          
                                                                    
gi|990 STFKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVV 
           60        70        80        90       100       110     
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.3  bits: 20.4 E():   28 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (43-59:200-216) 
 
             20        30        40        50        60        70   
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
             80                                                     
AAD-12 SLLIGRHA                                                     
                                                                    
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.3  bits: 20.1 E():   28 
Smith-Waterman score: 48; 25.6% identity (56.4% similar) in 39 aa overlap (29-67:87-125) 
 
                 10        20        30        40        50         
AAD-12   TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     : : . ..  . :.:.:  . :: .  ..  
gi|144 DLAEAPFQISLLKDYLIMKRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSS 
         60        70        80        90       100       110       
 
       60        70        80                                       
AAD-12 LRPLVKVHPETGRPSLLIGRHA                                       
           .::.:                                                    
gi|144 SYGDLKVKPIIQHESYEQDQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVDGDKVTIYG 
        120       130       140       150       160       170       
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 76.3  bits: 18.3 E():   29 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (21-42:37-58) 
 
                         10        20        30        40        50 
AAD-12           TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
               60        70        80 
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                      
gi|162 VPQLEIVPNS                     
         70                           
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>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.2  bits: 19.9 E():   29 
Smith-Waterman score: 47; 33.3% identity (52.8% similar) in 36 aa overlap (3-38:159-191) 
 
                                           10        20        30   
AAD-12                             TCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :   . : ..::   :   :: .  :.:   
gi|136 TNTEKLPTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFEIR---HQLTQIHGLYR 
      130       140       150       160       170          180      
 
             40        50        60        70        80  
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA  
       :..: :                                            
gi|136 SSDKTGGYWKITMNDGSTYQSDLSKKFEYNTEKPPINIDEIKTIEAEIN 
         190       200       210       220       230     
 
>>gi|21757|emb|CAA26383.1| unnamed protein product [Trit  (296 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.8  bits: 20.1 E():   30 
Smith-Waterman score: 48; 21.3% identity (61.7% similar) in 47 aa overlap (12-58:200-246) 
 
                                  10        20        30        40  
AAD-12                    TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :. ....:.. ... :..   :: .: . : 
gi|217 SQVLQQSTYQPLQQLCCQQLWQIPEQSRCQAIHNVVHAIILHQQQRQQQPSSQVSLQQPQ 
     170       180       190       200       210       220          
 
              50        60        70        80                      
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA                      
       :   .  :. . .  .:                                            
gi|217 QQYPSGQGFFQPSQQNPQAQGSVQPQQLPQFEEIRNLALQTLPRMCNVYIPPYCSTTIAP 
     230       240       250       260       270       280          
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 75.3  bits: 20.1 E():   32 
Smith-Waterman score: 48; 25.0% identity (51.8% similar) in 56 aa overlap (21-73:3-56) 
 
               10        20        30        40        50           
AAD-12 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP-- 
                           ::: ..  .:  . . ..    . .: .:::  : :.:   
gi|398                   MAVHQYTV--ALFLAVALVAGPAASYAADLGYGPATPAAPAA 
                                   10        20        30        40 
 
        60        70        80                                      
AAD-12 -LRPLVKVHPETGRPSLLIGRHA                                      
          : . . :  . :.                                             
gi|398 GYTPATPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGAA 
               50        60        70        80        90       100 
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  49 init1:  49 opt:  50  Z-score: 75.2  bits: 20.7 E():   33 
Smith-Waterman score: 50; 27.0% identity (45.9% similar) in 74 aa overlap (9-78:48-119) 
 
                                     10            20        30     
AAD-12                       TCFADMRAAYDALDEATR----ALVHQRSARHSLVYSQ 
                                     :.:   :  :    :::..    ..:.  : 
gi|259 EWQQQDECQIDRLDALEPDNRVEYEAGTVEAWDPNHEQFRCAGVALVRHTIQPNGLLLPQ 
        20        30        40        50        60        70        
 
           40        50        60        70        80               
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA               
          ... :   .  : ::   . :  : .   :. :: .   ::                 
gi|259 --YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDI 
          80        90       100       110       120       130      
 
gi|259 IAIPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSR 
         140       150       160       170       180       190      
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 74.9  bits: 18.8 E():   34 
Smith-Waterman score: 43; 26.3% identity (57.9% similar) in 38 aa overlap (39-73:33-70) 
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       10        20        30        40        50           60      
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVKV 
                                     ....:.::     .: :::   : : .. . 
gi|668 ASEAAAAAATPVAPTEGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPI 
             10        20        30        40        50        60   
 
          70        80                                              
AAD-12 HPETGRPSLLIGRHA                                              
         . .. :                                                     
gi|668 FADMAKKSPNVVFLKVDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKL 
             70        80        90       100       110       120   
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.5  bits: 19.8 E():   36 
Smith-Waterman score: 47; 36.0% identity (76.0% similar) in 25 aa overlap (6-30:106-130) 
 
                                        10        20        30      
AAD-12                          TCFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     ...: . :.:::.:  ... ::. :      
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
 
          40        50        60        70        80                
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA                
                                                                    
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (46-73:1-31) 
 
          20        30        40        50           60        70   
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
             80                                                     
AAD-12 SLLIGRHA                                                     
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (46-73:1-31) 
 
          20        30        40        50           60        70   
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
             80                                                     
AAD-12 SLLIGRHA                                                     
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (46-73:1-31) 
 
          20        30        40        50           60        70   
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
             80                                                     
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AAD-12 SLLIGRHA                                                     
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (46-73:1-31) 
 
          20        30        40        50           60        70   
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
             80                                                     
AAD-12 SLLIGRHA                                                     
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (46-73:1-31) 
 
          20        30        40        50           60        70   
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
             80                                                     
AAD-12 SLLIGRHA                                                     
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (46-73:1-31) 
 
          20        30        40        50           60        70   
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
             80                                                     
AAD-12 SLLIGRHA                                                     
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (46-73:1-31) 
 
          20        30        40        50           60        70   
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
             80                                                     
AAD-12 SLLIGRHA                                                     
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.4  bits: 19.8 E():   36 
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Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (46-73:1-31) 
 
          20        30        40        50           60        70   
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
             80                                                     
AAD-12 SLLIGRHA                                                     
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (46-73:1-31) 
 
          20        30        40        50           60        70   
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
             80                                                     
AAD-12 SLLIGRHA                                                     
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (46-73:1-31) 
 
          20        30        40        50           60        70   
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
             80                                                     
AAD-12 SLLIGRHA                                                     
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (46-73:1-31) 
 
          20        30        40        50           60        70   
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
             80                                                     
AAD-12 SLLIGRHA                                                     
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (46-73:1-31) 
 
          20        30        40        50           60        70   
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
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             80                                                     
AAD-12 SLLIGRHA                                                     
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (46-73:1-31) 
 
          20        30        40        50           60        70   
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
             80                                                     
AAD-12 SLLIGRHA                                                     
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (46-73:1-31) 
 
          20        30        40        50           60        70   
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
             80                                                     
AAD-12 SLLIGRHA                                                     
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.3  bits: 18.8 E():   37 
Smith-Waterman score: 43; 29.6% identity (66.7% similar) in 27 aa overlap (45-71:9-35) 
 
           20        30        40        50        60        70     
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                                     ::.    . ..:.  : .:.:. ..::    
gi|244                       MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQS 
                                     10        20        30         
 
           80                                                       
AAD-12 LIGRHA                                                       
                                                                    
gi|244 CQRQFEEQQRFRNCQRYVKQEVQRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQ 
       40        50        60        70        80        90         
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.3  bits: 20.4 E():   37 
Smith-Waterman score: 49; 36.7% identity (66.7% similar) in 30 aa overlap (18-47:43-72) 
 
                            10        20        30        40        
AAD-12              TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.. . .:: . : : ..::..  : : : 
gi|558 RVRSGGHDYEGLSYRSLQPENFAVVDLNQMRAVLVDGKARTAWVDSGAQLGELYYAISKY 
             20        30        40        50        60        70   
 
        50        60        70        80                            
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA                            
                                                                    
gi|558 SRTLAFPAGVCPTIGVGGNLAGGGFGMLLRKYGIAAENVIDVKLVDANGKLHDKKSMGDD 
             80        90       100       110       120       130   
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>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.1  bits: 19.0 E():   43 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (23-38:46-61) 
 
                       10        20        30        40        50   
AAD-12         TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
             60        70        80                                 
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHA                                 
                                                                    
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 73.0  bits: 15.5 E():   43 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (26-40:1-15) 
 
               10        20        30        40        50        60 
AAD-12 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 
                                :: . : : ..::..                     
gi|323                          ARTAWVDSGAQLGELSY                   
                                        10                          
 
               70        80 
AAD-12 PLVKVHPETGRPSLLIGRHA 
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 73.0  bits: 20.9 E():   43 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (36-50:609-623) 
 
          10        20        30        40        50        60      
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
          70        80                                              
AAD-12 HPETGRPSLLIGRHA                                              
                                                                    
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.6  bits: 20.3 E():   46 
Smith-Waterman score: 49; 37.9% identity (62.1% similar) in 29 aa overlap (21-49:74-102) 
 
                         10        20        30        40        50 
AAD-12           TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     : .:.: .   ::.. :    : ::.:.:  
gi|112 NRIESEGGYIETWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGL 
            50        60        70        80        90       100    
 
               60        70        80                               
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHA                               
                                                                    
gi|112 IFPGCPSTYEEPAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTG 
           110       120       130       140       150       160    
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.5  bits: 19.0 E():   46 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (29-54:76-100) 
 
                 10        20        30        40        50         
AAD-12   TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
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       60        70        80                                       
AAD-12 LRPLVKVHPETGRPSLLIGRHA                                       
                                                                    
gi|549 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.5  bits: 19.0 E():   46 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (29-54:76-100) 
 
                 10        20        30        40        50         
AAD-12   TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
       60        70        80                                       
AAD-12 LRPLVKVHPETGRPSLLIGRHA                                       
                                                                    
gi|549 AKYQVGQNVALTGSTAAVYNDPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 72.4  bits: 19.0 E():   47 
Smith-Waterman score: 44; 29.6% identity (77.8% similar) in 27 aa overlap (28-54:77-102) 
 
                  10        20        30        40        50        
AAD-12    TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::... .:... :. ..  .:: ::    
gi|549 LKVHNDFRQKVAKGLETRGNPGPQPPAKNMNNLVWND-ELANIAQVWASQCNYGHDTCKD 
         50        60        70        80         90       100      
 
        60        70        80                                      
AAD-12 PLRPLVKVHPETGRPSLLIGRHA                                      
                                                                    
gi|549 TEKYPVGQNIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWA 
         110       120       130       140       150       160      
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 72.1  bits: 20.1 E():   48 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (5-19:431-446) 
 
                                         10         20        30    
AAD-12                           TCFADMRAAYDALD-EATRALVHQRSARHSLVYS 
                                     :..: :::.: ...::               
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA               
              410       420       430       440                     
 
            40        50        60        70        80 
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.1  bits: 17.9 E():   48 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (33-50:26-43) 
 
             10        20        30        40        50        60   
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : .. :. :: :..  ::             
gi|897      EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQ 
                    10        20        30        40        50      
 
             70        80                             
AAD-12 VKVHPETGRPSLLIGRHA                             
                                                      
gi|897 QGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
          60        70        80        90       100  
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 72.1  bits: 18.7 E():   49 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (23-37:138-152) 
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                       10        20        30        40        50   
AAD-12         TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
             60        70        80 
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHA 
                                    
gi|391 ASIDTILTKV                   
       170                          
 
>>gi|56417506|gb|AAV90694.1| GE-rich salivary protein 30  (266 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.8  bits: 19.2 E():   50 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (23-53:183-213) 
 
                       10        20        30        40        50   
AAD-12         TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
            160       170       180       190       200       210   
 
             60        70        80                           
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHA                           
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
            220       230       240       250       260       
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.6  bits: 19.8 E():   51 
Smith-Waterman score: 47; 25.7% identity (51.4% similar) in 35 aa overlap (40-74:341-375) 
 
      10        20        30        40        50        60          
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ..  :.: . :: .    .  :  
gi|113 ASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMIPAEP 
              320       330       340       350       360       370 
 
      70        80            
AAD-12 GRPSLLIGRHA            
       :.  :                  
gi|113 GEAVLRLTSSAGVLSCQPGAPC 
              380       390   
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 71.6  bits: 15.7 E():   51 
Smith-Waterman score: 36; 44.0% identity (56.0% similar) in 25 aa overlap (37-61:2-24) 
 
         10        20        30        40        50        60       
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     ::..  :  :  : :. : :::  :      
gi|751                              DLGYAP-ATPAAPGAGY-TPATPAAP      
                                             10         20          
 
         70        80 
AAD-12 PETGRPSLLIGRHA 
 
>>gi|56417504|gb|AAV90693.1| 30 kDa salivary gland aller  (271 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.6  bits: 19.2 E():   52 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (23-53:188-218) 
 
                       10        20        30        40        50   
AAD-12         TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
       160       170       180       190       200       210        
 
             60        70        80                           
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHA                           
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
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       220       230       240       250       260       270  
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.4  bits: 17.9 E():   53 
Smith-Waterman score: 40; 25.0% identity (70.0% similar) in 20 aa overlap (4-23:42-61) 
 
                                          10        20        30    
AAD-12                            TCFADMRAAYDALDEATRALVHQRSARHSLVYS 
                                     :: . ... ::.   ....:           
gi|207 IDAALESVKAAGSFNYKIFFQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNF 
              20        30        40        50        60        70  
 
            40        50        60        70        80 
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                                       
gi|207 RASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVKA          
              80        90       100                   
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 71.3  bits: 15.7 E():   54 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (55-61:5-11) 
 
           30        40        50        60        70        80 
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     : .:.::                    
gi|751                           TKSQTHVPIRPNKLVLKVQKDRATN      
                                         10        20           
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.1  bits: 17.9 E():   55 
Smith-Waterman score: 40; 25.6% identity (59.0% similar) in 39 aa overlap (20-58:54-92) 
 
                          10        20        30        40          
AAD-12            TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     :. . : . . : : .  : . ..:.:  : 
gi|117 KAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAG 
            30        40        50        60        70        80    
 
      50        60        70        80 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
        . .. :.:                       
gi|117 GSAQAEAAPEAAKEEEKEESDEDMGFGLFD  
            90       100       110     
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 71.1  bits: 16.3 E():   55 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (38-58:5-25) 
 
        10        20        30        40        50        60        
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     :.: .: :  : : .   :.:          
gi|462                           TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXL 
                                         10        20        30     
 
        70        80 
AAD-12 ETGRPSLLIGRHA 
                     
gi|462 SSA           
                     
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.0  bits: 19.5 E():   56 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (48-57:284-293) 
 
        20        30        40        50        60        70        
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
        80                                    
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AAD-12 RHA                                    
                                              
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.9  bits: 15.7 E():   56 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (67-77:10-20) 
 
         40        50        60        70        80    
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA    
                                     :.:  :..: :       
gi|147                      AKITFTNNXPNTVWPGILTGFGQKPQ 
                                    10        20       
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 70.9  bits: 15.2 E():   56 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (52-59:10-17) 
 
              30        40        50        60        70        80 
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :.:  :::                      
gi|244                      IGNEDCTPWMSTLITPLP                     
                                    10                             
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.4  bits: 18.9 E():   60 
Smith-Waterman score: 44; 20.0% identity (52.5% similar) in 40 aa overlap (33-72:51-90) 
 
             10        20        30        40        50        60   
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|130 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               30        40        50        60        70        80 
 
             70        80                                           
AAD-12 VKVHPETGRPSLLIGRHA                                           
        . .:. ..:                                                   
gi|130 PQPQPQYSQPQEPISQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQS 
               90       100       110       120       130       140 
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.3  bits: 18.7 E():   61 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (37-70:31-64) 
 
         10        20        30        40        50        60       
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :. :  . :::..::  .     . ::    
gi|616 NEIAXAKIDLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCA 
               10        20        30        40        50        60 
 
         70        80                                               
AAD-12 PETGRPSLLIGRHA                                               
        . :                                                         
gi|616 SQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNK 
               70        80        90       100       110       120 
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.3  bits: 18.1 E():   61 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (55-62:34-41) 
 
           30        40        50        60        70        80     
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA     
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
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 initn:  40 init1:  40 opt:  40  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (21-42:6-27) 
 
               10        20        30        40        50        60 
AAD-12 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 
                           :.:.  ..  : :.  ::...:                   
gi|159                IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYKVPQLEIVPNS 
                              10        20        30        40      
 
               70        80                                         
AAD-12 PLVKVHPETGRPSLLIGRHA                                         
                                                                    
gi|159 AEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFXQFYQPDAYPSGAWYYVPLGTQYTD 
          50        60        70        80        90       100      
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.8  bits: 17.9 E():   65 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (48-65:25-42) 
 
        20        30        40        50        60        70        
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  ..: ..:             
gi|144       MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSL 
                     10        20        30        40        50     
 
        80                                                          
AAD-12 RHA                                                          
                                                                    
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVE 
           60        70        80        90       100       110     
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.7  bits: 20.0 E():   65 
Smith-Waterman score: 48; 22.9% identity (57.1% similar) in 35 aa overlap (14-48:339-373) 
 
                                10        20        30        40    
AAD-12                  TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     ::  .:  . :  : . ...:.. : . .: 
gi|131 LLQPVSTPGEFELFFGAGGENPESFFKSFSDEILEAAFNTRRDRLQRIFGQQRQGVIVKA 
      310       320       330       340       350       360         
 
            50        60        70        80                        
AAD-12 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA                        
       .   .                                                        
gi|131 SEEQVRAMSRHEEGGIWPFGGESKGTINIYQQRPTHSNQYGQLHEVDASQYRQLRDLDLT 
      370       380       390       400       410       420         
 
>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.7  bits: 18.1 E():   66 
Smith-Waterman score: 45; 42.9% identity (67.9% similar) in 28 aa overlap (27-53:124-150) 
 
                   10        20        30         40        50      
AAD-12     TCFADMRAAYDALDEATRALVHQRSARHSLV-YSQSKLGHVQQAGSAYIGYGMDTT 
                                     : ::: : :::..  .. :.:.   :.:   
gi|170 ANMPAMETLIKDMAANHKARGIPKAQFNEFRASLVSYLQSKVSWNDSLGAAWT-QGLDNV 
           100       110       120       130       140        150   
 
          60        70        80 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHA 
                                 
gi|170 FNMMFSYL                  
            160                  
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.6  bits: 17.8 E():   66 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (11-39:101-129) 
 
                                   10        20        30        40 
AAD-12                     TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
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               80        90       100       110       120       130 
 
               50        60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                                
gi|273 RRRR                                     
                                                
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.6  bits: 17.8 E():   66 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (11-39:101-129) 
 
                                   10        20        30        40 
AAD-12                     TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
               50        60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                                
gi|273 RRRR                                     
                                                
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.5  bits: 18.9 E():   67 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (46-69:1-21) 
 
          20        30        40        50        60        70      
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::    :::  : .   : :       
gi|109                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
          80                                                        
AAD-12 IGRHA                                                        
                                                                    
gi|109 ADAAGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEP 
        30        40        50        60        70        80        
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 69.5  bits: 14.1 E():   67 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (18-22:2-6) 
 
               10        20        30        40        50        60 
AAD-12 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 
                        : :::                                       
gi|463                 DRNLVHSATR                                   
                               10                                   
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.5  bits: 18.9 E():   67 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (46-69:1-21) 
 
          20        30        40        50        60        70      
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::    :::  : .   : :       
gi|239                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
          80                                                        
AAD-12 IGRHA                                                        
                                                                    
gi|239 ADAAGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEP 
        30        40        50        60        70        80        
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 69.5  bits: 20.5 E():   67 
Smith-Waterman score: 50; 28.9% identity (60.5% similar) in 38 aa overlap (5-42:827-864) 
 
                                         10        20        30     
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AAD-12                           TCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     ...:: :  :.:   :   :. ..: : .. 
gi|377 NEKVKVYKRQMQEQEGMSQQNLTRVRRFQRELEAAEDRADQAESNLSFIRAKHRSWVTTS 
        800       810       820       830       840       850       
 
           40        50        60        70        80 
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
       .  : ..:                                       
gi|377 QVPGGTRQVFTTQEETTNY                            
        860       870                                 
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 69.5  bits: 20.5 E():   67 
Smith-Waterman score: 58; 34.8% identity (60.9% similar) in 46 aa overlap (24-68:4-44) 
 
               10        20        30        40        50           
AAD-12 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA-TPL 
                              :::..  .:..:. ::   .:.  : :: :  : : : 
gi|219                     MAARSAKY--MYQSSRAGH---GGDISIEYGTDLGALTRL 
                                     10           20        30      
 
      60        70        80                                        
AAD-12 RPLVKVHPETGRPSLLIGRHA                                        
       .  ...  :                                                    
gi|219 EDKIRLLSEDLESERELRQRVEREKSDITVQLMNLTERLEETEGSSESVTEMNKKRDSEL 
          40        50        60        70        80        90      
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.5  bits: 17.6 E():   67 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (36-68:20-52) 
 
          10        20        30        40        50         60     
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT-TATPLRPLVK 
                                     : :  .. :  :   :.:. .:  :. : : 
gi|131            AFKGILSNADIKAAEAACFKEGSFDEDGF-YAKVGLDAFSADELKKLFK 
                          10        20         30        40         
 
           70        80                                             
AAD-12 VHPETGRPSLLIGRHA                                             
       .  :                                                         
gi|131 IADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDK 
       50        60        70        80        90       100         
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 69.1  bits: 19.7 E():   70 
Smith-Waterman score: 47; 33.3% identity (66.7% similar) in 36 aa overlap (9-43:123-158) 
 
                                     10         20        30        
AAD-12                       TCFADMRAAYDALD-EATRALVHQRSARHSLVYSQSKL 
                                     :. ..: .  ::.: . .:: . : : ..: 
gi|558 VCGRRHGVRIRVRSGGHDYEGLSYRSERPEAFAVVDLNKMRAVVVDGKARTAWVDSGAQL 
            100       110       120       130       140       150   
 
        40        50        60        70        80                  
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA                  
       :..  :                                                       
gi|558 GELYYAIAKNSPVLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGT 
            160       170       180       190       200       210   
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.1  bits: 18.4 E():   70 
Smith-Waterman score: 42; 29.6% identity (70.4% similar) in 27 aa overlap (28-54:76-101) 
 
                  10        20        30        40        50        
AAD-12    TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::.. ..:... :  ..   :: ::    
gi|549 LKIHNDFRNKVARGLETRGNPGPQPPAKNMNNLVWN-NELANIAQIWASQCKYGHDTCKD 
          50        60        70        80         90       100     
 
        60        70        80                                      
AAD-12 PLRPLVKVHPETGRPSLLIGRHA                                      

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 4863



 

 

                                                                    
gi|549 TTKYNVGQNIAVSSSTAAVYENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWA 
          110       120       130       140       150       160     
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 68.7  bits: 21.3 E():   74 
Smith-Waterman score: 53; 23.7% identity (52.5% similar) in 59 aa overlap (15-73:225-280) 
 
                               10        20        30        40     
AAD-12                 TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 
                                     :  ..:::. .    . : .  : . ...  
gi|203 ELMRHYMHPMDSDLSCRMTLKDKVVTEVDCEERHVLVHRSNKPVHMSYVKMMLKQNKDGV 
          200       210       220       230       240       250     
 
           50        60        70        80                         
AAD-12 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA                         
       .: .:    :.: : :: ..   .   :.                                
gi|203 AADLG---PTNAQPKRPYLSFDHKHKNPTETDVVEVLKKLCSEITEPQASIETSFTFQKL 
             260       270       280       290       300       310  
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 68.6  bits: 14.1 E():   75 
Smith-Waterman score: 26; 50.0% identity (83.3% similar) in 6 aa overlap (72-77:1-6) 
 
              50        60        70        80   
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA   
                                     :.. ::      
gi|250                               PTITIGGPEYR 
                                             10  
 
>>gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A-I [  (262 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.6  bits: 18.6 E():   75 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (33-79:71-117) 
 
             10        20        30        40        50        60   
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
             70        80                                           
AAD-12 VKVHPETGRPSLLIGRHA                                           
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 18.4 E():   76 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (16-49:71-104) 
 
                              10        20        30        40      
AAD-12                TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 
                                     :   :: .:.: .   ::..      : :  
gi|221 AQRPDNRIESEGGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGR 
               50        60        70        80        90       100 
 
          50        60        70        80                          
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA                          
       .:.:                                                         
gi|221 GYFGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQKVHRFDEGDLIAV 
              110       120       130       140       150       160 
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 18.4 E():   79 
Smith-Waterman score: 42; 33.3% identity (71.4% similar) in 21 aa overlap (38-58:72-92) 
 
        10        20        30        40        50        60        
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     : ...: .::   : ...:.:          
gi|383 TASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEE 
              50        60        70        80        90       100  
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        70        80                                                
AAD-12 ETGRPSLLIGRHA                                                
                                                                    
gi|383 EEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEEL 
             110       120       130       140       150       160  
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.9  bits: 17.3 E():   82 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (3-16:39-52) 
 
                                           10        20        30   
AAD-12                             TCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|730 TLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
             40        50        60        70        80 
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                                        
gi|730 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ     
       70        80        90       100       110       
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.9  bits: 17.3 E():   82 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (3-16:39-52) 
 
                                           10        20        30   
AAD-12                             TCFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|191 TLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
             40        50        60        70        80 
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                                        
gi|191 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ     
       70        80        90       100       110       
 
>>gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betula p  (21 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 67.9  bits: 14.9 E():   82 
Smith-Waterman score: 29; 42.9% identity (50.0% similar) in 14 aa overlap (51-64:8-21) 
 
               30        40        50        60        70        80 
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :  :.  ::  : :                 
gi|309                        MRVFNYKGETTSLIPLARLFK                 
                                      10        20                  
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.8  bits: 18.6 E():   83 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (33-79:71-117) 
 
             10        20        30        40        50        60   
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|473 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
             70        80                                           
AAD-12 VKVHPETGRPSLLIGRHA                                           
        . .:. ..:.  :...                                            
gi|473 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A-II   (291 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.7  bits: 18.6 E():   84 
Smith-Waterman score: 43; 19.1% identity (53.2% similar) in 47 aa overlap (33-79:71-117) 
 
             10        20        30        40        50        60   
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
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                                     ::.   ..:   .  . : .     : .:  
gi|170 QVPLVQEQQFQGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQPFRPQQPY 
               50        60        70        80        90       100 
 
             70        80                                           
AAD-12 VKVHPETGRPSLLIGRHA                                           
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQILQQILQQQLIPCRDVVLQQHNIAHGSSQV 
              110       120       130       140       150       160 
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.5  bits: 18.1 E():   86 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (29-54:76-100) 
 
                 10        20        30        40        50         
AAD-12   TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDI 
          50        60        70        80         90       100     
 
       60        70        80                                       
AAD-12 LRPLVKVHPETGRPSLLIGRHA                                       
                                                                    
gi|549 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.5  bits: 18.1 E():   86 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (29-54:76-100) 
 
                 10        20        30        40        50         
AAD-12   TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
       60        70        80                                       
AAD-12 LRPLVKVHPETGRPSLLIGRHA                                       
                                                                    
gi|549 AKYPVGQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos tauru  (172 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.8 E():   87 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (21-42:49-70) 
 
                         10        20        30        40        50 
AAD-12           TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
       20        30        40        50        60        70         
 
               60        70        80                               
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHA                               
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
       80        90       100       110       120       130         
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.4  bits: 19.1 E():   88 
Smith-Waterman score: 45; 43.8% identity (81.2% similar) in 16 aa overlap (5-20:217-232) 
 
                                         10        20        30     
AAD-12                           TCFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     :...: .:::  :.:.               
gi|144 AEVYQKLKALAKKTYGQSAGNVGDEGGVAPDIQTAEEALDLITKAIEEAGYTGKIKIAMD 
        190       200       210       220       230       240       
 
           40        50        60        70        80               
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA               
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gi|144 VASSEFYKADEKKYDLDFKNPDSDKSKWLTYEQLAEMYKSLAEKYPIVSIEDPFAEDDWE 
        250       260       270       280       290       300       
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.3  bits: 18.1 E():   88 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (29-54:81-105) 
 
                 10        20        30        40        50         
AAD-12   TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|115 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
               60        70        80         90       100          
 
       60        70        80                                       
AAD-12 LRPLVKVHPETGRPSLLIGRHA                                       
                                                                    
gi|115 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
     110       120       130       140       150       160          
 
>>gi|21673|emb|CAA35238.1| unnamed protein product [Trit  (307 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.2  bits: 18.6 E():   89 
Smith-Waterman score: 43; 22.0% identity (50.0% similar) in 50 aa overlap (30-79:86-131) 
 
                10        20        30        40        50          
AAD-12  TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
                                     : : : .: . :      . : .     :  
gi|216 PFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQLPYPQPQ----LPYPQPQPFRPQ 
          60        70        80        90           100       110  
 
      60        70        80                                        
AAD-12 RPLVKVHPETGRPSLLIGRHA                                        
       .:  . .:. ..:.  :...                                         
gi|216 QPYPQSQPQYSQPQQPISQQQQQQQQQQQQKQQQQQQQQILQQILQQQLIPCRDVVLQQH 
             120       130       140       150       160       170  
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.5 E():   94 
Smith-Waterman score: 39; 85.7% identity (100.0% similar) in 7 aa overlap (11-17:72-78) 
 
                                   10        20        30        40 
AAD-12                     TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     ::.::::                        
gi|145 EIVEGNGGPGTVKKVTAVEDGKTSYVLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFK 
              50        60        70        80        90       100  
 
               50        60        70        80             
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA             
                                                            
gi|145 TKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQKSQGIFKAIEGYVLSN 
             110       120       130       140       150    
 
>>gi|3121755|sp|P81216.1|ALL21_HORSE RecName: Full=Dande  (29 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 66.7  bits: 15.1 E():   96 
Smith-Waterman score: 30; 33.3% identity (50.0% similar) in 18 aa overlap (34-51:5-22) 
 
            10        20        30        40        50        60    
AAD-12 ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLV 
                                     ::.  . : .:     ::             
gi|312                           SQXPQSETDYSQLSGEWNTIYGAASNIXK      
                                         10        20               
 
            70        80 
AAD-12 KVHPETGRPSLLIGRHA 
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.6  bits: 18.0 E():   97 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (29-54:99-123) 
 
                 10        20        30        40        50         
AAD-12   TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
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gi|162 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
       60        70        80                                       
AAD-12 LRPLVKVHPETGRPSLLIGRHA                                       
                                                                    
gi|162 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.6  bits: 18.0 E():   97 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (29-54:99-123) 
 
                 10        20        30        40        50         
AAD-12   TCFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|856 KEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
       60        70        80                                       
AAD-12 LRPLVKVHPETGRPSLLIGRHA                                       
                                                                    
gi|856 AKYQVGQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYTQMVWAN 
       130       140       150       160       170       180        
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:53 2011 done: Fri Jan 21 00:02:53 2011 
 Total Scan time:  0.070 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 137  - 216 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     1     8:= * 
  34     3    22:=      * 
  36    22    44:========      * 
  38    43    73:===============         * 
  40   115   102:=================================*===== 
  42    72   125:========================                 * 
  44   137   138:=============================================* 
  46   134   140:============================================= * 
  48   123   134:=========================================   * 
  50   115   122:======================================= * 
  52   158   108:===================================*================= 
  54   125    92:==============================*=========== 
  56    90    77:=========================*==== 
  58    76    63:====================*===== 
  60    48    51:================* 
  62    47    41:=============*== 
  64    46    33:==========*===== 
  66    21    26:======= * 
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  68    16    20:======* 
  70    16    16:=====* 
  72    15    12:===*= 
  74    22    10:===*==== 
  76     9     8:==* 
  78     7     6:=*= 
  80     9     5:=*= 
  82     1     3:* 
  84     7     3:*== 
  86     1     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     4     1:*= 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     1     0:=         *= 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.58850.00298; mu= 0.7406 0.155 
 mean_var=36.6441 8.962, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.211871 
 Kolmogorov-Smirnov  statistic: 0.0973 (N=29) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   69 26.4    0.52 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   58 23.4     1.3 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   57 22.9       3 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   57 22.9       3 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   52 21.6     4.6 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   59 23.3     5.3 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   52 21.5     5.3 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   52 21.5     5.3 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   52 21.5     5.3 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.5     6.2 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 19.1       8 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.7       9 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.7     9.4 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.7     9.4 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.7     9.5 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   53 21.6      10 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   53 21.6      11 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   56 22.4      11 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   56 22.3      15 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   56 22.3      15 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   52 21.3      15 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   53 21.5      15 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   53 21.5      15 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 21.3      16 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   54 21.8      18 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   51 21.0      18 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 20.0      18 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 22.3      19 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 22.3      20 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 20.7      20 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.7      21 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.4      22 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.4      22 
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gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.4      22 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   44 19.1      23 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   52 21.2      24 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   49 20.4      24 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.9      27 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 18.3      28 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 19.1      28 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   48 20.1      29 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   47 19.8      29 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 20.4      29 
gi|21757|emb|CAA26383.1| unnamed protein product [ ( 296)   48 20.1      31 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   48 20.1      33 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   43 18.8      33 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   50 20.6      34 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   43 18.8      37 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   47 19.8      37 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 19.8      37 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 19.8      37 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   49 20.3      39 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 15.7      39 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   45 19.2      42 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 19.0      43 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 20.8      46 
gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Veno ( 204)   44 19.0      47 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   44 19.0      47 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.9      47 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   44 19.0      47 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 17.9      47 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   49 20.2      48 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.7      49 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.9      49 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 20.0      51 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 15.3      51 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 16.4      51 
gi|56417506|gb|AAV90694.1| GE-rich salivary protei ( 266)   45 19.2      52 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.8      52 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   40 17.9      52 
gi|56417504|gb|AAV90693.1| 30 kDa salivary gland a ( 271)   45 19.2      53 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   47 19.7      54 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   40 17.9      54 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 19.4      58 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 14.3      59 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.1      61 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   43 18.6      62 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.9      62 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 17.9      63 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 17.9      64 
gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Gl ( 160)   41 18.1      66 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   40 17.9      66 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   40 17.9      66 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   26 14.2      66 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.6      67 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   44 18.9      69 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   48 19.9      69 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   44 18.9      69 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   42 18.4      71 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   50 20.4      73 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   50 20.4      73 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.6      74 
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gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betu (  21)   29 15.0      75 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   42 18.3      77 
gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A ( 262)   43 18.6      77 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   42 18.3      81 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   38 17.3      81 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   38 17.3      81 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   53 21.2      82 
gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   43 18.6      85 
gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A ( 291)   43 18.6      87 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   41 18.0      87 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   41 18.0      87 
gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos t ( 172)   40 17.8      88 
gi|3121755|sp|P81216.1|ALL21_HORSE RecName: Full=D (  29)   30 15.2      89 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   41 18.0      90 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   45 19.1      92 
gi|21673|emb|CAA35238.1| unnamed protein product [ ( 307)   43 18.6      92 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   28 14.7      93 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   39 17.5      94 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   41 18.0      98 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   41 18.0      98 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  65 init1:  65 opt:  69  Z-score: 107.5  bits: 26.4 E(): 0.52 
Smith-Waterman score: 69; 21.9% identity (50.7% similar) in 73 aa overlap (1-73:313-379) 
 
                                             10        20        30 
AAD-12                               CFADMRAAYDALDEATRALVHQRSARHSLV 
                                     :  : :.  ..: .      : ..: .:.  
gi|113 QVVNNNYDKWGSYAIGGSASPTILSQGNRFCAPDERSKKNVLGR------HGEAAAESMK 
            290       300       310       320             330       
 
               40        50        60        70        80           
AAD-12 YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH           
       ..      : . :. ... :.: . :: .    .  : :. .:                  
gi|113 WNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEPGESALSLTSSAGVLSCQPGAPC 
        340       350       360       370       380       390       
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 100.3  bits: 23.4 E():  1.3 
Smith-Waterman score: 58; 26.9% identity (57.7% similar) in 52 aa overlap (2-53:26-77) 
 
                                       10        20        30       
AAD-12                         CFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                :::      :.  . . :  ..:.   :.... .. 
gi|527 MVHHITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNV 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH                 
        :::.:.. :   .: :                                            
gi|527 DHVQDAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAG 
               70        80        90       100       110       120 
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 94.0  bits: 22.9 E():    3 
Smith-Waterman score: 57; 29.3% identity (60.3% similar) in 58 aa overlap (3-55:93-149) 
 
                                                10        20        
AAD-12                             CFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|144 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
             70        80        90       100        110       120  
 
        30        40        50        60        70        80        
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH        
       .. :  .:. .: .:...:.. :  : :                                 
gi|144 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
             130       140       150       160       170       180  
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 93.8  bits: 22.9 E():    3 
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Smith-Waterman score: 57; 29.3% identity (60.3% similar) in 58 aa overlap (3-55:97-153) 
 
                                                10        20        
AAD-12                             CFADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|622 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
         70        80        90       100       110        120      
 
        30        40        50        60        70        80        
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH        
       .. :  .:. .: .:...:.. :  : :                                 
gi|622 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
         130       140       150       160       170       180      
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 90.6  bits: 21.6 E():  4.6 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (4-44:11-50) 
 
                      10          20        30        40        50  
AAD-12        CFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                 :.:  .: :  ..:..:.   ....:.:.: : .: ....  :        
gi|160 GSQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQLDELNENKSKELQEKI 
               10        20           30        40        50        
 
              60        70        80                                
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAH                                
                                                                    
gi|160 IRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQ 
        60        70        80        90       100       110        
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  59  Z-score: 89.5  bits: 23.3 E():  5.3 
Smith-Waterman score: 59; 35.6% identity (60.0% similar) in 45 aa overlap (22-59:198-242) 
 
                        10        20        30              40      
AAD-12          CFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL------GHVQQAGSA 
                                     ::. :..:  .:. :      :  ..: .  
gi|303 LVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALAD 
       170       180       190       200       210       220        
 
          50         60        70        80                         
AAD-12 YIGYGMDT-TATPLRPLVKVHPETGRPSLLIGRHAH                         
        .:.:::: ::  .:                                              
gi|303 VLGFGMDTETARKVRGEDDQRGHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICS 
       230       240       250       260       270       280        
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 89.5  bits: 21.5 E():  5.3 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (4-44:26-65) 
 
                                     10          20        30       
AAD-12                       CFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                                :.:  .: :  ..:..:.   ....:.:.: : .: 
gi|111 MKFAIVLIACFAASVLAQEHKPEKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
         40        50        60        70        80                 
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH                 
        ....  :                                                     
gi|111 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
        60        70        80        90       100       110        
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 89.5  bits: 21.5 E():  5.3 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (4-44:26-65) 
 
                                     10          20        30       
AAD-12                       CFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                                :.:  .: :  ..:..:.   ....:.:.: : .: 
gi|111 MKFAIVLIACFAASVLAQGHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
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         40        50        60        70        80                 
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH                 
        ....  :                                                     
gi|111 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
        60        70        80        90       100       110        
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 89.5  bits: 21.5 E():  5.3 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (4-44:26-65) 
 
                                     10          20        30       
AAD-12                       CFADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                                :.:  .: :  ..:..:.   ....:.:.: : .: 
gi|420 MKFAIVLIACFAASVLAQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
         40        50        60        70        80                 
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH                 
        ....  :                                                     
gi|420 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
        60        70        80        90       100       110        
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 88.3  bits: 21.5 E():  6.2 
Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (9-32:29-52) 
 
                                   10        20        30        40 
AAD-12                     CFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                   : : :::  : .  ..: .: .::         
gi|144 KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLSDS 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH                     
                                                                    
gi|144 KVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAGGE 
               70        80        90       100       110       120 
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 86.2  bits: 19.1 E():    8 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (37-57:5-25) 
 
         10        20        30        40        50        60       
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     :.:..: :. .::  .  :.:          
gi|462                           AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKN 
                                         10        20        30     
 
         70        80 
AAD-12 ETGRPSLLIGRHAH 
                      
gi|462 LNSA           
                      
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.4  bits: 22.7 E():    9 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (5-44:372-411) 
 
                                         10        20        30     
AAD-12                           CFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|224 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             350       360       370       380       390       400  
 
           40        50        60        70        80               
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH               
         .::: . :                                                   
gi|224 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             410       420       430       440       450       460  
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>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.0  bits: 22.7 E():  9.4 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (5-44:392-431) 
 
                                         10        20        30     
AAD-12                           CFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|199 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
           40        50        60        70        80               
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH               
         .::: . :                                                   
gi|199 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             430       440       450       460       470       480  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.0  bits: 22.7 E():  9.4 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (5-44:392-431) 
 
                                         10        20        30     
AAD-12                           CFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|571 GNRSPHIYDPQRWFTQNCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
           40        50        60        70        80               
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH               
         .::: . :                                                   
gi|571 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFA 
             430       440       450       460       470       480  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.9  bits: 22.7 E():  9.5 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (5-44:400-439) 
 
                                         10        20        30     
AAD-12                           CFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|213 RSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
     370       380       390       400       410       420          
 
           40        50        60        70        80               
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH               
         .::: . :                                                   
gi|213 GRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLA 
     430       440       450       460       470       480          
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 84.3  bits: 21.6 E():   10 
Smith-Waterman score: 53; 28.1% identity (57.8% similar) in 64 aa overlap (1-56:202-265) 
 
                                             10        20           
AAD-12                               CFADMRAAYDALDEATRALVHQ------RS 
                                     :. ...::      :: : . :      .. 
gi|168 APADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEA 
             180       190       200       210       220       230  
 
           30        40          50        60        70        80 
AAD-12 ARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH 
       :  . . ..:.. .:.:  .:.: .. :  ::::                         
gi|168 ALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV         
             240       250       260       270       280          
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  53  Z-score: 84.0  bits: 21.6 E():   11 
Smith-Waterman score: 53; 28.1% identity (57.8% similar) in 64 aa overlap (1-56:211-274) 
 
                                             10        20           
AAD-12                               CFADMRAAYDALDEATRALVHQ------RS 
                                     :. ...::      :: : . :      .. 
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gi|330 APADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEA 
              190       200       210       220       230       240 
 
           30        40          50        60        70        80 
AAD-12 ARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH 
       :  . . ..:.. .:.:  .:.: .. :  ::::                         
gi|330 ALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV         
              250       260       270       280       290         
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 83.8  bits: 22.4 E():   11 
Smith-Waterman score: 56; 28.9% identity (52.6% similar) in 38 aa overlap (7-44:371-408) 
 
                                       10        20        30       
AAD-12                         CFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :  : . .  ..:  .  ::..:      
gi|370 RSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGR 
              350       360       370       380       390       400 
 
         40        50        60        70        80                 
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH                 
       .::: . :                                                     
gi|370 AHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGE 
              410       420       430       440       450       460 
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  56  Z-score: 81.5  bits: 22.3 E():   15 
Smith-Waterman score: 56; 27.8% identity (63.9% similar) in 36 aa overlap (22-57:539-574) 
 
                        10        20        30        40        50  
AAD-12          CFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.:.. .   . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYP 
      510       520       530       540       550       560         
 
              60        70        80                                
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAH                                
        ..  :                                                       
gi|217 TSVQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQP 
      570       580       590       600       610       620         
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 81.4  bits: 22.3 E():   15 
Smith-Waterman score: 56; 25.0% identity (63.9% similar) in 36 aa overlap (22-57:551-586) 
 
                        10        20        30        40        50  
AAD-12          CFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.... . . . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYP 
              530       540       550       560       570       580 
 
              60        70        80                                
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAH                                
        .   :                                                       
gi|217 TSLQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQP 
              590       600       610       620       630       640 
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 81.2  bits: 21.3 E():   15 
Smith-Waterman score: 52; 28.3% identity (56.7% similar) in 60 aa overlap (18-77:232-276) 
 
                            10        20        30        40        
AAD-12              CFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                     : .:  :. ::....:..  . ::       
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIH--SVVHSIIMQQQQQQQQQQ------ 
             210       220       230         240       250          
 
        50        60        70        80                            
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH                            
         :.:     . :: . : ..:. ::. :.                               
gi|170 --GIDI----FLPLSQ-HEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYV 
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                 260        270       280       290       300       
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 81.1  bits: 21.5 E():   15 
Smith-Waterman score: 53; 19.7% identity (51.5% similar) in 66 aa overlap (11-73:315-380) 
 
                                   10        20           30        
AAD-12                     CFADMRAAYDALDEATRALVHQRS---ARHSLVYSQSKLG 
                                     : :.  .  :  :.   : .:....  .   
gi|166 VVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDK 
          290       300       310       320       330       340     
 
        40        50        60        70        80           
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH           
        . . :. ..  : : . ::..    .  : :. ..                  
gi|166 DLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTSSAGVFSCRPGAPC 
          350       360       370       380       390        
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 81.1  bits: 21.5 E():   15 
Smith-Waterman score: 53; 19.7% identity (51.5% similar) in 66 aa overlap (11-73:315-380) 
 
                                   10        20           30        
AAD-12                     CFADMRAAYDALDEATRALVHQRS---ARHSLVYSQSKLG 
                                     : :.  .  :  :.   : .:....  .   
gi|113 VVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDK 
          290       300       310       320       330       340     
 
        40        50        60        70        80           
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH           
        . . :. ..  : : . ::..    .  : :. ..                  
gi|113 DLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTSSAGVFSCHPGAPC 
          350       360       370       380       390        
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.9  bits: 21.3 E():   16 
Smith-Waterman score: 52; 40.0% identity (56.0% similar) in 25 aa overlap (44-68:25-49) 
 
            20        30        40        50        60        70    
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                                     .:  ::.  : :::  : . . : :      
gi|249       MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPA 
                     10        20        30        40        50     
 
            80                                                      
AAD-12 LIGRHAH                                                      
                                                                    
gi|249 TPAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGL 
           60        70        80        90       100       110     
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 80.1  bits: 21.8 E():   18 
Smith-Waterman score: 54; 23.5% identity (54.4% similar) in 68 aa overlap (7-74:426-489) 
 
                                       10        20        30       
AAD-12                         CFADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     :  ....:   :.. :.  . .:    ..  
gi|258 AERGFFYRNGIYSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNH 
         400       410       420       430       440       450      
 
         40        50        60        70        80                 
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH                 
       : .::::.     :..  :   .  . ..  .:: :.:                       
gi|258 GVIQQAGN----QGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQISREQARQL 
         460           470       480       490       500       510  
 
gi|258 KYNRQETIALSSSQQRRAVV 
             520       530  
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 80.0  bits: 21.0 E():   18 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 4876



 

 

Smith-Waterman score: 51; 36.1% identity (55.6% similar) in 36 aa overlap (42-72:21-56) 
 
              20        30        40          50           60       
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGS--AYIGYGMDTTATP---LRPLVKVHP 
                                     :::  : .:::  : :.:     : . . : 
gi|330           MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAP 
                         10        20        30        40        50 
 
         70        80                                               
AAD-12 ETGRPSLLIGRHAH                                               
         ..:.                                                       
gi|330 AGAEPAGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLS 
               60        70        80        90       100       110 
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.0  bits: 20.0 E():   18 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (5-21:14-30) 
 
                        10        20        30        40        50  
AAD-12          CFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                    .: :.: .:.  .. .:                               
gi|219 MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLIIEIDAD 
               10        20        30        40        50        60 
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 79.4  bits: 22.3 E():   19 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (32-49:283-300) 
 
              10        20        30        40        50        60  
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
              70        80                                          
AAD-12 VKVHPETGRPSLLIGRHAH                                          
                                                                    
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 79.2  bits: 22.3 E():   20 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (32-49:289-306) 
 
              10        20        30        40        50        60  
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
 
              70        80                                          
AAD-12 VKVHPETGRPSLLIGRHAH                                          
                                                                    
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 79.2  bits: 20.7 E():   20 
Smith-Waterman score: 50; 32.1% identity (57.1% similar) in 28 aa overlap (45-72:1-28) 
 
           20        30        40        50        60        70     
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::  : :.:    . . :  ..:.   
gi|295                               ADLGYGPATPAAPAAGYTPAAPAGAEPAGK 
                                             10        20        30 
 
           80                                                       
AAD-12 IGRHAH                                                       
                                                                    
gi|295 ATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAE 
               40        50        60        70        80        90 
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>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.7  bits: 19.7 E():   21 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (5-22:126-143) 
 
                                         10        20        30     
AAD-12                           CFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . ::..::: :..: ...             
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG         
         100       110       120       130       140                
 
           40        50        60        70        80 
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH 
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.2  bits: 19.4 E():   22 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (47-64:24-41) 
 
         20        30        40        50        60        70       
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|121        MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSL 
                      10        20        30        40        50    
 
         80                                                         
AAD-12 RHAH                                                         
                                                                    
gi|121 STFKNTEIKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVV 
            60        70        80        90       100       110    
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.2  bits: 19.4 E():   22 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (47-64:24-41) 
 
         20        30        40        50        60        70       
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|144        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
         80                                                         
AAD-12 RHAH                                                         
                                                                    
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.2  bits: 19.4 E():   22 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (47-64:24-41) 
 
         20        30        40        50        60        70       
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|379        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
         80                                                         
AAD-12 RHAH                                                         
                                                                    
gi|379 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.1  bits: 19.1 E():   23 
Smith-Waterman score: 44; 50.0% identity (71.4% similar) in 14 aa overlap (50-63:19-32) 
 
      20        30        40        50        60        70          
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :.: ::  :. :.:                 
gi|135             MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFA 
                           10        20        30        40         
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      80                                                            
AAD-12 H                                                            
                                                                    
gi|135 KALEGKDVKDLLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGL 
       50        60        70        80        90       100         
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 77.7  bits: 21.2 E():   24 
Smith-Waterman score: 52; 24.3% identity (73.0% similar) in 37 aa overlap (12-47:143-179) 
 
                                  10        20        30         40 
AAD-12                    CFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG-HVQ 
                                     .::   .:.: .. .. .::  .... .:. 
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
               50        60        70        80                     
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH                     
       . :...:                                                      
gi|215 NNGDVFILLVPNFVFVWTGKHSNRMERTTAIRVANDLKSELNRFKLSSVILEDGKEVEQT 
            180       190       200       210       220       230   
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 49; 21.9% identity (59.4% similar) in 32 aa overlap (23-54:179-210) 
 
                       10        20        30        40        50   
AAD-12         CFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :.  .:.. .... :. ::      : :.. 
gi|219 MWQQSSCHVMQQQCCQQLSQIPEQSRYDAIRAITYSIILQEQQQGQSQQQQPQQSGQGVS 
      150       160       170       180       190       200         
 
             60        70        80                                 
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAH                                 
        .                                                           
gi|219 QSQQQSQQQLGQCSFQQPQQQLGQQPQQQQVQQGTFLQPHQIAHLEVMTSIALRTLPTMC 
      210       220       230       240       250       260         
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 76.8  bits: 19.9 E():   27 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (2-23:74-98) 
 
                                            10           20         
AAD-12                              CFADMRAAYDAL---DEATRALVHQRSARHS 
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
 
       30        40        50        60        70        80         
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH         
                                                                    
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 76.5  bits: 18.3 E():   28 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (20-41:37-58) 
 
                          10        20        30        40          
AAD-12            CFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
      50        60        70        80 
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAH 
                                       
gi|162 VPQLEIVPNS                      
         70                            
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>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.5  bits: 19.1 E():   28 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (47-67:25-45) 
 
         20        30        40        50        60        70       
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.:  .:  :          
gi|990       MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSL 
                     10        20        30        40        50     
 
         80                                                         
AAD-12 RHAH                                                         
                                                                    
gi|990 STFKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVV 
           60        70        80        90       100       110     
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.1  bits: 20.1 E():   29 
Smith-Waterman score: 48; 25.6% identity (56.4% similar) in 39 aa overlap (28-66:87-125) 
 
                  10        20        30        40        50        
AAD-12    CFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     : : . ..  . :.:.:  . :: .  ..  
gi|144 DLAEAPFQISLLKDYLIMKRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSS 
         60        70        80        90       100       110       
 
        60        70        80                                      
AAD-12 LRPLVKVHPETGRPSLLIGRHAH                                      
           .::.:                                                    
gi|144 SYGDLKVKPIIQHESYEQDQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVDGDKVTIYG 
        120       130       140       150       160       170       
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.1  bits: 19.8 E():   29 
Smith-Waterman score: 47; 33.3% identity (52.8% similar) in 36 aa overlap (2-37:159-191) 
 
                                            10        20        30  
AAD-12                              CFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :   . : ..::   :   :: .  :.:   
gi|136 TNTEKLPTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFEIR---HQLTQIHGLYR 
      130       140       150       160       170          180      
 
              40        50        60        70        80 
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH 
       :..: :                                            
gi|136 SSDKTGGYWKITMNDGSTYQSDLSKKFEYNTEKPPINIDEIKTIEAEIN 
         190       200       210       220       230     
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.0  bits: 20.4 E():   29 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (42-58:200-216) 
 
              20        30        40        50        60        70  
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
              80                                                    
AAD-12 SLLIGRHAH                                                    
                                                                    
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|21757|emb|CAA26383.1| unnamed protein product [Trit  (296 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.5  bits: 20.1 E():   31 
Smith-Waterman score: 48; 21.3% identity (61.7% similar) in 47 aa overlap (11-57:200-246) 
 
                                   10        20        30        40 
AAD-12                     CFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :. ....:.. ... :..   :: .: . : 
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gi|217 SQVLQQSTYQPLQQLCCQQLWQIPEQSRCQAIHNVVHAIILHQQQRQQQPSSQVSLQQPQ 
     170       180       190       200       210       220          
 
               50        60        70        80                     
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH                     
       :   .  :. . .  .:                                            
gi|217 QQYPSGQGFFQPSQQNPQAQGSVQPQQLPQFEEIRNLALQTLPRMCNVYIPPYCSTTIAP 
     230       240       250       260       270       280          
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 75.1  bits: 20.1 E():   33 
Smith-Waterman score: 48; 25.0% identity (51.8% similar) in 56 aa overlap (20-72:3-56) 
 
               10        20        30        40        50           
AAD-12 CFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP--- 
                          ::: ..  .:  . . ..    . .: .:::  : :.:    
gi|398                  MAVHQYTV--ALFLAVALVAGPAASYAADLGYGPATPAAPAAG 
                                  10        20        30        40  
 
        60        70        80                                      
AAD-12 LRPLVKVHPETGRPSLLIGRHAH                                      
         : . . :  . :.                                              
gi|398 YTPATPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGAAS 
              50        60        70        80        90       100  
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 75.0  bits: 18.8 E():   33 
Smith-Waterman score: 43; 26.3% identity (57.9% similar) in 38 aa overlap (38-72:33-70) 
 
        10        20        30        40        50           60     
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVKV 
                                     ....:.::     .: :::   : : .. . 
gi|668 ASEAAAAAATPVAPTEGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPI 
             10        20        30        40        50        60   
 
           70        80                                             
AAD-12 HPETGRPSLLIGRHAH                                             
         . .. :                                                     
gi|668 FADMAKKSPNVVFLKVDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKL 
             70        80        90       100       110       120   
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  49 init1:  49 opt:  50  Z-score: 74.8  bits: 20.6 E():   34 
Smith-Waterman score: 50; 27.0% identity (45.9% similar) in 74 aa overlap (8-77:48-119) 
 
                                      10            20        30    
AAD-12                        CFADMRAAYDALDEATR----ALVHQRSARHSLVYSQ 
                                     :.:   :  :    :::..    ..:.  : 
gi|259 EWQQQDECQIDRLDALEPDNRVEYEAGTVEAWDPNHEQFRCAGVALVRHTIQPNGLLLPQ 
        20        30        40        50        60        70        
 
            40        50        60        70        80              
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH              
          ... :   .  : ::   . :  : .   :. :: .   ::                 
gi|259 --YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDI 
          80        90       100       110       120       130      
 
gi|259 IAIPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSR 
         140       150       160       170       180       190      
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.3  bits: 18.8 E():   37 
Smith-Waterman score: 43; 29.6% identity (66.7% similar) in 27 aa overlap (44-70:9-35) 
 
            20        30        40        50        60        70    
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                                     ::.    . ..:.  : .:.:. ..::    
gi|244                       MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQS 
                                     10        20        30         
 
            80                                                      
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AAD-12 LIGRHAH                                                      
                                                                    
gi|244 CQRQFEEQQRFRNCQRYVKQEVQRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQ 
       40        50        60        70        80        90         
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.3  bits: 19.8 E():   37 
Smith-Waterman score: 47; 36.0% identity (76.0% similar) in 25 aa overlap (5-29:106-130) 
 
                                         10        20        30     
AAD-12                           CFADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     ...: . :.:::.:  ... ::. :      
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
 
           40        50        60        70        80               
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH               
                                                                    
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (45-72:1-31) 
 
           20        30        40        50           60        70  
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
              80                                                    
AAD-12 SLLIGRHAH                                                    
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (45-72:1-31) 
 
           20        30        40        50           60        70  
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
              80                                                    
AAD-12 SLLIGRHAH                                                    
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (45-72:1-31) 
 
           20        30        40        50           60        70  
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
              80                                                    
AAD-12 SLLIGRHAH                                                    
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.2  bits: 19.8 E():   37 
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Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (45-72:1-31) 
 
           20        30        40        50           60        70  
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
              80                                                    
AAD-12 SLLIGRHAH                                                    
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (45-72:1-31) 
 
           20        30        40        50           60        70  
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
              80                                                    
AAD-12 SLLIGRHAH                                                    
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (45-72:1-31) 
 
           20        30        40        50           60        70  
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
              80                                                    
AAD-12 SLLIGRHAH                                                    
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (45-72:1-31) 
 
           20        30        40        50           60        70  
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
              80                                                    
AAD-12 SLLIGRHAH                                                    
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (45-72:1-31) 
 
           20        30        40        50           60        70  
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
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              80                                                    
AAD-12 SLLIGRHAH                                                    
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (45-72:1-31) 
 
           20        30        40        50           60        70  
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
              80                                                    
AAD-12 SLLIGRHAH                                                    
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (45-72:1-31) 
 
           20        30        40        50           60        70  
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
              80                                                    
AAD-12 SLLIGRHAH                                                    
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (45-72:1-31) 
 
           20        30        40        50           60        70  
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
              80                                                    
AAD-12 SLLIGRHAH                                                    
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (45-72:1-31) 
 
           20        30        40        50           60        70  
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
              80                                                    
AAD-12 SLLIGRHAH                                                    
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
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>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (45-72:1-31) 
 
           20        30        40        50           60        70  
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
              80                                                    
AAD-12 SLLIGRHAH                                                    
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (45-72:1-31) 
 
           20        30        40        50           60        70  
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
              80                                                    
AAD-12 SLLIGRHAH                                                    
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.9  bits: 20.3 E():   39 
Smith-Waterman score: 49; 36.7% identity (66.7% similar) in 30 aa overlap (17-46:43-72) 
 
                             10        20        30        40       
AAD-12               CFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.. . .:: . : : ..::..  : : : 
gi|558 RVRSGGHDYEGLSYRSLQPENFAVVDLNQMRAVLVDGKARTAWVDSGAQLGELYYAISKY 
             20        30        40        50        60        70   
 
         50        60        70        80                           
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH                           
                                                                    
gi|558 SRTLAFPAGVCPTIGVGGNLAGGGFGMLLRKYGIAAENVIDVKLVDANGKLHDKKSMGDD 
             80        90       100       110       120       130   
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 73.8  bits: 15.7 E():   39 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (25-39:1-15) 
 
               10        20        30        40        50        60 
AAD-12 CFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP 
                               :: . : : ..::..                      
gi|323                         ARTAWVDSGAQLGELSY                    
                                       10                           
 
               70        80 
AAD-12 LVKVHPETGRPSLLIGRHAH 
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 73.3  bits: 19.2 E():   42 
Smith-Waterman score: 45; 22.0% identity (53.7% similar) in 41 aa overlap (43-80:62-102) 
 
             20        30        40        50        60             
AAD-12 DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE---TG 
                                     :..:.: . .. :     . . . .   .: 
gi|201 DATPVLDVAGKELDSRLSYRIISTFWGALGGDVYLGKSPNSDAPCANGIFRYNSDVGPSG 
              40        50        60        70        80        90  
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      70        80                                                  
AAD-12 RPSLLIGRHAH                                                  
        :  .::  .:                                                  
gi|201 TPVRFIGSSSHFGQGIFENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTI 
             100       110       120       130       140       150  
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.0  bits: 19.0 E():   43 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (22-37:46-61) 
 
                        10        20        30        40        50  
AAD-12          CFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
              60        70        80                                
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAH                                
                                                                    
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 72.5  bits: 20.8 E():   46 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (35-49:609-623) 
 
           10        20        30        40        50        60     
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
           70        80                                             
AAD-12 HPETGRPSLLIGRHAH                                             
                                                                    
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.4  bits: 19.0 E():   47 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (28-53:76-100) 
 
                  10        20        30        40        50        
AAD-12    CFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
        60        70        80                                      
AAD-12 LRPLVKVHPETGRPSLLIGRHAH                                      
                                                                    
gi|549 AKYQVGQNVALTGSTAAVYNDPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.4  bits: 19.0 E():   47 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (28-53:76-100) 
 
                  10        20        30        40        50        
AAD-12    CFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
        60        70        80                                      
AAD-12 LRPLVKVHPETGRPSLLIGRHAH                                      
                                                                    
gi|549 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
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 initn:  32 init1:  32 opt:  32  Z-score: 72.3  bits: 15.9 E():   47 
Smith-Waterman score: 36; 44.0% identity (56.0% similar) in 25 aa overlap (36-60:2-24) 
 
          10        20        30        40        50        60      
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     ::..  :  :  : :. : :::  :      
gi|751                              DLGYAP-ATPAAPGAGY-TPATPAAP      
                                             10         20          
 
          70        80 
AAD-12 PETGRPSLLIGRHAH 
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 72.3  bits: 19.0 E():   47 
Smith-Waterman score: 44; 29.6% identity (77.8% similar) in 27 aa overlap (27-53:77-102) 
 
                   10        20        30        40        50       
AAD-12     CFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::... .:... :. ..  .:: ::    
gi|549 LKVHNDFRQKVAKGLETRGNPGPQPPAKNMNNLVWND-ELANIAQVWASQCNYGHDTCKD 
         50        60        70        80         90       100      
 
         60        70        80                                     
AAD-12 PLRPLVKVHPETGRPSLLIGRHAH                                     
                                                                    
gi|549 TEKYPVGQNIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWA 
         110       120       130       140       150       160      
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.2  bits: 17.9 E():   47 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (32-49:26-43) 
 
              10        20        30        40        50        60  
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : .. :. :: :..  ::             
gi|897      EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQ 
                    10        20        30        40        50      
 
              70        80                            
AAD-12 VKVHPETGRPSLLIGRHAH                            
                                                      
gi|897 QGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
          60        70        80        90       100  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.1  bits: 20.2 E():   48 
Smith-Waterman score: 49; 37.9% identity (62.1% similar) in 29 aa overlap (20-48:74-102) 
 
                          10        20        30        40          
AAD-12            CFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     : .:.: .   ::.. :    : ::.:.:  
gi|112 NRIESEGGYIETWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGL 
            50        60        70        80        90       100    
 
      50        60        70        80                              
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAH                              
                                                                    
gi|112 IFPGCPSTYEEPAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTG 
           110       120       130       140       150       160    
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 72.0  bits: 18.7 E():   49 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (22-36:138-152) 
 
                        10        20        30        40        50  
AAD-12          CFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
              60        70        80 
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AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAH 
                                     
gi|391 ASIDTILTKV                    
       170                           
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 71.9  bits: 15.9 E():   49 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (54-60:5-11) 
 
            30        40        50        60        70        80 
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH 
                                     : .:.::                     
gi|751                           TKSQTHVPIRPNKLVLKVQKDRATN       
                                         10        20            
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 71.8  bits: 20.0 E():   51 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (4-18:431-446) 
 
                                          10         20        30   
AAD-12                            CFADMRAAYDALD-EATRALVHQRSARHSLVYS 
                                     :..: :::.: ...::               
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA               
              410       420       430       440                     
 
             40        50        60        70        80 
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH 
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 71.7  bits: 15.3 E():   51 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (51-58:10-17) 
 
               30        40        50        60        70        80 
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH 
                                     :.:  :::                       
gi|244                      IGNEDCTPWMSTLITPLP                      
                                    10                              
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 71.6  bits: 16.4 E():   51 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (37-57:5-25) 
 
         10        20        30        40        50        60       
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     :.: .: :  : : .   :.:          
gi|462                           TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXL 
                                         10        20        30     
 
         70        80 
AAD-12 ETGRPSLLIGRHAH 
                      
gi|462 SSA            
                      
 
>>gi|56417506|gb|AAV90694.1| GE-rich salivary protein 30  (266 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.6  bits: 19.2 E():   52 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (22-52:183-213) 
 
                        10        20        30        40        50  
AAD-12          CFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
            160       170       180       190       200       210   
 
              60        70        80                          
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAH                          
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
            220       230       240       250       260       
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
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 initn:  32 init1:  32 opt:  32  Z-score: 71.6  bits: 15.8 E():   52 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (66-76:10-20) 
 
          40        50        60        70        80   
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH   
                                     :.:  :..: :       
gi|147                      AKITFTNNXPNTVWPGILTGFGQKPQ 
                                    10        20       
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.5  bits: 17.9 E():   52 
Smith-Waterman score: 40; 25.0% identity (70.0% similar) in 20 aa overlap (3-22:42-61) 
 
                                           10        20        30   
AAD-12                             CFADMRAAYDALDEATRALVHQRSARHSLVYS 
                                     :: . ... ::.   ....:           
gi|207 IDAALESVKAAGSFNYKIFFQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNF 
              20        30        40        50        60        70  
 
             40        50        60        70        80 
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH 
                                                        
gi|207 RASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVKA           
              80        90       100                    
 
>>gi|56417504|gb|AAV90693.1| 30 kDa salivary gland aller  (271 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.4  bits: 19.2 E():   53 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (22-52:188-218) 
 
                        10        20        30        40        50  
AAD-12          CFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
       160       170       180       190       200       210        
 
              60        70        80                          
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAH                          
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
       220       230       240       250       260       270  
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.3  bits: 19.7 E():   54 
Smith-Waterman score: 47; 25.7% identity (51.4% similar) in 35 aa overlap (39-73:341-375) 
 
       10        20        30        40        50        60         
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ..  :.: . :: .    .  :  
gi|113 ASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMIPAEP 
              320       330       340       350       360       370 
 
       70        80           
AAD-12 GRPSLLIGRHAH           
       :.  :                  
gi|113 GEAVLRLTSSAGVLSCQPGAPC 
              380       390   
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 40; 25.6% identity (59.0% similar) in 39 aa overlap (19-57:54-92) 
 
                           10        20        30        40         
AAD-12             CFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     :. . : . . : : .  : . ..:.:  : 
gi|117 KAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAG 
            30        40        50        60        70        80    
 
       50        60        70        80 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAH 
        . .. :.:                        
gi|117 GSAQAEAAPEAAKEEEKEESDEDMGFGLFD   
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            90       100       110      
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.7  bits: 19.4 E():   58 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (47-56:284-293) 
 
         20        30        40        50        60        70       
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
         80                                   
AAD-12 RHAH                                   
                                              
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 70.5  bits: 14.3 E():   59 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (17-21:2-6) 
 
               10        20        30        40        50        60 
AAD-12 CFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP 
                       : :::                                        
gi|463                DRNLVHSATR                                    
                              10                                    
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.3  bits: 18.1 E():   61 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (54-61:34-41) 
 
            30        40        50        60        70        80    
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH    
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.2  bits: 18.6 E():   62 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (36-69:31-64) 
 
          10        20        30        40        50        60      
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :. :  . :::..::  .     . ::    
gi|616 NEIAXAKIDLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCA 
               10        20        30        40        50        60 
 
          70        80                                              
AAD-12 PETGRPSLLIGRHAH                                              
        . :                                                         
gi|616 SQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNK 
               70        80        90       100       110       120 
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.2  bits: 18.9 E():   62 
Smith-Waterman score: 44; 20.0% identity (52.5% similar) in 40 aa overlap (32-71:51-90) 
 
              10        20        30        40        50        60  
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|130 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               30        40        50        60        70        80 
 
              70        80                                          
AAD-12 VKVHPETGRPSLLIGRHAH                                          
        . .:. ..:                                                   
gi|130 PQPQPQYSQPQEPISQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQS 
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               90       100       110       120       130       140 
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (20-41:6-27) 
 
               10        20        30        40        50        60 
AAD-12 CFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRP 
                          :.:.  ..  : :.  ::...:                    
gi|159               IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYKVPQLEIVPNSA 
                             10        20        30        40       
 
               70        80                                         
AAD-12 LVKVHPETGRPSLLIGRHAH                                         
                                                                    
gi|159 EERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFXQFYQPDAYPSGAWYYVPLGTQYTDA 
         50        60        70        80        90       100       
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.8  bits: 17.9 E():   64 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (47-64:25-42) 
 
         20        30        40        50        60        70       
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  ..: ..:             
gi|144       MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSL 
                     10        20        30        40        50     
 
         80                                                         
AAD-12 RHAH                                                         
                                                                    
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVE 
           60        70        80        90       100       110     
 
>>gi|1707908|sp|P02222.2|GLB2_CHITH RecName: Full=Globin  (160 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.7  bits: 18.1 E():   66 
Smith-Waterman score: 45; 42.9% identity (67.9% similar) in 28 aa overlap (26-52:124-150) 
 
                    10        20        30         40        50     
AAD-12      CFADMRAAYDALDEATRALVHQRSARHSLV-YSQSKLGHVQQAGSAYIGYGMDTT 
                                     : ::: : :::..  .. :.:.   :.:   
gi|170 ANMPAMETLIKDMAANHKARGIPKAQFNEFRASLVSYLQSKVSWNDSLGAAWT-QGLDNV 
           100       110       120       130       140        150   
 
           60        70        80 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAH 
                                  
gi|170 FNMMFSYL                   
            160                   
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.6  bits: 17.9 E():   66 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (10-38:101-129) 
 
                                    10        20        30          
AAD-12                      CFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
      40        50        60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH 
                                                 
gi|273 RRRR                                      
                                                 
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.6  bits: 17.9 E():   66 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (10-38:101-129) 
 
                                    10        20        30          
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AAD-12                      CFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
      40        50        60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH 
                                                 
gi|273 RRRR                                      
                                                 
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 69.6  bits: 14.2 E():   66 
Smith-Waterman score: 26; 50.0% identity (83.3% similar) in 6 aa overlap (71-76:1-6) 
 
               50        60        70        80  
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH  
                                     :.. ::      
gi|250                               PTITIGGPEYR 
                                             10  
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.6  bits: 17.6 E():   67 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (35-67:20-52) 
 
           10        20        30        40        50         60    
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT-TATPLRPLVK 
                                     : :  .. :  :   :.:. .:  :. : : 
gi|131            AFKGILSNADIKAAEAACFKEGSFDEDGF-YAKVGLDAFSADELKKLFK 
                          10        20         30        40         
 
            70        80                                            
AAD-12 VHPETGRPSLLIGRHAH                                            
       .  :                                                         
gi|131 IADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDK 
       50        60        70        80        90       100         
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.3  bits: 18.9 E():   69 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (45-68:1-21) 
 
           20        30        40        50        60        70     
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::    :::  : .   : :       
gi|109                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
           80                                                       
AAD-12 IGRHAH                                                       
                                                                    
gi|109 ADAAGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEP 
        30        40        50        60        70        80        
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.2  bits: 19.9 E():   69 
Smith-Waterman score: 48; 22.9% identity (57.1% similar) in 35 aa overlap (13-47:339-373) 
 
                                 10        20        30        40   
AAD-12                   CFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     ::  .:  . :  : . ...:.. : . .: 
gi|131 LLQPVSTPGEFELFFGAGGENPESFFKSFSDEILEAAFNTRRDRLQRIFGQQRQGVIVKA 
      310       320       330       340       350       360         
 
             50        60        70        80                       
AAD-12 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH                       
       .   .                                                        
gi|131 SEEQVRAMSRHEEGGIWPFGGESKGTINIYQQRPTHSNQYGQLHEVDASQYRQLRDLDLT 
      370       380       390       400       410       420         
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.2  bits: 18.9 E():   69 
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Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (45-68:1-21) 
 
           20        30        40        50        60        70     
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::    :::  : .   : :       
gi|239                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
           80                                                       
AAD-12 IGRHAH                                                       
                                                                    
gi|239 ADAAGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEP 
        30        40        50        60        70        80        
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.0  bits: 18.4 E():   71 
Smith-Waterman score: 42; 29.6% identity (70.4% similar) in 27 aa overlap (27-53:76-101) 
 
                   10        20        30        40        50       
AAD-12     CFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::.. ..:... :  ..   :: ::    
gi|549 LKIHNDFRNKVARGLETRGNPGPQPPAKNMNNLVWN-NELANIAQIWASQCKYGHDTCKD 
          50        60        70        80         90       100     
 
         60        70        80                                     
AAD-12 PLRPLVKVHPETGRPSLLIGRHAH                                     
                                                                    
gi|549 TTKYNVGQNIAVSSSTAAVYENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWA 
          110       120       130       140       150       160     
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 68.8  bits: 20.4 E():   73 
Smith-Waterman score: 50; 28.9% identity (60.5% similar) in 38 aa overlap (4-41:827-864) 
 
                                          10        20        30    
AAD-12                            CFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     ...:: :  :.:   :   :. ..: : .. 
gi|377 NEKVKVYKRQMQEQEGMSQQNLTRVRRFQRELEAAEDRADQAESNLSFIRAKHRSWVTTS 
        800       810       820       830       840       850       
 
            40        50        60        70        80 
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH 
       .  : ..:                                        
gi|377 QVPGGTRQVFTTQEETTNY                             
        860       870                                  
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 68.8  bits: 20.4 E():   73 
Smith-Waterman score: 58; 34.8% identity (60.9% similar) in 46 aa overlap (23-67:4-44) 
 
               10        20        30        40        50           
AAD-12 CFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA-TPLR 
                             :::..  .:..:. ::   .:.  : :: :  : : :. 
gi|219                    MAARSAKY--MYQSSRAGH---GGDISIEYGTDLGALTRLE 
                                    10           20        30       
 
      60        70        80                                        
AAD-12 PLVKVHPETGRPSLLIGRHAH                                        
         ...  :                                                     
gi|219 DKIRLLSEDLESERELRQRVEREKSDITVQLMNLTERLEETEGSSESVTEMNKKRDSELA 
         40        50        60        70        80        90       
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 68.7  bits: 19.6 E():   74 
Smith-Waterman score: 47; 33.3% identity (66.7% similar) in 36 aa overlap (8-42:123-158) 
 
                                      10         20        30       
AAD-12                        CFADMRAAYDALD-EATRALVHQRSARHSLVYSQSKL 
                                     :. ..: .  ::.: . .:: . : : ..: 
gi|558 VCGRRHGVRIRVRSGGHDYEGLSYRSERPEAFAVVDLNKMRAVVVDGKARTAWVDSGAQL 
            100       110       120       130       140       150   
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         40        50        60        70        80                 
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH                 
       :..  :                                                       
gi|558 GELYYAIAKNSPVLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGT 
            160       170       180       190       200       210   
 
>>gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betula p  (21 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 68.6  bits: 15.0 E():   75 
Smith-Waterman score: 29; 42.9% identity (50.0% similar) in 14 aa overlap (50-63:8-21) 
 
      20        30        40        50        60        70          
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :  :.  ::  : :                 
gi|309                        MRVFNYKGETTSLIPLARLFK                 
                                      10        20                  
 
      80 
AAD-12 H 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 18.3 E():   77 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (15-48:71-104) 
 
                               10        20        30        40     
AAD-12                 CFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 
                                     :   :: .:.: .   ::..      : :  
gi|221 AQRPDNRIESEGGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGR 
               50        60        70        80        90       100 
 
           50        60        70        80                         
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH                         
       .:.:                                                         
gi|221 GYFGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQKVHRFDEGDLIAV 
              110       120       130       140       150       160 
 
>>gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A-I [  (262 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.4  bits: 18.6 E():   77 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (32-78:71-117) 
 
              10        20        30        40        50        60  
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
              70        80                                          
AAD-12 VKVHPETGRPSLLIGRHAH                                          
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.0  bits: 18.3 E():   81 
Smith-Waterman score: 42; 33.3% identity (71.4% similar) in 21 aa overlap (37-57:72-92) 
 
         10        20        30        40        50        60       
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     : ...: .::   : ...:.:          
gi|383 TASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEE 
              50        60        70        80        90       100  
 
         70        80                                               
AAD-12 ETGRPSLLIGRHAH                                               
                                                                    
gi|383 EEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEEL 
             110       120       130       140       150       160  
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.0  bits: 17.3 E():   81 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (2-15:39-52) 
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                                            10        20        30  
AAD-12                              CFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|191 TLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
              40        50        60        70        80 
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH 
                                                         
gi|191 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ      
       70        80        90       100       110        
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.0  bits: 17.3 E():   81 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (2-15:39-52) 
 
                                            10        20        30  
AAD-12                              CFADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|730 TLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
              40        50        60        70        80 
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH 
                                                         
gi|730 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ      
       70        80        90       100       110        
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 67.9  bits: 21.2 E():   82 
Smith-Waterman score: 53; 23.7% identity (52.5% similar) in 59 aa overlap (14-72:225-280) 
 
                                10        20        30        40    
AAD-12                  CFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 
                                     :  ..:::. .    . : .  : . ...  
gi|203 ELMRHYMHPMDSDLSCRMTLKDKVVTEVDCEERHVLVHRSNKPVHMSYVKMMLKQNKDGV 
          200       210       220       230       240       250     
 
            50        60        70        80                        
AAD-12 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH                        
       .: .:    :.: : :: ..   .   :.                                
gi|203 AADLG---PTNAQPKRPYLSFDHKHKNPTETDVVEVLKKLCSEITEPQASIETSFTFQKL 
             260       270       280       290       300       310  
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.6  bits: 18.6 E():   85 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (32-78:71-117) 
 
              10        20        30        40        50        60  
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|473 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
              70        80                                          
AAD-12 VKVHPETGRPSLLIGRHAH                                          
        . .:. ..:.  :...                                            
gi|473 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A-II   (291 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.4  bits: 18.6 E():   87 
Smith-Waterman score: 43; 19.1% identity (53.2% similar) in 47 aa overlap (32-78:71-117) 
 
              10        20        30        40        50        60  
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . : .     : .:  
gi|170 QVPLVQEQQFQGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQPFRPQQPY 
               50        60        70        80        90       100 
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              70        80                                          
AAD-12 VKVHPETGRPSLLIGRHAH                                          
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQILQQILQQQLIPCRDVVLQQHNIAHGSSQV 
              110       120       130       140       150       160 
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.4  bits: 18.0 E():   87 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (28-53:76-100) 
 
                  10        20        30        40        50        
AAD-12    CFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDI 
          50        60        70        80         90       100     
 
        60        70        80                                      
AAD-12 LRPLVKVHPETGRPSLLIGRHAH                                      
                                                                    
gi|549 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.4  bits: 18.0 E():   87 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (28-53:76-100) 
 
                  10        20        30        40        50        
AAD-12    CFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
        60        70        80                                      
AAD-12 LRPLVKVHPETGRPSLLIGRHAH                                      
                                                                    
gi|549 AKYPVGQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos tauru  (172 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.8 E():   88 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (20-41:49-70) 
 
                          10        20        30        40          
AAD-12            CFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
       20        30        40        50        60        70         
 
      50        60        70        80                              
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAH                              
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
       80        90       100       110       120       130         
 
>>gi|3121755|sp|P81216.1|ALL21_HORSE RecName: Full=Dande  (29 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 67.2  bits: 15.2 E():   89 
Smith-Waterman score: 30; 33.3% identity (50.0% similar) in 18 aa overlap (33-50:5-22) 
 
             10        20        30        40        50        60   
AAD-12 ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLV 
                                     ::.  . : .:     ::             
gi|312                           SQXPQSETDYSQLSGEWNTIYGAASNIXK      
                                         10        20               
 
             70        80 
AAD-12 KVHPETGRPSLLIGRHAH 
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.2  bits: 18.0 E():   90 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (28-53:81-105) 
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                  10        20        30        40        50        
AAD-12    CFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|115 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
               60        70        80         90       100          
 
        60        70        80                                      
AAD-12 LRPLVKVHPETGRPSLLIGRHAH                                      
                                                                    
gi|115 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
     110       120       130       140       150       160          
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.0  bits: 19.1 E():   92 
Smith-Waterman score: 45; 43.8% identity (81.2% similar) in 16 aa overlap (4-19:217-232) 
 
                                          10        20        30    
AAD-12                            CFADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     :...: .:::  :.:.               
gi|144 AEVYQKLKALAKKTYGQSAGNVGDEGGVAPDIQTAEEALDLITKAIEEAGYTGKIKIAMD 
        190       200       210       220       230       240       
 
            40        50        60        70        80              
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH              
                                                                    
gi|144 VASSEFYKADEKKYDLDFKNPDSDKSKWLTYEQLAEMYKSLAEKYPIVSIEDPFAEDDWE 
        250       260       270       280       290       300       
 
>>gi|21673|emb|CAA35238.1| unnamed protein product [Trit  (307 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.9  bits: 18.6 E():   92 
Smith-Waterman score: 43; 22.0% identity (50.0% similar) in 50 aa overlap (29-78:86-131) 
 
                 10        20        30        40        50         
AAD-12   CFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
                                     : : : .: . :      . : .     :  
gi|216 PFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQLPYPQPQ----LPYPQPQPFRPQ 
          60        70        80        90           100       110  
 
       60        70        80                                       
AAD-12 RPLVKVHPETGRPSLLIGRHAH                                       
       .:  . .:. ..:.  :...                                         
gi|216 QPYPQSQPQYSQPQQPISQQQQQQQQQQQQKQQQQQQQQILQQILQQQLIPCRDVVLQQH 
             120       130       140       150       160       170  
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 66.9  bits: 14.7 E():   93 
Smith-Waterman score: 28; 36.4% identity (72.7% similar) in 11 aa overlap (40-50:6-16) 
 
      10        20        30        40        50        60          
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG 
                                     ..:. : .: :                    
gi|463                          DFVDAHNAARAQVGVGPVHWT               
                                        10        20                
 
      70        80 
AAD-12 RPSLLIGRHAH 
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.5 E():   94 
Smith-Waterman score: 39; 85.7% identity (100.0% similar) in 7 aa overlap (10-16:72-78) 
 
                                    10        20        30          
AAD-12                      CFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     ::.::::                        
gi|145 EIVEGNGGPGTVKKVTAVEDGKTSYVLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFK 
              50        60        70        80        90       100  
 
      40        50        60        70        80            
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH            
                                                            
gi|145 TKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQKSQGIFKAIEGYVLSN 
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             110       120       130       140       150    
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.4  bits: 18.0 E():   98 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (28-53:99-123) 
 
                  10        20        30        40        50        
AAD-12    CFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|162 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
        60        70        80                                      
AAD-12 LRPLVKVHPETGRPSLLIGRHAH                                      
                                                                    
gi|162 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.4  bits: 18.0 E():   98 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (28-53:99-123) 
 
                  10        20        30        40        50        
AAD-12    CFADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|856 KEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
        60        70        80                                      
AAD-12 LRPLVKVHPETGRPSLLIGRHAH                                      
                                                                    
gi|856 AKYQVGQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYTQMVWAN 
       130       140       150       160       170       180        
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:53 2011 done: Fri Jan 21 00:02:53 2011 
 Total Scan time:  0.060 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 138  - 217 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     0     2:* 
  32     1     8:= * 
  34     2    22:=      * 
  36    20    44:=======       * 
  38    44    73:===============         * 
  40   111   102:=================================*=== 
  42    81   125:===========================              * 
  44   135   138:=============================================* 
  46   138   140:==============================================* 
  48   125   134:==========================================  * 
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  50   103   122:===================================     * 
  52   150   108:===================================*============== 
  54   130    92:==============================*============= 
  56    99    77:=========================*======= 
  58    69    63:====================*== 
  60    52    51:================*= 
  62    51    41:=============*=== 
  64    40    33:==========*=== 
  66    24    26:========* 
  68    14    20:===== * 
  70    17    16:=====* 
  72    18    12:===*== 
  74    22    10:===*==== 
  76     8     8:==* 
  78     8     6:=*= 
  80     5     5:=* 
  82     5     3:*= 
  84     5     3:*= 
  86     1     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     4     1:*= 
  92     0     1:*         :* 
  94     2     1:*         :*= 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.53660.00305; mu= 0.9576 0.158 
 mean_var=36.4310 8.844, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.212490 
 Kolmogorov-Smirnov  statistic: 0.1000 (N=29) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.050 
 
The best scores are:                                      opt bits E(1491) 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   67 25.9    0.77 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   58 23.4     1.3 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   57 23.0     2.9 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   57 23.0     2.9 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   52 21.6     4.5 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   59 23.4     5.1 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   52 21.6     5.2 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   52 21.6     5.2 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   52 21.6     5.2 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.5       6 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 19.1       8 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.7     8.6 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.7       9 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.7       9 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.7     9.2 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   56 22.4      11 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   56 22.4      14 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   56 22.4      14 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   52 21.3      15 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   53 21.6      15 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   53 21.6      15 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 21.3      15 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   54 21.8      17 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   51 21.0      17 
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gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 20.0      17 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 22.3      18 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 22.3      19 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 20.8      19 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.7      21 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.4      22 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.4      22 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.4      22 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   44 19.2      22 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   52 21.2      23 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   49 20.4      24 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   47 19.9      26 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 18.3      27 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 19.1      27 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   48 20.1      28 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 20.4      29 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   47 19.9      29 
gi|21757|emb|CAA26383.1| unnamed protein product [ ( 296)   48 20.1      31 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   48 20.1      32 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   43 18.8      33 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   50 20.6      33 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   47 19.8      36 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   43 18.8      36 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 19.8      36 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 19.8      36 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 19.8      36 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 19.8      36 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 19.8      36 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 19.8      36 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 19.8      36 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 19.8      36 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 19.8      36 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 19.8      36 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 19.8      36 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 19.8      36 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 19.8      36 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 19.8      36 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   49 20.3      37 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 15.6      39 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   45 19.3      41 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 19.0      42 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   46 19.5      44 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 20.8      45 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   46 19.5      45 
gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Veno ( 204)   44 19.0      46 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   44 19.0      46 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   44 19.0      46 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   49 20.3      47 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 17.9      47 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.9      47 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.7      48 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 20.0      49 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.9      50 
gi|56417506|gb|AAV90694.1| GE-rich salivary protei ( 266)   45 19.2      51 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   40 17.9      51 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 16.4      51 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 15.3      52 
gi|56417504|gb|AAV90693.1| 30 kDa salivary gland a ( 271)   45 19.2      52 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.8      52 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   47 19.7      52 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   40 17.9      53 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 19.5      57 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.2      60 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 14.2      60 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   43 18.7      60 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.9      60 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 17.9      62 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 17.9      63 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   40 17.9      65 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   40 17.9      65 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.6      66 
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gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   26 14.2      67 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   48 20.0      67 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   44 18.9      67 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   44 18.9      68 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   42 18.4      70 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   50 20.5      70 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   50 20.5      70 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.7      72 
gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A ( 262)   43 18.6      75 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   42 18.4      75 
gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betu (  21)   29 15.0      76 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   53 21.2      79 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   42 18.4      79 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   38 17.3      80 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   38 17.3      80 
gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   43 18.6      84 
gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A ( 291)   43 18.6      85 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   41 18.1      86 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   41 18.1      86 
gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos t ( 172)   40 17.8      86 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   41 18.1      88 
gi|3121755|sp|P81216.1|ALL21_HORSE RecName: Full=D (  29)   30 15.2      89 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   45 19.1      90 
gi|21673|emb|CAA35238.1| unnamed protein product [ ( 307)   43 18.6      90 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   39 17.5      92 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   39 17.5      93 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   28 14.7      93 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   41 18.0      97 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   41 18.0      97 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   39 17.5   1e 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  65 init1:  65 opt:  67  Z-score: 104.6  bits: 25.9 E(): 0.77 
Smith-Waterman score: 67; 24.2% identity (53.0% similar) in 66 aa overlap (10-72:314-379) 
 
                                    10           20        30       
AAD-12                      FADMRAAYDALDEATRALV---HQRSARHSLVYSQSKLG 
                                     : :: ..  :   : ..: .:. ..      
gi|113 VVNNNYDKWGSYAIGGSASPTILSQGNRFCAPDERSKKNVLGRHGEAAAESMKWNWRTNK 
           290       300       310       320       330       340    
 
         40        50        60        70        80          
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA          
        : . :. ... :.: . :: .    .  : :. .:                  
gi|113 DVLENGAIFVASGVDPVLTPEQSAGMIPAEPGESALSLTSSAGVLSCQPGAPC 
           350       360       370       380       390       
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  58 init1:  58 opt:  58  Z-score: 100.5  bits: 23.4 E():  1.3 
Smith-Waterman score: 58; 26.9% identity (57.7% similar) in 52 aa overlap (1-52:26-77) 
 
                                        10        20        30      
AAD-12                          FADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                :::      :.  . . :  ..:.   :.... .. 
gi|527 MVHHITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNV 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA                
        :::.:.. :   .: :                                            
gi|527 DHVQDAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAG 
               70        80        90       100       110       120 
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 94.2  bits: 23.0 E():  2.9 
Smith-Waterman score: 57; 29.3% identity (60.3% similar) in 58 aa overlap (2-54:93-149) 
 
                                                 10        20       
AAD-12                              FADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|144 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
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             70        80        90       100        110       120  
 
         30        40        50        60        70        80       
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA       
       .. :  .:. .: .:...:.. :  : :                                 
gi|144 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
             130       140       150       160       170       180  
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 94.1  bits: 23.0 E():  2.9 
Smith-Waterman score: 57; 29.3% identity (60.3% similar) in 58 aa overlap (2-54:97-153) 
 
                                                 10        20       
AAD-12                              FADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|622 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
         70        80        90       100       110        120      
 
         30        40        50        60        70        80       
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA       
       .. :  .:. .: .:...:.. :  : :                                 
gi|622 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
         130       140       150       160       170       180      
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 90.7  bits: 21.6 E():  4.5 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (3-43:11-50) 
 
                       10          20        30        40        50 
AAD-12         FADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                 :.:  .: :  ..:..:.   ....:.:.: : .: ....  :        
gi|160 GSQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQLDELNENKSKELQEKI 
               10        20           30        40        50        
 
               60        70        80                               
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHA                               
                                                                    
gi|160 IRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQ 
        60        70        80        90       100       110        
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  59  Z-score: 89.8  bits: 23.4 E():  5.1 
Smith-Waterman score: 59; 35.6% identity (60.0% similar) in 45 aa overlap (21-58:198-242) 
 
                         10        20        30              40     
AAD-12           FADMRAAYDALDEATRALVHQRSARHSLVYSQSKL------GHVQQAGSA 
                                     ::. :..:  .:. :      :  ..: .  
gi|303 LVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALAD 
       170       180       190       200       210       220        
 
           50         60        70        80                        
AAD-12 YIGYGMDT-TATPLRPLVKVHPETGRPSLLIGRHAHA                        
        .:.:::: ::  .:                                              
gi|303 VLGFGMDTETARKVRGEDDQRGHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICS 
       230       240       250       260       270       280        
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 89.6  bits: 21.6 E():  5.2 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (3-43:26-65) 
 
                                      10          20        30      
AAD-12                        FADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                                :.:  .: :  ..:..:.   ....:.:.: : .: 
gi|111 MKFAIVLIACFAASVLAQEHKPEKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
          40        50        60        70        80                
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA                
        ....  :                                                     
gi|111 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
        60        70        80        90       100       110        
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>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 89.6  bits: 21.6 E():  5.2 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (3-43:26-65) 
 
                                      10          20        30      
AAD-12                        FADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                                :.:  .: :  ..:..:.   ....:.:.: : .: 
gi|111 MKFAIVLIACFAASVLAQGHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
          40        50        60        70        80                
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA                
        ....  :                                                     
gi|111 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
        60        70        80        90       100       110        
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 89.6  bits: 21.6 E():  5.2 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (3-43:26-65) 
 
                                      10          20        30      
AAD-12                        FADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                                :.:  .: :  ..:..:.   ....:.:.: : .: 
gi|420 MKFAIVLIACFAASVLAQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
          40        50        60        70        80                
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA                
        ....  :                                                     
gi|420 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
        60        70        80        90       100       110        
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 88.5  bits: 21.5 E():    6 
Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (8-31:29-52) 
 
                                    10        20        30          
AAD-12                      FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                   : : :::  : .  ..: .: .::         
gi|144 KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLSDS 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA                    
                                                                    
gi|144 KVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAGGE 
               70        80        90       100       110       120 
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 86.3  bits: 19.1 E():    8 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (36-56:5-25) 
 
          10        20        30        40        50        60      
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     :.:..: :. .::  .  :.:          
gi|462                           AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKN 
                                         10        20        30     
 
          70        80 
AAD-12 ETGRPSLLIGRHAHA 
                       
gi|462 LNSA            
                       
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.7  bits: 22.7 E():  8.6 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (4-43:372-411) 
 
                                          10        20        30    
AAD-12                            FADMRAAYDALDEATRALVHQRSARHSLVYSQS 
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                                     . : :  : . .  . :  .  ::..:.   
gi|224 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             350       360       370       380       390       400  
 
            40        50        60        70        80              
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA              
         .::: . :                                                   
gi|224 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             410       420       430       440       450       460  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.3  bits: 22.7 E():    9 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (4-43:392-431) 
 
                                          10        20        30    
AAD-12                            FADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|199 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
            40        50        60        70        80              
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA              
         .::: . :                                                   
gi|199 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             430       440       450       460       470       480  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.3  bits: 22.7 E():    9 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (4-43:392-431) 
 
                                          10        20        30    
AAD-12                            FADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|571 GNRSPHIYDPQRWFTQNCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
            40        50        60        70        80              
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA              
         .::: . :                                                   
gi|571 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFA 
             430       440       450       460       470       480  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.2  bits: 22.7 E():  9.2 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (4-43:400-439) 
 
                                          10        20        30    
AAD-12                            FADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|213 RSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
     370       380       390       400       410       420          
 
            40        50        60        70        80              
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA              
         .::: . :                                                   
gi|213 GRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLA 
     430       440       450       460       470       480          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 84.1  bits: 22.4 E():   11 
Smith-Waterman score: 56; 28.9% identity (52.6% similar) in 38 aa overlap (6-43:371-408) 
 
                                        10        20        30      
AAD-12                          FADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :  : . .  ..:  .  ::..:      
gi|370 RSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGR 
              350       360       370       380       390       400 
 
          40        50        60        70        80                
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA                
       .::: . :                                                     
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gi|370 AHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGE 
              410       420       430       440       450       460 
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  56  Z-score: 81.8  bits: 22.4 E():   14 
Smith-Waterman score: 56; 27.8% identity (63.9% similar) in 36 aa overlap (21-56:539-574) 
 
                         10        20        30        40        50 
AAD-12           FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.:.. .   . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYP 
      510       520       530       540       550       560         
 
               60        70        80                               
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHA                               
        ..  :                                                       
gi|217 TSVQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQP 
      570       580       590       600       610       620         
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 81.6  bits: 22.4 E():   14 
Smith-Waterman score: 56; 25.0% identity (63.9% similar) in 36 aa overlap (21-56:551-586) 
 
                         10        20        30        40        50 
AAD-12           FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.... . . . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYP 
              530       540       550       560       570       580 
 
               60        70        80                               
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHA                               
        .   :                                                       
gi|217 TSLQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQP 
              590       600       610       620       630       640 
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 81.5  bits: 21.3 E():   15 
Smith-Waterman score: 52; 28.3% identity (56.7% similar) in 60 aa overlap (17-76:232-276) 
 
                             10        20        30        40       
AAD-12               FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                     : .:  :. ::....:..  . ::       
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIH--SVVHSIIMQQQQQQQQQQ------ 
             210       220       230         240       250          
 
         50        60        70        80                           
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA                           
         :.:     . :: . : ..:. ::. :.                               
gi|170 --GIDI----FLPLSQ-HEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYV 
                 260        270       280       290       300       
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 81.3  bits: 21.6 E():   15 
Smith-Waterman score: 53; 19.7% identity (51.5% similar) in 66 aa overlap (10-72:315-380) 
 
                                    10        20           30       
AAD-12                      FADMRAAYDALDEATRALVHQRS---ARHSLVYSQSKLG 
                                     : :.  .  :  :.   : .:....  .   
gi|166 VVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDK 
          290       300       310       320       330       340     
 
         40        50        60        70        80          
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA          
        . . :. ..  : : . ::..    .  : :. ..                  
gi|166 DLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTSSAGVFSCRPGAPC 
          350       360       370       380       390        
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 81.3  bits: 21.6 E():   15 
Smith-Waterman score: 53; 19.7% identity (51.5% similar) in 66 aa overlap (10-72:315-380) 
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                                    10        20           30       
AAD-12                      FADMRAAYDALDEATRALVHQRS---ARHSLVYSQSKLG 
                                     : :.  .  :  :.   : .:....  .   
gi|113 VVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDK 
          290       300       310       320       330       340     
 
         40        50        60        70        80          
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA          
        . . :. ..  : : . ::..    .  : :. ..                  
gi|113 DLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTSSAGVFSCHPGAPC 
          350       360       370       380       390        
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.1  bits: 21.3 E():   15 
Smith-Waterman score: 52; 40.0% identity (56.0% similar) in 25 aa overlap (43-67:25-49) 
 
             20        30        40        50        60        70   
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                                     .:  ::.  : :::  : . . : :      
gi|249       MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPA 
                     10        20        30        40        50     
 
             80                                                     
AAD-12 LIGRHAHA                                                     
                                                                    
gi|249 TPAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGL 
           60        70        80        90       100       110     
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 80.3  bits: 21.8 E():   17 
Smith-Waterman score: 54; 23.5% identity (54.4% similar) in 68 aa overlap (6-73:426-489) 
 
                                        10        20        30      
AAD-12                          FADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     :  ....:   :.. :.  . .:    ..  
gi|258 AERGFFYRNGIYSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNH 
         400       410       420       430       440       450      
 
          40        50        60        70        80                
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA                
       : .::::.     :..  :   .  . ..  .:: :.:                       
gi|258 GVIQQAGN----QGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQISREQARQL 
         460           470       480       490       500       510  
 
gi|258 KYNRQETIALSSSQQRRAVV 
             520       530  
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 80.2  bits: 21.0 E():   17 
Smith-Waterman score: 51; 36.1% identity (55.6% similar) in 36 aa overlap (41-71:21-56) 
 
               20        30        40          50           60      
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGS--AYIGYGMDTTATP---LRPLVKVHP 
                                     :::  : .:::  : :.:     : . . : 
gi|330           MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAP 
                         10        20        30        40        50 
 
          70        80                                              
AAD-12 ETGRPSLLIGRHAHA                                              
         ..:.                                                       
gi|330 AGAEPAGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLS 
               60        70        80        90       100       110 
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.1  bits: 20.0 E():   17 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (4-20:14-30) 
 
                         10        20        30        40        50 
AAD-12           FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                    .: :.: .:.  .. .:                               
gi|219 MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLIIEIDAD 
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               10        20        30        40        50        60 
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 79.7  bits: 22.3 E():   18 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (31-48:283-300) 
 
               10        20        30        40        50        60 
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
               70        80                                         
AAD-12 VKVHPETGRPSLLIGRHAHA                                         
                                                                    
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 79.5  bits: 22.3 E():   19 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (31-48:289-306) 
 
               10        20        30        40        50        60 
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
 
               70        80                                         
AAD-12 VKVHPETGRPSLLIGRHAHA                                         
                                                                    
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 79.4  bits: 20.8 E():   19 
Smith-Waterman score: 50; 32.1% identity (57.1% similar) in 28 aa overlap (44-71:1-28) 
 
            20        30        40        50        60        70    
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::  : :.:    . . :  ..:.   
gi|295                               ADLGYGPATPAAPAAGYTPAAPAGAEPAGK 
                                             10        20        30 
 
            80                                                      
AAD-12 IGRHAHA                                                      
                                                                    
gi|295 ATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAE 
               40        50        60        70        80        90 
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.8  bits: 19.7 E():   21 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (4-21:126-143) 
 
                                          10        20        30    
AAD-12                            FADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . ::..::: :..: ...             
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG         
         100       110       120       130       140                
 
            40        50        60        70        80 
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA 
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.3  bits: 19.4 E():   22 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (46-63:24-41) 
 
          20        30        40        50        60        70      
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|121        MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSL 
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                      10        20        30        40        50    
 
          80                                                        
AAD-12 RHAHA                                                        
                                                                    
gi|121 STFKNTEIKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVV 
            60        70        80        90       100       110    
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.3  bits: 19.4 E():   22 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (46-63:24-41) 
 
          20        30        40        50        60        70      
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|144        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
          80                                                        
AAD-12 RHAHA                                                        
                                                                    
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.3  bits: 19.4 E():   22 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (46-63:24-41) 
 
          20        30        40        50        60        70      
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|379        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
          80                                                        
AAD-12 RHAHA                                                        
                                                                    
gi|379 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.2  bits: 19.2 E():   22 
Smith-Waterman score: 44; 50.0% identity (71.4% similar) in 14 aa overlap (49-62:19-32) 
 
       20        30        40        50        60        70         
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :.: ::  :. :.:                 
gi|135             MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFA 
                           10        20        30        40         
 
       80                                                           
AAD-12 HA                                                           
                                                                    
gi|135 KALEGKDVKDLLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGL 
       50        60        70        80        90       100         
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 77.9  bits: 21.2 E():   23 
Smith-Waterman score: 52; 24.3% identity (73.0% similar) in 37 aa overlap (11-46:143-179) 
 
                                   10        20        30           
AAD-12                     FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG-HVQ 
                                     .::   .:.: .. .. .::  .... .:. 
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
      40        50        60        70        80                    
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA                    
       . :...:                                                      
gi|215 NNGDVFILLVPNFVFVWTGKHSNRMERTTAIRVANDLKSELNRFKLSSVILEDGKEVEQT 
            180       190       200       210       220       230   
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>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 49; 21.9% identity (59.4% similar) in 32 aa overlap (22-53:179-210) 
 
                        10        20        30        40        50  
AAD-12          FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :.  .:.. .... :. ::      : :.. 
gi|219 MWQQSSCHVMQQQCCQQLSQIPEQSRYDAIRAITYSIILQEQQQGQSQQQQPQQSGQGVS 
      150       160       170       180       190       200         
 
              60        70        80                                
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHA                                
        .                                                           
gi|219 QSQQQSQQQLGQCSFQQPQQQLGQQPQQQQVQQGTFLQPHQIAHLEVMTSIALRTLPTMC 
      210       220       230       240       250       260         
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 77.0  bits: 19.9 E():   26 
Smith-Waterman score: 47; 44.0% identity (60.0% similar) in 25 aa overlap (1-22:74-98) 
 
                                             10           20        
AAD-12                               FADMRAAYDAL---DEATRALVHQRSARHS 
                                     .::. .  :.:   :   :::: ::      
gi|161 EFLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDL 
            50        60        70        80        90       100    
 
        30        40        50        60        70        80        
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA        
                                                                    
gi|161 GTLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIA 
           110       120       130       140       150       160    
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 76.6  bits: 18.3 E():   27 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (19-40:37-58) 
 
                           10        20        30        40         
AAD-12             FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
       50        60        70        80 
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHA 
                                        
gi|162 VPQLEIVPNS                       
         70                             
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.6  bits: 19.1 E():   27 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (46-66:25-45) 
 
          20        30        40        50        60        70      
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.:  .:  :          
gi|990       MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSL 
                     10        20        30        40        50     
 
          80                                                        
AAD-12 RHAHA                                                        
                                                                    
gi|990 STFKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVV 
           60        70        80        90       100       110     
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.3  bits: 20.1 E():   28 
Smith-Waterman score: 48; 25.6% identity (56.4% similar) in 39 aa overlap (27-65:87-125) 
 
                   10        20        30        40        50       
AAD-12     FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
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                                     : : . ..  . :.:.:  . :: .  ..  
gi|144 DLAEAPFQISLLKDYLIMKRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSS 
         60        70        80        90       100       110       
 
         60        70        80                                     
AAD-12 LRPLVKVHPETGRPSLLIGRHAHA                                     
           .::.:                                                    
gi|144 SYGDLKVKPIIQHESYEQDQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVDGDKVTIYG 
        120       130       140       150       160       170       
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.3  bits: 20.4 E():   29 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (41-57:200-216) 
 
               20        30        40        50        60        70 
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
               80                                                   
AAD-12 SLLIGRHAHA                                                   
                                                                    
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.2  bits: 19.9 E():   29 
Smith-Waterman score: 47; 33.3% identity (52.8% similar) in 36 aa overlap (1-36:159-191) 
 
                                             10        20        30 
AAD-12                               FADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :   . : ..::   :   :: .  :.:   
gi|136 TNTEKLPTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFEIR---HQLTQIHGLYR 
      130       140       150       160       170          180      
 
               40        50        60        70        80 
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA 
       :..: :                                             
gi|136 SSDKTGGYWKITMNDGSTYQSDLSKKFEYNTEKPPINIDEIKTIEAEIN  
         190       200       210       220       230      
 
>>gi|21757|emb|CAA26383.1| unnamed protein product [Trit  (296 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.7  bits: 20.1 E():   31 
Smith-Waterman score: 48; 21.3% identity (61.7% similar) in 47 aa overlap (10-56:200-246) 
 
                                    10        20        30          
AAD-12                      FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :. ....:.. ... :..   :: .: . : 
gi|217 SQVLQQSTYQPLQQLCCQQLWQIPEQSRCQAIHNVVHAIILHQQQRQQQPSSQVSLQQPQ 
     170       180       190       200       210       220          
 
      40        50        60        70        80                    
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA                    
       :   .  :. . .  .:                                            
gi|217 QQYPSGQGFFQPSQQNPQAQGSVQPQQLPQFEEIRNLALQTLPRMCNVYIPPYCSTTIAP 
     230       240       250       260       270       280          
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 75.3  bits: 20.1 E():   32 
Smith-Waterman score: 48; 25.0% identity (51.8% similar) in 56 aa overlap (19-71:3-56) 
 
               10        20        30        40        50           
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---L 
                         ::: ..  .:  . . ..    . .: .:::  : :.:     
gi|398                 MAVHQYTV--ALFLAVALVAGPAASYAADLGYGPATPAAPAAGY 
                                 10        20        30        40   
 
        60        70        80                                      
AAD-12 RPLVKVHPETGRPSLLIGRHAHA                                      
        : . . :  . :.                                               
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gi|398 TPATPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGAASN 
             50        60        70        80        90       100   
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 75.1  bits: 18.8 E():   33 
Smith-Waterman score: 43; 26.3% identity (57.9% similar) in 38 aa overlap (37-71:33-70) 
 
         10        20        30        40        50           60    
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVKV 
                                     ....:.::     .: :::   : : .. . 
gi|668 ASEAAAAAATPVAPTEGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPI 
             10        20        30        40        50        60   
 
            70        80                                            
AAD-12 HPETGRPSLLIGRHAHA                                            
         . .. :                                                     
gi|668 FADMAKKSPNVVFLKVDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKL 
             70        80        90       100       110       120   
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  49 init1:  49 opt:  50  Z-score: 75.1  bits: 20.6 E():   33 
Smith-Waterman score: 50; 27.0% identity (45.9% similar) in 74 aa overlap (7-76:48-119) 
 
                                       10            20        30   
AAD-12                         FADMRAAYDALDEATR----ALVHQRSARHSLVYSQ 
                                     :.:   :  :    :::..    ..:.  : 
gi|259 EWQQQDECQIDRLDALEPDNRVEYEAGTVEAWDPNHEQFRCAGVALVRHTIQPNGLLLPQ 
        20        30        40        50        60        70        
 
             40        50        60        70        80             
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA             
          ... :   .  : ::   . :  : .   :. :: .   ::                 
gi|259 --YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDI 
          80        90       100       110       120       130      
 
gi|259 IAIPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSR 
         140       150       160       170       180       190      
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.5  bits: 19.8 E():   36 
Smith-Waterman score: 47; 36.0% identity (76.0% similar) in 25 aa overlap (4-28:106-130) 
 
                                          10        20        30    
AAD-12                            FADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     ...: . :.:::.:  ... ::. :      
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
 
            40        50        60        70        80              
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA              
                                                                    
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.5  bits: 18.8 E():   36 
Smith-Waterman score: 43; 29.6% identity (66.7% similar) in 27 aa overlap (43-69:9-35) 
 
             20        30        40        50        60        70   
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                                     ::.    . ..:.  : .:.:. ..::    
gi|244                       MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQS 
                                     10        20        30         
 
             80                                                     
AAD-12 LIGRHAHA                                                     
                                                                    
gi|244 CQRQFEEQQRFRNCQRYVKQEVQRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQ 
       40        50        60        70        80        90         
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
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 initn:  42 init1:  42 opt:  47  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (44-71:1-31) 
 
            20        30        40        50           60        70 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
               80                                                   
AAD-12 SLLIGRHAHA                                                   
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (44-71:1-31) 
 
            20        30        40        50           60        70 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
               80                                                   
AAD-12 SLLIGRHAHA                                                   
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (44-71:1-31) 
 
            20        30        40        50           60        70 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
               80                                                   
AAD-12 SLLIGRHAHA                                                   
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (44-71:1-31) 
 
            20        30        40        50           60        70 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
               80                                                   
AAD-12 SLLIGRHAHA                                                   
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (44-71:1-31) 
 
            20        30        40        50           60        70 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
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                                             10        20        30 
 
               80                                                   
AAD-12 SLLIGRHAHA                                                   
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (44-71:1-31) 
 
            20        30        40        50           60        70 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
               80                                                   
AAD-12 SLLIGRHAHA                                                   
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (44-71:1-31) 
 
            20        30        40        50           60        70 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
               80                                                   
AAD-12 SLLIGRHAHA                                                   
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (44-71:1-31) 
 
            20        30        40        50           60        70 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
               80                                                   
AAD-12 SLLIGRHAHA                                                   
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (44-71:1-31) 
 
            20        30        40        50           60        70 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
               80                                                   
AAD-12 SLLIGRHAHA                                                   
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
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>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (44-71:1-31) 
 
            20        30        40        50           60        70 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
               80                                                   
AAD-12 SLLIGRHAHA                                                   
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (44-71:1-31) 
 
            20        30        40        50           60        70 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
               80                                                   
AAD-12 SLLIGRHAHA                                                   
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (44-71:1-31) 
 
            20        30        40        50           60        70 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
               80                                                   
AAD-12 SLLIGRHAHA                                                   
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (44-71:1-31) 
 
            20        30        40        50           60        70 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
               80                                                   
AAD-12 SLLIGRHAHA                                                   
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (44-71:1-31) 
 
            20        30        40        50           60        70 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
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                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
               80                                                   
AAD-12 SLLIGRHAHA                                                   
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.1  bits: 20.3 E():   37 
Smith-Waterman score: 49; 36.7% identity (66.7% similar) in 30 aa overlap (16-45:43-72) 
 
                              10        20        30        40      
AAD-12                FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.. . .:: . : : ..::..  : : : 
gi|558 RVRSGGHDYEGLSYRSLQPENFAVVDLNQMRAVLVDGKARTAWVDSGAQLGELYYAISKY 
             20        30        40        50        60        70   
 
          50        60        70        80                          
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA                          
                                                                    
gi|558 SRTLAFPAGVCPTIGVGGNLAGGGFGMLLRKYGIAAENVIDVKLVDANGKLHDKKSMGDD 
             80        90       100       110       120       130   
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 73.8  bits: 15.6 E():   39 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (24-38:1-15) 
 
               10        20        30        40        50        60 
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                              :: . : : ..::..                       
gi|323                        ARTAWVDSGAQLGELSY                     
                                      10                            
 
               70        80 
AAD-12 VKVHPETGRPSLLIGRHAHA 
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 73.5  bits: 19.3 E():   41 
Smith-Waterman score: 45; 22.0% identity (53.7% similar) in 41 aa overlap (42-79:62-102) 
 
              20        30        40        50        60            
AAD-12 DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE---TG 
                                     :..:.: . .. :     . . . .   .: 
gi|201 DATPVLDVAGKELDSRLSYRIISTFWGALGGDVYLGKSPNSDAPCANGIFRYNSDVGPSG 
              40        50        60        70        80        90  
 
       70        80                                                 
AAD-12 RPSLLIGRHAHA                                                 
        :  .::  .:                                                  
gi|201 TPVRFIGSSSHFGQGIFENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTI 
             100       110       120       130       140       150  
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.1  bits: 19.0 E():   42 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (21-36:46-61) 
 
                         10        20        30        40        50 
AAD-12           FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
               60        70        80                               
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHA                               
                                                                    
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
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>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 72.9  bits: 19.5 E():   44 
Smith-Waterman score: 46; 27.6% identity (60.3% similar) in 58 aa overlap (2-55:208-265) 
 
                                            10        20            
AAD-12                              FADMRAAYDALDEATRALVHQ--RSARHSLV 
                                     : .. :: :   :.  . .   ..:  . . 
gi|168 FTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAI 
       180       190       200       210       220       230        
 
      30        40          50        60        70        80 
AAD-12 YSQSKLGHVQQ--AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA 
        ..:.. .:.:  .:.: .. :  ::::                          
gi|168 TAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV          
       240       250       260       270       280           
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 72.8  bits: 20.8 E():   45 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (34-48:609-623) 
 
            10        20        30        40        50        60    
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
            70        80                                            
AAD-12 HPETGRPSLLIGRHAHA                                            
                                                                    
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 72.6  bits: 19.5 E():   45 
Smith-Waterman score: 46; 27.6% identity (60.3% similar) in 58 aa overlap (2-55:217-274) 
 
                                            10        20            
AAD-12                              FADMRAAYDALDEATRALVHQ--RSARHSLV 
                                     : .. :: :   :.  . .   ..:  . . 
gi|330 FTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAI 
        190       200       210       220       230       240       
 
      30        40          50        60        70        80 
AAD-12 YSQSKLGHVQQ--AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA 
        ..:.. .:.:  .:.: .. :  ::::                          
gi|330 TAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV          
        250       260       270       280       290          
 
>>gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.5  bits: 19.0 E():   46 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (27-52:76-100) 
 
                   10        20        30        40        50       
AAD-12     FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
         60        70        80                                     
AAD-12 LRPLVKVHPETGRPSLLIGRHAHA                                     
                                                                    
gi|549 AKYQVGQNVALTGSTAAVYNDPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.5  bits: 19.0 E():   46 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (27-52:76-100) 
 
                   10        20        30        40        50       
AAD-12     FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
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gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
         60        70        80                                     
AAD-12 LRPLVKVHPETGRPSLLIGRHAHA                                     
                                                                    
gi|549 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 72.4  bits: 19.0 E():   46 
Smith-Waterman score: 44; 29.6% identity (77.8% similar) in 27 aa overlap (26-52:77-102) 
 
                    10        20        30        40        50      
AAD-12      FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::... .:... :. ..  .:: ::    
gi|549 LKVHNDFRQKVAKGLETRGNPGPQPPAKNMNNLVWND-ELANIAQVWASQCNYGHDTCKD 
         50        60        70        80         90       100      
 
          60        70        80                                    
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHA                                    
                                                                    
gi|549 TEKYPVGQNIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWA 
         110       120       130       140       150       160      
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.4  bits: 20.3 E():   47 
Smith-Waterman score: 49; 37.9% identity (62.1% similar) in 29 aa overlap (19-47:74-102) 
 
                           10        20        30        40         
AAD-12             FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     : .:.: .   ::.. :    : ::.:.:  
gi|112 NRIESEGGYIETWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGL 
            50        60        70        80        90       100    
 
       50        60        70        80                             
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHA                             
                                                                    
gi|112 IFPGCPSTYEEPAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTG 
           110       120       130       140       150       160    
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.4  bits: 17.9 E():   47 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (31-48:26-43) 
 
               10        20        30        40        50        60 
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : .. :. :: :..  ::             
gi|897      EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQ 
                    10        20        30        40        50      
 
               70        80                           
AAD-12 VKVHPETGRPSLLIGRHAHA                           
                                                      
gi|897 QGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
          60        70        80        90       100  
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 72.3  bits: 15.9 E():   47 
Smith-Waterman score: 36; 44.0% identity (56.0% similar) in 25 aa overlap (35-59:2-24) 
 
           10        20        30        40        50        60     
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     ::..  :  :  : :. : :::  :      
gi|751                              DLGYAP-ATPAAPGAGY-TPATPAAP      
                                             10         20          
 
           70        80 
AAD-12 PETGRPSLLIGRHAHA 
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
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 initn:  41 init1:  41 opt:  43  Z-score: 72.2  bits: 18.7 E():   48 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (21-35:138-152) 
 
                         10        20        30        40        50 
AAD-12           FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
               60        70        80 
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHA 
                                      
gi|391 ASIDTILTKV                     
       170                            
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 72.0  bits: 20.0 E():   49 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (3-17:431-446) 
 
                                           10         20        30  
AAD-12                             FADMRAAYDALD-EATRALVHQRSARHSLVYS 
                                     :..: :::.: ...::               
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA               
              410       420       430       440                     
 
              40        50        60        70        80 
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA 
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 71.9  bits: 15.9 E():   50 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (53-59:5-11) 
 
             30        40        50        60        70        80 
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA 
                                     : .:.::                      
gi|751                           TKSQTHVPIRPNKLVLKVQKDRATN        
                                         10        20             
 
>>gi|56417506|gb|AAV90694.1| GE-rich salivary protein 30  (266 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.8  bits: 19.2 E():   51 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (21-51:183-213) 
 
                         10        20        30        40        50 
AAD-12           FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
            160       170       180       190       200       210   
 
               60        70        80                         
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHA                         
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
            220       230       240       250       260       
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.7  bits: 17.9 E():   51 
Smith-Waterman score: 40; 25.0% identity (70.0% similar) in 20 aa overlap (2-21:42-61) 
 
                                            10        20        30  
AAD-12                              FADMRAAYDALDEATRALVHQRSARHSLVYS 
                                     :: . ... ::.   ....:           
gi|207 IDAALESVKAAGSFNYKIFFQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNF 
              20        30        40        50        60        70  
 
              40        50        60        70        80 
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA 
                                                         
gi|207 RASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVKA            
              80        90       100                     
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
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 initn:  34 init1:  34 opt:  34  Z-score: 71.6  bits: 16.4 E():   51 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (36-56:5-25) 
 
          10        20        30        40        50        60      
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     :.: .: :  : : .   :.:          
gi|462                           TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXL 
                                         10        20        30     
 
          70        80 
AAD-12 ETGRPSLLIGRHAHA 
                       
gi|462 SSA             
                       
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 71.6  bits: 15.3 E():   52 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (50-57:10-17) 
 
      20        30        40        50        60        70          
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH 
                                     :.:  :::                       
gi|244                      IGNEDCTPWMSTLITPLP                      
                                    10                              
 
      80 
AAD-12 A 
 
>>gi|56417504|gb|AAV90693.1| 30 kDa salivary gland aller  (271 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.6  bits: 19.2 E():   52 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (21-51:188-218) 
 
                         10        20        30        40        50 
AAD-12           FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
       160       170       180       190       200       210        
 
               60        70        80                         
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHA                         
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
       220       230       240       250       260       270  
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 71.5  bits: 15.8 E():   52 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (65-75:10-20) 
 
           40        50        60        70        80  
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA  
                                     :.:  :..: :       
gi|147                      AKITFTNNXPNTVWPGILTGFGQKPQ 
                                    10        20       
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.5  bits: 19.7 E():   52 
Smith-Waterman score: 47; 25.7% identity (51.4% similar) in 35 aa overlap (38-72:341-375) 
 
        10        20        30        40        50        60        
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ..  :.: . :: .    .  :  
gi|113 ASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMIPAEP 
              320       330       340       350       360       370 
 
        70        80          
AAD-12 GRPSLLIGRHAHA          
       :.  :                  
gi|113 GEAVLRLTSSAGVLSCQPGAPC 
              380       390   
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
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 initn:  40 init1:  40 opt:  40  Z-score: 71.3  bits: 17.9 E():   53 
Smith-Waterman score: 40; 25.6% identity (59.0% similar) in 39 aa overlap (18-56:54-92) 
 
                            10        20        30        40        
AAD-12              FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     :. . : . . : : .  : . ..:.:  : 
gi|117 KAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAG 
            30        40        50        60        70        80    
 
        50        60        70        80 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA 
        . .. :.:                         
gi|117 GSAQAEAAPEAAKEEEKEESDEDMGFGLFD    
            90       100       110       
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.9  bits: 19.5 E():   57 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (46-55:284-293) 
 
          20        30        40        50        60        70      
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
          80                                  
AAD-12 RHAHA                                  
                                              
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (53-60:34-41) 
 
             30        40        50        60        70        80   
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA   
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 70.4  bits: 14.2 E():   60 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (16-20:2-6) 
 
               10        20        30        40        50        60 
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                      : :::                                         
gi|463               DRNLVHSATR                                     
                             10                                     
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.3  bits: 18.7 E():   60 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (35-68:31-64) 
 
           10        20        30        40        50        60     
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :. :  . :::..::  .     . ::    
gi|616 NEIAXAKIDLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCA 
               10        20        30        40        50        60 
 
           70        80                                             
AAD-12 PETGRPSLLIGRHAHA                                             
        . :                                                         
gi|616 SQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNK 
               70        80        90       100       110       120 
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
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 initn:  44 init1:  44 opt:  44  Z-score: 70.3  bits: 18.9 E():   60 
Smith-Waterman score: 44; 20.0% identity (52.5% similar) in 40 aa overlap (31-70:51-90) 
 
               10        20        30        40        50        60 
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|130 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               30        40        50        60        70        80 
 
               70        80                                         
AAD-12 VKVHPETGRPSLLIGRHAHA                                         
        . .:. ..:                                                   
gi|130 PQPQPQYSQPQEPISQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQS 
               90       100       110       120       130       140 
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.1  bits: 17.9 E():   62 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (19-40:6-27) 
 
               10        20        30        40        50        60 
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                         :.:.  ..  : :.  ::...:                     
gi|159              IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYKVPQLEIVPNSAE 
                            10        20        30        40        
 
               70        80                                         
AAD-12 VKVHPETGRPSLLIGRHAHA                                         
                                                                    
gi|159 ERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFXQFYQPDAYPSGAWYYVPLGTQYTDAP 
        50        60        70        80        90       100        
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (46-63:25-42) 
 
          20        30        40        50        60        70      
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  ..: ..:             
gi|144       MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSL 
                     10        20        30        40        50     
 
          80                                                        
AAD-12 RHAHA                                                        
                                                                    
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVE 
           60        70        80        90       100       110     
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.8  bits: 17.9 E():   65 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (9-37:101-129) 
 
                                     10        20        30         
AAD-12                       FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
       40        50        60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA 
                                                  
gi|273 RRRR                                       
                                                  
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.8  bits: 17.9 E():   65 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (9-37:101-129) 
 
                                     10        20        30         
AAD-12                       FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
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               80        90       100       110       120       130 
 
       40        50        60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA 
                                                  
gi|273 RRRR                                       
                                                  
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.7  bits: 17.6 E():   66 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (34-66:20-52) 
 
            10        20        30        40        50         60   
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT-TATPLRPLVK 
                                     : :  .. :  :   :.:. .:  :. : : 
gi|131            AFKGILSNADIKAAEAACFKEGSFDEDGF-YAKVGLDAFSADELKKLFK 
                          10        20         30        40         
 
             70        80                                           
AAD-12 VHPETGRPSLLIGRHAHA                                           
       .  :                                                         
gi|131 IADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDK 
       50        60        70        80        90       100         
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 69.5  bits: 14.2 E():   67 
Smith-Waterman score: 26; 50.0% identity (83.3% similar) in 6 aa overlap (70-75:1-6) 
 
      40        50        60        70        80 
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA 
                                     :.. ::      
gi|250                               PTITIGGPEYR 
                                             10  
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.5  bits: 20.0 E():   67 
Smith-Waterman score: 48; 22.9% identity (57.1% similar) in 35 aa overlap (12-46:339-373) 
 
                                  10        20        30        40  
AAD-12                    FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     ::  .:  . :  : . ...:.. : . .: 
gi|131 LLQPVSTPGEFELFFGAGGENPESFFKSFSDEILEAAFNTRRDRLQRIFGQQRQGVIVKA 
      310       320       330       340       350       360         
 
              50        60        70        80                      
AAD-12 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA                      
       .   .                                                        
gi|131 SEEQVRAMSRHEEGGIWPFGGESKGTINIYQQRPTHSNQYGQLHEVDASQYRQLRDLDLT 
      370       380       390       400       410       420         
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.5  bits: 18.9 E():   67 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (44-67:1-21) 
 
            20        30        40        50        60        70    
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::    :::  : .   : :       
gi|109                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
            80                                                      
AAD-12 IGRHAHA                                                      
                                                                    
gi|109 ADAAGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEP 
        30        40        50        60        70        80        
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (44-67:1-21) 
 
            20        30        40        50        60        70    
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AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::    :::  : .   : :       
gi|239                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
            80                                                      
AAD-12 IGRHAHA                                                      
                                                                    
gi|239 ADAAGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEP 
        30        40        50        60        70        80        
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.2  bits: 18.4 E():   70 
Smith-Waterman score: 42; 29.6% identity (70.4% similar) in 27 aa overlap (26-52:76-101) 
 
                    10        20        30        40        50      
AAD-12      FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::.. ..:... :  ..   :: ::    
gi|549 LKIHNDFRNKVARGLETRGNPGPQPPAKNMNNLVWN-NELANIAQIWASQCKYGHDTCKD 
          50        60        70        80         90       100     
 
          60        70        80                                    
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHA                                    
                                                                    
gi|549 TTKYNVGQNIAVSSSTAAVYENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWA 
          110       120       130       140       150       160     
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 69.1  bits: 20.5 E():   70 
Smith-Waterman score: 50; 28.9% identity (60.5% similar) in 38 aa overlap (3-40:827-864) 
 
                                           10        20        30   
AAD-12                             FADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     ...:: :  :.:   :   :. ..: : .. 
gi|377 NEKVKVYKRQMQEQEGMSQQNLTRVRRFQRELEAAEDRADQAESNLSFIRAKHRSWVTTS 
        800       810       820       830       840       850       
 
             40        50        60        70        80 
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA 
       .  : ..:                                         
gi|377 QVPGGTRQVFTTQEETTNY                              
        860       870                                   
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 69.1  bits: 20.5 E():   70 
Smith-Waterman score: 58; 34.8% identity (60.9% similar) in 46 aa overlap (22-66:4-44) 
 
               10        20        30        40        50           
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA-TPLRP 
                            :::..  .:..:. ::   .:.  : :: :  : : :.  
gi|219                   MAARSAKY--MYQSSRAGH---GGDISIEYGTDLGALTRLED 
                                   10           20        30        
 
      60        70        80                                        
AAD-12 LVKVHPETGRPSLLIGRHAHA                                        
        ...  :                                                      
gi|219 KIRLLSEDLESERELRQRVEREKSDITVQLMNLTERLEETEGSSESVTEMNKKRDSELAK 
        40        50        60        70        80        90        
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 68.9  bits: 19.7 E():   72 
Smith-Waterman score: 47; 33.3% identity (66.7% similar) in 36 aa overlap (7-41:123-158) 
 
                                       10         20        30      
AAD-12                         FADMRAAYDALD-EATRALVHQRSARHSLVYSQSKL 
                                     :. ..: .  ::.: . .:: . : : ..: 
gi|558 VCGRRHGVRIRVRSGGHDYEGLSYRSERPEAFAVVDLNKMRAVVVDGKARTAWVDSGAQL 
            100       110       120       130       140       150   
 
          40        50        60        70        80                
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA                
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       :..  :                                                       
gi|558 GELYYAIAKNSPVLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGT 
            160       170       180       190       200       210   
 
>>gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A-I [  (262 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.6  bits: 18.6 E():   75 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (31-77:71-117) 
 
               10        20        30        40        50        60 
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
               70        80                                         
AAD-12 VKVHPETGRPSLLIGRHAHA                                         
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.6  bits: 18.4 E():   75 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (14-47:71-104) 
 
                                10        20        30        40    
AAD-12                  FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 
                                     :   :: .:.: .   ::..      : :  
gi|221 AQRPDNRIESEGGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGR 
               50        60        70        80        90       100 
 
            50        60        70        80                        
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA                        
       .:.:                                                         
gi|221 GYFGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQKVHRFDEGDLIAV 
              110       120       130       140       150       160 
 
>>gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betula p  (21 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 68.5  bits: 15.0 E():   76 
Smith-Waterman score: 29; 42.9% identity (50.0% similar) in 14 aa overlap (49-62:8-21) 
 
       20        30        40        50        60        70         
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :  :.  ::  : :                 
gi|309                        MRVFNYKGETTSLIPLARLFK                 
                                      10        20                  
 
       80 
AAD-12 HA 
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 68.2  bits: 21.2 E():   79 
Smith-Waterman score: 53; 23.7% identity (52.5% similar) in 59 aa overlap (13-71:225-280) 
 
                                 10        20        30        40   
AAD-12                   FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 
                                     :  ..:::. .    . : .  : . ...  
gi|203 ELMRHYMHPMDSDLSCRMTLKDKVVTEVDCEERHVLVHRSNKPVHMSYVKMMLKQNKDGV 
          200       210       220       230       240       250     
 
             50        60        70        80                       
AAD-12 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA                       
       .: .:    :.: : :: ..   .   :.                                
gi|203 AADLG---PTNAQPKRPYLSFDHKHKNPTETDVVEVLKKLCSEITEPQASIETSFTFQKL 
             260       270       280       290       300       310  
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 18.4 E():   79 
Smith-Waterman score: 42; 33.3% identity (71.4% similar) in 21 aa overlap (36-56:72-92) 
 
          10        20        30        40        50        60      
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
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                                     : ...: .::   : ...:.:          
gi|383 TASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEE 
              50        60        70        80        90       100  
 
          70        80                                              
AAD-12 ETGRPSLLIGRHAHA                                              
                                                                    
gi|383 EEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEEL 
             110       120       130       140       150       160  
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.1  bits: 17.3 E():   80 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (1-14:39-52) 
 
                                             10        20        30 
AAD-12                               FADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|191 TLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
               40        50        60        70        80 
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA 
                                                          
gi|191 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ       
       70        80        90       100       110         
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.1  bits: 17.3 E():   80 
Smith-Waterman score: 38; 50.0% identity (64.3% similar) in 14 aa overlap (1-14:39-52) 
 
                                             10        20        30 
AAD-12                               FADMRAAYDALDEATRALVHQRSARHSLVY 
                                     :::  .  ::. ::                 
gi|730 TLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGSVFGRLARI 
       10        20        30        40        50        60         
 
               40        50        60        70        80 
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA 
                                                          
gi|730 LGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ       
       70        80        90       100       110         
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.7  bits: 18.6 E():   84 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (31-77:71-117) 
 
               10        20        30        40        50        60 
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|473 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
               70        80                                         
AAD-12 VKVHPETGRPSLLIGRHAHA                                         
        . .:. ..:.  :...                                            
gi|473 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A-II   (291 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.6  bits: 18.6 E():   85 
Smith-Waterman score: 43; 19.1% identity (53.2% similar) in 47 aa overlap (31-77:71-117) 
 
               10        20        30        40        50        60 
AAD-12 FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . : .     : .:  
gi|170 QVPLVQEQQFQGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQPFRPQQPY 
               50        60        70        80        90       100 
 
               70        80                                         
AAD-12 VKVHPETGRPSLLIGRHAHA                                         
        . .:. ..:.  :...                                            

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 4925



 

 

gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQILQQILQQQLIPCRDVVLQQHNIAHGSSQV 
              110       120       130       140       150       160 
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.6  bits: 18.1 E():   86 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (27-52:76-100) 
 
                   10        20        30        40        50       
AAD-12     FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDI 
          50        60        70        80         90       100     
 
         60        70        80                                     
AAD-12 LRPLVKVHPETGRPSLLIGRHAHA                                     
                                                                    
gi|549 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.6  bits: 18.1 E():   86 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (27-52:76-100) 
 
                   10        20        30        40        50       
AAD-12     FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
         60        70        80                                     
AAD-12 LRPLVKVHPETGRPSLLIGRHAHA                                     
                                                                    
gi|549 AKYPVGQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos tauru  (172 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.8 E():   86 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (19-40:49-70) 
 
                           10        20        30        40         
AAD-12             FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
       20        30        40        50        60        70         
 
       50        60        70        80                             
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHA                             
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
       80        90       100       110       120       130         
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.3  bits: 18.1 E():   88 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (27-52:81-105) 
 
                   10        20        30        40        50       
AAD-12     FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|115 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
               60        70        80         90       100          
 
         60        70        80                                     
AAD-12 LRPLVKVHPETGRPSLLIGRHAHA                                     
                                                                    
gi|115 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
     110       120       130       140       150       160          
 
>>gi|3121755|sp|P81216.1|ALL21_HORSE RecName: Full=Dande  (29 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 67.2  bits: 15.2 E():   89 
Smith-Waterman score: 30; 33.3% identity (50.0% similar) in 18 aa overlap (32-49:5-22) 
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              10        20        30        40        50        60  
AAD-12 ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLV 
                                     ::.  . : .:     ::             
gi|312                           SQXPQSETDYSQLSGEWNTIYGAASNIXK      
                                         10        20               
 
              70        80 
AAD-12 KVHPETGRPSLLIGRHAHA 
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.2  bits: 19.1 E():   90 
Smith-Waterman score: 45; 43.8% identity (81.2% similar) in 16 aa overlap (3-18:217-232) 
 
                                           10        20        30   
AAD-12                             FADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     :...: .:::  :.:.               
gi|144 AEVYQKLKALAKKTYGQSAGNVGDEGGVAPDIQTAEEALDLITKAIEEAGYTGKIKIAMD 
        190       200       210       220       230       240       
 
             40        50        60        70        80             
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA             
                                                                    
gi|144 VASSEFYKADEKKYDLDFKNPDSDKSKWLTYEQLAEMYKSLAEKYPIVSIEDPFAEDDWE 
        250       260       270       280       290       300       
 
>>gi|21673|emb|CAA35238.1| unnamed protein product [Trit  (307 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.1  bits: 18.6 E():   90 
Smith-Waterman score: 43; 22.0% identity (50.0% similar) in 50 aa overlap (28-77:86-131) 
 
                  10        20        30        40        50        
AAD-12    FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
                                     : : : .: . :      . : .     :  
gi|216 PFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQLPYPQPQ----LPYPQPQPFRPQ 
          60        70        80        90           100       110  
 
        60        70        80                                      
AAD-12 RPLVKVHPETGRPSLLIGRHAHA                                      
       .:  . .:. ..:.  :...                                         
gi|216 QPYPQSQPQYSQPQQPISQQQQQQQQQQQQKQQQQQQQQILQQILQQQLIPCRDVVLQQH 
             120       130       140       150       160       170  
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  37 init1:  37 opt:  39  Z-score: 66.9  bits: 17.5 E():   92 
Smith-Waterman score: 43; 37.5% identity (55.0% similar) in 40 aa overlap (37-76:79-114) 
 
         10        20        30        40        50        60       
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
                                     :. . :.  :  : : ::. .  . :  :  
gi|160 LGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGN--ITVGEDGTAA-INIVDKQIPL 
       50        60        70        80          90        100      
 
         70        80                                   
AAD-12 TGRPSLLIGRHAHA                                   
       :: :  .:::                                       
gi|160 TG-PHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          110       120       130       140       150   
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.5 E():   93 
Smith-Waterman score: 39; 85.7% identity (100.0% similar) in 7 aa overlap (9-15:72-78) 
 
                                     10        20        30         
AAD-12                       FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     ::.::::                        
gi|145 EIVEGNGGPGTVKKVTAVEDGKTSYVLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFK 
              50        60        70        80        90       100  
 
       40        50        60        70        80           
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA           
                                                            
gi|145 TKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQKSQGIFKAIEGYVLSN 
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             110       120       130       140       150    
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 66.9  bits: 14.7 E():   93 
Smith-Waterman score: 28; 36.4% identity (72.7% similar) in 11 aa overlap (39-49:6-16) 
 
       10        20        30        40        50        60         
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG 
                                     ..:. : .: :                    
gi|463                          DFVDAHNAARAQVGVGPVHWT               
                                        10        20                
 
       70        80 
AAD-12 RPSLLIGRHAHA 
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.6  bits: 18.0 E():   97 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (27-52:99-123) 
 
                   10        20        30        40        50       
AAD-12     FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|856 KEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
         60        70        80                                     
AAD-12 LRPLVKVHPETGRPSLLIGRHAHA                                     
                                                                    
gi|856 AKYQVGQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.6  bits: 18.0 E():   97 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (27-52:99-123) 
 
                   10        20        30        40        50       
AAD-12     FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|162 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
         60        70        80                                     
AAD-12 LRPLVKVHPETGRPSLLIGRHAHA                                     
                                                                    
gi|162 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.3  bits: 17.5 E(): 1e 
Smith-Waterman score: 39; 36.8% identity (78.9% similar) in 19 aa overlap (10-28:129-147) 
 
                                    10        20        30          
AAD-12                      FADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     ..:.::.: :..  : ..:            
gi|215 GTDYQTYSIVAGCLDNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQS 
      100       110       120       130       140       150         
 
      40        50        60        70        80 
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA 
                                                 
gi|215 YCVQY                                     
      160                                        
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:53 2011 done: Fri Jan 21 00:02:53 2011 
 Total Scan time:  0.050 Total Display time:  0.050 
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Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 139  - 218 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     0     2:* 
  32     1     8:= * 
  34     3    22:=      * 
  36    36    44:============  * 
  38    39    73:=============           * 
  40    93   102:===============================  * 
  42    92   125:===============================          * 
  44   134   138:=============================================* 
  46   141   140:==============================================* 
  48   122   134:=========================================   * 
  50   110   122:=====================================   * 
  52   141   108:===================================*=========== 
  54   122    92:==============================*========== 
  56    87    77:=========================*=== 
  58    85    63:====================*======== 
  60    48    51:================* 
  62    53    41:=============*==== 
  64    44    33:==========*==== 
  66    26    26:========* 
  68    15    20:===== * 
  70    17    16:=====* 
  72    18    12:===*== 
  74    23    10:===*==== 
  76     5     8:==* 
  78     8     6:=*= 
  80     9     5:=*= 
  82     0     3:* 
  84     4     3:*= 
  86     2     2:* 
  88     5     2:*=         inset = represents 1 library sequences 
  90     1     1:* 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.71710.00312; mu= 0.0463 0.162 
 mean_var=37.2084 9.009, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.210258 
 Kolmogorov-Smirnov  statistic: 0.0926 (N=28) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
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Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   67 25.7    0.85 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   56 22.7     2.1 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   57 22.9     3.1 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   57 22.9     3.2 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   52 21.5     4.7 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   52 21.5     5.4 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   52 21.5     5.4 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   52 21.5     5.4 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   59 23.2     5.6 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.4     6.3 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 19.1     7.9 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.6     9.5 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.6     9.9 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.6     9.9 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.6      10 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   56 22.3      12 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   56 22.2      16 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   52 21.2      16 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   56 22.2      16 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   53 21.5      16 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   53 21.5      16 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 21.2      17 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 19.9      18 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   51 20.9      18 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   54 21.7      19 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 20.7      20 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 22.2      20 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 22.2      21 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.6      21 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.4      23 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.4      23 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.4      23 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   44 19.1      23 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   52 21.1      25 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   49 20.4      25 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 18.3      28 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 19.1      28 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   48 20.1      30 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 20.3      30 
gi|21757|emb|CAA26383.1| unnamed protein product [ ( 296)   48 20.0      32 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   46 19.5      34 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   43 18.8      34 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   48 20.0      34 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   50 20.5      36 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   43 18.7      37 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 15.7      37 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   47 19.8      38 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 19.7      38 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 19.7      38 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 19.7      38 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 19.7      38 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 19.7      38 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 19.7      38 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 19.7      38 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 19.7      38 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 19.7      38 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 19.7      38 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 19.7      38 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 19.7      38 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 19.7      38 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 19.7      38 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   49 20.2      40 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   45 19.2      43 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 19.0      44 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.9      45 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   45 19.2      46 
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gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   46 19.5      46 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 17.9      48 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.9      48 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   44 18.9      48 
gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Veno ( 204)   44 18.9      48 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   46 19.4      48 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   44 18.9      48 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 20.7      49 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 15.4      49 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.7      50 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.9      50 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 16.4      50 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   49 20.2      50 
gi|20797081|emb|CAC95152.1| parvalbumin beta prote ( 109)   40 17.9      52 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 19.9      53 
gi|56417506|gb|AAV90694.1| GE-rich salivary protei ( 266)   45 19.2      53 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   40 17.9      54 
gi|56417504|gb|AAV90693.1| 30 kDa salivary gland a ( 271)   45 19.2      54 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   47 19.7      56 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 14.4      56 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 19.4      60 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.1      61 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   26 14.3      62 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   41 18.1      63 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   43 18.6      63 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.9      63 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 17.9      63 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 17.9      65 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   40 17.8      66 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   40 17.8      66 
gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Par ( 113)   39 17.6      67 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   44 18.8      71 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   44 18.8      71 
gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betu (  21)   29 15.0      72 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   48 19.8      72 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   42 18.3      72 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   50 20.3      77 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   50 20.3      77 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.6      77 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   42 18.3      78 
gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A ( 262)   43 18.6      79 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   42 18.3      82 
gi|3121755|sp|P81216.1|ALL21_HORSE RecName: Full=D (  29)   30 15.3      86 
gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   43 18.5      87 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   53 21.1      88 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   41 18.0      88 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   41 18.0      88 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   28 14.7      88 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   44 18.8      89 
gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos t ( 172)   40 17.8      89 
gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A ( 291)   43 18.5      89 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   44 18.8      89 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   26 14.2      90 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   41 18.0      91 
gi|21673|emb|CAA35238.1| unnamed protein product [ ( 307)   43 18.5      95 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   39 17.5      95 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   43 18.5      95 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   45 19.0      95 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  65 init1:  65 opt:  67  Z-score: 103.7  bits: 25.7 E(): 0.85 
Smith-Waterman score: 67; 24.2% identity (53.0% similar) in 66 aa overlap (9-71:314-379) 
 
                                     10           20        30      
AAD-12                       ADMRAAYDALDEATRALV---HQRSARHSLVYSQSKLG 
                                     : :: ..  :   : ..: .:. ..      
gi|113 VVNNNYDKWGSYAIGGSASPTILSQGNRFCAPDERSKKNVLGRHGEAAAESMKWNWRTNK 
           290       300       310       320       330       340    
 
          40        50        60        70        80         
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI         

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 4931



 

 

        : . :. ... :.: . :: .    .  : :. .:                  
gi|113 DVLENGAIFVASGVDPVLTPEQSAGMIPAEPGESALSLTSSAGVLSCQPGAPC 
           350       360       370       380       390       
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  50 init1:  50 opt:  56  Z-score: 96.8  bits: 22.7 E():  2.1 
Smith-Waterman score: 56; 29.5% identity (63.6% similar) in 44 aa overlap (12-51:34-77) 
 
                                  10        20            30        
AAD-12                    ADMRAAYDALDEATRALVHQRSARHS----LVYSQSKLGHV 
                                     .:   . .: :..::    :.... .. :: 
gi|527 HITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHV 
            10        20        30        40        50        60    
 
        40        50        60        70        80                
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI                
       :.:.. :   .: :                                             
gi|527 QDAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
            70        80        90       100       110       120  
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 93.7  bits: 22.9 E():  3.1 
Smith-Waterman score: 57; 29.3% identity (60.3% similar) in 58 aa overlap (1-53:93-149) 
 
                                                  10        20      
AAD-12                               ADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|144 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
             70        80        90       100        110       120  
 
          30        40        50        60        70        80      
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI      
       .. :  .:. .: .:...:.. :  : :                                 
gi|144 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
             130       140       150       160       170       180  
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 93.5  bits: 22.9 E():  3.2 
Smith-Waterman score: 57; 29.3% identity (60.3% similar) in 58 aa overlap (1-53:97-153) 
 
                                                  10        20      
AAD-12                               ADMRAA-----YDALDEATRALVHQRSARH 
                                     .:.:::     ::: :: ..    .   .. 
gi|622 AISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKE 
         70        80        90       100       110        120      
 
          30        40        50        60        70        80      
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI      
       .. :  .:. .: .:...:.. :  : :                                 
gi|622 TIPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREK 
         130       140       150       160       170       180      
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 90.4  bits: 21.5 E():  4.7 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (2-42:11-50) 
 
                        10          20        30        40          
AAD-12          ADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                 :.:  .: :  ..:..:.   ....:.:.: : .: ....  :        
gi|160 GSQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQLDELNENKSKELQEKI 
               10        20           30        40        50        
 
      50        60        70        80                              
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAI                              
                                                                    
gi|160 IRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQ 
        60        70        80        90       100       110        
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 89.3  bits: 21.5 E():  5.4 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (2-42:26-65) 
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                                       10          20        30     
AAD-12                         ADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                                :.:  .: :  ..:..:.   ....:.:.: : .: 
gi|111 MKFAIVLIACFAASVLAQEHKPEKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
           40        50        60        70        80               
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI               
        ....  :                                                     
gi|111 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
        60        70        80        90       100       110        
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 89.3  bits: 21.5 E():  5.4 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (2-42:26-65) 
 
                                       10          20        30     
AAD-12                         ADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                                :.:  .: :  ..:..:.   ....:.:.: : .: 
gi|111 MKFAIVLIACFAASVLAQGHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
           40        50        60        70        80               
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI               
        ....  :                                                     
gi|111 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
        60        70        80        90       100       110        
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 89.3  bits: 21.5 E():  5.4 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (2-42:26-65) 
 
                                       10          20        30     
AAD-12                         ADMRAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                                :.:  .: :  ..:..:.   ....:.:.: : .: 
gi|420 MKFAIVLIACFAASVLAQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
           40        50        60        70        80               
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI               
        ....  :                                                     
gi|420 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
        60        70        80        90       100       110        
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  59  Z-score: 89.1  bits: 23.2 E():  5.6 
Smith-Waterman score: 59; 35.6% identity (60.0% similar) in 45 aa overlap (20-57:198-242) 
 
                          10        20        30              40    
AAD-12            ADMRAAYDALDEATRALVHQRSARHSLVYSQSKL------GHVQQAGSA 
                                     ::. :..:  .:. :      :  ..: .  
gi|303 LVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALAD 
       170       180       190       200       210       220        
 
            50         60        70        80                       
AAD-12 YIGYGMDT-TATPLRPLVKVHPETGRPSLLIGRHAHAI                       
        .:.:::: ::  .:                                              
gi|303 VLGFGMDTETARKVRGEDDQRGHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICS 
       230       240       250       260       270       280        
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 88.1  bits: 21.4 E():  6.3 
Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (7-30:29-52) 
 
                                     10        20        30         
AAD-12                       ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                   : : :::  : .  ..: .: .::         
gi|144 KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLSDS 
               10        20        30        40        50        60 
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       40        50        60        70        80                   
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI                   
                                                                    
gi|144 KVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAGGE 
               70        80        90       100       110       120 
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 86.3  bits: 19.1 E():  7.9 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (35-55:5-25) 
 
           10        20        30        40        50        60     
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     :.:..: :. .::  .  :.:          
gi|462                           AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKN 
                                         10        20        30     
 
           70        80 
AAD-12 ETGRPSLLIGRHAHAI 
                        
gi|462 LNSA             
                        
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.9  bits: 22.6 E():  9.5 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (3-42:372-411) 
 
                                           10        20        30   
AAD-12                             ADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|224 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             350       360       370       380       390       400  
 
             40        50        60        70        80             
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI             
         .::: . :                                                   
gi|224 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             410       420       430       440       450       460  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.6  bits: 22.6 E():  9.9 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (3-42:392-431) 
 
                                           10        20        30   
AAD-12                             ADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|199 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
             40        50        60        70        80             
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI             
         .::: . :                                                   
gi|199 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             430       440       450       460       470       480  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.6  bits: 22.6 E():  9.9 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (3-42:392-431) 
 
                                           10        20        30   
AAD-12                             ADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|571 GNRSPHIYDPQRWFTQNCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
             40        50        60        70        80             
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI             
         .::: . :                                                   
gi|571 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFA 
             430       440       450       460       470       480  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
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 initn:  57 init1:  57 opt:  57  Z-score: 84.4  bits: 22.6 E():   10 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (3-42:400-439) 
 
                                           10        20        30   
AAD-12                             ADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|213 RSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
     370       380       390       400       410       420          
 
             40        50        60        70        80             
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI             
         .::: . :                                                   
gi|213 GRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLA 
     430       440       450       460       470       480          
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 83.4  bits: 22.3 E():   12 
Smith-Waterman score: 56; 28.9% identity (52.6% similar) in 38 aa overlap (5-42:371-408) 
 
                                         10        20        30     
AAD-12                           ADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :  : . .  ..:  .  ::..:      
gi|370 RSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGR 
              350       360       370       380       390       400 
 
           40        50        60        70        80               
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI               
       .::: . :                                                     
gi|370 AHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGE 
              410       420       430       440       450       460 
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  56  Z-score: 81.1  bits: 22.2 E():   16 
Smith-Waterman score: 56; 27.8% identity (63.9% similar) in 36 aa overlap (20-55:539-574) 
 
                          10        20        30        40          
AAD-12            ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.:.. .   . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYP 
      510       520       530       540       550       560         
 
      50        60        70        80                              
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAI                              
        ..  :                                                       
gi|217 TSVQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQP 
      570       580       590       600       610       620         
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 80.9  bits: 21.2 E():   16 
Smith-Waterman score: 52; 28.3% identity (56.7% similar) in 60 aa overlap (16-75:232-276) 
 
                              10        20        30        40      
AAD-12                ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                     : .:  :. ::....:..  . ::       
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIH--SVVHSIIMQQQQQQQQQQ------ 
             210       220       230         240       250          
 
          50        60        70        80                          
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI                          
         :.:     . :: . : ..:. ::. :.                               
gi|170 --GIDI----FLPLSQ-HEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYV 
                 260        270       280       290       300       
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 80.9  bits: 22.2 E():   16 
Smith-Waterman score: 56; 25.0% identity (63.9% similar) in 36 aa overlap (20-55:551-586) 
 
                          10        20        30        40          
AAD-12            ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.... . . . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYP 
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              530       540       550       560       570       580 
 
      50        60        70        80                              
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAI                              
        .   :                                                       
gi|217 TSLQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQP 
              590       600       610       620       630       640 
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 80.7  bits: 21.5 E():   16 
Smith-Waterman score: 53; 19.7% identity (51.5% similar) in 66 aa overlap (9-71:315-380) 
 
                                     10        20           30      
AAD-12                       ADMRAAYDALDEATRALVHQRS---ARHSLVYSQSKLG 
                                     : :.  .  :  :.   : .:....  .   
gi|166 VVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDK 
          290       300       310       320       330       340     
 
          40        50        60        70        80         
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI         
        . . :. ..  : : . ::..    .  : :. ..                  
gi|166 DLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTSSAGVFSCRPGAPC 
          350       360       370       380       390        
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 80.7  bits: 21.5 E():   16 
Smith-Waterman score: 53; 19.7% identity (51.5% similar) in 66 aa overlap (9-71:315-380) 
 
                                     10        20           30      
AAD-12                       ADMRAAYDALDEATRALVHQRS---ARHSLVYSQSKLG 
                                     : :.  .  :  :.   : .:....  .   
gi|113 VVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDK 
          290       300       310       320       330       340     
 
          40        50        60        70        80         
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI         
        . . :. ..  : : . ::..    .  : :. ..                  
gi|113 DLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTSSAGVFSCHPGAPC 
          350       360       370       380       390        
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.6  bits: 21.2 E():   17 
Smith-Waterman score: 52; 40.0% identity (56.0% similar) in 25 aa overlap (42-66:25-49) 
 
              20        30        40        50        60        70  
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                                     .:  ::.  : :::  : . . : :      
gi|249       MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPA 
                     10        20        30        40        50     
 
              80                                                    
AAD-12 LIGRHAHAI                                                    
                                                                    
gi|249 TPAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGL 
           60        70        80        90       100       110     
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.8  bits: 19.9 E():   18 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (3-19:14-30) 
 
                          10        20        30        40          
AAD-12            ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                    .: :.: .:.  .. .:                               
gi|219 MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLIIEIDAD 
               10        20        30        40        50        60 
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 79.7  bits: 20.9 E():   18 
Smith-Waterman score: 51; 36.1% identity (55.6% similar) in 36 aa overlap (40-70:21-56) 
 
      10        20        30        40          50           60     
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AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGS--AYIGYGMDTTATP---LRPLVKVHP 
                                     :::  : .:::  : :.:     : . . : 
gi|330           MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAP 
                         10        20        30        40        50 
 
           70        80                                             
AAD-12 ETGRPSLLIGRHAHAI                                             
         ..:.                                                       
gi|330 AGAEPAGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLS 
               60        70        80        90       100       110 
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 79.6  bits: 21.7 E():   19 
Smith-Waterman score: 54; 23.5% identity (54.4% similar) in 68 aa overlap (5-72:426-489) 
 
                                         10        20        30     
AAD-12                           ADMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     :  ....:   :.. :.  . .:    ..  
gi|258 AERGFFYRNGIYSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNH 
         400       410       420       430       440       450      
 
           40        50        60        70        80               
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI               
       : .::::.     :..  :   .  . ..  .:: :.:                       
gi|258 GVIQQAGN----QGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQISREQARQL 
         460           470       480       490       500       510  
 
gi|258 KYNRQETIALSSSQQRRAVV 
             520       530  
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.9  bits: 20.7 E():   20 
Smith-Waterman score: 50; 32.1% identity (57.1% similar) in 28 aa overlap (43-70:1-28) 
 
             20        30        40        50        60        70   
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::  : :.:    . . :  ..:.   
gi|295                               ADLGYGPATPAAPAAGYTPAAPAGAEPAGK 
                                             10        20        30 
 
             80                                                     
AAD-12 IGRHAHAI                                                     
                                                                    
gi|295 ATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAE 
               40        50        60        70        80        90 
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 78.9  bits: 22.2 E():   20 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (30-47:283-300) 
 
                10        20        30        40        50          
AAD-12  ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
      60        70        80                                        
AAD-12 VKVHPETGRPSLLIGRHAHAI                                        
                                                                    
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 78.7  bits: 22.2 E():   21 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (30-47:289-306) 
 
                10        20        30        40        50          
AAD-12  ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
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      60        70        80                                        
AAD-12 VKVHPETGRPSLLIGRHAHAI                                        
                                                                    
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.6  bits: 19.6 E():   21 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (3-20:126-143) 
 
                                           10        20        30   
AAD-12                             ADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . ::..::: :..: ...             
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG         
         100       110       120       130       140                
 
             40        50        60        70        80 
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.1  bits: 19.4 E():   23 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (45-62:24-41) 
 
           20        30        40        50        60        70     
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|121        MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSL 
                      10        20        30        40        50    
 
           80                                                       
AAD-12 RHAHAI                                                       
                                                                    
gi|121 STFKNTEIKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVV 
            60        70        80        90       100       110    
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.1  bits: 19.4 E():   23 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (45-62:24-41) 
 
           20        30        40        50        60        70     
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|144        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
           80                                                       
AAD-12 RHAHAI                                                       
                                                                    
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.1  bits: 19.4 E():   23 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (45-62:24-41) 
 
           20        30        40        50        60        70     
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|379        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
           80                                                       
AAD-12 RHAHAI                                                       
                                                                    
gi|379 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.0  bits: 19.1 E():   23 
Smith-Waterman score: 44; 50.0% identity (71.4% similar) in 14 aa overlap (48-61:19-32) 
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        20        30        40        50        60        70        
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :.: ::  :. :.:                 
gi|135             MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFA 
                           10        20        30        40         
 
        80                                                          
AAD-12 HAI                                                          
                                                                    
gi|135 KALEGKDVKDLLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGL 
       50        60        70        80        90       100         
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 77.3  bits: 21.1 E():   25 
Smith-Waterman score: 52; 24.3% identity (73.0% similar) in 37 aa overlap (10-45:143-179) 
 
                                    10        20        30          
AAD-12                      ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG-HVQ 
                                     .::   .:.: .. .. .::  .... .:. 
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
       40        50        60        70        80                   
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI                   
       . :...:                                                      
gi|215 NNGDVFILLVPNFVFVWTGKHSNRMERTTAIRVANDLKSELNRFKLSSVILEDGKEVEQT 
            180       190       200       210       220       230   
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 49; 21.9% identity (59.4% similar) in 32 aa overlap (21-52:179-210) 
 
                         10        20        30        40        50 
AAD-12           ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :.  .:.. .... :. ::      : :.. 
gi|219 MWQQSSCHVMQQQCCQQLSQIPEQSRYDAIRAITYSIILQEQQQGQSQQQQPQQSGQGVS 
      150       160       170       180       190       200         
 
               60        70        80                               
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAI                               
        .                                                           
gi|219 QSQQQSQQQLGQCSFQQPQQQLGQQPQQQQVQQGTFLQPHQIAHLEVMTSIALRTLPTMC 
      210       220       230       240       250       260         
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 76.5  bits: 18.3 E():   28 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (18-39:37-58) 
 
                            10        20        30        40        
AAD-12              ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
        50        60        70        80 
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                                         
gi|162 VPQLEIVPNS                        
         70                              
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.4  bits: 19.1 E():   28 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (45-65:25-45) 
 
           20        30        40        50        60        70     
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.:  .:  :          
gi|990       MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSL 
                     10        20        30        40        50     
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           80                                                       
AAD-12 RHAHAI                                                       
                                                                    
gi|990 STFKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVV 
           60        70        80        90       100       110     
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.8  bits: 20.1 E():   30 
Smith-Waterman score: 48; 25.6% identity (56.4% similar) in 39 aa overlap (26-64:87-125) 
 
                    10        20        30        40        50      
AAD-12      ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     : : . ..  . :.:.:  . :: .  ..  
gi|144 DLAEAPFQISLLKDYLIMKRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSS 
         60        70        80        90       100       110       
 
          60        70        80                                    
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAI                                    
           .::.:                                                    
gi|144 SYGDLKVKPIIQHESYEQDQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVDGDKVTIYG 
        120       130       140       150       160       170       
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.8  bits: 20.3 E():   30 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (40-56:200-216) 
 
      10        20        30        40        50        60          
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
      70        80                                                  
AAD-12 SLLIGRHAHAI                                                  
                                                                    
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|21757|emb|CAA26383.1| unnamed protein product [Trit  (296 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 48; 21.3% identity (61.7% similar) in 47 aa overlap (9-55:200-246) 
 
                                     10        20        30         
AAD-12                       ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :. ....:.. ... :..   :: .: . : 
gi|217 SQVLQQSTYQPLQQLCCQQLWQIPEQSRCQAIHNVVHAIILHQQQRQQQPSSQVSLQQPQ 
     170       180       190       200       210       220          
 
       40        50        60        70        80                   
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI                   
       :   .  :. . .  .:                                            
gi|217 QQYPSGQGFFQPSQQNPQAQGSVQPQQLPQFEEIRNLALQTLPRMCNVYIPPYCSTTIAP 
     230       240       250       260       270       280          
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 75.0  bits: 19.5 E():   34 
Smith-Waterman score: 46; 45.8% identity (58.3% similar) in 24 aa overlap (1-21:75-98) 
 
                                             10           20        
AAD-12                               ADMRAAYDAL---DEATRALVHQRSARHSL 
                                     ::. .  :.:   :   :::: ::       
gi|161 FLKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDLG 
           50        60        70        80        90       100     
 
        30        40        50        60        70        80        
AAD-12 VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI        
                                                                    
gi|161 TLYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIAS 
          110       120       130       140       150       160     
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
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 initn:  37 init1:  37 opt:  43  Z-score: 74.9  bits: 18.8 E():   34 
Smith-Waterman score: 43; 26.3% identity (57.9% similar) in 38 aa overlap (36-70:33-70) 
 
          10        20        30        40        50           60   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVKV 
                                     ....:.::     .: :::   : : .. . 
gi|668 ASEAAAAAATPVAPTEGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPI 
             10        20        30        40        50        60   
 
             70        80                                           
AAD-12 HPETGRPSLLIGRHAHAI                                           
         . .. :                                                     
gi|668 FADMAKKSPNVVFLKVDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKL 
             70        80        90       100       110       120   
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 74.8  bits: 20.0 E():   34 
Smith-Waterman score: 48; 25.0% identity (51.8% similar) in 56 aa overlap (18-70:3-56) 
 
               10        20        30        40        50           
AAD-12 ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LR 
                        ::: ..  .:  . . ..    . .: .:::  : :.:      
gi|398                MAVHQYTV--ALFLAVALVAGPAASYAADLGYGPATPAAPAAGYT 
                                10        20        30        40    
 
        60        70        80                                      
AAD-12 PLVKVHPETGRPSLLIGRHAHAI                                      
       : . . :  . :.                                                
gi|398 PATPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGAASNK 
            50        60        70        80        90       100    
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  49 init1:  49 opt:  50  Z-score: 74.5  bits: 20.5 E():   36 
Smith-Waterman score: 50; 27.0% identity (45.9% similar) in 74 aa overlap (6-75:48-119) 
 
                                        10            20        30  
AAD-12                          ADMRAAYDALDEATR----ALVHQRSARHSLVYSQ 
                                     :.:   :  :    :::..    ..:.  : 
gi|259 EWQQQDECQIDRLDALEPDNRVEYEAGTVEAWDPNHEQFRCAGVALVRHTIQPNGLLLPQ 
        20        30        40        50        60        70        
 
              40        50        60        70        80            
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI            
          ... :   .  : ::   . :  : .   :. :: .   ::                 
gi|259 --YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDI 
          80        90       100       110       120       130      
 
gi|259 IAIPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSR 
         140       150       160       170       180       190      
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.2  bits: 18.7 E():   37 
Smith-Waterman score: 43; 29.6% identity (66.7% similar) in 27 aa overlap (42-68:9-35) 
 
              20        30        40        50        60        70  
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                                     ::.    . ..:.  : .:.:. ..::    
gi|244                       MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQS 
                                     10        20        30         
 
              80                                                    
AAD-12 LIGRHAHAI                                                    
                                                                    
gi|244 CQRQFEEQQRFRNCQRYVKQEVQRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQ 
       40        50        60        70        80        90         
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 74.2  bits: 15.7 E():   37 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (23-37:1-15) 
 
               10        20        30        40        50        60 
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AAD-12 ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLV 
                             :: . : : ..::..                        
gi|323                       ARTAWVDSGAQLGELSY                      
                                     10                             
 
               70        80 
AAD-12 KVHPETGRPSLLIGRHAHAI 
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.0  bits: 19.8 E():   38 
Smith-Waterman score: 47; 36.0% identity (76.0% similar) in 25 aa overlap (3-27:106-130) 
 
                                           10        20        30   
AAD-12                             ADMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     ...: . :.:::.:  ... ::. :      
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
 
             40        50        60        70        80             
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI             
                                                                    
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.9  bits: 19.7 E():   38 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (43-70:1-31) 
 
             20        30        40        50           60          
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
      70        80                                                  
AAD-12 SLLIGRHAHAI                                                  
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.9  bits: 19.7 E():   38 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (43-70:1-31) 
 
             20        30        40        50           60          
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
      70        80                                                  
AAD-12 SLLIGRHAHAI                                                  
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.9  bits: 19.7 E():   38 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (43-70:1-31) 
 
             20        30        40        50           60          
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
      70        80                                                  
AAD-12 SLLIGRHAHAI                                                  
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
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>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.9  bits: 19.7 E():   38 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (43-70:1-31) 
 
             20        30        40        50           60          
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
      70        80                                                  
AAD-12 SLLIGRHAHAI                                                  
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.9  bits: 19.7 E():   38 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (43-70:1-31) 
 
             20        30        40        50           60          
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
      70        80                                                  
AAD-12 SLLIGRHAHAI                                                  
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.9  bits: 19.7 E():   38 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (43-70:1-31) 
 
             20        30        40        50           60          
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
      70        80                                                  
AAD-12 SLLIGRHAHAI                                                  
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.9  bits: 19.7 E():   38 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (43-70:1-31) 
 
             20        30        40        50           60          
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
      70        80                                                  
AAD-12 SLLIGRHAHAI                                                  
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.9  bits: 19.7 E():   38 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (43-70:1-31) 
 
             20        30        40        50           60          
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
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                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
      70        80                                                  
AAD-12 SLLIGRHAHAI                                                  
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.9  bits: 19.7 E():   38 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (43-70:1-31) 
 
             20        30        40        50           60          
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
      70        80                                                  
AAD-12 SLLIGRHAHAI                                                  
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.9  bits: 19.7 E():   38 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (43-70:1-31) 
 
             20        30        40        50           60          
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
      70        80                                                  
AAD-12 SLLIGRHAHAI                                                  
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.9  bits: 19.7 E():   38 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (43-70:1-31) 
 
             20        30        40        50           60          
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
      70        80                                                  
AAD-12 SLLIGRHAHAI                                                  
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.9  bits: 19.7 E():   38 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (43-70:1-31) 
 
             20        30        40        50           60          
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
      70        80                                                  
AAD-12 SLLIGRHAHAI                                                  
       .                                                            
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gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.9  bits: 19.7 E():   38 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (43-70:1-31) 
 
             20        30        40        50           60          
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
      70        80                                                  
AAD-12 SLLIGRHAHAI                                                  
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.9  bits: 19.7 E():   38 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (43-70:1-31) 
 
             20        30        40        50           60          
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
      70        80                                                  
AAD-12 SLLIGRHAHAI                                                  
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.6  bits: 20.2 E():   40 
Smith-Waterman score: 49; 36.7% identity (66.7% similar) in 30 aa overlap (15-44:43-72) 
 
                               10        20        30        40     
AAD-12                 ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.. . .:: . : : ..::..  : : : 
gi|558 RVRSGGHDYEGLSYRSLQPENFAVVDLNQMRAVLVDGKARTAWVDSGAQLGELYYAISKY 
             20        30        40        50        60        70   
 
           50        60        70        80                         
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI                         
                                                                    
gi|558 SRTLAFPAGVCPTIGVGGNLAGGGFGMLLRKYGIAAENVIDVKLVDANGKLHDKKSMGDD 
             80        90       100       110       120       130   
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 73.1  bits: 19.2 E():   43 
Smith-Waterman score: 45; 22.0% identity (53.7% similar) in 41 aa overlap (41-78:62-102) 
 
               20        30        40        50        60           
AAD-12 DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE---TG 
                                     :..:.: . .. :     . . . .   .: 
gi|201 DATPVLDVAGKELDSRLSYRIISTFWGALGGDVYLGKSPNSDAPCANGIFRYNSDVGPSG 
              40        50        60        70        80        90  
 
        70        80                                                
AAD-12 RPSLLIGRHAHAI                                                
        :  .::  .:                                                  
gi|201 TPVRFIGSSSHFGQGIFENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTI 
             100       110       120       130       140       150  
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.8  bits: 19.0 E():   44 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (20-35:46-61) 
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 4945



 

 

                          10        20        30        40          
AAD-12            ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
      50        60        70        80                              
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAI                              
                                                                    
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 72.6  bits: 15.9 E():   45 
Smith-Waterman score: 36; 44.0% identity (56.0% similar) in 25 aa overlap (34-58:2-24) 
 
            10        20        30        40        50        60    
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     ::..  :  :  : :. : :::  :      
gi|751                              DLGYAP-ATPAAPGAGY-TPATPAAP      
                                             10         20          
 
            70        80 
AAD-12 PETGRPSLLIGRHAHAI 
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 72.6  bits: 19.2 E():   46 
Smith-Waterman score: 45; 36.7% identity (56.7% similar) in 30 aa overlap (6-35:165-191) 
 
                                        10        20        30      
AAD-12                          ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLG 
                                     : ..::   :   :: .  :.:  :..: : 
gi|136 PTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFEIR---HQLTQIHGLYRSSDKTG 
          140       150       160       170          180       190  
 
          40        50        60        70        80 
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                                                     
gi|136 GYWKITMNDGSTYQSDLSKKFEYNTEKPPINIDEIKTIEAEIN   
             200       210       220       230       
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 72.5  bits: 19.5 E():   46 
Smith-Waterman score: 46; 27.6% identity (60.3% similar) in 58 aa overlap (1-54:208-265) 
 
                                             10        20           
AAD-12                               ADMRAAYDALDEATRALVHQ--RSARHSLV 
                                     : .. :: :   :.  . .   ..:  . . 
gi|168 FTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAI 
       180       190       200       210       220       230        
 
       30          40        50        60        70        80 
AAD-12 YSQSKLGHVQQ--AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
        ..:.. .:.:  .:.: .. :  ::::                           
gi|168 TAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV           
       240       250       260       270       280            
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.2  bits: 17.9 E():   48 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (30-47:26-43) 
 
               10        20        30        40        50        60 
AAD-12 ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLV 
                                    : .. :. :: :..  ::              
gi|897     EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQ 
                   10        20        30        40        50       
 
               70        80                          
AAD-12 KVHPETGRPSLLIGRHAHAI                          
                                                     
gi|897 GYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
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         60        70        80        90       100  
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 72.2  bits: 15.9 E():   48 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (52-58:5-11) 
 
              30        40        50        60        70        80 
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                                     : .:.::                       
gi|751                           TKSQTHVPIRPNKLVLKVQKDRATN         
                                         10        20              
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.2  bits: 18.9 E():   48 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (26-51:76-100) 
 
                    10        20        30        40        50      
AAD-12      ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
          60        70        80                                    
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAI                                    
                                                                    
gi|549 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.2  bits: 18.9 E():   48 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (26-51:76-100) 
 
                    10        20        30        40        50      
AAD-12      ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
          60        70        80                                    
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAI                                    
                                                                    
gi|549 AKYQVGQNVALTGSTAAVYNDPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 72.2  bits: 19.4 E():   48 
Smith-Waterman score: 46; 27.6% identity (60.3% similar) in 58 aa overlap (1-54:217-274) 
 
                                             10        20           
AAD-12                               ADMRAAYDALDEATRALVHQ--RSARHSLV 
                                     : .. :: :   :.  . .   ..:  . . 
gi|330 FTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAATVAAAPQVKYAVFEAALTKAI 
        190       200       210       220       230       240       
 
       30          40        50        60        70        80 
AAD-12 YSQSKLGHVQQ--AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
        ..:.. .:.:  .:.: .. :  ::::                           
gi|330 TAMSEVQKVSQPATGAATVAAGAATTATGAASGAATVAAGGYKV           
        250       260       270       280       290           
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 72.1  bits: 18.9 E():   48 
Smith-Waterman score: 44; 29.6% identity (77.8% similar) in 27 aa overlap (25-51:77-102) 
 
                     10        20        30        40        50     
AAD-12       ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::... .:... :. ..  .:: ::    
gi|549 LKVHNDFRQKVAKGLETRGNPGPQPPAKNMNNLVWND-ELANIAQVWASQCNYGHDTCKD 
         50        60        70        80         90       100      
 
           60        70        80                                   
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AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAI                                   
                                                                    
gi|549 TEKYPVGQNIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWA 
         110       120       130       140       150       160      
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 72.1  bits: 20.7 E():   49 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (33-47:609-623) 
 
             10        20        30        40        50        60   
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
             70        80                                           
AAD-12 HPETGRPSLLIGRHAHAI                                           
                                                                    
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 72.0  bits: 15.4 E():   49 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (49-56:10-17) 
 
       20        30        40        50        60        70         
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH 
                                     :.:  :::                       
gi|244                      IGNEDCTPWMSTLITPLP                      
                                    10                              
 
       80 
AAD-12 AI 
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 71.9  bits: 18.7 E():   50 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (20-34:138-152) 
 
                          10        20        30        40          
AAD-12            ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
      50        60        70        80 
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                                       
gi|391 ASIDTILTKV                      
       170                             
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 71.8  bits: 15.9 E():   50 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (64-74:10-20) 
 
            40        50        60        70        80 
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                                     :.:  :..: :       
gi|147                      AKITFTNNXPNTVWPGILTGFGQKPQ 
                                    10        20       
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 71.8  bits: 16.4 E():   50 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (35-55:5-25) 
 
           10        20        30        40        50        60     
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     :.: .: :  : : .   :.:          
gi|462                           TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXL 
                                         10        20        30     
 
           70        80 
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AAD-12 ETGRPSLLIGRHAHAI 
                        
gi|462 SSA              
                        
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.8  bits: 20.2 E():   50 
Smith-Waterman score: 49; 37.9% identity (62.1% similar) in 29 aa overlap (18-46:74-102) 
 
                            10        20        30        40        
AAD-12              ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     : .:.: .   ::.. :    : ::.:.:  
gi|112 NRIESEGGYIETWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGL 
            50        60        70        80        90       100    
 
        50        60        70        80                            
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI                            
                                                                    
gi|112 IFPGCPSTYEEPAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTG 
           110       120       130       140       150       160    
 
>>gi|20797081|emb|CAC95152.1| parvalbumin beta protein [  (109 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.5  bits: 17.9 E():   52 
Smith-Waterman score: 40; 25.0% identity (70.0% similar) in 20 aa overlap (1-20:42-61) 
 
                                             10        20        30 
AAD-12                               ADMRAAYDALDEATRALVHQRSARHSLVYS 
                                     :: . ... ::.   ....:           
gi|207 IDAALESVKAAGSFNYKIFFQKVGLAGKSAADAKKVFEILDRDKSGFIEQDELGLFLQNF 
              20        30        40        50        60        70  
 
               40        50        60        70        80 
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                                                          
gi|207 RASARVLSDAETSAFLKAGDSDGDGKIGVEEFQALVKA             
              80        90       100                      
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 71.4  bits: 19.9 E():   53 
Smith-Waterman score: 48; 50.0% identity (87.5% similar) in 16 aa overlap (2-16:431-446) 
 
                                            10         20        30 
AAD-12                              ADMRAAYDALD-EATRALVHQRSARHSLVYS 
                                     :..: :::.: ...::               
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIDLRSSRA               
              410       420       430       440                     
 
               40        50        60        70        80 
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
 
>>gi|56417506|gb|AAV90694.1| GE-rich salivary protein 30  (266 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.4  bits: 19.2 E():   53 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (20-50:183-213) 
 
                          10        20        30        40          
AAD-12            ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
            160       170       180       190       200       210   
 
      50        60        70        80                        
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAI                        
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
            220       230       240       250       260       
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.2  bits: 17.9 E():   54 
Smith-Waterman score: 40; 25.6% identity (59.0% similar) in 39 aa overlap (17-55:54-92) 
 
                             10        20        30        40       
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AAD-12               ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     :. . : . . : : .  : . ..:.:  : 
gi|117 KAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAG 
            30        40        50        60        70        80    
 
         50        60        70        80 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
        . .. :.:                          
gi|117 GSAQAEAAPEAAKEEEKEESDEDMGFGLFD     
            90       100       110        
 
>>gi|56417504|gb|AAV90693.1| 30 kDa salivary gland aller  (271 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.2  bits: 19.2 E():   54 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (20-50:188-218) 
 
                          10        20        30        40          
AAD-12            ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
       160       170       180       190       200       210        
 
      50        60        70        80                        
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAI                        
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
       220       230       240       250       260       270  
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.0  bits: 19.7 E():   56 
Smith-Waterman score: 47; 25.7% identity (51.4% similar) in 35 aa overlap (37-71:341-375) 
 
         10        20        30        40        50        60       
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ..  :.: . :: .    .  :  
gi|113 ASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMIPAEP 
              320       330       340       350       360       370 
 
         70        80         
AAD-12 GRPSLLIGRHAHAI         
       :.  :                  
gi|113 GEAVLRLTSSAGVLSCQPGAPC 
              380       390   
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 71.0  bits: 14.4 E():   56 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (15-19:2-6) 
 
               10        20        30        40        50        60 
AAD-12 ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLV 
                     : :::                                          
gi|463              DRNLVHSATR                                      
                            10                                      
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.4  bits: 19.4 E():   60 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (45-54:284-293) 
 
           20        30        40        50        60        70     
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
           80                                 
AAD-12 RHAHAI                                 
                                              
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.2  bits: 18.1 E():   61 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 4950



 

 

Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (52-59:34-41) 
 
              30        40        50        60        70        80  
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI  
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 70.1  bits: 14.3 E():   62 
Smith-Waterman score: 26; 50.0% identity (83.3% similar) in 6 aa overlap (69-74:1-6) 
 
       40        50        60        70        80 
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                                     :.. ::       
gi|250                               PTITIGGPEYR  
                                             10   
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 70.1  bits: 18.1 E():   63 
Smith-Waterman score: 43; 37.5% identity (55.0% similar) in 40 aa overlap (36-75:79-114) 
 
          10        20        30        40        50        60      
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
                                     :. . :.  :  : : ::. .  . :  :  
gi|160 LGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGN--ITVGEDGTAA-INIVDKQIPL 
       50        60        70        80          90        100      
 
          70        80                                  
AAD-12 TGRPSLLIGRHAHAI                                  
       :: :  .:::                                       
gi|160 TG-PHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          110       120       130       140       150   
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.0  bits: 18.6 E():   63 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (34-67:31-64) 
 
            10        20        30        40        50        60    
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :. :  . :::..::  .     . ::    
gi|616 NEIAXAKIDLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCA 
               10        20        30        40        50        60 
 
            70        80                                            
AAD-12 PETGRPSLLIGRHAHAI                                            
        . :                                                         
gi|616 SQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNK 
               70        80        90       100       110       120 
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 44; 20.0% identity (52.5% similar) in 40 aa overlap (30-69:51-90) 
 
                10        20        30        40        50          
AAD-12  ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|130 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               30        40        50        60        70        80 
 
      60        70        80                                        
AAD-12 VKVHPETGRPSLLIGRHAHAI                                        
        . .:. ..:                                                   
gi|130 PQPQPQYSQPQEPISQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQS 
               90       100       110       120       130       140 
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.0  bits: 17.9 E():   63 
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Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (18-39:6-27) 
 
               10        20        30        40        50        60 
AAD-12 ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLV 
                        :.:.  ..  : :.  ::...:                      
gi|159             IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYKVPQLEIVPNSAEE 
                           10        20        30        40         
 
               70        80                                         
AAD-12 KVHPETGRPSLLIGRHAHAI                                         
                                                                    
gi|159 RLHSMKEGIHAQQKEPMIGVNQELAYFYPELFXQFYQPDAYPSGAWYYVPLGTQYTDAPS 
       50        60        70        80        90       100         
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.8  bits: 17.9 E():   65 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (45-62:25-42) 
 
           20        30        40        50        60        70     
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  ..: ..:             
gi|144       MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSL 
                     10        20        30        40        50     
 
           80                                                       
AAD-12 RHAHAI                                                       
                                                                    
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVE 
           60        70        80        90       100       110     
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.6  bits: 17.8 E():   66 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (8-36:101-129) 
 
                                      10        20        30        
AAD-12                        ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
        40        50        60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                                                   
gi|273 RRRR                                        
                                                   
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.6  bits: 17.8 E():   66 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (8-36:101-129) 
 
                                      10        20        30        
AAD-12                        ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
        40        50        60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                                                   
gi|273 RRRR                                        
                                                   
 
>>gi|131112|sp|P02622.1|PRVB_GADCA RecName: Full=Parvalb  (113 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.6  bits: 17.6 E():   67 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (33-65:20-52) 
 
             10        20        30        40        50         60  
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT-TATPLRPLVK 
                                     : :  .. :  :   :.:. .:  :. : : 
gi|131            AFKGILSNADIKAAEAACFKEGSFDEDGF-YAKVGLDAFSADELKKLFK 
                          10        20         30        40         
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              70        80                                          
AAD-12 VHPETGRPSLLIGRHAHAI                                          
       .  :                                                         
gi|131 IADEDKEGFIEEDELKLFLIAFAADLRALTDAETKAFLKAGDSDGDGKIGVDEFGALVDK 
       50        60        70        80        90       100         
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.1  bits: 18.8 E():   71 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (43-66:1-21) 
 
             20        30        40        50        60        70   
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::    :::  : .   : :       
gi|109                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
             80                                                     
AAD-12 IGRHAHAI                                                     
                                                                    
gi|109 ADAAGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEP 
        30        40        50        60        70        80        
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.0  bits: 18.8 E():   71 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (43-66:1-21) 
 
             20        30        40        50        60        70   
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::    :::  : .   : :       
gi|239                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
             80                                                     
AAD-12 IGRHAHAI                                                     
                                                                    
gi|239 ADAAGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEP 
        30        40        50        60        70        80        
 
>>gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betula p  (21 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 68.9  bits: 15.0 E():   72 
Smith-Waterman score: 29; 42.9% identity (50.0% similar) in 14 aa overlap (48-61:8-21) 
 
        20        30        40        50        60        70        
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :  :.  ::  : :                 
gi|309                        MRVFNYKGETTSLIPLARLFK                 
                                      10        20                  
 
        80 
AAD-12 HAI 
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.9  bits: 19.8 E():   72 
Smith-Waterman score: 48; 22.9% identity (57.1% similar) in 35 aa overlap (11-45:339-373) 
 
                                   10        20        30        40 
AAD-12                     ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     ::  .:  . :  : . ...:.. : . .: 
gi|131 LLQPVSTPGEFELFFGAGGENPESFFKSFSDEILEAAFNTRRDRLQRIFGQQRQGVIVKA 
      310       320       330       340       350       360         
 
               50        60        70        80                     
AAD-12 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI                     
       .   .                                                        
gi|131 SEEQVRAMSRHEEGGIWPFGGESKGTINIYQQRPTHSNQYGQLHEVDASQYRQLRDLDLT 
      370       380       390       400       410       420         
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.9  bits: 18.3 E():   72 
Smith-Waterman score: 42; 29.6% identity (70.4% similar) in 27 aa overlap (25-51:76-101) 
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                     10        20        30        40        50     
AAD-12       ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::.. ..:... :  ..   :: ::    
gi|549 LKIHNDFRNKVARGLETRGNPGPQPPAKNMNNLVWN-NELANIAQIWASQCKYGHDTCKD 
          50        60        70        80         90       100     
 
           60        70        80                                   
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAI                                   
                                                                    
gi|549 TTKYNVGQNIAVSSSTAAVYENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWA 
          110       120       130       140       150       160     
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 68.4  bits: 20.3 E():   77 
Smith-Waterman score: 50; 28.9% identity (60.5% similar) in 38 aa overlap (2-39:827-864) 
 
                                            10        20        30  
AAD-12                              ADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     ...:: :  :.:   :   :. ..: : .. 
gi|377 NEKVKVYKRQMQEQEGMSQQNLTRVRRFQRELEAAEDRADQAESNLSFIRAKHRSWVTTS 
        800       810       820       830       840       850       
 
              40        50        60        70        80 
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
       .  : ..:                                          
gi|377 QVPGGTRQVFTTQEETTNY                               
        860       870                                    
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 68.4  bits: 20.3 E():   77 
Smith-Waterman score: 58; 34.8% identity (60.9% similar) in 46 aa overlap (21-65:4-44) 
 
               10        20        30        40        50           
AAD-12 ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA-TPLRPL 
                           :::..  .:..:. ::   .:.  : :: :  : : :.   
gi|219                  MAARSAKY--MYQSSRAGH---GGDISIEYGTDLGALTRLEDK 
                                  10           20        30         
 
      60        70        80                                        
AAD-12 VKVHPETGRPSLLIGRHAHAI                                        
       ...  :                                                       
gi|219 IRLLSEDLESERELRQRVEREKSDITVQLMNLTERLEETEGSSESVTEMNKKRDSELAKL 
       40        50        60        70        80        90         
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 47; 33.3% identity (66.7% similar) in 36 aa overlap (6-40:123-158) 
 
                                        10         20        30     
AAD-12                          ADMRAAYDALD-EATRALVHQRSARHSLVYSQSKL 
                                     :. ..: .  ::.: . .:: . : : ..: 
gi|558 VCGRRHGVRIRVRSGGHDYEGLSYRSERPEAFAVVDLNKMRAVVVDGKARTAWVDSGAQL 
            100       110       120       130       140       150   
 
           40        50        60        70        80               
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI               
       :..  :                                                       
gi|558 GELYYAIAKNSPVLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGT 
            160       170       180       190       200       210   
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 18.3 E():   78 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (13-46:71-104) 
 
                                 10        20        30        40   
AAD-12                   ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 
                                     :   :: .:.: .   ::..      : :  
gi|221 AQRPDNRIESEGGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGR 
               50        60        70        80        90       100 
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             50        60        70        80                       
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI                       
       .:.:                                                         
gi|221 GYFGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQKVHRFDEGDLIAV 
              110       120       130       140       150       160 
 
>>gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A-I [  (262 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.2  bits: 18.6 E():   79 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (30-76:71-117) 
 
                10        20        30        40        50          
AAD-12  ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
      60        70        80                                        
AAD-12 VKVHPETGRPSLLIGRHAHAI                                        
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 18.3 E():   82 
Smith-Waterman score: 42; 33.3% identity (71.4% similar) in 21 aa overlap (35-55:72-92) 
 
           10        20        30        40        50        60     
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     : ...: .::   : ...:.:          
gi|383 TASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEE 
              50        60        70        80        90       100  
 
           70        80                                             
AAD-12 ETGRPSLLIGRHAHAI                                             
                                                                    
gi|383 EEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEEL 
             110       120       130       140       150       160  
 
>>gi|3121755|sp|P81216.1|ALL21_HORSE RecName: Full=Dande  (29 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 67.5  bits: 15.3 E():   86 
Smith-Waterman score: 30; 33.3% identity (50.0% similar) in 18 aa overlap (31-48:5-22) 
 
               10        20        30        40        50        60 
AAD-12 ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLV 
                                     ::.  . : .:     ::             
gi|312                           SQXPQSETDYSQLSGEWNTIYGAASNIXK      
                                         10        20               
 
               70        80 
AAD-12 KVHPETGRPSLLIGRHAHAI 
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.4  bits: 18.5 E():   87 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (30-76:71-117) 
 
                10        20        30        40        50          
AAD-12  ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|473 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
      60        70        80                                        
AAD-12 VKVHPETGRPSLLIGRHAHAI                                        
        . .:. ..:.  :...                                            
gi|473 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 67.3  bits: 21.1 E():   88 
Smith-Waterman score: 53; 23.7% identity (52.5% similar) in 59 aa overlap (12-70:225-280) 
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                                  10        20        30        40  
AAD-12                    ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAG 
                                     :  ..:::. .    . : .  : . ...  
gi|203 ELMRHYMHPMDSDLSCRMTLKDKVVTEVDCEERHVLVHRSNKPVHMSYVKMMLKQNKDGV 
          200       210       220       230       240       250     
 
              50        60        70        80                      
AAD-12 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI                      
       .: .:    :.: : :: ..   .   :.                                
gi|203 AADLG---PTNAQPKRPYLSFDHKHKNPTETDVVEVLKKLCSEITEPQASIETSFTFQKL 
             260       270       280       290       300       310  
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.3  bits: 18.0 E():   88 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (26-51:76-100) 
 
                    10        20        30        40        50      
AAD-12      ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDI 
          50        60        70        80         90       100     
 
          60        70        80                                    
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAI                                    
                                                                    
gi|549 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.3  bits: 18.0 E():   88 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (26-51:76-100) 
 
                    10        20        30        40        50      
AAD-12      ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
          60        70        80                                    
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAI                                    
                                                                    
gi|549 AKYPVGQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 67.3  bits: 14.7 E():   88 
Smith-Waterman score: 28; 36.4% identity (72.7% similar) in 11 aa overlap (38-48:6-16) 
 
        10        20        30        40        50        60        
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG 
                                     ..:. : .: :                    
gi|463                          DFVDAHNAARAQVGVGPVHWT               
                                        10        20                
 
        70        80 
AAD-12 RPSLLIGRHAHAI 
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.3  bits: 18.8 E():   89 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (62-80:99-117) 
 
              40        50        60        70        80            
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI            
                                     ::  .: : :.. . .:.:            
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
gi|908 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
      130       140       150       160       170       180         
 
>>gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos tauru  (172 aa) 
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 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.8 E():   89 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (18-39:49-70) 
 
                            10        20        30        40        
AAD-12              ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
       20        30        40        50        60        70         
 
        50        60        70        80                            
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI                            
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
       80        90       100       110       120       130         
 
>>gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A-II   (291 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.2  bits: 18.5 E():   89 
Smith-Waterman score: 43; 19.1% identity (53.2% similar) in 47 aa overlap (30-76:71-117) 
 
                10        20        30        40        50          
AAD-12  ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . : .     : .:  
gi|170 QVPLVQEQQFQGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQPFRPQQPY 
               50        60        70        80        90       100 
 
      60        70        80                                        
AAD-12 VKVHPETGRPSLLIGRHAHAI                                        
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQILQQILQQQLIPCRDVVLQQHNIAHGSSQV 
              110       120       130       140       150       160 
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.2  bits: 18.8 E():   89 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (62-80:100-118) 
 
              40        50        60        70        80            
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI            
                                     ::  .: : :.. . .:.:            
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
gi|118 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     130       140       150       160       170       180          
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 67.2  bits: 14.2 E():   90 
Smith-Waterman score: 26; 60.0% identity (80.0% similar) in 5 aa overlap (76-80:8-12) 
 
          50        60        70        80    
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI    
                                     ::: .    
gi|131                        GPVGGVVHAHMMPLL 
                                      10      
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.1  bits: 18.0 E():   91 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (26-51:81-105) 
 
                    10        20        30        40        50      
AAD-12      ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|115 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
               60        70        80         90       100          
 
          60        70        80                                    
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAI                                    
                                                                    
gi|115 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
     110       120       130       140       150       160          
 
>>gi|21673|emb|CAA35238.1| unnamed protein product [Trit  (307 aa) 
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 initn:  37 init1:  37 opt:  43  Z-score: 66.7  bits: 18.5 E():   95 
Smith-Waterman score: 43; 22.0% identity (50.0% similar) in 50 aa overlap (27-76:86-131) 
 
                   10        20        30        40        50       
AAD-12     ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
                                     : : : .: . :      . : .     :  
gi|216 PFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQLPYPQPQ----LPYPQPQPFRPQ 
          60        70        80        90           100       110  
 
         60        70        80                                     
AAD-12 RPLVKVHPETGRPSLLIGRHAHAI                                     
       .:  . .:. ..:.  :...                                         
gi|216 QPYPQSQPQYSQPQQPISQQQQQQQQQQQQKQQQQQQQQILQQILQQQLIPCRDVVLQQH 
             120       130       140       150       160       170  
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.5 E():   95 
Smith-Waterman score: 39; 85.7% identity (100.0% similar) in 7 aa overlap (8-14:72-78) 
 
                                      10        20        30        
AAD-12                        ADMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     ::.::::                        
gi|145 EIVEGNGGPGTVKKVTAVEDGKTSYVLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFK 
              50        60        70        80        90       100  
 
        40        50        60        70        80          
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI          
                                                            
gi|145 TKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQKSQGIFKAIEGYVLSN 
             110       120       130       140       150    
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.5 E():   95 
Smith-Waterman score: 43; 27.8% identity (55.6% similar) in 36 aa overlap (45-80:234-269) 
 
           20        30        40        50        60        70     
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::  ..   .: . :.:   :.. :  .:  
gi|324 DPRTLNKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVIL 
           210       220       230       240       250       260    
 
           80                                        
AAD-12 RHAHAI                                        
         .::.                                        
gi|324 SISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV 
           270       280       290       300         
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.7  bits: 19.0 E():   95 
Smith-Waterman score: 45; 43.8% identity (81.2% similar) in 16 aa overlap (2-17:217-232) 
 
                                            10        20        30  
AAD-12                              ADMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     :...: .:::  :.:.               
gi|144 AEVYQKLKALAKKTYGQSAGNVGDEGGVAPDIQTAEEALDLITKAIEEAGYTGKIKIAMD 
        190       200       210       220       230       240       
 
              40        50        60        70        80            
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI            
                                                                    
gi|144 VASSEFYKADEKKYDLDFKNPDSDKSKWLTYEQLAEMYKSLAEKYPIVSIEDPFAEDDWE 
        250       260       270       280       290       300       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:53 2011 done: Fri Jan 21 00:02:54 2011 
 Total Scan time:  0.070 Total Display time:  0.050 
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Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 140  - 219 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     2     8:= * 
  34     3    22:=      * 
  36    38    44:============= * 
  38    36    73:============            * 
  40    93   102:===============================  * 
  42    90   125:==============================           * 
  44   136   138:=============================================* 
  46   154   140:==============================================*===== 
  48   118   134:========================================    * 
  50   117   122:======================================= * 
  52   132   108:===================================*======== 
  54   119    92:==============================*========= 
  56    85    77:=========================*=== 
  58    84    63:====================*======= 
  60    49    51:================* 
  62    52    41:=============*==== 
  64    44    33:==========*==== 
  66    25    26:========* 
  68    15    20:===== * 
  70    18    16:=====* 
  72    16    12:===*== 
  74    24    10:===*==== 
  76     5     8:==* 
  78     8     6:=*= 
  80     9     5:=*= 
  82     0     3:* 
  84     5     3:*= 
  86     2     2:* 
  88     4     2:*=         inset = represents 1 library sequences 
  90     3     1:* 
  92     1     1:*         :* 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.75080.00312; mu= -0.1710 0.162 
 mean_var=37.2298 9.000, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.210198 
 Kolmogorov-Smirnov  statistic: 0.0825 (N=28) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
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Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   67 25.7    0.85 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   56 22.7     2.1 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   56 22.6     3.8 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   56 22.6     3.9 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   52 21.5     4.7 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   52 21.5     5.4 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   52 21.5     5.4 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   52 21.5     5.4 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   59 23.2     5.6 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.5     6.3 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 19.2     7.8 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.6     9.5 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.6     9.9 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.6     9.9 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.6      10 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 17.3      11 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   56 22.3      12 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   56 22.2      16 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   52 21.2      16 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   56 22.2      16 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   53 21.5      16 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   53 21.5      16 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 21.2      16 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 19.9      18 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   51 20.9      18 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   54 21.7      19 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 20.7      20 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 22.2      20 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 22.2      21 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.7      21 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.4      22 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.4      22 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.4      22 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   44 19.1      23 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   52 21.1      25 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   49 20.4      25 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 18.3      27 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 19.1      28 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   48 20.1      30 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 20.3      30 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   50 20.6      32 
gi|21757|emb|CAA26383.1| unnamed protein product [ ( 296)   48 20.0      32 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   43 18.8      33 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   48 20.0      34 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   50 20.5      36 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 15.8      36 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   43 18.8      37 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   47 19.8      38 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 19.8      38 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 19.8      38 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 19.8      38 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 19.8      38 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 19.8      38 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 19.8      38 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 19.8      38 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 19.8      38 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 19.8      38 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 19.8      38 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 19.8      38 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 19.8      38 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 19.8      38 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 19.8      38 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   49 20.2      40 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   45 19.2      42 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 19.0      44 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 16.0      44 
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gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   45 19.2      45 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.9      47 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 17.9      47 
gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Veno ( 204)   44 18.9      47 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   44 18.9      47 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 15.4      48 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   44 18.9      48 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.0      48 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 20.7      49 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.9      49 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 16.4      49 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.7      49 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   49 20.2      50 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   48 19.9      53 
gi|56417506|gb|AAV90694.1| GE-rich salivary protei ( 266)   45 19.2      53 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   40 17.9      54 
gi|56417504|gb|AAV90693.1| 30 kDa salivary gland a ( 271)   45 19.2      54 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 14.4      54 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   47 19.7      55 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   45 19.2      56 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   45 19.1      58 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 19.4      60 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.1      61 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   26 14.4      61 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   41 18.1      62 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   43 18.6      62 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 17.9      63 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.9      63 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 17.9      64 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   40 17.9      66 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   40 17.9      66 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   44 18.8      70 
gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betu (  21)   29 15.1      70 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   44 18.8      71 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   42 18.3      72 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   48 19.8      72 
gi|21954740|gb|AAM83103.1| paramyosin allergen [Bl ( 875)   50 20.3      77 
gi|37778944|gb|AAO73464.1| HDM allergen [Dermatoph ( 875)   50 20.3      77 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.6      77 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   42 18.3      78 
gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A ( 262)   43 18.6      78 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   42 18.3      82 
gi|3121755|sp|P81216.1|ALL21_HORSE RecName: Full=D (  29)   30 15.3      84 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   40 17.8      86 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   28 14.8      86 
gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   43 18.5      87 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   41 18.0      88 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   41 18.0      88 
gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos t ( 172)   40 17.8      88 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   44 18.8      88 
gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A ( 291)   43 18.5      89 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   44 18.8      89 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   41 18.0      90 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   41 18.0      94 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   39 17.5      94 
gi|21673|emb|CAA35238.1| unnamed protein product [ ( 307)   43 18.5      94 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   43 18.5      95 
gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=En ( 438)   45 19.0      95 
gi|162750|gb|AAA30413.1| beta-lactoglobulin [Bos t (  14)   25 14.0      99 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   41 18.0      99 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   41 18.0      99 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  65 init1:  65 opt:  67  Z-score: 103.7  bits: 25.7 E(): 0.85 
Smith-Waterman score: 67; 24.2% identity (53.0% similar) in 66 aa overlap (8-70:314-379) 
 
                                      10           20        30     
AAD-12                        DMRAAYDALDEATRALV---HQRSARHSLVYSQSKLG 
                                     : :: ..  :   : ..: .:. ..      
gi|113 VVNNNYDKWGSYAIGGSASPTILSQGNRFCAPDERSKKNVLGRHGEAAAESMKWNWRTNK 
           290       300       310       320       330       340    
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           40        50        60        70        80        
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP        
        : . :. ... :.: . :: .    .  : :. .:                  
gi|113 DVLENGAIFVASGVDPVLTPEQSAGMIPAEPGESALSLTSSAGVLSCQPGAPC 
           350       360       370       380       390       
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  45 init1:  45 opt:  56  Z-score: 96.9  bits: 22.7 E():  2.1 
Smith-Waterman score: 56; 29.5% identity (63.6% similar) in 44 aa overlap (11-50:34-77) 
 
                                   10        20            30       
AAD-12                     DMRAAYDALDEATRALVHQRSARHS----LVYSQSKLGHV 
                                     .:   . .: :..::    :.... .. :: 
gi|527 HITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHV 
            10        20        30        40        50        60    
 
         40        50        60        70        80               
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP               
       :.:.. :   .: :                                             
gi|527 QDAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
            70        80        90       100       110       120  
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  56  Z-score: 92.1  bits: 22.6 E():  3.8 
Smith-Waterman score: 56; 29.8% identity (59.6% similar) in 57 aa overlap (1-52:94-149) 
 
                                                  10        20      
AAD-12                               DMRAA-----YDALDEATRALVHQRSARHS 
                                     :.:::     ::: :: ..    .   ... 
gi|144 ISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKET 
            70        80        90       100        110       120   
 
          30        40        50        60        70        80      
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP      
       . :  .:. .: .:...:.. :  : :                                  
gi|144 IPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREKV 
            130       140       150       160       170       180   
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  56  Z-score: 91.9  bits: 22.6 E():  3.9 
Smith-Waterman score: 56; 29.8% identity (59.6% similar) in 57 aa overlap (1-52:98-153) 
 
                                                  10        20      
AAD-12                               DMRAA-----YDALDEATRALVHQRSARHS 
                                     :.:::     ::: :: ..    .   ... 
gi|622 ISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKET 
        70        80        90       100       110        120       
 
          30        40        50        60        70        80      
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP      
       . :  .:. .: .:...:.. :  : :                                  
gi|622 IPYYTKKFDEVVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREKV 
        130       140       150       160       170       180       
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 90.5  bits: 21.5 E():  4.7 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (1-41:11-50) 
 
                           10        20        30        40         
AAD-12           DMRAAYDAL--DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                 :.:  .: :  ..:..:.   ....:.:.: : .: ....  :        
gi|160 GSQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQLDELNENKSKELQEKI 
               10        20           30        40        50        
 
       50        60        70        80                             
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIP                             
                                                                    
gi|160 IRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQ 
        60        70        80        90       100       110        
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>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 89.3  bits: 21.5 E():  5.4 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (1-41:26-65) 
 
                                          10        20        30    
AAD-12                          DMRAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                                :.:  .: :  ..:..:.   ....:.:.: : .: 
gi|111 MKFAIVLIACFAASVLAQEHKPEKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
            40        50        60        70        80              
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP              
        ....  :                                                     
gi|111 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
        60        70        80        90       100       110        
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 89.3  bits: 21.5 E():  5.4 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (1-41:26-65) 
 
                                          10        20        30    
AAD-12                          DMRAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                                :.:  .: :  ..:..:.   ....:.:.: : .: 
gi|111 MKFAIVLIACFAASVLAQGHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
            40        50        60        70        80              
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP              
        ....  :                                                     
gi|111 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
        60        70        80        90       100       110        
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  52  Z-score: 89.3  bits: 21.5 E():  5.4 
Smith-Waterman score: 52; 27.9% identity (69.8% similar) in 43 aa overlap (1-41:26-65) 
 
                                          10        20        30    
AAD-12                          DMRAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                                :.:  .: :  ..:..:.   ....:.:.: : .: 
gi|420 MKFAIVLIACFAASVLAQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
            40        50        60        70        80              
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP              
        ....  :                                                     
gi|420 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
        60        70        80        90       100       110        
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  59  Z-score: 89.1  bits: 23.2 E():  5.6 
Smith-Waterman score: 59; 35.6% identity (60.0% similar) in 45 aa overlap (19-56:198-242) 
 
                           10        20        30              40   
AAD-12             DMRAAYDALDEATRALVHQRSARHSLVYSQSKL------GHVQQAGSA 
                                     ::. :..:  .:. :      :  ..: .  
gi|303 LVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALAD 
       170       180       190       200       210       220        
 
             50         60        70        80                      
AAD-12 YIGYGMDT-TATPLRPLVKVHPETGRPSLLIGRHAHAIP                      
        .:.:::: ::  .:                                              
gi|303 VLGFGMDTETARKVRGEDDQRGHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICS 
       230       240       250       260       270       280        
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 88.2  bits: 21.5 E():  6.3 
Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (6-29:29-52) 
 
                                      10        20        30        
AAD-12                        DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                   : : :::  : .  ..: .: .::         
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gi|144 KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLSDS 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP                  
                                                                    
gi|144 KVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAGGE 
               70        80        90       100       110       120 
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 86.5  bits: 19.2 E():  7.8 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (34-54:5-25) 
 
            10        20        30        40        50        60    
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     :.:..: :. .::  .  :.:          
gi|462                           AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKN 
                                         10        20        30     
 
            70        80 
AAD-12 ETGRPSLLIGRHAHAIP 
                         
gi|462 LNSA              
                         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.9  bits: 22.6 E():  9.5 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (2-41:372-411) 
 
                                            10        20        30  
AAD-12                              DMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|224 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             350       360       370       380       390       400  
 
              40        50        60        70        80            
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP            
         .::: . :                                                   
gi|224 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             410       420       430       440       450       460  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.6  bits: 22.6 E():  9.9 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (2-41:392-431) 
 
                                            10        20        30  
AAD-12                              DMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|199 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
              40        50        60        70        80            
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP            
         .::: . :                                                   
gi|199 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             430       440       450       460       470       480  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.6  bits: 22.6 E():  9.9 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (2-41:392-431) 
 
                                            10        20        30  
AAD-12                              DMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|571 GNRSPHIYDPQRWFTQNCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
              40        50        60        70        80            
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP            
         .::: . :                                                   
gi|571 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFA 
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             430       440       450       460       470       480  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 84.4  bits: 22.6 E():   10 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (2-41:400-439) 
 
                                            10        20        30  
AAD-12                              DMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|213 RSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
     370       380       390       400       410       420          
 
              40        50        60        70        80            
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP            
         .::: . :                                                   
gi|213 GRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLA 
     430       440       450       460       470       480          
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 83.8  bits: 17.3 E():   11 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (75-80:8-13) 
 
           50        60        70        80   
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP   
                                     ::: .:   
gi|131                        GPVGGVVHAHMMPLL 
                                      10      
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 83.4  bits: 22.3 E():   12 
Smith-Waterman score: 56; 28.9% identity (52.6% similar) in 38 aa overlap (4-41:371-408) 
 
                                          10        20        30    
AAD-12                            DMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :  : . .  ..:  .  ::..:      
gi|370 RSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGR 
              350       360       370       380       390       400 
 
            40        50        60        70        80              
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP              
       .::: . :                                                     
gi|370 AHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGE 
              410       420       430       440       450       460 
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  56  Z-score: 81.0  bits: 22.2 E():   16 
Smith-Waterman score: 56; 27.8% identity (63.9% similar) in 36 aa overlap (19-54:539-574) 
 
                           10        20        30        40         
AAD-12             DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.:.. .   . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYP 
      510       520       530       540       550       560         
 
       50        60        70        80                             
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIP                             
        ..  :                                                       
gi|217 TSVQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQP 
      570       580       590       600       610       620         
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 80.9  bits: 21.2 E():   16 
Smith-Waterman score: 52; 28.3% identity (56.7% similar) in 60 aa overlap (15-74:232-276) 
 
                               10        20        30        40     
AAD-12                 DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                     : .:  :. ::....:..  . ::       
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIH--SVVHSIIMQQQQQQQQQQ------ 
             210       220       230         240       250          
 
           50        60        70        80                         
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AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP                         
         :.:     . :: . : ..:. ::. :.                               
gi|170 --GIDI----FLPLSQ-HEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYV 
                 260        270       280       290       300       
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 80.9  bits: 22.2 E():   16 
Smith-Waterman score: 56; 25.0% identity (63.9% similar) in 36 aa overlap (19-54:551-586) 
 
                           10        20        30        40         
AAD-12             DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.... . . . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYP 
              530       540       550       560       570       580 
 
       50        60        70        80                             
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIP                             
        .   :                                                       
gi|217 TSLQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQP 
              590       600       610       620       630       640 
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 80.7  bits: 21.5 E():   16 
Smith-Waterman score: 53; 19.7% identity (51.5% similar) in 66 aa overlap (8-70:315-380) 
 
                                      10        20           30     
AAD-12                        DMRAAYDALDEATRALVHQRS---ARHSLVYSQSKLG 
                                     : :.  .  :  :.   : .:....  .   
gi|166 VVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDK 
          290       300       310       320       330       340     
 
           40        50        60        70        80        
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP        
        . . :. ..  : : . ::..    .  : :. ..                  
gi|166 DLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTSSAGVFSCRPGAPC 
          350       360       370       380       390        
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 80.7  bits: 21.5 E():   16 
Smith-Waterman score: 53; 19.7% identity (51.5% similar) in 66 aa overlap (8-70:315-380) 
 
                                      10        20           30     
AAD-12                        DMRAAYDALDEATRALVHQRS---ARHSLVYSQSKLG 
                                     : :.  .  :  :.   : .:....  .   
gi|113 VVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDK 
          290       300       310       320       330       340     
 
           40        50        60        70        80        
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP        
        . . :. ..  : : . ::..    .  : :. ..                  
gi|113 DLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTSSAGVFSCHPGAPC 
          350       360       370       380       390        
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.6  bits: 21.2 E():   16 
Smith-Waterman score: 52; 40.0% identity (56.0% similar) in 25 aa overlap (41-65:25-49) 
 
               20        30        40        50        60        70 
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                                     .:  ::.  : :::  : . . : :      
gi|249       MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPA 
                     10        20        30        40        50     
 
               80                                                   
AAD-12 LIGRHAHAIP                                                   
                                                                    
gi|249 TPAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGL 
           60        70        80        90       100       110     
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.9  bits: 19.9 E():   18 
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Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (2-18:14-30) 
 
                           10        20        30        40         
AAD-12             DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                    .: :.: .:.  .. .:                               
gi|219 MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLIIEIDAD 
               10        20        30        40        50        60 
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 79.7  bits: 20.9 E():   18 
Smith-Waterman score: 51; 36.1% identity (55.6% similar) in 36 aa overlap (39-69:21-56) 
 
       10        20        30        40          50           60    
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGS--AYIGYGMDTTATP---LRPLVKVHP 
                                     :::  : .:::  : :.:     : . . : 
gi|330           MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAP 
                         10        20        30        40        50 
 
            70        80                                            
AAD-12 ETGRPSLLIGRHAHAIP                                            
         ..:.                                                       
gi|330 AGAEPAGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLS 
               60        70        80        90       100       110 
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 79.6  bits: 21.7 E():   19 
Smith-Waterman score: 54; 23.5% identity (54.4% similar) in 68 aa overlap (4-71:426-489) 
 
                                          10        20        30    
AAD-12                            DMRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     :  ....:   :.. :.  . .:    ..  
gi|258 AERGFFYRNGIYSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNH 
         400       410       420       430       440       450      
 
            40        50        60        70        80              
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP              
       : .::::.     :..  :   .  . ..  .:: :.:                       
gi|258 GVIQQAGN----QGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQISREQARQL 
         460           470       480       490       500       510  
 
gi|258 KYNRQETIALSSSQQRRAVV 
             520       530  
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 79.0  bits: 20.7 E():   20 
Smith-Waterman score: 50; 32.1% identity (57.1% similar) in 28 aa overlap (42-69:1-28) 
 
              20        30        40        50        60        70  
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::  : :.:    . . :  ..:.   
gi|295                               ADLGYGPATPAAPAAGYTPAAPAGAEPAGK 
                                             10        20        30 
 
              80                                                    
AAD-12 IGRHAHAIP                                                    
                                                                    
gi|295 ATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAE 
               40        50        60        70        80        90 
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 78.9  bits: 22.2 E():   20 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (29-46:283-300) 
 
                 10        20        30        40        50         
AAD-12   DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
       60        70        80                                       
AAD-12 VKVHPETGRPSLLIGRHAHAIP                                       
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gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 78.7  bits: 22.2 E():   21 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (29-46:289-306) 
 
                 10        20        30        40        50         
AAD-12   DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
 
       60        70        80                                       
AAD-12 VKVHPETGRPSLLIGRHAHAIP                                       
                                                                    
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 78.6  bits: 19.7 E():   21 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (2-19:126-143) 
 
                                            10        20        30  
AAD-12                              DMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . ::..::: :..: ...             
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG         
         100       110       120       130       140                
 
              40        50        60        70        80 
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.2  bits: 19.4 E():   22 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (44-61:24-41) 
 
            20        30        40        50        60        70    
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|121        MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSL 
                      10        20        30        40        50    
 
            80                                                      
AAD-12 RHAHAIP                                                      
                                                                    
gi|121 STFKNTEIKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVV 
            60        70        80        90       100       110    
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.2  bits: 19.4 E():   22 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (44-61:24-41) 
 
            20        30        40        50        60        70    
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|379        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
            80                                                      
AAD-12 RHAHAIP                                                      
                                                                    
gi|379 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.2  bits: 19.4 E():   22 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (44-61:24-41) 
 
            20        30        40        50        60        70    
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
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                                     .:. . :.:  :.: ..:             
gi|144        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
            80                                                      
AAD-12 RHAHAIP                                                      
                                                                    
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.1  bits: 19.1 E():   23 
Smith-Waterman score: 44; 50.0% identity (71.4% similar) in 14 aa overlap (47-60:19-32) 
 
         20        30        40        50        60        70       
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :.: ::  :. :.:                 
gi|135             MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFA 
                           10        20        30        40         
 
         80                                                         
AAD-12 HAIP                                                         
                                                                    
gi|135 KALEGKDVKDLLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGL 
       50        60        70        80        90       100         
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 77.3  bits: 21.1 E():   25 
Smith-Waterman score: 52; 24.3% identity (73.0% similar) in 37 aa overlap (9-44:143-179) 
 
                                     10        20        30         
AAD-12                       DMRAAYDALDEATRALVHQRSARHSLVYSQSKLG-HVQ 
                                     .::   .:.: .. .. .::  .... .:. 
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
        40        50        60        70        80                  
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP                  
       . :...:                                                      
gi|215 NNGDVFILLVPNFVFVWTGKHSNRMERTTAIRVANDLKSELNRFKLSSVILEDGKEVEQT 
            180       190       200       210       220       230   
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.3  bits: 20.4 E():   25 
Smith-Waterman score: 49; 21.9% identity (59.4% similar) in 32 aa overlap (20-51:179-210) 
 
                          10        20        30        40          
AAD-12            DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :.  .:.. .... :. ::      : :.. 
gi|219 MWQQSSCHVMQQQCCQQLSQIPEQSRYDAIRAITYSIILQEQQQGQSQQQQPQQSGQGVS 
      150       160       170       180       190       200         
 
      50        60        70        80                              
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIP                              
        .                                                           
gi|219 QSQQQSQQQLGQCSFQQPQQQLGQQPQQQQVQQGTFLQPHQIAHLEVMTSIALRTLPTMC 
      210       220       230       240       250       260         
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 76.7  bits: 18.3 E():   27 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (17-38:37-58) 
 
                             10        20        30        40       
AAD-12               DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
         50        60        70        80 
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
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gi|162 VPQLEIVPNS                         
         70                               
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.4  bits: 19.1 E():   28 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (44-64:25-45) 
 
            20        30        40        50        60        70    
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.:  .:  :          
gi|990       MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSL 
                     10        20        30        40        50     
 
            80                                                      
AAD-12 RHAHAIP                                                      
                                                                    
gi|990 STFKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVV 
           60        70        80        90       100       110     
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.9  bits: 20.1 E():   30 
Smith-Waterman score: 48; 25.6% identity (56.4% similar) in 39 aa overlap (25-63:87-125) 
 
                     10        20        30        40        50     
AAD-12       DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     : : . ..  . :.:.:  . :: .  ..  
gi|144 DLAEAPFQISLLKDYLIMKRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSS 
         60        70        80        90       100       110       
 
           60        70        80                                   
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIP                                   
           .::.:                                                    
gi|144 SYGDLKVKPIIQHESYEQDQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVDGDKVTIYG 
        120       130       140       150       160       170       
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.8  bits: 20.3 E():   30 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (39-55:200-216) 
 
       10        20        30        40        50        60         
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
       70        80                                                 
AAD-12 SLLIGRHAHAIP                                                 
                                                                    
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 75.5  bits: 20.6 E():   32 
Smith-Waterman score: 50; 38.2% identity (55.9% similar) in 34 aa overlap (47-80:2-34) 
 
         20        30        40        50        60        70       
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :. : : :.  :. .   .:   :  : :: 
gi|581                              MGFITKAIPIV-LAALSTVNGARILEAGPHA 
                                            10         20        30 
 
         80                                                         
AAD-12 HAIP                                                         
       .:::                                                         
gi|581 EAIPNKYIVVMKREVSDEAFNAHTTWLSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRA 
               40        50        60        70        80        90 
 
>>gi|21757|emb|CAA26383.1| unnamed protein product [Trit  (296 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 48; 21.3% identity (61.7% similar) in 47 aa overlap (8-54:200-246) 
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                                      10        20        30        
AAD-12                        DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :. ....:.. ... :..   :: .: . : 
gi|217 SQVLQQSTYQPLQQLCCQQLWQIPEQSRCQAIHNVVHAIILHQQQRQQQPSSQVSLQQPQ 
     170       180       190       200       210       220          
 
        40        50        60        70        80                  
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP                  
       :   .  :. . .  .:                                            
gi|217 QQYPSGQGFFQPSQQNPQAQGSVQPQQLPQFEEIRNLALQTLPRMCNVYIPPYCSTTIAP 
     230       240       250       260       270       280          
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 75.0  bits: 18.8 E():   33 
Smith-Waterman score: 43; 26.3% identity (57.9% similar) in 38 aa overlap (35-69:33-70) 
 
           10        20        30        40        50           60  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVKV 
                                     ....:.::     .: :::   : : .. . 
gi|668 ASEAAAAAATPVAPTEGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPI 
             10        20        30        40        50        60   
 
              70        80                                          
AAD-12 HPETGRPSLLIGRHAHAIP                                          
         . .. :                                                     
gi|668 FADMAKKSPNVVFLKVDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKL 
             70        80        90       100       110       120   
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 74.8  bits: 20.0 E():   34 
Smith-Waterman score: 48; 25.0% identity (51.8% similar) in 56 aa overlap (17-69:3-56) 
 
               10        20        30        40        50           
AAD-12 DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRP 
                       ::: ..  .:  . . ..    . .: .:::  : :.:     : 
gi|398               MAVHQYTV--ALFLAVALVAGPAASYAADLGYGPATPAAPAAGYTP 
                               10        20        30        40     
 
        60        70        80                                      
AAD-12 LVKVHPETGRPSLLIGRHAHAIP                                      
        . . :  . :.                                                 
gi|398 ATPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGAASNKA 
           50        60        70        80        90       100     
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  49 init1:  49 opt:  50  Z-score: 74.5  bits: 20.5 E():   36 
Smith-Waterman score: 50; 27.0% identity (45.9% similar) in 74 aa overlap (5-74:48-119) 
 
                                         10            20        30 
AAD-12                           DMRAAYDALDEATR----ALVHQRSARHSLVYSQ 
                                     :.:   :  :    :::..    ..:.  : 
gi|259 EWQQQDECQIDRLDALEPDNRVEYEAGTVEAWDPNHEQFRCAGVALVRHTIQPNGLLLPQ 
        20        30        40        50        60        70        
 
               40        50        60        70        80           
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP           
          ... :   .  : ::   . :  : .   :. :: .   ::                 
gi|259 --YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDI 
          80        90       100       110       120       130      
 
gi|259 IAIPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSR 
         140       150       160       170       180       190      
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 74.4  bits: 15.8 E():   36 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (22-36:1-15) 
 
               10        20        30        40        50        60 
AAD-12 DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVK 
                            :: . : : ..::..                         
gi|323                      ARTAWVDSGAQLGELSY                       
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                                    10                              
 
               70        80 
AAD-12 VHPETGRPSLLIGRHAHAIP 
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.3  bits: 18.8 E():   37 
Smith-Waterman score: 43; 29.6% identity (66.7% similar) in 27 aa overlap (41-67:9-35) 
 
               20        30        40        50        60        70 
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                                     ::.    . ..:.  : .:.:. ..::    
gi|244                       MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQS 
                                     10        20        30         
 
               80                                                   
AAD-12 LIGRHAHAIP                                                   
                                                                    
gi|244 CQRQFEEQQRFRNCQRYVKQEVQRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQ 
       40        50        60        70        80        90         
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.1  bits: 19.8 E():   38 
Smith-Waterman score: 47; 36.0% identity (76.0% similar) in 25 aa overlap (2-26:106-130) 
 
                                            10        20        30  
AAD-12                              DMRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     ...: . :.:::.:  ... ::. :      
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
 
              40        50        60        70        80            
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP            
                                                                    
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.0  bits: 19.8 E():   38 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (42-69:1-31) 
 
              20        30        40        50           60         
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
       70        80                                                 
AAD-12 SLLIGRHAHAIP                                                 
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.0  bits: 19.8 E():   38 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (42-69:1-31) 
 
              20        30        40        50           60         
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
       70        80                                                 
AAD-12 SLLIGRHAHAIP                                                 
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.0  bits: 19.8 E():   38 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 4972



 

 

Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (42-69:1-31) 
 
              20        30        40        50           60         
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
       70        80                                                 
AAD-12 SLLIGRHAHAIP                                                 
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.0  bits: 19.8 E():   38 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (42-69:1-31) 
 
              20        30        40        50           60         
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
       70        80                                                 
AAD-12 SLLIGRHAHAIP                                                 
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.0  bits: 19.8 E():   38 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (42-69:1-31) 
 
              20        30        40        50           60         
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
       70        80                                                 
AAD-12 SLLIGRHAHAIP                                                 
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.0  bits: 19.8 E():   38 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (42-69:1-31) 
 
              20        30        40        50           60         
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
       70        80                                                 
AAD-12 SLLIGRHAHAIP                                                 
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.0  bits: 19.8 E():   38 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (42-69:1-31) 
 
              20        30        40        50           60         
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
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       70        80                                                 
AAD-12 SLLIGRHAHAIP                                                 
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.0  bits: 19.8 E():   38 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (42-69:1-31) 
 
              20        30        40        50           60         
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
       70        80                                                 
AAD-12 SLLIGRHAHAIP                                                 
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.0  bits: 19.8 E():   38 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (42-69:1-31) 
 
              20        30        40        50           60         
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
       70        80                                                 
AAD-12 SLLIGRHAHAIP                                                 
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.0  bits: 19.8 E():   38 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (42-69:1-31) 
 
              20        30        40        50           60         
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
       70        80                                                 
AAD-12 SLLIGRHAHAIP                                                 
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.0  bits: 19.8 E():   38 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (42-69:1-31) 
 
              20        30        40        50           60         
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
       70        80                                                 
AAD-12 SLLIGRHAHAIP                                                 
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
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>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.0  bits: 19.8 E():   38 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (42-69:1-31) 
 
              20        30        40        50           60         
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
       70        80                                                 
AAD-12 SLLIGRHAHAIP                                                 
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.0  bits: 19.8 E():   38 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (42-69:1-31) 
 
              20        30        40        50           60         
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
       70        80                                                 
AAD-12 SLLIGRHAHAIP                                                 
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.0  bits: 19.8 E():   38 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (42-69:1-31) 
 
              20        30        40        50           60         
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
       70        80                                                 
AAD-12 SLLIGRHAHAIP                                                 
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.6  bits: 20.2 E():   40 
Smith-Waterman score: 49; 36.7% identity (66.7% similar) in 30 aa overlap (14-43:43-72) 
 
                                10        20        30        40    
AAD-12                  DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.. . .:: . : : ..::..  : : : 
gi|558 RVRSGGHDYEGLSYRSLQPENFAVVDLNQMRAVLVDGKARTAWVDSGAQLGELYYAISKY 
             20        30        40        50        60        70   
 
            50        60        70        80                        
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP                        
                                                                    
gi|558 SRTLAFPAGVCPTIGVGGNLAGGGFGMLLRKYGIAAENVIDVKLVDANGKLHDKKSMGDD 
             80        90       100       110       120       130   
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 73.2  bits: 19.2 E():   42 
Smith-Waterman score: 45; 22.0% identity (53.7% similar) in 41 aa overlap (40-77:62-102) 
 
      10        20        30        40        50        60          
AAD-12 DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE---TG 
                                     :..:.: . .. :     . . . .   .: 
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gi|201 DATPVLDVAGKELDSRLSYRIISTFWGALGGDVYLGKSPNSDAPCANGIFRYNSDVGPSG 
              40        50        60        70        80        90  
 
         70        80                                               
AAD-12 RPSLLIGRHAHAIP                                               
        :  .::  .:                                                  
gi|201 TPVRFIGSSSHFGQGIFENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTI 
             100       110       120       130       140       150  
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.9  bits: 19.0 E():   44 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (19-34:46-61) 
 
                           10        20        30        40         
AAD-12             DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
       50        60        70        80                             
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIP                             
                                                                    
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 72.8  bits: 16.0 E():   44 
Smith-Waterman score: 36; 44.0% identity (56.0% similar) in 25 aa overlap (33-57:2-24) 
 
             10        20        30        40        50        60   
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     ::..  :  :  : :. : :::  :      
gi|751                              DLGYAP-ATPAAPGAGY-TPATPAAP      
                                             10         20          
 
             70        80 
AAD-12 PETGRPSLLIGRHAHAIP 
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 72.6  bits: 19.2 E():   45 
Smith-Waterman score: 45; 36.7% identity (56.7% similar) in 30 aa overlap (5-34:165-191) 
 
                                         10        20        30     
AAD-12                           DMRAAYDALDEATRALVHQRSARHSLVYSQSKLG 
                                     : ..::   :   :: .  :.:  :..: : 
gi|136 PTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFEIR---HQLTQIHGLYRSSDKTG 
          140       150       160       170          180       190  
 
           40        50        60        70        80 
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                                      
gi|136 GYWKITMNDGSTYQSDLSKKFEYNTEKPPINIDEIKTIEAEIN    
             200       210       220       230        
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 72.4  bits: 15.9 E():   47 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (51-57:5-11) 
 
               30        40        50        60        70        80 
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     : .:.::                        
gi|751                           TKSQTHVPIRPNKLVLKVQKDRATN          
                                         10        20               
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.3  bits: 17.9 E():   47 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (29-46:26-43) 
 
               10        20        30        40        50        60 
AAD-12 DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVK 
                                   : .. :. :: :..  ::               
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gi|897    EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQG 
                  10        20        30        40        50        
 
               70        80                         
AAD-12 VHPETGRPSLLIGRHAHAIP                         
                                                    
gi|897 YDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
        60        70        80        90       100  
 
>>gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.3  bits: 18.9 E():   47 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (25-50:76-100) 
 
                     10        20        30        40        50     
AAD-12       DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
           60        70        80                                   
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIP                                   
                                                                    
gi|549 AKYQVGQNVALTGSTAAVYNDPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.3  bits: 18.9 E():   47 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (25-50:76-100) 
 
                     10        20        30        40        50     
AAD-12       DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
           60        70        80                                   
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIP                                   
                                                                    
gi|549 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 72.2  bits: 15.4 E():   48 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (48-55:10-17) 
 
        20        30        40        50        60        70        
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH 
                                     :.:  :::                       
gi|244                      IGNEDCTPWMSTLITPLP                      
                                    10                              
 
        80 
AAD-12 AIP 
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 72.2  bits: 18.9 E():   48 
Smith-Waterman score: 44; 29.6% identity (77.8% similar) in 27 aa overlap (24-50:77-102) 
 
                      10        20        30        40        50    
AAD-12        DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::... .:... :. ..  .:: ::    
gi|549 LKVHNDFRQKVAKGLETRGNPGPQPPAKNMNNLVWND-ELANIAQVWASQCNYGHDTCKD 
         50        60        70        80         90       100      
 
            60        70        80                                  
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIP                                  
                                                                    
gi|549 TEKYPVGQNIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWA 
         110       120       130       140       150       160      
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
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 initn:  37 init1:  37 opt:  56  Z-score: 72.2  bits: 22.0 E():   48 
Smith-Waterman score: 56; 29.3% identity (60.3% similar) in 58 aa overlap (23-80:227-279) 
 
                       10        20        30        40        50   
AAD-12         DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                     :: ::. ..:  :.. . . ..  . : .: 
gi|203 MRHYMHPMDSDLSCRMTLKDKVVTEVDCEERHVLVHRSNKPVHMSYV-KMMLKQNKDGVA 
        200       210       220       230       240        250      
 
             60        70        80                                 
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIP                                 
       . : : ....:.  :: : .  : :  :                                 
gi|203 ADLGP-TNAQPK--RPYLSFD-HKHKNPTETDVVEVLKKLCSEITEPQASIETSFTFQKL 
         260          270        280       290       300       310  
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 72.1  bits: 20.7 E():   49 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (32-46:609-623) 
 
              10        20        30        40        50        60  
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
              70        80                                          
AAD-12 HPETGRPSLLIGRHAHAIP                                          
                                                                    
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 72.0  bits: 15.9 E():   49 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (63-73:10-20) 
 
             40        50        60        70        80 
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     :.:  :..: :        
gi|147                      AKITFTNNXPNTVWPGILTGFGQKPQ  
                                    10        20        
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 72.0  bits: 16.4 E():   49 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (34-54:5-25) 
 
            10        20        30        40        50        60    
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     :.: .: :  : : .   :.:          
gi|462                           TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXL 
                                         10        20        30     
 
            70        80 
AAD-12 ETGRPSLLIGRHAHAIP 
                         
gi|462 SSA               
                         
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 72.0  bits: 18.7 E():   49 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (19-33:138-152) 
 
                           10        20        30        40         
AAD-12             DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
       50        60        70        80 
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                        
gi|391 ASIDTILTKV                       
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       170                              
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 71.8  bits: 20.2 E():   50 
Smith-Waterman score: 49; 37.9% identity (62.1% similar) in 29 aa overlap (17-45:74-102) 
 
                             10        20        30        40       
AAD-12               DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     : .:.: .   ::.. :    : ::.:.:  
gi|112 NRIESEGGYIETWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGL 
            50        60        70        80        90       100    
 
         50        60        70        80                           
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP                           
                                                                    
gi|112 IFPGCPSTYEEPAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTG 
           110       120       130       140       150       160    
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  45 init1:  45 opt:  48  Z-score: 71.5  bits: 19.9 E():   53 
Smith-Waterman score: 54; 23.0% identity (55.2% similar) in 87 aa overlap (1-80:56-138) 
 
                                              10             20     
AAD-12                               DMRAAYDAL-DEATRALVH-----QRSARH 
                                     :..: :::. .   ....      ::: .: 
gi|223 GINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHH 
          30        40        50        60        70        80      
 
           30         40        50        60        70        80    
AAD-12 SLVYSQS-KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP    
       . . ...  . :  :   :   .:.. .:  :.  ..   .. .:  .  :: :..:    
gi|223 QNLRDKGVDVDHFIQLIRAL--FGLSRAARNLQDDLNDFLHSLEP--ISPRHRHGLPRQR 
          90       100         110       120         130       140  
 
gi|223 RRSARVSAYLHADDFHKIITTIEALPEFANFYNFLKEHGLDVVDYINEIHSIIGLPPFVP 
             150       160       170       180       190       200  
 
>>gi|56417506|gb|AAV90694.1| GE-rich salivary protein 30  (266 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.4  bits: 19.2 E():   53 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (19-49:183-213) 
 
                           10        20        30        40         
AAD-12             DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
            160       170       180       190       200       210   
 
       50        60        70        80                       
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIP                       
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
            220       230       240       250       260       
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.3  bits: 17.9 E():   54 
Smith-Waterman score: 40; 25.6% identity (59.0% similar) in 39 aa overlap (16-54:54-92) 
 
                              10        20        30        40      
AAD-12                DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     :. . : . . : : .  : . ..:.:  : 
gi|117 KAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAG 
            30        40        50        60        70        80    
 
          50        60        70        80 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
        . .. :.:                           
gi|117 GSAQAEAAPEAAKEEEKEESDEDMGFGLFD      
            90       100       110         
 
>>gi|56417504|gb|AAV90693.1| 30 kDa salivary gland aller  (271 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.2  bits: 19.2 E():   54 
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Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (19-49:188-218) 
 
                           10        20        30        40         
AAD-12             DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
       160       170       180       190       200       210        
 
       50        60        70        80                       
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIP                       
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
       220       230       240       250       260       270  
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 71.2  bits: 14.4 E():   54 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (14-18:2-6) 
 
               10        20        30        40        50        60 
AAD-12 DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVK 
                    : :::                                           
gi|463             DRNLVHSATR                                       
                           10                                       
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.0  bits: 19.7 E():   55 
Smith-Waterman score: 47; 25.7% identity (51.4% similar) in 35 aa overlap (36-70:341-375) 
 
          10        20        30        40        50        60      
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ..  :.: . :: .    .  :  
gi|113 ASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMIPAEP 
              320       330       340       350       360       370 
 
          70        80        
AAD-12 GRPSLLIGRHAHAIP        
       :.  :                  
gi|113 GEAVLRLTSSAGVLSCQPGAPC 
              380       390   
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.9  bits: 19.2 E():   56 
Smith-Waterman score: 45; 34.5% identity (72.4% similar) in 29 aa overlap (27-53:237-265) 
 
                   10        20        30          40        50     
AAD-12     DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATP 
                                     . ..:.. .:.:  .:.: .. :  ::::  
gi|168 EAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATG 
        210       220       230       240       250       260       
 
           60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIP 
                                  
gi|168 AASGAATVAAGGYKV            
        270       280             
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 70.6  bits: 19.1 E():   58 
Smith-Waterman score: 45; 34.5% identity (72.4% similar) in 29 aa overlap (27-53:246-274) 
 
                   10        20        30          40        50     
AAD-12     DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATP 
                                     . ..:.. .:.:  .:.: .. :  ::::  
gi|330 EAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATG 
         220       230       240       250       260       270      
 
           60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIP 
                                  
gi|330 AASGAATVAAGGYKV            
         280       290            
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>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.4  bits: 19.4 E():   60 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (44-53:284-293) 
 
            20        30        40        50        60        70    
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
            80                                
AAD-12 RHAHAIP                                
                                              
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.3  bits: 18.1 E():   61 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (51-58:34-41) 
 
               30        40        50        60        70        80 
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 70.3  bits: 14.4 E():   61 
Smith-Waterman score: 26; 50.0% identity (83.3% similar) in 6 aa overlap (68-73:1-6) 
 
        40        50        60        70        80 
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     :.. ::        
gi|250                               PTITIGGPEYR   
                                             10    
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 70.1  bits: 18.1 E():   62 
Smith-Waterman score: 44; 35.4% identity (54.2% similar) in 48 aa overlap (35-80:79-122) 
 
           10        20        30        40        50        60     
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
                                     :. . :.  :  : : ::. .  . :  :  
gi|160 LGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGN--ITVGEDGTAA-INIVDKQIPL 
       50        60        70        80          90        100      
 
           70          80                               
AAD-12 TGRPSLLIGRHA--HAIP                               
       :: :  .::: .  :. :                               
gi|160 TG-PHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          110       120       130       140       150   
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.1  bits: 18.6 E():   62 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (33-66:31-64) 
 
             10        20        30        40        50        60   
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :. :  . :::..::  .     . ::    
gi|616 NEIAXAKIDLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCA 
               10        20        30        40        50        60 
 
             70        80                                           
AAD-12 PETGRPSLLIGRHAHAIP                                           
        . :                                                         
gi|616 SQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNK 
               70        80        90       100       110       120 
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>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (17-38:6-27) 
 
               10        20        30        40        50        60 
AAD-12 DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVK 
                       :.:.  ..  : :.  ::...:                       
gi|159            IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYKVPQLEIVPNSAEER 
                          10        20        30        40          
 
               70        80                                         
AAD-12 VHPETGRPSLLIGRHAHAIP                                         
                                                                    
gi|159 LHSMKEGIHAQQKEPMIGVNQELAYFYPELFXQFYQPDAYPSGAWYYVPLGTQYTDAPSF 
      50        60        70        80        90       100          
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.0  bits: 18.9 E():   63 
Smith-Waterman score: 44; 20.0% identity (52.5% similar) in 40 aa overlap (29-68:51-90) 
 
                 10        20        30        40        50         
AAD-12   DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|130 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               30        40        50        60        70        80 
 
       60        70        80                                       
AAD-12 VKVHPETGRPSLLIGRHAHAIP                                       
        . .:. ..:                                                   
gi|130 PQPQPQYSQPQEPISQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQS 
               90       100       110       120       130       140 
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (44-61:25-42) 
 
            20        30        40        50        60        70    
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  ..: ..:             
gi|144       MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSL 
                     10        20        30        40        50     
 
            80                                                      
AAD-12 RHAHAIP                                                      
                                                                    
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVE 
           60        70        80        90       100       110     
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.7  bits: 17.9 E():   66 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (7-35:101-129) 
 
                                       10        20        30       
AAD-12                         DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
         40        50        60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                                    
gi|273 RRRR                                         
                                                    
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.7  bits: 17.9 E():   66 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (7-35:101-129) 
 
                                       10        20        30       
AAD-12                         DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
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                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
         40        50        60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                                    
gi|273 RRRR                                         
                                                    
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.1  bits: 18.8 E():   70 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (42-65:1-21) 
 
              20        30        40        50        60        70  
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::    :::  : .   : :       
gi|109                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
              80                                                    
AAD-12 IGRHAHAIP                                                    
                                                                    
gi|109 ADAAGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEP 
        30        40        50        60        70        80        
 
>>gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betula p  (21 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 69.1  bits: 15.1 E():   70 
Smith-Waterman score: 29; 42.9% identity (50.0% similar) in 14 aa overlap (47-60:8-21) 
 
         20        30        40        50        60        70       
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :  :.  ::  : :                 
gi|309                        MRVFNYKGETTSLIPLARLFK                 
                                      10        20                  
 
         80 
AAD-12 HAIP 
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.1  bits: 18.8 E():   71 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (42-65:1-21) 
 
              20        30        40        50        60        70  
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::    :::  : .   : :       
gi|239                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
              80                                                    
AAD-12 IGRHAHAIP                                                    
                                                                    
gi|239 ADAAGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEP 
        30        40        50        60        70        80        
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 68.9  bits: 18.3 E():   72 
Smith-Waterman score: 42; 29.6% identity (70.4% similar) in 27 aa overlap (24-50:76-101) 
 
                      10        20        30        40        50    
AAD-12        DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::.. ..:... :  ..   :: ::    
gi|549 LKIHNDFRNKVARGLETRGNPGPQPPAKNMNNLVWN-NELANIAQIWASQCKYGHDTCKD 
          50        60        70        80         90       100     
 
            60        70        80                                  
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIP                                  
                                                                    
gi|549 TTKYNVGQNIAVSSSTAAVYENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWA 
          110       120       130       140       150       160     
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>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 68.9  bits: 19.8 E():   72 
Smith-Waterman score: 48; 22.9% identity (57.1% similar) in 35 aa overlap (10-44:339-373) 
 
                                    10        20        30          
AAD-12                      DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     ::  .:  . :  : . ...:.. : . .: 
gi|131 LLQPVSTPGEFELFFGAGGENPESFFKSFSDEILEAAFNTRRDRLQRIFGQQRQGVIVKA 
      310       320       330       340       350       360         
 
      40        50        60        70        80                    
AAD-12 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP                    
       .   .                                                        
gi|131 SEEQVRAMSRHEEGGIWPFGGESKGTINIYQQRPTHSNQYGQLHEVDASQYRQLRDLDLT 
      370       380       390       400       410       420         
 
>>gi|21954740|gb|AAM83103.1| paramyosin allergen [Blomia  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 68.4  bits: 20.3 E():   77 
Smith-Waterman score: 58; 34.8% identity (60.9% similar) in 46 aa overlap (20-64:4-44) 
 
               10        20        30        40        50           
AAD-12 DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA-TPLRPLV 
                          :::..  .:..:. ::   .:.  : :: :  : : :.  . 
gi|219                 MAARSAKY--MYQSSRAGH---GGDISIEYGTDLGALTRLEDKI 
                                 10           20        30          
 
      60        70        80                                        
AAD-12 KVHPETGRPSLLIGRHAHAIP                                        
       ..  :                                                        
gi|219 RLLSEDLESERELRQRVEREKSDITVQLMNLTERLEETEGSSESVTEMNKKRDSELAKLR 
      40        50        60        70        80        90          
 
>>gi|37778944|gb|AAO73464.1| HDM allergen [Dermatophagoi  (875 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 68.4  bits: 20.3 E():   77 
Smith-Waterman score: 50; 28.9% identity (60.5% similar) in 38 aa overlap (1-38:827-864) 
 
                                             10        20        30 
AAD-12                               DMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     ...:: :  :.:   :   :. ..: : .. 
gi|377 NEKVKVYKRQMQEQEGMSQQNLTRVRRFQRELEAAEDRADQAESNLSFIRAKHRSWVTTS 
        800       810       820       830       840       850       
 
               40        50        60        70        80 
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
       .  : ..:                                           
gi|377 QVPGGTRQVFTTQEETTNY                                
        860       870                                     
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 47; 33.3% identity (66.7% similar) in 36 aa overlap (5-39:123-158) 
 
                                         10         20        30    
AAD-12                           DMRAAYDALD-EATRALVHQRSARHSLVYSQSKL 
                                     :. ..: .  ::.: . .:: . : : ..: 
gi|558 VCGRRHGVRIRVRSGGHDYEGLSYRSERPEAFAVVDLNKMRAVVVDGKARTAWVDSGAQL 
            100       110       120       130       140       150   
 
            40        50        60        70        80              
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP              
       :..  :                                                       
gi|558 GELYYAIAKNSPVLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGT 
            160       170       180       190       200       210   
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 18.3 E():   78 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (12-45:71-104) 
 
                                  10        20        30        40  
AAD-12                    DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 
                                     :   :: .:.: .   ::..      : :  
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gi|221 AQRPDNRIESEGGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGR 
               50        60        70        80        90       100 
 
              50        60        70        80                      
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP                      
       .:.:                                                         
gi|221 GYFGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQKVHRFDEGDLIAV 
              110       120       130       140       150       160 
 
>>gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A-I [  (262 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.3  bits: 18.6 E():   78 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (29-75:71-117) 
 
                 10        20        30        40        50         
AAD-12   DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
       60        70        80                                       
AAD-12 VKVHPETGRPSLLIGRHAHAIP                                       
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.9  bits: 18.3 E():   82 
Smith-Waterman score: 42; 33.3% identity (71.4% similar) in 21 aa overlap (34-54:72-92) 
 
            10        20        30        40        50        60    
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     : ...: .::   : ...:.:          
gi|383 TASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEE 
              50        60        70        80        90       100  
 
            70        80                                            
AAD-12 ETGRPSLLIGRHAHAIP                                            
                                                                    
gi|383 EEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEEL 
             110       120       130       140       150       160  
 
>>gi|3121755|sp|P81216.1|ALL21_HORSE RecName: Full=Dande  (29 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 67.7  bits: 15.3 E():   84 
Smith-Waterman score: 30; 33.3% identity (50.0% similar) in 18 aa overlap (30-47:5-22) 
 
               10        20        30        40        50        60 
AAD-12 DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVK 
                                    ::.  . : .:     ::              
gi|312                          SQXPQSETDYSQLSGEWNTIYGAASNIXK       
                                        10        20                
 
               70        80 
AAD-12 VHPETGRPSLLIGRHAHAIP 
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.8 E():   86 
Smith-Waterman score: 40; 25.7% identity (51.4% similar) in 35 aa overlap (46-80:23-57) 
 
          20        30        40        50        60        70      
AAD-12 LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                                     ...:  ..::  :.:   :. .    .    
gi|344         MTGVKTHLQHELKRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESD 
                       10        20        30        40        50   
 
          80                                                        
AAD-12 AHAIP                                                        
         :::                                                        
gi|344 EVAIPNPDEFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREIS 
             60        70        80        90       100       110   
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
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 initn:  28 init1:  28 opt:  28  Z-score: 67.5  bits: 14.8 E():   86 
Smith-Waterman score: 28; 36.4% identity (72.7% similar) in 11 aa overlap (37-47:6-16) 
 
         10        20        30        40        50        60       
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG 
                                     ..:. : .: :                    
gi|463                          DFVDAHNAARAQVGVGPVHWT               
                                        10        20                
 
         70        80 
AAD-12 RPSLLIGRHAHAIP 
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.4  bits: 18.5 E():   87 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (29-75:71-117) 
 
                 10        20        30        40        50         
AAD-12   DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|473 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
       60        70        80                                       
AAD-12 VKVHPETGRPSLLIGRHAHAIP                                       
        . .:. ..:.  :...                                            
gi|473 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.4  bits: 18.0 E():   88 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (25-50:76-100) 
 
                     10        20        30        40        50     
AAD-12       DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDI 
          50        60        70        80         90       100     
 
           60        70        80                                   
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIP                                   
                                                                    
gi|549 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.4  bits: 18.0 E():   88 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (25-50:76-100) 
 
                     10        20        30        40        50     
AAD-12       DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
           60        70        80                                   
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIP                                   
                                                                    
gi|549 AKYPVGQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos tauru  (172 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.8 E():   88 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (17-38:49-70) 
 
                             10        20        30        40       
AAD-12               DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
       20        30        40        50        60        70         
 
         50        60        70        80                           
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AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP                           
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
       80        90       100       110       120       130         
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.3  bits: 18.8 E():   88 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (61-79:99-117) 
 
               40        50        60        70        80           
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP           
                                     ::  .: : :.. . .:.:            
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
gi|908 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
      130       140       150       160       170       180         
 
>>gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A-II   (291 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.3  bits: 18.5 E():   89 
Smith-Waterman score: 43; 19.1% identity (53.2% similar) in 47 aa overlap (29-75:71-117) 
 
                 10        20        30        40        50         
AAD-12   DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . : .     : .:  
gi|170 QVPLVQEQQFQGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQPFRPQQPY 
               50        60        70        80        90       100 
 
       60        70        80                                       
AAD-12 VKVHPETGRPSLLIGRHAHAIP                                       
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQILQQILQQQLIPCRDVVLQQHNIAHGSSQV 
              110       120       130       140       150       160 
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.3  bits: 18.8 E():   89 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (61-79:100-118) 
 
               40        50        60        70        80           
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP           
                                     ::  .: : :.. . .:.:            
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
gi|118 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     130       140       150       160       170       180          
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.1  bits: 18.0 E():   90 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (25-50:81-105) 
 
                     10        20        30        40        50     
AAD-12       DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|115 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
               60        70        80         90       100          
 
           60        70        80                                   
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIP                                   
                                                                    
gi|115 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
     110       120       130       140       150       160          
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  41  Z-score: 66.8  bits: 18.0 E():   94 
Smith-Waterman score: 41; 43.5% identity (56.5% similar) in 23 aa overlap (1-20:76-98) 
 
                                                10        20        
AAD-12                               DMRAAYDAL---DEATRALVHQRSARHSLV 
                                     :. .  :.:   :   :::: ::        
gi|161 LKMNPQHTIPTLNDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDLGT 
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          50        60        70        80        90       100      
 
        30        40        50        60        70        80        
AAD-12 YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP        
                                                                    
gi|161 LYQRFGDYYYPIMFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIASV 
         110       120       130       140       150       160      
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.5 E():   94 
Smith-Waterman score: 39; 85.7% identity (100.0% similar) in 7 aa overlap (7-13:72-78) 
 
                                       10        20        30       
AAD-12                         DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     ::.::::                        
gi|145 EIVEGNGGPGTVKKVTAVEDGKTSYVLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFK 
              50        60        70        80        90       100  
 
         40        50        60        70        80         
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP         
                                                            
gi|145 TKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQKSQGIFKAIEGYVLSN 
             110       120       130       140       150    
 
>>gi|21673|emb|CAA35238.1| unnamed protein product [Trit  (307 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 66.8  bits: 18.5 E():   94 
Smith-Waterman score: 43; 22.0% identity (50.0% similar) in 50 aa overlap (26-75:86-131) 
 
                    10        20        30        40        50      
AAD-12      DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
                                     : : : .: . :      . : .     :  
gi|216 PFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQLPYPQPQ----LPYPQPQPFRPQ 
          60        70        80        90           100       110  
 
          60        70        80                                    
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIP                                    
       .:  . .:. ..:.  :...                                         
gi|216 QPYPQSQPQYSQPQQPISQQQQQQQQQQQQKQQQQQQQQILQQILQQQLIPCRDVVLQQH 
             120       130       140       150       160       170  
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 18.5 E():   95 
Smith-Waterman score: 43; 27.8% identity (55.6% similar) in 36 aa overlap (44-79:234-269) 
 
            20        30        40        50        60        70    
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::  ..   .: . :.:   :.. :  .:  
gi|324 DPRTLNKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVIL 
           210       220       230       240       250       260    
 
            80                                       
AAD-12 RHAHAIP                                       
         .::.                                        
gi|324 SISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV 
           270       280       290       300         
 
>>gi|14423684|sp|Q9HDT3.2|ENO_ALTAL RecName: Full=Enolas  (438 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.7  bits: 19.0 E():   95 
Smith-Waterman score: 45; 43.8% identity (81.2% similar) in 16 aa overlap (1-16:217-232) 
 
                                             10        20        30 
AAD-12                               DMRAAYDALDEATRALVHQRSARHSLVYSQ 
                                     :...: .:::  :.:.               
gi|144 AEVYQKLKALAKKTYGQSAGNVGDEGGVAPDIQTAEEALDLITKAIEEAGYTGKIKIAMD 
        190       200       210       220       230       240       
 
               40        50        60        70        80           
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP           
                                                                    
gi|144 VASSEFYKADEKKYDLDFKNPDSDKSKWLTYEQLAEMYKSLAEKYPIVSIEDPFAEDDWE 
        250       260       270       280       290       300       
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>>gi|162750|gb|AAA30413.1| beta-lactoglobulin [Bos tauru  (14 aa) 
 initn:  25 init1:  25 opt:  25  Z-score: 66.4  bits: 14.0 E():   99 
Smith-Waterman score: 25; 44.4% identity (66.7% similar) in 9 aa overlap (51-59:2-10) 
 
               30        40        50        60        70        80 
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     .: : . ::                      
gi|162                              NSAEPXQSLVCECL                  
                                            10                      
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.3  bits: 18.0 E():   99 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (25-50:99-123) 
 
                     10        20        30        40        50     
AAD-12       DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|856 KEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
           60        70        80                                   
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIP                                   
                                                                    
gi|856 AKYQVGQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.3  bits: 18.0 E():   99 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (25-50:99-123) 
 
                     10        20        30        40        50     
AAD-12       DMRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|162 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
           60        70        80                                   
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIP                                   
                                                                    
gi|162 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
       130       140       150       160       170       180        
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:54 2011 done: Fri Jan 21 00:02:54 2011 
 Total Scan time:  0.060 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 141  - 220 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
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  32     1     8:= * 
  34     1    22:=      * 
  36    23    44:========      * 
  38    52    73:==================      * 
  40    94   102:================================ * 
  42   102   125:==================================       * 
  44   143   138:=============================================*== 
  46   143   140:==============================================*= 
  48   126   134:==========================================  * 
  50   111   122:=====================================   * 
  52   125   108:===================================*====== 
  54   116    92:==============================*======== 
  56    89    77:=========================*==== 
  58    70    63:====================*=== 
  60    57    51:================*== 
  62    47    41:=============*== 
  64    42    33:==========*=== 
  66    27    26:========* 
  68    20    20:======* 
  70    18    16:=====* 
  72    17    12:===*== 
  74    23    10:===*==== 
  76    10     8:==*= 
  78     9     6:=*= 
  80     7     5:=*= 
  82     3     3:* 
  84     7     3:*== 
  86     2     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.69990.00315; mu= 0.0955 0.163 
 mean_var=35.9155 8.508, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.214010 
 Kolmogorov-Smirnov  statistic: 0.0765 (N=29) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   69 26.5    0.49 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   56 22.9     1.9 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   59 23.4       5 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.6     5.8 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 19.2     7.3 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   57 22.7     8.6 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   57 22.7     9.1 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   57 22.7     9.1 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   57 22.7     9.2 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   51 21.2      10 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   51 21.2      10 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 17.4      10 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   56 22.4      11 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   56 22.4      14 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   52 21.3      15 
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gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   56 22.4      15 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   53 21.6      15 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   53 21.6      15 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 21.3      15 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   47 20.0      17 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   51 21.1      17 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   54 21.8      17 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 20.8      19 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 22.3      19 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 22.3      19 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   46 19.7      20 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.5      21 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.5      21 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.5      21 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   44 19.2      21 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   52 21.2      23 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   49 20.5      23 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   44 19.2      23 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 18.4      26 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 19.2      26 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   44 19.2      27 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   44 19.2      27 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   44 19.2      27 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   48 20.2      28 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 20.4      28 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   50 20.7      30 
gi|21757|emb|CAA26383.1| unnamed protein product [ ( 296)   48 20.1      30 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   43 18.9      32 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   48 20.1      32 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   50 20.6      33 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 20.4      34 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   43 18.8      35 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 15.8      35 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   47 19.8      36 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 19.8      36 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 19.8      36 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 19.8      36 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 19.8      36 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 19.8      36 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 19.8      36 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 19.8      36 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 19.8      36 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 19.8      36 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 19.8      36 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 19.8      36 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 19.8      36 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 19.8      36 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 19.8      36 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   49 20.3      38 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   45 19.3      40 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 19.0      42 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   45 19.3      43 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 16.0      43 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.1      45 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 18.0      45 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   44 19.0      45 
gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Veno ( 204)   44 19.0      45 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 16.0      45 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   44 19.0      45 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 20.8      46 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 15.5      47 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.8      47 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   49 20.3      47 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 16.0      47 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 16.5      48 
gi|56417506|gb|AAV90694.1| GE-rich salivary protei ( 266)   45 19.2      50 
gi|56417504|gb|AAV90693.1| 30 kDa salivary gland a ( 271)   45 19.2      51 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   40 18.0      51 
gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Th (  20)   30 15.4      53 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 14.4      53 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   45 19.2      53 
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gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   45 19.2      56 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 19.5      57 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.2      58 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   41 18.2      59 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   43 18.7      59 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   26 14.4      60 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 18.9      60 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 17.9      60 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 17.9      61 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   40 17.9      63 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   40 17.9      63 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   46 19.4      65 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   44 18.9      67 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   44 18.9      67 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   48 19.9      68 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   42 18.4      69 
gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betu (  21)   29 15.1      69 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.1      73 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.1      73 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.7      73 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   42 18.4      74 
gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A ( 262)   43 18.6      75 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   46 19.4      75 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   27 14.6      76 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   42 18.4      78 
gi|3121755|sp|P81216.1|ALL21_HORSE RecName: Full=D (  29)   30 15.3      82 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   40 17.8      83 
gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   43 18.6      83 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   41 18.1      84 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   41 18.1      84 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   44 18.9      84 
gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A ( 291)   43 18.6      85 
gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos t ( 172)   40 17.8      85 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   44 18.9      85 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   28 14.8      85 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   41 18.1      87 
gi|21673|emb|CAA35238.1| unnamed protein product [ ( 307)   43 18.6      90 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   43 18.6      91 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   39 17.6      91 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   45 19.1      94 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   41 18.1      96 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   41 18.1      96 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   39 17.6      98 
gi|162750|gb|AAA30413.1| beta-lactoglobulin [Bos t (  14)   25 14.0      98 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  65 init1:  65 opt:  69  Z-score: 108.1  bits: 26.5 E(): 0.49 
Smith-Waterman score: 69; 23.8% identity (51.2% similar) in 80 aa overlap (7-80:314-393) 
 
                                       10           20        30    
AAD-12                         MRAAYDALDEATRALV---HQRSARHSLVYSQSKLG 
                                     : :: ..  :   : ..: .:. ..      
gi|113 VVNNNYDKWGSYAIGGSASPTILSQGNRFCAPDERSKKNVLGRHGEAAAESMKWNWRTNK 
           290       300       310       320       330       340    
 
            40        50        60        70           80    
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI---PG    
        : . :. ... :.: . :: .    .  : :. .: .   : ..   ::    
gi|113 DVLENGAIFVASGVDPVLTPEQSAGMIPAEPGESALSLTSSAGVLSCQPGAPC 
           350       360       370       380       390       
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  45 init1:  45 opt:  56  Z-score: 97.7  bits: 22.9 E():  1.9 
Smith-Waterman score: 56; 29.5% identity (63.6% similar) in 44 aa overlap (10-49:34-77) 
 
                                    10        20            30      
AAD-12                      MRAAYDALDEATRALVHQRSARHS----LVYSQSKLGHV 
                                     .:   . .: :..::    :.... .. :: 
gi|527 HITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHV 
            10        20        30        40        50        60    
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          40        50        60        70        80              
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG              
       :.:.. :   .: :                                             
gi|527 QDAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
            70        80        90       100       110       120  
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  59  Z-score: 89.9  bits: 23.4 E():    5 
Smith-Waterman score: 59; 35.6% identity (60.0% similar) in 45 aa overlap (18-55:198-242) 
 
                            10        20        30              40  
AAD-12              MRAAYDALDEATRALVHQRSARHSLVYSQSKL------GHVQQAGSA 
                                     ::. :..:  .:. :      :  ..: .  
gi|303 LVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALAD 
       170       180       190       200       210       220        
 
               50        60        70        80                     
AAD-12 YIGYGMDT-TATPLRPLVKVHPETGRPSLLIGRHAHAIPG                     
        .:.:::: ::  .:                                              
gi|303 VLGFGMDTETARKVRGEDDQRGHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICS 
       230       240       250       260       270       280        
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 88.8  bits: 21.6 E():  5.8 
Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (5-28:29-52) 
 
                                       10        20        30       
AAD-12                         MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                   : : :::  : .  ..: .: .::         
gi|144 KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLSDS 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG                 
                                                                    
gi|144 KVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAGGE 
               70        80        90       100       110       120 
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 87.0  bits: 19.2 E():  7.3 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (33-53:5-25) 
 
             10        20        30        40        50        60   
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     :.:..: :. .::  .  :.:          
gi|462                           AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKN 
                                         10        20        30     
 
             70        80 
AAD-12 ETGRPSLLIGRHAHAIPG 
                          
gi|462 LNSA               
                          
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.7  bits: 22.7 E():  8.6 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (1-40:372-411) 
 
                                             10        20        30 
AAD-12                               MRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|224 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             350       360       370       380       390       400  
 
               40        50        60        70        80           
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG           
         .::: . :                                                   
gi|224 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             410       420       430       440       450       460  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
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 initn:  57 init1:  57 opt:  57  Z-score: 85.3  bits: 22.7 E():  9.1 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (1-40:392-431) 
 
                                             10        20        30 
AAD-12                               MRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|199 RNRSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
               40        50        60        70        80           
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG           
         .::: . :                                                   
gi|199 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLA 
             430       440       450       460       470       480  
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.3  bits: 22.7 E():  9.1 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (1-40:392-431) 
 
                                             10        20        30 
AAD-12                               MRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|571 GNRSPHIYDPQRWFTQNCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
             370       380       390       400       410       420  
 
               40        50        60        70        80           
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG           
         .::: . :                                                   
gi|571 GRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFA 
             430       440       450       460       470       480  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  57 init1:  57 opt:  57  Z-score: 85.1  bits: 22.7 E():  9.2 
Smith-Waterman score: 57; 27.5% identity (52.5% similar) in 40 aa overlap (1-40:400-439) 
 
                                             10        20        30 
AAD-12                               MRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . : :  : . .  . :  .  ::..:.   
gi|213 RSPDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALR 
     370       380       390       400       410       420          
 
               40        50        60        70        80           
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG           
         .::: . :                                                   
gi|213 GRAHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLA 
     430       440       450       460       470       480          
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 84.5  bits: 21.2 E():   10 
Smith-Waterman score: 51; 27.7% identity (61.7% similar) in 47 aa overlap (5-51:104-149) 
 
                                         10        20        30     
AAD-12                           MRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 
                                     ::: :: ..    .   .... :  .:. . 
gi|144 LSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKETIPYYTKKFDE 
            80        90       100        110       120       130   
 
           40        50        60        70        80               
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG               
       : .:...:.. :  : :                                            
gi|144 VVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWV 
            140       150       160       170       180       190   
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 84.4  bits: 21.2 E():   10 
Smith-Waterman score: 51; 27.7% identity (61.7% similar) in 47 aa overlap (5-51:108-153) 
 
                                         10        20        30     
AAD-12                           MRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 
                                     ::: :: ..    .   .... :  .:. . 
gi|622 LSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKETIPYYTKKFDE 
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        80        90       100       110        120       130       
 
           40        50        60        70        80               
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG               
       : .:...:.. :  : :                                            
gi|622 VVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWV 
        140       150       160       170       180       190       
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 84.2  bits: 17.4 E():   10 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (74-79:8-13) 
 
            50        60        70        80  
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG  
                                     ::: .:   
gi|131                        GPVGGVVHAHMMPLL 
                                      10      
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 84.0  bits: 22.4 E():   11 
Smith-Waterman score: 56; 28.9% identity (52.6% similar) in 38 aa overlap (3-40:371-408) 
 
                                           10        20        30   
AAD-12                             MRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :  : . .  ..:  .  ::..:      
gi|370 RSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGR 
              350       360       370       380       390       400 
 
             40        50        60        70        80             
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG             
       .::: . :                                                     
gi|370 AHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGE 
              410       420       430       440       450       460 
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  56  Z-score: 81.7  bits: 22.4 E():   14 
Smith-Waterman score: 56; 27.8% identity (63.9% similar) in 36 aa overlap (18-53:539-574) 
 
                            10        20        30        40        
AAD-12              MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.:.. .   . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYP 
      510       520       530       540       550       560         
 
        50        60        70        80                            
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG                            
        ..  :                                                       
gi|217 TSVQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQP 
      570       580       590       600       610       620         
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 81.5  bits: 21.3 E():   15 
Smith-Waterman score: 52; 28.3% identity (56.7% similar) in 60 aa overlap (14-73:232-276) 
 
                                10        20        30        40    
AAD-12                  MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                     : .:  :. ::....:..  . ::       
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIH--SVVHSIIMQQQQQQQQQQ------ 
             210       220       230         240       250          
 
            50        60        70        80                        
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG                        
         :.:     . :: . : ..:. ::. :.                               
gi|170 --GIDI----FLPLSQ-HEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYV 
                 260        270       280       290       300       
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 81.5  bits: 22.4 E():   15 
Smith-Waterman score: 56; 25.0% identity (63.9% similar) in 36 aa overlap (18-53:551-586) 
 
                            10        20        30        40        
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AAD-12              MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.... . . . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYP 
              530       540       550       560       570       580 
 
        50        60        70        80                            
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG                            
        .   :                                                       
gi|217 TSLQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQP 
              590       600       610       620       630       640 
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 81.4  bits: 21.6 E():   15 
Smith-Waterman score: 53; 19.7% identity (51.5% similar) in 66 aa overlap (7-69:315-380) 
 
                                       10        20           30    
AAD-12                         MRAAYDALDEATRALVHQRS---ARHSLVYSQSKLG 
                                     : :.  .  :  :.   : .:....  .   
gi|166 VVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDK 
          290       300       310       320       330       340     
 
            40        50        60        70        80       
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG       
        . . :. ..  : : . ::..    .  : :. ..                  
gi|166 DLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTSSAGVFSCRPGAPC 
          350       360       370       380       390        
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 81.4  bits: 21.6 E():   15 
Smith-Waterman score: 53; 19.7% identity (51.5% similar) in 66 aa overlap (7-69:315-380) 
 
                                       10        20           30    
AAD-12                         MRAAYDALDEATRALVHQRS---ARHSLVYSQSKLG 
                                     : :.  .  :  :.   : .:....  .   
gi|113 VVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDK 
          290       300       310       320       330       340     
 
            40        50        60        70        80       
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG       
        . . :. ..  : : . ::..    .  : :. ..                  
gi|113 DLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTSSAGVFSCHPGAPC 
          350       360       370       380       390        
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.2  bits: 21.3 E():   15 
Smith-Waterman score: 52; 40.0% identity (56.0% similar) in 25 aa overlap (40-64:25-49) 
 
      10        20        30        40        50        60          
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                                     .:  ::.  : :::  : . . : :      
gi|249       MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPA 
                     10        20        30        40        50     
 
      70        80                                                  
AAD-12 LIGRHAHAIPG                                                  
                                                                    
gi|249 TPAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGL 
           60        70        80        90       100       110     
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.4  bits: 20.0 E():   17 
Smith-Waterman score: 47; 29.4% identity (70.6% similar) in 17 aa overlap (1-17:14-30) 
 
                            10        20        30        40        
AAD-12              MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                    .: :.: .:.  .. .:                               
gi|219 MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLIIEIDAD 
               10        20        30        40        50        60 
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 80.3  bits: 21.1 E():   17 
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Smith-Waterman score: 51; 36.1% identity (55.6% similar) in 36 aa overlap (38-68:21-56) 
 
        10        20        30        40          50           60   
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGS--AYIGYGMDTTATP---LRPLVKVHP 
                                     :::  : .:::  : :.:     : . . : 
gi|330           MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAP 
                         10        20        30        40        50 
 
             70        80                                           
AAD-12 ETGRPSLLIGRHAHAIPG                                           
         ..:.                                                       
gi|330 AGAEPAGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLS 
               60        70        80        90       100       110 
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 80.3  bits: 21.8 E():   17 
Smith-Waterman score: 54; 23.5% identity (54.4% similar) in 68 aa overlap (3-70:426-489) 
 
                                           10        20        30   
AAD-12                             MRAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     :  ....:   :.. :.  . .:    ..  
gi|258 AERGFFYRNGIYSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNH 
         400       410       420       430       440       450      
 
             40        50        60        70        80             
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG             
       : .::::.     :..  :   .  . ..  .:: :.:                       
gi|258 GVIQQAGN----QGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQISREQARQL 
         460           470       480       490       500       510  
 
gi|258 KYNRQETIALSSSQQRRAVV 
             520       530  
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 79.5  bits: 20.8 E():   19 
Smith-Waterman score: 50; 32.1% identity (57.1% similar) in 28 aa overlap (41-68:1-28) 
 
               20        30        40        50        60        70 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::  : :.:    . . :  ..:.   
gi|295                               ADLGYGPATPAAPAAGYTPAAPAGAEPAGK 
                                             10        20        30 
 
               80                                                   
AAD-12 IGRHAHAIPG                                                   
                                                                    
gi|295 ATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAE 
               40        50        60        70        80        90 
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 79.5  bits: 22.3 E():   19 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (28-45:283-300) 
 
                  10        20        30        40        50        
AAD-12    MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
        60        70        80                                      
AAD-12 VKVHPETGRPSLLIGRHAHAIPG                                      
                                                                    
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 79.4  bits: 22.3 E():   19 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (28-45:289-306) 
 
                  10        20        30        40        50        
AAD-12    MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
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                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
 
        60        70        80                                      
AAD-12 VKVHPETGRPSLLIGRHAHAIPG                                      
                                                                    
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  46  Z-score: 79.1  bits: 19.7 E():   20 
Smith-Waterman score: 46; 38.9% identity (83.3% similar) in 18 aa overlap (1-18:126-143) 
 
                                             10        20        30 
AAD-12                               MRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     . ::..::: :..: ...             
gi|157 RLSPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG         
         100       110       120       130       140                
 
               40        50        60        70        80 
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.6  bits: 19.5 E():   21 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (43-60:24-41) 
 
             20        30        40        50        60        70   
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|144        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
             80                                                     
AAD-12 RHAHAIPG                                                     
                                                                    
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.6  bits: 19.5 E():   21 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (43-60:24-41) 
 
             20        30        40        50        60        70   
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|121        MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSL 
                      10        20        30        40        50    
 
             80                                                     
AAD-12 RHAHAIPG                                                     
                                                                    
gi|121 STFKNTEIKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVV 
            60        70        80        90       100       110    
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.6  bits: 19.5 E():   21 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (43-60:24-41) 
 
             20        30        40        50        60        70   
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|379        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
             80                                                     
AAD-12 RHAHAIPG                                                     
                                                                    
gi|379 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 4998



 

 

>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.6  bits: 19.2 E():   21 
Smith-Waterman score: 44; 50.0% identity (71.4% similar) in 14 aa overlap (46-59:19-32) 
 
          20        30        40        50        60        70      
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :.: ::  :. :.:                 
gi|135             MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFA 
                           10        20        30        40         
 
          80                                                        
AAD-12 HAIPG                                                        
                                                                    
gi|135 KALEGKDVKDLLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGL 
       50        60        70        80        90       100         
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 77.9  bits: 21.2 E():   23 
Smith-Waterman score: 52; 24.3% identity (73.0% similar) in 37 aa overlap (8-43:143-179) 
 
                                      10        20        30        
AAD-12                        MRAAYDALDEATRALVHQRSARHSLVYSQSKLG-HVQ 
                                     .::   .:.: .. .. .::  .... .:. 
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
         40        50        60        70        80                 
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG                 
       . :...:                                                      
gi|215 NNGDVFILLVPNFVFVWTGKHSNRMERTTAIRVANDLKSELNRFKLSSVILEDGKEVEQT 
            180       190       200       210       220       230   
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.8  bits: 20.5 E():   23 
Smith-Waterman score: 49; 21.9% identity (59.4% similar) in 32 aa overlap (19-50:179-210) 
 
                           10        20        30        40         
AAD-12             MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :.  .:.. .... :. ::      : :.. 
gi|219 MWQQSSCHVMQQQCCQQLSQIPEQSRYDAIRAITYSIILQEQQQGQSQQQQPQQSGQGVS 
      150       160       170       180       190       200         
 
       50        60        70        80                             
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPG                             
        .                                                           
gi|219 QSQQQSQQQLGQCSFQQPQQQLGQQPQQQQVQQGTFLQPHQIAHLEVMTSIALRTLPTMC 
      210       220       230       240       250       260         
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 77.8  bits: 19.2 E():   23 
Smith-Waterman score: 44; 26.8% identity (68.3% similar) in 41 aa overlap (2-40:13-50) 
 
                            10        20        30        40        
AAD-12            MRAAYDAL--DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                   :  .: :  ..:..:.   ....:.:.: : .: ....  :        
gi|160 GSQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQLDELNENKSKELQEKI 
               10        20           30        40        50        
 
        50        60        70        80                            
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG                            
                                                                    
gi|160 IRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQ 
        60        70        80        90       100       110        
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 77.1  bits: 18.4 E():   26 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (16-37:37-58) 
 
                              10        20        30        40      
AAD-12                MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.. ..  : :.  ::...:         
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gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
          50        60        70        80 
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                                           
gi|162 VPQLEIVPNS                          
         70                                
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.9  bits: 19.2 E():   26 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (43-63:25-45) 
 
             20        30        40        50        60        70   
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.:  .:  :          
gi|990       MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSL 
                     10        20        30        40        50     
 
             80                                                     
AAD-12 RHAHAIPG                                                     
                                                                    
gi|990 STFKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVV 
           60        70        80        90       100       110     
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 76.7  bits: 19.2 E():   27 
Smith-Waterman score: 44; 26.8% identity (68.3% similar) in 41 aa overlap (2-40:28-65) 
 
                                           10        20        30   
AAD-12                           MRAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                                  :  .: :  ..:..:.   ....:.:.: : .: 
gi|111 MKFAIVLIACFAASVLAQEHKPEKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
             40        50        60        70        80             
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG             
        ....  :                                                     
gi|111 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
        60        70        80        90       100       110        
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 76.7  bits: 19.2 E():   27 
Smith-Waterman score: 44; 26.8% identity (68.3% similar) in 41 aa overlap (2-40:28-65) 
 
                                           10        20        30   
AAD-12                           MRAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                                  :  .: :  ..:..:.   ....:.:.: : .: 
gi|111 MKFAIVLIACFAASVLAQGHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
             40        50        60        70        80             
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG             
        ....  :                                                     
gi|111 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
        60        70        80        90       100       110        
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 76.7  bits: 19.2 E():   27 
Smith-Waterman score: 44; 26.8% identity (68.3% similar) in 41 aa overlap (2-40:28-65) 
 
                                           10        20        30   
AAD-12                           MRAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                                  :  .: :  ..:..:.   ....:.:.: : .: 
gi|420 MKFAIVLIACFAASVLAQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
             40        50        60        70        80             
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG             
        ....  :                                                     
gi|420 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
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        60        70        80        90       100       110        
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.4  bits: 20.2 E():   28 
Smith-Waterman score: 48; 25.6% identity (56.4% similar) in 39 aa overlap (24-62:87-125) 
 
                      10        20        30        40        50    
AAD-12        MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     : : . ..  . :.:.:  . :: .  ..  
gi|144 DLAEAPFQISLLKDYLIMKRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSS 
         60        70        80        90       100       110       
 
            60        70        80                                  
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPG                                  
           .::.:                                                    
gi|144 SYGDLKVKPIIQHESYEQDQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVDGDKVTIYG 
        120       130       140       150       160       170       
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.3  bits: 20.4 E():   28 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (38-54:200-216) 
 
        10        20        30        40        50        60        
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
        70        80                                                
AAD-12 SLLIGRHAHAIPG                                                
                                                                    
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 76.0  bits: 20.7 E():   30 
Smith-Waterman score: 50; 38.2% identity (55.9% similar) in 34 aa overlap (46-79:2-34) 
 
          20        30        40        50        60        70      
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :. : : :.  :. .   .:   :  : :: 
gi|581                              MGFITKAIPIV-LAALSTVNGARILEAGPHA 
                                            10         20        30 
 
          80                                                        
AAD-12 HAIPG                                                        
       .:::                                                         
gi|581 EAIPNKYIVVMKREVSDEAFNAHTTWLSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRA 
               40        50        60        70        80        90 
 
>>gi|21757|emb|CAA26383.1| unnamed protein product [Trit  (296 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.8  bits: 20.1 E():   30 
Smith-Waterman score: 48; 21.3% identity (61.7% similar) in 47 aa overlap (7-53:200-246) 
 
                                       10        20        30       
AAD-12                         MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :. ....:.. ... :..   :: .: . : 
gi|217 SQVLQQSTYQPLQQLCCQQLWQIPEQSRCQAIHNVVHAIILHQQQRQQQPSSQVSLQQPQ 
     170       180       190       200       210       220          
 
         40        50        60        70        80                 
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG                 
       :   .  :. . .  .:                                            
gi|217 QQYPSGQGFFQPSQQNPQAQGSVQPQQLPQFEEIRNLALQTLPRMCNVYIPPYCSTTIAP 
     230       240       250       260       270       280          
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 75.4  bits: 18.9 E():   32 
Smith-Waterman score: 43; 26.3% identity (57.9% similar) in 38 aa overlap (34-68:33-70) 
 
            10        20        30        40        50           60 
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AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVKV 
                                     ....:.::     .: :::   : : .. . 
gi|668 ASEAAAAAATPVAPTEGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPI 
             10        20        30        40        50        60   
 
               70        80                                         
AAD-12 HPETGRPSLLIGRHAHAIPG                                         
         . .. :                                                     
gi|668 FADMAKKSPNVVFLKVDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKL 
             70        80        90       100       110       120   
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 75.3  bits: 20.1 E():   32 
Smith-Waterman score: 48; 25.0% identity (51.8% similar) in 56 aa overlap (16-68:3-56) 
 
               10        20        30        40        50           
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPL 
                      ::: ..  .:  . . ..    . .: .:::  : :.:     :  
gi|398              MAVHQYTV--ALFLAVALVAGPAASYAADLGYGPATPAAPAAGYTPA 
                              10        20        30        40      
 
        60        70        80                                      
AAD-12 VKVHPETGRPSLLIGRHAHAIPG                                      
       . . :  . :.                                                  
gi|398 TPAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGAASNKAF 
          50        60        70        80        90       100      
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  49 init1:  49 opt:  50  Z-score: 75.0  bits: 20.6 E():   33 
Smith-Waterman score: 50; 27.0% identity (45.9% similar) in 74 aa overlap (4-73:48-119) 
 
                                          10            20          
AAD-12                            MRAAYDALDEATR----ALVHQRSARHSLVYSQ 
                                     :.:   :  :    :::..    ..:.  : 
gi|259 EWQQQDECQIDRLDALEPDNRVEYEAGTVEAWDPNHEQFRCAGVALVRHTIQPNGLLLPQ 
        20        30        40        50        60        70        
 
      30        40        50        60        70        80          
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG          
          ... :   .  : ::   . :  : .   :. :: .   ::                 
gi|259 --YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDI 
          80        90       100       110       120       130      
 
gi|259 IAIPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSR 
         140       150       160       170       180       190      
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 74.8  bits: 20.4 E():   34 
Smith-Waterman score: 49; 24.5% identity (49.0% similar) in 49 aa overlap (35-80:341-389) 
 
           10        20        30        40        50        60     
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ..  :.: . :: .    .  :  
gi|113 ASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMIPAEP 
              320       330       340       350       360       370 
 
           70           80    
AAD-12 GRPSLLIGRHAHAI---PG    
       :.  : .   : ..   ::    
gi|113 GEAVLRLTSSAGVLSCQPGAPC 
              380       390   
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.7  bits: 18.8 E():   35 
Smith-Waterman score: 43; 29.6% identity (66.7% similar) in 27 aa overlap (40-66:9-35) 
 
      10        20        30        40        50        60          
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                                     ::.    . ..:.  : .:.:. ..::    
gi|244                       MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQS 
                                     10        20        30         
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      70        80                                                  
AAD-12 LIGRHAHAIPG                                                  
                                                                    
gi|244 CQRQFEEQQRFRNCQRYVKQEVQRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQ 
       40        50        60        70        80        90         
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 74.6  bits: 15.8 E():   35 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (21-35:1-15) 
 
               10        20        30        40        50        60 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                           :: . : : ..::..                          
gi|323                     ARTAWVDSGAQLGELSY                        
                                   10                               
 
               70        80 
AAD-12 HPETGRPSLLIGRHAHAIPG 
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.5  bits: 19.8 E():   36 
Smith-Waterman score: 47; 36.0% identity (76.0% similar) in 25 aa overlap (1-25:106-130) 
 
                                             10        20        30 
AAD-12                               MRAAYDALDEATRALVHQRSARHSLVYSQS 
                                     ...: . :.:::.:  ... ::. :      
gi|219 KRVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQ 
          80        90       100       110       120       130      
 
               40        50        60        70        80           
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG           
                                                                    
gi|219 TAEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDE 
         140       150       160       170       180       190      
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (41-68:1-31) 
 
               20        30        40        50           60        
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
        70        80                                                
AAD-12 SLLIGRHAHAIPG                                                
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (41-68:1-31) 
 
               20        30        40        50           60        
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
        70        80                                                
AAD-12 SLLIGRHAHAIPG                                                
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (41-68:1-31) 
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               20        30        40        50           60        
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
        70        80                                                
AAD-12 SLLIGRHAHAIPG                                                
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (41-68:1-31) 
 
               20        30        40        50           60        
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
        70        80                                                
AAD-12 SLLIGRHAHAIPG                                                
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (41-68:1-31) 
 
               20        30        40        50           60        
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
        70        80                                                
AAD-12 SLLIGRHAHAIPG                                                
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (41-68:1-31) 
 
               20        30        40        50           60        
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
        70        80                                                
AAD-12 SLLIGRHAHAIPG                                                
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (41-68:1-31) 
 
               20        30        40        50           60        
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
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        70        80                                                
AAD-12 SLLIGRHAHAIPG                                                
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (41-68:1-31) 
 
               20        30        40        50           60        
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
        70        80                                                
AAD-12 SLLIGRHAHAIPG                                                
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (41-68:1-31) 
 
               20        30        40        50           60        
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
        70        80                                                
AAD-12 SLLIGRHAHAIPG                                                
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (41-68:1-31) 
 
               20        30        40        50           60        
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
        70        80                                                
AAD-12 SLLIGRHAHAIPG                                                
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (41-68:1-31) 
 
               20        30        40        50           60        
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
        70        80                                                
AAD-12 SLLIGRHAHAIPG                                                
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
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 initn:  42 init1:  42 opt:  47  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (41-68:1-31) 
 
               20        30        40        50           60        
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
        70        80                                                
AAD-12 SLLIGRHAHAIPG                                                
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (41-68:1-31) 
 
               20        30        40        50           60        
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
        70        80                                                
AAD-12 SLLIGRHAHAIPG                                                
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.4  bits: 19.8 E():   36 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (41-68:1-31) 
 
               20        30        40        50           60        
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
        70        80                                                
AAD-12 SLLIGRHAHAIPG                                                
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.1  bits: 20.3 E():   38 
Smith-Waterman score: 49; 36.7% identity (66.7% similar) in 30 aa overlap (13-42:43-72) 
 
                                 10        20        30        40   
AAD-12                   MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.. . .:: . : : ..::..  : : : 
gi|558 RVRSGGHDYEGLSYRSLQPENFAVVDLNQMRAVLVDGKARTAWVDSGAQLGELYYAISKY 
             20        30        40        50        60        70   
 
             50        60        70        80                       
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG                       
                                                                    
gi|558 SRTLAFPAGVCPTIGVGGNLAGGGFGMLLRKYGIAAENVIDVKLVDANGKLHDKKSMGDD 
             80        90       100       110       120       130   
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 73.6  bits: 19.3 E():   40 
Smith-Waterman score: 45; 22.0% identity (53.7% similar) in 41 aa overlap (39-76:62-102) 
 
       10        20        30        40        50        60         
AAD-12 DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE---TG 
                                     :..:.: . .. :     . . . .   .: 
gi|201 DATPVLDVAGKELDSRLSYRIISTFWGALGGDVYLGKSPNSDAPCANGIFRYNSDVGPSG 
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              40        50        60        70        80        90  
 
          70        80                                              
AAD-12 RPSLLIGRHAHAIPG                                              
        :  .::  .:                                                  
gi|201 TPVRFIGSSSHFGQGIFENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTI 
             100       110       120       130       140       150  
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.3  bits: 19.0 E():   42 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (18-33:46-61) 
 
                            10        20        30        40        
AAD-12              MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
        50        60        70        80                            
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG                            
                                                                    
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 73.0  bits: 19.3 E():   43 
Smith-Waterman score: 45; 36.7% identity (56.7% similar) in 30 aa overlap (4-33:165-191) 
 
                                          10        20        30    
AAD-12                            MRAAYDALDEATRALVHQRSARHSLVYSQSKLG 
                                     : ..::   :   :: .  :.:  :..: : 
gi|136 PTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFEIR---HQLTQIHGLYRSSDKTG 
          140       150       160       170          180       190  
 
            40        50        60        70        80 
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                                                       
gi|136 GYWKITMNDGSTYQSDLSKKFEYNTEKPPINIDEIKTIEAEIN     
             200       210       220       230         
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 73.0  bits: 16.0 E():   43 
Smith-Waterman score: 36; 44.0% identity (56.0% similar) in 25 aa overlap (32-56:2-24) 
 
              10        20        30        40        50        60  
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     ::..  :  :  : :. : :::  :      
gi|751                              DLGYAP-ATPAAPGAGY-TPATPAAP      
                                             10         20          
 
              70        80 
AAD-12 PETGRPSLLIGRHAHAIPG 
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 72.8  bits: 22.1 E():   45 
Smith-Waterman score: 56; 29.3% identity (60.3% similar) in 58 aa overlap (22-79:227-279) 
 
                        10        20        30        40        50  
AAD-12          MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                     :: ::. ..:  :.. . . ..  . : .: 
gi|203 MRHYMHPMDSDLSCRMTLKDKVVTEVDCEERHVLVHRSNKPVHMSYV-KMMLKQNKDGVA 
        200       210       220       230       240        250      
 
              60        70        80                                
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPG                                
       . : : ....:.  :: : .  : :  :                                 
gi|203 ADLGP-TNAQPK--RPYLSFD-HKHKNPTETDVVEVLKKLCSEITEPQASIETSFTFQKL 
         260          270        280       290       300       310  
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.7  bits: 18.0 E():   45 
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Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (28-45:26-43) 
 
               10        20        30        40        50        60 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                  : .. :. :: :..  ::                
gi|897   EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGY 
                 10        20        30        40        50         
 
               70        80                        
AAD-12 HPETGRPSLLIGRHAHAIPG                        
                                                   
gi|897 DSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
       60        70        80        90       100  
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.7  bits: 19.0 E():   45 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (24-49:76-100) 
 
                      10        20        30        40        50    
AAD-12        MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
            60        70        80                                  
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPG                                  
                                                                    
gi|549 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.7  bits: 19.0 E():   45 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (24-49:76-100) 
 
                      10        20        30        40        50    
AAD-12        MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
            60        70        80                                  
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPG                                  
                                                                    
gi|549 AKYQVGQNVALTGSTAAVYNDPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 72.6  bits: 16.0 E():   45 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (50-56:5-11) 
 
      20        30        40        50        60        70          
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     : .:.::                        
gi|751                           TKSQTHVPIRPNKLVLKVQKDRATN          
                                         10        20               
 
      80 
AAD-12 G 
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 72.6  bits: 19.0 E():   45 
Smith-Waterman score: 44; 29.6% identity (77.8% similar) in 27 aa overlap (23-49:77-102) 
 
                       10        20        30        40        50   
AAD-12         MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::... .:... :. ..  .:: ::    
gi|549 LKVHNDFRQKVAKGLETRGNPGPQPPAKNMNNLVWND-ELANIAQVWASQCNYGHDTCKD 
         50        60        70        80         90       100      
 
             60        70        80                                 
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPG                                 
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gi|549 TEKYPVGQNIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWA 
         110       120       130       140       150       160      
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 72.6  bits: 20.8 E():   46 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (31-45:609-623) 
 
               10        20        30        40        50        60 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
               70        80                                         
AAD-12 HPETGRPSLLIGRHAHAIPG                                         
                                                                    
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 72.4  bits: 15.5 E():   47 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (47-54:10-17) 
 
         20        30        40        50        60        70       
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH 
                                     :.:  :::                       
gi|244                      IGNEDCTPWMSTLITPLP                      
                                    10                              
 
         80 
AAD-12 AIPG 
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 72.4  bits: 18.8 E():   47 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (18-32:138-152) 
 
                            10        20        30        40        
AAD-12              MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
        50        60        70        80 
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                                         
gi|391 ASIDTILTKV                        
       170                               
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.3  bits: 20.3 E():   47 
Smith-Waterman score: 49; 37.9% identity (62.1% similar) in 29 aa overlap (16-44:74-102) 
 
                              10        20        30        40      
AAD-12                MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     : .:.: .   ::.. :    : ::.:.:  
gi|112 NRIESEGGYIETWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGL 
            50        60        70        80        90       100    
 
          50        60        70        80                          
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG                          
                                                                    
gi|112 IFPGCPSTYEEPAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTG 
           110       120       130       140       150       160    
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 72.2  bits: 16.0 E():   47 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (62-72:10-20) 
 
              40        50        60        70        80 
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
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                                     :.:  :..: :         
gi|147                      AKITFTNNXPNTVWPGILTGFGQKPQ   
                                    10        20         
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 72.2  bits: 16.5 E():   48 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (33-53:5-25) 
 
             10        20        30        40        50        60   
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     :.: .: :  : : .   :.:          
gi|462                           TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXL 
                                         10        20        30     
 
             70        80 
AAD-12 ETGRPSLLIGRHAHAIPG 
                          
gi|462 SSA                
                          
 
>>gi|56417506|gb|AAV90694.1| GE-rich salivary protein 30  (266 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.8  bits: 19.2 E():   50 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (18-48:183-213) 
 
                            10        20        30        40        
AAD-12              MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
            160       170       180       190       200       210   
 
        50        60        70        80                      
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG                      
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
            220       230       240       250       260       
 
>>gi|56417504|gb|AAV90693.1| 30 kDa salivary gland aller  (271 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.6  bits: 19.2 E():   51 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (18-48:188-218) 
 
                            10        20        30        40        
AAD-12              MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
       160       170       180       190       200       210        
 
        50        60        70        80                      
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG                      
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
       220       230       240       250       260       270  
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.6  bits: 18.0 E():   51 
Smith-Waterman score: 40; 25.6% identity (59.0% similar) in 39 aa overlap (15-53:54-92) 
 
                               10        20        30        40     
AAD-12                 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     :. . : . . : : .  : . ..:.:  : 
gi|117 KAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAG 
            30        40        50        60        70        80    
 
           50        60        70        80 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
        . .. :.:                            
gi|117 GSAQAEAAPEAAKEEEKEESDEDMGFGLFD       
            90       100       110          
 
>>gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Thauma  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 71.4  bits: 15.4 E():   53 
Smith-Waterman score: 30; 66.7% identity (83.3% similar) in 6 aa overlap (75-80:15-20) 
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           50        60        70        80 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                                     : :.:: 
gi|680                 ATFNFINNCPFTVWAAAVPG 
                               10        20 
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 71.3  bits: 14.4 E():   53 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (13-17:2-6) 
 
               10        20        30        40        50        60 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                   : :::                                            
gi|463            DRNLVHSATR                                        
                          10                                        
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 71.3  bits: 19.2 E():   53 
Smith-Waterman score: 45; 34.5% identity (72.4% similar) in 29 aa overlap (26-52:237-265) 
 
                    10        20        30          40        50    
AAD-12      MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATP 
                                     . ..:.. .:.:  .:.: .. :  ::::  
gi|168 EAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATG 
        210       220       230       240       250       260       
 
            60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPG 
                                   
gi|168 AASGAATVAAGGYKV             
        270       280              
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 71.0  bits: 19.2 E():   56 
Smith-Waterman score: 45; 34.5% identity (72.4% similar) in 29 aa overlap (26-52:246-274) 
 
                    10        20        30          40        50    
AAD-12      MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATP 
                                     . ..:.. .:.:  .:.: .. :  ::::  
gi|330 EAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATG 
         220       230       240       250       260       270      
 
            60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPG 
                                   
gi|330 AASGAATVAAGGYKV             
         280       290             
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.9  bits: 19.5 E():   57 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (43-52:284-293) 
 
             20        30        40        50        60        70   
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
             80                               
AAD-12 RHAHAIPG                               
                                              
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.7  bits: 18.2 E():   58 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (50-57:34-41) 
 
      20        30        40        50        60        70          
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
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                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
      80                                                            
AAD-12 G                                                            
                                                                    
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 70.5  bits: 18.2 E():   59 
Smith-Waterman score: 44; 35.4% identity (54.2% similar) in 48 aa overlap (34-79:79-122) 
 
            10        20        30        40        50        60    
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
                                     :. . :.  :  : : ::. .  . :  :  
gi|160 LGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGN--ITVGEDGTAA-INIVDKQIPL 
       50        60        70        80          90        100      
 
            70          80                              
AAD-12 TGRPSLLIGRHA--HAIPG                              
       :: :  .::: .  :. :                               
gi|160 TG-PHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          110       120       130       140       150   
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.5  bits: 18.7 E():   59 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (32-65:31-64) 
 
              10        20        30        40        50        60  
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :. :  . :::..::  .     . ::    
gi|616 NEIAXAKIDLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCA 
               10        20        30        40        50        60 
 
              70        80                                          
AAD-12 PETGRPSLLIGRHAHAIPG                                          
        . :                                                         
gi|616 SQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNK 
               70        80        90       100       110       120 
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 70.4  bits: 14.4 E():   60 
Smith-Waterman score: 26; 50.0% identity (83.3% similar) in 6 aa overlap (67-72:1-6) 
 
         40        50        60        70        80 
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                                     :.. ::         
gi|250                               PTITIGGPEYR    
                                             10     
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.4  bits: 18.9 E():   60 
Smith-Waterman score: 44; 20.0% identity (52.5% similar) in 40 aa overlap (28-67:51-90) 
 
                  10        20        30        40        50        
AAD-12    MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|130 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               30        40        50        60        70        80 
 
        60        70        80                                      
AAD-12 VKVHPETGRPSLLIGRHAHAIPG                                      
        . .:. ..:                                                   
gi|130 PQPQPQYSQPQEPISQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQS 
               90       100       110       120       130       140 
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.4  bits: 17.9 E():   60 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (16-37:6-27) 
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               10        20        30        40        50        60 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                      :.:.  ..  : :.  ::...:                        
gi|159           IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYKVPQLEIVPNSAEERL 
                         10        20        30        40        50 
 
               70        80                                         
AAD-12 HPETGRPSLLIGRHAHAIPG                                         
                                                                    
gi|159 HSMKEGIHAQQKEPMIGVNQELAYFYPELFXQFYQPDAYPSGAWYYVPLGTQYTDAPSFS 
               60        70        80        90       100       110 
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.2  bits: 17.9 E():   61 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (43-60:25-42) 
 
             20        30        40        50        60        70   
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  ..: ..:             
gi|144       MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSL 
                     10        20        30        40        50     
 
             80                                                     
AAD-12 RHAHAIPG                                                     
                                                                    
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVE 
           60        70        80        90       100       110     
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (6-34:101-129) 
 
                                        10        20        30      
AAD-12                          MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
          40        50        60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                                                     
gi|273 RRRR                                          
                                                     
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.0  bits: 17.9 E():   63 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (6-34:101-129) 
 
                                        10        20        30      
AAD-12                          MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
          40        50        60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                                                     
gi|273 RRRR                                          
                                                     
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 69.7  bits: 19.4 E():   65 
Smith-Waterman score: 46; 19.5% identity (45.5% similar) in 77 aa overlap (9-80:317-393) 
 
                                     10        20          30       
AAD-12                       MRAAYDALDEATRALVHQRSARH--SLVYSQSKLGHVQ 
                                     :   . .. . .: :  :. ..  .   .  
gi|625 NDYTSWGTYAIGGSANPTILSQGNRFHAPNDPMKKNVLVRADAPHTESMKWNWRSEKDLL 
        290       300       310       320       330       340       
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         40        50        60        70           80    
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA---HAIPG    
       . :. ... : :   :: .    .  : :   : .   :   . .::    
gi|625 ENGAIFVASGCDPHLTPEQKSHLIPAEPGSAVLQLTSCAGTLKCVPGKPC 
        350       360       370       380       390       
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.5  bits: 18.9 E():   67 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (41-64:1-21) 
 
               20        30        40        50        60        70 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::    :::  : .   : :       
gi|109                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
               80                                                   
AAD-12 IGRHAHAIPG                                                   
                                                                    
gi|109 ADAAGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEP 
        30        40        50        60        70        80        
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.5  bits: 18.9 E():   67 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (41-64:1-21) 
 
               20        30        40        50        60        70 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::    :::  : .   : :       
gi|239                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
               80                                                   
AAD-12 IGRHAHAIPG                                                   
                                                                    
gi|239 ADAAGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEP 
        30        40        50        60        70        80        
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.3  bits: 19.9 E():   68 
Smith-Waterman score: 48; 22.9% identity (57.1% similar) in 35 aa overlap (9-43:339-373) 
 
                                     10        20        30         
AAD-12                       MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     ::  .:  . :  : . ...:.. : . .: 
gi|131 LLQPVSTPGEFELFFGAGGENPESFFKSFSDEILEAAFNTRRDRLQRIFGQQRQGVIVKA 
      310       320       330       340       350       360         
 
       40        50        60        70        80                   
AAD-12 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG                   
       .   .                                                        
gi|131 SEEQVRAMSRHEEGGIWPFGGESKGTINIYQQRPTHSNQYGQLHEVDASQYRQLRDLDLT 
      370       380       390       400       410       420         
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.3  bits: 18.4 E():   69 
Smith-Waterman score: 42; 29.6% identity (70.4% similar) in 27 aa overlap (23-49:76-101) 
 
                       10        20        30        40        50   
AAD-12         MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::.. ..:... :  ..   :: ::    
gi|549 LKIHNDFRNKVARGLETRGNPGPQPPAKNMNNLVWN-NELANIAQIWASQCKYGHDTCKD 
          50        60        70        80         90       100     
 
             60        70        80                                 
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPG                                 
                                                                    
gi|549 TTKYNVGQNIAVSSSTAAVYENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWA 
          110       120       130       140       150       160     
 
>>gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betula p  (21 aa) 
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 initn:  29 init1:  29 opt:  29  Z-score: 69.3  bits: 15.1 E():   69 
Smith-Waterman score: 29; 42.9% identity (50.0% similar) in 14 aa overlap (46-59:8-21) 
 
          20        30        40        50        60        70      
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :  :.  ::  : :                 
gi|309                        MRVFNYKGETTSLIPLARLFK                 
                                      10        20                  
 
          80 
AAD-12 HAIPG 
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.8  bits: 19.1 E():   73 
Smith-Waterman score: 47; 22.6% identity (56.6% similar) in 53 aa overlap (5-54:77-129) 
 
                                         10        20        30     
AAD-12                           MRAAYDALDEATRALVHQRSARHSLVYSQSKLGH 
                                     . ...:: ...  . . :  : .: .. .. 
gi|682 AVRKATMDPALVTAEGQAKVIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSFSPGNYSE 
         50        60        70        80        90       100       
 
             40         50        60        70        80            
AAD-12 VQQAG--SAYIG-YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG            
         . :  . ::  :: : .  :.                                      
gi|682 KVKIGMYKHYITFYGEDPNNMPILVFGGTAAEYGTVDSATLIVESNYFSAVNLKIVNSAP 
        110       120       130       140       150       160       
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.8  bits: 19.1 E():   73 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (64-80:225-240) 
 
            40        50        60        70        80              
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG              
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 68.8  bits: 19.7 E():   73 
Smith-Waterman score: 47; 33.3% identity (66.7% similar) in 36 aa overlap (4-38:123-158) 
 
                                           10        20        30   
AAD-12                            MRAAYDALD-EATRALVHQRSARHSLVYSQSKL 
                                     :. ..: .  ::.: . .:: . : : ..: 
gi|558 VCGRRHGVRIRVRSGGHDYEGLSYRSERPEAFAVVDLNKMRAVVVDGKARTAWVDSGAQL 
            100       110       120       130       140       150   
 
             40        50        60        70        80             
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG             
       :..  :                                                       
gi|558 GELYYAIAKNSPVLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGT 
            160       170       180       190       200       210   
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.7  bits: 18.4 E():   74 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (11-44:71-104) 
 
                                   10        20        30        40 
AAD-12                     MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 
                                     :   :: .:.: .   ::..      : :  
gi|221 AQRPDNRIESEGGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGR 
               50        60        70        80        90       100 
 
               50        60        70        80                     
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG                     
       .:.:                                                         
gi|221 GYFGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQKVHRFDEGDLIAV 
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              110       120       130       140       150       160 
 
>>gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A-I [  (262 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.6  bits: 18.6 E():   75 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (28-74:71-117) 
 
                  10        20        30        40        50        
AAD-12    MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
        60        70        80                                      
AAD-12 VKVHPETGRPSLLIGRHAHAIPG                                      
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.6  bits: 19.4 E():   75 
Smith-Waterman score: 46; 23.8% identity (55.6% similar) in 63 aa overlap (18-79:80-138) 
 
                            10        20        30         40       
AAD-12              MRAAYDALDEATRALVHQRSARHSLVYSQS-KLGHVQQAGSAYIGYG 
                                     ::: .:. . ...  . :  :   :   .: 
gi|223 KLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVDVDHFIQLIRAL--FG 
      50        60        70        80        90       100          
 
         50        60        70        80                           
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG                           
       .. .:  :.  ..   .. .:  .  :: :..:                            
gi|223 LSRAARNLQDDLNDFLHSLEP--ISPRHRHGLPRQRRRSARVSAYLHADDFHKIITTIEA 
       110       120         130       140       150       160      
 
gi|223 LPEFANFYNFLKEHGLDVVDYINEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILP 
         170       180       190       200       210       220      
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  27 init1:  27 opt:  27  Z-score: 68.5  bits: 14.6 E():   76 
Smith-Waterman score: 27; 57.1% identity (71.4% similar) in 7 aa overlap (74-80:5-11) 
 
            50        60        70        80      
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG      
                                     .: : ::      
gi|751                           ADAGYAPAAPGTQPKA 
                                         10       
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 18.4 E():   78 
Smith-Waterman score: 42; 33.3% identity (71.4% similar) in 21 aa overlap (33-53:72-92) 
 
             10        20        30        40        50        60   
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     : ...: .::   : ...:.:          
gi|383 TASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEE 
              50        60        70        80        90       100  
 
             70        80                                           
AAD-12 ETGRPSLLIGRHAHAIPG                                           
                                                                    
gi|383 EEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEEL 
             110       120       130       140       150       160  
 
>>gi|3121755|sp|P81216.1|ALL21_HORSE RecName: Full=Dande  (29 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 67.9  bits: 15.3 E():   82 
Smith-Waterman score: 30; 33.3% identity (50.0% similar) in 18 aa overlap (29-46:5-22) 
 
               10        20        30        40        50        60 
AAD-12 MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                   ::.  . : .:     ::               
gi|312                         SQXPQSETDYSQLSGEWNTIYGAASNIXK        
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                                       10        20                 
 
               70        80 
AAD-12 HPETGRPSLLIGRHAHAIPG 
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.8 E():   83 
Smith-Waterman score: 40; 25.7% identity (51.4% similar) in 35 aa overlap (45-79:23-57) 
 
           20        30        40        50        60        70     
AAD-12 LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                                     ...:  ..::  :.:   :. .    .    
gi|344         MTGVKTHLQHELKRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESD 
                       10        20        30        40        50   
 
           80                                                       
AAD-12 AHAIPG                                                       
         :::                                                        
gi|344 EVAIPNPDEFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREIS 
             60        70        80        90       100       110   
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.8  bits: 18.6 E():   83 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (28-74:71-117) 
 
                  10        20        30        40        50        
AAD-12    MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|473 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
        60        70        80                                      
AAD-12 VKVHPETGRPSLLIGRHAHAIPG                                      
        . .:. ..:.  :...                                            
gi|473 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.7  bits: 18.1 E():   84 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (24-49:76-100) 
 
                      10        20        30        40        50    
AAD-12        MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDI 
          50        60        70        80         90       100     
 
            60        70        80                                  
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPG                                  
                                                                    
gi|549 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.7  bits: 18.1 E():   84 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (24-49:76-100) 
 
                      10        20        30        40        50    
AAD-12        MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
            60        70        80                                  
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPG                                  
                                                                    
gi|549 AKYPVGQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.7  bits: 18.9 E():   84 
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Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (60-78:99-117) 
 
      30        40        50        60        70        80          
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG          
                                     ::  .: : :.. . .:.:            
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
gi|908 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
      130       140       150       160       170       180         
 
>>gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A-II   (291 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.6  bits: 18.6 E():   85 
Smith-Waterman score: 43; 19.1% identity (53.2% similar) in 47 aa overlap (28-74:71-117) 
 
                  10        20        30        40        50        
AAD-12    MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . : .     : .:  
gi|170 QVPLVQEQQFQGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQPFRPQQPY 
               50        60        70        80        90       100 
 
        60        70        80                                      
AAD-12 VKVHPETGRPSLLIGRHAHAIPG                                      
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQILQQILQQQLIPCRDVVLQQHNIAHGSSQV 
              110       120       130       140       150       160 
 
>>gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos tauru  (172 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.8 E():   85 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (16-37:49-70) 
 
                              10        20        30        40      
AAD-12                MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
       20        30        40        50        60        70         
 
          50        60        70        80                          
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG                          
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
       80        90       100       110       120       130         
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.6  bits: 18.9 E():   85 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (60-78:100-118) 
 
      30        40        50        60        70        80          
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG          
                                     ::  .: : :.. . .:.:            
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
gi|118 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     130       140       150       160       170       180          
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 67.6  bits: 14.8 E():   85 
Smith-Waterman score: 28; 36.4% identity (72.7% similar) in 11 aa overlap (36-46:6-16) 
 
          10        20        30        40        50        60      
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG 
                                     ..:. : .: :                    
gi|463                          DFVDAHNAARAQVGVGPVHWT               
                                        10        20                
 
          70        80 
AAD-12 RPSLLIGRHAHAIPG 
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.4  bits: 18.1 E():   87 
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Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (24-49:81-105) 
 
                      10        20        30        40        50    
AAD-12        MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|115 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
               60        70        80         90       100          
 
            60        70        80                                  
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPG                                  
                                                                    
gi|115 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
     110       120       130       140       150       160          
 
>>gi|21673|emb|CAA35238.1| unnamed protein product [Trit  (307 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.1  bits: 18.6 E():   90 
Smith-Waterman score: 43; 22.0% identity (50.0% similar) in 50 aa overlap (25-74:86-131) 
 
                     10        20        30        40        50     
AAD-12       MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
                                     : : : .: . :      . : .     :  
gi|216 PFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQLPYPQPQ----LPYPQPQPFRPQ 
          60        70        80        90           100       110  
 
           60        70        80                                   
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPG                                   
       .:  . .:. ..:.  :...                                         
gi|216 QPYPQSQPQYSQPQQPISQQQQQQQQQQQQKQQQQQQQQILQQILQQQLIPCRDVVLQQH 
             120       130       140       150       160       170  
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 18.6 E():   91 
Smith-Waterman score: 43; 27.8% identity (55.6% similar) in 36 aa overlap (43-78:234-269) 
 
             20        30        40        50        60        70   
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::  ..   .: . :.:   :.. :  .:  
gi|324 DPRTLNKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVIL 
           210       220       230       240       250       260    
 
             80                                      
AAD-12 RHAHAIPG                                      
         .::.                                        
gi|324 SISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV 
           270       280       290       300         
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 39; 85.7% identity (100.0% similar) in 7 aa overlap (6-12:72-78) 
 
                                        10        20        30      
AAD-12                          MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     ::.::::                        
gi|145 EIVEGNGGPGTVKKVTAVEDGKTSYVLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFK 
              50        60        70        80        90       100  
 
          40        50        60        70        80        
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG        
                                                            
gi|145 TKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQKSQGIFKAIEGYVLSN 
             110       120       130       140       150    
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 66.8  bits: 19.1 E():   94 
Smith-Waterman score: 45; 32.4% identity (61.8% similar) in 34 aa overlap (52-80:46-78) 
 
              30        40        50           60        70         
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL---VKVHPETGRPSLL--IGRHAH 
                                     :::::    ...: ....:  :  .: .   
gi|253 IEEPEMIAPTPPGQFPHQQPISSPNRTSRNTPLRPESTEIETHHHANHPPALPVLGMQL- 
          20        30        40        50        60        70      
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         80                                                         
AAD-12 AIPG                                                         
        .::                                                         
gi|253 PVPGTVPESSRAQSRASLNLDIDLDLHAPSHPSHLSHGAPHEQEHAHEIQRHRAHSAQSS 
           80        90       100       110       120       130     
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.7  bits: 18.1 E():   96 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (24-49:99-123) 
 
                      10        20        30        40        50    
AAD-12        MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|162 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
            60        70        80                                  
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPG                                  
                                                                    
gi|162 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.7  bits: 18.1 E():   96 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (24-49:99-123) 
 
                      10        20        30        40        50    
AAD-12        MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|856 KEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
            60        70        80                                  
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPG                                  
                                                                    
gi|856 AKYQVGQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.6 E():   98 
Smith-Waterman score: 39; 36.8% identity (78.9% similar) in 19 aa overlap (7-25:129-147) 
 
                                       10        20        30       
AAD-12                         MRAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     ..:.::.: :..  : ..:            
gi|215 GTDYQTYSIVAGCLDNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQS 
      100       110       120       130       140       150         
 
         40        50        60        70        80 
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                                                    
gi|215 YCVQY                                        
      160                                           
 
>>gi|162750|gb|AAA30413.1| beta-lactoglobulin [Bos tauru  (14 aa) 
 initn:  25 init1:  25 opt:  25  Z-score: 66.5  bits: 14.0 E():   98 
Smith-Waterman score: 25; 44.4% identity (66.7% similar) in 9 aa overlap (50-58:2-10) 
 
      20        30        40        50        60        70          
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     .: : . ::                      
gi|162                              NSAEPXQSLVCECL                  
                                            10                      
 
      80 
AAD-12 G 
 
 
 
80 residues in 1 query   sequences 
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339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:54 2011 done: Fri Jan 21 00:02:54 2011 
 Total Scan time:  0.060 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 142  - 221 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     1     8:= * 
  34     2    22:=      * 
  36    21    44:=======       * 
  38    54    73:==================      * 
  40    89   102:==============================   * 
  42   109   125:=====================================    * 
  44   147   138:=============================================*=== 
  46   141   140:==============================================* 
  48   125   134:==========================================  * 
  50   110   122:=====================================   * 
  52   122   108:===================================*===== 
  54   114    92:==============================*======= 
  56    96    77:=========================*====== 
  58    68    63:====================*== 
  60    56    51:================*== 
  62    40    41:=============* 
  64    42    33:==========*=== 
  66    30    26:========*= 
  68    22    20:======*= 
  70    16    16:=====* 
  72    19    12:===*=== 
  74    20    10:===*=== 
  76    14     8:==*== 
  78     7     6:=*= 
  80     5     5:=* 
  82    10     3:*=== 
  84     4     3:*= 
  86     1     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
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Statistics:  Expectation_n fit: rho(ln(x))= 5.60760.00313; mu= 0.5347 0.162 
 mean_var=35.5916 8.450, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.214981 
 Kolmogorov-Smirnov  statistic: 0.0745 (N=29) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   69 26.6    0.46 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   56 22.9     1.8 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   59 23.5     4.8 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.6     5.6 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 19.2     7.3 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   51 21.2     9.7 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   51 21.2     9.9 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   56 22.5      10 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 17.4      11 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   55 22.2      13 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   55 22.2      13 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   55 22.2      13 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   55 22.2      13 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   56 22.4      14 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   56 22.4      14 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   52 21.4      14 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   53 21.7      14 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   53 21.7      14 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 21.4      15 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   54 21.9      16 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   51 21.1      16 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 22.4      18 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 20.8      18 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 22.4      18 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.5      21 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.5      21 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.5      21 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   44 19.2      21 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   52 21.3      22 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   49 20.5      23 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   44 19.2      23 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   45 19.5      24 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   47 20.0      26 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 18.4      26 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 19.2      26 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   44 19.2      27 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   44 19.2      27 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   44 19.2      27 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   48 20.2      27 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 20.5      27 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   50 20.7      28 
gi|21757|emb|CAA26383.1| unnamed protein product [ ( 296)   48 20.2      29 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   48 20.2      31 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   43 18.9      31 
gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus ( 153)   44 19.1      31 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   50 20.7      32 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 20.4      33 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   43 18.9      34 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 19.9      35 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 19.9      35 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 19.9      35 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 19.9      35 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 19.9      35 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 19.9      35 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 19.9      35 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 19.9      35 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 19.9      35 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 19.9      35 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 19.9      35 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 19.9      35 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 19.9      35 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 5022



 

 

gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 19.9      35 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 15.8      36 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   49 20.4      36 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 19.1      41 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.2      42 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   45 19.3      42 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 20.9      43 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 16.0      44 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   44 19.1      44 
gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Veno ( 204)   44 19.1      44 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   44 19.1      44 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 18.0      44 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   49 20.3      45 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.8      46 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 16.0      46 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 15.4      48 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 16.5      48 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.9      48 
gi|56417506|gb|AAV90694.1| GE-rich salivary protei ( 266)   45 19.3      49 
gi|56417504|gb|AAV90693.1| 30 kDa salivary gland a ( 271)   45 19.3      50 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   40 18.0      51 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   45 19.3      52 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   45 19.3      54 
gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Th (  20)   30 15.4      54 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 19.5      55 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 14.4      55 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.2      57 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   43 18.7      58 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 19.0      58 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   41 18.2      58 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 18.0      59 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 17.9      60 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   26 14.3      62 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   40 17.9      62 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   40 17.9      62 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   46 19.5      63 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   44 19.0      65 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   44 19.0      65 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   44 19.0      65 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   48 20.0      66 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   42 18.4      67 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.2      71 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.2      71 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.7      71 
gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betu (  21)   29 15.1      71 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   46 19.4      73 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   42 18.4      73 
gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A ( 262)   43 18.7      73 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   42 18.4      76 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   27 14.5      78 
gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   43 18.6      81 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   40 17.9      82 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   44 18.9      82 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   44 18.9      82 
gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A ( 291)   43 18.6      82 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   41 18.1      83 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   41 18.1      83 
gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos t ( 172)   40 17.9      83 
gi|3121755|sp|P81216.1|ALL21_HORSE RecName: Full=D (  29)   30 15.3      84 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   41 18.1      85 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   28 14.8      87 
gi|21673|emb|CAA35238.1| unnamed protein product [ ( 307)   43 18.6      88 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   43 18.6      88 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   39 17.6      89 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   45 19.1      90 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   41 18.1      94 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   41 18.1      94 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   39 17.6      96 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   39 17.6      99 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   38 17.3      99 
gi|170720|gb|AAA34280.1| alpha/beta-gliadin precur ( 286)   42 18.3      99 
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gi|21761|emb|CAA26384.1| unnamed protein product [ ( 286)   42 18.3      99 
gi|21755|emb|CAA25593.1| unnamed protein product [ ( 286)   42 18.3      99 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  65 init1:  65 opt:  69  Z-score: 108.5  bits: 26.6 E(): 0.46 
Smith-Waterman score: 69; 23.8% identity (51.2% similar) in 80 aa overlap (6-79:314-393) 
 
                                        10           20        30   
AAD-12                          RAAYDALDEATRALV---HQRSARHSLVYSQSKLG 
                                     : :: ..  :   : ..: .:. ..      
gi|113 VVNNNYDKWGSYAIGGSASPTILSQGNRFCAPDERSKKNVLGRHGEAAAESMKWNWRTNK 
           290       300       310       320       330       340    
 
             40        50        60        70           80   
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI---PGM   
        : . :. ... :.: . :: .    .  : :. .: .   : ..   ::    
gi|113 DVLENGAIFVASGVDPVLTPEQSAGMIPAEPGESALSLTSSAGVLSCQPGAPC 
           350       360       370       380       390       
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  45 init1:  45 opt:  56  Z-score: 97.9  bits: 22.9 E():  1.8 
Smith-Waterman score: 56; 29.5% identity (63.6% similar) in 44 aa overlap (9-48:34-77) 
 
                                     10        20            30     
AAD-12                       RAAYDALDEATRALVHQRSARHS----LVYSQSKLGHV 
                                     .:   . .: :..::    :.... .. :: 
gi|527 HITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHV 
            10        20        30        40        50        60    
 
           40        50        60        70        80             
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM             
       :.:.. :   .: :                                             
gi|527 QDAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
            70        80        90       100       110       120  
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  59  Z-score: 90.3  bits: 23.5 E():  4.8 
Smith-Waterman score: 59; 35.6% identity (60.0% similar) in 45 aa overlap (17-54:198-242) 
 
                             10        20        30              40 
AAD-12               RAAYDALDEATRALVHQRSARHSLVYSQSKL------GHVQQAGSA 
                                     ::. :..:  .:. :      :  ..: .  
gi|303 LVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALAD 
       170       180       190       200       210       220        
 
                50        60        70        80                    
AAD-12 YIGYGMDT-TATPLRPLVKVHPETGRPSLLIGRHAHAIPGM                    
        .:.:::: ::  .:                                              
gi|303 VLGFGMDTETARKVRGEDDQRGHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICS 
       230       240       250       260       270       280        
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 89.0  bits: 21.6 E():  5.6 
Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (4-27:29-52) 
 
                                        10        20        30      
AAD-12                          RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                   : : :::  : .  ..: .: .::         
gi|144 KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLSDS 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM                
                                                                    
gi|144 KVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAGGE 
               70        80        90       100       110       120 
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 87.0  bits: 19.2 E():  7.3 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (32-52:5-25) 
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              10        20        30        40        50        60  
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     :.:..: :. .::  .  :.:          
gi|462                           AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKN 
                                         10        20        30     
 
              70        80 
AAD-12 ETGRPSLLIGRHAHAIPGM 
                           
gi|462 LNSA                
                           
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 84.8  bits: 21.2 E():  9.7 
Smith-Waterman score: 51; 27.7% identity (61.7% similar) in 47 aa overlap (4-50:104-149) 
 
                                          10        20        30    
AAD-12                            RAAYDALDEATRALVHQRSARHSLVYSQSKLGH 
                                     ::: :: ..    .   .... :  .:. . 
gi|144 LSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKETIPYYTKKFDE 
            80        90       100        110       120       130   
 
            40        50        60        70        80              
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM              
       : .:...:.. :  : :                                            
gi|144 VVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWV 
            140       150       160       170       180       190   
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 84.6  bits: 21.2 E():  9.9 
Smith-Waterman score: 51; 27.7% identity (61.7% similar) in 47 aa overlap (4-50:108-153) 
 
                                          10        20        30    
AAD-12                            RAAYDALDEATRALVHQRSARHSLVYSQSKLGH 
                                     ::: :: ..    .   .... :  .:. . 
gi|622 LSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKETIPYYTKKFDE 
        80        90       100       110        120       130       
 
            40        50        60        70        80              
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM              
       : .:...:.. :  : :                                            
gi|622 VVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWV 
        140       150       160       170       180       190       
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 84.4  bits: 22.5 E():   10 
Smith-Waterman score: 56; 28.9% identity (52.6% similar) in 38 aa overlap (2-39:371-408) 
 
                                            10        20        30  
AAD-12                              RAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :  : . .  ..:  .  ::..:      
gi|370 RSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGR 
              350       360       370       380       390       400 
 
              40        50        60        70        80            
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM            
       .::: . :                                                     
gi|370 AHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGE 
              410       420       430       440       450       460 
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 84.0  bits: 17.4 E():   11 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (73-78:8-13) 
 
             50        60        70        80 
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM 
                                     ::: .:   
gi|131                        GPVGGVVHAHMMPLL 
                                      10      
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
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 initn:  55 init1:  55 opt:  55  Z-score: 82.7  bits: 22.2 E():   13 
Smith-Waterman score: 55; 28.9% identity (52.6% similar) in 38 aa overlap (2-39:374-411) 
 
                                            10        20        30  
AAD-12                              RAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :  : . .  . :  .  ::..:.     
gi|224 RSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGR 
           350       360       370       380       390       400    
 
              40        50        60        70        80            
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM            
       .::: . :                                                     
gi|224 AHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLAGE 
           410       420       430       440       450       460    
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.3  bits: 22.2 E():   13 
Smith-Waterman score: 55; 28.9% identity (52.6% similar) in 38 aa overlap (2-39:394-431) 
 
                                            10        20        30  
AAD-12                              RAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :  : . .  . :  .  ::..:.     
gi|199 RSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGR 
           370       380       390       400       410       420    
 
              40        50        60        70        80            
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM            
       .::: . :                                                     
gi|199 AHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLAGE 
           430       440       450       460       470       480    
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.3  bits: 22.2 E():   13 
Smith-Waterman score: 55; 28.9% identity (52.6% similar) in 38 aa overlap (2-39:394-431) 
 
                                            10        20        30  
AAD-12                              RAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :  : . .  . :  .  ::..:.     
gi|571 RSPHIYDPQRWFTQNCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGR 
           370       380       390       400       410       420    
 
              40        50        60        70        80            
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM            
       .::: . :                                                     
gi|571 AHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFAGE 
           430       440       450       460       470       480    
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.2  bits: 22.2 E():   13 
Smith-Waterman score: 55; 28.9% identity (52.6% similar) in 38 aa overlap (2-39:402-439) 
 
                                            10        20        30  
AAD-12                              RAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :  : . .  . :  .  ::..:.     
gi|213 PDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGR 
             380       390       400       410       420       430  
 
              40        50        60        70        80            
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM            
       .::: . :                                                     
gi|213 AHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGE 
             440       450       460       470       480       490  
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  56  Z-score: 82.1  bits: 22.4 E():   14 
Smith-Waterman score: 56; 27.8% identity (63.9% similar) in 36 aa overlap (17-52:539-574) 
 
                             10        20        30        40       
AAD-12               RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.:.. .   . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYP 
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      510       520       530       540       550       560         
 
         50        60        70        80                           
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM                           
        ..  :                                                       
gi|217 TSVQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQP 
      570       580       590       600       610       620         
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 81.9  bits: 22.4 E():   14 
Smith-Waterman score: 56; 25.0% identity (63.9% similar) in 36 aa overlap (17-52:551-586) 
 
                             10        20        30        40       
AAD-12               RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.... . . . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYP 
              530       540       550       560       570       580 
 
         50        60        70        80                           
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM                           
        .   :                                                       
gi|217 TSLQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQP 
              590       600       610       620       630       640 
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 81.8  bits: 21.4 E():   14 
Smith-Waterman score: 52; 28.3% identity (56.7% similar) in 60 aa overlap (13-72:232-276) 
 
                                 10        20        30        40   
AAD-12                   RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                     : .:  :. ::....:..  . ::       
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIH--SVVHSIIMQQQQQQQQQQ------ 
             210       220       230         240       250          
 
             50        60        70        80                       
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM                       
         :.:     . :: . : ..:. ::. :.                               
gi|170 --GIDI----FLPLSQ-HEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYV 
                 260        270       280       290       300       
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 81.7  bits: 21.7 E():   14 
Smith-Waterman score: 53; 19.7% identity (51.5% similar) in 66 aa overlap (6-68:315-380) 
 
                                        10           20        30   
AAD-12                          RAAYDALDEATRALVHQRS---ARHSLVYSQSKLG 
                                     : :.  .  :  :.   : .:....  .   
gi|166 VVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDK 
          290       300       310       320       330       340     
 
             40        50        60        70        80      
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM      
        . . :. ..  : : . ::..    .  : :. ..                  
gi|166 DLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTSSAGVFSCRPGAPC 
          350       360       370       380       390        
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 81.7  bits: 21.7 E():   14 
Smith-Waterman score: 53; 19.7% identity (51.5% similar) in 66 aa overlap (6-68:315-380) 
 
                                        10           20        30   
AAD-12                          RAAYDALDEATRALVHQRS---ARHSLVYSQSKLG 
                                     : :.  .  :  :.   : .:....  .   
gi|113 VVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDK 
          290       300       310       320       330       340     
 
             40        50        60        70        80      
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM      
        . . :. ..  : : . ::..    .  : :. ..                  
gi|113 DLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTSSAGVFSCHPGAPC 
          350       360       370       380       390        

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 5027



 

 

 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.5  bits: 21.4 E():   15 
Smith-Waterman score: 52; 40.0% identity (56.0% similar) in 25 aa overlap (39-63:25-49) 
 
       10        20        30        40        50        60         
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                                     .:  ::.  : :::  : . . : :      
gi|249       MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPA 
                     10        20        30        40        50     
 
       70        80                                                 
AAD-12 LIGRHAHAIPGM                                                 
                                                                    
gi|249 TPAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGL 
           60        70        80        90       100       110     
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 80.6  bits: 21.9 E():   16 
Smith-Waterman score: 54; 23.5% identity (54.4% similar) in 68 aa overlap (2-69:426-489) 
 
                                            10        20        30  
AAD-12                              RAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     :  ....:   :.. :.  . .:    ..  
gi|258 AERGFFYRNGIYSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNH 
         400       410       420       430       440       450      
 
              40        50        60        70        80            
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM            
       : .::::.     :..  :   .  . ..  .:: :.:                       
gi|258 GVIQQAGN----QGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQISREQARQL 
         460           470       480       490       500       510  
 
gi|258 KYNRQETIALSSSQQRRAVV 
             520       530  
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 80.6  bits: 21.1 E():   16 
Smith-Waterman score: 51; 36.1% identity (55.6% similar) in 36 aa overlap (37-67:21-56) 
 
         10        20        30          40        50           60  
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGS--AYIGYGMDTTATP---LRPLVKVHP 
                                     :::  : .:::  : :.:     : . . : 
gi|330           MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAP 
                         10        20        30        40        50 
 
              70        80                                          
AAD-12 ETGRPSLLIGRHAHAIPGM                                          
         ..:.                                                       
gi|330 AGAEPAGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLS 
               60        70        80        90       100       110 
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 80.0  bits: 22.4 E():   18 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (27-44:283-300) 
 
                   10        20        30        40        50       
AAD-12     RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
         60        70        80                                     
AAD-12 VKVHPETGRPSLLIGRHAHAIPGM                                     
                                                                    
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 79.8  bits: 20.8 E():   18 
Smith-Waterman score: 50; 32.1% identity (57.1% similar) in 28 aa overlap (40-67:1-28) 
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      10        20        30        40        50        60          
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::  : :.:    . . :  ..:.   
gi|295                               ADLGYGPATPAAPAAGYTPAAPAGAEPAGK 
                                             10        20        30 
 
      70        80                                                  
AAD-12 IGRHAHAIPGM                                                  
                                                                    
gi|295 ATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAE 
               40        50        60        70        80        90 
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 79.8  bits: 22.4 E():   18 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (27-44:289-306) 
 
                   10        20        30        40        50       
AAD-12     RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
 
         60        70        80                                     
AAD-12 VKVHPETGRPSLLIGRHAHAIPGM                                     
                                                                    
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.8  bits: 19.5 E():   21 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (42-59:24-41) 
 
              20        30        40        50        60        70  
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|379        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
              80                                                    
AAD-12 RHAHAIPGM                                                    
                                                                    
gi|379 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.8  bits: 19.5 E():   21 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (42-59:24-41) 
 
              20        30        40        50        60        70  
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|144        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
              80                                                    
AAD-12 RHAHAIPGM                                                    
                                                                    
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.8  bits: 19.5 E():   21 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (42-59:24-41) 
 
              20        30        40        50        60        70  
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|121        MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSL 
                      10        20        30        40        50    
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              80                                                    
AAD-12 RHAHAIPGM                                                    
                                                                    
gi|121 STFKNTEIKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVV 
            60        70        80        90       100       110    
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.7  bits: 19.2 E():   21 
Smith-Waterman score: 44; 50.0% identity (71.4% similar) in 14 aa overlap (45-58:19-32) 
 
           20        30        40        50        60        70     
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :.: ::  :. :.:                 
gi|135             MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFA 
                           10        20        30        40         
 
           80                                                       
AAD-12 HAIPGM                                                       
                                                                    
gi|135 KALEGKDVKDLLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGL 
       50        60        70        80        90       100         
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 78.2  bits: 21.3 E():   22 
Smith-Waterman score: 52; 24.3% identity (73.0% similar) in 37 aa overlap (7-42:143-179) 
 
                                       10        20        30       
AAD-12                         RAAYDALDEATRALVHQRSARHSLVYSQSKLG-HVQ 
                                     .::   .:.: .. .. .::  .... .:. 
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
          40        50        60        70        80                
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM                
       . :...:                                                      
gi|215 NNGDVFILLVPNFVFVWTGKHSNRMERTTAIRVANDLKSELNRFKLSSVILEDGKEVEQT 
            180       190       200       210       220       230   
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.1  bits: 20.5 E():   23 
Smith-Waterman score: 49; 21.9% identity (59.4% similar) in 32 aa overlap (18-49:179-210) 
 
                            10        20        30        40        
AAD-12              RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :.  .:.. .... :. ::      : :.. 
gi|219 MWQQSSCHVMQQQCCQQLSQIPEQSRYDAIRAITYSIILQEQQQGQSQQQQPQQSGQGVS 
      150       160       170       180       190       200         
 
        50        60        70        80                            
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM                            
        .                                                           
gi|219 QSQQQSQQQLGQCSFQQPQQQLGQQPQQQQVQQGTFLQPHQIAHLEVMTSIALRTLPTMC 
      210       220       230       240       250       260         
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 77.9  bits: 19.2 E():   23 
Smith-Waterman score: 44; 26.8% identity (68.3% similar) in 41 aa overlap (1-39:13-50) 
 
                             10        20        30        40       
AAD-12             RAAYDAL--DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                   :  .: :  ..:..:.   ....:.:.: : .: ....  :        
gi|160 GSQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQLDELNENKSKELQEKI 
               10        20           30        40        50        
 
         50        60        70        80                           
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM                           
                                                                    
gi|160 IRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQ 
        60        70        80        90       100       110        
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
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 initn:  45 init1:  45 opt:  45  Z-score: 77.6  bits: 19.5 E():   24 
Smith-Waterman score: 45; 43.8% identity (87.5% similar) in 16 aa overlap (2-17:128-143) 
 
                                            10        20        30  
AAD-12                              RAAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     ::..::: :..: ...               
gi|157 SPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG           
       100       110       120       130       140                  
 
              40        50        60        70        80 
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM 
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 77.1  bits: 20.0 E():   26 
Smith-Waterman score: 47; 21.7% identity (52.2% similar) in 46 aa overlap (38-80:62-107) 
 
        10        20        30        40        50        60        
AAD-12 DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE---TG 
                                     :..:.: . .. :     . . . .   .: 
gi|201 DATPVLDVAGKELDSRLSYRIISTFWGALGGDVYLGKSPNSDAPCANGIFRYNSDVGPSG 
              40        50        60        70        80        90  
 
           70        80                                             
AAD-12 RPSLLIGRHAHAIPGM                                             
        :  .::  .:   :.                                             
gi|201 TPVRFIGSSSHFGQGIFENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTI 
             100       110       120       130       140       150  
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 77.1  bits: 18.4 E():   26 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (15-36:37-58) 
 
                               10        20        30        40     
AAD-12                 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
           50        60        70        80 
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM 
                                            
gi|162 VPQLEIVPNS                           
         70                                 
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.0  bits: 19.2 E():   26 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (42-62:25-45) 
 
              20        30        40        50        60        70  
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.:  .:  :          
gi|990       MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSL 
                     10        20        30        40        50     
 
              80                                                    
AAD-12 RHAHAIPGM                                                    
                                                                    
gi|990 STFKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVV 
           60        70        80        90       100       110     
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 76.8  bits: 19.2 E():   27 
Smith-Waterman score: 44; 26.8% identity (68.3% similar) in 41 aa overlap (1-39:28-65) 
 
                                            10        20        30  
AAD-12                            RAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                                  :  .: :  ..:..:.   ....:.:.: : .: 
gi|111 MKFAIVLIACFAASVLAQEHKPEKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
              40        50        60        70        80            
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AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM            
        ....  :                                                     
gi|111 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
        60        70        80        90       100       110        
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 76.8  bits: 19.2 E():   27 
Smith-Waterman score: 44; 26.8% identity (68.3% similar) in 41 aa overlap (1-39:28-65) 
 
                                            10        20        30  
AAD-12                            RAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                                  :  .: :  ..:..:.   ....:.:.: : .: 
gi|420 MKFAIVLIACFAASVLAQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
              40        50        60        70        80            
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM            
        ....  :                                                     
gi|420 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
        60        70        80        90       100       110        
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 76.8  bits: 19.2 E():   27 
Smith-Waterman score: 44; 26.8% identity (68.3% similar) in 41 aa overlap (1-39:28-65) 
 
                                            10        20        30  
AAD-12                            RAAYDAL--DEATRALVHQRSARHSLVYSQSKL 
                                  :  .: :  ..:..:.   ....:.:.: : .: 
gi|111 MKFAIVLIACFAASVLAQGHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQL 
               10        20        30        40           50        
 
              40        50        60        70        80            
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM            
        ....  :                                                     
gi|111 DELNENKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKIL 
        60        70        80        90       100       110        
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.6  bits: 20.2 E():   27 
Smith-Waterman score: 48; 25.6% identity (56.4% similar) in 39 aa overlap (23-61:87-125) 
 
                       10        20        30        40        50   
AAD-12         RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     : : . ..  . :.:.:  . :: .  ..  
gi|144 DLAEAPFQISLLKDYLIMKRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSS 
         60        70        80        90       100       110       
 
             60        70        80                                 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGM                                 
           .::.:                                                    
gi|144 SYGDLKVKPIIQHESYEQDQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVDGDKVTIYG 
        120       130       140       150       160       170       
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.6  bits: 20.5 E():   27 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (37-53:200-216) 
 
         10        20        30        40        50        60       
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
         70        80                                               
AAD-12 SLLIGRHAHAIPGM                                               
                                                                    
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 76.3  bits: 20.7 E():   28 
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Smith-Waterman score: 50; 38.2% identity (55.9% similar) in 34 aa overlap (45-78:2-34) 
 
           20        30        40        50        60        70     
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :. : : :.  :. .   .:   :  : :: 
gi|581                              MGFITKAIPIV-LAALSTVNGARILEAGPHA 
                                            10         20        30 
 
           80                                                       
AAD-12 HAIPGM                                                       
       .:::                                                         
gi|581 EAIPNKYIVVMKREVSDEAFNAHTTWLSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRA 
               40        50        60        70        80        90 
 
>>gi|21757|emb|CAA26383.1| unnamed protein product [Trit  (296 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.1  bits: 20.2 E():   29 
Smith-Waterman score: 48; 21.3% identity (61.7% similar) in 47 aa overlap (6-52:200-246) 
 
                                        10        20        30      
AAD-12                          RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :. ....:.. ... :..   :: .: . : 
gi|217 SQVLQQSTYQPLQQLCCQQLWQIPEQSRCQAIHNVVHAIILHQQQRQQQPSSQVSLQQPQ 
     170       180       190       200       210       220          
 
          40        50        60        70        80                
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM                
       :   .  :. . .  .:                                            
gi|217 QQYPSGQGFFQPSQQNPQAQGSVQPQQLPQFEEIRNLALQTLPRMCNVYIPPYCSTTIAP 
     230       240       250       260       270       280          
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 75.6  bits: 20.2 E():   31 
Smith-Waterman score: 48; 25.0% identity (51.8% similar) in 56 aa overlap (15-67:3-56) 
 
               10        20        30        40        50           
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLV 
                     ::: ..  .:  . . ..    . .: .:::  : :.:     : . 
gi|398             MAVHQYTV--ALFLAVALVAGPAASYAADLGYGPATPAAPAAGYTPAT 
                             10        20        30        40       
 
        60        70        80                                      
AAD-12 KVHPETGRPSLLIGRHAHAIPGM                                      
        . :  . :.                                                   
gi|398 PAAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGAASNKAFA 
         50        60        70        80        90       100       
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 75.6  bits: 18.9 E():   31 
Smith-Waterman score: 43; 26.3% identity (57.9% similar) in 38 aa overlap (33-67:33-70) 
 
             10        20        30        40        50             
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVKV 
                                     ....:.::     .: :::   : : .. . 
gi|668 ASEAAAAAATPVAPTEGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPI 
             10        20        30        40        50        60   
 
      60        70        80                                        
AAD-12 HPETGRPSLLIGRHAHAIPGM                                        
         . .. :                                                     
gi|668 FADMAKKSPNVVFLKVDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKL 
             70        80        90       100       110       120   
 
>>gi|219815476|gb|ACL36923.1| troponin C [Tyrophagus put  (153 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.6  bits: 19.1 E():   31 
Smith-Waterman score: 44; 31.2% identity (68.8% similar) in 16 aa overlap (1-16:15-30) 
 
                             10        20        30        40       
AAD-12               RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                     : :.: .:.  .. .:                               
gi|219 MSVEELSKEQVQMLRKAFDMFDRDKKGYIHTNMVSTILRTLGQTFEENDLQQLIIEIDAD 
               10        20        30        40        50        60 
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>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  49 init1:  49 opt:  50  Z-score: 75.3  bits: 20.7 E():   32 
Smith-Waterman score: 50; 27.0% identity (45.9% similar) in 74 aa overlap (3-72:48-119) 
 
                                           10            20         
AAD-12                             RAAYDALDEATR----ALVHQRSARHSLVYSQ 
                                     :.:   :  :    :::..    ..:.  : 
gi|259 EWQQQDECQIDRLDALEPDNRVEYEAGTVEAWDPNHEQFRCAGVALVRHTIQPNGLLLPQ 
        20        30        40        50        60        70        
 
       30        40        50        60        70        80         
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM         
          ... :   .  : ::   . :  : .   :. :: .   ::                 
gi|259 --YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDI 
          80        90       100       110       120       130      
 
gi|259 IAIPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSR 
         140       150       160       170       180       190      
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 75.1  bits: 20.4 E():   33 
Smith-Waterman score: 49; 24.5% identity (49.0% similar) in 49 aa overlap (34-79:341-389) 
 
            10        20        30        40        50        60    
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ..  :.: . :: .    .  :  
gi|113 ASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMIPAEP 
              320       330       340       350       360       370 
 
            70           80   
AAD-12 GRPSLLIGRHAHAI---PGM   
       :.  : .   : ..   ::    
gi|113 GEAVLRLTSSAGVLSCQPGAPC 
              380       390   
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.9  bits: 18.9 E():   34 
Smith-Waterman score: 43; 29.6% identity (66.7% similar) in 27 aa overlap (39-65:9-35) 
 
       10        20        30        40        50        60         
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                                     ::.    . ..:.  : .:.:. ..::    
gi|244                       MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQS 
                                     10        20        30         
 
       70        80                                                 
AAD-12 LIGRHAHAIPGM                                                 
                                                                    
gi|244 CQRQFEEQQRFRNCQRYVKQEVQRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQ 
       40        50        60        70        80        90         
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.7  bits: 19.9 E():   35 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (40-67:1-31) 
 
      10        20        30        40        50           60       
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
         70        80                                               
AAD-12 SLLIGRHAHAIPGM                                               
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.7  bits: 19.9 E():   35 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (40-67:1-31) 
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      10        20        30        40        50           60       
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
         70        80                                               
AAD-12 SLLIGRHAHAIPGM                                               
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.7  bits: 19.9 E():   35 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (40-67:1-31) 
 
      10        20        30        40        50           60       
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
         70        80                                               
AAD-12 SLLIGRHAHAIPGM                                               
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.7  bits: 19.9 E():   35 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (40-67:1-31) 
 
      10        20        30        40        50           60       
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
         70        80                                               
AAD-12 SLLIGRHAHAIPGM                                               
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.7  bits: 19.9 E():   35 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (40-67:1-31) 
 
      10        20        30        40        50           60       
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
         70        80                                               
AAD-12 SLLIGRHAHAIPGM                                               
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.7  bits: 19.9 E():   35 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (40-67:1-31) 
 
      10        20        30        40        50           60       
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
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         70        80                                               
AAD-12 SLLIGRHAHAIPGM                                               
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.7  bits: 19.9 E():   35 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (40-67:1-31) 
 
      10        20        30        40        50           60       
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
         70        80                                               
AAD-12 SLLIGRHAHAIPGM                                               
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.7  bits: 19.9 E():   35 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (40-67:1-31) 
 
      10        20        30        40        50           60       
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
         70        80                                               
AAD-12 SLLIGRHAHAIPGM                                               
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.7  bits: 19.9 E():   35 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (40-67:1-31) 
 
      10        20        30        40        50           60       
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
         70        80                                               
AAD-12 SLLIGRHAHAIPGM                                               
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.7  bits: 19.9 E():   35 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (40-67:1-31) 
 
      10        20        30        40        50           60       
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
         70        80                                               
AAD-12 SLLIGRHAHAIPGM                                               
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
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 initn:  42 init1:  42 opt:  47  Z-score: 74.7  bits: 19.9 E():   35 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (40-67:1-31) 
 
      10        20        30        40        50           60       
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
         70        80                                               
AAD-12 SLLIGRHAHAIPGM                                               
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.7  bits: 19.9 E():   35 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (40-67:1-31) 
 
      10        20        30        40        50           60       
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
         70        80                                               
AAD-12 SLLIGRHAHAIPGM                                               
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.7  bits: 19.9 E():   35 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (40-67:1-31) 
 
      10        20        30        40        50           60       
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
         70        80                                               
AAD-12 SLLIGRHAHAIPGM                                               
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.7  bits: 19.9 E():   35 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (40-67:1-31) 
 
      10        20        30        40        50           60       
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
         70        80                                               
AAD-12 SLLIGRHAHAIPGM                                               
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 74.4  bits: 15.8 E():   36 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (20-34:1-15) 
 
               10        20        30        40        50        60 
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                          :: . : : ..::..                           
gi|323                    ARTAWVDSGAQLGELSY                         
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                                  10                                
 
               70        80 
AAD-12 PETGRPSLLIGRHAHAIPGM 
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.4  bits: 20.4 E():   36 
Smith-Waterman score: 49; 36.7% identity (66.7% similar) in 30 aa overlap (12-41:43-72) 
 
                                  10        20        30        40  
AAD-12                    RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.. . .:: . : : ..::..  : : : 
gi|558 RVRSGGHDYEGLSYRSLQPENFAVVDLNQMRAVLVDGKARTAWVDSGAQLGELYYAISKY 
             20        30        40        50        60        70   
 
              50        60        70        80                      
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM                      
                                                                    
gi|558 SRTLAFPAGVCPTIGVGGNLAGGGFGMLLRKYGIAAENVIDVKLVDANGKLHDKKSMGDD 
             80        90       100       110       120       130   
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.5  bits: 19.1 E():   41 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (17-32:46-61) 
 
                             10        20        30        40       
AAD-12               RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
         50        60        70        80                           
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM                           
                                                                    
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 73.3  bits: 22.2 E():   42 
Smith-Waterman score: 56; 29.3% identity (60.3% similar) in 58 aa overlap (21-78:227-279) 
 
                         10        20        30        40        50 
AAD-12           RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                     :: ::. ..:  :.. . . ..  . : .: 
gi|203 MRHYMHPMDSDLSCRMTLKDKVVTEVDCEERHVLVHRSNKPVHMSYV-KMMLKQNKDGVA 
        200       210       220       230       240        250      
 
               60        70        80                               
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGM                               
       . : : ....:.  :: : .  : :  :                                 
gi|203 ADLGP-TNAQPK--RPYLSFD-HKHKNPTETDVVEVLKKLCSEITEPQASIETSFTFQKL 
         260          270        280       290       300       310  
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 73.3  bits: 19.3 E():   42 
Smith-Waterman score: 45; 36.7% identity (56.7% similar) in 30 aa overlap (3-32:165-191) 
 
                                           10        20        30   
AAD-12                             RAAYDALDEATRALVHQRSARHSLVYSQSKLG 
                                     : ..::   :   :: .  :.:  :..: : 
gi|136 PTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFEIR---HQLTQIHGLYRSSDKTG 
          140       150       160       170          180       190  
 
             40        50        60        70        80 
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM 
                                                        
gi|136 GYWKITMNDGSTYQSDLSKKFEYNTEKPPINIDEIKTIEAEIN      
             200       210       220       230          
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 72.9  bits: 20.9 E():   43 
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Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (30-44:609-623) 
 
                10        20        30        40        50          
AAD-12  RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
      60        70        80                                        
AAD-12 HPETGRPSLLIGRHAHAIPGM                                        
                                                                    
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 72.9  bits: 16.0 E():   44 
Smith-Waterman score: 36; 44.0% identity (56.0% similar) in 25 aa overlap (31-55:2-24) 
 
               10        20        30        40        50        60 
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     ::..  :  :  : :. : :::  :      
gi|751                              DLGYAP-ATPAAPGAGY-TPATPAAP      
                                             10         20          
 
               70        80 
AAD-12 PETGRPSLLIGRHAHAIPGM 
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.9  bits: 19.1 E():   44 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (23-48:76-100) 
 
                       10        20        30        40        50   
AAD-12         RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
             60        70        80                                 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGM                                 
                                                                    
gi|549 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.9  bits: 19.1 E():   44 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (23-48:76-100) 
 
                       10        20        30        40        50   
AAD-12         RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
             60        70        80                                 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGM                                 
                                                                    
gi|549 AKYQVGQNVALTGSTAAVYNDPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 72.8  bits: 19.1 E():   44 
Smith-Waterman score: 44; 29.6% identity (77.8% similar) in 27 aa overlap (22-48:77-102) 
 
                        10        20        30        40        50  
AAD-12          RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::... .:... :. ..  .:: ::    
gi|549 LKVHNDFRQKVAKGLETRGNPGPQPPAKNMNNLVWND-ELANIAQVWASQCNYGHDTCKD 
         50        60        70        80         90       100      
 
              60        70        80                                
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGM                                
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gi|549 TEKYPVGQNIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWA 
         110       120       130       140       150       160      
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.8  bits: 18.0 E():   44 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (27-44:26-43) 
 
               10        20        30        40        50        60 
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                 : .. :. :: :..  ::                 
gi|897  EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYD 
                10        20        30        40        50          
 
               70        80                       
AAD-12 PETGRPSLLIGRHAHAIPGM                       
                                                  
gi|897 SPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
      60        70        80        90       100  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.6  bits: 20.3 E():   45 
Smith-Waterman score: 49; 37.9% identity (62.1% similar) in 29 aa overlap (15-43:74-102) 
 
                               10        20        30        40     
AAD-12                 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     : .:.: .   ::.. :    : ::.:.:  
gi|112 NRIESEGGYIETWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGL 
            50        60        70        80        90       100    
 
           50        60        70        80                         
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM                         
                                                                    
gi|112 IFPGCPSTYEEPAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTG 
           110       120       130       140       150       160    
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 72.5  bits: 18.8 E():   46 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (17-31:138-152) 
 
                             10        20        30        40       
AAD-12               RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
         50        60        70        80 
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM 
                                          
gi|391 ASIDTILTKV                         
       170                                
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 72.5  bits: 16.0 E():   46 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (49-55:5-11) 
 
       20        30        40        50        60        70         
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     : .:.::                        
gi|751                           TKSQTHVPIRPNKLVLKVQKDRATN          
                                         10        20               
 
       80 
AAD-12 GM 
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 72.2  bits: 15.4 E():   48 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (46-53:10-17) 
 
          20        30        40        50        60        70      
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH 
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                                     :.:  :::                       
gi|244                      IGNEDCTPWMSTLITPLP                      
                                    10                              
 
          80 
AAD-12 AIPGM 
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 72.2  bits: 16.5 E():   48 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (32-52:5-25) 
 
              10        20        30        40        50        60  
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     :.: .: :  : : .   :.:          
gi|462                           TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXL 
                                         10        20        30     
 
              70        80 
AAD-12 ETGRPSLLIGRHAHAIPGM 
                           
gi|462 SSA                 
                           
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 72.1  bits: 15.9 E():   48 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (61-71:10-20) 
 
               40        50        60        70        80 
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM 
                                     :.:  :..: :          
gi|147                      AKITFTNNXPNTVWPGILTGFGQKPQ    
                                    10        20          
 
>>gi|56417506|gb|AAV90694.1| GE-rich salivary protein 30  (266 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.1  bits: 19.3 E():   49 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (17-47:183-213) 
 
                             10        20        30        40       
AAD-12               RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
            160       170       180       190       200       210   
 
         50        60        70        80                     
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM                     
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
            220       230       240       250       260       
 
>>gi|56417504|gb|AAV90693.1| 30 kDa salivary gland aller  (271 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.9  bits: 19.3 E():   50 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (17-47:188-218) 
 
                             10        20        30        40       
AAD-12               RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
       160       170       180       190       200       210        
 
         50        60        70        80                     
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM                     
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
       220       230       240       250       260       270  
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.7  bits: 18.0 E():   51 
Smith-Waterman score: 40; 25.6% identity (59.0% similar) in 39 aa overlap (14-52:54-92) 
 
                                10        20        30        40    
AAD-12                  RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
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                                     :. . : . . : : .  : . ..:.:  : 
gi|117 KAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAG 
            30        40        50        60        70        80    
 
            50        60        70        80 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM 
        . .. :.:                             
gi|117 GSAQAEAAPEAAKEEEKEESDEDMGFGLFD        
            90       100       110           
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 71.5  bits: 19.3 E():   52 
Smith-Waterman score: 45; 34.5% identity (72.4% similar) in 29 aa overlap (25-51:237-265) 
 
                     10        20        30          40        50   
AAD-12       RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATP 
                                     . ..:.. .:.:  .:.: .. :  ::::  
gi|168 EAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATG 
        210       220       230       240       250       260       
 
             60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGM 
                                    
gi|168 AASGAATVAAGGYKV              
        270       280               
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 71.2  bits: 19.3 E():   54 
Smith-Waterman score: 45; 34.5% identity (72.4% similar) in 29 aa overlap (25-51:246-274) 
 
                     10        20        30          40        50   
AAD-12       RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATP 
                                     . ..:.. .:.:  .:.: .. :  ::::  
gi|330 EAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATG 
         220       230       240       250       260       270      
 
             60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGM 
                                    
gi|330 AASGAATVAAGGYKV              
         280       290              
 
>>gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Thauma  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 71.2  bits: 15.4 E():   54 
Smith-Waterman score: 30; 66.7% identity (83.3% similar) in 6 aa overlap (74-79:15-20) 
 
            50        60        70        80 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM 
                                     : :.::  
gi|680                 ATFNFINNCPFTVWAAAVPG  
                               10        20  
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.1  bits: 19.5 E():   55 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (42-51:284-293) 
 
              20        30        40        50        60        70  
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
              80                              
AAD-12 RHAHAIPGM                              
                                              
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 71.0  bits: 14.4 E():   55 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (12-16:2-6) 
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               10        20        30        40        50        60 
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                  : :::                                             
gi|463           DRNLVHSATR                                         
                         10                                         
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.8  bits: 18.2 E():   57 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (49-56:34-41) 
 
       20        30        40        50        60        70         
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
       80                                                           
AAD-12 GM                                                           
                                                                    
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.7  bits: 18.7 E():   58 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (31-64:31-64) 
 
               10        20        30        40        50        60 
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :. :  . :::..::  .     . ::    
gi|616 NEIAXAKIDLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCA 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 PETGRPSLLIGRHAHAIPGM                                         
        . :                                                         
gi|616 SQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNK 
               70        80        90       100       110       120 
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.6  bits: 19.0 E():   58 
Smith-Waterman score: 44; 20.0% identity (52.5% similar) in 40 aa overlap (27-66:51-90) 
 
                   10        20        30        40        50       
AAD-12     RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|130 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               30        40        50        60        70        80 
 
         60        70        80                                     
AAD-12 VKVHPETGRPSLLIGRHAHAIPGM                                     
        . .:. ..:                                                   
gi|130 PQPQPQYSQPQEPISQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQS 
               90       100       110       120       130       140 
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 70.6  bits: 18.2 E():   58 
Smith-Waterman score: 44; 35.4% identity (54.2% similar) in 48 aa overlap (33-78:79-122) 
 
             10        20        30        40        50        60   
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
                                     :. . :.  :  : : ::. .  . :  :  
gi|160 LGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGN--ITVGEDGTAA-INIVDKQIPL 
       50        60        70        80          90        100      
 
             70          80                             
AAD-12 TGRPSLLIGRHA--HAIPGM                             
       :: :  .::: .  :. :                               
gi|160 TG-PHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          110       120       130       140       150   
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>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.5  bits: 18.0 E():   59 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (15-36:6-27) 
 
               10        20        30        40        50        60 
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                     :.:.  ..  : :.  ::...:                         
gi|159          IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYKVPQLEIVPNSAEERLH 
                        10        20        30        40        50  
 
               70        80                                         
AAD-12 PETGRPSLLIGRHAHAIPGM                                         
                                                                    
gi|159 SMKEGIHAQQKEPMIGVNQELAYFYPELFXQFYQPDAYPSGAWYYVPLGTQYTDAPSFSD 
              60        70        80        90       100       110  
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.3  bits: 17.9 E():   60 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (42-59:25-42) 
 
              20        30        40        50        60        70  
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  ..: ..:             
gi|144       MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSL 
                     10        20        30        40        50     
 
              80                                                    
AAD-12 RHAHAIPGM                                                    
                                                                    
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVE 
           60        70        80        90       100       110     
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 70.1  bits: 14.3 E():   62 
Smith-Waterman score: 26; 50.0% identity (83.3% similar) in 6 aa overlap (66-71:1-6) 
 
          40        50        60        70        80 
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM 
                                     :.. ::          
gi|250                               PTITIGGPEYR     
                                             10      
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.1  bits: 17.9 E():   62 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (5-33:101-129) 
 
                                         10        20        30     
AAD-12                           RAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
           40        50        60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM 
                                                      
gi|273 RRRR                                           
                                                      
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.1  bits: 17.9 E():   62 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (5-33:101-129) 
 
                                         10        20        30     
AAD-12                           RAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
           40        50        60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM 
                                                      

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 5044



 

 

gi|273 RRRR                                           
                                                      
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.0  bits: 19.5 E():   63 
Smith-Waterman score: 46; 19.5% identity (45.5% similar) in 77 aa overlap (8-79:317-393) 
 
                                      10        20          30      
AAD-12                        RAAYDALDEATRALVHQRSARH--SLVYSQSKLGHVQ 
                                     :   . .. . .: :  :. ..  .   .  
gi|625 NDYTSWGTYAIGGSANPTILSQGNRFHAPNDPMKKNVLVRADAPHTESMKWNWRSEKDLL 
        290       300       310       320       330       340       
 
          40        50        60        70           80   
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA---HAIPGM   
       . :. ... : :   :: .    .  : :   : .   :   . .::    
gi|625 ENGAIFVASGCDPHLTPEQKSHLIPAEPGSAVLQLTSCAGTLKCVPGKPC 
        350       360       370       380       390       
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.8  bits: 19.0 E():   65 
Smith-Waterman score: 44; 37.5% identity (75.0% similar) in 24 aa overlap (1-24:107-130) 
 
                                             10        20        30 
AAD-12                               RAAYDALDEATRALVHQRSARHSLVYSQSK 
                                     ..: . :.:::.:  ... ::. :       
gi|219 RVNEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQT 
         80        90       100       110       120       130       
 
               40        50        60        70        80           
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM           
                                                                    
gi|219 AEESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDEQ 
        140       150       160       170       180       190       
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.7  bits: 19.0 E():   65 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (40-63:1-21) 
 
      10        20        30        40        50        60          
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::    :::  : .   : :       
gi|109                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
      70        80                                                  
AAD-12 IGRHAHAIPGM                                                  
                                                                    
gi|109 ADAAGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEP 
        30        40        50        60        70        80        
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.7  bits: 19.0 E():   65 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (40-63:1-21) 
 
      10        20        30        40        50        60          
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::    :::  : .   : :       
gi|239                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
      70        80                                                  
AAD-12 IGRHAHAIPGM                                                  
                                                                    
gi|239 ADAAGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEP 
        30        40        50        60        70        80        
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.7  bits: 20.0 E():   66 
Smith-Waterman score: 48; 22.9% identity (57.1% similar) in 35 aa overlap (8-42:339-373) 
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                                      10        20        30        
AAD-12                        RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     ::  .:  . :  : . ...:.. : . .: 
gi|131 LLQPVSTPGEFELFFGAGGENPESFFKSFSDEILEAAFNTRRDRLQRIFGQQRQGVIVKA 
      310       320       330       340       350       360         
 
        40        50        60        70        80                  
AAD-12 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM                  
       .   .                                                        
gi|131 SEEQVRAMSRHEEGGIWPFGGESKGTINIYQQRPTHSNQYGQLHEVDASQYRQLRDLDLT 
      370       380       390       400       410       420         
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.5  bits: 18.4 E():   67 
Smith-Waterman score: 42; 29.6% identity (70.4% similar) in 27 aa overlap (22-48:76-101) 
 
                        10        20        30        40        50  
AAD-12          RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::.. ..:... :  ..   :: ::    
gi|549 LKIHNDFRNKVARGLETRGNPGPQPPAKNMNNLVWN-NELANIAQIWASQCKYGHDTCKD 
          50        60        70        80         90       100     
 
              60        70        80                                
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGM                                
                                                                    
gi|549 TTKYNVGQNIAVSSSTAAVYENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWA 
          110       120       130       140       150       160     
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.1  bits: 19.2 E():   71 
Smith-Waterman score: 47; 22.6% identity (56.6% similar) in 53 aa overlap (4-53:77-129) 
 
                                          10        20        30    
AAD-12                            RAAYDALDEATRALVHQRSARHSLVYSQSKLGH 
                                     . ...:: ...  . . :  : .: .. .. 
gi|682 AVRKATMDPALVTAEGQAKVIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSFSPGNYSE 
         50        60        70        80        90       100       
 
              40         50        60        70        80           
AAD-12 VQQAG--SAYIG-YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM           
         . :  . ::  :: : .  :.                                      
gi|682 KVKIGMYKHYITFYGEDPNNMPILVFGGTAAEYGTVDSATLIVESNYFSAVNLKIVNSAP 
        110       120       130       140       150       160       
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.1  bits: 19.2 E():   71 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (63-79:225-240) 
 
             40        50        60        70        80             
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM             
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 69.1  bits: 19.7 E():   71 
Smith-Waterman score: 47; 33.3% identity (66.7% similar) in 36 aa overlap (3-37:123-158) 
 
                                            10        20        30  
AAD-12                             RAAYDALD-EATRALVHQRSARHSLVYSQSKL 
                                     :. ..: .  ::.: . .:: . : : ..: 
gi|558 VCGRRHGVRIRVRSGGHDYEGLSYRSERPEAFAVVDLNKMRAVVVDGKARTAWVDSGAQL 
            100       110       120       130       140       150   
 
              40        50        60        70        80            
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM            
       :..  :                                                       
gi|558 GELYYAIAKNSPVLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGT 
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            160       170       180       190       200       210   
 
>>gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betula p  (21 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 69.1  bits: 15.1 E():   71 
Smith-Waterman score: 29; 42.9% identity (50.0% similar) in 14 aa overlap (45-58:8-21) 
 
           20        30        40        50        60        70     
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :  :.  ::  : :                 
gi|309                        MRVFNYKGETTSLIPLARLFK                 
                                      10        20                  
 
           80 
AAD-12 HAIPGM 
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.9  bits: 19.4 E():   73 
Smith-Waterman score: 46; 23.8% identity (55.6% similar) in 63 aa overlap (17-78:80-138) 
 
                             10        20         30        40      
AAD-12               RAAYDALDEATRALVHQRSARHSLVYSQS-KLGHVQQAGSAYIGYG 
                                     ::: .:. . ...  . :  :   :   .: 
gi|223 KLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVDVDHFIQLIRAL--FG 
      50        60        70        80        90       100          
 
          50        60        70        80                          
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM                          
       .. .:  :.  ..   .. .:  .  :: :..:                            
gi|223 LSRAARNLQDDLNDFLHSLEP--ISPRHRHGLPRQRRRSARVSAYLHADDFHKIITTIEA 
       110       120         130       140       150       160      
 
gi|223 LPEFANFYNFLKEHGLDVVDYINEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILP 
         170       180       190       200       210       220      
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.4 E():   73 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (10-43:71-104) 
 
                                    10        20        30          
AAD-12                      RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 
                                     :   :: .:.: .   ::..      : :  
gi|221 AQRPDNRIESEGGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGR 
               50        60        70        80        90       100 
 
      40        50        60        70        80                    
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM                    
       .:.:                                                         
gi|221 GYFGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQKVHRFDEGDLIAV 
              110       120       130       140       150       160 
 
>>gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A-I [  (262 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.8  bits: 18.7 E():   73 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (27-73:71-117) 
 
                   10        20        30        40        50       
AAD-12     RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
         60        70        80                                     
AAD-12 VKVHPETGRPSLLIGRHAHAIPGM                                     
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 18.4 E():   76 
Smith-Waterman score: 42; 33.3% identity (71.4% similar) in 21 aa overlap (32-52:72-92) 
 
              10        20        30        40        50        60  
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AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     : ...: .::   : ...:.:          
gi|383 TASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEE 
              50        60        70        80        90       100  
 
              70        80                                          
AAD-12 ETGRPSLLIGRHAHAIPGM                                          
                                                                    
gi|383 EEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEEL 
             110       120       130       140       150       160  
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  27 init1:  27 opt:  27  Z-score: 68.3  bits: 14.5 E():   78 
Smith-Waterman score: 27; 57.1% identity (71.4% similar) in 7 aa overlap (73-79:5-11) 
 
             50        60        70        80     
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM     
                                     .: : ::      
gi|751                           ADAGYAPAAPGTQPKA 
                                         10       
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.0  bits: 18.6 E():   81 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (27-73:71-117) 
 
                   10        20        30        40        50       
AAD-12     RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|473 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
         60        70        80                                     
AAD-12 VKVHPETGRPSLLIGRHAHAIPGM                                     
        . .:. ..:.  :...                                            
gi|473 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 17.9 E():   82 
Smith-Waterman score: 40; 25.7% identity (51.4% similar) in 35 aa overlap (44-78:23-57) 
 
            20        30        40        50        60        70    
AAD-12 LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                                     ...:  ..::  :.:   :. .    .    
gi|344         MTGVKTHLQHELKRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESD 
                       10        20        30        40        50   
 
            80                                                      
AAD-12 AHAIPGM                                                      
         :::                                                        
gi|344 EVAIPNPDEFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREIS 
             60        70        80        90       100       110   
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.9  bits: 18.9 E():   82 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (59-77:99-117) 
 
       30        40        50        60        70        80         
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM         
                                     ::  .: : :.. . .:.:            
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
gi|908 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
      130       140       150       160       170       180         
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.9  bits: 18.9 E():   82 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (59-77:100-118) 
 
       30        40        50        60        70        80         
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AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM         
                                     ::  .: : :.. . .:.:            
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
gi|118 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     130       140       150       160       170       180          
 
>>gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A-II   (291 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.9  bits: 18.6 E():   82 
Smith-Waterman score: 43; 19.1% identity (53.2% similar) in 47 aa overlap (27-73:71-117) 
 
                   10        20        30        40        50       
AAD-12     RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . : .     : .:  
gi|170 QVPLVQEQQFQGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQPFRPQQPY 
               50        60        70        80        90       100 
 
         60        70        80                                     
AAD-12 VKVHPETGRPSLLIGRHAHAIPGM                                     
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQILQQILQQQLIPCRDVVLQQHNIAHGSSQV 
              110       120       130       140       150       160 
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.8  bits: 18.1 E():   83 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (23-48:76-100) 
 
                       10        20        30        40        50   
AAD-12         RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDI 
          50        60        70        80         90       100     
 
             60        70        80                                 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGM                                 
                                                                    
gi|549 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.8  bits: 18.1 E():   83 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (23-48:76-100) 
 
                       10        20        30        40        50   
AAD-12         RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
             60        70        80                                 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGM                                 
                                                                    
gi|549 AKYPVGQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos tauru  (172 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.9 E():   83 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (15-36:49-70) 
 
                               10        20        30        40     
AAD-12                 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
       20        30        40        50        60        70         
 
           50        60        70        80                         
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM                         
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
       80        90       100       110       120       130         

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 5049



 

 

 
>>gi|3121755|sp|P81216.1|ALL21_HORSE RecName: Full=Dande  (29 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 67.7  bits: 15.3 E():   84 
Smith-Waterman score: 30; 33.3% identity (50.0% similar) in 18 aa overlap (28-45:5-22) 
 
               10        20        30        40        50        60 
AAD-12 RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                  ::.  . : .:     ::                
gi|312                        SQXPQSETDYSQLSGEWNTIYGAASNIXK         
                                      10        20                  
 
               70        80 
AAD-12 PETGRPSLLIGRHAHAIPGM 
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.6  bits: 18.1 E():   85 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (23-48:81-105) 
 
                       10        20        30        40        50   
AAD-12         RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|115 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
               60        70        80         90       100          
 
             60        70        80                                 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGM                                 
                                                                    
gi|115 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
     110       120       130       140       150       160          
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 67.4  bits: 14.8 E():   87 
Smith-Waterman score: 28; 36.4% identity (72.7% similar) in 11 aa overlap (35-45:6-16) 
 
           10        20        30        40        50        60     
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG 
                                     ..:. : .: :                    
gi|463                          DFVDAHNAARAQVGVGPVHWT               
                                        10        20                
 
           70        80 
AAD-12 RPSLLIGRHAHAIPGM 
 
>>gi|21673|emb|CAA35238.1| unnamed protein product [Trit  (307 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.4  bits: 18.6 E():   88 
Smith-Waterman score: 43; 22.0% identity (50.0% similar) in 50 aa overlap (24-73:86-131) 
 
                      10        20        30        40        50    
AAD-12        RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
                                     : : : .: . :      . : .     :  
gi|216 PFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQLPYPQPQ----LPYPQPQPFRPQ 
          60        70        80        90           100       110  
 
            60        70        80                                  
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGM                                  
       .:  . .:. ..:.  :...                                         
gi|216 QPYPQSQPQYSQPQQPISQQQQQQQQQQQQKQQQQQQQQILQQILQQQLIPCRDVVLQQH 
             120       130       140       150       160       170  
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.3  bits: 18.6 E():   88 
Smith-Waterman score: 43; 27.8% identity (55.6% similar) in 36 aa overlap (42-77:234-269) 
 
              20        30        40        50        60        70  
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::  ..   .: . :.:   :.. :  .:  
gi|324 DPRTLNKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVIL 
           210       220       230       240       250       260    
 
              80                                     
AAD-12 RHAHAIPGM                                     
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         .::.                                        
gi|324 SISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV 
           270       280       290       300         
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.6 E():   89 
Smith-Waterman score: 39; 85.7% identity (100.0% similar) in 7 aa overlap (5-11:72-78) 
 
                                         10        20        30     
AAD-12                           RAAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     ::.::::                        
gi|145 EIVEGNGGPGTVKKVTAVEDGKTSYVLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFK 
              50        60        70        80        90       100  
 
           40        50        60        70        80       
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM       
                                                            
gi|145 TKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQKSQGIFKAIEGYVLSN 
             110       120       130       140       150    
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 67.1  bits: 19.1 E():   90 
Smith-Waterman score: 45; 32.4% identity (61.8% similar) in 34 aa overlap (51-79:46-78) 
 
               30        40        50           60          70      
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL---VKVHPETGRPSLL--IGRHAH 
                                     :::::    ...: ....:  :  .: .   
gi|253 IEEPEMIAPTPPGQFPHQQPISSPNRTSRNTPLRPESTEIETHHHANHPPALPVLGMQL- 
          20        30        40        50        60        70      
 
          80                                                        
AAD-12 AIPGM                                                        
        .::                                                         
gi|253 PVPGTVPESSRAQSRASLNLDIDLDLHAPSHPSHLSHGAPHEQEHAHEIQRHRAHSAQSS 
           80        90       100       110       120       130     
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.8  bits: 18.1 E():   94 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (23-48:99-123) 
 
                       10        20        30        40        50   
AAD-12         RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|162 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
             60        70        80                                 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGM                                 
                                                                    
gi|162 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.8  bits: 18.1 E():   94 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (23-48:99-123) 
 
                       10        20        30        40        50   
AAD-12         RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|856 KEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
             60        70        80                                 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGM                                 
                                                                    
gi|856 AKYQVGQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.6 E():   96 
Smith-Waterman score: 39; 36.8% identity (78.9% similar) in 19 aa overlap (6-24:129-147) 
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                                        10        20        30      
AAD-12                          RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     ..:.::.: :..  : ..:            
gi|215 GTDYQTYSIVAGCLDNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQS 
      100       110       120       130       140       150         
 
          40        50        60        70        80 
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM 
                                                     
gi|215 YCVQY                                         
      160                                            
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.6 E():   99 
Smith-Waterman score: 39; 36.8% identity (78.9% similar) in 19 aa overlap (6-24:131-149) 
 
                                        10        20        30      
AAD-12                          RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     ..:.::.: :..  : ..:            
gi|212 GTDYQTYSIVAGCLDNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQS 
              110       120       130       140       150       160 
 
          40        50        60        70        80 
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM 
                                                     
gi|212 YCVQYKS                                       
                                                     
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.4  bits: 17.3 E():   99 
Smith-Waterman score: 38; 25.0% identity (62.5% similar) in 24 aa overlap (7-30:46-69) 
 
                                       10        20        30       
AAD-12                         RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 
                                     .:.. ..:.:     . :  ..::       
gi|856 AVSGFIVGDKKEDEWRMAFDRLMMEELETKIDQVEKGLLHLSEQYKELEKTKSKELKEQI 
          20        30        40        50        60        70      
 
         40        50        60        70        80                 
AAD-12 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM                 
                                                                    
gi|856 LRELTIGENFMKGALKFFEMEAKRTDLNMFERYNYEFALESIKLLIKKLDELAKKVKAVN 
          80        90       100       110       120       130      
 
>>gi|170720|gb|AAA34280.1| alpha/beta-gliadin precursor   (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 66.3  bits: 18.3 E():   99 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (27-73:71-117) 
 
                   10        20        30        40        50       
AAD-12     RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
         60        70        80                                     
AAD-12 VKVHPETGRPSLLIGRHAHAIPGM                                     
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|21761|emb|CAA26384.1| unnamed protein product [Trit  (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 66.3  bits: 18.3 E():   99 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (27-73:71-117) 
 
                   10        20        30        40        50       
AAD-12     RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|217 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQQFRPQQPY 
               50        60        70        80        90       100 
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         60        70        80                                     
AAD-12 VKVHPETGRPSLLIGRHAHAIPGM                                     
        . .:. ..:.  :...                                            
gi|217 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|21755|emb|CAA25593.1| unnamed protein product [Trit  (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 66.3  bits: 18.3 E():   99 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (27-73:71-117) 
 
                   10        20        30        40        50       
AAD-12     RAAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|217 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
         60        70        80                                     
AAD-12 VKVHPETGRPSLLIGRHAHAIPGM                                     
        . .:. ..:.  :...                                            
gi|217 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:54 2011 done: Fri Jan 21 00:02:54 2011 
 Total Scan time:  0.070 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 143  - 222 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     0     8:  * 
  34     4    22:==     * 
  36    32    44:===========   * 
  38    71    73:========================* 
  40    69   102:=======================          * 
  42   120   125:======================================== * 
  44   149   138:=============================================*==== 
  46   123   140:=========================================     * 
  48   116   134:=======================================     * 
  50   110   122:=====================================   * 
  52   125   108:===================================*====== 
  54   113    92:==============================*======= 
  56   100    77:=========================*======== 
  58    76    63:====================*===== 
  60    46    51:================* 
  62    47    41:=============*== 
  64    45    33:==========*==== 
  66    25    26:========* 
  68    22    20:======*= 
  70    22    16:=====*== 
  72    14    12:===*= 
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  74    19    10:===*=== 
  76    11     8:==*= 
  78     5     6:=* 
  80     5     5:=* 
  82    11     3:*=== 
  84     4     3:*= 
  86     1     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.39070.00312; mu= 1.9671 0.161 
 mean_var=34.8353 8.253, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.217303 
 Kolmogorov-Smirnov  statistic: 0.0778 (N=28) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   69 26.7    0.44 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   56 22.9     1.8 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   59 23.5     4.6 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.6     5.7 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 19.1       8 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   51 21.2     9.8 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   56 22.6     9.8 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   51 21.2      10 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 17.2      12 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   55 22.2      12 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   55 22.2      13 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   55 22.2      13 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   55 22.2      13 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   56 22.5      13 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   56 22.5      13 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   52 21.4      14 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   53 21.7      14 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   53 21.7      14 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   46 19.8      14 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 21.4      15 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   54 21.9      16 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   51 21.1      16 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 22.4      17 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 22.4      17 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 20.8      18 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.4      22 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.4      22 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.4      22 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   52 21.3      22 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   49 20.5      23 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   45 19.4      25 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   47 19.9      26 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 19.1      27 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 20.5      27 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 18.3      27 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   48 20.2      27 
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gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   50 20.7      28 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   45 19.4      29 
gi|21757|emb|CAA26383.1| unnamed protein product [ ( 296)   48 20.2      29 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   48 20.2      31 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   50 20.7      32 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   43 18.8      33 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 20.4      33 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 19.9      35 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 19.9      35 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 19.9      35 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 19.9      35 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 19.9      35 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 19.9      35 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 19.9      35 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 19.9      35 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 19.9      35 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 19.9      35 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 19.9      35 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 19.9      35 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 19.9      35 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 19.9      35 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   43 18.8      36 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   49 20.4      36 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.3      39 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 15.6      42 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 19.0      42 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 20.9      42 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   45 19.3      43 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   49 20.4      45 
gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Veno ( 204)   44 19.0      45 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   44 19.0      45 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   44 19.0      46 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 17.9      47 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.7      47 
gi|56417506|gb|AAV90694.1| GE-rich salivary protei ( 266)   45 19.3      50 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.8      50 
gi|56417504|gb|AAV90693.1| 30 kDa salivary gland a ( 271)   45 19.3      51 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.8      52 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   45 19.3      53 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 16.3      54 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   40 17.9      54 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.8      55 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   45 19.2      55 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 15.2      55 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 19.5      55 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   40 17.9      57 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 19.0      59 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.2      60 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   43 18.7      60 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   41 18.1      61 
gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Th (  20)   30 15.2      62 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 17.9      63 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   46 19.5      63 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 17.9      64 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   48 20.0      65 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   40 17.9      65 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   40 17.9      65 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   40 17.9      65 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   40 17.9      65 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   40 17.9      65 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 14.1      66 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   44 18.9      66 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   44 18.9      67 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   42 18.4      70 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.7      70 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.2      71 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.2      71 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   40 17.8      71 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   40 17.8      72 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   40 17.8      72 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   46 19.5      72 
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gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   26 14.1      73 
gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A ( 262)   43 18.6      74 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   42 18.4      75 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   42 18.4      79 
gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betu (  21)   29 14.9      81 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   43 18.6      82 
gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   43 18.6      83 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   44 18.9      83 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   44 18.9      83 
gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A ( 291)   43 18.6      84 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   41 18.1      85 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   41 18.1      85 
gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos t ( 172)   40 17.8      87 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   41 18.1      88 
gi|21673|emb|CAA35238.1| unnamed protein product [ ( 307)   43 18.6      89 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   43 18.6      90 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   45 19.1      90 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   27 14.3      91 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   39 17.5      94 
gi|3121755|sp|P81216.1|ALL21_HORSE RecName: Full=D (  29)   30 15.1      95 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   41 18.0      97 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   41 18.0      97 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   28 14.6   1e 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  65 init1:  65 opt:  69  Z-score: 108.9  bits: 26.7 E(): 0.44 
Smith-Waterman score: 69; 23.8% identity (51.2% similar) in 80 aa overlap (5-78:314-393) 
 
                                         10           20        30  
AAD-12                           AAYDALDEATRALV---HQRSARHSLVYSQSKLG 
                                     : :: ..  :   : ..: .:. ..      
gi|113 VVNNNYDKWGSYAIGGSASPTILSQGNRFCAPDERSKKNVLGRHGEAAAESMKWNWRTNK 
           290       300       310       320       330       340    
 
              40        50        60        70           80  
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI---PGMD  
        : . :. ... :.: . :: .    .  : :. .: .   : ..   ::    
gi|113 DVLENGAIFVASGVDPVLTPEQSAGMIPAEPGESALSLTSSAGVLSCQPGAPC 
           350       360       370       380       390       
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  45 init1:  45 opt:  56  Z-score: 97.7  bits: 22.9 E():  1.8 
Smith-Waterman score: 56; 29.5% identity (63.6% similar) in 44 aa overlap (8-47:34-77) 
 
                                      10        20            30    
AAD-12                        AAYDALDEATRALVHQRSARHS----LVYSQSKLGHV 
                                     .:   . .: :..::    :.... .. :: 
gi|527 HITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHV 
            10        20        30        40        50        60    
 
            40        50        60        70        80            
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD            
       :.:.. :   .: :                                             
gi|527 QDAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
            70        80        90       100       110       120  
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  59  Z-score: 90.5  bits: 23.5 E():  4.6 
Smith-Waterman score: 59; 35.6% identity (60.0% similar) in 45 aa overlap (16-53:198-242) 
 
                              10        20        30                
AAD-12                AAYDALDEATRALVHQRSARHSLVYSQSKL------GHVQQAGSA 
                                     ::. :..:  .:. :      :  ..: .  
gi|303 LVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALAD 
       170       180       190       200       210       220        
 
      40         50        60        70        80                   
AAD-12 YIGYGMDT-TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD                   
        .:.:::: ::  .:                                              
gi|303 VLGFGMDTETARKVRGEDDQRGHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICS 
       230       240       250       260       270       280        
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>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 88.9  bits: 21.6 E():  5.7 
Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (3-26:29-52) 
 
                                         10        20        30     
AAD-12                           AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                   : : :::  : .  ..: .: .::         
gi|144 KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLSDS 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD               
                                                                    
gi|144 KVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAGGE 
               70        80        90       100       110       120 
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 86.3  bits: 19.1 E():    8 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (31-51:5-25) 
 
               10        20        30        40        50        60 
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     :.:..: :. .::  .  :.:          
gi|462                           AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKN 
                                         10        20        30     
 
               70        80 
AAD-12 ETGRPSLLIGRHAHAIPGMD 
                            
gi|462 LNSA                 
                            
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 84.7  bits: 21.2 E():  9.8 
Smith-Waterman score: 51; 27.7% identity (61.7% similar) in 47 aa overlap (3-49:104-149) 
 
                                           10        20        30   
AAD-12                             AAYDALDEATRALVHQRSARHSLVYSQSKLGH 
                                     ::: :: ..    .   .... :  .:. . 
gi|144 LSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKETIPYYTKKFDE 
            80        90       100        110       120       130   
 
             40        50        60        70        80             
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD             
       : .:...:.. :  : :                                            
gi|144 VVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWV 
            140       150       160       170       180       190   
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 84.7  bits: 22.6 E():  9.8 
Smith-Waterman score: 56; 28.9% identity (52.6% similar) in 38 aa overlap (1-38:371-408) 
 
                                             10        20        30 
AAD-12                               AAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :  : . .  ..:  .  ::..:      
gi|370 RSPDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGR 
              350       360       370       380       390       400 
 
               40        50        60        70        80           
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD           
       .::: . :                                                     
gi|370 AHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGE 
              410       420       430       440       450       460 
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 84.5  bits: 21.2 E():   10 
Smith-Waterman score: 51; 27.7% identity (61.7% similar) in 47 aa overlap (3-49:108-153) 
 
                                           10        20        30   
AAD-12                             AAYDALDEATRALVHQRSARHSLVYSQSKLGH 
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                                     ::: :: ..    .   .... :  .:. . 
gi|622 LSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKETIPYYTKKFDE 
        80        90       100       110        120       130       
 
             40        50        60        70        80             
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD             
       : .:...:.. :  : :                                            
gi|622 VVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWV 
        140       150       160       170       180       190       
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 82.9  bits: 17.2 E():   12 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (72-77:8-13) 
 
              50        60        70        80 
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     ::: .:    
gi|131                        GPVGGVVHAHMMPLL  
                                      10       
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.9  bits: 22.2 E():   12 
Smith-Waterman score: 55; 28.9% identity (52.6% similar) in 38 aa overlap (1-38:374-411) 
 
                                             10        20        30 
AAD-12                               AAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :  : . .  . :  .  ::..:.     
gi|224 RSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGR 
           350       360       370       380       390       400    
 
               40        50        60        70        80           
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD           
       .::: . :                                                     
gi|224 AHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLAGE 
           410       420       430       440       450       460    
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.6  bits: 22.2 E():   13 
Smith-Waterman score: 55; 28.9% identity (52.6% similar) in 38 aa overlap (1-38:394-431) 
 
                                             10        20        30 
AAD-12                               AAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :  : . .  . :  .  ::..:.     
gi|199 RSPDIYNPQAGSLKTANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGR 
           370       380       390       400       410       420    
 
               40        50        60        70        80           
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD           
       .::: . :                                                     
gi|199 AHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLAGE 
           430       440       450       460       470       480    
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.6  bits: 22.2 E():   13 
Smith-Waterman score: 55; 28.9% identity (52.6% similar) in 38 aa overlap (1-38:394-431) 
 
                                             10        20        30 
AAD-12                               AAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :  : . .  . :  .  ::..:.     
gi|571 RSPHIYDPQRWFTQNCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGR 
           370       380       390       400       410       420    
 
               40        50        60        70        80           
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD           
       .::: . :                                                     
gi|571 AHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFAGE 
           430       440       450       460       470       480    
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 82.4  bits: 22.2 E():   13 
Smith-Waterman score: 55; 28.9% identity (52.6% similar) in 38 aa overlap (1-38:402-439) 
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                                             10        20        30 
AAD-12                               AAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     : :  : . .  . :  .  ::..:.     
gi|213 PDIYNPQAGSLKTANELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGR 
             380       390       400       410       420       430  
 
               40        50        60        70        80           
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD           
       .::: . :                                                     
gi|213 AHVQVVDSNGDRVFDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGE 
             440       450       460       470       480       490  
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  56  Z-score: 82.4  bits: 22.5 E():   13 
Smith-Waterman score: 56; 27.8% identity (63.9% similar) in 36 aa overlap (16-51:539-574) 
 
                              10        20        30        40      
AAD-12                AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.:.. .   . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYP 
      510       520       530       540       550       560         
 
          50        60        70        80                          
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD                          
        ..  :                                                       
gi|217 TSVQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQP 
      570       580       590       600       610       620         
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 82.3  bits: 22.5 E():   13 
Smith-Waterman score: 56; 25.0% identity (63.9% similar) in 36 aa overlap (16-51:551-586) 
 
                              10        20        30        40      
AAD-12                AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.... . . . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYP 
              530       540       550       560       570       580 
 
          50        60        70        80                          
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD                          
        .   :                                                       
gi|217 TSLQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQP 
              590       600       610       620       630       640 
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 81.9  bits: 21.4 E():   14 
Smith-Waterman score: 52; 28.3% identity (56.7% similar) in 60 aa overlap (12-71:232-276) 
 
                                  10        20        30        40  
AAD-12                    AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                     : .:  :. ::....:..  . ::       
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIH--SVVHSIIMQQQQQQQQQQ------ 
             210       220       230         240       250          
 
              50        60        70        80                      
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD                      
         :.:     . :: . : ..:. ::. :.                               
gi|170 --GIDI----FLPLSQ-HEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYV 
                 260        270       280       290       300       
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 81.8  bits: 21.7 E():   14 
Smith-Waterman score: 53; 19.7% identity (51.5% similar) in 66 aa overlap (5-67:315-380) 
 
                                         10           20        30  
AAD-12                           AAYDALDEATRALVHQRS---ARHSLVYSQSKLG 
                                     : :.  .  :  :.   : .:....  .   
gi|166 VVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDK 
          290       300       310       320       330       340     
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              40        50        60        70        80     
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD     
        . . :. ..  : : . ::..    .  : :. ..                  
gi|166 DLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTSSAGVFSCRPGAPC 
          350       360       370       380       390        
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 81.8  bits: 21.7 E():   14 
Smith-Waterman score: 53; 19.7% identity (51.5% similar) in 66 aa overlap (5-67:315-380) 
 
                                         10           20        30  
AAD-12                           AAYDALDEATRALVHQRS---ARHSLVYSQSKLG 
                                     : :.  .  :  :.   : .:....  .   
gi|113 VVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDK 
          290       300       310       320       330       340     
 
              40        50        60        70        80     
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD     
        . . :. ..  : : . ::..    .  : :. ..                  
gi|113 DLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTSSAGVFSCHPGAPC 
          350       360       370       380       390        
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 81.7  bits: 19.8 E():   14 
Smith-Waterman score: 46; 29.7% identity (48.6% similar) in 37 aa overlap (44-80:19-55) 
 
            20        30        40        50        60        70    
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :.: ::  :. :.:.        .     : 
gi|135             MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFA 
                           10        20        30        40         
 
            80                                                      
AAD-12 HAIPGMD                                                      
       .:. : :                                                      
gi|135 KALEGKDVKDLLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGL 
       50        60        70        80        90       100         
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.6  bits: 21.4 E():   15 
Smith-Waterman score: 52; 40.0% identity (56.0% similar) in 25 aa overlap (38-62:25-49) 
 
        10        20        30        40        50        60        
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                                     .:  ::.  : :::  : . . : :      
gi|249       MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPA 
                     10        20        30        40        50     
 
        70        80                                                
AAD-12 LIGRHAHAIPGMD                                                
                                                                    
gi|249 TPAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGL 
           60        70        80        90       100       110     
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 80.8  bits: 21.9 E():   16 
Smith-Waterman score: 54; 23.5% identity (54.4% similar) in 68 aa overlap (1-68:426-489) 
 
                                             10        20        30 
AAD-12                               AAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     :  ....:   :.. :.  . .:    ..  
gi|258 AERGFFYRNGIYSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNH 
         400       410       420       430       440       450      
 
               40        50        60        70        80           
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD           
       : .::::.     :..  :   .  . ..  .:: :.:                       
gi|258 GVIQQAGN----QGFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQISREQARQL 
         460           470       480       490       500       510  
 
gi|258 KYNRQETIALSSSQQRRAVV 
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             520       530  
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 80.6  bits: 21.1 E():   16 
Smith-Waterman score: 51; 36.1% identity (55.6% similar) in 36 aa overlap (36-66:21-56) 
 
          10        20        30          40        50           60 
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGS--AYIGYGMDTTATP---LRPLVKVHP 
                                     :::  : .:::  : :.:     : . . : 
gi|330           MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAP 
                         10        20        30        40        50 
 
               70        80                                         
AAD-12 ETGRPSLLIGRHAHAIPGMD                                         
         ..:.                                                       
gi|330 AGAEPAGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLS 
               60        70        80        90       100       110 
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 80.3  bits: 22.4 E():   17 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (26-43:283-300) 
 
                    10        20        30        40        50      
AAD-12      AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
          60        70        80                                    
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMD                                    
                                                                    
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 80.2  bits: 22.4 E():   17 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (26-43:289-306) 
 
                    10        20        30        40        50      
AAD-12      AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
 
          60        70        80                                    
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMD                                    
                                                                    
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 79.8  bits: 20.8 E():   18 
Smith-Waterman score: 50; 32.1% identity (57.1% similar) in 28 aa overlap (39-66:1-28) 
 
       10        20        30        40        50        60         
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::  : :.:    . . :  ..:.   
gi|295                               ADLGYGPATPAAPAAGYTPAAPAGAEPAGK 
                                             10        20        30 
 
       70        80                                                 
AAD-12 IGRHAHAIPGMD                                                 
                                                                    
gi|295 ATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAE 
               40        50        60        70        80        90 
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.5  bits: 19.4 E():   22 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (41-58:24-41) 
 
               20        30        40        50        60        70 
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AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|144        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
               80                                                   
AAD-12 RHAHAIPGMD                                                   
                                                                    
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.5  bits: 19.4 E():   22 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (41-58:24-41) 
 
               20        30        40        50        60        70 
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|379        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
               80                                                   
AAD-12 RHAHAIPGMD                                                   
                                                                    
gi|379 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.5  bits: 19.4 E():   22 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (41-58:24-41) 
 
               20        30        40        50        60        70 
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|121        MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSL 
                      10        20        30        40        50    
 
               80                                                   
AAD-12 RHAHAIPGMD                                                   
                                                                    
gi|121 STFKNTEIKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVV 
            60        70        80        90       100       110    
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 78.4  bits: 21.3 E():   22 
Smith-Waterman score: 52; 24.3% identity (73.0% similar) in 37 aa overlap (6-41:143-179) 
 
                                        10        20        30      
AAD-12                          AAYDALDEATRALVHQRSARHSLVYSQSKLG-HVQ 
                                     .::   .:.: .. .. .::  .... .:. 
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
           40        50        60        70        80               
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD               
       . :...:                                                      
gi|215 NNGDVFILLVPNFVFVWTGKHSNRMERTTAIRVANDLKSELNRFKLSSVILEDGKEVEQT 
            180       190       200       210       220       230   
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.1  bits: 20.5 E():   23 
Smith-Waterman score: 49; 21.9% identity (59.4% similar) in 32 aa overlap (17-48:179-210) 
 
                             10        20        30        40       
AAD-12               AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :.  .:.. .... :. ::      : :.. 
gi|219 MWQQSSCHVMQQQCCQQLSQIPEQSRYDAIRAITYSIILQEQQQGQSQQQQPQQSGQGVS 
      150       160       170       180       190       200         
 
         50        60        70        80                           
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD                           
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        .                                                           
gi|219 QSQQQSQQQLGQCSFQQPQQQLGQQPQQQQVQQGTFLQPHQIAHLEVMTSIALRTLPTMC 
      210       220       230       240       250       260         
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.3  bits: 19.4 E():   25 
Smith-Waterman score: 45; 43.8% identity (87.5% similar) in 16 aa overlap (1-16:128-143) 
 
                                             10        20        30 
AAD-12                               AAYDALDEATRALVHQRSARHSLVYSQSKL 
                                     ::..::: :..: ...               
gi|157 SPAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG           
       100       110       120       130       140                  
 
               40        50        60        70        80 
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 77.0  bits: 19.9 E():   26 
Smith-Waterman score: 47; 21.7% identity (52.2% similar) in 46 aa overlap (37-79:62-107) 
 
         10        20        30        40        50        60       
AAD-12 DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE---TG 
                                     :..:.: . .. :     . . . .   .: 
gi|201 DATPVLDVAGKELDSRLSYRIISTFWGALGGDVYLGKSPNSDAPCANGIFRYNSDVGPSG 
              40        50        60        70        80        90  
 
            70        80                                            
AAD-12 RPSLLIGRHAHAIPGMD                                            
        :  .::  .:   :.                                             
gi|201 TPVRFIGSSSHFGQGIFENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTI 
             100       110       120       130       140       150  
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.7  bits: 19.1 E():   27 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (41-61:25-45) 
 
               20        30        40        50        60        70 
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.:  .:  :          
gi|990       MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSL 
                     10        20        30        40        50     
 
               80                                                   
AAD-12 RHAHAIPGMD                                                   
                                                                    
gi|990 STFKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVV 
           60        70        80        90       100       110     
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.6  bits: 20.5 E():   27 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (36-52:200-216) 
 
          10        20        30        40        50        60      
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
          70        80                                              
AAD-12 SLLIGRHAHAIPGMD                                              
                                                                    
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 76.6  bits: 18.3 E():   27 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (14-35:37-58) 
 
                                10        20        30        40    
AAD-12                  AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
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                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
            50        60        70        80 
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                             
gi|162 VPQLEIVPNS                            
         70                                  
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.6  bits: 20.2 E():   27 
Smith-Waterman score: 48; 25.6% identity (56.4% similar) in 39 aa overlap (22-60:87-125) 
 
                        10        20        30        40        50  
AAD-12          AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     : : . ..  . :.:.:  . :: .  ..  
gi|144 DLAEAPFQISLLKDYLIMKRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSS 
         60        70        80        90       100       110       
 
              60        70        80                                
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMD                                
           .::.:                                                    
gi|144 SYGDLKVKPIIQHESYEQDQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVDGDKVTIYG 
        120       130       140       150       160       170       
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 76.4  bits: 20.7 E():   28 
Smith-Waterman score: 50; 38.2% identity (55.9% similar) in 34 aa overlap (44-77:2-34) 
 
            20        30        40        50        60        70    
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :. : : :.  :. .   .:   :  : :: 
gi|581                              MGFITKAIPIV-LAALSTVNGARILEAGPHA 
                                            10         20        30 
 
            80                                                      
AAD-12 HAIPGMD                                                      
       .:::                                                         
gi|581 EAIPNKYIVVMKREVSDEAFNAHTTWLSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRA 
               40        50        60        70        80        90 
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.1  bits: 19.4 E():   29 
Smith-Waterman score: 45; 26.3% identity (52.6% similar) in 38 aa overlap (43-80:23-60) 
 
             20        30        40        50        60        70   
AAD-12 LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                                     ...:  ..::  :.:   :. .    .    
gi|344         MTGVKTHLQHELKRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESD 
                       10        20        30        40        50   
 
             80                                                     
AAD-12 AHAIPGMD                                                     
         :::. :                                                     
gi|344 EVAIPNPDEFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREIS 
             60        70        80        90       100       110   
 
>>gi|21757|emb|CAA26383.1| unnamed protein product [Trit  (296 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.0  bits: 20.2 E():   29 
Smith-Waterman score: 48; 21.3% identity (61.7% similar) in 47 aa overlap (5-51:200-246) 
 
                                         10        20        30     
AAD-12                           AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :. ....:.. ... :..   :: .: . : 
gi|217 SQVLQQSTYQPLQQLCCQQLWQIPEQSRCQAIHNVVHAIILHQQQRQQQPSSQVSLQQPQ 
     170       180       190       200       210       220          
 
           40        50        60        70        80               
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD               
       :   .  :. . .  .:                                            
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gi|217 QQYPSGQGFFQPSQQNPQAQGSVQPQQLPQFEEIRNLALQTLPRMCNVYIPPYCSTTIAP 
     230       240       250       260       270       280          
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 75.5  bits: 20.2 E():   31 
Smith-Waterman score: 48; 25.0% identity (51.8% similar) in 56 aa overlap (14-66:3-56) 
 
               10        20        30        40        50           
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVK 
                    ::: ..  .:  . . ..    . .: .:::  : :.:     : .  
gi|398            MAVHQYTV--ALFLAVALVAGPAASYAADLGYGPATPAAPAAGYTPATP 
                            10        20        30        40        
 
        60        70        80                                      
AAD-12 VHPETGRPSLLIGRHAHAIPGMD                                      
       . :  . :.                                                    
gi|398 AAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGAASNKAFAE 
        50        60        70        80        90       100        
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  49 init1:  49 opt:  50  Z-score: 75.4  bits: 20.7 E():   32 
Smith-Waterman score: 50; 27.0% identity (45.9% similar) in 74 aa overlap (2-71:48-119) 
 
                                            10            20        
AAD-12                              AAYDALDEATR----ALVHQRSARHSLVYSQ 
                                     :.:   :  :    :::..    ..:.  : 
gi|259 EWQQQDECQIDRLDALEPDNRVEYEAGTVEAWDPNHEQFRCAGVALVRHTIQPNGLLLPQ 
        20        30        40        50        60        70        
 
        30        40        50        60        70        80        
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD        
          ... :   .  : ::   . :  : .   :. :: .   ::                 
gi|259 --YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDI 
          80        90       100       110       120       130      
 
gi|259 IAIPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSR 
         140       150       160       170       180       190      
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 75.2  bits: 18.8 E():   33 
Smith-Waterman score: 43; 26.3% identity (57.9% similar) in 38 aa overlap (32-66:33-70) 
 
              10        20        30        40        50            
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVKV 
                                     ....:.::     .: :::   : : .. . 
gi|668 ASEAAAAAATPVAPTEGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPI 
             10        20        30        40        50        60   
 
       60        70        80                                       
AAD-12 HPETGRPSLLIGRHAHAIPGMD                                       
         . .. :                                                     
gi|668 FADMAKKSPNVVFLKVDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKL 
             70        80        90       100       110       120   
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 75.1  bits: 20.4 E():   33 
Smith-Waterman score: 49; 24.5% identity (49.0% similar) in 49 aa overlap (33-78:341-389) 
 
             10        20        30        40        50        60   
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ..  :.: . :: .    .  :  
gi|113 ASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMIPAEP 
              320       330       340       350       360       370 
 
             70           80  
AAD-12 GRPSLLIGRHAHAI---PGMD  
       :.  : .   : ..   ::    
gi|113 GEAVLRLTSSAGVLSCQPGAPC 
              380       390   
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
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 initn:  42 init1:  42 opt:  47  Z-score: 74.6  bits: 19.9 E():   35 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (39-66:1-31) 
 
       10        20        30        40        50           60      
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
          70        80                                              
AAD-12 SLLIGRHAHAIPGMD                                              
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.6  bits: 19.9 E():   35 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (39-66:1-31) 
 
       10        20        30        40        50           60      
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
          70        80                                              
AAD-12 SLLIGRHAHAIPGMD                                              
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.6  bits: 19.9 E():   35 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (39-66:1-31) 
 
       10        20        30        40        50           60      
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
          70        80                                              
AAD-12 SLLIGRHAHAIPGMD                                              
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.6  bits: 19.9 E():   35 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (39-66:1-31) 
 
       10        20        30        40        50           60      
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
          70        80                                              
AAD-12 SLLIGRHAHAIPGMD                                              
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.6  bits: 19.9 E():   35 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (39-66:1-31) 
 
       10        20        30        40        50           60      
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
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                                             10        20        30 
 
          70        80                                              
AAD-12 SLLIGRHAHAIPGMD                                              
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.6  bits: 19.9 E():   35 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (39-66:1-31) 
 
       10        20        30        40        50           60      
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
          70        80                                              
AAD-12 SLLIGRHAHAIPGMD                                              
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.6  bits: 19.9 E():   35 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (39-66:1-31) 
 
       10        20        30        40        50           60      
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
          70        80                                              
AAD-12 SLLIGRHAHAIPGMD                                              
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.6  bits: 19.9 E():   35 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (39-66:1-31) 
 
       10        20        30        40        50           60      
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
          70        80                                              
AAD-12 SLLIGRHAHAIPGMD                                              
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.6  bits: 19.9 E():   35 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (39-66:1-31) 
 
       10        20        30        40        50           60      
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
          70        80                                              
AAD-12 SLLIGRHAHAIPGMD                                              
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
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>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.6  bits: 19.9 E():   35 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (39-66:1-31) 
 
       10        20        30        40        50           60      
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
          70        80                                              
AAD-12 SLLIGRHAHAIPGMD                                              
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.6  bits: 19.9 E():   35 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (39-66:1-31) 
 
       10        20        30        40        50           60      
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
          70        80                                              
AAD-12 SLLIGRHAHAIPGMD                                              
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.6  bits: 19.9 E():   35 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (39-66:1-31) 
 
       10        20        30        40        50           60      
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
          70        80                                              
AAD-12 SLLIGRHAHAIPGMD                                              
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.6  bits: 19.9 E():   35 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (39-66:1-31) 
 
       10        20        30        40        50           60      
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
          70        80                                              
AAD-12 SLLIGRHAHAIPGMD                                              
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.6  bits: 19.9 E():   35 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (39-66:1-31) 
 
       10        20        30        40        50           60      
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
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                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
          70        80                                              
AAD-12 SLLIGRHAHAIPGMD                                              
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.5  bits: 18.8 E():   36 
Smith-Waterman score: 43; 29.6% identity (66.7% similar) in 27 aa overlap (38-64:9-35) 
 
        10        20        30        40        50        60        
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                                     ::.    . ..:.  : .:.:. ..::    
gi|244                       MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQS 
                                     10        20        30         
 
        70        80                                                
AAD-12 LIGRHAHAIPGMD                                                
                                                                    
gi|244 CQRQFEEQQRFRNCQRYVKQEVQRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQ 
       40        50        60        70        80        90         
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.5  bits: 20.4 E():   36 
Smith-Waterman score: 49; 36.7% identity (66.7% similar) in 30 aa overlap (11-40:43-72) 
 
                                   10        20        30        40 
AAD-12                     AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.. . .:: . : : ..::..  : : : 
gi|558 RVRSGGHDYEGLSYRSLQPENFAVVDLNQMRAVLVDGKARTAWVDSGAQLGELYYAISKY 
             20        30        40        50        60        70   
 
               50        60        70        80                     
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD                     
                                                                    
gi|558 SRTLAFPAGVCPTIGVGGNLAGGGFGMLLRKYGIAAENVIDVKLVDANGKLHDKKSMGDD 
             80        90       100       110       120       130   
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 73.8  bits: 22.3 E():   39 
Smith-Waterman score: 56; 29.3% identity (60.3% similar) in 58 aa overlap (20-77:227-279) 
 
                          10        20        30        40          
AAD-12            AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                     :: ::. ..:  :.. . . ..  . : .: 
gi|203 MRHYMHPMDSDLSCRMTLKDKVVTEVDCEERHVLVHRSNKPVHMSYV-KMMLKQNKDGVA 
        200       210       220       230       240        250      
 
      50        60        70        80                              
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMD                              
       . : : ....:.  :: : .  : :  :                                 
gi|203 ADLGP-TNAQPK--RPYLSFD-HKHKNPTETDVVEVLKKLCSEITEPQASIETSFTFQKL 
         260          270        280       290       300       310  
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 73.3  bits: 15.6 E():   42 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (19-33:1-15) 
 
               10        20        30        40        50        60 
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                         :: . : : ..::..                            
gi|323                   ARTAWVDSGAQLGELSY                          
                                 10                                 
 
               70        80 
AAD-12 ETGRPSLLIGRHAHAIPGMD 
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>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.2  bits: 19.0 E():   42 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (16-31:46-61) 
 
                              10        20        30        40      
AAD-12                AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
          50        60        70        80                          
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD                          
                                                                    
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 73.2  bits: 20.9 E():   42 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (29-43:609-623) 
 
                 10        20        30        40        50         
AAD-12   AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
       60        70        80                                       
AAD-12 HPETGRPSLLIGRHAHAIPGMD                                       
                                                                    
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 73.1  bits: 19.3 E():   43 
Smith-Waterman score: 45; 36.7% identity (56.7% similar) in 30 aa overlap (2-31:165-191) 
 
                                            10        20        30  
AAD-12                              AAYDALDEATRALVHQRSARHSLVYSQSKLG 
                                     : ..::   :   :: .  :.:  :..: : 
gi|136 PTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFEIR---HQLTQIHGLYRSSDKTG 
          140       150       160       170          180       190  
 
              40        50        60        70        80 
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                                         
gi|136 GYWKITMNDGSTYQSDLSKKFEYNTEKPPINIDEIKTIEAEIN       
             200       210       220       230           
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.7  bits: 20.4 E():   45 
Smith-Waterman score: 49; 37.9% identity (62.1% similar) in 29 aa overlap (14-42:74-102) 
 
                                10        20        30        40    
AAD-12                  AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     : .:.: .   ::.. :    : ::.:.:  
gi|112 NRIESEGGYIETWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGL 
            50        60        70        80        90       100    
 
            50        60        70        80                        
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD                        
                                                                    
gi|112 IFPGCPSTYEEPAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTG 
           110       120       130       140       150       160    
 
>>gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.6  bits: 19.0 E():   45 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (22-47:76-100) 
 
                        10        20        30        40        50  
AAD-12          AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
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gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
              60        70        80                                
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMD                                
                                                                    
gi|549 AKYQVGQNVALTGSTAAVYNDPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.6  bits: 19.0 E():   45 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (22-47:76-100) 
 
                        10        20        30        40        50  
AAD-12          AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
              60        70        80                                
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMD                                
                                                                    
gi|549 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 72.6  bits: 19.0 E():   46 
Smith-Waterman score: 44; 29.6% identity (77.8% similar) in 27 aa overlap (21-47:77-102) 
 
                         10        20        30        40        50 
AAD-12           AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::... .:... :. ..  .:: ::    
gi|549 LKVHNDFRQKVAKGLETRGNPGPQPPAKNMNNLVWND-ELANIAQVWASQCNYGHDTCKD 
         50        60        70        80         90       100      
 
               60        70        80                               
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMD                               
                                                                    
gi|549 TEKYPVGQNIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWA 
         110       120       130       140       150       160      
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.3  bits: 17.9 E():   47 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (26-43:26-43) 
 
               10        20        30        40        50        60 
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                : .. :. :: :..  ::                  
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
               70        80                      
AAD-12 ETGRPSLLIGRHAHAIPGMD                      
                                                 
gi|897 PYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
               70        80        90       100  
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 72.2  bits: 18.7 E():   47 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (16-30:138-152) 
 
                              10        20        30        40      
AAD-12                AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
          50        60        70        80 
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                           
gi|391 ASIDTILTKV                          
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       170                                 
 
>>gi|56417506|gb|AAV90694.1| GE-rich salivary protein 30  (266 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.9  bits: 19.3 E():   50 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (16-46:183-213) 
 
                              10        20        30        40      
AAD-12                AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
            160       170       180       190       200       210   
 
          50        60        70        80                    
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD                    
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
            220       230       240       250       260       
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 71.9  bits: 15.8 E():   50 
Smith-Waterman score: 36; 44.0% identity (56.0% similar) in 25 aa overlap (30-54:2-24) 
 
               10        20        30        40        50        60 
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                    ::..  :  :  : :. : :::  :       
gi|751                             DLGYAP-ATPAAPGAGY-TPATPAAP       
                                            10         20           
 
               70        80 
AAD-12 ETGRPSLLIGRHAHAIPGMD 
 
>>gi|56417504|gb|AAV90693.1| 30 kDa salivary gland aller  (271 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.7  bits: 19.3 E():   51 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (16-46:188-218) 
 
                              10        20        30        40      
AAD-12                AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
       160       170       180       190       200       210        
 
          50        60        70        80                    
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD                    
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
       220       230       240       250       260       270  
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 71.5  bits: 15.8 E():   52 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (48-54:5-11) 
 
        20        30        40        50        60        70        
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     : .:.::                        
gi|751                           TKSQTHVPIRPNKLVLKVQKDRATN          
                                         10        20               
 
        80 
AAD-12 GMD 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 71.4  bits: 19.3 E():   53 
Smith-Waterman score: 45; 34.5% identity (72.4% similar) in 29 aa overlap (24-50:237-265) 
 
                      10        20        30          40        50  
AAD-12        AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATP 
                                     . ..:.. .:.:  .:.: .. :  ::::  
gi|168 EAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATG 
        210       220       230       240       250       260       
 
              60        70        80 
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AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     
gi|168 AASGAATVAAGGYKV               
        270       280                
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 71.3  bits: 16.3 E():   54 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (31-51:5-25) 
 
               10        20        30        40        50        60 
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     :.: .: :  : : .   :.:          
gi|462                           TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXL 
                                         10        20        30     
 
               70        80 
AAD-12 ETGRPSLLIGRHAHAIPGMD 
                            
gi|462 SSA                  
                            
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.3  bits: 17.9 E():   54 
Smith-Waterman score: 40; 25.6% identity (59.0% similar) in 39 aa overlap (13-51:54-92) 
 
                                 10        20        30        40   
AAD-12                   AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     :. . : . . : : .  : . ..:.:  : 
gi|117 KAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAG 
            30        40        50        60        70        80    
 
             50        60        70        80 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
        . .. :.:                              
gi|117 GSAQAEAAPEAAKEEEKEESDEDMGFGLFD         
            90       100       110            
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 71.1  bits: 15.8 E():   55 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (60-70:10-20) 
 
      30        40        50        60        70        80 
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     :.:  :..: :           
gi|147                      AKITFTNNXPNTVWPGILTGFGQKPQ     
                                    10        20           
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 71.1  bits: 19.2 E():   55 
Smith-Waterman score: 45; 34.5% identity (72.4% similar) in 29 aa overlap (24-50:246-274) 
 
                      10        20        30          40        50  
AAD-12        AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATP 
                                     . ..:.. .:.:  .:.: .. :  ::::  
gi|330 EAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATG 
         220       230       240       250       260       270      
 
              60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     
gi|330 AASGAATVAAGGYKV               
         280       290               
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 71.1  bits: 15.2 E():   55 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (45-52:10-17) 
 
           20        30        40        50        60        70     
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH 
                                     :.:  :::                       
gi|244                      IGNEDCTPWMSTLITPLP                      
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                                    10                              
 
           80 
AAD-12 AIPGMD 
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.1  bits: 19.5 E():   55 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (41-50:284-293) 
 
               20        30        40        50        60        70 
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
               80                             
AAD-12 RHAHAIPGMD                             
                                              
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 70.8  bits: 17.9 E():   57 
Smith-Waterman score: 40; 24.2% identity (75.8% similar) in 33 aa overlap (6-38:21-50) 
 
                              10        20        30        40      
AAD-12                AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                           ...:..:.   ....:.:.: : .: ....  :        
gi|160 GSQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQLDELNENKSKELQEKI 
               10        20           30        40        50        
 
          50        60        70        80                          
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD                          
                                                                    
gi|160 IRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQ 
        60        70        80        90       100       110        
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.5  bits: 19.0 E():   59 
Smith-Waterman score: 44; 20.0% identity (52.5% similar) in 40 aa overlap (26-65:51-90) 
 
                    10        20        30        40        50      
AAD-12      AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|130 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               30        40        50        60        70        80 
 
          60        70        80                                    
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMD                                    
        . .:. ..:                                                   
gi|130 PQPQPQYSQPQEPISQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQS 
               90       100       110       120       130       140 
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (48-55:34-41) 
 
        20        30        40        50        60        70        
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
        80                                                          
AAD-12 GMD                                                          
                                                                    
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.4  bits: 18.7 E():   60 
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Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (30-63:31-64) 
 
                10        20        30        40        50          
AAD-12  AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :. :  . :::..::  .     . ::    
gi|616 NEIAXAKIDLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCA 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 PETGRPSLLIGRHAHAIPGMD                                        
        . :                                                         
gi|616 SQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNK 
               70        80        90       100       110       120 
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 70.2  bits: 18.1 E():   61 
Smith-Waterman score: 44; 35.4% identity (54.2% similar) in 48 aa overlap (32-77:79-122) 
 
              10        20        30        40        50        60  
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
                                     :. . :.  :  : : ::. .  . :  :  
gi|160 LGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGN--ITVGEDGTAA-INIVDKQIPL 
       50        60        70        80          90        100      
 
              70          80                            
AAD-12 TGRPSLLIGRHA--HAIPGMD                            
       :: :  .::: .  :. :                               
gi|160 TG-PHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          110       120       130       140       150   
 
>>gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Thauma  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 70.1  bits: 15.2 E():   62 
Smith-Waterman score: 30; 66.7% identity (83.3% similar) in 6 aa overlap (73-78:15-20) 
 
             50        60        70        80 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : :.::   
gi|680                 ATFNFINNCPFTVWAAAVPG   
                               10        20   
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.1  bits: 17.9 E():   63 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (14-35:6-27) 
 
               10        20        30        40        50        60 
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                    :.:.  ..  : :.  ::...:                          
gi|159         IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYKVPQLEIVPNSAEERLHS 
                       10        20        30        40        50   
 
               70        80                                         
AAD-12 ETGRPSLLIGRHAHAIPGMD                                         
                                                                    
gi|159 MKEGIHAQQKEPMIGVNQELAYFYPELFXQFYQPDAYPSGAWYYVPLGTQYTDAPSFSDI 
             60        70        80        90       100       110   
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.0  bits: 19.5 E():   63 
Smith-Waterman score: 46; 19.5% identity (45.5% similar) in 77 aa overlap (7-78:317-393) 
 
                                       10        20          30     
AAD-12                         AAYDALDEATRALVHQRSARH--SLVYSQSKLGHVQ 
                                     :   . .. . .: :  :. ..  .   .  
gi|625 NDYTSWGTYAIGGSANPTILSQGNRFHAPNDPMKKNVLVRADAPHTESMKWNWRSEKDLL 
        290       300       310       320       330       340       
 
           40        50        60        70           80  
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA---HAIPGMD  
       . :. ... : :   :: .    .  : :   : .   :   . .::    
gi|625 ENGAIFVASGCDPHLTPEQKSHLIPAEPGSAVLQLTSCAGTLKCVPGKPC 
        350       360       370       380       390       
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>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (41-58:25-42) 
 
               20        30        40        50        60        70 
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  ..: ..:             
gi|144       MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSL 
                     10        20        30        40        50     
 
               80                                                   
AAD-12 RHAHAIPGMD                                                   
                                                                    
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVE 
           60        70        80        90       100       110     
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.8  bits: 20.0 E():   65 
Smith-Waterman score: 48; 22.9% identity (57.1% similar) in 35 aa overlap (7-41:339-373) 
 
                                       10        20        30       
AAD-12                         AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     ::  .:  . :  : . ...:.. : . .: 
gi|131 LLQPVSTPGEFELFFGAGGENPESFFKSFSDEILEAAFNTRRDRLQRIFGQQRQGVIVKA 
      310       320       330       340       350       360         
 
         40        50        60        70        80                 
AAD-12 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD                 
       .   .                                                        
gi|131 SEEQVRAMSRHEEGGIWPFGGESKGTINIYQQRPTHSNQYGQLHEVDASQYRQLRDLDLT 
      370       380       390       400       410       420         
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 69.7  bits: 17.9 E():   65 
Smith-Waterman score: 40; 24.2% identity (75.8% similar) in 33 aa overlap (6-38:36-65) 
 
                                        10        20        30      
AAD-12                          AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 
                                     ...:..:.   ....:.:.: : .: .... 
gi|420 VLIACFAASVLAQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQLDELNE 
          10        20        30        40           50        60   
 
          40        50        60        70        80                
AAD-12 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD                
         :                                                          
gi|420 NKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLK 
             70        80        90       100       110       120   
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 69.7  bits: 17.9 E():   65 
Smith-Waterman score: 40; 24.2% identity (75.8% similar) in 33 aa overlap (6-38:36-65) 
 
                                        10        20        30      
AAD-12                          AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 
                                     ...:..:.   ....:.:.: : .: .... 
gi|111 VLIACFAASVLAQEHKPEKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQLDELNE 
          10        20        30        40           50        60   
 
          40        50        60        70        80                
AAD-12 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD                
         :                                                          
gi|111 NKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLK 
             70        80        90       100       110       120   
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.7  bits: 17.9 E():   65 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (4-32:101-129) 
 
                                          10        20        30    
AAD-12                            AAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
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                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
            40        50        60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                                       
gi|273 RRRR                                            
                                                       
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 69.7  bits: 17.9 E():   65 
Smith-Waterman score: 40; 24.2% identity (75.8% similar) in 33 aa overlap (6-38:36-65) 
 
                                        10        20        30      
AAD-12                          AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 
                                     ...:..:.   ....:.:.: : .: .... 
gi|111 VLIACFAASVLAQGHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQLDELNE 
          10        20        30        40           50        60   
 
          40        50        60        70        80                
AAD-12 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD                
         :                                                          
gi|111 NKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLK 
             70        80        90       100       110       120   
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.7  bits: 17.9 E():   65 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (4-32:101-129) 
 
                                          10        20        30    
AAD-12                            AAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
            40        50        60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                                       
gi|273 RRRR                                            
                                                       
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 69.7  bits: 14.1 E():   66 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (11-15:2-6) 
 
               10        20        30        40        50        60 
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                 : :::                                              
gi|463          DRNLVHSATR                                          
                        10                                          
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.6  bits: 18.9 E():   66 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (39-62:1-21) 
 
       10        20        30        40        50        60         
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::    :::  : .   : :       
gi|109                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
       70        80                                                 
AAD-12 IGRHAHAIPGMD                                                 
                                                                    
gi|109 ADAAGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEP 
        30        40        50        60        70        80        
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.6  bits: 18.9 E():   67 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (39-62:1-21) 
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       10        20        30        40        50        60         
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::    :::  : .   : :       
gi|239                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
       70        80                                                 
AAD-12 IGRHAHAIPGMD                                                 
                                                                    
gi|239 ADAAGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEP 
        30        40        50        60        70        80        
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.2  bits: 18.4 E():   70 
Smith-Waterman score: 42; 29.6% identity (70.4% similar) in 27 aa overlap (21-47:76-101) 
 
                         10        20        30        40        50 
AAD-12           AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::.. ..:... :  ..   :: ::    
gi|549 LKIHNDFRNKVARGLETRGNPGPQPPAKNMNNLVWN-NELANIAQIWASQCKYGHDTCKD 
          50        60        70        80         90       100     
 
               60        70        80                               
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMD                               
                                                                    
gi|549 TTKYNVGQNIAVSSSTAAVYENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWA 
          110       120       130       140       150       160     
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 69.2  bits: 19.7 E():   70 
Smith-Waterman score: 47; 33.3% identity (66.7% similar) in 36 aa overlap (2-36:123-158) 
 
                                             10        20        30 
AAD-12                              AAYDALD-EATRALVHQRSARHSLVYSQSKL 
                                     :. ..: .  ::.: . .:: . : : ..: 
gi|558 VCGRRHGVRIRVRSGGHDYEGLSYRSERPEAFAVVDLNKMRAVVVDGKARTAWVDSGAQL 
            100       110       120       130       140       150   
 
               40        50        60        70        80           
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD           
       :..  :                                                       
gi|558 GELYYAIAKNSPVLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGT 
            160       170       180       190       200       210   
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.0  bits: 19.2 E():   71 
Smith-Waterman score: 47; 22.6% identity (56.6% similar) in 53 aa overlap (3-52:77-129) 
 
                                           10        20        30   
AAD-12                             AAYDALDEATRALVHQRSARHSLVYSQSKLGH 
                                     . ...:: ...  . . :  : .: .. .. 
gi|682 AVRKATMDPALVTAEGQAKVIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSFSPGNYSE 
         50        60        70        80        90       100       
 
               40         50        60        70        80          
AAD-12 VQQAG--SAYIG-YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD          
         . :  . ::  :: : .  :.                                      
gi|682 KVKIGMYKHYITFYGEDPNNMPILVFGGTAAEYGTVDSATLIVESNYFSAVNLKIVNSAP 
        110       120       130       140       150       160       
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.0  bits: 19.2 E():   71 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (62-78:225-240) 
 
              40        50        60        70        80            
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD            
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
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gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.0  bits: 17.8 E():   71 
Smith-Waterman score: 40; 30.0% identity (56.7% similar) in 30 aa overlap (51-80:114-143) 
 
               30        40        50        60        70        80 
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ..:  ..:    :.: 
gi|189 HCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTVHNAPYCLGLD 
            90       100       110       120       130       140    
 
gi|189 I 
         
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.0  bits: 17.8 E():   72 
Smith-Waterman score: 40; 26.7% identity (60.0% similar) in 30 aa overlap (51-80:115-144) 
 
               30        40        50        60        70        80 
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::   .:. ...  ..:    :.: 
gi|217 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
gi|217 I 
         
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.0  bits: 17.8 E():   72 
Smith-Waterman score: 40; 30.0% identity (56.7% similar) in 30 aa overlap (51-80:115-144) 
 
               30        40        50        60        70        80 
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ..:  ..:    :.: 
gi|439 CRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
gi|439 I 
         
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.9  bits: 19.5 E():   72 
Smith-Waterman score: 46; 23.8% identity (55.6% similar) in 63 aa overlap (16-77:80-138) 
 
                              10        20         30        40     
AAD-12                AAYDALDEATRALVHQRSARHSLVYSQS-KLGHVQQAGSAYIGYG 
                                     ::: .:. . ...  . :  :   :   .: 
gi|223 KLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVDVDHFIQLIRAL--FG 
      50        60        70        80        90       100          
 
           50        60        70        80                         
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD                         
       .. .:  :.  ..   .. .:  .  :: :..:                            
gi|223 LSRAARNLQDDLNDFLHSLEP--ISPRHRHGLPRQRRRSARVSAYLHADDFHKIITTIEA 
       110       120         130       140       150       160      
 
gi|223 LPEFANFYNFLKEHGLDVVDYINEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILP 
         170       180       190       200       210       220      
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 68.8  bits: 14.1 E():   73 
Smith-Waterman score: 26; 50.0% identity (83.3% similar) in 6 aa overlap (65-70:1-6) 
 
           40        50        60        70        80 
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     :.. ::           
gi|250                               PTITIGGPEYR      
                                             10       
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>>gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A-I [  (262 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.7  bits: 18.6 E():   74 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (26-72:71-117) 
 
                    10        20        30        40        50      
AAD-12      AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
          60        70        80                                    
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMD                                    
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.6  bits: 18.4 E():   75 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (9-42:71-104) 
 
                                     10        20        30         
AAD-12                       AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 
                                     :   :: .:.: .   ::..      : :  
gi|221 AQRPDNRIESEGGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGR 
               50        60        70        80        90       100 
 
       40        50        60        70        80                   
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD                   
       .:.:                                                         
gi|221 GYFGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQKVHRFDEGDLIAV 
              110       120       130       140       150       160 
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 18.4 E():   79 
Smith-Waterman score: 42; 33.3% identity (71.4% similar) in 21 aa overlap (31-51:72-92) 
 
               10        20        30        40        50        60 
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     : ...: .::   : ...:.:          
gi|383 TASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEE 
              50        60        70        80        90       100  
 
               70        80                                         
AAD-12 ETGRPSLLIGRHAHAIPGMD                                         
                                                                    
gi|383 EEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEEL 
             110       120       130       140       150       160  
 
>>gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betula p  (21 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 68.0  bits: 14.9 E():   81 
Smith-Waterman score: 29; 42.9% identity (50.0% similar) in 14 aa overlap (44-57:8-21) 
 
            20        30        40        50        60        70    
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :  :.  ::  : :                 
gi|309                        MRVFNYKGETTSLIPLARLFK                 
                                      10        20                  
 
            80 
AAD-12 HAIPGMD 
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.9  bits: 18.6 E():   82 
Smith-Waterman score: 43; 40.9% identity (72.7% similar) in 22 aa overlap (2-23:109-130) 
 
                                            10        20        30  
AAD-12                              AAYDALDEATRALVHQRSARHSLVYSQSKLG 
                                     : . :.:::.:  ... ::. :         
gi|219 NEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQTAE 
       80        90       100       110       120       130         
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              40        50        60        70        80            
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD            
                                                                    
gi|219 ESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDEQLH 
      140       150       160       170       180       190         
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.8  bits: 18.6 E():   83 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (26-72:71-117) 
 
                    10        20        30        40        50      
AAD-12      AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|473 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
          60        70        80                                    
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMD                                    
        . .:. ..:.  :...                                            
gi|473 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.8  bits: 18.9 E():   83 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (58-76:99-117) 
 
        30        40        50        60        70        80        
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD        
                                     ::  .: : :.. . .:.:            
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
gi|908 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
      130       140       150       160       170       180         
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.8  bits: 18.9 E():   83 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (58-76:100-118) 
 
        30        40        50        60        70        80        
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD        
                                     ::  .: : :.. . .:.:            
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
gi|118 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     130       140       150       160       170       180          
 
>>gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A-II   (291 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.7  bits: 18.6 E():   84 
Smith-Waterman score: 43; 19.1% identity (53.2% similar) in 47 aa overlap (26-72:71-117) 
 
                    10        20        30        40        50      
AAD-12      AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . : .     : .:  
gi|170 QVPLVQEQQFQGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQPFRPQQPY 
               50        60        70        80        90       100 
 
          60        70        80                                    
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMD                                    
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQILQQILQQQLIPCRDVVLQQHNIAHGSSQV 
              110       120       130       140       150       160 
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.6  bits: 18.1 E():   85 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (22-47:76-100) 
 
                        10        20        30        40        50  
AAD-12          AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 5081



 

 

gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDI 
          50        60        70        80         90       100     
 
              60        70        80                                
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMD                                
                                                                    
gi|549 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.6  bits: 18.1 E():   85 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (22-47:76-100) 
 
                        10        20        30        40        50  
AAD-12          AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
              60        70        80                                
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMD                                
                                                                    
gi|549 AKYPVGQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos tauru  (172 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.8 E():   87 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (14-35:49-70) 
 
                                10        20        30        40    
AAD-12                  AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
       20        30        40        50        60        70         
 
            50        60        70        80                        
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD                        
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
       80        90       100       110       120       130         
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.3  bits: 18.1 E():   88 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (22-47:81-105) 
 
                        10        20        30        40        50  
AAD-12          AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|115 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
               60        70        80         90       100          
 
              60        70        80                                
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMD                                
                                                                    
gi|115 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
     110       120       130       140       150       160          
 
>>gi|21673|emb|CAA35238.1| unnamed protein product [Trit  (307 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.2  bits: 18.6 E():   89 
Smith-Waterman score: 43; 22.0% identity (50.0% similar) in 50 aa overlap (23-72:86-131) 
 
                       10        20        30        40        50   
AAD-12         AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
                                     : : : .: . :      . : .     :  
gi|216 PFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQLPYPQPQ----LPYPQPQPFRPQ 
          60        70        80        90           100       110  
 
             60        70        80                                 
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMD                                 
       .:  . .:. ..:.  :...                                         
gi|216 QPYPQSQPQYSQPQQPISQQQQQQQQQQQQKQQQQQQQQILQQILQQQLIPCRDVVLQQH 
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             120       130       140       150       160       170  
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.2  bits: 18.6 E():   90 
Smith-Waterman score: 43; 27.8% identity (55.6% similar) in 36 aa overlap (41-76:234-269) 
 
               20        30        40        50        60        70 
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::  ..   .: . :.:   :.. :  .:  
gi|324 DPRTLNKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVIL 
           210       220       230       240       250       260    
 
               80                                    
AAD-12 RHAHAIPGMD                                    
         .::.                                        
gi|324 SISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV 
           270       280       290       300         
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 67.1  bits: 19.1 E():   90 
Smith-Waterman score: 45; 32.4% identity (61.8% similar) in 34 aa overlap (50-78:46-78) 
 
      20        30        40        50           60          70     
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL---VKVHPETGRPSLL--IGRHAH 
                                     :::::    ...: ....:  :  .: .   
gi|253 IEEPEMIAPTPPGQFPHQQPISSPNRTSRNTPLRPESTEIETHHHANHPPALPVLGMQL- 
          20        30        40        50        60        70      
 
           80                                                       
AAD-12 AIPGMD                                                       
        .::                                                         
gi|253 PVPGTVPESSRAQSRASLNLDIDLDLHAPSHPSHLSHGAPHEQEHAHEIQRHRAHSAQSS 
           80        90       100       110       120       130     
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  27 init1:  27 opt:  27  Z-score: 67.1  bits: 14.3 E():   91 
Smith-Waterman score: 27; 57.1% identity (71.4% similar) in 7 aa overlap (72-78:5-11) 
 
              50        60        70        80    
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD    
                                     .: : ::      
gi|751                           ADAGYAPAAPGTQPKA 
                                         10       
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.5 E():   94 
Smith-Waterman score: 39; 85.7% identity (100.0% similar) in 7 aa overlap (4-10:72-78) 
 
                                          10        20        30    
AAD-12                            AAYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     ::.::::                        
gi|145 EIVEGNGGPGTVKKVTAVEDGKTSYVLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFK 
              50        60        70        80        90       100  
 
            40        50        60        70        80      
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD      
                                                            
gi|145 TKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQKSQGIFKAIEGYVLSN 
             110       120       130       140       150    
 
>>gi|3121755|sp|P81216.1|ALL21_HORSE RecName: Full=Dande  (29 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 66.7  bits: 15.1 E():   95 
Smith-Waterman score: 30; 33.3% identity (50.0% similar) in 18 aa overlap (27-44:5-22) 
 
               10        20        30        40        50        60 
AAD-12 AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                 ::.  . : .:     ::                 
gi|312                       SQXPQSETDYSQLSGEWNTIYGAASNIXK          
                                     10        20                   
 
               70        80 
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AAD-12 ETGRPSLLIGRHAHAIPGMD 
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.6  bits: 18.0 E():   97 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (22-47:99-123) 
 
                        10        20        30        40        50  
AAD-12          AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|856 KEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
              60        70        80                                
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMD                                
                                                                    
gi|856 AKYQVGQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.6  bits: 18.0 E():   97 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (22-47:99-123) 
 
                        10        20        30        40        50  
AAD-12          AAYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|162 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
              60        70        80                                
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMD                                
                                                                    
gi|162 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 66.3  bits: 14.6 E(): 1e 
Smith-Waterman score: 28; 36.4% identity (72.7% similar) in 11 aa overlap (34-44:6-16) 
 
            10        20        30        40        50        60    
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG 
                                     ..:. : .: :                    
gi|463                          DFVDAHNAARAQVGVGPVHWT               
                                        10        20                
 
            70        80 
AAD-12 RPSLLIGRHAHAIPGMD 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:54 2011 done: Fri Jan 21 00:02:54 2011 
 Total Scan time:  0.070 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 144  - 223 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
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  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     0     8:  * 
  34     5    22:==     * 
  36    31    44:===========   * 
  38    73    73:========================* 
  40    73   102:=========================        * 
  42   116   125:=======================================  * 
  44   146   138:=============================================*=== 
  46   121   140:=========================================     * 
  48   116   134:=======================================     * 
  50   112   122:======================================  * 
  52   124   108:===================================*====== 
  54   117    92:==============================*======== 
  56   100    77:=========================*======== 
  58    70    63:====================*=== 
  60    47    51:================* 
  62    45    41:=============*= 
  64    43    33:==========*==== 
  66    29    26:========*= 
  68    23    20:======*= 
  70    23    16:=====*== 
  72    15    12:===*= 
  74    20    10:===*=== 
  76    11     8:==*= 
  78    10     6:=*== 
  80     4     5:=* 
  82     8     3:*== 
  84     2     3:* 
  86     1     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.43500.00299; mu= 1.7077 0.155 
 mean_var=34.2718 8.144, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.219081 
 Kolmogorov-Smirnov  statistic: 0.0785 (N=28) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   69 26.8    0.41 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   56 23.0     1.7 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   59 23.6     4.4 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.7     5.4 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 19.2     7.5 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   51 21.3     9.4 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   51 21.3     9.6 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 17.2      11 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   56 22.5      13 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   56 22.5      13 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   52 21.5      14 
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gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   53 21.7      14 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   53 21.7      14 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   46 19.9      14 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 21.4      14 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   51 21.2      16 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 22.5      17 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 22.5      17 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 20.9      18 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.5      21 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.5      21 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.5      21 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   52 21.4      21 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   49 20.5      22 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   52 21.3      23 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   52 21.3      23 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   52 21.3      24 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   52 21.3      24 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   52 21.3      24 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   47 20.0      25 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 19.2      26 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 18.4      26 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 20.5      27 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   48 20.2      27 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   50 20.8      27 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   45 19.4      28 
gi|21757|emb|CAA26383.1| unnamed protein product [ ( 296)   48 20.2      29 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   48 20.2      30 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   50 20.7      31 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   43 18.9      32 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 20.5      32 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 19.9      34 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 19.9      34 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 19.9      34 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 19.9      34 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 19.9      34 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 19.9      34 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 19.9      34 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 19.9      34 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 19.9      34 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 19.9      34 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 19.9      34 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 19.9      34 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 19.9      34 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 19.9      34 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   43 18.9      34 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   49 20.4      35 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.3      39 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 15.6      39 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 19.1      41 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 20.9      42 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   45 19.3      42 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   44 19.1      44 
gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Veno ( 204)   44 19.1      44 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   49 20.4      44 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   44 19.1      44 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 18.0      46 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.8      46 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.9      48 
gi|56417506|gb|AAV90694.1| GE-rich salivary protei ( 266)   45 19.3      48 
gi|56417504|gb|AAV90693.1| 30 kDa salivary gland a ( 271)   45 19.3      49 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.8      50 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 16.4      51 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   45 19.3      51 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   40 18.0      52 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.8      52 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 15.3      52 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   45 19.3      53 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 19.5      54 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   40 17.9      55 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   48 20.1      57 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.2      58 
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gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 19.0      58 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   43 18.7      58 
gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Th (  20)   30 15.3      59 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   41 18.2      59 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 17.9      61 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 17.9      62 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   46 19.5      62 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 14.2      62 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   40 17.9      63 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   40 17.9      63 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   40 17.9      63 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   40 17.9      63 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   40 17.9      63 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   48 20.0      64 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   44 19.0      65 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   44 19.0      65 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   42 18.4      68 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   47 19.7      69 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   40 17.9      69 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   26 14.2      69 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   40 17.9      70 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   40 17.9      70 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.2      70 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.2      70 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   40 17.9      71 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   46 19.5      71 
gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A ( 262)   43 18.7      73 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   42 18.4      73 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   42 18.4      77 
gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betu (  21)   29 14.9      77 
gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea ( 284)   43 18.7      80 
gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   43 18.6      81 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   44 18.9      81 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   44 18.9      82 
gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A ( 291)   43 18.6      82 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   41 18.1      84 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   41 18.1      84 
gi|289064179|gb|ADC80503.1| non-specific lipid tra ( 118)   38 17.3      84 
gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos t ( 172)   40 17.8      85 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   41 18.1      86 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   27 14.4      87 
gi|21673|emb|CAA35238.1| unnamed protein product [ ( 307)   43 18.6      88 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   43 18.6      88 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   45 19.2      89 
gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} (  20)   28 14.6      91 
gi|3121755|sp|P81216.1|ALL21_HORSE RecName: Full=D (  29)   30 15.2      91 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   39 17.6      92 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   41 18.1      95 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   41 18.1      95 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   28 14.6      96 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   39 17.5      99 
gi|170720|gb|AAA34280.1| alpha/beta-gliadin precur ( 286)   42 18.3   1e 
gi|21755|emb|CAA25593.1| unnamed protein product [ ( 286)   42 18.3   1e 
gi|21761|emb|CAA26384.1| unnamed protein product [ ( 286)   42 18.3   1e 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  65 init1:  65 opt:  69  Z-score: 109.4  bits: 26.8 E(): 0.41 
Smith-Waterman score: 69; 23.8% identity (51.2% similar) in 80 aa overlap (4-77:314-393) 
 
                                          10           20        30 
AAD-12                            AYDALDEATRALV---HQRSARHSLVYSQSKLG 
                                     : :: ..  :   : ..: .:. ..      
gi|113 VVNNNYDKWGSYAIGGSASPTILSQGNRFCAPDERSKKNVLGRHGEAAAESMKWNWRTNK 
           290       300       310       320       330       340    
 
               40        50        60        70           80 
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI---PGMDA 
        : . :. ... :.: . :: .    .  : :. .: .   : ..   ::    
gi|113 DVLENGAIFVASGVDPVLTPEQSAGMIPAEPGESALSLTSSAGVLSCQPGAPC 
           350       360       370       380       390       
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>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  45 init1:  45 opt:  56  Z-score: 98.2  bits: 23.0 E():  1.7 
Smith-Waterman score: 56; 29.5% identity (63.6% similar) in 44 aa overlap (7-46:34-77) 
 
                                       10        20            30   
AAD-12                         AYDALDEATRALVHQRSARHS----LVYSQSKLGHV 
                                     .:   . .: :..::    :.... .. :: 
gi|527 HITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHV 
            10        20        30        40        50        60    
 
             40        50        60        70        80           
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA           
       :.:.. :   .: :                                             
gi|527 QDAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
            70        80        90       100       110       120  
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  59  Z-score: 90.8  bits: 23.6 E():  4.4 
Smith-Waterman score: 59; 35.6% identity (60.0% similar) in 45 aa overlap (15-52:198-242) 
 
                               10        20              30         
AAD-12                 AYDALDEATRALVHQRSARHSLVYSQSKL------GHVQQAGSA 
                                     ::. :..:  .:. :      :  ..: .  
gi|303 LVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALAD 
       170       180       190       200       210       220        
 
       40         50        60        70        80                  
AAD-12 YIGYGMDT-TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA                  
        .:.:::: ::  .:                                              
gi|303 VLGFGMDTETARKVRGEDDQRGHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICS 
       230       240       250       260       270       280        
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 89.3  bits: 21.7 E():  5.4 
Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (2-25:29-52) 
 
                                          10        20        30    
AAD-12                            AYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                   : : :::  : .  ..: .: .::         
gi|144 KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLSDS 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA              
                                                                    
gi|144 KVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAGGE 
               70        80        90       100       110       120 
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 86.8  bits: 19.2 E():  7.5 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (30-50:5-25) 
 
               10        20        30        40        50        60 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
                                    :.:..: :. .::  .  :.:           
gi|462                          AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKNL 
                                        10        20        30      
 
               70        80 
AAD-12 TGRPSLLIGRHAHAIPGMDA 
                            
gi|462 NSA                  
                            
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 85.0  bits: 21.3 E():  9.4 
Smith-Waterman score: 51; 27.7% identity (61.7% similar) in 47 aa overlap (2-48:104-149) 
 
                                            10        20        30  
AAD-12                              AYDALDEATRALVHQRSARHSLVYSQSKLGH 
                                     ::: :: ..    .   .... :  .:. . 
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gi|144 LSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKETIPYYTKKFDE 
            80        90       100        110       120       130   
 
              40        50        60        70        80            
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA            
       : .:...:.. :  : :                                            
gi|144 VVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWV 
            140       150       160       170       180       190   
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 84.8  bits: 21.3 E():  9.6 
Smith-Waterman score: 51; 27.7% identity (61.7% similar) in 47 aa overlap (2-48:108-153) 
 
                                            10        20        30  
AAD-12                              AYDALDEATRALVHQRSARHSLVYSQSKLGH 
                                     ::: :: ..    .   .... :  .:. . 
gi|622 LSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKETIPYYTKKFDE 
        80        90       100       110        120       130       
 
              40        50        60        70        80            
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA            
       : .:...:.. :  : :                                            
gi|622 VVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWV 
        140       150       160       170       180       190       
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 83.4  bits: 17.2 E():   11 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (71-76:8-13) 
 
               50        60        70        80 
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA 
                                     ::: .:     
gi|131                        GPVGGVVHAHMMPLL   
                                      10        
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  56  Z-score: 82.6  bits: 22.5 E():   13 
Smith-Waterman score: 56; 27.8% identity (63.9% similar) in 36 aa overlap (15-50:539-574) 
 
                               10        20        30        40     
AAD-12                 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.:.. .   . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYP 
      510       520       530       540       550       560         
 
           50        60        70        80                         
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA                         
        ..  :                                                       
gi|217 TSVQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQP 
      570       580       590       600       610       620         
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 82.5  bits: 22.5 E():   13 
Smith-Waterman score: 56; 25.0% identity (63.9% similar) in 36 aa overlap (15-50:551-586) 
 
                               10        20        30        40     
AAD-12                 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.... . . . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYP 
              530       540       550       560       570       580 
 
           50        60        70        80                         
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA                         
        .   :                                                       
gi|217 TSLQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQP 
              590       600       610       620       630       640 
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 82.2  bits: 21.5 E():   14 
Smith-Waterman score: 52; 28.3% identity (56.7% similar) in 60 aa overlap (11-70:232-276) 
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                                   10        20        30        40 
AAD-12                     AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                     : .:  :. ::....:..  . ::       
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIH--SVVHSIIMQQQQQQQQQQ------ 
             210       220       230         240       250          
 
               50        60        70        80                     
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA                     
         :.:     . :: . : ..:. ::. :.                               
gi|170 --GIDI----FLPLSQ-HEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYV 
                 260        270       280       290       300       
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 82.1  bits: 21.7 E():   14 
Smith-Waterman score: 53; 19.7% identity (51.5% similar) in 66 aa overlap (4-66:315-380) 
 
                                          10           20        30 
AAD-12                            AYDALDEATRALVHQRS---ARHSLVYSQSKLG 
                                     : :.  .  :  :.   : .:....  .   
gi|166 VVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDK 
          290       300       310       320       330       340     
 
               40        50        60        70        80    
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA    
        . . :. ..  : : . ::..    .  : :. ..                  
gi|166 DLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTSSAGVFSCRPGAPC 
          350       360       370       380       390        
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 82.1  bits: 21.7 E():   14 
Smith-Waterman score: 53; 19.7% identity (51.5% similar) in 66 aa overlap (4-66:315-380) 
 
                                          10           20        30 
AAD-12                            AYDALDEATRALVHQRS---ARHSLVYSQSKLG 
                                     : :.  .  :  :.   : .:....  .   
gi|113 VVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDK 
          290       300       310       320       330       340     
 
               40        50        60        70        80    
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA    
        . . :. ..  : : . ::..    .  : :. ..                  
gi|113 DLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTSSAGVFSCHPGAPC 
          350       360       370       380       390        
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 82.0  bits: 19.9 E():   14 
Smith-Waterman score: 46; 29.7% identity (48.6% similar) in 37 aa overlap (43-79:19-55) 
 
             20        30        40        50        60        70   
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :.: ::  :. :.:.        .     : 
gi|135             MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFA 
                           10        20        30        40         
 
             80                                                     
AAD-12 HAIPGMDA                                                     
       .:. : :                                                      
gi|135 KALEGKDVKDLLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGL 
       50        60        70        80        90       100         
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.8  bits: 21.4 E():   14 
Smith-Waterman score: 52; 40.0% identity (56.0% similar) in 25 aa overlap (37-61:25-49) 
 
         10        20        30        40        50        60       
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                                     .:  ::.  : :::  : . . : :      
gi|249       MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPA 
                     10        20        30        40        50     
 
         70        80                                               
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AAD-12 LIGRHAHAIPGMDA                                               
                                                                    
gi|249 TPAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGL 
           60        70        80        90       100       110     
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 80.9  bits: 21.2 E():   16 
Smith-Waterman score: 51; 36.1% identity (55.6% similar) in 36 aa overlap (35-65:21-56) 
 
           10        20        30          40        50             
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGS--AYIGYGMDTTATP---LRPLVKVHP 
                                     :::  : .:::  : :.:     : . . : 
gi|330           MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAP 
                         10        20        30        40        50 
 
      60        70        80                                        
AAD-12 ETGRPSLLIGRHAHAIPGMDA                                        
         ..:.                                                       
gi|330 AGAEPAGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLS 
               60        70        80        90       100       110 
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 80.5  bits: 22.5 E():   17 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (25-42:283-300) 
 
                     10        20        30        40        50     
AAD-12       AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
           60        70        80                                   
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDA                                   
                                                                    
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 80.3  bits: 22.5 E():   17 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (25-42:289-306) 
 
                     10        20        30        40        50     
AAD-12       AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
 
           60        70        80                                   
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDA                                   
                                                                    
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 80.0  bits: 20.9 E():   18 
Smith-Waterman score: 50; 32.1% identity (57.1% similar) in 28 aa overlap (38-65:1-28) 
 
        10        20        30        40        50        60        
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::  : :.:    . . :  ..:.   
gi|295                               ADLGYGPATPAAPAAGYTPAAPAGAEPAGK 
                                             10        20        30 
 
        70        80                                                
AAD-12 IGRHAHAIPGMDA                                                
                                                                    
gi|295 ATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAE 
               40        50        60        70        80        90 
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.8  bits: 19.5 E():   21 
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Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (40-57:24-41) 
 
      10        20        30        40        50        60          
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|379        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
      70        80                                                  
AAD-12 RHAHAIPGMDA                                                  
                                                                    
gi|379 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.8  bits: 19.5 E():   21 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (40-57:24-41) 
 
      10        20        30        40        50        60          
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|121        MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSL 
                      10        20        30        40        50    
 
      70        80                                                  
AAD-12 RHAHAIPGMDA                                                  
                                                                    
gi|121 STFKNTEIKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVV 
            60        70        80        90       100       110    
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.8  bits: 19.5 E():   21 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (40-57:24-41) 
 
      10        20        30        40        50        60          
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|144        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
      70        80                                                  
AAD-12 RHAHAIPGMDA                                                  
                                                                    
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 78.6  bits: 21.4 E():   21 
Smith-Waterman score: 52; 24.3% identity (73.0% similar) in 37 aa overlap (5-40:143-179) 
 
                                         10        20        30     
AAD-12                           AYDALDEATRALVHQRSARHSLVYSQSKLG-HVQ 
                                     .::   .:.: .. .. .::  .... .:. 
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
            40        50        60        70        80              
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA              
       . :...:                                                      
gi|215 NNGDVFILLVPNFVFVWTGKHSNRMERTTAIRVANDLKSELNRFKLSSVILEDGKEVEQT 
            180       190       200       210       220       230   
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.3  bits: 20.5 E():   22 
Smith-Waterman score: 49; 21.9% identity (59.4% similar) in 32 aa overlap (16-47:179-210) 
 
                              10        20        30        40      
AAD-12                AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :.  .:.. .... :. ::      : :.. 
gi|219 MWQQSSCHVMQQQCCQQLSQIPEQSRYDAIRAITYSIILQEQQQGQSQQQQPQQSGQGVS 
      150       160       170       180       190       200         
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          50        60        70        80                          
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA                          
        .                                                           
gi|219 QSQQQSQQQLGQCSFQQPQQQLGQQPQQQQVQQGTFLQPHQIAHLEVMTSIALRTLPTMC 
      210       220       230       240       250       260         
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.1  bits: 21.3 E():   23 
Smith-Waterman score: 52; 27.8% identity (52.8% similar) in 36 aa overlap (2-37:373-408) 
 
                                            10        20        30  
AAD-12                              AYDALDEATRALVHQRSARHSLVYSQSKLGH 
                                     :  : . .  ..:  .  ::..:     .: 
gi|370 PDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAH 
            350       360       370       380       390       400   
 
              40        50        60        70        80            
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA            
       :: . :                                                       
gi|370 VQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGENS 
            410       420       430       440       450       460   
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.0  bits: 21.3 E():   23 
Smith-Waterman score: 52; 33.3% identity (58.3% similar) in 24 aa overlap (14-37:388-411) 
 
                                10        20        30        40    
AAD-12                  AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:.    .::: . :       
gi|224 TANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVY 
       360       370       380       390       400       410        
 
            50        60        70        80                        
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA                        
                                                                    
gi|224 DEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVAN 
       420       430       440       450       460       470        
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.7  bits: 21.3 E():   24 
Smith-Waterman score: 52; 33.3% identity (58.3% similar) in 24 aa overlap (14-37:408-431) 
 
                                10        20        30        40    
AAD-12                  AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:.    .::: . :       
gi|571 NCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVY 
       380       390       400       410       420       430        
 
            50        60        70        80                        
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA                        
                                                                    
gi|571 DEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVAN 
       440       450       460       470       480       490        
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.7  bits: 21.3 E():   24 
Smith-Waterman score: 52; 33.3% identity (58.3% similar) in 24 aa overlap (14-37:408-431) 
 
                                10        20        30        40    
AAD-12                  AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:.    .::: . :       
gi|199 TANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVY 
       380       390       400       410       420       430        
 
            50        60        70        80                        
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA                        
                                                                    
gi|199 DEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVAN 
       440       450       460       470       480       490        
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>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 77.5  bits: 21.3 E():   24 
Smith-Waterman score: 52; 33.3% identity (58.3% similar) in 24 aa overlap (14-37:416-439) 
 
                                10        20        30        40    
AAD-12                  AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:.    .::: . :       
gi|213 NELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVF 
         390       400       410       420       430       440      
 
            50        60        70        80                        
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA                        
                                                                    
gi|213 DEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVAN 
         450       460       470       480       490       500      
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 77.3  bits: 20.0 E():   25 
Smith-Waterman score: 47; 21.7% identity (52.2% similar) in 46 aa overlap (36-78:62-107) 
 
          10        20        30        40        50        60      
AAD-12 DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE---TG 
                                     :..:.: . .. :     . . . .   .: 
gi|201 DATPVLDVAGKELDSRLSYRIISTFWGALGGDVYLGKSPNSDAPCANGIFRYNSDVGPSG 
              40        50        60        70        80        90  
 
             70        80                                           
AAD-12 RPSLLIGRHAHAIPGMDA                                           
        :  .::  .:   :.                                             
gi|201 TPVRFIGSSSHFGQGIFENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTI 
             100       110       120       130       140       150  
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.0  bits: 19.2 E():   26 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (40-60:25-45) 
 
      10        20        30        40        50        60          
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.:  .:  :          
gi|990       MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSL 
                     10        20        30        40        50     
 
      70        80                                                  
AAD-12 RHAHAIPGMDA                                                  
                                                                    
gi|990 STFKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVV 
           60        70        80        90       100       110     
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 76.9  bits: 18.4 E():   26 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (13-34:37-58) 
 
                                 10        20        30        40   
AAD-12                   AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
             50        60        70        80 
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA 
                                              
gi|162 VPQLEIVPNS                             
         70                                   
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.8  bits: 20.5 E():   27 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (35-51:200-216) 
 
           10        20        30        40        50        60     
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     .:   .::..: :: :.              
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gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
           70        80                                             
AAD-12 SLLIGRHAHAIPGMDA                                             
                                                                    
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.8  bits: 20.2 E():   27 
Smith-Waterman score: 48; 25.6% identity (56.4% similar) in 39 aa overlap (21-59:87-125) 
 
                         10        20        30        40        50 
AAD-12           AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     : : . ..  . :.:.:  . :: .  ..  
gi|144 DLAEAPFQISLLKDYLIMKRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSS 
         60        70        80        90       100       110       
 
               60        70        80                               
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDA                               
           .::.:                                                    
gi|144 SYGDLKVKPIIQHESYEQDQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVDGDKVTIYG 
        120       130       140       150       160       170       
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 76.6  bits: 20.8 E():   27 
Smith-Waterman score: 50; 38.2% identity (55.9% similar) in 34 aa overlap (43-76:2-34) 
 
             20        30        40        50        60        70   
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :. : : :.  :. .   .:   :  : :: 
gi|581                              MGFITKAIPIV-LAALSTVNGARILEAGPHA 
                                            10         20        30 
 
             80                                                     
AAD-12 HAIPGMDA                                                     
       .:::                                                         
gi|581 EAIPNKYIVVMKREVSDEAFNAHTTWLSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRA 
               40        50        60        70        80        90 
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.3  bits: 19.4 E():   28 
Smith-Waterman score: 45; 26.3% identity (52.6% similar) in 38 aa overlap (42-79:23-60) 
 
              20        30        40        50        60        70  
AAD-12 LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                                     ...:  ..::  :.:   :. .    .    
gi|344         MTGVKTHLQHELKRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESD 
                       10        20        30        40        50   
 
              80                                                    
AAD-12 AHAIPGMDA                                                    
         :::. :                                                     
gi|344 EVAIPNPDEFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREIS 
             60        70        80        90       100       110   
 
>>gi|21757|emb|CAA26383.1| unnamed protein product [Trit  (296 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.2  bits: 20.2 E():   29 
Smith-Waterman score: 48; 21.3% identity (61.7% similar) in 47 aa overlap (4-50:200-246) 
 
                                          10        20        30    
AAD-12                            AYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :. ....:.. ... :..   :: .: . : 
gi|217 SQVLQQSTYQPLQQLCCQQLWQIPEQSRCQAIHNVVHAIILHQQQRQQQPSSQVSLQQPQ 
     170       180       190       200       210       220          
 
            40        50        60        70        80              
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA              
       :   .  :. . .  .:                                            
gi|217 QQYPSGQGFFQPSQQNPQAQGSVQPQQLPQFEEIRNLALQTLPRMCNVYIPPYCSTTIAP 
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     230       240       250       260       270       280          
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 75.8  bits: 20.2 E():   30 
Smith-Waterman score: 48; 25.0% identity (51.8% similar) in 56 aa overlap (13-65:3-56) 
 
               10        20        30        40        50           
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKV 
                   ::: ..  .:  . . ..    . .: .:::  : :.:     : . . 
gi|398           MAVHQYTV--ALFLAVALVAGPAASYAADLGYGPATPAAPAAGYTPATPA 
                           10        20        30        40         
 
        60        70        80                                      
AAD-12 HPETGRPSLLIGRHAHAIPGMDA                                      
        :  . :.                                                     
gi|398 APAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGAASNKAFAEG 
       50        60        70        80        90       100         
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  49 init1:  49 opt:  50  Z-score: 75.6  bits: 20.7 E():   31 
Smith-Waterman score: 50; 27.0% identity (45.9% similar) in 74 aa overlap (1-70:48-119) 
 
                                             10            20       
AAD-12                               AYDALDEATR----ALVHQRSARHSLVYSQ 
                                     :.:   :  :    :::..    ..:.  : 
gi|259 EWQQQDECQIDRLDALEPDNRVEYEAGTVEAWDPNHEQFRCAGVALVRHTIQPNGLLLPQ 
        20        30        40        50        60        70        
 
         30        40        50        60        70        80       
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA       
          ... :   .  : ::   . :  : .   :. :: .   ::                 
gi|259 --YSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRFQDRHQKIRRFRRGDI 
          80        90       100       110       120       130      
 
gi|259 IAIPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAGNPKDVFQQQQQHQSR 
         140       150       160       170       180       190      
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 75.5  bits: 18.9 E():   32 
Smith-Waterman score: 43; 26.3% identity (57.9% similar) in 38 aa overlap (31-65:33-70) 
 
               10        20        30        40           50        
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVKV 
                                     ....:.::     .: :::   : : .. . 
gi|668 ASEAAAAAATPVAPTEGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPI 
             10        20        30        40        50        60   
 
        60        70        80                                      
AAD-12 HPETGRPSLLIGRHAHAIPGMDA                                      
         . .. :                                                     
gi|668 FADMAKKSPNVVFLKVDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKL 
             70        80        90       100       110       120   
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 75.3  bits: 20.5 E():   32 
Smith-Waterman score: 49; 24.5% identity (49.0% similar) in 49 aa overlap (32-77:341-389) 
 
              10        20        30        40        50        60  
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ..  :.: . :: .    .  :  
gi|113 ASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMIPAEP 
              320       330       340       350       360       370 
 
              70           80 
AAD-12 GRPSLLIGRHAHAI---PGMDA 
       :.  : .   : ..   ::    
gi|113 GEAVLRLTSSAGVLSCQPGAPC 
              380       390   
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.8  bits: 19.9 E():   34 
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Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (38-65:1-31) 
 
        10        20        30        40        50           60     
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
           70        80                                             
AAD-12 SLLIGRHAHAIPGMDA                                             
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.8  bits: 19.9 E():   34 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (38-65:1-31) 
 
        10        20        30        40        50           60     
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
           70        80                                             
AAD-12 SLLIGRHAHAIPGMDA                                             
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.8  bits: 19.9 E():   34 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (38-65:1-31) 
 
        10        20        30        40        50           60     
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
           70        80                                             
AAD-12 SLLIGRHAHAIPGMDA                                             
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.8  bits: 19.9 E():   34 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (38-65:1-31) 
 
        10        20        30        40        50           60     
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
           70        80                                             
AAD-12 SLLIGRHAHAIPGMDA                                             
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.8  bits: 19.9 E():   34 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (38-65:1-31) 
 
        10        20        30        40        50           60     
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
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           70        80                                             
AAD-12 SLLIGRHAHAIPGMDA                                             
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.8  bits: 19.9 E():   34 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (38-65:1-31) 
 
        10        20        30        40        50           60     
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
           70        80                                             
AAD-12 SLLIGRHAHAIPGMDA                                             
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.8  bits: 19.9 E():   34 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (38-65:1-31) 
 
        10        20        30        40        50           60     
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
           70        80                                             
AAD-12 SLLIGRHAHAIPGMDA                                             
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.8  bits: 19.9 E():   34 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (38-65:1-31) 
 
        10        20        30        40        50           60     
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
           70        80                                             
AAD-12 SLLIGRHAHAIPGMDA                                             
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.8  bits: 19.9 E():   34 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (38-65:1-31) 
 
        10        20        30        40        50           60     
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
           70        80                                             
AAD-12 SLLIGRHAHAIPGMDA                                             
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
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>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.8  bits: 19.9 E():   34 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (38-65:1-31) 
 
        10        20        30        40        50           60     
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
           70        80                                             
AAD-12 SLLIGRHAHAIPGMDA                                             
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.8  bits: 19.9 E():   34 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (38-65:1-31) 
 
        10        20        30        40        50           60     
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
           70        80                                             
AAD-12 SLLIGRHAHAIPGMDA                                             
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.8  bits: 19.9 E():   34 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (38-65:1-31) 
 
        10        20        30        40        50           60     
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
           70        80                                             
AAD-12 SLLIGRHAHAIPGMDA                                             
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.8  bits: 19.9 E():   34 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (38-65:1-31) 
 
        10        20        30        40        50           60     
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
           70        80                                             
AAD-12 SLLIGRHAHAIPGMDA                                             
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 74.8  bits: 19.9 E():   34 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (38-65:1-31) 
 
        10        20        30        40        50           60     
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
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gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
           70        80                                             
AAD-12 SLLIGRHAHAIPGMDA                                             
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.8  bits: 18.9 E():   34 
Smith-Waterman score: 43; 29.6% identity (66.7% similar) in 27 aa overlap (37-63:9-35) 
 
         10        20        30        40        50        60       
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                                     ::.    . ..:.  : .:.:. ..::    
gi|244                       MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQS 
                                     10        20        30         
 
         70        80                                               
AAD-12 LIGRHAHAIPGMDA                                               
                                                                    
gi|244 CQRQFEEQQRFRNCQRYVKQEVQRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQ 
       40        50        60        70        80        90         
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.6  bits: 20.4 E():   35 
Smith-Waterman score: 49; 36.7% identity (66.7% similar) in 30 aa overlap (10-39:43-72) 
 
                                    10        20        30          
AAD-12                      AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.. . .:: . : : ..::..  : : : 
gi|558 RVRSGGHDYEGLSYRSLQPENFAVVDLNQMRAVLVDGKARTAWVDSGAQLGELYYAISKY 
             20        30        40        50        60        70   
 
      40        50        60        70        80                    
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA                    
                                                                    
gi|558 SRTLAFPAGVCPTIGVGGNLAGGGFGMLLRKYGIAAENVIDVKLVDANGKLHDKKSMGDD 
             80        90       100       110       120       130   
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 73.9  bits: 22.3 E():   39 
Smith-Waterman score: 56; 29.3% identity (60.3% similar) in 58 aa overlap (19-76:227-279) 
 
                           10        20        30        40         
AAD-12             AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                     :: ::. ..:  :.. . . ..  . : .: 
gi|203 MRHYMHPMDSDLSCRMTLKDKVVTEVDCEERHVLVHRSNKPVHMSYV-KMMLKQNKDGVA 
        200       210       220       230       240        250      
 
       50        60        70        80                             
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA                             
       . : : ....:.  :: : .  : :  :                                 
gi|203 ADLGP-TNAQPK--RPYLSFD-HKHKNPTETDVVEVLKKLCSEITEPQASIETSFTFQKL 
         260          270        280       290       300       310  
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 73.7  bits: 15.6 E():   39 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (18-32:1-15) 
 
               10        20        30        40        50        60 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
                        :: . : : ..::..                             
gi|323                  ARTAWVDSGAQLGELSY                           
                                10                                  
 
               70        80 
AAD-12 TGRPSLLIGRHAHAIPGMDA 
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
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 initn:  44 init1:  44 opt:  44  Z-score: 73.5  bits: 19.1 E():   41 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (15-30:46-61) 
 
                               10        20        30        40     
AAD-12                 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
           50        60        70        80                         
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA                         
                                                                    
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 73.3  bits: 20.9 E():   42 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (28-42:609-623) 
 
                  10        20        30        40        50        
AAD-12    AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
        60        70        80                                      
AAD-12 HPETGRPSLLIGRHAHAIPGMDA                                      
                                                                    
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 73.3  bits: 19.3 E():   42 
Smith-Waterman score: 45; 36.7% identity (56.7% similar) in 30 aa overlap (1-30:165-191) 
 
                                             10        20        30 
AAD-12                               AYDALDEATRALVHQRSARHSLVYSQSKLG 
                                     : ..::   :   :: .  :.:  :..: : 
gi|136 PTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFEIR---HQLTQIHGLYRSSDKTG 
          140       150       160       170          180       190  
 
               40        50        60        70        80 
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA 
                                                          
gi|136 GYWKITMNDGSTYQSDLSKKFEYNTEKPPINIDEIKTIEAEIN        
             200       210       220       230            
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.9  bits: 19.1 E():   44 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (21-46:76-100) 
 
                         10        20        30        40        50 
AAD-12           AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
               60        70        80                               
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDA                               
                                                                    
gi|549 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.9  bits: 19.1 E():   44 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (21-46:76-100) 
 
                         10        20        30        40        50 
AAD-12           AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
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          50        60        70        80         90       100     
 
               60        70        80                               
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDA                               
                                                                    
gi|549 AKYQVGQNVALTGSTAAVYNDPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.9  bits: 20.4 E():   44 
Smith-Waterman score: 49; 37.9% identity (62.1% similar) in 29 aa overlap (13-41:74-102) 
 
                                 10        20        30        40   
AAD-12                   AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     : .:.: .   ::.. :    : ::.:.:  
gi|112 NRIESEGGYIETWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGL 
            50        60        70        80        90       100    
 
             50        60        70        80                       
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA                       
                                                                    
gi|112 IFPGCPSTYEEPAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTG 
           110       120       130       140       150       160    
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 72.8  bits: 19.1 E():   44 
Smith-Waterman score: 44; 29.6% identity (77.8% similar) in 27 aa overlap (20-46:77-102) 
 
                          10        20        30        40          
AAD-12            AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::... .:... :. ..  .:: ::    
gi|549 LKVHNDFRQKVAKGLETRGNPGPQPPAKNMNNLVWND-ELANIAQVWASQCNYGHDTCKD 
         50        60        70        80         90       100      
 
      50        60        70        80                              
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDA                              
                                                                    
gi|549 TEKYPVGQNIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWA 
         110       120       130       140       150       160      
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.6  bits: 18.0 E():   46 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (25-42:26-43) 
 
                10        20        30        40        50          
AAD-12  AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                : .. :. :: :..  ::                  
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
      60        70        80                     
AAD-12 ETGRPSLLIGRHAHAIPGMDA                     
                                                 
gi|897 PYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
               70        80        90       100  
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 72.5  bits: 18.8 E():   46 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (15-29:138-152) 
 
                               10        20        30        40     
AAD-12                 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
           50        60        70        80 
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA 
                                            
gi|391 ASIDTILTKV                           
       170                                  

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 5102



 

 

 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 72.2  bits: 15.9 E():   48 
Smith-Waterman score: 36; 44.0% identity (56.0% similar) in 25 aa overlap (29-53:2-24) 
 
               10        20        30        40        50        60 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
                                   ::..  :  :  : :. : :::  :        
gi|751                            DLGYAP-ATPAAPGAGY-TPATPAAP        
                                           10         20            
 
               70        80 
AAD-12 TGRPSLLIGRHAHAIPGMDA 
 
>>gi|56417506|gb|AAV90694.1| GE-rich salivary protein 30  (266 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.1  bits: 19.3 E():   48 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (15-45:183-213) 
 
                               10        20        30        40     
AAD-12                 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
            160       170       180       190       200       210   
 
           50        60        70        80                   
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA                   
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
            220       230       240       250       260       
 
>>gi|56417504|gb|AAV90693.1| 30 kDa salivary gland aller  (271 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.9  bits: 19.3 E():   49 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (15-45:188-218) 
 
                               10        20        30        40     
AAD-12                 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
       160       170       180       190       200       210        
 
           50        60        70        80                   
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA                   
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
       220       230       240       250       260       270  
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 71.9  bits: 15.8 E():   50 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (47-53:5-11) 
 
         20        30        40        50        60        70       
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     : .:.::                        
gi|751                           TKSQTHVPIRPNKLVLKVQKDRATN          
                                         10        20               
 
         80 
AAD-12 GMDA 
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 71.6  bits: 16.4 E():   51 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (30-50:5-25) 
 
               10        20        30        40        50        60 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
                                    :.: .: :  : : .   :.:           
gi|462                          TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXLS 
                                        10        20        30      
 
               70        80 
AAD-12 TGRPSLLIGRHAHAIPGMDA 
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gi|462 SA                   
                            
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 71.6  bits: 19.3 E():   51 
Smith-Waterman score: 45; 34.5% identity (72.4% similar) in 29 aa overlap (23-49:237-265) 
 
                       10        20        30          40        50 
AAD-12         AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATP 
                                     . ..:.. .:.:  .:.: .. :  ::::  
gi|168 EAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATG 
        210       220       230       240       250       260       
 
               60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDA 
                                      
gi|168 AASGAATVAAGGYKV                
        270       280                 
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.5  bits: 18.0 E():   52 
Smith-Waterman score: 40; 25.6% identity (59.0% similar) in 39 aa overlap (12-50:54-92) 
 
                                  10        20        30        40  
AAD-12                    AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     :. . : . . : : .  : . ..:.:  : 
gi|117 KAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAG 
            30        40        50        60        70        80    
 
              50        60        70        80 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA 
        . .. :.:                               
gi|117 GSAQAEAAPEAAKEEEKEESDEDMGFGLFD          
            90       100       110             
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 71.5  bits: 15.8 E():   52 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (59-69:10-20) 
 
       30        40        50        60        70        80 
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA 
                                     :.:  :..: :            
gi|147                      AKITFTNNXPNTVWPGILTGFGQKPQ      
                                    10        20            
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 71.5  bits: 15.3 E():   52 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (44-51:10-17) 
 
            20        30        40        50        60        70    
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH 
                                     :.:  :::                       
gi|244                      IGNEDCTPWMSTLITPLP                      
                                    10                              
 
            80 
AAD-12 AIPGMDA 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 71.3  bits: 19.3 E():   53 
Smith-Waterman score: 45; 34.5% identity (72.4% similar) in 29 aa overlap (23-49:246-274) 
 
                       10        20        30          40        50 
AAD-12         AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATP 
                                     . ..:.. .:.:  .:.: .. :  ::::  
gi|330 EAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATG 
         220       230       240       250       260       270      
 
               60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDA 
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gi|330 AASGAATVAAGGYKV                
         280       290                
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.2  bits: 19.5 E():   54 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (40-49:284-293) 
 
      10        20        30        40        50        60          
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
      70        80                            
AAD-12 RHAHAIPGMDA                            
                                              
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 71.0  bits: 17.9 E():   55 
Smith-Waterman score: 40; 24.2% identity (75.8% similar) in 33 aa overlap (5-37:21-50) 
 
                               10        20        30        40     
AAD-12                 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                           ...:..:.   ....:.:.: : .: ....  :        
gi|160 GSQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQLDELNENKSKELQEKI 
               10        20           30        40        50        
 
           50        60        70        80                         
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA                         
                                                                    
gi|160 IRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQ 
        60        70        80        90       100       110        
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.8  bits: 20.1 E():   57 
Smith-Waterman score: 52; 23.8% identity (54.0% similar) in 63 aa overlap (5-67:431-489) 
 
                                         10        20        30     
AAD-12                           AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 
                                     ..:   :.. :.  . .:    .. : .:: 
gi|258 FYRNGIYSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNHGVIQQ 
              410       420       430       440       450       460 
 
           40        50        60        70        80               
AAD-12 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA               
       ::.     :..  :   .  . ..  .:: :.:                            
gi|258 AGNQ----GFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQISREQARQLKYNRQ 
                  470       480       490       500       510       
 
gi|258 ETIALSSSQQRRAVV 
        520       530  
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.7  bits: 18.2 E():   58 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (47-54:34-41) 
 
         20        30        40        50        60        70       
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
         80                                                         
AAD-12 GMDA                                                         
                                                                    
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
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>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.7  bits: 19.0 E():   58 
Smith-Waterman score: 44; 20.0% identity (52.5% similar) in 40 aa overlap (25-64:51-90) 
 
                     10        20        30        40        50     
AAD-12       AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|130 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               30        40        50        60        70        80 
 
           60        70        80                                   
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDA                                   
        . .:. ..:                                                   
gi|130 PQPQPQYSQPQEPISQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQS 
               90       100       110       120       130       140 
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.6  bits: 18.7 E():   58 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (29-62:31-64) 
 
                 10        20        30        40        50         
AAD-12   AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :. :  . :::..::  .     . ::    
gi|616 NEIAXAKIDLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCA 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 PETGRPSLLIGRHAHAIPGMDA                                       
        . :                                                         
gi|616 SQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNK 
               70        80        90       100       110       120 
 
>>gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Thauma  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 70.5  bits: 15.3 E():   59 
Smith-Waterman score: 30; 66.7% identity (83.3% similar) in 6 aa overlap (72-77:15-20) 
 
              50        60        70        80 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA 
                                     : :.::    
gi|680                 ATFNFINNCPFTVWAAAVPG    
                               10        20    
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 70.5  bits: 18.2 E():   59 
Smith-Waterman score: 44; 35.4% identity (54.2% similar) in 48 aa overlap (31-76:79-122) 
 
               10        20        30        40        50        60 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
                                     :. . :.  :  : : ::. .  . :  :  
gi|160 LGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGN--ITVGEDGTAA-INIVDKQIPL 
       50        60        70        80          90        100      
 
               70          80                           
AAD-12 TGRPSLLIGRHA--HAIPGMDA                           
       :: :  .::: .  :. :                               
gi|160 TG-PHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          110       120       130       140       150   
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.3  bits: 17.9 E():   61 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (13-34:6-27) 
 
               10        20        30        40        50        60 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
                   :.:.  ..  : :.  ::...:                           
gi|159        IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYKVPQLEIVPNSAEERLHSM 
                      10        20        30        40        50    
 
               70        80                                         
AAD-12 TGRPSLLIGRHAHAIPGMDA                                         
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gi|159 KEGIHAQQKEPMIGVNQELAYFYPELFXQFYQPDAYPSGAWYYVPLGTQYTDAPSFSDIP 
            60        70        80        90       100       110    
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.1  bits: 17.9 E():   62 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (40-57:25-42) 
 
      10        20        30        40        50        60          
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  ..: ..:             
gi|144       MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSL 
                     10        20        30        40        50     
 
      70        80                                                  
AAD-12 RHAHAIPGMDA                                                  
                                                                    
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVE 
           60        70        80        90       100       110     
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.1  bits: 19.5 E():   62 
Smith-Waterman score: 46; 19.5% identity (45.5% similar) in 77 aa overlap (6-77:317-393) 
 
                                        10        20          30    
AAD-12                          AYDALDEATRALVHQRSARH--SLVYSQSKLGHVQ 
                                     :   . .. . .: :  :. ..  .   .  
gi|625 NDYTSWGTYAIGGSANPTILSQGNRFHAPNDPMKKNVLVRADAPHTESMKWNWRSEKDLL 
        290       300       310       320       330       340       
 
            40        50        60        70           80 
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA---HAIPGMDA 
       . :. ... : :   :: .    .  : :   : .   :   . .::    
gi|625 ENGAIFVASGCDPHLTPEQKSHLIPAEPGSAVLQLTSCAGTLKCVPGKPC 
        350       360       370       380       390       
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 70.1  bits: 14.2 E():   62 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (10-14:2-6) 
 
               10        20        30        40        50        60 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
                : :::                                               
gi|463         DRNLVHSATR                                           
                       10                                           
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 69.9  bits: 17.9 E():   63 
Smith-Waterman score: 40; 24.2% identity (75.8% similar) in 33 aa overlap (5-37:36-65) 
 
                                         10        20        30     
AAD-12                           AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 
                                     ...:..:.   ....:.:.: : .: .... 
gi|420 VLIACFAASVLAQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQLDELNE 
          10        20        30        40           50        60   
 
           40        50        60        70        80               
AAD-12 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA               
         :                                                          
gi|420 NKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLK 
             70        80        90       100       110       120   
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 69.9  bits: 17.9 E():   63 
Smith-Waterman score: 40; 24.2% identity (75.8% similar) in 33 aa overlap (5-37:36-65) 
 
                                         10        20        30     
AAD-12                           AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 
                                     ...:..:.   ....:.:.: : .: .... 
gi|111 VLIACFAASVLAQGHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQLDELNE 
          10        20        30        40           50        60   
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           40        50        60        70        80               
AAD-12 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA               
         :                                                          
gi|111 NKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLK 
             70        80        90       100       110       120   
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 69.9  bits: 17.9 E():   63 
Smith-Waterman score: 40; 24.2% identity (75.8% similar) in 33 aa overlap (5-37:36-65) 
 
                                         10        20        30     
AAD-12                           AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 
                                     ...:..:.   ....:.:.: : .: .... 
gi|111 VLIACFAASVLAQEHKPEKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQLDELNE 
          10        20        30        40           50        60   
 
           40        50        60        70        80               
AAD-12 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA               
         :                                                          
gi|111 NKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLK 
             70        80        90       100       110       120   
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.9  bits: 17.9 E():   63 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (3-31:101-129) 
 
                                           10        20        30   
AAD-12                             AYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
             40        50        60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA 
                                                        
gi|273 RRRR                                             
                                                        
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.9  bits: 17.9 E():   63 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (3-31:101-129) 
 
                                           10        20        30   
AAD-12                             AYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
             40        50        60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA 
                                                        
gi|273 RRRR                                             
                                                        
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 69.9  bits: 20.0 E():   64 
Smith-Waterman score: 48; 22.9% identity (57.1% similar) in 35 aa overlap (6-40:339-373) 
 
                                        10        20        30      
AAD-12                          AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     ::  .:  . :  : . ...:.. : . .: 
gi|131 LLQPVSTPGEFELFFGAGGENPESFFKSFSDEILEAAFNTRRDRLQRIFGQQRQGVIVKA 
      310       320       330       340       350       360         
 
          40        50        60        70        80                
AAD-12 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA                
       .   .                                                        
gi|131 SEEQVRAMSRHEEGGIWPFGGESKGTINIYQQRPTHSNQYGQLHEVDASQYRQLRDLDLT 
      370       380       390       400       410       420         
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
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 initn:  42 init1:  42 opt:  44  Z-score: 69.8  bits: 19.0 E():   65 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (38-61:1-21) 
 
        10        20        30        40        50        60        
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::    :::  : .   : :       
gi|109                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
        70        80                                                
AAD-12 IGRHAHAIPGMDA                                                
                                                                    
gi|109 ADAAGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEP 
        30        40        50        60        70        80        
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 69.7  bits: 19.0 E():   65 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (38-61:1-21) 
 
        10        20        30        40        50        60        
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::    :::  : .   : :       
gi|239                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
        70        80                                                
AAD-12 IGRHAHAIPGMDA                                                
                                                                    
gi|239 ADAAGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEP 
        30        40        50        60        70        80        
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.4  bits: 18.4 E():   68 
Smith-Waterman score: 42; 29.6% identity (70.4% similar) in 27 aa overlap (20-46:76-101) 
 
                          10        20        30        40          
AAD-12            AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::.. ..:... :  ..   :: ::    
gi|549 LKIHNDFRNKVARGLETRGNPGPQPPAKNMNNLVWN-NELANIAQIWASQCKYGHDTCKD 
          50        60        70        80         90       100     
 
      50        60        70        80                              
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDA                              
                                                                    
gi|549 TTKYNVGQNIAVSSSTAAVYENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWA 
          110       120       130       140       150       160     
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 69.3  bits: 19.7 E():   69 
Smith-Waterman score: 47; 33.3% identity (66.7% similar) in 36 aa overlap (1-35:123-158) 
 
                                              10        20          
AAD-12                               AYDALD-EATRALVHQRSARHSLVYSQSKL 
                                     :. ..: .  ::.: . .:: . : : ..: 
gi|558 VCGRRHGVRIRVRSGGHDYEGLSYRSERPEAFAVVDLNKMRAVVVDGKARTAWVDSGAQL 
            100       110       120       130       140       150   
 
      30        40        50        60        70        80          
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA          
       :..  :                                                       
gi|558 GELYYAIAKNSPVLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGT 
            160       170       180       190       200       210   
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.3  bits: 17.9 E():   69 
Smith-Waterman score: 40; 30.0% identity (56.7% similar) in 30 aa overlap (50-79:114-143) 
 
      20        30        40        50        60        70          
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ..:  ..:    :.: 
gi|189 HCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTVHNAPYCLGLD 
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            90       100       110       120       130       140    
 
      80 
AAD-12 A 
         
gi|189 I 
         
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 69.2  bits: 14.2 E():   69 
Smith-Waterman score: 26; 50.0% identity (83.3% similar) in 6 aa overlap (64-69:1-6) 
 
            40        50        60        70        80 
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA 
                                     :.. ::            
gi|250                               PTITIGGPEYR       
                                             10        
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.2  bits: 17.9 E():   70 
Smith-Waterman score: 40; 26.7% identity (60.0% similar) in 30 aa overlap (50-79:115-144) 
 
      20        30        40        50        60        70          
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::   .:. ...  ..:    :.: 
gi|217 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
      80 
AAD-12 A 
         
gi|217 I 
         
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.2  bits: 17.9 E():   70 
Smith-Waterman score: 40; 30.0% identity (56.7% similar) in 30 aa overlap (50-79:115-144) 
 
      20        30        40        50        60        70          
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ..:  ..:    :.: 
gi|439 CRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
      80 
AAD-12 A 
         
gi|439 I 
         
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.2  bits: 19.2 E():   70 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (61-77:225-240) 
 
               40        50        60        70        80           
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA           
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.2  bits: 19.2 E():   70 
Smith-Waterman score: 47; 22.6% identity (56.6% similar) in 53 aa overlap (2-51:77-129) 
 
                                            10        20        30  
AAD-12                              AYDALDEATRALVHQRSARHSLVYSQSKLGH 
                                     . ...:: ...  . . :  : .: .. .. 
gi|682 AVRKATMDPALVTAEGQAKVIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSFSPGNYSE 
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         50        60        70        80        90       100       
 
                40         50        60        70        80         
AAD-12 VQQAG--SAYIG-YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA         
         . :  . ::  :: : .  :.                                      
gi|682 KVKIGMYKHYITFYGEDPNNMPILVFGGTAAEYGTVDSATLIVESNYFSAVNLKIVNSAP 
        110       120       130       140       150       160       
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.1  bits: 17.9 E():   71 
Smith-Waterman score: 40; 40.0% identity (86.7% similar) in 15 aa overlap (1-15:129-143) 
 
                                             10        20        30 
AAD-12                               AYDALDEATRALVHQRSARHSLVYSQSKLG 
                                     :..::: :..: ...                
gi|157 PAAKAADARLSAIASNRALKVGEKQRQLAAAFQALDPAVKAELQKEMQG            
      100       110       120       130       140                   
 
               40        50        60        70        80 
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA 
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 69.0  bits: 19.5 E():   71 
Smith-Waterman score: 46; 23.8% identity (55.6% similar) in 63 aa overlap (15-76:80-138) 
 
                               10        20         30        40    
AAD-12                 AYDALDEATRALVHQRSARHSLVYSQS-KLGHVQQAGSAYIGYG 
                                     ::: .:. . ...  . :  :   :   .: 
gi|223 KLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVDVDHFIQLIRAL--FG 
      50        60        70        80        90       100          
 
            50        60        70        80                        
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA                        
       .. .:  :.  ..   .. .:  .  :: :..:                            
gi|223 LSRAARNLQDDLNDFLHSLEP--ISPRHRHGLPRQRRRSARVSAYLHADDFHKIITTIEA 
       110       120         130       140       150       160      
 
gi|223 LPEFANFYNFLKEHGLDVVDYINEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILP 
         170       180       190       200       210       220      
 
>>gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A-I [  (262 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.8  bits: 18.7 E():   73 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (25-71:71-117) 
 
                     10        20        30        40        50     
AAD-12       AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
           60        70        80                                   
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDA                                   
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 18.4 E():   73 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (8-41:71-104) 
 
                                      10        20        30        
AAD-12                        AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 
                                     :   :: .:.: .   ::..      : :  
gi|221 AQRPDNRIESEGGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGR 
               50        60        70        80        90       100 
 
        40        50        60        70        80                  
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA                  
       .:.:                                                         
gi|221 GYFGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQKVHRFDEGDLIAV 
              110       120       130       140       150       160 
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>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 18.4 E():   77 
Smith-Waterman score: 42; 33.3% identity (71.4% similar) in 21 aa overlap (30-50:72-92) 
 
                10        20        30        40        50          
AAD-12  AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     : ...: .::   : ...:.:          
gi|383 TASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEE 
              50        60        70        80        90       100  
 
      60        70        80                                        
AAD-12 ETGRPSLLIGRHAHAIPGMDA                                        
                                                                    
gi|383 EEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEEL 
             110       120       130       140       150       160  
 
>>gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betula p  (21 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 68.4  bits: 14.9 E():   77 
Smith-Waterman score: 29; 42.9% identity (50.0% similar) in 14 aa overlap (43-56:8-21) 
 
             20        30        40        50        60        70   
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :  :.  ::  : :                 
gi|309                        MRVFNYKGETTSLIPLARLFK                 
                                      10        20                  
 
             80 
AAD-12 HAIPGMDA 
 
>>gi|219806590|dbj|BAH10150.1| tropomyosin [Neptunea pol  (284 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 18.7 E():   80 
Smith-Waterman score: 43; 40.9% identity (72.7% similar) in 22 aa overlap (1-22:109-130) 
 
                                             10        20        30 
AAD-12                               AYDALDEATRALVHQRSARHSLVYSQSKLG 
                                     : . :.:::.:  ... ::. :         
gi|219 NEMEQEISGLNRRIQLLEEDLERSEERLQTATEKLEEATKAADESERARKVLESKNQTAE 
       80        90       100       110       120       130         
 
               40        50        60        70        80           
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA           
                                                                    
gi|219 ESADSLEAQLKESKYIAEDAERKYDEAARKLAITEIDLERAETRLEAAEAKCYELDEQLH 
      140       150       160       170       180       190         
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.0  bits: 18.6 E():   81 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (25-71:71-117) 
 
                     10        20        30        40        50     
AAD-12       AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|473 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
           60        70        80                                   
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDA                                   
        . .:. ..:.  :...                                            
gi|473 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.0  bits: 18.9 E():   81 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (57-75:99-117) 
 
         30        40        50        60        70        80       
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA       
                                     ::  .: : :.. . .:.:            
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
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gi|908 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
      130       140       150       160       170       180         
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.9  bits: 18.9 E():   82 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (57-75:100-118) 
 
         30        40        50        60        70        80       
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA       
                                     ::  .: : :.. . .:.:            
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
gi|118 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     130       140       150       160       170       180          
 
>>gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A-II   (291 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.9  bits: 18.6 E():   82 
Smith-Waterman score: 43; 19.1% identity (53.2% similar) in 47 aa overlap (25-71:71-117) 
 
                     10        20        30        40        50     
AAD-12       AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . : .     : .:  
gi|170 QVPLVQEQQFQGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQPFRPQQPY 
               50        60        70        80        90       100 
 
           60        70        80                                   
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDA                                   
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQILQQILQQQLIPCRDVVLQQHNIAHGSSQV 
              110       120       130       140       150       160 
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.7  bits: 18.1 E():   84 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (21-46:76-100) 
 
                         10        20        30        40        50 
AAD-12           AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDI 
          50        60        70        80         90       100     
 
               60        70        80                               
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDA                               
                                                                    
gi|549 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.7  bits: 18.1 E():   84 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (21-46:76-100) 
 
                         10        20        30        40        50 
AAD-12           AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
               60        70        80                               
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDA                               
                                                                    
gi|549 AKYPVGQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|289064179|gb|ADC80503.1| non-specific lipid transfe  (118 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.7  bits: 17.3 E():   84 
Smith-Waterman score: 38; 66.7% identity (88.9% similar) in 9 aa overlap (72-80:81-89) 
 
              50        60        70        80                      
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA                      
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                                     : ::::..:                      
gi|289 ASCCSGVRSLNAAAKTTPDRQAVCNCLKSAAGAIPGFNANNAGILPGKCGVSIPYKISTS 
               60        70        80        90       100       110 
 
gi|289 TNCATIKF 
                
 
>>gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos tauru  (172 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.8 E():   85 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (13-34:49-70) 
 
                                 10        20        30        40   
AAD-12                   AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
       20        30        40        50        60        70         
 
             50        60        70        80                       
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA                       
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
       80        90       100       110       120       130         
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.5  bits: 18.1 E():   86 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (21-46:81-105) 
 
                         10        20        30        40        50 
AAD-12           AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|115 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
               60        70        80         90       100          
 
               60        70        80                               
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDA                               
                                                                    
gi|115 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
     110       120       130       140       150       160          
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  27 init1:  27 opt:  27  Z-score: 67.5  bits: 14.4 E():   87 
Smith-Waterman score: 27; 57.1% identity (71.4% similar) in 7 aa overlap (71-77:5-11) 
 
               50        60        70        80   
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA   
                                     .: : ::      
gi|751                           ADAGYAPAAPGTQPKA 
                                         10       
 
>>gi|21673|emb|CAA35238.1| unnamed protein product [Trit  (307 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.4  bits: 18.6 E():   88 
Smith-Waterman score: 43; 22.0% identity (50.0% similar) in 50 aa overlap (22-71:86-131) 
 
                        10        20        30        40        50  
AAD-12          AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
                                     : : : .: . :      . : .     :  
gi|216 PFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQLPYPQPQ----LPYPQPQPFRPQ 
          60        70        80        90           100       110  
 
              60        70        80                                
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDA                                
       .:  . .:. ..:.  :...                                         
gi|216 QPYPQSQPQYSQPQQPISQQQQQQQQQQQQKQQQQQQQQILQQILQQQLIPCRDVVLQQH 
             120       130       140       150       160       170  
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.3  bits: 18.6 E():   88 
Smith-Waterman score: 43; 27.8% identity (55.6% similar) in 36 aa overlap (40-75:234-269) 
 
      10        20        30        40        50        60          
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 5114



 

 

                                     ::  ..   .: . :.:   :.. :  .:  
gi|324 DPRTLNKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVIL 
           210       220       230       240       250       260    
 
      70        80                                   
AAD-12 RHAHAIPGMDA                                   
         .::.                                        
gi|324 SISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV 
           270       280       290       300         
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 67.2  bits: 19.2 E():   89 
Smith-Waterman score: 45; 32.4% identity (61.8% similar) in 34 aa overlap (49-77:46-78) 
 
       20        30        40        50           60          70    
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL---VKVHPETGRPSLL--IGRHAH 
                                     :::::    ...: ....:  :  .: .   
gi|253 IEEPEMIAPTPPGQFPHQQPISSPNRTSRNTPLRPESTEIETHHHANHPPALPVLGMQL- 
          20        30        40        50        60        70      
 
            80                                                      
AAD-12 AIPGMDA                                                      
        .::                                                         
gi|253 PVPGTVPESSRAQSRASLNLDIDLDLHAPSHPSHLSHGAPHEQEHAHEIQRHRAHSAQSS 
           80        90       100       110       120       130     
 
>>gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} [De  (20 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 67.1  bits: 14.6 E():   91 
Smith-Waterman score: 28; 57.1% identity (85.7% similar) in 7 aa overlap (74-80:1-7) 
 
            50        60        70        80              
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA              
                                     :. :.::              
gi|404                               AVGGQDADLAEAPFQISLLK 
                                             10        20 
 
>>gi|3121755|sp|P81216.1|ALL21_HORSE RecName: Full=Dande  (29 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 67.1  bits: 15.2 E():   91 
Smith-Waterman score: 30; 33.3% identity (50.0% similar) in 18 aa overlap (26-43:5-22) 
 
               10        20        30        40        50        60 
AAD-12 AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
                                ::.  . : .:     ::                  
gi|312                      SQXPQSETDYSQLSGEWNTIYGAASNIXK           
                                    10        20                    
 
               70        80 
AAD-12 TGRPSLLIGRHAHAIPGMDA 
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.0  bits: 17.6 E():   92 
Smith-Waterman score: 39; 85.7% identity (100.0% similar) in 7 aa overlap (3-9:72-78) 
 
                                           10        20        30   
AAD-12                             AYDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     ::.::::                        
gi|145 EIVEGNGGPGTVKKVTAVEDGKTSYVLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFK 
              50        60        70        80        90       100  
 
             40        50        60        70        80     
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA     
                                                            
gi|145 TKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQKSQGIFKAIEGYVLSN 
             110       120       130       140       150    
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.8  bits: 18.1 E():   95 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (21-46:99-123) 
 
                         10        20        30        40        50 
AAD-12           AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 5115



 

 

                                     .::... .:..: :. .    :: ::     
gi|856 KEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
               60        70        80                               
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDA                               
                                                                    
gi|856 AKYQVGQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.8  bits: 18.1 E():   95 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (21-46:99-123) 
 
                         10        20        30        40        50 
AAD-12           AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|162 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
               60        70        80                               
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDA                               
                                                                    
gi|162 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 66.6  bits: 14.6 E():   96 
Smith-Waterman score: 28; 36.4% identity (72.7% similar) in 11 aa overlap (33-43:6-16) 
 
             10        20        30        40        50        60   
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG 
                                     ..:. : .: :                    
gi|463                          DFVDAHNAARAQVGVGPVHWT               
                                        10        20                
 
             70        80 
AAD-12 RPSLLIGRHAHAIPGMDA 
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.5 E():   99 
Smith-Waterman score: 39; 36.8% identity (78.9% similar) in 19 aa overlap (4-22:129-147) 
 
                                          10        20        30    
AAD-12                            AYDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     ..:.::.: :..  : ..:            
gi|215 GTDYQTYSIVAGCLDNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQS 
      100       110       120       130       140       150         
 
            40        50        60        70        80 
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA 
                                                       
gi|215 YCVQY                                           
      160                                              
 
>>gi|170720|gb|AAA34280.1| alpha/beta-gliadin precursor   (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 66.3  bits: 18.3 E(): 1e 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (25-71:71-117) 
 
                     10        20        30        40        50     
AAD-12       AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
           60        70        80                                   
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDA                                   
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
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>>gi|21755|emb|CAA25593.1| unnamed protein product [Trit  (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 66.3  bits: 18.3 E(): 1e 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (25-71:71-117) 
 
                     10        20        30        40        50     
AAD-12       AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|217 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
           60        70        80                                   
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDA                                   
        . .:. ..:.  :...                                            
gi|217 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|21761|emb|CAA26384.1| unnamed protein product [Trit  (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 66.3  bits: 18.3 E(): 1e 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (25-71:71-117) 
 
                     10        20        30        40        50     
AAD-12       AYDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|217 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQQFRPQQPY 
               50        60        70        80        90       100 
 
           60        70        80                                   
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDA                                   
        . .:. ..:.  :...                                            
gi|217 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:54 2011 done: Fri Jan 21 00:02:54 2011 
 Total Scan time:  0.060 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 145  - 224 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     1     2:* 
  32     0     8:  * 
  34     4    22:==     * 
  36    33    44:===========   * 
  38    81    73:========================*== 
  40    62   102:=====================            * 
  42   111   125:=====================================    * 
  44   135   138:=============================================* 
  46   139   140:==============================================* 
  48   118   134:========================================    * 
  50   114   122:======================================  * 
  52   130   108:===================================*======== 
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  54   112    92:==============================*======= 
  56   103    77:=========================*========= 
  58    62    63:====================* 
  60    48    51:================* 
  62    43    41:=============*= 
  64    43    33:==========*==== 
  66    30    26:========*= 
  68    21    20:======* 
  70    25    16:=====*=== 
  72    13    12:===*= 
  74    20    10:===*=== 
  76    10     8:==*= 
  78    12     6:=*== 
  80     4     5:=* 
  82     8     3:*== 
  84     2     3:* 
  86     1     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     1     0:=         *= 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.24720.00311; mu= 2.6252 0.161 
 mean_var=34.2986 8.180, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.218996 
 Kolmogorov-Smirnov  statistic: 0.0751 (N=28) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   69 26.8    0.39 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   56 23.0     1.7 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   59 23.6     4.2 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   52 21.7     5.4 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 19.1     7.9 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   51 21.3     9.2 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   51 21.3     9.5 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   56 22.6      12 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   56 22.6      12 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 17.1      13 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   52 21.5      13 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   53 21.8      13 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   53 21.8      13 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 21.5      14 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   46 19.8      14 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   51 21.2      15 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 22.6      15 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 22.6      16 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 20.9      17 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   52 21.4      20 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.5      21 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.5      21 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.5      21 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   49 20.6      21 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   52 21.4      21 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   52 21.4      22 
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gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   52 21.4      23 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   52 21.4      23 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   52 21.4      23 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   52 21.4      23 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   47 20.0      25 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 20.6      26 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   48 20.3      26 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 19.2      26 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   50 20.8      26 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 18.3      27 
gi|21757|emb|CAA26383.1| unnamed protein product [ ( 296)   48 20.3      28 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   45 19.4      28 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   48 20.3      29 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 20.5      31 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   43 18.9      32 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 20.0      33 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 20.0      33 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 20.0      33 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 20.0      33 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 20.0      33 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 20.0      33 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 20.0      33 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 20.0      33 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 20.0      33 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 20.0      33 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 20.0      33 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 20.0      33 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 20.0      33 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 20.0      33 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   49 20.5      34 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   43 18.9      34 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.4      35 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   49 20.5      37 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 21.0      39 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 19.1      40 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   49 20.5      42 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 15.5      43 
gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Veno ( 204)   44 19.1      43 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   44 19.1      43 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   44 19.1      44 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.8      46 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 18.0      46 
gi|56417506|gb|AAV90694.1| GE-rich salivary protei ( 266)   45 19.3      47 
gi|56417504|gb|AAV90693.1| 30 kDa salivary gland a ( 271)   45 19.3      48 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   45 19.3      50 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.8      51 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   45 19.3      52 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 19.6      52 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   40 17.9      52 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.7      53 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 16.3      54 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   40 17.9      56 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.7      56 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 19.0      57 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 15.2      57 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   43 18.8      57 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.2      58 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   41 18.2      59 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   46 19.6      59 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   48 20.1      60 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 17.9      61 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 17.9      62 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   44 19.0      63 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   44 19.0      63 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   40 17.9      64 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   40 17.9      64 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   40 17.9      64 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   40 17.9      64 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   40 17.9      64 
gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Th (  20)   30 15.2      64 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   42 18.4      67 
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gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.3      67 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.3      67 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   46 19.5      68 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   40 17.9      69 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 14.0      69 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   40 17.9      69 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   40 17.9      69 
gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A ( 262)   43 18.7      71 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   42 18.4      72 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   42 18.4      75 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   26 14.0      77 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   42 18.4      77 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   44 19.0      78 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   44 19.0      79 
gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   43 18.7      79 
gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A ( 291)   43 18.7      80 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   41 18.1      82 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   41 18.1      82 
gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betu (  21)   29 14.8      83 
gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos t ( 172)   40 17.9      84 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   41 18.1      84 
gi|289064179|gb|ADC80503.1| non-specific lipid tra ( 118)   38 17.3      84 
gi|21673|emb|CAA35238.1| unnamed protein product [ ( 307)   43 18.7      85 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   45 19.2      85 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   43 18.7      85 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   39 17.6      91 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   41 18.1      93 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   41 18.1      93 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   27 14.3      94 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   45 19.2      96 
gi|3121755|sp|P81216.1|ALL21_HORSE RecName: Full=D (  29)   30 15.1      97 
gi|170720|gb|AAA34280.1| alpha/beta-gliadin precur ( 286)   42 18.4      97 
gi|21755|emb|CAA25593.1| unnamed protein product [ ( 286)   42 18.4      97 
gi|21761|emb|CAA26384.1| unnamed protein product [ ( 286)   42 18.4      97 
gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} (  20)   28 14.5      98 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   39 17.6      98 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   45 19.2   1e 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  65 init1:  65 opt:  69  Z-score: 109.7  bits: 26.8 E(): 0.39 
Smith-Waterman score: 69; 23.8% identity (51.2% similar) in 80 aa overlap (3-76:314-393) 
 
                                           10           20          
AAD-12                             YDALDEATRALV---HQRSARHSLVYSQSKLG 
                                     : :: ..  :   : ..: .:. ..      
gi|113 VVNNNYDKWGSYAIGGSASPTILSQGNRFCAPDERSKKNVLGRHGEAAAESMKWNWRTNK 
           290       300       310       320       330       340    
 
      30        40        50        60        70           80 
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI---PGMDAA 
        : . :. ... :.: . :: .    .  : :. .: .   : ..   ::     
gi|113 DVLENGAIFVASGVDPVLTPEQSAGMIPAEPGESALSLTSSAGVLSCQPGAPC  
           350       360       370       380       390        
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  45 init1:  45 opt:  56  Z-score: 98.2  bits: 23.0 E():  1.7 
Smith-Waterman score: 56; 29.5% identity (63.6% similar) in 44 aa overlap (6-45:34-77) 
 
                                        10        20            30  
AAD-12                          YDALDEATRALVHQRSARHS----LVYSQSKLGHV 
                                     .:   . .: :..::    :.... .. :: 
gi|527 HITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHV 
            10        20        30        40        50        60    
 
              40        50        60        70        80          
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA          
       :.:.. :   .: :                                             
gi|527 QDAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
            70        80        90       100       110       120  
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
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 initn:  47 init1:  47 opt:  59  Z-score: 91.2  bits: 23.6 E():  4.2 
Smith-Waterman score: 59; 35.6% identity (60.0% similar) in 45 aa overlap (14-51:198-242) 
 
                                10        20              30        
AAD-12                  YDALDEATRALVHQRSARHSLVYSQSKL------GHVQQAGSA 
                                     ::. :..:  .:. :      :  ..: .  
gi|303 LVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALAD 
       170       180       190       200       210       220        
 
        40         50        60        70        80                 
AAD-12 YIGYGMDT-TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA                 
        .:.:::: ::  .:                                              
gi|303 VLGFGMDTETARKVRGEDDQRGHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICS 
       230       240       250       260       270       280        
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 89.3  bits: 21.7 E():  5.4 
Smith-Waterman score: 52; 41.7% identity (62.5% similar) in 24 aa overlap (1-24:29-52) 
 
                                           10        20        30   
AAD-12                             YDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                   : : :::  : .  ..: .: .::         
gi|144 KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLSDS 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA             
                                                                    
gi|144 KVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAGGE 
               70        80        90       100       110       120 
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 86.3  bits: 19.1 E():  7.9 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (29-49:5-25) 
 
               10        20        30        40        50        60 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                   :.:..: :. .::  .  :.:            
gi|462                         AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKNLN 
                                       10        20        30       
 
               70        80 
AAD-12 GRPSLLIGRHAHAIPGMDAA 
                            
gi|462 SA                   
                            
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 85.1  bits: 21.3 E():  9.2 
Smith-Waterman score: 51; 27.7% identity (61.7% similar) in 47 aa overlap (1-47:104-149) 
 
                                             10        20        30 
AAD-12                               YDALDEATRALVHQRSARHSLVYSQSKLGH 
                                     ::: :: ..    .   .... :  .:. . 
gi|144 LSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKETIPYYTKKFDE 
            80        90       100        110       120       130   
 
               40        50        60        70        80           
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA           
       : .:...:.. :  : :                                            
gi|144 VVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWV 
            140       150       160       170       180       190   
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 85.0  bits: 21.3 E():  9.5 
Smith-Waterman score: 51; 27.7% identity (61.7% similar) in 47 aa overlap (1-47:108-153) 
 
                                             10        20        30 
AAD-12                               YDALDEATRALVHQRSARHSLVYSQSKLGH 
                                     ::: :: ..    .   .... :  .:. . 
gi|622 LSGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKETIPYYTKKFDE 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 5121



 

 

        80        90       100       110        120       130       
 
               40        50        60        70        80           
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA           
       : .:...:.. :  : :                                            
gi|622 VVKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWV 
        140       150       160       170       180       190       
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  56  Z-score: 83.1  bits: 22.6 E():   12 
Smith-Waterman score: 56; 27.8% identity (63.9% similar) in 36 aa overlap (14-49:539-574) 
 
                                10        20        30        40    
AAD-12                  YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.:.. .   . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYP 
      510       520       530       540       550       560         
 
            50        60        70        80                        
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA                        
        ..  :                                                       
gi|217 TSVQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQP 
      570       580       590       600       610       620         
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 83.0  bits: 22.6 E():   12 
Smith-Waterman score: 56; 25.0% identity (63.9% similar) in 36 aa overlap (14-49:551-586) 
 
                                10        20        30        40    
AAD-12                  YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.... . . . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYP 
              530       540       550       560       570       580 
 
            50        60        70        80                        
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA                        
        .   :                                                       
gi|217 TSLQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQP 
              590       600       610       620       630       640 
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 82.7  bits: 17.1 E():   13 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (70-75:8-13) 
 
      40        50        60        70        80 
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA 
                                     ::: .:      
gi|131                        GPVGGVVHAHMMPLL    
                                      10         
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 82.4  bits: 21.5 E():   13 
Smith-Waterman score: 52; 28.3% identity (56.7% similar) in 60 aa overlap (10-69:232-276) 
 
                                    10        20        30          
AAD-12                      YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                     : .:  :. ::....:..  . ::       
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIH--SVVHSIIMQQQQQQQQQQ------ 
             210       220       230         240       250          
 
      40        50        60        70        80                    
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA                    
         :.:     . :: . : ..:. ::. :.                               
gi|170 --GIDI----FLPLSQ-HEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYV 
                 260        270       280       290       300       
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 82.4  bits: 21.8 E():   13 
Smith-Waterman score: 53; 19.7% identity (51.5% similar) in 66 aa overlap (3-65:315-380) 
 
                                           10           20          

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 5122



 

 

AAD-12                             YDALDEATRALVHQRS---ARHSLVYSQSKLG 
                                     : :.  .  :  :.   : .:....  .   
gi|166 VVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDK 
          290       300       310       320       330       340     
 
      30        40        50        60        70        80   
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA   
        . . :. ..  : : . ::..    .  : :. ..                  
gi|166 DLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTSSAGVFSCRPGAPC 
          350       360       370       380       390        
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 82.4  bits: 21.8 E():   13 
Smith-Waterman score: 53; 19.7% identity (51.5% similar) in 66 aa overlap (3-65:315-380) 
 
                                           10           20          
AAD-12                             YDALDEATRALVHQRS---ARHSLVYSQSKLG 
                                     : :.  .  :  :.   : .:....  .   
gi|113 VVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDK 
          290       300       310       320       330       340     
 
      30        40        50        60        70        80   
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA   
        . . :. ..  : : . ::..    .  : :. ..                  
gi|113 DLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTSSAGVFSCHPGAPC 
          350       360       370       380       390        
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.1  bits: 21.5 E():   14 
Smith-Waterman score: 52; 40.0% identity (56.0% similar) in 25 aa overlap (36-60:25-49) 
 
          10        20        30        40        50        60      
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                                     .:  ::.  : :::  : . . : :      
gi|249       MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPA 
                     10        20        30        40        50     
 
          70        80                                              
AAD-12 LIGRHAHAIPGMDAA                                              
                                                                    
gi|249 TPAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGL 
           60        70        80        90       100       110     
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 81.9  bits: 19.8 E():   14 
Smith-Waterman score: 46; 29.7% identity (48.6% similar) in 37 aa overlap (42-78:19-55) 
 
              20        30        40        50        60        70  
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :.: ::  :. :.:.        .     : 
gi|135             MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFA 
                           10        20        30        40         
 
              80                                                    
AAD-12 HAIPGMDAA                                                    
       .:. : :                                                      
gi|135 KALEGKDVKDLLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGL 
       50        60        70        80        90       100         
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.1  bits: 21.2 E():   15 
Smith-Waterman score: 51; 36.1% identity (55.6% similar) in 36 aa overlap (34-64:21-56) 
 
            10        20        30          40           50         
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGS--AYIGYGMDTTATP---LRPLVKVHP 
                                     :::  : .:::  : :.:     : . . : 
gi|330           MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAP 
                         10        20        30        40        50 
 
       60        70        80                                       
AAD-12 ETGRPSLLIGRHAHAIPGMDAA                                       
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         ..:.                                                       
gi|330 AGAEPAGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLS 
               60        70        80        90       100       110 
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.1  bits: 22.6 E():   15 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (24-41:283-300) 
 
                      10        20        30        40        50    
AAD-12        YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
            60        70        80                                  
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAA                                  
                                                                    
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 80.9  bits: 22.6 E():   16 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (24-41:289-306) 
 
                      10        20        30        40        50    
AAD-12        YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
 
            60        70        80                                  
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAA                                  
                                                                    
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 80.3  bits: 20.9 E():   17 
Smith-Waterman score: 50; 32.1% identity (57.1% similar) in 28 aa overlap (37-64:1-28) 
 
         10        20        30        40        50        60       
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::  : :.:    . . :  ..:.   
gi|295                               ADLGYGPATPAAPAAGYTPAAPAGAEPAGK 
                                             10        20        30 
 
         70        80                                               
AAD-12 IGRHAHAIPGMDAA                                               
                                                                    
gi|295 ATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAE 
               40        50        60        70        80        90 
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 79.0  bits: 21.4 E():   20 
Smith-Waterman score: 52; 24.3% identity (73.0% similar) in 37 aa overlap (4-39:143-179) 
 
                                          10        20         30   
AAD-12                            YDALDEATRALVHQRSARHSLVYSQSKLG-HVQ 
                                     .::   .:.: .. .. .::  .... .:. 
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
             40        50        60        70        80             
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA             
       . :...:                                                      
gi|215 NNGDVFILLVPNFVFVWTGKHSNRMERTTAIRVANDLKSELNRFKLSSVILEDGKEVEQT 
            180       190       200       210       220       230   
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.7  bits: 19.5 E():   21 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (39-56:24-41) 
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       10        20        30        40        50        60         
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|121        MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSL 
                      10        20        30        40        50    
 
       70        80                                                 
AAD-12 RHAHAIPGMDAA                                                 
                                                                    
gi|121 STFKNTEIKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVV 
            60        70        80        90       100       110    
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.7  bits: 19.5 E():   21 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (39-56:24-41) 
 
       10        20        30        40        50        60         
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|379        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
       70        80                                                 
AAD-12 RHAHAIPGMDAA                                                 
                                                                    
gi|379 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.7  bits: 19.5 E():   21 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (39-56:24-41) 
 
       10        20        30        40        50        60         
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|144        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
       70        80                                                 
AAD-12 RHAHAIPGMDAA                                                 
                                                                    
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.5  bits: 20.6 E():   21 
Smith-Waterman score: 49; 21.9% identity (59.4% similar) in 32 aa overlap (15-46:179-210) 
 
                               10        20        30        40     
AAD-12                 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :.  .:.. .... :. ::      : :.. 
gi|219 MWQQSSCHVMQQQCCQQLSQIPEQSRYDAIRAITYSIILQEQQQGQSQQQQPQQSGQGVS 
      150       160       170       180       190       200         
 
           50        60        70        80                         
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA                         
        .                                                           
gi|219 QSQQQSQQQLGQCSFQQPQQQLGQQPQQQQVQQGTFLQPHQIAHLEVMTSIALRTLPTMC 
      210       220       230       240       250       260         
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.5  bits: 21.4 E():   21 
Smith-Waterman score: 52; 27.8% identity (52.8% similar) in 36 aa overlap (1-36:373-408) 
 
                                             10        20        30 
AAD-12                               YDALDEATRALVHQRSARHSLVYSQSKLGH 
                                     :  : . .  ..:  .  ::..:     .: 
gi|370 PDIYNPQAGSLKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAH 
            350       360       370       380       390       400   
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               40        50        60        70        80           
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA           
       :: . :                                                       
gi|370 VQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGENS 
            410       420       430       440       450       460   
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.5  bits: 21.4 E():   22 
Smith-Waterman score: 52; 33.3% identity (58.3% similar) in 24 aa overlap (13-36:388-411) 
 
                                 10        20        30        40   
AAD-12                   YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:.    .::: . :       
gi|224 TANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVY 
       360       370       380       390       400       410        
 
             50        60        70        80                       
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA                       
                                                                    
gi|224 DEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVAN 
       420       430       440       450       460       470        
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.1  bits: 21.4 E():   23 
Smith-Waterman score: 52; 33.3% identity (58.3% similar) in 24 aa overlap (13-36:408-431) 
 
                                 10        20        30        40   
AAD-12                   YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:.    .::: . :       
gi|571 NCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVY 
       380       390       400       410       420       430        
 
             50        60        70        80                       
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA                       
                                                                    
gi|571 DEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVAN 
       440       450       460       470       480       490        
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.1  bits: 21.4 E():   23 
Smith-Waterman score: 52; 33.3% identity (58.3% similar) in 24 aa overlap (13-36:408-431) 
 
                                 10        20        30        40   
AAD-12                   YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:.    .::: . :       
gi|199 TANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVY 
       380       390       400       410       420       430        
 
             50        60        70        80                       
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA                       
                                                                    
gi|199 DEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVAN 
       440       450       460       470       480       490        
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 78.1  bits: 21.4 E():   23 
Smith-Waterman score: 52; 23.8% identity (54.0% similar) in 63 aa overlap (4-66:431-489) 
 
                                          10        20        30    
AAD-12                            YDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 
                                     ..:   :.. :.  . .:    .. : .:: 
gi|258 FYRNGIYSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNHGVIQQ 
              410       420       430       440       450       460 
 
            40        50        60        70        80              
AAD-12 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA              
       ::.     :..  :   .  . ..  .:: :.:                            
gi|258 AGNQ----GFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQISREQARQLKYNRQ 
                  470       480       490       500       510       
 
gi|258 ETIALSSSQQRRAVV 
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        520       530  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.0  bits: 21.4 E():   23 
Smith-Waterman score: 52; 33.3% identity (58.3% similar) in 24 aa overlap (13-36:416-439) 
 
                                 10        20        30        40   
AAD-12                   YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:.    .::: . :       
gi|213 NELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVF 
         390       400       410       420       430       440      
 
             50        60        70        80                       
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA                       
                                                                    
gi|213 DEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVAN 
         450       460       470       480       490       500      
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 77.4  bits: 20.0 E():   25 
Smith-Waterman score: 47; 21.7% identity (52.2% similar) in 46 aa overlap (35-77:62-107) 
 
           10        20        30        40        50           60  
AAD-12 DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE---TG 
                                     :..:.: . .. :     . . . .   .: 
gi|201 DATPVLDVAGKELDSRLSYRIISTFWGALGGDVYLGKSPNSDAPCANGIFRYNSDVGPSG 
              40        50        60        70        80        90  
 
              70        80                                          
AAD-12 RPSLLIGRHAHAIPGMDAA                                          
        :  .::  .:   :.                                             
gi|201 TPVRFIGSSSHFGQGIFENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTI 
             100       110       120       130       140       150  
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.1  bits: 20.6 E():   26 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (34-50:200-216) 
 
            10        20        30        40        50        60    
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
            70        80                                            
AAD-12 SLLIGRHAHAIPGMDAA                                            
                                                                    
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.0  bits: 20.3 E():   26 
Smith-Waterman score: 48; 25.6% identity (56.4% similar) in 39 aa overlap (20-58:87-125) 
 
                          10        20        30        40          
AAD-12            YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     : : . ..  . :.:.:  . :: .  ..  
gi|144 DLAEAPFQISLLKDYLIMKRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSS 
         60        70        80        90       100       110       
 
      50        60        70        80                              
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAA                              
           .::.:                                                    
gi|144 SYGDLKVKPIIQHESYEQDQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVDGDKVTIYG 
        120       130       140       150       160       170       
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.0  bits: 19.2 E():   26 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (39-59:25-45) 
 
       10        20        30        40        50        60         
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AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.:  .:  :          
gi|990       MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSL 
                     10        20        30        40        50     
 
       70        80                                                 
AAD-12 RHAHAIPGMDAA                                                 
                                                                    
gi|990 STFKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVV 
           60        70        80        90       100       110     
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 76.9  bits: 20.8 E():   26 
Smith-Waterman score: 50; 38.2% identity (55.9% similar) in 34 aa overlap (42-75:2-34) 
 
              20        30        40        50        60        70  
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :. : : :.  :. .   .:   :  : :: 
gi|581                              MGFITKAIPIV-LAALSTVNGARILEAGPHA 
                                            10         20        30 
 
              80                                                    
AAD-12 HAIPGMDAA                                                    
       .:::                                                         
gi|581 EAIPNKYIVVMKREVSDEAFNAHTTWLSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRA 
               40        50        60        70        80        90 
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 76.7  bits: 18.3 E():   27 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (12-33:37-58) 
 
                                  10        20        30        40  
AAD-12                    YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
              50        60        70        80 
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA 
                                               
gi|162 VPQLEIVPNS                              
         70                                    
 
>>gi|21757|emb|CAA26383.1| unnamed protein product [Trit  (296 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.5  bits: 20.3 E():   28 
Smith-Waterman score: 48; 21.3% identity (61.7% similar) in 47 aa overlap (3-49:200-246) 
 
                                           10        20        30   
AAD-12                             YDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :. ....:.. ... :..   :: .: . : 
gi|217 SQVLQQSTYQPLQQLCCQQLWQIPEQSRCQAIHNVVHAIILHQQQRQQQPSSQVSLQQPQ 
     170       180       190       200       210       220          
 
             40        50        60        70        80             
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA             
       :   .  :. . .  .:                                            
gi|217 QQYPSGQGFFQPSQQNPQAQGSVQPQQLPQFEEIRNLALQTLPRMCNVYIPPYCSTTIAP 
     230       240       250       260       270       280          
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 76.4  bits: 19.4 E():   28 
Smith-Waterman score: 45; 26.3% identity (52.6% similar) in 38 aa overlap (41-78:23-60) 
 
               20        30        40        50        60        70 
AAD-12 LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                                     ...:  ..::  :.:   :. .    .    
gi|344         MTGVKTHLQHELKRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESD 
                       10        20        30        40        50   
 
               80                                                   
AAD-12 AHAIPGMDAA                                                   
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         :::. :                                                     
gi|344 EVAIPNPDEFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREIS 
             60        70        80        90       100       110   
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 76.0  bits: 20.3 E():   29 
Smith-Waterman score: 48; 25.0% identity (51.8% similar) in 56 aa overlap (12-64:3-56) 
 
               10        20        30        40           50        
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVH 
                  ::: ..  .:  . . ..    . .: .:::  : :.:     : . .  
gi|398          MAVHQYTV--ALFLAVALVAGPAASYAADLGYGPATPAAPAAGYTPATPAA 
                          10        20        30        40          
 
        60        70        80                                      
AAD-12 PETGRPSLLIGRHAHAIPGMDAA                                      
       :  . :.                                                      
gi|398 PAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGAASNKAFAEGL 
      50        60        70        80        90       100          
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 75.7  bits: 20.5 E():   31 
Smith-Waterman score: 49; 24.5% identity (49.0% similar) in 49 aa overlap (31-76:341-389) 
 
               10        20        30        40        50        60 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ..  :.: . :: .    .  :  
gi|113 ASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMIPAEP 
              320       330       340       350       360       370 
 
               70           80 
AAD-12 GRPSLLIGRHAHAI---PGMDAA 
       :.  : .   : ..   ::     
gi|113 GEAVLRLTSSAGVLSCQPGAPC  
              380       390    
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 75.5  bits: 18.9 E():   32 
Smith-Waterman score: 43; 26.3% identity (57.9% similar) in 38 aa overlap (30-64:33-70) 
 
                10        20        30        40           50       
AAD-12  YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVKV 
                                     ....:.::     .: :::   : : .. . 
gi|668 ASEAAAAAATPVAPTEGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPI 
             10        20        30        40        50        60   
 
         60        70        80                                     
AAD-12 HPETGRPSLLIGRHAHAIPGMDAA                                     
         . .. :                                                     
gi|668 FADMAKKSPNVVFLKVDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKL 
             70        80        90       100       110       120   
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.1  bits: 20.0 E():   33 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (37-64:1-31) 
 
         10        20        30        40           50        60    
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
            70        80                                            
AAD-12 SLLIGRHAHAIPGMDAA                                            
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.1  bits: 20.0 E():   33 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (37-64:1-31) 
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         10        20        30        40           50        60    
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
            70        80                                            
AAD-12 SLLIGRHAHAIPGMDAA                                            
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.1  bits: 20.0 E():   33 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (37-64:1-31) 
 
         10        20        30        40           50        60    
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
            70        80                                            
AAD-12 SLLIGRHAHAIPGMDAA                                            
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.1  bits: 20.0 E():   33 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (37-64:1-31) 
 
         10        20        30        40           50        60    
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
            70        80                                            
AAD-12 SLLIGRHAHAIPGMDAA                                            
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.1  bits: 20.0 E():   33 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (37-64:1-31) 
 
         10        20        30        40           50        60    
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
            70        80                                            
AAD-12 SLLIGRHAHAIPGMDAA                                            
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.1  bits: 20.0 E():   33 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (37-64:1-31) 
 
         10        20        30        40           50        60    
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
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            70        80                                            
AAD-12 SLLIGRHAHAIPGMDAA                                            
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.1  bits: 20.0 E():   33 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (37-64:1-31) 
 
         10        20        30        40           50        60    
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
            70        80                                            
AAD-12 SLLIGRHAHAIPGMDAA                                            
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.1  bits: 20.0 E():   33 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (37-64:1-31) 
 
         10        20        30        40           50        60    
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
            70        80                                            
AAD-12 SLLIGRHAHAIPGMDAA                                            
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.1  bits: 20.0 E():   33 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (37-64:1-31) 
 
         10        20        30        40           50        60    
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
            70        80                                            
AAD-12 SLLIGRHAHAIPGMDAA                                            
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.1  bits: 20.0 E():   33 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (37-64:1-31) 
 
         10        20        30        40           50        60    
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
            70        80                                            
AAD-12 SLLIGRHAHAIPGMDAA                                            
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
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 initn:  42 init1:  42 opt:  47  Z-score: 75.1  bits: 20.0 E():   33 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (37-64:1-31) 
 
         10        20        30        40           50        60    
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
            70        80                                            
AAD-12 SLLIGRHAHAIPGMDAA                                            
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.1  bits: 20.0 E():   33 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (37-64:1-31) 
 
         10        20        30        40           50        60    
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
            70        80                                            
AAD-12 SLLIGRHAHAIPGMDAA                                            
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.1  bits: 20.0 E():   33 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (37-64:1-31) 
 
         10        20        30        40           50        60    
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
            70        80                                            
AAD-12 SLLIGRHAHAIPGMDAA                                            
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.1  bits: 20.0 E():   33 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (37-64:1-31) 
 
         10        20        30        40           50        60    
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
            70        80                                            
AAD-12 SLLIGRHAHAIPGMDAA                                            
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.0  bits: 20.5 E():   34 
Smith-Waterman score: 49; 36.7% identity (66.7% similar) in 30 aa overlap (9-38:43-72) 
 
                                     10        20        30         
AAD-12                       YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.. . .:: . : : ..::..  : : : 
gi|558 RVRSGGHDYEGLSYRSLQPENFAVVDLNQMRAVLVDGKARTAWVDSGAQLGELYYAISKY 
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             20        30        40        50        60        70   
 
       40        50        60        70        80                   
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA                   
                                                                    
gi|558 SRTLAFPAGVCPTIGVGGNLAGGGFGMLLRKYGIAAENVIDVKLVDANGKLHDKKSMGDD 
             80        90       100       110       120       130   
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.8  bits: 18.9 E():   34 
Smith-Waterman score: 43; 29.6% identity (66.7% similar) in 27 aa overlap (36-62:9-35) 
 
          10        20        30        40        50        60      
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                                     ::.    . ..:.  : .:.:. ..::    
gi|244                       MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQS 
                                     10        20        30         
 
          70        80                                              
AAD-12 LIGRHAHAIPGMDAA                                              
                                                                    
gi|244 CQRQFEEQQRFRNCQRYVKQEVQRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQ 
       40        50        60        70        80        90         
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 74.7  bits: 22.4 E():   35 
Smith-Waterman score: 56; 29.3% identity (60.3% similar) in 58 aa overlap (18-75:227-279) 
 
                            10        20        30        40        
AAD-12              YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                     :: ::. ..:  :.. . . ..  . : .: 
gi|203 MRHYMHPMDSDLSCRMTLKDKVVTEVDCEERHVLVHRSNKPVHMSYV-KMMLKQNKDGVA 
        200       210       220       230       240        250      
 
        50        60        70        80                            
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA                            
       . : : ....:.  :: : .  : :  :                                 
gi|203 ADLGP-TNAQPK--RPYLSFD-HKHKNPTETDVVEVLKKLCSEITEPQASIETSFTFQKL 
         260          270        280       290       300       310  
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.3  bits: 20.5 E():   37 
Smith-Waterman score: 49; 33.3% identity (46.7% similar) in 30 aa overlap (40-69:90-119) 
 
      10        20        30        40        50        60          
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     : ::   . :  : .   :. :: .   :: 
gi|259 GVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGR 
      60        70        80        90       100       110          
 
      70        80                                                  
AAD-12 HAHAIPGMDAA                                                  
                                                                    
gi|259 FQDRHQKIRRFRRGDIIAIPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLA 
     120       130       140       150       160       170          
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 73.8  bits: 21.0 E():   39 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (27-41:609-623) 
 
                   10        20        30        40        50       
AAD-12     YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
         60        70        80                                     
AAD-12 HPETGRPSLLIGRHAHAIPGMDAA                                     
                                                                    
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
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>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.6  bits: 19.1 E():   40 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (14-29:46-61) 
 
                                10        20        30        40    
AAD-12                  YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
            50        60        70        80                        
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA                        
                                                                    
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.3  bits: 20.5 E():   42 
Smith-Waterman score: 49; 37.9% identity (62.1% similar) in 29 aa overlap (12-40:74-102) 
 
                                  10        20        30        40  
AAD-12                    YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     : .:.: .   ::.. :    : ::.:.:  
gi|112 NRIESEGGYIETWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGL 
            50        60        70        80        90       100    
 
              50        60        70        80                      
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA                      
                                                                    
gi|112 IFPGCPSTYEEPAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTG 
           110       120       130       140       150       160    
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 73.1  bits: 15.5 E():   43 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (17-31:1-15) 
 
               10        20        30        40        50        60 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                       :: . : : ..::..                              
gi|323                 ARTAWVDSGAQLGELSY                            
                               10                                   
 
               70        80 
AAD-12 GRPSLLIGRHAHAIPGMDAA 
 
>>gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.0  bits: 19.1 E():   43 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (20-45:76-100) 
 
                          10        20        30        40          
AAD-12            YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
      50        60        70        80                              
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAA                              
                                                                    
gi|549 AKYQVGQNVALTGSTAAVYNDPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.0  bits: 19.1 E():   43 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (20-45:76-100) 
 
                          10        20        30        40          
AAD-12            YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
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      50        60        70        80                              
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAA                              
                                                                    
gi|549 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 72.9  bits: 19.1 E():   44 
Smith-Waterman score: 44; 29.6% identity (77.8% similar) in 27 aa overlap (19-45:77-102) 
 
                           10        20        30        40         
AAD-12             YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::... .:... :. ..  .:: ::    
gi|549 LKVHNDFRQKVAKGLETRGNPGPQPPAKNMNNLVWND-ELANIAQVWASQCNYGHDTCKD 
         50        60        70        80         90       100      
 
       50        60        70        80                             
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA                             
                                                                    
gi|549 TEKYPVGQNIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWA 
         110       120       130       140       150       160      
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 72.6  bits: 18.8 E():   46 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (14-28:138-152) 
 
                                10        20        30        40    
AAD-12                  YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
            50        60        70        80 
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA 
                                             
gi|391 ASIDTILTKV                            
       170                                   
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.5  bits: 18.0 E():   46 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (24-41:26-43) 
 
                 10        20        30        40        50         
AAD-12   YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                : .. :. :: :..  ::                  
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
       60        70        80                    
AAD-12 ETGRPSLLIGRHAHAIPGMDAA                    
                                                 
gi|897 PYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
               70        80        90       100  
 
>>gi|56417506|gb|AAV90694.1| GE-rich salivary protein 30  (266 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.3  bits: 19.3 E():   47 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (14-44:183-213) 
 
                                10        20        30        40    
AAD-12                  YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
            160       170       180       190       200       210   
 
            50        60        70        80                  
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA                  
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
            220       230       240       250       260       
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 5135



 

 

>>gi|56417504|gb|AAV90693.1| 30 kDa salivary gland aller  (271 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.2  bits: 19.3 E():   48 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (14-44:188-218) 
 
                                10        20        30        40    
AAD-12                  YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
       160       170       180       190       200       210        
 
            50        60        70        80                  
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA                  
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
       220       230       240       250       260       270  
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 71.8  bits: 19.3 E():   50 
Smith-Waterman score: 45; 34.5% identity (72.4% similar) in 29 aa overlap (22-48:237-265) 
 
                        10        20        30          40          
AAD-12          YDALDEATRALVHQRSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATP 
                                     . ..:.. .:.:  .:.: .. :  ::::  
gi|168 EAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATG 
        210       220       230       240       250       260       
 
      50        60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAA 
                                       
gi|168 AASGAATVAAGGYKV                 
        270       280                  
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 71.7  bits: 15.8 E():   51 
Smith-Waterman score: 36; 44.0% identity (56.0% similar) in 25 aa overlap (28-52:2-24) 
 
               10        20        30        40        50        60 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                  ::..  :  :  : :. : :::  :         
gi|751                           DLGYAP-ATPAAPGAGY-TPATPAAP         
                                          10         20             
 
               70        80 
AAD-12 GRPSLLIGRHAHAIPGMDAA 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 71.6  bits: 19.3 E():   52 
Smith-Waterman score: 45; 34.5% identity (72.4% similar) in 29 aa overlap (22-48:246-274) 
 
                        10        20        30          40          
AAD-12          YDALDEATRALVHQRSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATP 
                                     . ..:.. .:.:  .:.: .. :  ::::  
gi|330 EAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATG 
         220       230       240       250       260       270      
 
      50        60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAA 
                                       
gi|330 AASGAATVAAGGYKV                 
         280       290                 
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.6  bits: 19.6 E():   52 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (39-48:284-293) 
 
       10        20        30        40        50        60         
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
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       70        80                           
AAD-12 RHAHAIPGMDAA                           
                                              
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.5  bits: 17.9 E():   52 
Smith-Waterman score: 40; 25.6% identity (59.0% similar) in 39 aa overlap (11-49:54-92) 
 
                                   10        20        30        40 
AAD-12                     YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     :. . : . . : : .  : . ..:.:  : 
gi|117 KAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAG 
            30        40        50        60        70        80    
 
               50        60        70        80 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA 
        . .. :.:                                
gi|117 GSAQAEAAPEAAKEEEKEESDEDMGFGLFD           
            90       100       110              
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 71.3  bits: 15.7 E():   53 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (46-52:5-11) 
 
          20        30        40        50        60        70      
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     : .:.::                        
gi|751                           TKSQTHVPIRPNKLVLKVQKDRATN          
                                         10        20               
 
          80 
AAD-12 GMDAA 
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 71.2  bits: 16.3 E():   54 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (29-49:5-25) 
 
               10        20        30        40        50        60 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                   :.: .: :  : : .   :.:            
gi|462                         TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXLSS 
                                       10        20        30       
 
               70        80 
AAD-12 GRPSLLIGRHAHAIPGMDAA 
                            
gi|462 A                    
                            
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 71.0  bits: 17.9 E():   56 
Smith-Waterman score: 40; 24.2% identity (75.8% similar) in 33 aa overlap (4-36:21-50) 
 
                                10        20        30        40    
AAD-12                  YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                           ...:..:.   ....:.:.: : .: ....  :        
gi|160 GSQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQLDELNENKSKELQEKI 
               10        20           30        40        50        
 
            50        60        70        80                        
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA                        
                                                                    
gi|160 IRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQ 
        60        70        80        90       100       110        
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 71.0  bits: 15.7 E():   56 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (58-68:10-20) 
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        30        40        50        60        70        80 
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA 
                                     :.:  :..: :             
gi|147                      AKITFTNNXPNTVWPGILTGFGQKPQ       
                                    10        20             
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.9  bits: 19.0 E():   57 
Smith-Waterman score: 44; 20.0% identity (52.5% similar) in 40 aa overlap (24-63:51-90) 
 
                      10        20        30        40        50    
AAD-12        YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|130 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               30        40        50        60        70        80 
 
            60        70        80                                  
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAA                                  
        . .:. ..:                                                   
gi|130 PQPQPQYSQPQEPISQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQS 
               90       100       110       120       130       140 
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 70.8  bits: 15.2 E():   57 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (43-50:10-17) 
 
             20        30        40        50        60        70   
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH 
                                     :.:  :::                       
gi|244                      IGNEDCTPWMSTLITPLP                      
                                    10                              
 
             80 
AAD-12 AIPGMDAA 
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.8  bits: 18.8 E():   57 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (28-61:31-64) 
 
                  10        20        30        40        50        
AAD-12    YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :. :  . :::..::  .     . ::    
gi|616 NEIAXAKIDLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCA 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 PETGRPSLLIGRHAHAIPGMDAA                                      
        . :                                                         
gi|616 SQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNK 
               70        80        90       100       110       120 
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.7  bits: 18.2 E():   58 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (46-53:34-41) 
 
          20        30        40        50        60        70      
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
          80                                                        
AAD-12 GMDAA                                                        
                                                                    
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 70.5  bits: 18.2 E():   59 
Smith-Waterman score: 44; 35.4% identity (54.2% similar) in 48 aa overlap (30-75:79-122) 
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                10        20        30        40        50          
AAD-12  YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
                                     :. . :.  :  : : ::. .  . :  :  
gi|160 LGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGN--ITVGEDGTAA-INIVDKQIPL 
       50        60        70        80          90        100      
 
      60        70          80                          
AAD-12 TGRPSLLIGRHA--HAIPGMDAA                          
       :: :  .::: .  :. :                               
gi|160 TG-PHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          110       120       130       140       150   
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.5  bits: 19.6 E():   59 
Smith-Waterman score: 46; 19.5% identity (45.5% similar) in 77 aa overlap (5-76:317-393) 
 
                                         10          20        30   
AAD-12                           YDALDEATRALVHQRSARH--SLVYSQSKLGHVQ 
                                     :   . .. . .: :  :. ..  .   .  
gi|625 NDYTSWGTYAIGGSANPTILSQGNRFHAPNDPMKKNVLVRADAPHTESMKWNWRSEKDLL 
        290       300       310       320       330       340       
 
             40        50        60        70           80 
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA---HAIPGMDAA 
       . :. ... : :   :: .    .  : :   : .   :   . .::     
gi|625 ENGAIFVASGCDPHLTPEQKSHLIPAEPGSAVLQLTSCAGTLKCVPGKPC  
        350       360       370       380       390        
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.4  bits: 20.1 E():   60 
Smith-Waterman score: 48; 22.9% identity (57.1% similar) in 35 aa overlap (5-39:339-373) 
 
                                         10        20        30     
AAD-12                           YDALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     ::  .:  . :  : . ...:.. : . .: 
gi|131 LLQPVSTPGEFELFFGAGGENPESFFKSFSDEILEAAFNTRRDRLQRIFGQQRQGVIVKA 
      310       320       330       340       350       360         
 
           40        50        60        70        80               
AAD-12 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA               
       .   .                                                        
gi|131 SEEQVRAMSRHEEGGIWPFGGESKGTINIYQQRPTHSNQYGQLHEVDASQYRQLRDLDLT 
      370       380       390       400       410       420         
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.3  bits: 17.9 E():   61 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (12-33:6-27) 
 
               10        20        30        40        50        60 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                  :.:.  ..  : :.  ::...:                            
gi|159       IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYKVPQLEIVPNSAEERLHSMK 
                     10        20        30        40        50     
 
               70        80                                         
AAD-12 GRPSLLIGRHAHAIPGMDAA                                         
                                                                    
gi|159 EGIHAQQKEPMIGVNQELAYFYPELFXQFYQPDAYPSGAWYYVPLGTQYTDAPSFSDIPN 
           60        70        80        90       100       110     
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.1  bits: 17.9 E():   62 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (39-56:25-42) 
 
       10        20        30        40        50        60         
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  ..: ..:             
gi|144       MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSL 
                     10        20        30        40        50     
 
       70        80                                                 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 5139



 

 

AAD-12 RHAHAIPGMDAA                                                 
                                                                    
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVE 
           60        70        80        90       100       110     
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (37-60:1-21) 
 
         10        20        30        40        50        60       
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::    :::  : .   : :       
gi|109                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
         70        80                                               
AAD-12 IGRHAHAIPGMDAA                                               
                                                                    
gi|109 ADAAGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEP 
        30        40        50        60        70        80        
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (37-60:1-21) 
 
         10        20        30        40        50        60       
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::    :::  : .   : :       
gi|239                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
         70        80                                               
AAD-12 IGRHAHAIPGMDAA                                               
                                                                    
gi|239 ADAAGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEP 
        30        40        50        60        70        80        
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (2-30:101-129) 
 
                                            10        20        30  
AAD-12                              YDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
              40        50        60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA 
                                                         
gi|273 RRRR                                              
                                                         
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 40; 24.2% identity (75.8% similar) in 33 aa overlap (4-36:36-65) 
 
                                          10        20        30    
AAD-12                            YDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 
                                     ...:..:.   ....:.:.: : .: .... 
gi|420 VLIACFAASVLAQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQLDELNE 
          10        20        30        40           50        60   
 
            40        50        60        70        80              
AAD-12 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA              
         :                                                          
gi|420 NKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLK 
             70        80        90       100       110       120   
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.9  bits: 17.9 E():   64 
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Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (2-30:101-129) 
 
                                            10        20        30  
AAD-12                              YDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
              40        50        60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA 
                                                         
gi|273 RRRR                                              
                                                         
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 40; 24.2% identity (75.8% similar) in 33 aa overlap (4-36:36-65) 
 
                                          10        20        30    
AAD-12                            YDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 
                                     ...:..:.   ....:.:.: : .: .... 
gi|111 VLIACFAASVLAQEHKPEKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQLDELNE 
          10        20        30        40           50        60   
 
            40        50        60        70        80              
AAD-12 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA              
         :                                                          
gi|111 NKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLK 
             70        80        90       100       110       120   
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 69.9  bits: 17.9 E():   64 
Smith-Waterman score: 40; 24.2% identity (75.8% similar) in 33 aa overlap (4-36:36-65) 
 
                                          10        20        30    
AAD-12                            YDALDEATRALVHQRSARHSLVYSQSKLGHVQQ 
                                     ...:..:.   ....:.:.: : .: .... 
gi|111 VLIACFAASVLAQGHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQLDELNE 
          10        20        30        40           50        60   
 
            40        50        60        70        80              
AAD-12 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA              
         :                                                          
gi|111 NKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLK 
             70        80        90       100       110       120   
 
>>gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Thauma  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 69.9  bits: 15.2 E():   64 
Smith-Waterman score: 30; 66.7% identity (83.3% similar) in 6 aa overlap (71-76:15-20) 
 
               50        60        70        80 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA 
                                     : :.::     
gi|680                 ATFNFINNCPFTVWAAAVPG     
                               10        20     
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.5  bits: 18.4 E():   67 
Smith-Waterman score: 42; 29.6% identity (70.4% similar) in 27 aa overlap (19-45:76-101) 
 
                           10        20        30        40         
AAD-12             YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::.. ..:... :  ..   :: ::    
gi|549 LKIHNDFRNKVARGLETRGNPGPQPPAKNMNNLVWN-NELANIAQIWASQCKYGHDTCKD 
          50        60        70        80         90       100     
 
       50        60        70        80                             
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA                             
                                                                    
gi|549 TTKYNVGQNIAVSSSTAAVYENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWA 
          110       120       130       140       150       160     
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>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.5  bits: 19.3 E():   67 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (60-76:225-240) 
 
      30        40        50        60        70        80          
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA          
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.5  bits: 19.3 E():   67 
Smith-Waterman score: 47; 22.6% identity (56.6% similar) in 53 aa overlap (1-50:77-129) 
 
                                             10        20        30 
AAD-12                               YDALDEATRALVHQRSARHSLVYSQSKLGH 
                                     . ...:: ...  . . :  : .: .. .. 
gi|682 AVRKATMDPALVTAEGQAKVIKLKSDGSGDFKSINEAIKSIPDDNTKRVILSFSPGNYSE 
         50        60        70        80        90       100       
 
                 40         50        60        70        80        
AAD-12 VQQAG--SAYIG-YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA        
         . :  . ::  :: : .  :.                                      
gi|682 KVKIGMYKHYITFYGEDPNNMPILVFGGTAAEYGTVDSATLIVESNYFSAVNLKIVNSAP 
        110       120       130       140       150       160       
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 69.4  bits: 19.5 E():   68 
Smith-Waterman score: 46; 23.8% identity (55.6% similar) in 63 aa overlap (14-75:80-138) 
 
                                10        20         30        40   
AAD-12                  YDALDEATRALVHQRSARHSLVYSQS-KLGHVQQAGSAYIGYG 
                                     ::: .:. . ...  . :  :   :   .: 
gi|223 KLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVDVDHFIQLIRAL--FG 
      50        60        70        80        90       100          
 
             50        60        70        80                       
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA                       
       .. .:  :.  ..   .. .:  .  :: :..:                            
gi|223 LSRAARNLQDDLNDFLHSLEP--ISPRHRHGLPRQRRRSARVSAYLHADDFHKIITTIEA 
       110       120         130       140       150       160      
 
gi|223 LPEFANFYNFLKEHGLDVVDYINEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILP 
         170       180       190       200       210       220      
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.3  bits: 17.9 E():   69 
Smith-Waterman score: 40; 30.0% identity (56.7% similar) in 30 aa overlap (49-78:114-143) 
 
       20        30        40        50        60        70         
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ..:  ..:    :.: 
gi|189 HCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTVHNAPYCLGLD 
            90       100       110       120       130       140    
 
       80 
AAD-12 AA 
          
gi|189 I  
          
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 69.3  bits: 14.0 E():   69 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (9-13:2-6) 
 
               10        20        30        40        50        60 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
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               : :::                                                
gi|463        DRNLVHSATR                                            
                      10                                            
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.2  bits: 17.9 E():   69 
Smith-Waterman score: 40; 26.7% identity (60.0% similar) in 30 aa overlap (49-78:115-144) 
 
       20        30        40        50        60        70         
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::   .:. ...  ..:    :.: 
gi|217 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
       80 
AAD-12 AA 
          
gi|217 I  
          
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.2  bits: 17.9 E():   69 
Smith-Waterman score: 40; 30.0% identity (56.7% similar) in 30 aa overlap (49-78:115-144) 
 
       20        30        40        50        60        70         
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ..:  ..:    :.: 
gi|439 CRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
       80 
AAD-12 AA 
          
gi|439 I  
          
 
>>gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A-I [  (262 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 69.1  bits: 18.7 E():   71 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (24-70:71-117) 
 
                      10        20        30        40        50    
AAD-12        YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
            60        70        80                                  
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAA                                  
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.4 E():   72 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (7-40:71-104) 
 
                                       10        20        30       
AAD-12                         YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 
                                     :   :: .:.: .   ::..      : :  
gi|221 AQRPDNRIESEGGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGR 
               50        60        70        80        90       100 
 
         40        50        60        70        80                 
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA                 
       .:.:                                                         
gi|221 GYFGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQKVHRFDEGDLIAV 
              110       120       130       140       150       160 
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.6  bits: 18.4 E():   75 
Smith-Waterman score: 42; 33.3% identity (71.4% similar) in 21 aa overlap (29-49:72-92) 
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                 10        20        30        40        50         
AAD-12   YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     : ...: .::   : ...:.:          
gi|383 TASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEE 
              50        60        70        80        90       100  
 
       60        70        80                                       
AAD-12 ETGRPSLLIGRHAHAIPGMDAA                                       
                                                                    
gi|383 EEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEEL 
             110       120       130       140       150       160  
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 68.4  bits: 14.0 E():   77 
Smith-Waterman score: 26; 50.0% identity (83.3% similar) in 6 aa overlap (63-68:1-6) 
 
             40        50        60        70        80 
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA 
                                     :.. ::             
gi|250                               PTITIGGPEYR        
                                             10         
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.4  bits: 18.4 E():   77 
Smith-Waterman score: 42; 24.6% identity (57.9% similar) in 57 aa overlap (3-57:95-147) 
 
                                           10        20        30   
AAD-12                             YDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :. .. .. .. . ...:   :..   : : 
gi|136 VLDNSLGSMRIKNTDGSISLIIFPSPYYSPAFTKGEKVDLNTKRTKKSQHTSEGTYIHFQ 
           70        80        90       100       110       120     
 
             40        50          60        70        80           
AAD-12 QAGSAYIGYGMDTTATPLR-PL-VKVHPETGRPSLLIGRHAHAIPGMDAA           
        .: .    . .   ::.. :: ::::                                  
gi|136 ISGVT----NTEKLPTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFEIRHQLTQI 
              130       140       150       160       170       180 
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.3  bits: 19.0 E():   78 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (56-74:99-117) 
 
          30        40        50        60        70        80      
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA      
                                     ::  .: : :.. . .:.:            
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
gi|908 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
      130       140       150       160       170       180         
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.2  bits: 19.0 E():   79 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (56-74:100-118) 
 
          30        40        50        60        70        80      
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA      
                                     ::  .: : :.. . .:.:            
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
gi|118 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     130       140       150       160       170       180          
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.2  bits: 18.7 E():   79 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (24-70:71-117) 
 
                      10        20        30        40        50    
AAD-12        YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 5144



 

 

                                     ::.   ..:   .  . :..     : .:  
gi|473 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
            60        70        80                                  
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAA                                  
        . .:. ..:.  :...                                            
gi|473 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A-II   (291 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.1  bits: 18.7 E():   80 
Smith-Waterman score: 43; 19.1% identity (53.2% similar) in 47 aa overlap (24-70:71-117) 
 
                      10        20        30        40        50    
AAD-12        YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . : .     : .:  
gi|170 QVPLVQEQQFQGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQPFRPQQPY 
               50        60        70        80        90       100 
 
            60        70        80                                  
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAA                                  
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQILQQILQQQLIPCRDVVLQQHNIAHGSSQV 
              110       120       130       140       150       160 
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.9  bits: 18.1 E():   82 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (20-45:76-100) 
 
                          10        20        30        40          
AAD-12            YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
      50        60        70        80                              
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAA                              
                                                                    
gi|549 AKYPVGQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.9  bits: 18.1 E():   82 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (20-45:76-100) 
 
                          10        20        30        40          
AAD-12            YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDI 
          50        60        70        80         90       100     
 
      50        60        70        80                              
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAA                              
                                                                    
gi|549 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betula p  (21 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 67.8  bits: 14.8 E():   83 
Smith-Waterman score: 29; 42.9% identity (50.0% similar) in 14 aa overlap (42-55:8-21) 
 
              20        30        40        50        60        70  
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :  :.  ::  : :                 
gi|309                        MRVFNYKGETTSLIPLARLFK                 
                                      10        20                  
 
              80 
AAD-12 HAIPGMDAA 
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>>gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos tauru  (172 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 17.9 E():   84 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (12-33:49-70) 
 
                                  10        20        30        40  
AAD-12                    YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
       20        30        40        50        60        70         
 
              50        60        70        80                      
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA                      
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
       80        90       100       110       120       130         
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.7  bits: 18.1 E():   84 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (20-45:81-105) 
 
                          10        20        30        40          
AAD-12            YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|115 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
               60        70        80         90       100          
 
      50        60        70        80                              
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAA                              
                                                                    
gi|115 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
     110       120       130       140       150       160          
 
>>gi|289064179|gb|ADC80503.1| non-specific lipid transfe  (118 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.7  bits: 17.3 E():   84 
Smith-Waterman score: 38; 66.7% identity (88.9% similar) in 9 aa overlap (71-79:81-89) 
 
               50        60        70        80                     
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA                     
                                     : ::::..:                      
gi|289 ASCCSGVRSLNAAAKTTPDRQAVCNCLKSAAGAIPGFNANNAGILPGKCGVSIPYKISTS 
               60        70        80        90       100       110 
 
gi|289 TNCATIKF 
                
 
>>gi|21673|emb|CAA35238.1| unnamed protein product [Trit  (307 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.6  bits: 18.7 E():   85 
Smith-Waterman score: 43; 22.0% identity (50.0% similar) in 50 aa overlap (21-70:86-131) 
 
                         10        20        30        40        50 
AAD-12           YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
                                     : : : .: . :      . : .     :  
gi|216 PFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQLPYPQPQ----LPYPQPQPFRPQ 
          60        70        80        90           100       110  
 
               60        70        80                               
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAA                               
       .:  . .:. ..:.  :...                                         
gi|216 QPYPQSQPQYSQPQQPISQQQQQQQQQQQQKQQQQQQQQILQQILQQQLIPCRDVVLQQH 
             120       130       140       150       160       170  
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 67.6  bits: 19.2 E():   85 
Smith-Waterman score: 45; 32.4% identity (61.8% similar) in 34 aa overlap (48-76:46-78) 
 
        20        30        40        50           60          70   
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL---VKVHPETGRPSLL--IGRHAH 
                                     :::::    ...: ....:  :  .: .   
gi|253 IEEPEMIAPTPPGQFPHQQPISSPNRTSRNTPLRPESTEIETHHHANHPPALPVLGMQL- 
          20        30        40        50        60        70      
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             80                                                     
AAD-12 AIPGMDAA                                                     
        .::                                                         
gi|253 PVPGTVPESSRAQSRASLNLDIDLDLHAPSHPSHLSHGAPHEQEHAHEIQRHRAHSAQSS 
           80        90       100       110       120       130     
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 18.7 E():   85 
Smith-Waterman score: 43; 27.8% identity (55.6% similar) in 36 aa overlap (39-74:234-269) 
 
       10        20        30        40        50        60         
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::  ..   .: . :.:   :.. :  .:  
gi|324 DPRTLNKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVIL 
           210       220       230       240       250       260    
 
       70        80                                  
AAD-12 RHAHAIPGMDAA                                  
         .::.                                        
gi|324 SISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV 
           270       280       290       300         
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.0  bits: 17.6 E():   91 
Smith-Waterman score: 39; 85.7% identity (100.0% similar) in 7 aa overlap (2-8:72-78) 
 
                                            10        20        30  
AAD-12                              YDALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     ::.::::                        
gi|145 EIVEGNGGPGTVKKVTAVEDGKTSYVLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFK 
              50        60        70        80        90       100  
 
              40        50        60        70        80    
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA    
                                                            
gi|145 TKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQKSQGIFKAIEGYVLSN 
             110       120       130       140       150    
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.9  bits: 18.1 E():   93 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (20-45:99-123) 
 
                          10        20        30        40          
AAD-12            YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|162 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
      50        60        70        80                              
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAA                              
                                                                    
gi|162 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.9  bits: 18.1 E():   93 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (20-45:99-123) 
 
                          10        20        30        40          
AAD-12            YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|856 KEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
      50        60        70        80                              
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAA                              
                                                                    
gi|856 AKYQVGQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
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 initn:  27 init1:  27 opt:  27  Z-score: 66.8  bits: 14.3 E():   94 
Smith-Waterman score: 27; 57.1% identity (71.4% similar) in 7 aa overlap (70-76:5-11) 
 
      40        50        60        70        80  
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA  
                                     .: : ::      
gi|751                           ADAGYAPAAPGTQPKA 
                                         10       
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.6  bits: 19.2 E():   96 
Smith-Waterman score: 45; 33.3% identity (66.7% similar) in 24 aa overlap (1-24:393-416) 
 
                                             10        20        30 
AAD-12                               YDALDEATRALVHQRSARHSLVYSQSKLGH 
                                     : : :::  . .. ... .: .::       
gi|144 TGKSNKITITNDKGRLSKEEIERMLAEAEKYKAEDEAEASRIQAKNGLESYAYSLKNTIT 
            370       380       390       400       410       420   
 
               40        50        60        70        80           
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA           
                                                                    
gi|144 EGKLQMSDDDKKKIEDKISEIISWLDNNQTAEKDEYESQQKELEAIANPIMQAAYGAAGG 
            430       440       450       460       470       480   
 
>>gi|3121755|sp|P81216.1|ALL21_HORSE RecName: Full=Dande  (29 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 66.6  bits: 15.1 E():   97 
Smith-Waterman score: 30; 33.3% identity (50.0% similar) in 18 aa overlap (25-42:5-22) 
 
               10        20        30        40        50        60 
AAD-12 YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                               ::.  . : .:     ::                   
gi|312                     SQXPQSETDYSQLSGEWNTIYGAASNIXK            
                                   10        20                     
 
               70        80 
AAD-12 GRPSLLIGRHAHAIPGMDAA 
 
>>gi|170720|gb|AAA34280.1| alpha/beta-gliadin precursor   (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 66.6  bits: 18.4 E():   97 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (24-70:71-117) 
 
                      10        20        30        40        50    
AAD-12        YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
            60        70        80                                  
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAA                                  
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|21755|emb|CAA25593.1| unnamed protein product [Trit  (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 66.6  bits: 18.4 E():   97 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (24-70:71-117) 
 
                      10        20        30        40        50    
AAD-12        YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|217 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
            60        70        80                                  
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAA                                  
        . .:. ..:.  :...                                            
gi|217 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|21761|emb|CAA26384.1| unnamed protein product [Trit  (286 aa) 
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 initn:  41 init1:  41 opt:  42  Z-score: 66.6  bits: 18.4 E():   97 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (24-70:71-117) 
 
                      10        20        30        40        50    
AAD-12        YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|217 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQQFRPQQPY 
               50        60        70        80        90       100 
 
            60        70        80                                  
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAA                                  
        . .:. ..:.  :...                                            
gi|217 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} [De  (20 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 66.5  bits: 14.5 E():   98 
Smith-Waterman score: 28; 57.1% identity (85.7% similar) in 7 aa overlap (73-79:1-7) 
 
             50        60        70        80             
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA             
                                     :. :.::              
gi|404                               AVGGQDADLAEAPFQISLLK 
                                             10        20 
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.6 E():   98 
Smith-Waterman score: 39; 36.8% identity (78.9% similar) in 19 aa overlap (3-21:129-147) 
 
                                           10        20        30   
AAD-12                             YDALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     ..:.::.: :..  : ..:            
gi|215 GTDYQTYSIVAGCLDNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQS 
      100       110       120       130       140       150         
 
             40        50        60        70        80 
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA 
                                                        
gi|215 YCVQY                                            
      160                                               
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.3  bits: 19.2 E(): 1e 
Smith-Waterman score: 45; 38.5% identity (69.2% similar) in 26 aa overlap (9-34:133-158) 
 
                                     10        20        30         
AAD-12                       YDALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.: . .:: . : : ..::..  :     
gi|558 RVRSGGHDYEGLSYRSERPEAFAVVDLNKMRAVVVDGKARTAWVDSGAQLGELYYAIAKN 
            110       120       130       140       150       160   
 
       40        50        60        70        80                   
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA                   
                                                                    
gi|558 SPVLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGTLLDKSSMSAD 
            170       180       190       200       210       220   
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:54 2011 done: Fri Jan 21 00:02:55 2011 
 Total Scan time:  0.060 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
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 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 146  - 225 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     0     8:  * 
  34    11    22:====   * 
  36    36    44:============  * 
  38    78    73:========================*= 
  40    58   102:====================             * 
  42   108   125:====================================     * 
  44   138   138:=============================================* 
  46   141   140:==============================================* 
  48   104   134:===================================         * 
  50   113   122:======================================  * 
  52   124   108:===================================*====== 
  54   109    92:==============================*====== 
  56   112    77:=========================*============ 
  58    52    63:==================  * 
  60    54    51:================*= 
  62    45    41:=============*= 
  64    38    33:==========*== 
  66    40    26:========*===== 
  68    20    20:======* 
  70    27    16:=====*=== 
  72    15    12:===*= 
  74     8    10:===* 
  76    22     8:==*===== 
  78    11     6:=*== 
  80     9     5:=*= 
  82     4     3:*= 
  84     8     3:*== 
  86     1     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.86830.00318; mu= 4.4580 0.164 
 mean_var=31.6593 7.578, 0's: 2 Z-trim: 3  B-trim: 71 in 1/43 
 Lambda= 0.227942 
 Kolmogorov-Smirnov  statistic: 0.0825 (N=27) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   69 27.4    0.26 
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gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   56 23.3     1.4 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   59 24.1       3 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 19.3     7.3 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   56 23.1     8.7 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   56 23.1     8.9 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   47 20.4     9.5 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   53 22.2      10 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   53 22.2      10 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   52 21.9      10 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 21.9      11 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 23.0      11 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 23.0      11 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   51 21.6      12 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 17.1      13 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 21.2      14 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   52 21.8      15 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   52 21.8      17 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   49 20.9      17 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   52 21.8      17 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   52 21.8      17 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   52 21.8      17 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   52 21.8      18 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.7      18 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.7      18 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.7      18 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   47 20.3      20 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 20.9      21 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   50 21.2      21 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   51 21.5      21 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   48 20.6      21 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   45 19.7      21 
gi|21757|emb|CAA26383.1| unnamed protein product [ ( 296)   48 20.6      22 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 19.4      23 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   48 20.6      24 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   45 19.7      24 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 20.9      24 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 18.5      24 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.9      25 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   49 20.8      27 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 20.2      27 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 20.2      27 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 20.2      27 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 20.2      27 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 20.2      27 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 20.2      27 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 20.2      27 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 20.2      27 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 20.2      27 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 20.2      27 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 20.2      27 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 20.2      27 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 20.2      27 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 20.2      27 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   43 19.1      28 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   49 20.8      29 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 21.4      30 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   43 19.0      30 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   49 20.8      33 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 19.3      34 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   44 19.3      37 
gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Veno ( 204)   44 19.3      37 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   44 19.3      37 
gi|56417506|gb|AAV90694.1| GE-rich salivary protei ( 266)   45 19.6      39 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 19.0      39 
gi|56417504|gb|AAV90693.1| 30 kDa salivary gland a ( 271)   45 19.6      40 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   45 19.6      42 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 18.1      42 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 19.9      43 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   45 19.6      43 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 15.4      45 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   43 19.0      45 
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gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   43 19.0      46 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   40 18.1      47 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   48 20.5      47 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 19.3      48 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   46 19.9      49 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   43 19.0      49 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   40 18.1      50 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.4      51 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   41 18.4      52 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.7      53 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   44 19.3      53 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   44 19.3      53 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 16.3      54 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 18.1      55 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.7      55 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   46 19.9      55 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.6      55 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.6      55 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 18.1      56 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   40 18.1      57 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   40 18.1      57 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   40 18.1      57 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   40 18.1      57 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   40 18.1      57 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.7      57 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   42 18.7      58 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 15.1      60 
gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A ( 262)   43 18.9      61 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   40 18.1      62 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   40 18.1      62 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   40 18.1      62 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   42 18.6      62 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   42 18.6      65 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   44 19.2      66 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   44 19.2      66 
gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   43 18.9      67 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   42 18.6      67 
gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Th (  20)   30 15.1      67 
gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A ( 291)   43 18.9      68 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   45 19.5      70 
gi|21673|emb|CAA35238.1| unnamed protein product [ ( 307)   43 18.9      72 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   41 18.3      72 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   41 18.3      72 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   43 18.9      72 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   41 18.3      74 
gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos t ( 172)   40 18.0      75 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 13.9      77 
gi|289064179|gb|ADC80503.1| non-specific lipid tra ( 118)   38 17.4      78 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   41 18.3      81 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   41 18.3      81 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   45 19.5      82 
gi|145904610|gb|ABP97433.1| Ara h 8 allergen isofo ( 153)   39 17.7      82 
gi|170720|gb|AAA34280.1| alpha/beta-gliadin precur ( 286)   42 18.6      83 
gi|21761|emb|CAA26384.1| unnamed protein product [ ( 286)   42 18.6      83 
gi|21755|emb|CAA25593.1| unnamed protein product [ ( 286)   42 18.6      83 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   26 13.9      86 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   39 17.7      88 
gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betu (  21)   29 14.7      89 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   40 18.0      90 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   40 18.0      90 
gi|159793197|gb|ABW98943.1| alpha S1 casein [Bos t ( 205)   40 18.0      90 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   39 17.7      90 
gi|253683676|gb|ACT33296.1| putative tabinhibitin  ( 252)   41 18.3      91 
gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin iso ( 473)   44 19.2      92 
gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea  ( 316)   42 18.6      93 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   40 18.0      93 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   38 17.4      93 
gi|162792|gb|AAA30428.1| alpha-s1-casein precursor ( 214)   40 18.0      95 
gi|162794|gb|AAA30429.1| alpha-S1-casein [Bos taur ( 214)   40 18.0      95 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   40 18.0      96 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   41 18.3      96 
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gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   41 18.3      96 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   41 18.3      96 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   43 18.9      96 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   43 18.9      96 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   44 19.2      96 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   44 19.2      96 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   43 18.9      97 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   39 17.7      97 
gi|190684057|gb|ACE82289.1| glutathione transferas ( 222)   40 18.0      98 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   37 17.1      99 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   39 17.7   1e 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  65 init1:  65 opt:  69  Z-score: 113.0  bits: 27.4 E(): 0.26 
Smith-Waterman score: 69; 23.8% identity (51.2% similar) in 80 aa overlap (2-75:314-393) 
 
                                            10           20         
AAD-12                              DALDEATRALV---HQRSARHSLVYSQSKLG 
                                     : :: ..  :   : ..: .:. ..      
gi|113 VVNNNYDKWGSYAIGGSASPTILSQGNRFCAPDERSKKNVLGRHGEAAAESMKWNWRTNK 
           290       300       310       320       330       340    
 
       30        40        50        60        70           80 
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI---PGMDAAE 
        : . :. ... :.: . :: .    .  : :. .: .   : ..   ::      
gi|113 DVLENGAIFVASGVDPVLTPEQSAGMIPAEPGESALSLTSSAGVLSCQPGAPC   
           350       360       370       380       390         
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  45 init1:  45 opt:  56  Z-score: 100.1  bits: 23.3 E():  1.4 
Smith-Waterman score: 56; 29.5% identity (63.6% similar) in 44 aa overlap (5-44:34-77) 
 
                                         10            20        30 
AAD-12                           DALDEATRALVHQRSARHS----LVYSQSKLGHV 
                                     .:   . .: :..::    :.... .. :: 
gi|527 HITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHV 
            10        20        30        40        50        60    
 
               40        50        60        70        80         
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE         
       :.:.. :   .: :                                             
gi|527 QDAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
            70        80        90       100       110       120  
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  59  Z-score: 93.8  bits: 24.1 E():    3 
Smith-Waterman score: 59; 35.6% identity (60.0% similar) in 45 aa overlap (13-50:198-242) 
 
                                 10        20              30       
AAD-12                   DALDEATRALVHQRSARHSLVYSQSKL------GHVQQAGSA 
                                     ::. :..:  .:. :      :  ..: .  
gi|303 LVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALAD 
       170       180       190       200       210       220        
 
         40         50        60        70        80                
AAD-12 YIGYGMDT-TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE                
        .:.:::: ::  .:                                              
gi|303 VLGFGMDTETARKVRGEDDQRGHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICS 
       230       240       250       260       270       280        
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 87.0  bits: 19.3 E():  7.3 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (28-48:5-25) 
 
               10        20        30        40        50        60 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG 
                                  :.:..: :. .::  .  :.:             
gi|462                        AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKNLNS 
                                      10        20        30        
 
               70        80 
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AAD-12 RPSLLIGRHAHAIPGMDAAE 
                            
gi|462 A                    
                            
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  56  Z-score: 85.6  bits: 23.1 E():  8.7 
Smith-Waterman score: 56; 27.8% identity (63.9% similar) in 36 aa overlap (13-48:539-574) 
 
                                 10        20        30        40   
AAD-12                   DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.:.. .   . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYP 
      510       520       530       540       550       560         
 
             50        60        70        80                       
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE                       
        ..  :                                                       
gi|217 TSVQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQP 
      570       580       590       600       610       620         
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 85.4  bits: 23.1 E():  8.9 
Smith-Waterman score: 56; 25.0% identity (63.9% similar) in 36 aa overlap (13-48:551-586) 
 
                                 10        20        30        40   
AAD-12                   DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.... . . . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYP 
              530       540       550       560       570       580 
 
             50        60        70        80                       
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE                       
        .   :                                                       
gi|217 TSLQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQP 
              590       600       610       620       630       640 
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 84.9  bits: 20.4 E():  9.5 
Smith-Waterman score: 47; 27.5% identity (50.0% similar) in 40 aa overlap (41-80:19-58) 
 
               20        30        40        50        60        70 
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :.: ::  :. :.:.        .     : 
gi|135             MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFA 
                           10        20        30        40         
 
               80                                                   
AAD-12 HAIPGMDAAE                                                   
       .:. : :. .                                                   
gi|135 KALEGKDVKDLLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGL 
       50        60        70        80        90       100         
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 84.5  bits: 22.2 E():   10 
Smith-Waterman score: 53; 19.7% identity (51.5% similar) in 66 aa overlap (2-64:315-380) 
 
                                            10           20         
AAD-12                              DALDEATRALVHQRS---ARHSLVYSQSKLG 
                                     : :.  .  :  :.   : .:....  .   
gi|113 VVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDK 
          290       300       310       320       330       340     
 
       30        40        50        60        70        80  
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE  
        . . :. ..  : : . ::..    .  : :. ..                  
gi|113 DLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTSSAGVFSCHPGAPC 
          350       360       370       380       390        
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 84.5  bits: 22.2 E():   10 
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Smith-Waterman score: 53; 19.7% identity (51.5% similar) in 66 aa overlap (2-64:315-380) 
 
                                            10           20         
AAD-12                              DALDEATRALVHQRS---ARHSLVYSQSKLG 
                                     : :.  .  :  :.   : .:....  .   
gi|166 VVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDK 
          290       300       310       320       330       340     
 
       30        40        50        60        70        80  
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE  
        . . :. ..  : : . ::..    .  : :. ..                  
gi|166 DLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTSSAGVFSCRPGAPC 
          350       360       370       380       390        
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 84.4  bits: 21.9 E():   10 
Smith-Waterman score: 52; 28.3% identity (56.7% similar) in 60 aa overlap (9-68:232-276) 
 
                                     10        20        30         
AAD-12                       DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                     : .:  :. ::....:..  . ::       
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIH--SVVHSIIMQQQQQQQQQQ------ 
             210       220       230         240       250          
 
       40        50        60        70        80                   
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE                   
         :.:     . :: . : ..:. ::. :.                               
gi|170 --GIDI----FLPLSQ-HEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYV 
                 260        270       280       290       300       
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 84.1  bits: 21.9 E():   11 
Smith-Waterman score: 52; 40.0% identity (56.0% similar) in 25 aa overlap (35-59:25-49) 
 
           10        20        30        40        50        60     
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                                     .:  ::.  : :::  : . . : :      
gi|249       MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPA 
                     10        20        30        40        50     
 
           70        80                                             
AAD-12 LIGRHAHAIPGMDAAE                                             
                                                                    
gi|249 TPAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGL 
           60        70        80        90       100       110     
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 83.6  bits: 23.0 E():   11 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (23-40:283-300) 
 
                       10        20        30        40        50   
AAD-12         DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
             60        70        80                                 
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAE                                 
                                                                    
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 83.4  bits: 23.0 E():   11 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (23-40:289-306) 
 
                       10        20        30        40        50   
AAD-12         DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
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             60        70        80                                 
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAE                                 
                                                                    
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 83.0  bits: 21.6 E():   12 
Smith-Waterman score: 51; 36.1% identity (55.6% similar) in 36 aa overlap (33-63:21-56) 
 
             10        20        30          40           50        
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGS--AYIGYGMDTTATP---LRPLVKVHP 
                                     :::  : .:::  : :.:     : . . : 
gi|330           MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAP 
                         10        20        30        40        50 
 
        60        70        80                                      
AAD-12 ETGRPSLLIGRHAHAIPGMDAAE                                      
         ..:.                                                       
gi|330 AGAEPAGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLS 
               60        70        80        90       100       110 
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 82.6  bits: 17.1 E():   13 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (69-74:8-13) 
 
       40        50        60        70        80 
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE 
                                     ::: .:       
gi|131                        GPVGGVVHAHMMPLL     
                                      10          
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 82.1  bits: 21.2 E():   14 
Smith-Waterman score: 50; 32.1% identity (57.1% similar) in 28 aa overlap (36-63:1-28) 
 
          10        20        30        40        50        60      
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::  : :.:    . . :  ..:.   
gi|295                               ADLGYGPATPAAPAAGYTPAAPAGAEPAGK 
                                             10        20        30 
 
          70        80                                              
AAD-12 IGRHAHAIPGMDAAE                                              
                                                                    
gi|295 ATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAE 
               40        50        60        70        80        90 
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 81.1  bits: 21.8 E():   15 
Smith-Waterman score: 52; 24.3% identity (73.0% similar) in 37 aa overlap (3-38:143-179) 
 
                                           10        20         30  
AAD-12                             DALDEATRALVHQRSARHSLVYSQSKLG-HVQ 
                                     .::   .:.: .. .. .::  .... .:. 
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
              40        50        60        70        80            
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE            
       . :...:                                                      
gi|215 NNGDVFILLVPNFVFVWTGKHSNRMERTTAIRVANDLKSELNRFKLSSVILEDGKEVEQT 
            180       190       200       210       220       230   
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.6  bits: 21.8 E():   17 
Smith-Waterman score: 52; 33.3% identity (58.3% similar) in 24 aa overlap (12-35:388-411) 
 
                                  10        20        30        40  
AAD-12                    DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
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                                     :  .  ::..:.    .::: . :       
gi|224 TANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVY 
       360       370       380       390       400       410        
 
              50        60        70        80                      
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE                      
                                                                    
gi|224 DEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVAN 
       420       430       440       450       460       470        
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.3  bits: 20.9 E():   17 
Smith-Waterman score: 49; 21.9% identity (59.4% similar) in 32 aa overlap (14-45:179-210) 
 
                                10        20        30        40    
AAD-12                  DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :.  .:.. .... :. ::      : :.. 
gi|219 MWQQSSCHVMQQQCCQQLSQIPEQSRYDAIRAITYSIILQEQQQGQSQQQQPQQSGQGVS 
      150       160       170       180       190       200         
 
            50        60        70        80                        
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE                        
        .                                                           
gi|219 QSQQQSQQQLGQCSFQQPQQQLGQQPQQQQVQQGTFLQPHQIAHLEVMTSIALRTLPTMC 
      210       220       230       240       250       260         
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.2  bits: 21.8 E():   17 
Smith-Waterman score: 52; 33.3% identity (58.3% similar) in 24 aa overlap (12-35:408-431) 
 
                                  10        20        30        40  
AAD-12                    DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:.    .::: . :       
gi|199 TANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVY 
       380       390       400       410       420       430        
 
              50        60        70        80                      
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE                      
                                                                    
gi|199 DEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVAN 
       440       450       460       470       480       490        
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.2  bits: 21.8 E():   17 
Smith-Waterman score: 52; 33.3% identity (58.3% similar) in 24 aa overlap (12-35:408-431) 
 
                                  10        20        30        40  
AAD-12                    DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:.    .::: . :       
gi|571 NCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVY 
       380       390       400       410       420       430        
 
              50        60        70        80                      
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE                      
                                                                    
gi|571 DEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVAN 
       440       450       460       470       480       490        
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 80.2  bits: 21.8 E():   17 
Smith-Waterman score: 52; 23.8% identity (54.0% similar) in 63 aa overlap (3-65:431-489) 
 
                                           10        20        30   
AAD-12                             DALDEATRALVHQRSARHSLVYSQSKLGHVQQ 
                                     ..:   :.. :.  . .:    .. : .:: 
gi|258 FYRNGIYSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNHGVIQQ 
              410       420       430       440       450       460 
 
             40        50        60        70        80             
AAD-12 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE             
       ::.     :..  :   .  . ..  .:: :.:                            
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gi|258 AGNQ----GFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQISREQARQLKYNRQ 
                  470       480       490       500       510       
 
gi|258 ETIALSSSQQRRAVV 
        520       530  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.1  bits: 21.8 E():   18 
Smith-Waterman score: 52; 33.3% identity (58.3% similar) in 24 aa overlap (12-35:416-439) 
 
                                  10        20        30        40  
AAD-12                    DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:.    .::: . :       
gi|213 NELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVF 
         390       400       410       420       430       440      
 
              50        60        70        80                      
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE                      
                                                                    
gi|213 DEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVAN 
         450       460       470       480       490       500      
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.9  bits: 19.7 E():   18 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (38-55:24-41) 
 
        10        20        30        40        50        60        
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|379        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
        70        80                                                
AAD-12 RHAHAIPGMDAAE                                                
                                                                    
gi|379 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.9  bits: 19.7 E():   18 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (38-55:24-41) 
 
        10        20        30        40        50        60        
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|144        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
        70        80                                                
AAD-12 RHAHAIPGMDAAE                                                
                                                                    
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.9  bits: 19.7 E():   18 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (38-55:24-41) 
 
        10        20        30        40        50        60        
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|121        MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSL 
                      10        20        30        40        50    
 
        70        80                                                
AAD-12 RHAHAIPGMDAAE                                                
                                                                    
gi|121 STFKNTEIKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVV 
            60        70        80        90       100       110    
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
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 initn:  39 init1:  39 opt:  47  Z-score: 78.9  bits: 20.3 E():   20 
Smith-Waterman score: 47; 21.7% identity (52.2% similar) in 46 aa overlap (34-76:62-107) 
 
            10        20        30        40        50           60 
AAD-12 DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE---TG 
                                     :..:.: . .. :     . . . .   .: 
gi|201 DATPVLDVAGKELDSRLSYRIISTFWGALGGDVYLGKSPNSDAPCANGIFRYNSDVGPSG 
              40        50        60        70        80        90  
 
               70        80                                         
AAD-12 RPSLLIGRHAHAIPGMDAAE                                         
        :  .::  .:   :.                                             
gi|201 TPVRFIGSSSHFGQGIFENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTI 
             100       110       120       130       140       150  
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.9  bits: 20.9 E():   21 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (33-49:200-216) 
 
             10        20        30        40        50        60   
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
             70        80                                           
AAD-12 SLLIGRHAHAIPGMDAAE                                           
                                                                    
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 78.8  bits: 21.2 E():   21 
Smith-Waterman score: 50; 38.2% identity (55.9% similar) in 34 aa overlap (41-74:2-34) 
 
               20        30        40        50        60        70 
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :. : : :.  :. .   .:   :  : :: 
gi|581                              MGFITKAIPIV-LAALSTVNGARILEAGPHA 
                                            10         20        30 
 
               80                                                   
AAD-12 HAIPGMDAAE                                                   
       .:::                                                         
gi|581 EAIPNKYIVVMKREVSDEAFNAHTTWLSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRA 
               40        50        60        70        80        90 
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.8  bits: 21.5 E():   21 
Smith-Waterman score: 51; 30.8% identity (57.7% similar) in 26 aa overlap (10-35:383-408) 
 
                                    10        20        30          
AAD-12                      DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     ..:  .  ::..:     .::: . :     
gi|370 LKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNR 
            360       370       380       390       400       410   
 
      40        50        60        70        80                    
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE                    
                                                                    
gi|370 VYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVV 
            420       430       440       450       460       470   
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.7  bits: 20.6 E():   21 
Smith-Waterman score: 48; 25.6% identity (56.4% similar) in 39 aa overlap (19-57:87-125) 
 
                           10        20        30        40         
AAD-12             DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     : : . ..  . :.:.:  . :: .  ..  
gi|144 DLAEAPFQISLLKDYLIMKRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSS 
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         60        70        80        90       100       110       
 
       50        60        70        80                             
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE                             
           .::.:                                                    
gi|144 SYGDLKVKPIIQHESYEQDQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVDGDKVTIYG 
        120       130       140       150       160       170       
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.6  bits: 19.7 E():   21 
Smith-Waterman score: 45; 40.9% identity (63.6% similar) in 22 aa overlap (2-23:31-52) 
 
                                            10        20        30  
AAD-12                              DALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     : :::  : .  ..: .: .::         
gi|144 KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLSDS 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE            
                                                                    
gi|144 KVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAGGE 
               70        80        90       100       110       120 
 
>>gi|21757|emb|CAA26383.1| unnamed protein product [Trit  (296 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.2  bits: 20.6 E():   22 
Smith-Waterman score: 48; 21.3% identity (61.7% similar) in 47 aa overlap (2-48:200-246) 
 
                                            10        20        30  
AAD-12                              DALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :. ....:.. ... :..   :: .: . : 
gi|217 SQVLQQSTYQPLQQLCCQQLWQIPEQSRCQAIHNVVHAIILHQQQRQQQPSSQVSLQQPQ 
     170       180       190       200       210       220          
 
              40        50        60        70        80            
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE            
       :   .  :. . .  .:                                            
gi|217 QQYPSGQGFFQPSQQNPQAQGSVQPQQLPQFEEIRNLALQTLPRMCNVYIPPYCSTTIAP 
     230       240       250       260       270       280          
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.1  bits: 19.4 E():   23 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (38-58:25-45) 
 
        10        20        30        40        50        60        
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.:  .:  :          
gi|990       MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSL 
                     10        20        30        40        50     
 
        70        80                                                
AAD-12 RHAHAIPGMDAAE                                                
                                                                    
gi|990 STFKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVV 
           60        70        80        90       100       110     
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 77.7  bits: 20.6 E():   24 
Smith-Waterman score: 48; 25.0% identity (51.8% similar) in 56 aa overlap (11-63:3-56) 
 
               10        20        30        40           50        
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHP 
                 ::: ..  .:  . . ..    . .: .:::  : :.:     : . . : 
gi|398         MAVHQYTV--ALFLAVALVAGPAASYAADLGYGPATPAAPAAGYTPATPAAP 
                         10        20        30        40        50 
 
        60        70        80                                      
AAD-12 ETGRPSLLIGRHAHAIPGMDAAE                                      
         . :.                                                       
gi|398 AEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGAASNKAFAEGLS 
               60        70        80        90       100       110 
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>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.7  bits: 19.7 E():   24 
Smith-Waterman score: 45; 26.3% identity (52.6% similar) in 38 aa overlap (40-77:23-60) 
 
      10        20        30        40        50        60          
AAD-12 LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                                     ...:  ..::  :.:   :. .    .    
gi|344         MTGVKTHLQHELKRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESD 
                       10        20        30        40        50   
 
      70        80                                                  
AAD-12 AHAIPGMDAAE                                                  
         :::. :                                                     
gi|344 EVAIPNPDEFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREIS 
             60        70        80        90       100       110   
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 77.5  bits: 20.9 E():   24 
Smith-Waterman score: 49; 24.5% identity (49.0% similar) in 49 aa overlap (30-75:341-389) 
 
                10        20        30        40        50          
AAD-12  DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ..  :.: . :: .    .  :  
gi|113 ASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMIPAEP 
              320       330       340       350       360       370 
 
      60        70           80 
AAD-12 GRPSLLIGRHAHAI---PGMDAAE 
       :.  : .   : ..   ::      
gi|113 GEAVLRLTSSAGVLSCQPGAPC   
              380       390     
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 77.5  bits: 18.5 E():   24 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (11-32:37-58) 
 
                                   10        20        30        40 
AAD-12                     DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
               50        60        70        80 
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE 
                                                
gi|162 VPQLEIVPNS                               
         70                                     
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 77.4  bits: 22.9 E():   25 
Smith-Waterman score: 56; 29.3% identity (60.3% similar) in 58 aa overlap (17-74:227-279) 
 
                             10        20        30        40       
AAD-12               DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                     :: ::. ..:  :.. . . ..  . : .: 
gi|203 MRHYMHPMDSDLSCRMTLKDKVVTEVDCEERHVLVHRSNKPVHMSYV-KMMLKQNKDGVA 
        200       210       220       230       240        250      
 
         50        60        70        80                           
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE                           
       . : : ....:.  :: : .  : :  :                                 
gi|203 ADLGP-TNAQPK--RPYLSFD-HKHKNPTETDVVEVLKKLCSEITEPQASIETSFTFQKL 
         260          270        280       290       300       310  
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.8  bits: 20.8 E():   27 
Smith-Waterman score: 49; 36.7% identity (66.7% similar) in 30 aa overlap (8-37:43-72) 
 
                                      10        20        30        
AAD-12                        DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
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                                     ::.. . .:: . : : ..::..  : : : 
gi|558 RVRSGGHDYEGLSYRSLQPENFAVVDLNQMRAVLVDGKARTAWVDSGAQLGELYYAISKY 
             20        30        40        50        60        70   
 
        40        50        60        70        80                  
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE                  
                                                                    
gi|558 SRTLAFPAGVCPTIGVGGNLAGGGFGMLLRKYGIAAENVIDVKLVDANGKLHDKKSMGDD 
             80        90       100       110       120       130   
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.6  bits: 20.2 E():   27 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (36-63:1-31) 
 
          10        20        30        40           50        60   
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
             70        80                                           
AAD-12 SLLIGRHAHAIPGMDAAE                                           
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.6  bits: 20.2 E():   27 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (36-63:1-31) 
 
          10        20        30        40           50        60   
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
             70        80                                           
AAD-12 SLLIGRHAHAIPGMDAAE                                           
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.6  bits: 20.2 E():   27 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (36-63:1-31) 
 
          10        20        30        40           50        60   
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
             70        80                                           
AAD-12 SLLIGRHAHAIPGMDAAE                                           
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.6  bits: 20.2 E():   27 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (36-63:1-31) 
 
          10        20        30        40           50        60   
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
             70        80                                           
AAD-12 SLLIGRHAHAIPGMDAAE                                           
       .                                                            
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gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.6  bits: 20.2 E():   27 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (36-63:1-31) 
 
          10        20        30        40           50        60   
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
             70        80                                           
AAD-12 SLLIGRHAHAIPGMDAAE                                           
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.6  bits: 20.2 E():   27 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (36-63:1-31) 
 
          10        20        30        40           50        60   
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
             70        80                                           
AAD-12 SLLIGRHAHAIPGMDAAE                                           
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.6  bits: 20.2 E():   27 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (36-63:1-31) 
 
          10        20        30        40           50        60   
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
             70        80                                           
AAD-12 SLLIGRHAHAIPGMDAAE                                           
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.6  bits: 20.2 E():   27 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (36-63:1-31) 
 
          10        20        30        40           50        60   
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
             70        80                                           
AAD-12 SLLIGRHAHAIPGMDAAE                                           
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.6  bits: 20.2 E():   27 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (36-63:1-31) 
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          10        20        30        40           50        60   
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
             70        80                                           
AAD-12 SLLIGRHAHAIPGMDAAE                                           
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.6  bits: 20.2 E():   27 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (36-63:1-31) 
 
          10        20        30        40           50        60   
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
             70        80                                           
AAD-12 SLLIGRHAHAIPGMDAAE                                           
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.6  bits: 20.2 E():   27 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (36-63:1-31) 
 
          10        20        30        40           50        60   
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
             70        80                                           
AAD-12 SLLIGRHAHAIPGMDAAE                                           
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.6  bits: 20.2 E():   27 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (36-63:1-31) 
 
          10        20        30        40           50        60   
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
             70        80                                           
AAD-12 SLLIGRHAHAIPGMDAAE                                           
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.6  bits: 20.2 E():   27 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (36-63:1-31) 
 
          10        20        30        40           50        60   
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
             70        80                                           
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AAD-12 SLLIGRHAHAIPGMDAAE                                           
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.6  bits: 20.2 E():   27 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (36-63:1-31) 
 
          10        20        30        40           50        60   
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
             70        80                                           
AAD-12 SLLIGRHAHAIPGMDAAE                                           
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 76.5  bits: 19.1 E():   28 
Smith-Waterman score: 43; 26.3% identity (57.9% similar) in 38 aa overlap (29-63:33-70) 
 
                 10        20        30        40           50      
AAD-12   DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVKV 
                                     ....:.::     .: :::   : : .. . 
gi|668 ASEAAAAAATPVAPTEGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPI 
             10        20        30        40        50        60   
 
          60        70        80                                    
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAE                                    
         . .. :                                                     
gi|668 FADMAKKSPNVVFLKVDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKL 
             70        80        90       100       110       120   
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.2  bits: 20.8 E():   29 
Smith-Waterman score: 49; 33.3% identity (46.7% similar) in 30 aa overlap (39-68:90-119) 
 
       10        20        30        40        50        60         
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     : ::   . :  : .   :. :: .   :: 
gi|259 GVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGR 
      60        70        80        90       100       110          
 
       70        80                                                 
AAD-12 HAHAIPGMDAAE                                                 
                                                                    
gi|259 FQDRHQKIRRFRRGDIIAIPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLA 
     120       130       140       150       160       170          
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.0  bits: 21.4 E():   30 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (26-40:609-623) 
 
                    10        20        30        40        50      
AAD-12      DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
          60        70        80                                    
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAE                                    
                                                                    
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.9  bits: 19.0 E():   30 
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Smith-Waterman score: 43; 29.6% identity (66.7% similar) in 27 aa overlap (35-61:9-35) 
 
           10        20        30        40        50        60     
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                                     ::.    . ..:.  : .:.:. ..::    
gi|244                       MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQS 
                                     10        20        30         
 
           70        80                                             
AAD-12 LIGRHAHAIPGMDAAE                                             
                                                                    
gi|244 CQRQFEEQQRFRNCQRYVKQEVQRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQ 
       40        50        60        70        80        90         
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.2  bits: 20.8 E():   33 
Smith-Waterman score: 49; 37.9% identity (62.1% similar) in 29 aa overlap (11-39:74-102) 
 
                                   10        20        30        40 
AAD-12                     DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     : .:.: .   ::.. :    : ::.:.:  
gi|112 NRIESEGGYIETWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGL 
            50        60        70        80        90       100    
 
               50        60        70        80                     
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE                     
                                                                    
gi|112 IFPGCPSTYEEPAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTG 
           110       120       130       140       150       160    
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.8  bits: 19.3 E():   34 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (13-28:46-61) 
 
                                 10        20        30        40   
AAD-12                   DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
             50        60        70        80                       
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE                       
                                                                    
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.3  bits: 19.3 E():   37 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (19-44:76-100) 
 
                           10        20        30        40         
AAD-12             DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
       50        60        70        80                             
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE                             
                                                                    
gi|549 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.3  bits: 19.3 E():   37 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (19-44:76-100) 
 
                           10        20        30        40         
AAD-12             DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
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       50        60        70        80                             
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE                             
                                                                    
gi|549 AKYQVGQNVALTGSTAAVYNDPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 74.2  bits: 19.3 E():   37 
Smith-Waterman score: 44; 29.6% identity (77.8% similar) in 27 aa overlap (18-44:77-102) 
 
                            10        20        30        40        
AAD-12              DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::... .:... :. ..  .:: ::    
gi|549 LKVHNDFRQKVAKGLETRGNPGPQPPAKNMNNLVWND-ELANIAQVWASQCNYGHDTCKD 
         50        60        70        80         90       100      
 
        50        60        70        80                            
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE                            
                                                                    
gi|549 TEKYPVGQNIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWA 
         110       120       130       140       150       160      
 
>>gi|56417506|gb|AAV90694.1| GE-rich salivary protein 30  (266 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.7  bits: 19.6 E():   39 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (13-43:183-213) 
 
                                 10        20        30        40   
AAD-12                   DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
            160       170       180       190       200       210   
 
             50        60        70        80                 
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE                 
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
            220       230       240       250       260       
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.7  bits: 19.0 E():   39 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (13-27:138-152) 
 
                                 10        20        30        40   
AAD-12                   DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
             50        60        70        80 
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE 
                                              
gi|391 ASIDTILTKV                             
       170                                    
 
>>gi|56417504|gb|AAV90693.1| 30 kDa salivary gland aller  (271 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.6  bits: 19.6 E():   40 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (13-43:188-218) 
 
                                 10        20        30        40   
AAD-12                   DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
       160       170       180       190       200       210        
 
             50        60        70        80                 
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE                 
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
       220       230       240       250       260       270  
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>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 73.3  bits: 19.6 E():   42 
Smith-Waterman score: 45; 34.5% identity (72.4% similar) in 29 aa overlap (21-47:237-265) 
 
                         10        20        30          40         
AAD-12           DALDEATRALVHQRSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATP 
                                     . ..:.. .:.:  .:.: .. :  ::::  
gi|168 EAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATG 
        210       220       230       240       250       260       
 
       50        60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE 
                                        
gi|168 AASGAATVAAGGYKV                  
        270       280                   
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.2  bits: 18.1 E():   42 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (23-40:26-43) 
 
                  10        20        30        40        50        
AAD-12    DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                : .. :. :: :..  ::                  
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
        60        70        80                   
AAD-12 ETGRPSLLIGRHAHAIPGMDAAE                   
                                                 
gi|897 PYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
               70        80        90       100  
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.1  bits: 19.9 E():   43 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (38-47:284-293) 
 
        10        20        30        40        50        60        
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
        70        80                          
AAD-12 RHAHAIPGMDAAE                          
                                              
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 73.0  bits: 19.6 E():   43 
Smith-Waterman score: 45; 34.5% identity (72.4% similar) in 29 aa overlap (21-47:246-274) 
 
                         10        20        30          40         
AAD-12           DALDEATRALVHQRSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATP 
                                     . ..:.. .:.:  .:.: .. :  ::::  
gi|330 EAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATG 
         220       230       240       250       260       270      
 
       50        60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE 
                                        
gi|330 AASGAATVAAGGYKV                  
         280       290                  
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 72.7  bits: 15.4 E():   45 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (16-30:1-15) 
 
               10        20        30        40        50        60 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG 
                      :: . : : ..::..                               
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gi|323                ARTAWVDSGAQLGELSY                             
                              10                                    
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 72.7  bits: 19.0 E():   45 
Smith-Waterman score: 43; 26.1% identity (60.9% similar) in 46 aa overlap (1-46:105-149) 
 
                                             10        20        30 
AAD-12                               DALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     :: :: ..    .   .... :  .:. .: 
gi|144 SGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKETIPYYTKKFDEV 
           80        90       100        110       120       130    
 
               40        50        60        70        80           
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE           
        .:...:.. :  : :                                             
gi|144 VKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVA 
           140       150       160       170       180       190    
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 72.5  bits: 19.0 E():   46 
Smith-Waterman score: 43; 26.1% identity (60.9% similar) in 46 aa overlap (1-46:109-153) 
 
                                             10        20        30 
AAD-12                               DALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     :: :: ..    .   .... :  .:. .: 
gi|622 SGKDDWENLEIDMIVDTISDFRAAIANYHYDA-DENSKQKKWDPLKKETIPYYTKKFDEV 
       80        90       100       110        120       130        
 
               40        50        60        70        80           
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE           
        .:...:.. :  : :                                             
gi|622 VKANGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVA 
       140       150       160       170       180       190        
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.3  bits: 18.1 E():   47 
Smith-Waterman score: 40; 25.6% identity (59.0% similar) in 39 aa overlap (10-48:54-92) 
 
                                    10        20        30          
AAD-12                      DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     :. . : . . : : .  : . ..:.:  : 
gi|117 KAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAG 
            30        40        50        60        70        80    
 
      40        50        60        70        80 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE 
        . .. :.:                                 
gi|117 GSAQAEAAPEAAKEEEKEESDEDMGFGLFD            
            90       100       110               
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.3  bits: 20.5 E():   47 
Smith-Waterman score: 48; 22.9% identity (57.1% similar) in 35 aa overlap (4-38:339-373) 
 
                                          10        20        30    
AAD-12                            DALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     ::  .:  . :  : . ...:.. : . .: 
gi|131 LLQPVSTPGEFELFFGAGGENPESFFKSFSDEILEAAFNTRRDRLQRIFGQQRQGVIVKA 
      310       320       330       340       350       360         
 
            40        50        60        70        80              
AAD-12 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE              
       .   .                                                        
gi|131 SEEQVRAMSRHEEGGIWPFGGESKGTINIYQQRPTHSNQYGQLHEVDASQYRQLRDLDLT 
      370       380       390       400       410       420         
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.2  bits: 19.3 E():   48 
Smith-Waterman score: 44; 20.0% identity (52.5% similar) in 40 aa overlap (23-62:51-90) 
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                       10        20        30        40        50   
AAD-12         DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|130 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               30        40        50        60        70        80 
 
             60        70        80                                 
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAE                                 
        . .:. ..:                                                   
gi|130 PQPQPQYSQPQEPISQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQS 
               90       100       110       120       130       140 
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 72.1  bits: 19.9 E():   49 
Smith-Waterman score: 46; 19.5% identity (45.5% similar) in 77 aa overlap (4-75:317-393) 
 
                                          10          20        30  
AAD-12                            DALDEATRALVHQRSARH--SLVYSQSKLGHVQ 
                                     :   . .. . .: :  :. ..  .   .  
gi|625 NDYTSWGTYAIGGSANPTILSQGNRFHAPNDPMKKNVLVRADAPHTESMKWNWRSEKDLL 
        290       300       310       320       330       340       
 
              40        50        60        70           80 
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA---HAIPGMDAAE 
       . :. ... : :   :: .    .  : :   : .   :   . .::      
gi|625 ENGAIFVASGCDPHLTPEQKSHLIPAEPGSAVLQLTSCAGTLKCVPGKPC   
        350       360       370       380       390         
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.0  bits: 19.0 E():   49 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (27-60:31-64) 
 
                   10        20        30        40        50       
AAD-12     DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :. :  . :::..::  .     . ::    
gi|616 NEIAXAKIDLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCA 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 PETGRPSLLIGRHAHAIPGMDAAE                                     
        . :                                                         
gi|616 SQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNK 
               70        80        90       100       110       120 
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 71.8  bits: 18.1 E():   50 
Smith-Waterman score: 40; 24.2% identity (75.8% similar) in 33 aa overlap (3-35:21-50) 
 
                                 10        20        30        40   
AAD-12                   DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                           ...:..:.   ....:.:.: : .: ....  :        
gi|160 GSQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQLDELNENKSKELQEKI 
               10        20           30        40        50        
 
             50        60        70        80                       
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE                       
                                                                    
gi|160 IRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQ 
        60        70        80        90       100       110        
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.6  bits: 18.4 E():   51 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (45-52:34-41) 
 
           20        30        40        50        60        70     
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
           80                                                       
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AAD-12 GMDAAE                                                       
                                                                    
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 71.5  bits: 18.4 E():   52 
Smith-Waterman score: 44; 35.4% identity (54.2% similar) in 48 aa overlap (29-74:79-122) 
 
                 10        20        30        40        50         
AAD-12   DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
                                     :. . :.  :  : : ::. .  . :  :  
gi|160 LGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGN--ITVGEDGTAA-INIVDKQIPL 
       50        60        70        80          90        100      
 
       60        70          80                         
AAD-12 TGRPSLLIGRHA--HAIPGMDAAE                         
       :: :  .::: .  :. :                               
gi|160 TG-PHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          110       120       130       140       150   
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 71.5  bits: 15.7 E():   53 
Smith-Waterman score: 36; 44.0% identity (56.0% similar) in 25 aa overlap (27-51:2-24) 
 
               10        20        30        40        50        60 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG 
                                 ::..  :  :  : :. : :::  :          
gi|751                          DLGYAP-ATPAAPGAGY-TPATPAAP          
                                         10         20              
 
               70        80 
AAD-12 RPSLLIGRHAHAIPGMDAAE 
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.4  bits: 19.3 E():   53 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (36-59:1-21) 
 
          10        20        30        40        50        60      
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::    :::  : .   : :       
gi|109                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
          70        80                                              
AAD-12 IGRHAHAIPGMDAAE                                              
                                                                    
gi|109 ADAAGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEP 
        30        40        50        60        70        80        
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.3  bits: 19.3 E():   53 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (36-59:1-21) 
 
          10        20        30        40        50        60      
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::    :::  : .   : :       
gi|239                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
          70        80                                              
AAD-12 IGRHAHAIPGMDAAE                                              
                                                                    
gi|239 ADAAGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEP 
        30        40        50        60        70        80        
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 71.3  bits: 16.3 E():   54 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (28-48:5-25) 
 
               10        20        30        40        50        60 
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AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG 
                                  :.: .: :  : : .   :.:             
gi|462                        TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXLSSA 
                                      10        20        30        
 
               70        80 
AAD-12 RPSLLIGRHAHAIPGMDAAE 
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.1  bits: 18.1 E():   55 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (11-32:6-27) 
 
               10        20        30        40        50        60 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG 
                 :.:.  ..  : :.  ::...:                             
gi|159      IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYKVPQLEIVPNSAEERLHSMKE 
                    10        20        30        40        50      
 
               70        80                                         
AAD-12 RPSLLIGRHAHAIPGMDAAE                                         
                                                                    
gi|159 GIHAQQKEPMIGVNQELAYFYPELFXQFYQPDAYPSGAWYYVPLGTQYTDAPSFSDIPNP 
          60        70        80        90       100       110      
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 71.1  bits: 15.7 E():   55 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (45-51:5-11) 
 
           20        30        40        50        60        70     
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     : .:.::                        
gi|751                           TKSQTHVPIRPNKLVLKVQKDRATN          
                                         10        20               
 
           80 
AAD-12 GMDAAE 
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.0  bits: 19.9 E():   55 
Smith-Waterman score: 46; 23.8% identity (55.6% similar) in 63 aa overlap (13-74:80-138) 
 
                                 10        20         30        40  
AAD-12                   DALDEATRALVHQRSARHSLVYSQS-KLGHVQQAGSAYIGYG 
                                     ::: .:. . ...  . :  :   :   .: 
gi|223 KLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVDVDHFIQLIRAL--FG 
      50        60        70        80        90       100          
 
              50        60        70        80                      
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE                      
       .. .:  :.  ..   .. .:  .  :: :..:                            
gi|223 LSRAARNLQDDLNDFLHSLEP--ISPRHRHGLPRQRRRSARVSAYLHADDFHKIITTIEA 
       110       120         130       140       150       160      
 
gi|223 LPEFANFYNFLKEHGLDVVDYINEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILP 
         170       180       190       200       210       220      
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 71.0  bits: 19.6 E():   55 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (59-75:225-240) 
 
       30        40        50        60        70        80         
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE         
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 71.0  bits: 19.6 E():   55 
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Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (59-75:225-240) 
 
       30        40        50        60        70        80         
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE         
                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.0  bits: 18.1 E():   56 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (38-55:25-42) 
 
        10        20        30        40        50        60        
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  ..: ..:             
gi|144       MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSL 
                     10        20        30        40        50     
 
        70        80                                                
AAD-12 RHAHAIPGMDAAE                                                
                                                                    
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVE 
           60        70        80        90       100       110     
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.8  bits: 18.1 E():   57 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (1-29:101-129) 
 
                                             10        20        30 
AAD-12                               DALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
               40        50        60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE 
                                                          
gi|273 RRRR                                               
                                                          
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 70.8  bits: 18.1 E():   57 
Smith-Waterman score: 40; 24.2% identity (75.8% similar) in 33 aa overlap (3-35:36-65) 
 
                                           10        20        30   
AAD-12                             DALDEATRALVHQRSARHSLVYSQSKLGHVQQ 
                                     ...:..:.   ....:.:.: : .: .... 
gi|420 VLIACFAASVLAQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQLDELNE 
          10        20        30        40           50        60   
 
             40        50        60        70        80             
AAD-12 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE             
         :                                                          
gi|420 NKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLK 
             70        80        90       100       110       120   
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 70.8  bits: 18.1 E():   57 
Smith-Waterman score: 40; 24.2% identity (75.8% similar) in 33 aa overlap (3-35:36-65) 
 
                                           10        20        30   
AAD-12                             DALDEATRALVHQRSARHSLVYSQSKLGHVQQ 
                                     ...:..:.   ....:.:.: : .: .... 
gi|111 VLIACFAASVLAQEHKPEKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQLDELNE 
          10        20        30        40           50        60   
 
             40        50        60        70        80             
AAD-12 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE             
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         :                                                          
gi|111 NKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLK 
             70        80        90       100       110       120   
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.8  bits: 18.1 E():   57 
Smith-Waterman score: 40; 20.7% identity (55.2% similar) in 29 aa overlap (1-29:101-129) 
 
                                             10        20        30 
AAD-12                               DALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     .. ::  .  ::. .   . ... . : :  
gi|273 GEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHH 
               80        90       100       110       120       130 
 
               40        50        60        70        80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE 
                                                          
gi|273 RRRR                                               
                                                          
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 70.8  bits: 18.1 E():   57 
Smith-Waterman score: 40; 24.2% identity (75.8% similar) in 33 aa overlap (3-35:36-65) 
 
                                           10        20        30   
AAD-12                             DALDEATRALVHQRSARHSLVYSQSKLGHVQQ 
                                     ...:..:.   ....:.:.: : .: .... 
gi|111 VLIACFAASVLAQGHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQLDELNE 
          10        20        30        40           50        60   
 
             40        50        60        70        80             
AAD-12 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE             
         :                                                          
gi|111 NKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLK 
             70        80        90       100       110       120   
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.8  bits: 15.7 E():   57 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (57-67:10-20) 
 
         30        40        50        60        70        80 
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE 
                                     :.:  :..: :              
gi|147                      AKITFTNNXPNTVWPGILTGFGQKPQ        
                                    10        20              
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 70.7  bits: 18.7 E():   58 
Smith-Waterman score: 42; 29.6% identity (70.4% similar) in 27 aa overlap (18-44:76-101) 
 
                            10        20        30        40        
AAD-12              DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::.. ..:... :  ..   :: ::    
gi|549 LKIHNDFRNKVARGLETRGNPGPQPPAKNMNNLVWN-NELANIAQIWASQCKYGHDTCKD 
          50        60        70        80         90       100     
 
        50        60        70        80                            
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE                            
                                                                    
gi|549 TTKYNVGQNIAVSSSTAAVYENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWA 
          110       120       130       140       150       160     
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 70.4  bits: 15.1 E():   60 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (42-49:10-17) 
 
              20        30        40        50        60        70  
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH 
                                     :.:  :::                       
gi|244                      IGNEDCTPWMSTLITPLP                      
                                    10                              
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              80 
AAD-12 AIPGMDAAE 
 
>>gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A-I [  (262 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.3  bits: 18.9 E():   61 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (23-69:71-117) 
 
                       10        20        30        40        50   
AAD-12         DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
             60        70        80                                 
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAE                                 
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.2  bits: 18.1 E():   62 
Smith-Waterman score: 40; 30.0% identity (56.7% similar) in 30 aa overlap (48-77:114-143) 
 
        20        30        40        50        60        70        
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ..:  ..:    :.: 
gi|189 HCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTVHNAPYCLGLD 
            90       100       110       120       130       140    
 
        80 
AAD-12 AAE 
           
gi|189 I   
           
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.1  bits: 18.1 E():   62 
Smith-Waterman score: 40; 26.7% identity (60.0% similar) in 30 aa overlap (48-77:115-144) 
 
        20        30        40        50        60        70        
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::   .:. ...  ..:    :.: 
gi|217 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
        80 
AAD-12 AAE 
           
gi|217 I   
           
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.1  bits: 18.1 E():   62 
Smith-Waterman score: 40; 30.0% identity (56.7% similar) in 30 aa overlap (48-77:115-144) 
 
        20        30        40        50        60        70        
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ..:  ..:    :.: 
gi|439 CRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
        80 
AAD-12 AAE 
           
gi|439 I   
           
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.6 E():   62 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (6-39:71-104) 
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                                        10        20        30      
AAD-12                          DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 
                                     :   :: .:.: .   ::..      : :  
gi|221 AQRPDNRIESEGGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGR 
               50        60        70        80        90       100 
 
          40        50        60        70        80                
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE                
       .:.:                                                         
gi|221 GYFGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQKVHRFDEGDLIAV 
              110       120       130       140       150       160 
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.7  bits: 18.6 E():   65 
Smith-Waterman score: 42; 33.3% identity (71.4% similar) in 21 aa overlap (28-48:72-92) 
 
                  10        20        30        40        50        
AAD-12    DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     : ...: .::   : ...:.:          
gi|383 TASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEE 
              50        60        70        80        90       100  
 
        60        70        80                                      
AAD-12 ETGRPSLLIGRHAHAIPGMDAAE                                      
                                                                    
gi|383 EEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEEL 
             110       120       130       140       150       160  
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.7  bits: 19.2 E():   66 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (55-73:99-117) 
 
           30        40        50        60        70        80     
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE     
                                     ::  .: : :.. . .:.:            
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
gi|908 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
      130       140       150       160       170       180         
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.7  bits: 19.2 E():   66 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (55-73:100-118) 
 
           30        40        50        60        70        80     
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE     
                                     ::  .: : :.. . .:.:            
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
gi|118 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     130       140       150       160       170       180          
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 69.5  bits: 18.9 E():   67 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (23-69:71-117) 
 
                       10        20        30        40        50   
AAD-12         DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|473 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
             60        70        80                                 
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAE                                 
        . .:. ..:.  :...                                            
gi|473 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
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>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.5  bits: 18.6 E():   67 
Smith-Waterman score: 42; 24.6% identity (57.9% similar) in 57 aa overlap (2-56:95-147) 
 
                                            10        20        30  
AAD-12                              DALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :. .. .. .. . ...:   :..   : : 
gi|136 VLDNSLGSMRIKNTDGSISLIIFPSPYYSPAFTKGEKVDLNTKRTKKSQHTSEGTYIHFQ 
           70        80        90       100       110       120     
 
              40        50          60        70        80          
AAD-12 QAGSAYIGYGMDTTATPLR-PL-VKVHPETGRPSLLIGRHAHAIPGMDAAE          
        .: .    . .   ::.. :: ::::                                  
gi|136 ISGVT----NTEKLPTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFEIRHQLTQI 
              130       140       150       160       170       180 
 
>>gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Thauma  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 69.5  bits: 15.1 E():   67 
Smith-Waterman score: 30; 66.7% identity (83.3% similar) in 6 aa overlap (70-75:15-20) 
 
      40        50        60        70        80 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE 
                                     : :.::      
gi|680                 ATFNFINNCPFTVWAAAVPG      
                               10        20      
 
>>gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A-II   (291 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 69.4  bits: 18.9 E():   68 
Smith-Waterman score: 43; 19.1% identity (53.2% similar) in 47 aa overlap (23-69:71-117) 
 
                       10        20        30        40        50   
AAD-12         DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . : .     : .:  
gi|170 QVPLVQEQQFQGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQPFRPQQPY 
               50        60        70        80        90       100 
 
             60        70        80                                 
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAE                                 
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQILQQILQQQLIPCRDVVLQQHNIAHGSSQV 
              110       120       130       140       150       160 
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.2  bits: 19.5 E():   70 
Smith-Waterman score: 45; 32.4% identity (61.8% similar) in 34 aa overlap (47-75:46-78) 
 
         20        30        40        50           60          70  
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL---VKVHPETGRPSLL--IGRHAH 
                                     :::::    ...: ....:  :  .: .   
gi|253 IEEPEMIAPTPPGQFPHQQPISSPNRTSRNTPLRPESTEIETHHHANHPPALPVLGMQL- 
          20        30        40        50        60        70      
 
              80                                                    
AAD-12 AIPGMDAAE                                                    
        .::                                                         
gi|253 PVPGTVPESSRAQSRASLNLDIDLDLHAPSHPSHLSHGAPHEQEHAHEIQRHRAHSAQSS 
           80        90       100       110       120       130     
 
>>gi|21673|emb|CAA35238.1| unnamed protein product [Trit  (307 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.9  bits: 18.9 E():   72 
Smith-Waterman score: 43; 22.0% identity (50.0% similar) in 50 aa overlap (20-69:86-131) 
 
                          10        20        30        40          
AAD-12            DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
                                     : : : .: . :      . : .     :  
gi|216 PFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQLPYPQPQ----LPYPQPQPFRPQ 
          60        70        80        90           100       110  
 
      50        60        70        80                              
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAE                              
       .:  . .:. ..:.  :...                                         
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gi|216 QPYPQSQPQYSQPQQPISQQQQQQQQQQQQKQQQQQQQQILQQILQQQLIPCRDVVLQQH 
             120       130       140       150       160       170  
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.9  bits: 18.3 E():   72 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (19-44:76-100) 
 
                           10        20        30        40         
AAD-12             DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
       50        60        70        80                             
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE                             
                                                                    
gi|549 AKYPVGQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.9  bits: 18.3 E():   72 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (19-44:76-100) 
 
                           10        20        30        40         
AAD-12             DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDI 
          50        60        70        80         90       100     
 
       50        60        70        80                             
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE                             
                                                                    
gi|549 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 18.9 E():   72 
Smith-Waterman score: 43; 27.8% identity (55.6% similar) in 36 aa overlap (38-73:234-269) 
 
        10        20        30        40        50        60        
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::  ..   .: . :.:   :.. :  .:  
gi|324 DPRTLNKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVIL 
           210       220       230       240       250       260    
 
        70        80                                 
AAD-12 RHAHAIPGMDAAE                                 
         .::.                                        
gi|324 SISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV 
           270       280       290       300         
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.7  bits: 18.3 E():   74 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (19-44:81-105) 
 
                           10        20        30        40         
AAD-12             DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|115 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
               60        70        80         90       100          
 
       50        60        70        80                             
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE                             
                                                                    
gi|115 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
     110       120       130       140       150       160          
 
>>gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos tauru  (172 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.6  bits: 18.0 E():   75 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (11-32:49-70) 
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                                   10        20        30        40 
AAD-12                     DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
       20        30        40        50        60        70         
 
               50        60        70        80                     
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE                     
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
       80        90       100       110       120       130         
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 68.4  bits: 13.9 E():   77 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (8-12:2-6) 
 
               10        20        30        40        50        60 
AAD-12 DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG 
              : :::                                                 
gi|463       DRNLVHSATR                                             
                     10                                             
 
>>gi|289064179|gb|ADC80503.1| non-specific lipid transfe  (118 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.3  bits: 17.4 E():   78 
Smith-Waterman score: 38; 66.7% identity (88.9% similar) in 9 aa overlap (70-78:81-89) 
 
      40        50        60        70        80                    
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE                    
                                     : ::::..:                      
gi|289 ASCCSGVRSLNAAAKTTPDRQAVCNCLKSAAGAIPGFNANNAGILPGKCGVSIPYKISTS 
               60        70        80        90       100       110 
 
gi|289 TNCATIKF 
                
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.0  bits: 18.3 E():   81 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (19-44:99-123) 
 
                           10        20        30        40         
AAD-12             DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|856 KEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
       50        60        70        80                             
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE                             
                                                                    
gi|856 AKYQVGQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.0  bits: 18.3 E():   81 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (19-44:99-123) 
 
                           10        20        30        40         
AAD-12             DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|162 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
       50        60        70        80                             
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE                             
                                                                    
gi|162 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 19.5 E():   82 
Smith-Waterman score: 45; 38.5% identity (69.2% similar) in 26 aa overlap (8-33:133-158) 
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                                      10        20        30        
AAD-12                        DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.: . .:: . : : ..::..  :     
gi|558 RVRSGGHDYEGLSYRSERPEAFAVVDLNKMRAVVVDGKARTAWVDSGAQLGELYYAIAKN 
            110       120       130       140       150       160   
 
        40        50        60        70        80                  
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE                  
                                                                    
gi|558 SPVLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGTLLDKSSMSAD 
            170       180       190       200       210       220   
 
>>gi|145904610|gb|ABP97433.1| Ara h 8 allergen isoform [  (153 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.9  bits: 17.7 E():   82 
Smith-Waterman score: 39; 85.7% identity (100.0% similar) in 7 aa overlap (1-7:72-78) 
 
                                             10        20        30 
AAD-12                               DALDEATRALVHQRSARHSLVYSQSKLGHV 
                                     ::.::::                        
gi|145 EIVEGNGGPGTVKKVTAVEDGKTSYVLHKIDAIDEATYTYDYTISGGTGFQEILEKVSFK 
              50        60        70        80        90       100  
 
               40        50        60        70        80   
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE   
                                                            
gi|145 TKLEAADGGSKIKVSVTFHTKGDAPLPDEVHQDVKQKSQGIFKAIEGYVLSN 
             110       120       130       140       150    
 
>>gi|170720|gb|AAA34280.1| alpha/beta-gliadin precursor   (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.8  bits: 18.6 E():   83 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (23-69:71-117) 
 
                       10        20        30        40        50   
AAD-12         DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
             60        70        80                                 
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAE                                 
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|21761|emb|CAA26384.1| unnamed protein product [Trit  (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.8  bits: 18.6 E():   83 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (23-69:71-117) 
 
                       10        20        30        40        50   
AAD-12         DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|217 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQQFRPQQPY 
               50        60        70        80        90       100 
 
             60        70        80                                 
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAE                                 
        . .:. ..:.  :...                                            
gi|217 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|21755|emb|CAA25593.1| unnamed protein product [Trit  (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.8  bits: 18.6 E():   83 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (23-69:71-117) 
 
                       10        20        30        40        50   
AAD-12         DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|217 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
             60        70        80                                 
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AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAE                                 
        . .:. ..:.  :...                                            
gi|217 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 67.5  bits: 13.9 E():   86 
Smith-Waterman score: 26; 50.0% identity (83.3% similar) in 6 aa overlap (62-67:1-6) 
 
              40        50        60        70        80 
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE 
                                     :.. ::              
gi|250                               PTITIGGPEYR         
                                             10          
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 39; 36.8% identity (78.9% similar) in 19 aa overlap (2-20:129-147) 
 
                                            10        20        30  
AAD-12                              DALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     ..:.::.: :..  : ..:            
gi|215 GTDYQTYSIVAGCLDNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQS 
      100       110       120       130       140       150         
 
              40        50        60        70        80 
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE 
                                                         
gi|215 YCVQY                                             
      160                                                
 
>>gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betula p  (21 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 67.3  bits: 14.7 E():   89 
Smith-Waterman score: 29; 42.9% identity (50.0% similar) in 14 aa overlap (41-54:8-21) 
 
               20        30        40        50        60        70 
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :  :.  ::  : :                 
gi|309                        MRVFNYKGETTSLIPLARLFK                 
                                      10        20                  
 
               80 
AAD-12 HAIPGMDAAE 
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.2  bits: 18.0 E():   90 
Smith-Waterman score: 40; 30.8% identity (69.2% similar) in 26 aa overlap (19-44:76-100) 
 
                           10        20        30        40         
AAD-12             DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:... :. .    :: ::     
gi|740 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
       50        60        70        80                             
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE                             
                                                                    
gi|740 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.2  bits: 18.0 E():   90 
Smith-Waterman score: 40; 34.5% identity (51.7% similar) in 29 aa overlap (34-62:139-165) 
 
            10        20        30        40        50        60    
AAD-12 DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS 
                                     :  :.  :. :. . :  : .::   : :  
gi|116 KYAGVFVSTGTLGGGQETTAITSMSTLVDHGFIYVPLGYKTAFSMLANLDEVH--GGSPW 
      110       120       130       140       150       160         
 
            70        80                      
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AAD-12 LLIGRHAHAIPGMDAAE                      
                                              
gi|116 GAGTFSAGDGSRQPSELELNIAQAQGKAFYEAVAKAHQ 
        170       180       190       200     
 
>>gi|159793197|gb|ABW98943.1| alpha S1 casein [Bos tauru  (205 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 18.0 E():   90 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (11-32:82-103) 
 
                                   10        20        30        40 
AAD-12                     DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
              60        70        80        90       100       110  
 
               50        60        70        80                     
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE                     
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
             120       130       140       150       160       170  
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.1  bits: 17.7 E():   90 
Smith-Waterman score: 39; 36.8% identity (78.9% similar) in 19 aa overlap (2-20:131-149) 
 
                                            10        20        30  
AAD-12                              DALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     ..:.::.: :..  : ..:            
gi|212 GTDYQTYSIVAGCLDNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQS 
              110       120       130       140       150       160 
 
              40        50        60        70        80 
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE 
                                                         
gi|212 YCVQYKS                                           
                                                         
 
>>gi|253683676|gb|ACT33296.1| putative tabinhibitin 9 [T  (252 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.1  bits: 18.3 E():   91 
Smith-Waterman score: 41; 42.9% identity (71.4% similar) in 14 aa overlap (19-32:139-152) 
 
                           10        20        30        40         
AAD-12             DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     ::. .  : ::.:.                 
gi|253 EAYKCRHTLRFWTPGQLNFEFYADKMPFTMSLISTAIKRGHMQKHNITRDIVEKYQPVGP 
      110       120       130       140       150       160         
 
       50        60        70        80                             
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE                             
                                                                    
gi|253 KGNVKELALAIFDRVTAVGCGLTTWKLGGKARAFFTCNFFSENDYNRPVYKTGNSPGEKC 
      170       180       190       200       210       220         
 
>>gi|8453086|gb|AAF75225.1|AF208981_1 paramyosin isoform  (473 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 67.0  bits: 19.2 E():   92 
Smith-Waterman score: 44; 29.7% identity (56.8% similar) in 37 aa overlap (1-36:33-69) 
 
                                             10        20           
AAD-12                               DALDEATRALVHQRSARHSLVYSQSKL-GH 
                                     : : :: .::.      : :   ...: :. 
gi|845 AAGELQKMKSLYEKAVEQKEALARENKKLQDELHEAKEALADANRKLHELDLENARLAGE 
             10        20        30        40        50        60   
 
      30        40        50        60        70        80          
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE          
       ...  .:                                                      
gi|845 IRDLQTALKESDAARREAENRAQRLAADLQQLRIEMERRLQEKEEEMEALRKNMQFEIDR 
             70        80        90       100       110       120   
 
>>gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea sati  (316 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 66.9  bits: 18.6 E():   93 
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Smith-Waterman score: 42; 31.2% identity (53.1% similar) in 32 aa overlap (26-57:191-220) 
 
                    10        20        30        40        50      
AAD-12      DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     .: :  . :.:  . : :   .:   :: . 
gi|135 FVMENNKQTYCTSKSWPCVFGKQYYGRGPIQLTHNYNYGQAGKAIGADLINNP--DLVAT 
              170       180       190       200       210           
 
          60        70        80                                    
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAE                                    
       .:                                                           
gi|135 NPTISFKTAIWFWMTPQANKPSSHDVIIGNWRPSAADTSAGRVPSYGVITNIINGGLECG 
      220       230       240       250       260       270         
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 18.0 E():   93 
Smith-Waterman score: 40; 38.5% identity (42.3% similar) in 26 aa overlap (39-64:60-85) 
 
       10        20        30        40        50        60         
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     :  :  :  :  : ::.   :  : :     
gi|613 CLEYSNVGFTDAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIA 
      30        40        50        60        70        80          
 
       70        80                                                 
AAD-12 HAHAIPGMDAAE                                                 
                                                                    
gi|613 QRWANQCTFEHDACRNVERFAVGQNIAATSSSGKNKSTLSDMILLWYNEVKDFDNRWISS 
      90       100       110       120       130       140          
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.9  bits: 17.4 E():   93 
Smith-Waterman score: 38; 25.0% identity (62.5% similar) in 24 aa overlap (3-26:46-69) 
 
                                           10        20        30   
AAD-12                             DALDEATRALVHQRSARHSLVYSQSKLGHVQQ 
                                     .:.. ..:.:     . :  ..::       
gi|856 AVSGFIVGDKKEDEWRMAFDRLMMEELETKIDQVEKGLLHLSEQYKELEKTKSKELKEQI 
          20        30        40        50        60        70      
 
             40        50        60        70        80             
AAD-12 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE             
                                                                    
gi|856 LRELTIGENFMKGALKFFEMEAKRTDLNMFERYNYEFALESIKLLIKKLDELAKKVKAVN 
          80        90       100       110       120       130      
 
>>gi|162792|gb|AAA30428.1| alpha-s1-casein precursor [Bo  (214 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 18.0 E():   95 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (11-32:91-112) 
 
                                   10        20        30        40 
AAD-12                     DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
               70        80        90       100       110       120 
 
               50        60        70        80                     
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE                     
                                                                    
gi|162 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
              130       140       150       160       170       180 
 
>>gi|162794|gb|AAA30429.1| alpha-S1-casein [Bos taurus]   (214 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 18.0 E():   95 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (11-32:91-112) 
 
                                   10        20        30        40 
AAD-12                     DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
               70        80        90       100       110       120 
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               50        60        70        80                     
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE                     
                                                                    
gi|162 VPQLEIVPNSAEERLHSMKEGIDAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
              130       140       150       160       170       180 
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 18.0 E():   96 
Smith-Waterman score: 40; 63.6% identity (63.6% similar) in 11 aa overlap (4-14:88-98) 
 
                                          10        20        30    
AAD-12                            DALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     :   :::: ::                    
gi|161 NDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDLGTLYQRFGDYYYPI 
        60        70        80        90       100       110        
 
            40        50        60        70        80              
AAD-12 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE              
                                                                    
gi|161 MFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIASVSTAAILGFDITR 
       120       130       140       150       160       170        
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 18.3 E():   96 
Smith-Waterman score: 41; 31.8% identity (59.1% similar) in 22 aa overlap (10-31:127-148) 
 
                                    10        20        30          
AAD-12                      DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     : :.:  :: ..  .:   :..         
gi|273 KMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKD 
        100       110       120       130       140       150       
 
      40        50        60        70        80                    
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE                    
                                                                    
gi|273 ELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAELKN 
        160       170       180       190       200       210       
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 18.3 E():   96 
Smith-Waterman score: 41; 31.8% identity (59.1% similar) in 22 aa overlap (10-31:127-148) 
 
                                    10        20        30          
AAD-12                      DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     : :.:  :: ..  .:   :..         
gi|273 KMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKD 
        100       110       120       130       140       150       
 
      40        50        60        70        80                    
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE                    
                                                                    
gi|273 ELLKMKKDGKTKKELEAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAELKN 
        160       170       180       190       200       210       
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 18.3 E():   96 
Smith-Waterman score: 41; 31.8% identity (59.1% similar) in 22 aa overlap (10-31:127-148) 
 
                                    10        20        30          
AAD-12                      DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     : :.:  :: ..  .:   :..         
gi|273 KMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKD 
        100       110       120       130       140       150       
 
      40        50        60        70        80                    
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE                    
                                                                    
gi|273 ELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAELKN 
        160       170       180       190       200       210       
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>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.6  bits: 18.9 E():   96 
Smith-Waterman score: 43; 35.0% identity (65.0% similar) in 20 aa overlap (27-46:133-152) 
 
                   10        20        30        40        50       
AAD-12     DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :: ... :.    : .::.:           
gi|129 IRKNEDVAYVEEDQIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVD 
            110       120       130       140       150       160   
 
         60        70        80                                     
AAD-12 PETGRPSLLIGRHAHAIPGMDAAE                                     
                                                                    
gi|129 SGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASILSVKVFQG 
            170       180       190       200       210       220   
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.6  bits: 18.9 E():   96 
Smith-Waterman score: 43; 35.0% identity (65.0% similar) in 20 aa overlap (27-46:133-152) 
 
                   10        20        30        40        50       
AAD-12     DALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :: ... :.    : .::.:           
gi|746 IRKNEDVAYVEEDQIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVD 
            110       120       130       140       150       160   
 
         60        70        80                                     
AAD-12 PETGRPSLLIGRHAHAIPGMDAAE                                     
                                                                    
gi|746 SGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASILSVKVFQG 
            170       180       190       200       210       220   
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 19.2 E():   96 
Smith-Waterman score: 44; 28.6% identity (57.1% similar) in 35 aa overlap (1-34:173-207) 
 
                                             10         20          
AAD-12                               DALDEATRAL-VHQRSARHSLVYSQSKLGH 
                                     . ::.  : . .   . .. : :.: . :: 
gi|186 AVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGH 
            150       160       170       180       190       200   
 
      30        40        50        60        70        80          
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE          
        .: :                                                        
gi|186 QSQKGKHQQEEENEGGSILSGFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGL 
            210       220       230       240       250       260   
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.6  bits: 19.2 E():   96 
Smith-Waterman score: 44; 28.6% identity (57.1% similar) in 35 aa overlap (1-34:173-207) 
 
                                             10         20          
AAD-12                               DALDEATRAL-VHQRSARHSLVYSQSKLGH 
                                     . ::.  : . .   . .. : :.: . :: 
gi|186 AVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGH 
            150       160       170       180       190       200   
 
      30        40        50        60        70        80          
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE          
        .: :                                                        
gi|186 QSQKGKHQQEEENEGGSILSGFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGL 
            210       220       230       240       250       260   
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.6  bits: 18.9 E():   97 
Smith-Waterman score: 43; 35.5% identity (54.8% similar) in 31 aa overlap (44-74:3-32) 
 
            20        30        40        50        60        70    
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                                     : : :.  :. .   .:   :  : ::..: 
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gi|238                             FITKAIPIV-LAALSAVNGAKILEAGPHAETI 
                                            10        20        30  
 
            80                                                      
AAD-12 PGMDAAE                                                      
       :                                                            
gi|238 PNKYIVVMKKDVSDEAFSTHTTWLSQNLNRRLMRRSGSSKAMAGMQNKYSLGGIFRAYSG 
              40        50        60        70        80        90  
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.7 E():   97 
Smith-Waterman score: 39; 35.3% identity (70.6% similar) in 17 aa overlap (37-53:118-134) 
 
         10        20        30        40        50        60       
AAD-12 TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI 
                                     :. . :...: : . ::              
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
         70        80                  
AAD-12 GRHAHAIPGMDAAE                  
                                       
gi|195 ALEKFDKALKALPMHIRLSFNPTQLEEQCHI 
       150       160       170         
 
>>gi|190684057|gb|ACE82289.1| glutathione transferase [T  (222 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 66.4  bits: 18.0 E():   98 
Smith-Waterman score: 40; 32.4% identity (59.5% similar) in 37 aa overlap (46-78:50-86) 
 
          20        30        40        50        60           70   
AAD-12 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP---SLLIGRHAH- 
                                     :.:..  . :  . :::   ::.: .. .  
gi|190 RVRIALAEKGLPYEYAEEDLMAGKSDRLLRANPVHKKIPVLLHDGRPVNESLIILQYLED 
      20        30        40        50        60        70          
 
              80                                                    
AAD-12 AIPGMDAAE                                                    
       :.:   :                                                      
gi|190 AFPDAPALLPSDPYARAQARFWADYVDKKVYDCGSRLWKLKGEPQAQARAEMLDILKTLD 
      80        90       100       110       120       130          
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.4  bits: 17.1 E():   99 
Smith-Waterman score: 37; 26.7% identity (56.7% similar) in 30 aa overlap (48-77:90-119) 
 
        20        30        40        50        60        70        
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ...  ..:    :.: 
gi|253 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNAPYCLGLD 
      60        70        80        90       100       110          
 
        80 
AAD-12 AAE 
           
gi|253 I   
     120   
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.3  bits: 17.7 E(): 1e 
Smith-Waterman score: 39; 36.8% identity (78.9% similar) in 19 aa overlap (2-20:147-165) 
 
                                            10        20        30  
AAD-12                              DALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     ..:.::.: :..  : ..:            
gi|606 GTDYQTYSIVAGCLDNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQS 
        120       130       140       150       160       170       
 
              40        50        60        70        80 
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE 
                                                         
gi|606 YCVQYKS                                           
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80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:55 2011 done: Fri Jan 21 00:02:55 2011 
 Total Scan time:  0.060 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 147  - 226 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     0     8:  * 
  34     2    22:=      * 
  36    22    44:========      * 
  38    76    73:========================*= 
  40    85   102:=============================    * 
  42    96   125:================================         * 
  44   127   138:===========================================  * 
  46   157   140:==============================================*====== 
  48   118   134:========================================    * 
  50   105   122:===================================     * 
  52   112   108:===================================*== 
  54   102    92:==============================*=== 
  56   119    77:=========================*============== 
  58    54    63:==================  * 
  60    55    51:================*== 
  62    49    41:=============*=== 
  64    38    33:==========*== 
  66    42    26:========*===== 
  68    22    20:======*= 
  70    24    16:=====*== 
  72    17    12:===*== 
  74     9    10:===* 
  76    21     8:==*==== 
  78    12     6:=*== 
  80     9     5:=*= 
  82     4     3:*= 
  84     8     3:*== 
  86     1     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     1     0:=         *= 
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 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.93330.0032; mu= 3.8570 0.165 
 mean_var=32.4581 7.717, 0's: 2 Z-trim: 3  B-trim: 71 in 1/43 
 Lambda= 0.225119 
 Kolmogorov-Smirnov  statistic: 0.0819 (N=27) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   69 27.4    0.27 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   56 23.3     1.4 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   59 24.1     3.1 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 19.3     7.1 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   56 23.1     8.9 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   56 23.1       9 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   47 20.4     9.4 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   53 22.2      10 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   53 22.2      10 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   52 21.9      10 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 21.9      11 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 23.0      11 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 23.0      12 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   51 21.5      12 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 17.2      12 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 21.2      14 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   52 21.8      16 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   52 21.8      17 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   49 20.9      17 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   52 21.8      17 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   52 21.8      17 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   52 21.8      17 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.7      18 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.7      18 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.7      18 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   52 21.8      18 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   47 20.3      20 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 20.9      20 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   50 21.2      21 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   51 21.5      21 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   48 20.6      21 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   45 19.7      21 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 19.4      22 
gi|21757|emb|CAA26383.1| unnamed protein product [ ( 296)   48 20.6      22 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   45 19.7      24 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   48 20.6      24 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 18.5      24 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 20.9      24 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.9      25 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   49 20.9      26 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 20.3      27 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 20.3      27 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 20.3      27 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 20.3      27 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 20.3      27 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 20.3      27 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 20.3      27 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 20.3      27 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 20.3      27 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 20.3      27 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 20.3      27 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 20.3      27 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 20.3      27 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 20.3      27 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   43 19.1      27 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   49 20.8      29 
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gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   43 19.1      29 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 21.4      30 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   49 20.8      33 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 19.4      34 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   44 19.3      36 
gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Veno ( 204)   44 19.3      36 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   44 19.3      37 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 19.0      39 
gi|56417506|gb|AAV90694.1| GE-rich salivary protei ( 266)   45 19.6      39 
gi|56417504|gb|AAV90693.1| 30 kDa salivary gland a ( 271)   45 19.6      39 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 18.2      41 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   45 19.6      41 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 19.9      42 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   45 19.6      43 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 15.5      43 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   40 18.1      46 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 19.3      47 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   48 20.5      47 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   46 19.9      48 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   43 19.0      48 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   40 18.1      49 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.8      50 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.4      50 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   41 18.4      51 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 19.3      51 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 16.4      51 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.8      52 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   44 19.3      52 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   44 19.3      52 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 18.1      53 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 18.1      54 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.8      54 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.6      55 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.6      55 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   46 19.9      55 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   42 18.7      55 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   40 18.1      55 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   40 18.1      55 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   40 18.1      55 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   42 18.7      56 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 15.2      57 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   42 18.7      57 
gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A ( 262)   43 19.0      59 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   40 18.1      60 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   40 18.1      60 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   40 18.1      60 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   42 18.7      61 
gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Th (  20)   30 15.2      63 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   42 18.7      64 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   44 19.3      64 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   44 19.3      65 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   42 18.7      65 
gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   43 19.0      65 
gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A ( 291)   43 19.0      66 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   45 19.5      69 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   39 17.8      69 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   39 17.8      69 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   41 18.4      70 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   41 18.4      70 
gi|21673|emb|CAA35238.1| unnamed protein product [ ( 307)   43 19.0      70 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   43 19.0      71 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   41 18.4      72 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 14.0      72 
gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos t ( 172)   40 18.1      73 
gi|289064179|gb|ADC80503.1| non-specific lipid tra ( 118)   38 17.5      75 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   41 18.4      79 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   41 18.4      79 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   26 14.0      80 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   45 19.5      80 
gi|21755|emb|CAA25593.1| unnamed protein product [ ( 286)   42 18.6      81 
gi|170720|gb|AAA34280.1| alpha/beta-gliadin precur ( 286)   42 18.6      81 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 5189



 

 

gi|21761|emb|CAA26384.1| unnamed protein product [ ( 286)   42 18.6      81 
gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betu (  21)   29 14.8      83 
gi|215794707|pdb|3EBW|A Chain A, Crystal Structure ( 163)   39 17.8      85 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   40 18.0      87 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   40 18.0      87 
gi|212675312|gb|ACJ37391.1| Per a 4 allergen varia ( 167)   39 17.8      88 
gi|159793197|gb|ABW98943.1| alpha S1 casein [Bos t ( 205)   40 18.0      88 
gi|253683676|gb|ACT33296.1| putative tabinhibitin  ( 252)   41 18.3      88 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   38 17.5      90 
gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea  ( 316)   42 18.6      90 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   40 18.0      91 
gi|162794|gb|AAA30429.1| alpha-S1-casein [Bos taur ( 214)   40 18.0      92 
gi|162792|gb|AAA30428.1| alpha-s1-casein precursor ( 214)   40 18.0      92 
gi|161137518|gb|ABX57814.1| delta class glutathion ( 216)   40 18.0      93 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   39 17.7      94 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   41 18.3      94 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   41 18.3      94 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   41 18.3      94 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   43 18.9      94 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   43 18.9      94 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   43 18.9      95 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   44 19.2      95 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   44 19.2      95 
gi|3121755|sp|P81216.1|ALL21_HORSE RecName: Full=D (  29)   30 15.1      95 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   37 17.2      95 
gi|190684057|gb|ACE82289.1| glutathione transferas ( 222)   40 18.0      96 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   27 14.2      96 
gi|60678787|gb|AAX33728.1| Per a 4 allergen [Perip ( 183)   39 17.7      97 
gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} (  20)   28 14.5      98 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   39 17.7      98 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  65 init1:  65 opt:  69  Z-score: 112.5  bits: 27.4 E(): 0.27 
Smith-Waterman score: 69; 23.8% identity (51.2% similar) in 80 aa overlap (1-74:314-393) 
 
                                             10           20        
AAD-12                               ALDEATRALV---HQRSARHSLVYSQSKLG 
                                     : :: ..  :   : ..: .:. ..      
gi|113 VVNNNYDKWGSYAIGGSASPTILSQGNRFCAPDERSKKNVLGRHGEAAAESMKWNWRTNK 
           290       300       310       320       330       340    
 
        30        40        50        60        70           80 
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI---PGMDAAES 
        : . :. ... :.: . :: .    .  : :. .: .   : ..   ::       
gi|113 DVLENGAIFVASGVDPVLTPEQSAGMIPAEPGESALSLTSSAGVLSCQPGAPC    
           350       360       370       380       390          
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  45 init1:  45 opt:  56  Z-score: 100.0  bits: 23.3 E():  1.4 
Smith-Waterman score: 56; 29.5% identity (63.6% similar) in 44 aa overlap (4-43:34-77) 
 
                                          10            20          
AAD-12                            ALDEATRALVHQRSARHS----LVYSQSKLGHV 
                                     .:   . .: :..::    :.... .. :: 
gi|527 HITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHV 
            10        20        30        40        50        60    
 
      30        40        50        60        70        80        
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES        
       :.:.. :   .: :                                             
gi|527 QDAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
            70        80        90       100       110       120  
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  59  Z-score: 93.6  bits: 24.1 E():  3.1 
Smith-Waterman score: 59; 35.6% identity (60.0% similar) in 45 aa overlap (12-49:198-242) 
 
                                  10        20              30      
AAD-12                    ALDEATRALVHQRSARHSLVYSQSKL------GHVQQAGSA 
                                     ::. :..:  .:. :      :  ..: .  
gi|303 LVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALAD 
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       170       180       190       200       210       220        
 
          40         50        60        70        80               
AAD-12 YIGYGMDT-TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES               
        .:.:::: ::  .:                                              
gi|303 VLGFGMDTETARKVRGEDDQRGHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICS 
       230       240       250       260       270       280        
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 87.2  bits: 19.3 E():  7.1 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (27-47:5-25) 
 
               10        20        30        40        50        60 
AAD-12 ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                 :.:..: :. .::  .  :.:              
gi|462                       AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKNLNSA 
                                     10        20        30         
 
               70        80 
AAD-12 PSLLIGRHAHAIPGMDAAES 
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  56  Z-score: 85.5  bits: 23.1 E():  8.9 
Smith-Waterman score: 56; 27.8% identity (63.9% similar) in 36 aa overlap (12-47:539-574) 
 
                                  10        20        30        40  
AAD-12                    ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.:.. .   . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYP 
      510       520       530       540       550       560         
 
              50        60        70        80                      
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES                      
        ..  :                                                       
gi|217 TSVQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQP 
      570       580       590       600       610       620         
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 85.3  bits: 23.1 E():    9 
Smith-Waterman score: 56; 25.0% identity (63.9% similar) in 36 aa overlap (12-47:551-586) 
 
                                  10        20        30        40  
AAD-12                    ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.... . . . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYP 
              530       540       550       560       570       580 
 
              50        60        70        80                      
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES                      
        .   :                                                       
gi|217 TSLQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQP 
              590       600       610       620       630       640 
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 85.0  bits: 20.4 E():  9.4 
Smith-Waterman score: 47; 27.5% identity (50.0% similar) in 40 aa overlap (40-79:19-58) 
 
      10        20        30        40        50        60          
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :.: ::  :. :.:.        .     : 
gi|135             MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFA 
                           10        20        30        40         
 
      70        80                                                  
AAD-12 HAIPGMDAAES                                                  
       .:. : :. .                                                   
gi|135 KALEGKDVKDLLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGL 
       50        60        70        80        90       100         
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 84.4  bits: 22.2 E():   10 
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Smith-Waterman score: 53; 19.7% identity (51.5% similar) in 66 aa overlap (1-63:315-380) 
 
                                             10           20        
AAD-12                               ALDEATRALVHQRS---ARHSLVYSQSKLG 
                                     : :.  .  :  :.   : .:....  .   
gi|113 VVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDK 
          290       300       310       320       330       340     
 
        30        40        50        60        70        80 
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES 
        . . :. ..  : : . ::..    .  : :. ..                  
gi|113 DLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTSSAGVFSCHPGAPC 
          350       360       370       380       390        
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  48 init1:  48 opt:  53  Z-score: 84.4  bits: 22.2 E():   10 
Smith-Waterman score: 53; 19.7% identity (51.5% similar) in 66 aa overlap (1-63:315-380) 
 
                                             10           20        
AAD-12                               ALDEATRALVHQRS---ARHSLVYSQSKLG 
                                     : :.  .  :  :.   : .:....  .   
gi|166 VVNNNYDRWGTYAIGGSSAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDK 
          290       300       310       320       330       340     
 
        30        40        50        60        70        80 
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES 
        . . :. ..  : : . ::..    .  : :. ..                  
gi|166 DLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAAIKLTSSAGVFSCRPGAPC 
          350       360       370       380       390        
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 84.4  bits: 21.9 E():   10 
Smith-Waterman score: 52; 28.3% identity (56.7% similar) in 60 aa overlap (8-67:232-276) 
 
                                      10        20        30        
AAD-12                        ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                     : .:  :. ::....:..  . ::       
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIH--SVVHSIIMQQQQQQQQQQ------ 
             210       220       230         240       250          
 
        40        50        60        70        80                  
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES                  
         :.:     . :: . : ..:. ::. :.                               
gi|170 --GIDI----FLPLSQ-HEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYV 
                 260        270       280       290       300       
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 84.1  bits: 21.9 E():   11 
Smith-Waterman score: 52; 40.0% identity (56.0% similar) in 25 aa overlap (34-58:25-49) 
 
            10        20        30        40        50        60    
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                                     .:  ::.  : :::  : . . : :      
gi|249       MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPA 
                     10        20        30        40        50     
 
            70        80                                            
AAD-12 LIGRHAHAIPGMDAAES                                            
                                                                    
gi|249 TPAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGL 
           60        70        80        90       100       110     
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 83.5  bits: 23.0 E():   11 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (22-39:283-300) 
 
                        10        20        30        40        50  
AAD-12          ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
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              60        70        80                                
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAES                                
                                                                    
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 83.3  bits: 23.0 E():   12 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (22-39:289-306) 
 
                        10        20        30        40        50  
AAD-12          ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
 
              60        70        80                                
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAES                                
                                                                    
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 83.0  bits: 21.5 E():   12 
Smith-Waterman score: 51; 36.1% identity (55.6% similar) in 36 aa overlap (32-62:21-56) 
 
              10        20        30          40           50       
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGS--AYIGYGMDTTATP---LRPLVKVHP 
                                     :::  : .:::  : :.:     : . . : 
gi|330           MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAP 
                         10        20        30        40        50 
 
         60        70        80                                     
AAD-12 ETGRPSLLIGRHAHAIPGMDAAES                                     
         ..:.                                                       
gi|330 AGAEPAGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLS 
               60        70        80        90       100       110 
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 83.0  bits: 17.2 E():   12 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (68-73:8-13) 
 
        40        50        60        70        80 
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES 
                                     ::: .:        
gi|131                        GPVGGVVHAHMMPLL      
                                      10           
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 82.1  bits: 21.2 E():   14 
Smith-Waterman score: 50; 32.1% identity (57.1% similar) in 28 aa overlap (35-62:1-28) 
 
           10        20        30        40        50        60     
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::  : :.:    . . :  ..:.   
gi|295                               ADLGYGPATPAAPAAGYTPAAPAGAEPAGK 
                                             10        20        30 
 
           70        80                                             
AAD-12 IGRHAHAIPGMDAAES                                             
                                                                    
gi|295 ATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAE 
               40        50        60        70        80        90 
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 81.0  bits: 21.8 E():   16 
Smith-Waterman score: 52; 24.3% identity (73.0% similar) in 37 aa overlap (2-37:143-179) 
 
                                            10        20         30 
AAD-12                              ALDEATRALVHQRSARHSLVYSQSKLG-HVQ 
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                                     .::   .:.: .. .. .::  .... .:. 
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
               40        50        60        70        80           
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES           
       . :...:                                                      
gi|215 NNGDVFILLVPNFVFVWTGKHSNRMERTTAIRVANDLKSELNRFKLSSVILEDGKEVEQT 
            180       190       200       210       220       230   
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.5  bits: 21.8 E():   17 
Smith-Waterman score: 52; 33.3% identity (58.3% similar) in 24 aa overlap (11-34:388-411) 
 
                                   10        20        30        40 
AAD-12                     ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:.    .::: . :       
gi|224 TANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVY 
       360       370       380       390       400       410        
 
               50        60        70        80                     
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES                     
                                                                    
gi|224 DEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVAN 
       420       430       440       450       460       470        
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.3  bits: 20.9 E():   17 
Smith-Waterman score: 49; 21.9% identity (59.4% similar) in 32 aa overlap (13-44:179-210) 
 
                                 10        20        30        40   
AAD-12                   ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :.  .:.. .... :. ::      : :.. 
gi|219 MWQQSSCHVMQQQCCQQLSQIPEQSRYDAIRAITYSIILQEQQQGQSQQQQPQQSGQGVS 
      150       160       170       180       190       200         
 
             50        60        70        80                       
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES                       
        .                                                           
gi|219 QSQQQSQQQLGQCSFQQPQQQLGQQPQQQQVQQGTFLQPHQIAHLEVMTSIALRTLPTMC 
      210       220       230       240       250       260         
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.2  bits: 21.8 E():   17 
Smith-Waterman score: 52; 33.3% identity (58.3% similar) in 24 aa overlap (11-34:408-431) 
 
                                   10        20        30        40 
AAD-12                     ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:.    .::: . :       
gi|199 TANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVY 
       380       390       400       410       420       430        
 
               50        60        70        80                     
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES                     
                                                                    
gi|199 DEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVAN 
       440       450       460       470       480       490        
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.2  bits: 21.8 E():   17 
Smith-Waterman score: 52; 33.3% identity (58.3% similar) in 24 aa overlap (11-34:408-431) 
 
                                   10        20        30        40 
AAD-12                     ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:.    .::: . :       
gi|571 NCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVY 
       380       390       400       410       420       430        
 
               50        60        70        80                     
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES                     
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gi|571 DEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVAN 
       440       450       460       470       480       490        
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 80.2  bits: 21.8 E():   17 
Smith-Waterman score: 52; 23.8% identity (54.0% similar) in 63 aa overlap (2-64:431-489) 
 
                                            10        20        30  
AAD-12                              ALDEATRALVHQRSARHSLVYSQSKLGHVQQ 
                                     ..:   :.. :.  . .:    .. : .:: 
gi|258 FYRNGIYSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNHGVIQQ 
              410       420       430       440       450       460 
 
              40        50        60        70        80            
AAD-12 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES            
       ::.     :..  :   .  . ..  .:: :.:                            
gi|258 AGNQ----GFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQISREQARQLKYNRQ 
                  470       480       490       500       510       
 
gi|258 ETIALSSSQQRRAVV 
        520       530  
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 80.1  bits: 19.7 E():   18 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (37-54:24-41) 
 
         10        20        30        40        50        60       
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|379        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
         70        80                                               
AAD-12 RHAHAIPGMDAAES                                               
                                                                    
gi|379 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 80.1  bits: 19.7 E():   18 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (37-54:24-41) 
 
         10        20        30        40        50        60       
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|144        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
         70        80                                               
AAD-12 RHAHAIPGMDAAES                                               
                                                                    
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 80.1  bits: 19.7 E():   18 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (37-54:24-41) 
 
         10        20        30        40        50        60       
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|121        MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSL 
                      10        20        30        40        50    
 
         70        80                                               
AAD-12 RHAHAIPGMDAAES                                               
                                                                    
gi|121 STFKNTEIKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVV 
            60        70        80        90       100       110    
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
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 initn:  52 init1:  52 opt:  52  Z-score: 80.1  bits: 21.8 E():   18 
Smith-Waterman score: 52; 33.3% identity (58.3% similar) in 24 aa overlap (11-34:416-439) 
 
                                   10        20        30        40 
AAD-12                     ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:.    .::: . :       
gi|213 NELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVF 
         390       400       410       420       430       440      
 
               50        60        70        80                     
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES                     
                                                                    
gi|213 DEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVAN 
         450       460       470       480       490       500      
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 79.0  bits: 20.3 E():   20 
Smith-Waterman score: 47; 21.7% identity (52.2% similar) in 46 aa overlap (33-75:62-107) 
 
             10        20        30        40        50             
AAD-12 DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE---TG 
                                     :..:.: . .. :     . . . .   .: 
gi|201 DATPVLDVAGKELDSRLSYRIISTFWGALGGDVYLGKSPNSDAPCANGIFRYNSDVGPSG 
              40        50        60        70        80        90  
 
      60        70        80                                        
AAD-12 RPSLLIGRHAHAIPGMDAAES                                        
        :  .::  .:   :.                                             
gi|201 TPVRFIGSSSHFGQGIFENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTI 
             100       110       120       130       140       150  
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.9  bits: 20.9 E():   20 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (32-48:200-216) 
 
              10        20        30        40        50        60  
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
              70        80                                          
AAD-12 SLLIGRHAHAIPGMDAAES                                          
                                                                    
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 78.9  bits: 21.2 E():   21 
Smith-Waterman score: 50; 38.2% identity (55.9% similar) in 34 aa overlap (40-73:2-34) 
 
      10        20        30        40        50        60          
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :. : : :.  :. .   .:   :  : :: 
gi|581                              MGFITKAIPIV-LAALSTVNGARILEAGPHA 
                                            10         20        30 
 
      70        80                                                  
AAD-12 HAIPGMDAAES                                                  
       .:::                                                         
gi|581 EAIPNKYIVVMKREVSDEAFNAHTTWLSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRA 
               40        50        60        70        80        90 
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.8  bits: 21.5 E():   21 
Smith-Waterman score: 51; 30.8% identity (57.7% similar) in 26 aa overlap (9-34:383-408) 
 
                                     10        20        30         
AAD-12                       ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     ..:  .  ::..:     .::: . :     
gi|370 LKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNR 
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            360       370       380       390       400       410   
 
       40        50        60        70        80                   
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES                   
                                                                    
gi|370 VYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVV 
            420       430       440       450       460       470   
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.7  bits: 20.6 E():   21 
Smith-Waterman score: 48; 25.6% identity (56.4% similar) in 39 aa overlap (18-56:87-125) 
 
                            10        20        30        40        
AAD-12              ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     : : . ..  . :.:.:  . :: .  ..  
gi|144 DLAEAPFQISLLKDYLIMKRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSS 
         60        70        80        90       100       110       
 
        50        60        70        80                            
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES                            
           .::.:                                                    
gi|144 SYGDLKVKPIIQHESYEQDQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVDGDKVTIYG 
        120       130       140       150       160       170       
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.7  bits: 19.7 E():   21 
Smith-Waterman score: 45; 40.9% identity (63.6% similar) in 22 aa overlap (1-22:31-52) 
 
                                             10        20        30 
AAD-12                               ALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     : :::  : .  ..: .: .::         
gi|144 KTNKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLSDS 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES           
                                                                    
gi|144 KVDEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAGGE 
               70        80        90       100       110       120 
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.2  bits: 19.4 E():   22 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (37-57:25-45) 
 
         10        20        30        40        50        60       
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.:  .:  :          
gi|990       MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSL 
                     10        20        30        40        50     
 
         70        80                                               
AAD-12 RHAHAIPGMDAAES                                               
                                                                    
gi|990 STFKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVV 
           60        70        80        90       100       110     
 
>>gi|21757|emb|CAA26383.1| unnamed protein product [Trit  (296 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.2  bits: 20.6 E():   22 
Smith-Waterman score: 48; 21.3% identity (61.7% similar) in 47 aa overlap (1-47:200-246) 
 
                                             10        20        30 
AAD-12                               ALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     :. ....:.. ... :..   :: .: . : 
gi|217 SQVLQQSTYQPLQQLCCQQLWQIPEQSRCQAIHNVVHAIILHQQQRQQQPSSQVSLQQPQ 
     170       180       190       200       210       220          
 
               40        50        60        70        80           
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES           
       :   .  :. . .  .:                                            
gi|217 QQYPSGQGFFQPSQQNPQAQGSVQPQQLPQFEEIRNLALQTLPRMCNVYIPPYCSTTIAP 
     230       240       250       260       270       280          
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>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.8  bits: 19.7 E():   24 
Smith-Waterman score: 45; 26.3% identity (52.6% similar) in 38 aa overlap (39-76:23-60) 
 
       10        20        30        40        50        60         
AAD-12 LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                                     ...:  ..::  :.:   :. .    .    
gi|344         MTGVKTHLQHELKRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESD 
                       10        20        30        40        50   
 
       70        80                                                 
AAD-12 AHAIPGMDAAES                                                 
         :::. :                                                     
gi|344 EVAIPNPDEFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREIS 
             60        70        80        90       100       110   
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 77.8  bits: 20.6 E():   24 
Smith-Waterman score: 48; 25.0% identity (51.8% similar) in 56 aa overlap (10-62:3-56) 
 
               10        20        30        40           50        
AAD-12 ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPE 
                ::: ..  .:  . . ..    . .: .:::  : :.:     : . . :  
gi|398        MAVHQYTV--ALFLAVALVAGPAASYAADLGYGPATPAAPAAGYTPATPAAPA 
                        10        20        30        40        50  
 
        60        70        80                                      
AAD-12 TGRPSLLIGRHAHAIPGMDAAES                                      
        . :.                                                        
gi|398 EAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGAASNKAFAEGLSG 
              60        70        80        90       100       110  
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 77.7  bits: 18.5 E():   24 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (10-31:37-58) 
 
                                    10        20        30          
AAD-12                      ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
      40        50        60        70        80 
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES 
                                                 
gi|162 VPQLEIVPNS                                
         70                                      
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 77.5  bits: 20.9 E():   24 
Smith-Waterman score: 49; 24.5% identity (49.0% similar) in 49 aa overlap (29-74:341-389) 
 
                 10        20        30        40        50         
AAD-12   ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ..  :.: . :: .    .  :  
gi|113 ASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMIPAEP 
              320       330       340       350       360       370 
 
       60        70           80 
AAD-12 GRPSLLIGRHAHAI---PGMDAAES 
       :.  : .   : ..   ::       
gi|113 GEAVLRLTSSAGVLSCQPGAPC    
              380       390      
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 77.3  bits: 22.9 E():   25 
Smith-Waterman score: 56; 29.3% identity (60.3% similar) in 58 aa overlap (16-73:227-279) 
 
                              10        20        30        40      
AAD-12                ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 5198



 

 

                                     :: ::. ..:  :.. . . ..  . : .: 
gi|203 MRHYMHPMDSDLSCRMTLKDKVVTEVDCEERHVLVHRSNKPVHMSYV-KMMLKQNKDGVA 
        200       210       220       230       240        250      
 
          50        60        70        80                          
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES                          
       . : : ....:.  :: : .  : :  :                                 
gi|203 ADLGP-TNAQPK--RPYLSFD-HKHKNPTETDVVEVLKKLCSEITEPQASIETSFTFQKL 
         260          270        280       290       300       310  
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.9  bits: 20.9 E():   26 
Smith-Waterman score: 49; 36.7% identity (66.7% similar) in 30 aa overlap (7-36:43-72) 
 
                                       10        20        30       
AAD-12                         ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.. . .:: . : : ..::..  : : : 
gi|558 RVRSGGHDYEGLSYRSLQPENFAVVDLNQMRAVLVDGKARTAWVDSGAQLGELYYAISKY 
             20        30        40        50        60        70   
 
         40        50        60        70        80                 
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES                 
                                                                    
gi|558 SRTLAFPAGVCPTIGVGGNLAGGGFGMLLRKYGIAAENVIDVKLVDANGKLHDKKSMGDD 
             80        90       100       110       120       130   
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.7  bits: 20.3 E():   27 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (35-62:1-31) 
 
           10        20        30        40           50        60  
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
              70        80                                          
AAD-12 SLLIGRHAHAIPGMDAAES                                          
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.7  bits: 20.3 E():   27 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (35-62:1-31) 
 
           10        20        30        40           50        60  
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
              70        80                                          
AAD-12 SLLIGRHAHAIPGMDAAES                                          
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.7  bits: 20.3 E():   27 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (35-62:1-31) 
 
           10        20        30        40           50        60  
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
              70        80                                          
AAD-12 SLLIGRHAHAIPGMDAAES                                          
       .                                                            
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gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.7  bits: 20.3 E():   27 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (35-62:1-31) 
 
           10        20        30        40           50        60  
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
              70        80                                          
AAD-12 SLLIGRHAHAIPGMDAAES                                          
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.7  bits: 20.3 E():   27 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (35-62:1-31) 
 
           10        20        30        40           50        60  
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
              70        80                                          
AAD-12 SLLIGRHAHAIPGMDAAES                                          
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.7  bits: 20.3 E():   27 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (35-62:1-31) 
 
           10        20        30        40           50        60  
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
              70        80                                          
AAD-12 SLLIGRHAHAIPGMDAAES                                          
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.7  bits: 20.3 E():   27 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (35-62:1-31) 
 
           10        20        30        40           50        60  
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
              70        80                                          
AAD-12 SLLIGRHAHAIPGMDAAES                                          
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.7  bits: 20.3 E():   27 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (35-62:1-31) 
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           10        20        30        40           50        60  
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
              70        80                                          
AAD-12 SLLIGRHAHAIPGMDAAES                                          
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.7  bits: 20.3 E():   27 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (35-62:1-31) 
 
           10        20        30        40           50        60  
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
              70        80                                          
AAD-12 SLLIGRHAHAIPGMDAAES                                          
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.7  bits: 20.3 E():   27 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (35-62:1-31) 
 
           10        20        30        40           50        60  
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
              70        80                                          
AAD-12 SLLIGRHAHAIPGMDAAES                                          
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.7  bits: 20.3 E():   27 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (35-62:1-31) 
 
           10        20        30        40           50        60  
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
              70        80                                          
AAD-12 SLLIGRHAHAIPGMDAAES                                          
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.7  bits: 20.3 E():   27 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (35-62:1-31) 
 
           10        20        30        40           50        60  
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
              70        80                                          
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AAD-12 SLLIGRHAHAIPGMDAAES                                          
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.7  bits: 20.3 E():   27 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (35-62:1-31) 
 
           10        20        30        40           50        60  
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
              70        80                                          
AAD-12 SLLIGRHAHAIPGMDAAES                                          
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.7  bits: 20.3 E():   27 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (35-62:1-31) 
 
           10        20        30        40           50        60  
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
              70        80                                          
AAD-12 SLLIGRHAHAIPGMDAAES                                          
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 76.7  bits: 19.1 E():   27 
Smith-Waterman score: 43; 26.3% identity (57.9% similar) in 38 aa overlap (28-62:33-70) 
 
                  10        20        30        40           50     
AAD-12    ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVKV 
                                     ....:.::     .: :::   : : .. . 
gi|668 ASEAAAAAATPVAPTEGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPI 
             10        20        30        40        50        60   
 
           60        70        80                                   
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAES                                   
         . .. :                                                     
gi|668 FADMAKKSPNVVFLKVDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKL 
             70        80        90       100       110       120   
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.2  bits: 20.8 E():   29 
Smith-Waterman score: 49; 33.3% identity (46.7% similar) in 30 aa overlap (38-67:90-119) 
 
        10        20        30        40        50        60        
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     : ::   . :  : .   :. :: .   :: 
gi|259 GVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGR 
      60        70        80        90       100       110          
 
        70        80                                                
AAD-12 HAHAIPGMDAAES                                                
                                                                    
gi|259 FQDRHQKIRRFRRGDIIAIPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLA 
     120       130       140       150       160       170          
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 76.0  bits: 19.1 E():   29 
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Smith-Waterman score: 43; 29.6% identity (66.7% similar) in 27 aa overlap (34-60:9-35) 
 
            10        20        30        40        50        60    
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                                     ::.    . ..:.  : .:.:. ..::    
gi|244                       MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQS 
                                     10        20        30         
 
            70        80                                            
AAD-12 LIGRHAHAIPGMDAAES                                            
                                                                    
gi|244 CQRQFEEQQRFRNCQRYVKQEVQRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQ 
       40        50        60        70        80        90         
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.0  bits: 21.4 E():   30 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (25-39:609-623) 
 
                     10        20        30        40        50     
AAD-12       ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
           60        70        80                                   
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAES                                   
                                                                    
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.2  bits: 20.8 E():   33 
Smith-Waterman score: 49; 37.9% identity (62.1% similar) in 29 aa overlap (10-38:74-102) 
 
                                    10        20        30          
AAD-12                      ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     : .:.: .   ::.. :    : ::.:.:  
gi|112 NRIESEGGYIETWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGL 
            50        60        70        80        90       100    
 
      40        50        60        70        80                    
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES                    
                                                                    
gi|112 IFPGCPSTYEEPAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTG 
           110       120       130       140       150       160    
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.0  bits: 19.4 E():   34 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (12-27:46-61) 
 
                                  10        20        30        40  
AAD-12                    ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
              50        60        70        80                      
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES                      
                                                                    
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.4  bits: 19.3 E():   36 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (18-43:76-100) 
 
                            10        20        30        40        
AAD-12              ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
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        50        60        70        80                            
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES                            
                                                                    
gi|549 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.4  bits: 19.3 E():   36 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (18-43:76-100) 
 
                            10        20        30        40        
AAD-12              ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
        50        60        70        80                            
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES                            
                                                                    
gi|549 AKYQVGQNVALTGSTAAVYNDPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 74.3  bits: 19.3 E():   37 
Smith-Waterman score: 44; 29.6% identity (77.8% similar) in 27 aa overlap (17-43:77-102) 
 
                             10        20        30        40       
AAD-12               ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::... .:... :. ..  .:: ::    
gi|549 LKVHNDFRQKVAKGLETRGNPGPQPPAKNMNNLVWND-ELANIAQVWASQCNYGHDTCKD 
         50        60        70        80         90       100      
 
         50        60        70        80                           
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES                           
                                                                    
gi|549 TEKYPVGQNIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWA 
         110       120       130       140       150       160      
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.9  bits: 19.0 E():   39 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (12-26:138-152) 
 
                                  10        20        30        40  
AAD-12                    ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
              50        60        70        80 
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES 
                                               
gi|391 ASIDTILTKV                              
       170                                     
 
>>gi|56417506|gb|AAV90694.1| GE-rich salivary protein 30  (266 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.9  bits: 19.6 E():   39 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (12-42:183-213) 
 
                                  10        20        30        40  
AAD-12                    ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
            160       170       180       190       200       210   
 
              50        60        70        80                
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES                
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
            220       230       240       250       260       
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>>gi|56417504|gb|AAV90693.1| 30 kDa salivary gland aller  (271 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.7  bits: 19.6 E():   39 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (12-42:188-218) 
 
                                  10        20        30        40  
AAD-12                    ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
       160       170       180       190       200       210        
 
              50        60        70        80                
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES                
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
       220       230       240       250       260       270  
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.5  bits: 18.2 E():   41 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (22-39:26-43) 
 
                   10        20        30        40        50       
AAD-12     ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                : .. :. :: :..  ::                  
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
         60        70        80                  
AAD-12 ETGRPSLLIGRHAHAIPGMDAAES                  
                                                 
gi|897 PYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
               70        80        90       100  
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 73.4  bits: 19.6 E():   41 
Smith-Waterman score: 45; 34.5% identity (72.4% similar) in 29 aa overlap (20-46:237-265) 
 
                          10        20        30          40        
AAD-12            ALDEATRALVHQRSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATP 
                                     . ..:.. .:.:  .:.: .. :  ::::  
gi|168 EAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATG 
        210       220       230       240       250       260       
 
        50        60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES 
                                         
gi|168 AASGAATVAAGGYKV                   
        270       280                    
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.2  bits: 19.9 E():   42 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (37-46:284-293) 
 
         10        20        30        40        50        60       
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
         70        80                         
AAD-12 RHAHAIPGMDAAES                         
                                              
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 73.1  bits: 19.6 E():   43 
Smith-Waterman score: 45; 34.5% identity (72.4% similar) in 29 aa overlap (20-46:246-274) 
 
                          10        20        30          40        
AAD-12            ALDEATRALVHQRSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATP 
                                     . ..:.. .:.:  .:.: .. :  ::::  
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gi|330 EAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATG 
         220       230       240       250       260       270      
 
        50        60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES 
                                         
gi|330 AASGAATVAAGGYKV                   
         280       290                   
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 73.1  bits: 15.5 E():   43 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (15-29:1-15) 
 
               10        20        30        40        50        60 
AAD-12 ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                     :: . : : ..::..                                
gi|323               ARTAWVDSGAQLGELSY                              
                             10                                     
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.5  bits: 18.1 E():   46 
Smith-Waterman score: 40; 25.6% identity (59.0% similar) in 39 aa overlap (9-47:54-92) 
 
                                     10        20        30         
AAD-12                       ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     :. . : . . : : .  : . ..:.:  : 
gi|117 KAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAG 
            30        40        50        60        70        80    
 
       40        50        60        70        80 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES 
        . .. :.:                                  
gi|117 GSAQAEAAPEAAKEEEKEESDEDMGFGLFD             
            90       100       110                
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.3  bits: 19.3 E():   47 
Smith-Waterman score: 44; 20.0% identity (52.5% similar) in 40 aa overlap (22-61:51-90) 
 
                        10        20        30        40        50  
AAD-12          ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|130 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               30        40        50        60        70        80 
 
              60        70        80                                
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAES                                
        . .:. ..:                                                   
gi|130 PQPQPQYSQPQEPISQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQS 
               90       100       110       120       130       140 
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.3  bits: 20.5 E():   47 
Smith-Waterman score: 48; 22.9% identity (57.1% similar) in 35 aa overlap (3-37:339-373) 
 
                                           10        20        30   
AAD-12                             ALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     ::  .:  . :  : . ...:.. : . .: 
gi|131 LLQPVSTPGEFELFFGAGGENPESFFKSFSDEILEAAFNTRRDRLQRIFGQQRQGVIVKA 
      310       320       330       340       350       360         
 
             40        50        60        70        80             
AAD-12 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES             
       .   .                                                        
gi|131 SEEQVRAMSRHEEGGIWPFGGESKGTINIYQQRPTHSNQYGQLHEVDASQYRQLRDLDLT 
      370       380       390       400       410       420         
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 72.2  bits: 19.9 E():   48 
Smith-Waterman score: 46; 19.5% identity (45.5% similar) in 77 aa overlap (3-74:317-393) 
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                                           10          20        30 
AAD-12                             ALDEATRALVHQRSARH--SLVYSQSKLGHVQ 
                                     :   . .. . .: :  :. ..  .   .  
gi|625 NDYTSWGTYAIGGSANPTILSQGNRFHAPNDPMKKNVLVRADAPHTESMKWNWRSEKDLL 
        290       300       310       320       330       340       
 
               40        50        60           70        80 
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA---HAIPGMDAAES 
       . :. ... : :   :: .    .  : :   : .   :   . .::       
gi|625 ENGAIFVASGCDPHLTPEQKSHLIPAEPGSAVLQLTSCAGTLKCVPGKPC    
        350       360       370       380       390          
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.2  bits: 19.0 E():   48 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (26-59:31-64) 
 
                    10        20        30        40        50      
AAD-12      ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :. :  . :::..::  .     . ::    
gi|616 NEIAXAKIDLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCA 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 PETGRPSLLIGRHAHAIPGMDAAES                                    
        . :                                                         
gi|616 SQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNK 
               70        80        90       100       110       120 
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 72.1  bits: 18.1 E():   49 
Smith-Waterman score: 40; 24.2% identity (75.8% similar) in 33 aa overlap (2-34:21-50) 
 
                                  10        20        30        40  
AAD-12                    ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                           ...:..:.   ....:.:.: : .: ....  :        
gi|160 GSQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQLDELNENKSKELQEKI 
               10        20           30        40        50        
 
              50        60        70        80                      
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES                      
                                                                    
gi|160 IRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQ 
        60        70        80        90       100       110        
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 71.9  bits: 15.8 E():   50 
Smith-Waterman score: 36; 44.0% identity (56.0% similar) in 25 aa overlap (26-50:2-24) 
 
               10        20        30        40        50        60 
AAD-12 ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                ::..  :  :  : :. : :::  :           
gi|751                         DLGYAP-ATPAAPGAGY-TPATPAAP           
                                        10         20               
 
               70        80 
AAD-12 PSLLIGRHAHAIPGMDAAES 
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.9  bits: 18.4 E():   50 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (44-51:34-41) 
 
            20        30        40        50        60        70    
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
            80                                                      
AAD-12 GMDAAES                                                      
                                                                    
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
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            70        80        90       100       110       120    
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 71.7  bits: 18.4 E():   51 
Smith-Waterman score: 44; 35.4% identity (54.2% similar) in 48 aa overlap (28-73:79-122) 
 
                  10        20        30        40        50        
AAD-12    ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
                                     :. . :.  :  : : ::. .  . :  :  
gi|160 LGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGN--ITVGEDGTAA-INIVDKQIPL 
       50        60        70        80          90        100      
 
        60          70        80                        
AAD-12 TGRPSLLIGRHA--HAIPGMDAAES                        
       :: :  .::: .  :. :                               
gi|160 TG-PHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          110       120       130       140       150   
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 71.7  bits: 19.3 E():   51 
Smith-Waterman score: 44; 27.8% identity (52.8% similar) in 36 aa overlap (45-80:64-96) 
 
           20        30        40        50        60        70     
AAD-12 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                                     :  .. .  . :.  ::   . . :  .:  
gi|481 AGKATTEEQKLIEDINVGFKAAVAARQRPAADKFKTFEAASPRHPRP---LRQGAGLVPK 
            40        50        60        70        80           90 
 
           80                                                       
AAD-12 MDAAES                                                       
       .::: :                                                       
gi|481 LDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGE 
              100       110       120       130       140       150 
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 71.6  bits: 16.4 E():   51 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (27-47:5-25) 
 
               10        20        30        40        50        60 
AAD-12 ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                 :.: .: :  : : .   :.:              
gi|462                       TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXLSSA  
                                     10        20        30         
 
               70        80 
AAD-12 PSLLIGRHAHAIPGMDAAES 
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 71.5  bits: 15.8 E():   52 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (44-50:5-11) 
 
            20        30        40        50        60        70    
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     : .:.::                        
gi|751                           TKSQTHVPIRPNKLVLKVQKDRATN          
                                         10        20               
 
            80 
AAD-12 GMDAAES 
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.5  bits: 19.3 E():   52 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (35-58:1-21) 
 
           10        20        30        40        50        60     
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::    :::  : .   : :       
gi|109                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
           70        80                                             
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AAD-12 IGRHAHAIPGMDAAES                                             
                                                                    
gi|109 ADAAGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEP 
        30        40        50        60        70        80        
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.5  bits: 19.3 E():   52 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (35-58:1-21) 
 
           10        20        30        40        50        60     
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::    :::  : .   : :       
gi|239                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
           70        80                                             
AAD-12 IGRHAHAIPGMDAAES                                             
                                                                    
gi|239 ADAAGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEP 
        30        40        50        60        70        80        
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.4  bits: 18.1 E():   53 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (10-31:6-27) 
 
               10        20        30        40        50        60 
AAD-12 ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                :.:.  ..  : :.  ::...:                              
gi|159     IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYKVPQLEIVPNSAEERLHSMKEG 
                   10        20        30        40        50       
 
               70        80                                         
AAD-12 PSLLIGRHAHAIPGMDAAES                                         
                                                                    
gi|159 IHAQQKEPMIGVNQELAYFYPELFXQFYQPDAYPSGAWYYVPLGTQYTDAPSFSDIPNPI 
         60        70        80        90       100       110       
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.2  bits: 18.1 E():   54 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (37-54:25-42) 
 
         10        20        30        40        50        60       
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  ..: ..:             
gi|144       MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSL 
                     10        20        30        40        50     
 
         70        80                                               
AAD-12 RHAHAIPGMDAAES                                               
                                                                    
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVE 
           60        70        80        90       100       110     
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 71.2  bits: 15.8 E():   54 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (56-66:10-20) 
 
          30        40        50        60        70        80 
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES 
                                     :.:  :..: :               
gi|147                      AKITFTNNXPNTVWPGILTGFGQKPQ         
                                    10        20               
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 71.2  bits: 19.6 E():   55 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (58-74:225-240) 
 
        30        40        50        60        70        80        
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES        
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
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          200       210       220        230       240       250    
 
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 71.2  bits: 19.6 E():   55 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (58-74:225-240) 
 
        30        40        50        60        70        80        
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES        
                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.1  bits: 19.9 E():   55 
Smith-Waterman score: 46; 23.8% identity (55.6% similar) in 63 aa overlap (12-73:80-138) 
 
                                  10        20         30        40 
AAD-12                    ALDEATRALVHQRSARHSLVYSQS-KLGHVQQAGSAYIGYG 
                                     ::: .:. . ...  . :  :   :   .: 
gi|223 KLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVDVDHFIQLIRAL--FG 
      50        60        70        80        90       100          
 
               50        60        70        80                     
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES                     
       .. .:  :.  ..   .. .:  .  :: :..:                            
gi|223 LSRAARNLQDDLNDFLHSLEP--ISPRHRHGLPRQRRRSARVSAYLHADDFHKIITTIEA 
       110       120         130       140       150       160      
 
gi|223 LPEFANFYNFLKEHGLDVVDYINEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILP 
         170       180       190       200       210       220      
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 71.1  bits: 18.7 E():   55 
Smith-Waterman score: 42; 23.3% identity (60.5% similar) in 43 aa overlap (3-45:107-149) 
 
                                           10        20        30   
AAD-12                             ALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     :: ..    .   .... :  .:. .: .: 
gi|144 KDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKA 
         80        90       100       110       120       130       
 
             40        50        60        70        80             
AAD-12 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES             
       ...:.. :  : :                                                
gi|144 NGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRP 
        140       150       160       170       180       190       
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 71.0  bits: 18.1 E():   55 
Smith-Waterman score: 40; 24.2% identity (75.8% similar) in 33 aa overlap (2-34:36-65) 
 
                                            10        20        30  
AAD-12                              ALDEATRALVHQRSARHSLVYSQSKLGHVQQ 
                                     ...:..:.   ....:.:.: : .: .... 
gi|111 VLIACFAASVLAQGHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQLDELNE 
          10        20        30        40           50        60   
 
              40        50        60        70        80            
AAD-12 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES            
         :                                                          
gi|111 NKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLK 
             70        80        90       100       110       120   
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 71.0  bits: 18.1 E():   55 
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Smith-Waterman score: 40; 24.2% identity (75.8% similar) in 33 aa overlap (2-34:36-65) 
 
                                            10        20        30  
AAD-12                              ALDEATRALVHQRSARHSLVYSQSKLGHVQQ 
                                     ...:..:.   ....:.:.: : .: .... 
gi|420 VLIACFAASVLAQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQLDELNE 
          10        20        30        40           50        60   
 
              40        50        60        70        80            
AAD-12 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES            
         :                                                          
gi|420 NKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLK 
             70        80        90       100       110       120   
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 71.0  bits: 18.1 E():   55 
Smith-Waterman score: 40; 24.2% identity (75.8% similar) in 33 aa overlap (2-34:36-65) 
 
                                            10        20        30  
AAD-12                              ALDEATRALVHQRSARHSLVYSQSKLGHVQQ 
                                     ...:..:.   ....:.:.: : .: .... 
gi|111 VLIACFAASVLAQEHKPEKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQLDELNE 
          10        20        30        40           50        60   
 
              40        50        60        70        80            
AAD-12 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES            
         :                                                          
gi|111 NKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLK 
             70        80        90       100       110       120   
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.9  bits: 18.7 E():   56 
Smith-Waterman score: 42; 23.3% identity (60.5% similar) in 43 aa overlap (3-45:111-153) 
 
                                           10        20        30   
AAD-12                             ALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     :: ..    .   .... :  .:. .: .: 
gi|622 KDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKA 
               90       100       110       120       130       140 
 
             40        50        60        70        80             
AAD-12 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES             
       ...:.. :  : :                                                
gi|622 NGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRP 
              150       160       170       180       190       200 
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 70.9  bits: 15.2 E():   57 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (41-48:10-17) 
 
               20        30        40        50        60        70 
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH 
                                     :.:  :::                       
gi|244                      IGNEDCTPWMSTLITPLP                      
                                    10                              
 
               80 
AAD-12 AIPGMDAAES 
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 70.9  bits: 18.7 E():   57 
Smith-Waterman score: 42; 29.6% identity (70.4% similar) in 27 aa overlap (17-43:76-101) 
 
                             10        20        30        40       
AAD-12               ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::.. ..:... :  ..   :: ::    
gi|549 LKIHNDFRNKVARGLETRGNPGPQPPAKNMNNLVWN-NELANIAQIWASQCKYGHDTCKD 
          50        60        70        80         90       100     
 
         50        60        70        80                           
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES                           
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gi|549 TTKYNVGQNIAVSSSTAAVYENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWA 
          110       120       130       140       150       160     
 
>>gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A-I [  (262 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.5  bits: 19.0 E():   59 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (22-68:71-117) 
 
                        10        20        30        40        50  
AAD-12          ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
              60        70        80                                
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAES                                
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.4  bits: 18.1 E():   60 
Smith-Waterman score: 40; 30.0% identity (56.7% similar) in 30 aa overlap (47-76:114-143) 
 
         20        30        40        50        60        70       
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ..:  ..:    :.: 
gi|189 HCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTVHNAPYCLGLD 
            90       100       110       120       130       140    
 
         80 
AAD-12 AAES 
            
gi|189 I    
            
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.3  bits: 18.1 E():   60 
Smith-Waterman score: 40; 26.7% identity (60.0% similar) in 30 aa overlap (47-76:115-144) 
 
         20        30        40        50        60        70       
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::   .:. ...  ..:    :.: 
gi|217 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
         80 
AAD-12 AAES 
            
gi|217 I    
            
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.3  bits: 18.1 E():   60 
Smith-Waterman score: 40; 30.0% identity (56.7% similar) in 30 aa overlap (47-76:115-144) 
 
         20        30        40        50        60        70       
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ..:  ..:    :.: 
gi|439 CRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
         80 
AAD-12 AAES 
            
gi|439 I    
            
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.7 E():   61 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (5-38:71-104) 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 5212



 

 

 
                                         10        20        30     
AAD-12                           ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 
                                     :   :: .:.: .   ::..      : :  
gi|221 AQRPDNRIESEGGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGR 
               50        60        70        80        90       100 
 
           40        50        60        70        80               
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES               
       .:.:                                                         
gi|221 GYFGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQKVHRFDEGDLIAV 
              110       120       130       140       150       160 
 
>>gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Thauma  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 69.9  bits: 15.2 E():   63 
Smith-Waterman score: 30; 66.7% identity (83.3% similar) in 6 aa overlap (69-74:15-20) 
 
       40        50        60        70        80 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES 
                                     : :.::       
gi|680                 ATFNFINNCPFTVWAAAVPG       
                               10        20       
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 18.7 E():   64 
Smith-Waterman score: 42; 33.3% identity (71.4% similar) in 21 aa overlap (27-47:72-92) 
 
                   10        20        30        40        50       
AAD-12     ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     : ...: .::   : ...:.:          
gi|383 TASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEE 
              50        60        70        80        90       100  
 
         60        70        80                                     
AAD-12 ETGRPSLLIGRHAHAIPGMDAAES                                     
                                                                    
gi|383 EEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEEL 
             110       120       130       140       150       160  
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.8  bits: 19.3 E():   64 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (54-72:99-117) 
 
            30        40        50        60        70        80    
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES    
                                     ::  .: : :.. . .:.:            
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
gi|908 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
      130       140       150       160       170       180         
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.8  bits: 19.3 E():   65 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (54-72:100-118) 
 
            30        40        50        60        70        80    
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES    
                                     ::  .: : :.. . .:.:            
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
gi|118 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     130       140       150       160       170       180          
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.7  bits: 18.7 E():   65 
Smith-Waterman score: 42; 24.6% identity (57.9% similar) in 57 aa overlap (1-55:95-147) 
 
                                             10        20        30 
AAD-12                               ALDEATRALVHQRSARHSLVYSQSKLGHVQ 
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                                     :. .. .. .. . ...:   :..   : : 
gi|136 VLDNSLGSMRIKNTDGSISLIIFPSPYYSPAFTKGEKVDLNTKRTKKSQHTSEGTYIHFQ 
           70        80        90       100       110       120     
 
               40         50         60        70        80         
AAD-12 QAGSAYIGYGMDTTATPLR-PL-VKVHPETGRPSLLIGRHAHAIPGMDAAES         
        .: .    . .   ::.. :: ::::                                  
gi|136 ISGVT----NTEKLPTPIELPLKVKVHGKDSPLKYGPKFDKKQLAISTLDFEIRHQLTQI 
              130       140       150       160       170       180 
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 69.7  bits: 19.0 E():   65 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (22-68:71-117) 
 
                        10        20        30        40        50  
AAD-12          ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|473 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
              60        70        80                                
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAES                                
        . .:. ..:.  :...                                            
gi|473 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A-II   (291 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 69.6  bits: 19.0 E():   66 
Smith-Waterman score: 43; 19.1% identity (53.2% similar) in 47 aa overlap (22-68:71-117) 
 
                        10        20        30        40        50  
AAD-12          ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . : .     : .:  
gi|170 QVPLVQEQQFQGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQPFRPQQPY 
               50        60        70        80        90       100 
 
              60        70        80                                
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAES                                
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQILQQILQQQLIPCRDVVLQQHNIAHGSSQV 
              110       120       130       140       150       160 
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.3  bits: 19.5 E():   69 
Smith-Waterman score: 45; 32.4% identity (61.8% similar) in 34 aa overlap (46-74:46-78) 
 
          20        30        40        50           60          70 
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL---VKVHPETGRPSLL--IGRHAH 
                                     :::::    ...: ....:  :  .: .   
gi|253 IEEPEMIAPTPPGQFPHQQPISSPNRTSRNTPLRPESTEIETHHHANHPPALPVLGMQL- 
          20        30        40        50        60        70      
 
               80                                                   
AAD-12 AIPGMDAAES                                                   
        .::                                                         
gi|253 PVPGTVPESSRAQSRASLNLDIDLDLHAPSHPSHLSHGAPHEQEHAHEIQRHRAHSAQSS 
           80        90       100       110       120       130     
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.3  bits: 17.8 E():   69 
Smith-Waterman score: 39; 23.1% identity (53.8% similar) in 26 aa overlap (3-28:104-129) 
 
                                           10        20        30   
AAD-12                             ALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     ::  .  ::. .   . ... . : :     
gi|273 KVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRR 
            80        90       100       110       120       130    
 
             40        50        60        70        80 
AAD-12 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES 
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gi|273 R                                                
                                                        
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.3  bits: 17.8 E():   69 
Smith-Waterman score: 39; 23.1% identity (53.8% similar) in 26 aa overlap (3-28:104-129) 
 
                                           10        20        30   
AAD-12                             ALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     ::  .  ::. .   . ... . : :     
gi|273 KVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRR 
            80        90       100       110       120       130    
 
             40        50        60        70        80 
AAD-12 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES 
                                                        
gi|273 R                                                
                                                        
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 69.1  bits: 18.4 E():   70 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (18-43:76-100) 
 
                            10        20        30        40        
AAD-12              ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
        50        60        70        80                            
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES                            
                                                                    
gi|549 AKYPVGQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 69.1  bits: 18.4 E():   70 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (18-43:76-100) 
 
                            10        20        30        40        
AAD-12              ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDI 
          50        60        70        80         90       100     
 
        50        60        70        80                            
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES                            
                                                                    
gi|549 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|21673|emb|CAA35238.1| unnamed protein product [Trit  (307 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.1  bits: 19.0 E():   70 
Smith-Waterman score: 43; 22.0% identity (50.0% similar) in 50 aa overlap (19-68:86-131) 
 
                           10        20        30        40         
AAD-12             ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
                                     : : : .: . :      . : .     :  
gi|216 PFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQLPYPQPQ----LPYPQPQPFRPQ 
          60        70        80        90           100       110  
 
       50        60        70        80                             
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAES                             
       .:  . .:. ..:.  :...                                         
gi|216 QPYPQSQPQYSQPQQPISQQQQQQQQQQQQKQQQQQQQQILQQILQQQLIPCRDVVLQQH 
             120       130       140       150       160       170  
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.1  bits: 19.0 E():   71 
Smith-Waterman score: 43; 27.8% identity (55.6% similar) in 36 aa overlap (37-72:234-269) 
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         10        20        30        40        50        60       
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::  ..   .: . :.:   :.. :  .:  
gi|324 DPRTLNKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVIL 
           210       220       230       240       250       260    
 
         70        80                                
AAD-12 RHAHAIPGMDAAES                                
         .::.                                        
gi|324 SISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV 
           270       280       290       300         
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.9  bits: 18.4 E():   72 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (18-43:81-105) 
 
                            10        20        30        40        
AAD-12              ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|115 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
               60        70        80         90       100          
 
        50        60        70        80                            
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES                            
                                                                    
gi|115 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
     110       120       130       140       150       160          
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 68.9  bits: 14.0 E():   72 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (7-11:2-6) 
 
               10        20        30        40        50        60 
AAD-12 ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
             : :::                                                  
gi|463      DRNLVHSATR                                              
                    10                                              
 
>>gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos tauru  (172 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.9  bits: 18.1 E():   73 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (10-31:49-70) 
 
                                    10        20        30          
AAD-12                      ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
       20        30        40        50        60        70         
 
      40        50        60        70        80                    
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES                    
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
       80        90       100       110       120       130         
 
>>gi|289064179|gb|ADC80503.1| non-specific lipid transfe  (118 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.6  bits: 17.5 E():   75 
Smith-Waterman score: 38; 66.7% identity (88.9% similar) in 9 aa overlap (69-77:81-89) 
 
       40        50        60        70        80                   
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES                   
                                     : ::::..:                      
gi|289 ASCCSGVRSLNAAAKTTPDRQAVCNCLKSAAGAIPGFNANNAGILPGKCGVSIPYKISTS 
               60        70        80        90       100       110 
 
gi|289 TNCATIKF 
                
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.2  bits: 18.4 E():   79 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (18-43:99-123) 
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                            10        20        30        40        
AAD-12              ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|856 KEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
        50        60        70        80                            
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES                            
                                                                    
gi|856 AKYQVGQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.2  bits: 18.4 E():   79 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (18-43:99-123) 
 
                            10        20        30        40        
AAD-12              ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|162 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
        50        60        70        80                            
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES                            
                                                                    
gi|162 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 68.1  bits: 14.0 E():   80 
Smith-Waterman score: 26; 50.0% identity (83.3% similar) in 6 aa overlap (61-66:1-6) 
 
               40        50        60        70        80 
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES 
                                     :.. ::               
gi|250                               PTITIGGPEYR          
                                             10           
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.1  bits: 19.5 E():   80 
Smith-Waterman score: 45; 38.5% identity (69.2% similar) in 26 aa overlap (7-32:133-158) 
 
                                       10        20        30       
AAD-12                         ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.: . .:: . : : ..::..  :     
gi|558 RVRSGGHDYEGLSYRSERPEAFAVVDLNKMRAVVVDGKARTAWVDSGAQLGELYYAIAKN 
            110       120       130       140       150       160   
 
         40        50        60        70        80                 
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES                 
                                                                    
gi|558 SPVLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGTLLDKSSMSAD 
            170       180       190       200       210       220   
 
>>gi|21755|emb|CAA25593.1| unnamed protein product [Trit  (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.0  bits: 18.6 E():   81 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (22-68:71-117) 
 
                        10        20        30        40        50  
AAD-12          ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|217 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
              60        70        80                                
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAES                                
        . .:. ..:.  :...                                            
gi|217 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|170720|gb|AAA34280.1| alpha/beta-gliadin precursor   (286 aa) 
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 initn:  41 init1:  41 opt:  42  Z-score: 68.0  bits: 18.6 E():   81 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (22-68:71-117) 
 
                        10        20        30        40        50  
AAD-12          ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
              60        70        80                                
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAES                                
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|21761|emb|CAA26384.1| unnamed protein product [Trit  (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.0  bits: 18.6 E():   81 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (22-68:71-117) 
 
                        10        20        30        40        50  
AAD-12          ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|217 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQQFRPQQPY 
               50        60        70        80        90       100 
 
              60        70        80                                
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAES                                
        . .:. ..:.  :...                                            
gi|217 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betula p  (21 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 67.8  bits: 14.8 E():   83 
Smith-Waterman score: 29; 42.9% identity (50.0% similar) in 14 aa overlap (40-53:8-21) 
 
      10        20        30        40        50        60          
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :  :.  ::  : :                 
gi|309                        MRVFNYKGETTSLIPLARLFK                 
                                      10        20                  
 
      70        80 
AAD-12 HAIPGMDAAES 
 
>>gi|215794707|pdb|3EBW|A Chain A, Crystal Structure Of   (163 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.6  bits: 17.8 E():   85 
Smith-Waterman score: 39; 36.8% identity (78.9% similar) in 19 aa overlap (1-19:129-147) 
 
                                             10        20        30 
AAD-12                               ALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     ..:.::.: :..  : ..:            
gi|215 GTDYQTYSIVAGCLDNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDXEPVDQS 
      100       110       120       130       140       150         
 
               40        50        60        70        80 
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES 
                                                          
gi|215 YCVQY                                              
      160                                                 
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.4  bits: 18.0 E():   87 
Smith-Waterman score: 40; 30.8% identity (69.2% similar) in 26 aa overlap (18-43:76-100) 
 
                            10        20        30        40        
AAD-12              ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:... :. .    :: ::     
gi|740 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
        50        60        70        80                            
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AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES                            
                                                                    
gi|740 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.4  bits: 18.0 E():   87 
Smith-Waterman score: 40; 34.5% identity (51.7% similar) in 29 aa overlap (33-61:139-165) 
 
             10        20        30        40        50        60   
AAD-12 DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS 
                                     :  :.  :. :. . :  : .::   : :  
gi|116 KYAGVFVSTGTLGGGQETTAITSMSTLVDHGFIYVPLGYKTAFSMLANLDEVH--GGSPW 
      110       120       130       140       150       160         
 
             70        80                     
AAD-12 LLIGRHAHAIPGMDAAES                     
                                              
gi|116 GAGTFSAGDGSRQPSELELNIAQAQGKAFYEAVAKAHQ 
        170       180       190       200     
 
>>gi|212675312|gb|ACJ37391.1| Per a 4 allergen variant 1  (167 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.4  bits: 17.8 E():   88 
Smith-Waterman score: 39; 36.8% identity (78.9% similar) in 19 aa overlap (1-19:131-149) 
 
                                             10        20        30 
AAD-12                               ALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     ..:.::.: :..  : ..:            
gi|212 GTDYQTYSIVAGCLDNDYSRHLYWIASHETSFDDATKAKVNEVLAPYNLSLDDMEPVDQS 
              110       120       130       140       150       160 
 
               40        50        60        70        80 
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES 
                                                          
gi|212 YCVQYKS                                            
                                                          
 
>>gi|159793197|gb|ABW98943.1| alpha S1 casein [Bos tauru  (205 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 18.0 E():   88 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (10-31:82-103) 
 
                                    10        20        30          
AAD-12                      ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
              60        70        80        90       100       110  
 
      40        50        60        70        80                    
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES                    
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
             120       130       140       150       160       170  
 
>>gi|253683676|gb|ACT33296.1| putative tabinhibitin 9 [T  (252 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 18.3 E():   88 
Smith-Waterman score: 41; 42.9% identity (71.4% similar) in 14 aa overlap (18-31:139-152) 
 
                            10        20        30        40        
AAD-12              ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     ::. .  : ::.:.                 
gi|253 EAYKCRHTLRFWTPGQLNFEFYADKMPFTMSLISTAIKRGHMQKHNITRDIVEKYQPVGP 
      110       120       130       140       150       160         
 
        50        60        70        80                            
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES                            
                                                                    
gi|253 KGNVKELALAIFDRVTAVGCGLTTWKLGGKARAFFTCNFFSENDYNRPVYKTGNSPGEKC 
      170       180       190       200       210       220         
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.1  bits: 17.5 E():   90 
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Smith-Waterman score: 38; 25.0% identity (62.5% similar) in 24 aa overlap (2-25:46-69) 
 
                                            10        20        30  
AAD-12                              ALDEATRALVHQRSARHSLVYSQSKLGHVQQ 
                                     .:.. ..:.:     . :  ..::       
gi|856 AVSGFIVGDKKEDEWRMAFDRLMMEELETKIDQVEKGLLHLSEQYKELEKTKSKELKEQI 
          20        30        40        50        60        70      
 
              40        50        60        70        80            
AAD-12 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES            
                                                                    
gi|856 LRELTIGENFMKGALKFFEMEAKRTDLNMFERYNYEFALESIKLLIKKLDELAKKVKAVN 
          80        90       100       110       120       130      
 
>>gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea sati  (316 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.1  bits: 18.6 E():   90 
Smith-Waterman score: 42; 31.2% identity (53.1% similar) in 32 aa overlap (25-56:191-220) 
 
                     10        20        30        40        50     
AAD-12       ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     .: :  . :.:  . : :   .:   :: . 
gi|135 FVMENNKQTYCTSKSWPCVFGKQYYGRGPIQLTHNYNYGQAGKAIGADLINNP--DLVAT 
              170       180       190       200       210           
 
           60        70        80                                   
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAES                                   
       .:                                                           
gi|135 NPTISFKTAIWFWMTPQANKPSSHDVIIGNWRPSAADTSAGRVPSYGVITNIINGGLECG 
      220       230       240       250       260       270         
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.1  bits: 18.0 E():   91 
Smith-Waterman score: 40; 38.5% identity (42.3% similar) in 26 aa overlap (38-63:60-85) 
 
        10        20        30        40        50        60        
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     :  :  :  :  : ::.   :  : :     
gi|613 CLEYSNVGFTDAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIA 
      30        40        50        60        70        80          
 
        70        80                                                
AAD-12 HAHAIPGMDAAES                                                
                                                                    
gi|613 QRWANQCTFEHDACRNVERFAVGQNIAATSSSGKNKSTLSDMILLWYNEVKDFDNRWISS 
      90       100       110       120       130       140          
 
>>gi|162794|gb|AAA30429.1| alpha-S1-casein [Bos taurus]   (214 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 18.0 E():   92 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (10-31:91-112) 
 
                                    10        20        30          
AAD-12                      ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
               70        80        90       100       110       120 
 
      40        50        60        70        80                    
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES                    
                                                                    
gi|162 VPQLEIVPNSAEERLHSMKEGIDAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
              130       140       150       160       170       180 
 
>>gi|162792|gb|AAA30428.1| alpha-s1-casein precursor [Bo  (214 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 18.0 E():   92 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (10-31:91-112) 
 
                                    10        20        30          
AAD-12                      ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
               70        80        90       100       110       120 
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      40        50        60        70        80                    
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES                    
                                                                    
gi|162 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
              130       140       150       160       170       180 
 
>>gi|161137518|gb|ABX57814.1| delta class glutathione S-  (216 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 18.0 E():   93 
Smith-Waterman score: 40; 63.6% identity (63.6% similar) in 11 aa overlap (3-13:88-98) 
 
                                           10        20        30   
AAD-12                             ALDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     :   :::: ::                    
gi|161 NDNGFCLWESRAILSYLADQYGKDDSLYPKDPKKRALVDQRLYFDLGTLYQRFGDYYYPI 
        60        70        80        90       100       110        
 
             40        50        60        70        80             
AAD-12 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES             
                                                                    
gi|161 MFAKASPDAEKMKKLEEAYQFLDKFLEGQKFVAGNSLTIADIATIASVSTAAILGFDITR 
       120       130       140       150       160       170        
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.7 E():   94 
Smith-Waterman score: 39; 35.3% identity (70.6% similar) in 17 aa overlap (36-52:118-134) 
 
          10        20        30        40        50        60      
AAD-12 TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI 
                                     :. . :...: : . ::              
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
          70        80                 
AAD-12 GRHAHAIPGMDAAES                 
                                       
gi|195 ALEKFDKALKALPMHIRLSFNPTQLEEQCHI 
       150       160       170         
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.8  bits: 18.3 E():   94 
Smith-Waterman score: 41; 31.8% identity (59.1% similar) in 22 aa overlap (9-30:127-148) 
 
                                     10        20        30         
AAD-12                       ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     : :.:  :: ..  .:   :..         
gi|273 KMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKD 
        100       110       120       130       140       150       
 
       40        50        60        70        80                   
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES                   
                                                                    
gi|273 ELLKMKKDGKTKKELEAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAELKN 
        160       170       180       190       200       210       
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.8  bits: 18.3 E():   94 
Smith-Waterman score: 41; 31.8% identity (59.1% similar) in 22 aa overlap (9-30:127-148) 
 
                                     10        20        30         
AAD-12                       ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     : :.:  :: ..  .:   :..         
gi|273 KMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKD 
        100       110       120       130       140       150       
 
       40        50        60        70        80                   
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES                   
                                                                    
gi|273 ELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAELKN 
        160       170       180       190       200       210       
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>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.8  bits: 18.3 E():   94 
Smith-Waterman score: 41; 31.8% identity (59.1% similar) in 22 aa overlap (9-30:127-148) 
 
                                     10        20        30         
AAD-12                       ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     : :.:  :: ..  .:   :..         
gi|273 KMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKD 
        100       110       120       130       140       150       
 
       40        50        60        70        80                   
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES                   
                                                                    
gi|273 ELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAELKN 
        160       170       180       190       200       210       
 
>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 18.9 E():   94 
Smith-Waterman score: 43; 35.0% identity (65.0% similar) in 20 aa overlap (26-45:133-152) 
 
                    10        20        30        40        50      
AAD-12      ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :: ... :.    : .::.:           
gi|129 IRKNEDVAYVEEDQIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVD 
            110       120       130       140       150       160   
 
          60        70        80                                    
AAD-12 PETGRPSLLIGRHAHAIPGMDAAES                                    
                                                                    
gi|129 SGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASILSVKVFQG 
            170       180       190       200       210       220   
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 18.9 E():   94 
Smith-Waterman score: 43; 35.0% identity (65.0% similar) in 20 aa overlap (26-45:133-152) 
 
                    10        20        30        40        50      
AAD-12      ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :: ... :.    : .::.:           
gi|746 IRKNEDVAYVEEDQIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVD 
            110       120       130       140       150       160   
 
          60        70        80                                    
AAD-12 PETGRPSLLIGRHAHAIPGMDAAES                                    
                                                                    
gi|746 SGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASILSVKVFQG 
            170       180       190       200       210       220   
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.7  bits: 18.9 E():   95 
Smith-Waterman score: 43; 35.5% identity (54.8% similar) in 31 aa overlap (43-73:3-32) 
 
             20        30        40        50        60        70   
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                                     : : :.  :. .   .:   :  : ::..: 
gi|238                             FITKAIPIV-LAALSAVNGAKILEAGPHAETI 
                                            10        20        30  
 
             80                                                     
AAD-12 PGMDAAES                                                     
       :                                                            
gi|238 PNKYIVVMKKDVSDEAFSTHTTWLSQNLNRRLMRRSGSSKAMAGMQNKYSLGGIFRAYSG 
              40        50        60        70        80        90  
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 19.2 E():   95 
Smith-Waterman score: 44; 30.0% identity (60.0% similar) in 30 aa overlap (16-45:322-351) 
 
                              10        20        30        40      
AAD-12                ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                     ::..  ..:   .  ::::.  . ..:  : 
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gi|186 GKDKHCQRPRGSQSKSRRNGIDETICTMRLRHNIGQTSSPDIYNPQAGSVTTATSLDFPA 
             300       310       320       330       340       350  
 
          50        60        70        80                          
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES                          
                                                                    
gi|186 LSWLRLSAGFGSLRKNAMFVPHYNLNANSIIYALNGRALIQVVNCNGERVFDGELQEGRV 
             360       370       380       390       400       410  
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.7  bits: 19.2 E():   95 
Smith-Waterman score: 44; 30.0% identity (60.0% similar) in 30 aa overlap (16-45:322-351) 
 
                              10        20        30        40      
AAD-12                ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                     ::..  ..:   .  ::::.  . ..:  : 
gi|186 GKDKHCQRPRGSQSKSRRNGIDETICTMRLRHNIGQTSSPDIYNPQAGSVTTATSLDFPA 
             300       310       320       330       340       350  
 
          50        60        70        80                          
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES                          
                                                                    
gi|186 LSWLRLSAEFGSLRKNAMFVPHYNLNANSIIYALNGRALIQVVNCNGERVFDGELQEGRV 
             360       370       380       390       400       410  
 
>>gi|3121755|sp|P81216.1|ALL21_HORSE RecName: Full=Dande  (29 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 66.7  bits: 15.1 E():   95 
Smith-Waterman score: 30; 33.3% identity (50.0% similar) in 18 aa overlap (23-40:5-22) 
 
               10        20        30        40        50        60 
AAD-12 ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                             ::.  . : .:     ::                     
gi|312                   SQXPQSETDYSQLSGEWNTIYGAASNIXK              
                                 10        20                       
 
               70        80 
AAD-12 PSLLIGRHAHAIPGMDAAES 
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.7  bits: 17.2 E():   95 
Smith-Waterman score: 37; 26.7% identity (56.7% similar) in 30 aa overlap (47-76:90-119) 
 
         20        30        40        50        60        70       
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ...  ..:    :.: 
gi|253 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNAPYCLGLD 
      60        70        80        90       100       110          
 
         80 
AAD-12 AAES 
            
gi|253 I    
     120    
 
>>gi|190684057|gb|ACE82289.1| glutathione transferase [T  (222 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 66.7  bits: 18.0 E():   96 
Smith-Waterman score: 40; 32.4% identity (59.5% similar) in 37 aa overlap (45-77:50-86) 
 
           20        30        40        50        60           70  
AAD-12 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP---SLLIGRHAH- 
                                     :.:..  . :  . :::   ::.: .. .  
gi|190 RVRIALAEKGLPYEYAEEDLMAGKSDRLLRANPVHKKIPVLLHDGRPVNESLIILQYLED 
      20        30        40        50        60        70          
 
               80                                                   
AAD-12 AIPGMDAAES                                                   
       :.:   :                                                      
gi|190 AFPDAPALLPSDPYARAQARFWADYVDKKVYDCGSRLWKLKGEPQAQARAEMLDILKTLD 
      80        90       100       110       120       130          
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
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 initn:  27 init1:  27 opt:  27  Z-score: 66.6  bits: 14.2 E():   96 
Smith-Waterman score: 27; 57.1% identity (71.4% similar) in 7 aa overlap (68-74:5-11) 
 
        40        50        60        70        80 
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES 
                                     .: : ::       
gi|751                           ADAGYAPAAPGTQPKA  
                                         10        
 
>>gi|60678787|gb|AAX33728.1| Per a 4 allergen [Periplane  (183 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.7 E():   97 
Smith-Waterman score: 39; 36.8% identity (78.9% similar) in 19 aa overlap (1-19:147-165) 
 
                                             10        20        30 
AAD-12                               ALDEATRALVHQRSARHSLVYSQSKLGHVQ 
                                     ..:.::.: :..  : ..:            
gi|606 GTDYQTYSIVAGCLDNDYSRHLYWIASHGTSFDDATKAKVNEVLAPYNLSLDDMEPVDQS 
        120       130       140       150       160       170       
 
               40        50        60        70        80 
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES 
                                                          
gi|606 YCVQYKS                                            
        180                                               
 
>>gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} [De  (20 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 66.4  bits: 14.5 E():   98 
Smith-Waterman score: 28; 57.1% identity (85.7% similar) in 7 aa overlap (71-77:1-7) 
 
               50        60        70        80           
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES           
                                     :. :.::              
gi|404                               AVGGQDADLAEAPFQISLLK 
                                             10        20 
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.7 E():   98 
Smith-Waterman score: 39; 25.0% identity (65.0% similar) in 20 aa overlap (17-36:97-116) 
 
                             10        20        30        40       
AAD-12               ALDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     :...  :..  . :: .: .           
gi|170 STYQLLQELCCQHLWQIPEQSQCQAIHNVVHAIILHQQQQKQQQQPSSQFSFQQPLQQYP 
         70        80        90       100       110       120       
 
         50        60        70        80                           
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES                           
                                                                    
gi|170 LGQGSFRPSQQNPQAQGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN 
        130       140       150       160       170       180       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:55 2011 done: Fri Jan 21 00:02:55 2011 
 Total Scan time:  0.070 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 148  - 227 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
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       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     0     8:  * 
  34     3    22:=      * 
  36    18    44:======        * 
  38    61    73:=====================   * 
  40    84   102:============================     * 
  42   141   125:=========================================*===== 
  44   120   138:========================================     * 
  46   158   140:==============================================*====== 
  48   123   134:=========================================   * 
  50    95   122:================================        * 
  52   118   108:===================================*==== 
  54    94    92:==============================*= 
  56   113    77:=========================*============ 
  58    64    63:====================*= 
  60    51    51:================* 
  62    37    41:=============* 
  64    53    33:==========*======= 
  66    30    26:========*= 
  68    23    20:======*= 
  70    27    16:=====*=== 
  72    17    12:===*== 
  74    16    10:===*== 
  76    14     8:==*== 
  78    12     6:=*== 
  80     5     5:=* 
  82     6     3:*= 
  84     2     3:* 
  86     1     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.38860.00312; mu= 1.6688 0.161 
 mean_var=34.3958 8.113, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.218686 
 Kolmogorov-Smirnov  statistic: 0.0718 (N=27) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   68 26.5    0.48 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   56 23.1     1.6 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   59 23.7     4.2 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 19.3     7.2 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   47 20.2      11 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 17.3      11 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   56 22.6      12 
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gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   56 22.6      12 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   52 21.5      13 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 21.5      13 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   48 20.5      14 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   51 21.2      15 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 22.6      16 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 22.6      16 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   52 21.5      16 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   52 21.5      16 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 20.9      17 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.6      20 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.6      20 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.6      20 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   52 21.4      20 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   49 20.6      21 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   52 21.4      21 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   52 21.4      22 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   52 21.4      22 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   52 21.4      22 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   52 21.4      23 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   47 20.1      24 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 19.3      25 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 20.6      25 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 18.4      25 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   48 20.3      25 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   50 20.9      26 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   51 21.1      26 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   48 20.3      29 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   43 18.9      30 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 20.6      30 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 20.0      32 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 20.0      32 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 20.0      32 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 20.0      32 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 20.0      32 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 20.0      32 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 20.0      32 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 20.0      32 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 20.0      32 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 20.0      32 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 20.0      32 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 20.0      32 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 20.0      32 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 20.0      32 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   43 18.9      33 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   49 20.5      33 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.4      36 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   49 20.5      36 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   43 18.9      37 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 15.7      38 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 19.2      38 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 21.0      39 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   49 20.5      41 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   44 19.1      41 
gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Veno ( 204)   44 19.1      41 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   44 19.1      42 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 18.1      43 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.9      44 
gi|56417506|gb|AAV90694.1| GE-rich salivary protei ( 266)   45 19.4      46 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.9      46 
gi|56417504|gb|AAV90693.1| 30 kDa salivary gland a ( 271)   45 19.4      47 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.9      48 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   45 19.4      49 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 16.4      49 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   40 18.0      49 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   45 19.4      50 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.9      50 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 15.3      51 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 19.6      51 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   40 18.0      53 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 19.1      55 
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gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.3      55 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   43 18.8      55 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   41 18.3      56 
gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Th (  20)   30 15.3      57 
gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} (  20)   30 15.3      57 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 18.0      58 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   46 19.6      58 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 18.0      59 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   48 20.1      60 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 19.1      60 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   40 18.0      60 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   40 18.0      60 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   40 18.0      60 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 14.2      60 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   44 19.1      61 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 19.9      61 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   44 19.1      61 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   42 18.5      62 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   42 18.5      64 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   42 18.5      64 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.3      65 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.3      65 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   40 18.0      65 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   40 18.0      66 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   40 18.0      66 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   46 19.6      67 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   26 14.2      67 
gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A ( 262)   43 18.8      69 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   42 18.5      69 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   42 18.5      72 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   39 17.7      75 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   39 17.7      75 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   42 18.5      75 
gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betu (  21)   29 15.0      75 
gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   43 18.7      76 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   44 19.0      76 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   44 19.0      77 
gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A ( 291)   43 18.7      78 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   41 18.2      79 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   41 18.2      79 
gi|21757|emb|CAA26383.1| unnamed protein product [ ( 296)   43 18.7      79 
gi|289064179|gb|ADC80503.1| non-specific lipid tra ( 118)   38 17.4      80 
gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos t ( 172)   40 17.9      80 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   41 18.2      81 
gi|21673|emb|CAA35238.1| unnamed protein product [ ( 307)   43 18.7      82 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   43 18.7      83 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   45 19.3      83 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   27 14.4      84 
gi|1352239|sp|P49277.1|DERP6_DERPT RecName: Full=M (  20)   28 14.7      88 
gi|3121755|sp|P81216.1|ALL21_HORSE RecName: Full=D (  29)   30 15.2      88 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   41 18.2      89 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   41 18.2      89 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   28 14.7      93 
gi|21755|emb|CAA25593.1| unnamed protein product [ ( 286)   42 18.4      94 
gi|21761|emb|CAA26384.1| unnamed protein product [ ( 286)   42 18.4      94 
gi|170720|gb|AAA34280.1| alpha/beta-gliadin precur ( 286)   42 18.4      94 
gi|85687540|gb|ABC73706.1| allergen precursor [Der ( 140)   38 17.3      97 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   40 17.9      98 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   40 17.9      98 
gi|159793197|gb|ABW98943.1| alpha S1 casein [Bos t ( 205)   40 17.9      98 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   45 19.2      98 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  65 init1:  65 opt:  68  Z-score: 108.1  bits: 26.5 E(): 0.48 
Smith-Waterman score: 68; 23.1% identity (51.3% similar) in 78 aa overlap (2-73:316-393) 
 
                                               10        20         
AAD-12                              LDEATRALV---HQRSARHSLVYSQSKLGHV 
                                     :: ..  :   : ..: .:. ..      : 
gi|113 NNNYDKWGSYAIGGSASPTILSQGNRFCAPDERSKKNVLGRHGEAAAESMKWNWRTNKDV 
         290       300       310       320       330       340      
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       30        40        50        60        70           80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI---PGMDAAESE 
        . :. ... :.: . :: .    .  : :. .: .   : ..   ::        
gi|113 LENGAIFVASGVDPVLTPEQSAGMIPAEPGESALSLTSSAGVLSCQPGAPC     
         350       360       370       380       390           
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  45 init1:  45 opt:  56  Z-score: 98.6  bits: 23.1 E():  1.6 
Smith-Waterman score: 56; 29.5% identity (63.6% similar) in 44 aa overlap (3-42:34-77) 
 
                                           10            20         
AAD-12                             LDEATRALVHQRSARHS----LVYSQSKLGHV 
                                     .:   . .: :..::    :.... .. :: 
gi|527 HITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHV 
            10        20        30        40        50        60    
 
       30        40        50        60        70        80       
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE       
       :.:.. :   .: :                                             
gi|527 QDAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
            70        80        90       100       110       120  
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  59  Z-score: 91.3  bits: 23.7 E():  4.2 
Smith-Waterman score: 59; 35.6% identity (60.0% similar) in 45 aa overlap (11-48:198-242) 
 
                                   10        20              30     
AAD-12                     LDEATRALVHQRSARHSLVYSQSKL------GHVQQAGSA 
                                     ::. :..:  .:. :      :  ..: .  
gi|303 LVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALAD 
       170       180       190       200       210       220        
 
           40         50        60        70        80              
AAD-12 YIGYGMDT-TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE              
        .:.:::: ::  .:                                              
gi|303 VLGFGMDTETARKVRGEDDQRGHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICS 
       230       240       250       260       270       280        
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 87.1  bits: 19.3 E():  7.2 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (26-46:5-25) 
 
               10        20        30        40        50        60 
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                :.:..: :. .::  .  :.:               
gi|462                      AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKNLNSA  
                                    10        20        30          
 
               70        80 
AAD-12 SLLIGRHAHAIPGMDAAESE 
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 84.1  bits: 20.2 E():   11 
Smith-Waterman score: 47; 27.5% identity (50.0% similar) in 40 aa overlap (39-78:19-58) 
 
       10        20        30        40        50        60         
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :.: ::  :. :.:.        .     : 
gi|135             MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFA 
                           10        20        30        40         
 
       70        80                                                 
AAD-12 HAIPGMDAAESE                                                 
       .:. : :. .                                                   
gi|135 KALEGKDVKDLLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGL 
       50        60        70        80        90       100         
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 83.7  bits: 17.3 E():   11 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (67-72:8-13) 
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         40        50        60        70        80 
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
                                     ::: .:         
gi|131                        GPVGGVVHAHMMPLL       
                                      10            
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  56  Z-score: 83.2  bits: 22.6 E():   12 
Smith-Waterman score: 56; 27.8% identity (63.9% similar) in 36 aa overlap (11-46:539-574) 
 
                                   10        20        30        40 
AAD-12                     LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.:.. .   . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYP 
      510       520       530       540       550       560         
 
               50        60        70        80                     
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE                     
        ..  :                                                       
gi|217 TSVQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQP 
      570       580       590       600       610       620         
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 83.0  bits: 22.6 E():   12 
Smith-Waterman score: 56; 25.0% identity (63.9% similar) in 36 aa overlap (11-46:551-586) 
 
                                   10        20        30        40 
AAD-12                     LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.... . . . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYP 
              530       540       550       560       570       580 
 
               50        60        70        80                     
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE                     
        .   :                                                       
gi|217 TSLQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQP 
              590       600       610       620       630       640 
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 82.6  bits: 21.5 E():   13 
Smith-Waterman score: 52; 28.3% identity (56.7% similar) in 60 aa overlap (7-66:232-276) 
 
                                       10        20        30       
AAD-12                         LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                     : .:  :. ::....:..  . ::       
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIH--SVVHSIIMQQQQQQQQQQ------ 
             210       220       230         240       250          
 
         40        50        60        70        80                 
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE                 
         :.:     . :: . : ..:. ::. :.                               
gi|170 --GIDI----FLPLSQ-HEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYV 
                 260        270       280       290       300       
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.3  bits: 21.5 E():   13 
Smith-Waterman score: 52; 40.0% identity (56.0% similar) in 25 aa overlap (33-57:25-49) 
 
             10        20        30        40        50        60   
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                                     .:  ::.  : :::  : . . : :      
gi|249       MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPA 
                     10        20        30        40        50     
 
             70        80                                           
AAD-12 LIGRHAHAIPGMDAAESE                                           
                                                                    
gi|249 TPAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGL 
           60        70        80        90       100       110     
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>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.9  bits: 20.5 E():   14 
Smith-Waterman score: 48; 25.6% identity (53.5% similar) in 43 aa overlap (38-80:23-65) 
 
        10        20        30        40        50        60        
AAD-12 LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                                     ...:  ..::  :.:   :. .    .    
gi|344         MTGVKTHLQHELKRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESD 
                       10        20        30        40        50   
 
        70        80                                                
AAD-12 AHAIPGMDAAESE                                                
         :::. :  ..:                                                
gi|344 EVAIPNPDEFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREIS 
             60        70        80        90       100       110   
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.3  bits: 21.2 E():   15 
Smith-Waterman score: 51; 36.1% identity (55.6% similar) in 36 aa overlap (31-61:21-56) 
 
               10        20        30          40           50      
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGS--AYIGYGMDTTATP---LRPLVKVHP 
                                     :::  : .:::  : :.:     : . . : 
gi|330           MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAP 
                         10        20        30        40        50 
 
          60        70        80                                    
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESE                                    
         ..:.                                                       
gi|330 AGAEPAGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLS 
               60        70        80        90       100       110 
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.1  bits: 22.6 E():   16 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (21-38:283-300) 
 
                         10        20        30        40        50 
AAD-12           LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
               60        70        80                               
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESE                               
                                                                    
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 80.9  bits: 22.6 E():   16 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (21-38:289-306) 
 
                         10        20        30        40        50 
AAD-12           LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
 
               60        70        80                               
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESE                               
                                                                    
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 80.8  bits: 21.5 E():   16 
Smith-Waterman score: 52; 18.4% identity (55.1% similar) in 49 aa overlap (14-62:332-380) 
 
                                10        20        30        40    
AAD-12                  LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                     : .:....  .   . . :. ..  : : . 
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gi|166 SAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPV 
             310       320       330       340       350       360  
 
            50        60        70        80 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
        ::..    .  : :. ..                   
gi|166 LTPVQSAGMIPAEPGEAAIKLTSSAGVFSCRPGAPC  
             370       380       390         
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 80.8  bits: 21.5 E():   16 
Smith-Waterman score: 52; 18.4% identity (55.1% similar) in 49 aa overlap (14-62:332-380) 
 
                                10        20        30        40    
AAD-12                  LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                     : .:....  .   . . :. ..  : : . 
gi|113 SAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPV 
             310       320       330       340       350       360  
 
            50        60        70        80 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
        ::..    .  : :. ..                   
gi|113 LTPVQSAGMIPAEPGEAAIKLTSSAGVFSCHPGAPC  
             370       380       390         
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 80.5  bits: 20.9 E():   17 
Smith-Waterman score: 50; 32.1% identity (57.1% similar) in 28 aa overlap (34-61:1-28) 
 
            10        20        30        40        50        60    
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::  : :.:    . . :  ..:.   
gi|295                               ADLGYGPATPAAPAAGYTPAAPAGAEPAGK 
                                             10        20        30 
 
            70        80                                            
AAD-12 IGRHAHAIPGMDAAESE                                            
                                                                    
gi|295 ATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAE 
               40        50        60        70        80        90 
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (36-53:24-41) 
 
          10        20        30        40        50        60      
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|121        MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSL 
                      10        20        30        40        50    
 
          70        80                                              
AAD-12 RHAHAIPGMDAAESE                                              
                                                                    
gi|121 STFKNTEIKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVV 
            60        70        80        90       100       110    
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (36-53:24-41) 
 
          10        20        30        40        50        60      
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|144        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
          70        80                                              
AAD-12 RHAHAIPGMDAAESE                                              
                                                                    
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
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            60        70        80        90       100       110    
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (36-53:24-41) 
 
          10        20        30        40        50        60      
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|379        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
          70        80                                              
AAD-12 RHAHAIPGMDAAESE                                              
                                                                    
gi|379 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 79.1  bits: 21.4 E():   20 
Smith-Waterman score: 52; 24.3% identity (73.0% similar) in 37 aa overlap (1-36:143-179) 
 
                                             10        20           
AAD-12                               LDEATRALVHQRSARHSLVYSQSKLG-HVQ 
                                     .::   .:.: .. .. .::  .... .:. 
gi|215 EEFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVM 
            120       130       140       150       160       170   
 
      30        40        50        60        70        80          
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE          
       . :...:                                                      
gi|215 NNGDVFILLVPNFVFVWTGKHSNRMERTTAIRVANDLKSELNRFKLSSVILEDGKEVEQT 
            180       190       200       210       220       230   
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.8  bits: 20.6 E():   21 
Smith-Waterman score: 49; 21.9% identity (59.4% similar) in 32 aa overlap (12-43:179-210) 
 
                                  10        20        30        40  
AAD-12                    LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :.  .:.. .... :. ::      : :.. 
gi|219 MWQQSSCHVMQQQCCQQLSQIPEQSRYDAIRAITYSIILQEQQQGQSQQQQPQQSGQGVS 
      150       160       170       180       190       200         
 
              50        60        70        80                      
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE                      
        .                                                           
gi|219 QSQQQSQQQLGQCSFQQPQQQLGQQPQQQQVQQGTFLQPHQIAHLEVMTSIALRTLPTMC 
      210       220       230       240       250       260         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.5  bits: 21.4 E():   21 
Smith-Waterman score: 52; 33.3% identity (58.3% similar) in 24 aa overlap (10-33:388-411) 
 
                                    10        20        30          
AAD-12                      LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:.    .::: . :       
gi|224 TANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVY 
       360       370       380       390       400       410        
 
      40        50        60        70        80                    
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE                    
                                                                    
gi|224 DEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVAN 
       420       430       440       450       460       470        
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.2  bits: 21.4 E():   22 
Smith-Waterman score: 52; 33.3% identity (58.3% similar) in 24 aa overlap (10-33:408-431) 
 
                                    10        20        30          
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AAD-12                      LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:.    .::: . :       
gi|571 NCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVY 
       380       390       400       410       420       430        
 
      40        50        60        70        80                    
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE                    
                                                                    
gi|571 DEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVAN 
       440       450       460       470       480       490        
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.2  bits: 21.4 E():   22 
Smith-Waterman score: 52; 33.3% identity (58.3% similar) in 24 aa overlap (10-33:408-431) 
 
                                    10        20        30          
AAD-12                      LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:.    .::: . :       
gi|199 TANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVY 
       380       390       400       410       420       430        
 
      40        50        60        70        80                    
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE                    
                                                                    
gi|199 DEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVAN 
       440       450       460       470       480       490        
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 78.2  bits: 21.4 E():   22 
Smith-Waterman score: 52; 23.8% identity (54.0% similar) in 63 aa overlap (1-63:431-489) 
 
                                             10        20        30 
AAD-12                               LDEATRALVHQRSARHSLVYSQSKLGHVQQ 
                                     ..:   :.. :.  . .:    .. : .:: 
gi|258 FYRNGIYSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNHGVIQQ 
              410       420       430       440       450       460 
 
               40        50        60        70        80           
AAD-12 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE           
       ::.     :..  :   .  . ..  .:: :.:                            
gi|258 AGNQ----GFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQISREQARQLKYNRQ 
                  470       480       490       500       510       
 
gi|258 ETIALSSSQQRRAVV 
        520       530  
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.0  bits: 21.4 E():   23 
Smith-Waterman score: 52; 33.3% identity (58.3% similar) in 24 aa overlap (10-33:416-439) 
 
                                    10        20        30          
AAD-12                      LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:.    .::: . :       
gi|213 NELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVF 
         390       400       410       420       430       440      
 
      40        50        60        70        80                    
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE                    
                                                                    
gi|213 DEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVAN 
         450       460       470       480       490       500      
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 77.7  bits: 20.1 E():   24 
Smith-Waterman score: 47; 21.7% identity (52.2% similar) in 46 aa overlap (32-74:62-107) 
 
              10        20        30        40        50            
AAD-12 DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE---TG 
                                     :..:.: . .. :     . . . .   .: 
gi|201 DATPVLDVAGKELDSRLSYRIISTFWGALGGDVYLGKSPNSDAPCANGIFRYNSDVGPSG 
              40        50        60        70        80        90  
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       60        70        80                                       
AAD-12 RPSLLIGRHAHAIPGMDAAESE                                       
        :  .::  .:   :.                                             
gi|201 TPVRFIGSSSHFGQGIFENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTI 
             100       110       120       130       140       150  
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.4  bits: 19.3 E():   25 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (36-56:25-45) 
 
          10        20        30        40        50        60      
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.:  .:  :          
gi|990       MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSL 
                     10        20        30        40        50     
 
          70        80                                              
AAD-12 RHAHAIPGMDAAESE                                              
                                                                    
gi|990 STFKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVV 
           60        70        80        90       100       110     
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.3  bits: 20.6 E():   25 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (31-47:200-216) 
 
               10        20        30        40        50        60 
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
               70        80                                         
AAD-12 SLLIGRHAHAIPGMDAAESE                                         
                                                                    
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 77.3  bits: 18.4 E():   25 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (9-30:37-58) 
 
                                     10        20        30         
AAD-12                       LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
       40        50        60        70        80 
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
                                                  
gi|162 VPQLEIVPNS                                 
         70                                       
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.3  bits: 20.3 E():   25 
Smith-Waterman score: 48; 25.6% identity (56.4% similar) in 39 aa overlap (17-55:87-125) 
 
                             10        20        30        40       
AAD-12               LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     : : . ..  . :.:.:  . :: .  ..  
gi|144 DLAEAPFQISLLKDYLIMKRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSS 
         60        70        80        90       100       110       
 
         50        60        70        80                           
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE                           
           .::.:                                                    
gi|144 SYGDLKVKPIIQHESYEQDQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVDGDKVTIYG 
        120       130       140       150       160       170       
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 5234



 

 

>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 77.1  bits: 20.9 E():   26 
Smith-Waterman score: 50; 38.2% identity (55.9% similar) in 34 aa overlap (39-72:2-34) 
 
       10        20        30        40        50        60         
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :. : : :.  :. .   .:   :  : :: 
gi|581                              MGFITKAIPIV-LAALSTVNGARILEAGPHA 
                                            10         20        30 
 
       70        80                                                 
AAD-12 HAIPGMDAAESE                                                 
       .:::                                                         
gi|581 EAIPNKYIVVMKREVSDEAFNAHTTWLSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRA 
               40        50        60        70        80        90 
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.9  bits: 21.1 E():   26 
Smith-Waterman score: 51; 30.8% identity (57.7% similar) in 26 aa overlap (8-33:383-408) 
 
                                      10        20        30        
AAD-12                        LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     ..:  .  ::..:     .::: . :     
gi|370 LKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNR 
            360       370       380       390       400       410   
 
        40        50        60        70        80                  
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE                  
                                                                    
gi|370 VYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVV 
            420       430       440       450       460       470   
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 76.2  bits: 20.3 E():   29 
Smith-Waterman score: 48; 25.0% identity (51.8% similar) in 56 aa overlap (9-61:3-56) 
 
               10        20        30        40           50        
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPET 
               ::: ..  .:  . . ..    . .: .:::  : :.:     : . . :   
gi|398       MAVHQYTV--ALFLAVALVAGPAASYAADLGYGPATPAAPAAGYTPATPAAPAE 
                       10        20        30        40        50   
 
        60        70        80                                      
AAD-12 GRPSLLIGRHAHAIPGMDAAESE                                      
       . :.                                                         
gi|398 AAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGAASNKAFAEGLSGE 
             60        70        80        90       100       110   
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 75.9  bits: 18.9 E():   30 
Smith-Waterman score: 43; 26.3% identity (57.9% similar) in 38 aa overlap (27-61:33-70) 
 
                   10        20        30        40           50    
AAD-12     LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVKV 
                                     ....:.::     .: :::   : : .. . 
gi|668 ASEAAAAAATPVAPTEGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPI 
             10        20        30        40        50        60   
 
            60        70        80                                  
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESE                                  
         . .. :                                                     
gi|668 FADMAKKSPNVVFLKVDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKL 
             70        80        90       100       110       120   
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 75.8  bits: 20.6 E():   30 
Smith-Waterman score: 49; 24.5% identity (49.0% similar) in 49 aa overlap (28-73:341-389) 
 
                  10        20        30        40        50        
AAD-12    LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ..  :.: . :: .    .  :  
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gi|113 ASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMIPAEP 
              320       330       340       350       360       370 
 
        60        70           80 
AAD-12 GRPSLLIGRHAHAI---PGMDAAESE 
       :.  : .   : ..   ::        
gi|113 GEAVLRLTSSAGVLSCQPGAPC     
              380       390       
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (34-61:1-31) 
 
            10        20        30        40           50        60 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
               70        80                                         
AAD-12 SLLIGRHAHAIPGMDAAESE                                         
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (34-61:1-31) 
 
            10        20        30        40           50        60 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
               70        80                                         
AAD-12 SLLIGRHAHAIPGMDAAESE                                         
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (34-61:1-31) 
 
            10        20        30        40           50        60 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
               70        80                                         
AAD-12 SLLIGRHAHAIPGMDAAESE                                         
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (34-61:1-31) 
 
            10        20        30        40           50        60 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
               70        80                                         
AAD-12 SLLIGRHAHAIPGMDAAESE                                         
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
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               40        50        60        70        80        90 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (34-61:1-31) 
 
            10        20        30        40           50        60 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
               70        80                                         
AAD-12 SLLIGRHAHAIPGMDAAESE                                         
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (34-61:1-31) 
 
            10        20        30        40           50        60 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
               70        80                                         
AAD-12 SLLIGRHAHAIPGMDAAESE                                         
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (34-61:1-31) 
 
            10        20        30        40           50        60 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
               70        80                                         
AAD-12 SLLIGRHAHAIPGMDAAESE                                         
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (34-61:1-31) 
 
            10        20        30        40           50        60 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
               70        80                                         
AAD-12 SLLIGRHAHAIPGMDAAESE                                         
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (34-61:1-31) 
 
            10        20        30        40           50        60 
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AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
               70        80                                         
AAD-12 SLLIGRHAHAIPGMDAAESE                                         
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (34-61:1-31) 
 
            10        20        30        40           50        60 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
               70        80                                         
AAD-12 SLLIGRHAHAIPGMDAAESE                                         
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (34-61:1-31) 
 
            10        20        30        40           50        60 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
               70        80                                         
AAD-12 SLLIGRHAHAIPGMDAAESE                                         
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (34-61:1-31) 
 
            10        20        30        40           50        60 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
               70        80                                         
AAD-12 SLLIGRHAHAIPGMDAAESE                                         
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (34-61:1-31) 
 
            10        20        30        40           50        60 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
               70        80                                         
AAD-12 SLLIGRHAHAIPGMDAAESE                                         
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       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (34-61:1-31) 
 
            10        20        30        40           50        60 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
               70        80                                         
AAD-12 SLLIGRHAHAIPGMDAAESE                                         
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.2  bits: 18.9 E():   33 
Smith-Waterman score: 43; 29.6% identity (66.7% similar) in 27 aa overlap (33-59:9-35) 
 
             10        20        30        40        50        60   
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                                     ::.    . ..:.  : .:.:. ..::    
gi|244                       MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQS 
                                     10        20        30         
 
             70        80                                           
AAD-12 LIGRHAHAIPGMDAAESE                                           
                                                                    
gi|244 CQRQFEEQQRFRNCQRYVKQEVQRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQ 
       40        50        60        70        80        90         
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.1  bits: 20.5 E():   33 
Smith-Waterman score: 49; 36.7% identity (66.7% similar) in 30 aa overlap (6-35:43-72) 
 
                                        10        20        30      
AAD-12                          LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.. . .:: . : : ..::..  : : : 
gi|558 RVRSGGHDYEGLSYRSLQPENFAVVDLNQMRAVLVDGKARTAWVDSGAQLGELYYAISKY 
             20        30        40        50        60        70   
 
          40        50        60        70        80                
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE                
                                                                    
gi|558 SRTLAFPAGVCPTIGVGGNLAGGGFGMLLRKYGIAAENVIDVKLVDANGKLHDKKSMGDD 
             80        90       100       110       120       130   
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 74.5  bits: 22.4 E():   36 
Smith-Waterman score: 56; 29.3% identity (60.3% similar) in 58 aa overlap (15-72:227-279) 
 
                               10        20        30        40     
AAD-12                 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                     :: ::. ..:  :.. . . ..  . : .: 
gi|203 MRHYMHPMDSDLSCRMTLKDKVVTEVDCEERHVLVHRSNKPVHMSYV-KMMLKQNKDGVA 
        200       210       220       230       240        250      
 
           50        60        70        80                         
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE                         
       . : : ....:.  :: : .  : :  :                                 
gi|203 ADLGP-TNAQPK--RPYLSFD-HKHKNPTETDVVEVLKKLCSEITEPQASIETSFTFQKL 
         260          270        280       290       300       310  
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.4  bits: 20.5 E():   36 
Smith-Waterman score: 49; 33.3% identity (46.7% similar) in 30 aa overlap (37-66:90-119) 
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         10        20        30        40        50        60       
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     : ::   . :  : .   :. :: .   :: 
gi|259 GVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGR 
      60        70        80        90       100       110          
 
         70        80                                               
AAD-12 HAHAIPGMDAAESE                                               
                                                                    
gi|259 FQDRHQKIRRFRRGDIIAIPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLA 
     120       130       140       150       160       170          
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.3  bits: 18.9 E():   37 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (2-21:33-52) 
 
                                            10        20        30  
AAD-12                              LDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     :::  : .  ..: .: .::           
gi|144 NKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLSDSKV 
             10        20        30        40        50        60   
 
              40        50        60        70        80            
AAD-12 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE            
                                                                    
gi|144 DEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAGGEGG 
             70        80        90       100       110       120   
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 74.0  bits: 15.7 E():   38 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (14-28:1-15) 
 
               10        20        30        40        50        60 
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                    :: . : : ..::..                                 
gi|323              ARTAWVDSGAQLGELSY                               
                            10                                      
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.9  bits: 19.2 E():   38 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (11-26:46-61) 
 
                                   10        20        30        40 
AAD-12                     LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
               50        60        70        80                     
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE                     
                                                                    
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 73.9  bits: 21.0 E():   39 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (24-38:609-623) 
 
                      10        20        30        40        50    
AAD-12        LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
            60        70        80                                  
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESE                                  
                                                                    
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
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>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.4  bits: 20.5 E():   41 
Smith-Waterman score: 49; 37.9% identity (62.1% similar) in 29 aa overlap (9-37:74-102) 
 
                                     10        20        30         
AAD-12                       LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     : .:.: .   ::.. :    : ::.:.:  
gi|112 NRIESEGGYIETWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGL 
            50        60        70        80        90       100    
 
       40        50        60        70        80                   
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE                   
                                                                    
gi|112 IFPGCPSTYEEPAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTG 
           110       120       130       140       150       160    
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.3  bits: 19.1 E():   41 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (17-42:76-100) 
 
                             10        20        30        40       
AAD-12               LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
         50        60        70        80                           
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE                           
                                                                    
gi|549 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.3  bits: 19.1 E():   41 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (17-42:76-100) 
 
                             10        20        30        40       
AAD-12               LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
         50        60        70        80                           
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE                           
                                                                    
gi|549 AKYQVGQNVALTGSTAAVYNDPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 73.2  bits: 19.1 E():   42 
Smith-Waterman score: 44; 29.6% identity (77.8% similar) in 27 aa overlap (16-42:77-102) 
 
                              10        20        30        40      
AAD-12                LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::... .:... :. ..  .:: ::    
gi|549 LKVHNDFRQKVAKGLETRGNPGPQPPAKNMNNLVWND-ELANIAQVWASQCNYGHDTCKD 
         50        60        70        80         90       100      
 
          50        60        70        80                          
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE                          
                                                                    
gi|549 TEKYPVGQNIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWA 
         110       120       130       140       150       160      
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.0  bits: 18.1 E():   43 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (21-38:26-43) 
 
                    10        20        30        40        50      
AAD-12      LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                : .. :. :: :..  ::                  
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gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
          60        70        80                 
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESE                 
                                                 
gi|897 PYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
               70        80        90       100  
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 72.9  bits: 18.9 E():   44 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (11-25:138-152) 
 
                                   10        20        30        40 
AAD-12                     LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
               50        60        70        80 
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
                                                
gi|391 ASIDTILTKV                               
       170                                      
 
>>gi|56417506|gb|AAV90694.1| GE-rich salivary protein 30  (266 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.6  bits: 19.4 E():   46 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (11-41:183-213) 
 
                                   10        20        30        40 
AAD-12                     LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
            160       170       180       190       200       210   
 
               50        60        70        80               
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE               
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
            220       230       240       250       260       
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 72.5  bits: 15.9 E():   46 
Smith-Waterman score: 36; 44.0% identity (56.0% similar) in 25 aa overlap (25-49:2-24) 
 
               10        20        30        40        50        60 
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                               ::..  :  :  : :. : :::  :            
gi|751                        DLGYAP-ATPAAPGAGY-TPATPAAP            
                                       10         20                
 
               70        80 
AAD-12 SLLIGRHAHAIPGMDAAESE 
 
>>gi|56417504|gb|AAV90693.1| 30 kDa salivary gland aller  (271 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.4  bits: 19.4 E():   47 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (11-41:188-218) 
 
                                   10        20        30        40 
AAD-12                     LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
       160       170       180       190       200       210        
 
               50        60        70        80               
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE               
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
       220       230       240       250       260       270  
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
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 initn:  32 init1:  32 opt:  32  Z-score: 72.1  bits: 15.9 E():   48 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (43-49:5-11) 
 
             20        30        40        50        60        70   
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     : .:.::                        
gi|751                           TKSQTHVPIRPNKLVLKVQKDRATN          
                                         10        20               
 
             80 
AAD-12 GMDAAESE 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 72.1  bits: 19.4 E():   49 
Smith-Waterman score: 45; 34.5% identity (72.4% similar) in 29 aa overlap (19-45:237-265) 
 
                           10        20        30          40       
AAD-12             LDEATRALVHQRSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATP 
                                     . ..:.. .:.:  .:.: .. :  ::::  
gi|168 EAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATG 
        210       220       230       240       250       260       
 
         50        60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
                                          
gi|168 AASGAATVAAGGYKV                    
        270       280                     
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 72.0  bits: 16.4 E():   49 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (26-46:5-25) 
 
               10        20        30        40        50        60 
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                :.: .: :  : : .   :.:               
gi|462                      TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXLSSA   
                                    10        20        30          
 
               70        80 
AAD-12 SLLIGRHAHAIPGMDAAESE 
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.9  bits: 18.0 E():   49 
Smith-Waterman score: 40; 25.6% identity (59.0% similar) in 39 aa overlap (8-46:54-92) 
 
                                      10        20        30        
AAD-12                        LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     :. . : . . : : .  : . ..:.:  : 
gi|117 KAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAG 
            30        40        50        60        70        80    
 
        40        50        60        70        80 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
        . .. :.:                                   
gi|117 GSAQAEAAPEAAKEEEKEESDEDMGFGLFD              
            90       100       110                 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 71.8  bits: 19.4 E():   50 
Smith-Waterman score: 45; 34.5% identity (72.4% similar) in 29 aa overlap (19-45:246-274) 
 
                           10        20        30          40       
AAD-12             LDEATRALVHQRSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATP 
                                     . ..:.. .:.:  .:.: .. :  ::::  
gi|330 EAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATG 
         220       230       240       250       260       270      
 
         50        60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
                                          
gi|330 AASGAATVAAGGYKV                    
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         280       290                    
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 71.8  bits: 15.9 E():   50 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (55-65:10-20) 
 
           30        40        50        60        70        80 
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
                                     :.:  :..: :                
gi|147                      AKITFTNNXPNTVWPGILTGFGQKPQ          
                                    10        20                
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 71.8  bits: 15.3 E():   51 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (40-47:10-17) 
 
      10        20        30        40        50        60          
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH 
                                     :.:  :::                       
gi|244                      IGNEDCTPWMSTLITPLP                      
                                    10                              
 
      70        80 
AAD-12 AIPGMDAAESE 
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.7  bits: 19.6 E():   51 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (36-45:284-293) 
 
          10        20        30        40        50        60      
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
          70        80                        
AAD-12 RHAHAIPGMDAAESE                        
                                              
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 71.4  bits: 18.0 E():   53 
Smith-Waterman score: 40; 24.2% identity (75.8% similar) in 33 aa overlap (1-33:21-50) 
 
                                   10        20        30        40 
AAD-12                     LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                           ...:..:.   ....:.:.: : .: ....  :        
gi|160 GSQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQLDELNENKSKELQEKI 
               10        20           30        40        50        
 
               50        60        70        80                     
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE                     
                                                                    
gi|160 IRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQ 
        60        70        80        90       100       110        
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.1  bits: 19.1 E():   55 
Smith-Waterman score: 44; 20.0% identity (52.5% similar) in 40 aa overlap (21-60:51-90) 
 
                         10        20        30        40        50 
AAD-12           LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|130 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               30        40        50        60        70        80 
 
               60        70        80                               
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESE                               
        . .:. ..:                                                   
gi|130 PQPQPQYSQPQEPISQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQS 
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               90       100       110       120       130       140 
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.1  bits: 18.3 E():   55 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (43-50:34-41) 
 
             20        30        40        50        60        70   
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
             80                                                     
AAD-12 GMDAAESE                                                     
                                                                    
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.1  bits: 18.8 E():   55 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (25-58:31-64) 
 
                     10        20        30        40        50     
AAD-12       LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :. :  . :::..::  .     . ::    
gi|616 NEIAXAKIDLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCA 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESE                                   
        . :                                                         
gi|616 SQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNK 
               70        80        90       100       110       120 
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 44; 35.4% identity (54.2% similar) in 48 aa overlap (27-72:79-122) 
 
                   10        20        30        40        50       
AAD-12     LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
                                     :. . :.  :  : : ::. .  . :  :  
gi|160 LGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGN--ITVGEDGTAA-INIVDKQIPL 
       50        60        70        80          90        100      
 
         60          70        80                       
AAD-12 TGRPSLLIGRHA--HAIPGMDAAESE                       
       :: :  .::: .  :. :                               
gi|160 TG-PHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          110       120       130       140       150   
 
>>gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Thauma  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 70.8  bits: 15.3 E():   57 
Smith-Waterman score: 30; 66.7% identity (83.3% similar) in 6 aa overlap (68-73:15-20) 
 
        40        50        60        70        80 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
                                     : :.::        
gi|680                 ATFNFINNCPFTVWAAAVPG        
                               10        20        
 
>>gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} [De  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 70.8  bits: 15.3 E():   57 
Smith-Waterman score: 30; 45.5% identity (72.7% similar) in 11 aa overlap (70-80:1-11) 
 
      40        50        60        70        80          
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE          
                                     :. :.::  .:          
gi|404                               AVGGQDADLAEAPFQISLLK 
                                             10        20 
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
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 initn:  40 init1:  40 opt:  40  Z-score: 70.7  bits: 18.0 E():   58 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (9-30:6-27) 
 
               10        20        30        40        50        60 
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
               :.:.  ..  : :.  ::...:                               
gi|159    IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYKVPQLEIVPNSAEERLHSMKEGI 
                  10        20        30        40        50        
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.6  bits: 19.6 E():   58 
Smith-Waterman score: 46; 19.5% identity (45.5% similar) in 77 aa overlap (2-73:317-393) 
 
                                            10          20          
AAD-12                              LDEATRALVHQRSARH--SLVYSQSKLGHVQ 
                                     :   . .. . .: :  :. ..  .   .  
gi|625 NDYTSWGTYAIGGSANPTILSQGNRFHAPNDPMKKNVLVRADAPHTESMKWNWRSEKDLL 
        290       300       310       320       330       340       
 
      30        40        50        60           70        80 
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA---HAIPGMDAAESE 
       . :. ... : :   :: .    .  : :   : .   :   . .::        
gi|625 ENGAIFVASGCDPHLTPEQKSHLIPAEPGSAVLQLTSCAGTLKCVPGKPC     
        350       360       370       380       390           
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.6  bits: 18.0 E():   59 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (36-53:25-42) 
 
          10        20        30        40        50        60      
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  ..: ..:             
gi|144       MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSL 
                     10        20        30        40        50     
 
          70        80                                              
AAD-12 RHAHAIPGMDAAESE                                              
                                                                    
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVE 
           60        70        80        90       100       110     
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.5  bits: 20.1 E():   60 
Smith-Waterman score: 48; 22.9% identity (57.1% similar) in 35 aa overlap (2-36:339-373) 
 
                                            10        20        30  
AAD-12                              LDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     ::  .:  . :  : . ...:.. : . .: 
gi|131 LLQPVSTPGEFELFFGAGGENPESFFKSFSDEILEAAFNTRRDRLQRIFGQQRQGVIVKA 
      310       320       330       340       350       360         
 
              40        50        60        70        80            
AAD-12 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE            
       .   .                                                        
gi|131 SEEQVRAMSRHEEGGIWPFGGESKGTINIYQQRPTHSNQYGQLHEVDASQYRQLRDLDLT 
      370       380       390       400       410       420         
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 44; 27.8% identity (52.8% similar) in 36 aa overlap (44-79:64-96) 
 
            20        30        40        50        60        70    
AAD-12 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                                     :  .. .  . :.  ::   . . :  .:  
gi|481 AGKATTEEQKLIEDINVGFKAAVAARQRPAADKFKTFEAASPRHPRP---LRQGAGLVPK 
            40        50        60        70        80           90 
 
            80                                                      
AAD-12 MDAAESE                                                      
       .::: :                                                       
gi|481 LDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGE 
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              100       110       120       130       140       150 
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 70.4  bits: 18.0 E():   60 
Smith-Waterman score: 40; 24.2% identity (75.8% similar) in 33 aa overlap (1-33:36-65) 
 
                                             10        20        30 
AAD-12                               LDEATRALVHQRSARHSLVYSQSKLGHVQQ 
                                     ...:..:.   ....:.:.: : .: .... 
gi|111 VLIACFAASVLAQGHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQLDELNE 
          10        20        30        40           50        60   
 
               40        50        60        70        80           
AAD-12 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE           
         :                                                          
gi|111 NKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLK 
             70        80        90       100       110       120   
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 70.4  bits: 18.0 E():   60 
Smith-Waterman score: 40; 24.2% identity (75.8% similar) in 33 aa overlap (1-33:36-65) 
 
                                             10        20        30 
AAD-12                               LDEATRALVHQRSARHSLVYSQSKLGHVQQ 
                                     ...:..:.   ....:.:.: : .: .... 
gi|420 VLIACFAASVLAQEHKPKKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQLDELNE 
          10        20        30        40           50        60   
 
               40        50        60        70        80           
AAD-12 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE           
         :                                                          
gi|420 NKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLK 
             70        80        90       100       110       120   
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 70.4  bits: 18.0 E():   60 
Smith-Waterman score: 40; 24.2% identity (75.8% similar) in 33 aa overlap (1-33:36-65) 
 
                                             10        20        30 
AAD-12                               LDEATRALVHQRSARHSLVYSQSKLGHVQQ 
                                     ...:..:.   ....:.:.: : .: .... 
gi|111 VLIACFAASVLAQEHKPEKDDFRNEFDHLLIEQANHAI---EKGEHQLLYLQHQLDELNE 
          10        20        30        40           50        60   
 
               40        50        60        70        80           
AAD-12 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE           
         :                                                          
gi|111 NKSKELQEKIIRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLK 
             70        80        90       100       110       120   
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 70.3  bits: 14.2 E():   60 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (6-10:2-6) 
 
               10        20        30        40        50        60 
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
            : :::                                                   
gi|463     DRNLVHSATR                                               
                   10                                               
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.2  bits: 19.1 E():   61 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (34-57:1-21) 
 
            10        20        30        40        50        60    
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::    :::  : .   : :       
gi|109                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
            70        80                                            
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AAD-12 IGRHAHAIPGMDAAESE                                            
                                                                    
gi|109 ADAAGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEP 
        30        40        50        60        70        80        
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.2  bits: 19.9 E():   61 
Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (58-80:344-366) 
 
        30        40        50        60        70        80        
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE        
                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
           320       330       340       350       360       370    
 
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.2  bits: 19.1 E():   61 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (34-57:1-21) 
 
            10        20        30        40        50        60    
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::    :::  : .   : :       
gi|239                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
            70        80                                            
AAD-12 IGRHAHAIPGMDAAESE                                            
                                                                    
gi|239 ADAAGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEP 
        30        40        50        60        70        80        
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.1  bits: 18.5 E():   62 
Smith-Waterman score: 42; 23.3% identity (60.5% similar) in 43 aa overlap (2-44:107-149) 
 
                                            10        20        30  
AAD-12                              LDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     :: ..    .   .... :  .:. .: .: 
gi|144 KDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKA 
         80        90       100       110       120       130       
 
              40        50        60        70        80            
AAD-12 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE            
       ...:.. :  : :                                                
gi|144 NGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRP 
        140       150       160       170       180       190       
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.9  bits: 18.5 E():   64 
Smith-Waterman score: 42; 23.3% identity (60.5% similar) in 43 aa overlap (2-44:111-153) 
 
                                            10        20        30  
AAD-12                              LDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     :: ..    .   .... :  .:. .: .: 
gi|622 KDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKA 
               90       100       110       120       130       140 
 
              40        50        60        70        80            
AAD-12 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE            
       ...:.. :  : :                                                
gi|622 NGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRP 
              150       160       170       180       190       200 
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.9  bits: 18.5 E():   64 
Smith-Waterman score: 42; 29.6% identity (70.4% similar) in 27 aa overlap (16-42:76-101) 
 
                              10        20        30        40      
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AAD-12                LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::.. ..:... :  ..   :: ::    
gi|549 LKIHNDFRNKVARGLETRGNPGPQPPAKNMNNLVWN-NELANIAQIWASQCKYGHDTCKD 
          50        60        70        80         90       100     
 
          50        60        70        80                          
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE                          
                                                                    
gi|549 TTKYNVGQNIAVSSSTAAVYENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWA 
          110       120       130       140       150       160     
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.7  bits: 19.3 E():   65 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (57-73:225-240) 
 
         30        40        50        60        70        80       
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE       
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.7  bits: 19.3 E():   65 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (57-73:225-240) 
 
         30        40        50        60        70        80       
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE       
                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.7  bits: 18.0 E():   65 
Smith-Waterman score: 40; 30.0% identity (56.7% similar) in 30 aa overlap (46-75:114-143) 
 
          20        30        40        50        60        70      
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ..:  ..:    :.: 
gi|189 HCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTVHNAPYCLGLD 
            90       100       110       120       130       140    
 
          80 
AAD-12 AAESE 
             
gi|189 I     
             
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.6  bits: 18.0 E():   66 
Smith-Waterman score: 40; 30.0% identity (56.7% similar) in 30 aa overlap (46-75:115-144) 
 
          20        30        40        50        60        70      
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ..:  ..:    :.: 
gi|439 CRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
          80 
AAD-12 AAESE 
             
gi|439 I     
             
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.6  bits: 18.0 E():   66 
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Smith-Waterman score: 40; 26.7% identity (60.0% similar) in 30 aa overlap (46-75:115-144) 
 
          20        30        40        50        60        70      
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::   .:. ...  ..:    :.: 
gi|217 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
          80 
AAD-12 AAESE 
             
gi|217 I     
             
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 69.5  bits: 19.6 E():   67 
Smith-Waterman score: 46; 23.8% identity (55.6% similar) in 63 aa overlap (11-72:80-138) 
 
                                   10        20         30          
AAD-12                     LDEATRALVHQRSARHSLVYSQS-KLGHVQQAGSAYIGYG 
                                     ::: .:. . ...  . :  :   :   .: 
gi|223 KLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVDVDHFIQLIRAL--FG 
      50        60        70        80        90       100          
 
      40        50        60        70        80                    
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE                    
       .. .:  :.  ..   .. .:  .  :: :..:                            
gi|223 LSRAARNLQDDLNDFLHSLEP--ISPRHRHGLPRQRRRSARVSAYLHADDFHKIITTIEA 
       110       120         130       140       150       160      
 
gi|223 LPEFANFYNFLKEHGLDVVDYINEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILP 
         170       180       190       200       210       220      
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 69.5  bits: 14.2 E():   67 
Smith-Waterman score: 26; 50.0% identity (83.3% similar) in 6 aa overlap (60-65:1-6) 
 
      30        40        50        60        70        80 
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
                                     :.. ::                
gi|250                               PTITIGGPEYR           
                                             10            
 
>>gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A-I [  (262 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 69.3  bits: 18.8 E():   69 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (21-67:71-117) 
 
                         10        20        30        40        50 
AAD-12           LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
               60        70        80                               
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESE                               
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 18.5 E():   69 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (4-37:71-104) 
 
                                          10        20        30    
AAD-12                            LDEATRALVHQRSARHSLVYSQSKLGHVQQAGS 
                                     :   :: .:.: .   ::..      : :  
gi|221 AQRPDNRIESEGGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGR 
               50        60        70        80        90       100 
 
            40        50        60        70        80              
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE              
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       .:.:                                                         
gi|221 GYFGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQKVHRFDEGDLIAV 
              110       120       130       140       150       160 
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.5 E():   72 
Smith-Waterman score: 42; 33.3% identity (71.4% similar) in 21 aa overlap (26-46:72-92) 
 
                    10        20        30        40        50      
AAD-12      LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     : ...: .::   : ...:.:          
gi|383 TASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEE 
              50        60        70        80        90       100  
 
          60        70        80                                    
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESE                                    
                                                                    
gi|383 EEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEEL 
             110       120       130       140       150       160  
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.7  bits: 17.7 E():   75 
Smith-Waterman score: 39; 23.1% identity (53.8% similar) in 26 aa overlap (2-27:104-129) 
 
                                            10        20        30  
AAD-12                              LDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     ::  .  ::. .   . ... . : :     
gi|273 KVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRR 
            80        90       100       110       120       130    
 
              40        50        60        70        80 
AAD-12 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
                                                         
gi|273 R                                                 
                                                         
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.7  bits: 17.7 E():   75 
Smith-Waterman score: 39; 23.1% identity (53.8% similar) in 26 aa overlap (2-27:104-129) 
 
                                            10        20        30  
AAD-12                              LDEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     ::  .  ::. .   . ... . : :     
gi|273 KVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRR 
            80        90       100       110       120       130    
 
              40        50        60        70        80 
AAD-12 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
                                                         
gi|273 R                                                 
                                                         
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.6  bits: 18.5 E():   75 
Smith-Waterman score: 42; 41.2% identity (64.7% similar) in 17 aa overlap (10-26:175-191) 
 
                                    10        20        30          
AAD-12                      LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :: .  :.:  :..: :              
gi|136 KVHGKDSPLKYGPKFDKKQLAISTLDFEIRHQLTQIHGLYRSSDKTGGYWKITMNDGSTY 
          150       160       170       180       190       200     
 
      40        50        60        70        80 
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
                                                 
gi|136 QSDLSKKFEYNTEKPPINIDEIKTIEAEIN            
          210       220       230                
 
>>gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betula p  (21 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 68.6  bits: 15.0 E():   75 
Smith-Waterman score: 29; 42.9% identity (50.0% similar) in 14 aa overlap (39-52:8-21) 
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       10        20        30        40        50        60         
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :  :.  ::  : :                 
gi|309                        MRVFNYKGETTSLIPLARLFK                 
                                      10        20                  
 
       70        80 
AAD-12 HAIPGMDAAESE 
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.5  bits: 18.7 E():   76 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (21-67:71-117) 
 
                         10        20        30        40        50 
AAD-12           LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|473 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
               60        70        80                               
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESE                               
        . .:. ..:.  :...                                            
gi|473 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.5  bits: 19.0 E():   76 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (53-71:99-117) 
 
             30        40        50        60        70        80   
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE   
                                     ::  .: : :.. . .:.:            
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
gi|908 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
      130       140       150       160       170       180         
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.4  bits: 19.0 E():   77 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (53-71:100-118) 
 
             30        40        50        60        70        80   
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE   
                                     ::  .: : :.. . .:.:            
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
gi|118 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     130       140       150       160       170       180          
 
>>gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A-II   (291 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.3  bits: 18.7 E():   78 
Smith-Waterman score: 43; 19.1% identity (53.2% similar) in 47 aa overlap (21-67:71-117) 
 
                         10        20        30        40        50 
AAD-12           LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . : .     : .:  
gi|170 QVPLVQEQQFQGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQPFRPQQPY 
               50        60        70        80        90       100 
 
               60        70        80                               
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESE                               
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQILQQILQQQLIPCRDVVLQQHNIAHGSSQV 
              110       120       130       140       150       160 
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.2  bits: 18.2 E():   79 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (17-42:76-100) 
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                             10        20        30        40       
AAD-12               LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDI 
          50        60        70        80         90       100     
 
         50        60        70        80                           
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE                           
                                                                    
gi|549 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.2  bits: 18.2 E():   79 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (17-42:76-100) 
 
                             10        20        30        40       
AAD-12               LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
         50        60        70        80                           
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE                           
                                                                    
gi|549 AKYPVGQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|21757|emb|CAA26383.1| unnamed protein product [Trit  (296 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.2  bits: 18.7 E():   79 
Smith-Waterman score: 43; 19.6% identity (60.9% similar) in 46 aa overlap (1-46:201-246) 
 
                                             10        20        30 
AAD-12                               LDEATRALVHQRSARHSLVYSQSKLGHVQQ 
                                     . ....:.. ... :..   :: .: . :: 
gi|217 QVLQQSTYQPLQQLCCQQLWQIPEQSRCQAIHNVVHAIILHQQQRQQQPSSQVSLQQPQQ 
              180       190       200       210       220       230 
 
               40        50        60        70        80           
AAD-12 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE           
          .  :. . .  .:                                             
gi|217 QYPSGQGFFQPSQQNPQAQGSVQPQQLPQFEEIRNLALQTLPRMCNVYIPPYCSTTIAPF 
              240       250       260       270       280       290 
 
>>gi|289064179|gb|ADC80503.1| non-specific lipid transfe  (118 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.1  bits: 17.4 E():   80 
Smith-Waterman score: 38; 66.7% identity (88.9% similar) in 9 aa overlap (68-76:81-89) 
 
        40        50        60        70        80                  
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE                  
                                     : ::::..:                      
gi|289 ASCCSGVRSLNAAAKTTPDRQAVCNCLKSAAGAIPGFNANNAGILPGKCGVSIPYKISTS 
               60        70        80        90       100       110 
 
gi|289 TNCATIKF 
                
 
>>gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos tauru  (172 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.1  bits: 17.9 E():   80 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (9-30:49-70) 
 
                                     10        20        30         
AAD-12                       LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
       20        30        40        50        60        70         
 
       40        50        60        70        80                   
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE                   
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gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
       80        90       100       110       120       130         
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.0  bits: 18.2 E():   81 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (17-42:81-105) 
 
                             10        20        30        40       
AAD-12               LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|115 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
               60        70        80         90       100          
 
         50        60        70        80                           
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE                           
                                                                    
gi|115 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
     110       120       130       140       150       160          
 
>>gi|21673|emb|CAA35238.1| unnamed protein product [Trit  (307 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.9  bits: 18.7 E():   82 
Smith-Waterman score: 43; 22.0% identity (50.0% similar) in 50 aa overlap (18-67:86-131) 
 
                            10        20        30        40        
AAD-12              LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
                                     : : : .: . :      . : .     :  
gi|216 PFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQLPYPQPQ----LPYPQPQPFRPQ 
          60        70        80        90           100       110  
 
        50        60        70        80                            
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE                            
       .:  . .:. ..:.  :...                                         
gi|216 QPYPQSQPQYSQPQQPISQQQQQQQQQQQQKQQQQQQQQILQQILQQQLIPCRDVVLQQH 
             120       130       140       150       160       170  
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.8  bits: 18.7 E():   83 
Smith-Waterman score: 43; 27.8% identity (55.6% similar) in 36 aa overlap (36-71:234-269) 
 
          10        20        30        40        50        60      
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::  ..   .: . :.:   :.. :  .:  
gi|324 DPRTLNKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVIL 
           210       220       230       240       250       260    
 
          70        80                               
AAD-12 RHAHAIPGMDAAESE                               
         .::.                                        
gi|324 SISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV 
           270       280       290       300         
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 67.8  bits: 19.3 E():   83 
Smith-Waterman score: 45; 32.4% identity (61.8% similar) in 34 aa overlap (45-73:46-78) 
 
           20        30        40        50           60            
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL---VKVHPETGRPSLL--IGRHAH 
                                     :::::    ...: ....:  :  .: .   
gi|253 IEEPEMIAPTPPGQFPHQQPISSPNRTSRNTPLRPESTEIETHHHANHPPALPVLGMQL- 
          20        30        40        50        60        70      
 
      70        80                                                  
AAD-12 AIPGMDAAESE                                                  
        .::                                                         
gi|253 PVPGTVPESSRAQSRASLNLDIDLDLHAPSHPSHLSHGAPHEQEHAHEIQRHRAHSAQSS 
           80        90       100       110       120       130     
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  27 init1:  27 opt:  27  Z-score: 67.7  bits: 14.4 E():   84 
Smith-Waterman score: 27; 57.1% identity (71.4% similar) in 7 aa overlap (67-73:5-11) 
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         40        50        60        70        80 
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
                                     .: : ::        
gi|751                           ADAGYAPAAPGTQPKA   
                                         10         
 
>>gi|1352239|sp|P49277.1|DERP6_DERPT RecName: Full=Mite   (20 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 67.4  bits: 14.7 E():   88 
Smith-Waterman score: 28; 54.5% identity (72.7% similar) in 11 aa overlap (70-80:1-11) 
 
      40        50        60        70        80          
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE          
                                     ::  . :::.:          
gi|135                               AIGXQPAAEAEAPFQISLMK 
                                             10        20 
 
>>gi|3121755|sp|P81216.1|ALL21_HORSE RecName: Full=Dande  (29 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 67.4  bits: 15.2 E():   88 
Smith-Waterman score: 30; 33.3% identity (50.0% similar) in 18 aa overlap (22-39:5-22) 
 
               10        20        30        40        50        60 
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                            ::.  . : .:     ::                      
gi|312                  SQXPQSETDYSQLSGEWNTIYGAASNIXK               
                                10        20                        
 
               70        80 
AAD-12 SLLIGRHAHAIPGMDAAESE 
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.2  bits: 18.2 E():   89 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (17-42:99-123) 
 
                             10        20        30        40       
AAD-12               LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|856 KEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
         50        60        70        80                           
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE                           
                                                                    
gi|856 AKYQVGQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.2  bits: 18.2 E():   89 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (17-42:99-123) 
 
                             10        20        30        40       
AAD-12               LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|162 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
         50        60        70        80                           
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE                           
                                                                    
gi|162 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 66.9  bits: 14.7 E():   93 
Smith-Waterman score: 28; 36.4% identity (72.7% similar) in 11 aa overlap (29-39:6-16) 
 
               10        20        30        40        50        60 
AAD-12 LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                   ..:. : .: :                      
gi|463                        DFVDAHNAARAQVGVGPVHWT                 
                                      10        20                  
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               70        80 
AAD-12 SLLIGRHAHAIPGMDAAESE 
 
>>gi|21755|emb|CAA25593.1| unnamed protein product [Trit  (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 66.8  bits: 18.4 E():   94 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (21-67:71-117) 
 
                         10        20        30        40        50 
AAD-12           LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|217 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
               60        70        80                               
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESE                               
        . .:. ..:.  :...                                            
gi|217 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|21761|emb|CAA26384.1| unnamed protein product [Trit  (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 66.8  bits: 18.4 E():   94 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (21-67:71-117) 
 
                         10        20        30        40        50 
AAD-12           LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|217 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQQFRPQQPY 
               50        60        70        80        90       100 
 
               60        70        80                               
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESE                               
        . .:. ..:.  :...                                            
gi|217 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|170720|gb|AAA34280.1| alpha/beta-gliadin precursor   (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 66.8  bits: 18.4 E():   94 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (21-67:71-117) 
 
                         10        20        30        40        50 
AAD-12           LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
               60        70        80                               
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESE                               
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|85687540|gb|ABC73706.1| allergen precursor [Dermato  (140 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.5  bits: 17.3 E():   97 
Smith-Waterman score: 38; 25.0% identity (62.5% similar) in 24 aa overlap (1-24:46-69) 
 
                                             10        20        30 
AAD-12                               LDEATRALVHQRSARHSLVYSQSKLGHVQQ 
                                     .:.. ..:.:     . :  ..::       
gi|856 AVSGFIVGDKKEDEWRMAFDRLMMEELETKIDQVEKGLLHLSEQYKELEKTKSKELKEQI 
          20        30        40        50        60        70      
 
               40        50        60        70        80           
AAD-12 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE           
                                                                    
gi|856 LRELTIGENFMKGALKFFEMEAKRTDLNMFERYNYEFALESIKLLIKKLDELAKKVKAVN 
          80        90       100       110       120       130      
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 66.5  bits: 17.9 E():   98 
Smith-Waterman score: 40; 30.8% identity (69.2% similar) in 26 aa overlap (17-42:76-100) 
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                             10        20        30        40       
AAD-12               LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:... :. .    :: ::     
gi|740 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
         50        60        70        80                           
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE                           
                                                                    
gi|740 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.5  bits: 17.9 E():   98 
Smith-Waterman score: 40; 34.5% identity (51.7% similar) in 29 aa overlap (32-60:139-165) 
 
              10        20        30        40        50        60  
AAD-12 DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS 
                                     :  :.  :. :. . :  : .::   : :  
gi|116 KYAGVFVSTGTLGGGQETTAITSMSTLVDHGFIYVPLGYKTAFSMLANLDEVH--GGSPW 
      110       120       130       140       150       160         
 
              70        80                    
AAD-12 LLIGRHAHAIPGMDAAESE                    
                                              
gi|116 GAGTFSAGDGSRQPSELELNIAQAQGKAFYEAVAKAHQ 
        170       180       190       200     
 
>>gi|159793197|gb|ABW98943.1| alpha S1 casein [Bos tauru  (205 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.9 E():   98 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (9-30:82-103) 
 
                                     10        20        30         
AAD-12                       LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
              60        70        80        90       100       110  
 
       40        50        60        70        80                   
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE                   
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
             120       130       140       150       160       170  
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.4  bits: 19.2 E():   98 
Smith-Waterman score: 45; 38.5% identity (69.2% similar) in 26 aa overlap (6-31:133-158) 
 
                                        10        20        30      
AAD-12                          LDEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.: . .:: . : : ..::..  :     
gi|558 RVRSGGHDYEGLSYRSERPEAFAVVDLNKMRAVVVDGKARTAWVDSGAQLGELYYAIAKN 
            110       120       130       140       150       160   
 
          40        50        60        70        80                
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE                
                                                                    
gi|558 SPVLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGTLLDKSSMSAD 
            170       180       190       200       210       220   
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:55 2011 done: Fri Jan 21 00:02:55 2011 
 Total Scan time:  0.070 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
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FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 149  - 228 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     0     8:  * 
  34     3    22:=      * 
  36    19    44:=======       * 
  38    59    73:====================    * 
  40    89   102:==============================   * 
  42   125   125:=========================================* 
  44   126   138:==========================================   * 
  46   174   140:==============================================*=========== 
  48   113   134:======================================      * 
  50    97   122:=================================       * 
  52   117   108:===================================*=== 
  54    94    92:==============================*= 
  56   116    77:=========================*============= 
  58    58    63:====================* 
  60    53    51:================*= 
  62    40    41:=============* 
  64    47    33:==========*===== 
  66    37    26:========*==== 
  68    22    20:======*= 
  70    25    16:=====*=== 
  72    16    12:===*== 
  74    13    10:===*= 
  76    18     8:==*=== 
  78    10     6:=*== 
  80     4     5:=* 
  82     9     3:*== 
  84     1     3:* 
  86     1     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     1     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.25030.0031; mu= 2.3800 0.161 
 mean_var=34.1231 8.058, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.219558 
 Kolmogorov-Smirnov  statistic: 0.0704 (N=27) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
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The best scores are:                                      opt bits E(1491) 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   68 26.6    0.46 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   56 23.1     1.6 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   59 23.7       4 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 19.2     7.4 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   47 20.3      11 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   56 22.7      11 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   56 22.7      11 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 17.2      12 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   52 21.6      12 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 21.6      13 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   48 20.5      14 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   51 21.3      15 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 22.7      15 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 22.7      15 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   52 21.6      15 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   52 21.6      15 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 21.0      16 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.6      20 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.6      20 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.6      20 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   49 20.7      20 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   52 21.5      20 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   52 21.5      21 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   52 21.5      21 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   52 21.5      22 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   47 20.1      23 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 20.6      24 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   48 20.4      24 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 19.3      25 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   50 20.9      25 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   51 21.2      25 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 18.4      25 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   51 21.2      27 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   48 20.3      28 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 20.6      29 
gi|21591547|gb|AAM64112.1| gelsolin-like allergen  ( 480)   50 20.9      29 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   43 19.0      30 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 20.0      31 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 20.0      31 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 20.0      31 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 20.0      31 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 20.0      31 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 20.0      31 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 20.0      31 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 20.0      31 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 20.0      31 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 20.0      31 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 20.0      31 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 20.0      31 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 20.0      31 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 20.0      31 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   49 20.6      32 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   43 18.9      32 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.5      33 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   49 20.6      35 
gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full= ( 152)   43 18.9      36 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 21.1      37 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 19.2      38 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   49 20.5      39 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 15.6      40 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   44 19.2      41 
gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Veno ( 204)   44 19.2      41 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   44 19.2      41 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   48 20.3      42 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.9      43 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 18.1      44 
gi|56417506|gb|AAV90694.1| GE-rich salivary protei ( 266)   45 19.4      44 
gi|56417504|gb|AAV90693.1| 30 kDa salivary gland a ( 271)   45 19.4      45 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   45 19.4      47 
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gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.8      48 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   45 19.4      49 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 19.7      49 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   40 18.0      50 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.8      50 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 16.4      51 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.8      53 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 19.1      53 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 15.3      53 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   43 18.8      54 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.3      55 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   41 18.3      56 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   46 19.7      56 
gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [ ( 585)   48 20.2      57 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 18.0      58 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 19.1      58 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 18.0      59 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 19.9      59 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   44 19.1      60 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   44 19.1      60 
gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} (  20)   30 15.2      60 
gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Th (  20)   30 15.2      60 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   42 18.5      61 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   42 18.5      63 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   42 18.5      63 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.4      63 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.4      63 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   46 19.6      64 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 14.1      65 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   40 18.0      65 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   40 18.0      66 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   40 18.0      66 
gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A ( 262)   43 18.8      67 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   42 18.5      68 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   42 18.5      71 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   26 14.1      72 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   42 18.5      73 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   44 19.0      74 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   44 19.0      74 
gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   43 18.8      74 
gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris  ( 134)   39 17.7      74 
gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris  ( 134)   39 17.7      74 
gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A ( 291)   43 18.8      76 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   41 18.2      78 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   41 18.2      78 
gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betu (  21)   29 14.9      79 
gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos t ( 172)   40 17.9      80 
gi|289064179|gb|ADC80503.1| non-specific lipid tra ( 118)   38 17.4      80 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   41 18.2      80 
gi|21673|emb|CAA35238.1| unnamed protein product [ ( 307)   43 18.8      80 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   43 18.8      81 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   38 17.4      81 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   41 18.2      88 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   41 18.2      88 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   27 14.3      89 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   45 19.3      91 
gi|3121755|sp|P81216.1|ALL21_HORSE RecName: Full=D (  29)   30 15.2      91 
gi|170720|gb|AAA34280.1| alpha/beta-gliadin precur ( 286)   42 18.5      92 
gi|21761|emb|CAA26384.1| unnamed protein product [ ( 286)   42 18.5      92 
gi|21755|emb|CAA25593.1| unnamed protein product [ ( 286)   42 18.5      92 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   38 17.4      92 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   38 17.4      92 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   38 17.4      92 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   37 17.1      92 
gi|1352239|sp|P49277.1|DERP6_DERPT RecName: Full=M (  20)   28 14.6      92 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   45 19.3      95 
gi|21757|emb|CAA26383.1| unnamed protein product [ ( 296)   42 18.5      95 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   40 17.9      96 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   40 17.9      96 
gi|159793197|gb|ABW98943.1| alpha S1 casein [Bos t ( 205)   40 17.9      97 
gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogen (  21)   28 14.6      98 
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gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   44 19.0      98 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   44 19.0      98 
gi|253683676|gb|ACT33296.1| putative tabinhibitin  ( 252)   41 18.2      99 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   40 17.9   1e 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  65 init1:  65 opt:  68  Z-score: 108.6  bits: 26.6 E(): 0.46 
Smith-Waterman score: 68; 23.1% identity (51.3% similar) in 78 aa overlap (1-72:316-393) 
 
                                                10        20        
AAD-12                               DEATRALV---HQRSARHSLVYSQSKLGHV 
                                     :: ..  :   : ..: .:. ..      : 
gi|113 NNNYDKWGSYAIGGSASPTILSQGNRFCAPDERSKKNVLGRHGEAAAESMKWNWRTNKDV 
         290       300       310       320       330       340      
 
        30        40        50        60        70           80 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI---PGMDAAESER 
        . :. ... :.: . :: .    .  : :. .: .   : ..   ::         
gi|113 LENGAIFVASGVDPVLTPEQSAGMIPAEPGESALSLTSSAGVLSCQPGAPC      
         350       360       370       380       390            
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  45 init1:  45 opt:  56  Z-score: 98.7  bits: 23.1 E():  1.6 
Smith-Waterman score: 56; 29.5% identity (63.6% similar) in 44 aa overlap (2-41:34-77) 
 
                                            10            20        
AAD-12                              DEATRALVHQRSARHS----LVYSQSKLGHV 
                                     .:   . .: :..::    :.... .. :: 
gi|527 HITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHV 
            10        20        30        40        50        60    
 
        30        40        50        60        70        80      
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER      
       :.:.. :   .: :                                             
gi|527 QDAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
            70        80        90       100       110       120  
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  59  Z-score: 91.7  bits: 23.7 E():    4 
Smith-Waterman score: 59; 35.6% identity (60.0% similar) in 45 aa overlap (10-47:198-242) 
 
                                    10        20              30    
AAD-12                      DEATRALVHQRSARHSLVYSQSKL------GHVQQAGSA 
                                     ::. :..:  .:. :      :  ..: .  
gi|303 LVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALAD 
       170       180       190       200       210       220        
 
            40         50        60        70        80             
AAD-12 YIGYGMDT-TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER             
        .:.:::: ::  .:                                              
gi|303 VLGFGMDTETARKVRGEDDQRGHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICS 
       230       240       250       260       270       280        
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 86.8  bits: 19.2 E():  7.4 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (25-45:5-25) 
 
               10        20        30        40        50        60 
AAD-12 DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS 
                               :.:..: :. .::  .  :.:                
gi|462                     AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKNLNSA   
                                   10        20        30           
 
               70        80 
AAD-12 LLIGRHAHAIPGMDAAESER 
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 84.1  bits: 20.3 E():   11 
Smith-Waterman score: 47; 27.5% identity (50.0% similar) in 40 aa overlap (38-77:19-58) 
 
        10        20        30        40        50        60        
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AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :.: ::  :. :.:.        .     : 
gi|135             MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFA 
                           10        20        30        40         
 
        70        80                                                
AAD-12 HAIPGMDAAESER                                                
       .:. : :. .                                                   
gi|135 KALEGKDVKDLLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGL 
       50        60        70        80        90       100         
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  56  Z-score: 83.6  bits: 22.7 E():   11 
Smith-Waterman score: 56; 27.8% identity (63.9% similar) in 36 aa overlap (10-45:539-574) 
 
                                    10        20        30          
AAD-12                      DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.:.. .   . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYP 
      510       520       530       540       550       560         
 
      40        50        60        70        80                    
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER                    
        ..  :                                                       
gi|217 TSVQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQP 
      570       580       590       600       610       620         
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 83.4  bits: 22.7 E():   11 
Smith-Waterman score: 56; 25.0% identity (63.9% similar) in 36 aa overlap (10-45:551-586) 
 
                                    10        20        30          
AAD-12                      DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.... . . . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYP 
              530       540       550       560       570       580 
 
      40        50        60        70        80                    
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER                    
        .   :                                                       
gi|217 TSLQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQP 
              590       600       610       620       630       640 
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 83.2  bits: 17.2 E():   12 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (66-71:8-13) 
 
          40        50        60        70        80 
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 
                                     ::: .:          
gi|131                        GPVGGVVHAHMMPLL        
                                      10             
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 82.9  bits: 21.6 E():   12 
Smith-Waterman score: 52; 28.3% identity (56.7% similar) in 60 aa overlap (6-65:232-276) 
 
                                        10        20        30      
AAD-12                          DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                     : .:  :. ::....:..  . ::       
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIH--SVVHSIIMQQQQQQQQQQ------ 
             210       220       230         240       250          
 
          40        50        60        70        80                
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER                
         :.:     . :: . : ..:. ::. :.                               
gi|170 --GIDI----FLPLSQ-HEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYV 
                 260        270       280       290       300       
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.6  bits: 21.6 E():   13 
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Smith-Waterman score: 52; 40.0% identity (56.0% similar) in 25 aa overlap (32-56:25-49) 
 
              10        20        30        40        50        60  
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                                     .:  ::.  : :::  : . . : :      
gi|249       MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPA 
                     10        20        30        40        50     
 
              70        80                                          
AAD-12 LIGRHAHAIPGMDAAESER                                          
                                                                    
gi|249 TPAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGL 
           60        70        80        90       100       110     
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.0  bits: 20.5 E():   14 
Smith-Waterman score: 48; 25.6% identity (53.5% similar) in 43 aa overlap (37-79:23-65) 
 
         10        20        30        40        50        60       
AAD-12 LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                                     ...:  ..::  :.:   :. .    .    
gi|344         MTGVKTHLQHELKRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESD 
                       10        20        30        40        50   
 
         70        80                                               
AAD-12 AHAIPGMDAAESER                                               
         :::. :  ..:                                                
gi|344 EVAIPNPDEFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREIS 
             60        70        80        90       100       110   
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.6  bits: 21.3 E():   15 
Smith-Waterman score: 51; 36.1% identity (55.6% similar) in 36 aa overlap (30-60:21-56) 
 
               10        20        30          40           50      
AAD-12 DEATRALVHQRSARHSLVYSQSKLGHVQQAGS--AYIGYGMDTTATP---LRPLVKVHPE 
                                    :::  : .:::  : :.:     : . . :  
gi|330          MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAPA 
                        10        20        30        40        50  
 
          60        70        80                                    
AAD-12 TGRPSLLIGRHAHAIPGMDAAESER                                    
        ..:.                                                        
gi|330 GAEPAGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSG 
              60        70        80        90       100       110  
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.5  bits: 22.7 E():   15 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (20-37:283-300) 
 
                          10        20        30        40          
AAD-12            DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
      50        60        70        80                              
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESER                              
                                                                    
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.4  bits: 22.7 E():   15 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (20-37:289-306) 
 
                          10        20        30        40          
AAD-12            DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
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      50        60        70        80                              
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESER                              
                                                                    
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 81.2  bits: 21.6 E():   15 
Smith-Waterman score: 52; 18.4% identity (55.1% similar) in 49 aa overlap (13-61:332-380) 
 
                                 10        20        30        40   
AAD-12                   DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                     : .:....  .   . . :. ..  : : . 
gi|166 SAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPV 
             310       320       330       340       350       360  
 
             50        60        70        80 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 
        ::..    .  : :. ..                    
gi|166 LTPVQSAGMIPAEPGEAAIKLTSSAGVFSCRPGAPC   
             370       380       390          
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 81.2  bits: 21.6 E():   15 
Smith-Waterman score: 52; 18.4% identity (55.1% similar) in 49 aa overlap (13-61:332-380) 
 
                                 10        20        30        40   
AAD-12                   DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                     : .:....  .   . . :. ..  : : . 
gi|113 SAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPV 
             310       320       330       340       350       360  
 
             50        60        70        80 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 
        ::..    .  : :. ..                    
gi|113 LTPVQSAGMIPAEPGEAAIKLTSSAGVFSCHPGAPC   
             370       380       390          
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 80.7  bits: 21.0 E():   16 
Smith-Waterman score: 50; 32.1% identity (57.1% similar) in 28 aa overlap (33-60:1-28) 
 
             10        20        30        40        50        60   
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::  : :.:    . . :  ..:.   
gi|295                               ADLGYGPATPAAPAAGYTPAAPAGAEPAGK 
                                             10        20        30 
 
             70        80                                           
AAD-12 IGRHAHAIPGMDAAESER                                           
                                                                    
gi|295 ATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAE 
               40        50        60        70        80        90 
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (35-52:24-41) 
 
           10        20        30        40        50        60     
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|121        MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSL 
                      10        20        30        40        50    
 
           70        80                                             
AAD-12 RHAHAIPGMDAAESER                                             
                                                                    
gi|121 STFKNTEIKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVV 
            60        70        80        90       100       110    
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 5264



 

 

>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (35-52:24-41) 
 
           10        20        30        40        50        60     
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|144        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
           70        80                                             
AAD-12 RHAHAIPGMDAAESER                                             
                                                                    
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (35-52:24-41) 
 
           10        20        30        40        50        60     
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|379        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
           70        80                                             
AAD-12 RHAHAIPGMDAAESER                                             
                                                                    
gi|379 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.0  bits: 20.7 E():   20 
Smith-Waterman score: 49; 21.9% identity (59.4% similar) in 32 aa overlap (11-42:179-210) 
 
                                   10        20        30        40 
AAD-12                     DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :.  .:.. .... :. ::      : :.. 
gi|219 MWQQSSCHVMQQQCCQQLSQIPEQSRYDAIRAITYSIILQEQQQGQSQQQQPQQSGQGVS 
      150       160       170       180       190       200         
 
               50        60        70        80                     
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER                     
        .                                                           
gi|219 QSQQQSQQQLGQCSFQQPQQQLGQQPQQQQVQQGTFLQPHQIAHLEVMTSIALRTLPTMC 
      210       220       230       240       250       260         
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.9  bits: 21.5 E():   20 
Smith-Waterman score: 52; 33.3% identity (58.3% similar) in 24 aa overlap (9-32:388-411) 
 
                                     10        20        30         
AAD-12                       DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:.    .::: . :       
gi|224 TANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVY 
       360       370       380       390       400       410        
 
       40        50        60        70        80                   
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER                   
                                                                    
gi|224 DEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVAN 
       420       430       440       450       460       470        
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.6  bits: 21.5 E():   21 
Smith-Waterman score: 52; 33.3% identity (58.3% similar) in 24 aa overlap (9-32:408-431) 
 
                                     10        20        30         
AAD-12                       DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:.    .::: . :       
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gi|571 NCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVY 
       380       390       400       410       420       430        
 
       40        50        60        70        80                   
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER                   
                                                                    
gi|571 DEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVAN 
       440       450       460       470       480       490        
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.6  bits: 21.5 E():   21 
Smith-Waterman score: 52; 33.3% identity (58.3% similar) in 24 aa overlap (9-32:408-431) 
 
                                     10        20        30         
AAD-12                       DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:.    .::: . :       
gi|199 TANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVY 
       380       390       400       410       420       430        
 
       40        50        60        70        80                   
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER                   
                                                                    
gi|199 DEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVAN 
       440       450       460       470       480       490        
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.4  bits: 21.5 E():   22 
Smith-Waterman score: 52; 33.3% identity (58.3% similar) in 24 aa overlap (9-32:416-439) 
 
                                     10        20        30         
AAD-12                       DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:.    .::: . :       
gi|213 NELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVF 
         390       400       410       420       430       440      
 
       40        50        60        70        80                   
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER                   
                                                                    
gi|213 DEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVAN 
         450       460       470       480       490       500      
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 77.9  bits: 20.1 E():   23 
Smith-Waterman score: 47; 21.7% identity (52.2% similar) in 46 aa overlap (31-73:62-107) 
 
               10        20        30        40        50           
AAD-12 DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE---TG 
                                     :..:.: . .. :     . . . .   .: 
gi|201 DATPVLDVAGKELDSRLSYRIISTFWGALGGDVYLGKSPNSDAPCANGIFRYNSDVGPSG 
              40        50        60        70        80        90  
 
        60        70        80                                      
AAD-12 RPSLLIGRHAHAIPGMDAAESER                                      
        :  .::  .:   :.                                             
gi|201 TPVRFIGSSSHFGQGIFENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTI 
             100       110       120       130       140       150  
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.6  bits: 20.6 E():   24 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (30-46:200-216) 
 
                10        20        30        40        50          
AAD-12  DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
      60        70        80                                        
AAD-12 SLLIGRHAHAIPGMDAAESER                                        
                                                                    
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
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     230       240       250       260       270       280          
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 48; 25.6% identity (56.4% similar) in 39 aa overlap (16-54:87-125) 
 
                              10        20        30        40      
AAD-12                DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     : : . ..  . :.:.:  . :: .  ..  
gi|144 DLAEAPFQISLLKDYLIMKRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSS 
         60        70        80        90       100       110       
 
          50        60        70        80                          
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER                          
           .::.:                                                    
gi|144 SYGDLKVKPIIQHESYEQDQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVDGDKVTIYG 
        120       130       140       150       160       170       
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.4  bits: 19.3 E():   25 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (35-55:25-45) 
 
           10        20        30        40        50        60     
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.:  .:  :          
gi|990       MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSL 
                     10        20        30        40        50     
 
           70        80                                             
AAD-12 RHAHAIPGMDAAESER                                             
                                                                    
gi|990 STFKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVV 
           60        70        80        90       100       110     
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 77.4  bits: 20.9 E():   25 
Smith-Waterman score: 50; 38.2% identity (55.9% similar) in 34 aa overlap (38-71:2-34) 
 
        10        20        30        40        50        60        
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :. : : :.  :. .   .:   :  : :: 
gi|581                              MGFITKAIPIV-LAALSTVNGARILEAGPHA 
                                            10         20        30 
 
        70        80                                                
AAD-12 HAIPGMDAAESER                                                
       .:::                                                         
gi|581 EAIPNKYIVVMKREVSDEAFNAHTTWLSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRA 
               40        50        60        70        80        90 
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.3  bits: 21.2 E():   25 
Smith-Waterman score: 51; 30.8% identity (57.7% similar) in 26 aa overlap (7-32:383-408) 
 
                                       10        20        30       
AAD-12                         DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     ..:  .  ::..:     .::: . :     
gi|370 LKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNR 
            360       370       380       390       400       410   
 
         40        50        60        70        80                 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER                 
                                                                    
gi|370 VYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVV 
            420       430       440       450       460       470   
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 77.2  bits: 18.4 E():   25 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (8-29:37-58) 
 
                                      10        20        30        
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AAD-12                        DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
        40        50        60        70        80 
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 
                                                   
gi|162 VPQLEIVPNS                                  
         70                                        
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 76.8  bits: 21.2 E():   27 
Smith-Waterman score: 51; 24.2% identity (53.2% similar) in 62 aa overlap (1-62:432-489) 
 
                                             10        20        30 
AAD-12                               DEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     .:   :.. :.  . .:    .. : .::: 
gi|258 YRNGIYSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNHGVIQQA 
             410       420       430       440       450       460  
 
               40        50        60        70        80           
AAD-12 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER           
       :.     :..  :   .  . ..  .:: :.:                             
gi|258 GNQ----GFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQISREQARQLKYNRQE 
                 470       480       490       500       510        
 
gi|258 TIALSSSQQRRAVV 
       520       530  
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 76.5  bits: 20.3 E():   28 
Smith-Waterman score: 48; 25.0% identity (51.8% similar) in 56 aa overlap (8-60:3-56) 
 
               10        20        30        40           50        
AAD-12 DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETG 
              ::: ..  .:  . . ..    . .: .:::  : :.:     : . . :  . 
gi|398      MAVHQYTV--ALFLAVALVAGPAASYAADLGYGPATPAAPAAGYTPATPAAPAEA 
                      10        20        30        40        50    
 
        60        70        80                                      
AAD-12 RPSLLIGRHAHAIPGMDAAESER                                      
        :.                                                          
gi|398 APAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGAASNKAFAEGLSGEP 
            60        70        80        90       100       110    
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 76.1  bits: 20.6 E():   29 
Smith-Waterman score: 49; 24.5% identity (49.0% similar) in 49 aa overlap (27-72:341-389) 
 
                   10        20        30        40        50       
AAD-12     DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ..  :.: . :: .    .  :  
gi|113 ASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMIPAEP 
              320       330       340       350       360       370 
 
         60        70           80 
AAD-12 GRPSLLIGRHAHAI---PGMDAAESER 
       :.  : .   : ..   ::         
gi|113 GEAVLRLTSSAGVLSCQPGAPC      
              380       390        
 
>>gi|21591547|gb|AAM64112.1| gelsolin-like allergen Der   (480 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 76.0  bits: 20.9 E():   29 
Smith-Waterman score: 50; 25.0% identity (72.2% similar) in 36 aa overlap (1-35:144-179) 
 
                                             10        20           
AAD-12                               DEATRALVHQRSARHSLVYSQSKLG-HVQQ 
                                     ::   .:.: .. .. .::  .... .:.. 
gi|215 EFESRQFSSYFKNGIIYLKGGYESGFTKMIDELKPSLLHVKGKKRPIVYECAEISWKVMN 
           120       130       140       150       160       170    
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      30        40        50        60        70        80          
AAD-12 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER          
        :...:                                                       
gi|215 NGDVFILLVPNFVFVWTGKHSNRMERTTAIRVANDLKSELNRFKLSSVILEDGKEVEQTS 
           180       190       200       210       220       230    
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 75.9  bits: 19.0 E():   30 
Smith-Waterman score: 43; 26.3% identity (57.9% similar) in 38 aa overlap (26-60:33-70) 
 
                    10        20        30        40           50   
AAD-12      DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVKV 
                                     ....:.::     .: :::   : : .. . 
gi|668 ASEAAAAAATPVAPTEGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPI 
             10        20        30        40        50        60   
 
             60        70        80                                 
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESER                                 
         . .. :                                                     
gi|668 FADMAKKSPNVVFLKVDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKL 
             70        80        90       100       110       120   
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.5  bits: 20.0 E():   31 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (33-60:1-31) 
 
             10        20        30        40           50          
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
      60        70        80                                        
AAD-12 SLLIGRHAHAIPGMDAAESER                                        
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.5  bits: 20.0 E():   31 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (33-60:1-31) 
 
             10        20        30        40           50          
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
      60        70        80                                        
AAD-12 SLLIGRHAHAIPGMDAAESER                                        
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.5  bits: 20.0 E():   31 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (33-60:1-31) 
 
             10        20        30        40           50          
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
      60        70        80                                        
AAD-12 SLLIGRHAHAIPGMDAAESER                                        
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
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>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.5  bits: 20.0 E():   31 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (33-60:1-31) 
 
             10        20        30        40           50          
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
      60        70        80                                        
AAD-12 SLLIGRHAHAIPGMDAAESER                                        
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.5  bits: 20.0 E():   31 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (33-60:1-31) 
 
             10        20        30        40           50          
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
      60        70        80                                        
AAD-12 SLLIGRHAHAIPGMDAAESER                                        
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.5  bits: 20.0 E():   31 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (33-60:1-31) 
 
             10        20        30        40           50          
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
      60        70        80                                        
AAD-12 SLLIGRHAHAIPGMDAAESER                                        
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.5  bits: 20.0 E():   31 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (33-60:1-31) 
 
             10        20        30        40           50          
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
      60        70        80                                        
AAD-12 SLLIGRHAHAIPGMDAAESER                                        
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.5  bits: 20.0 E():   31 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (33-60:1-31) 
 
             10        20        30        40           50          
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
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gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
      60        70        80                                        
AAD-12 SLLIGRHAHAIPGMDAAESER                                        
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.5  bits: 20.0 E():   31 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (33-60:1-31) 
 
             10        20        30        40           50          
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
      60        70        80                                        
AAD-12 SLLIGRHAHAIPGMDAAESER                                        
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.5  bits: 20.0 E():   31 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (33-60:1-31) 
 
             10        20        30        40           50          
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
      60        70        80                                        
AAD-12 SLLIGRHAHAIPGMDAAESER                                        
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.5  bits: 20.0 E():   31 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (33-60:1-31) 
 
             10        20        30        40           50          
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
      60        70        80                                        
AAD-12 SLLIGRHAHAIPGMDAAESER                                        
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.5  bits: 20.0 E():   31 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (33-60:1-31) 
 
             10        20        30        40           50          
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
      60        70        80                                        
AAD-12 SLLIGRHAHAIPGMDAAESER                                        
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
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               40        50        60        70        80        90 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.5  bits: 20.0 E():   31 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (33-60:1-31) 
 
             10        20        30        40           50          
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
      60        70        80                                        
AAD-12 SLLIGRHAHAIPGMDAAESER                                        
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.5  bits: 20.0 E():   31 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (33-60:1-31) 
 
             10        20        30        40           50          
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
      60        70        80                                        
AAD-12 SLLIGRHAHAIPGMDAAESER                                        
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.5  bits: 20.6 E():   32 
Smith-Waterman score: 49; 36.7% identity (66.7% similar) in 30 aa overlap (5-34:43-72) 
 
                                         10        20        30     
AAD-12                           DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.. . .:: . : : ..::..  : : : 
gi|558 RVRSGGHDYEGLSYRSLQPENFAVVDLNQMRAVLVDGKARTAWVDSGAQLGELYYAISKY 
             20        30        40        50        60        70   
 
           40        50        60        70        80               
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER               
                                                                    
gi|558 SRTLAFPAGVCPTIGVGGNLAGGGFGMLLRKYGIAAENVIDVKLVDANGKLHDKKSMGDD 
             80        90       100       110       120       130   
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.3  bits: 18.9 E():   32 
Smith-Waterman score: 43; 29.6% identity (66.7% similar) in 27 aa overlap (32-58:9-35) 
 
              10        20        30        40        50        60  
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                                     ::.    . ..:.  : .:.:. ..::    
gi|244                       MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQS 
                                     10        20        30         
 
              70        80                                          
AAD-12 LIGRHAHAIPGMDAAESER                                          
                                                                    
gi|244 CQRQFEEQQRFRNCQRYVKQEVQRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQ 
       40        50        60        70        80        90         
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 75.1  bits: 22.5 E():   33 
Smith-Waterman score: 56; 29.3% identity (60.3% similar) in 58 aa overlap (14-71:227-279) 
 
                                10        20        30        40    
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AAD-12                  DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                     :: ::. ..:  :.. . . ..  . : .: 
gi|203 MRHYMHPMDSDLSCRMTLKDKVVTEVDCEERHVLVHRSNKPVHMSYV-KMMLKQNKDGVA 
        200       210       220       230       240        250      
 
            50        60        70        80                        
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER                        
       . : : ....:.  :: : .  : :  :                                 
gi|203 ADLGP-TNAQPK--RPYLSFD-HKHKNPTETDVVEVLKKLCSEITEPQASIETSFTFQKL 
         260          270        280       290       300       310  
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.8  bits: 20.6 E():   35 
Smith-Waterman score: 49; 33.3% identity (46.7% similar) in 30 aa overlap (36-65:90-119) 
 
          10        20        30        40        50        60      
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     : ::   . :  : .   :. :: .   :: 
gi|259 GVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGR 
      60        70        80        90       100       110          
 
          70        80                                              
AAD-12 HAHAIPGMDAAESER                                              
                                                                    
gi|259 FQDRHQKIRRFRRGDIIAIPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLA 
     120       130       140       150       160       170          
 
>>gi|14423730|sp|P78983.2|HSP70_ALTAL RecName: Full=Heat  (152 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.4  bits: 18.9 E():   36 
Smith-Waterman score: 43; 40.0% identity (65.0% similar) in 20 aa overlap (1-20:33-52) 
 
                                             10        20        30 
AAD-12                               DEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     :::  : .  ..: .: .::           
gi|144 NKIVITNDKGRLSKEEIERMLAEAEKYKAEDEAEAARISAKNALESYAYSLRNTLSDSKV 
             10        20        30        40        50        60   
 
               40        50        60        70        80           
AAD-12 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER           
                                                                    
gi|144 DEKLDAGDKQKLTAEIDKTVQWLDDNQTATKDEYESQQKELEGVANPIMMKFYGAGGEGG 
             70        80        90       100       110       120   
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.3  bits: 21.1 E():   37 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (23-37:609-623) 
 
                       10        20        30        40        50   
AAD-12         DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
             60        70        80                                 
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESER                                 
                                                                    
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.0  bits: 19.2 E():   38 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (10-25:46-61) 
 
                                    10        20        30          
AAD-12                      DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
      40        50        60        70        80                    
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER                    
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gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.7  bits: 20.5 E():   39 
Smith-Waterman score: 49; 37.9% identity (62.1% similar) in 29 aa overlap (8-36:74-102) 
 
                                      10        20        30        
AAD-12                        DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     : .:.: .   ::.. :    : ::.:.:  
gi|112 NRIESEGGYIETWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGL 
            50        60        70        80        90       100    
 
        40        50        60        70        80                  
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER                  
                                                                    
gi|112 IFPGCPSTYEEPAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTG 
           110       120       130       140       150       160    
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 73.5  bits: 15.6 E():   40 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (13-27:1-15) 
 
               10        20        30        40        50        60 
AAD-12 DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS 
                   :: . : : ..::..                                  
gi|323             ARTAWVDSGAQLGELSY                                
                           10                                       
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.4  bits: 19.2 E():   41 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (16-41:76-100) 
 
                              10        20        30        40      
AAD-12                DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
          50        60        70        80                          
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER                          
                                                                    
gi|549 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.4  bits: 19.2 E():   41 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (16-41:76-100) 
 
                              10        20        30        40      
AAD-12                DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
          50        60        70        80                          
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER                          
                                                                    
gi|549 AKYQVGQNVALTGSTAAVYNDPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 73.4  bits: 19.2 E():   41 
Smith-Waterman score: 44; 29.6% identity (77.8% similar) in 27 aa overlap (15-41:77-102) 
 
                               10        20        30        40     
AAD-12                 DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::... .:... :. ..  .:: ::    
gi|549 LKVHNDFRQKVAKGLETRGNPGPQPPAKNMNNLVWND-ELANIAQVWASQCNYGHDTCKD 
         50        60        70        80         90       100      
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           50        60        70        80                         
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER                         
                                                                    
gi|549 TEKYPVGQNIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWA 
         110       120       130       140       150       160      
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 73.2  bits: 20.3 E():   42 
Smith-Waterman score: 48; 33.3% identity (59.5% similar) in 42 aa overlap (44-80:46-85) 
 
            20        30        40           50        60           
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL---VKVHPETGRPSLL--IGRHAH 
                                     :::::    ...: ....:  :  .: .   
gi|253 IEEPEMIAPTPPGQFPHQQPISSPNRTSRNTPLRPESTEIETHHHANHPPALPVLGMQL- 
          20        30        40        50        60        70      
 
       70        80                                                 
AAD-12 AIPGMDAAESER                                                 
        .::  . :: :                                                 
gi|253 PVPGT-VPESSRAQSRASLNLDIDLDLHAPSHPSHLSHGAPHEQEHAHEIQRHRAHSAQS 
            80        90       100       110       120       130    
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.0  bits: 18.9 E():   43 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (10-24:138-152) 
 
                                    10        20        30          
AAD-12                      DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
      40        50        60        70        80 
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 
                                                 
gi|391 ASIDTILTKV                                
       170                                       
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.9  bits: 18.1 E():   44 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (20-37:26-43) 
 
                     10        20        30        40        50     
AAD-12       DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                : .. :. :: :..  ::                  
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
           60        70        80                
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESER                
                                                 
gi|897 PYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
               70        80        90       100  
 
>>gi|56417506|gb|AAV90694.1| GE-rich salivary protein 30  (266 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.8  bits: 19.4 E():   44 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (10-40:183-213) 
 
                                    10        20        30          
AAD-12                      DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
            160       170       180       190       200       210   
 
      40        50        60        70        80              
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER              
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
            220       230       240       250       260       
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>>gi|56417504|gb|AAV90693.1| 30 kDa salivary gland aller  (271 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.6  bits: 19.4 E():   45 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (10-40:188-218) 
 
                                    10        20        30          
AAD-12                      DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
       160       170       180       190       200       210        
 
      40        50        60        70        80              
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER              
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
       220       230       240       250       260       270  
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 72.3  bits: 19.4 E():   47 
Smith-Waterman score: 45; 34.5% identity (72.4% similar) in 29 aa overlap (18-44:237-265) 
 
                            10        20          30        40      
AAD-12              DEATRALVHQRSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATP 
                                     . ..:.. .:.:  .:.: .. :  ::::  
gi|168 EAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATG 
        210       220       230       240       250       260       
 
          50        60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 
                                           
gi|168 AASGAATVAAGGYKV                     
        270       280                      
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 72.1  bits: 15.8 E():   48 
Smith-Waterman score: 36; 44.0% identity (56.0% similar) in 25 aa overlap (24-48:2-24) 
 
               10        20        30        40        50        60 
AAD-12 DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS 
                              ::..  :  :  : :. : :::  :             
gi|751                       DLGYAP-ATPAAPGAGY-TPATPAAP             
                                      10         20                 
 
               70        80 
AAD-12 LLIGRHAHAIPGMDAAESER 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 72.0  bits: 19.4 E():   49 
Smith-Waterman score: 45; 34.5% identity (72.4% similar) in 29 aa overlap (18-44:246-274) 
 
                            10        20          30        40      
AAD-12              DEATRALVHQRSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATP 
                                     . ..:.. .:.:  .:.: .. :  ::::  
gi|330 EAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATG 
         220       230       240       250       260       270      
 
          50        60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 
                                           
gi|330 AASGAATVAAGGYKV                     
         280       290                     
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.0  bits: 19.7 E():   49 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (35-44:284-293) 
 
           10        20        30        40        50        60     
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
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           70        80                       
AAD-12 RHAHAIPGMDAAESER                       
                                              
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.9  bits: 18.0 E():   50 
Smith-Waterman score: 40; 25.6% identity (59.0% similar) in 39 aa overlap (7-45:54-92) 
 
                                       10        20        30       
AAD-12                         DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     :. . : . . : : .  : . ..:.:  : 
gi|117 KAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAG 
            30        40        50        60        70        80    
 
         40        50        60        70        80 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 
        . .. :.:                                    
gi|117 GSAQAEAAPEAAKEEEKEESDEDMGFGLFD               
            90       100       110                  
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 71.8  bits: 15.8 E():   50 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (42-48:5-11) 
 
              20        30        40        50        60        70  
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     : .:.::                        
gi|751                           TKSQTHVPIRPNKLVLKVQKDRATN          
                                         10        20               
 
              80 
AAD-12 GMDAAESER 
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 71.7  bits: 16.4 E():   51 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (25-45:5-25) 
 
               10        20        30        40        50        60 
AAD-12 DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS 
                               :.: .: :  : : .   :.:                
gi|462                     TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXLSSA    
                                   10        20        30           
 
               70        80 
AAD-12 LLIGRHAHAIPGMDAAESER 
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 71.4  bits: 15.8 E():   53 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (54-64:10-20) 
 
            30        40        50        60        70        80 
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 
                                     :.:  :..: :                 
gi|147                      AKITFTNNXPNTVWPGILTGFGQKPQ           
                                    10        20                 
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.3  bits: 19.1 E():   53 
Smith-Waterman score: 44; 20.0% identity (52.5% similar) in 40 aa overlap (20-59:51-90) 
 
                          10        20        30        40          
AAD-12            DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|130 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               30        40        50        60        70        80 
 
      50        60        70        80                              
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESER                              
        . .:. ..:                                                   
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gi|130 PQPQPQYSQPQEPISQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQS 
               90       100       110       120       130       140 
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 71.3  bits: 15.3 E():   53 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (39-46:10-17) 
 
       10        20        30        40        50        60         
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH 
                                     :.:  :::                       
gi|244                      IGNEDCTPWMSTLITPLP                      
                                    10                              
 
       70        80 
AAD-12 AIPGMDAAESER 
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.2  bits: 18.8 E():   54 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (24-57:31-64) 
 
                      10        20        30        40        50    
AAD-12        DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :. :  . :::..::  .     . ::    
gi|616 NEIAXAKIDLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCA 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESER                                  
        . :                                                         
gi|616 SQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNK 
               70        80        90       100       110       120 
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.1  bits: 18.3 E():   55 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (42-49:34-41) 
 
              20        30        40        50        60        70  
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
              80                                                    
AAD-12 GMDAAESER                                                    
                                                                    
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 71.0  bits: 18.3 E():   56 
Smith-Waterman score: 44; 35.4% identity (54.2% similar) in 48 aa overlap (26-71:79-122) 
 
                    10        20        30        40        50      
AAD-12      DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
                                     :. . :.  :  : : ::. .  . :  :  
gi|160 LGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGN--ITVGEDGTAA-INIVDKQIPL 
       50        60        70        80          90        100      
 
          60          70        80                      
AAD-12 TGRPSLLIGRHA--HAIPGMDAAESER                      
       :: :  .::: .  :. :                               
gi|160 TG-PHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          110       120       130       140       150   
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 70.9  bits: 19.7 E():   56 
Smith-Waterman score: 46; 19.5% identity (45.5% similar) in 77 aa overlap (1-72:317-393) 
 
                                             10          20         
AAD-12                               DEATRALVHQRSARH--SLVYSQSKLGHVQ 
                                     :   . .. . .: :  :. ..  .   .  
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gi|625 NDYTSWGTYAIGGSANPTILSQGNRFHAPNDPMKKNVLVRADAPHTESMKWNWRSEKDLL 
        290       300       310       320       330       340       
 
       30        40        50        60           70        80 
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA---HAIPGMDAAESER 
       . :. ... : :   :: .    .  : :   : .   :   . .::         
gi|625 ENGAIFVASGCDPHLTPEQKSHLIPAEPGSAVLQLTSCAGTLKCVPGKPC      
        350       360       370       380       390            
 
>>gi|13183177|gb|AAK15089.1|AF240006_1 7S globulin [Sesa  (585 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 70.8  bits: 20.2 E():   57 
Smith-Waterman score: 48; 22.9% identity (57.1% similar) in 35 aa overlap (1-35:339-373) 
 
                                             10        20        30 
AAD-12                               DEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     ::  .:  . :  : . ...:.. : . .: 
gi|131 LLQPVSTPGEFELFFGAGGENPESFFKSFSDEILEAAFNTRRDRLQRIFGQQRQGVIVKA 
      310       320       330       340       350       360         
 
               40        50        60        70        80           
AAD-12 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER           
       .   .                                                        
gi|131 SEEQVRAMSRHEEGGIWPFGGESKGTINIYQQRPTHSNQYGQLHEVDASQYRQLRDLDLT 
      370       380       390       400       410       420         
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.7  bits: 18.0 E():   58 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (8-29:6-27) 
 
               10        20        30        40        50        60 
AAD-12 DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS 
              :.:.  ..  : :.  ::...:                                
gi|159   IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYKVPQLEIVPNSAEERLHSMKEGIH 
                 10        20        30        40        50         
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 70.6  bits: 19.1 E():   58 
Smith-Waterman score: 44; 27.8% identity (52.8% similar) in 36 aa overlap (43-78:64-96) 
 
             20        30        40        50        60        70   
AAD-12 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                                     :  .. .  . :.  ::   . . :  .:  
gi|481 AGKATTEEQKLIEDINVGFKAAVAARQRPAADKFKTFEAASPRHPRP---LRQGAGLVPK 
            40        50        60        70        80           90 
 
             80                                                     
AAD-12 MDAAESER                                                     
       .::: :                                                       
gi|481 LDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGE 
              100       110       120       130       140       150 
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.6  bits: 18.0 E():   59 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (35-52:25-42) 
 
           10        20        30        40        50        60     
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  ..: ..:             
gi|144       MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSL 
                     10        20        30        40        50     
 
           70        80                                             
AAD-12 RHAHAIPGMDAAESER                                             
                                                                    
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVE 
           60        70        80        90       100       110     
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.5  bits: 19.9 E():   59 
Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (57-79:344-366) 
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         30        40        50        60        70        80       
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER       
                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
           320       330       340       350       360       370    
 
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (33-56:1-21) 
 
             10        20        30        40        50        60   
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::    :::  : .   : :       
gi|109                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
             70        80                                           
AAD-12 IGRHAHAIPGMDAAESER                                           
                                                                    
gi|109 ADAAGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEP 
        30        40        50        60        70        80        
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (33-56:1-21) 
 
             10        20        30        40        50        60   
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::    :::  : .   : :       
gi|239                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
             70        80                                           
AAD-12 IGRHAHAIPGMDAAESER                                           
                                                                    
gi|239 ADAAGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEP 
        30        40        50        60        70        80        
 
>>gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} [De  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 70.4  bits: 15.2 E():   60 
Smith-Waterman score: 30; 45.5% identity (72.7% similar) in 11 aa overlap (69-79:1-11) 
 
       40        50        60        70        80         
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER         
                                     :. :.::  .:          
gi|404                               AVGGQDADLAEAPFQISLLK 
                                             10        20 
 
>>gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Thauma  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 70.4  bits: 15.2 E():   60 
Smith-Waterman score: 30; 66.7% identity (83.3% similar) in 6 aa overlap (67-72:15-20) 
 
         40        50        60        70        80 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 
                                     : :.::         
gi|680                 ATFNFINNCPFTVWAAAVPG         
                               10        20         
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.2  bits: 18.5 E():   61 
Smith-Waterman score: 42; 23.3% identity (60.5% similar) in 43 aa overlap (1-43:107-149) 
 
                                             10        20        30 
AAD-12                               DEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     :: ..    .   .... :  .:. .: .: 
gi|144 KDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKA 
         80        90       100       110       120       130       
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               40        50        60        70        80           
AAD-12 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER           
       ...:.. :  : :                                                
gi|144 NGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRP 
        140       150       160       170       180       190       
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 70.0  bits: 18.5 E():   63 
Smith-Waterman score: 42; 23.3% identity (60.5% similar) in 43 aa overlap (1-43:111-153) 
 
                                             10        20        30 
AAD-12                               DEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     :: ..    .   .... :  .:. .: .: 
gi|622 KDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKA 
               90       100       110       120       130       140 
 
               40        50        60        70        80           
AAD-12 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER           
       ...:.. :  : :                                                
gi|622 NGGYLAAGKLTWADFYFVAILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRP 
              150       160       170       180       190       200 
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 70.0  bits: 18.5 E():   63 
Smith-Waterman score: 42; 29.6% identity (70.4% similar) in 27 aa overlap (15-41:76-101) 
 
                               10        20        30        40     
AAD-12                 DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::.. ..:... :  ..   :: ::    
gi|549 LKIHNDFRNKVARGLETRGNPGPQPPAKNMNNLVWN-NELANIAQIWASQCKYGHDTCKD 
          50        60        70        80         90       100     
 
           50        60        70        80                         
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER                         
                                                                    
gi|549 TTKYNVGQNIAVSSSTAAVYENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWA 
          110       120       130       140       150       160     
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.0  bits: 19.4 E():   63 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (56-72:225-240) 
 
          30        40        50        60        70        80      
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER      
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.0  bits: 19.4 E():   63 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (56-72:225-240) 
 
          30        40        50        60        70        80      
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER      
                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 69.8  bits: 19.6 E():   64 
Smith-Waterman score: 46; 23.8% identity (55.6% similar) in 63 aa overlap (10-71:80-138) 
 
                                    10        20         30         
AAD-12                      DEATRALVHQRSARHSLVYSQS-KLGHVQQAGSAYIGYG 
                                     ::: .:. . ...  . :  :   :   .: 
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gi|223 KLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVDVDHFIQLIRAL--FG 
      50        60        70        80        90       100          
 
       40        50        60        70        80                   
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER                   
       .. .:  :.  ..   .. .:  .  :: :..:                            
gi|223 LSRAARNLQDDLNDFLHSLEP--ISPRHRHGLPRQRRRSARVSAYLHADDFHKIITTIEA 
       110       120         130       140       150       160      
 
gi|223 LPEFANFYNFLKEHGLDVVDYINEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILP 
         170       180       190       200       210       220      
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 69.7  bits: 14.1 E():   65 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (5-9:2-6) 
 
               10        20        30        40        50        60 
AAD-12 DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS 
           : :::                                                    
gi|463    DRNLVHSATR                                                
                  10                                                
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.7  bits: 18.0 E():   65 
Smith-Waterman score: 40; 30.0% identity (56.7% similar) in 30 aa overlap (45-74:114-143) 
 
           20        30        40        50        60        70     
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ..:  ..:    :.: 
gi|189 HCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTVHNAPYCLGLD 
            90       100       110       120       130       140    
 
           80 
AAD-12 AAESER 
              
gi|189 I      
              
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.7  bits: 18.0 E():   66 
Smith-Waterman score: 40; 26.7% identity (60.0% similar) in 30 aa overlap (45-74:115-144) 
 
           20        30        40        50        60        70     
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::   .:. ...  ..:    :.: 
gi|217 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
           80 
AAD-12 AAESER 
              
gi|217 I      
              
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.7  bits: 18.0 E():   66 
Smith-Waterman score: 40; 30.0% identity (56.7% similar) in 30 aa overlap (45-74:115-144) 
 
           20        30        40        50        60        70     
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ..:  ..:    :.: 
gi|439 CRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
           80 
AAD-12 AAESER 
              
gi|439 I      
              
 
>>gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A-I [  (262 aa) 
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 initn:  42 init1:  42 opt:  43  Z-score: 69.5  bits: 18.8 E():   67 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (20-66:71-117) 
 
                          10        20        30        40          
AAD-12            DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
      50        60        70        80                              
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESER                              
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.4  bits: 18.5 E():   68 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (3-36:71-104) 
 
                                           10        20        30   
AAD-12                             DEATRALVHQRSARHSLVYSQSKLGHVQQAGS 
                                     :   :: .:.: .   ::..      : :  
gi|221 AQRPDNRIESEGGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGR 
               50        60        70        80        90       100 
 
             40        50        60        70        80             
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER             
       .:.:                                                         
gi|221 GYFGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQKVHRFDEGDLIAV 
              110       120       130       140       150       160 
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.5 E():   71 
Smith-Waterman score: 42; 33.3% identity (71.4% similar) in 21 aa overlap (25-45:72-92) 
 
                     10        20        30        40        50     
AAD-12       DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     : ...: .::   : ...:.:          
gi|383 TASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEE 
              50        60        70        80        90       100  
 
           60        70        80                                   
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESER                                   
                                                                    
gi|383 EEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEEL 
             110       120       130       140       150       160  
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 68.9  bits: 14.1 E():   72 
Smith-Waterman score: 26; 50.0% identity (83.3% similar) in 6 aa overlap (59-64:1-6) 
 
       30        40        50        60        70        80 
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 
                                     :.. ::                 
gi|250                               PTITIGGPEYR            
                                             10             
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.8  bits: 18.5 E():   73 
Smith-Waterman score: 42; 41.2% identity (64.7% similar) in 17 aa overlap (9-25:175-191) 
 
                                     10        20        30         
AAD-12                       DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :: .  :.:  :..: :              
gi|136 KVHGKDSPLKYGPKFDKKQLAISTLDFEIRHQLTQIHGLYRSSDKTGGYWKITMNDGSTY 
          150       160       170       180       190       200     
 
       40        50        60        70        80 
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 
                                                  
gi|136 QSDLSKKFEYNTEKPPINIDEIKTIEAEIN             
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          210       220       230                 
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.7  bits: 19.0 E():   74 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (52-70:99-117) 
 
              30        40        50        60        70        80  
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER  
                                     ::  .: : :.. . .:.:            
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
gi|908 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
      130       140       150       160       170       180         
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.7  bits: 19.0 E():   74 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (52-70:100-118) 
 
              30        40        50        60        70        80  
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER  
                                     ::  .: : :.. . .:.:            
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
gi|118 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     130       140       150       160       170       180          
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.7  bits: 18.8 E():   74 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (20-66:71-117) 
 
                          10        20        30        40          
AAD-12            DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|473 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
      50        60        70        80                              
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESER                              
        . .:. ..:.  :...                                            
gi|473 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|2735114|gb|AAB93837.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 39; 23.1% identity (53.8% similar) in 26 aa overlap (1-26:104-129) 
 
                                             10        20        30 
AAD-12                               DEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     ::  .  ::. .   . ... . : :     
gi|273 KVVELRNMKEAGADIQELRQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRR 
            80        90       100       110       120       130    
 
               40        50        60        70        80 
AAD-12 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 
                                                          
gi|273 R                                                  
                                                          
 
>>gi|2735118|gb|AAB93839.1| ABA-1 allergen [Ascaris lumb  (134 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.7  bits: 17.7 E():   74 
Smith-Waterman score: 39; 23.1% identity (53.8% similar) in 26 aa overlap (1-26:104-129) 
 
                                             10        20        30 
AAD-12                               DEATRALVHQRSARHSLVYSQSKLGHVQQA 
                                     ::  .  ::. .   . ... . : :     
gi|273 KVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRR 
            80        90       100       110       120       130    
 
               40        50        60        70        80 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 5284



 

 

AAD-12 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 
                                                          
gi|273 R                                                  
                                                          
 
>>gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A-II   (291 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.5  bits: 18.8 E():   76 
Smith-Waterman score: 43; 19.1% identity (53.2% similar) in 47 aa overlap (20-66:71-117) 
 
                          10        20        30        40          
AAD-12            DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . : .     : .:  
gi|170 QVPLVQEQQFQGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQPFRPQQPY 
               50        60        70        80        90       100 
 
      50        60        70        80                              
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESER                              
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQILQQILQQQLIPCRDVVLQQHNIAHGSSQV 
              110       120       130       140       150       160 
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.3  bits: 18.2 E():   78 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (16-41:76-100) 
 
                              10        20        30        40      
AAD-12                DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
          50        60        70        80                          
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER                          
                                                                    
gi|549 AKYPVGQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.3  bits: 18.2 E():   78 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (16-41:76-100) 
 
                              10        20        30        40      
AAD-12                DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDI 
          50        60        70        80         90       100     
 
          50        60        70        80                          
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER                          
                                                                    
gi|549 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betula p  (21 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 68.2  bits: 14.9 E():   79 
Smith-Waterman score: 29; 42.9% identity (50.0% similar) in 14 aa overlap (38-51:8-21) 
 
        10        20        30        40        50        60        
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :  :.  ::  : :                 
gi|309                        MRVFNYKGETTSLIPLARLFK                 
                                      10        20                  
 
        70        80 
AAD-12 HAIPGMDAAESER 
 
>>gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos tauru  (172 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.1  bits: 17.9 E():   80 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (8-29:49-70) 
 
                                      10        20        30        
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AAD-12                        DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
       20        30        40        50        60        70         
 
        40        50        60        70        80                  
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER                  
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
       80        90       100       110       120       130         
 
>>gi|289064179|gb|ADC80503.1| non-specific lipid transfe  (118 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.1  bits: 17.4 E():   80 
Smith-Waterman score: 38; 66.7% identity (88.9% similar) in 9 aa overlap (67-75:81-89) 
 
         40        50        60        70        80                 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER                 
                                     : ::::..:                      
gi|289 ASCCSGVRSLNAAAKTTPDRQAVCNCLKSAAGAIPGFNANNAGILPGKCGVSIPYKISTS 
               60        70        80        90       100       110 
 
gi|289 TNCATIKF 
                
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.1  bits: 18.2 E():   80 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (16-41:81-105) 
 
                              10        20        30        40      
AAD-12                DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|115 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
               60        70        80         90       100          
 
          50        60        70        80                          
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER                          
                                                                    
gi|115 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
     110       120       130       140       150       160          
 
>>gi|21673|emb|CAA35238.1| unnamed protein product [Trit  (307 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.1  bits: 18.8 E():   80 
Smith-Waterman score: 43; 22.0% identity (50.0% similar) in 50 aa overlap (17-66:86-131) 
 
                             10        20        30        40       
AAD-12               DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
                                     : : : .: . :      . : .     :  
gi|216 PFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQLPYPQPQ----LPYPQPQPFRPQ 
          60        70        80        90           100       110  
 
         50        60        70        80                           
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER                           
       .:  . .:. ..:.  :...                                         
gi|216 QPYPQSQPQYSQPQQPISQQQQQQQQQQQQKQQQQQQQQILQQILQQQLIPCRDVVLQQH 
             120       130       140       150       160       170  
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.0  bits: 18.8 E():   81 
Smith-Waterman score: 43; 27.8% identity (55.6% similar) in 36 aa overlap (35-70:234-269) 
 
           10        20        30        40        50        60     
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::  ..   .: . :.:   :.. :  .:  
gi|324 DPRTLNKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVIL 
           210       220       230       240       250       260    
 
           70        80                              
AAD-12 RHAHAIPGMDAAESER                              
         .::.                                        
gi|324 SISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV 
           270       280       290       300         
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>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.0  bits: 17.4 E():   81 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (15-32:33-50) 
 
                               10        20        30        40     
AAD-12                 DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     :.:.: : .: ....  :             
gi|160 QEHKPKKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELD 
             10        20        30        40        50        60   
 
           50        60        70        80                      
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER                      
                                                                 
gi|160 VVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQTQ 
             70        80        90       100       110          
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.4  bits: 18.2 E():   88 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (16-41:99-123) 
 
                              10        20        30        40      
AAD-12                DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|162 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
          50        60        70        80                          
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER                          
                                                                    
gi|162 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.4  bits: 18.2 E():   88 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (16-41:99-123) 
 
                              10        20        30        40      
AAD-12                DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|856 KEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
          50        60        70        80                          
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER                          
                                                                    
gi|856 AKYQVGQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  27 init1:  27 opt:  27  Z-score: 67.2  bits: 14.3 E():   89 
Smith-Waterman score: 27; 57.1% identity (71.4% similar) in 7 aa overlap (66-72:5-11) 
 
          40        50        60        70        80 
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 
                                     .: : ::         
gi|751                           ADAGYAPAAPGTQPKA    
                                         10          
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 67.0  bits: 19.3 E():   91 
Smith-Waterman score: 45; 23.5% identity (58.8% similar) in 51 aa overlap (33-80:265-315) 
 
             10        20        30        40        50         60  
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG-RPSL 
                                     : .. :..:..  . ::.: .     . :  
gi|144 AVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGGVMTPLIKRNTTIPTKKSE 
          240       250       260       270       280       290     
 
              70          80                                        
AAD-12 LIGRHAHAIPG--MDAAESER                                        
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        .. ..   ::  ... :.::                                        
gi|144 TFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAPRGVPQIEVTFDLDANGIM 
          300       310       320       330       340       350     
 
>>gi|3121755|sp|P81216.1|ALL21_HORSE RecName: Full=Dande  (29 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 67.0  bits: 15.2 E():   91 
Smith-Waterman score: 30; 33.3% identity (50.0% similar) in 18 aa overlap (21-38:5-22) 
 
               10        20        30        40        50        60 
AAD-12 DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS 
                           ::.  . : .:     ::                       
gi|312                 SQXPQSETDYSQLSGEWNTIYGAASNIXK                
                               10        20                         
 
               70        80 
AAD-12 LLIGRHAHAIPGMDAAESER 
 
>>gi|170720|gb|AAA34280.1| alpha/beta-gliadin precursor   (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.0  bits: 18.5 E():   92 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (20-66:71-117) 
 
                          10        20        30        40          
AAD-12            DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
      50        60        70        80                              
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESER                              
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|21761|emb|CAA26384.1| unnamed protein product [Trit  (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.0  bits: 18.5 E():   92 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (20-66:71-117) 
 
                          10        20        30        40          
AAD-12            DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|217 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQQFRPQQPY 
               50        60        70        80        90       100 
 
      50        60        70        80                              
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESER                              
        . .:. ..:.  :...                                            
gi|217 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|21755|emb|CAA25593.1| unnamed protein product [Trit  (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.0  bits: 18.5 E():   92 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (20-66:71-117) 
 
                          10        20        30        40          
AAD-12            DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|217 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
      50        60        70        80                              
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESER                              
        . .:. ..:.  :...                                            
gi|217 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.0  bits: 17.4 E():   92 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (15-32:48-65) 
 
                               10        20        30        40     
AAD-12                 DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 5288



 

 

                                     :.:.: : .: ....  :             
gi|420 QEHKPKKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELD 
        20        30        40        50        60        70        
 
           50        60        70        80                      
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER                      
                                                                 
gi|420 VVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQTQ 
        80        90       100       110       120       130     
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.0  bits: 17.4 E():   92 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (15-32:48-65) 
 
                               10        20        30        40     
AAD-12                 DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     :.:.: : .: ....  :             
gi|111 QGHKPKKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELD 
        20        30        40        50        60        70        
 
           50        60        70        80                      
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER                      
                                                                 
gi|111 VVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQTQ 
        80        90       100       110       120       130     
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.0  bits: 17.4 E():   92 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (15-32:48-65) 
 
                               10        20        30        40     
AAD-12                 DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     :.:.: : .: ....  :             
gi|111 QEHKPEKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELD 
        20        30        40        50        60        70        
 
           50        60        70        80                      
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER                      
                                                                 
gi|111 VVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQTQ 
        80        90       100       110       120       130     
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.9  bits: 17.1 E():   92 
Smith-Waterman score: 37; 41.2% identity (58.8% similar) in 17 aa overlap (64-80:82-98) 
 
            40        50        60        70        80              
AAD-12 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER              
                                     :  :.: :  . :: :.              
gi|215 NELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMGFGLFD 
              60        70        80        90       100       110  
 
>>gi|1352239|sp|P49277.1|DERP6_DERPT RecName: Full=Mite   (20 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 66.9  bits: 14.6 E():   92 
Smith-Waterman score: 28; 54.5% identity (72.7% similar) in 11 aa overlap (69-79:1-11) 
 
       40        50        60        70        80         
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER         
                                     ::  . :::.:          
gi|135                               AIGXQPAAEAEAPFQISLMK 
                                             10        20 
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.8  bits: 19.3 E():   95 
Smith-Waterman score: 45; 38.5% identity (69.2% similar) in 26 aa overlap (5-30:133-158) 
 
                                         10        20        30     
AAD-12                           DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.: . .:: . : : ..::..  :     
gi|558 RVRSGGHDYEGLSYRSERPEAFAVVDLNKMRAVVVDGKARTAWVDSGAQLGELYYAIAKN 
            110       120       130       140       150       160   
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           40        50        60        70        80               
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER               
                                                                    
gi|558 SPVLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGTLLDKSSMSAD 
            170       180       190       200       210       220   
 
>>gi|21757|emb|CAA26383.1| unnamed protein product [Trit  (296 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 18.5 E():   95 
Smith-Waterman score: 42; 25.6% identity (59.0% similar) in 39 aa overlap (7-45:209-246) 
 
                                       10        20        30       
AAD-12                         DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     ..::.. :..   :: .: . ::   .  : 
gi|217 QPLQQLCCQQLWQIPEQSRCQAIHNVVHAIILHQQQ-RQQQPSSQVSLQQPQQQYPSGQG 
      180       190       200       210        220       230        
 
         40        50        60        70        80                
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER                
       . . .  .:                                                   
gi|217 FFQPSQQNPQAQGSVQPQQLPQFEEIRNLALQTLPRMCNVYIPPYCSTTIAPFGIFGTN 
       240       250       260       270       280       290       
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 66.6  bits: 17.9 E():   96 
Smith-Waterman score: 40; 30.8% identity (69.2% similar) in 26 aa overlap (16-41:76-100) 
 
                              10        20        30        40      
AAD-12                DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:... :. .    :: ::     
gi|740 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
          50        60        70        80                          
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER                          
                                                                    
gi|740 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.6  bits: 17.9 E():   96 
Smith-Waterman score: 40; 34.5% identity (51.7% similar) in 29 aa overlap (31-59:139-165) 
 
               10        20        30        40        50        60 
AAD-12 DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS 
                                     :  :.  :. :. . :  : .::   : :  
gi|116 KYAGVFVSTGTLGGGQETTAITSMSTLVDHGFIYVPLGYKTAFSMLANLDEVH--GGSPW 
      110       120       130       140       150       160         
 
               70        80                   
AAD-12 LLIGRHAHAIPGMDAAESER                   
                                              
gi|116 GAGTFSAGDGSRQPSELELNIAQAQGKAFYEAVAKAHQ 
        170       180       190       200     
 
>>gi|159793197|gb|ABW98943.1| alpha S1 casein [Bos tauru  (205 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.9 E():   97 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (8-29:82-103) 
 
                                      10        20        30        
AAD-12                        DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
              60        70        80        90       100       110  
 
        40        50        60        70        80                  
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER                  
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
             120       130       140       150       160       170  
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>>gi|46396596|sp||P83834_1 [Segment 1 of 3] Pathogenesis  (21 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 66.5  bits: 14.6 E():   98 
Smith-Waterman score: 28; 36.4% identity (72.7% similar) in 11 aa overlap (28-38:6-16) 
 
               10        20        30        40        50        60 
AAD-12 DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS 
                                  ..:. : .: :                       
gi|463                       DFVDAHNAARAQVGVGPVHWT                  
                                     10        20                   
 
               70        80 
AAD-12 LLIGRHAHAIPGMDAAESER 
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 19.0 E():   98 
Smith-Waterman score: 45; 20.0% identity (58.2% similar) in 55 aa overlap (27-79:52-104) 
 
                   10        20        30        40        50       
AAD-12     DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE- 
                                     ....:: :.: :.. ..  .   . . :   
gi|144 VEADVKLSDGYLARAAVPSGASTGIYEALELRDGGSDYLGKGVSKAVENVN--IIIGPAL 
              30        40        50        60        70            
 
           60        70        80                                   
AAD-12 TGR-PSLLIGRHAHAIPGMDAAESER                                   
       .:. :.  .:     .  .:.. .:                                    
gi|144 VGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAVSLAVCKAGAHVKGIPLYEH 
      80        90       100       110       120       130          
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 19.0 E():   98 
Smith-Waterman score: 45; 20.0% identity (58.2% similar) in 55 aa overlap (27-79:52-104) 
 
                   10        20        30        40        50       
AAD-12     DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE- 
                                     ....:: :.: :.. ..  .   . . :   
gi|144 VEADVKLSDGYLARAAVPRGASTGIYEALELRDGGSDYLGKGVSKAVENVN--IIIGPAL 
              30        40        50        60        70            
 
           60        70        80                                   
AAD-12 TGR-PSLLIGRHAHAIPGMDAAESER                                   
       .:. :.  .:     .  .:.. .:                                    
gi|144 VGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAVSLAVCKAGAHVKGIPLYKH 
      80        90       100       110       120       130          
 
>>gi|253683676|gb|ACT33296.1| putative tabinhibitin 9 [T  (252 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.4  bits: 18.2 E():   99 
Smith-Waterman score: 41; 42.9% identity (71.4% similar) in 14 aa overlap (16-29:139-152) 
 
                              10        20        30        40      
AAD-12                DEATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     ::. .  : ::.:.                 
gi|253 EAYKCRHTLRFWTPGQLNFEFYADKMPFTMSLISTAIKRGHMQKHNITRDIVEKYQPVGP 
      110       120       130       140       150       160         
 
          50        60        70        80                          
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER                          
                                                                    
gi|253 KGNVKELALAIFDRVTAVGCGLTTWKLGGKARAFFTCNFFSENDYNRPVYKTGNSPGEKC 
      170       180       190       200       210       220         
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.3  bits: 17.9 E(): 1e 
Smith-Waterman score: 40; 38.5% identity (42.3% similar) in 26 aa overlap (36-61:60-85) 
 
          10        20        30        40        50        60      
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     :  :  :  :  : ::.   :  : :     
gi|613 CLEYSNVGFTDAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIA 
      30        40        50        60        70        80          
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          70        80                                              
AAD-12 HAHAIPGMDAAESER                                              
                                                                    
gi|613 QRWANQCTFEHDACRNVERFAVGQNIAATSSSGKNKSTLSDMILLWYNEVKDFDNRWISS 
      90       100       110       120       130       140          
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:55 2011 done: Fri Jan 21 00:02:55 2011 
 Total Scan time:  0.060 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 150  - 229 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     1     8:= * 
  34     3    22:=      * 
  36    20    44:=======       * 
  38    51    73:=================       * 
  40    87   102:=============================    * 
  42   124   125:=========================================* 
  44   136   138:=============================================* 
  46   155   140:==============================================*===== 
  48   120   134:========================================    * 
  50   100   122:==================================      * 
  52   117   108:===================================*=== 
  54    95    92:==============================*= 
  56   125    77:=========================*================ 
  58    55    63:=================== * 
  60    62    51:================*==== 
  62    35    41:============ * 
  64    44    33:==========*==== 
  66    34    26:========*=== 
  68    30    20:======*=== 
  70    21    16:=====*= 
  72    14    12:===*= 
  74    10    10:===* 
  76    21     8:==*==== 
  78    10     6:=*== 
  80     3     5:=* 
  82     9     3:*== 
  84     3     3:* 
  86     1     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     1     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
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 106     1     0:=         *= 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.13760.00304; mu= 2.8771 0.157 
 mean_var=33.9602 8.006, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.220084 
 Kolmogorov-Smirnov  statistic: 0.0758 (N=28) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   67 26.4    0.54 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   56 23.1     1.6 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   59 23.8     3.8 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 19.2     7.5 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   47 20.3      10 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   56 22.8      11 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   56 22.8      11 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   52 21.7      12 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 17.2      12 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 21.7      12 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   48 20.5      13 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 22.8      14 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   51 21.4      14 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 22.8      14 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   52 21.6      15 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   52 21.6      15 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 21.1      16 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.6      19 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.6      19 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.6      19 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   52 21.6      19 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   49 20.7      19 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   52 21.6      20 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   52 21.6      20 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   52 21.6      21 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   47 20.1      23 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 20.7      23 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   48 20.4      24 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   50 21.0      24 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   51 21.3      24 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 19.3      24 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 18.4      25 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   48 20.4      27 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 20.7      28 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   43 19.0      29 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   49 20.7      30 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 20.1      30 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 20.1      30 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 20.1      30 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 20.1      30 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 20.1      30 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 20.1      30 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 20.1      30 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 20.1      30 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 20.1      30 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 20.1      30 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 20.1      30 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 20.1      30 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 20.1      30 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 20.1      30 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.6      30 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   43 19.0      32 
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gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   49 20.6      33 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 21.2      35 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 19.2      37 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   49 20.6      37 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   49 20.6      39 
gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Veno ( 204)   44 19.2      40 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   44 19.2      40 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   44 19.2      40 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   48 20.3      40 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 15.5      42 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.9      42 
gi|56417506|gb|AAV90694.1| GE-rich salivary protei ( 266)   45 19.5      43 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 18.1      43 
gi|56417504|gb|AAV90693.1| 30 kDa salivary gland a ( 271)   45 19.5      44 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   45 19.5      46 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 19.7      47 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   45 19.5      47 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   40 18.1      49 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.8      49 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.8      52 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 19.2      52 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 16.4      52 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   43 18.9      52 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.3      53 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.8      54 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   41 18.3      55 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 15.2      55 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 20.0      56 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 19.1      56 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 18.0      57 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   44 19.1      57 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 18.0      58 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   44 19.1      58 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.4      61 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.4      61 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   46 19.7      61 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   42 18.6      61 
gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Th (  20)   30 15.2      62 
gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} (  20)   30 15.2      62 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   40 18.0      64 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   40 18.0      64 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   40 18.0      64 
gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A ( 262)   43 18.8      65 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   42 18.6      66 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 18.3      66 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.4      67 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 18.3      67 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 18.3      67 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 14.1      68 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   42 18.6      69 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 18.3      70 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   42 18.5      71 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   44 19.1      71 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   44 19.1      71 
gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   43 18.8      72 
gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A ( 291)   43 18.8      73 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   41 18.3      74 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   26 14.0      76 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   41 18.3      76 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   41 18.3      76 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   41 18.3      76 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.4      76 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   45 19.4      76 
gi|21673|emb|CAA35238.1| unnamed protein product [ ( 307)   43 18.8      77 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   43 18.8      78 
gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos t ( 172)   40 18.0      78 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   41 18.3      78 
gi|289064179|gb|ADC80503.1| non-specific lipid tra ( 118)   38 17.4      79 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   38 17.4      80 
gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betu (  21)   29 14.9      81 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   41 18.2      85 
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gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   41 18.2      85 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   45 19.4      87 
gi|21755|emb|CAA25593.1| unnamed protein product [ ( 286)   42 18.5      89 
gi|21761|emb|CAA26384.1| unnamed protein product [ ( 286)   42 18.5      89 
gi|170720|gb|AAA34280.1| alpha/beta-gliadin precur ( 286)   42 18.5      89 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   45 19.4      90 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   38 17.4      91 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   38 17.4      91 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   38 17.4      91 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   37 17.1      91 
gi|21757|emb|CAA26383.1| unnamed protein product [ ( 296)   42 18.5      92 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   27 14.3      92 
gi|3121755|sp|P81216.1|ALL21_HORSE RecName: Full=D (  29)   30 15.1      93 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   40 17.9      94 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   40 17.9      94 
gi|159793197|gb|ABW98943.1| alpha S1 casein [Bos t ( 205)   40 17.9      94 
gi|1352239|sp|P49277.1|DERP6_DERPT RecName: Full=M (  20)   28 14.6      95 
gi|253683676|gb|ACT33296.1| putative tabinhibitin  ( 252)   41 18.2      95 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   40 17.9      97 
gi|162792|gb|AAA30428.1| alpha-s1-casein precursor ( 214)   40 17.9      99 
gi|162794|gb|AAA30429.1| alpha-S1-casein [Bos taur ( 214)   40 17.9      99 
gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea  ( 316)   42 18.5      99 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   37 17.1      99 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   39 17.6   1e 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  65 init1:  65 opt:  67  Z-score: 107.3  bits: 26.4 E(): 0.54 
Smith-Waterman score: 67; 22.4% identity (52.2% similar) in 67 aa overlap (8-71:327-393) 
 
                                      10        20        30        
AAD-12                        EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     : ..: .:. ..      : . :. ... : 
gi|113 IGGSASPTILSQGNRFCAPDERSKKNVLGRHGEAAAESMKWNWRTNKDVLENGAIFVASG 
        300       310       320       330       340       350       
 
        40        50        60           70        80 
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAI---PGMDAAESERF 
       .: . :: .    .  : :. .: .   : ..   ::          
gi|113 VDPVLTPEQSAGMIPAEPGESALSLTSSAGVLSCQPGAPC       
        360       370       380       390             
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  45 init1:  45 opt:  56  Z-score: 98.9  bits: 23.1 E():  1.6 
Smith-Waterman score: 56; 29.5% identity (63.6% similar) in 44 aa overlap (1-40:34-77) 
 
                                             10            20       
AAD-12                               EATRALVHQRSARHS----LVYSQSKLGHV 
                                     .:   . .: :..::    :.... .. :: 
gi|527 HITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHV 
            10        20        30        40        50        60    
 
         30        40        50        60        70        80     
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF     
       :.:.. :   .: :                                             
gi|527 QDAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
            70        80        90       100       110       120  
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  59  Z-score: 92.2  bits: 23.8 E():  3.8 
Smith-Waterman score: 59; 35.6% identity (60.0% similar) in 45 aa overlap (9-46:198-242) 
 
                                     10        20              30   
AAD-12                       EATRALVHQRSARHSLVYSQSKL------GHVQQAGSA 
                                     ::. :..:  .:. :      :  ..: .  
gi|303 LVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALAD 
       170       180       190       200       210       220        
 
             40         50        60        70        80            
AAD-12 YIGYGMDT-TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF            
        .:.:::: ::  .:                                              
gi|303 VLGFGMDTETARKVRGEDDQRGHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICS 
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       230       240       250       260       270       280        
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 86.8  bits: 19.2 E():  7.5 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (24-44:5-25) 
 
               10        20        30        40        50        60 
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                              :.:..: :. .::  .  :.:                 
gi|462                    AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKNLNSA    
                                  10        20        30            
 
               70        80 
AAD-12 LIGRHAHAIPGMDAAESERF 
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 84.3  bits: 20.3 E():   10 
Smith-Waterman score: 47; 27.5% identity (50.0% similar) in 40 aa overlap (37-76:19-58) 
 
         10        20        30        40        50        60       
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :.: ::  :. :.:.        .     : 
gi|135             MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFA 
                           10        20        30        40         
 
         70        80                                               
AAD-12 HAIPGMDAAESERF                                               
       .:. : :. .                                                   
gi|135 KALEGKDVKDLLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGL 
       50        60        70        80        90       100         
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  56  Z-score: 84.1  bits: 22.8 E():   11 
Smith-Waterman score: 56; 27.8% identity (63.9% similar) in 36 aa overlap (9-44:539-574) 
 
                                     10        20        30         
AAD-12                       EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.:.. .   . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYP 
      510       520       530       540       550       560         
 
       40        50        60        70        80                   
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF                   
        ..  :                                                       
gi|217 TSVQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQP 
      570       580       590       600       610       620         
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 83.9  bits: 22.8 E():   11 
Smith-Waterman score: 56; 25.0% identity (63.9% similar) in 36 aa overlap (9-44:551-586) 
 
                                     10        20        30         
AAD-12                       EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.... . . . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYP 
              530       540       550       560       570       580 
 
       40        50        60        70        80                   
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF                   
        .   :                                                       
gi|217 TSLQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQP 
              590       600       610       620       630       640 
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 83.2  bits: 21.7 E():   12 
Smith-Waterman score: 52; 28.3% identity (56.7% similar) in 60 aa overlap (5-64:232-276) 
 
                                         10        20        30     
AAD-12                           EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                     : .:  :. ::....:..  . ::       
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIH--SVVHSIIMQQQQQQQQQQ------ 
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             210       220       230         240       250          
 
           40        50        60        70        80               
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF               
         :.:     . :: . : ..:. ::. :.                               
gi|170 --GIDI----FLPLSQ-HEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYV 
                 260        270       280       290       300       
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 83.0  bits: 17.2 E():   12 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (65-70:8-13) 
 
           40        50        60        70        80 
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::: .:           
gi|131                        GPVGGVVHAHMMPLL         
                                      10              
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.9  bits: 21.7 E():   12 
Smith-Waterman score: 52; 40.0% identity (56.0% similar) in 25 aa overlap (31-55:25-49) 
 
               10        20        30        40        50        60 
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                                     .:  ::.  : :::  : . . : :      
gi|249       MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPA 
                     10        20        30        40        50     
 
               70        80                                         
AAD-12 LIGRHAHAIPGMDAAESERF                                         
                                                                    
gi|249 TPAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGL 
           60        70        80        90       100       110     
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.2  bits: 20.5 E():   13 
Smith-Waterman score: 48; 25.6% identity (53.5% similar) in 43 aa overlap (36-78:23-65) 
 
          10        20        30        40        50        60      
AAD-12 LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                                     ...:  ..::  :.:   :. .    .    
gi|344         MTGVKTHLQHELKRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESD 
                       10        20        30        40        50   
 
          70        80                                              
AAD-12 AHAIPGMDAAESERF                                              
         :::. :  ..:                                                
gi|344 EVAIPNPDEFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREIS 
             60        70        80        90       100       110   
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 82.1  bits: 22.8 E():   14 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (19-36:283-300) 
 
                           10        20        30        40         
AAD-12             EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
       50        60        70        80                             
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERF                             
                                                                    
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.9  bits: 21.4 E():   14 
Smith-Waterman score: 51; 36.1% identity (55.6% similar) in 36 aa overlap (29-59:21-56) 
 
               10        20        30          40           50      
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AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGS--AYIGYGMDTTATP---LRPLVKVHPET 
                                   :::  : .:::  : :.:     : . . :   
gi|330         MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAPAG 
                       10        20        30        40        50   
 
          60        70        80                                    
AAD-12 GRPSLLIGRHAHAIPGMDAAESERF                                    
       ..:.                                                         
gi|330 AEPAGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGE 
             60        70        80        90       100       110   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 81.9  bits: 22.8 E():   14 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (19-36:289-306) 
 
                           10        20        30        40         
AAD-12             EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
 
       50        60        70        80                             
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERF                             
                                                                    
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 81.5  bits: 21.6 E():   15 
Smith-Waterman score: 52; 18.4% identity (55.1% similar) in 49 aa overlap (12-60:332-380) 
 
                                  10        20        30        40  
AAD-12                    EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                     : .:....  .   . . :. ..  : : . 
gi|166 SAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPV 
             310       320       330       340       350       360  
 
              50        60        70        80 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
        ::..    .  : :. ..                     
gi|166 LTPVQSAGMIPAEPGEAAIKLTSSAGVFSCRPGAPC    
             370       380       390           
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 81.5  bits: 21.6 E():   15 
Smith-Waterman score: 52; 18.4% identity (55.1% similar) in 49 aa overlap (12-60:332-380) 
 
                                  10        20        30        40  
AAD-12                    EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                     : .:....  .   . . :. ..  : : . 
gi|113 SAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPV 
             310       320       330       340       350       360  
 
              50        60        70        80 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
        ::..    .  : :. ..                     
gi|113 LTPVQSAGMIPAEPGEAAIKLTSSAGVFSCHPGAPC    
             370       380       390           
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 81.1  bits: 21.1 E():   16 
Smith-Waterman score: 50; 32.1% identity (57.1% similar) in 28 aa overlap (32-59:1-28) 
 
              10        20        30        40        50        60  
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::  : :.:    . . :  ..:.   
gi|295                               ADLGYGPATPAAPAAGYTPAAPAGAEPAGK 
                                             10        20        30 
 
              70        80                                          
AAD-12 IGRHAHAIPGMDAAESERF                                          
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gi|295 ATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAE 
               40        50        60        70        80        90 
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.4  bits: 19.6 E():   19 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (34-51:24-41) 
 
            10        20        30        40        50        60    
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|121        MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSL 
                      10        20        30        40        50    
 
            70        80                                            
AAD-12 RHAHAIPGMDAAESERF                                            
                                                                    
gi|121 STFKNTEIKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVV 
            60        70        80        90       100       110    
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.4  bits: 19.6 E():   19 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (34-51:24-41) 
 
            10        20        30        40        50        60    
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|144        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
            70        80                                            
AAD-12 RHAHAIPGMDAAESERF                                            
                                                                    
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.4  bits: 19.6 E():   19 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (34-51:24-41) 
 
            10        20        30        40        50        60    
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|379        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
            70        80                                            
AAD-12 RHAHAIPGMDAAESERF                                            
                                                                    
gi|379 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.3  bits: 21.6 E():   19 
Smith-Waterman score: 52; 33.3% identity (58.3% similar) in 24 aa overlap (8-31:388-411) 
 
                                      10        20        30        
AAD-12                        EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:.    .::: . :       
gi|224 TANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVY 
       360       370       380       390       400       410        
 
        40        50        60        70        80                  
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF                  
                                                                    
gi|224 DEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVAN 
       420       430       440       450       460       470        
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.3  bits: 20.7 E():   19 
Smith-Waterman score: 49; 21.9% identity (59.4% similar) in 32 aa overlap (10-41:179-210) 
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                                    10        20        30          
AAD-12                      EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :.  .:.. .... :. ::      : :.. 
gi|219 MWQQSSCHVMQQQCCQQLSQIPEQSRYDAIRAITYSIILQEQQQGQSQQQQPQQSGQGVS 
      150       160       170       180       190       200         
 
      40        50        60        70        80                    
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF                    
        .                                                           
gi|219 QSQQQSQQQLGQCSFQQPQQQLGQQPQQQQVQQGTFLQPHQIAHLEVMTSIALRTLPTMC 
      210       220       230       240       250       260         
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.0  bits: 21.6 E():   20 
Smith-Waterman score: 52; 33.3% identity (58.3% similar) in 24 aa overlap (8-31:408-431) 
 
                                      10        20        30        
AAD-12                        EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:.    .::: . :       
gi|571 NCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVY 
       380       390       400       410       420       430        
 
        40        50        60        70        80                  
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF                  
                                                                    
gi|571 DEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVAN 
       440       450       460       470       480       490        
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.0  bits: 21.6 E():   20 
Smith-Waterman score: 52; 33.3% identity (58.3% similar) in 24 aa overlap (8-31:408-431) 
 
                                      10        20        30        
AAD-12                        EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:.    .::: . :       
gi|199 TANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVY 
       380       390       400       410       420       430        
 
        40        50        60        70        80                  
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF                  
                                                                    
gi|199 DEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVAN 
       440       450       460       470       480       490        
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.9  bits: 21.6 E():   21 
Smith-Waterman score: 52; 33.3% identity (58.3% similar) in 24 aa overlap (8-31:416-439) 
 
                                      10        20        30        
AAD-12                        EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:.    .::: . :       
gi|213 NELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVF 
         390       400       410       420       430       440      
 
        40        50        60        70        80                  
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF                  
                                                                    
gi|213 DEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVAN 
         450       460       470       480       490       500      
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 78.1  bits: 20.1 E():   23 
Smith-Waterman score: 47; 21.7% identity (52.2% similar) in 46 aa overlap (30-72:62-107) 
 
                10        20        30        40        50          
AAD-12  EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE---TG 
                                     :..:.: . .. :     . . . .   .: 
gi|201 DATPVLDVAGKELDSRLSYRIISTFWGALGGDVYLGKSPNSDAPCANGIFRYNSDVGPSG 
              40        50        60        70        80        90  
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         60        70        80                                     
AAD-12 RPSLLIGRHAHAIPGMDAAESERF                                     
        :  .::  .:   :.                                             
gi|201 TPVRFIGSSSHFGQGIFENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTI 
             100       110       120       130       140       150  
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.9  bits: 20.7 E():   23 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (29-45:200-216) 
 
                 10        20        30        40        50         
AAD-12   EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
       60        70        80                                       
AAD-12 SLLIGRHAHAIPGMDAAESERF                                       
                                                                    
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.8  bits: 20.4 E():   24 
Smith-Waterman score: 48; 25.6% identity (56.4% similar) in 39 aa overlap (15-53:87-125) 
 
                               10        20        30        40     
AAD-12                 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     : : . ..  . :.:.:  . :: .  ..  
gi|144 DLAEAPFQISLLKDYLIMKRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSS 
         60        70        80        90       100       110       
 
           50        60        70        80                         
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF                         
           .::.:                                                    
gi|144 SYGDLKVKPIIQHESYEQDQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVDGDKVTIYG 
        120       130       140       150       160       170       
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 77.8  bits: 21.0 E():   24 
Smith-Waterman score: 50; 38.2% identity (55.9% similar) in 34 aa overlap (37-70:2-34) 
 
         10        20        30        40        50        60       
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :. : : :.  :. .   .:   :  : :: 
gi|581                              MGFITKAIPIV-LAALSTVNGARILEAGPHA 
                                            10         20        30 
 
         70        80                                               
AAD-12 HAIPGMDAAESERF                                               
       .:::                                                         
gi|581 EAIPNKYIVVMKREVSDEAFNAHTTWLSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRA 
               40        50        60        70        80        90 
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.7  bits: 21.3 E():   24 
Smith-Waterman score: 51; 30.8% identity (57.7% similar) in 26 aa overlap (6-31:383-408) 
 
                                        10        20        30      
AAD-12                          EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     ..:  .  ::..:     .::: . :     
gi|370 LKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNR 
            360       370       380       390       400       410   
 
          40        50        60        70        80                
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF                
                                                                    
gi|370 VYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVV 
            420       430       440       450       460       470   
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
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 initn:  44 init1:  44 opt:  44  Z-score: 77.6  bits: 19.3 E():   24 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (34-54:25-45) 
 
            10        20        30        40        50        60    
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.:  .:  :          
gi|990       MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSL 
                     10        20        30        40        50     
 
            70        80                                            
AAD-12 RHAHAIPGMDAAESERF                                            
                                                                    
gi|990 STFKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVV 
           60        70        80        90       100       110     
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 77.2  bits: 18.4 E():   25 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (7-28:37-58) 
 
                                       10        20        30       
AAD-12                         EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
         40        50        60        70        80 
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                                    
gi|162 VPQLEIVPNS                                   
         70                                         
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 76.8  bits: 20.4 E():   27 
Smith-Waterman score: 48; 25.0% identity (51.8% similar) in 56 aa overlap (7-59:3-56) 
 
               10        20        30        40           50        
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGR 
             ::: ..  .:  . . ..    . .: .:::  : :.:     : . . :  .  
gi|398     MAVHQYTV--ALFLAVALVAGPAASYAADLGYGPATPAAPAAGYTPATPAAPAEAA 
                     10        20        30        40        50     
 
        60        70        80                                      
AAD-12 PSLLIGRHAHAIPGMDAAESERF                                      
       :.                                                           
gi|398 PAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGAASNKAFAEGLSGEPK 
           60        70        80        90       100       110     
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 76.5  bits: 20.7 E():   28 
Smith-Waterman score: 49; 24.5% identity (49.0% similar) in 49 aa overlap (26-71:341-389) 
 
                    10        20        30        40        50      
AAD-12      EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ..  :.: . :: .    .  :  
gi|113 ASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMIPAEP 
              320       330       340       350       360       370 
 
          60           70        80 
AAD-12 GRPSLLIGRHAHAI---PGMDAAESERF 
       :.  : .   : ..   ::          
gi|113 GEAVLRLTSSAGVLSCQPGAPC       
              380       390         
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 76.1  bits: 19.0 E():   29 
Smith-Waterman score: 43; 26.3% identity (57.9% similar) in 38 aa overlap (25-59:33-70) 
 
                     10        20        30        40           50  
AAD-12       EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVKV 
                                     ....:.::     .: :::   : : .. . 
gi|668 ASEAAAAAATPVAPTEGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPI 
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             10        20        30        40        50        60   
 
              60        70        80                                
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERF                                
         . .. :                                                     
gi|668 FADMAKKSPNVVFLKVDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKL 
             70        80        90       100       110       120   
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.8  bits: 20.7 E():   30 
Smith-Waterman score: 49; 36.7% identity (66.7% similar) in 30 aa overlap (4-33:43-72) 
 
                                          10        20        30    
AAD-12                            EATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.. . .:: . : : ..::..  : : : 
gi|558 RVRSGGHDYEGLSYRSLQPENFAVVDLNQMRAVLVDGKARTAWVDSGAQLGELYYAISKY 
             20        30        40        50        60        70   
 
            40        50        60        70        80              
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF              
                                                                    
gi|558 SRTLAFPAGVCPTIGVGGNLAGGGFGMLLRKYGIAAENVIDVKLVDANGKLHDKKSMGDD 
             80        90       100       110       120       130   
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.8  bits: 20.1 E():   30 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (32-59:1-31) 
 
              10        20        30        40           50         
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
       60        70        80                                       
AAD-12 SLLIGRHAHAIPGMDAAESERF                                       
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.8  bits: 20.1 E():   30 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (32-59:1-31) 
 
              10        20        30        40           50         
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
       60        70        80                                       
AAD-12 SLLIGRHAHAIPGMDAAESERF                                       
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.8  bits: 20.1 E():   30 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (32-59:1-31) 
 
              10        20        30        40           50         
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
       60        70        80                                       
AAD-12 SLLIGRHAHAIPGMDAAESERF                                       
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
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>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.8  bits: 20.1 E():   30 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (32-59:1-31) 
 
              10        20        30        40           50         
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
       60        70        80                                       
AAD-12 SLLIGRHAHAIPGMDAAESERF                                       
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.8  bits: 20.1 E():   30 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (32-59:1-31) 
 
              10        20        30        40           50         
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
       60        70        80                                       
AAD-12 SLLIGRHAHAIPGMDAAESERF                                       
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.8  bits: 20.1 E():   30 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (32-59:1-31) 
 
              10        20        30        40           50         
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
       60        70        80                                       
AAD-12 SLLIGRHAHAIPGMDAAESERF                                       
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.8  bits: 20.1 E():   30 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (32-59:1-31) 
 
              10        20        30        40           50         
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
       60        70        80                                       
AAD-12 SLLIGRHAHAIPGMDAAESERF                                       
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.8  bits: 20.1 E():   30 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (32-59:1-31) 
 
              10        20        30        40           50         
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
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                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
       60        70        80                                       
AAD-12 SLLIGRHAHAIPGMDAAESERF                                       
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.8  bits: 20.1 E():   30 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (32-59:1-31) 
 
              10        20        30        40           50         
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
       60        70        80                                       
AAD-12 SLLIGRHAHAIPGMDAAESERF                                       
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.8  bits: 20.1 E():   30 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (32-59:1-31) 
 
              10        20        30        40           50         
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
       60        70        80                                       
AAD-12 SLLIGRHAHAIPGMDAAESERF                                       
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.8  bits: 20.1 E():   30 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (32-59:1-31) 
 
              10        20        30        40           50         
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
       60        70        80                                       
AAD-12 SLLIGRHAHAIPGMDAAESERF                                       
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.8  bits: 20.1 E():   30 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (32-59:1-31) 
 
              10        20        30        40           50         
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
       60        70        80                                       
AAD-12 SLLIGRHAHAIPGMDAAESERF                                       
       .                                                            
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gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.8  bits: 20.1 E():   30 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (32-59:1-31) 
 
              10        20        30        40           50         
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
       60        70        80                                       
AAD-12 SLLIGRHAHAIPGMDAAESERF                                       
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.8  bits: 20.1 E():   30 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (32-59:1-31) 
 
              10        20        30        40           50         
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
       60        70        80                                       
AAD-12 SLLIGRHAHAIPGMDAAESERF                                       
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 75.8  bits: 22.6 E():   30 
Smith-Waterman score: 56; 29.3% identity (60.3% similar) in 58 aa overlap (13-70:227-279) 
 
                                 10        20        30        40   
AAD-12                   EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                     :: ::. ..:  :.. . . ..  . : .: 
gi|203 MRHYMHPMDSDLSCRMTLKDKVVTEVDCEERHVLVHRSNKPVHMSYV-KMMLKQNKDGVA 
        200       210       220       230       240        250      
 
             50        60        70        80                       
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF                       
       . : : ....:.  :: : .  : :  :                                 
gi|203 ADLGP-TNAQPK--RPYLSFD-HKHKNPTETDVVEVLKKLCSEITEPQASIETSFTFQKL 
         260          270        280       290       300       310  
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.4  bits: 19.0 E():   32 
Smith-Waterman score: 43; 29.6% identity (66.7% similar) in 27 aa overlap (31-57:9-35) 
 
               10        20        30        40        50        60 
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                                     ::.    . ..:.  : .:.:. ..::    
gi|244                       MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQS 
                                     10        20        30         
 
               70        80                                         
AAD-12 LIGRHAHAIPGMDAAESERF                                         
                                                                    
gi|244 CQRQFEEQQRFRNCQRYVKQEVQRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQ 
       40        50        60        70        80        90         
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.2  bits: 20.6 E():   33 
Smith-Waterman score: 49; 33.3% identity (46.7% similar) in 30 aa overlap (35-64:90-119) 
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           10        20        30        40        50        60     
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     : ::   . :  : .   :. :: .   :: 
gi|259 GVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGR 
      60        70        80        90       100       110          
 
           70        80                                             
AAD-12 HAHAIPGMDAAESERF                                             
                                                                    
gi|259 FQDRHQKIRRFRRGDIIAIPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLA 
     120       130       140       150       160       170          
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 74.8  bits: 21.2 E():   35 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (22-36:609-623) 
 
                        10        20        30        40        50  
AAD-12          EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
              60        70        80                                
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERF                                
                                                                    
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.3  bits: 19.2 E():   37 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (9-24:46-61) 
 
                                     10        20        30         
AAD-12                       EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
       40        50        60        70        80                   
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF                   
                                                                    
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.1  bits: 20.6 E():   37 
Smith-Waterman score: 49; 37.9% identity (62.1% similar) in 29 aa overlap (7-35:74-102) 
 
                                       10        20        30       
AAD-12                         EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     : .:.: .   ::.. :    : ::.:.:  
gi|112 NRIESEGGYIETWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGL 
            50        60        70        80        90       100    
 
         40        50        60        70        80                 
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF                 
                                                                    
gi|112 IFPGCPSTYEEPAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTG 
           110       120       130       140       150       160    
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 73.8  bits: 20.6 E():   39 
Smith-Waterman score: 49; 24.6% identity (52.5% similar) in 61 aa overlap (1-61:433-489) 
 
                                             10        20        30 
AAD-12                               EATRALVHQRSARHSLVYSQSKLGHVQQAG 
                                     :   :.. :.  . .:    .. : .:::: 
gi|258 RNGIYSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNHGVIQQAG 
            410       420       430       440       450       460   
 
               40        50        60        70        80           
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AAD-12 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF           
       .     :..  :   .  . ..  .:: :.:                              
gi|258 NQ----GFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQISREQARQLKYNRQET 
                470       480       490       500       510         
 
gi|258 IALSSSQQRRAVV 
      520       530  
 
>>gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.7  bits: 19.2 E():   40 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (15-40:76-100) 
 
                               10        20        30        40     
AAD-12                 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
           50        60        70        80                         
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF                         
                                                                    
gi|549 AKYQVGQNVALTGSTAAVYNDPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.7  bits: 19.2 E():   40 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (15-40:76-100) 
 
                               10        20        30        40     
AAD-12                 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
           50        60        70        80                         
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF                         
                                                                    
gi|549 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 73.6  bits: 19.2 E():   40 
Smith-Waterman score: 44; 29.6% identity (77.8% similar) in 27 aa overlap (14-40:77-102) 
 
                                10        20        30        40    
AAD-12                  EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::... .:... :. ..  .:: ::    
gi|549 LKVHNDFRQKVAKGLETRGNPGPQPPAKNMNNLVWND-ELANIAQVWASQCNYGHDTCKD 
         50        60        70        80         90       100      
 
            50        60        70        80                        
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF                        
                                                                    
gi|549 TEKYPVGQNIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWA 
         110       120       130       140       150       160      
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 73.6  bits: 20.3 E():   40 
Smith-Waterman score: 48; 33.3% identity (59.5% similar) in 42 aa overlap (43-79:46-85) 
 
             20        30        40           50        60          
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL---VKVHPETGRPSLL--IGRHAH 
                                     :::::    ...: ....:  :  .: .   
gi|253 IEEPEMIAPTPPGQFPHQQPISSPNRTSRNTPLRPESTEIETHHHANHPPALPVLGMQL- 
          20        30        40        50        60        70      
 
        70        80                                                
AAD-12 AIPGMDAAESERF                                                
        .::  . :: :                                                 
gi|253 PVPGT-VPESSRAQSRASLNLDIDLDLHAPSHPSHLSHGAPHEQEHAHEIQRHRAHSAQS 
            80        90       100       110       120       130    
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>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 73.3  bits: 15.5 E():   42 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (12-26:1-15) 
 
               10        20        30        40        50        60 
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                  :: . : : ..::..                                   
gi|323            ARTAWVDSGAQLGELSY                                 
                          10                                        
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.2  bits: 18.9 E():   42 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (9-23:138-152) 
 
                                     10        20        30         
AAD-12                       EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
       40        50        60        70        80 
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                                  
gi|391 ASIDTILTKV                                 
       170                                        
 
>>gi|56417506|gb|AAV90694.1| GE-rich salivary protein 30  (266 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.1  bits: 19.5 E():   43 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (9-39:183-213) 
 
                                     10        20        30         
AAD-12                       EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
            160       170       180       190       200       210   
 
       40        50        60        70        80             
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF             
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
            220       230       240       250       260       
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.0  bits: 18.1 E():   43 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (19-36:26-43) 
 
                      10        20        30        40        50    
AAD-12        EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                : .. :. :: :..  ::                  
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
            60        70        80               
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESERF               
                                                 
gi|897 PYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
               70        80        90       100  
 
>>gi|56417504|gb|AAV90693.1| 30 kDa salivary gland aller  (271 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.9  bits: 19.5 E():   44 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (9-39:188-218) 
 
                                     10        20        30         
AAD-12                       EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
       160       170       180       190       200       210        
 
       40        50        60        70        80             
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF             
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       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
       220       230       240       250       260       270  
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 72.6  bits: 19.5 E():   46 
Smith-Waterman score: 45; 34.5% identity (72.4% similar) in 29 aa overlap (17-43:237-265) 
 
                             10        20          30        40     
AAD-12               EATRALVHQRSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATP 
                                     . ..:.. .:.:  .:.: .. :  ::::  
gi|168 EAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATG 
        210       220       230       240       250       260       
 
           50        60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                            
gi|168 AASGAATVAAGGYKV                      
        270       280                       
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.3  bits: 19.7 E():   47 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (34-43:284-293) 
 
            10        20        30        40        50        60    
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
            70        80                      
AAD-12 RHAHAIPGMDAAESERF                      
                                              
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 72.3  bits: 19.5 E():   47 
Smith-Waterman score: 45; 34.5% identity (72.4% similar) in 29 aa overlap (17-43:246-274) 
 
                             10        20          30        40     
AAD-12               EATRALVHQRSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATP 
                                     . ..:.. .:.:  .:.: .. :  ::::  
gi|330 EAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATG 
         220       230       240       250       260       270      
 
           50        60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                            
gi|330 AASGAATVAAGGYKV                      
         280       290                      
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.0  bits: 18.1 E():   49 
Smith-Waterman score: 40; 25.6% identity (59.0% similar) in 39 aa overlap (6-44:54-92) 
 
                                        10        20        30      
AAD-12                          EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     :. . : . . : : .  : . ..:.:  : 
gi|117 KAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAG 
            30        40        50        60        70        80    
 
          40        50        60        70        80 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
        . .. :.:                                     
gi|117 GSAQAEAAPEAAKEEEKEESDEDMGFGLFD                
            90       100       110                   
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 72.0  bits: 15.8 E():   49 
Smith-Waterman score: 36; 44.0% identity (56.0% similar) in 25 aa overlap (23-47:2-24) 
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               10        20        30        40        50        60 
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                             ::..  :  :  : :. : :::  :              
gi|751                      DLGYAP-ATPAAPGAGY-TPATPAAP              
                                     10         20                  
 
               70        80 
AAD-12 LIGRHAHAIPGMDAAESERF 
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 71.6  bits: 15.8 E():   52 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (41-47:5-11) 
 
               20        30        40        50        60        70 
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     : .:.::                        
gi|751                           TKSQTHVPIRPNKLVLKVQKDRATN          
                                         10        20               
 
               80 
AAD-12 GMDAAESERF 
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.6  bits: 19.2 E():   52 
Smith-Waterman score: 44; 20.0% identity (52.5% similar) in 40 aa overlap (19-58:51-90) 
 
                           10        20        30        40         
AAD-12             EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|130 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               30        40        50        60        70        80 
 
       50        60        70        80                             
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERF                             
        . .:. ..:                                                   
gi|130 PQPQPQYSQPQEPISQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQS 
               90       100       110       120       130       140 
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 71.6  bits: 16.4 E():   52 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (24-44:5-25) 
 
               10        20        30        40        50        60 
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                              :.: .: :  : : .   :.:                 
gi|462                    TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXLSSA     
                                  10        20        30            
 
               70        80 
AAD-12 LIGRHAHAIPGMDAAESERF 
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.5  bits: 18.9 E():   52 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (23-56:31-64) 
 
                       10        20        30        40        50   
AAD-12         EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :. :  . :::..::  .     . ::    
gi|616 NEIAXAKIDLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCA 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERF                                 
        . :                                                         
gi|616 SQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNK 
               70        80        90       100       110       120 
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.3  bits: 18.3 E():   53 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (41-48:34-41) 
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               20        30        40        50        60        70 
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
               80                                                   
AAD-12 GMDAAESERF                                                   
                                                                    
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 71.3  bits: 15.8 E():   54 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (53-63:10-20) 
 
             30        40        50        60        70        80 
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     :.:  :..: :                  
gi|147                      AKITFTNNXPNTVWPGILTGFGQKPQ            
                                    10        20                  
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 71.1  bits: 18.3 E():   55 
Smith-Waterman score: 44; 35.4% identity (54.2% similar) in 48 aa overlap (25-70:79-122) 
 
                     10        20        30        40        50     
AAD-12       EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
                                     :. . :.  :  : : ::. .  . :  :  
gi|160 LGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGN--ITVGEDGTAA-INIVDKQIPL 
       50        60        70        80          90        100      
 
           60          70        80                     
AAD-12 TGRPSLLIGRHA--HAIPGMDAAESERF                     
       :: :  .::: .  :. :                               
gi|160 TG-PHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          110       120       130       140       150   
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 71.1  bits: 15.2 E():   55 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (38-45:10-17) 
 
        10        20        30        40        50        60        
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH 
                                     :.:  :::                       
gi|244                      IGNEDCTPWMSTLITPLP                      
                                    10                              
 
        70        80 
AAD-12 AIPGMDAAESERF 
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.9  bits: 20.0 E():   56 
Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (56-78:344-366) 
 
          30        40        50        60        70        80      
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF      
                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
           320       330       340       350       360       370    
 
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 70.9  bits: 19.1 E():   56 
Smith-Waterman score: 44; 27.8% identity (52.8% similar) in 36 aa overlap (42-77:64-96) 
 
              20        30        40        50        60        70  
AAD-12 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
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                                     :  .. .  . :.  ::   . . :  .:  
gi|481 AGKATTEEQKLIEDINVGFKAAVAARQRPAADKFKTFEAASPRHPRP---LRQGAGLVPK 
            40        50        60        70        80           90 
 
              80                                                    
AAD-12 MDAAESERF                                                    
       .::: :                                                       
gi|481 LDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGE 
              100       110       120       130       140       150 
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.9  bits: 18.0 E():   57 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (7-28:6-27) 
 
               10        20        30        40        50        60 
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
             :.:.  ..  : :.  ::...:                                 
gi|159  IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYKVPQLEIVPNSAEERLHSMKEGIHA 
                10        20        30        40        50          
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.7  bits: 19.1 E():   57 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (32-55:1-21) 
 
              10        20        30        40        50        60  
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::    :::  : .   : :       
gi|109                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
              70        80                                          
AAD-12 IGRHAHAIPGMDAAESERF                                          
                                                                    
gi|109 ADAAGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEP 
        30        40        50        60        70        80        
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.7  bits: 18.0 E():   58 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (34-51:25-42) 
 
            10        20        30        40        50        60    
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  ..: ..:             
gi|144       MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSL 
                     10        20        30        40        50     
 
            70        80                                            
AAD-12 RHAHAIPGMDAAESERF                                            
                                                                    
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVE 
           60        70        80        90       100       110     
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (32-55:1-21) 
 
              10        20        30        40        50        60  
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::    :::  : .   : :       
gi|239                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
              70        80                                          
AAD-12 IGRHAHAIPGMDAAESERF                                          
                                                                    
gi|239 ADAAGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEP 
        30        40        50        60        70        80        
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.3  bits: 19.4 E():   61 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (55-71:225-240) 
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           30        40        50        60        70        80     
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF     
                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.3  bits: 19.4 E():   61 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (55-71:225-240) 
 
           30        40        50        60        70        80     
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF     
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 70.2  bits: 19.7 E():   61 
Smith-Waterman score: 46; 23.8% identity (55.6% similar) in 63 aa overlap (9-70:80-138) 
 
                                     10        20         30        
AAD-12                       EATRALVHQRSARHSLVYSQS-KLGHVQQAGSAYIGYG 
                                     ::: .:. . ...  . :  :   :   .: 
gi|223 KLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVDVDHFIQLIRAL--FG 
      50        60        70        80        90       100          
 
        40        50        60        70        80                  
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF                  
       .. .:  :.  ..   .. .:  .  :: :..:                            
gi|223 LSRAARNLQDDLNDFLHSLEP--ISPRHRHGLPRQRRRSARVSAYLHADDFHKIITTIEA 
       110       120         130       140       150       160      
 
gi|223 LPEFANFYNFLKEHGLDVVDYINEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILP 
         170       180       190       200       210       220      
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 70.2  bits: 18.6 E():   61 
Smith-Waterman score: 42; 29.6% identity (70.4% similar) in 27 aa overlap (14-40:76-101) 
 
                                10        20        30        40    
AAD-12                  EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::.. ..:... :  ..   :: ::    
gi|549 LKIHNDFRNKVARGLETRGNPGPQPPAKNMNNLVWN-NELANIAQIWASQCKYGHDTCKD 
          50        60        70        80         90       100     
 
            50        60        70        80                        
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF                        
                                                                    
gi|549 TTKYNVGQNIAVSSSTAAVYENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWA 
          110       120       130       140       150       160     
 
>>gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Thauma  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 70.1  bits: 15.2 E():   62 
Smith-Waterman score: 30; 66.7% identity (83.3% similar) in 6 aa overlap (66-71:15-20) 
 
          40        50        60        70        80 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     : :.::          
gi|680                 ATFNFINNCPFTVWAAAVPG          
                               10        20          
 
>>gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} [De  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 70.1  bits: 15.2 E():   62 
Smith-Waterman score: 30; 45.5% identity (72.7% similar) in 11 aa overlap (68-78:1-11) 
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        40        50        60        70        80        
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF        
                                     :. :.::  .:          
gi|404                               AVGGQDADLAEAPFQISLLK 
                                             10        20 
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.9  bits: 18.0 E():   64 
Smith-Waterman score: 40; 30.0% identity (56.7% similar) in 30 aa overlap (44-73:114-143) 
 
            20        30        40        50        60        70    
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ..:  ..:    :.: 
gi|189 HCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTVHNAPYCLGLD 
            90       100       110       120       130       140    
 
            80 
AAD-12 AAESERF 
               
gi|189 I       
               
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.8  bits: 18.0 E():   64 
Smith-Waterman score: 40; 26.7% identity (60.0% similar) in 30 aa overlap (44-73:115-144) 
 
            20        30        40        50        60        70    
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::   .:. ...  ..:    :.: 
gi|217 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
            80 
AAD-12 AAESERF 
               
gi|217 I       
               
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.8  bits: 18.0 E():   64 
Smith-Waterman score: 40; 30.0% identity (56.7% similar) in 30 aa overlap (44-73:115-144) 
 
            20        30        40        50        60        70    
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ..:  ..:    :.: 
gi|439 CRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
            80 
AAD-12 AAESERF 
               
gi|439 I       
               
 
>>gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A-I [  (262 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 69.8  bits: 18.8 E():   65 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (19-65:71-117) 
 
                           10        20        30        40         
AAD-12             EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
       50        60        70        80                             
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERF                             
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
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>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.6  bits: 18.6 E():   66 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (2-35:71-104) 
 
                                            10        20        30  
AAD-12                              EATRALVHQRSARHSLVYSQSKLGHVQQAGS 
                                     :   :: .:.: .   ::..      : :  
gi|221 AQRPDNRIESEGGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGR 
               50        60        70        80        90       100 
 
              40        50        60        70        80            
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF            
       .:.:                                                         
gi|221 GYFGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQKVHRFDEGDLIAV 
              110       120       130       140       150       160 
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.6  bits: 18.3 E():   66 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (64-80:17-30) 
 
            40        50        60        70        80              
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF              
                                     ::   .:..:    :::              
gi|212               VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                             10        20           30        40    
 
gi|212 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
            50        60        70        80        90       100    
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.5  bits: 19.4 E():   67 
Smith-Waterman score: 45; 23.4% identity (44.7% similar) in 47 aa overlap (28-71:347-393) 
 
                  10        20        30        40        50        
AAD-12    EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ... : :   :: .    .  : :  
gi|625 DPMKKNVLVRADAPHTESMKWNWRSEKDLLENGAIFVASGCDPHLTPEQKSHLIPAEPGS 
        320       330       340       350       360       370       
 
        60           70        80 
AAD-12 PSLLIGRHA---HAIPGMDAAESERF 
         : .   :   . .::          
gi|625 AVLQLTSCAGTLKCVPGKPC       
        380       390             
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.5  bits: 18.3 E():   67 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (64-80:18-31) 
 
            40        50        60        70        80              
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF              
                                     ::   .:..:    :::              
gi|116              AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
gi|116 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.5  bits: 18.3 E():   67 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (64-80:18-31) 
 
            40        50        60        70        80              
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF              
                                     ::   .:..:    :::              
gi|144              AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
gi|144 LTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
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>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 69.4  bits: 14.1 E():   68 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (4-8:2-6) 
 
               10        20        30        40        50        60 
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
          : :::                                                     
gi|463   DRNLVHSATR                                                 
                 10                                                 
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.3  bits: 18.6 E():   69 
Smith-Waterman score: 42; 33.3% identity (71.4% similar) in 21 aa overlap (24-44:72-92) 
 
                      10        20        30        40        50    
AAD-12        EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     : ...: .::   : ...:.:          
gi|383 TASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEE 
              50        60        70        80        90       100  
 
            60        70        80                                  
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESERF                                  
                                                                    
gi|383 EEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEEL 
             110       120       130       140       150       160  
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.2  bits: 18.3 E():   70 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (64-80:27-40) 
 
            40        50        60        70        80              
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF              
                                     ::   .:..:    :::              
gi|194     MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEA 
                   10        20        30           40        50    
 
gi|194 LTQYKCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVL 
            60        70        80        90       100       110    
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.0  bits: 18.5 E():   71 
Smith-Waterman score: 42; 41.2% identity (64.7% similar) in 17 aa overlap (8-24:175-191) 
 
                                      10        20        30        
AAD-12                        EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :: .  :.:  :..: :              
gi|136 KVHGKDSPLKYGPKFDKKQLAISTLDFEIRHQLTQIHGLYRSSDKTGGYWKITMNDGSTY 
          150       160       170       180       190       200     
 
        40        50        60        70        80 
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                                   
gi|136 QSDLSKKFEYNTEKPPINIDEIKTIEAEIN              
          210       220       230                  
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.0  bits: 19.1 E():   71 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (51-69:99-117) 
 
               30        40        50        60        70        80 
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
gi|908 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
      130       140       150       160       170       180         
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.0  bits: 19.1 E():   71 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (51-69:100-118) 
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               30        40        50        60        70        80 
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
gi|118 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     130       140       150       160       170       180          
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 69.0  bits: 18.8 E():   72 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (19-65:71-117) 
 
                           10        20        30        40         
AAD-12             EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|473 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
       50        60        70        80                             
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERF                             
        . .:. ..:.  :...                                            
gi|473 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A-II   (291 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.8  bits: 18.8 E():   73 
Smith-Waterman score: 43; 19.1% identity (53.2% similar) in 47 aa overlap (19-65:71-117) 
 
                           10        20        30        40         
AAD-12             EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . : .     : .:  
gi|170 QVPLVQEQQFQGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQPFRPQQPY 
               50        60        70        80        90       100 
 
       50        60        70        80                             
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERF                             
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQILQQILQQQLIPCRDVVLQQHNIAHGSSQV 
              110       120       130       140       150       160 
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.7  bits: 18.3 E():   74 
Smith-Waterman score: 41; 26.7% identity (70.0% similar) in 30 aa overlap (13-42:120-149) 
 
                                 10        20        30        40   
AAD-12                   EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                     .... :  .:. .: .:...:.. :  : : 
gi|144 DTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWA 
      90       100       110       120       130       140          
 
             50        60        70        80              
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF              
                                                           
gi|144 DFYFVAILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
     150       160       170       180       190       200 
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 68.5  bits: 14.0 E():   76 
Smith-Waterman score: 26; 50.0% identity (83.3% similar) in 6 aa overlap (58-63:1-6) 
 
        30        40        50        60        70        80 
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     :.. ::                  
gi|250                               PTITIGGPEYR             
                                             10              
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (15-40:76-100) 
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                               10        20        30        40     
AAD-12                 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDI 
          50        60        70        80         90       100     
 
           50        60        70        80                         
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF                         
                                                                    
gi|549 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 41; 26.7% identity (70.0% similar) in 30 aa overlap (13-42:124-153) 
 
                                 10        20        30        40   
AAD-12                   EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                     .... :  .:. .: .:...:.. :  : : 
gi|622 DTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWA 
           100       110       120       130       140       150    
 
             50        60        70        80              
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF              
                                                           
gi|622 DFYFVAILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
           160       170       180       190       200     
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (15-40:76-100) 
 
                               10        20        30        40     
AAD-12                 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
           50        60        70        80                         
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF                         
                                                                    
gi|549 AKYPVGQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.5  bits: 19.4 E():   76 
Smith-Waterman score: 45; 20.0% identity (58.2% similar) in 55 aa overlap (26-78:52-104) 
 
                    10        20        30        40        50      
AAD-12      EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE- 
                                     ....:: :.: :.. ..  .   . . :   
gi|144 VEADVKLSDGYLARAAVPSGASTGIYEALELRDGGSDYLGKGVSKAVENVN--IIIGPAL 
              30        40        50        60        70            
 
            60        70        80                                  
AAD-12 TGR-PSLLIGRHAHAIPGMDAAESERF                                  
       .:. :.  .:     .  .:.. .:                                    
gi|144 VGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAVSLAVCKAGAHVKGIPLYEH 
      80        90       100       110       120       130          
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.5  bits: 19.4 E():   76 
Smith-Waterman score: 45; 20.0% identity (58.2% similar) in 55 aa overlap (26-78:52-104) 
 
                    10        20        30        40        50      
AAD-12      EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE- 
                                     ....:: :.: :.. ..  .   . . :   
gi|144 VEADVKLSDGYLARAAVPRGASTGIYEALELRDGGSDYLGKGVSKAVENVN--IIIGPAL 
              30        40        50        60        70            
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            60        70        80                                  
AAD-12 TGR-PSLLIGRHAHAIPGMDAAESERF                                  
       .:. :.  .:     .  .:.. .:                                    
gi|144 VGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAVSLAVCKAGAHVKGIPLYKH 
      80        90       100       110       120       130          
 
>>gi|21673|emb|CAA35238.1| unnamed protein product [Trit  (307 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.4  bits: 18.8 E():   77 
Smith-Waterman score: 43; 22.0% identity (50.0% similar) in 50 aa overlap (16-65:86-131) 
 
                              10        20        30        40      
AAD-12                EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
                                     : : : .: . :      . : .     :  
gi|216 PFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQLPYPQPQ----LPYPQPQPFRPQ 
          60        70        80        90           100       110  
 
          50        60        70        80                          
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF                          
       .:  . .:. ..:.  :...                                         
gi|216 QPYPQSQPQYSQPQQPISQQQQQQQQQQQQKQQQQQQQQILQQILQQQLIPCRDVVLQQH 
             120       130       140       150       160       170  
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 18.8 E():   78 
Smith-Waterman score: 43; 27.8% identity (55.6% similar) in 36 aa overlap (34-69:234-269) 
 
            10        20        30        40        50        60    
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::  ..   .: . :.:   :.. :  .:  
gi|324 DPRTLNKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVIL 
           210       220       230       240       250       260    
 
            70        80                             
AAD-12 RHAHAIPGMDAAESERF                             
         .::.                                        
gi|324 SISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV 
           270       280       290       300         
 
>>gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos tauru  (172 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.3  bits: 18.0 E():   78 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (7-28:49-70) 
 
                                       10        20        30       
AAD-12                         EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
       20        30        40        50        60        70         
 
         40        50        60        70        80                 
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF                 
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
       80        90       100       110       120       130         
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.3  bits: 18.3 E():   78 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (15-40:81-105) 
 
                               10        20        30        40     
AAD-12                 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|115 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
               60        70        80         90       100          
 
           50        60        70        80                         
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF                         
                                                                    
gi|115 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
     110       120       130       140       150       160          
 
>>gi|289064179|gb|ADC80503.1| non-specific lipid transfe  (118 aa) 
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 initn:  38 init1:  38 opt:  38  Z-score: 68.2  bits: 17.4 E():   79 
Smith-Waterman score: 38; 66.7% identity (88.9% similar) in 9 aa overlap (66-74:81-89) 
 
          40        50        60        70        80                
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF                
                                     : ::::..:                      
gi|289 ASCCSGVRSLNAAAKTTPDRQAVCNCLKSAAGAIPGFNANNAGILPGKCGVSIPYKISTS 
               60        70        80        90       100       110 
 
gi|289 TNCATIKF 
                
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.1  bits: 17.4 E():   80 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (14-31:33-50) 
 
                                10        20        30        40    
AAD-12                  EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     :.:.: : .: ....  :             
gi|160 QEHKPKKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELD 
             10        20        30        40        50        60   
 
            50        60        70        80                     
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF                     
                                                                 
gi|160 VVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQTQ 
             70        80        90       100       110          
 
>>gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betula p  (21 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 68.0  bits: 14.9 E():   81 
Smith-Waterman score: 29; 42.9% identity (50.0% similar) in 14 aa overlap (37-50:8-21) 
 
         10        20        30        40        50        60       
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :  :.  ::  : :                 
gi|309                        MRVFNYKGETTSLIPLARLFK                 
                                      10        20                  
 
         70        80 
AAD-12 HAIPGMDAAESERF 
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.6  bits: 18.2 E():   85 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (15-40:99-123) 
 
                               10        20        30        40     
AAD-12                 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|856 KEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
           50        60        70        80                         
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF                         
                                                                    
gi|856 AKYQVGQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.6  bits: 18.2 E():   85 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (15-40:99-123) 
 
                               10        20        30        40     
AAD-12                 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|162 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
           50        60        70        80                         
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF                         
                                                                    
gi|162 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
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       130       140       150       160       170       180        
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 67.4  bits: 19.4 E():   87 
Smith-Waterman score: 45; 23.5% identity (58.8% similar) in 51 aa overlap (32-79:265-315) 
 
              10        20        30        40        50         60 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG-RPSL 
                                     : .. :..:..  . ::.: .     . :  
gi|144 AVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGGVMTPLIKRNTTIPTKKSE 
          240       250       260       270       280       290     
 
               70          80                                       
AAD-12 LIGRHAHAIPG--MDAAESERF                                       
        .. ..   ::  ... :.::                                        
gi|144 TFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAPRGVPQIEVTFDLDANGIM 
          300       310       320       330       340       350     
 
>>gi|21755|emb|CAA25593.1| unnamed protein product [Trit  (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.3  bits: 18.5 E():   89 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (19-65:71-117) 
 
                           10        20        30        40         
AAD-12             EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|217 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
       50        60        70        80                             
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERF                             
        . .:. ..:.  :...                                            
gi|217 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|21761|emb|CAA26384.1| unnamed protein product [Trit  (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.3  bits: 18.5 E():   89 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (19-65:71-117) 
 
                           10        20        30        40         
AAD-12             EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|217 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQQFRPQQPY 
               50        60        70        80        90       100 
 
       50        60        70        80                             
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERF                             
        . .:. ..:.  :...                                            
gi|217 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|170720|gb|AAA34280.1| alpha/beta-gliadin precursor   (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.3  bits: 18.5 E():   89 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (19-65:71-117) 
 
                           10        20        30        40         
AAD-12             EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
       50        60        70        80                             
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERF                             
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.1  bits: 19.4 E():   90 
Smith-Waterman score: 45; 38.5% identity (69.2% similar) in 26 aa overlap (4-29:133-158) 
 
                                          10        20        30    
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AAD-12                            EATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.: . .:: . : : ..::..  :     
gi|558 RVRSGGHDYEGLSYRSERPEAFAVVDLNKMRAVVVDGKARTAWVDSGAQLGELYYAIAKN 
            110       120       130       140       150       160   
 
            40        50        60        70        80              
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF              
                                                                    
gi|558 SPVLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGTLLDKSSMSAD 
            170       180       190       200       210       220   
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.1  bits: 17.4 E():   91 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (14-31:48-65) 
 
                                10        20        30        40    
AAD-12                  EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     :.:.: : .: ....  :             
gi|111 QGHKPKKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELD 
        20        30        40        50        60        70        
 
            50        60        70        80                     
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF                     
                                                                 
gi|111 VVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQTQ 
        80        90       100       110       120       130     
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.1  bits: 17.4 E():   91 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (14-31:48-65) 
 
                                10        20        30        40    
AAD-12                  EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     :.:.: : .: ....  :             
gi|420 QEHKPKKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELD 
        20        30        40        50        60        70        
 
            50        60        70        80                     
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF                     
                                                                 
gi|420 VVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQTQ 
        80        90       100       110       120       130     
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.1  bits: 17.4 E():   91 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (14-31:48-65) 
 
                                10        20        30        40    
AAD-12                  EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     :.:.: : .: ....  :             
gi|111 QEHKPEKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELD 
        20        30        40        50        60        70        
 
            50        60        70        80                     
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF                     
                                                                 
gi|111 VVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQTQ 
        80        90       100       110       120       130     
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.0  bits: 17.1 E():   91 
Smith-Waterman score: 37; 41.2% identity (58.8% similar) in 17 aa overlap (63-79:82-98) 
 
             40        50        60        70        80             
AAD-12 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF             
                                     :  :.: :  . :: :.              
gi|215 NELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMGFGLFD 
              60        70        80        90       100       110  
 
>>gi|21757|emb|CAA26383.1| unnamed protein product [Trit  (296 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.0  bits: 18.5 E():   92 
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Smith-Waterman score: 42; 25.6% identity (59.0% similar) in 39 aa overlap (6-44:209-246) 
 
                                        10        20        30      
AAD-12                          EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     ..::.. :..   :: .: . ::   .  : 
gi|217 QPLQQLCCQQLWQIPEQSRCQAIHNVVHAIILHQQQ-RQQQPSSQVSLQQPQQQYPSGQG 
      180       190       200       210        220       230        
 
          40        50        60        70        80               
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF               
       . . .  .:                                                   
gi|217 FFQPSQQNPQAQGSVQPQQLPQFEEIRNLALQTLPRMCNVYIPPYCSTTIAPFGIFGTN 
       240       250       260       270       280       290       
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  27 init1:  27 opt:  27  Z-score: 67.0  bits: 14.3 E():   92 
Smith-Waterman score: 27; 57.1% identity (71.4% similar) in 7 aa overlap (65-71:5-11) 
 
           40        50        60        70        80 
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     .: : ::          
gi|751                           ADAGYAPAAPGTQPKA     
                                         10           
 
>>gi|3121755|sp|P81216.1|ALL21_HORSE RecName: Full=Dande  (29 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 66.9  bits: 15.1 E():   93 
Smith-Waterman score: 30; 33.3% identity (50.0% similar) in 18 aa overlap (20-37:5-22) 
 
               10        20        30        40        50        60 
AAD-12 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                          ::.  . : .:     ::                        
gi|312                SQXPQSETDYSQLSGEWNTIYGAASNIXK                 
                              10        20                          
 
               70        80 
AAD-12 LIGRHAHAIPGMDAAESERF 
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.8  bits: 17.9 E():   94 
Smith-Waterman score: 40; 34.5% identity (51.7% similar) in 29 aa overlap (30-58:139-165) 
 
                10        20        30        40        50          
AAD-12  EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS 
                                     :  :.  :. :. . :  : .::   : :  
gi|116 KYAGVFVSTGTLGGGQETTAITSMSTLVDHGFIYVPLGYKTAFSMLANLDEVH--GGSPW 
      110       120       130       140       150       160         
 
      60        70        80                  
AAD-12 LLIGRHAHAIPGMDAAESERF                  
                                              
gi|116 GAGTFSAGDGSRQPSELELNIAQAQGKAFYEAVAKAHQ 
        170       180       190       200     
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 66.8  bits: 17.9 E():   94 
Smith-Waterman score: 40; 30.8% identity (69.2% similar) in 26 aa overlap (15-40:76-100) 
 
                               10        20        30        40     
AAD-12                 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:... :. .    :: ::     
gi|740 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
           50        60        70        80                         
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF                         
                                                                    
gi|740 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|159793197|gb|ABW98943.1| alpha S1 casein [Bos tauru  (205 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.9 E():   94 
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Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (7-28:82-103) 
 
                                       10        20        30       
AAD-12                         EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
              60        70        80        90       100       110  
 
         40        50        60        70        80                 
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF                 
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
             120       130       140       150       160       170  
 
>>gi|1352239|sp|P49277.1|DERP6_DERPT RecName: Full=Mite   (20 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 66.7  bits: 14.6 E():   95 
Smith-Waterman score: 28; 54.5% identity (72.7% similar) in 11 aa overlap (68-78:1-11) 
 
        40        50        60        70        80        
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF        
                                     ::  . :::.:          
gi|135                               AIGXQPAAEAEAPFQISLMK 
                                             10        20 
 
>>gi|253683676|gb|ACT33296.1| putative tabinhibitin 9 [T  (252 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.7  bits: 18.2 E():   95 
Smith-Waterman score: 41; 42.9% identity (71.4% similar) in 14 aa overlap (15-28:139-152) 
 
                               10        20        30        40     
AAD-12                 EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     ::. .  : ::.:.                 
gi|253 EAYKCRHTLRFWTPGQLNFEFYADKMPFTMSLISTAIKRGHMQKHNITRDIVEKYQPVGP 
      110       120       130       140       150       160         
 
           50        60        70        80                         
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF                         
                                                                    
gi|253 KGNVKELALAIFDRVTAVGCGLTTWKLGGKARAFFTCNFFSENDYNRPVYKTGNSPGEKC 
      170       180       190       200       210       220         
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.9 E():   97 
Smith-Waterman score: 40; 38.5% identity (42.3% similar) in 26 aa overlap (35-60:60-85) 
 
           10        20        30        40        50        60     
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     :  :  :  :  : ::.   :  : :     
gi|613 CLEYSNVGFTDAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIA 
      30        40        50        60        70        80          
 
           70        80                                             
AAD-12 HAHAIPGMDAAESERF                                             
                                                                    
gi|613 QRWANQCTFEHDACRNVERFAVGQNIAATSSSGKNKSTLSDMILLWYNEVKDFDNRWISS 
      90       100       110       120       130       140          
 
>>gi|162792|gb|AAA30428.1| alpha-s1-casein precursor [Bo  (214 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 17.9 E():   99 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (7-28:91-112) 
 
                                       10        20        30       
AAD-12                         EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
               70        80        90       100       110       120 
 
         40        50        60        70        80                 
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF                 
                                                                    
gi|162 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
              130       140       150       160       170       180 
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>>gi|162794|gb|AAA30429.1| alpha-S1-casein [Bos taurus]   (214 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 17.9 E():   99 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (7-28:91-112) 
 
                                       10        20        30       
AAD-12                         EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
               70        80        90       100       110       120 
 
         40        50        60        70        80                 
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF                 
                                                                    
gi|162 VPQLEIVPNSAEERLHSMKEGIDAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
              130       140       150       160       170       180 
 
>>gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea sati  (316 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 66.4  bits: 18.5 E():   99 
Smith-Waterman score: 42; 31.2% identity (53.1% similar) in 32 aa overlap (22-53:191-220) 
 
                        10        20        30        40        50  
AAD-12          EATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     .: :  . :.:  . : :   .:   :: . 
gi|135 FVMENNKQTYCTSKSWPCVFGKQYYGRGPIQLTHNYNYGQAGKAIGADLINNP--DLVAT 
              170       180       190       200       210           
 
              60        70        80                                
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERF                                
       .:                                                           
gi|135 NPTISFKTAIWFWMTPQANKPSSHDVIIGNWRPSAADTSAGRVPSYGVITNIINGGLECG 
      220       230       240       250       260       270         
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.3  bits: 17.1 E():   99 
Smith-Waterman score: 37; 26.7% identity (56.7% similar) in 30 aa overlap (44-73:90-119) 
 
            20        30        40        50        60        70    
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ...  ..:    :.: 
gi|253 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNAPYCLGLD 
      60        70        80        90       100       110          
 
            80 
AAD-12 AAESERF 
               
gi|253 I       
     120       
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.3  bits: 17.6 E(): 1e 
Smith-Waterman score: 39; 35.3% identity (70.6% similar) in 17 aa overlap (33-49:118-134) 
 
             10        20        30        40        50        60   
AAD-12 TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI 
                                     :. . :...: : . ::              
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
             70        80              
AAD-12 GRHAHAIPGMDAAESERF              
                                       
gi|195 ALEKFDKALKALPMHIRLSFNPTQLEEQCHI 
       150       160       170         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:55 2011 done: Fri Jan 21 00:02:55 2011 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 5326



 

 

 Total Scan time:  0.060 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 151  - 230 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     1     8:= * 
  34     3    22:=      * 
  36    22    44:========      * 
  38    56    73:===================     * 
  40    70   102:========================         * 
  42   127   125:=========================================*= 
  44   136   138:=============================================* 
  46   165   140:==============================================*======== 
  48   121   134:=========================================   * 
  50    99   122:=================================       * 
  52   117   108:===================================*=== 
  54    96    92:==============================*= 
  56   120    77:=========================*============== 
  58    57    63:=================== * 
  60    59    51:================*=== 
  62    38    41:=============* 
  64    40    33:==========*=== 
  66    36    26:========*=== 
  68    28    20:======*=== 
  70    25    16:=====*=== 
  72    13    12:===*= 
  74     7    10:===* 
  76    23     8:==*===== 
  78    11     6:=*== 
  80     3     5:=* 
  82     8     3:*== 
  84     4     3:*= 
  86     1     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     1     1:*         :* 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 5.04470.00303; mu= 3.3786 0.157 
 mean_var=33.6163 7.950, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.221207 
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 Kolmogorov-Smirnov  statistic: 0.0738 (N=28) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   67 26.5    0.51 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   55 22.8     1.9 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   59 23.9     3.6 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 19.2     7.6 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   56 22.9      10 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   47 20.3      10 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   56 22.9      10 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   52 21.7      11 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   52 21.7      12 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 17.1      13 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 22.8      13 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   48 20.5      13 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 22.8      13 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   51 21.4      14 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   52 21.7      14 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   52 21.7      14 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 21.1      15 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   52 21.6      19 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   49 20.8      19 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.6      19 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.6      19 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.6      19 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   52 21.6      19 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   52 21.6      19 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   52 21.6      20 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   47 20.2      22 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 20.7      23 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   50 21.0      23 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   48 20.5      23 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   51 21.3      23 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 19.3      24 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 18.4      25 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   48 20.4      26 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 20.7      27 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.7      29 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   43 19.0      29 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   49 20.7      29 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 20.1      30 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 20.1      30 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 20.1      30 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 20.1      30 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 20.1      30 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 20.1      30 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 20.1      30 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 20.1      30 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 20.1      30 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 20.1      30 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 20.1      30 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 20.1      30 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 20.1      30 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 20.1      30 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   43 19.0      32 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   49 20.7      32 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 21.3      33 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   49 20.7      36 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 19.2      36 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   48 20.4      39 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   44 19.2      39 
gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Veno ( 204)   44 19.2      39 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   44 19.2      40 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.9      42 
gi|56417506|gb|AAV90694.1| GE-rich salivary protei ( 266)   45 19.5      42 
gi|56417504|gb|AAV90693.1| 30 kDa salivary gland a ( 271)   45 19.5      43 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 18.1      43 
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gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 15.5      43 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   45 19.5      45 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 19.8      46 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   45 19.5      46 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   48 20.3      47 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   40 18.1      49 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.8      51 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 19.2      51 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   43 18.9      52 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 16.3      53 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.8      53 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.3      53 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 20.0      54 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   41 18.3      54 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 19.2      55 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.7      55 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   44 19.2      56 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 18.0      56 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   44 19.2      57 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 15.2      57 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 18.0      57 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.5      59 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.5      59 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   46 19.7      60 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   42 18.6      61 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   40 18.0      64 
gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A ( 262)   43 18.9      64 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   40 18.0      64 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   40 18.0      64 
gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Th (  20)   30 15.1      64 
gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} (  20)   30 15.1      64 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.4      65 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   42 18.6      65 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 18.3      66 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 18.3      66 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 18.3      66 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   42 18.6      68 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 18.3      69 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   44 19.1      70 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   44 19.1      70 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   42 18.6      70 
gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   43 18.9      71 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 14.0      72 
gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A ( 291)   43 18.9      72 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   41 18.3      73 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.4      74 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   45 19.4      74 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   41 18.3      75 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   41 18.3      75 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   41 18.3      75 
gi|21673|emb|CAA35238.1| unnamed protein product [ ( 307)   43 18.8      76 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   43 18.8      76 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   41 18.3      77 
gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos t ( 172)   40 18.0      77 
gi|289064179|gb|ADC80503.1| non-specific lipid tra ( 118)   38 17.4      79 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   26 14.0      79 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   38 17.4      80 
gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betu (  21)   29 14.8      84 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   41 18.3      84 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   41 18.3      84 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   45 19.4      84 
gi|21755|emb|CAA25593.1| unnamed protein product [ ( 286)   42 18.5      87 
gi|21761|emb|CAA26384.1| unnamed protein product [ ( 286)   42 18.5      87 
gi|170720|gb|AAA34280.1| alpha/beta-gliadin precur ( 286)   42 18.5      87 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   45 19.4      88 
gi|21757|emb|CAA26383.1| unnamed protein product [ ( 296)   42 18.5      91 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   38 17.4      91 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   38 17.4      91 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   38 17.4      91 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   37 17.1      92 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   40 18.0      93 
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gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   40 18.0      93 
gi|159793197|gb|ABW98943.1| alpha S1 casein [Bos t ( 205)   40 18.0      93 
gi|253683676|gb|ACT33296.1| putative tabinhibitin  ( 252)   41 18.2      94 
gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen    (  16)   27 14.2      96 
gi|3121755|sp|P81216.1|ALL21_HORSE RecName: Full=D (  29)   30 15.1      96 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   40 17.9      96 
gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea  ( 316)   42 18.5      97 
gi|162794|gb|AAA30429.1| alpha-S1-casein [Bos taur ( 214)   40 17.9      98 
gi|162792|gb|AAA30428.1| alpha-s1-casein precursor ( 214)   40 17.9      98 
gi|1352239|sp|P49277.1|DERP6_DERPT RecName: Full=M (  20)   28 14.5      99 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   39 17.7      99 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   37 17.1   1e 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  65 init1:  65 opt:  67  Z-score: 107.7  bits: 26.5 E(): 0.51 
Smith-Waterman score: 67; 22.4% identity (52.2% similar) in 67 aa overlap (7-70:327-393) 
 
                                       10        20        30       
AAD-12                         ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     : ..: .:. ..      : . :. ... : 
gi|113 IGGSASPTILSQGNRFCAPDERSKKNVLGRHGEAAAESMKWNWRTNKDVLENGAIFVASG 
        300       310       320       330       340       350       
 
         40        50        60           70        80 
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAI---PGMDAAESERFL 
       .: . :: .    .  : :. .: .   : ..   ::           
gi|113 VDPVLTPEQSAGMIPAEPGESALSLTSSAGVLSCQPGAPC        
        360       370       380       390              
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  45 init1:  45 opt:  55  Z-score: 97.3  bits: 22.8 E():  1.9 
Smith-Waterman score: 55; 30.2% identity (62.8% similar) in 43 aa overlap (1-39:35-77) 
 
                                             10            20       
AAD-12                               ATRALVHQRSARHS----LVYSQSKLGHVQ 
                                     :   . .: :..::    :.... .. ::: 
gi|527 ITSNDELQKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQ 
           10        20        30        40        50        60     
 
         30        40        50        60        70        80    
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL    
       .:.. :   .: :                                             
gi|527 DAAQQYGITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
           70        80        90       100       110       120  
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  59  Z-score: 92.5  bits: 23.9 E():  3.6 
Smith-Waterman score: 59; 35.6% identity (60.0% similar) in 45 aa overlap (8-45:198-242) 
 
                                      10        20              30  
AAD-12                        ATRALVHQRSARHSLVYSQSKL------GHVQQAGSA 
                                     ::. :..:  .:. :      :  ..: .  
gi|303 LVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALAD 
       170       180       190       200       210       220        
 
               40        50        60        70        80           
AAD-12 YIGYGMDT-TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL           
        .:.:::: ::  .:                                              
gi|303 VLGFGMDTETARKVRGEDDQRGHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICS 
       230       240       250       260       270       280        
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 86.7  bits: 19.2 E():  7.6 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (23-43:5-25) 
 
               10        20        30        40        50        60 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                             :.:..: :. .::  .  :.:                  
gi|462                   AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKNLNSA     
                                 10        20        30             
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               70        80 
AAD-12 IGRHAHAIPGMDAAESERFL 
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  56  Z-score: 84.4  bits: 22.9 E():   10 
Smith-Waterman score: 56; 27.8% identity (63.9% similar) in 36 aa overlap (8-43:539-574) 
 
                                      10        20        30        
AAD-12                        ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.:.. .   . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYP 
      510       520       530       540       550       560         
 
        40        50        60        70        80                  
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL                  
        ..  :                                                       
gi|217 TSVQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQP 
      570       580       590       600       610       620         
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 84.3  bits: 20.3 E():   10 
Smith-Waterman score: 47; 27.5% identity (50.0% similar) in 40 aa overlap (36-75:19-58) 
 
          10        20        30        40        50        60      
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :.: ::  :. :.:.        .     : 
gi|135             MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFA 
                           10        20        30        40         
 
          70        80                                              
AAD-12 HAIPGMDAAESERFL                                              
       .:. : :. .                                                   
gi|135 KALEGKDVKDLLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGL 
       50        60        70        80        90       100         
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 84.3  bits: 22.9 E():   10 
Smith-Waterman score: 56; 25.0% identity (63.9% similar) in 36 aa overlap (8-43:551-586) 
 
                                      10        20        30        
AAD-12                        ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.... . . . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYP 
              530       540       550       560       570       580 
 
        40        50        60        70        80                  
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL                  
        .   :                                                       
gi|217 TSLQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQP 
              590       600       610       620       630       640 
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 83.5  bits: 21.7 E():   11 
Smith-Waterman score: 52; 28.3% identity (56.7% similar) in 60 aa overlap (4-63:232-276) 
 
                                          10        20        30    
AAD-12                            ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                     : .:  :. ::....:..  . ::       
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIH--SVVHSIIMQQQQQQQQQQ------ 
             210       220       230         240       250          
 
            40        50        60        70        80              
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL              
         :.:     . :: . : ..:. ::. :.                               
gi|170 --GIDI----FLPLSQ-HEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYV 
                 260        270       280       290       300       
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.2  bits: 21.7 E():   12 
Smith-Waterman score: 52; 40.0% identity (56.0% similar) in 25 aa overlap (30-54:25-49) 
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               10        20        30        40        50        60 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                    .:  ::.  : :::  : . . : :       
gi|249      MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPAT 
                    10        20        30        40        50      
 
               70        80                                         
AAD-12 IGRHAHAIPGMDAAESERFL                                         
                                                                    
gi|249 PAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGLA 
          60        70        80        90       100       110      
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 82.7  bits: 17.1 E():   13 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (64-69:8-13) 
 
            40        50        60        70        80 
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL 
                                     ::: .:            
gi|131                        GPVGGVVHAHMMPLL          
                                      10               
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 82.4  bits: 22.8 E():   13 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (18-35:283-300) 
 
                            10        20        30        40        
AAD-12              ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
        50        60        70        80                            
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFL                            
                                                                    
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.3  bits: 20.5 E():   13 
Smith-Waterman score: 48; 25.6% identity (53.5% similar) in 43 aa overlap (35-77:23-65) 
 
           10        20        30        40        50        60     
AAD-12 LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                                     ...:  ..::  :.:   :. .    .    
gi|344         MTGVKTHLQHELKRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESD 
                       10        20        30        40        50   
 
           70        80                                             
AAD-12 AHAIPGMDAAESERFL                                             
         :::. :  ..:                                                
gi|344 EVAIPNPDEFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREIS 
             60        70        80        90       100       110   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 82.3  bits: 22.8 E():   13 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (18-35:289-306) 
 
                            10        20        30        40        
AAD-12              ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
 
        50        60        70        80                            
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFL                            
                                                                    
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
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 initn:  43 init1:  43 opt:  51  Z-score: 82.2  bits: 21.4 E():   14 
Smith-Waterman score: 51; 36.1% identity (55.6% similar) in 36 aa overlap (28-58:21-56) 
 
               10        20        30          40           50      
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGS--AYIGYGMDTTATP---LRPLVKVHPETG 
                                  :::  : .:::  : :.:     : . . :  . 
gi|330        MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAPAGA 
                      10        20        30        40        50    
 
          60        70        80                                    
AAD-12 RPSLLIGRHAHAIPGMDAAESERFL                                    
       .:.                                                          
gi|330 EPAGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEP 
            60        70        80        90       100       110    
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 81.8  bits: 21.7 E():   14 
Smith-Waterman score: 52; 18.4% identity (55.1% similar) in 49 aa overlap (11-59:332-380) 
 
                                   10        20        30        40 
AAD-12                     ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                     : .:....  .   . . :. ..  : : . 
gi|166 SAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPV 
             310       320       330       340       350       360  
 
               50        60        70        80 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL 
        ::..    .  : :. ..                      
gi|166 LTPVQSAGMIPAEPGEAAIKLTSSAGVFSCRPGAPC     
             370       380       390            
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 81.8  bits: 21.7 E():   14 
Smith-Waterman score: 52; 18.4% identity (55.1% similar) in 49 aa overlap (11-59:332-380) 
 
                                   10        20        30        40 
AAD-12                     ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                     : .:....  .   . . :. ..  : : . 
gi|113 SAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPV 
             310       320       330       340       350       360  
 
               50        60        70        80 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL 
        ::..    .  : :. ..                      
gi|113 LTPVQSAGMIPAEPGEAAIKLTSSAGVFSCHPGAPC     
             370       380       390            
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 81.3  bits: 21.1 E():   15 
Smith-Waterman score: 50; 32.1% identity (57.1% similar) in 28 aa overlap (31-58:1-28) 
 
               10        20        30        40        50        60 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::  : :.:    . . :  ..:.   
gi|295                               ADLGYGPATPAAPAAGYTPAAPAGAEPAGK 
                                             10        20        30 
 
               70        80                                         
AAD-12 IGRHAHAIPGMDAAESERFL                                         
                                                                    
gi|295 ATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAE 
               40        50        60        70        80        90 
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.6  bits: 21.6 E():   19 
Smith-Waterman score: 52; 33.3% identity (58.3% similar) in 24 aa overlap (7-30:388-411) 
 
                                       10        20        30       
AAD-12                         ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:.    .::: . :       
gi|224 TANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVY 
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       360       370       380       390       400       410        
 
         40        50        60        70        80                 
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL                 
                                                                    
gi|224 DEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVAN 
       420       430       440       450       460       470        
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.5  bits: 20.8 E():   19 
Smith-Waterman score: 49; 21.9% identity (59.4% similar) in 32 aa overlap (9-40:179-210) 
 
                                     10        20        30         
AAD-12                       ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :.  .:.. .... :. ::      : :.. 
gi|219 MWQQSSCHVMQQQCCQQLSQIPEQSRYDAIRAITYSIILQEQQQGQSQQQQPQQSGQGVS 
      150       160       170       180       190       200         
 
       40        50        60        70        80                   
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL                   
        .                                                           
gi|219 QSQQQSQQQLGQCSFQQPQQQLGQQPQQQQVQQGTFLQPHQIAHLEVMTSIALRTLPTMC 
      210       220       230       240       250       260         
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.4  bits: 19.6 E():   19 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (33-50:24-41) 
 
             10        20        30        40        50        60   
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|144        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
             70        80                                           
AAD-12 RHAHAIPGMDAAESERFL                                           
                                                                    
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.4  bits: 19.6 E():   19 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (33-50:24-41) 
 
             10        20        30        40        50        60   
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|121        MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSL 
                      10        20        30        40        50    
 
             70        80                                           
AAD-12 RHAHAIPGMDAAESERFL                                           
                                                                    
gi|121 STFKNTEIKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVV 
            60        70        80        90       100       110    
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.4  bits: 19.6 E():   19 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (33-50:24-41) 
 
             10        20        30        40        50        60   
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|379        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
             70        80                                           
AAD-12 RHAHAIPGMDAAESERFL                                           
                                                                    
gi|379 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
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>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.3  bits: 21.6 E():   19 
Smith-Waterman score: 52; 33.3% identity (58.3% similar) in 24 aa overlap (7-30:408-431) 
 
                                       10        20        30       
AAD-12                         ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:.    .::: . :       
gi|571 NCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVY 
       380       390       400       410       420       430        
 
         40        50        60        70        80                 
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL                 
                                                                    
gi|571 DEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVAN 
       440       450       460       470       480       490        
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.3  bits: 21.6 E():   19 
Smith-Waterman score: 52; 33.3% identity (58.3% similar) in 24 aa overlap (7-30:408-431) 
 
                                       10        20        30       
AAD-12                         ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:.    .::: . :       
gi|199 TANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVY 
       380       390       400       410       420       430        
 
         40        50        60        70        80                 
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL                 
                                                                    
gi|199 DEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVAN 
       440       450       460       470       480       490        
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.1  bits: 21.6 E():   20 
Smith-Waterman score: 52; 33.3% identity (58.3% similar) in 24 aa overlap (7-30:416-439) 
 
                                       10        20        30       
AAD-12                         ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:.    .::: . :       
gi|213 NELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVF 
         390       400       410       420       430       440      
 
         40        50        60        70        80                 
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL                 
                                                                    
gi|213 DEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVAN 
         450       460       470       480       490       500      
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 78.3  bits: 20.2 E():   22 
Smith-Waterman score: 47; 21.7% identity (52.2% similar) in 46 aa overlap (29-71:62-107) 
 
                 10        20        30        40        50         
AAD-12   ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE---TG 
                                     :..:.: . .. :     . . . .   .: 
gi|201 DATPVLDVAGKELDSRLSYRIISTFWGALGGDVYLGKSPNSDAPCANGIFRYNSDVGPSG 
              40        50        60        70        80        90  
 
          60        70        80                                    
AAD-12 RPSLLIGRHAHAIPGMDAAESERFL                                    
        :  .::  .:   :.                                             
gi|201 TPVRFIGSSSHFGQGIFENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTI 
             100       110       120       130       140       150  
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.1  bits: 20.7 E():   23 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (28-44:200-216) 
 
                  10        20        30        40        50        
AAD-12    ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
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                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
        60        70        80                                      
AAD-12 SLLIGRHAHAIPGMDAAESERFL                                      
                                                                    
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 78.0  bits: 21.0 E():   23 
Smith-Waterman score: 50; 38.2% identity (55.9% similar) in 34 aa overlap (36-69:2-34) 
 
          10        20        30        40        50        60      
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :. : : :.  :. .   .:   :  : :: 
gi|581                              MGFITKAIPIV-LAALSTVNGARILEAGPHA 
                                            10         20        30 
 
          70        80                                              
AAD-12 HAIPGMDAAESERFL                                              
       .:::                                                         
gi|581 EAIPNKYIVVMKREVSDEAFNAHTTWLSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRA 
               40        50        60        70        80        90 
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.0  bits: 20.5 E():   23 
Smith-Waterman score: 48; 25.6% identity (56.4% similar) in 39 aa overlap (14-52:87-125) 
 
                                10        20        30        40    
AAD-12                  ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     : : . ..  . :.:.:  . :: .  ..  
gi|144 DLAEAPFQISLLKDYLIMKRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSS 
         60        70        80        90       100       110       
 
            50        60        70        80                        
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL                        
           .::.:                                                    
gi|144 SYGDLKVKPIIQHESYEQDQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVDGDKVTIYG 
        120       130       140       150       160       170       
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.9  bits: 21.3 E():   23 
Smith-Waterman score: 51; 30.8% identity (57.7% similar) in 26 aa overlap (5-30:383-408) 
 
                                         10        20        30     
AAD-12                           ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     ..:  .  ::..:     .::: . :     
gi|370 LKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNR 
            360       370       380       390       400       410   
 
           40        50        60        70        80               
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL               
                                                                    
gi|370 VYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVV 
            420       430       440       450       460       470   
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.6  bits: 19.3 E():   24 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (33-53:25-45) 
 
             10        20        30        40        50        60   
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.:  .:  :          
gi|990       MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSL 
                     10        20        30        40        50     
 
             70        80                                           
AAD-12 RHAHAIPGMDAAESERFL                                           
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gi|990 STFKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVV 
           60        70        80        90       100       110     
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 77.2  bits: 18.4 E():   25 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (6-27:37-58) 
 
                                        10        20        30      
AAD-12                          ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
          40        50        60        70        80 
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL 
                                                     
gi|162 VPQLEIVPNS                                    
         70                                          
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 77.0  bits: 20.4 E():   26 
Smith-Waterman score: 48; 25.0% identity (51.8% similar) in 56 aa overlap (6-58:3-56) 
 
               10        20        30        40           50        
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
            ::: ..  .:  . . ..    . .: .:::  : :.:     : . . :  . : 
gi|398    MAVHQYTV--ALFLAVALVAGPAASYAADLGYGPATPAAPAAGYTPATPAAPAEAAP 
                    10        20        30        40        50      
 
        60        70        80                                      
AAD-12 SLLIGRHAHAIPGMDAAESERFL                                      
       .                                                            
gi|398 AGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGAASNKAFAEGLSGEPKG 
          60        70        80        90       100       110      
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 76.7  bits: 20.7 E():   27 
Smith-Waterman score: 49; 24.5% identity (49.0% similar) in 49 aa overlap (25-70:341-389) 
 
                     10        20        30        40        50     
AAD-12       ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ..  :.: . :: .    .  :  
gi|113 ASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMIPAEP 
              320       330       340       350       360       370 
 
           60           70        80 
AAD-12 GRPSLLIGRHAHAI---PGMDAAESERFL 
       :.  : .   : ..   ::           
gi|113 GEAVLRLTSSAGVLSCQPGAPC        
              380       390          
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 76.2  bits: 22.7 E():   29 
Smith-Waterman score: 56; 29.3% identity (60.3% similar) in 58 aa overlap (12-69:227-279) 
 
                                  10        20        30        40  
AAD-12                    ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                     :: ::. ..:  :.. . . ..  . : .: 
gi|203 MRHYMHPMDSDLSCRMTLKDKVVTEVDCEERHVLVHRSNKPVHMSYV-KMMLKQNKDGVA 
        200       210       220       230       240        250      
 
              50        60        70        80                      
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL                      
       . : : ....:.  :: : .  : :  :                                 
gi|203 ADLGP-TNAQPK--RPYLSFD-HKHKNPTETDVVEVLKKLCSEITEPQASIETSFTFQKL 
         260          270        280       290       300       310  
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 76.1  bits: 19.0 E():   29 
Smith-Waterman score: 43; 26.3% identity (57.9% similar) in 38 aa overlap (24-58:33-70) 
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                      10        20        30        40           50 
AAD-12        ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVKV 
                                     ....:.::     .: :::   : : .. . 
gi|668 ASEAAAAAATPVAPTEGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPI 
             10        20        30        40        50        60   
 
               60        70        80                               
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFL                               
         . .. :                                                     
gi|668 FADMAKKSPNVVFLKVDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKL 
             70        80        90       100       110       120   
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.1  bits: 20.7 E():   29 
Smith-Waterman score: 49; 36.7% identity (66.7% similar) in 30 aa overlap (3-32:43-72) 
 
                                           10        20        30   
AAD-12                             ATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.. . .:: . : : ..::..  : : : 
gi|558 RVRSGGHDYEGLSYRSLQPENFAVVDLNQMRAVLVDGKARTAWVDSGAQLGELYYAISKY 
             20        30        40        50        60        70   
 
             40        50        60        70        80             
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL             
                                                                    
gi|558 SRTLAFPAGVCPTIGVGGNLAGGGFGMLLRKYGIAAENVIDVKLVDANGKLHDKKSMGDD 
             80        90       100       110       120       130   
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.0  bits: 20.1 E():   30 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (31-58:1-31) 
 
               10        20        30        40           50        
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
        60        70        80                                      
AAD-12 SLLIGRHAHAIPGMDAAESERFL                                      
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.0  bits: 20.1 E():   30 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (31-58:1-31) 
 
               10        20        30        40           50        
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
        60        70        80                                      
AAD-12 SLLIGRHAHAIPGMDAAESERFL                                      
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.0  bits: 20.1 E():   30 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (31-58:1-31) 
 
               10        20        30        40           50        
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
        60        70        80                                      
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AAD-12 SLLIGRHAHAIPGMDAAESERFL                                      
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.0  bits: 20.1 E():   30 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (31-58:1-31) 
 
               10        20        30        40           50        
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
        60        70        80                                      
AAD-12 SLLIGRHAHAIPGMDAAESERFL                                      
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.0  bits: 20.1 E():   30 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (31-58:1-31) 
 
               10        20        30        40           50        
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
        60        70        80                                      
AAD-12 SLLIGRHAHAIPGMDAAESERFL                                      
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.0  bits: 20.1 E():   30 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (31-58:1-31) 
 
               10        20        30        40           50        
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
        60        70        80                                      
AAD-12 SLLIGRHAHAIPGMDAAESERFL                                      
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.0  bits: 20.1 E():   30 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (31-58:1-31) 
 
               10        20        30        40           50        
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
        60        70        80                                      
AAD-12 SLLIGRHAHAIPGMDAAESERFL                                      
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.0  bits: 20.1 E():   30 
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Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (31-58:1-31) 
 
               10        20        30        40           50        
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
        60        70        80                                      
AAD-12 SLLIGRHAHAIPGMDAAESERFL                                      
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.0  bits: 20.1 E():   30 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (31-58:1-31) 
 
               10        20        30        40           50        
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
        60        70        80                                      
AAD-12 SLLIGRHAHAIPGMDAAESERFL                                      
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.0  bits: 20.1 E():   30 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (31-58:1-31) 
 
               10        20        30        40           50        
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
        60        70        80                                      
AAD-12 SLLIGRHAHAIPGMDAAESERFL                                      
       .                                                            
gi|217 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.0  bits: 20.1 E():   30 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (31-58:1-31) 
 
               10        20        30        40           50        
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
        60        70        80                                      
AAD-12 SLLIGRHAHAIPGMDAAESERFL                                      
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.0  bits: 20.1 E():   30 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (31-58:1-31) 
 
               10        20        30        40           50        
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
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        60        70        80                                      
AAD-12 SLLIGRHAHAIPGMDAAESERFL                                      
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.0  bits: 20.1 E():   30 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (31-58:1-31) 
 
               10        20        30        40           50        
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
        60        70        80                                      
AAD-12 SLLIGRHAHAIPGMDAAESERFL                                      
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.0  bits: 20.1 E():   30 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (31-58:1-31) 
 
               10        20        30        40           50        
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRP 
                                     : .:::  : :.:     : . . :  ..: 
gi|217                               ADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                                             10        20        30 
 
        60        70        80                                      
AAD-12 SLLIGRHAHAIPGMDAAESERFL                                      
       .                                                            
gi|217 AGKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
               40        50        60        70        80        90 
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.5  bits: 19.0 E():   32 
Smith-Waterman score: 43; 29.6% identity (66.7% similar) in 27 aa overlap (30-56:9-35) 
 
               10        20        30        40        50        60 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                    ::.    . ..:.  : .:.:. ..::     
gi|244                      MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQSC 
                                    10        20        30          
 
               70        80                                         
AAD-12 IGRHAHAIPGMDAAESERFL                                         
                                                                    
gi|244 QRQFEEQQRFRNCQRYVKQEVQRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQL 
      40        50        60        70        80        90          
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.4  bits: 20.7 E():   32 
Smith-Waterman score: 49; 33.3% identity (46.7% similar) in 30 aa overlap (34-63:90-119) 
 
            10        20        30        40        50        60    
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     : ::   . :  : .   :. :: .   :: 
gi|259 GVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGR 
      60        70        80        90       100       110          
 
            70        80                                            
AAD-12 HAHAIPGMDAAESERFL                                            
                                                                    
gi|259 FQDRHQKIRRFRRGDIIAIPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLA 
     120       130       140       150       160       170          
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>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 75.1  bits: 21.3 E():   33 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (21-35:609-623) 
 
                         10        20        30        40        50 
AAD-12           ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
               60        70        80                               
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFL                               
                                                                    
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.4  bits: 20.7 E():   36 
Smith-Waterman score: 49; 37.9% identity (62.1% similar) in 29 aa overlap (6-34:74-102) 
 
                                        10        20        30      
AAD-12                          ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     : .:.: .   ::.. :    : ::.:.:  
gi|112 NRIESEGGYIETWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGL 
            50        60        70        80        90       100    
 
          40        50        60        70        80                
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL                
                                                                    
gi|112 IFPGCPSTYEEPAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTG 
           110       120       130       140       150       160    
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.4  bits: 19.2 E():   36 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (8-23:46-61) 
 
                                      10        20        30        
AAD-12                        ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
        40        50        60        70        80                  
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL                  
                                                                    
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 73.8  bits: 20.4 E():   39 
Smith-Waterman score: 48; 33.3% identity (59.5% similar) in 42 aa overlap (42-78:46-85) 
 
              20        30        40           50        60         
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL---VKVHPETGRPSLL--IGRHAH 
                                     :::::    ...: ....:  :  .: .   
gi|253 IEEPEMIAPTPPGQFPHQQPISSPNRTSRNTPLRPESTEIETHHHANHPPALPVLGMQL- 
          20        30        40        50        60        70      
 
         70        80                                               
AAD-12 AIPGMDAAESERFL                                               
        .::  . :: :                                                 
gi|253 PVPGT-VPESSRAQSRASLNLDIDLDLHAPSHPSHLSHGAPHEQEHAHEIQRHRAHSAQS 
            80        90       100       110       120       130    
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.8  bits: 19.2 E():   39 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (14-39:76-100) 
 
                                10        20        30        40    
AAD-12                  ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
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gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
            50        60        70        80                        
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL                        
                                                                    
gi|549 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 73.8  bits: 19.2 E():   39 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (14-39:76-100) 
 
                                10        20        30        40    
AAD-12                  ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
            50        60        70        80                        
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL                        
                                                                    
gi|549 AKYQVGQNVALTGSTAAVYNDPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 73.7  bits: 19.2 E():   40 
Smith-Waterman score: 44; 29.6% identity (77.8% similar) in 27 aa overlap (13-39:77-102) 
 
                                 10        20        30        40   
AAD-12                   ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::... .:... :. ..  .:: ::    
gi|549 LKVHNDFRQKVAKGLETRGNPGPQPPAKNMNNLVWND-ELANIAQVWASQCNYGHDTCKD 
         50        60        70        80         90       100      
 
             50        60        70        80                       
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL                       
                                                                    
gi|549 TEKYPVGQNIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWA 
         110       120       130       140       150       160      
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.3  bits: 18.9 E():   42 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (8-22:138-152) 
 
                                      10        20        30        
AAD-12                        ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
        40        50        60        70        80 
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL 
                                                   
gi|391 ASIDTILTKV                                  
       170                                         
 
>>gi|56417506|gb|AAV90694.1| GE-rich salivary protein 30  (266 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.2  bits: 19.5 E():   42 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (8-38:183-213) 
 
                                      10        20        30        
AAD-12                        ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
            160       170       180       190       200       210   
 
        40        50        60        70        80            
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL            
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
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            220       230       240       250       260       
 
>>gi|56417504|gb|AAV90693.1| 30 kDa salivary gland aller  (271 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.0  bits: 19.5 E():   43 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (8-38:188-218) 
 
                                      10        20        30        
AAD-12                        ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
       160       170       180       190       200       210        
 
        40        50        60        70        80            
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL            
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
       220       230       240       250       260       270  
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.0  bits: 18.1 E():   43 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (18-35:26-43) 
 
                       10        20        30        40        50   
AAD-12         ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                : .. :. :: :..  ::                  
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
             60        70        80              
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESERFL              
                                                 
gi|897 PYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
               70        80        90       100  
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 73.0  bits: 15.5 E():   43 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (11-25:1-15) 
 
               10        20        30        40        50        60 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                 :: . : : ..::..                                    
gi|323           ARTAWVDSGAQLGELSY                                  
                         10                                         
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 72.7  bits: 19.5 E():   45 
Smith-Waterman score: 45; 34.5% identity (72.4% similar) in 29 aa overlap (16-42:237-265) 
 
                              10        20          30        40    
AAD-12                ATRALVHQRSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATP 
                                     . ..:.. .:.:  .:.: .. :  ::::  
gi|168 EAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATG 
        210       220       230       240       250       260       
 
            50        60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL 
                                             
gi|168 AASGAATVAAGGYKV                       
        270       280                        
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.5  bits: 19.8 E():   46 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (33-42:284-293) 
 
             10        20        30        40        50        60   
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
             70        80                     
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AAD-12 RHAHAIPGMDAAESERFL                     
                                              
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 72.5  bits: 19.5 E():   46 
Smith-Waterman score: 45; 34.5% identity (72.4% similar) in 29 aa overlap (16-42:246-274) 
 
                              10        20          30        40    
AAD-12                ATRALVHQRSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATP 
                                     . ..:.. .:.:  .:.: .. :  ::::  
gi|330 EAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATG 
         220       230       240       250       260       270      
 
            50        60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL 
                                             
gi|330 AASGAATVAAGGYKV                       
         280       290                       
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 72.4  bits: 20.3 E():   47 
Smith-Waterman score: 48; 24.6% identity (54.4% similar) in 57 aa overlap (4-60:437-489) 
 
                                          10        20        30    
AAD-12                            ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                     :.. :.  . .:    .. : .::::.    
gi|258 YSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNHGVIQQAGNQ-- 
        410       420       430       440       450       460       
 
            40        50        60        70        80              
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL              
         :..  :   .  . ..  .:: :.:                                  
gi|258 --GFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQISREQARQLKYNRQETIALS 
            470       480       490       500       510       520   
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.0  bits: 18.1 E():   49 
Smith-Waterman score: 40; 25.6% identity (59.0% similar) in 39 aa overlap (5-43:54-92) 
 
                                         10        20        30     
AAD-12                           ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     :. . : . . : : .  : . ..:.:  : 
gi|117 KAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAG 
            30        40        50        60        70        80    
 
           40        50        60        70        80 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL 
        . .. :.:                                      
gi|117 GSAQAEAAPEAAKEEEKEESDEDMGFGLFD                 
            90       100       110                    
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 71.7  bits: 15.8 E():   51 
Smith-Waterman score: 36; 44.0% identity (56.0% similar) in 25 aa overlap (22-46:2-24) 
 
               10        20        30        40        50        60 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                            ::..  :  :  : :. : :::  :               
gi|751                     DLGYAP-ATPAAPGAGY-TPATPAAP               
                                    10         20                   
 
               70        80 
AAD-12 IGRHAHAIPGMDAAESERFL 
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.7  bits: 19.2 E():   51 
Smith-Waterman score: 44; 20.0% identity (52.5% similar) in 40 aa overlap (18-57:51-90) 
 
                            10        20        30        40        
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AAD-12              ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|130 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               30        40        50        60        70        80 
 
        50        60        70        80                            
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFL                            
        . .:. ..:                                                   
gi|130 PQPQPQYSQPQEPISQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQS 
               90       100       110       120       130       140 
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.6  bits: 18.9 E():   52 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (22-55:31-64) 
 
                        10        20        30        40        50  
AAD-12          ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :. :  . :::..::  .     . ::    
gi|616 NEIAXAKIDLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCA 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFL                                
        . :                                                         
gi|616 SQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNK 
               70        80        90       100       110       120 
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 71.4  bits: 16.3 E():   53 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (23-43:5-25) 
 
               10        20        30        40        50        60 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                             :.: .: :  : : .   :.:                  
gi|462                   TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXLSSA      
                                 10        20        30             
 
               70        80 
AAD-12 IGRHAHAIPGMDAAESERFL 
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 71.4  bits: 15.8 E():   53 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (40-46:5-11) 
 
      10        20        30        40        50        60          
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     : .:.::                        
gi|751                           TKSQTHVPIRPNKLVLKVQKDRATN          
                                         10        20               
 
      70        80 
AAD-12 GMDAAESERFL 
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.3  bits: 18.3 E():   53 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (40-47:34-41) 
 
      10        20        30        40        50        60          
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
      70        80                                                  
AAD-12 GMDAAESERFL                                                  
                                                                    
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.2  bits: 20.0 E():   54 
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Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (55-77:344-366) 
 
           30        40        50        60        70        80     
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL     
                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
           320       330       340       350       360       370    
 
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 71.2  bits: 18.3 E():   54 
Smith-Waterman score: 44; 35.4% identity (54.2% similar) in 48 aa overlap (24-69:79-122) 
 
                      10        20        30        40        50    
AAD-12        ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
                                     :. . :.  :  : : ::. .  . :  :  
gi|160 LGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGN--ITVGEDGTAA-INIVDKQIPL 
       50        60        70        80          90        100      
 
            60          70        80                    
AAD-12 TGRPSLLIGRHA--HAIPGMDAAESERFL                    
       :: :  .::: .  :. :                               
gi|160 TG-PHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          110       120       130       140       150   
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 71.0  bits: 19.2 E():   55 
Smith-Waterman score: 44; 27.8% identity (52.8% similar) in 36 aa overlap (41-76:64-96) 
 
               20        30        40        50        60        70 
AAD-12 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                                     :  .. .  . :.  ::   . . :  .:  
gi|481 AGKATTEEQKLIEDINVGFKAAVAARQRPAADKFKTFEAASPRHPRP---LRQGAGLVPK 
            40        50        60        70        80           90 
 
               80                                                   
AAD-12 MDAAESERFL                                                   
       .::: :                                                       
gi|481 LDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGE 
              100       110       120       130       140       150 
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 71.0  bits: 15.7 E():   55 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (52-62:10-20) 
 
              30        40        50        60        70        80 
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL 
                                     :.:  :..: :                   
gi|147                      AKITFTNNXPNTVWPGILTGFGQKPQ             
                                    10        20                   
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.9  bits: 19.2 E():   56 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (31-54:1-21) 
 
               10        20        30        40        50        60 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::    :::  : .   : :       
gi|109                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
               70        80                                         
AAD-12 IGRHAHAIPGMDAAESERFL                                         
                                                                    
gi|109 ADAAGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEP 
        30        40        50        60        70        80        
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.9  bits: 18.0 E():   56 
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Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (6-27:6-27) 
 
               10        20        30        40        50        60 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
            :.:.  ..  : :.  ::...:                                  
gi|159 IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYKVPQLEIVPNSAEERLHSMKEGIHAQ 
               10        20        30        40        50        60 
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.8  bits: 19.2 E():   57 
Smith-Waterman score: 44; 41.7% identity (50.0% similar) in 24 aa overlap (31-54:1-21) 
 
               10        20        30        40        50        60 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     : .:::    :::  : .   : :       
gi|239                               ADLGYG---PATPAAPAAGYTPATPAAPAG 
                                                10        20        
 
               70        80                                         
AAD-12 IGRHAHAIPGMDAAESERFL                                         
                                                                    
gi|239 ADAAGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEP 
        30        40        50        60        70        80        
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 70.8  bits: 15.2 E():   57 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (37-44:10-17) 
 
         10        20        30        40        50        60       
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH 
                                     :.:  :::                       
gi|244                      IGNEDCTPWMSTLITPLP                      
                                    10                              
 
         70        80 
AAD-12 AIPGMDAAESERFL 
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.7  bits: 18.0 E():   57 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (33-50:25-42) 
 
             10        20        30        40        50        60   
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  ..: ..:             
gi|144       MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSL 
                     10        20        30        40        50     
 
             70        80                                           
AAD-12 RHAHAIPGMDAAESERFL                                           
                                                                    
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVE 
           60        70        80        90       100       110     
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.5  bits: 19.5 E():   59 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (54-70:225-240) 
 
            30        40        50        60        70        80    
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL    
                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.5  bits: 19.5 E():   59 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (54-70:225-240) 
 
            30        40        50        60        70        80    

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 5348



 

 

AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL    
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 70.4  bits: 19.7 E():   60 
Smith-Waterman score: 46; 23.8% identity (55.6% similar) in 63 aa overlap (8-69:80-138) 
 
                                      10        20         30       
AAD-12                        ATRALVHQRSARHSLVYSQS-KLGHVQQAGSAYIGYG 
                                     ::: .:. . ...  . :  :   :   .: 
gi|223 KLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVDVDHFIQLIRAL--FG 
      50        60        70        80        90       100          
 
         40        50        60        70        80                 
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL                 
       .. .:  :.  ..   .. .:  .  :: :..:                            
gi|223 LSRAARNLQDDLNDFLHSLEP--ISPRHRHGLPRQRRRSARVSAYLHADDFHKIITTIEA 
       110       120         130       140       150       160      
 
gi|223 LPEFANFYNFLKEHGLDVVDYINEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILP 
         170       180       190       200       210       220      
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 70.3  bits: 18.6 E():   61 
Smith-Waterman score: 42; 29.6% identity (70.4% similar) in 27 aa overlap (13-39:76-101) 
 
                                 10        20        30        40   
AAD-12                   ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::.. ..:... :  ..   :: ::    
gi|549 LKIHNDFRNKVARGLETRGNPGPQPPAKNMNNLVWN-NELANIAQIWASQCKYGHDTCKD 
          50        60        70        80         90       100     
 
             50        60        70        80                       
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL                       
                                                                    
gi|549 TTKYNVGQNIAVSSSTAAVYENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWA 
          110       120       130       140       150       160     
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.9  bits: 18.0 E():   64 
Smith-Waterman score: 40; 30.0% identity (56.7% similar) in 30 aa overlap (43-72:114-143) 
 
             20        30        40        50        60        70   
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ..:  ..:    :.: 
gi|189 HCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTVHNAPYCLGLD 
            90       100       110       120       130       140    
 
             80 
AAD-12 AAESERFL 
                
gi|189 I        
                
 
>>gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A-I [  (262 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 69.9  bits: 18.9 E():   64 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (18-64:71-117) 
 
                            10        20        30        40        
AAD-12              ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
        50        60        70        80                            
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFL                            
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        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.9  bits: 18.0 E():   64 
Smith-Waterman score: 40; 30.0% identity (56.7% similar) in 30 aa overlap (43-72:115-144) 
 
             20        30        40        50        60        70   
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ..:  ..:    :.: 
gi|439 CRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
             80 
AAD-12 AAESERFL 
                
gi|439 I        
                
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.9  bits: 18.0 E():   64 
Smith-Waterman score: 40; 26.7% identity (60.0% similar) in 30 aa overlap (43-72:115-144) 
 
             20        30        40        50        60        70   
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::   .:. ...  ..:    :.: 
gi|217 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
             80 
AAD-12 AAESERFL 
                
gi|217 I        
                
 
>>gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Thauma  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 69.8  bits: 15.1 E():   64 
Smith-Waterman score: 30; 66.7% identity (83.3% similar) in 6 aa overlap (65-70:15-20) 
 
           40        50        60        70        80 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL 
                                     : :.::           
gi|680                 ATFNFINNCPFTVWAAAVPG           
                               10        20           
 
>>gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} [De  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 69.8  bits: 15.1 E():   64 
Smith-Waterman score: 30; 45.5% identity (72.7% similar) in 11 aa overlap (67-77:1-11) 
 
         40        50        60        70        80       
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL       
                                     :. :.::  .:          
gi|404                               AVGGQDADLAEAPFQISLLK 
                                             10        20 
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.7  bits: 19.4 E():   65 
Smith-Waterman score: 45; 23.4% identity (44.7% similar) in 47 aa overlap (27-70:347-393) 
 
                   10        20        30        40        50       
AAD-12     ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ... : :   :: .    .  : :  
gi|625 DPMKKNVLVRADAPHTESMKWNWRSEKDLLENGAIFVASGCDPHLTPEQKSHLIPAEPGS 
        320       330       340       350       360       370       
 
         60           70        80 
AAD-12 PSLLIGRHA---HAIPGMDAAESERFL 
         : .   :   . .::           
gi|625 AVLQLTSCAGTLKCVPGKPC        
        380       390              
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>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.7  bits: 18.6 E():   65 
Smith-Waterman score: 42; 32.4% identity (52.9% similar) in 34 aa overlap (1-34:71-104) 
 
                                             10        20        30 
AAD-12                               ATRALVHQRSARHSLVYSQSKLGHVQQAGS 
                                     :   :: .:.: .   ::..      : :  
gi|221 AQRPDNRIESEGGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGR 
               50        60        70        80        90       100 
 
               40        50        60        70        80           
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL           
       .:.:                                                         
gi|221 GYFGLIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQKVHRFDEGDLIAV 
              110       120       130       140       150       160 
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.7  bits: 18.3 E():   66 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (63-79:17-30) 
 
             40        50        60        70        80             
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL             
                                     ::   .:..:    :::              
gi|212               VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                             10        20           30        40    
 
gi|212 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
            50        60        70        80        90       100    
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.6  bits: 18.3 E():   66 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (63-79:18-31) 
 
             40        50        60        70        80             
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL             
                                     ::   .:..:    :::              
gi|116              AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
gi|116 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.6  bits: 18.3 E():   66 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (63-79:18-31) 
 
             40        50        60        70        80             
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL             
                                     ::   .:..:    :::              
gi|144              AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
gi|144 LTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.4  bits: 18.6 E():   68 
Smith-Waterman score: 42; 33.3% identity (71.4% similar) in 21 aa overlap (23-43:72-92) 
 
                       10        20        30        40        50   
AAD-12         ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     : ...: .::   : ...:.:          
gi|383 TASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEE 
              50        60        70        80        90       100  
 
             60        70        80                                 
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESERFL                                 
                                                                    
gi|383 EEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEEL 
             110       120       130       140       150       160  
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>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.2  bits: 18.3 E():   69 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (63-79:27-40) 
 
             40        50        60        70        80             
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL             
                                     ::   .:..:    :::              
gi|194     MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEA 
                   10        20        30           40        50    
 
gi|194 LTQYKCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVL 
            60        70        80        90       100       110    
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.2  bits: 19.1 E():   70 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (50-68:99-117) 
 
      20        30        40        50        60        70          
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
      80                                                            
AAD-12 L                                                            
                                                                    
gi|908 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
      130       140       150       160       170       180         
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.2  bits: 19.1 E():   70 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (50-68:100-118) 
 
      20        30        40        50        60        70          
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
      80                                                            
AAD-12 L                                                            
                                                                    
gi|118 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     130       140       150       160       170       180          
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.1  bits: 18.6 E():   70 
Smith-Waterman score: 42; 41.2% identity (64.7% similar) in 17 aa overlap (7-23:175-191) 
 
                                       10        20        30       
AAD-12                         ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :: .  :.:  :..: :              
gi|136 KVHGKDSPLKYGPKFDKKQLAISTLDFEIRHQLTQIHGLYRSSDKTGGYWKITMNDGSTY 
          150       160       170       180       190       200     
 
         40        50        60        70        80 
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL 
                                                    
gi|136 QSDLSKKFEYNTEKPPINIDEIKTIEAEIN               
          210       220       230                   
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 69.1  bits: 18.9 E():   71 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (18-64:71-117) 
 
                            10        20        30        40        
AAD-12              ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|473 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
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        50        60        70        80                            
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFL                            
        . .:. ..:.  :...                                            
gi|473 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 69.0  bits: 14.0 E():   72 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (3-7:2-6) 
 
               10        20        30        40        50        60 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
         : :::                                                      
gi|463  DRNLVHSATR                                                  
                10                                                  
 
>>gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A-II   (291 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 69.0  bits: 18.9 E():   72 
Smith-Waterman score: 43; 19.1% identity (53.2% similar) in 47 aa overlap (18-64:71-117) 
 
                            10        20        30        40        
AAD-12              ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . : .     : .:  
gi|170 QVPLVQEQQFQGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQPFRPQQPY 
               50        60        70        80        90       100 
 
        50        60        70        80                            
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFL                            
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQILQQILQQQLIPCRDVVLQQHNIAHGSSQV 
              110       120       130       140       150       160 
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.8  bits: 18.3 E():   73 
Smith-Waterman score: 41; 26.7% identity (70.0% similar) in 30 aa overlap (12-41:120-149) 
 
                                  10        20        30        40  
AAD-12                    ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                     .... :  .:. .: .:...:.. :  : : 
gi|144 DTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWA 
      90       100       110       120       130       140          
 
              50        60        70        80             
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL             
                                                           
gi|144 DFYFVAILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
     150       160       170       180       190       200 
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.7  bits: 19.4 E():   74 
Smith-Waterman score: 45; 20.0% identity (58.2% similar) in 55 aa overlap (25-77:52-104) 
 
                     10        20        30        40        50     
AAD-12       ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE- 
                                     ....:: :.: :.. ..  .   . . :   
gi|144 VEADVKLSDGYLARAAVPSGASTGIYEALELRDGGSDYLGKGVSKAVENVN--IIIGPAL 
              30        40        50        60        70            
 
             60        70        80                                 
AAD-12 TGR-PSLLIGRHAHAIPGMDAAESERFL                                 
       .:. :.  .:     .  .:.. .:                                    
gi|144 VGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAVSLAVCKAGAHVKGIPLYEH 
      80        90       100       110       120       130          
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.7  bits: 19.4 E():   74 
Smith-Waterman score: 45; 20.0% identity (58.2% similar) in 55 aa overlap (25-77:52-104) 
 
                     10        20        30        40        50     
AAD-12       ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE- 
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                                     ....:: :.: :.. ..  .   . . :   
gi|144 VEADVKLSDGYLARAAVPRGASTGIYEALELRDGGSDYLGKGVSKAVENVN--IIIGPAL 
              30        40        50        60        70            
 
             60        70        80                                 
AAD-12 TGR-PSLLIGRHAHAIPGMDAAESERFL                                 
       .:. :.  .:     .  .:.. .:                                    
gi|144 VGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAVSLAVCKAGAHVKGIPLYKH 
      80        90       100       110       120       130          
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.6  bits: 18.3 E():   75 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (14-39:76-100) 
 
                                10        20        30        40    
AAD-12                  ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDI 
          50        60        70        80         90       100     
 
            50        60        70        80                        
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL                        
                                                                    
gi|549 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.6  bits: 18.3 E():   75 
Smith-Waterman score: 41; 26.7% identity (70.0% similar) in 30 aa overlap (12-41:124-153) 
 
                                  10        20        30        40  
AAD-12                    ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                     .... :  .:. .: .:...:.. :  : : 
gi|622 DTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWA 
           100       110       120       130       140       150    
 
              50        60        70        80             
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL             
                                                           
gi|622 DFYFVAILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
           160       170       180       190       200     
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.6  bits: 18.3 E():   75 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (14-39:76-100) 
 
                                10        20        30        40    
AAD-12                  ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
            50        60        70        80                        
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL                        
                                                                    
gi|549 AKYPVGQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|21673|emb|CAA35238.1| unnamed protein product [Trit  (307 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 68.5  bits: 18.8 E():   76 
Smith-Waterman score: 43; 22.0% identity (50.0% similar) in 50 aa overlap (15-64:86-131) 
 
                               10        20        30        40     
AAD-12                 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
                                     : : : .: . :      . : .     :  
gi|216 PFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQLPYPQPQ----LPYPQPQPFRPQ 
          60        70        80        90           100       110  
 
           50        60        70        80                         
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL                         
       .:  . .:. ..:.  :...                                         
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gi|216 QPYPQSQPQYSQPQQPISQQQQQQQQQQQQKQQQQQQQQILQQILQQQLIPCRDVVLQQH 
             120       130       140       150       160       170  
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 18.8 E():   76 
Smith-Waterman score: 43; 27.8% identity (55.6% similar) in 36 aa overlap (33-68:234-269) 
 
             10        20        30        40        50        60   
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::  ..   .: . :.:   :.. :  .:  
gi|324 DPRTLNKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVIL 
           210       220       230       240       250       260    
 
             70        80                            
AAD-12 RHAHAIPGMDAAESERFL                            
         .::.                                        
gi|324 SISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV 
           270       280       290       300         
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.4  bits: 18.3 E():   77 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (14-39:81-105) 
 
                                10        20        30        40    
AAD-12                  ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|115 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
               60        70        80         90       100          
 
            50        60        70        80                        
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL                        
                                                                    
gi|115 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
     110       120       130       140       150       160          
 
>>gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos tauru  (172 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 18.0 E():   77 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (6-27:49-70) 
 
                                        10        20        30      
AAD-12                          ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
       20        30        40        50        60        70         
 
          40        50        60        70        80                
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL                
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
       80        90       100       110       120       130         
 
>>gi|289064179|gb|ADC80503.1| non-specific lipid transfe  (118 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.2  bits: 17.4 E():   79 
Smith-Waterman score: 38; 66.7% identity (88.9% similar) in 9 aa overlap (65-73:81-89) 
 
           40        50        60        70        80               
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL               
                                     : ::::..:                      
gi|289 ASCCSGVRSLNAAAKTTPDRQAVCNCLKSAAGAIPGFNANNAGILPGKCGVSIPYKISTS 
               60        70        80        90       100       110 
 
gi|289 TNCATIKF 
                
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 68.2  bits: 14.0 E():   79 
Smith-Waterman score: 26; 50.0% identity (83.3% similar) in 6 aa overlap (57-62:1-6) 
 
         30        40        50        60        70        80 
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL 
                                     :.. ::                   
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gi|250                               PTITIGGPEYR              
                                             10               
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.1  bits: 17.4 E():   80 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (13-30:33-50) 
 
                                 10        20        30        40   
AAD-12                   ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     :.:.: : .: ....  :             
gi|160 QEHKPKKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELD 
             10        20        30        40        50        60   
 
             50        60        70        80                    
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL                    
                                                                 
gi|160 VVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQTQ 
             70        80        90       100       110          
 
>>gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betula p  (21 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 67.7  bits: 14.8 E():   84 
Smith-Waterman score: 29; 42.9% identity (50.0% similar) in 14 aa overlap (36-49:8-21) 
 
          10        20        30        40        50        60      
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :  :.  ::  : :                 
gi|309                        MRVFNYKGETTSLIPLARLFK                 
                                      10        20                  
 
          70        80 
AAD-12 HAIPGMDAAESERFL 
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.7  bits: 18.3 E():   84 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (14-39:99-123) 
 
                                10        20        30        40    
AAD-12                  ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|856 KEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
            50        60        70        80                        
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL                        
                                                                    
gi|856 AKYQVGQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.7  bits: 18.3 E():   84 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (14-39:99-123) 
 
                                10        20        30        40    
AAD-12                  ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|162 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
            50        60        70        80                        
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL                        
                                                                    
gi|162 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 67.7  bits: 19.4 E():   84 
Smith-Waterman score: 45; 23.5% identity (58.8% similar) in 51 aa overlap (31-78:265-315) 
 
               10        20        30        40        50           
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG-RPSL 
                                     : .. :..:..  . ::.: .     . :  
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gi|144 AVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGGVMTPLIKRNTTIPTKKSE 
          240       250       260       270       280       290     
 
      60        70          80                                      
AAD-12 LIGRHAHAIPG--MDAAESERFL                                      
        .. ..   ::  ... :.::                                        
gi|144 TFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAPRGVPQIEVTFDLDANGIM 
          300       310       320       330       340       350     
 
>>gi|21755|emb|CAA25593.1| unnamed protein product [Trit  (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.4  bits: 18.5 E():   87 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (18-64:71-117) 
 
                            10        20        30        40        
AAD-12              ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|217 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
        50        60        70        80                            
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFL                            
        . .:. ..:.  :...                                            
gi|217 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|21761|emb|CAA26384.1| unnamed protein product [Trit  (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.4  bits: 18.5 E():   87 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (18-64:71-117) 
 
                            10        20        30        40        
AAD-12              ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|217 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQQFRPQQPY 
               50        60        70        80        90       100 
 
        50        60        70        80                            
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFL                            
        . .:. ..:.  :...                                            
gi|217 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|170720|gb|AAA34280.1| alpha/beta-gliadin precursor   (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 67.4  bits: 18.5 E():   87 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (18-64:71-117) 
 
                            10        20        30        40        
AAD-12              ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
        50        60        70        80                            
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFL                            
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.4  bits: 19.4 E():   88 
Smith-Waterman score: 45; 38.5% identity (69.2% similar) in 26 aa overlap (3-28:133-158) 
 
                                           10        20        30   
AAD-12                             ATRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.: . .:: . : : ..::..  :     
gi|558 RVRSGGHDYEGLSYRSERPEAFAVVDLNKMRAVVVDGKARTAWVDSGAQLGELYYAIAKN 
            110       120       130       140       150       160   
 
             40        50        60        70        80             
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL             
                                                                    
gi|558 SPVLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGTLLDKSSMSAD 
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            170       180       190       200       210       220   
 
>>gi|21757|emb|CAA26383.1| unnamed protein product [Trit  (296 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.1  bits: 18.5 E():   91 
Smith-Waterman score: 42; 25.6% identity (59.0% similar) in 39 aa overlap (5-43:209-246) 
 
                                         10        20        30     
AAD-12                           ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     ..::.. :..   :: .: . ::   .  : 
gi|217 QPLQQLCCQQLWQIPEQSRCQAIHNVVHAIILHQQQ-RQQQPSSQVSLQQPQQQYPSGQG 
      180       190       200       210        220       230        
 
           40        50        60        70        80              
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL              
       . . .  .:                                                   
gi|217 FFQPSQQNPQAQGSVQPQQLPQFEEIRNLALQTLPRMCNVYIPPYCSTTIAPFGIFGTN 
       240       250       260       270       280       290       
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.1  bits: 17.4 E():   91 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (13-30:48-65) 
 
                                 10        20        30        40   
AAD-12                   ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     :.:.: : .: ....  :             
gi|111 QGHKPKKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELD 
        20        30        40        50        60        70        
 
             50        60        70        80                    
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL                    
                                                                 
gi|111 VVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQTQ 
        80        90       100       110       120       130     
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.1  bits: 17.4 E():   91 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (13-30:48-65) 
 
                                 10        20        30        40   
AAD-12                   ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     :.:.: : .: ....  :             
gi|420 QEHKPKKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELD 
        20        30        40        50        60        70        
 
             50        60        70        80                    
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL                    
                                                                 
gi|420 VVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQTQ 
        80        90       100       110       120       130     
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.1  bits: 17.4 E():   91 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (13-30:48-65) 
 
                                 10        20        30        40   
AAD-12                   ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     :.:.: : .: ....  :             
gi|111 QEHKPEKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELD 
        20        30        40        50        60        70        
 
             50        60        70        80                    
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL                    
                                                                 
gi|111 VVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQTQ 
        80        90       100       110       120       130     
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.0  bits: 17.1 E():   92 
Smith-Waterman score: 37; 41.2% identity (58.8% similar) in 17 aa overlap (62-78:82-98) 
 
              40        50        60        70        80            
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AAD-12 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL            
                                     :  :.: :  . :: :.              
gi|215 NELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMGFGLFD 
              60        70        80        90       100       110  
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.9  bits: 18.0 E():   93 
Smith-Waterman score: 40; 34.5% identity (51.7% similar) in 29 aa overlap (29-57:139-165) 
 
                 10        20        30        40        50         
AAD-12   ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS 
                                     :  :.  :. :. . :  : .::   : :  
gi|116 KYAGVFVSTGTLGGGQETTAITSMSTLVDHGFIYVPLGYKTAFSMLANLDEVH--GGSPW 
      110       120       130       140       150       160         
 
       60        70        80                 
AAD-12 LLIGRHAHAIPGMDAAESERFL                 
                                              
gi|116 GAGTFSAGDGSRQPSELELNIAQAQGKAFYEAVAKAHQ 
        170       180       190       200     
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 66.9  bits: 18.0 E():   93 
Smith-Waterman score: 40; 30.8% identity (69.2% similar) in 26 aa overlap (14-39:76-100) 
 
                                10        20        30        40    
AAD-12                  ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:... :. .    :: ::     
gi|740 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
            50        60        70        80                        
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL                        
                                                                    
gi|740 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|159793197|gb|ABW98943.1| alpha S1 casein [Bos tauru  (205 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 18.0 E():   93 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (6-27:82-103) 
 
                                        10        20        30      
AAD-12                          ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
              60        70        80        90       100       110  
 
          40        50        60        70        80                
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL                
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
             120       130       140       150       160       170  
 
>>gi|253683676|gb|ACT33296.1| putative tabinhibitin 9 [T  (252 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.8  bits: 18.2 E():   94 
Smith-Waterman score: 41; 42.9% identity (71.4% similar) in 14 aa overlap (14-27:139-152) 
 
                                10        20        30        40    
AAD-12                  ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     ::. .  : ::.:.                 
gi|253 EAYKCRHTLRFWTPGQLNFEFYADKMPFTMSLISTAIKRGHMQKHNITRDIVEKYQPVGP 
      110       120       130       140       150       160         
 
            50        60        70        80                        
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL                        
                                                                    
gi|253 KGNVKELALAIFDRVTAVGCGLTTWKLGGKARAFFTCNFFSENDYNRPVYKTGNSPGEKC 
      170       180       190       200       210       220         
 
>>gi|75140047|sp|Q7M263|Q7M263_SECCE 30K allergen         (16 aa) 
 initn:  27 init1:  27 opt:  27  Z-score: 66.6  bits: 14.2 E():   96 
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Smith-Waterman score: 27; 57.1% identity (71.4% similar) in 7 aa overlap (64-70:5-11) 
 
            40        50        60        70        80 
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL 
                                     .: : ::           
gi|751                           ADAGYAPAAPGTQPKA      
                                         10            
 
>>gi|3121755|sp|P81216.1|ALL21_HORSE RecName: Full=Dande  (29 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 66.6  bits: 15.1 E():   96 
Smith-Waterman score: 30; 33.3% identity (50.0% similar) in 18 aa overlap (19-36:5-22) 
 
               10        20        30        40        50        60 
AAD-12 ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                         ::.  . : .:     ::                         
gi|312               SQXPQSETDYSQLSGEWNTIYGAASNIXK                  
                             10        20                           
 
               70        80 
AAD-12 IGRHAHAIPGMDAAESERFL 
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 17.9 E():   96 
Smith-Waterman score: 40; 38.5% identity (42.3% similar) in 26 aa overlap (34-59:60-85) 
 
            10        20        30        40        50        60    
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     :  :  :  :  : ::.   :  : :     
gi|613 CLEYSNVGFTDAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIA 
      30        40        50        60        70        80          
 
            70        80                                            
AAD-12 HAHAIPGMDAAESERFL                                            
                                                                    
gi|613 QRWANQCTFEHDACRNVERFAVGQNIAATSSSGKNKSTLSDMILLWYNEVKDFDNRWISS 
      90       100       110       120       130       140          
 
>>gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea sati  (316 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 66.5  bits: 18.5 E():   97 
Smith-Waterman score: 42; 31.2% identity (53.1% similar) in 32 aa overlap (21-52:191-220) 
 
                         10        20        30        40        50 
AAD-12           ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     .: :  . :.:  . : :   .:   :: . 
gi|135 FVMENNKQTYCTSKSWPCVFGKQYYGRGPIQLTHNYNYGQAGKAIGADLINNP--DLVAT 
              170       180       190       200       210           
 
               60        70        80                               
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFL                               
       .:                                                           
gi|135 NPTISFKTAIWFWMTPQANKPSSHDVIIGNWRPSAADTSAGRVPSYGVITNIINGGLECG 
      220       230       240       250       260       270         
 
>>gi|162794|gb|AAA30429.1| alpha-S1-casein [Bos taurus]   (214 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.9 E():   98 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (6-27:91-112) 
 
                                        10        20        30      
AAD-12                          ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
               70        80        90       100       110       120 
 
          40        50        60        70        80                
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL                
                                                                    
gi|162 VPQLEIVPNSAEERLHSMKEGIDAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
              130       140       150       160       170       180 
 
>>gi|162792|gb|AAA30428.1| alpha-s1-casein precursor [Bo  (214 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.9 E():   98 
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Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (6-27:91-112) 
 
                                        10        20        30      
AAD-12                          ATRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
               70        80        90       100       110       120 
 
          40        50        60        70        80                
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL                
                                                                    
gi|162 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
              130       140       150       160       170       180 
 
>>gi|1352239|sp|P49277.1|DERP6_DERPT RecName: Full=Mite   (20 aa) 
 initn:  28 init1:  28 opt:  28  Z-score: 66.4  bits: 14.5 E():   99 
Smith-Waterman score: 28; 54.5% identity (72.7% similar) in 11 aa overlap (67-77:1-11) 
 
         40        50        60        70        80       
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL       
                                     ::  . :::.:          
gi|135                               AIGXQPAAEAEAPFQISLMK 
                                             10        20 
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.7 E():   99 
Smith-Waterman score: 39; 35.3% identity (70.6% similar) in 17 aa overlap (32-48:118-134) 
 
              10        20        30        40        50        60  
AAD-12 TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI 
                                     :. . :...: : . ::              
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
              70        80             
AAD-12 GRHAHAIPGMDAAESERFL             
                                       
gi|195 ALEKFDKALKALPMHIRLSFNPTQLEEQCHI 
       150       160       170         
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.3  bits: 17.1 E(): 1e 
Smith-Waterman score: 37; 26.7% identity (56.7% similar) in 30 aa overlap (43-72:90-119) 
 
             20        30        40        50        60        70   
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ...  ..:    :.: 
gi|253 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNAPYCLGLD 
      60        70        80        90       100       110          
 
             80 
AAD-12 AAESERFL 
                
gi|253 I        
     120        
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:56 2011 done: Fri Jan 21 00:02:56 2011 
 Total Scan time:  0.060 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
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Query: fasta_input.txt 
  1>>>AAD-12: 152  - 231 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     1     8:= * 
  34     2    22:=      * 
  36    25    44:=========     * 
  38    63    73:=====================   * 
  40    63   102:=====================            * 
  42   108   125:====================================     * 
  44   139   138:=============================================*= 
  46   169   140:==============================================*========== 
  48   114   134:======================================      * 
  50    96   122:================================        * 
  52   131   108:===================================*======== 
  54    82    92:============================  * 
  56   121    77:=========================*=============== 
  58    60    63:====================* 
  60    57    51:================*== 
  62    49    41:=============*=== 
  64    32    33:==========* 
  66    39    26:========*==== 
  68    28    20:======*=== 
  70    28    16:=====*==== 
  72    13    12:===*= 
  74    11    10:===* 
  76    16     8:==*=== 
  78    10     6:=*== 
  80    11     5:=*== 
  82     6     3:*= 
  84     7     3:*== 
  86     4     2:*= 
  88     0     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     1     0:=         *= 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.59490.00305; mu= 5.6096 0.157 
 mean_var=31.5057 7.419, 0's: 2 Z-trim: 3  B-trim: 71 in 1/43 
 Lambda= 0.228497 
 Kolmogorov-Smirnov  statistic: 0.0872 (N=28) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   67 27.0    0.36 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   54 22.8       2 
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gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   59 24.3     2.7 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   56 23.3     3.8 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 19.2     7.4 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   56 23.3     7.5 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   56 23.3     7.6 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   47 20.5     9.1 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   52 22.0     9.1 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 23.3     9.5 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 23.3     9.7 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   51 21.7      11 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   51 21.7      11 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   52 22.0      11 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   52 22.0      11 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   48 20.8      11 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 21.4      12 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   50 21.4      12 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   50 21.4      12 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 17.0      14 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   52 22.0      15 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   52 22.0      15 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   52 22.0      15 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   52 22.0      15 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   49 21.1      16 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.8      17 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.8      17 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.8      17 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   51 21.7      18 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   50 21.4      18 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 21.0      18 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   47 20.4      19 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   48 20.7      19 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 23.2      20 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 19.5      22 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 21.0      22 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   49 21.0      23 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 18.5      24 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 20.4      25 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 21.6      25 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   49 21.0      25 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   43 19.1      26 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   43 19.1      29 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   49 21.0      29 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   48 20.7      31 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 19.4      32 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   44 19.4      34 
gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Veno ( 204)   44 19.4      34 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   44 19.4      34 
gi|56417506|gb|AAV90694.1| GE-rich salivary protei ( 266)   45 19.7      36 
gi|56417504|gb|AAV90693.1| 30 kDa salivary gland a ( 271)   45 19.7      37 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 19.1      37 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   48 20.7      37 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   45 19.7      38 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 20.0      38 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   45 19.7      39 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 18.2      41 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 19.4      44 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 20.4      44 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   43 19.1      45 
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gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   40 18.2      46 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 19.4      47 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.5      48 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 15.3      49 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   46 20.0      49 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   41 18.5      49 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.7      50 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.7      50 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 18.1      52 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 18.1      53 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   42 18.8      54 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.7      54 
gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A ( 262)   43 19.1      55 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 16.3      55 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.6      56 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.6      58 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   40 18.1      59 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   44 19.4      59 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   40 18.1      59 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   40 18.1      59 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   44 19.4      59 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 18.4      59 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 18.4      60 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 18.4      60 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   42 18.8      60 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.6      60 
gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   43 19.1      61 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   45 19.7      61 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.7      61 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   42 18.8      62 
gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A ( 291)   43 19.1      62 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 18.4      62 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 15.0      65 
gi|21673|emb|CAA35238.1| unnamed protein product [ ( 307)   43 19.1      65 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   43 19.1      65 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   41 18.4      66 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   41 18.4      67 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   41 18.4      67 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   41 18.4      67 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   41 18.4      69 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   45 19.7      69 
gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos t ( 172)   40 18.1      70 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   45 19.7      72 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   41 18.4      72 
gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Th (  20)   30 15.0      72 
gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} (  20)   30 15.0      72 
gi|289064179|gb|ADC80503.1| non-specific lipid tra ( 118)   38 17.5      75 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   41 18.4      75 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   41 18.4      75 
gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia m ( 284)   42 18.7      75 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   38 17.5      75 
gi|170720|gb|AAA34280.1| alpha/beta-gliadin precur ( 286)   42 18.7      76 
gi|21761|emb|CAA26384.1| unnamed protein product [ ( 286)   42 18.7      76 
gi|21755|emb|CAA25593.1| unnamed protein product [ ( 286)   42 18.7      76 
gi|21757|emb|CAA26383.1| unnamed protein product [ ( 296)   42 18.7      78 
gi|253683676|gb|ACT33296.1| putative tabinhibitin  ( 252)   41 18.4      83 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   40 18.1      84 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   40 18.1      84 
gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea  ( 316)   42 18.7      84 
gi|159793197|gb|ABW98943.1| alpha S1 casein [Bos t ( 205)   40 18.1      84 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   38 17.5      85 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   38 17.5      85 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   38 17.5      85 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   44 19.4      85 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   44 19.4      85 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   43 19.0      86 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   43 19.0      86 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   43 19.0      86 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 13.7      86 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   40 18.1      87 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   37 17.2      88 
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gi|162792|gb|AAA30428.1| alpha-s1-casein precursor ( 214)   40 18.1      88 
gi|162794|gb|AAA30429.1| alpha-S1-casein [Bos taur ( 214)   40 18.1      88 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   41 18.4      88 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   41 18.4      88 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   41 18.4      88 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   39 17.8      91 
gi|190684057|gb|ACE82289.1| glutathione transferas ( 222)   40 18.1      91 
gi|29839419|sp|Q9XFM4.1|13S3_FAGES RecName: Full=1 ( 538)   44 19.4      93 
gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betu (  21)   29 14.6      95 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   37 17.2      95 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   39 17.8      95 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   26 13.7      95 
gi|14424466|sp|P35778.2|VA3_SOLIN RecName: Full=Ve ( 234)   40 18.1      96 
gi|18641|emb|CAA37044.1| glycinin [Glycine max]    ( 562)   44 19.4      97 
gi|806556|emb|CAA60533.1| A5A4B3 subunit [Glycine  ( 563)   44 19.4      97 
gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=1 ( 565)   44 19.4      97 
gi|9087152|sp|P81294.1|MPAJ1_JUNAS RecName: Full=M ( 367)   42 18.7      98 
gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen ( 367)   42 18.7      98 
gi|8843917|gb|AAF80164.1| pollen major allergen 1- ( 367)   42 18.7      98 
gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen ( 367)   42 18.7      98 
gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen ( 367)   42 18.7      98 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   42 18.7      98 
gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen ( 367)   42 18.7      98 
gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen ( 367)   42 18.7      98 
gi|8843921|gb|AAF80166.1| pollen major allergen 1- ( 367)   42 18.7      98 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  65 init1:  65 opt:  67  Z-score: 110.4  bits: 27.0 E(): 0.36 
Smith-Waterman score: 67; 22.4% identity (52.2% similar) in 67 aa overlap (6-69:327-393) 
 
                                        10        20        30      
AAD-12                          TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     : ..: .:. ..      : . :. ... : 
gi|113 IGGSASPTILSQGNRFCAPDERSKKNVLGRHGEAAAESMKWNWRTNKDVLENGAIFVASG 
        300       310       320       330       340       350       
 
          40        50        60           70        80 
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAI---PGMDAAESERFLE 
       .: . :: .    .  : :. .: .   : ..   ::            
gi|113 VDPVLTPEQSAGMIPAEPGESALSLTSSAGVLSCQPGAPC         
        360       370       380       390               
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 97.0  bits: 22.8 E():    2 
Smith-Waterman score: 54; 33.3% identity (66.7% similar) in 36 aa overlap (7-38:42-77) 
 
                                       10            20        30   
AAD-12                         TRALVHQRSARHS----LVYSQSKLGHVQQAGSAYI 
                                     : :..::    :.... .. :::.:.. :  
gi|527 QKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAAQQYG 
              20        30        40        50        60        70  
 
             40        50        60        70        80   
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE   
         .: :                                             
gi|527 ITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
              80        90       100       110       120  
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  59  Z-score: 94.8  bits: 24.3 E():  2.7 
Smith-Waterman score: 59; 35.6% identity (60.0% similar) in 45 aa overlap (7-44:198-242) 
 
                                       10        20              30 
AAD-12                         TRALVHQRSARHSLVYSQSKL------GHVQQAGSA 
                                     ::. :..:  .:. :      :  ..: .  
gi|303 LVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALAD 
       170       180       190       200       210       220        
 
                40        50        60        70        80          
AAD-12 YIGYGMDT-TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE          
        .:.:::: ::  .:                                              
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gi|303 VLGFGMDTETARKVRGEDDQRGHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICS 
       230       240       250       260       270       280        
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 92.1  bits: 23.3 E():  3.8 
Smith-Waterman score: 56; 29.6% identity (53.7% similar) in 54 aa overlap (29-80:25-73) 
 
               10        20        30        40        50           
AAD-12 TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET-GRPSLL 
                                   .:  ::.  : :::  : . . : : . :.   
gi|249     MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPAT- 
                   10        20        30        40        50       
 
      60         70        80                                       
AAD-12 IGRHAHAIP-GMDAAESERFLE                                       
             :.: :  ..: ....:                                       
gi|249 ----PAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFV 
              60        70        80        90       100       110  
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 86.8  bits: 19.2 E():  7.4 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (22-42:5-25) 
 
               10        20        30        40        50        60 
AAD-12 TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI 
                            :.:..: :. .::  .  :.:                   
gi|462                  AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKNLNSA      
                                10        20        30              
 
               70        80 
AAD-12 GRHAHAIPGMDAAESERFLE 
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  56  Z-score: 86.8  bits: 23.3 E():  7.5 
Smith-Waterman score: 56; 27.8% identity (63.9% similar) in 36 aa overlap (7-42:539-574) 
 
                                       10        20        30       
AAD-12                         TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.:.. .   . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYP 
      510       520       530       540       550       560         
 
         40        50        60        70        80                 
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE                 
        ..  :                                                       
gi|217 TSVQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQP 
      570       580       590       600       610       620         
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 86.6  bits: 23.3 E():  7.6 
Smith-Waterman score: 56; 25.0% identity (63.9% similar) in 36 aa overlap (7-42:551-586) 
 
                                       10        20        30       
AAD-12                         TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.... . . . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYP 
              530       540       550       560       570       580 
 
         40        50        60        70        80                 
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE                 
        .   :                                                       
gi|217 TSLQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQP 
              590       600       610       620       630       640 
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 85.3  bits: 20.5 E():  9.1 
Smith-Waterman score: 47; 27.5% identity (50.0% similar) in 40 aa overlap (35-74:19-58) 
 
           10        20        30        40        50        60     
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :.: ::  :. :.:.        .     : 
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gi|135             MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFA 
                           10        20        30        40         
 
           70        80                                             
AAD-12 HAIPGMDAAESERFLE                                             
       .:. : :. .                                                   
gi|135 KALEGKDVKDLLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGL 
       50        60        70        80        90       100         
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 85.3  bits: 22.0 E():  9.1 
Smith-Waterman score: 52; 28.3% identity (56.7% similar) in 60 aa overlap (3-62:232-276) 
 
                                           10        20        30   
AAD-12                             TRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                     : .:  :. ::....:..  . ::       
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIH--SVVHSIIMQQQQQQQQQQ------ 
             210       220       230         240       250          
 
             40        50        60        70        80             
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE             
         :.:     . :: . : ..:. ::. :.                               
gi|170 --GIDI----FLPLSQ-HEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYV 
                 260        270       280       290       300       
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 84.9  bits: 23.3 E():  9.5 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (17-34:283-300) 
 
                             10        20        30        40       
AAD-12               TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
         50        60        70        80                           
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE                           
                                                                    
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 84.8  bits: 23.3 E():  9.7 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (17-34:289-306) 
 
                             10        20        30        40       
AAD-12               TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
 
         50        60        70        80                           
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE                           
                                                                    
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 83.9  bits: 21.7 E():   11 
Smith-Waterman score: 51; 27.3% identity (51.9% similar) in 77 aa overlap (5-80:3-68) 
 
               10        20        30        40        50        60 
AAD-12 TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI 
           ::: ..  .:  . . ..    . .: .:::    :::  : .   : :  :.    
gi|398   MAVHQYTV--ALFLAVALVAGPAASYAADLGYG---PATPAAPAAGYTPAT--PA--- 
                   10        20        30           40              
 
                70        80                                        
AAD-12 GRHAHAIP-GMDAAESERFLE                                        
          :.: : :  ..: ....:                                        
gi|398 -APAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGAASNKAFAE 
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        50        60        70        80        90       100        
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 83.9  bits: 21.7 E():   11 
Smith-Waterman score: 51; 36.1% identity (55.6% similar) in 36 aa overlap (27-57:21-56) 
 
               10        20          30        40           50      
AAD-12 TRALVHQRSARHSLVYSQSKLGHVQQAGS--AYIGYGMDTTATP---LRPLVKVHPETGR 
                                 :::  : .:::  : :.:     : . . :  .. 
gi|330       MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAPAGAE 
                     10        20        30        40        50     
 
          60        70        80                                    
AAD-12 PSLLIGRHAHAIPGMDAAESERFLE                                    
       :.                                                           
gi|330 PAGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPK 
           60        70        80        90       100       110     
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 83.7  bits: 22.0 E():   11 
Smith-Waterman score: 52; 18.4% identity (55.1% similar) in 49 aa overlap (10-58:332-380) 
 
                                    10        20        30          
AAD-12                      TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                     : .:....  .   . . :. ..  : : . 
gi|113 SAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPV 
             310       320       330       340       350       360  
 
      40        50        60        70        80 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
        ::..    .  : :. ..                       
gi|113 LTPVQSAGMIPAEPGEAAIKLTSSAGVFSCHPGAPC      
             370       380       390             
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 83.7  bits: 22.0 E():   11 
Smith-Waterman score: 52; 18.4% identity (55.1% similar) in 49 aa overlap (10-58:332-380) 
 
                                    10        20        30          
AAD-12                      TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                     : .:....  .   . . :. ..  : : . 
gi|166 SAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPV 
             310       320       330       340       350       360  
 
      40        50        60        70        80 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
        ::..    .  : :. ..                       
gi|166 LTPVQSAGMIPAEPGEAAIKLTSSAGVFSCRPGAPC      
             370       380       390             
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.5  bits: 20.8 E():   11 
Smith-Waterman score: 48; 25.6% identity (53.5% similar) in 43 aa overlap (34-76:23-65) 
 
            10        20        30        40        50        60    
AAD-12 LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                                     ...:  ..::  :.:   :. .    .    
gi|344         MTGVKTHLQHELKRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESD 
                       10        20        30        40        50   
 
            70        80                                            
AAD-12 AHAIPGMDAAESERFLE                                            
         :::. :  ..:                                                
gi|344 EVAIPNPDEFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREIS 
             60        70        80        90       100       110   
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 82.8  bits: 21.4 E():   12 
Smith-Waterman score: 50; 32.1% identity (57.1% similar) in 28 aa overlap (30-57:1-28) 
 
               10        20        30        40        50        60 
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AAD-12 TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI 
                                    : .:::  : :.:    . . :  ..:.    
gi|295                              ADLGYGPATPAAPAAGYTPAAPAGAEPAGKA 
                                            10        20        30  
 
               70        80                                         
AAD-12 GRHAHAIPGMDAAESERFLE                                         
                                                                    
gi|295 TTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAES 
              40        50        60        70        80        90  
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.8  bits: 21.4 E():   12 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (30-80:1-43) 
 
               10        20        30        40        50        60 
AAD-12 TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI 
                                    : .:::    :::  : .   : :  :.    
gi|109                              ADLGYG---PATPAAPAAGYTPAT--PAAPA 
                                               10        20         
 
               70        80                                         
AAD-12 GRHAHAIPGMDAAESERFLE                                         
       :  :    :  ..: ....:                                         
gi|109 GADA---AGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGL 
         30           40        50        60        70        80    
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.8  bits: 21.4 E():   12 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (30-80:1-43) 
 
               10        20        30        40        50        60 
AAD-12 TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI 
                                    : .:::    :::  : .   : :  :.    
gi|239                              ADLGYG---PATPAAPAAGYTPAT--PAAPA 
                                               10        20         
 
               70        80                                         
AAD-12 GRHAHAIPGMDAAESERFLE                                         
       :  :    :  ..: ....:                                         
gi|239 GADA---AGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGL 
         30           40        50        60        70        80    
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 82.0  bits: 17.0 E():   14 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (63-68:8-13) 
 
             40        50        60        70        80 
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
                                     ::: .:             
gi|131                        GPVGGVVHAHMMPLL           
                                      10                
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.6  bits: 22.0 E():   15 
Smith-Waterman score: 52; 33.3% identity (58.3% similar) in 24 aa overlap (6-29:388-411) 
 
                                        10        20        30      
AAD-12                          TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:.    .::: . :       
gi|224 TANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVY 
       360       370       380       390       400       410        
 
          40        50        60        70        80                
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE                
                                                                    
gi|224 DEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVAN 
       420       430       440       450       460       470        
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.3  bits: 22.0 E():   15 
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Smith-Waterman score: 52; 33.3% identity (58.3% similar) in 24 aa overlap (6-29:408-431) 
 
                                        10        20        30      
AAD-12                          TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:.    .::: . :       
gi|199 TANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVY 
       380       390       400       410       420       430        
 
          40        50        60        70        80                
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE                
                                                                    
gi|199 DEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVAN 
       440       450       460       470       480       490        
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.3  bits: 22.0 E():   15 
Smith-Waterman score: 52; 33.3% identity (58.3% similar) in 24 aa overlap (6-29:408-431) 
 
                                        10        20        30      
AAD-12                          TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:.    .::: . :       
gi|571 NCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVY 
       380       390       400       410       420       430        
 
          40        50        60        70        80                
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE                
                                                                    
gi|571 DEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVAN 
       440       450       460       470       480       490        
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.2  bits: 22.0 E():   15 
Smith-Waterman score: 52; 33.3% identity (58.3% similar) in 24 aa overlap (6-29:416-439) 
 
                                        10        20        30      
AAD-12                          TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:.    .::: . :       
gi|213 NELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVF 
         390       400       410       420       430       440      
 
          40        50        60        70        80                
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE                
                                                                    
gi|213 DEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVAN 
         450       460       470       480       490       500      
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.0  bits: 21.1 E():   16 
Smith-Waterman score: 49; 21.9% identity (59.4% similar) in 32 aa overlap (8-39:179-210) 
 
                                      10        20        30        
AAD-12                        TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :.  .:.. .... :. ::      : :.. 
gi|219 MWQQSSCHVMQQQCCQQLSQIPEQSRYDAIRAITYSIILQEQQQGQSQQQQPQQSGQGVS 
      150       160       170       180       190       200         
 
        40        50        60        70        80                  
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE                  
        .                                                           
gi|219 QSQQQSQQQLGQCSFQQPQQQLGQQPQQQQVQQGTFLQPHQIAHLEVMTSIALRTLPTMC 
      210       220       230       240       250       260         
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 80.3  bits: 19.8 E():   17 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (32-49:24-41) 
 
              10        20        30        40        50        60  
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|121        MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSL 
                      10        20        30        40        50    
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              70        80                                          
AAD-12 RHAHAIPGMDAAESERFLE                                          
                                                                    
gi|121 STFKNTEIKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVV 
            60        70        80        90       100       110    
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 80.3  bits: 19.8 E():   17 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (32-49:24-41) 
 
              10        20        30        40        50        60  
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|144        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
              70        80                                          
AAD-12 RHAHAIPGMDAAESERFLE                                          
                                                                    
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 80.3  bits: 19.8 E():   17 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (32-49:24-41) 
 
              10        20        30        40        50        60  
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|379        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
              70        80                                          
AAD-12 RHAHAIPGMDAAESERFLE                                          
                                                                    
gi|379 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.9  bits: 21.7 E():   18 
Smith-Waterman score: 51; 30.8% identity (57.7% similar) in 26 aa overlap (4-29:383-408) 
 
                                          10        20        30    
AAD-12                            TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     ..:  .  ::..:     .::: . :     
gi|370 LKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNR 
            360       370       380       390       400       410   
 
            40        50        60        70        80              
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE              
                                                                    
gi|370 VYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVV 
            420       430       440       450       460       470   
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 79.8  bits: 21.4 E():   18 
Smith-Waterman score: 50; 38.2% identity (55.9% similar) in 34 aa overlap (35-68:2-34) 
 
           10        20        30        40        50        60     
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :. : : :.  :. .   .:   :  : :: 
gi|581                              MGFITKAIPIV-LAALSTVNGARILEAGPHA 
                                            10         20        30 
 
           70        80                                             
AAD-12 HAIPGMDAAESERFLE                                             
       .:::                                                         
gi|581 EAIPNKYIVVMKREVSDEAFNAHTTWLSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRA 
               40        50        60        70        80        90 
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>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.7  bits: 21.0 E():   18 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (27-43:200-216) 
 
                   10        20        30        40        50       
AAD-12     TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
         60        70        80                                     
AAD-12 SLLIGRHAHAIPGMDAAESERFLE                                     
                                                                    
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 79.6  bits: 20.4 E():   19 
Smith-Waterman score: 47; 21.7% identity (52.2% similar) in 46 aa overlap (28-70:62-107) 
 
                  10        20        30        40        50        
AAD-12    TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE---TG 
                                     :..:.: . .. :     . . . .   .: 
gi|201 DATPVLDVAGKELDSRLSYRIISTFWGALGGDVYLGKSPNSDAPCANGIFRYNSDVGPSG 
              40        50        60        70        80        90  
 
           60        70        80                                   
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLE                                   
        :  .::  .:   :.                                             
gi|201 TPVRFIGSSSHFGQGIFENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTI 
             100       110       120       130       140       150  
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.4  bits: 20.7 E():   19 
Smith-Waterman score: 48; 25.6% identity (56.4% similar) in 39 aa overlap (13-51:87-125) 
 
                                 10        20        30        40   
AAD-12                   TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     : : . ..  . :.:.:  . :: .  ..  
gi|144 DLAEAPFQISLLKDYLIMKRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSS 
         60        70        80        90       100       110       
 
             50        60        70        80                       
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE                       
           .::.:                                                    
gi|144 SYGDLKVKPIIQHESYEQDQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVDGDKVTIYG 
        120       130       140       150       160       170       
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 79.1  bits: 23.2 E():   20 
Smith-Waterman score: 56; 29.3% identity (60.3% similar) in 58 aa overlap (11-68:227-279) 
 
                                   10        20        30        40 
AAD-12                     TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                     :: ::. ..:  :.. . . ..  . : .: 
gi|203 MRHYMHPMDSDLSCRMTLKDKVVTEVDCEERHVLVHRSNKPVHMSYV-KMMLKQNKDGVA 
        200       210       220       230       240        250      
 
               50        60        70        80                     
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE                     
       . : : ....:.  :: : .  : :  :                                 
gi|203 ADLGP-TNAQPK--RPYLSFD-HKHKNPTETDVVEVLKKLCSEITEPQASIETSFTFQKL 
         260          270        280       290       300       310  
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.5  bits: 19.5 E():   22 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (32-52:25-45) 
 
              10        20        30        40        50        60  
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.:  .:  :          
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gi|990       MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSL 
                     10        20        30        40        50     
 
              70        80                                          
AAD-12 RHAHAIPGMDAAESERFLE                                          
                                                                    
gi|990 STFKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVV 
           60        70        80        90       100       110     
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 78.4  bits: 21.0 E():   22 
Smith-Waterman score: 49; 24.5% identity (49.0% similar) in 49 aa overlap (24-69:341-389) 
 
                      10        20        30        40        50    
AAD-12        TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ..  :.: . :: .    .  :  
gi|113 ASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMIPAEP 
              320       330       340       350       360       370 
 
            60           70        80 
AAD-12 GRPSLLIGRHAHAI---PGMDAAESERFLE 
       :.  : .   : ..   ::            
gi|113 GEAVLRLTSSAGVLSCQPGAPC         
              380       390           
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.8  bits: 21.0 E():   23 
Smith-Waterman score: 49; 36.7% identity (66.7% similar) in 30 aa overlap (2-31:43-72) 
 
                                            10        20        30  
AAD-12                              TRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.. . .:: . : : ..::..  : : : 
gi|558 RVRSGGHDYEGLSYRSLQPENFAVVDLNQMRAVLVDGKARTAWVDSGAQLGELYYAISKY 
             20        30        40        50        60        70   
 
              40        50        60        70        80            
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE            
                                                                    
gi|558 SRTLAFPAGVCPTIGVGGNLAGGGFGMLLRKYGIAAENVIDVKLVDANGKLHDKKSMGDD 
             80        90       100       110       120       130   
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 77.6  bits: 18.5 E():   24 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (5-26:37-58) 
 
                                         10        20        30     
AAD-12                           TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
           40        50        60        70        80 
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
                                                      
gi|162 VPQLEIVPNS                                     
         70                                           
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (30-57:1-31) 
 
               10        20        30        40           50        
AAD-12 TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPS 
                                    : .:::  : :.:     : . . :  ..:. 
gi|217                              ADLGYGPATPAAPAAGYTPATPAAPAGAEPA 
                                            10        20        30  
 
        60        70        80                                      
AAD-12 LLIGRHAHAIPGMDAAESERFLE                                      
                                                                    
gi|217 GKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGA 
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              40        50        60        70        80        90  
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (30-57:1-31) 
 
               10        20        30        40           50        
AAD-12 TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPS 
                                    : .:::  : :.:     : . . :  ..:. 
gi|217                              ADLGYGPATPAAPAAGYTPATPAAPAGAEPA 
                                            10        20        30  
 
        60        70        80                                      
AAD-12 LLIGRHAHAIPGMDAAESERFLE                                      
                                                                    
gi|217 GKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGA 
              40        50        60        70        80        90  
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (30-57:1-31) 
 
               10        20        30        40           50        
AAD-12 TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPS 
                                    : .:::  : :.:     : . . :  ..:. 
gi|217                              ADLGYGPATPAAPAAGYTPATPAAPAGAEPA 
                                            10        20        30  
 
        60        70        80                                      
AAD-12 LLIGRHAHAIPGMDAAESERFLE                                      
                                                                    
gi|217 GKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGA 
              40        50        60        70        80        90  
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (30-57:1-31) 
 
               10        20        30        40           50        
AAD-12 TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPS 
                                    : .:::  : :.:     : . . :  ..:. 
gi|217                              ADLGYGPATPAAPAAGYTPATPAAPAGAEPA 
                                            10        20        30  
 
        60        70        80                                      
AAD-12 LLIGRHAHAIPGMDAAESERFLE                                      
                                                                    
gi|217 GKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGA 
              40        50        60        70        80        90  
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (30-57:1-31) 
 
               10        20        30        40           50        
AAD-12 TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPS 
                                    : .:::  : :.:     : . . :  ..:. 
gi|217                              ADLGYGPATPAAPAAGYTPATPAAPAGAEPA 
                                            10        20        30  
 
        60        70        80                                      
AAD-12 LLIGRHAHAIPGMDAAESERFLE                                      
                                                                    
gi|217 GKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGA 
              40        50        60        70        80        90  
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (30-57:1-31) 
 
               10        20        30        40           50        
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AAD-12 TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPS 
                                    : .:::  : :.:     : . . :  ..:. 
gi|217                              ADLGYGPATPAAPAAGYTPATPAAPAGAEPA 
                                            10        20        30  
 
        60        70        80                                      
AAD-12 LLIGRHAHAIPGMDAAESERFLE                                      
                                                                    
gi|217 GKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGA 
              40        50        60        70        80        90  
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (30-57:1-31) 
 
               10        20        30        40           50        
AAD-12 TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPS 
                                    : .:::  : :.:     : . . :  ..:. 
gi|217                              ADLGYGPATPAAPAAGYTPATPAAPAGAEPA 
                                            10        20        30  
 
        60        70        80                                      
AAD-12 LLIGRHAHAIPGMDAAESERFLE                                      
                                                                    
gi|217 GKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGA 
              40        50        60        70        80        90  
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (30-57:1-31) 
 
               10        20        30        40           50        
AAD-12 TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPS 
                                    : .:::  : :.:     : . . :  ..:. 
gi|217                              ADLGYGPATPAAPAAGYTPATPAAPAGAEPA 
                                            10        20        30  
 
        60        70        80                                      
AAD-12 LLIGRHAHAIPGMDAAESERFLE                                      
                                                                    
gi|217 GKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGA 
              40        50        60        70        80        90  
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (30-57:1-31) 
 
               10        20        30        40           50        
AAD-12 TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPS 
                                    : .:::  : :.:     : . . :  ..:. 
gi|217                              ADLGYGPATPAAPAAGYTPATPAAPAGAEPA 
                                            10        20        30  
 
        60        70        80                                      
AAD-12 LLIGRHAHAIPGMDAAESERFLE                                      
                                                                    
gi|217 GKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGA 
              40        50        60        70        80        90  
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (30-57:1-31) 
 
               10        20        30        40           50        
AAD-12 TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPS 
                                    : .:::  : :.:     : . . :  ..:. 
gi|217                              ADLGYGPATPAAPAAGYTPATPAAPAGAEPA 
                                            10        20        30  
 
        60        70        80                                      
AAD-12 LLIGRHAHAIPGMDAAESERFLE                                      
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gi|217 GKATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGA 
              40        50        60        70        80        90  
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (30-57:1-31) 
 
               10        20        30        40           50        
AAD-12 TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPS 
                                    : .:::  : :.:     : . . :  ..:. 
gi|217                              ADLGYGPATPAAPAAGYTPATPAAPAGAEPA 
                                            10        20        30  
 
        60        70        80                                      
AAD-12 LLIGRHAHAIPGMDAAESERFLE                                      
                                                                    
gi|217 GKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGA 
              40        50        60        70        80        90  
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (30-57:1-31) 
 
               10        20        30        40           50        
AAD-12 TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPS 
                                    : .:::  : :.:     : . . :  ..:. 
gi|217                              ADLGYGPATPAAPAAGYTPATPAAPAGAEPA 
                                            10        20        30  
 
        60        70        80                                      
AAD-12 LLIGRHAHAIPGMDAAESERFLE                                      
                                                                    
gi|217 GKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGA 
              40        50        60        70        80        90  
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (30-57:1-31) 
 
               10        20        30        40           50        
AAD-12 TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPS 
                                    : .:::  : :.:     : . . :  ..:. 
gi|217                              ADLGYGPATPAAPAAGYTPATPAAPAGAEPA 
                                            10        20        30  
 
        60        70        80                                      
AAD-12 LLIGRHAHAIPGMDAAESERFLE                                      
                                                                    
gi|217 GKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGA 
              40        50        60        70        80        90  
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (30-57:1-31) 
 
               10        20        30        40           50        
AAD-12 TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPS 
                                    : .:::  : :.:     : . . :  ..:. 
gi|217                              ADLGYGPATPAAPAAGYTPATPAAPAGAEPA 
                                            10        20        30  
 
        60        70        80                                      
AAD-12 LLIGRHAHAIPGMDAAESERFLE                                      
                                                                    
gi|217 GKATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGA 
              40        50        60        70        80        90  
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.2  bits: 21.6 E():   25 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (20-34:609-623) 
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                          10        20        30        40          
AAD-12            TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
      50        60        70        80                              
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLE                              
                                                                    
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.2  bits: 21.0 E():   25 
Smith-Waterman score: 49; 33.3% identity (46.7% similar) in 30 aa overlap (33-62:90-119) 
 
             10        20        30        40        50        60   
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     : ::   . :  : .   :. :: .   :: 
gi|259 GVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGR 
      60        70        80        90       100       110          
 
             70        80                                           
AAD-12 HAHAIPGMDAAESERFLE                                           
                                                                    
gi|259 FQDRHQKIRRFRRGDIIAIPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLA 
     120       130       140       150       160       170          
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 76.9  bits: 19.1 E():   26 
Smith-Waterman score: 43; 26.3% identity (57.9% similar) in 38 aa overlap (23-57:33-70) 
 
                       10        20        30        40             
AAD-12         TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVKV 
                                     ....:.::     .: :::   : : .. . 
gi|668 ASEAAAAAATPVAPTEGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPI 
             10        20        30        40        50        60   
 
      50        60        70        80                              
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLE                              
         . .. :                                                     
gi|668 FADMAKKSPNVVFLKVDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKL 
             70        80        90       100       110       120   
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 76.3  bits: 19.1 E():   29 
Smith-Waterman score: 43; 29.6% identity (66.7% similar) in 27 aa overlap (29-55:9-35) 
 
               10        20        30        40        50        60 
AAD-12 TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI 
                                   ::.    . ..:.  : .:.:. ..::      
gi|244                     MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQSCQ 
                                   10        20        30        40 
 
               70        80                                         
AAD-12 GRHAHAIPGMDAAESERFLE                                         
                                                                    
gi|244 RQFEEQQRFRNCQRYVKQEVQRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQ 
               50        60        70        80        90       100 
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.2  bits: 21.0 E():   29 
Smith-Waterman score: 49; 37.9% identity (62.1% similar) in 29 aa overlap (5-33:74-102) 
 
                                         10        20        30     
AAD-12                           TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     : .:.: .   ::.. :    : ::.:.:  
gi|112 NRIESEGGYIETWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGL 
            50        60        70        80        90       100    
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           40        50        60        70        80               
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE               
                                                                    
gi|112 IFPGCPSTYEEPAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTG 
           110       120       130       140       150       160    
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 75.5  bits: 20.7 E():   31 
Smith-Waterman score: 48; 33.3% identity (59.5% similar) in 42 aa overlap (41-77:46-85) 
 
               20        30        40           50          60      
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL---VKVHPETGRPSLL--IGRHAH 
                                     :::::    ...: ....:  :  .: .   
gi|253 IEEPEMIAPTPPGQFPHQQPISSPNRTSRNTPLRPESTEIETHHHANHPPALPVLGMQL- 
          20        30        40        50        60        70      
 
          70        80                                              
AAD-12 AIPGMDAAESERFLE                                              
        .::  . :: :                                                 
gi|253 PVPGT-VPESSRAQSRASLNLDIDLDLHAPSHPSHLSHGAPHEQEHAHEIQRHRAHSAQS 
            80        90       100       110       120       130    
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.4  bits: 19.4 E():   32 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (7-22:46-61) 
 
                                       10        20        30       
AAD-12                         TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
         40        50        60        70        80                 
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE                 
                                                                    
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.9  bits: 19.4 E():   34 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (13-38:76-100) 
 
                                 10        20        30        40   
AAD-12                   TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
             50        60        70        80                       
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE                       
                                                                    
gi|549 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.9  bits: 19.4 E():   34 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (13-38:76-100) 
 
                                 10        20        30        40   
AAD-12                   TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
             50        60        70        80                       
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE                       
                                                                    
gi|549 AKYQVGQNVALTGSTAAVYNDPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
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 initn:  41 init1:  41 opt:  44  Z-score: 74.8  bits: 19.4 E():   34 
Smith-Waterman score: 44; 29.6% identity (77.8% similar) in 27 aa overlap (12-38:77-102) 
 
                                  10        20        30        40  
AAD-12                    TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::... .:... :. ..  .:: ::    
gi|549 LKVHNDFRQKVAKGLETRGNPGPQPPAKNMNNLVWND-ELANIAQVWASQCNYGHDTCKD 
         50        60        70        80         90       100      
 
              50        60        70        80                      
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE                      
                                                                    
gi|549 TEKYPVGQNIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWA 
         110       120       130       140       150       160      
 
>>gi|56417506|gb|AAV90694.1| GE-rich salivary protein 30  (266 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.5  bits: 19.7 E():   36 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (7-37:183-213) 
 
                                       10        20        30       
AAD-12                         TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
            160       170       180       190       200       210   
 
         40        50        60        70        80           
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE           
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
            220       230       240       250       260       
 
>>gi|56417504|gb|AAV90693.1| 30 kDa salivary gland aller  (271 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.3  bits: 19.7 E():   37 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (7-37:188-218) 
 
                                       10        20        30       
AAD-12                         TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
       160       170       180       190       200       210        
 
         40        50        60        70        80           
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE           
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
       220       230       240       250       260       270  
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 74.2  bits: 19.1 E():   37 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (7-21:138-152) 
 
                                       10        20        30       
AAD-12                         TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
         40        50        60        70        80 
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
                                                    
gi|391 ASIDTILTKV                                   
       170                                          
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 74.2  bits: 20.7 E():   37 
Smith-Waterman score: 48; 24.6% identity (54.4% similar) in 57 aa overlap (3-59:437-489) 
 
                                           10        20        30   
AAD-12                             TRALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                     :.. :.  . .:    .. : .::::.    
gi|258 YSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNHGVIQQAGNQ-- 
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        410       420       430       440       450       460       
 
             40        50        60        70        80             
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE             
         :..  :   .  . ..  .:: :.:                                  
gi|258 --GFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQISREQARQLKYNRQETIALS 
            470       480       490       500       510       520   
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 74.0  bits: 19.7 E():   38 
Smith-Waterman score: 45; 34.5% identity (72.4% similar) in 29 aa overlap (15-41:237-265) 
 
                               10        20          30        40   
AAD-12                 TRALVHQRSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATP 
                                     . ..:.. .:.:  .:.: .. :  ::::  
gi|168 EAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATG 
        210       220       230       240       250       260       
 
             50        60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
                                              
gi|168 AASGAATVAAGGYKV                        
        270       280                         
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.0  bits: 20.0 E():   38 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (32-41:284-293) 
 
              10        20        30        40        50        60  
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
              70        80                    
AAD-12 RHAHAIPGMDAAESERFLE                    
                                              
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 73.8  bits: 19.7 E():   39 
Smith-Waterman score: 45; 34.5% identity (72.4% similar) in 29 aa overlap (15-41:246-274) 
 
                               10        20          30        40   
AAD-12                 TRALVHQRSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATP 
                                     . ..:.. .:.:  .:.: .. :  ::::  
gi|330 EAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATG 
         220       230       240       250       260       270      
 
             50        60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
                                              
gi|330 AASGAATVAAGGYKV                        
         280       290                        
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.5  bits: 18.2 E():   41 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (17-34:26-43) 
 
                        10        20        30        40        50  
AAD-12          TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                : .. :. :: :..  ::                  
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
              60        70        80             
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESERFLE             
                                                 
gi|897 PYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
               70        80        90       100  
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>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.9  bits: 19.4 E():   44 
Smith-Waterman score: 44; 20.0% identity (52.5% similar) in 40 aa overlap (17-56:51-90) 
 
                             10        20        30        40       
AAD-12               TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|130 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               30        40        50        60        70        80 
 
         50        60        70        80                           
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE                           
        . .:. ..:                                                   
gi|130 PQPQPQYSQPQEPISQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQS 
               90       100       110       120       130       140 
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.9  bits: 20.4 E():   44 
Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (54-76:344-366) 
 
            30        40        50        60        70        80    
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE    
                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
           320       330       340       350       360       370    
 
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.6  bits: 19.1 E():   45 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (21-54:31-64) 
 
                         10        20        30        40        50 
AAD-12           TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :. :  . :::..::  .     . ::    
gi|616 NEIAXAKIDLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCA 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLE                               
        . :                                                         
gi|616 SQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNK 
               70        80        90       100       110       120 
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.6  bits: 18.2 E():   46 
Smith-Waterman score: 40; 25.6% identity (59.0% similar) in 39 aa overlap (4-42:54-92) 
 
                                          10        20        30    
AAD-12                            TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     :. . : . . : : .  : . ..:.:  : 
gi|117 KAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAG 
            30        40        50        60        70        80    
 
            40        50        60        70        80 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
        . .. :.:                                       
gi|117 GSAQAEAAPEAAKEEEKEESDEDMGFGLFD                  
            90       100       110                     
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 72.3  bits: 19.4 E():   47 
Smith-Waterman score: 44; 27.8% identity (52.8% similar) in 36 aa overlap (40-75:64-96) 
 
      10        20        30        40        50        60          
AAD-12 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                                     :  .. .  . :.  ::   . . :  .:  
gi|481 AGKATTEEQKLIEDINVGFKAAVAARQRPAADKFKTFEAASPRHPRP---LRQGAGLVPK 
            40        50        60        70        80           90 
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      70        80                                                  
AAD-12 MDAAESERFLE                                                  
       .::: :                                                       
gi|481 LDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGE 
              100       110       120       130       140       150 
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.1  bits: 18.5 E():   48 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (39-46:34-41) 
 
       10        20        30        40        50        60         
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
       70        80                                                 
AAD-12 GMDAAESERFLE                                                 
                                                                    
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 72.0  bits: 15.3 E():   49 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (10-24:1-15) 
 
               10        20        30        40        50        60 
AAD-12 TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI 
                :: . : : ..::..                                     
gi|323          ARTAWVDSGAQLGELSY                                   
                        10                                          
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 72.0  bits: 20.0 E():   49 
Smith-Waterman score: 46; 23.8% identity (55.6% similar) in 63 aa overlap (7-68:80-138) 
 
                                       10         20        30      
AAD-12                         TRALVHQRSARHSLVYSQS-KLGHVQQAGSAYIGYG 
                                     ::: .:. . ...  . :  :   :   .: 
gi|223 KLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVDVDHFIQLIRAL--FG 
      50        60        70        80        90       100          
 
          40        50        60        70        80                
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE                
       .. .:  :.  ..   .. .:  .  :: :..:                            
gi|223 LSRAARNLQDDLNDFLHSLEP--ISPRHRHGLPRQRRRSARVSAYLHADDFHKIITTIEA 
       110       120         130       140       150       160      
 
gi|223 LPEFANFYNFLKEHGLDVVDYINEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILP 
         170       180       190       200       210       220      
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 71.9  bits: 18.5 E():   49 
Smith-Waterman score: 44; 35.4% identity (54.2% similar) in 48 aa overlap (23-68:79-122) 
 
                       10        20        30        40        50   
AAD-12         TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
                                     :. . :.  :  : : ::. .  . :  :  
gi|160 LGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGN--ITVGEDGTAA-INIVDKQIPL 
       50        60        70        80          90        100      
 
             60          70        80                   
AAD-12 TGRPSLLIGRHA--HAIPGMDAAESERFLE                   
       :: :  .::: .  :. :                               
gi|160 TG-PHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          110       120       130       140       150   
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 71.9  bits: 19.7 E():   50 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (53-69:225-240) 
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             30        40        50        60        70        80   
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE   
                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 71.9  bits: 19.7 E():   50 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (53-69:225-240) 
 
             30        40        50        60        70        80   
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE   
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.5  bits: 18.1 E():   52 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (5-26:6-27) 
 
                10        20        30        40        50          
AAD-12  TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
            :.:.  ..  : :.  ::...:                                  
gi|159 IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYKVPQLEIVPNSAEERLHSMKEGIHAQ 
               10        20        30        40        50        60 
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.4  bits: 18.1 E():   53 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (32-49:25-42) 
 
              10        20        30        40        50        60  
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  ..: ..:             
gi|144       MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSL 
                     10        20        30        40        50     
 
              70        80                                          
AAD-12 RHAHAIPGMDAAESERFLE                                          
                                                                    
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVE 
           60        70        80        90       100       110     
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.3  bits: 18.8 E():   54 
Smith-Waterman score: 42; 29.6% identity (70.4% similar) in 27 aa overlap (12-38:76-101) 
 
                                  10        20        30        40  
AAD-12                    TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::.. ..:... :  ..   :: ::    
gi|549 LKIHNDFRNKVARGLETRGNPGPQPPAKNMNNLVWN-NELANIAQIWASQCKYGHDTCKD 
          50        60        70        80         90       100     
 
              50        60        70        80                      
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE                      
                                                                    
gi|549 TTKYNVGQNIAVSSSTAAVYENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWA 
          110       120       130       140       150       160     
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 71.2  bits: 19.7 E():   54 
Smith-Waterman score: 45; 23.4% identity (44.7% similar) in 47 aa overlap (26-69:347-393) 
 
                    10        20        30        40        50      
AAD-12      TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
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                                     . :. ... : :   :: .    .  : :  
gi|625 DPMKKNVLVRADAPHTESMKWNWRSEKDLLENGAIFVASGCDPHLTPEQKSHLIPAEPGS 
        320       330       340       350       360       370       
 
          60           70        80 
AAD-12 PSLLIGRHA---HAIPGMDAAESERFLE 
         : .   :   . .::            
gi|625 AVLQLTSCAGTLKCVPGKPC         
        380       390               
 
>>gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A-I [  (262 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.0  bits: 19.1 E():   55 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (17-63:71-117) 
 
                             10        20        30        40       
AAD-12               TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
         50        60        70        80                           
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE                           
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 71.0  bits: 16.3 E():   55 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (22-42:5-25) 
 
               10        20        30        40        50        60 
AAD-12 TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI 
                            :.: .: :  : : .   :.:                   
gi|462                  TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXLSSA       
                                10        20        30              
 
               70        80 
AAD-12 GRHAHAIPGMDAAESERFLE 
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 71.0  bits: 15.6 E():   56 
Smith-Waterman score: 36; 44.0% identity (56.0% similar) in 25 aa overlap (21-45:2-24) 
 
               10        20        30        40        50        60 
AAD-12 TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI 
                           ::..  :  :  : :. : :::  :                
gi|751                    DLGYAP-ATPAAPGAGY-TPATPAAP                
                                   10         20                    
 
               70        80 
AAD-12 GRHAHAIPGMDAAESERFLE 
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.7  bits: 15.6 E():   58 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (39-45:5-11) 
 
       10        20        30        40        50        60         
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     : .:.::                        
gi|751                           TKSQTHVPIRPNKLVLKVQKDRATN          
                                         10        20               
 
       70        80 
AAD-12 GMDAAESERFLE 
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.6  bits: 18.1 E():   59 
Smith-Waterman score: 40; 30.0% identity (56.7% similar) in 30 aa overlap (42-71:114-143) 
 
              20        30        40        50        60        70  
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
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                                     : : ..::    :. ..:  ..:    :.: 
gi|189 HCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTVHNAPYCLGLD 
            90       100       110       120       130       140    
 
              80 
AAD-12 AAESERFLE 
                 
gi|189 I         
                 
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.5  bits: 19.4 E():   59 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (49-67:99-117) 
 
       20        30        40        50        60        70         
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
       80                                                           
AAD-12 LE                                                           
                                                                    
gi|908 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
      130       140       150       160       170       180         
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.5  bits: 18.1 E():   59 
Smith-Waterman score: 40; 30.0% identity (56.7% similar) in 30 aa overlap (42-71:115-144) 
 
              20        30        40        50        60        70  
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ..:  ..:    :.: 
gi|439 CRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
              80 
AAD-12 AAESERFLE 
                 
gi|439 I         
                 
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.5  bits: 18.1 E():   59 
Smith-Waterman score: 40; 26.7% identity (60.0% similar) in 30 aa overlap (42-71:115-144) 
 
              20        30        40        50        60        70  
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::   .:. ...  ..:    :.: 
gi|217 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
              80 
AAD-12 AAESERFLE 
                 
gi|217 I         
                 
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.5  bits: 19.4 E():   59 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (49-67:100-118) 
 
       20        30        40        50        60        70         
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
       80                                                           
AAD-12 LE                                                           
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gi|118 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     130       140       150       160       170       180          
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.5  bits: 18.4 E():   59 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (62-78:17-30) 
 
              40        50        60        70        80            
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE            
                                     ::   .:..:    :::              
gi|212               VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                             10        20           30        40    
 
gi|212 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
            50        60        70        80        90       100    
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.5  bits: 18.4 E():   60 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (62-78:18-31) 
 
              40        50        60        70        80            
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE            
                                     ::   .:..:    :::              
gi|144              AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
gi|144 LTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.5  bits: 18.4 E():   60 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (62-78:18-31) 
 
              40        50        60        70        80            
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE            
                                     ::   .:..:    :::              
gi|116              AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
gi|116 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.4  bits: 18.8 E():   60 
Smith-Waterman score: 42; 33.3% identity (71.4% similar) in 21 aa overlap (22-42:72-92) 
 
                        10        20        30        40        50  
AAD-12          TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     : ...: .::   : ...:.:          
gi|383 TASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEE 
              50        60        70        80        90       100  
 
              60        70        80                                
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESERFLE                                
                                                                    
gi|383 EEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEEL 
             110       120       130       140       150       160  
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.3  bits: 15.6 E():   60 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (51-61:10-20) 
 
               30        40        50        60        70        80 
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
                                     :.:  :..: :                    
gi|147                      AKITFTNNXPNTVWPGILTGFGQKPQ              
                                    10        20                    
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (17-63:71-117) 
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                             10        20        30        40       
AAD-12               TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|473 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
         50        60        70        80                           
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE                           
        . .:. ..:.  :...                                            
gi|473 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.3  bits: 19.7 E():   61 
Smith-Waterman score: 45; 20.0% identity (58.2% similar) in 55 aa overlap (24-76:52-104) 
 
                      10        20        30        40        50    
AAD-12        TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE- 
                                     ....:: :.: :.. ..  .   . . :   
gi|144 VEADVKLSDGYLARAAVPRGASTGIYEALELRDGGSDYLGKGVSKAVENVN--IIIGPAL 
              30        40        50        60        70            
 
              60        70        80                                
AAD-12 TGR-PSLLIGRHAHAIPGMDAAESERFLE                                
       .:. :.  .:     .  .:.. .:                                    
gi|144 VGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAVSLAVCKAGAHVKGIPLYKH 
      80        90       100       110       120       130          
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.3  bits: 19.7 E():   61 
Smith-Waterman score: 45; 20.0% identity (58.2% similar) in 55 aa overlap (24-76:52-104) 
 
                      10        20        30        40        50    
AAD-12        TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE- 
                                     ....:: :.: :.. ..  .   . . :   
gi|144 VEADVKLSDGYLARAAVPSGASTGIYEALELRDGGSDYLGKGVSKAVENVN--IIIGPAL 
              30        40        50        60        70            
 
              60        70        80                                
AAD-12 TGR-PSLLIGRHAHAIPGMDAAESERFLE                                
       .:. :.  .:     .  .:.. .:                                    
gi|144 VGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAVSLAVCKAGAHVKGIPLYEH 
      80        90       100       110       120       130          
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.8 E():   62 
Smith-Waterman score: 42; 41.2% identity (64.7% similar) in 17 aa overlap (6-22:175-191) 
 
                                        10        20        30      
AAD-12                          TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :: .  :.:  :..: :              
gi|136 KVHGKDSPLKYGPKFDKKQLAISTLDFEIRHQLTQIHGLYRSSDKTGGYWKITMNDGSTY 
          150       160       170       180       190       200     
 
          40        50        60        70        80 
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
                                                     
gi|136 QSDLSKKFEYNTEKPPINIDEIKTIEAEIN                
          210       220       230                    
 
>>gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A-II   (291 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.2  bits: 19.1 E():   62 
Smith-Waterman score: 43; 19.1% identity (53.2% similar) in 47 aa overlap (17-63:71-117) 
 
                             10        20        30        40       
AAD-12               TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . : .     : .:  
gi|170 QVPLVQEQQFQGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQPFRPQQPY 
               50        60        70        80        90       100 
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         50        60        70        80                           
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE                           
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQILQQILQQQLIPCRDVVLQQHNIAHGSSQV 
              110       120       130       140       150       160 
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.1  bits: 18.4 E():   62 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (62-78:27-40) 
 
              40        50        60        70        80            
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE            
                                     ::   .:..:    :::              
gi|194     MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEA 
                   10        20        30           40        50    
 
gi|194 LTQYKCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVL 
            60        70        80        90       100       110    
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 69.8  bits: 15.0 E():   65 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (36-43:10-17) 
 
          10        20        30        40        50        60      
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH 
                                     :.:  :::                       
gi|244                      IGNEDCTPWMSTLITPLP                      
                                    10                              
 
          70        80 
AAD-12 AIPGMDAAESERFLE 
 
>>gi|21673|emb|CAA35238.1| unnamed protein product [Trit  (307 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.7  bits: 19.1 E():   65 
Smith-Waterman score: 43; 22.0% identity (50.0% similar) in 50 aa overlap (14-63:86-131) 
 
                                10        20        30        40    
AAD-12                  TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
                                     : : : .: . :      . : .     :  
gi|216 PFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQLPYPQPQ----LPYPQPQPFRPQ 
          60        70        80        90           100       110  
 
            50        60        70        80                        
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE                        
       .:  . .:. ..:.  :...                                         
gi|216 QPYPQSQPQYSQPQQPISQQQQQQQQQQQQKQQQQQQQQILQQILQQQLIPCRDVVLQQH 
             120       130       140       150       160       170  
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 19.1 E():   65 
Smith-Waterman score: 43; 27.8% identity (55.6% similar) in 36 aa overlap (32-67:234-269) 
 
              10        20        30        40        50        60  
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::  ..   .: . :.:   :.. :  .:  
gi|324 DPRTLNKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVIL 
           210       220       230       240       250       260    
 
              70        80                           
AAD-12 RHAHAIPGMDAAESERFLE                           
         .::.                                        
gi|324 SISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV 
           270       280       290       300         
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.7  bits: 18.4 E():   66 
Smith-Waterman score: 41; 26.7% identity (70.0% similar) in 30 aa overlap (11-40:120-149) 
 
                                   10        20        30        40 
AAD-12                     TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                     .... :  .:. .: .:...:.. :  : : 
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gi|144 DTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWA 
      90       100       110       120       130       140          
 
               50        60        70        80            
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE            
                                                           
gi|144 DFYFVAILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
     150       160       170       180       190       200 
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.5  bits: 18.4 E():   67 
Smith-Waterman score: 41; 26.7% identity (70.0% similar) in 30 aa overlap (11-40:124-153) 
 
                                   10        20        30        40 
AAD-12                     TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                     .... :  .:. .: .:...:.. :  : : 
gi|622 DTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWA 
           100       110       120       130       140       150    
 
               50        60        70        80            
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE            
                                                           
gi|622 DFYFVAILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
           160       170       180       190       200     
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 69.5  bits: 18.4 E():   67 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (13-38:76-100) 
 
                                 10        20        30        40   
AAD-12                   TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
             50        60        70        80                       
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE                       
                                                                    
gi|549 AKYPVGQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 69.5  bits: 18.4 E():   67 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (13-38:76-100) 
 
                                 10        20        30        40   
AAD-12                   TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDI 
          50        60        70        80         90       100     
 
             50        60        70        80                       
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE                       
                                                                    
gi|549 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 69.3  bits: 18.4 E():   69 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (13-38:81-105) 
 
                                 10        20        30        40   
AAD-12                   TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|115 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
               60        70        80         90       100          
 
             50        60        70        80                       
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE                       
                                                                    
gi|115 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
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     110       120       130       140       150       160          
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 69.3  bits: 19.7 E():   69 
Smith-Waterman score: 45; 23.5% identity (58.8% similar) in 51 aa overlap (30-77:265-315) 
 
                10        20        30        40        50          
AAD-12  TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG-RPSL 
                                     : .. :..:..  . ::.: .     . :  
gi|144 AVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGGVMTPLIKRNTTIPTKKSE 
          240       250       260       270       280       290     
 
       60          70        80                                     
AAD-12 LIGRHAHAIPG--MDAAESERFLE                                     
        .. ..   ::  ... :.::                                        
gi|144 TFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAPRGVPQIEVTFDLDANGIM 
          300       310       320       330       340       350     
 
>>gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos tauru  (172 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.1  bits: 18.1 E():   70 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (5-26:49-70) 
 
                                         10        20        30     
AAD-12                           TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
       20        30        40        50        60        70         
 
           40        50        60        70        80               
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE               
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
       80        90       100       110       120       130         
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.0  bits: 19.7 E():   72 
Smith-Waterman score: 45; 38.5% identity (69.2% similar) in 26 aa overlap (2-27:133-158) 
 
                                            10        20        30  
AAD-12                              TRALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.: . .:: . : : ..::..  :     
gi|558 RVRSGGHDYEGLSYRSERPEAFAVVDLNKMRAVVVDGKARTAWVDSGAQLGELYYAIAKN 
            110       120       130       140       150       160   
 
              40        50        60        70        80            
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE            
                                                                    
gi|558 SPVLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGTLLDKSSMSAD 
            170       180       190       200       210       220   
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.9  bits: 18.4 E():   72 
Smith-Waterman score: 41; 33.3% identity (56.7% similar) in 30 aa overlap (4-33:75-104) 
 
                                          10        20        30    
AAD-12                            TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     :: .:.: .   ::..      : : .:.: 
gi|221 DNRIESEGGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFG 
           50        60        70        80        90       100     
 
            40        50        60        70        80              
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE              
                                                                    
gi|221 LIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQKVHRFDEGDLIAVPTGV 
          110       120       130       140       150       160     
 
>>gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Thauma  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 68.9  bits: 15.0 E():   72 
Smith-Waterman score: 30; 66.7% identity (83.3% similar) in 6 aa overlap (64-69:15-20) 
 
            40        50        60        70        80 
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AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
                                     : :.::            
gi|680                 ATFNFINNCPFTVWAAAVPG            
                               10        20            
 
>>gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} [De  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 68.9  bits: 15.0 E():   72 
Smith-Waterman score: 30; 45.5% identity (72.7% similar) in 11 aa overlap (66-76:1-11) 
 
          40        50        60        70        80      
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE      
                                     :. :.::  .:          
gi|404                               AVGGQDADLAEAPFQISLLK 
                                             10        20 
 
>>gi|289064179|gb|ADC80503.1| non-specific lipid transfe  (118 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.7  bits: 17.5 E():   75 
Smith-Waterman score: 38; 66.7% identity (88.9% similar) in 9 aa overlap (64-72:81-89) 
 
            40        50        60        70        80              
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE              
                                     : ::::..:                      
gi|289 ASCCSGVRSLNAAAKTTPDRQAVCNCLKSAAGAIPGFNANNAGILPGKCGVSIPYKISTS 
               60        70        80        90       100       110 
 
gi|289 TNCATIKF 
                
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.6  bits: 18.4 E():   75 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (13-38:99-123) 
 
                                 10        20        30        40   
AAD-12                   TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|162 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
             50        60        70        80                       
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE                       
                                                                    
gi|162 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.6  bits: 18.4 E():   75 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (13-38:99-123) 
 
                                 10        20        30        40   
AAD-12                   TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|856 KEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
             50        60        70        80                       
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE                       
                                                                    
gi|856 AKYQVGQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia mutic  (284 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 68.6  bits: 18.7 E():   75 
Smith-Waterman score: 42; 36.8% identity (73.7% similar) in 19 aa overlap (62-80:63-80) 
 
              40        50        60        70        80            
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE            
                                     .:: ..  ..::: .:. :            
gi|219 EDSKAKIEEDLTSLQKKYTNLENEFDQVNEKHADSVAKLEAAE-KRLTETEDEIKGYTRK 
             40        50        60        70         80        90  
 
gi|219 IQLLEDDLERTQTKLDEATGKLEEATKSADESERGRKVLESRSLADDDRIDGLEKQVKDA 
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             100       110       120       130       140       150  
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.6  bits: 17.5 E():   75 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (12-29:33-50) 
 
                                  10        20        30        40  
AAD-12                    TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     :.:.: : .: ....  :             
gi|160 QEHKPKKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELD 
             10        20        30        40        50        60   
 
              50        60        70        80                   
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE                   
                                                                 
gi|160 VVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQTQ 
             70        80        90       100       110          
 
>>gi|170720|gb|AAA34280.1| alpha/beta-gliadin precursor   (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.5  bits: 18.7 E():   76 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (17-63:71-117) 
 
                             10        20        30        40       
AAD-12               TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
         50        60        70        80                           
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE                           
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|21761|emb|CAA26384.1| unnamed protein product [Trit  (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.5  bits: 18.7 E():   76 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (17-63:71-117) 
 
                             10        20        30        40       
AAD-12               TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|217 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQQFRPQQPY 
               50        60        70        80        90       100 
 
         50        60        70        80                           
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE                           
        . .:. ..:.  :...                                            
gi|217 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|21755|emb|CAA25593.1| unnamed protein product [Trit  (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.5  bits: 18.7 E():   76 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (17-63:71-117) 
 
                             10        20        30        40       
AAD-12               TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|217 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
         50        60        70        80                           
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE                           
        . .:. ..:.  :...                                            
gi|217 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|21757|emb|CAA26383.1| unnamed protein product [Trit  (296 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 18.7 E():   78 
Smith-Waterman score: 42; 25.6% identity (59.0% similar) in 39 aa overlap (4-42:209-246) 
 
                                          10        20        30    
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AAD-12                            TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     ..::.. :..   :: .: . ::   .  : 
gi|217 QPLQQLCCQQLWQIPEQSRCQAIHNVVHAIILHQQQ-RQQQPSSQVSLQQPQQQYPSGQG 
      180       190       200       210        220       230        
 
            40        50        60        70        80             
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE             
       . . .  .:                                                   
gi|217 FFQPSQQNPQAQGSVQPQQLPQFEEIRNLALQTLPRMCNVYIPPYCSTTIAPFGIFGTN 
       240       250       260       270       280       290       
 
>>gi|253683676|gb|ACT33296.1| putative tabinhibitin 9 [T  (252 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.8  bits: 18.4 E():   83 
Smith-Waterman score: 41; 42.9% identity (71.4% similar) in 14 aa overlap (13-26:139-152) 
 
                                 10        20        30        40   
AAD-12                   TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     ::. .  : ::.:.                 
gi|253 EAYKCRHTLRFWTPGQLNFEFYADKMPFTMSLISTAIKRGHMQKHNITRDIVEKYQPVGP 
      110       120       130       140       150       160         
 
             50        60        70        80                       
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE                       
                                                                    
gi|253 KGNVKELALAIFDRVTAVGCGLTTWKLGGKARAFFTCNFFSENDYNRPVYKTGNSPGEKC 
      170       180       190       200       210       220         
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.7  bits: 18.1 E():   84 
Smith-Waterman score: 40; 34.5% identity (51.7% similar) in 29 aa overlap (28-56:139-165) 
 
                  10        20        30        40        50        
AAD-12    TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS 
                                     :  :.  :. :. . :  : .::   : :  
gi|116 KYAGVFVSTGTLGGGQETTAITSMSTLVDHGFIYVPLGYKTAFSMLANLDEVH--GGSPW 
      110       120       130       140       150       160         
 
        60        70        80                
AAD-12 LLIGRHAHAIPGMDAAESERFLE                
                                              
gi|116 GAGTFSAGDGSRQPSELELNIAQAQGKAFYEAVAKAHQ 
        170       180       190       200     
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.7  bits: 18.1 E():   84 
Smith-Waterman score: 40; 30.8% identity (69.2% similar) in 26 aa overlap (13-38:76-100) 
 
                                 10        20        30        40   
AAD-12                   TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:... :. .    :: ::     
gi|740 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
             50        60        70        80                       
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE                       
                                                                    
gi|740 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea sati  (316 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.7  bits: 18.7 E():   84 
Smith-Waterman score: 42; 31.2% identity (53.1% similar) in 32 aa overlap (20-51:191-220) 
 
                          10        20        30        40          
AAD-12            TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     .: :  . :.:  . : :   .:   :: . 
gi|135 FVMENNKQTYCTSKSWPCVFGKQYYGRGPIQLTHNYNYGQAGKAIGADLINNP--DLVAT 
              170       180       190       200       210           
 
      50        60        70        80                              
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLE                              
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       .:                                                           
gi|135 NPTISFKTAIWFWMTPQANKPSSHDVIIGNWRPSAADTSAGRVPSYGVITNIINGGLECG 
      220       230       240       250       260       270         
 
>>gi|159793197|gb|ABW98943.1| alpha S1 casein [Bos tauru  (205 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 18.1 E():   84 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (5-26:82-103) 
 
                                         10        20        30     
AAD-12                           TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
              60        70        80        90       100       110  
 
           40        50        60        70        80               
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE               
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
             120       130       140       150       160       170  
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.6  bits: 17.5 E():   85 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (12-29:48-65) 
 
                                  10        20        30        40  
AAD-12                    TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     :.:.: : .: ....  :             
gi|111 QGHKPKKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELD 
        20        30        40        50        60        70        
 
              50        60        70        80                   
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE                   
                                                                 
gi|111 VVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQTQ 
        80        90       100       110       120       130     
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.6  bits: 17.5 E():   85 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (12-29:48-65) 
 
                                  10        20        30        40  
AAD-12                    TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     :.:.: : .: ....  :             
gi|420 QEHKPKKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELD 
        20        30        40        50        60        70        
 
              50        60        70        80                   
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE                   
                                                                 
gi|420 VVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQTQ 
        80        90       100       110       120       130     
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.6  bits: 17.5 E():   85 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (12-29:48-65) 
 
                                  10        20        30        40  
AAD-12                    TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     :.:.: : .: ....  :             
gi|111 QEHKPEKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELD 
        20        30        40        50        60        70        
 
              50        60        70        80                   
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE                   
                                                                 
gi|111 VVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQTQ 
        80        90       100       110       120       130     
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.6  bits: 19.4 E():   85 
Smith-Waterman score: 44; 30.0% identity (60.0% similar) in 30 aa overlap (11-40:322-351) 
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                                   10        20        30        40 
AAD-12                     TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                     ::..  ..:   .  ::::.  . ..:  : 
gi|186 GKDKHCQRPRGSQSKSRRNGIDETICTMRLRHNIGQTSSPDIYNPQAGSVTTATSLDFPA 
             300       310       320       330       340       350  
 
               50        60        70        80                     
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE                     
                                                                    
gi|186 LSWLRLSAEFGSLRKNAMFVPHYNLNANSIIYALNGRALIQVVNCNGERVFDGELQEGRV 
             360       370       380       390       400       410  
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.6  bits: 19.4 E():   85 
Smith-Waterman score: 44; 30.0% identity (60.0% similar) in 30 aa overlap (11-40:322-351) 
 
                                   10        20        30        40 
AAD-12                     TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                     ::..  ..:   .  ::::.  . ..:  : 
gi|186 GKDKHCQRPRGSQSKSRRNGIDETICTMRLRHNIGQTSSPDIYNPQAGSVTTATSLDFPA 
             300       310       320       330       340       350  
 
               50        60        70        80                     
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE                     
                                                                    
gi|186 LSWLRLSAGFGSLRKNAMFVPHYNLNANSIIYALNGRALIQVVNCNGERVFDGELQEGRV 
             360       370       380       390       400       410  
 
>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.5  bits: 19.0 E():   86 
Smith-Waterman score: 43; 35.0% identity (65.0% similar) in 20 aa overlap (21-40:133-152) 
 
                         10        20        30        40        50 
AAD-12           TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :: ... :.    : .::.:           
gi|129 IRKNEDVAYVEEDQIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVD 
            110       120       130       140       150       160   
 
               60        70        80                               
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLE                               
                                                                    
gi|129 SGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASILSVKVFQG 
            170       180       190       200       210       220   
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.5  bits: 19.0 E():   86 
Smith-Waterman score: 43; 35.0% identity (65.0% similar) in 20 aa overlap (21-40:133-152) 
 
                         10        20        30        40        50 
AAD-12           TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :: ... :.    : .::.:           
gi|746 IRKNEDVAYVEEDQIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVD 
            110       120       130       140       150       160   
 
               60        70        80                               
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLE                               
                                                                    
gi|746 SGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASILSVKVFQG 
            170       180       190       200       210       220   
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.5  bits: 19.0 E():   86 
Smith-Waterman score: 43; 35.5% identity (54.8% similar) in 31 aa overlap (38-68:3-32) 
 
        10        20        30        40        50        60        
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                                     : : :.  :. .   .:   :  : ::..: 
gi|238                             FITKAIPIV-LAALSAVNGAKILEAGPHAETI 
                                            10        20        30  
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        70        80                                                
AAD-12 PGMDAAESERFLE                                                
       :                                                            
gi|238 PNKYIVVMKKDVSDEAFSTHTTWLSQNLNRRLMRRSGSSKAMAGMQNKYSLGGIFRAYSG 
              40        50        60        70        80        90  
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 67.5  bits: 13.7 E():   86 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (2-6:2-6) 
 
               10        20        30        40        50        60 
AAD-12 TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI 
        : :::                                                       
gi|463 DRNLVHSATR                                                   
               10                                                   
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 18.1 E():   87 
Smith-Waterman score: 40; 38.5% identity (42.3% similar) in 26 aa overlap (33-58:60-85) 
 
             10        20        30        40        50        60   
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     :  :  :  :  : ::.   :  : :     
gi|613 CLEYSNVGFTDAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIA 
      30        40        50        60        70        80          
 
             70        80                                           
AAD-12 HAHAIPGMDAAESERFLE                                           
                                                                    
gi|613 QRWANQCTFEHDACRNVERFAVGQNIAATSSSGKNKSTLSDMILLWYNEVKDFDNRWISS 
      90       100       110       120       130       140          
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.4  bits: 17.2 E():   88 
Smith-Waterman score: 37; 41.2% identity (58.8% similar) in 17 aa overlap (61-77:82-98) 
 
               40        50        60        70        80           
AAD-12 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE           
                                     :  :.: :  . :: :.              
gi|215 NELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMGFGLFD 
              60        70        80        90       100       110  
 
>>gi|162792|gb|AAA30428.1| alpha-s1-casein precursor [Bo  (214 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 18.1 E():   88 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (5-26:91-112) 
 
                                         10        20        30     
AAD-12                           TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
               70        80        90       100       110       120 
 
           40        50        60        70        80               
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE               
                                                                    
gi|162 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
              130       140       150       160       170       180 
 
>>gi|162794|gb|AAA30429.1| alpha-S1-casein [Bos taurus]   (214 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 18.1 E():   88 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (5-26:91-112) 
 
                                         10        20        30     
AAD-12                           TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
               70        80        90       100       110       120 
 
           40        50        60        70        80               
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE               
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gi|162 VPQLEIVPNSAEERLHSMKEGIDAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
              130       140       150       160       170       180 
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 18.4 E():   88 
Smith-Waterman score: 41; 31.8% identity (59.1% similar) in 22 aa overlap (4-25:127-148) 
 
                                          10        20        30    
AAD-12                            TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     : :.:  :: ..  .:   :..         
gi|273 KMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKD 
        100       110       120       130       140       150       
 
            40        50        60        70        80              
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE              
                                                                    
gi|273 ELLKMKKDGKTKKELEAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAELKN 
        160       170       180       190       200       210       
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 18.4 E():   88 
Smith-Waterman score: 41; 31.8% identity (59.1% similar) in 22 aa overlap (4-25:127-148) 
 
                                          10        20        30    
AAD-12                            TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     : :.:  :: ..  .:   :..         
gi|273 KMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKD 
        100       110       120       130       140       150       
 
            40        50        60        70        80              
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE              
                                                                    
gi|273 ELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAELKN 
        160       170       180       190       200       210       
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 18.4 E():   88 
Smith-Waterman score: 41; 31.8% identity (59.1% similar) in 22 aa overlap (4-25:127-148) 
 
                                          10        20        30    
AAD-12                            TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     : :.:  :: ..  .:   :..         
gi|273 KMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKD 
        100       110       120       130       140       150       
 
            40        50        60        70        80              
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE              
                                                                    
gi|273 ELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAELKN 
        160       170       180       190       200       210       
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.1  bits: 17.8 E():   91 
Smith-Waterman score: 39; 35.3% identity (70.6% similar) in 17 aa overlap (31-47:118-134) 
 
               10        20        30        40        50        60 
AAD-12 TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI 
                                     :. . :...: : . ::              
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
               70        80            
AAD-12 GRHAHAIPGMDAAESERFLE            
                                       
gi|195 ALEKFDKALKALPMHIRLSFNPTQLEEQCHI 
       150       160       170         
 
>>gi|190684057|gb|ACE82289.1| glutathione transferase [T  (222 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 67.0  bits: 18.1 E():   91 
Smith-Waterman score: 40; 32.4% identity (59.5% similar) in 37 aa overlap (40-72:50-86) 
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 5397



 

 

      10        20        30        40        50           60       
AAD-12 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP---SLLIGRHAH- 
                                     :.:..  . :  . :::   ::.: .. .  
gi|190 RVRIALAEKGLPYEYAEEDLMAGKSDRLLRANPVHKKIPVLLHDGRPVNESLIILQYLED 
      20        30        40        50        60        70          
 
          70        80                                              
AAD-12 AIPGMDAAESERFLE                                              
       :.:   :                                                      
gi|190 AFPDAPALLPSDPYARAQARFWADYVDKKVYDCGSRLWKLKGEPQAQARAEMLDILKTLD 
      80        90       100       110       120       130          
 
>>gi|29839419|sp|Q9XFM4.1|13S3_FAGES RecName: Full=13S g  (538 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.9  bits: 19.4 E():   93 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (7-22:393-408) 
 
                                       10        20        30       
AAD-12                         TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|298 NRPSRADVFNPRAGRINTVDSNNLPILEFIQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
            370       380       390       400       410       420   
 
         40        50        60        70        80                 
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE                 
                                                                    
gi|298 RGEGRVQVVGDEGRSVFDDNVQRGQILVVPQGFAVVLKAGREGLEWVELKNDDNAITSPI 
            430       440       450       460       470       480   
 
>>gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betula p  (21 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 66.7  bits: 14.6 E():   95 
Smith-Waterman score: 29; 42.9% identity (50.0% similar) in 14 aa overlap (35-48:8-21) 
 
           10        20        30        40        50        60     
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :  :.  ::  : :                 
gi|309                        MRVFNYKGETTSLIPLARLFK                 
                                      10        20                  
 
           70        80 
AAD-12 HAIPGMDAAESERFLE 
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.7  bits: 17.2 E():   95 
Smith-Waterman score: 37; 26.7% identity (56.7% similar) in 30 aa overlap (42-71:90-119) 
 
              20        30        40        50        60        70  
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ...  ..:    :.: 
gi|253 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNAPYCLGLD 
      60        70        80        90       100       110          
 
              80 
AAD-12 AAESERFLE 
                 
gi|253 I         
     120         
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.8 E():   95 
Smith-Waterman score: 39; 25.0% identity (65.0% similar) in 20 aa overlap (12-31:97-116) 
 
                                  10        20        30        40  
AAD-12                    TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     :...  :..  . :: .: .           
gi|170 STYQLLQELCCQHLWQIPEQSQCQAIHNVVHAIILHQQQQKQQQQPSSQFSFQQPLQQYP 
         70        80        90       100       110       120       
 
              50        60        70        80                      
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE                      
                                                                    
gi|170 LGQGSFRPSQQNPQAQGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN 
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        130       140       150       160       170       180       
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 66.7  bits: 13.7 E():   95 
Smith-Waterman score: 26; 50.0% identity (83.3% similar) in 6 aa overlap (56-61:1-6) 
 
          30        40        50        60        70        80 
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
                                     :.. ::                    
gi|250                               PTITIGGPEYR               
                                             10                
 
>>gi|14424466|sp|P35778.2|VA3_SOLIN RecName: Full=Venom   (234 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 18.1 E():   96 
Smith-Waterman score: 40; 38.5% identity (42.3% similar) in 26 aa overlap (33-58:82-107) 
 
             10        20        30        40        50        60   
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     :  :  :  :  : ::.   :  : :     
gi|144 CLEYSNVGFTDAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIA 
              60        70        80        90       100       110  
 
             70        80                                           
AAD-12 HAHAIPGMDAAESERFLE                                           
                                                                    
gi|144 QRWANQCTFEHDACRNVERFAVGQNIAATSSSGKNKSTPNEMILLWYNEVKDFDNRWISS 
             120       130       140       150       160       170  
 
>>gi|18641|emb|CAA37044.1| glycinin [Glycine max]         (562 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 66.6  bits: 19.4 E():   97 
Smith-Waterman score: 44; 27.3% identity (56.8% similar) in 44 aa overlap (8-49:124-167) 
 
                                      10        20        30        
AAD-12                        TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :: ...:  :..:. : ...    :  :.  
gi|186 IAQGKGALQCKPGCPETFEEPQEQSNRRGSRSQKQQLQDSHQKIRHFNEGDVLVIPPGVP 
           100       110       120       130       140       150    
 
          40        50        60        70        80                
AAD-12 --TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE                
         :  :  .:.: .                                               
gi|186 YWTYNTGDEPVVAISLLDTSNFNNQLDQTPRVFYLAGNPDIEYPETMQQQQQQKSHGGRK 
           160       170       180       190       200       210    
 
>>gi|806556|emb|CAA60533.1| A5A4B3 subunit [Glycine soja  (563 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 66.6  bits: 19.4 E():   97 
Smith-Waterman score: 44; 27.3% identity (56.8% similar) in 44 aa overlap (8-49:125-168) 
 
                                      10        20        30        
AAD-12                        TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :: ...:  :..:. : ...    :  :.  
gi|806 AQGKGALGVAIPGCPETFEEPQEQSNRRGSRSQKQQLQDSHQKIRHFNEGDVLVIPPGVP 
          100       110       120       130       140       150     
 
          40        50        60        70        80                
AAD-12 --TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE                
         :  :  .:.: .                                               
gi|806 YWTYNTGDEPVVAISLLDTSNFNNQLDQTPRVFYLAGNPDIEYPETMQQQQQQKSHGGRK 
          160       170       180       190       200       210     
 
>>gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=13S g  (565 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 19.4 E():   97 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (7-22:423-438) 
 
                                       10        20        30       
AAD-12                         TRALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|298 NRPSRADVFNPRAGRINTVNSNNLPILEFIQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
            400       410       420       430       440       450   
 
         40        50        60        70        80                 
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AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE                 
                                                                    
gi|298 RGEGRVQVVGDEGRSVFDDNVQRGQILVVPQGFAVVLKAGREGLEWVELKNDDNAITSPI 
            460       470       480       490       500       510   
 
>>gi|9087152|sp|P81294.1|MPAJ1_JUNAS RecName: Full=Major  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.7 E():   98 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (49-67:120-138) 
 
       20        30        40        50        60        70         
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|908 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHSLHIHGCNT 
      90       100       110       120       130       140          
 
       80                                                           
AAD-12 LE                                                           
                                                                    
gi|908 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.7 E():   98 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (49-67:120-138) 
 
       20        30        40        50        60        70         
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
       80                                                           
AAD-12 LE                                                           
                                                                    
gi|810 SVLGNVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8843917|gb|AAF80164.1| pollen major allergen 1-2 [J  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.7 E():   98 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (49-67:120-138) 
 
       20        30        40        50        60        70         
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
       80                                                           
AAD-12 LE                                                           
                                                                    
gi|884 SVLGDVLVSESIGVVPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIF 
     150       160       170       180       190       200          
 
>>gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.7 E():   98 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (49-67:120-138) 
 
       20        30        40        50        60        70         
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
       80                                                           
AAD-12 LE                                                           
                                                                    
gi|810 SVLGNVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.7 E():   98 
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Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (49-67:120-138) 
 
       20        30        40        50        60        70         
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHSCNT 
      90       100       110       120       130       140          
 
       80                                                           
AAD-12 LE                                                           
                                                                    
gi|810 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLPDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.7 E():   98 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (49-67:120-138) 
 
       20        30        40        50        60        70         
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|151 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
       80                                                           
AAD-12 LE                                                           
                                                                    
gi|151 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.7 E():   98 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (49-67:120-138) 
 
       20        30        40        50        60        70         
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
       80                                                           
AAD-12 LE                                                           
                                                                    
gi|810 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.7 E():   98 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (49-67:120-138) 
 
       20        30        40        50        60        70         
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLEMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
       80                                                           
AAD-12 LE                                                           
                                                                    
gi|810 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8843921|gb|AAF80166.1| pollen major allergen 1-1 [J  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.7 E():   98 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (49-67:120-138) 
 
       20        30        40        50        60        70         
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
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       80                                                           
AAD-12 LE                                                           
                                                                    
gi|884 SVLGDVLVSESIGVVPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     150       160       170       180       190       200          
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:56 2011 done: Fri Jan 21 00:02:56 2011 
 Total Scan time:  0.060 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 153  - 232 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     1     8:= * 
  34     3    22:=      * 
  36    33    44:===========   * 
  38    59    73:====================    * 
  40    44   102:===============                  * 
  42   117   125:=======================================  * 
  44   155   138:=============================================*====== 
  46   161   140:==============================================*======= 
  48   109   134:=====================================       * 
  50    94   122:================================        * 
  52   133   108:===================================*========= 
  54    82    92:============================  * 
  56   121    77:=========================*=============== 
  58    68    63:====================*== 
  60    55    51:================*== 
  62    46    41:=============*== 
  64    33    33:==========* 
  66    35    26:========*=== 
  68    31    20:======*==== 
  70    26    16:=====*=== 
  72    13    12:===*= 
  74    11    10:===* 
  76    14     8:==*== 
  78    13     6:=*=== 
  80    11     5:=*== 
  82     6     3:*= 
  84     8     3:*== 
  86     3     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
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 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     1     0:=         *= 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.54150.00308; mu= 5.9923 0.159 
 mean_var=31.2015 7.317, 0's: 2 Z-trim: 3  B-trim: 71 in 1/43 
 Lambda= 0.229608 
 Kolmogorov-Smirnov  statistic: 0.0899 (N=28) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   67 27.0    0.35 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   54 22.8       2 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   59 24.3     2.6 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   56 23.4     3.8 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   56 23.3     7.4 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   56 23.3     7.5 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 19.2     7.6 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   52 22.0     9.1 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   47 20.4     9.2 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 23.3     9.4 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 23.3     9.6 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   51 21.7      11 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   51 21.7      11 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   52 22.0      11 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   52 22.0      11 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   48 20.8      11 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 21.4      12 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   50 21.4      12 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   50 21.4      12 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 16.9      14 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   52 22.0      14 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   52 22.0      15 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   52 22.0      15 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   52 22.0      15 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   49 21.1      16 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.8      17 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.8      17 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.8      17 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   51 21.7      18 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   51 21.7      18 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   50 21.4      18 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 21.0      18 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   47 20.4      19 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   48 20.7      19 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 23.3      20 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 21.0      22 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 19.4      22 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 19.1      23 
gi|55859464|emb|CAH92637.1| pollen allergen Lol p  ( 423)   49 21.0      23 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 18.5      25 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 20.4      25 
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gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 20.4      25 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 21.7      25 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   49 21.0      25 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   43 19.1      27 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   43 19.1      29 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   48 20.7      31 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 19.4      32 
gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Veno ( 204)   44 19.4      34 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   44 19.4      34 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   44 19.4      35 
gi|56417506|gb|AAV90694.1| GE-rich salivary protei ( 266)   45 19.7      36 
gi|56417504|gb|AAV90693.1| 30 kDa salivary gland a ( 271)   45 19.7      37 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   48 20.7      37 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 19.1      37 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   45 19.7      38 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 20.0      38 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   45 19.7      39 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 18.1      41 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 20.4      44 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 19.4      44 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   43 19.1      46 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   40 18.1      46 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 19.4      48 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   46 20.0      49 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.4      49 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.7      50 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.7      50 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   41 18.4      50 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 15.3      51 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 18.1      53 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 18.1      54 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.7      54 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   42 18.8      54 
gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A ( 262)   43 19.1      56 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 16.2      57 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.6      58 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   44 19.4      59 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   44 19.4      59 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   40 18.1      59 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   40 18.1      60 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   40 18.1      60 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 18.4      60 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.6      60 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 18.4      60 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 18.4      60 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   42 18.7      61 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.7      61 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   45 19.7      61 
gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   43 19.1      61 
gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A ( 291)   43 19.1      62 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   42 18.7      62 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.3      62 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.6      62 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 18.4      63 
gi|21673|emb|CAA35238.1| unnamed protein product [ ( 307)   43 19.1      66 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   43 19.1      66 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   41 18.4      66 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 14.9      67 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   41 18.4      68 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   41 18.4      68 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   41 18.4      68 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   45 19.7      69 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   41 18.4      69 
gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos t ( 172)   40 18.1      71 
gi|55859456|emb|CAH92630.1| pollen allergen Sec c  ( 520)   45 19.7      72 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   41 18.4      73 
gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Th (  20)   30 14.9      75 
gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} (  20)   30 14.9      75 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   41 18.4      75 
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gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   41 18.4      75 
gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia m ( 284)   42 18.7      76 
gi|289064179|gb|ADC80503.1| non-specific lipid tra ( 118)   38 17.5      76 
gi|21755|emb|CAA25593.1| unnamed protein product [ ( 286)   42 18.7      76 
gi|21761|emb|CAA26384.1| unnamed protein product [ ( 286)   42 18.7      76 
gi|170720|gb|AAA34280.1| alpha/beta-gliadin precur ( 286)   42 18.7      76 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   38 17.5      77 
gi|21757|emb|CAA26383.1| unnamed protein product [ ( 296)   42 18.7      79 
gi|253683676|gb|ACT33296.1| putative tabinhibitin  ( 252)   41 18.4      84 
gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea  ( 316)   42 18.7      84 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   40 18.1      85 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   40 18.1      85 
gi|159793197|gb|ABW98943.1| alpha S1 casein [Bos t ( 205)   40 18.1      85 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   44 19.4      85 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   44 19.4      85 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   38 17.5      86 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   38 17.5      86 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   38 17.5      86 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   43 19.0      86 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   43 19.0      86 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   43 19.0      87 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   40 18.1      88 
gi|162792|gb|AAA30428.1| alpha-s1-casein precursor ( 214)   40 18.1      89 
gi|162794|gb|AAA30429.1| alpha-S1-casein [Bos taur ( 214)   40 18.1      89 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   41 18.4      89 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   41 18.4      89 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   41 18.4      89 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   37 17.1      89 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   26 13.6      91 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   39 17.8      92 
gi|190684057|gb|ACE82289.1| glutathione transferas ( 222)   40 18.1      92 
gi|29839419|sp|Q9XFM4.1|13S3_FAGES RecName: Full=1 ( 538)   44 19.4      93 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   39 17.8      96 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   37 17.1      96 
gi|18641|emb|CAA37044.1| glycinin [Glycine max]    ( 562)   44 19.4      97 
gi|806556|emb|CAA60533.1| A5A4B3 subunit [Glycine  ( 563)   44 19.4      97 
gi|14424466|sp|P35778.2|VA3_SOLIN RecName: Full=Ve ( 234)   40 18.1      97 
gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=1 ( 565)   44 19.4      97 
gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen ( 367)   42 18.7      98 
gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen ( 367)   42 18.7      98 
gi|9087152|sp|P81294.1|MPAJ1_JUNAS RecName: Full=M ( 367)   42 18.7      98 
gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen ( 367)   42 18.7      98 
gi|8843917|gb|AAF80164.1| pollen major allergen 1- ( 367)   42 18.7      98 
gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen ( 367)   42 18.7      98 
gi|8843921|gb|AAF80166.1| pollen major allergen 1- ( 367)   42 18.7      98 
gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen ( 367)   42 18.7      98 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   42 18.7      98 
gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betu (  21)   29 14.6      98 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   26 13.6   1e 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  65 init1:  65 opt:  67  Z-score: 110.6  bits: 27.0 E(): 0.35 
Smith-Waterman score: 67; 22.4% identity (52.2% similar) in 67 aa overlap (5-68:327-393) 
 
                                         10        20        30     
AAD-12                           RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     : ..: .:. ..      : . :. ... : 
gi|113 IGGSASPTILSQGNRFCAPDERSKKNVLGRHGEAAAESMKWNWRTNKDVLENGAIFVASG 
        300       310       320       330       340       350       
 
           40        50        60           70        80 
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAI---PGMDAAESERFLEG 
       .: . :: .    .  : :. .: .   : ..   ::             
gi|113 VDPVLTPEQSAGMIPAEPGESALSLTSSAGVLSCQPGAPC          
        360       370       380       390                
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 97.0  bits: 22.8 E():    2 
Smith-Waterman score: 54; 33.3% identity (66.7% similar) in 36 aa overlap (6-37:42-77) 
 
                                        10            20        30  
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AAD-12                          RALVHQRSARHS----LVYSQSKLGHVQQAGSAYI 
                                     : :..::    :.... .. :::.:.. :  
gi|527 QKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAAQQYG 
              20        30        40        50        60        70  
 
              40        50        60        70        80  
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG  
         .: :                                             
gi|527 ITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
              80        90       100       110       120  
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  59  Z-score: 95.0  bits: 24.3 E():  2.6 
Smith-Waterman score: 59; 35.6% identity (60.0% similar) in 45 aa overlap (6-43:198-242) 
 
                                        10        20                
AAD-12                          RALVHQRSARHSLVYSQSKL------GHVQQAGSA 
                                     ::. :..:  .:. :      :  ..: .  
gi|303 LVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALAD 
       170       180       190       200       210       220        
 
      30         40        50        60        70        80         
AAD-12 YIGYGMDT-TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG         
        .:.:::: ::  .:                                              
gi|303 VLGFGMDTETARKVRGEDDQRGHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICS 
       230       240       250       260       270       280        
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 92.2  bits: 23.4 E():  3.8 
Smith-Waterman score: 56; 29.6% identity (53.7% similar) in 54 aa overlap (28-79:25-73) 
 
               10        20        30        40        50           
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET-GRPSLLI 
                                  .:  ::.  : :::  : . . : : . :.    
gi|249    MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPAT-- 
                  10        20        30        40        50        
 
      60         70        80                                       
AAD-12 GRHAHAIP-GMDAAESERFLEG                                       
            :.: :  ..: ....:                                        
gi|249 ---PAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVE 
             60        70        80        90       100       110   
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  56  Z-score: 86.9  bits: 23.3 E():  7.4 
Smith-Waterman score: 56; 27.8% identity (63.9% similar) in 36 aa overlap (6-41:539-574) 
 
                                        10        20        30      
AAD-12                          RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.:.. .   . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYP 
      510       520       530       540       550       560         
 
          40        50        60        70        80                
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG                
        ..  :                                                       
gi|217 TSVQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQP 
      570       580       590       600       610       620         
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 86.7  bits: 23.3 E():  7.5 
Smith-Waterman score: 56; 25.0% identity (63.9% similar) in 36 aa overlap (6-41:551-586) 
 
                                        10        20        30      
AAD-12                          RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.... . . . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYP 
              530       540       550       560       570       580 
 
          40        50        60        70        80                
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG                
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        .   :                                                       
gi|217 TSLQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQP 
              590       600       610       620       630       640 
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 86.7  bits: 19.2 E():  7.6 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (21-41:5-25) 
 
               10        20        30        40        50        60 
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                           :.:..: :. .::  .  :.:                    
gi|462                 AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKNLNSA       
                               10        20        30               
 
               70        80 
AAD-12 RHAHAIPGMDAAESERFLEG 
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 85.3  bits: 22.0 E():  9.1 
Smith-Waterman score: 52; 28.3% identity (56.7% similar) in 60 aa overlap (2-61:232-276) 
 
                                            10        20        30  
AAD-12                              RALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                     : .:  :. ::....:..  . ::       
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIH--SVVHSIIMQQQQQQQQQQ------ 
             210       220       230         240       250          
 
              40        50        60        70        80            
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG            
         :.:     . :: . : ..:. ::. :.                               
gi|170 --GIDI----FLPLSQ-HEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYV 
                 260        270       280       290       300       
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 85.2  bits: 20.4 E():  9.2 
Smith-Waterman score: 47; 27.5% identity (50.0% similar) in 40 aa overlap (34-73:19-58) 
 
            10        20        30        40        50        60    
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :.: ::  :. :.:.        .     : 
gi|135             MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFA 
                           10        20        30        40         
 
            70        80                                            
AAD-12 HAIPGMDAAESERFLEG                                            
       .:. : :. .                                                   
gi|135 KALEGKDVKDLLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGL 
       50        60        70        80        90       100         
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 85.0  bits: 23.3 E():  9.4 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (16-33:283-300) 
 
                              10        20        30        40      
AAD-12                RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
          50        60        70        80                          
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG                          
                                                                    
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 84.9  bits: 23.3 E():  9.6 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (16-33:289-306) 
 
                              10        20        30        40      
AAD-12                RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
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                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
 
          50        60        70        80                          
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG                          
                                                                    
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 83.9  bits: 21.7 E():   11 
Smith-Waterman score: 51; 27.3% identity (51.9% similar) in 77 aa overlap (4-79:3-68) 
 
               10        20        30        40        50        60 
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
          ::: ..  .:  . . ..    . .: .:::    :::  : .   : :  :.     
gi|398  MAVHQYTV--ALFLAVALVAGPAASYAADLGYG---PATPAAPAAGYTPAT--PA---- 
                  10        20        30           40               
 
                70        80                                        
AAD-12 RHAHAIP-GMDAAESERFLEG                                        
         :.: : :  ..: ....:                                         
gi|398 APAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGAASNKAFAEG 
       50        60        70        80        90       100         
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 83.9  bits: 21.7 E():   11 
Smith-Waterman score: 51; 36.1% identity (55.6% similar) in 36 aa overlap (26-56:21-56) 
 
               10        20          30        40           50      
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGS--AYIGYGMDTTATP---LRPLVKVHPETGRP 
                                :::  : .:::  : :.:     : . . :  ..: 
gi|330      MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAPAGAEP 
                    10        20        30        40        50      
 
          60        70        80                                    
AAD-12 SLLIGRHAHAIPGMDAAESERFLEG                                    
       .                                                            
gi|330 AGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKG 
          60        70        80        90       100       110      
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 83.7  bits: 22.0 E():   11 
Smith-Waterman score: 52; 18.4% identity (55.1% similar) in 49 aa overlap (9-57:332-380) 
 
                                     10        20        30         
AAD-12                       RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                     : .:....  .   . . :. ..  : : . 
gi|113 SAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPV 
             310       320       330       340       350       360  
 
       40        50        60        70        80 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG 
        ::..    .  : :. ..                        
gi|113 LTPVQSAGMIPAEPGEAAIKLTSSAGVFSCHPGAPC       
             370       380       390              
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 83.7  bits: 22.0 E():   11 
Smith-Waterman score: 52; 18.4% identity (55.1% similar) in 49 aa overlap (9-57:332-380) 
 
                                     10        20        30         
AAD-12                       RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                     : .:....  .   . . :. ..  : : . 
gi|166 SAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPV 
             310       320       330       340       350       360  
 
       40        50        60        70        80 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG 
        ::..    .  : :. ..                        
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gi|166 LTPVQSAGMIPAEPGEAAIKLTSSAGVFSCRPGAPC       
             370       380       390              
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.5  bits: 20.8 E():   11 
Smith-Waterman score: 48; 25.6% identity (53.5% similar) in 43 aa overlap (33-75:23-65) 
 
             10        20        30        40        50        60   
AAD-12 LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                                     ...:  ..::  :.:   :. .    .    
gi|344         MTGVKTHLQHELKRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESD 
                       10        20        30        40        50   
 
             70        80                                           
AAD-12 AHAIPGMDAAESERFLEG                                           
         :::. :  ..:                                                
gi|344 EVAIPNPDEFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREIS 
             60        70        80        90       100       110   
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 82.9  bits: 21.4 E():   12 
Smith-Waterman score: 50; 32.1% identity (57.1% similar) in 28 aa overlap (29-56:1-28) 
 
               10        20        30        40        50        60 
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                   : .:::  : :.:    . . :  ..:.     
gi|295                             ADLGYGPATPAAPAAGYTPAAPAGAEPAGKAT 
                                           10        20        30   
 
               70        80                                         
AAD-12 RHAHAIPGMDAAESERFLEG                                         
                                                                    
gi|295 TEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESS 
             40        50        60        70        80        90   
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.8  bits: 21.4 E():   12 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (29-79:1-43) 
 
               10        20        30        40        50        60 
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                   : .:::    :::  : .   : :  :.   : 
gi|109                             ADLGYG---PATPAAPAAGYTPAT--PAAPAG 
                                              10        20          
 
               70        80                                         
AAD-12 RHAHAIPGMDAAESERFLEG                                         
         :    :  ..: ....:                                          
gi|109 ADA---AGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLS 
        30           40        50        60        70        80     
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.8  bits: 21.4 E():   12 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (29-79:1-43) 
 
               10        20        30        40        50        60 
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                   : .:::    :::  : .   : :  :.   : 
gi|239                             ADLGYG---PATPAAPAAGYTPAT--PAAPAG 
                                              10        20          
 
               70        80                                         
AAD-12 RHAHAIPGMDAAESERFLEG                                         
         :    :  ..: ....:                                          
gi|239 ADA---AGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLS 
        30           40        50        60        70        80     
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 81.7  bits: 16.9 E():   14 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (62-67:8-13) 
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              40        50        60        70        80 
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG 
                                     ::: .:              
gi|131                        GPVGGVVHAHMMPLL            
                                      10                 
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.7  bits: 22.0 E():   14 
Smith-Waterman score: 52; 33.3% identity (58.3% similar) in 24 aa overlap (5-28:388-411) 
 
                                         10        20        30     
AAD-12                           RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:.    .::: . :       
gi|224 TANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVY 
       360       370       380       390       400       410        
 
           40        50        60        70        80               
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG               
                                                                    
gi|224 DEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVAN 
       420       430       440       450       460       470        
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.4  bits: 22.0 E():   15 
Smith-Waterman score: 52; 33.3% identity (58.3% similar) in 24 aa overlap (5-28:408-431) 
 
                                         10        20        30     
AAD-12                           RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:.    .::: . :       
gi|199 TANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVY 
       380       390       400       410       420       430        
 
           40        50        60        70        80               
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG               
                                                                    
gi|199 DEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVAN 
       440       450       460       470       480       490        
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.4  bits: 22.0 E():   15 
Smith-Waterman score: 52; 33.3% identity (58.3% similar) in 24 aa overlap (5-28:408-431) 
 
                                         10        20        30     
AAD-12                           RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:.    .::: . :       
gi|571 NCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVY 
       380       390       400       410       420       430        
 
           40        50        60        70        80               
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG               
                                                                    
gi|571 DEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVAN 
       440       450       460       470       480       490        
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.2  bits: 22.0 E():   15 
Smith-Waterman score: 52; 33.3% identity (58.3% similar) in 24 aa overlap (5-28:416-439) 
 
                                         10        20        30     
AAD-12                           RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:.    .::: . :       
gi|213 NELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVF 
         390       400       410       420       430       440      
 
           40        50        60        70        80               
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG               
                                                                    
gi|213 DEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVAN 
         450       460       470       480       490       500      
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
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 initn:  49 init1:  49 opt:  49  Z-score: 81.0  bits: 21.1 E():   16 
Smith-Waterman score: 49; 21.9% identity (59.4% similar) in 32 aa overlap (7-38:179-210) 
 
                                       10        20        30       
AAD-12                         RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :.  .:.. .... :. ::      : :.. 
gi|219 MWQQSSCHVMQQQCCQQLSQIPEQSRYDAIRAITYSIILQEQQQGQSQQQQPQQSGQGVS 
      150       160       170       180       190       200         
 
         40        50        60        70        80                 
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG                 
        .                                                           
gi|219 QSQQQSQQQLGQCSFQQPQQQLGQQPQQQQVQQGTFLQPHQIAHLEVMTSIALRTLPTMC 
      210       220       230       240       250       260         
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 80.3  bits: 19.8 E():   17 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (31-48:24-41) 
 
               10        20        30        40        50        60 
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|121        MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSL 
                      10        20        30        40        50    
 
               70        80                                         
AAD-12 RHAHAIPGMDAAESERFLEG                                         
                                                                    
gi|121 STFKNTEIKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVV 
            60        70        80        90       100       110    
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 80.3  bits: 19.8 E():   17 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (31-48:24-41) 
 
               10        20        30        40        50        60 
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|144        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
               70        80                                         
AAD-12 RHAHAIPGMDAAESERFLEG                                         
                                                                    
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 80.3  bits: 19.8 E():   17 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (31-48:24-41) 
 
               10        20        30        40        50        60 
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.: ..:             
gi|379        MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSL 
                      10        20        30        40        50    
 
               70        80                                         
AAD-12 RHAHAIPGMDAAESERFLEG                                         
                                                                    
gi|379 STFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVV 
            60        70        80        90       100       110    
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.9  bits: 21.7 E():   18 
Smith-Waterman score: 51; 30.8% identity (57.7% similar) in 26 aa overlap (3-28:383-408) 
 
                                           10        20        30   
AAD-12                             RALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     ..:  .  ::..:     .::: . :     
gi|370 LKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNR 
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            360       370       380       390       400       410   
 
             40        50        60        70        80             
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG             
                                                                    
gi|370 VYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVV 
            420       430       440       450       460       470   
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  49 init1:  49 opt:  51  Z-score: 79.9  bits: 21.7 E():   18 
Smith-Waterman score: 51; 24.4% identity (50.0% similar) in 82 aa overlap (4-80:74-155) 
 
                                          10        20        30    
AAD-12                            RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     : .:.: .   ::.. :    : ::.:.:  
gi|112 NRIESEGGYIETWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGL 
            50        60        70        80        90       100    
 
                40        50        60        70         80         
AAD-12 ---GMDTT-ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES-ERFLEG         
          :  .:   : .   . . .     . .:.   .   .:. .. .:: ::         
gi|112 IFPGCPSTYEEPAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTG 
           110       120       130       140       150       160    
 
gi|112 VAFWMYNDEDTDVVTVTLSDTSSIHNQLDQFPRRFYLAGNQEQEFLRYQQQQGSRPHYRQ 
           170       180       190       200       210       220    
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 79.8  bits: 21.4 E():   18 
Smith-Waterman score: 50; 38.2% identity (55.9% similar) in 34 aa overlap (34-67:2-34) 
 
            10        20        30        40        50        60    
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :. : : :.  :. .   .:   :  : :: 
gi|581                              MGFITKAIPIV-LAALSTVNGARILEAGPHA 
                                            10         20        30 
 
            70        80                                            
AAD-12 HAIPGMDAAESERFLEG                                            
       .:::                                                         
gi|581 EAIPNKYIVVMKREVSDEAFNAHTTWLSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRA 
               40        50        60        70        80        90 
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.7  bits: 21.0 E():   18 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (26-42:200-216) 
 
                    10        20        30        40        50      
AAD-12      RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
          60        70        80                                    
AAD-12 SLLIGRHAHAIPGMDAAESERFLEG                                    
                                                                    
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 79.5  bits: 20.4 E():   19 
Smith-Waterman score: 47; 21.7% identity (52.2% similar) in 46 aa overlap (27-69:62-107) 
 
                   10        20        30        40        50       
AAD-12     RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE---TG 
                                     :..:.: . .. :     . . . .   .: 
gi|201 DATPVLDVAGKELDSRLSYRIISTFWGALGGDVYLGKSPNSDAPCANGIFRYNSDVGPSG 
              40        50        60        70        80        90  
 
            60        70        80                                  
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEG                                  
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        :  .::  .:   :.                                             
gi|201 TPVRFIGSSSHFGQGIFENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTI 
             100       110       120       130       140       150  
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.4  bits: 20.7 E():   19 
Smith-Waterman score: 48; 25.6% identity (56.4% similar) in 39 aa overlap (12-50:87-125) 
 
                                  10        20        30        40  
AAD-12                    RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     : : . ..  . :.:.:  . :: .  ..  
gi|144 DLAEAPFQISLLKDYLIMKRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSS 
         60        70        80        90       100       110       
 
              50        60        70        80                      
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG                      
           .::.:                                                    
gi|144 SYGDLKVKPIIQHESYEQDQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVDGDKVTIYG 
        120       130       140       150       160       170       
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 79.2  bits: 23.3 E():   20 
Smith-Waterman score: 56; 29.3% identity (60.3% similar) in 58 aa overlap (10-67:227-279) 
 
                                    10        20        30          
AAD-12                      RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                     :: ::. ..:  :.. . . ..  . : .: 
gi|203 MRHYMHPMDSDLSCRMTLKDKVVTEVDCEERHVLVHRSNKPVHMSYV-KMMLKQNKDGVA 
        200       210       220       230       240        250      
 
      40        50        60        70        80                    
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG                    
       . : : ....:.  :: : .  : :  :                                 
gi|203 ADLGP-TNAQPK--RPYLSFD-HKHKNPTETDVVEVLKKLCSEITEPQASIETSFTFQKL 
         260          270        280       290       300       310  
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 78.4  bits: 21.0 E():   22 
Smith-Waterman score: 49; 24.5% identity (49.0% similar) in 49 aa overlap (23-68:341-389) 
 
                       10        20        30        40        50   
AAD-12         RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ..  :.: . :: .    .  :  
gi|113 ASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMIPAEP 
              320       330       340       350       360       370 
 
             60           70        80 
AAD-12 GRPSLLIGRHAHAI---PGMDAAESERFLEG 
       :.  : .   : ..   ::             
gi|113 GEAVLRLTSSAGVLSCQPGAPC          
              380       390            
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.4  bits: 19.4 E():   22 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (31-51:25-45) 
 
               10        20        30        40        50        60 
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  :.:  .:  :          
gi|990       MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSL 
                     10        20        30        40        50     
 
               70        80                                         
AAD-12 RHAHAIPGMDAAESERFLEG                                         
                                                                    
gi|990 STFKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVV 
           60        70        80        90       100       110     
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 78.1  bits: 19.1 E():   23 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (68-80:5-17) 
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        40        50        60        70        80                  
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG                  
                                     :.:::: .  :.:                  
gi|208                           MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACG 
                                         10        20        30     
 
gi|208 LAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAGDVDGD 
           40        50        60        70        80        90     
 
>>gi|55859464|emb|CAH92637.1| pollen allergen Lol p 4 [L  (423 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.8  bits: 21.0 E():   23 
Smith-Waterman score: 49; 36.7% identity (66.7% similar) in 30 aa overlap (1-30:43-72) 
 
                                             10        20        30 
AAD-12                               RALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.. . .:: . : : ..::..  : : : 
gi|558 RVRSGGHDYEGLSYRSLQPENFAVVDLNQMRAVLVDGKARTAWVDSGAQLGELYYAISKY 
             20        30        40        50        60        70   
 
               40        50        60        70        80           
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG           
                                                                    
gi|558 SRTLAFPAGVCPTIGVGGNLAGGGFGMLLRKYGIAAENVIDVKLVDANGKLHDKKSMGDD 
             80        90       100       110       120       130   
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 77.5  bits: 18.5 E():   25 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (4-25:37-58) 
 
                                          10        20        30    
AAD-12                            RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
            40        50        60        70        80 
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG 
                                                       
gi|162 VPQLEIVPNS                                      
         70                                            
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (29-56:1-31) 
 
               10        20        30        40           50        
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSL 
                                   : .:::  : :.:     : . . :  ..:.  
gi|217                             ADLGYGPATPAAPAAGYTPATPAAPAGAEPAG 
                                           10        20        30   
 
        60        70        80                                      
AAD-12 LIGRHAHAIPGMDAAESERFLEG                                      
                                                                    
gi|217 KATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAA 
             40        50        60        70        80        90   
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (29-56:1-31) 
 
               10        20        30        40           50        
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSL 
                                   : .:::  : :.:     : . . :  ..:.  
gi|217                             ADLGYGPATPAAPAAGYTPATPAAPAGAEPAG 
                                           10        20        30   
 
        60        70        80                                      
AAD-12 LIGRHAHAIPGMDAAESERFLEG                                      
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gi|217 KATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAA 
             40        50        60        70        80        90   
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (29-56:1-31) 
 
               10        20        30        40           50        
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSL 
                                   : .:::  : :.:     : . . :  ..:.  
gi|217                             ADLGYGPATPAAPAAGYTPATPAAPAGAEPAG 
                                           10        20        30   
 
        60        70        80                                      
AAD-12 LIGRHAHAIPGMDAAESERFLEG                                      
                                                                    
gi|217 KATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAA 
             40        50        60        70        80        90   
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (29-56:1-31) 
 
               10        20        30        40           50        
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSL 
                                   : .:::  : :.:     : . . :  ..:.  
gi|217                             ADLGYGPATPAAPAAGYTPATPAAPAGAEPAG 
                                           10        20        30   
 
        60        70        80                                      
AAD-12 LIGRHAHAIPGMDAAESERFLEG                                      
                                                                    
gi|217 KATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAA 
             40        50        60        70        80        90   
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (29-56:1-31) 
 
               10        20        30        40           50        
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSL 
                                   : .:::  : :.:     : . . :  ..:.  
gi|217                             ADLGYGPATPAAPAAGYTPATPAAPAGAEPAG 
                                           10        20        30   
 
        60        70        80                                      
AAD-12 LIGRHAHAIPGMDAAESERFLEG                                      
                                                                    
gi|217 KATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAA 
             40        50        60        70        80        90   
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (29-56:1-31) 
 
               10        20        30        40           50        
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSL 
                                   : .:::  : :.:     : . . :  ..:.  
gi|217                             ADLGYGPATPAAPAAGYTPATPAAPAGAEPAG 
                                           10        20        30   
 
        60        70        80                                      
AAD-12 LIGRHAHAIPGMDAAESERFLEG                                      
                                                                    
gi|217 KATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAA 
             40        50        60        70        80        90   
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (29-56:1-31) 
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 5415



 

 

               10        20        30        40           50        
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSL 
                                   : .:::  : :.:     : . . :  ..:.  
gi|217                             ADLGYGPATPAAPAAGYTPATPAAPAGAEPAG 
                                           10        20        30   
 
        60        70        80                                      
AAD-12 LIGRHAHAIPGMDAAESERFLEG                                      
                                                                    
gi|217 KATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAA 
             40        50        60        70        80        90   
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (29-56:1-31) 
 
               10        20        30        40           50        
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSL 
                                   : .:::  : :.:     : . . :  ..:.  
gi|217                             ADLGYGPATPAAPAAGYTPATPAAPAGAEPAG 
                                           10        20        30   
 
        60        70        80                                      
AAD-12 LIGRHAHAIPGMDAAESERFLEG                                      
                                                                    
gi|217 KATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAA 
             40        50        60        70        80        90   
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (29-56:1-31) 
 
               10        20        30        40           50        
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSL 
                                   : .:::  : :.:     : . . :  ..:.  
gi|217                             ADLGYGPATPAAPAAGYTPATPAAPAGAEPAG 
                                           10        20        30   
 
        60        70        80                                      
AAD-12 LIGRHAHAIPGMDAAESERFLEG                                      
                                                                    
gi|217 KATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAA 
             40        50        60        70        80        90   
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (29-56:1-31) 
 
               10        20        30        40           50        
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSL 
                                   : .:::  : :.:     : . . :  ..:.  
gi|217                             ADLGYGPATPAAPAAGYTPATPAAPAGAEPAG 
                                           10        20        30   
 
        60        70        80                                      
AAD-12 LIGRHAHAIPGMDAAESERFLEG                                      
                                                                    
gi|217 KATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAA 
             40        50        60        70        80        90   
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (29-56:1-31) 
 
               10        20        30        40           50        
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSL 
                                   : .:::  : :.:     : . . :  ..:.  
gi|217                             ADLGYGPATPAAPAAGYTPATPAAPAGAEPAG 
                                           10        20        30   
 
        60        70        80                                      
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AAD-12 LIGRHAHAIPGMDAAESERFLEG                                      
                                                                    
gi|217 KATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAA 
             40        50        60        70        80        90   
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (29-56:1-31) 
 
               10        20        30        40           50        
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSL 
                                   : .:::  : :.:     : . . :  ..:.  
gi|217                             ADLGYGPATPAAPAAGYTPATPAAPAGAEPAG 
                                           10        20        30   
 
        60        70        80                                      
AAD-12 LIGRHAHAIPGMDAAESERFLEG                                      
                                                                    
gi|217 KATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAA 
             40        50        60        70        80        90   
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (29-56:1-31) 
 
               10        20        30        40           50        
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSL 
                                   : .:::  : :.:     : . . :  ..:.  
gi|217                             ADLGYGPATPAAPAAGYTPATPAAPAGAEPAG 
                                           10        20        30   
 
        60        70        80                                      
AAD-12 LIGRHAHAIPGMDAAESERFLEG                                      
                                                                    
gi|217 KATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAA 
             40        50        60        70        80        90   
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (29-56:1-31) 
 
               10        20        30        40           50        
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSL 
                                   : .:::  : :.:     : . . :  ..:.  
gi|217                             ADLGYGPATPAAPAAGYTPATPAAPAGAEPAG 
                                           10        20        30   
 
        60        70        80                                      
AAD-12 LIGRHAHAIPGMDAAESERFLEG                                      
                                                                    
gi|217 KATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAA 
             40        50        60        70        80        90   
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.3  bits: 21.7 E():   25 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (19-33:609-623) 
 
                           10        20        30        40         
AAD-12             RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
       50        60        70        80                             
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEG                             
                                                                    
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.2  bits: 21.0 E():   25 
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Smith-Waterman score: 49; 33.3% identity (46.7% similar) in 30 aa overlap (32-61:90-119) 
 
              10        20        30        40        50        60  
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     : ::   . :  : .   :. :: .   :: 
gi|259 GVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGR 
      60        70        80        90       100       110          
 
              70        80                                          
AAD-12 HAHAIPGMDAAESERFLEG                                          
                                                                    
gi|259 FQDRHQKIRRFRRGDIIAIPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLA 
     120       130       140       150       160       170          
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 76.8  bits: 19.1 E():   27 
Smith-Waterman score: 43; 26.3% identity (57.9% similar) in 38 aa overlap (22-56:33-70) 
 
                        10        20        30        40            
AAD-12          RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVKV 
                                     ....:.::     .: :::   : : .. . 
gi|668 ASEAAAAAATPVAPTEGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPI 
             10        20        30        40        50        60   
 
       50        60        70        80                             
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEG                             
         . .. :                                                     
gi|668 FADMAKKSPNVVFLKVDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKL 
             70        80        90       100       110       120   
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 76.2  bits: 19.1 E():   29 
Smith-Waterman score: 43; 29.6% identity (66.7% similar) in 27 aa overlap (28-54:9-35) 
 
               10        20        30        40        50        60 
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                  ::.    . ..:.  : .:.:. ..::       
gi|244                    MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQSCQR 
                                  10        20        30        40  
 
               70        80                                         
AAD-12 RHAHAIPGMDAAESERFLEG                                         
                                                                    
gi|244 QFEEQQRFRNCQRYVKQEVQRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQ 
              50        60        70        80        90       100  
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 75.5  bits: 20.7 E():   31 
Smith-Waterman score: 48; 33.3% identity (59.5% similar) in 42 aa overlap (40-76:46-85) 
 
      10        20        30        40           50          60     
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL---VKVHPETGRPSLL--IGRHAH 
                                     :::::    ...: ....:  :  .: .   
gi|253 IEEPEMIAPTPPGQFPHQQPISSPNRTSRNTPLRPESTEIETHHHANHPPALPVLGMQL- 
          20        30        40        50        60        70      
 
           70        80                                             
AAD-12 AIPGMDAAESERFLEG                                             
        .::  . :: :                                                 
gi|253 PVPGT-VPESSRAQSRASLNLDIDLDLHAPSHPSHLSHGAPHEQEHAHEIQRHRAHSAQS 
            80        90       100       110       120       130    
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.3  bits: 19.4 E():   32 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (6-21:46-61) 
 
                                        10        20        30      
AAD-12                          RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
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          40        50        60        70        80                
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG                
                                                                    
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.8  bits: 19.4 E():   34 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (12-37:76-100) 
 
                                  10        20        30        40  
AAD-12                    RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
              50        60        70        80                      
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG                      
                                                                    
gi|549 AKYQVGQNVALTGSTAAVYNDPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.8  bits: 19.4 E():   34 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (12-37:76-100) 
 
                                  10        20        30        40  
AAD-12                    RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
              50        60        70        80                      
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG                      
                                                                    
gi|549 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 74.7  bits: 19.4 E():   35 
Smith-Waterman score: 44; 29.6% identity (77.8% similar) in 27 aa overlap (11-37:77-102) 
 
                                   10        20        30        40 
AAD-12                     RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::... .:... :. ..  .:: ::    
gi|549 LKVHNDFRQKVAKGLETRGNPGPQPPAKNMNNLVWND-ELANIAQVWASQCNYGHDTCKD 
         50        60        70        80         90       100      
 
               50        60        70        80                     
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG                     
                                                                    
gi|549 TEKYPVGQNIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWA 
         110       120       130       140       150       160      
 
>>gi|56417506|gb|AAV90694.1| GE-rich salivary protein 30  (266 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.4  bits: 19.7 E():   36 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (6-36:183-213) 
 
                                        10        20        30      
AAD-12                          RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
            160       170       180       190       200       210   
 
          40        50        60        70        80          
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG          
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
            220       230       240       250       260       
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>>gi|56417504|gb|AAV90693.1| 30 kDa salivary gland aller  (271 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.3  bits: 19.7 E():   37 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (6-36:188-218) 
 
                                        10        20        30      
AAD-12                          RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
       160       170       180       190       200       210        
 
          40        50        60        70        80          
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG          
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
       220       230       240       250       260       270  
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 74.2  bits: 20.7 E():   37 
Smith-Waterman score: 48; 24.6% identity (54.4% similar) in 57 aa overlap (2-58:437-489) 
 
                                            10        20        30  
AAD-12                              RALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                     :.. :.  . .:    .. : .::::.    
gi|258 YSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNHGVIQQAGNQ-- 
        410       420       430       440       450       460       
 
              40        50        60        70        80            
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG            
         :..  :   .  . ..  .:: :.:                                  
gi|258 --GFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQISREQARQLKYNRQETIALS 
            470       480       490       500       510       520   
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 74.2  bits: 19.1 E():   37 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (6-20:138-152) 
 
                                        10        20        30      
AAD-12                          RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
          40        50        60        70        80 
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG 
                                                     
gi|391 ASIDTILTKV                                    
       170                                           
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 74.0  bits: 19.7 E():   38 
Smith-Waterman score: 45; 34.5% identity (72.4% similar) in 29 aa overlap (14-40:237-265) 
 
                                10        20          30        40  
AAD-12                  RALVHQRSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATP 
                                     . ..:.. .:.:  .:.: .. :  ::::  
gi|168 EAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATG 
        210       220       230       240       250       260       
 
              50        60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG 
                                               
gi|168 AASGAATVAAGGYKV                         
        270       280                          
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.0  bits: 20.0 E():   38 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (31-40:284-293) 
 
               10        20        30        40        50        60 
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::::.:...:                     
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gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
               70        80                   
AAD-12 RHAHAIPGMDAAESERFLEG                   
                                              
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 73.7  bits: 19.7 E():   39 
Smith-Waterman score: 45; 34.5% identity (72.4% similar) in 29 aa overlap (14-40:246-274) 
 
                                10        20          30        40  
AAD-12                  RALVHQRSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATP 
                                     . ..:.. .:.:  .:.: .. :  ::::  
gi|330 EAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATG 
         220       230       240       250       260       270      
 
              50        60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG 
                                               
gi|330 AASGAATVAAGGYKV                         
         280       290                         
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.4  bits: 18.1 E():   41 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (16-33:26-43) 
 
                         10        20        30        40        50 
AAD-12           RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                : .. :. :: :..  ::                  
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
               60        70        80            
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESERFLEG            
                                                 
gi|897 PYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
               70        80        90       100  
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.9  bits: 20.4 E():   44 
Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (53-75:344-366) 
 
             30        40        50        60        70        80   
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG   
                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
           320       330       340       350       360       370    
 
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.9  bits: 19.4 E():   44 
Smith-Waterman score: 44; 20.0% identity (52.5% similar) in 40 aa overlap (16-55:51-90) 
 
                              10        20        30        40      
AAD-12                RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|130 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               30        40        50        60        70        80 
 
          50        60        70        80                          
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG                          
        . .:. ..:                                                   
gi|130 PQPQPQYSQPQEPISQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQS 
               90       100       110       120       130       140 
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
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 initn:  43 init1:  43 opt:  43  Z-score: 72.6  bits: 19.1 E():   46 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (20-53:31-64) 
 
                          10        20        30        40          
AAD-12            RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :. :  . :::..::  .     . ::    
gi|616 NEIAXAKIDLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCA 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEG                              
        . :                                                         
gi|616 SQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNK 
               70        80        90       100       110       120 
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.4  bits: 18.1 E():   46 
Smith-Waterman score: 40; 25.6% identity (59.0% similar) in 39 aa overlap (3-41:54-92) 
 
                                           10        20        30   
AAD-12                             RALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     :. . : . . : : .  : . ..:.:  : 
gi|117 KAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAG 
            30        40        50        60        70        80    
 
             40        50        60        70        80 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG 
        . .. :.:                                        
gi|117 GSAQAEAAPEAAKEEEKEESDEDMGFGLFD                   
            90       100       110                      
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 72.2  bits: 19.4 E():   48 
Smith-Waterman score: 44; 27.8% identity (52.8% similar) in 36 aa overlap (39-74:64-96) 
 
       10        20        30        40        50        60         
AAD-12 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                                     :  .. .  . :.  ::   . . :  .:  
gi|481 AGKATTEEQKLIEDINVGFKAAVAARQRPAADKFKTFEAASPRHPRP---LRQGAGLVPK 
            40        50        60        70        80           90 
 
       70        80                                                 
AAD-12 MDAAESERFLEG                                                 
       .::: :                                                       
gi|481 LDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGE 
              100       110       120       130       140       150 
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 72.0  bits: 20.0 E():   49 
Smith-Waterman score: 46; 23.8% identity (55.6% similar) in 63 aa overlap (6-67:80-138) 
 
                                        10         20        30     
AAD-12                          RALVHQRSARHSLVYSQS-KLGHVQQAGSAYIGYG 
                                     ::: .:. . ...  . :  :   :   .: 
gi|223 KLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVDVDHFIQLIRAL--FG 
      50        60        70        80        90       100          
 
           40        50        60        70        80               
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG               
       .. .:  :.  ..   .. .:  .  :: :..:                            
gi|223 LSRAARNLQDDLNDFLHSLEP--ISPRHRHGLPRQRRRSARVSAYLHADDFHKIITTIEA 
       110       120         130       140       150       160      
 
gi|223 LPEFANFYNFLKEHGLDVVDYINEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILP 
         170       180       190       200       210       220      
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.0  bits: 18.4 E():   49 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (38-45:34-41) 
 
        10        20        30        40        50        60        
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AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
        70        80                                                
AAD-12 GMDAAESERFLEG                                                
                                                                    
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 71.9  bits: 19.7 E():   50 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (52-68:225-240) 
 
              30        40        50        60        70        80  
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG  
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 71.9  bits: 19.7 E():   50 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (52-68:225-240) 
 
              30        40        50        60        70        80  
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG  
                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 71.8  bits: 18.4 E():   50 
Smith-Waterman score: 44; 35.4% identity (54.2% similar) in 48 aa overlap (22-67:79-122) 
 
                        10        20        30        40        50  
AAD-12          RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
                                     :. . :.  :  : : ::. .  . :  :  
gi|160 LGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGN--ITVGEDGTAA-INIVDKQIPL 
       50        60        70        80          90        100      
 
              60          70        80                  
AAD-12 TGRPSLLIGRHA--HAIPGMDAAESERFLEG                  
       :: :  .::: .  :. :                               
gi|160 TG-PHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          110       120       130       140       150   
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 71.7  bits: 15.3 E():   51 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (9-23:1-15) 
 
               10        20        30        40        50        60 
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
               :: . : : ..::..                                      
gi|323         ARTAWVDSGAQLGELSY                                    
                       10                                           
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.4  bits: 18.1 E():   53 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (4-25:6-27) 
 
                 10        20        30        40        50         
AAD-12   RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
            :.:.  ..  : :.  ::...:                                  
gi|159 IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYKVPQLEIVPNSAEERLHSMKEGIHAQ 
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               10        20        30        40        50        60 
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.2  bits: 18.1 E():   54 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (31-48:25-42) 
 
               10        20        30        40        50        60 
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:. . :.:  ..: ..:             
gi|144       MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSL 
                     10        20        30        40        50     
 
               70        80                                         
AAD-12 RHAHAIPGMDAAESERFLEG                                         
                                                                    
gi|144 STFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVE 
           60        70        80        90       100       110     
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 71.2  bits: 19.7 E():   54 
Smith-Waterman score: 45; 23.4% identity (44.7% similar) in 47 aa overlap (25-68:347-393) 
 
                     10        20        30        40        50     
AAD-12       RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ... : :   :: .    .  : :  
gi|625 DPMKKNVLVRADAPHTESMKWNWRSEKDLLENGAIFVASGCDPHLTPEQKSHLIPAEPGS 
        320       330       340       350       360       370       
 
           60           70        80 
AAD-12 PSLLIGRHA---HAIPGMDAAESERFLEG 
         : .   :   . .::             
gi|625 AVLQLTSCAGTLKCVPGKPC          
        380       390                
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.2  bits: 18.8 E():   54 
Smith-Waterman score: 42; 29.6% identity (70.4% similar) in 27 aa overlap (11-37:76-101) 
 
                                   10        20        30        40 
AAD-12                     RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::.. ..:... :  ..   :: ::    
gi|549 LKIHNDFRNKVARGLETRGNPGPQPPAKNMNNLVWN-NELANIAQIWASQCKYGHDTCKD 
          50        60        70        80         90       100     
 
               50        60        70        80                     
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG                     
                                                                    
gi|549 TTKYNVGQNIAVSSSTAAVYENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWA 
          110       120       130       140       150       160     
 
>>gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A-I [  (262 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.0  bits: 19.1 E():   56 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (16-62:71-117) 
 
                              10        20        30        40      
AAD-12                RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
          50        60        70        80                          
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG                          
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 70.8  bits: 16.2 E():   57 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (21-41:5-25) 
 
               10        20        30        40        50        60 
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AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                           :.: .: :  : : .   :.:                    
gi|462                 TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXLSSA        
                               10        20        30               
 
               70        80 
AAD-12 RHAHAIPGMDAAESERFLEG 
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.7  bits: 15.6 E():   58 
Smith-Waterman score: 36; 44.0% identity (56.0% similar) in 25 aa overlap (20-44:2-24) 
 
               10        20        30        40        50        60 
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                          ::..  :  :  : :. : :::  :                 
gi|751                   DLGYAP-ATPAAPGAGY-TPATPAAP                 
                                  10         20                     
 
               70        80 
AAD-12 RHAHAIPGMDAAESERFLEG 
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.5  bits: 19.4 E():   59 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (48-66:99-117) 
 
        20        30        40        50        60        70        
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
        80                                                          
AAD-12 LEG                                                          
                                                                    
gi|908 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
      130       140       150       160       170       180         
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.5  bits: 19.4 E():   59 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (48-66:100-118) 
 
        20        30        40        50        60        70        
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
        80                                                          
AAD-12 LEG                                                          
                                                                    
gi|118 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     130       140       150       160       170       180          
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.5  bits: 18.1 E():   59 
Smith-Waterman score: 40; 30.0% identity (56.7% similar) in 30 aa overlap (41-70:114-143) 
 
               20        30        40        50        60        70 
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ..:  ..:    :.: 
gi|189 HCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTVHNAPYCLGLD 
            90       100       110       120       130       140    
 
               80 
AAD-12 AAESERFLEG 
                  
gi|189 I          
                  
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.4  bits: 18.1 E():   60 
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Smith-Waterman score: 40; 30.0% identity (56.7% similar) in 30 aa overlap (41-70:115-144) 
 
               20        30        40        50        60        70 
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ..:  ..:    :.: 
gi|439 CRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
               80 
AAD-12 AAESERFLEG 
                  
gi|439 I          
                  
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.4  bits: 18.1 E():   60 
Smith-Waterman score: 40; 26.7% identity (60.0% similar) in 30 aa overlap (41-70:115-144) 
 
               20        30        40        50        60        70 
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::   .:. ...  ..:    :.: 
gi|217 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
               80 
AAD-12 AAESERFLEG 
                  
gi|217 I          
                  
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.4  bits: 18.4 E():   60 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (61-77:17-30) 
 
               40        50        60        70        80           
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG           
                                     ::   .:..:    :::              
gi|212               VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                             10        20           30        40    
 
gi|212 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
            50        60        70        80        90       100    
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.4  bits: 15.6 E():   60 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (38-44:5-11) 
 
        10        20        30        40        50        60        
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     : .:.::                        
gi|751                           TKSQTHVPIRPNKLVLKVQKDRATN          
                                         10        20               
 
        70        80 
AAD-12 GMDAAESERFLEG 
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.4  bits: 18.4 E():   60 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (61-77:18-31) 
 
               40        50        60        70        80           
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG           
                                     ::   .:..:    :::              
gi|144              AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
gi|144 LTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.4  bits: 18.4 E():   60 
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Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (61-77:18-31) 
 
               40        50        60        70        80           
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG           
                                     ::   .:..:    :::              
gi|116              AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
gi|116 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.7 E():   61 
Smith-Waterman score: 42; 33.3% identity (71.4% similar) in 21 aa overlap (21-41:72-92) 
 
                         10        20        30        40        50 
AAD-12           RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     : ...: .::   : ...:.:          
gi|383 TASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEE 
              50        60        70        80        90       100  
 
               60        70        80                               
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESERFLEG                               
                                                                    
gi|383 EEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEEL 
             110       120       130       140       150       160  
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.3  bits: 19.7 E():   61 
Smith-Waterman score: 45; 20.0% identity (58.2% similar) in 55 aa overlap (23-75:52-104) 
 
                       10        20        30        40        50   
AAD-12         RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE- 
                                     ....:: :.: :.. ..  .   . . :   
gi|144 VEADVKLSDGYLARAAVPSGASTGIYEALELRDGGSDYLGKGVSKAVENVN--IIIGPAL 
              30        40        50        60        70            
 
               60        70        80                               
AAD-12 TGR-PSLLIGRHAHAIPGMDAAESERFLEG                               
       .:. :.  .:     .  .:.. .:                                    
gi|144 VGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAVSLAVCKAGAHVKGIPLYEH 
      80        90       100       110       120       130          
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.3  bits: 19.7 E():   61 
Smith-Waterman score: 45; 20.0% identity (58.2% similar) in 55 aa overlap (23-75:52-104) 
 
                       10        20        30        40        50   
AAD-12         RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE- 
                                     ....:: :.: :.. ..  .   . . :   
gi|144 VEADVKLSDGYLARAAVPRGASTGIYEALELRDGGSDYLGKGVSKAVENVN--IIIGPAL 
              30        40        50        60        70            
 
               60        70        80                               
AAD-12 TGR-PSLLIGRHAHAIPGMDAAESERFLEG                               
       .:. :.  .:     .  .:.. .:                                    
gi|144 VGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAVSLAVCKAGAHVKGIPLYKH 
      80        90       100       110       120       130          
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.2  bits: 19.1 E():   61 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (16-62:71-117) 
 
                              10        20        30        40      
AAD-12                RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|473 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
          50        60        70        80                          
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG                          
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        . .:. ..:.  :...                                            
gi|473 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A-II   (291 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.1  bits: 19.1 E():   62 
Smith-Waterman score: 43; 19.1% identity (53.2% similar) in 47 aa overlap (16-62:71-117) 
 
                              10        20        30        40      
AAD-12                RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . : .     : .:  
gi|170 QVPLVQEQQFQGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQPFRPQQPY 
               50        60        70        80        90       100 
 
          50        60        70        80                          
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG                          
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQILQQILQQQLIPCRDVVLQQHNIAHGSSQV 
              110       120       130       140       150       160 
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.7 E():   62 
Smith-Waterman score: 42; 41.2% identity (64.7% similar) in 17 aa overlap (5-21:175-191) 
 
                                         10        20        30     
AAD-12                           RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :: .  :.:  :..: :              
gi|136 KVHGKDSPLKYGPKFDKKQLAISTLDFEIRHQLTQIHGLYRSSDKTGGYWKITMNDGSTY 
          150       160       170       180       190       200     
 
           40        50        60        70        80 
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG 
                                                      
gi|136 QSDLSKKFEYNTEKPPINIDEIKTIEAEIN                 
          210       220       230                     
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.1  bits: 21.3 E():   62 
Smith-Waterman score: 50; 44.4% identity (63.0% similar) in 27 aa overlap (55-80:636-662) 
 
           30        40        50        60         70        80    
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEG    
                                     :: : : : : .:::  . ..:  :.:    
gi|278 SRGPSGPPGPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIG 
         610       620       630       640       650       660      
 
gi|278 SPGRDGARGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAG 
         670       680       690       700       710       720      
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.1  bits: 15.6 E():   62 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (50-60:10-20) 
 
      20        30        40        50        60        70          
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
                                     :.:  :..: :                    
gi|147                      AKITFTNNXPNTVWPGILTGFGQKPQ              
                                    10        20                    
 
      80 
AAD-12 G 
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.0  bits: 18.4 E():   63 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (61-77:27-40) 
 
               40        50        60        70        80           
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG           
                                     ::   .:..:    :::              
gi|194     MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEA 
                   10        20        30           40        50    
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gi|194 LTQYKCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVL 
            60        70        80        90       100       110    
 
>>gi|21673|emb|CAA35238.1| unnamed protein product [Trit  (307 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.7  bits: 19.1 E():   66 
Smith-Waterman score: 43; 22.0% identity (50.0% similar) in 50 aa overlap (13-62:86-131) 
 
                                 10        20        30        40   
AAD-12                   RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
                                     : : : .: . :      . : .     :  
gi|216 PFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQLPYPQPQ----LPYPQPQPFRPQ 
          60        70        80        90           100       110  
 
             50        60        70        80                       
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG                       
       .:  . .:. ..:.  :...                                         
gi|216 QPYPQSQPQYSQPQQPISQQQQQQQQQQQQKQQQQQQQQILQQILQQQLIPCRDVVLQQH 
             120       130       140       150       160       170  
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 19.1 E():   66 
Smith-Waterman score: 43; 27.8% identity (55.6% similar) in 36 aa overlap (31-66:234-269) 
 
               10        20        30        40        50        60 
AAD-12 RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::  ..   .: . :.:   :.. :  .:  
gi|324 DPRTLNKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVIL 
           210       220       230       240       250       260    
 
               70        80                          
AAD-12 RHAHAIPGMDAAESERFLEG                          
         .::.                                        
gi|324 SISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV 
           270       280       290       300         
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.6  bits: 18.4 E():   66 
Smith-Waterman score: 41; 26.7% identity (70.0% similar) in 30 aa overlap (10-39:120-149) 
 
                                    10        20        30          
AAD-12                      RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                     .... :  .:. .: .:...:.. :  : : 
gi|144 DTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWA 
      90       100       110       120       130       140          
 
      40        50        60        70        80           
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG           
                                                           
gi|144 DFYFVAILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
     150       160       170       180       190       200 
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 69.5  bits: 14.9 E():   67 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (35-42:10-17) 
 
           10        20        30        40        50        60     
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH 
                                     :.:  :::                       
gi|244                      IGNEDCTPWMSTLITPLP                      
                                    10                              
 
           70        80 
AAD-12 AIPGMDAAESERFLEG 
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.4  bits: 18.4 E():   68 
Smith-Waterman score: 41; 26.7% identity (70.0% similar) in 30 aa overlap (10-39:124-153) 
 
                                    10        20        30          
AAD-12                      RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
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                                     .... :  .:. .: .:...:.. :  : : 
gi|622 DTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWA 
           100       110       120       130       140       150    
 
      40        50        60        70        80           
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG           
                                                           
gi|622 DFYFVAILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
           160       170       180       190       200     
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 69.4  bits: 18.4 E():   68 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (12-37:76-100) 
 
                                  10        20        30        40  
AAD-12                    RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDI 
          50        60        70        80         90       100     
 
              50        60        70        80                      
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG                      
                                                                    
gi|549 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 69.4  bits: 18.4 E():   68 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (12-37:76-100) 
 
                                  10        20        30        40  
AAD-12                    RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
              50        60        70        80                      
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG                      
                                                                    
gi|549 AKYPVGQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 69.3  bits: 19.7 E():   69 
Smith-Waterman score: 45; 23.5% identity (58.8% similar) in 51 aa overlap (29-76:265-315) 
 
                 10        20        30        40        50         
AAD-12   RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG-RPSL 
                                     : .. :..:..  . ::.: .     . :  
gi|144 AVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGGVMTPLIKRNTTIPTKKSE 
          240       250       260       270       280       290     
 
        60          70        80                                    
AAD-12 LIGRHAHAIPG--MDAAESERFLEG                                    
        .. ..   ::  ... :.::                                        
gi|144 TFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAPRGVPQIEVTFDLDANGIM 
          300       310       320       330       340       350     
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 69.2  bits: 18.4 E():   69 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (12-37:81-105) 
 
                                  10        20        30        40  
AAD-12                    RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|115 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
               60        70        80         90       100          
 
              50        60        70        80                      
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG                      
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gi|115 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
     110       120       130       140       150       160          
 
>>gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos tauru  (172 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.0  bits: 18.1 E():   71 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (4-25:49-70) 
 
                                          10        20        30    
AAD-12                            RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
       20        30        40        50        60        70         
 
            40        50        60        70        80              
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG              
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
       80        90       100       110       120       130         
 
>>gi|55859456|emb|CAH92630.1| pollen allergen Sec c 4 [S  (520 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.0  bits: 19.7 E():   72 
Smith-Waterman score: 45; 38.5% identity (69.2% similar) in 26 aa overlap (1-26:133-158) 
 
                                             10        20        30 
AAD-12                               RALVHQRSARHSLVYSQSKLGHVQQAGSAY 
                                     ::.: . .:: . : : ..::..  :     
gi|558 RVRSGGHDYEGLSYRSERPEAFAVVDLNKMRAVVVDGKARTAWVDSGAQLGELYYAIAKN 
            110       120       130       140       150       160   
 
               40        50        60        70        80           
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG           
                                                                    
gi|558 SPVLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKVVDANGTLLDKSSMSAD 
            170       180       190       200       210       220   
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.9  bits: 18.4 E():   73 
Smith-Waterman score: 41; 33.3% identity (56.7% similar) in 30 aa overlap (3-32:75-104) 
 
                                           10        20        30   
AAD-12                             RALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     :: .:.: .   ::..      : : .:.: 
gi|221 DNRIESEGGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFG 
           50        60        70        80        90       100     
 
             40        50        60        70        80             
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG             
                                                                    
gi|221 LIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQKVHRFDEGDLIAVPTGV 
          110       120       130       140       150       160     
 
>>gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Thauma  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 68.6  bits: 14.9 E():   75 
Smith-Waterman score: 30; 66.7% identity (83.3% similar) in 6 aa overlap (63-68:15-20) 
 
             40        50        60        70        80 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG 
                                     : :.::             
gi|680                 ATFNFINNCPFTVWAAAVPG             
                               10        20             
 
>>gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} [De  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 68.6  bits: 14.9 E():   75 
Smith-Waterman score: 30; 45.5% identity (72.7% similar) in 11 aa overlap (65-75:1-11) 
 
           40        50        60        70        80     
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG     
                                     :. :.::  .:          
gi|404                               AVGGQDADLAEAPFQISLLK 
                                             10        20 
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>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.6  bits: 18.4 E():   75 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (12-37:99-123) 
 
                                  10        20        30        40  
AAD-12                    RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|856 KEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
              50        60        70        80                      
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG                      
                                                                    
gi|856 AKYQVGQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.6  bits: 18.4 E():   75 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (12-37:99-123) 
 
                                  10        20        30        40  
AAD-12                    RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|162 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
              50        60        70        80                      
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG                      
                                                                    
gi|162 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia mutic  (284 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 68.5  bits: 18.7 E():   76 
Smith-Waterman score: 42; 36.8% identity (73.7% similar) in 19 aa overlap (61-79:63-80) 
 
               40        50        60        70        80           
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG           
                                     .:: ..  ..::: .:. :            
gi|219 EDSKAKIEEDLTSLQKKYTNLENEFDQVNEKHADSVAKLEAAE-KRLTETEDEIKGYTRK 
             40        50        60        70         80        90  
 
gi|219 IQLLEDDLERTQTKLDEATGKLEEATKSADESERGRKVLESRSLADDDRIDGLEKQVKDA 
             100       110       120       130       140       150  
 
>>gi|289064179|gb|ADC80503.1| non-specific lipid transfe  (118 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.5  bits: 17.5 E():   76 
Smith-Waterman score: 38; 66.7% identity (88.9% similar) in 9 aa overlap (63-71:81-89) 
 
             40        50        60        70        80             
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG             
                                     : ::::..:                      
gi|289 ASCCSGVRSLNAAAKTTPDRQAVCNCLKSAAGAIPGFNANNAGILPGKCGVSIPYKISTS 
               60        70        80        90       100       110 
 
gi|289 TNCATIKF 
                
 
>>gi|21755|emb|CAA25593.1| unnamed protein product [Trit  (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.5  bits: 18.7 E():   76 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (16-62:71-117) 
 
                              10        20        30        40      
AAD-12                RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|217 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
          50        60        70        80                          
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG                          
        . .:. ..:.  :...                                            
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gi|217 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|21761|emb|CAA26384.1| unnamed protein product [Trit  (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.5  bits: 18.7 E():   76 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (16-62:71-117) 
 
                              10        20        30        40      
AAD-12                RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|217 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQQFRPQQPY 
               50        60        70        80        90       100 
 
          50        60        70        80                          
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG                          
        . .:. ..:.  :...                                            
gi|217 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|170720|gb|AAA34280.1| alpha/beta-gliadin precursor   (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.5  bits: 18.7 E():   76 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (16-62:71-117) 
 
                              10        20        30        40      
AAD-12                RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
          50        60        70        80                          
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG                          
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.4  bits: 17.5 E():   77 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (11-28:33-50) 
 
                                   10        20        30        40 
AAD-12                     RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     :.:.: : .: ....  :             
gi|160 QEHKPKKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELD 
             10        20        30        40        50        60   
 
               50        60        70        80                  
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG                  
                                                                 
gi|160 VVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQTQ 
             70        80        90       100       110          
 
>>gi|21757|emb|CAA26383.1| unnamed protein product [Trit  (296 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 18.7 E():   79 
Smith-Waterman score: 42; 25.6% identity (59.0% similar) in 39 aa overlap (3-41:209-246) 
 
                                           10        20        30   
AAD-12                             RALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     ..::.. :..   :: .: . ::   .  : 
gi|217 QPLQQLCCQQLWQIPEQSRCQAIHNVVHAIILHQQQ-RQQQPSSQVSLQQPQQQYPSGQG 
      180       190       200       210        220       230        
 
             40        50        60        70        80            
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG            
       . . .  .:                                                   
gi|217 FFQPSQQNPQAQGSVQPQQLPQFEEIRNLALQTLPRMCNVYIPPYCSTTIAPFGIFGTN 
       240       250       260       270       280       290       
 
>>gi|253683676|gb|ACT33296.1| putative tabinhibitin 9 [T  (252 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.7  bits: 18.4 E():   84 
Smith-Waterman score: 41; 42.9% identity (71.4% similar) in 14 aa overlap (12-25:139-152) 
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                                  10        20        30        40  
AAD-12                    RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     ::. .  : ::.:.                 
gi|253 EAYKCRHTLRFWTPGQLNFEFYADKMPFTMSLISTAIKRGHMQKHNITRDIVEKYQPVGP 
      110       120       130       140       150       160         
 
              50        60        70        80                      
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG                      
                                                                    
gi|253 KGNVKELALAIFDRVTAVGCGLTTWKLGGKARAFFTCNFFSENDYNRPVYKTGNSPGEKC 
      170       180       190       200       210       220         
 
>>gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea sati  (316 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.7  bits: 18.7 E():   84 
Smith-Waterman score: 42; 31.2% identity (53.1% similar) in 32 aa overlap (19-50:191-220) 
 
                           10        20        30        40         
AAD-12             RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     .: :  . :.:  . : :   .:   :: . 
gi|135 FVMENNKQTYCTSKSWPCVFGKQYYGRGPIQLTHNYNYGQAGKAIGADLINNP--DLVAT 
              170       180       190       200       210           
 
       50        60        70        80                             
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEG                             
       .:                                                           
gi|135 NPTISFKTAIWFWMTPQANKPSSHDVIIGNWRPSAADTSAGRVPSYGVITNIINGGLECG 
      220       230       240       250       260       270         
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.6  bits: 18.1 E():   85 
Smith-Waterman score: 40; 30.8% identity (69.2% similar) in 26 aa overlap (12-37:76-100) 
 
                                  10        20        30        40  
AAD-12                    RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:... :. .    :: ::     
gi|740 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
              50        60        70        80                      
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG                      
                                                                    
gi|740 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.6  bits: 18.1 E():   85 
Smith-Waterman score: 40; 34.5% identity (51.7% similar) in 29 aa overlap (27-55:139-165) 
 
                   10        20        30        40        50       
AAD-12     RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS 
                                     :  :.  :. :. . :  : .::   : :  
gi|116 KYAGVFVSTGTLGGGQETTAITSMSTLVDHGFIYVPLGYKTAFSMLANLDEVH--GGSPW 
      110       120       130       140       150       160         
 
         60        70        80               
AAD-12 LLIGRHAHAIPGMDAAESERFLEG               
                                              
gi|116 GAGTFSAGDGSRQPSELELNIAQAQGKAFYEAVAKAHQ 
        170       180       190       200     
 
>>gi|159793197|gb|ABW98943.1| alpha S1 casein [Bos tauru  (205 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 18.1 E():   85 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (4-25:82-103) 
 
                                          10        20        30    
AAD-12                            RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
              60        70        80        90       100       110  
 
            40        50        60        70        80              
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AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG              
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
             120       130       140       150       160       170  
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.6  bits: 19.4 E():   85 
Smith-Waterman score: 44; 30.0% identity (60.0% similar) in 30 aa overlap (10-39:322-351) 
 
                                    10        20        30          
AAD-12                      RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                     ::..  ..:   .  ::::.  . ..:  : 
gi|186 GKDKHCQRPRGSQSKSRRNGIDETICTMRLRHNIGQTSSPDIYNPQAGSVTTATSLDFPA 
             300       310       320       330       340       350  
 
      40        50        60        70        80                    
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG                    
                                                                    
gi|186 LSWLRLSAEFGSLRKNAMFVPHYNLNANSIIYALNGRALIQVVNCNGERVFDGELQEGRV 
             360       370       380       390       400       410  
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.6  bits: 19.4 E():   85 
Smith-Waterman score: 44; 30.0% identity (60.0% similar) in 30 aa overlap (10-39:322-351) 
 
                                    10        20        30          
AAD-12                      RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                     ::..  ..:   .  ::::.  . ..:  : 
gi|186 GKDKHCQRPRGSQSKSRRNGIDETICTMRLRHNIGQTSSPDIYNPQAGSVTTATSLDFPA 
             300       310       320       330       340       350  
 
      40        50        60        70        80                    
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG                    
                                                                    
gi|186 LSWLRLSAGFGSLRKNAMFVPHYNLNANSIIYALNGRALIQVVNCNGERVFDGELQEGRV 
             360       370       380       390       400       410  
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.5  bits: 17.5 E():   86 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (11-28:48-65) 
 
                                   10        20        30        40 
AAD-12                     RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     :.:.: : .: ....  :             
gi|111 QGHKPKKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELD 
        20        30        40        50        60        70        
 
               50        60        70        80                  
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG                  
                                                                 
gi|111 VVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQTQ 
        80        90       100       110       120       130     
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.5  bits: 17.5 E():   86 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (11-28:48-65) 
 
                                   10        20        30        40 
AAD-12                     RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     :.:.: : .: ....  :             
gi|420 QEHKPKKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELD 
        20        30        40        50        60        70        
 
               50        60        70        80                  
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG                  
                                                                 
gi|420 VVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQTQ 
        80        90       100       110       120       130     
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.5  bits: 17.5 E():   86 
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Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (11-28:48-65) 
 
                                   10        20        30        40 
AAD-12                     RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     :.:.: : .: ....  :             
gi|111 QEHKPEKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELD 
        20        30        40        50        60        70        
 
               50        60        70        80                  
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG                  
                                                                 
gi|111 VVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQTQ 
        80        90       100       110       120       130     
 
>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.5  bits: 19.0 E():   86 
Smith-Waterman score: 43; 35.0% identity (65.0% similar) in 20 aa overlap (20-39:133-152) 
 
                          10        20        30        40          
AAD-12            RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :: ... :.    : .::.:           
gi|129 IRKNEDVAYVEEDQIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVD 
            110       120       130       140       150       160   
 
      50        60        70        80                              
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEG                              
                                                                    
gi|129 SGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASILSVKVFQG 
            170       180       190       200       210       220   
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.5  bits: 19.0 E():   86 
Smith-Waterman score: 43; 35.0% identity (65.0% similar) in 20 aa overlap (20-39:133-152) 
 
                          10        20        30        40          
AAD-12            RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :: ... :.    : .::.:           
gi|746 IRKNEDVAYVEEDQIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVD 
            110       120       130       140       150       160   
 
      50        60        70        80                              
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEG                              
                                                                    
gi|746 SGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASILSVKVFQG 
            170       180       190       200       210       220   
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.5  bits: 19.0 E():   87 
Smith-Waterman score: 43; 35.5% identity (54.8% similar) in 31 aa overlap (37-67:3-32) 
 
         10        20        30        40        50        60       
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                                     : : :.  :. .   .:   :  : ::..: 
gi|238                             FITKAIPIV-LAALSAVNGAKILEAGPHAETI 
                                            10        20        30  
 
         70        80                                               
AAD-12 PGMDAAESERFLEG                                               
       :                                                            
gi|238 PNKYIVVMKKDVSDEAFSTHTTWLSQNLNRRLMRRSGSSKAMAGMQNKYSLGGIFRAYSG 
              40        50        60        70        80        90  
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 18.1 E():   88 
Smith-Waterman score: 40; 38.5% identity (42.3% similar) in 26 aa overlap (32-57:60-85) 
 
              10        20        30        40        50        60  
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     :  :  :  :  : ::.   :  : :     
gi|613 CLEYSNVGFTDAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIA 
      30        40        50        60        70        80          
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              70        80                                          
AAD-12 HAHAIPGMDAAESERFLEG                                          
                                                                    
gi|613 QRWANQCTFEHDACRNVERFAVGQNIAATSSSGKNKSTLSDMILLWYNEVKDFDNRWISS 
      90       100       110       120       130       140          
 
>>gi|162792|gb|AAA30428.1| alpha-s1-casein precursor [Bo  (214 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 18.1 E():   89 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (4-25:91-112) 
 
                                          10        20        30    
AAD-12                            RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
               70        80        90       100       110       120 
 
            40        50        60        70        80              
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG              
                                                                    
gi|162 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
              130       140       150       160       170       180 
 
>>gi|162794|gb|AAA30429.1| alpha-S1-casein [Bos taurus]   (214 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 18.1 E():   89 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (4-25:91-112) 
 
                                          10        20        30    
AAD-12                            RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
               70        80        90       100       110       120 
 
            40        50        60        70        80              
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG              
                                                                    
gi|162 VPQLEIVPNSAEERLHSMKEGIDAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
              130       140       150       160       170       180 
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 18.4 E():   89 
Smith-Waterman score: 41; 31.8% identity (59.1% similar) in 22 aa overlap (3-24:127-148) 
 
                                           10        20        30   
AAD-12                             RALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     : :.:  :: ..  .:   :..         
gi|273 KMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKD 
        100       110       120       130       140       150       
 
             40        50        60        70        80             
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG             
                                                                    
gi|273 ELLKMKKDGKTKKELEAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAELKN 
        160       170       180       190       200       210       
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 18.4 E():   89 
Smith-Waterman score: 41; 31.8% identity (59.1% similar) in 22 aa overlap (3-24:127-148) 
 
                                           10        20        30   
AAD-12                             RALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     : :.:  :: ..  .:   :..         
gi|273 KMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKD 
        100       110       120       130       140       150       
 
             40        50        60        70        80             
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG             
                                                                    
gi|273 ELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAELKN 
        160       170       180       190       200       210       
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>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 18.4 E():   89 
Smith-Waterman score: 41; 31.8% identity (59.1% similar) in 22 aa overlap (3-24:127-148) 
 
                                           10        20        30   
AAD-12                             RALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     : :.:  :: ..  .:   :..         
gi|273 KMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKD 
        100       110       120       130       140       150       
 
             40        50        60        70        80             
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG             
                                                                    
gi|273 ELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAELKN 
        160       170       180       190       200       210       
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.2  bits: 17.1 E():   89 
Smith-Waterman score: 37; 41.2% identity (58.8% similar) in 17 aa overlap (60-76:82-98) 
 
      30        40        50        60        70        80          
AAD-12 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG          
                                     :  :.: :  . :: :.              
gi|215 NELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMGFGLFD 
              60        70        80        90       100       110  
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 67.1  bits: 13.6 E():   91 
Smith-Waterman score: 26; 80.0% identity (80.0% similar) in 5 aa overlap (1-5:2-6) 
 
                10        20        30        40        50          
AAD-12  RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI 
        : :::                                                       
gi|463 DRNLVHSATR                                                   
               10                                                   
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.0  bits: 17.8 E():   92 
Smith-Waterman score: 39; 35.3% identity (70.6% similar) in 17 aa overlap (30-46:118-134) 
 
                10        20        30        40        50          
AAD-12  RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI 
                                     :. . :...: : . ::              
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
      60        70        80           
AAD-12 GRHAHAIPGMDAAESERFLEG           
                                       
gi|195 ALEKFDKALKALPMHIRLSFNPTQLEEQCHI 
       150       160       170         
 
>>gi|190684057|gb|ACE82289.1| glutathione transferase [T  (222 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 67.0  bits: 18.1 E():   92 
Smith-Waterman score: 40; 32.4% identity (59.5% similar) in 37 aa overlap (39-71:50-86) 
 
       10        20        30        40        50           60      
AAD-12 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP---SLLIGRHAH- 
                                     :.:..  . :  . :::   ::.: .. .  
gi|190 RVRIALAEKGLPYEYAEEDLMAGKSDRLLRANPVHKKIPVLLHDGRPVNESLIILQYLED 
      20        30        40        50        60        70          
 
           70        80                                             
AAD-12 AIPGMDAAESERFLEG                                             
       :.:   :                                                      
gi|190 AFPDAPALLPSDPYARAQARFWADYVDKKVYDCGSRLWKLKGEPQAQARAEMLDILKTLD 
      80        90       100       110       120       130          
 
>>gi|29839419|sp|Q9XFM4.1|13S3_FAGES RecName: Full=13S g  (538 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.9  bits: 19.4 E():   93 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (6-21:393-408) 
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                                        10        20        30      
AAD-12                          RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|298 NRPSRADVFNPRAGRINTVDSNNLPILEFIQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
            370       380       390       400       410       420   
 
          40        50        60        70        80                
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG                
                                                                    
gi|298 RGEGRVQVVGDEGRSVFDDNVQRGQILVVPQGFAVVLKAGREGLEWVELKNDDNAITSPI 
            430       440       450       460       470       480   
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.8 E():   96 
Smith-Waterman score: 39; 25.0% identity (65.0% similar) in 20 aa overlap (11-30:97-116) 
 
                                   10        20        30        40 
AAD-12                     RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     :...  :..  . :: .: .           
gi|170 STYQLLQELCCQHLWQIPEQSQCQAIHNVVHAIILHQQQQKQQQQPSSQFSFQQPLQQYP 
         70        80        90       100       110       120       
 
               50        60        70        80                     
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG                     
                                                                    
gi|170 LGQGSFRPSQQNPQAQGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN 
        130       140       150       160       170       180       
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.6  bits: 17.1 E():   96 
Smith-Waterman score: 37; 26.7% identity (56.7% similar) in 30 aa overlap (41-70:90-119) 
 
               20        30        40        50        60        70 
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ...  ..:    :.: 
gi|253 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNAPYCLGLD 
      60        70        80        90       100       110          
 
               80 
AAD-12 AAESERFLEG 
                  
gi|253 I          
     120          
 
>>gi|18641|emb|CAA37044.1| glycinin [Glycine max]         (562 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 66.6  bits: 19.4 E():   97 
Smith-Waterman score: 44; 27.3% identity (56.8% similar) in 44 aa overlap (7-48:124-167) 
 
                                       10        20        30       
AAD-12                         RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :: ...:  :..:. : ...    :  :.  
gi|186 IAQGKGALQCKPGCPETFEEPQEQSNRRGSRSQKQQLQDSHQKIRHFNEGDVLVIPPGVP 
           100       110       120       130       140       150    
 
           40        50        60        70        80               
AAD-12 --TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG               
         :  :  .:.: .                                               
gi|186 YWTYNTGDEPVVAISLLDTSNFNNQLDQTPRVFYLAGNPDIEYPETMQQQQQQKSHGGRK 
           160       170       180       190       200       210    
 
>>gi|806556|emb|CAA60533.1| A5A4B3 subunit [Glycine soja  (563 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 66.6  bits: 19.4 E():   97 
Smith-Waterman score: 44; 27.3% identity (56.8% similar) in 44 aa overlap (7-48:125-168) 
 
                                       10        20        30       
AAD-12                         RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :: ...:  :..:. : ...    :  :.  
gi|806 AQGKGALGVAIPGCPETFEEPQEQSNRRGSRSQKQQLQDSHQKIRHFNEGDVLVIPPGVP 
          100       110       120       130       140       150     
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 5439



 

 

           40        50        60        70        80               
AAD-12 --TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG               
         :  :  .:.: .                                               
gi|806 YWTYNTGDEPVVAISLLDTSNFNNQLDQTPRVFYLAGNPDIEYPETMQQQQQQKSHGGRK 
          160       170       180       190       200       210     
 
>>gi|14424466|sp|P35778.2|VA3_SOLIN RecName: Full=Venom   (234 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 18.1 E():   97 
Smith-Waterman score: 40; 38.5% identity (42.3% similar) in 26 aa overlap (32-57:82-107) 
 
              10        20        30        40        50        60  
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     :  :  :  :  : ::.   :  : :     
gi|144 CLEYSNVGFTDAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIA 
              60        70        80        90       100       110  
 
              70        80                                          
AAD-12 HAHAIPGMDAAESERFLEG                                          
                                                                    
gi|144 QRWANQCTFEHDACRNVERFAVGQNIAATSSSGKNKSTPNEMILLWYNEVKDFDNRWISS 
             120       130       140       150       160       170  
 
>>gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=13S g  (565 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 19.4 E():   97 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (6-21:423-438) 
 
                                        10        20        30      
AAD-12                          RALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|298 NRPSRADVFNPRAGRINTVNSNNLPILEFIQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
            400       410       420       430       440       450   
 
          40        50        60        70        80                
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG                
                                                                    
gi|298 RGEGRVQVVGDEGRSVFDDNVQRGQILVVPQGFAVVLKAGREGLEWVELKNDDNAITSPI 
            460       470       480       490       500       510   
 
>>gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.7 E():   98 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (48-66:120-138) 
 
        20        30        40        50        60        70        
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHSCNT 
      90       100       110       120       130       140          
 
        80                                                          
AAD-12 LEG                                                          
                                                                    
gi|810 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLPDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.7 E():   98 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (48-66:120-138) 
 
        20        30        40        50        60        70        
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
        80                                                          
AAD-12 LEG                                                          
                                                                    
gi|810 SVLGNVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|9087152|sp|P81294.1|MPAJ1_JUNAS RecName: Full=Major  (367 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.7 E():   98 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (48-66:120-138) 
 
        20        30        40        50        60        70        
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|908 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHSLHIHGCNT 
      90       100       110       120       130       140          
 
        80                                                          
AAD-12 LEG                                                          
                                                                    
gi|908 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.7 E():   98 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (48-66:120-138) 
 
        20        30        40        50        60        70        
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
        80                                                          
AAD-12 LEG                                                          
                                                                    
gi|810 SVLGNVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8843917|gb|AAF80164.1| pollen major allergen 1-2 [J  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.7 E():   98 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (48-66:120-138) 
 
        20        30        40        50        60        70        
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
        80                                                          
AAD-12 LEG                                                          
                                                                    
gi|884 SVLGDVLVSESIGVVPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIF 
     150       160       170       180       190       200          
 
>>gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.7 E():   98 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (48-66:120-138) 
 
        20        30        40        50        60        70        
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLEMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
        80                                                          
AAD-12 LEG                                                          
                                                                    
gi|810 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8843921|gb|AAF80166.1| pollen major allergen 1-1 [J  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.7 E():   98 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (48-66:120-138) 
 
        20        30        40        50        60        70        
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
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      90       100       110       120       130       140          
 
        80                                                          
AAD-12 LEG                                                          
                                                                    
gi|884 SVLGDVLVSESIGVVPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.7 E():   98 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (48-66:120-138) 
 
        20        30        40        50        60        70        
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
        80                                                          
AAD-12 LEG                                                          
                                                                    
gi|810 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.7 E():   98 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (48-66:120-138) 
 
        20        30        40        50        60        70        
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|151 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
        80                                                          
AAD-12 LEG                                                          
                                                                    
gi|151 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     150       160       170       180       190       200          
 
>>gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betula p  (21 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 66.4  bits: 14.6 E():   98 
Smith-Waterman score: 29; 42.9% identity (50.0% similar) in 14 aa overlap (34-47:8-21) 
 
            10        20        30        40        50        60    
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :  :.  ::  : :                 
gi|309                        MRVFNYKGETTSLIPLARLFK                 
                                      10        20                  
 
            70        80 
AAD-12 HAIPGMDAAESERFLEG 
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 66.3  bits: 13.6 E(): 1e 
Smith-Waterman score: 26; 50.0% identity (83.3% similar) in 6 aa overlap (55-60:1-6) 
 
           30        40        50        60        70        80 
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG 
                                     :.. ::                     
gi|250                               PTITIGGPEYR                
                                             10                 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:56 2011 done: Fri Jan 21 00:02:56 2011 
 Total Scan time:  0.070 Total Display time:  0.060 
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Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 154  - 233 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     1     8:= * 
  34     5    22:==     * 
  36    35    44:============  * 
  38    56    73:===================     * 
  40    50   102:=================                * 
  42   121   125:=========================================* 
  44   151   138:=============================================*===== 
  46   148   140:==============================================*=== 
  48   113   134:======================================      * 
  50   107   122:====================================    * 
  52   132   108:===================================*======== 
  54    75    92:=========================     * 
  56   125    77:=========================*================ 
  58    62    63:====================* 
  60    54    51:================*= 
  62    46    41:=============*== 
  64    33    33:==========* 
  66    37    26:========*==== 
  68    28    20:======*=== 
  70    28    16:=====*==== 
  72    13    12:===*= 
  74    11    10:===* 
  76    15     8:==*== 
  78    10     6:=*== 
  80    12     5:=*== 
  82     6     3:*= 
  84     7     3:*== 
  86     4     2:*= 
  88     0     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     1     0:=         *= 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.60780.00307; mu= 5.6692 0.159 
 mean_var=30.9686 7.284, 0's: 2 Z-trim: 3  B-trim: 71 in 1/43 
 Lambda= 0.230470 
 Kolmogorov-Smirnov  statistic: 0.0825 (N=28) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
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Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   67 27.0    0.35 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   54 22.8       2 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   59 24.3     2.6 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   56 23.4     3.7 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 19.2     7.3 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   56 23.3     7.4 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   56 23.3     7.6 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   47 20.5       9 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   52 22.0       9 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 23.3     9.5 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 23.3     9.7 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   51 21.7      11 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   51 21.7      11 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   52 22.0      11 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   52 22.0      11 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   48 20.8      11 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 21.4      12 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   50 21.4      12 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   50 21.4      12 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 17.0      14 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   52 22.0      14 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   52 22.0      15 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   52 22.0      15 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   52 22.0      15 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   49 21.1      16 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.8      17 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.8      17 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.8      17 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   51 21.7      18 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   50 21.4      18 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   51 21.7      18 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 21.0      18 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   47 20.4      19 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   48 20.7      19 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 23.2      20 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 19.5      21 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 21.0      22 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 19.1      22 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 18.5      24 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 20.4      25 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 21.6      25 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   49 21.0      26 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   43 19.1      26 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   43 19.1      28 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   48 20.7      32 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 19.4      32 
gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Veno ( 204)   44 19.4      34 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   44 19.4      34 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   44 19.4      35 
gi|56417506|gb|AAV90694.1| GE-rich salivary protei ( 266)   45 19.7      36 
gi|56417504|gb|AAV90693.1| 30 kDa salivary gland a ( 271)   45 19.7      37 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 19.1      37 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   48 20.7      38 
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gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   45 19.7      38 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 20.0      38 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   45 19.7      39 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 18.2      41 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 19.4      44 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 20.3      44 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   43 19.1      46 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   40 18.1      46 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 19.4      48 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 15.3      49 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.5      49 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   46 20.0      49 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   41 18.5      50 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.7      50 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.7      50 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 18.1      53 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 18.1      53 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   42 18.8      54 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.7      55 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 16.3      55 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.6      56 
gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A ( 262)   43 19.1      56 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.6      58 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   40 18.1      59 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   40 18.1      59 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   40 18.1      59 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   44 19.4      59 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   44 19.4      60 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 18.4      60 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 18.4      60 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 18.4      60 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.6      60 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   42 18.7      60 
gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   43 19.1      61 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   45 19.7      62 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.7      62 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   42 18.7      62 
gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A ( 291)   43 19.1      62 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 18.4      63 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.2      64 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 15.0      65 
gi|21673|emb|CAA35238.1| unnamed protein product [ ( 307)   43 19.1      66 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   43 19.1      66 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   41 18.4      66 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   41 18.4      67 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   41 18.4      67 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   41 18.4      67 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   41 18.4      69 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   45 19.7      70 
gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos t ( 172)   40 18.1      71 
gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Th (  20)   30 15.0      72 
gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} (  20)   30 15.0      72 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   41 18.4      73 
gi|289064179|gb|ADC80503.1| non-specific lipid tra ( 118)   38 17.5      75 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   41 18.4      75 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   41 18.4      75 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   38 17.5      76 
gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia m ( 284)   42 18.7      76 
gi|21755|emb|CAA25593.1| unnamed protein product [ ( 286)   42 18.7      76 
gi|170720|gb|AAA34280.1| alpha/beta-gliadin precur ( 286)   42 18.7      76 
gi|21761|emb|CAA26384.1| unnamed protein product [ ( 286)   42 18.7      76 
gi|21757|emb|CAA26383.1| unnamed protein product [ ( 296)   42 18.7      79 
gi|253683676|gb|ACT33296.1| putative tabinhibitin  ( 252)   41 18.4      84 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   40 18.1      84 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   40 18.1      84 
gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea  ( 316)   42 18.7      85 
gi|159793197|gb|ABW98943.1| alpha S1 casein [Bos t ( 205)   40 18.1      85 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   38 17.5      86 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   38 17.5      86 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   38 17.5      86 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   44 19.3      86 
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gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   44 19.3      86 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   43 19.0      87 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   43 19.0      87 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   43 19.0      87 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   40 18.1      87 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   37 17.2      88 
gi|162794|gb|AAA30429.1| alpha-S1-casein [Bos taur ( 214)   40 18.1      89 
gi|162792|gb|AAA30428.1| alpha-s1-casein precursor ( 214)   40 18.1      89 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   41 18.4      89 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   41 18.4      89 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   41 18.4      89 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   41 18.4      89 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   39 17.8      92 
gi|190684057|gb|ACE82289.1| glutathione transferas ( 222)   40 18.1      92 
gi|29839419|sp|Q9XFM4.1|13S3_FAGES RecName: Full=1 ( 538)   44 19.3      94 
gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betu (  21)   29 14.6      95 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   43 19.0      95 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   26 13.7      95 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   37 17.1      96 
gi|170728|gb|AAA34284.1| alpha-type gliadin [Triti ( 186)   39 17.8      96 
gi|14424466|sp|P35778.2|VA3_SOLIN RecName: Full=Ve ( 234)   40 18.1      97 
gi|18641|emb|CAA37044.1| glycinin [Glycine max]    ( 562)   44 19.3      98 
gi|806556|emb|CAA60533.1| A5A4B3 subunit [Glycine  ( 563)   44 19.3      98 
gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=1 ( 565)   44 19.3      99 
gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen ( 367)   42 18.7      99 
gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen ( 367)   42 18.7      99 
gi|9087152|sp|P81294.1|MPAJ1_JUNAS RecName: Full=M ( 367)   42 18.7      99 
gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen ( 367)   42 18.7      99 
gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen ( 367)   42 18.7      99 
gi|8843921|gb|AAF80166.1| pollen major allergen 1- ( 367)   42 18.7      99 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   42 18.7      99 
gi|8843917|gb|AAF80164.1| pollen major allergen 1- ( 367)   42 18.7      99 
gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen ( 367)   42 18.7      99 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  65 init1:  65 opt:  67  Z-score: 110.7  bits: 27.0 E(): 0.35 
Smith-Waterman score: 67; 22.4% identity (52.2% similar) in 67 aa overlap (4-67:327-393) 
 
                                          10        20        30    
AAD-12                            ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     : ..: .:. ..      : . :. ... : 
gi|113 IGGSASPTILSQGNRFCAPDERSKKNVLGRHGEAAAESMKWNWRTNKDVLENGAIFVASG 
        300       310       320       330       340       350       
 
            40        50        60           70        80 
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAI---PGMDAAESERFLEGL 
       .: . :: .    .  : :. .: .   : ..   ::              
gi|113 VDPVLTPEQSAGMIPAEPGESALSLTSSAGVLSCQPGAPC           
        360       370       380       390                 
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 97.1  bits: 22.8 E():    2 
Smith-Waterman score: 54; 33.3% identity (66.7% similar) in 36 aa overlap (5-36:42-77) 
 
                                         10            20        30 
AAD-12                           ALVHQRSARHS----LVYSQSKLGHVQQAGSAYI 
                                     : :..::    :.... .. :::.:.. :  
gi|527 QKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAAQQYG 
              20        30        40        50        60        70  
 
               40        50        60        70        80 
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
         .: :                                             
gi|527 ITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA 
              80        90       100       110       120  
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  59  Z-score: 95.0  bits: 24.3 E():  2.6 
Smith-Waterman score: 59; 35.6% identity (60.0% similar) in 45 aa overlap (5-42:198-242) 
 
                                         10              20         
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AAD-12                           ALVHQRSARHSLVYSQSKL------GHVQQAGSA 
                                     ::. :..:  .:. :      :  ..: .  
gi|303 LVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALAD 
       170       180       190       200       210       220        
 
       30         40        50        60        70        80        
AAD-12 YIGYGMDT-TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL        
        .:.:::: ::  .:                                              
gi|303 VLGFGMDTETARKVRGEDDQRGHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICS 
       230       240       250       260       270       280        
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 92.2  bits: 23.4 E():  3.7 
Smith-Waterman score: 56; 29.6% identity (53.7% similar) in 54 aa overlap (27-78:25-73) 
 
               10        20        30        40        50           
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET-GRPSLLIG 
                                 .:  ::.  : :::  : . . : : . :.     
gi|249   MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPAT--- 
                 10        20        30        40        50         
 
      60         70        80                                       
AAD-12 RHAHAIP-GMDAAESERFLEGL                                       
           :.: :  ..: ....:                                         
gi|249 --PAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEG 
            60        70        80        90       100       110    
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 87.0  bits: 19.2 E():  7.3 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (20-40:5-25) 
 
               10        20        30        40        50        60 
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                          :.:..: :. .::  .  :.:                     
gi|462                AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKNLNSA        
                              10        20        30                
 
               70        80 
AAD-12 HAHAIPGMDAAESERFLEGL 
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  56  Z-score: 86.8  bits: 23.3 E():  7.4 
Smith-Waterman score: 56; 27.8% identity (63.9% similar) in 36 aa overlap (5-40:539-574) 
 
                                         10        20        30     
AAD-12                           ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.:.. .   . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYP 
      510       520       530       540       550       560         
 
           40        50        60        70        80               
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL               
        ..  :                                                       
gi|217 TSVQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQP 
      570       580       590       600       610       620         
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 86.7  bits: 23.3 E():  7.6 
Smith-Waterman score: 56; 25.0% identity (63.9% similar) in 36 aa overlap (5-40:551-586) 
 
                                         10        20        30     
AAD-12                           ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.... . . . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYP 
              530       540       550       560       570       580 
 
           40        50        60        70        80               
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL               
        .   :                                                       
gi|217 TSLQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQP 
              590       600       610       620       630       640 
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>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 85.3  bits: 20.5 E():    9 
Smith-Waterman score: 47; 27.5% identity (50.0% similar) in 40 aa overlap (33-72:19-58) 
 
             10        20        30        40        50        60   
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :.: ::  :. :.:.        .     : 
gi|135             MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFA 
                           10        20        30        40         
 
             70        80                                           
AAD-12 HAIPGMDAAESERFLEGL                                           
       .:. : :. .                                                   
gi|135 KALEGKDVKDLLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGL 
       50        60        70        80        90       100         
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 85.3  bits: 22.0 E():    9 
Smith-Waterman score: 52; 28.3% identity (56.7% similar) in 60 aa overlap (1-60:232-276) 
 
                                             10        20        30 
AAD-12                               ALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                     : .:  :. ::....:..  . ::       
gi|170 WSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIH--SVVHSIIMQQQQQQQQQQ------ 
             210       220       230         240       250          
 
               40        50        60        70        80           
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL           
         :.:     . :: . : ..:. ::. :.                               
gi|170 --GIDI----FLPLSQ-HEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYV 
                 260        270       280       290       300       
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 84.9  bits: 23.3 E():  9.5 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (15-32:283-300) 
 
                               10        20        30        40     
AAD-12                 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
           50        60        70        80                         
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL                         
                                                                    
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 84.8  bits: 23.3 E():  9.7 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (15-32:289-306) 
 
                               10        20        30        40     
AAD-12                 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
 
           50        60        70        80                         
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL                         
                                                                    
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 83.9  bits: 21.7 E():   11 
Smith-Waterman score: 51; 27.3% identity (51.9% similar) in 77 aa overlap (3-78:3-68) 
 
               10        20        30        40        50        60 
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
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         ::: ..  .:  . . ..    . .: .:::    :::  : .   : :  :.      
gi|398 MAVHQYTV--ALFLAVALVAGPAASYAADLGYG---PATPAAPAAGYTPAT--PA----A 
                 10        20        30           40                
 
                70        80                                        
AAD-12 HAHAIP-GMDAAESERFLEGL                                        
        :.: : :  ..: ....:                                          
gi|398 PAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGAASNKAFAEGL 
      50        60        70        80        90       100          
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 83.9  bits: 21.7 E():   11 
Smith-Waterman score: 51; 36.1% identity (55.6% similar) in 36 aa overlap (25-55:21-56) 
 
               10        20          30        40           50      
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGS--AYIGYGMDTTATP---LRPLVKVHPETGRPS 
                               :::  : .:::  : :.:     : . . :  ..:. 
gi|330     MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAPAGAEPA 
                   10        20        30        40        50       
 
          60        70        80                                    
AAD-12 LLIGRHAHAIPGMDAAESERFLEGL                                    
                                                                    
gi|330 GKATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGA 
         60        70        80        90       100       110       
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 83.7  bits: 22.0 E():   11 
Smith-Waterman score: 52; 18.4% identity (55.1% similar) in 49 aa overlap (8-56:332-380) 
 
                                      10        20        30        
AAD-12                        ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                     : .:....  .   . . :. ..  : : . 
gi|113 SAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPV 
             310       320       330       340       350       360  
 
        40        50        60        70        80 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
        ::..    .  : :. ..                         
gi|113 LTPVQSAGMIPAEPGEAAIKLTSSAGVFSCHPGAPC        
             370       380       390               
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 83.7  bits: 22.0 E():   11 
Smith-Waterman score: 52; 18.4% identity (55.1% similar) in 49 aa overlap (8-56:332-380) 
 
                                      10        20        30        
AAD-12                        ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                     : .:....  .   . . :. ..  : : . 
gi|166 SAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPV 
             310       320       330       340       350       360  
 
        40        50        60        70        80 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
        ::..    .  : :. ..                         
gi|166 LTPVQSAGMIPAEPGEAAIKLTSSAGVFSCRPGAPC        
             370       380       390               
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.6  bits: 20.8 E():   11 
Smith-Waterman score: 48; 25.6% identity (53.5% similar) in 43 aa overlap (32-74:23-65) 
 
              10        20        30        40        50        60  
AAD-12 LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                                     ...:  ..::  :.:   :. .    .    
gi|344         MTGVKTHLQHELKRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESD 
                       10        20        30        40        50   
 
              70        80                                          
AAD-12 AHAIPGMDAAESERFLEGL                                          
         :::. :  ..:                                                
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gi|344 EVAIPNPDEFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREIS 
             60        70        80        90       100       110   
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 82.9  bits: 21.4 E():   12 
Smith-Waterman score: 50; 32.1% identity (57.1% similar) in 28 aa overlap (28-55:1-28) 
 
               10        20        30        40        50        60 
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                  : .:::  : :.:    . . :  ..:.      
gi|295                            ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATT 
                                          10        20        30    
 
               70        80                                         
AAD-12 HAHAIPGMDAAESERFLEGL                                         
                                                                    
gi|295 EEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSS 
            40        50        60        70        80        90    
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.9  bits: 21.4 E():   12 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (28-78:1-43) 
 
               10        20        30        40        50        60 
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                  : .:::    :::  : .   : :  :.   :  
gi|109                            ADLGYG---PATPAAPAAGYTPAT--PAAPAGA 
                                             10        20           
 
               70        80                                         
AAD-12 HAHAIPGMDAAESERFLEGL                                         
        :    :  ..: ....:                                           
gi|109 DA---AGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSG 
       30           40        50        60        70        80      
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.8  bits: 21.4 E():   12 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (28-78:1-43) 
 
               10        20        30        40        50        60 
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                  : .:::    :::  : .   : :  :.   :  
gi|239                            ADLGYG---PATPAAPAAGYTPAT--PAAPAGA 
                                             10        20           
 
               70        80                                         
AAD-12 HAHAIPGMDAAESERFLEGL                                         
        :    :  ..: ....:                                           
gi|239 DA---AGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSG 
       30           40        50        60        70        80      
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 82.1  bits: 17.0 E():   14 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (61-66:8-13) 
 
               40        50        60        70        80 
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     ::: .:               
gi|131                        GPVGGVVHAHMMPLL             
                                      10                  
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.6  bits: 22.0 E():   14 
Smith-Waterman score: 52; 33.3% identity (58.3% similar) in 24 aa overlap (4-27:388-411) 
 
                                          10        20        30    
AAD-12                            ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:.    .::: . :       
gi|224 TANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVY 
       360       370       380       390       400       410        
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            40        50        60        70        80              
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL              
                                                                    
gi|224 DEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVAN 
       420       430       440       450       460       470        
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.3  bits: 22.0 E():   15 
Smith-Waterman score: 52; 33.3% identity (58.3% similar) in 24 aa overlap (4-27:408-431) 
 
                                          10        20        30    
AAD-12                            ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:.    .::: . :       
gi|199 TANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVY 
       380       390       400       410       420       430        
 
            40        50        60        70        80              
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL              
                                                                    
gi|199 DEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVAN 
       440       450       460       470       480       490        
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.3  bits: 22.0 E():   15 
Smith-Waterman score: 52; 33.3% identity (58.3% similar) in 24 aa overlap (4-27:408-431) 
 
                                          10        20        30    
AAD-12                            ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:.    .::: . :       
gi|571 NCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVY 
       380       390       400       410       420       430        
 
            40        50        60        70        80              
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL              
                                                                    
gi|571 DEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVAN 
       440       450       460       470       480       490        
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.2  bits: 22.0 E():   15 
Smith-Waterman score: 52; 33.3% identity (58.3% similar) in 24 aa overlap (4-27:416-439) 
 
                                          10        20        30    
AAD-12                            ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:.    .::: . :       
gi|213 NELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVF 
         390       400       410       420       430       440      
 
            40        50        60        70        80              
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL              
                                                                    
gi|213 DEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVAN 
         450       460       470       480       490       500      
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.1  bits: 21.1 E():   16 
Smith-Waterman score: 49; 21.9% identity (59.4% similar) in 32 aa overlap (6-37:179-210) 
 
                                        10        20        30      
AAD-12                          ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :.  .:.. .... :. ::      : :.. 
gi|219 MWQQSSCHVMQQQCCQQLSQIPEQSRYDAIRAITYSIILQEQQQGQSQQQQPQQSGQGVS 
      150       160       170       180       190       200         
 
          40        50        60        70        80                
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL                
        .                                                           
gi|219 QSQQQSQQQLGQCSFQQPQQQLGQQPQQQQVQQGTFLQPHQIAHLEVMTSIALRTLPTMC 
      210       220       230       240       250       260         
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
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 initn:  45 init1:  45 opt:  45  Z-score: 80.4  bits: 19.8 E():   17 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (30-47:24-41) 
 
               10        20        30        40        50        60 
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                    .:. . :.:  :.: ..:              
gi|121       MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSLS 
                     10        20        30        40        50     
 
               70        80                                         
AAD-12 HAHAIPGMDAAESERFLEGL                                         
                                                                    
gi|121 TFKNTEIKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVV 
           60        70        80        90       100       110     
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 80.4  bits: 19.8 E():   17 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (30-47:24-41) 
 
               10        20        30        40        50        60 
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                    .:. . :.:  :.: ..:              
gi|144       MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLS 
                     10        20        30        40        50     
 
               70        80                                         
AAD-12 HAHAIPGMDAAESERFLEGL                                         
                                                                    
gi|144 TFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVV 
           60        70        80        90       100       110     
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 80.4  bits: 19.8 E():   17 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (30-47:24-41) 
 
               10        20        30        40        50        60 
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                    .:. . :.:  :.: ..:              
gi|379       MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLS 
                     10        20        30        40        50     
 
               70        80                                         
AAD-12 HAHAIPGMDAAESERFLEGL                                         
                                                                    
gi|379 TFKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVV 
           60        70        80        90       100       110     
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.9  bits: 21.7 E():   18 
Smith-Waterman score: 51; 30.8% identity (57.7% similar) in 26 aa overlap (2-27:383-408) 
 
                                            10        20        30  
AAD-12                              ALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     ..:  .  ::..:     .::: . :     
gi|370 LKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNR 
            360       370       380       390       400       410   
 
              40        50        60        70        80            
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL            
                                                                    
gi|370 VYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVV 
            420       430       440       450       460       470   
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 79.8  bits: 21.4 E():   18 
Smith-Waterman score: 50; 38.2% identity (55.9% similar) in 34 aa overlap (33-66:2-34) 
 
             10        20        30        40        50        60   
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :. : : :.  :. .   .:   :  : :: 
gi|581                              MGFITKAIPIV-LAALSTVNGARILEAGPHA 
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                                            10         20        30 
 
             70        80                                           
AAD-12 HAIPGMDAAESERFLEGL                                           
       .:::                                                         
gi|581 EAIPNKYIVVMKREVSDEAFNAHTTWLSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRA 
               40        50        60        70        80        90 
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  49 init1:  49 opt:  51  Z-score: 79.8  bits: 21.7 E():   18 
Smith-Waterman score: 51; 24.4% identity (50.0% similar) in 82 aa overlap (3-79:74-155) 
 
                                           10        20        30   
AAD-12                             ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     : .:.: .   ::.. :    : ::.:.:  
gi|112 NRIESEGGYIETWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGL 
            50        60        70        80        90       100    
 
                 40        50        60        70         80        
AAD-12 ---GMDTT-ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES-ERFLEGL        
          :  .:   : .   . . .     . .:.   .   .:. .. .:: ::         
gi|112 IFPGCPSTYEEPAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTG 
           110       120       130       140       150       160    
 
gi|112 VAFWMYNDEDTDVVTVTLSDTSSIHNQLDQFPRRFYLAGNQEQEFLRYQQQQGSRPHYRQ 
           170       180       190       200       210       220    
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.7  bits: 21.0 E():   18 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (25-41:200-216) 
 
                     10        20        30        40        50     
AAD-12       ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
           60        70        80                                   
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGL                                   
                                                                    
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 79.6  bits: 20.4 E():   19 
Smith-Waterman score: 47; 21.7% identity (52.2% similar) in 46 aa overlap (26-68:62-107) 
 
                    10        20        30        40        50      
AAD-12      ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE---TG 
                                     :..:.: . .. :     . . . .   .: 
gi|201 DATPVLDVAGKELDSRLSYRIISTFWGALGGDVYLGKSPNSDAPCANGIFRYNSDVGPSG 
              40        50        60        70        80        90  
 
             60        70        80                                 
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGL                                 
        :  .::  .:   :.                                             
gi|201 TPVRFIGSSSHFGQGIFENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTI 
             100       110       120       130       140       150  
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.4  bits: 20.7 E():   19 
Smith-Waterman score: 48; 25.6% identity (56.4% similar) in 39 aa overlap (11-49:87-125) 
 
                                   10        20        30        40 
AAD-12                     ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     : : . ..  . :.:.:  . :: .  ..  
gi|144 DLAEAPFQISLLKDYLIMKRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSS 
         60        70        80        90       100       110       
 
               50        60        70        80                     
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL                     
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           .::.:                                                    
gi|144 SYGDLKVKPIIQHESYEQDQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVDGDKVTIYG 
        120       130       140       150       160       170       
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 79.0  bits: 23.2 E():   20 
Smith-Waterman score: 56; 29.3% identity (60.3% similar) in 58 aa overlap (9-66:227-279) 
 
                                     10        20        30         
AAD-12                       ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                     :: ::. ..:  :.. . . ..  . : .: 
gi|203 MRHYMHPMDSDLSCRMTLKDKVVTEVDCEERHVLVHRSNKPVHMSYV-KMMLKQNKDGVA 
        200       210       220       230       240        250      
 
       40        50        60        70        80                   
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL                   
       . : : ....:.  :: : .  : :  :                                 
gi|203 ADLGP-TNAQPK--RPYLSFD-HKHKNPTETDVVEVLKKLCSEITEPQASIETSFTFQKL 
         260          270        280       290       300       310  
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.5  bits: 19.5 E():   21 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (30-50:25-45) 
 
               10        20        30        40        50        60 
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                    .:. . :.:  :.:  .:  :           
gi|990      MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSLS 
                    10        20        30        40        50      
 
               70        80                                         
AAD-12 HAHAIPGMDAAESERFLEGL                                         
                                                                    
gi|990 TFKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVVV 
          60        70        80        90       100       110      
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 78.4  bits: 21.0 E():   22 
Smith-Waterman score: 49; 24.5% identity (49.0% similar) in 49 aa overlap (22-67:341-389) 
 
                        10        20        30        40        50  
AAD-12          ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ..  :.: . :: .    .  :  
gi|113 ASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMIPAEP 
              320       330       340       350       360       370 
 
              60           70        80 
AAD-12 GRPSLLIGRHAHAI---PGMDAAESERFLEGL 
       :.  : .   : ..   ::              
gi|113 GEAVLRLTSSAGVLSCQPGAPC           
              380       390             
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 78.2  bits: 19.1 E():   22 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (67-79:5-17) 
 
         40        50        60        70        80                 
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL                 
                                     :.:::: .  :.:                  
gi|208                           MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACG 
                                         10        20        30     
 
gi|208 LAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAGDVDGD 
           40        50        60        70        80        90     
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 77.6  bits: 18.5 E():   24 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (3-24:37-58) 
 
                                           10        20        30   
AAD-12                             ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
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                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
             40        50        60        70        80 
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                                        
gi|162 VPQLEIVPNS                                       
         70                                             
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (28-55:1-31) 
 
               10        20        30        40           50        
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLL 
                                  : .:::  : :.:     : . . :  ..:.   
gi|217                            ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGK 
                                          10        20        30    
 
        60        70        80                                      
AAD-12 IGRHAHAIPGMDAAESERFLEGL                                      
                                                                    
gi|217 ATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAE 
            40        50        60        70        80        90    
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (28-55:1-31) 
 
               10        20        30        40           50        
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLL 
                                  : .:::  : :.:     : . . :  ..:.   
gi|217                            ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGK 
                                          10        20        30    
 
        60        70        80                                      
AAD-12 IGRHAHAIPGMDAAESERFLEGL                                      
                                                                    
gi|217 ATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAE 
            40        50        60        70        80        90    
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (28-55:1-31) 
 
               10        20        30        40           50        
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLL 
                                  : .:::  : :.:     : . . :  ..:.   
gi|217                            ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGK 
                                          10        20        30    
 
        60        70        80                                      
AAD-12 IGRHAHAIPGMDAAESERFLEGL                                      
                                                                    
gi|217 ATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAE 
            40        50        60        70        80        90    
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (28-55:1-31) 
 
               10        20        30        40           50        
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLL 
                                  : .:::  : :.:     : . . :  ..:.   
gi|217                            ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGK 
                                          10        20        30    
 
        60        70        80                                      
AAD-12 IGRHAHAIPGMDAAESERFLEGL                                      
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gi|217 ATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAE 
            40        50        60        70        80        90    
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (28-55:1-31) 
 
               10        20        30        40           50        
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLL 
                                  : .:::  : :.:     : . . :  ..:.   
gi|217                            ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGK 
                                          10        20        30    
 
        60        70        80                                      
AAD-12 IGRHAHAIPGMDAAESERFLEGL                                      
                                                                    
gi|217 ATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAE 
            40        50        60        70        80        90    
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (28-55:1-31) 
 
               10        20        30        40           50        
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLL 
                                  : .:::  : :.:     : . . :  ..:.   
gi|217                            ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGK 
                                          10        20        30    
 
        60        70        80                                      
AAD-12 IGRHAHAIPGMDAAESERFLEGL                                      
                                                                    
gi|217 ATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAE 
            40        50        60        70        80        90    
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (28-55:1-31) 
 
               10        20        30        40           50        
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLL 
                                  : .:::  : :.:     : . . :  ..:.   
gi|217                            ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGK 
                                          10        20        30    
 
        60        70        80                                      
AAD-12 IGRHAHAIPGMDAAESERFLEGL                                      
                                                                    
gi|217 ATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAE 
            40        50        60        70        80        90    
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (28-55:1-31) 
 
               10        20        30        40           50        
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLL 
                                  : .:::  : :.:     : . . :  ..:.   
gi|217                            ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGK 
                                          10        20        30    
 
        60        70        80                                      
AAD-12 IGRHAHAIPGMDAAESERFLEGL                                      
                                                                    
gi|217 ATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAE 
            40        50        60        70        80        90    
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (28-55:1-31) 
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               10        20        30        40           50        
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLL 
                                  : .:::  : :.:     : . . :  ..:.   
gi|217                            ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGK 
                                          10        20        30    
 
        60        70        80                                      
AAD-12 IGRHAHAIPGMDAAESERFLEGL                                      
                                                                    
gi|217 ATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAE 
            40        50        60        70        80        90    
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (28-55:1-31) 
 
               10        20        30        40           50        
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLL 
                                  : .:::  : :.:     : . . :  ..:.   
gi|217                            ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGK 
                                          10        20        30    
 
        60        70        80                                      
AAD-12 IGRHAHAIPGMDAAESERFLEGL                                      
                                                                    
gi|217 ATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAE 
            40        50        60        70        80        90    
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (28-55:1-31) 
 
               10        20        30        40           50        
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLL 
                                  : .:::  : :.:     : . . :  ..:.   
gi|217                            ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGK 
                                          10        20        30    
 
        60        70        80                                      
AAD-12 IGRHAHAIPGMDAAESERFLEGL                                      
                                                                    
gi|217 ATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAE 
            40        50        60        70        80        90    
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (28-55:1-31) 
 
               10        20        30        40           50        
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLL 
                                  : .:::  : :.:     : . . :  ..:.   
gi|217                            ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGK 
                                          10        20        30    
 
        60        70        80                                      
AAD-12 IGRHAHAIPGMDAAESERFLEGL                                      
                                                                    
gi|217 ATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAE 
            40        50        60        70        80        90    
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (28-55:1-31) 
 
               10        20        30        40           50        
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLL 
                                  : .:::  : :.:     : . . :  ..:.   
gi|217                            ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGK 
                                          10        20        30    
 
        60        70        80                                      

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 5457



 

 

AAD-12 IGRHAHAIPGMDAAESERFLEGL                                      
                                                                    
gi|217 ATTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAE 
            40        50        60        70        80        90    
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (28-55:1-31) 
 
               10        20        30        40           50        
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLL 
                                  : .:::  : :.:     : . . :  ..:.   
gi|217                            ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGK 
                                          10        20        30    
 
        60        70        80                                      
AAD-12 IGRHAHAIPGMDAAESERFLEGL                                      
                                                                    
gi|217 ATTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAE 
            40        50        60        70        80        90    
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.2  bits: 21.6 E():   25 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (18-32:609-623) 
 
                            10        20        30        40        
AAD-12              ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
        50        60        70        80                            
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGL                            
                                                                    
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.2  bits: 21.0 E():   26 
Smith-Waterman score: 49; 33.3% identity (46.7% similar) in 30 aa overlap (31-60:90-119) 
 
               10        20        30        40        50        60 
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     : ::   . :  : .   :. :: .   :: 
gi|259 GVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGR 
      60        70        80        90       100       110          
 
               70        80                                         
AAD-12 HAHAIPGMDAAESERFLEGL                                         
                                                                    
gi|259 FQDRHQKIRRFRRGDIIAIPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLA 
     120       130       140       150       160       170          
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 76.9  bits: 19.1 E():   26 
Smith-Waterman score: 43; 26.3% identity (57.9% similar) in 38 aa overlap (21-55:33-70) 
 
                         10        20        30           40        
AAD-12           ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVKV 
                                     ....:.::     .: :::   : : .. . 
gi|668 ASEAAAAAATPVAPTEGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPI 
             10        20        30        40        50        60   
 
        50        60        70        80                            
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGL                            
         . .. :                                                     
gi|668 FADMAKKSPNVVFLKVDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKL 
             70        80        90       100       110       120   
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 76.3  bits: 19.1 E():   28 
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Smith-Waterman score: 43; 29.6% identity (66.7% similar) in 27 aa overlap (27-53:9-35) 
 
               10        20        30        40        50        60 
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                 ::.    . ..:.  : .:.:. ..::        
gi|244                   MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQSCQRQ 
                                 10        20        30        40   
 
               70        80                                         
AAD-12 HAHAIPGMDAAESERFLEGL                                         
                                                                    
gi|244 FEEQQRFRNCQRYVKQEVQRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQ 
             50        60        70        80        90       100   
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 75.5  bits: 20.7 E():   32 
Smith-Waterman score: 48; 33.3% identity (59.5% similar) in 42 aa overlap (39-75:46-85) 
 
       10        20        30        40           50          60    
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL---VKVHPETGRPSLL--IGRHAH 
                                     :::::    ...: ....:  :  .: .   
gi|253 IEEPEMIAPTPPGQFPHQQPISSPNRTSRNTPLRPESTEIETHHHANHPPALPVLGMQL- 
          20        30        40        50        60        70      
 
            70        80                                            
AAD-12 AIPGMDAAESERFLEGL                                            
        .::  . :: :                                                 
gi|253 PVPGT-VPESSRAQSRASLNLDIDLDLHAPSHPSHLSHGAPHEQEHAHEIQRHRAHSAQS 
            80        90       100       110       120       130    
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.4  bits: 19.4 E():   32 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (5-20:46-61) 
 
                                         10        20        30     
AAD-12                           ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
           40        50        60        70        80               
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL               
                                                                    
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.8  bits: 19.4 E():   34 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (11-36:76-100) 
 
                                   10        20        30        40 
AAD-12                     ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
               50        60        70        80                     
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL                     
                                                                    
gi|549 AKYQVGQNVALTGSTAAVYNDPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.8  bits: 19.4 E():   34 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (11-36:76-100) 
 
                                   10        20        30        40 
AAD-12                     ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
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               50        60        70        80                     
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL                     
                                                                    
gi|549 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 74.8  bits: 19.4 E():   35 
Smith-Waterman score: 44; 29.6% identity (77.8% similar) in 27 aa overlap (10-36:77-102) 
 
                                    10        20        30          
AAD-12                      ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::... .:... :. ..  .:: ::    
gi|549 LKVHNDFRQKVAKGLETRGNPGPQPPAKNMNNLVWND-ELANIAQVWASQCNYGHDTCKD 
         50        60        70        80         90       100      
 
      40        50        60        70        80                    
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL                    
                                                                    
gi|549 TEKYPVGQNIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWA 
         110       120       130       140       150       160      
 
>>gi|56417506|gb|AAV90694.1| GE-rich salivary protein 30  (266 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.4  bits: 19.7 E():   36 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (5-35:183-213) 
 
                                         10        20        30     
AAD-12                           ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
            160       170       180       190       200       210   
 
           40        50        60        70        80         
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL         
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
            220       230       240       250       260       
 
>>gi|56417504|gb|AAV90693.1| 30 kDa salivary gland aller  (271 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.3  bits: 19.7 E():   37 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (5-35:188-218) 
 
                                         10        20        30     
AAD-12                           ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
       160       170       180       190       200       210        
 
           40        50        60        70        80         
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL         
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
       220       230       240       250       260       270  
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 74.2  bits: 19.1 E():   37 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (5-19:138-152) 
 
                                         10        20        30     
AAD-12                           ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
           40        50        60        70        80 
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                                      
gi|391 ASIDTILTKV                                     
       170                                            
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>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  44 init1:  44 opt:  48  Z-score: 74.1  bits: 20.7 E():   38 
Smith-Waterman score: 48; 24.6% identity (54.4% similar) in 57 aa overlap (1-57:437-489) 
 
                                             10        20        30 
AAD-12                               ALVHQRSARHSLVYSQSKLGHVQQAGSAYI 
                                     :.. :.  . .:    .. : .::::.    
gi|258 YSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNHGVIQQAGNQ-- 
        410       420       430       440       450       460       
 
               40        50        60        70        80           
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL           
         :..  :   .  . ..  .:: :.:                                  
gi|258 --GFEYFAFKTEENAFINTLAGRTSFLRALPDEVLANAYQISREQARQLKYNRQETIALS 
            470       480       490       500       510       520   
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 74.0  bits: 19.7 E():   38 
Smith-Waterman score: 45; 34.5% identity (72.4% similar) in 29 aa overlap (13-39:237-265) 
 
                                 10        20          30        40 
AAD-12                   ALVHQRSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATP 
                                     . ..:.. .:.:  .:.: .. :  ::::  
gi|168 EAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATG 
        210       220       230       240       250       260       
 
               50        60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                                
gi|168 AASGAATVAAGGYKV                          
        270       280                           
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.9  bits: 20.0 E():   38 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (30-39:284-293) 
 
                10        20        30        40        50          
AAD-12  ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
      60        70        80                  
AAD-12 RHAHAIPGMDAAESERFLEGL                  
                                              
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 73.7  bits: 19.7 E():   39 
Smith-Waterman score: 45; 34.5% identity (72.4% similar) in 29 aa overlap (13-39:246-274) 
 
                                 10        20          30        40 
AAD-12                   ALVHQRSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATP 
                                     . ..:.. .:.:  .:.: .. :  ::::  
gi|330 EAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATG 
         220       230       240       250       260       270      
 
               50        60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                                
gi|330 AASGAATVAAGGYKV                          
         280       290                          
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.5  bits: 18.2 E():   41 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (15-32:26-43) 
 
                          10        20        30        40          
AAD-12            ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                : .. :. :: :..  ::                  
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gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
      50        60        70        80           
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESERFLEGL           
                                                 
gi|897 PYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
               70        80        90       100  
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.9  bits: 19.4 E():   44 
Smith-Waterman score: 44; 20.0% identity (52.5% similar) in 40 aa overlap (15-54:51-90) 
 
                               10        20        30        40     
AAD-12                 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|130 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               30        40        50        60        70        80 
 
           50        60        70        80                         
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL                         
        . .:. ..:                                                   
gi|130 PQPQPQYSQPQEPISQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQS 
               90       100       110       120       130       140 
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.8  bits: 20.3 E():   44 
Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (52-74:344-366) 
 
              30        40        50        60        70        80  
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL  
                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
           320       330       340       350       360       370    
 
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.6  bits: 19.1 E():   46 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (19-52:31-64) 
 
                           10        20        30        40         
AAD-12             ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :. :  . :::..::  .     . ::    
gi|616 NEIAXAKIDLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCA 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGL                             
        . :                                                         
gi|616 SQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNK 
               70        80        90       100       110       120 
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.5  bits: 18.1 E():   46 
Smith-Waterman score: 40; 25.6% identity (59.0% similar) in 39 aa overlap (2-40:54-92) 
 
                                            10        20        30  
AAD-12                              ALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     :. . : . . : : .  : . ..:.:  : 
gi|117 KAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAG 
            30        40        50        60        70        80    
 
              40        50        60        70        80 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
        . .. :.:                                         
gi|117 GSAQAEAAPEAAKEEEKEESDEDMGFGLFD                    
            90       100       110                       
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
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 initn:  37 init1:  37 opt:  44  Z-score: 72.2  bits: 19.4 E():   48 
Smith-Waterman score: 44; 27.8% identity (52.8% similar) in 36 aa overlap (38-73:64-96) 
 
        10        20        30        40        50        60        
AAD-12 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                                     :  .. .  . :.  ::   . . :  .:  
gi|481 AGKATTEEQKLIEDINVGFKAAVAARQRPAADKFKTFEAASPRHPRP---LRQGAGLVPK 
            40        50        60        70        80           90 
 
        70        80                                                
AAD-12 MDAAESERFLEGL                                                
       .::: :                                                       
gi|481 LDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGE 
              100       110       120       130       140       150 
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 72.1  bits: 15.3 E():   49 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (8-22:1-15) 
 
               10        20        30        40        50        60 
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
              :: . : : ..::..                                       
gi|323        ARTAWVDSGAQLGELSY                                     
                      10                                            
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.1  bits: 18.5 E():   49 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (37-44:34-41) 
 
         10        20        30        40        50        60       
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
         70        80                                               
AAD-12 GMDAAESERFLEGL                                               
                                                                    
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 72.0  bits: 20.0 E():   49 
Smith-Waterman score: 46; 23.8% identity (55.6% similar) in 63 aa overlap (5-66:80-138) 
 
                                         10         20        30    
AAD-12                           ALVHQRSARHSLVYSQS-KLGHVQQAGSAYIGYG 
                                     ::: .:. . ...  . :  :   :   .: 
gi|223 KLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVDVDHFIQLIRAL--FG 
      50        60        70        80        90       100          
 
            40        50        60        70        80              
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL              
       .. .:  :.  ..   .. .:  .  :: :..:                            
gi|223 LSRAARNLQDDLNDFLHSLEP--ISPRHRHGLPRQRRRSARVSAYLHADDFHKIITTIEA 
       110       120         130       140       150       160      
 
gi|223 LPEFANFYNFLKEHGLDVVDYINEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILP 
         170       180       190       200       210       220      
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 44; 35.4% identity (54.2% similar) in 48 aa overlap (21-66:79-122) 
 
                         10        20        30        40        50 
AAD-12           ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
                                     :. . :.  :  : : ::. .  . :  :  
gi|160 LGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGN--ITVGEDGTAA-INIVDKQIPL 
       50        60        70        80          90        100      
 
               60          70        80                 
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AAD-12 TGRPSLLIGRHA--HAIPGMDAAESERFLEGL                 
       :: :  .::: .  :. :                               
gi|160 TG-PHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          110       120       130       140       150   
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 71.8  bits: 19.7 E():   50 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (51-67:225-240) 
 
               30        40        50        60        70        80 
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 71.8  bits: 19.7 E():   50 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (51-67:225-240) 
 
               30        40        50        60        70        80 
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.5  bits: 18.1 E():   53 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (3-24:6-27) 
 
                  10        20        30        40        50        
AAD-12    ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
            :.:.  ..  : :.  ::...:                                  
gi|159 IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYKVPQLEIVPNSAEERLHSMKEGIHAQ 
               10        20        30        40        50        60 
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.3  bits: 18.1 E():   53 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (30-47:25-42) 
 
               10        20        30        40        50        60 
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                    .:. . :.:  ..: ..:              
gi|144      MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSLS 
                    10        20        30        40        50      
 
               70        80                                         
AAD-12 HAHAIPGMDAAESERFLEGL                                         
                                                                    
gi|144 TFKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVEV 
          60        70        80        90       100       110      
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.2  bits: 18.8 E():   54 
Smith-Waterman score: 42; 29.6% identity (70.4% similar) in 27 aa overlap (10-36:76-101) 
 
                                    10        20        30          
AAD-12                      ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::.. ..:... :  ..   :: ::    
gi|549 LKIHNDFRNKVARGLETRGNPGPQPPAKNMNNLVWN-NELANIAQIWASQCKYGHDTCKD 
          50        60        70        80         90       100     
 
      40        50        60        70        80                    
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL                    
                                                                    
gi|549 TTKYNVGQNIAVSSSTAAVYENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWA 
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          110       120       130       140       150       160     
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 71.1  bits: 19.7 E():   55 
Smith-Waterman score: 45; 23.4% identity (44.7% similar) in 47 aa overlap (24-67:347-393) 
 
                      10        20        30        40        50    
AAD-12        ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ... : :   :: .    .  : :  
gi|625 DPMKKNVLVRADAPHTESMKWNWRSEKDLLENGAIFVASGCDPHLTPEQKSHLIPAEPGS 
        320       330       340       350       360       370       
 
            60           70        80 
AAD-12 PSLLIGRHA---HAIPGMDAAESERFLEGL 
         : .   :   . .::              
gi|625 AVLQLTSCAGTLKCVPGKPC           
        380       390                 
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 71.0  bits: 16.3 E():   55 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (20-40:5-25) 
 
               10        20        30        40        50        60 
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                          :.: .: :  : : .   :.:                     
gi|462                TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXLSSA         
                              10        20        30                
 
               70        80 
AAD-12 HAHAIPGMDAAESERFLEGL 
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 71.0  bits: 15.6 E():   56 
Smith-Waterman score: 36; 44.0% identity (56.0% similar) in 25 aa overlap (19-43:2-24) 
 
               10        20        30        40        50        60 
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                         ::..  :  :  : :. : :::  :                  
gi|751                  DLGYAP-ATPAAPGAGY-TPATPAAP                  
                                 10         20                      
 
               70        80 
AAD-12 HAHAIPGMDAAESERFLEGL 
 
>>gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A-I [  (262 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.0  bits: 19.1 E():   56 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (15-61:71-117) 
 
                               10        20        30        40     
AAD-12                 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
           50        60        70        80                         
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL                         
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.7  bits: 15.6 E():   58 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (37-43:5-11) 
 
         10        20        30        40        50        60       
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     : .:.::                        
gi|751                           TKSQTHVPIRPNKLVLKVQKDRATN          
                                         10        20               
 
         70        80 
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AAD-12 GMDAAESERFLEGL 
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.5  bits: 18.1 E():   59 
Smith-Waterman score: 40; 30.0% identity (56.7% similar) in 30 aa overlap (40-69:114-143) 
 
      10        20        30        40        50        60          
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ..:  ..:    :.: 
gi|189 HCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTVHNAPYCLGLD 
            90       100       110       120       130       140    
 
      70        80 
AAD-12 AAESERFLEGL 
                   
gi|189 I           
                   
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.5  bits: 18.1 E():   59 
Smith-Waterman score: 40; 26.7% identity (60.0% similar) in 30 aa overlap (40-69:115-144) 
 
      10        20        30        40        50        60          
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::   .:. ...  ..:    :.: 
gi|217 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
      70        80 
AAD-12 AAESERFLEGL 
                   
gi|217 I           
                   
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.5  bits: 18.1 E():   59 
Smith-Waterman score: 40; 30.0% identity (56.7% similar) in 30 aa overlap (40-69:115-144) 
 
      10        20        30        40        50        60          
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ..:  ..:    :.: 
gi|439 CRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
      70        80 
AAD-12 AAESERFLEGL 
                   
gi|439 I           
                   
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.5  bits: 19.4 E():   59 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (47-65:99-117) 
 
         20        30        40        50        60        70       
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
         80                                                         
AAD-12 LEGL                                                         
                                                                    
gi|908 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
      130       140       150       160       170       180         
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.4  bits: 19.4 E():   60 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (47-65:100-118) 
 
         20        30        40        50        60        70       
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AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
         80                                                         
AAD-12 LEGL                                                         
                                                                    
gi|118 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     130       140       150       160       170       180          
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.4  bits: 18.4 E():   60 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (60-76:17-30) 
 
      30        40        50        60        70        80          
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL          
                                     ::   .:..:    :::              
gi|212               VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                             10        20           30        40    
 
gi|212 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
            50        60        70        80        90       100    
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.4  bits: 18.4 E():   60 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (60-76:18-31) 
 
      30        40        50        60        70        80          
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL          
                                     ::   .:..:    :::              
gi|144              AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
gi|144 LTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.4  bits: 18.4 E():   60 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (60-76:18-31) 
 
      30        40        50        60        70        80          
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL          
                                     ::   .:..:    :::              
gi|116              AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
gi|116 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.3  bits: 15.6 E():   60 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (49-59:10-20) 
 
       20        30        40        50        60        70         
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
                                     :.:  :..: :                    
gi|147                      AKITFTNNXPNTVWPGILTGFGQKPQ              
                                    10        20                    
 
       80 
AAD-12 GL 
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.7 E():   60 
Smith-Waterman score: 42; 33.3% identity (71.4% similar) in 21 aa overlap (20-40:72-92) 
 
                          10        20        30        40          
AAD-12            ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     : ...: .::   : ...:.:          
gi|383 TASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEE 
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              50        60        70        80        90       100  
 
      50        60        70        80                              
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESERFLEGL                              
                                                                    
gi|383 EEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEEL 
             110       120       130       140       150       160  
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.2  bits: 19.1 E():   61 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (15-61:71-117) 
 
                               10        20        30        40     
AAD-12                 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|473 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
           50        60        70        80                         
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL                         
        . .:. ..:.  :...                                            
gi|473 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 19.7 E():   62 
Smith-Waterman score: 45; 20.0% identity (58.2% similar) in 55 aa overlap (22-74:52-104) 
 
                        10        20        30        40        50  
AAD-12          ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE- 
                                     ....:: :.: :.. ..  .   . . :   
gi|144 VEADVKLSDGYLARAAVPRGASTGIYEALELRDGGSDYLGKGVSKAVENVN--IIIGPAL 
              30        40        50        60        70            
 
                60        70        80                              
AAD-12 TGR-PSLLIGRHAHAIPGMDAAESERFLEGL                              
       .:. :.  .:     .  .:.. .:                                    
gi|144 VGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAVSLAVCKAGAHVKGIPLYKH 
      80        90       100       110       120       130          
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 19.7 E():   62 
Smith-Waterman score: 45; 20.0% identity (58.2% similar) in 55 aa overlap (22-74:52-104) 
 
                        10        20        30        40        50  
AAD-12          ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE- 
                                     ....:: :.: :.. ..  .   . . :   
gi|144 VEADVKLSDGYLARAAVPSGASTGIYEALELRDGGSDYLGKGVSKAVENVN--IIIGPAL 
              30        40        50        60        70            
 
                60        70        80                              
AAD-12 TGR-PSLLIGRHAHAIPGMDAAESERFLEGL                              
       .:. :.  .:     .  .:.. .:                                    
gi|144 VGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAVSLAVCKAGAHVKGIPLYEH 
      80        90       100       110       120       130          
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.7 E():   62 
Smith-Waterman score: 42; 41.2% identity (64.7% similar) in 17 aa overlap (4-20:175-191) 
 
                                          10        20        30    
AAD-12                            ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :: .  :.:  :..: :              
gi|136 KVHGKDSPLKYGPKFDKKQLAISTLDFEIRHQLTQIHGLYRSSDKTGGYWKITMNDGSTY 
          150       160       170       180       190       200     
 
            40        50        60        70        80 
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                                       
gi|136 QSDLSKKFEYNTEKPPINIDEIKTIEAEIN                  
          210       220       230                      
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>>gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A-II   (291 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.1  bits: 19.1 E():   62 
Smith-Waterman score: 43; 19.1% identity (53.2% similar) in 47 aa overlap (15-61:71-117) 
 
                               10        20        30        40     
AAD-12                 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . : .     : .:  
gi|170 QVPLVQEQQFQGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQPFRPQQPY 
               50        60        70        80        90       100 
 
           50        60        70        80                         
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL                         
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQILQQILQQQLIPCRDVVLQQHNIAHGSSQV 
              110       120       130       140       150       160 
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.0  bits: 18.4 E():   63 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (60-76:27-40) 
 
      30        40        50        60        70        80          
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL          
                                     ::   .:..:    :::              
gi|194     MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEA 
                   10        20        30           40        50    
 
gi|194 LTQYKCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVL 
            60        70        80        90       100       110    
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 69.9  bits: 21.2 E():   64 
Smith-Waterman score: 50; 44.4% identity (63.0% similar) in 27 aa overlap (54-79:636-662) 
 
            30        40        50         60        70        80   
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGL   
                                     :: : : : : .:::  . ..:  :.:    
gi|278 SRGPSGPPGPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIG 
         610       620       630       640       650       660      
 
gi|278 SPGRDGARGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAG 
         670       680       690       700       710       720      
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 69.8  bits: 15.0 E():   65 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (34-41:10-17) 
 
            10        20        30        40        50        60    
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH 
                                     :.:  :::                       
gi|244                      IGNEDCTPWMSTLITPLP                      
                                    10                              
 
            70        80 
AAD-12 AIPGMDAAESERFLEGL 
 
>>gi|21673|emb|CAA35238.1| unnamed protein product [Trit  (307 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.7  bits: 19.1 E():   66 
Smith-Waterman score: 43; 22.0% identity (50.0% similar) in 50 aa overlap (12-61:86-131) 
 
                                  10        20        30        40  
AAD-12                    ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
                                     : : : .: . :      . : .     :  
gi|216 PFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQLPYPQPQ----LPYPQPQPFRPQ 
          60        70        80        90           100       110  
 
              50        60        70        80                      
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL                      
       .:  . .:. ..:.  :...                                         
gi|216 QPYPQSQPQYSQPQQPISQQQQQQQQQQQQKQQQQQQQQILQQILQQQLIPCRDVVLQQH 
             120       130       140       150       160       170  
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>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.6  bits: 19.1 E():   66 
Smith-Waterman score: 43; 27.8% identity (55.6% similar) in 36 aa overlap (30-65:234-269) 
 
                10        20        30        40        50          
AAD-12  ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::  ..   .: . :.:   :.. :  .:  
gi|324 DPRTLNKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVIL 
           210       220       230       240       250       260    
 
      60        70        80                         
AAD-12 RHAHAIPGMDAAESERFLEGL                         
         .::.                                        
gi|324 SISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV 
           270       280       290       300         
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.6  bits: 18.4 E():   66 
Smith-Waterman score: 41; 26.7% identity (70.0% similar) in 30 aa overlap (9-38:120-149) 
 
                                     10        20        30         
AAD-12                       ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                     .... :  .:. .: .:...:.. :  : : 
gi|144 DTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWA 
      90       100       110       120       130       140          
 
       40        50        60        70        80          
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL          
                                                           
gi|144 DFYFVAILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
     150       160       170       180       190       200 
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.5  bits: 18.4 E():   67 
Smith-Waterman score: 41; 26.7% identity (70.0% similar) in 30 aa overlap (9-38:124-153) 
 
                                     10        20        30         
AAD-12                       ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                     .... :  .:. .: .:...:.. :  : : 
gi|622 DTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWA 
           100       110       120       130       140       150    
 
       40        50        60        70        80          
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL          
                                                           
gi|622 DFYFVAILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
           160       170       180       190       200     
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 69.5  bits: 18.4 E():   67 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (11-36:76-100) 
 
                                   10        20        30        40 
AAD-12                     ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDI 
          50        60        70        80         90       100     
 
               50        60        70        80                     
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL                     
                                                                    
gi|549 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 69.5  bits: 18.4 E():   67 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (11-36:76-100) 
 
                                   10        20        30        40 
AAD-12                     ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
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                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
               50        60        70        80                     
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL                     
                                                                    
gi|549 AKYPVGQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 69.3  bits: 18.4 E():   69 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (11-36:81-105) 
 
                                   10        20        30        40 
AAD-12                     ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|115 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
               60        70        80         90       100          
 
               50        60        70        80                     
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL                     
                                                                    
gi|115 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
     110       120       130       140       150       160          
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 69.2  bits: 19.7 E():   70 
Smith-Waterman score: 45; 23.5% identity (58.8% similar) in 51 aa overlap (28-75:265-315) 
 
                  10        20        30        40        50        
AAD-12    ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG-RPSL 
                                     : .. :..:..  . ::.: .     . :  
gi|144 AVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGGVMTPLIKRNTTIPTKKSE 
          240       250       260       270       280       290     
 
         60          70        80                                   
AAD-12 LIGRHAHAIPG--MDAAESERFLEGL                                   
        .. ..   ::  ... :.::                                        
gi|144 TFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAPRGVPQIEVTFDLDANGIM 
          300       310       320       330       340       350     
 
>>gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos tauru  (172 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.1  bits: 18.1 E():   71 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (3-24:49-70) 
 
                                           10        20        30   
AAD-12                             ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
       20        30        40        50        60        70         
 
             40        50        60        70        80             
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL             
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
       80        90       100       110       120       130         
 
>>gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Thauma  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 68.9  bits: 15.0 E():   72 
Smith-Waterman score: 30; 66.7% identity (83.3% similar) in 6 aa overlap (62-67:15-20) 
 
              40        50        60        70        80 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     : :.::              
gi|680                 ATFNFINNCPFTVWAAAVPG              
                               10        20              
 
>>gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} [De  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 68.9  bits: 15.0 E():   72 
Smith-Waterman score: 30; 45.5% identity (72.7% similar) in 11 aa overlap (64-74:1-11) 
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            40        50        60        70        80    
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL    
                                     :. :.::  .:          
gi|404                               AVGGQDADLAEAPFQISLLK 
                                             10        20 
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.9  bits: 18.4 E():   73 
Smith-Waterman score: 41; 33.3% identity (56.7% similar) in 30 aa overlap (2-31:75-104) 
 
                                            10        20        30  
AAD-12                              ALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     :: .:.: .   ::..      : : .:.: 
gi|221 DNRIESEGGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFG 
           50        60        70        80        90       100     
 
              40        50        60        70        80            
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL            
                                                                    
gi|221 LIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQKVHRFDEGDLIAVPTGV 
          110       120       130       140       150       160     
 
>>gi|289064179|gb|ADC80503.1| non-specific lipid transfe  (118 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.6  bits: 17.5 E():   75 
Smith-Waterman score: 38; 66.7% identity (88.9% similar) in 9 aa overlap (62-70:81-89) 
 
              40        50        60        70        80            
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL            
                                     : ::::..:                      
gi|289 ASCCSGVRSLNAAAKTTPDRQAVCNCLKSAAGAIPGFNANNAGILPGKCGVSIPYKISTS 
               60        70        80        90       100       110 
 
gi|289 TNCATIKF 
                
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.6  bits: 18.4 E():   75 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (11-36:99-123) 
 
                                   10        20        30        40 
AAD-12                     ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|162 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
               50        60        70        80                     
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL                     
                                                                    
gi|162 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.6  bits: 18.4 E():   75 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (11-36:99-123) 
 
                                   10        20        30        40 
AAD-12                     ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|856 KEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
               50        60        70        80                     
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL                     
                                                                    
gi|856 AKYQVGQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.5  bits: 17.5 E():   76 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (10-27:33-50) 
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                                    10        20        30          
AAD-12                      ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     :.:.: : .: ....  :             
gi|160 QEHKPKKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELD 
             10        20        30        40        50        60   
 
      40        50        60        70        80                 
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL                 
                                                                 
gi|160 VVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQTQ 
             70        80        90       100       110          
 
>>gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia mutic  (284 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 68.5  bits: 18.7 E():   76 
Smith-Waterman score: 42; 36.8% identity (73.7% similar) in 19 aa overlap (60-78:63-80) 
 
      30        40        50        60        70        80          
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL          
                                     .:: ..  ..::: .:. :            
gi|219 EDSKAKIEEDLTSLQKKYTNLENEFDQVNEKHADSVAKLEAAE-KRLTETEDEIKGYTRK 
             40        50        60        70         80        90  
 
gi|219 IQLLEDDLERTQTKLDEATGKLEEATKSADESERGRKVLESRSLADDDRIDGLEKQVKDA 
             100       110       120       130       140       150  
 
>>gi|21755|emb|CAA25593.1| unnamed protein product [Trit  (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.5  bits: 18.7 E():   76 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (15-61:71-117) 
 
                               10        20        30        40     
AAD-12                 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|217 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
           50        60        70        80                         
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL                         
        . .:. ..:.  :...                                            
gi|217 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|170720|gb|AAA34280.1| alpha/beta-gliadin precursor   (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.5  bits: 18.7 E():   76 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (15-61:71-117) 
 
                               10        20        30        40     
AAD-12                 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
           50        60        70        80                         
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL                         
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|21761|emb|CAA26384.1| unnamed protein product [Trit  (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.5  bits: 18.7 E():   76 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (15-61:71-117) 
 
                               10        20        30        40     
AAD-12                 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|217 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQQFRPQQPY 
               50        60        70        80        90       100 
 
           50        60        70        80                         
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL                         
        . .:. ..:.  :...                                            
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gi|217 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|21757|emb|CAA26383.1| unnamed protein product [Trit  (296 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.2  bits: 18.7 E():   79 
Smith-Waterman score: 42; 25.6% identity (59.0% similar) in 39 aa overlap (2-40:209-246) 
 
                                            10        20        30  
AAD-12                              ALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     ..::.. :..   :: .: . ::   .  : 
gi|217 QPLQQLCCQQLWQIPEQSRCQAIHNVVHAIILHQQQ-RQQQPSSQVSLQQPQQQYPSGQG 
      180       190       200       210        220       230        
 
              40        50        60        70        80           
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL           
       . . .  .:                                                   
gi|217 FFQPSQQNPQAQGSVQPQQLPQFEEIRNLALQTLPRMCNVYIPPYCSTTIAPFGIFGTN 
       240       250       260       270       280       290       
 
>>gi|253683676|gb|ACT33296.1| putative tabinhibitin 9 [T  (252 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.7  bits: 18.4 E():   84 
Smith-Waterman score: 41; 42.9% identity (71.4% similar) in 14 aa overlap (11-24:139-152) 
 
                                   10        20        30        40 
AAD-12                     ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     ::. .  : ::.:.                 
gi|253 EAYKCRHTLRFWTPGQLNFEFYADKMPFTMSLISTAIKRGHMQKHNITRDIVEKYQPVGP 
      110       120       130       140       150       160         
 
               50        60        70        80                     
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL                     
                                                                    
gi|253 KGNVKELALAIFDRVTAVGCGLTTWKLGGKARAFFTCNFFSENDYNRPVYKTGNSPGEKC 
      170       180       190       200       210       220         
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.7  bits: 18.1 E():   84 
Smith-Waterman score: 40; 30.8% identity (69.2% similar) in 26 aa overlap (11-36:76-100) 
 
                                   10        20        30        40 
AAD-12                     ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:... :. .    :: ::     
gi|740 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
               50        60        70        80                     
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL                     
                                                                    
gi|740 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.7  bits: 18.1 E():   84 
Smith-Waterman score: 40; 34.5% identity (51.7% similar) in 29 aa overlap (26-54:139-165) 
 
                    10        20        30        40        50      
AAD-12      ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS 
                                     :  :.  :. :. . :  : .::   : :  
gi|116 KYAGVFVSTGTLGGGQETTAITSMSTLVDHGFIYVPLGYKTAFSMLANLDEVH--GGSPW 
      110       120       130       140       150       160         
 
          60        70        80              
AAD-12 LLIGRHAHAIPGMDAAESERFLEGL              
                                              
gi|116 GAGTFSAGDGSRQPSELELNIAQAQGKAFYEAVAKAHQ 
        170       180       190       200     
 
>>gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea sati  (316 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.6  bits: 18.7 E():   85 
Smith-Waterman score: 42; 31.2% identity (53.1% similar) in 32 aa overlap (18-49:191-220) 
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                            10        20        30        40        
AAD-12              ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     .: :  . :.:  . : :   .:   :: . 
gi|135 FVMENNKQTYCTSKSWPCVFGKQYYGRGPIQLTHNYNYGQAGKAIGADLINNP--DLVAT 
              170       180       190       200       210           
 
        50        60        70        80                            
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGL                            
       .:                                                           
gi|135 NPTISFKTAIWFWMTPQANKPSSHDVIIGNWRPSAADTSAGRVPSYGVITNIINGGLECG 
      220       230       240       250       260       270         
 
>>gi|159793197|gb|ABW98943.1| alpha S1 casein [Bos tauru  (205 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 18.1 E():   85 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (3-24:82-103) 
 
                                           10        20        30   
AAD-12                             ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
              60        70        80        90       100       110  
 
             40        50        60        70        80             
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL             
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
             120       130       140       150       160       170  
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.5  bits: 17.5 E():   86 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (10-27:48-65) 
 
                                    10        20        30          
AAD-12                      ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     :.:.: : .: ....  :             
gi|111 QGHKPKKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELD 
        20        30        40        50        60        70        
 
      40        50        60        70        80                 
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL                 
                                                                 
gi|111 VVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQTQ 
        80        90       100       110       120       130     
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.5  bits: 17.5 E():   86 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (10-27:48-65) 
 
                                    10        20        30          
AAD-12                      ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     :.:.: : .: ....  :             
gi|111 QEHKPEKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELD 
        20        30        40        50        60        70        
 
      40        50        60        70        80                 
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL                 
                                                                 
gi|111 VVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQTQ 
        80        90       100       110       120       130     
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.5  bits: 17.5 E():   86 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (10-27:48-65) 
 
                                    10        20        30          
AAD-12                      ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     :.:.: : .: ....  :             
gi|420 QEHKPKKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELD 
        20        30        40        50        60        70        
 
      40        50        60        70        80                 
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AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL                 
                                                                 
gi|420 VVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQTQ 
        80        90       100       110       120       130     
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.5  bits: 19.3 E():   86 
Smith-Waterman score: 44; 30.0% identity (60.0% similar) in 30 aa overlap (9-38:322-351) 
 
                                     10        20        30         
AAD-12                       ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                     ::..  ..:   .  ::::.  . ..:  : 
gi|186 GKDKHCQRPRGSQSKSRRNGIDETICTMRLRHNIGQTSSPDIYNPQAGSVTTATSLDFPA 
             300       310       320       330       340       350  
 
       40        50        60        70        80                   
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL                   
                                                                    
gi|186 LSWLRLSAGFGSLRKNAMFVPHYNLNANSIIYALNGRALIQVVNCNGERVFDGELQEGRV 
             360       370       380       390       400       410  
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.5  bits: 19.3 E():   86 
Smith-Waterman score: 44; 30.0% identity (60.0% similar) in 30 aa overlap (9-38:322-351) 
 
                                     10        20        30         
AAD-12                       ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                     ::..  ..:   .  ::::.  . ..:  : 
gi|186 GKDKHCQRPRGSQSKSRRNGIDETICTMRLRHNIGQTSSPDIYNPQAGSVTTATSLDFPA 
             300       310       320       330       340       350  
 
       40        50        60        70        80                   
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL                   
                                                                    
gi|186 LSWLRLSAEFGSLRKNAMFVPHYNLNANSIIYALNGRALIQVVNCNGERVFDGELQEGRV 
             360       370       380       390       400       410  
 
>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.4  bits: 19.0 E():   87 
Smith-Waterman score: 43; 35.0% identity (65.0% similar) in 20 aa overlap (19-38:133-152) 
 
                           10        20        30        40         
AAD-12             ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :: ... :.    : .::.:           
gi|129 IRKNEDVAYVEEDQIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVD 
            110       120       130       140       150       160   
 
       50        60        70        80                             
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGL                             
                                                                    
gi|129 SGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASILSVKVFQG 
            170       180       190       200       210       220   
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.4  bits: 19.0 E():   87 
Smith-Waterman score: 43; 35.0% identity (65.0% similar) in 20 aa overlap (19-38:133-152) 
 
                           10        20        30        40         
AAD-12             ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :: ... :.    : .::.:           
gi|746 IRKNEDVAYVEEDQIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVD 
            110       120       130       140       150       160   
 
       50        60        70        80                             
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGL                             
                                                                    
gi|746 SGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASILSVKVFQG 
            170       180       190       200       210       220   
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.4  bits: 19.0 E():   87 
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Smith-Waterman score: 43; 35.5% identity (54.8% similar) in 31 aa overlap (36-66:3-32) 
 
          10        20        30        40        50        60      
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                                     : : :.  :. .   .:   :  : ::..: 
gi|238                             FITKAIPIV-LAALSAVNGAKILEAGPHAETI 
                                            10        20        30  
 
          70        80                                              
AAD-12 PGMDAAESERFLEGL                                              
       :                                                            
gi|238 PNKYIVVMKKDVSDEAFSTHTTWLSQNLNRRLMRRSGSSKAMAGMQNKYSLGGIFRAYSG 
              40        50        60        70        80        90  
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 18.1 E():   87 
Smith-Waterman score: 40; 38.5% identity (42.3% similar) in 26 aa overlap (31-56:60-85) 
 
               10        20        30        40        50        60 
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     :  :  :  :  : ::.   :  : :     
gi|613 CLEYSNVGFTDAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIA 
      30        40        50        60        70        80          
 
               70        80                                         
AAD-12 HAHAIPGMDAAESERFLEGL                                         
                                                                    
gi|613 QRWANQCTFEHDACRNVERFAVGQNIAATSSSGKNKSTLSDMILLWYNEVKDFDNRWISS 
      90       100       110       120       130       140          
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.3  bits: 17.2 E():   88 
Smith-Waterman score: 37; 41.2% identity (58.8% similar) in 17 aa overlap (59-75:82-98) 
 
       30        40        50        60        70        80         
AAD-12 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL         
                                     :  :.: :  . :: :.              
gi|215 NELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMGFGLFD 
              60        70        80        90       100       110  
 
>>gi|162794|gb|AAA30429.1| alpha-S1-casein [Bos taurus]   (214 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 18.1 E():   89 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (3-24:91-112) 
 
                                           10        20        30   
AAD-12                             ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
               70        80        90       100       110       120 
 
             40        50        60        70        80             
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL             
                                                                    
gi|162 VPQLEIVPNSAEERLHSMKEGIDAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
              130       140       150       160       170       180 
 
>>gi|162792|gb|AAA30428.1| alpha-s1-casein precursor [Bo  (214 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 18.1 E():   89 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (3-24:91-112) 
 
                                           10        20        30   
AAD-12                             ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
               70        80        90       100       110       120 
 
             40        50        60        70        80             
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL             
                                                                    
gi|162 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
              130       140       150       160       170       180 
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>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 18.4 E():   89 
Smith-Waterman score: 41; 31.8% identity (59.1% similar) in 22 aa overlap (2-23:127-148) 
 
                                            10        20        30  
AAD-12                              ALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     : :.:  :: ..  .:   :..         
gi|273 KMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKD 
        100       110       120       130       140       150       
 
              40        50        60        70        80            
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL            
                                                                    
gi|273 ELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAELKN 
        160       170       180       190       200       210       
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 18.4 E():   89 
Smith-Waterman score: 41; 31.8% identity (59.1% similar) in 22 aa overlap (2-23:127-148) 
 
                                            10        20        30  
AAD-12                              ALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     : :.:  :: ..  .:   :..         
gi|273 KMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKD 
        100       110       120       130       140       150       
 
              40        50        60        70        80            
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL            
                                                                    
gi|273 ELLKMKKDGKTKKELEAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAELKN 
        160       170       180       190       200       210       
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 18.4 E():   89 
Smith-Waterman score: 41; 31.8% identity (59.1% similar) in 22 aa overlap (2-23:127-148) 
 
                                            10        20        30  
AAD-12                              ALVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     : :.:  :: ..  .:   :..         
gi|273 KMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKD 
        100       110       120       130       140       150       
 
              40        50        60        70        80            
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL            
                                                                    
gi|273 ELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAELKN 
        160       170       180       190       200       210       
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 18.4 E():   89 
Smith-Waterman score: 41; 37.5% identity (81.2% similar) in 16 aa overlap (65-80:1-16) 
 
           40        50        60        70        80               
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL               
                                     .::..:.. : .:. :               
gi|857                               MPGQQATKHESLLDQLSLKGKVVVVTGASG 
                                             10        20        30 
 
gi|857 PKGMGIEAARGCAEMGAAVAITYASRAQGAEENVKELEKTYGIKAKAYKCQVDSYESCEK 
               40        50        60        70        80        90 
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.0  bits: 17.8 E():   92 
Smith-Waterman score: 39; 35.3% identity (70.6% similar) in 17 aa overlap (29-45:118-134) 
 
                 10        20        30        40        50         
AAD-12   ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI 
                                     :. . :...: : . ::              
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
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       60        70        80          
AAD-12 GRHAHAIPGMDAAESERFLEGL          
                                       
gi|195 ALEKFDKALKALPMHIRLSFNPTQLEEQCHI 
       150       160       170         
 
>>gi|190684057|gb|ACE82289.1| glutathione transferase [T  (222 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 67.0  bits: 18.1 E():   92 
Smith-Waterman score: 40; 32.4% identity (59.5% similar) in 37 aa overlap (38-70:50-86) 
 
        10        20        30        40        50           60     
AAD-12 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP---SLLIGRHAH- 
                                     :.:..  . :  . :::   ::.: .. .  
gi|190 RVRIALAEKGLPYEYAEEDLMAGKSDRLLRANPVHKKIPVLLHDGRPVNESLIILQYLED 
      20        30        40        50        60        70          
 
            70        80                                            
AAD-12 AIPGMDAAESERFLEGL                                            
       :.:   :                                                      
gi|190 AFPDAPALLPSDPYARAQARFWADYVDKKVYDCGSRLWKLKGEPQAQARAEMLDILKTLD 
      80        90       100       110       120       130          
 
>>gi|29839419|sp|Q9XFM4.1|13S3_FAGES RecName: Full=13S g  (538 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.8  bits: 19.3 E():   94 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (5-20:393-408) 
 
                                         10        20        30     
AAD-12                           ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|298 NRPSRADVFNPRAGRINTVDSNNLPILEFIQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
            370       380       390       400       410       420   
 
           40        50        60        70        80               
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL               
                                                                    
gi|298 RGEGRVQVVGDEGRSVFDDNVQRGQILVVPQGFAVVLKAGREGLEWVELKNDDNAITSPI 
            430       440       450       460       470       480   
 
>>gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betula p  (21 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 66.7  bits: 14.6 E():   95 
Smith-Waterman score: 29; 42.9% identity (50.0% similar) in 14 aa overlap (33-46:8-21) 
 
             10        20        30        40        50        60   
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :  :.  ::  : :                 
gi|309                        MRVFNYKGETTSLIPLARLFK                 
                                      10        20                  
 
             70        80 
AAD-12 HAIPGMDAAESERFLEGL 
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.7  bits: 19.0 E():   95 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (68-80:246-258) 
 
        40        50        60        70        80                  
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL                  
                                     ::.: :: . .::                  
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
 
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 66.7  bits: 13.7 E():   95 
Smith-Waterman score: 26; 50.0% identity (83.3% similar) in 6 aa overlap (54-59:1-6) 
 
            30        40        50        60        70        80 
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
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                                     :.. ::                      
gi|250                               PTITIGGPEYR                 
                                             10                  
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.7  bits: 17.1 E():   96 
Smith-Waterman score: 37; 26.7% identity (56.7% similar) in 30 aa overlap (40-69:90-119) 
 
      10        20        30        40        50        60          
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ...  ..:    :.: 
gi|253 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNAPYCLGLD 
      60        70        80        90       100       110          
 
      70        80 
AAD-12 AAESERFLEGL 
                   
gi|253 I           
     120           
 
>>gi|170728|gb|AAA34284.1| alpha-type gliadin [Triticum   (186 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.8 E():   96 
Smith-Waterman score: 39; 25.0% identity (65.0% similar) in 20 aa overlap (10-29:97-116) 
 
                                    10        20        30          
AAD-12                      ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     :...  :..  . :: .: .           
gi|170 STYQLLQELCCQHLWQIPEQSQCQAIHNVVHAIILHQQQQKQQQQPSSQFSFQQPLQQYP 
         70        80        90       100       110       120       
 
      40        50        60        70        80                    
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL                    
                                                                    
gi|170 LGQGSFRPSQQNPQAQGSVQPQQLPQFEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN 
        130       140       150       160       170       180       
 
>>gi|14424466|sp|P35778.2|VA3_SOLIN RecName: Full=Venom   (234 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 18.1 E():   97 
Smith-Waterman score: 40; 38.5% identity (42.3% similar) in 26 aa overlap (31-56:82-107) 
 
               10        20        30        40        50        60 
AAD-12 ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     :  :  :  :  : ::.   :  : :     
gi|144 CLEYSNVGFTDAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIA 
              60        70        80        90       100       110  
 
               70        80                                         
AAD-12 HAHAIPGMDAAESERFLEGL                                         
                                                                    
gi|144 QRWANQCTFEHDACRNVERFAVGQNIAATSSSGKNKSTPNEMILLWYNEVKDFDNRWISS 
             120       130       140       150       160       170  
 
>>gi|18641|emb|CAA37044.1| glycinin [Glycine max]         (562 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 66.5  bits: 19.3 E():   98 
Smith-Waterman score: 44; 27.3% identity (56.8% similar) in 44 aa overlap (6-47:124-167) 
 
                                        10        20        30      
AAD-12                          ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :: ...:  :..:. : ...    :  :.  
gi|186 IAQGKGALQCKPGCPETFEEPQEQSNRRGSRSQKQQLQDSHQKIRHFNEGDVLVIPPGVP 
           100       110       120       130       140       150    
 
            40        50        60        70        80              
AAD-12 --TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL              
         :  :  .:.: .                                               
gi|186 YWTYNTGDEPVVAISLLDTSNFNNQLDQTPRVFYLAGNPDIEYPETMQQQQQQKSHGGRK 
           160       170       180       190       200       210    
 
>>gi|806556|emb|CAA60533.1| A5A4B3 subunit [Glycine soja  (563 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 66.4  bits: 19.3 E():   98 
Smith-Waterman score: 44; 27.3% identity (56.8% similar) in 44 aa overlap (6-47:125-168) 
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                                        10        20        30      
AAD-12                          ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :: ...:  :..:. : ...    :  :.  
gi|806 AQGKGALGVAIPGCPETFEEPQEQSNRRGSRSQKQQLQDSHQKIRHFNEGDVLVIPPGVP 
          100       110       120       130       140       150     
 
            40        50        60        70        80              
AAD-12 --TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL              
         :  :  .:.: .                                               
gi|806 YWTYNTGDEPVVAISLLDTSNFNNQLDQTPRVFYLAGNPDIEYPETMQQQQQQKSHGGRK 
          160       170       180       190       200       210     
 
>>gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=13S g  (565 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.4  bits: 19.3 E():   99 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (5-20:423-438) 
 
                                         10        20        30     
AAD-12                           ALVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|298 NRPSRADVFNPRAGRINTVNSNNLPILEFIQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
            400       410       420       430       440       450   
 
           40        50        60        70        80               
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL               
                                                                    
gi|298 RGEGRVQVVGDEGRSVFDDNVQRGQILVVPQGFAVVLKAGREGLEWVELKNDDNAITSPI 
            460       470       480       490       500       510   
 
>>gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 18.7 E():   99 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (47-65:120-138) 
 
         20        30        40        50        60        70       
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
         80                                                         
AAD-12 LEGL                                                         
                                                                    
gi|810 SVLGNVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 18.7 E():   99 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (47-65:120-138) 
 
         20        30        40        50        60        70       
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHSCNT 
      90       100       110       120       130       140          
 
         80                                                         
AAD-12 LEGL                                                         
                                                                    
gi|810 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLPDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|9087152|sp|P81294.1|MPAJ1_JUNAS RecName: Full=Major  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 18.7 E():   99 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (47-65:120-138) 
 
         20        30        40        50        60        70       
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|908 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHSLHIHGCNT 
      90       100       110       120       130       140          
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         80                                                         
AAD-12 LEGL                                                         
                                                                    
gi|908 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 18.7 E():   99 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (47-65:120-138) 
 
         20        30        40        50        60        70       
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLEMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
         80                                                         
AAD-12 LEGL                                                         
                                                                    
gi|810 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 18.7 E():   99 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (47-65:120-138) 
 
         20        30        40        50        60        70       
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
         80                                                         
AAD-12 LEGL                                                         
                                                                    
gi|810 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8843921|gb|AAF80166.1| pollen major allergen 1-1 [J  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 18.7 E():   99 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (47-65:120-138) 
 
         20        30        40        50        60        70       
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
         80                                                         
AAD-12 LEGL                                                         
                                                                    
gi|884 SVLGDVLVSESIGVVPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     150       160       170       180       190       200          
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 18.7 E():   99 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (47-65:120-138) 
 
         20        30        40        50        60        70       
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|151 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
         80                                                         
AAD-12 LEGL                                                         
                                                                    
gi|151 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8843917|gb|AAF80164.1| pollen major allergen 1-2 [J  (367 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 18.7 E():   99 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (47-65:120-138) 
 
         20        30        40        50        60        70       
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
         80                                                         
AAD-12 LEGL                                                         
                                                                    
gi|884 SVLGDVLVSESIGVVPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIF 
     150       160       170       180       190       200          
 
>>gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 18.7 E():   99 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (47-65:120-138) 
 
         20        30        40        50        60        70       
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
         80                                                         
AAD-12 LEGL                                                         
                                                                    
gi|810 SVLGNVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:56 2011 done: Fri Jan 21 00:02:56 2011 
 Total Scan time:  0.060 Total Display time:  0.070 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 155  - 234 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     1     8:= * 
  34     5    22:==     * 
  36    39    44:============= * 
  38    58    73:====================    * 
  40    53   102:==================               * 
  42   117   125:=======================================  * 
  44   157   138:=============================================*======= 
  46   139   140:==============================================* 
  48   121   134:=========================================   * 
  50   103   122:===================================     * 
  52   121   108:===================================*===== 
  54    84    92:============================  * 
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  56   120    77:=========================*============== 
  58    69    63:====================*== 
  60    53    51:================*= 
  62    43    41:=============*= 
  64    29    33:==========* 
  66    41    26:========*===== 
  68    25    20:======*== 
  70    29    16:=====*==== 
  72    14    12:===*= 
  74    10    10:===* 
  76    20     8:==*==== 
  78     9     6:=*= 
  80     9     5:=*= 
  82     6     3:*= 
  84     8     3:*== 
  86     2     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     1     0:=         *= 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.54360.00307; mu= 6.1606 0.159 
 mean_var=31.4254 7.461, 0's: 2 Z-trim: 3  B-trim: 71 in 1/43 
 Lambda= 0.228788 
 Kolmogorov-Smirnov  statistic: 0.0785 (N=28) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   67 26.9    0.38 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   54 22.7     2.2 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   59 24.2     2.8 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   56 23.3       4 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   56 23.2     7.8 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   56 23.2       8 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 19.1       8 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   47 20.4     9.7 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 23.2     9.9 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 23.2      10 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   48 20.7      11 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   51 21.6      11 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   51 21.6      11 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   52 21.9      12 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   52 21.9      12 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   48 20.7      12 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 21.3      13 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   50 21.3      13 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   50 21.3      13 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 16.8      15 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   52 21.9      15 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   52 21.9      16 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   52 21.9      16 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   52 21.9      16 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   49 21.0      16 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.7      18 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.7      18 
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gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.7      18 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   51 21.6      19 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   49 21.0      19 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   51 21.6      19 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   50 21.3      19 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 21.0      19 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   47 20.3      20 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   48 20.6      20 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 23.2      21 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 21.0      23 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 19.4      23 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 19.0      24 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 18.4      26 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 20.3      26 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 20.3      26 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 20.3      26 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 20.3      26 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 20.3      26 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 20.3      26 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 20.3      26 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 20.3      26 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 20.3      26 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 20.3      26 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 20.3      26 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 20.3      26 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 20.3      26 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 20.3      26 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 21.6      27 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   49 20.9      27 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   43 19.0      28 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   43 19.0      30 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   48 20.6      33 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 19.3      34 
gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Veno ( 204)   44 19.3      36 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   44 19.3      36 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   44 19.3      37 
gi|56417506|gb|AAV90694.1| GE-rich salivary protei ( 266)   45 19.7      38 
gi|56417504|gb|AAV90693.1| 30 kDa salivary gland a ( 271)   45 19.7      39 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 19.0      39 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   45 19.7      40 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 20.0      40 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   45 19.7      41 
gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   42 18.7      43 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.7      43 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.7      43 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   42 18.7      43 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 18.1      43 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 20.3      46 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 19.3      46 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   43 19.0      48 
gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60 ( 113)   40 18.1      49 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   47 20.3      49 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 19.3      50 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   46 20.0      51 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.4      52 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.6      52 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.6      52 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   41 18.4      53 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 15.2      53 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   41 18.4      53 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 18.0      56 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 18.0      57 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.6      57 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   42 18.7      57 
gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A ( 262)   43 19.0      59 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 16.1      60 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.5      60 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   44 19.3      62 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   44 19.3      62 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   40 18.0      62 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   40 18.0      63 
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gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   40 18.0      63 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 18.4      63 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.5      63 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 18.4      63 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 18.4      63 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   42 18.7      64 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   45 19.6      64 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.6      64 
gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   43 19.0      64 
gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A ( 291)   43 19.0      65 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   42 18.7      65 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.2      65 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.5      66 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 18.4      66 
gi|21673|emb|CAA35238.1| unnamed protein product [ ( 307)   43 19.0      69 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   43 19.0      69 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   41 18.4      70 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 14.9      71 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   41 18.4      71 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   41 18.4      71 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   41 18.4      71 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   45 19.6      73 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   41 18.3      73 
gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos t ( 172)   40 18.0      75 
gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arac ( 219)   41 18.3      76 
gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} (  20)   30 14.9      78 
gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Th (  20)   30 14.9      78 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   41 18.3      79 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   41 18.3      79 
gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia m ( 284)   42 18.7      79 
gi|289064179|gb|ADC80503.1| non-specific lipid tra ( 118)   38 17.4      80 
gi|21755|emb|CAA25593.1| unnamed protein product [ ( 286)   42 18.7      80 
gi|170720|gb|AAA34280.1| alpha/beta-gliadin precur ( 286)   42 18.7      80 
gi|21761|emb|CAA26384.1| unnamed protein product [ ( 286)   42 18.7      80 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   38 17.4      80 
gi|21757|emb|CAA26383.1| unnamed protein product [ ( 296)   42 18.7      83 
gi|253683676|gb|ACT33296.1| putative tabinhibitin  ( 252)   41 18.3      88 
gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea  ( 316)   42 18.7      89 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   40 18.0      89 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   40 18.0      89 
gi|159793197|gb|ABW98943.1| alpha S1 casein [Bos t ( 205)   40 18.0      89 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   44 19.3      89 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   44 19.3      89 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   38 17.4      91 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   38 17.4      91 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   38 17.4      91 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   43 19.0      91 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   43 19.0      91 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   43 19.0      91 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   40 18.0      92 
gi|162794|gb|AAA30429.1| alpha-S1-casein [Bos taur ( 214)   40 18.0      93 
gi|162792|gb|AAA30428.1| alpha-s1-casein precursor ( 214)   40 18.0      93 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   41 18.3      93 
gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris  ( 267)   41 18.3      93 
gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris  ( 267)   41 18.3      93 
gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris  ( 267)   41 18.3      93 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   37 17.1      93 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   39 17.7      97 
gi|190684057|gb|ACE82289.1| glutathione transferas ( 222)   40 18.0      97 
gi|29839419|sp|Q9XFM4.1|13S3_FAGES RecName: Full=1 ( 538)   44 19.3      97 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   43 19.0      99 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  65 init1:  65 opt:  67  Z-score: 110.0  bits: 26.9 E(): 0.38 
Smith-Waterman score: 67; 22.4% identity (52.2% similar) in 67 aa overlap (3-66:327-393) 
 
                                           10        20        30   
AAD-12                             LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     : ..: .:. ..      : . :. ... : 
gi|113 IGGSASPTILSQGNRFCAPDERSKKNVLGRHGEAAAESMKWNWRTNKDVLENGAIFVASG 
        300       310       320       330       340       350       
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             40        50        60           70        80 
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAI---PGMDAAESERFLEGLV 
       .: . :: .    .  : :. .: .   : ..   ::               
gi|113 VDPVLTPEQSAGMIPAEPGESALSLTSSAGVLSCQPGAPC            
        360       370       380       390                  
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 96.5  bits: 22.7 E():  2.2 
Smith-Waterman score: 54; 33.3% identity (66.7% similar) in 36 aa overlap (4-35:42-77) 
 
                                          10            20          
AAD-12                            LVHQRSARHS----LVYSQSKLGHVQQAGSAYI 
                                     : :..::    :.... .. :::.:.. :  
gi|527 QKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAAQQYG 
              20        30        40        50        60        70  
 
      30        40        50        60        70        80 
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
         .: :                                              
gi|527 ITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA  
              80        90       100       110       120   
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  59  Z-score: 94.5  bits: 24.2 E():  2.8 
Smith-Waterman score: 59; 35.6% identity (60.0% similar) in 45 aa overlap (4-41:198-242) 
 
                                          10              20        
AAD-12                            LVHQRSARHSLVYSQSKL------GHVQQAGSA 
                                     ::. :..:  .:. :      :  ..: .  
gi|303 LVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALAD 
       170       180       190       200       210       220        
 
        30         40        50        60        70        80       
AAD-12 YIGYGMDT-TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV       
        .:.:::: ::  .:                                              
gi|303 VLGFGMDTETARKVRGEDDQRGHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICS 
       230       240       250       260       270       280        
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 91.7  bits: 23.3 E():    4 
Smith-Waterman score: 56; 29.6% identity (53.7% similar) in 54 aa overlap (26-77:25-73) 
 
               10        20        30        40        50           
AAD-12 LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET-GRPSLLIGR 
                                .:  ::.  : :::  : . . : : . :.      
gi|249  MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPAT---- 
                10        20        30        40        50          
 
      60         70        80                                       
AAD-12 HAHAIP-GMDAAESERFLEGLV                                       
          :.: :  ..: ....:                                          
gi|249 -PAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGL 
           60        70        80        90       100       110     
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  56  Z-score: 86.4  bits: 23.2 E():  7.8 
Smith-Waterman score: 56; 27.8% identity (63.9% similar) in 36 aa overlap (4-39:539-574) 
 
                                          10        20        30    
AAD-12                            LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.:.. .   . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYP 
      510       520       530       540       550       560         
 
            40        50        60        70        80              
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV              
        ..  :                                                       
gi|217 TSVQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQP 
      570       580       590       600       610       620         
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>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 86.3  bits: 23.2 E():    8 
Smith-Waterman score: 56; 25.0% identity (63.9% similar) in 36 aa overlap (4-39:551-586) 
 
                                          10        20        30    
AAD-12                            LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.... . . . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYP 
              530       540       550       560       570       580 
 
            40        50        60        70        80              
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV              
        .   :                                                       
gi|217 TSLQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQP 
              590       600       610       620       630       640 
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 86.2  bits: 19.1 E():    8 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (19-39:5-25) 
 
               10        20        30        40        50        60 
AAD-12 LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                         :.:..: :. .::  .  :.:                      
gi|462               AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKNLNSA         
                             10        20        30                 
 
               70        80 
AAD-12 AHAIPGMDAAESERFLEGLV 
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 84.8  bits: 20.4 E():  9.7 
Smith-Waterman score: 47; 27.5% identity (50.0% similar) in 40 aa overlap (32-71:19-58) 
 
              10        20        30        40        50        60  
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :.: ::  :. :.:.        .     : 
gi|135             MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFA 
                           10        20        30        40         
 
              70        80                                          
AAD-12 HAIPGMDAAESERFLEGLV                                          
       .:. : :. .                                                   
gi|135 KALEGKDVKDLLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGL 
       50        60        70        80        90       100         
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 84.6  bits: 23.2 E():  9.9 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (14-31:283-300) 
 
                                10        20        30        40    
AAD-12                  LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
            50        60        70        80                        
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV                        
                                                                    
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 84.4  bits: 23.2 E():   10 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (14-31:289-306) 
 
                                10        20        30        40    
AAD-12                  LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
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            50        60        70        80                        
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV                        
                                                                    
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 84.0  bits: 20.7 E():   11 
Smith-Waterman score: 48; 39.5% identity (60.5% similar) in 38 aa overlap (47-80:79-115) 
 
         20        30        40        50          60          70   
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHA--HAIPGMDAAES 
                                     .::. ::.:  ::   :  :   :.. :.  
gi|121 DLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPEN-RPALKTLIDGLASSHKARGIEKAQF 
       50        60        70        80         90       100        
 
             80                                     
AAD-12 ERFLEGLV                                     
       :.:  .::                                     
gi|121 EEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
       110       120       130       140       150  
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 83.4  bits: 21.6 E():   11 
Smith-Waterman score: 51; 27.3% identity (51.9% similar) in 77 aa overlap (2-77:3-68) 
 
                10        20        30        40        50          
AAD-12  LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
         ::: ..  .:  . . ..    . .: .:::    :::  : .   : :  :.      
gi|398 MAVHQYTV--ALFLAVALVAGPAASYAADLGYG---PATPAAPAAGYTPAT--PA----A 
                 10        20        30           40                
 
      60         70        80                                       
AAD-12 HAHAIP-GMDAAESERFLEGLV                                       
        :.: : :  ..: ....:                                          
gi|398 PAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGAASNKAFAEGL 
      50        60        70        80        90       100          
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 83.4  bits: 21.6 E():   11 
Smith-Waterman score: 51; 36.1% identity (55.6% similar) in 36 aa overlap (24-54:21-56) 
 
               10        20          30           40        50      
AAD-12 LVHQRSARHSLVYSQSKLGHVQQAGS--AYIGYGMDTTATP---LRPLVKVHPETGRPSL 
                              :::  : .:::  : :.:     : . . :  ..:.  
gi|330    MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAPAGAEPAG 
                  10        20        30        40        50        
 
          60        70        80                                    
AAD-12 LIGRHAHAIPGMDAAESERFLEGLV                                    
                                                                    
gi|330 KATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAA 
        60        70        80        90       100       110        
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 83.3  bits: 21.9 E():   12 
Smith-Waterman score: 52; 18.4% identity (55.1% similar) in 49 aa overlap (7-55:332-380) 
 
                                       10        20        30       
AAD-12                         LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                     : .:....  .   . . :. ..  : : . 
gi|113 SAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPV 
             310       320       330       340       350       360  
 
         40        50        60        70        80 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
        ::..    .  : :. ..                          
gi|113 LTPVQSAGMIPAEPGEAAIKLTSSAGVFSCHPGAPC         
             370       380       390                
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
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 initn:  48 init1:  48 opt:  52  Z-score: 83.3  bits: 21.9 E():   12 
Smith-Waterman score: 52; 18.4% identity (55.1% similar) in 49 aa overlap (7-55:332-380) 
 
                                       10        20        30       
AAD-12                         LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                     : .:....  .   . . :. ..  : : . 
gi|166 SAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPV 
             310       320       330       340       350       360  
 
         40        50        60        70        80 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
        ::..    .  : :. ..                          
gi|166 LTPVQSAGMIPAEPGEAAIKLTSSAGVFSCRPGAPC         
             370       380       390                
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.1  bits: 20.7 E():   12 
Smith-Waterman score: 48; 25.6% identity (53.5% similar) in 43 aa overlap (31-73:23-65) 
 
               10        20        30        40        50        60 
AAD-12 LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                                     ...:  ..::  :.:   :. .    .    
gi|344         MTGVKTHLQHELKRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESD 
                       10        20        30        40        50   
 
               70        80                                         
AAD-12 AHAIPGMDAAESERFLEGLV                                         
         :::. :  ..:                                                
gi|344 EVAIPNPDEFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREIS 
             60        70        80        90       100       110   
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 82.4  bits: 21.3 E():   13 
Smith-Waterman score: 50; 32.1% identity (57.1% similar) in 28 aa overlap (27-54:1-28) 
 
               10        20        30        40        50        60 
AAD-12 LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                                 : .:::  : :.:    . . :  ..:.       
gi|295                           ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTE 
                                         10        20        30     
 
               70        80                                         
AAD-12 AHAIPGMDAAESERFLEGLV                                         
                                                                    
gi|295 EQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSK 
           40        50        60        70        80        90     
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.4  bits: 21.3 E():   13 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (27-77:1-43) 
 
               10        20        30        40        50        60 
AAD-12 LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                                 : .:::    :::  : .   : :  :.   :   
gi|109                           ADLGYG---PATPAAPAAGYTPAT--PAAPAGAD 
                                            10        20            
 
               70        80                                         
AAD-12 AHAIPGMDAAESERFLEGLV                                         
       :    :  ..: ....:                                            
gi|109 A---AGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGE 
      30           40        50        60        70        80       
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.4  bits: 21.3 E():   13 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (27-77:1-43) 
 
               10        20        30        40        50        60 
AAD-12 LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                                 : .:::    :::  : .   : :  :.   :   
gi|239                           ADLGYG---PATPAAPAAGYTPAT--PAAPAGAD 
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                                            10        20            
 
               70        80                                         
AAD-12 AHAIPGMDAAESERFLEGLV                                         
       :    :  ..: ....:                                            
gi|239 A---AGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGE 
      30           40        50        60        70        80       
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 81.3  bits: 16.8 E():   15 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (60-65:8-13) 
 
      30        40        50        60        70        80 
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                     ::: .:                
gi|131                        GPVGGVVHAHMMPLL              
                                      10                   
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.2  bits: 21.9 E():   15 
Smith-Waterman score: 52; 33.3% identity (58.3% similar) in 24 aa overlap (3-26:388-411) 
 
                                           10        20        30   
AAD-12                             LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:.    .::: . :       
gi|224 TANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVY 
       360       370       380       390       400       410        
 
             40        50        60        70        80             
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV             
                                                                    
gi|224 DEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVAN 
       420       430       440       450       460       470        
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.9  bits: 21.9 E():   16 
Smith-Waterman score: 52; 33.3% identity (58.3% similar) in 24 aa overlap (3-26:408-431) 
 
                                           10        20        30   
AAD-12                             LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:.    .::: . :       
gi|571 NCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVY 
       380       390       400       410       420       430        
 
             40        50        60        70        80             
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV             
                                                                    
gi|571 DEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVAN 
       440       450       460       470       480       490        
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.9  bits: 21.9 E():   16 
Smith-Waterman score: 52; 33.3% identity (58.3% similar) in 24 aa overlap (3-26:408-431) 
 
                                           10        20        30   
AAD-12                             LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:.    .::: . :       
gi|199 TANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVY 
       380       390       400       410       420       430        
 
             40        50        60        70        80             
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV             
                                                                    
gi|199 DEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVAN 
       440       450       460       470       480       490        
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.8  bits: 21.9 E():   16 
Smith-Waterman score: 52; 33.3% identity (58.3% similar) in 24 aa overlap (3-26:416-439) 
 
                                           10        20        30   
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AAD-12                             LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:.    .::: . :       
gi|213 NELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVF 
         390       400       410       420       430       440      
 
             40        50        60        70        80             
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV             
                                                                    
gi|213 DEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVAN 
         450       460       470       480       490       500      
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.6  bits: 21.0 E():   16 
Smith-Waterman score: 49; 21.9% identity (59.4% similar) in 32 aa overlap (5-36:179-210) 
 
                                         10        20        30     
AAD-12                           LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :.  .:.. .... :. ::      : :.. 
gi|219 MWQQSSCHVMQQQCCQQLSQIPEQSRYDAIRAITYSIILQEQQQGQSQQQQPQQSGQGVS 
      150       160       170       180       190       200         
 
           40        50        60        70        80               
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV               
        .                                                           
gi|219 QSQQQSQQQLGQCSFQQPQQQLGQQPQQQQVQQGTFLQPHQIAHLEVMTSIALRTLPTMC 
      210       220       230       240       250       260         
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.8  bits: 19.7 E():   18 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (29-46:24-41) 
 
               10        20        30        40        50        60 
AAD-12 LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                                   .:. . :.:  :.: ..:               
gi|121      MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSLST 
                    10        20        30        40        50      
 
               70        80                                         
AAD-12 AHAIPGMDAAESERFLEGLV                                         
                                                                    
gi|121 FKNTEIKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVT 
          60        70        80        90       100       110      
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.8  bits: 19.7 E():   18 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (29-46:24-41) 
 
               10        20        30        40        50        60 
AAD-12 LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                                   .:. . :.:  :.: ..:               
gi|379      MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLST 
                    10        20        30        40        50      
 
               70        80                                         
AAD-12 AHAIPGMDAAESERFLEGLV                                         
                                                                    
gi|379 FKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVT 
          60        70        80        90       100       110      
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.8  bits: 19.7 E():   18 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (29-46:24-41) 
 
               10        20        30        40        50        60 
AAD-12 LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                                   .:. . :.:  :.: ..:               
gi|144      MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLST 
                    10        20        30        40        50      
 
               70        80                                         
AAD-12 AHAIPGMDAAESERFLEGLV                                         
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gi|144 FKNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVT 
          60        70        80        90       100       110      
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.5  bits: 21.6 E():   19 
Smith-Waterman score: 51; 30.8% identity (57.7% similar) in 26 aa overlap (1-26:383-408) 
 
                                             10        20        30 
AAD-12                               LVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     ..:  .  ::..:     .::: . :     
gi|370 LKTANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNR 
            360       370       380       390       400       410   
 
               40        50        60        70        80           
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV           
                                                                    
gi|370 VYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVV 
            420       430       440       450       460       470   
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 79.5  bits: 21.0 E():   19 
Smith-Waterman score: 49; 27.8% identity (57.4% similar) in 54 aa overlap (6-59:236-276) 
 
                                        10        20        30      
AAD-12                          LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT 
                                     :. ::....:..  . ::        :.:  
gi|170 WPQSDCQVMRQQCCQQLAQIPQQLQCAAIHSVVHSIIMQQQQQQQQQQ--------GIDI 
         210       220       230       240       250                
 
          40        50        60        70        80                
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV                
           . :: . : ..:. ::. :.                                     
gi|170 ----FLPLSQ-HEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSI 
           260        270       280       290       300       310   
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  49 init1:  49 opt:  51  Z-score: 79.4  bits: 21.6 E():   19 
Smith-Waterman score: 51; 24.4% identity (50.0% similar) in 82 aa overlap (2-78:74-155) 
 
                                            10        20        30  
AAD-12                              LVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     : .:.: .   ::.. :    : ::.:.:  
gi|112 NRIESEGGYIETWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGL 
            50        60        70        80        90       100    
 
                  40        50        60        70         80       
AAD-12 ---GMDTT-ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES-ERFLEGLV       
          :  .:   : .   . . .     . .:.   .   .:. .. .:: ::         
gi|112 IFPGCPSTYEEPAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTG 
           110       120       130       140       150       160    
 
gi|112 VAFWMYNDEDTDVVTVTLSDTSSIHNQLDQFPRRFYLAGNQEQEFLRYQQQQGSRPHYRQ 
           170       180       190       200       210       220    
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 79.4  bits: 21.3 E():   19 
Smith-Waterman score: 50; 38.2% identity (55.9% similar) in 34 aa overlap (32-65:2-34) 
 
              10        20        30        40        50        60  
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :. : : :.  :. .   .:   :  : :: 
gi|581                              MGFITKAIPIV-LAALSTVNGARILEAGPHA 
                                            10         20        30 
 
              70        80                                          
AAD-12 HAIPGMDAAESERFLEGLV                                          
       .:::                                                         
gi|581 EAIPNKYIVVMKREVSDEAFNAHTTWLSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRA 
               40        50        60        70        80        90 
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>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.3  bits: 21.0 E():   19 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (24-40:200-216) 
 
                      10        20        30        40        50    
AAD-12        LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
            60        70        80                                  
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLV                                  
                                                                    
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 79.1  bits: 20.3 E():   20 
Smith-Waterman score: 47; 21.7% identity (52.2% similar) in 46 aa overlap (25-67:62-107) 
 
                     10        20        30        40           50  
AAD-12       LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE---TG 
                                     :..:.: . .. :     . . . .   .: 
gi|201 DATPVLDVAGKELDSRLSYRIISTFWGALGGDVYLGKSPNSDAPCANGIFRYNSDVGPSG 
              40        50        60        70        80        90  
 
              60        70        80                                
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLV                                
        :  .::  .:   :.                                             
gi|201 TPVRFIGSSSHFGQGIFENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTI 
             100       110       120       130       140       150  
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.0  bits: 20.6 E():   20 
Smith-Waterman score: 48; 25.6% identity (56.4% similar) in 39 aa overlap (10-48:87-125) 
 
                                    10        20        30          
AAD-12                      LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     : : . ..  . :.:.:  . :: .  ..  
gi|144 DLAEAPFQISLLKDYLIMKRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSS 
         60        70        80        90       100       110       
 
      40        50        60        70        80                    
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV                    
           .::.:                                                    
gi|144 SYGDLKVKPIIQHESYEQDQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVDGDKVTIYG 
        120       130       140       150       160       170       
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 78.8  bits: 23.2 E():   21 
Smith-Waterman score: 56; 29.3% identity (60.3% similar) in 58 aa overlap (8-65:227-279) 
 
                                      10        20        30        
AAD-12                        LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                     :: ::. ..:  :.. . . ..  . : .: 
gi|203 MRHYMHPMDSDLSCRMTLKDKVVTEVDCEERHVLVHRSNKPVHMSYV-KMMLKQNKDGVA 
        200       210       220       230       240        250      
 
        40        50        60        70        80                  
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV                  
       . : : ....:.  :: : .  : :  :                                 
gi|203 ADLGP-TNAQPK--RPYLSFD-HKHKNPTETDVVEVLKKLCSEITEPQASIETSFTFQKL 
         260          270        280       290       300       310  
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 78.0  bits: 21.0 E():   23 
Smith-Waterman score: 49; 24.5% identity (49.0% similar) in 49 aa overlap (21-66:341-389) 
 
                         10        20        30        40        50 
AAD-12           LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ..  :.: . :: .    .  :  
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gi|113 ASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMIPAEP 
              320       330       340       350       360       370 
 
               60           70        80 
AAD-12 GRPSLLIGRHAHAI---PGMDAAESERFLEGLV 
       :.  : .   : ..   ::               
gi|113 GEAVLRLTSSAGVLSCQPGAPC            
              380       390              
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.0  bits: 19.4 E():   23 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (29-49:25-45) 
 
               10        20        30        40        50        60 
AAD-12 LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                                   .:. . :.:  :.:  .:  :            
gi|990     MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSLST 
                   10        20        30        40        50       
 
               70        80                                         
AAD-12 AHAIPGMDAAESERFLEGLV                                         
                                                                    
gi|990 FKNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVVVT 
         60        70        80        90       100       110       
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 77.7  bits: 19.0 E():   24 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (66-78:5-17) 
 
          40        50        60        70        80                
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV                
                                     :.:::: .  :.:                  
gi|208                           MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACG 
                                         10        20        30     
 
gi|208 LAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAGDVDGD 
           40        50        60        70        80        90     
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 77.0  bits: 18.4 E():   26 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (2-23:37-58) 
 
                                            10        20        30  
AAD-12                              LVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
              40        50        60        70        80 
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                                         
gi|162 VPQLEIVPNS                                        
         70                                              
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.0  bits: 20.3 E():   26 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (27-54:1-31) 
 
               10        20        30           40        50        
AAD-12 LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLI 
                                 : .:::  : :.:     : . . :  ..:.    
gi|217                           ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKA 
                                         10        20        30     
 
        60        70        80                                      
AAD-12 GRHAHAIPGMDAAESERFLEGLV                                      
                                                                    
gi|217 TTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAES 
           40        50        60        70        80        90     
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
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 initn:  42 init1:  42 opt:  47  Z-score: 77.0  bits: 20.3 E():   26 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (27-54:1-31) 
 
               10        20        30           40        50        
AAD-12 LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLI 
                                 : .:::  : :.:     : . . :  ..:.    
gi|217                           ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKA 
                                         10        20        30     
 
        60        70        80                                      
AAD-12 GRHAHAIPGMDAAESERFLEGLV                                      
                                                                    
gi|217 TTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAES 
           40        50        60        70        80        90     
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.0  bits: 20.3 E():   26 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (27-54:1-31) 
 
               10        20        30           40        50        
AAD-12 LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLI 
                                 : .:::  : :.:     : . . :  ..:.    
gi|217                           ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKA 
                                         10        20        30     
 
        60        70        80                                      
AAD-12 GRHAHAIPGMDAAESERFLEGLV                                      
                                                                    
gi|217 TTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAES 
           40        50        60        70        80        90     
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.0  bits: 20.3 E():   26 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (27-54:1-31) 
 
               10        20        30           40        50        
AAD-12 LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLI 
                                 : .:::  : :.:     : . . :  ..:.    
gi|217                           ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKA 
                                         10        20        30     
 
        60        70        80                                      
AAD-12 GRHAHAIPGMDAAESERFLEGLV                                      
                                                                    
gi|217 TTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAES 
           40        50        60        70        80        90     
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.0  bits: 20.3 E():   26 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (27-54:1-31) 
 
               10        20        30           40        50        
AAD-12 LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLI 
                                 : .:::  : :.:     : . . :  ..:.    
gi|217                           ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKA 
                                         10        20        30     
 
        60        70        80                                      
AAD-12 GRHAHAIPGMDAAESERFLEGLV                                      
                                                                    
gi|217 TTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAES 
           40        50        60        70        80        90     
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.0  bits: 20.3 E():   26 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (27-54:1-31) 
 
               10        20        30           40        50        
AAD-12 LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLI 
                                 : .:::  : :.:     : . . :  ..:.    
gi|217                           ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKA 
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                                         10        20        30     
 
        60        70        80                                      
AAD-12 GRHAHAIPGMDAAESERFLEGLV                                      
                                                                    
gi|217 TTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAES 
           40        50        60        70        80        90     
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.0  bits: 20.3 E():   26 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (27-54:1-31) 
 
               10        20        30           40        50        
AAD-12 LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLI 
                                 : .:::  : :.:     : . . :  ..:.    
gi|217                           ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKA 
                                         10        20        30     
 
        60        70        80                                      
AAD-12 GRHAHAIPGMDAAESERFLEGLV                                      
                                                                    
gi|217 TTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAES 
           40        50        60        70        80        90     
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.0  bits: 20.3 E():   26 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (27-54:1-31) 
 
               10        20        30           40        50        
AAD-12 LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLI 
                                 : .:::  : :.:     : . . :  ..:.    
gi|217                           ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKA 
                                         10        20        30     
 
        60        70        80                                      
AAD-12 GRHAHAIPGMDAAESERFLEGLV                                      
                                                                    
gi|217 TTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAES 
           40        50        60        70        80        90     
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.0  bits: 20.3 E():   26 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (27-54:1-31) 
 
               10        20        30           40        50        
AAD-12 LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLI 
                                 : .:::  : :.:     : . . :  ..:.    
gi|217                           ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKA 
                                         10        20        30     
 
        60        70        80                                      
AAD-12 GRHAHAIPGMDAAESERFLEGLV                                      
                                                                    
gi|217 TTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAES 
           40        50        60        70        80        90     
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.0  bits: 20.3 E():   26 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (27-54:1-31) 
 
               10        20        30           40        50        
AAD-12 LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLI 
                                 : .:::  : :.:     : . . :  ..:.    
gi|217                           ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKA 
                                         10        20        30     
 
        60        70        80                                      
AAD-12 GRHAHAIPGMDAAESERFLEGLV                                      
                                                                    
gi|217 TTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAES 
           40        50        60        70        80        90     
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>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.0  bits: 20.3 E():   26 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (27-54:1-31) 
 
               10        20        30           40        50        
AAD-12 LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLI 
                                 : .:::  : :.:     : . . :  ..:.    
gi|217                           ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKA 
                                         10        20        30     
 
        60        70        80                                      
AAD-12 GRHAHAIPGMDAAESERFLEGLV                                      
                                                                    
gi|217 TTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAES 
           40        50        60        70        80        90     
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.0  bits: 20.3 E():   26 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (27-54:1-31) 
 
               10        20        30           40        50        
AAD-12 LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLI 
                                 : .:::  : :.:     : . . :  ..:.    
gi|217                           ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKA 
                                         10        20        30     
 
        60        70        80                                      
AAD-12 GRHAHAIPGMDAAESERFLEGLV                                      
                                                                    
gi|217 TTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAES 
           40        50        60        70        80        90     
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.0  bits: 20.3 E():   26 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (27-54:1-31) 
 
               10        20        30           40        50        
AAD-12 LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLI 
                                 : .:::  : :.:     : . . :  ..:.    
gi|217                           ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKA 
                                         10        20        30     
 
        60        70        80                                      
AAD-12 GRHAHAIPGMDAAESERFLEGLV                                      
                                                                    
gi|217 TTEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAES 
           40        50        60        70        80        90     
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.0  bits: 20.3 E():   26 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (27-54:1-31) 
 
               10        20        30           40        50        
AAD-12 LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLI 
                                 : .:::  : :.:     : . . :  ..:.    
gi|217                           ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKA 
                                         10        20        30     
 
        60        70        80                                      
AAD-12 GRHAHAIPGMDAAESERFLEGLV                                      
                                                                    
gi|217 TTEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAES 
           40        50        60        70        80        90     
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.8  bits: 21.6 E():   27 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (17-31:609-623) 
 
                             10        20        30        40       
AAD-12               LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
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                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
         50        60        70        80                           
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV                           
                                                                    
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.8  bits: 20.9 E():   27 
Smith-Waterman score: 49; 33.3% identity (46.7% similar) in 30 aa overlap (30-59:90-119) 
 
                10        20        30        40        50          
AAD-12  LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     : ::   . :  : .   :. :: .   :: 
gi|259 GVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGR 
      60        70        80        90       100       110          
 
      60        70        80                                        
AAD-12 HAHAIPGMDAAESERFLEGLV                                        
                                                                    
gi|259 FQDRHQKIRRFRRGDIIAIPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLA 
     120       130       140       150       160       170          
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 76.4  bits: 19.0 E():   28 
Smith-Waterman score: 43; 26.3% identity (57.9% similar) in 38 aa overlap (20-54:33-70) 
 
                          10        20        30           40       
AAD-12            LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVKV 
                                     ....:.::     .: :::   : : .. . 
gi|668 ASEAAAAAATPVAPTEGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPI 
             10        20        30        40        50        60   
 
         50        60        70        80                           
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV                           
         . .. :                                                     
gi|668 FADMAKKSPNVVFLKVDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKL 
             70        80        90       100       110       120   
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.8  bits: 19.0 E():   30 
Smith-Waterman score: 43; 29.6% identity (66.7% similar) in 27 aa overlap (26-52:9-35) 
 
               10        20        30        40        50        60 
AAD-12 LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                                ::.    . ..:.  : .:.:. ..::         
gi|244                  MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQSCQRQF 
                                10        20        30        40    
 
               70        80                                         
AAD-12 AHAIPGMDAAESERFLEGLV                                         
                                                                    
gi|244 EEQQRFRNCQRYVKQEVQRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQE 
            50        60        70        80        90       100    
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 75.1  bits: 20.6 E():   33 
Smith-Waterman score: 48; 33.3% identity (59.5% similar) in 42 aa overlap (38-74:46-85) 
 
        10        20        30        40           50          60   
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL---VKVHPETGRPSLL--IGRHAH 
                                     :::::    ...: ....:  :  .: .   
gi|253 IEEPEMIAPTPPGQFPHQQPISSPNRTSRNTPLRPESTEIETHHHANHPPALPVLGMQL- 
          20        30        40        50        60        70      
 
             70        80                                           
AAD-12 AIPGMDAAESERFLEGLV                                           
        .::  . :: :                                                 
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gi|253 PVPGT-VPESSRAQSRASLNLDIDLDLHAPSHPSHLSHGAPHEQEHAHEIQRHRAHSAQS 
            80        90       100       110       120       130    
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.9  bits: 19.3 E():   34 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (4-19:46-61) 
 
                                          10        20        30    
AAD-12                            LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
            40        50        60        70        80              
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV              
                                                                    
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.4  bits: 19.3 E():   36 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (10-35:76-100) 
 
                                    10        20        30          
AAD-12                      LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
      40        50        60        70        80                    
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV                    
                                                                    
gi|549 AKYQVGQNVALTGSTAAVYNDPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.4  bits: 19.3 E():   36 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (10-35:76-100) 
 
                                    10        20        30          
AAD-12                      LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
      40        50        60        70        80                    
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV                    
                                                                    
gi|549 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 74.3  bits: 19.3 E():   37 
Smith-Waterman score: 44; 29.6% identity (77.8% similar) in 27 aa overlap (9-35:77-102) 
 
                                     10        20        30         
AAD-12                       LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::... .:... :. ..  .:: ::    
gi|549 LKVHNDFRQKVAKGLETRGNPGPQPPAKNMNNLVWND-ELANIAQVWASQCNYGHDTCKD 
         50        60        70        80         90       100      
 
       40        50        60        70        80                   
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV                   
                                                                    
gi|549 TEKYPVGQNIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWA 
         110       120       130       140       150       160      
 
>>gi|56417506|gb|AAV90694.1| GE-rich salivary protein 30  (266 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 74.0  bits: 19.7 E():   38 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (4-34:183-213) 
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                                          10        20        30    
AAD-12                            LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
            160       170       180       190       200       210   
 
            40        50        60        70        80        
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV        
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
            220       230       240       250       260       
 
>>gi|56417504|gb|AAV90693.1| 30 kDa salivary gland aller  (271 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.9  bits: 19.7 E():   39 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (4-34:188-218) 
 
                                          10        20        30    
AAD-12                            LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
       160       170       180       190       200       210        
 
            40        50        60        70        80        
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV        
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
       220       230       240       250       260       270  
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.8  bits: 19.0 E():   39 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (4-18:138-152) 
 
                                          10        20        30    
AAD-12                            LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
            40        50        60        70        80 
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                                       
gi|391 ASIDTILTKV                                      
       170                                             
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 73.6  bits: 19.7 E():   40 
Smith-Waterman score: 45; 34.5% identity (72.4% similar) in 29 aa overlap (12-38:237-265) 
 
                                  10        20          30          
AAD-12                    LVHQRSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATP 
                                     . ..:.. .:.:  .:.: .. :  ::::  
gi|168 EAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATG 
        210       220       230       240       250       260       
 
      40        50        60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                                 
gi|168 AASGAATVAAGGYKV                           
        270       280                            
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.6  bits: 20.0 E():   40 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (29-38:284-293) 
 
                 10        20        30        40        50         
AAD-12   LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
       60        70        80                 
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AAD-12 RHAHAIPGMDAAESERFLEGLV                 
                                              
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 73.3  bits: 19.7 E():   41 
Smith-Waterman score: 45; 34.5% identity (72.4% similar) in 29 aa overlap (12-38:246-274) 
 
                                  10        20          30          
AAD-12                    LVHQRSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATP 
                                     . ..:.. .:.:  .:.: .. :  ::::  
gi|330 EAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATG 
         220       230       240       250       260       270      
 
      40        50        60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                                 
gi|330 AASGAATVAAGGYKV                           
         280       290                           
 
>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.1  bits: 18.7 E():   43 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (57-80:1-24) 
 
         30        40        50        60        70        80       
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV       
                                     .: ..:..   ... .:... :.:       
gi|215                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
gi|215 IPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.1  bits: 18.7 E():   43 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (57-80:1-24) 
 
         30        40        50        60        70        80       
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV       
                                     .: ..:..   ... .:... :.:       
gi|215                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
gi|215 IPKAATGAYKSVEVKGDGGAGTVRIITLPEGSPITTMTVRTDAVNKEALSYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.1  bits: 18.7 E():   43 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (57-80:1-24) 
 
         30        40        50        60        70        80       
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV       
                                     .: ..:..   ... .:... :.:       
gi|892                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
gi|892 IPKAAPGAYKSVEVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.1  bits: 18.7 E():   43 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (57-80:1-24) 
 
         30        40        50        60        70        80       
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV       
                                     .: ..:..   ... .:... :.:       
gi|166                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
gi|166 IPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
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               40        50        60        70        80        90 
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.0  bits: 18.1 E():   43 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (14-31:26-43) 
 
                           10        20        30        40         
AAD-12             LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                : .. :. :: :..  ::                  
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
       50        60        70        80          
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLV          
                                                 
gi|897 PYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
               70        80        90       100  
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.5  bits: 20.3 E():   46 
Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (51-73:344-366) 
 
               30        40        50        60        70        80 
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
           320       330       340       350       360       370    
 
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.5  bits: 19.3 E():   46 
Smith-Waterman score: 44; 20.0% identity (52.5% similar) in 40 aa overlap (14-53:51-90) 
 
                                10        20        30        40    
AAD-12                  LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|130 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               30        40        50        60        70        80 
 
            50        60        70        80                        
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV                        
        . .:. ..:                                                   
gi|130 PQPQPQYSQPQEPISQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQS 
               90       100       110       120       130       140 
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.1  bits: 19.0 E():   48 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (18-51:31-64) 
 
                            10        20        30        40        
AAD-12              LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :. :  . :::..::  .     . ::    
gi|616 NEIAXAKIDLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCA 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLV                            
        . :                                                         
gi|616 SQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNK 
               70        80        90       100       110       120 
 
>>gi|1173071|sp|P42037.1|RLA2_ALTAL RecName: Full=60S ac  (113 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.0  bits: 18.1 E():   49 
Smith-Waterman score: 40; 25.6% identity (59.0% similar) in 39 aa overlap (1-39:54-92) 
 
                                             10        20        30 
AAD-12                               LVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     :. . : . . : : .  : . ..:.:  : 
gi|117 KAVLESVGIEADSDRLDKLISELEGKDINELIASGSEKLASVPSGGAGGAAASGGAAAAG 
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            30        40        50        60        70        80    
 
               40        50        60        70        80 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
        . .. :.:                                          
gi|117 GSAQAEAAPEAAKEEEKEESDEDMGFGLFD                     
            90       100       110                        
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 72.0  bits: 20.3 E():   49 
Smith-Waterman score: 47; 25.4% identity (47.9% similar) in 71 aa overlap (5-65:320-387) 
 
                                         10        20         30    
AAD-12                           LVHQRSARHSLVYSQSKLGHV-QQAGSAYIGYGM 
                                     :. :.    .: .: .  :: :   .. :. 
gi|258 TARNLQGQNDNRNQIIQVRGNLDFVQPPRGRQEREHEERQQEQLQQERQQQGEQLMANGL 
     290       300       310       320       330       340          
 
            40                 50        60        70        80     
AAD-12 DTTATPLRPLVKV---------HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV     
       . :   ::   ..          :..:: : :   ..: .:                    
gi|258 EETFCSLRLKENIGNPERADIFSPRAGRISTL---NSHNLPILRFLRLSAERGFFYRNGI 
     350       360       370       380          390       400       
 
gi|258 YSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNHGVIQQAGNQGF 
        410       420       430       440       450       460       
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 71.8  bits: 19.3 E():   50 
Smith-Waterman score: 44; 27.8% identity (52.8% similar) in 36 aa overlap (37-72:64-96) 
 
         10        20        30        40        50        60       
AAD-12 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                                     :  .. .  . :.  ::   . . :  .:  
gi|481 AGKATTEEQKLIEDINVGFKAAVAARQRPAADKFKTFEAASPRHPRP---LRQGAGLVPK 
            40        50        60        70        80           90 
 
         70        80                                               
AAD-12 MDAAESERFLEGLV                                               
       .::: :                                                       
gi|481 LDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGE 
              100       110       120       130       140       150 
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.6  bits: 20.0 E():   51 
Smith-Waterman score: 46; 23.8% identity (55.6% similar) in 63 aa overlap (4-65:80-138) 
 
                                          10         20        30   
AAD-12                            LVHQRSARHSLVYSQS-KLGHVQQAGSAYIGYG 
                                     ::: .:. . ...  . :  :   :   .: 
gi|223 KLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVDVDHFIQLIRAL--FG 
      50        60        70        80        90       100          
 
             40        50        60        70        80             
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV             
       .. .:  :.  ..   .. .:  .  :: :..:                            
gi|223 LSRAARNLQDDLNDFLHSLEP--ISPRHRHGLPRQRRRSARVSAYLHADDFHKIITTIEA 
       110       120         130       140       150       160      
 
gi|223 LPEFANFYNFLKEHGLDVVDYINEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILP 
         170       180       190       200       210       220      
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.6  bits: 18.4 E():   52 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (36-43:34-41) 
 
          10        20        30        40        50        60      
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
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          70        80                                              
AAD-12 GMDAAESERFLEGLV                                              
                                                                    
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 71.5  bits: 19.6 E():   52 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (50-66:225-240) 
 
      20        30        40        50        60        70          
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
      80                                                            
AAD-12 V                                                            
                                                                    
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 71.5  bits: 19.6 E():   52 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (50-66:225-240) 
 
      20        30        40        50        60        70          
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
      80                                                            
AAD-12 V                                                            
                                                                    
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 44; 35.4% identity (54.2% similar) in 48 aa overlap (20-65:79-122) 
 
                          10        20        30        40          
AAD-12            LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
                                     :. . :.  :  : : ::. .  . :  :  
gi|160 LGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGN--ITVGEDGTAA-INIVDKQIPL 
       50        60        70        80          90        100      
 
      50        60          70        80                
AAD-12 TGRPSLLIGRHA--HAIPGMDAAESERFLEGLV                
       :: :  .::: .  :. :                               
gi|160 TG-PHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          110       120       130       140       150   
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 71.3  bits: 15.2 E():   53 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (7-21:1-15) 
 
               10        20        30        40        50        60 
AAD-12 LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
             :: . : : ..::..                                        
gi|323       ARTAWVDSGAQLGELSY                                      
                     10                                             
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.3  bits: 18.4 E():   53 
Smith-Waterman score: 41; 20.8% identity (79.2% similar) in 24 aa overlap (57-80:1-24) 
 
         30        40        50        60        70        80       
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV       
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                                     .: ..:..   ... .:....:.:       
gi|134                               MGVQTHVLELTSSVSAEKIFQGFVIDVDTV 
                                             10        20        30 
 
gi|134 LPKAAPGAYKSVEIKGDGGPGTLKIITLPDGGPITTMTLRIDGVNKEALTFDYSVIDGDI 
               40        50        60        70        80        90 
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.0  bits: 18.0 E():   56 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (2-23:6-27) 
 
                   10        20        30        40        50       
AAD-12     LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
            :.:.  ..  : :.  ::...:                                  
gi|159 IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYKVPQLEIVPNSAEERLHSMKEGIHAQ 
               10        20        30        40        50        60 
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.9  bits: 18.0 E():   57 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (29-46:25-42) 
 
               10        20        30        40        50        60 
AAD-12 LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                                   .:. . :.:  ..: ..:               
gi|144     MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSLST 
                   10        20        30        40        50       
 
               70        80                                         
AAD-12 AHAIPGMDAAESERFLEGLV                                         
                                                                    
gi|144 FKNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVEVT 
         60        70        80        90       100       110       
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 70.8  bits: 19.6 E():   57 
Smith-Waterman score: 45; 23.4% identity (44.7% similar) in 47 aa overlap (23-66:347-393) 
 
                       10        20        30        40        50   
AAD-12         LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ... : :   :: .    .  : :  
gi|625 DPMKKNVLVRADAPHTESMKWNWRSEKDLLENGAIFVASGCDPHLTPEQKSHLIPAEPGS 
        320       330       340       350       360       370       
 
             60           70        80 
AAD-12 PSLLIGRHA---HAIPGMDAAESERFLEGLV 
         : .   :   . .::               
gi|625 AVLQLTSCAGTLKCVPGKPC            
        380       390                  
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 70.8  bits: 18.7 E():   57 
Smith-Waterman score: 42; 29.6% identity (70.4% similar) in 27 aa overlap (9-35:76-101) 
 
                                     10        20        30         
AAD-12                       LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::.. ..:... :  ..   :: ::    
gi|549 LKIHNDFRNKVARGLETRGNPGPQPPAKNMNNLVWN-NELANIAQIWASQCKYGHDTCKD 
          50        60        70        80         90       100     
 
       40        50        60        70        80                   
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV                   
                                                                    
gi|549 TTKYNVGQNIAVSSSTAAVYENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWA 
          110       120       130       140       150       160     
 
>>gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A-I [  (262 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.6  bits: 19.0 E():   59 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (14-60:71-117) 
 
                                10        20        30        40    
AAD-12                  LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
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                                     ::.   ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
            50        60        70        80                        
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV                        
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 70.4  bits: 16.1 E():   60 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (19-39:5-25) 
 
               10        20        30        40        50        60 
AAD-12 LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                         :.: .: :  : : .   :.:                      
gi|462               TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXLSSA          
                             10        20        30                 
 
               70        80 
AAD-12 AHAIPGMDAAESERFLEGLV 
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.3  bits: 15.5 E():   60 
Smith-Waterman score: 36; 44.0% identity (56.0% similar) in 25 aa overlap (18-42:2-24) 
 
               10        20        30        40        50        60 
AAD-12 LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                        ::..  :  :  : :. : :::  :                   
gi|751                 DLGYAP-ATPAAPGAGY-TPATPAAP                   
                                10         20                       
 
               70        80 
AAD-12 AHAIPGMDAAESERFLEGLV 
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.1  bits: 19.3 E():   62 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (46-64:99-117) 
 
          20        30        40        50        60        70      
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
          80                                                        
AAD-12 LEGLV                                                        
                                                                    
gi|908 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
      130       140       150       160       170       180         
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.1  bits: 19.3 E():   62 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (46-64:100-118) 
 
          20        30        40        50        60        70      
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
          80                                                        
AAD-12 LEGLV                                                        
                                                                    
gi|118 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     130       140       150       160       170       180          
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.1  bits: 18.0 E():   62 
Smith-Waterman score: 40; 30.0% identity (56.7% similar) in 30 aa overlap (39-68:114-143) 
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       10        20        30        40        50        60         
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ..:  ..:    :.: 
gi|189 HCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTVHNAPYCLGLD 
            90       100       110       120       130       140    
 
       70        80 
AAD-12 AAESERFLEGLV 
                    
gi|189 I            
                    
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 40; 26.7% identity (60.0% similar) in 30 aa overlap (39-68:115-144) 
 
       10        20        30        40        50        60         
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::   .:. ...  ..:    :.: 
gi|217 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
       70        80 
AAD-12 AAESERFLEGLV 
                    
gi|217 I            
                    
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 40; 30.0% identity (56.7% similar) in 30 aa overlap (39-68:115-144) 
 
       10        20        30        40        50        60         
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ..:  ..:    :.: 
gi|439 CRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
       70        80 
AAD-12 AAESERFLEGLV 
                    
gi|439 I            
                    
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.0  bits: 18.4 E():   63 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (59-75:17-30) 
 
       30        40        50        60        70        80         
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV         
                                     ::   .:..:    :::              
gi|212               VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                             10        20           30        40    
 
gi|212 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
            50        60        70        80        90       100    
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.0  bits: 15.5 E():   63 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (36-42:5-11) 
 
          10        20        30        40        50        60      
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     : .:.::                        
gi|751                           TKSQTHVPIRPNKLVLKVQKDRATN          
                                         10        20               
 
          70        80 
AAD-12 GMDAAESERFLEGLV 
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>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.0  bits: 18.4 E():   63 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (59-75:18-31) 
 
       30        40        50        60        70        80         
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV         
                                     ::   .:..:    :::              
gi|116              AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
gi|116 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.0  bits: 18.4 E():   63 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (59-75:18-31) 
 
       30        40        50        60        70        80         
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV         
                                     ::   .:..:    :::              
gi|144              AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
gi|144 LTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 18.7 E():   64 
Smith-Waterman score: 42; 33.3% identity (71.4% similar) in 21 aa overlap (19-39:72-92) 
 
                           10        20        30        40         
AAD-12             LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     : ...: .::   : ...:.:          
gi|383 TASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEE 
              50        60        70        80        90       100  
 
       50        60        70        80                             
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLV                             
                                                                    
gi|383 EEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEEL 
             110       120       130       140       150       160  
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.9  bits: 19.6 E():   64 
Smith-Waterman score: 45; 20.0% identity (58.2% similar) in 55 aa overlap (21-73:52-104) 
 
                         10        20        30        40           
AAD-12           LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE- 
                                     ....:: :.: :.. ..  .   . . :   
gi|144 VEADVKLSDGYLARAAVPRGASTGIYEALELRDGGSDYLGKGVSKAVENVN--IIIGPAL 
              30        40        50        60        70            
 
      50         60        70        80                             
AAD-12 TGR-PSLLIGRHAHAIPGMDAAESERFLEGLV                             
       .:. :.  .:     .  .:.. .:                                    
gi|144 VGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAVSLAVCKAGAHVKGIPLYKH 
      80        90       100       110       120       130          
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.9  bits: 19.6 E():   64 
Smith-Waterman score: 45; 20.0% identity (58.2% similar) in 55 aa overlap (21-73:52-104) 
 
                         10        20        30        40           
AAD-12           LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE- 
                                     ....:: :.: :.. ..  .   . . :   
gi|144 VEADVKLSDGYLARAAVPSGASTGIYEALELRDGGSDYLGKGVSKAVENVN--IIIGPAL 
              30        40        50        60        70            
 
      50         60        70        80                             
AAD-12 TGR-PSLLIGRHAHAIPGMDAAESERFLEGLV                             
       .:. :.  .:     .  .:.. .:                                    
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gi|144 VGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAVSLAVCKAGAHVKGIPLYEH 
      80        90       100       110       120       130          
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 69.8  bits: 19.0 E():   64 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (14-60:71-117) 
 
                                10        20        30        40    
AAD-12                  LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|473 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
            50        60        70        80                        
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV                        
        . .:. ..:.  :...                                            
gi|473 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A-II   (291 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 69.7  bits: 19.0 E():   65 
Smith-Waterman score: 43; 19.1% identity (53.2% similar) in 47 aa overlap (14-60:71-117) 
 
                                10        20        30        40    
AAD-12                  LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . : .     : .:  
gi|170 QVPLVQEQQFQGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQPFRPQQPY 
               50        60        70        80        90       100 
 
            50        60        70        80                        
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV                        
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQILQQILQQQLIPCRDVVLQQHNIAHGSSQV 
              110       120       130       140       150       160 
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.7  bits: 18.7 E():   65 
Smith-Waterman score: 42; 41.2% identity (64.7% similar) in 17 aa overlap (3-19:175-191) 
 
                                           10        20        30   
AAD-12                             LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :: .  :.:  :..: :              
gi|136 KVHGKDSPLKYGPKFDKKQLAISTLDFEIRHQLTQIHGLYRSSDKTGGYWKITMNDGSTY 
          150       160       170       180       190       200     
 
             40        50        60        70        80 
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                                        
gi|136 QSDLSKKFEYNTEKPPINIDEIKTIEAEIN                   
          210       220       230                       
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 69.7  bits: 21.2 E():   65 
Smith-Waterman score: 50; 44.4% identity (63.0% similar) in 27 aa overlap (53-78:636-662) 
 
             30        40        50         60        70        80  
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLV  
                                     :: : : : : .:::  . ..:  :.:    
gi|278 SRGPSGPPGPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIG 
         610       620       630       640       650       660      
 
gi|278 SPGRDGARGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAG 
         670       680       690       700       710       720      
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 69.7  bits: 15.5 E():   66 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (48-58:10-20) 
 
        20        30        40        50        60        70        
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
                                     :.:  :..: :                    
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gi|147                      AKITFTNNXPNTVWPGILTGFGQKPQ              
                                    10        20                    
 
        80 
AAD-12 GLV 
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.6  bits: 18.4 E():   66 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (59-75:27-40) 
 
       30        40        50        60        70        80         
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV         
                                     ::   .:..:    :::              
gi|194     MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEA 
                   10        20        30           40        50    
 
gi|194 LTQYKCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVL 
            60        70        80        90       100       110    
 
>>gi|21673|emb|CAA35238.1| unnamed protein product [Trit  (307 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.3  bits: 19.0 E():   69 
Smith-Waterman score: 43; 22.0% identity (50.0% similar) in 50 aa overlap (11-60:86-131) 
 
                                   10        20        30        40 
AAD-12                     LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
                                     : : : .: . :      . : .     :  
gi|216 PFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQLPYPQPQ----LPYPQPQPFRPQ 
          60        70        80        90           100       110  
 
               50        60        70        80                     
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV                     
       .:  . .:. ..:.  :...                                         
gi|216 QPYPQSQPQYSQPQQPISQQQQQQQQQQQQKQQQQQQQQILQQILQQQLIPCRDVVLQQH 
             120       130       140       150       160       170  
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.3  bits: 19.0 E():   69 
Smith-Waterman score: 43; 27.8% identity (55.6% similar) in 36 aa overlap (29-64:234-269) 
 
                 10        20        30        40        50         
AAD-12   LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::  ..   .: . :.:   :.. :  .:  
gi|324 DPRTLNKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVIL 
           210       220       230       240       250       260    
 
       60        70        80                        
AAD-12 RHAHAIPGMDAAESERFLEGLV                        
         .::.                                        
gi|324 SISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV 
           270       280       290       300         
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 18.4 E():   70 
Smith-Waterman score: 41; 26.7% identity (70.0% similar) in 30 aa overlap (8-37:120-149) 
 
                                      10        20        30        
AAD-12                        LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                     .... :  .:. .: .:...:.. :  : : 
gi|144 DTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWA 
      90       100       110       120       130       140          
 
        40        50        60        70        80         
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV         
                                                           
gi|144 DFYFVAILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
     150       160       170       180       190       200 
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 69.1  bits: 14.9 E():   71 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (33-40:10-17) 
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             10        20        30        40        50        60   
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH 
                                     :.:  :::                       
gi|244                      IGNEDCTPWMSTLITPLP                      
                                    10                              
 
             70        80 
AAD-12 AIPGMDAAESERFLEGLV 
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.0  bits: 18.4 E():   71 
Smith-Waterman score: 41; 26.7% identity (70.0% similar) in 30 aa overlap (8-37:124-153) 
 
                                      10        20        30        
AAD-12                        LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                     .... :  .:. .: .:...:.. :  : : 
gi|622 DTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWA 
           100       110       120       130       140       150    
 
        40        50        60        70        80         
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV         
                                                           
gi|622 DFYFVAILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
           160       170       180       190       200     
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 69.0  bits: 18.4 E():   71 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (10-35:76-100) 
 
                                    10        20        30          
AAD-12                      LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDI 
          50        60        70        80         90       100     
 
      40        50        60        70        80                    
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV                    
                                                                    
gi|549 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 69.0  bits: 18.4 E():   71 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (10-35:76-100) 
 
                                    10        20        30          
AAD-12                      LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
      40        50        60        70        80                    
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV                    
                                                                    
gi|549 AKYPVGQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 68.9  bits: 19.6 E():   73 
Smith-Waterman score: 45; 23.5% identity (58.8% similar) in 51 aa overlap (27-74:265-315) 
 
                   10        20        30        40        50       
AAD-12     LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG-RPSL 
                                     : .. :..:..  . ::.: .     . :  
gi|144 AVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGGVMTPLIKRNTTIPTKKSE 
          240       250       260       270       280       290     
 
          60          70        80                                  
AAD-12 LIGRHAHAIPG--MDAAESERFLEGLV                                  
        .. ..   ::  ... :.::                                        
gi|144 TFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAPRGVPQIEVTFDLDANGIM 
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          300       310       320       330       340       350     
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.8  bits: 18.3 E():   73 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (10-35:81-105) 
 
                                    10        20        30          
AAD-12                      LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|115 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
               60        70        80         90       100          
 
      40        50        60        70        80                    
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV                    
                                                                    
gi|115 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
     110       120       130       140       150       160          
 
>>gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos tauru  (172 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.6  bits: 18.0 E():   75 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (2-23:49-70) 
 
                                            10        20        30  
AAD-12                              LVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
       20        30        40        50        60        70         
 
              40        50        60        70        80            
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV            
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
       80        90       100       110       120       130         
 
>>gi|22135348|gb|AAM93157.1| trypsin inhibitor [Arachis   (219 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 41; 33.3% identity (56.7% similar) in 30 aa overlap (1-30:75-104) 
 
                                             10        20        30 
AAD-12                               LVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     :: .:.: .   ::..      : : .:.: 
gi|221 DNRIESEGGYIETWNPNNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFG 
           50        60        70        80        90       100     
 
               40        50        60        70        80           
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV           
                                                                    
gi|221 LIFPGCPSTYEEPAQQGRRHQSQRPPRRFQGQDQSQQQQDSHQKVHRFDEGDLIAVPTGV 
          110       120       130       140       150       160     
 
>>gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} [De  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 68.2  bits: 14.9 E():   78 
Smith-Waterman score: 30; 45.5% identity (72.7% similar) in 11 aa overlap (63-73:1-11) 
 
             40        50        60        70        80   
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV   
                                     :. :.::  .:          
gi|404                               AVGGQDADLAEAPFQISLLK 
                                             10        20 
 
>>gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Thauma  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 68.2  bits: 14.9 E():   78 
Smith-Waterman score: 30; 66.7% identity (83.3% similar) in 6 aa overlap (61-66:15-20) 
 
               40        50        60        70        80 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                     : :.::               
gi|680                 ATFNFINNCPFTVWAAAVPG               
                               10        20               
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
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 initn:  39 init1:  39 opt:  41  Z-score: 68.2  bits: 18.3 E():   79 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (10-35:99-123) 
 
                                    10        20        30          
AAD-12                      LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|162 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
      40        50        60        70        80                    
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV                    
                                                                    
gi|162 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.2  bits: 18.3 E():   79 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (10-35:99-123) 
 
                                    10        20        30          
AAD-12                      LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|856 KEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
      40        50        60        70        80                    
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV                    
                                                                    
gi|856 AKYQVGQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia mutic  (284 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 68.1  bits: 18.7 E():   79 
Smith-Waterman score: 42; 36.8% identity (73.7% similar) in 19 aa overlap (59-77:63-80) 
 
       30        40        50        60        70        80         
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV         
                                     .:: ..  ..::: .:. :            
gi|219 EDSKAKIEEDLTSLQKKYTNLENEFDQVNEKHADSVAKLEAAE-KRLTETEDEIKGYTRK 
             40        50        60        70         80        90  
 
gi|219 IQLLEDDLERTQTKLDEATGKLEEATKSADESERGRKVLESRSLADDDRIDGLEKQVKDA 
             100       110       120       130       140       150  
 
>>gi|289064179|gb|ADC80503.1| non-specific lipid transfe  (118 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.1  bits: 17.4 E():   80 
Smith-Waterman score: 38; 66.7% identity (88.9% similar) in 9 aa overlap (61-69:81-89) 
 
               40        50        60        70        80           
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV           
                                     : ::::..:                      
gi|289 ASCCSGVRSLNAAAKTTPDRQAVCNCLKSAAGAIPGFNANNAGILPGKCGVSIPYKISTS 
               60        70        80        90       100       110 
 
gi|289 TNCATIKF 
                
 
>>gi|21755|emb|CAA25593.1| unnamed protein product [Trit  (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.1  bits: 18.7 E():   80 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (14-60:71-117) 
 
                                10        20        30        40    
AAD-12                  LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|217 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
            50        60        70        80                        
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV                        
        . .:. ..:.  :...                                            
gi|217 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
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              110       120       130       140       150       160 
 
>>gi|170720|gb|AAA34280.1| alpha/beta-gliadin precursor   (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.1  bits: 18.7 E():   80 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (14-60:71-117) 
 
                                10        20        30        40    
AAD-12                  LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
            50        60        70        80                        
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV                        
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|21761|emb|CAA26384.1| unnamed protein product [Trit  (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.1  bits: 18.7 E():   80 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (14-60:71-117) 
 
                                10        20        30        40    
AAD-12                  LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|217 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQQFRPQQPY 
               50        60        70        80        90       100 
 
            50        60        70        80                        
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV                        
        . .:. ..:.  :...                                            
gi|217 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.1  bits: 17.4 E():   80 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (9-26:33-50) 
 
                                     10        20        30         
AAD-12                       LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     :.:.: : .: ....  :             
gi|160 QEHKPKKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELD 
             10        20        30        40        50        60   
 
       40        50        60        70        80                
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV                
                                                                 
gi|160 VVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQTQ 
             70        80        90       100       110          
 
>>gi|21757|emb|CAA26383.1| unnamed protein product [Trit  (296 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.8  bits: 18.7 E():   83 
Smith-Waterman score: 42; 25.6% identity (59.0% similar) in 39 aa overlap (1-39:209-246) 
 
                                             10        20        30 
AAD-12                               LVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     ..::.. :..   :: .: . ::   .  : 
gi|217 QPLQQLCCQQLWQIPEQSRCQAIHNVVHAIILHQQQ-RQQQPSSQVSLQQPQQQYPSGQG 
      180       190       200       210        220       230        
 
               40        50        60        70        80          
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV          
       . . .  .:                                                   
gi|217 FFQPSQQNPQAQGSVQPQQLPQFEEIRNLALQTLPRMCNVYIPPYCSTTIAPFGIFGTN 
       240       250       260       270       280       290       
 
>>gi|253683676|gb|ACT33296.1| putative tabinhibitin 9 [T  (252 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 18.3 E():   88 
Smith-Waterman score: 41; 42.9% identity (71.4% similar) in 14 aa overlap (10-23:139-152) 
 
                                    10        20        30          
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AAD-12                      LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     ::. .  : ::.:.                 
gi|253 EAYKCRHTLRFWTPGQLNFEFYADKMPFTMSLISTAIKRGHMQKHNITRDIVEKYQPVGP 
      110       120       130       140       150       160         
 
      40        50        60        70        80                    
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV                    
                                                                    
gi|253 KGNVKELALAIFDRVTAVGCGLTTWKLGGKARAFFTCNFFSENDYNRPVYKTGNSPGEKC 
      170       180       190       200       210       220         
 
>>gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea sati  (316 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.3  bits: 18.7 E():   89 
Smith-Waterman score: 42; 31.2% identity (53.1% similar) in 32 aa overlap (17-48:191-220) 
 
                             10        20        30        40       
AAD-12               LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     .: :  . :.:  . : :   .:   :: . 
gi|135 FVMENNKQTYCTSKSWPCVFGKQYYGRGPIQLTHNYNYGQAGKAIGADLINNP--DLVAT 
              170       180       190       200       210           
 
         50        60        70        80                           
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV                           
       .:                                                           
gi|135 NPTISFKTAIWFWMTPQANKPSSHDVIIGNWRPSAADTSAGRVPSYGVITNIINGGLECG 
      220       230       240       250       260       270         
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.3  bits: 18.0 E():   89 
Smith-Waterman score: 40; 30.8% identity (69.2% similar) in 26 aa overlap (10-35:76-100) 
 
                                    10        20        30          
AAD-12                      LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:... :. .    :: ::     
gi|740 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
      40        50        60        70        80                    
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV                    
                                                                    
gi|740 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.3  bits: 18.0 E():   89 
Smith-Waterman score: 40; 34.5% identity (51.7% similar) in 29 aa overlap (25-53:139-165) 
 
                     10        20        30        40        50     
AAD-12       LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS 
                                     :  :.  :. :. . :  : .::   : :  
gi|116 KYAGVFVSTGTLGGGQETTAITSMSTLVDHGFIYVPLGYKTAFSMLANLDEVH--GGSPW 
      110       120       130       140       150       160         
 
           60        70        80             
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLV             
                                              
gi|116 GAGTFSAGDGSRQPSELELNIAQAQGKAFYEAVAKAHQ 
        170       180       190       200     
 
>>gi|159793197|gb|ABW98943.1| alpha S1 casein [Bos tauru  (205 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 18.0 E():   89 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (2-23:82-103) 
 
                                            10        20        30  
AAD-12                              LVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
              60        70        80        90       100       110  
 
              40        50        60        70        80            
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV            
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gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
             120       130       140       150       160       170  
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.2  bits: 19.3 E():   89 
Smith-Waterman score: 44; 30.0% identity (60.0% similar) in 30 aa overlap (8-37:322-351) 
 
                                      10        20        30        
AAD-12                        LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                     ::..  ..:   .  ::::.  . ..:  : 
gi|186 GKDKHCQRPRGSQSKSRRNGIDETICTMRLRHNIGQTSSPDIYNPQAGSVTTATSLDFPA 
             300       310       320       330       340       350  
 
        40        50        60        70        80                  
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV                  
                                                                    
gi|186 LSWLRLSAGFGSLRKNAMFVPHYNLNANSIIYALNGRALIQVVNCNGERVFDGELQEGRV 
             360       370       380       390       400       410  
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.2  bits: 19.3 E():   89 
Smith-Waterman score: 44; 30.0% identity (60.0% similar) in 30 aa overlap (8-37:322-351) 
 
                                      10        20        30        
AAD-12                        LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                     ::..  ..:   .  ::::.  . ..:  : 
gi|186 GKDKHCQRPRGSQSKSRRNGIDETICTMRLRHNIGQTSSPDIYNPQAGSVTTATSLDFPA 
             300       310       320       330       340       350  
 
        40        50        60        70        80                  
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV                  
                                                                    
gi|186 LSWLRLSAEFGSLRKNAMFVPHYNLNANSIIYALNGRALIQVVNCNGERVFDGELQEGRV 
             360       370       380       390       400       410  
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.1  bits: 17.4 E():   91 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (9-26:48-65) 
 
                                     10        20        30         
AAD-12                       LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     :.:.: : .: ....  :             
gi|111 QEHKPEKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELD 
        20        30        40        50        60        70        
 
       40        50        60        70        80                
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV                
                                                                 
gi|111 VVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQTQ 
        80        90       100       110       120       130     
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.1  bits: 17.4 E():   91 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (9-26:48-65) 
 
                                     10        20        30         
AAD-12                       LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     :.:.: : .: ....  :             
gi|420 QEHKPKKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELD 
        20        30        40        50        60        70        
 
       40        50        60        70        80                
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV                
                                                                 
gi|420 VVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQTQ 
        80        90       100       110       120       130     
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.1  bits: 17.4 E():   91 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (9-26:48-65) 
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                                     10        20        30         
AAD-12                       LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     :.:.: : .: ....  :             
gi|111 QGHKPKKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELD 
        20        30        40        50        60        70        
 
       40        50        60        70        80                
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV                
                                                                 
gi|111 VVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQTQ 
        80        90       100       110       120       130     
 
>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 19.0 E():   91 
Smith-Waterman score: 43; 35.0% identity (65.0% similar) in 20 aa overlap (18-37:133-152) 
 
                            10        20        30        40        
AAD-12              LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :: ... :.    : .::.:           
gi|129 IRKNEDVAYVEEDQIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVD 
            110       120       130       140       150       160   
 
        50        60        70        80                            
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLV                            
                                                                    
gi|129 SGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASILSVKVFQG 
            170       180       190       200       210       220   
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 19.0 E():   91 
Smith-Waterman score: 43; 35.0% identity (65.0% similar) in 20 aa overlap (18-37:133-152) 
 
                            10        20        30        40        
AAD-12              LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :: ... :.    : .::.:           
gi|746 IRKNEDVAYVEEDQIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVD 
            110       120       130       140       150       160   
 
        50        60        70        80                            
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLV                            
                                                                    
gi|746 SGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASILSVKVFQG 
            170       180       190       200       210       220   
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.1  bits: 19.0 E():   91 
Smith-Waterman score: 43; 35.5% identity (54.8% similar) in 31 aa overlap (35-65:3-32) 
 
           10        20        30        40        50        60     
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                                     : : :.  :. .   .:   :  : ::..: 
gi|238                             FITKAIPIV-LAALSAVNGAKILEAGPHAETI 
                                            10        20        30  
 
           70        80                                             
AAD-12 PGMDAAESERFLEGLV                                             
       :                                                            
gi|238 PNKYIVVMKKDVSDEAFSTHTTWLSQNLNRRLMRRSGSSKAMAGMQNKYSLGGIFRAYSG 
              40        50        60        70        80        90  
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 18.0 E():   92 
Smith-Waterman score: 40; 38.5% identity (42.3% similar) in 26 aa overlap (30-55:60-85) 
 
                10        20        30        40        50          
AAD-12  LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     :  :  :  :  : ::.   :  : :     
gi|613 CLEYSNVGFTDAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIA 
      30        40        50        60        70        80          
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      60        70        80                                        
AAD-12 HAHAIPGMDAAESERFLEGLV                                        
                                                                    
gi|613 QRWANQCTFEHDACRNVERFAVGQNIAATSSSGKNKSTLSDMILLWYNEVKDFDNRWISS 
      90       100       110       120       130       140          
 
>>gi|162794|gb|AAA30429.1| alpha-S1-casein [Bos taurus]   (214 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 18.0 E():   93 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (2-23:91-112) 
 
                                            10        20        30  
AAD-12                              LVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
               70        80        90       100       110       120 
 
              40        50        60        70        80            
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV            
                                                                    
gi|162 VPQLEIVPNSAEERLHSMKEGIDAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
              130       140       150       160       170       180 
 
>>gi|162792|gb|AAA30428.1| alpha-s1-casein precursor [Bo  (214 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 18.0 E():   93 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (2-23:91-112) 
 
                                            10        20        30  
AAD-12                              LVHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
               70        80        90       100       110       120 
 
              40        50        60        70        80            
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV            
                                                                    
gi|162 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
              130       140       150       160       170       180 
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.9  bits: 18.3 E():   93 
Smith-Waterman score: 41; 37.5% identity (81.2% similar) in 16 aa overlap (64-79:1-16) 
 
            40        50        60        70        80              
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV              
                                     .::..:.. : .:. :               
gi|857                               MPGQQATKHESLLDQLSLKGKVVVVTGASG 
                                             10        20        30 
 
gi|857 PKGMGIEAARGCAEMGAAVAITYASRAQGAEENVKELEKTYGIKAKAYKCQVDSYESCEK 
               40        50        60        70        80        90 
 
>>gi|2735110|gb|AAD13651.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.9  bits: 18.3 E():   93 
Smith-Waterman score: 41; 31.8% identity (59.1% similar) in 22 aa overlap (1-22:127-148) 
 
                                             10        20        30 
AAD-12                               LVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     : :.:  :: ..  .:   :..         
gi|273 KMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKD 
        100       110       120       130       140       150       
 
               40        50        60        70        80           
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV           
                                                                    
gi|273 ELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCREILKHVVGEEKAAELKN 
        160       170       180       190       200       210       
 
>>gi|2735112|gb|AAD13652.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.9  bits: 18.3 E():   93 
Smith-Waterman score: 41; 31.8% identity (59.1% similar) in 22 aa overlap (1-22:127-148) 
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                                             10        20        30 
AAD-12                               LVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     : :.:  :: ..  .:   :..         
gi|273 KMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKD 
        100       110       120       130       140       150       
 
               40        50        60        70        80           
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV           
                                                                    
gi|273 ELLKMKKDGKTKKELEAKILHYYDELEGDAKKEATEQLKGGCREILKHVVGEEKAAELKN 
        160       170       180       190       200       210       
 
>>gi|2735108|gb|AAD13650.1| ABA-1 allergen [Ascaris lumb  (267 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.9  bits: 18.3 E():   93 
Smith-Waterman score: 41; 31.8% identity (59.1% similar) in 22 aa overlap (1-22:127-148) 
 
                                             10        20        30 
AAD-12                               LVHQRSARHSLVYSQSKLGHVQQAGSAYIG 
                                     : :.:  :: ..  .:   :..         
gi|273 KMLSEVTDEKQKEKVHEYGPACKKIFGATTLQHHRRRRHHFTLESSLDTHLKWLSQEQKD 
        100       110       120       130       140       150       
 
               40        50        60        70        80           
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV           
                                                                    
gi|273 ELLKMKKDGKAKKELEAKILHYYDELEGDAKKEATEHLKGGCPEILKHVVGEEKAAELKN 
        160       170       180       190       200       210       
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.8  bits: 17.1 E():   93 
Smith-Waterman score: 37; 41.2% identity (58.8% similar) in 17 aa overlap (58-74:82-98) 
 
        30        40        50        60        70        80        
AAD-12 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV        
                                     :  :.: :  . :: :.              
gi|215 NELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMGFGLFD 
              60        70        80        90       100       110  
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.7 E():   97 
Smith-Waterman score: 39; 35.3% identity (70.6% similar) in 17 aa overlap (28-44:118-134) 
 
                  10        20        30        40        50        
AAD-12    LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI 
                                     :. . :...: : . ::              
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
        60        70        80         
AAD-12 GRHAHAIPGMDAAESERFLEGLV         
                                       
gi|195 ALEKFDKALKALPMHIRLSFNPTQLEEQCHI 
       150       160       170         
 
>>gi|190684057|gb|ACE82289.1| glutathione transferase [T  (222 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 66.6  bits: 18.0 E():   97 
Smith-Waterman score: 40; 32.4% identity (59.5% similar) in 37 aa overlap (37-69:50-86) 
 
         10        20        30        40        50           60    
AAD-12 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP---SLLIGRHAH- 
                                     :.:..  . :  . :::   ::.: .. .  
gi|190 RVRIALAEKGLPYEYAEEDLMAGKSDRLLRANPVHKKIPVLLHDGRPVNESLIILQYLED 
      20        30        40        50        60        70          
 
             70        80                                           
AAD-12 AIPGMDAAESERFLEGLV                                           
       :.:   :                                                      
gi|190 AFPDAPALLPSDPYARAQARFWADYVDKKVYDCGSRLWKLKGEPQAQARAEMLDILKTLD 
      80        90       100       110       120       130          
 
>>gi|29839419|sp|Q9XFM4.1|13S3_FAGES RecName: Full=13S g  (538 aa) 
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 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 19.3 E():   97 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (4-19:393-408) 
 
                                          10        20        30    
AAD-12                            LVHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|298 NRPSRADVFNPRAGRINTVDSNNLPILEFIQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
            370       380       390       400       410       420   
 
            40        50        60        70        80              
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV              
                                                                    
gi|298 RGEGRVQVVGDEGRSVFDDNVQRGQILVVPQGFAVVLKAGREGLEWVELKNDDNAITSPI 
            430       440       450       460       470       480   
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.4  bits: 19.0 E():   99 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (67-79:246-258) 
 
         40        50        60        70        80                 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV                 
                                     ::.: :: . .::                  
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
 
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:56 2011 done: Fri Jan 21 00:02:56 2011 
 Total Scan time:  0.060 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 156  - 235 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     0     8:  * 
  34     8    22:===    * 
  36    40    44:==============* 
  38    57    73:===================     * 
  40    67   102:=======================          * 
  42   117   125:=======================================  * 
  44   147   138:=============================================*=== 
  46   136   140:==============================================* 
  48   103   134:===================================         * 
  50   111   122:=====================================   * 
  52   119   108:===================================*==== 
  54    98    92:==============================*== 
  56   113    77:=========================*============ 
  58    75    63:====================*==== 
  60    57    51:================*== 
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  62    44    41:=============*= 
  64    25    33:========= * 
  66    40    26:========*===== 
  68    30    20:======*=== 
  70    20    16:=====*= 
  72    15    12:===*= 
  74     9    10:===* 
  76    20     8:==*==== 
  78    12     6:=*== 
  80     6     5:=* 
  82     6     3:*= 
  84     7     3:*== 
  86     2     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     1     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     1     0:=         *= 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.1408 0.003; mu= 8.4458 0.155 
 mean_var=31.7691 7.606, 0's: 2 Z-trim: 3  B-trim: 71 in 1/43 
 Lambda= 0.227547 
 Kolmogorov-Smirnov  statistic: 0.0832 (N=27) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   67 26.9    0.38 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   56 23.2     1.9 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   54 22.5     2.4 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   59 24.3     2.8 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   56 23.3       4 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   56 23.3     7.5 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   56 23.3     7.6 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 23.3     9.3 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 23.3     9.4 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 18.8     9.9 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   47 20.2      11 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   52 22.0      12 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   52 22.0      12 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   51 21.6      12 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   51 21.6      12 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   48 20.6      13 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 21.3      13 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   50 21.3      13 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   50 21.3      14 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   52 22.0      15 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   52 22.0      15 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   52 22.0      15 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   52 22.0      15 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   49 20.9      17 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 23.4      18 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   51 21.6      19 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   50 21.3      19 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   49 21.0      19 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 21.0      20 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.6      20 
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gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.6      20 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.6      20 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   50 21.3      20 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 16.4      20 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   48 20.6      21 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   47 20.3      21 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 21.0      23 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   50 21.3      23 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 21.7      25 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 19.2      25 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   49 21.0      26 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 18.9      27 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 20.3      27 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 20.3      27 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 20.3      27 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 20.3      27 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 20.3      27 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 20.3      27 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 20.3      27 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 20.3      27 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 20.3      27 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 20.3      27 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 20.3      27 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 20.3      27 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 20.3      27 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 20.3      27 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   41 18.2      30 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   43 18.9      31 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   48 20.6      32 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   43 18.9      33 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 19.3      36 
gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Veno ( 204)   44 19.3      38 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   44 19.3      38 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   44 19.3      38 
gi|56417506|gb|AAV90694.1| GE-rich salivary protei ( 266)   45 19.6      39 
gi|56417504|gb|AAV90693.1| 30 kDa salivary gland a ( 271)   45 19.6      40 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 20.0      40 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   45 19.6      41 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.9      42 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   45 19.6      42 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 20.3      45 
gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   42 18.6      46 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.6      46 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.6      46 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   42 18.6      46 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   47 20.3      47 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 19.3      47 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 17.9      49 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   43 18.9      50 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   46 20.0      50 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 19.3      51 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.6      52 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.6      52 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.3      56 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.7      56 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   41 18.3      57 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   41 18.3      57 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.4      58 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   42 18.6      60 
gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A ( 262)   43 19.0      60 
gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos t ( 129)   40 17.9      61 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 17.9      62 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   44 19.3      62 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   44 19.3      62 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.7      63 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   45 19.7      63 
gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   43 19.0      65 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   42 18.6      66 
gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A ( 291)   43 19.0      66 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 18.3      67 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   39 17.6      67 
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gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   39 17.6      67 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 18.3      67 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 18.3      67 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   40 17.9      67 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   42 18.6      67 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   40 17.9      68 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   40 17.9      68 
gi|21673|emb|CAA35238.1| unnamed protein product [ ( 307)   43 19.0      69 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 18.3      70 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   43 19.0      70 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 14.8      70 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   45 19.7      70 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   41 18.3      73 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 15.8      73 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   41 18.3      74 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   41 18.3      74 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   41 18.3      74 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   41 18.3      76 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.2      77 
gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos t ( 172)   40 17.9      79 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.2      80 
gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia m ( 284)   42 18.6      81 
gi|21761|emb|CAA26384.1| unnamed protein product [ ( 286)   42 18.6      81 
gi|21755|emb|CAA25593.1| unnamed protein product [ ( 286)   42 18.6      81 
gi|170720|gb|AAA34280.1| alpha/beta-gliadin precur ( 286)   42 18.6      81 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   41 18.3      82 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   41 18.3      82 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.2      82 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   44 19.3      86 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   44 19.3      86 
gi|289064179|gb|ADC80503.1| non-specific lipid tra ( 118)   38 17.3      87 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   38 17.3      88 
gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea  ( 316)   42 18.6      89 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   43 19.0      89 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   43 19.0      89 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   43 19.0      89 
gi|253683676|gb|ACT33296.1| putative tabinhibitin  ( 252)   41 18.3      90 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 14.5      92 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   40 18.0      93 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   40 18.0      93 
gi|29839419|sp|Q9XFM4.1|13S3_FAGES RecName: Full=1 ( 538)   44 19.4      93 
gi|159793197|gb|ABW98943.1| alpha S1 casein [Bos t ( 205)   40 18.0      93 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   41 18.3      95 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   40 18.0      96 
gi|18641|emb|CAA37044.1| glycinin [Glycine max]    ( 562)   44 19.4      97 
gi|162792|gb|AAA30428.1| alpha-s1-casein precursor ( 214)   40 18.0      97 
gi|162794|gb|AAA30429.1| alpha-S1-casein [Bos taur ( 214)   40 18.0      97 
gi|806556|emb|CAA60533.1| A5A4B3 subunit [Glycine  ( 563)   44 19.4      97 
gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=1 ( 565)   44 19.4      97 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   38 17.3      98 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   38 17.3      98 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   38 17.3      98 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  65 init1:  65 opt:  67  Z-score: 109.9  bits: 26.9 E(): 0.38 
Smith-Waterman score: 67; 22.4% identity (52.2% similar) in 67 aa overlap (2-65:327-393) 
 
                                            10        20        30  
AAD-12                              VHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     : ..: .:. ..      : . :. ... : 
gi|113 IGGSASPTILSQGNRFCAPDERSKKNVLGRHGEAAAESMKWNWRTNKDVLENGAIFVASG 
        300       310       320       330       340       350       
 
              40        50        60           70        80 
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAI---PGMDAAESERFLEGLVD 
       .: . :: .    .  : :. .: .   : ..   ::                
gi|113 VDPVLTPEQSAGMIPAEPGESALSLTSSAGVLSCQPGAPC             
        360       370       380       390                   
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  49 init1:  49 opt:  56  Z-score: 97.5  bits: 23.2 E():  1.9 
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Smith-Waterman score: 56; 41.0% identity (61.5% similar) in 39 aa overlap (46-80:79-116) 
 
          20        30        40        50          60          70  
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHA--HAIPGMDAAES 
                                     .::. ::.:  ::   :  :   :.. :.  
gi|121 DLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPEN-RPALKTLIDGLASSHKARGIEKAQF 
       50        60        70        80         90       100        
 
              80                                    
AAD-12 ERFLEGLVD                                    
       :.:  .:::                                    
gi|121 EEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
       110       120       130       140       150  
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 95.6  bits: 22.5 E():  2.4 
Smith-Waterman score: 54; 33.3% identity (66.7% similar) in 36 aa overlap (3-34:42-77) 
 
                                               10        20         
AAD-12                             VHQRSARHS----LVYSQSKLGHVQQAGSAYI 
                                     : :..::    :.... .. :::.:.. :  
gi|527 QKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAAQQYG 
              20        30        40        50        60        70  
 
       30        40        50        60        70        80 
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 
         .: :                                               
gi|527 ITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA   
              80        90       100       110       120    
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  59  Z-score: 94.6  bits: 24.3 E():  2.8 
Smith-Waterman score: 59; 35.6% identity (60.0% similar) in 45 aa overlap (3-40:198-242) 
 
                                           10              20       
AAD-12                             VHQRSARHSLVYSQSKL------GHVQQAGSA 
                                     ::. :..:  .:. :      :  ..: .  
gi|303 LVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALAD 
       170       180       190       200       210       220        
 
         30         40        50        60        70        80      
AAD-12 YIGYGMDT-TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD      
        .:.:::: ::  .:                                              
gi|303 VLGFGMDTETARKVRGEDDQRGHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICS 
       230       240       250       260       270       280        
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 91.6  bits: 23.3 E():    4 
Smith-Waterman score: 56; 29.6% identity (53.7% similar) in 54 aa overlap (25-76:25-73) 
 
               10        20        30        40         50          
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET-GRPSLLIGRH 
                               .:  ::.  : :::  : . . : : . :.       
gi|249 MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPAT----- 
               10        20        30        40        50           
 
      60         70        80                                       
AAD-12 AHAIP-GMDAAESERFLEGLVD                                       
         :.: :  ..: ....:                                           
gi|249 PAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGLA 
          60        70        80        90       100       110      
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  56  Z-score: 86.8  bits: 23.3 E():  7.5 
Smith-Waterman score: 56; 27.8% identity (63.9% similar) in 36 aa overlap (3-38:539-574) 
 
                                           10        20        30   
AAD-12                             VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.:.. .   . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYP 
      510       520       530       540       550       560         
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             40        50        60        70        80             
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD             
        ..  :                                                       
gi|217 TSVQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQP 
      570       580       590       600       610       620         
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 86.7  bits: 23.3 E():  7.6 
Smith-Waterman score: 56; 25.0% identity (63.9% similar) in 36 aa overlap (3-38:551-586) 
 
                                           10        20        30   
AAD-12                             VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.... . . . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYP 
              530       540       550       560       570       580 
 
             40        50        60        70        80             
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD             
        .   :                                                       
gi|217 TSLQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQP 
              590       600       610       620       630       640 
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 85.1  bits: 23.3 E():  9.3 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (13-30:283-300) 
 
                                 10        20        30        40   
AAD-12                   VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
             50        60        70        80                       
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD                       
                                                                    
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 85.0  bits: 23.3 E():  9.4 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (13-30:289-306) 
 
                                 10        20        30        40   
AAD-12                   VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
 
             50        60        70        80                       
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD                       
                                                                    
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 84.6  bits: 18.8 E():  9.9 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (18-38:5-25) 
 
               10        20        30        40        50        60 
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                        :.:..: :. .::  .  :.:                       
gi|462              AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKNLNSA          
                            10        20        30                  
 
               70        80 
AAD-12 HAIPGMDAAESERFLEGLVD 
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 83.9  bits: 20.2 E():   11 
Smith-Waterman score: 47; 27.5% identity (50.0% similar) in 40 aa overlap (31-70:19-58) 
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               10        20        30        40        50        60 
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :.: ::  :. :.:.        .     : 
gi|135             MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFA 
                           10        20        30        40         
 
               70        80                                         
AAD-12 HAIPGMDAAESERFLEGLVD                                         
       .:. : :. .                                                   
gi|135 KALEGKDVKDLLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGL 
       50        60        70        80        90       100         
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 83.3  bits: 22.0 E():   12 
Smith-Waterman score: 52; 18.4% identity (55.1% similar) in 49 aa overlap (6-54:332-380) 
 
                                        10        20        30      
AAD-12                          VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                     : .:....  .   . . :. ..  : : . 
gi|113 SAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPV 
             310       320       330       340       350       360  
 
          40        50        60        70        80 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 
        ::..    .  : :. ..                           
gi|113 LTPVQSAGMIPAEPGEAAIKLTSSAGVFSCHPGAPC          
             370       380       390                 
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 83.3  bits: 22.0 E():   12 
Smith-Waterman score: 52; 18.4% identity (55.1% similar) in 49 aa overlap (6-54:332-380) 
 
                                        10        20        30      
AAD-12                          VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                     : .:....  .   . . :. ..  : : . 
gi|166 SAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPV 
             310       320       330       340       350       360  
 
          40        50        60        70        80 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 
        ::..    .  : :. ..                           
gi|166 LTPVQSAGMIPAEPGEAAIKLTSSAGVFSCRPGAPC          
             370       380       390                 
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 83.3  bits: 21.6 E():   12 
Smith-Waterman score: 51; 27.3% identity (51.9% similar) in 77 aa overlap (1-76:3-68) 
 
                 10        20        30        40        50         
AAD-12   VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
         ::: ..  .:  . . ..    . .: .:::    :::  : .   : :  :.      
gi|398 MAVHQYTV--ALFLAVALVAGPAASYAADLGYG---PATPAAPAAGYTPAT--PA----A 
                 10        20        30           40                
 
       60         70        80                                      
AAD-12 HAHAIP-GMDAAESERFLEGLVD                                      
        :.: : :  ..: ....:                                          
gi|398 PAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGAASNKAFAEGL 
      50        60        70        80        90       100          
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 83.3  bits: 21.6 E():   12 
Smith-Waterman score: 51; 36.1% identity (55.6% similar) in 36 aa overlap (23-53:21-56) 
 
               10        20          30           40        50      
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGS--AYIGYGMDTTATP---LRPLVKVHPETGRPSLL 
                             :::  : .:::  : :.:     : . . :  ..:.   
gi|330   MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAPAGAEPAGK 
                 10        20        30        40        50         
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          60        70        80                                    
AAD-12 IGRHAHAIPGMDAAESERFLEGLVD                                    
                                                                    
gi|330 ATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAE 
       60        70        80        90       100       110         
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.5  bits: 20.6 E():   13 
Smith-Waterman score: 48; 25.6% identity (53.5% similar) in 43 aa overlap (30-72:23-65) 
 
               10        20        30        40        50        60 
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                    ...:  ..::  :.:   :. .    .     
gi|344        MTGVKTHLQHELKRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDE 
                      10        20        30        40        50    
 
               70        80                                         
AAD-12 HAIPGMDAAESERFLEGLVD                                         
        :::. :  ..:                                                 
gi|344 VAIPNPDEFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISI 
            60        70        80        90       100       110    
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 82.2  bits: 21.3 E():   13 
Smith-Waterman score: 50; 32.1% identity (57.1% similar) in 28 aa overlap (26-53:1-28) 
 
               10        20        30        40        50        60 
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                : .:::  : :.:    . . :  ..:.        
gi|295                          ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEE 
                                        10        20        30      
 
               70        80                                         
AAD-12 HAIPGMDAAESERFLEGLVD                                         
                                                                    
gi|295 QKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKA 
          40        50        60        70        80        90      
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.2  bits: 21.3 E():   13 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (26-76:1-43) 
 
               10        20        30        40        50        60 
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                : .:::    :::  : .   : :  :.   :  : 
gi|109                          ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA 
                                           10        20          30 
 
               70        80                                         
AAD-12 HAIPGMDAAESERFLEGLVD                                         
           :  ..: ....:                                             
gi|109 ---AGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEP 
                  40        50        60        70        80        
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.2  bits: 21.3 E():   14 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (26-76:1-43) 
 
               10        20        30        40        50        60 
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                : .:::    :::  : .   : :  :.   :  : 
gi|239                          ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA 
                                           10        20          30 
 
               70        80                                         
AAD-12 HAIPGMDAAESERFLEGLVD                                         
           :  ..: ....:                                             
gi|239 ---AGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEP 
                  40        50        60        70        80        
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
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 initn:  52 init1:  52 opt:  52  Z-score: 81.5  bits: 22.0 E():   15 
Smith-Waterman score: 52; 33.3% identity (58.3% similar) in 24 aa overlap (2-25:388-411) 
 
                                            10        20        30  
AAD-12                              VHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:.    .::: . :       
gi|224 TANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVY 
       360       370       380       390       400       410        
 
              40        50        60        70        80            
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD            
                                                                    
gi|224 DEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVAN 
       420       430       440       450       460       470        
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.2  bits: 22.0 E():   15 
Smith-Waterman score: 52; 33.3% identity (58.3% similar) in 24 aa overlap (2-25:408-431) 
 
                                            10        20        30  
AAD-12                              VHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:.    .::: . :       
gi|571 NCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVY 
       380       390       400       410       420       430        
 
              40        50        60        70        80            
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD            
                                                                    
gi|571 DEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVAN 
       440       450       460       470       480       490        
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.2  bits: 22.0 E():   15 
Smith-Waterman score: 52; 33.3% identity (58.3% similar) in 24 aa overlap (2-25:408-431) 
 
                                            10        20        30  
AAD-12                              VHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:.    .::: . :       
gi|199 TANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVY 
       380       390       400       410       420       430        
 
              40        50        60        70        80            
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD            
                                                                    
gi|199 DEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVAN 
       440       450       460       470       480       490        
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.1  bits: 22.0 E():   15 
Smith-Waterman score: 52; 33.3% identity (58.3% similar) in 24 aa overlap (2-25:416-439) 
 
                                            10        20        30  
AAD-12                              VHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:.    .::: . :       
gi|213 NELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVF 
         390       400       410       420       430       440      
 
              40        50        60        70        80            
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD            
                                                                    
gi|213 DEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVAN 
         450       460       470       480       490       500      
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.4  bits: 20.9 E():   17 
Smith-Waterman score: 49; 21.9% identity (59.4% similar) in 32 aa overlap (4-35:179-210) 
 
                                          10        20        30    
AAD-12                            VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :.  .:.. .... :. ::      : :.. 
gi|219 MWQQSSCHVMQQQCCQQLSQIPEQSRYDAIRAITYSIILQEQQQGQSQQQQPQQSGQGVS 
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      150       160       170       180       190       200         
 
            40        50        60        70        80              
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD              
        .                                                           
gi|219 QSQQQSQQQLGQCSFQQPQQQLGQQPQQQQVQQGTFLQPHQIAHLEVMTSIALRTLPTMC 
      210       220       230       240       250       260         
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 79.9  bits: 23.4 E():   18 
Smith-Waterman score: 56; 29.3% identity (60.3% similar) in 58 aa overlap (7-64:227-279) 
 
                                       10        20        30       
AAD-12                         VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                     :: ::. ..:  :.. . . ..  . : .: 
gi|203 MRHYMHPMDSDLSCRMTLKDKVVTEVDCEERHVLVHRSNKPVHMSYV-KMMLKQNKDGVA 
        200       210       220       230       240        250      
 
         40        50        60        70        80                 
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD                 
       . : : ....:.  :: : .  : :  :                                 
gi|203 ADLGP-TNAQPK--RPYLSFD-HKHKNPTETDVVEVLKKLCSEITEPQASIETSFTFQKL 
         260          270        280       290       300       310  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  49 init1:  49 opt:  51  Z-score: 79.7  bits: 21.6 E():   19 
Smith-Waterman score: 51; 24.4% identity (50.0% similar) in 82 aa overlap (1-77:74-155) 
 
                                             10        20        30 
AAD-12                               VHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     : .:.: .   ::.. :    : ::.:.:  
gi|112 NRIESEGGYIETWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGL 
            50        60        70        80        90       100    
 
                   40        50        60        70         80      
AAD-12 ---GMDTT-ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES-ERFLEGLVD      
          :  .:   : .   . . .     . .:.   .   .:. .. .:: ::         
gi|112 IFPGCPSTYEEPAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTG 
           110       120       130       140       150       160    
 
gi|112 VAFWMYNDEDTDVVTVTLSDTSSIHNQLDQFPRRFYLAGNQEQEFLRYQQQQGSRPHYRQ 
           170       180       190       200       210       220    
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 79.5  bits: 21.3 E():   19 
Smith-Waterman score: 50; 38.2% identity (55.9% similar) in 34 aa overlap (31-64:2-34) 
 
               10        20        30        40        50        60 
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :. : : :.  :. .   .:   :  : :: 
gi|581                              MGFITKAIPIV-LAALSTVNGARILEAGPHA 
                                            10         20        30 
 
               70        80                                         
AAD-12 HAIPGMDAAESERFLEGLVD                                         
       .:::                                                         
gi|581 EAIPNKYIVVMKREVSDEAFNAHTTWLSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRA 
               40        50        60        70        80        90 
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 79.4  bits: 21.0 E():   19 
Smith-Waterman score: 49; 27.8% identity (57.4% similar) in 54 aa overlap (5-58:236-276) 
 
                                         10        20        30     
AAD-12                           VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT 
                                     :. ::....:..  . ::        :.:  
gi|170 WPQSDCQVMRQQCCQQLAQIPQQLQCAAIHSVVHSIIMQQQQQQQQQQ--------GIDI 
         210       220       230       240       250                
 
           40        50        60        70        80               
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD               
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           . :: . : ..:. ::. :.                                     
gi|170 ----FLPLSQ-HEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSI 
           260        270       280       290       300       310   
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.2  bits: 21.0 E():   20 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (23-39:200-216) 
 
                       10        20        30        40        50   
AAD-12         VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
             60        70        80                                 
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVD                                 
                                                                    
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.1  bits: 19.6 E():   20 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (28-45:24-41) 
 
               10        20        30        40        50        60 
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                  .:. . :.:  :.: ..:                
gi|121     MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSLSTF 
                   10        20        30        40        50       
 
               70        80                                         
AAD-12 HAIPGMDAAESERFLEGLVD                                         
                                                                    
gi|121 KNTEIKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTA 
         60        70        80        90       100       110       
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.1  bits: 19.6 E():   20 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (28-45:24-41) 
 
               10        20        30        40        50        60 
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                  .:. . :.:  :.: ..:                
gi|379     MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTF 
                   10        20        30        40        50       
 
               70        80                                         
AAD-12 HAIPGMDAAESERFLEGLVD                                         
                                                                    
gi|379 KNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTA 
         60        70        80        90       100       110       
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.1  bits: 19.6 E():   20 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (28-45:24-41) 
 
               10        20        30        40        50        60 
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                  .:. . :.:  :.: ..:                
gi|144     MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTF 
                   10        20        30        40        50       
 
               70        80                                         
AAD-12 HAIPGMDAAESERFLEGLVD                                         
                                                                    
gi|144 KNTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTA 
         60        70        80        90       100       110       
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 79.0  bits: 21.3 E():   20 
Smith-Waterman score: 50; 53.3% identity (73.3% similar) in 15 aa overlap (66-80:246-260) 
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          40        50        60        70        80                
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD                
                                     ::.: :: . .:: :                
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
 
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 79.0  bits: 16.4 E():   20 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (59-64:8-13) 
 
       30        40        50        60        70        80 
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 
                                     ::: .:                 
gi|131                        GPVGGVVHAHMMPLL               
                                      10                    
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.8  bits: 20.6 E():   21 
Smith-Waterman score: 48; 25.6% identity (56.4% similar) in 39 aa overlap (9-47:87-125) 
 
                                     10        20        30         
AAD-12                       VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     : : . ..  . :.:.:  . :: .  ..  
gi|144 DLAEAPFQISLLKDYLIMKRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSS 
         60        70        80        90       100       110       
 
       40        50        60        70        80                   
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD                   
           .::.:                                                    
gi|144 SYGDLKVKPIIQHESYEQDQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVDGDKVTIYG 
        120       130       140       150       160       170       
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 78.7  bits: 20.3 E():   21 
Smith-Waterman score: 47; 21.7% identity (52.2% similar) in 46 aa overlap (24-66:62-107) 
 
                      10        20        30        40           50 
AAD-12        VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE---TG 
                                     :..:.: . .. :     . . . .   .: 
gi|201 DATPVLDVAGKELDSRLSYRIISTFWGALGGDVYLGKSPNSDAPCANGIFRYNSDVGPSG 
              40        50        60        70        80        90  
 
               60        70        80                               
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVD                               
        :  .::  .:   :.                                             
gi|201 TPVRFIGSSSHFGQGIFENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTI 
             100       110       120       130       140       150  
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 78.1  bits: 21.0 E():   23 
Smith-Waterman score: 49; 24.5% identity (49.0% similar) in 49 aa overlap (20-65:341-389) 
 
                          10        20        30        40          
AAD-12            VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ..  :.: . :: .    .  :  
gi|113 ASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMIPAEP 
              320       330       340       350       360       370 
 
      50        60           70        80 
AAD-12 GRPSLLIGRHAHAI---PGMDAAESERFLEGLVD 
       :.  : .   : ..   ::                
gi|113 GEAVLRLTSSAGVLSCQPGAPC             
              380       390               
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 78.0  bits: 21.3 E():   23 
Smith-Waterman score: 50; 33.3% identity (54.2% similar) in 24 aa overlap (2-25:385-408) 
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                                            10        20        30  
AAD-12                              VHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:     .::: . :       
gi|370 TANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVY 
          360       370       380       390       400       410     
 
              40        50        60        70        80            
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD            
                                                                    
gi|370 DEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVAN 
          420       430       440       450       460       470     
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.3  bits: 21.7 E():   25 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (16-30:609-623) 
 
                              10        20        30        40      
AAD-12                VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
          50        60        70        80                          
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD                          
                                                                    
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.3  bits: 19.2 E():   25 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (28-48:25-45) 
 
               10        20        30        40        50        60 
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                  .:. . :.:  :.:  .:  :             
gi|990    MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSLSTF 
                  10        20        30        40        50        
 
               70        80                                         
AAD-12 HAIPGMDAAESERFLEGLVD                                         
                                                                    
gi|990 KNTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVVVTA 
        60        70        80        90       100       110        
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.0  bits: 21.0 E():   26 
Smith-Waterman score: 49; 33.3% identity (46.7% similar) in 30 aa overlap (29-58:90-119) 
 
                 10        20        30        40        50         
AAD-12   VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     : ::   . :  : .   :. :: .   :: 
gi|259 GVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGR 
      60        70        80        90       100       110          
 
       60        70        80                                       
AAD-12 HAHAIPGMDAAESERFLEGLVD                                       
                                                                    
gi|259 FQDRHQKIRRFRRGDIIAIPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLA 
     120       130       140       150       160       170          
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 76.8  bits: 18.9 E():   27 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (65-77:5-17) 
 
           40        50        60        70        80               
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD               
                                     :.:::: .  :.:                  
gi|208                           MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACG 
                                         10        20        30     
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gi|208 LAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAGDVDGD 
           40        50        60        70        80        90     
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.8  bits: 20.3 E():   27 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (26-53:1-31) 
 
               10        20        30           40        50        
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIG 
                                : .:::  : :.:     : . . :  ..:.     
gi|217                          ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKAT 
                                        10        20        30      
 
        60        70        80                                      
AAD-12 RHAHAIPGMDAAESERFLEGLVD                                      
                                                                    
gi|217 TEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESS 
          40        50        60        70        80        90      
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.8  bits: 20.3 E():   27 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (26-53:1-31) 
 
               10        20        30           40        50        
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIG 
                                : .:::  : :.:     : . . :  ..:.     
gi|217                          ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKAT 
                                        10        20        30      
 
        60        70        80                                      
AAD-12 RHAHAIPGMDAAESERFLEGLVD                                      
                                                                    
gi|217 TEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESS 
          40        50        60        70        80        90      
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.8  bits: 20.3 E():   27 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (26-53:1-31) 
 
               10        20        30           40        50        
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIG 
                                : .:::  : :.:     : . . :  ..:.     
gi|217                          ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKAT 
                                        10        20        30      
 
        60        70        80                                      
AAD-12 RHAHAIPGMDAAESERFLEGLVD                                      
                                                                    
gi|217 TEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESS 
          40        50        60        70        80        90      
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.8  bits: 20.3 E():   27 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (26-53:1-31) 
 
               10        20        30           40        50        
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIG 
                                : .:::  : :.:     : . . :  ..:.     
gi|217                          ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKAT 
                                        10        20        30      
 
        60        70        80                                      
AAD-12 RHAHAIPGMDAAESERFLEGLVD                                      
                                                                    
gi|217 TEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESS 
          40        50        60        70        80        90      
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.8  bits: 20.3 E():   27 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (26-53:1-31) 
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               10        20        30           40        50        
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIG 
                                : .:::  : :.:     : . . :  ..:.     
gi|217                          ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKAT 
                                        10        20        30      
 
        60        70        80                                      
AAD-12 RHAHAIPGMDAAESERFLEGLVD                                      
                                                                    
gi|217 TEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESS 
          40        50        60        70        80        90      
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.8  bits: 20.3 E():   27 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (26-53:1-31) 
 
               10        20        30           40        50        
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIG 
                                : .:::  : :.:     : . . :  ..:.     
gi|217                          ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKAT 
                                        10        20        30      
 
        60        70        80                                      
AAD-12 RHAHAIPGMDAAESERFLEGLVD                                      
                                                                    
gi|217 TEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESS 
          40        50        60        70        80        90      
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.8  bits: 20.3 E():   27 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (26-53:1-31) 
 
               10        20        30           40        50        
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIG 
                                : .:::  : :.:     : . . :  ..:.     
gi|217                          ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKAT 
                                        10        20        30      
 
        60        70        80                                      
AAD-12 RHAHAIPGMDAAESERFLEGLVD                                      
                                                                    
gi|217 TEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESS 
          40        50        60        70        80        90      
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.8  bits: 20.3 E():   27 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (26-53:1-31) 
 
               10        20        30           40        50        
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIG 
                                : .:::  : :.:     : . . :  ..:.     
gi|217                          ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKAT 
                                        10        20        30      
 
        60        70        80                                      
AAD-12 RHAHAIPGMDAAESERFLEGLVD                                      
                                                                    
gi|217 TEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESS 
          40        50        60        70        80        90      
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.8  bits: 20.3 E():   27 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (26-53:1-31) 
 
               10        20        30           40        50        
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIG 
                                : .:::  : :.:     : . . :  ..:.     
gi|217                          ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKAT 
                                        10        20        30      
 
        60        70        80                                      
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AAD-12 RHAHAIPGMDAAESERFLEGLVD                                      
                                                                    
gi|217 TEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESS 
          40        50        60        70        80        90      
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.8  bits: 20.3 E():   27 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (26-53:1-31) 
 
               10        20        30           40        50        
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIG 
                                : .:::  : :.:     : . . :  ..:.     
gi|217                          ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKAT 
                                        10        20        30      
 
        60        70        80                                      
AAD-12 RHAHAIPGMDAAESERFLEGLVD                                      
                                                                    
gi|217 TEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESS 
          40        50        60        70        80        90      
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.8  bits: 20.3 E():   27 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (26-53:1-31) 
 
               10        20        30           40        50        
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIG 
                                : .:::  : :.:     : . . :  ..:.     
gi|217                          ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKAT 
                                        10        20        30      
 
        60        70        80                                      
AAD-12 RHAHAIPGMDAAESERFLEGLVD                                      
                                                                    
gi|217 TEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESS 
          40        50        60        70        80        90      
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.8  bits: 20.3 E():   27 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (26-53:1-31) 
 
               10        20        30           40        50        
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIG 
                                : .:::  : :.:     : . . :  ..:.     
gi|217                          ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKAT 
                                        10        20        30      
 
        60        70        80                                      
AAD-12 RHAHAIPGMDAAESERFLEGLVD                                      
                                                                    
gi|217 TEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESS 
          40        50        60        70        80        90      
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.8  bits: 20.3 E():   27 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (26-53:1-31) 
 
               10        20        30           40        50        
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIG 
                                : .:::  : :.:     : . . :  ..:.     
gi|217                          ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKAT 
                                        10        20        30      
 
        60        70        80                                      
AAD-12 RHAHAIPGMDAAESERFLEGLVD                                      
                                                                    
gi|217 TEEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESS 
          40        50        60        70        80        90      
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.8  bits: 20.3 E():   27 
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Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (26-53:1-31) 
 
               10        20        30           40        50        
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIG 
                                : .:::  : :.:     : . . :  ..:.     
gi|217                          ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKAT 
                                        10        20        30      
 
        60        70        80                                      
AAD-12 RHAHAIPGMDAAESERFLEGLVD                                      
                                                                    
gi|217 TEEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESS 
          40        50        60        70        80        90      
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 75.9  bits: 18.2 E():   30 
Smith-Waterman score: 41; 31.8% identity (72.7% similar) in 22 aa overlap (1-22:37-58) 
 
                                             10        20        30 
AAD-12                               VHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.. ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYK 
         10        20        30        40        50        60       
 
               40        50        60        70        80 
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 
                                                          
gi|162 VPQLEIVPNS                                         
         70                                               
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 75.7  bits: 18.9 E():   31 
Smith-Waterman score: 43; 26.3% identity (57.9% similar) in 38 aa overlap (19-53:33-70) 
 
                           10        20        30           40      
AAD-12             VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVKV 
                                     ....:.::     .: :::   : : .. . 
gi|668 ASEAAAAAATPVAPTEGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPI 
             10        20        30        40        50        60   
 
          50        60        70        80                          
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD                          
         . .. :                                                     
gi|668 FADMAKKSPNVVFLKVDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKL 
             70        80        90       100       110       120   
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 75.3  bits: 20.6 E():   32 
Smith-Waterman score: 48; 33.3% identity (59.5% similar) in 42 aa overlap (37-73:46-85) 
 
         10        20        30        40           50          60  
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL---VKVHPETGRPSLL--IGRHAH 
                                     :::::    ...: ....:  :  .: .   
gi|253 IEEPEMIAPTPPGQFPHQQPISSPNRTSRNTPLRPESTEIETHHHANHPPALPVLGMQL- 
          20        30        40        50        60        70      
 
              70        80                                          
AAD-12 AIPGMDAAESERFLEGLVD                                          
        .::  . :: :                                                 
gi|253 PVPGT-VPESSRAQSRASLNLDIDLDLHAPSHPSHLSHGAPHEQEHAHEIQRHRAHSAQS 
            80        90       100       110       120       130    
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.1  bits: 18.9 E():   33 
Smith-Waterman score: 43; 29.6% identity (66.7% similar) in 27 aa overlap (25-51:9-35) 
 
               10        20        30        40        50        60 
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                               ::.    . ..:.  : .:.:. ..::          
gi|244                 MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQSCQRQFE 
                               10        20        30        40     
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               70        80                                         
AAD-12 HAIPGMDAAESERFLEGLVD                                         
                                                                    
gi|244 EQQRFRNCQRYVKQEVQRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQ 
           50        60        70        80        90       100     
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.5  bits: 19.3 E():   36 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (3-18:46-61) 
 
                                           10        20        30   
AAD-12                             VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
             40        50        60        70        80             
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD             
                                                                    
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.0  bits: 19.3 E():   38 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (9-34:76-100) 
 
                                     10        20        30         
AAD-12                       VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
       40        50        60        70        80                   
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD                   
                                                                    
gi|549 AKYQVGQNVALTGSTAAVYNDPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.0  bits: 19.3 E():   38 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (9-34:76-100) 
 
                                     10        20        30         
AAD-12                       VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
       40        50        60        70        80                   
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD                   
                                                                    
gi|549 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 73.9  bits: 19.3 E():   38 
Smith-Waterman score: 44; 29.6% identity (77.8% similar) in 27 aa overlap (8-34:77-102) 
 
                                      10        20        30        
AAD-12                        VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::... .:... :. ..  .:: ::    
gi|549 LKVHNDFRQKVAKGLETRGNPGPQPPAKNMNNLVWND-ELANIAQVWASQCNYGHDTCKD 
         50        60        70        80         90       100      
 
        40        50        60        70        80                  
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD                  
                                                                    
gi|549 TEKYPVGQNIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWA 
         110       120       130       140       150       160      
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>>gi|56417506|gb|AAV90694.1| GE-rich salivary protein 30  (266 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.8  bits: 19.6 E():   39 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (3-33:183-213) 
 
                                           10        20        30   
AAD-12                             VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
            160       170       180       190       200       210   
 
             40        50        60        70        80       
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD       
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
            220       230       240       250       260       
 
>>gi|56417504|gb|AAV90693.1| 30 kDa salivary gland aller  (271 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 73.7  bits: 19.6 E():   40 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (3-33:188-218) 
 
                                           10        20        30   
AAD-12                             VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
       160       170       180       190       200       210        
 
             40        50        60        70        80       
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD       
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
       220       230       240       250       260       270  
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.6  bits: 20.0 E():   40 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (28-37:284-293) 
 
                  10        20        30        40        50        
AAD-12    VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
        60        70        80                
AAD-12 RHAHAIPGMDAAESERFLEGLVD                
                                              
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 73.4  bits: 19.6 E():   41 
Smith-Waterman score: 45; 34.5% identity (72.4% similar) in 29 aa overlap (11-37:237-265) 
 
                                   10        20          30         
AAD-12                     VHQRSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATP 
                                     . ..:.. .:.:  .:.: .. :  ::::  
gi|168 EAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATG 
        210       220       230       240       250       260       
 
       40        50        60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 
                                                  
gi|168 AASGAATVAAGGYKV                            
        270       280                             
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.3  bits: 18.9 E():   42 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (3-17:138-152) 
 
                                           10        20        30   
AAD-12                             VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     .:.::..:. ...:.                
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gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
             40        50        60        70        80 
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 
                                                        
gi|391 ASIDTILTKV                                       
       170                                              
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 73.2  bits: 19.6 E():   42 
Smith-Waterman score: 45; 34.5% identity (72.4% similar) in 29 aa overlap (11-37:246-274) 
 
                                   10        20          30         
AAD-12                     VHQRSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATP 
                                     . ..:.. .:.:  .:.: .. :  ::::  
gi|330 EAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATG 
         220       230       240       250       260       270      
 
       40        50        60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 
                                                  
gi|330 AASGAATVAAGGYKV                            
         280       290                            
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.8  bits: 20.3 E():   45 
Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (50-72:344-366) 
 
      20        30        40        50        60        70          
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
           320       330       340       350       360       370    
 
      80                                                            
AAD-12 D                                                            
                                                                    
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
 
>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (56-79:1-24) 
 
          30        40        50        60        70        80      
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD      
                                     .: ..:..   ... .:... :.:       
gi|215                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
gi|215 IPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (56-79:1-24) 
 
          30        40        50        60        70        80      
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD      
                                     .: ..:..   ... .:... :.:       
gi|892                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
gi|892 IPKAAPGAYKSVEVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (56-79:1-24) 
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 5540



 

 

          30        40        50        60        70        80      
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD      
                                     .: ..:..   ... .:... :.:       
gi|215                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
gi|215 IPKAATGAYKSVEVKGDGGAGTVRIITLPEGSPITTMTVRTDAVNKEALSYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.5  bits: 18.6 E():   46 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (56-79:1-24) 
 
          30        40        50        60        70        80      
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD      
                                     .: ..:..   ... .:... :.:       
gi|166                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
gi|166 IPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 72.3  bits: 20.3 E():   47 
Smith-Waterman score: 47; 25.4% identity (47.9% similar) in 71 aa overlap (4-64:320-387) 
 
                                          10        20         30   
AAD-12                            VHQRSARHSLVYSQSKLGHV-QQAGSAYIGYGM 
                                     :. :.    .: .: .  :: :   .. :. 
gi|258 TARNLQGQNDNRNQIIQVRGNLDFVQPPRGRQEREHEERQQEQLQQERQQQGEQLMANGL 
     290       300       310       320       330       340          
 
             40                 50        60        70        80    
AAD-12 DTTATPLRPLVKV---------HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD    
       . :   ::   ..          :..:: : :   ..: .:                    
gi|258 EETFCSLRLKENIGNPERADIFSPRAGRISTL---NSHNLPILRFLRLSAERGFFYRNGI 
     350       360       370       380          390       400       
 
gi|258 YSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNHGVIQQAGNQGF 
        410       420       430       440       450       460       
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.3  bits: 19.3 E():   47 
Smith-Waterman score: 44; 20.0% identity (52.5% similar) in 40 aa overlap (13-52:51-90) 
 
                                 10        20        30        40   
AAD-12                   VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|130 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               30        40        50        60        70        80 
 
             50        60        70        80                       
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD                       
        . .:. ..:                                                   
gi|130 PQPQPQYSQPQEPISQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQS 
               90       100       110       120       130       140 
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.1  bits: 17.9 E():   49 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (13-30:26-43) 
 
                            10        20        30        40        
AAD-12              VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                : .. :. :: :..  ::                  
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
        50        60        70        80         
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD         
                                                 
gi|897 PYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
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               70        80        90       100  
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.8  bits: 18.9 E():   50 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (17-50:31-64) 
 
                             10        20        30        40       
AAD-12               VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :. :  . :::..::  .     . ::    
gi|616 NEIAXAKIDLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCA 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD                           
        . :                                                         
gi|616 SQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNK 
               70        80        90       100       110       120 
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 71.8  bits: 20.0 E():   50 
Smith-Waterman score: 46; 23.8% identity (55.6% similar) in 63 aa overlap (3-64:80-138) 
 
                                           10         20        30  
AAD-12                             VHQRSARHSLVYSQS-KLGHVQQAGSAYIGYG 
                                     ::: .:. . ...  . :  :   :   .: 
gi|223 KLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVDVDHFIQLIRAL--FG 
      50        60        70        80        90       100          
 
              40        50        60        70        80            
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD            
       .. .:  :.  ..   .. .:  .  :: :..:                            
gi|223 LSRAARNLQDDLNDFLHSLEP--ISPRHRHGLPRQRRRSARVSAYLHADDFHKIITTIEA 
       110       120         130       140       150       160      
 
gi|223 LPEFANFYNFLKEHGLDVVDYINEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILP 
         170       180       190       200       210       220      
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 71.7  bits: 19.3 E():   51 
Smith-Waterman score: 44; 27.8% identity (52.8% similar) in 36 aa overlap (36-71:64-96) 
 
          10        20        30        40        50        60      
AAD-12 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                                     :  .. .  . :.  ::   . . :  .:  
gi|481 AGKATTEEQKLIEDINVGFKAAVAARQRPAADKFKTFEAASPRHPRP---LRQGAGLVPK 
            40        50        60        70        80           90 
 
          70        80                                              
AAD-12 MDAAESERFLEGLVD                                              
       .::: :                                                       
gi|481 LDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGE 
              100       110       120       130       140       150 
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 71.5  bits: 19.6 E():   52 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (49-65:225-240) 
 
       20        30        40        50        60        70         
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
       80                                                           
AAD-12 VD                                                           
                                                                    
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 71.5  bits: 19.6 E():   52 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 5542



 

 

Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (49-65:225-240) 
 
       20        30        40        50        60        70         
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
       80                                                           
AAD-12 VD                                                           
                                                                    
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.0  bits: 18.3 E():   56 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (35-42:34-41) 
 
           10        20        30        40        50        60     
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
           70        80                                             
AAD-12 GMDAAESERFLEGLVD                                             
                                                                    
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 70.9  bits: 19.7 E():   56 
Smith-Waterman score: 45; 23.4% identity (44.7% similar) in 47 aa overlap (22-65:347-393) 
 
                        10        20        30        40        50  
AAD-12          VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ... : :   :: .    .  : :  
gi|625 DPMKKNVLVRADAPHTESMKWNWRSEKDLLENGAIFVASGCDPHLTPEQKSHLIPAEPGS 
        320       330       340       350       360       370       
 
              60           70        80 
AAD-12 PSLLIGRHA---HAIPGMDAAESERFLEGLVD 
         : .   :   . .::                
gi|625 AVLQLTSCAGTLKCVPGKPC             
        380       390                   
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 44; 35.4% identity (54.2% similar) in 48 aa overlap (19-64:79-122) 
 
                           10        20        30        40         
AAD-12             VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
                                     :. . :.  :  : : ::. .  . :  :  
gi|160 LGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGN--ITVGEDGTAA-INIVDKQIPL 
       50        60        70        80          90        100      
 
       50        60          70        80               
AAD-12 TGRPSLLIGRHA--HAIPGMDAAESERFLEGLVD               
       :: :  .::: .  :. :                               
gi|160 TG-PHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          110       120       130       140       150   
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 41; 20.8% identity (79.2% similar) in 24 aa overlap (56-79:1-24) 
 
          30        40        50        60        70        80      
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD      
                                     .: ..:..   ... .:....:.:       
gi|134                               MGVQTHVLELTSSVSAEKIFQGFVIDVDTV 
                                             10        20        30 
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gi|134 LPKAAPGAYKSVEIKGDGGPGTLKIITLPDGGPITTMTLRIDGVNKEALTFDYSVIDGDI 
               40        50        60        70        80        90 
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.7  bits: 21.4 E():   58 
Smith-Waterman score: 50; 44.4% identity (63.0% similar) in 27 aa overlap (52-77:636-662) 
 
              30        40        50         60        70        80 
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVD 
                                     :: : : : : .:::  . ..:  :.:    
gi|278 SRGPSGPPGPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIG 
         610       620       630       640       650       660      
 
gi|278 SPGRDGARGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAG 
         670       680       690       700       710       720      
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 70.4  bits: 18.6 E():   60 
Smith-Waterman score: 42; 29.6% identity (70.4% similar) in 27 aa overlap (8-34:76-101) 
 
                                      10        20        30        
AAD-12                        VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::.. ..:... :  ..   :: ::    
gi|549 LKIHNDFRNKVARGLETRGNPGPQPPAKNMNNLVWN-NELANIAQIWASQCKYGHDTCKD 
          50        60        70        80         90       100     
 
        40        50        60        70        80                  
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD                  
                                                                    
gi|549 TTKYNVGQNIAVSSSTAAVYENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWA 
          110       120       130       140       150       160     
 
>>gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A-I [  (262 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.4  bits: 19.0 E():   60 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (13-59:71-117) 
 
                                 10        20        30        40   
AAD-12                   VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
             50        60        70        80                       
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD                       
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|159793217|gb|ABW98953.1| alpha S1 casein [Bos tauru  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.3  bits: 17.9 E():   61 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (1-22:6-27) 
 
                    10        20        30        40        50      
AAD-12      VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
            :.:.  ..  : :.  ::...:                                  
gi|159 IVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYKVPQLEIVPNSAEERLHSMKEGIHAQ 
               10        20        30        40        50        60 
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.2  bits: 17.9 E():   62 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (28-45:25-42) 
 
               10        20        30        40        50        60 
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                  .:. . :.:  ..: ..:                
gi|144    MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSLSTF 
                  10        20        30        40        50        
 
               70        80                                         
AAD-12 HAIPGMDAAESERFLEGLVD                                         

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 5544



 

 

                                                                    
gi|144 KNTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVEVTA 
        60        70        80        90       100       110        
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.1  bits: 19.3 E():   62 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (45-63:99-117) 
 
           20        30        40        50        60        70     
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
           80                                                       
AAD-12 LEGLVD                                                       
                                                                    
gi|908 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
      130       140       150       160       170       180         
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.1  bits: 19.3 E():   62 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (45-63:100-118) 
 
           20        30        40        50        60        70     
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
           80                                                       
AAD-12 LEGLVD                                                       
                                                                    
gi|118 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     130       140       150       160       170       180          
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 19.7 E():   63 
Smith-Waterman score: 45; 20.0% identity (58.2% similar) in 55 aa overlap (20-72:52-104) 
 
                          10        20        30        40          
AAD-12            VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE- 
                                     ....:: :.: :.. ..  .   . . :   
gi|144 VEADVKLSDGYLARAAVPSGASTGIYEALELRDGGSDYLGKGVSKAVENVN--IIIGPAL 
              30        40        50        60        70            
 
       50         60        70        80                            
AAD-12 TGR-PSLLIGRHAHAIPGMDAAESERFLEGLVD                            
       .:. :.  .:     .  .:.. .:                                    
gi|144 VGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAVSLAVCKAGAHVKGIPLYEH 
      80        90       100       110       120       130          
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 19.7 E():   63 
Smith-Waterman score: 45; 20.0% identity (58.2% similar) in 55 aa overlap (20-72:52-104) 
 
                          10        20        30        40          
AAD-12            VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE- 
                                     ....:: :.: :.. ..  .   . . :   
gi|144 VEADVKLSDGYLARAAVPRGASTGIYEALELRDGGSDYLGKGVSKAVENVN--IIIGPAL 
              30        40        50        60        70            
 
       50         60        70        80                            
AAD-12 TGR-PSLLIGRHAHAIPGMDAAESERFLEGLVD                            
       .:. :.  .:     .  .:.. .:                                    
gi|144 VGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAVSLAVCKAGAHVKGIPLYKH 
      80        90       100       110       120       130          
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 69.7  bits: 19.0 E():   65 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (13-59:71-117) 
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                                 10        20        30        40   
AAD-12                   VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|473 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
             50        60        70        80                       
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD                       
        . .:. ..:.  :...                                            
gi|473 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.6  bits: 18.6 E():   66 
Smith-Waterman score: 42; 33.3% identity (71.4% similar) in 21 aa overlap (18-38:72-92) 
 
                            10        20        30        40        
AAD-12              VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     : ...: .::   : ...:.:          
gi|383 TASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEE 
              50        60        70        80        90       100  
 
        50        60        70        80                            
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD                            
                                                                    
gi|383 EEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEEL 
             110       120       130       140       150       160  
 
>>gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A-II   (291 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 69.6  bits: 19.0 E():   66 
Smith-Waterman score: 43; 19.1% identity (53.2% similar) in 47 aa overlap (13-59:71-117) 
 
                                 10        20        30        40   
AAD-12                   VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . : .     : .:  
gi|170 QVPLVQEQQFQGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQPFRPQQPY 
               50        60        70        80        90       100 
 
             50        60        70        80                       
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD                       
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQILQQILQQQLIPCRDVVLQQHNIAHGSSQV 
              110       120       130       140       150       160 
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.6  bits: 18.3 E():   67 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (58-74:17-30) 
 
        30        40        50        60        70        80        
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD        
                                     ::   .:..:    :::              
gi|212               VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                             10        20           30        40    
 
gi|212 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
            50        60        70        80        90       100    
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.5  bits: 17.6 E():   67 
Smith-Waterman score: 39; 31.8% identity (54.5% similar) in 22 aa overlap (59-80:20-41) 
 
       30        40        50        60        70        80         
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD         
                                     ::  . . : :. :    :..:         
gi|191            MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
gi|191 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
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>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.5  bits: 17.6 E():   67 
Smith-Waterman score: 39; 31.8% identity (54.5% similar) in 22 aa overlap (59-80:20-41) 
 
       30        40        50        60        70        80         
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD         
                                     ::  . . : :. :    :..:         
gi|730            MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
gi|730 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.5  bits: 18.3 E():   67 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (58-74:18-31) 
 
        30        40        50        60        70        80        
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD        
                                     ::   .:..:    :::              
gi|144              AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
gi|144 LTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.5  bits: 18.3 E():   67 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (58-74:18-31) 
 
        30        40        50        60        70        80        
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD        
                                     ::   .:..:    :::              
gi|116              AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
gi|116 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.5  bits: 17.9 E():   67 
Smith-Waterman score: 40; 30.0% identity (56.7% similar) in 30 aa overlap (38-67:114-143) 
 
        10        20        30        40        50        60        
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ..:  ..:    :.: 
gi|189 HCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTVHNAPYCLGLD 
            90       100       110       120       130       140    
 
        70        80 
AAD-12 AAESERFLEGLVD 
                     
gi|189 I             
                     
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.5  bits: 18.6 E():   67 
Smith-Waterman score: 42; 41.2% identity (64.7% similar) in 17 aa overlap (2-18:175-191) 
 
                                            10        20        30  
AAD-12                              VHQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :: .  :.:  :..: :              
gi|136 KVHGKDSPLKYGPKFDKKQLAISTLDFEIRHQLTQIHGLYRSSDKTGGYWKITMNDGSTY 
          150       160       170       180       190       200     
 
              40        50        60        70        80 
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 
                                                         
gi|136 QSDLSKKFEYNTEKPPINIDEIKTIEAEIN                    
          210       220       230                        
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>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 40; 30.0% identity (56.7% similar) in 30 aa overlap (38-67:115-144) 
 
        10        20        30        40        50        60        
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ..:  ..:    :.: 
gi|439 CRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
        70        80 
AAD-12 AAESERFLEGLVD 
                     
gi|439 I             
                     
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 40; 26.7% identity (60.0% similar) in 30 aa overlap (38-67:115-144) 
 
        10        20        30        40        50        60        
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::   .:. ...  ..:    :.: 
gi|217 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
        70        80 
AAD-12 AAESERFLEGLVD 
                     
gi|217 I             
                     
 
>>gi|21673|emb|CAA35238.1| unnamed protein product [Trit  (307 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.2  bits: 19.0 E():   69 
Smith-Waterman score: 43; 22.0% identity (50.0% similar) in 50 aa overlap (10-59:86-131) 
 
                                    10        20        30          
AAD-12                      VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
                                     : : : .: . :      . : .     :  
gi|216 PFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQLPYPQPQ----LPYPQPQPFRPQ 
          60        70        80        90           100       110  
 
      40        50        60        70        80                    
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD                    
       .:  . .:. ..:.  :...                                         
gi|216 QPYPQSQPQYSQPQQPISQQQQQQQQQQQQKQQQQQQQQILQQILQQQLIPCRDVVLQQH 
             120       130       140       150       160       170  
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.2  bits: 18.3 E():   70 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (58-74:27-40) 
 
        30        40        50        60        70        80        
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD        
                                     ::   .:..:    :::              
gi|194     MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEA 
                   10        20        30           40        50    
 
gi|194 LTQYKCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVL 
            60        70        80        90       100       110    
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.2  bits: 19.0 E():   70 
Smith-Waterman score: 43; 27.8% identity (55.6% similar) in 36 aa overlap (28-63:234-269) 
 
                  10        20        30        40        50        
AAD-12    VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::  ..   .: . :.:   :.. :  .:  
gi|324 DPRTLNKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVIL 
           210       220       230       240       250       260    
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        60        70        80                       
AAD-12 RHAHAIPGMDAAESERFLEGLVD                       
         .::.                                        
gi|324 SISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV 
           270       280       290       300         
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 69.2  bits: 14.8 E():   70 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (6-20:1-15) 
 
               10        20        30        40        50        60 
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
            :: . : : ..::..                                         
gi|323      ARTAWVDSGAQLGELSY                                       
                    10                                              
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 69.2  bits: 19.7 E():   70 
Smith-Waterman score: 45; 23.5% identity (58.8% similar) in 51 aa overlap (26-73:265-315) 
 
                    10        20        30        40        50      
AAD-12      VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG-RPSL 
                                     : .. :..:..  . ::.: .     . :  
gi|144 AVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGGVMTPLIKRNTTIPTKKSE 
          240       250       260       270       280       290     
 
           60          70        80                                 
AAD-12 LIGRHAHAIPG--MDAAESERFLEGLVD                                 
        .. ..   ::  ... :.::                                        
gi|144 TFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAPRGVPQIEVTFDLDANGIM 
          300       310       320       330       340       350     
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.8  bits: 18.3 E():   73 
Smith-Waterman score: 41; 26.7% identity (70.0% similar) in 30 aa overlap (7-36:120-149) 
 
                                       10        20        30       
AAD-12                         VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                     .... :  .:. .: .:...:.. :  : : 
gi|144 DTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWA 
      90       100       110       120       130       140          
 
         40        50        60        70        80        
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD        
                                                           
gi|144 DFYFVAILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
     150       160       170       180       190       200 
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 68.8  bits: 15.8 E():   73 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (18-38:5-25) 
 
               10        20        30        40        50        60 
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                        :.: .: :  : : .   :.:                       
gi|462              TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXLSSA           
                            10        20        30                  
 
               70        80 
AAD-12 HAIPGMDAAESERFLEGLVD 
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.7  bits: 18.3 E():   74 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (9-34:76-100) 
 
                                     10        20        30         
AAD-12                       VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDI 
          50        60        70        80         90       100     
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       40        50        60        70        80                   
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD                   
                                                                    
gi|549 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.7  bits: 18.3 E():   74 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (9-34:76-100) 
 
                                     10        20        30         
AAD-12                       VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
       40        50        60        70        80                   
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD                   
                                                                    
gi|549 AKYPVGQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.7  bits: 18.3 E():   74 
Smith-Waterman score: 41; 26.7% identity (70.0% similar) in 30 aa overlap (7-36:124-153) 
 
                                       10        20        30       
AAD-12                         VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                     .... :  .:. .: .:...:.. :  : : 
gi|622 DTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEVVKANGGYLAAGKLTWA 
           100       110       120       130       140       150    
 
         40        50        60        70        80        
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD        
                                                           
gi|622 DFYFVAILDYLNHMAKEDLVANQPNLKALREKVLGLPAIKAWVAKRPPTDL 
           160       170       180       190       200     
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.5  bits: 18.3 E():   76 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (9-34:81-105) 
 
                                     10        20        30         
AAD-12                       VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|115 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
               60        70        80         90       100          
 
       40        50        60        70        80                   
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD                   
                                                                    
gi|115 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
     110       120       130       140       150       160          
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 68.4  bits: 15.2 E():   77 
Smith-Waterman score: 36; 44.0% identity (56.0% similar) in 25 aa overlap (17-41:2-24) 
 
               10        20        30        40        50        60 
AAD-12 VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                       ::..  :  :  : :. : :::  :                    
gi|751                DLGYAP-ATPAAPGAGY-TPATPAAP                    
                               10         20                        
 
               70        80 
AAD-12 HAIPGMDAAESERFLEGLVD 
 
>>gi|159793201|gb|ABW98945.1| alpha S1 casein [Bos tauru  (172 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.9 E():   79 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (1-22:49-70) 
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                                             10        20        30 
AAD-12                               VHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
       20        30        40        50        60        70         
 
               40        50        60        70        80           
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD           
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
       80        90       100       110       120       130         
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 68.1  bits: 15.2 E():   80 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (35-41:5-11) 
 
           10        20        30        40        50        60     
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     : .:.::                        
gi|751                           TKSQTHVPIRPNKLVLKVQKDRATN          
                                         10        20               
 
           70        80 
AAD-12 GMDAAESERFLEGLVD 
 
>>gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia mutic  (284 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 68.0  bits: 18.6 E():   81 
Smith-Waterman score: 42; 36.8% identity (73.7% similar) in 19 aa overlap (58-76:63-80) 
 
        30        40        50        60        70        80        
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD        
                                     .:: ..  ..::: .:. :            
gi|219 EDSKAKIEEDLTSLQKKYTNLENEFDQVNEKHADSVAKLEAAE-KRLTETEDEIKGYTRK 
             40        50        60        70         80        90  
 
gi|219 IQLLEDDLERTQTKLDEATGKLEEATKSADESERGRKVLESRSLADDDRIDGLEKQVKDA 
             100       110       120       130       140       150  
 
>>gi|21761|emb|CAA26384.1| unnamed protein product [Trit  (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.0  bits: 18.6 E():   81 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (13-59:71-117) 
 
                                 10        20        30        40   
AAD-12                   VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|217 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQQFRPQQPY 
               50        60        70        80        90       100 
 
             50        60        70        80                       
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD                       
        . .:. ..:.  :...                                            
gi|217 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|21755|emb|CAA25593.1| unnamed protein product [Trit  (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.0  bits: 18.6 E():   81 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (13-59:71-117) 
 
                                 10        20        30        40   
AAD-12                   VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|217 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
             50        60        70        80                       
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD                       
        . .:. ..:.  :...                                            
gi|217 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|170720|gb|AAA34280.1| alpha/beta-gliadin precursor   (286 aa) 
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 initn:  41 init1:  41 opt:  42  Z-score: 68.0  bits: 18.6 E():   81 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (13-59:71-117) 
 
                                 10        20        30        40   
AAD-12                   VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
             50        60        70        80                       
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD                       
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.9  bits: 18.3 E():   82 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (9-34:99-123) 
 
                                     10        20        30         
AAD-12                       VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|856 KEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
       40        50        60        70        80                   
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD                   
                                                                    
gi|856 AKYQVGQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.9  bits: 18.3 E():   82 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (9-34:99-123) 
 
                                     10        20        30         
AAD-12                       VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|162 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
       40        50        60        70        80                   
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD                   
                                                                    
gi|162 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.9  bits: 15.2 E():   82 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (47-57:10-20) 
 
         20        30        40        50        60        70       
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
                                     :.:  :..: :                    
gi|147                      AKITFTNNXPNTVWPGILTGFGQKPQ              
                                    10        20                    
 
         80 
AAD-12 GLVD 
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.5  bits: 19.3 E():   86 
Smith-Waterman score: 44; 30.0% identity (60.0% similar) in 30 aa overlap (7-36:322-351) 
 
                                       10        20        30       
AAD-12                         VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                     ::..  ..:   .  ::::.  . ..:  : 
gi|186 GKDKHCQRPRGSQSKSRRNGIDETICTMRLRHNIGQTSSPDIYNPQAGSVTTATSLDFPA 
             300       310       320       330       340       350  
 
         40        50        60        70        80                 
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AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD                 
                                                                    
gi|186 LSWLRLSAEFGSLRKNAMFVPHYNLNANSIIYALNGRALIQVVNCNGERVFDGELQEGRV 
             360       370       380       390       400       410  
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.5  bits: 19.3 E():   86 
Smith-Waterman score: 44; 30.0% identity (60.0% similar) in 30 aa overlap (7-36:322-351) 
 
                                       10        20        30       
AAD-12                         VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                     ::..  ..:   .  ::::.  . ..:  : 
gi|186 GKDKHCQRPRGSQSKSRRNGIDETICTMRLRHNIGQTSSPDIYNPQAGSVTTATSLDFPA 
             300       310       320       330       340       350  
 
         40        50        60        70        80                 
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD                 
                                                                    
gi|186 LSWLRLSAGFGSLRKNAMFVPHYNLNANSIIYALNGRALIQVVNCNGERVFDGELQEGRV 
             360       370       380       390       400       410  
 
>>gi|289064179|gb|ADC80503.1| non-specific lipid transfe  (118 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.4  bits: 17.3 E():   87 
Smith-Waterman score: 38; 66.7% identity (88.9% similar) in 9 aa overlap (60-68:81-89) 
 
      30        40        50        60        70        80          
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD          
                                     : ::::..:                      
gi|289 ASCCSGVRSLNAAAKTTPDRQAVCNCLKSAAGAIPGFNANNAGILPGKCGVSIPYKISTS 
               60        70        80        90       100       110 
 
gi|289 TNCATIKF 
                
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.3  bits: 17.3 E():   88 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (8-25:33-50) 
 
                                      10        20        30        
AAD-12                        VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     :.:.: : .: ....  :             
gi|160 QEHKPKKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELD 
             10        20        30        40        50        60   
 
        40        50        60        70        80               
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD               
                                                                 
gi|160 VVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQTQ 
             70        80        90       100       110          
 
>>gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea sati  (316 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.2  bits: 18.6 E():   89 
Smith-Waterman score: 42; 31.2% identity (53.1% similar) in 32 aa overlap (16-47:191-220) 
 
                              10        20        30        40      
AAD-12                VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     .: :  . :.:  . : :   .:   :: . 
gi|135 FVMENNKQTYCTSKSWPCVFGKQYYGRGPIQLTHNYNYGQAGKAIGADLINNP--DLVAT 
              170       180       190       200       210           
 
          50        60        70        80                          
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD                          
       .:                                                           
gi|135 NPTISFKTAIWFWMTPQANKPSSHDVIIGNWRPSAADTSAGRVPSYGVITNIINGGLECG 
      220       230       240       250       260       270         
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.2  bits: 19.0 E():   89 
Smith-Waterman score: 43; 35.0% identity (65.0% similar) in 20 aa overlap (17-36:133-152) 
 
                             10        20        30        40       
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AAD-12               VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :: ... :.    : .::.:           
gi|746 IRKNEDVAYVEEDQIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVD 
            110       120       130       140       150       160   
 
         50        60        70        80                           
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD                           
                                                                    
gi|746 SGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASILSVKVFQG 
            170       180       190       200       210       220   
 
>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.2  bits: 19.0 E():   89 
Smith-Waterman score: 43; 35.0% identity (65.0% similar) in 20 aa overlap (17-36:133-152) 
 
                             10        20        30        40       
AAD-12               VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :: ... :.    : .::.:           
gi|129 IRKNEDVAYVEEDQIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVD 
            110       120       130       140       150       160   
 
         50        60        70        80                           
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD                           
                                                                    
gi|129 SGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASILSVKVFQG 
            170       180       190       200       210       220   
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.2  bits: 19.0 E():   89 
Smith-Waterman score: 43; 35.5% identity (54.8% similar) in 31 aa overlap (34-64:3-32) 
 
            10        20        30        40        50        60    
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                                     : : :.  :. .   .:   :  : ::..: 
gi|238                             FITKAIPIV-LAALSAVNGAKILEAGPHAETI 
                                            10        20        30  
 
            70        80                                            
AAD-12 PGMDAAESERFLEGLVD                                            
       :                                                            
gi|238 PNKYIVVMKKDVSDEAFSTHTTWLSQNLNRRLMRRSGSSKAMAGMQNKYSLGGIFRAYSG 
              40        50        60        70        80        90  
 
>>gi|253683676|gb|ACT33296.1| putative tabinhibitin 9 [T  (252 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.1  bits: 18.3 E():   90 
Smith-Waterman score: 41; 42.9% identity (71.4% similar) in 14 aa overlap (9-22:139-152) 
 
                                     10        20        30         
AAD-12                       VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     ::. .  : ::.:.                 
gi|253 EAYKCRHTLRFWTPGQLNFEFYADKMPFTMSLISTAIKRGHMQKHNITRDIVEKYQPVGP 
      110       120       130       140       150       160         
 
       40        50        60        70        80                   
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD                   
                                                                    
gi|253 KGNVKELALAIFDRVTAVGCGLTTWKLGGKARAFFTCNFFSENDYNRPVYKTGNSPGEKC 
      170       180       190       200       210       220         
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 67.0  bits: 14.5 E():   92 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (32-39:10-17) 
 
              10        20        30        40        50        60  
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH 
                                     :.:  :::                       
gi|244                      IGNEDCTPWMSTLITPLP                      
                                    10                              
 
              70        80 
AAD-12 AIPGMDAAESERFLEGLVD 
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>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 66.9  bits: 18.0 E():   93 
Smith-Waterman score: 40; 30.8% identity (69.2% similar) in 26 aa overlap (9-34:76-100) 
 
                                     10        20        30         
AAD-12                       VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:... :. .    :: ::     
gi|740 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
       40        50        60        70        80                   
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD                   
                                                                    
gi|740 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.9  bits: 18.0 E():   93 
Smith-Waterman score: 40; 34.5% identity (51.7% similar) in 29 aa overlap (24-52:139-165) 
 
                      10        20        30        40        50    
AAD-12        VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS 
                                     :  :.  :. :. . :  : .::   : :  
gi|116 KYAGVFVSTGTLGGGQETTAITSMSTLVDHGFIYVPLGYKTAFSMLANLDEVH--GGSPW 
      110       120       130       140       150       160         
 
            60        70        80            
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVD            
                                              
gi|116 GAGTFSAGDGSRQPSELELNIAQAQGKAFYEAVAKAHQ 
        170       180       190       200     
 
>>gi|29839419|sp|Q9XFM4.1|13S3_FAGES RecName: Full=13S g  (538 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.9  bits: 19.4 E():   93 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (3-18:393-408) 
 
                                           10        20        30   
AAD-12                             VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|298 NRPSRADVFNPRAGRINTVDSNNLPILEFIQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
            370       380       390       400       410       420   
 
             40        50        60        70        80             
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD             
                                                                    
gi|298 RGEGRVQVVGDEGRSVFDDNVQRGQILVVPQGFAVVLKAGREGLEWVELKNDDNAITSPI 
            430       440       450       460       470       480   
 
>>gi|159793197|gb|ABW98943.1| alpha S1 casein [Bos tauru  (205 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 18.0 E():   93 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (1-22:82-103) 
 
                                             10        20        30 
AAD-12                               VHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|159 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
              60        70        80        90       100       110  
 
               40        50        60        70        80           
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD           
                                                                    
gi|159 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
             120       130       140       150       160       170  
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.7  bits: 18.3 E():   95 
Smith-Waterman score: 41; 37.5% identity (81.2% similar) in 16 aa overlap (63-78:1-16) 
 
             40        50        60        70        80             
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD             
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                                     .::..:.. : .:. :               
gi|857                               MPGQQATKHESLLDQLSLKGKVVVVTGASG 
                                             10        20        30 
 
gi|857 PKGMGIEAARGCAEMGAAVAITYASRAQGAEENVKELEKTYGIKAKAYKCQVDSYESCEK 
               40        50        60        70        80        90 
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.7  bits: 18.0 E():   96 
Smith-Waterman score: 40; 38.5% identity (42.3% similar) in 26 aa overlap (29-54:60-85) 
 
                 10        20        30        40        50         
AAD-12   VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     :  :  :  :  : ::.   :  : :     
gi|613 CLEYSNVGFTDAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIA 
      30        40        50        60        70        80          
 
       60        70        80                                       
AAD-12 HAHAIPGMDAAESERFLEGLVD                                       
                                                                    
gi|613 QRWANQCTFEHDACRNVERFAVGQNIAATSSSGKNKSTLSDMILLWYNEVKDFDNRWISS 
      90       100       110       120       130       140          
 
>>gi|18641|emb|CAA37044.1| glycinin [Glycine max]         (562 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 66.6  bits: 19.4 E():   97 
Smith-Waterman score: 44; 27.3% identity (56.8% similar) in 44 aa overlap (4-45:124-167) 
 
                                          10        20        30    
AAD-12                            VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :: ...:  :..:. : ...    :  :.  
gi|186 IAQGKGALQCKPGCPETFEEPQEQSNRRGSRSQKQQLQDSHQKIRHFNEGDVLVIPPGVP 
           100       110       120       130       140       150    
 
              40        50        60        70        80            
AAD-12 --TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD            
         :  :  .:.: .                                               
gi|186 YWTYNTGDEPVVAISLLDTSNFNNQLDQTPRVFYLAGNPDIEYPETMQQQQQQKSHGGRK 
           160       170       180       190       200       210    
 
>>gi|162792|gb|AAA30428.1| alpha-s1-casein precursor [Bo  (214 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 18.0 E():   97 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (1-22:91-112) 
 
                                             10        20        30 
AAD-12                               VHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
               70        80        90       100       110       120 
 
               40        50        60        70        80           
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD           
                                                                    
gi|162 VPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
              130       140       150       160       170       180 
 
>>gi|162794|gb|AAA30429.1| alpha-S1-casein [Bos taurus]   (214 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 18.0 E():   97 
Smith-Waterman score: 40; 31.8% identity (68.2% similar) in 22 aa overlap (1-22:91-112) 
 
                                             10        20        30 
AAD-12                               VHQRSARHSLVYSQSKLGHVQQAGSAYIGY 
                                     :.:.  ..  : :.  ::...:         
gi|162 SESTEDQAMEDIKQMEAESISSSEEIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYK 
               70        80        90       100       110       120 
 
               40        50        60        70        80           
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD           
                                                                    
gi|162 VPQLEIVPNSAEERLHSMKEGIDAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWY 
              130       140       150       160       170       180 
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>>gi|806556|emb|CAA60533.1| A5A4B3 subunit [Glycine soja  (563 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 66.6  bits: 19.4 E():   97 
Smith-Waterman score: 44; 27.3% identity (56.8% similar) in 44 aa overlap (4-45:125-168) 
 
                                          10        20        30    
AAD-12                            VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :: ...:  :..:. : ...    :  :.  
gi|806 AQGKGALGVAIPGCPETFEEPQEQSNRRGSRSQKQQLQDSHQKIRHFNEGDVLVIPPGVP 
          100       110       120       130       140       150     
 
              40        50        60        70        80            
AAD-12 --TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD            
         :  :  .:.: .                                               
gi|806 YWTYNTGDEPVVAISLLDTSNFNNQLDQTPRVFYLAGNPDIEYPETMQQQQQQKSHGGRK 
          160       170       180       190       200       210     
 
>>gi|29839254|sp|O23878.1|13S1_FAGES RecName: Full=13S g  (565 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 66.5  bits: 19.4 E():   97 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (3-18:423-438) 
 
                                           10        20        30   
AAD-12                             VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|298 NRPSRADVFNPRAGRINTVNSNNLPILEFIQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
            400       410       420       430       440       450   
 
             40        50        60        70        80             
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD             
                                                                    
gi|298 RGEGRVQVVGDEGRSVFDDNVQRGQILVVPQGFAVVLKAGREGLEWVELKNDDNAITSPI 
            460       470       480       490       500       510   
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.5  bits: 17.3 E():   98 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (8-25:48-65) 
 
                                      10        20        30        
AAD-12                        VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     :.:.: : .: ....  :             
gi|111 QGHKPKKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELD 
        20        30        40        50        60        70        
 
        40        50        60        70        80               
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD               
                                                                 
gi|111 VVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQTQ 
        80        90       100       110       120       130     
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.5  bits: 17.3 E():   98 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (8-25:48-65) 
 
                                      10        20        30        
AAD-12                        VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     :.:.: : .: ....  :             
gi|111 QEHKPEKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELD 
        20        30        40        50        60        70        
 
        40        50        60        70        80               
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD               
                                                                 
gi|111 VVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQTQ 
        80        90       100       110       120       130     
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.5  bits: 17.3 E():   98 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (8-25:48-65) 
 
                                      10        20        30        
AAD-12                        VHQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     :.:.: : .: ....  :             
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gi|420 QEHKPKKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELD 
        20        30        40        50        60        70        
 
        40        50        60        70        80               
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD               
                                                                 
gi|420 VVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQTQ 
        80        90       100       110       120       130     
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:56 2011 done: Fri Jan 21 00:02:57 2011 
 Total Scan time:  0.060 Total Display time:  0.070 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 157  - 236 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     0     8:  * 
  34     4    22:==     * 
  36    35    44:============  * 
  38    59    73:====================    * 
  40    67   102:=======================          * 
  42   126   125:=========================================* 
  44   140   138:=============================================*= 
  46   148   140:==============================================*=== 
  48   103   134:===================================         * 
  50   110   122:=====================================   * 
  52   115   108:===================================*=== 
  54   100    92:==============================*=== 
  56   115    77:=========================*============= 
  58    79    63:====================*====== 
  60    54    51:================*= 
  62    45    41:=============*= 
  64    39    33:==========*== 
  66    26    26:========* 
  68    33    20:======*==== 
  70    15    16:=====* 
  72    16    12:===*== 
  74    17    10:===*== 
  76    13     8:==*== 
  78     9     6:=*= 
  80     7     5:=*= 
  82     6     3:*= 
  84     3     3:* 
  86     0     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
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 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     1     0:=         *= 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.62770.00293; mu= 6.0844 0.152 
 mean_var=33.8934 8.120, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.220301 
 Kolmogorov-Smirnov  statistic: 0.0792 (N=26) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   67 26.3    0.55 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   58 23.5     1.5 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   54 22.2     2.9 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   59 23.8     3.8 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   56 22.9     5.3 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 18.8      10 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   56 22.8      10 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   56 22.8      11 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   47 20.0      12 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 22.8      13 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 22.8      13 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   51 21.3      15 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   52 21.6      15 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   52 21.6      15 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   48 20.3      15 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 21.0      17 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   50 21.0      17 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   50 21.0      17 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 16.6      18 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   50 21.0      18 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   52 21.6      19 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   52 21.6      20 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   52 21.6      20 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   52 21.6      20 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   49 20.6      21 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.4      22 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.4      22 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.4      22 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   49 20.6      24 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   50 20.9      24 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 20.6      24 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   47 20.0      25 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   48 20.3      25 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   50 20.9      26 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.8      27 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 19.1      28 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 20.6      29 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 18.8      29 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   50 20.9      30 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 20.0      32 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 20.0      32 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 20.0      32 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 20.0      32 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 20.0      32 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 20.0      32 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 20.0      32 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 20.0      32 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 20.0      32 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 20.0      32 
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gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 20.0      32 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 20.0      32 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 20.0      32 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 20.0      32 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   49 20.6      33 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 21.2      33 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   43 18.8      34 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   43 18.7      37 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   49 20.6      37 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 16.6      39 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   48 20.3      41 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 19.1      41 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 16.6      43 
gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Veno ( 204)   44 19.1      44 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   44 19.1      44 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   44 19.1      44 
gi|56417506|gb|AAV90694.1| GE-rich salivary protei ( 266)   45 19.4      46 
gi|56417504|gb|AAV90693.1| 30 kDa salivary gland a ( 271)   45 19.4      47 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.7      47 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   45 19.4      49 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 19.7      49 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   40 17.8      49 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   45 19.4      50 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.4      51 
gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   42 18.4      51 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   42 18.4      51 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.4      51 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 17.8      52 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 19.0      56 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 20.0      56 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   43 18.7      58 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   47 20.0      60 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 15.9      60 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 19.0      60 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 15.0      61 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.1      61 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   46 19.7      62 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   41 18.1      63 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.4      63 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.4      63 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   41 18.1      64 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 15.9      66 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 17.8      67 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   42 18.4      68 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.4      69 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.3      69 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 15.9      69 
gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A ( 262)   43 18.7      70 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   39 17.5      71 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   39 17.5      71 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.3      72 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   40 17.8      74 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   40 17.8      74 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   40 17.8      74 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   44 19.0      75 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 18.1      75 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   44 19.0      75 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.3      75 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 18.1      75 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 18.1      75 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   42 18.4      76 
gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   43 18.7      77 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.4      77 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   45 19.4      77 
gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Tox ( 234)   42 18.4      78 
gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A ( 291)   43 18.7      78 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 18.1      78 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 14.7      80 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 20.9      80 
gi|21673|emb|CAA35238.1| unnamed protein product [ ( 307)   43 18.7      82 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   43 18.7      82 
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gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   41 18.1      82 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   41 18.1      84 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   41 18.1      84 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   41 18.1      84 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   41 18.1      86 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   45 19.3      87 
gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Th (  20)   30 14.7      89 
gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} (  20)   30 14.7      89 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   36 16.5      92 
gi|289064179|gb|ADC80503.1| non-specific lipid tra ( 118)   38 17.2      93 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   41 18.1      93 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   41 18.1      93 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   38 17.2      94 
gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia m ( 284)   42 18.4      94 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   37 16.9      95 
gi|21761|emb|CAA26384.1| unnamed protein product [ ( 286)   42 18.4      95 
gi|170720|gb|AAA34280.1| alpha/beta-gliadin precur ( 286)   42 18.4      95 
gi|21755|emb|CAA25593.1| unnamed protein product [ ( 286)   42 18.4      95 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  65 init1:  65 opt:  67  Z-score: 107.1  bits: 26.3 E(): 0.55 
Smith-Waterman score: 67; 22.4% identity (52.2% similar) in 67 aa overlap (1-64:327-393) 
 
                                             10        20        30 
AAD-12                               HQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     : ..: .:. ..      : . :. ... : 
gi|113 IGGSASPTILSQGNRFCAPDERSKKNVLGRHGEAAAESMKWNWRTNKDVLENGAIFVASG 
        300       310       320       330       340       350       
 
               40        50        60           70        80 
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAI---PGMDAAESERFLEGLVDW 
       .: . :: .    .  : :. .: .   : ..   ::                 
gi|113 VDPVLTPEQSAGMIPAEPGESALSLTSSAGVLSCQPGAPC              
        360       370       380       390                    
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  50 init1:  50 opt:  58  Z-score: 99.3  bits: 23.5 E():  1.5 
Smith-Waterman score: 58; 40.0% identity (62.5% similar) in 40 aa overlap (45-80:79-117) 
 
           20        30        40        50            60        70 
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHA--HAIPGMDAAES 
                                     .::. ::.:  ::   :  :   :.. :.  
gi|121 DLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPEN-RPALKTLIDGLASSHKARGIEKAQF 
       50        60        70        80         90       100        
 
               80                                   
AAD-12 ERFLEGLVDW                                   
       :.:  .:::.                                   
gi|121 EEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
       110       120       130       140       150  
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 94.2  bits: 22.2 E():  2.9 
Smith-Waterman score: 54; 33.3% identity (66.7% similar) in 36 aa overlap (2-33:42-77) 
 
                                                10        20        
AAD-12                              HQRSARHS----LVYSQSKLGHVQQAGSAYI 
                                     : :..::    :.... .. :::.:.. :  
gi|527 QKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAAQQYG 
              20        30        40        50        60        70  
 
        30        40        50        60        70        80 
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 
         .: :                                                
gi|527 ITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA    
              80        90       100       110       120     
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  59  Z-score: 92.1  bits: 23.8 E():  3.8 
Smith-Waterman score: 59; 35.6% identity (60.0% similar) in 45 aa overlap (2-39:198-242) 
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                                            10              20      
AAD-12                              HQRSARHSLVYSQSKL------GHVQQAGSA 
                                     ::. :..:  .:. :      :  ..: .  
gi|303 LVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALAD 
       170       180       190       200       210       220        
 
          30         40        50        60        70        80     
AAD-12 YIGYGMDT-TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW     
        .:.:::: ::  .:                                              
gi|303 VLGFGMDTETARKVRGEDDQRGHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICS 
       230       240       250       260       270       280        
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 89.4  bits: 22.9 E():  5.3 
Smith-Waterman score: 56; 29.6% identity (53.7% similar) in 54 aa overlap (24-75:25-73) 
 
                10        20        30        40         50         
AAD-12  HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET-GRPSLLIGRH 
                               .:  ::.  : :::  : . . : : . :.       
gi|249 MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPAT----- 
               10        20        30        40        50           
 
       60         70        80                                      
AAD-12 AHAIP-GMDAAESERFLEGLVDW                                      
         :.: :  ..: ....:                                           
gi|249 PAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGLA 
          60        70        80        90       100       110      
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 84.5  bits: 18.8 E():   10 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (17-37:5-25) 
 
               10        20        30        40        50        60 
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH 
                       :.:..: :. .::  .  :.:                        
gi|462             AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKNLNSA           
                           10        20        30                   
 
               70        80 
AAD-12 AIPGMDAAESERFLEGLVDW 
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  56  Z-score: 84.3  bits: 22.8 E():   10 
Smith-Waterman score: 56; 27.8% identity (63.9% similar) in 36 aa overlap (2-37:539-574) 
 
                                            10        20        30  
AAD-12                              HQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.:.. .   . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYP 
      510       520       530       540       550       560         
 
              40        50        60        70        80            
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW            
        ..  :                                                       
gi|217 TSVQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQP 
      570       580       590       600       610       620         
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 84.1  bits: 22.8 E():   11 
Smith-Waterman score: 56; 25.0% identity (63.9% similar) in 36 aa overlap (2-37:551-586) 
 
                                            10        20        30  
AAD-12                              HQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.... . . . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYP 
              530       540       550       560       570       580 
 
              40        50        60        70        80            
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW            
        .   :                                                       
gi|217 TSLQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQP 
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              590       600       610       620       630       640 
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 82.9  bits: 20.0 E():   12 
Smith-Waterman score: 47; 27.5% identity (50.0% similar) in 40 aa overlap (30-69:19-58) 
 
               10        20        30        40        50        60 
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH 
                                    :.: ::  :. :.:.        .     :. 
gi|135            MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAK 
                          10        20        30        40          
 
               70        80                                         
AAD-12 AIPGMDAAESERFLEGLVDW                                         
       :. : :. .                                                    
gi|135 ALEGKDVKDLLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLF 
      50        60        70        80        90       100          
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 82.5  bits: 22.8 E():   13 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (12-29:283-300) 
 
                                  10        20        30        40  
AAD-12                    HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
              50        60        70        80                      
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW                      
                                                                    
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 82.3  bits: 22.8 E():   13 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (12-29:289-306) 
 
                                  10        20        30        40  
AAD-12                    HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
 
              50        60        70        80                      
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW                      
                                                                    
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.5  bits: 21.3 E():   15 
Smith-Waterman score: 51; 36.1% identity (55.6% similar) in 36 aa overlap (22-52:21-56) 
 
               10        20          30           40        50      
AAD-12 HQRSARHSLVYSQSKLGHVQQAGS--AYIGYGMDTTATP---LRPLVKVHPETGRPSLLI 
                            :::  : .:::  : :.:     : . . :  ..:.    
gi|330  MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKA 
                10        20        30        40        50          
 
          60        70        80                                    
AAD-12 GRHAHAIPGMDAAESERFLEGLVDW                                    
                                                                    
gi|330 TTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAES 
      60        70        80        90       100       110          
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 81.3  bits: 21.6 E():   15 
Smith-Waterman score: 52; 18.4% identity (55.1% similar) in 49 aa overlap (5-53:332-380) 
 
                                         10        20        30     
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AAD-12                           HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                     : .:....  .   . . :. ..  : : . 
gi|113 SAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPV 
             310       320       330       340       350       360  
 
           40        50        60        70        80 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 
        ::..    .  : :. ..                            
gi|113 LTPVQSAGMIPAEPGEAAIKLTSSAGVFSCHPGAPC           
             370       380       390                  
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 81.3  bits: 21.6 E():   15 
Smith-Waterman score: 52; 18.4% identity (55.1% similar) in 49 aa overlap (5-53:332-380) 
 
                                         10        20        30     
AAD-12                           HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                     : .:....  .   . . :. ..  : : . 
gi|166 SAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPV 
             310       320       330       340       350       360  
 
           40        50        60        70        80 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 
        ::..    .  : :. ..                            
gi|166 LTPVQSAGMIPAEPGEAAIKLTSSAGVFSCRPGAPC           
             370       380       390                  
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.2  bits: 20.3 E():   15 
Smith-Waterman score: 48; 25.6% identity (53.5% similar) in 43 aa overlap (29-71:23-65) 
 
               10        20        30        40        50        60 
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH 
                                   ...:  ..::  :.:   :. .    .      
gi|344       MTGVKTHLQHELKRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEV 
                     10        20        30        40        50     
 
               70        80                                         
AAD-12 AIPGMDAAESERFLEGLVDW                                         
       :::. :  ..:                                                  
gi|344 AIPNPDEFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIG 
           60        70        80        90       100       110     
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 80.5  bits: 21.0 E():   17 
Smith-Waterman score: 50; 32.1% identity (57.1% similar) in 28 aa overlap (25-52:1-28) 
 
               10        20        30        40        50        60 
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH 
                               : .:::  : :.:    . . :  ..:.         
gi|295                         ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQ 
                                       10        20        30       
 
               70        80                                         
AAD-12 AIPGMDAAESERFLEGLVDW                                         
                                                                    
gi|295 KLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAA 
         40        50        60        70        80        90       
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 80.5  bits: 21.0 E():   17 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (25-75:1-43) 
 
               10        20        30        40        50        60 
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH 
                               : .:::    :::  : .   : :  :.   :  :  
gi|109                         ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA- 
                                          10        20          30  
 
               70        80                                         
AAD-12 AIPGMDAAESERFLEGLVDW                                         
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          :  ..: ....:                                              
gi|109 --AGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEPK 
                 40        50        60        70        80         
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 80.5  bits: 21.0 E():   17 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (25-75:1-43) 
 
               10        20        30        40        50        60 
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH 
                               : .:::    :::  : .   : :  :.   :  :  
gi|239                         ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA- 
                                          10        20          30  
 
               70        80                                         
AAD-12 AIPGMDAAESERFLEGLVDW                                         
          :  ..: ....:                                              
gi|239 --AGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEPK 
                 40        50        60        70        80         
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 79.9  bits: 16.6 E():   18 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (58-63:8-13) 
 
        30        40        50        60        70        80 
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 
                                     ::: .:                  
gi|131                        GPVGGVVHAHMMPLL                
                                      10                     
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 79.8  bits: 21.0 E():   18 
Smith-Waterman score: 50; 32.1% identity (52.8% similar) in 53 aa overlap (24-75:25-68) 
 
                10        20        30        40        50          
AAD-12  HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                               .: .:::    :::  : .   : :  :.      : 
gi|398 MAVHQYTVALFLAVALVAGPAASYAADLGYG---PATPAAPAAGYTPAT--PA----APA 
               10        20        30           40              50  
 
      60         70        80                                       
AAD-12 HAIP-GMDAAESERFLEGLVDW                                       
       .: : :  ..: ....:                                            
gi|398 EAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGAASNKAFAEGLSG 
              60        70        80        90       100       110  
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.3  bits: 21.6 E():   19 
Smith-Waterman score: 52; 33.3% identity (58.3% similar) in 24 aa overlap (1-24:388-411) 
 
                                             10        20        30 
AAD-12                               HQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:.    .::: . :       
gi|224 TANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVY 
       360       370       380       390       400       410        
 
               40        50        60        70        80           
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW           
                                                                    
gi|224 DEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVAN 
       420       430       440       450       460       470        
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.0  bits: 21.6 E():   20 
Smith-Waterman score: 52; 33.3% identity (58.3% similar) in 24 aa overlap (1-24:408-431) 
 
                                             10        20        30 
AAD-12                               HQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:.    .::: . :       
gi|571 NCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVY 
       380       390       400       410       420       430        
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               40        50        60        70        80           
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW           
                                                                    
gi|571 DEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVAN 
       440       450       460       470       480       490        
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 79.0  bits: 21.6 E():   20 
Smith-Waterman score: 52; 33.3% identity (58.3% similar) in 24 aa overlap (1-24:408-431) 
 
                                             10        20        30 
AAD-12                               HQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:.    .::: . :       
gi|199 TANELNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVY 
       380       390       400       410       420       430        
 
               40        50        60        70        80           
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW           
                                                                    
gi|199 DEELQEGHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVAN 
       440       450       460       470       480       490        
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.9  bits: 21.6 E():   20 
Smith-Waterman score: 52; 33.3% identity (58.3% similar) in 24 aa overlap (1-24:416-439) 
 
                                             10        20        30 
AAD-12                               HQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:.    .::: . :       
gi|213 NELQLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVF 
         390       400       410       420       430       440      
 
               40        50        60        70        80           
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW           
                                                                    
gi|213 DEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVAN 
         450       460       470       480       490       500      
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.8  bits: 20.6 E():   21 
Smith-Waterman score: 49; 21.9% identity (59.4% similar) in 32 aa overlap (3-34:179-210) 
 
                                           10        20        30   
AAD-12                             HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :.  .:.. .... :. ::      : :.. 
gi|219 MWQQSSCHVMQQQCCQQLSQIPEQSRYDAIRAITYSIILQEQQQGQSQQQQPQQSGQGVS 
      150       160       170       180       190       200         
 
             40        50        60        70        80             
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW             
        .                                                           
gi|219 QSQQQSQQQLGQCSFQQPQQQLGQQPQQQQVQQGTFLQPHQIAHLEVMTSIALRTLPTMC 
      210       220       230       240       250       260         
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.2  bits: 19.4 E():   22 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (27-44:24-41) 
 
               10        20        30        40        50        60 
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH 
                                 .:. . :.:  :.: ..:                 
gi|121    MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSLSTFK 
                  10        20        30        40        50        
 
               70        80                                         
AAD-12 AIPGMDAAESERFLEGLVDW                                         
                                                                    
gi|121 NTEIKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTAS 
        60        70        80        90       100       110        
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>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.2  bits: 19.4 E():   22 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (27-44:24-41) 
 
               10        20        30        40        50        60 
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH 
                                 .:. . :.:  :.: ..:                 
gi|379    MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFK 
                  10        20        30        40        50        
 
               70        80                                         
AAD-12 AIPGMDAAESERFLEGLVDW                                         
                                                                    
gi|379 NTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTAT 
        60        70        80        90       100       110        
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.2  bits: 19.4 E():   22 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (27-44:24-41) 
 
               10        20        30        40        50        60 
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH 
                                 .:. . :.:  :.: ..:                 
gi|144    MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFK 
                  10        20        30        40        50        
 
               70        80                                         
AAD-12 AIPGMDAAESERFLEGLVDW                                         
                                                                    
gi|144 NTEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTAS 
        60        70        80        90       100       110        
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 77.7  bits: 20.6 E():   24 
Smith-Waterman score: 49; 27.8% identity (57.4% similar) in 54 aa overlap (4-57:236-276) 
 
                                          10        20        30    
AAD-12                            HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT 
                                     :. ::....:..  . ::        :.:  
gi|170 WPQSDCQVMRQQCCQQLAQIPQQLQCAAIHSVVHSIIMQQQQQQQQQQ--------GIDI 
         210       220       230       240       250                
 
            40        50        60        70        80              
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW              
           . :: . : ..:. ::. :.                                     
gi|170 ----FLPLSQ-HEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSI 
           260        270       280       290       300       310   
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 77.6  bits: 20.9 E():   24 
Smith-Waterman score: 50; 38.2% identity (55.9% similar) in 34 aa overlap (30-63:2-34) 
 
               10        20        30        40        50        60 
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH 
                                    :. : : :.  :. .   .:   :  : ::. 
gi|581                             MGFITKAIPIV-LAALSTVNGARILEAGPHAE 
                                           10         20        30  
 
               70        80                                         
AAD-12 AIPGMDAAESERFLEGLVDW                                         
       :::                                                          
gi|581 AIPNKYIVVMKREVSDEAFNAHTTWLSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRAY 
              40        50        60        70        80        90  
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.5  bits: 20.6 E():   24 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (22-38:200-216) 
 
                        10        20        30        40        50  
AAD-12          HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     .:   .::..: :: :.              
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gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
              60        70        80                                
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDW                                
                                                                    
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 77.4  bits: 20.0 E():   25 
Smith-Waterman score: 47; 21.7% identity (52.2% similar) in 46 aa overlap (23-65:62-107) 
 
                       10        20        30        40             
AAD-12         HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE---TG 
                                     :..:.: . .. :     . . . .   .: 
gi|201 DATPVLDVAGKELDSRLSYRIISTFWGALGGDVYLGKSPNSDAPCANGIFRYNSDVGPSG 
              40        50        60        70        80        90  
 
      50        60        70        80                              
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDW                              
        :  .::  .:   :.                                             
gi|201 TPVRFIGSSSHFGQGIFENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTI 
             100       110       120       130       140       150  
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.2  bits: 20.3 E():   25 
Smith-Waterman score: 48; 25.6% identity (56.4% similar) in 39 aa overlap (8-46:87-125) 
 
                                      10        20        30        
AAD-12                        HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     : : . ..  . :.:.:  . :: .  ..  
gi|144 DLAEAPFQISLLKDYLIMKRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSS 
         60        70        80        90       100       110       
 
        40        50        60        70        80                  
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW                  
           .::.:                                                    
gi|144 SYGDLKVKPIIQHESYEQDQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVDGDKVTIYG 
        120       130       140       150       160       170       
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 77.1  bits: 20.9 E():   26 
Smith-Waterman score: 50; 53.3% identity (73.3% similar) in 15 aa overlap (65-79:246-260) 
 
           40        50        60        70        80               
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW               
                                     ::.: :: . .:: :                
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
 
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 76.8  bits: 22.8 E():   27 
Smith-Waterman score: 56; 29.3% identity (60.3% similar) in 58 aa overlap (6-63:227-279) 
 
                                        10        20        30      
AAD-12                          HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                     :: ::. ..:  :.. . . ..  . : .: 
gi|203 MRHYMHPMDSDLSCRMTLKDKVVTEVDCEERHVLVHRSNKPVHMSYV-KMMLKQNKDGVA 
        200       210       220       230       240        250      
 
          40        50        60        70        80                
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW                
       . : : ....:.  :: : .  : :  :                                 
gi|203 ADLGP-TNAQPK--RPYLSFD-HKHKNPTETDVVEVLKKLCSEITEPQASIETSFTFQKL 
         260          270        280       290       300       310  
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
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 initn:  44 init1:  44 opt:  44  Z-score: 76.4  bits: 19.1 E():   28 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (27-47:25-45) 
 
               10        20        30        40        50        60 
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH 
                                 .:. . :.:  :.:  .:  :              
gi|990   MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSLSTFK 
                 10        20        30        40        50         
 
               70        80                                         
AAD-12 AIPGMDAAESERFLEGLVDW                                         
                                                                    
gi|990 NTEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVVVTAS 
       60        70        80        90       100       110         
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 76.3  bits: 20.6 E():   29 
Smith-Waterman score: 49; 24.5% identity (49.0% similar) in 49 aa overlap (19-64:341-389) 
 
                           10        20        30        40         
AAD-12             HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ..  :.: . :: .    .  :  
gi|113 ASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMIPAEP 
              320       330       340       350       360       370 
 
       50        60           70        80 
AAD-12 GRPSLLIGRHAHAI---PGMDAAESERFLEGLVDW 
       :.  : .   : ..   ::                 
gi|113 GEAVLRLTSSAGVLSCQPGAPC              
              380       390                
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 76.1  bits: 18.8 E():   29 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (64-76:5-17) 
 
            40        50        60        70        80              
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW              
                                     :.:::: .  :.:                  
gi|208                           MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACG 
                                         10        20        30     
 
gi|208 LAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAGDVDGD 
           40        50        60        70        80        90     
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 75.9  bits: 20.9 E():   30 
Smith-Waterman score: 50; 33.3% identity (54.2% similar) in 24 aa overlap (1-24:385-408) 
 
                                             10        20        30 
AAD-12                               HQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :  .  ::..:     .::: . :       
gi|370 TANDLNLLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVY 
          360       370       380       390       400       410     
 
               40        50        60        70        80           
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW           
                                                                    
gi|370 DEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVAN 
          420       430       440       450       460       470     
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (25-52:1-31) 
 
               10        20        30           40        50        
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGR 
                               : .:::  : :.:     : . . :  ..:.      
gi|217                         ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATT 
                                       10        20        30       
 
        60        70        80                                      
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AAD-12 HAHAIPGMDAAESERFLEGLVDW                                      
                                                                    
gi|217 EEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSS 
         40        50        60        70        80        90       
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (25-52:1-31) 
 
               10        20        30           40        50        
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGR 
                               : .:::  : :.:     : . . :  ..:.      
gi|217                         ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATT 
                                       10        20        30       
 
        60        70        80                                      
AAD-12 HAHAIPGMDAAESERFLEGLVDW                                      
                                                                    
gi|217 EEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSS 
         40        50        60        70        80        90       
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (25-52:1-31) 
 
               10        20        30           40        50        
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGR 
                               : .:::  : :.:     : . . :  ..:.      
gi|217                         ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATT 
                                       10        20        30       
 
        60        70        80                                      
AAD-12 HAHAIPGMDAAESERFLEGLVDW                                      
                                                                    
gi|217 EEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSS 
         40        50        60        70        80        90       
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (25-52:1-31) 
 
               10        20        30           40        50        
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGR 
                               : .:::  : :.:     : . . :  ..:.      
gi|217                         ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATT 
                                       10        20        30       
 
        60        70        80                                      
AAD-12 HAHAIPGMDAAESERFLEGLVDW                                      
                                                                    
gi|217 EEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSS 
         40        50        60        70        80        90       
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (25-52:1-31) 
 
               10        20        30           40        50        
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGR 
                               : .:::  : :.:     : . . :  ..:.      
gi|217                         ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATT 
                                       10        20        30       
 
        60        70        80                                      
AAD-12 HAHAIPGMDAAESERFLEGLVDW                                      
                                                                    
gi|217 EEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSS 
         40        50        60        70        80        90       
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.3  bits: 20.0 E():   32 
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Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (25-52:1-31) 
 
               10        20        30           40        50        
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGR 
                               : .:::  : :.:     : . . :  ..:.      
gi|217                         ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATT 
                                       10        20        30       
 
        60        70        80                                      
AAD-12 HAHAIPGMDAAESERFLEGLVDW                                      
                                                                    
gi|217 EEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSS 
         40        50        60        70        80        90       
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (25-52:1-31) 
 
               10        20        30           40        50        
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGR 
                               : .:::  : :.:     : . . :  ..:.      
gi|217                         ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATT 
                                       10        20        30       
 
        60        70        80                                      
AAD-12 HAHAIPGMDAAESERFLEGLVDW                                      
                                                                    
gi|217 EEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSS 
         40        50        60        70        80        90       
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (25-52:1-31) 
 
               10        20        30           40        50        
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGR 
                               : .:::  : :.:     : . . :  ..:.      
gi|217                         ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATT 
                                       10        20        30       
 
        60        70        80                                      
AAD-12 HAHAIPGMDAAESERFLEGLVDW                                      
                                                                    
gi|217 EEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSS 
         40        50        60        70        80        90       
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (25-52:1-31) 
 
               10        20        30           40        50        
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGR 
                               : .:::  : :.:     : . . :  ..:.      
gi|217                         ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATT 
                                       10        20        30       
 
        60        70        80                                      
AAD-12 HAHAIPGMDAAESERFLEGLVDW                                      
                                                                    
gi|217 EEQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSS 
         40        50        60        70        80        90       
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (25-52:1-31) 
 
               10        20        30           40        50        
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGR 
                               : .:::  : :.:     : . . :  ..:.      
gi|217                         ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATT 
                                       10        20        30       
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        60        70        80                                      
AAD-12 HAHAIPGMDAAESERFLEGLVDW                                      
                                                                    
gi|217 EEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSS 
         40        50        60        70        80        90       
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (25-52:1-31) 
 
               10        20        30           40        50        
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGR 
                               : .:::  : :.:     : . . :  ..:.      
gi|217                         ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATT 
                                       10        20        30       
 
        60        70        80                                      
AAD-12 HAHAIPGMDAAESERFLEGLVDW                                      
                                                                    
gi|217 EEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSS 
         40        50        60        70        80        90       
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (25-52:1-31) 
 
               10        20        30           40        50        
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGR 
                               : .:::  : :.:     : . . :  ..:.      
gi|217                         ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATT 
                                       10        20        30       
 
        60        70        80                                      
AAD-12 HAHAIPGMDAAESERFLEGLVDW                                      
                                                                    
gi|217 EEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSS 
         40        50        60        70        80        90       
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (25-52:1-31) 
 
               10        20        30           40        50        
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGR 
                               : .:::  : :.:     : . . :  ..:.      
gi|217                         ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATT 
                                       10        20        30       
 
        60        70        80                                      
AAD-12 HAHAIPGMDAAESERFLEGLVDW                                      
                                                                    
gi|217 EEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSS 
         40        50        60        70        80        90       
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (25-52:1-31) 
 
               10        20        30           40        50        
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGR 
                               : .:::  : :.:     : . . :  ..:.      
gi|217                         ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATT 
                                       10        20        30       
 
        60        70        80                                      
AAD-12 HAHAIPGMDAAESERFLEGLVDW                                      
                                                                    
gi|217 EEQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSS 
         40        50        60        70        80        90       
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>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.0  bits: 20.6 E():   33 
Smith-Waterman score: 49; 33.3% identity (46.7% similar) in 30 aa overlap (28-57:90-119) 
 
                  10        20        30        40        50        
AAD-12    HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     : ::   . :  : .   :. :: .   :: 
gi|259 GVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGR 
      60        70        80        90       100       110          
 
        60        70        80                                      
AAD-12 HAHAIPGMDAAESERFLEGLVDW                                      
                                                                    
gi|259 FQDRHQKIRRFRRGDIIAIPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLA 
     120       130       140       150       160       170          
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 75.0  bits: 21.2 E():   33 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (15-29:609-623) 
 
                               10        20        30        40     
AAD-12                 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
           50        60        70        80                         
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW                         
                                                                    
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 74.8  bits: 18.8 E():   34 
Smith-Waterman score: 43; 26.3% identity (57.9% similar) in 38 aa overlap (18-52:33-70) 
 
                            10        20        30           40     
AAD-12              HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVKV 
                                     ....:.::     .: :::   : : .. . 
gi|668 ASEAAAAAATPVAPTEGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPI 
             10        20        30        40        50        60   
 
           50        60        70        80                         
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW                         
         . .. :                                                     
gi|668 FADMAKKSPNVVFLKVDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKL 
             70        80        90       100       110       120   
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.2  bits: 18.7 E():   37 
Smith-Waterman score: 43; 29.6% identity (66.7% similar) in 27 aa overlap (24-50:9-35) 
 
               10        20        30        40        50        60 
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH 
                              ::.    . ..:.  : .:.:. ..::           
gi|244                MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQSCQRQFEE 
                              10        20        30        40      
 
               70        80                                         
AAD-12 AIPGMDAAESERFLEGLVDW                                         
                                                                    
gi|244 QQRFRNCQRYVKQEVQRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQI 
          50        60        70        80        90       100      
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 74.1  bits: 20.6 E():   37 
Smith-Waterman score: 49; 23.8% identity (50.0% similar) in 80 aa overlap (2-76:76-155) 
 
                                            10        20            
AAD-12                              HQRSARHSLVYSQSKLGHVQQAGSAYIGY-- 
                                     .:.: .   ::.. :    : ::.:.:    
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gi|112 IESEGGYIETWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGLIF 
          50        60        70        80        90       100      
 
       30         40        50        60        70         80       
AAD-12 -GMDTT-ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES-ERFLEGLVDW       
        :  .:   : .   . . .     . .:.   .   .:. .. .:: ::           
gi|112 PGCPSTYEEPAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTGVA 
         110       120       130       140       150       160      
 
gi|112 FWMYNDEDTDVVTVTLSDTSSIHNQLDQFPRRFYLAGNQEQEFLRYQQQQGSRPHYRQIS 
         170       180       190       200       210       220      
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 73.8  bits: 16.6 E():   39 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (63-80:8-25) 
 
             40        50        60        70        80        
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW        
                                     :.. :. ....:..   :        
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA 
                                      10        20        30   
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 73.4  bits: 20.3 E():   41 
Smith-Waterman score: 48; 33.3% identity (59.5% similar) in 42 aa overlap (36-72:46-85) 
 
          10        20        30        40           50          60 
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL---VKVHPETGRPSLL--IGRHAH 
                                     :::::    ...: ....:  :  .: .   
gi|253 IEEPEMIAPTPPGQFPHQQPISSPNRTSRNTPLRPESTEIETHHHANHPPALPVLGMQL- 
          20        30        40        50        60        70      
 
               70        80                                         
AAD-12 AIPGMDAAESERFLEGLVDW                                         
        .::  . :: :                                                 
gi|253 PVPGT-VPESSRAQSRASLNLDIDLDLHAPSHPSHLSHGAPHEQEHAHEIQRHRAHSAQS 
            80        90       100       110       120       130    
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.4  bits: 19.1 E():   41 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (2-17:46-61) 
 
                                            10        20        30  
AAD-12                              HQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
              40        50        60        70        80            
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW            
                                                                    
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 73.1  bits: 16.6 E():   43 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (63-80:8-25) 
 
             40        50        60        70        80           
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW           
                                     :.. :. ....:..   :           
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK 
                                      10        20        30      
 
>>gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.9  bits: 19.1 E():   44 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (8-33:76-100) 
 
                                      10        20        30        
AAD-12                        HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
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gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
        40        50        60        70        80                  
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW                  
                                                                    
gi|549 AKYQVGQNVALTGSTAAVYNDPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.9  bits: 19.1 E():   44 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (8-33:76-100) 
 
                                      10        20        30        
AAD-12                        HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
        40        50        60        70        80                  
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW                  
                                                                    
gi|549 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 72.8  bits: 19.1 E():   44 
Smith-Waterman score: 44; 29.6% identity (77.8% similar) in 27 aa overlap (7-33:77-102) 
 
                                       10        20        30       
AAD-12                         HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::... .:... :. ..  .:: ::    
gi|549 LKVHNDFRQKVAKGLETRGNPGPQPPAKNMNNLVWND-ELANIAQVWASQCNYGHDTCKD 
         50        60        70        80         90       100      
 
         40        50        60        70        80                 
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW                 
                                                                    
gi|549 TEKYPVGQNIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWA 
         110       120       130       140       150       160      
 
>>gi|56417506|gb|AAV90694.1| GE-rich salivary protein 30  (266 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.5  bits: 19.4 E():   46 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (2-32:183-213) 
 
                                            10        20        30  
AAD-12                              HQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
            160       170       180       190       200       210   
 
              40        50        60        70        80      
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW      
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
            220       230       240       250       260       
 
>>gi|56417504|gb|AAV90693.1| 30 kDa salivary gland aller  (271 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.3  bits: 19.4 E():   47 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (2-32:188-218) 
 
                                            10        20        30  
AAD-12                              HQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
       160       170       180       190       200       210        
 
              40        50        60        70        80      
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW      
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
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       220       230       240       250       260       270  
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 72.3  bits: 18.7 E():   47 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (2-16:138-152) 
 
                                            10        20        30  
AAD-12                              HQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
              40        50        60        70        80 
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 
                                                         
gi|391 ASIDTILTKV                                        
       170                                               
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 72.0  bits: 19.4 E():   49 
Smith-Waterman score: 45; 34.5% identity (72.4% similar) in 29 aa overlap (10-36:237-265) 
 
                                    10        20          30        
AAD-12                      HQRSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATP 
                                     . ..:.. .:.:  .:.: .. :  ::::  
gi|168 EAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATG 
        210       220       230       240       250       260       
 
        40        50        60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 
                                                   
gi|168 AASGAATVAAGGYKV                             
        270       280                              
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.0  bits: 19.7 E():   49 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (27-36:284-293) 
 
                   10        20        30        40        50       
AAD-12     HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
         60        70        80               
AAD-12 RHAHAIPGMDAAESERFLEGLVDW               
                                              
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.0  bits: 17.8 E():   49 
Smith-Waterman score: 40; 30.0% identity (50.0% similar) in 30 aa overlap (51-80:13-42) 
 
               30        40        50        60        70        80 
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 
                                     :. :.    .. ::   :: :   .:  .: 
gi|144                   VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEW 
                                 10        20        30        40   
 
gi|144 EPLTKKGNLWEVKSSKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
             50        60        70        80        90       
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 71.8  bits: 19.4 E():   50 
Smith-Waterman score: 45; 34.5% identity (72.4% similar) in 29 aa overlap (10-36:246-274) 
 
                                    10        20          30        
AAD-12                      HQRSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATP 
                                     . ..:.. .:.:  .:.: .. :  ::::  
gi|330 EAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATG 
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         220       230       240       250       260       270      
 
        40        50        60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 
                                                   
gi|330 AASGAATVAAGGYKV                             
         280       290                             
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.7  bits: 18.4 E():   51 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (55-78:1-24) 
 
           30        40        50        60        70        80     
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW     
                                     .: ..:..   ... .:... :.:       
gi|892                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
gi|892 IPKAAPGAYKSVEVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.7  bits: 18.4 E():   51 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (55-78:1-24) 
 
           30        40        50        60        70        80     
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW     
                                     .: ..:..   ... .:... :.:       
gi|215                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
gi|215 IPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.7  bits: 18.4 E():   51 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (55-78:1-24) 
 
           30        40        50        60        70        80     
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW     
                                     .: ..:..   ... .:... :.:       
gi|166                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
gi|166 IPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.7  bits: 18.4 E():   51 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (55-78:1-24) 
 
           30        40        50        60        70        80     
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW     
                                     .: ..:..   ... .:... :.:       
gi|215                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
gi|215 IPKAATGAYKSVEVKGDGGAGTVRIITLPEGSPITTMTVRTDAVNKEALSYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.6  bits: 17.8 E():   52 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (12-29:26-43) 
 
                             10        20        30        40       
AAD-12               HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                : .. :. :: :..  ::                  
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
         50        60        70        80        
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AAD-12 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW        
                                                 
gi|897 PYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
               70        80        90       100  
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.0  bits: 19.0 E():   56 
Smith-Waterman score: 44; 20.0% identity (52.5% similar) in 40 aa overlap (12-51:51-90) 
 
                                  10        20        30        40  
AAD-12                    HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|130 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               30        40        50        60        70        80 
 
              50        60        70        80                      
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW                      
        . .:. ..:                                                   
gi|130 PQPQPQYSQPQEPISQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQS 
               90       100       110       120       130       140 
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.9  bits: 20.0 E():   56 
Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (49-71:344-366) 
 
       20        30        40        50        60        70         
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
           320       330       340       350       360       370    
 
       80                                                           
AAD-12 DW                                                           
                                                                    
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.7  bits: 18.7 E():   58 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (16-49:31-64) 
 
                              10        20        30        40      
AAD-12                HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :. :  . :::..::  .     . ::    
gi|616 NEIAXAKIDLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCA 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW                          
        . :                                                         
gi|616 SQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNK 
               70        80        90       100       110       120 
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 70.4  bits: 20.0 E():   60 
Smith-Waterman score: 47; 25.4% identity (47.9% similar) in 71 aa overlap (3-63:320-387) 
 
                                           10         20        30  
AAD-12                             HQRSARHSLVYSQSKLGHV-QQAGSAYIGYGM 
                                     :. :.    .: .: .  :: :   .. :. 
gi|258 TARNLQGQNDNRNQIIQVRGNLDFVQPPRGRQEREHEERQQEQLQQERQQQGEQLMANGL 
     290       300       310       320       330       340          
 
              40                 50        60        70        80   
AAD-12 DTTATPLRPLVKV---------HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW   
       . :   ::   ..          :..:: : :   ..: .:                    
gi|258 EETFCSLRLKENIGNPERADIFSPRAGRISTL---NSHNLPILRFLRLSAERGFFYRNGI 
     350       360       370       380          390       400       
 
gi|258 YSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNHGVIQQAGNQGF 
        410       420       430       440       450       460       
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>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 70.4  bits: 15.9 E():   60 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (63-80:8-25) 
 
             40        50        60        70        80        
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW        
                                     :.. :  ....:..   :        
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA 
                                      10        20        30   
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 70.3  bits: 19.0 E():   60 
Smith-Waterman score: 44; 27.8% identity (52.8% similar) in 36 aa overlap (35-70:64-96) 
 
           10        20        30        40        50        60     
AAD-12 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                                     :  .. .  . :.  ::   . . :  .:  
gi|481 AGKATTEEQKLIEDINVGFKAAVAARQRPAADKFKTFEAASPRHPRP---LRQGAGLVPK 
            40        50        60        70        80           90 
 
           70        80                                             
AAD-12 MDAAESERFLEGLVDW                                             
       .::: :                                                       
gi|481 LDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGE 
              100       110       120       130       140       150 
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 70.3  bits: 15.0 E():   61 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (5-19:1-15) 
 
               10        20        30        40        50        60 
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH 
           :: . : : ..::..                                          
gi|323     ARTAWVDSGAQLGELSY                                        
                   10                                               
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.2  bits: 18.1 E():   61 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (34-41:34-41) 
 
            10        20        30        40        50        60    
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
            70        80                                            
AAD-12 GMDAAESERFLEGLVDW                                            
                                                                    
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 70.1  bits: 19.7 E():   62 
Smith-Waterman score: 46; 23.8% identity (55.6% similar) in 63 aa overlap (2-63:80-138) 
 
                                            10         20        30 
AAD-12                              HQRSARHSLVYSQS-KLGHVQQAGSAYIGYG 
                                     ::: .:. . ...  . :  :   :   .: 
gi|223 KLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVDVDHFIQLIRAL--FG 
      50        60        70        80        90       100          
 
               40        50        60        70        80           
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW           
       .. .:  :.  ..   .. .:  .  :: :..:                            
gi|223 LSRAARNLQDDLNDFLHSLEP--ISPRHRHGLPRQRRRSARVSAYLHADDFHKIITTIEA 
       110       120         130       140       150       160      
 
gi|223 LPEFANFYNFLKEHGLDVVDYINEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILP 
         170       180       190       200       210       220      
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>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 70.0  bits: 18.1 E():   63 
Smith-Waterman score: 44; 35.4% identity (54.2% similar) in 48 aa overlap (18-63:79-122) 
 
                            10        20        30        40        
AAD-12              HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
                                     :. . :.  :  : : ::. .  . :  :  
gi|160 LGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGN--ITVGEDGTAA-INIVDKQIPL 
       50        60        70        80          90        100      
 
        50          60        70        80              
AAD-12 TGRPSLLIGRHA--HAIPGMDAAESERFLEGLVDW              
       :: :  .::: .  :. :                               
gi|160 TG-PHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          110       120       130       140       150   
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.0  bits: 19.4 E():   63 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (48-64:225-240) 
 
        20        30        40        50        60        70        
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
        80                                                          
AAD-12 VDW                                                          
                                                                    
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.0  bits: 19.4 E():   63 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (48-64:225-240) 
 
        20        30        40        50        60        70        
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
        80                                                          
AAD-12 VDW                                                          
                                                                    
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.9  bits: 18.1 E():   64 
Smith-Waterman score: 41; 20.8% identity (79.2% similar) in 24 aa overlap (55-78:1-24) 
 
           30        40        50        60        70        80     
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW     
                                     .: ..:..   ... .:....:.:       
gi|134                               MGVQTHVLELTSSVSAEKIFQGFVIDVDTV 
                                             10        20        30 
 
gi|134 LPKAAPGAYKSVEIKGDGGPGTLKIITLPDGGPITTMTLRIDGVNKEALTFDYSVIDGDI 
               40        50        60        70        80        90 
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 69.7  bits: 15.9 E():   66 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (63-80:8-25) 
 
             40        50        60        70        80           
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW           
                                     :.. :  ....:..   :           
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK 
                                      10        20        30      
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>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.5  bits: 17.8 E():   67 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (27-44:25-42) 
 
               10        20        30        40        50        60 
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH 
                                 .:. . :.:  ..: ..:                 
gi|144   MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSLSTFK 
                 10        20        30        40        50         
 
               70        80                                         
AAD-12 AIPGMDAAESERFLEGLVDW                                         
                                                                    
gi|144 NTEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVEVTAS 
       60        70        80        90       100       110         
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.4  bits: 18.4 E():   68 
Smith-Waterman score: 42; 29.6% identity (70.4% similar) in 27 aa overlap (7-33:76-101) 
 
                                       10        20        30       
AAD-12                         HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::.. ..:... :  ..   :: ::    
gi|549 LKIHNDFRNKVARGLETRGNPGPQPPAKNMNNLVWN-NELANIAQIWASQCKYGHDTCKD 
          50        60        70        80         90       100     
 
         40        50        60        70        80                 
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW                 
                                                                    
gi|549 TTKYNVGQNIAVSSSTAAVYENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWA 
          110       120       130       140       150       160     
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.3  bits: 19.4 E():   69 
Smith-Waterman score: 45; 23.4% identity (44.7% similar) in 47 aa overlap (21-64:347-393) 
 
                         10        20        30        40        50 
AAD-12           HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ... : :   :: .    .  : :  
gi|625 DPMKKNVLVRADAPHTESMKWNWRSEKDLLENGAIFVASGCDPHLTPEQKSHLIPAEPGS 
        320       330       340       350       360       370       
 
                  60        70        80 
AAD-12 PSLLIGRHA---HAIPGMDAAESERFLEGLVDW 
         : .   :   . .::                 
gi|625 AVLQLTSCAGTLKCVPGKPC              
        380       390                    
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 69.3  bits: 15.3 E():   69 
Smith-Waterman score: 36; 44.0% identity (56.0% similar) in 25 aa overlap (16-40:2-24) 
 
               10        20        30        40        50        60 
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH 
                      ::..  :  :  : :. : :::  :                     
gi|751               DLGYAP-ATPAAPGAGY-TPATPAAP                     
                              10         20                         
 
               70        80 
AAD-12 AIPGMDAAESERFLEGLVDW 
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 69.2  bits: 15.9 E():   69 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (17-37:5-25) 
 
               10        20        30        40        50        60 
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH 
                       :.: .: :  : : .   :.:                        
gi|462             TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXLSSA            
                           10        20        30                   
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               70        80 
AAD-12 AIPGMDAAESERFLEGLVDW 
 
>>gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A-I [  (262 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 69.1  bits: 18.7 E():   70 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (12-58:71-117) 
 
                                  10        20        30        40  
AAD-12                    HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
              50        60        70        80                      
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW                      
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.0  bits: 17.5 E():   71 
Smith-Waterman score: 39; 31.8% identity (54.5% similar) in 22 aa overlap (58-79:20-41) 
 
        30        40        50        60        70        80        
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW        
                                     ::  . . : :. :    :..:         
gi|191            MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
gi|191 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.0  bits: 17.5 E():   71 
Smith-Waterman score: 39; 31.8% identity (54.5% similar) in 22 aa overlap (58-79:20-41) 
 
        30        40        50        60        70        80        
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW        
                                     ::  . . : :. :    :..:         
gi|730            MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
gi|730 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 68.9  bits: 15.3 E():   72 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (34-40:5-11) 
 
            10        20        30        40        50        60    
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     : .:.::                        
gi|751                           TKSQTHVPIRPNKLVLKVQKDRATN          
                                         10        20               
 
            70        80 
AAD-12 GMDAAESERFLEGLVDW 
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.8  bits: 17.8 E():   74 
Smith-Waterman score: 40; 30.0% identity (56.7% similar) in 30 aa overlap (37-66:114-143) 
 
         10        20        30        40        50        60       
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ..:  ..:    :.: 
gi|189 HCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTVHNAPYCLGLD 
            90       100       110       120       130       140    
 
         70        80 
AAD-12 AAESERFLEGLVDW 
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gi|189 I              
                      
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.7  bits: 17.8 E():   74 
Smith-Waterman score: 40; 26.7% identity (60.0% similar) in 30 aa overlap (37-66:115-144) 
 
         10        20        30        40        50        60       
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::   .:. ...  ..:    :.: 
gi|217 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
         70        80 
AAD-12 AAESERFLEGLVDW 
                      
gi|217 I              
                      
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.7  bits: 17.8 E():   74 
Smith-Waterman score: 40; 30.0% identity (56.7% similar) in 30 aa overlap (37-66:115-144) 
 
         10        20        30        40        50        60       
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ..:  ..:    :.: 
gi|439 CRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
         70        80 
AAD-12 AAESERFLEGLVDW 
                      
gi|439 I              
                      
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.7  bits: 19.0 E():   75 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (44-62:99-117) 
 
            20        30        40        50        60        70    
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
            80                                                      
AAD-12 LEGLVDW                                                      
                                                                    
gi|908 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
      130       140       150       160       170       180         
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 68.7  bits: 18.1 E():   75 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (57-73:17-30) 
 
         30        40        50        60        70        80       
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW       
                                     ::   .:..:    :::              
gi|212               VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                             10        20           30        40    
 
gi|212 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
            50        60        70        80        90       100    
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.6  bits: 19.0 E():   75 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (44-62:100-118) 
 
            20        30        40        50        60        70    
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
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                                     ::  .: : :.. . .:.:            
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
            80                                                      
AAD-12 LEGLVDW                                                      
                                                                    
gi|118 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     130       140       150       160       170       180          
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 68.6  bits: 15.3 E():   75 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (46-56:10-20) 
 
          20        30        40        50        60        70      
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
                                     :.:  :..: :                    
gi|147                      AKITFTNNXPNTVWPGILTGFGQKPQ              
                                    10        20                    
 
          80 
AAD-12 GLVDW 
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 68.6  bits: 18.1 E():   75 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (57-73:18-31) 
 
         30        40        50        60        70        80       
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW       
                                     ::   .:..:    :::              
gi|116              AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
gi|116 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 68.6  bits: 18.1 E():   75 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (57-73:18-31) 
 
         30        40        50        60        70        80       
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW       
                                     ::   .:..:    :::              
gi|144              AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
gi|144 LTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.5  bits: 18.4 E():   76 
Smith-Waterman score: 42; 33.3% identity (71.4% similar) in 21 aa overlap (17-37:72-92) 
 
                             10        20        30        40       
AAD-12               HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     : ...: .::   : ...:.:          
gi|383 TASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEE 
              50        60        70        80        90       100  
 
         50        60        70        80                           
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW                           
                                                                    
gi|383 EEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEEL 
             110       120       130       140       150       160  
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.4  bits: 18.7 E():   77 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (12-58:71-117) 
 
                                  10        20        30        40  
AAD-12                    HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
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                                     ::.   ..:   .  . :..     : .:  
gi|473 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
              50        60        70        80                      
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW                      
        . .:. ..:.  :...                                            
gi|473 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.4  bits: 19.4 E():   77 
Smith-Waterman score: 45; 20.0% identity (58.2% similar) in 55 aa overlap (19-71:52-104) 
 
                           10        20        30        40         
AAD-12             HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE- 
                                     ....:: :.: :.. ..  .   . . :   
gi|144 VEADVKLSDGYLARAAVPSGASTGIYEALELRDGGSDYLGKGVSKAVENVN--IIIGPAL 
              30        40        50        60        70            
 
        50         60        70        80                           
AAD-12 TGR-PSLLIGRHAHAIPGMDAAESERFLEGLVDW                           
       .:. :.  .:     .  .:.. .:                                    
gi|144 VGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAVSLAVCKAGAHVKGIPLYEH 
      80        90       100       110       120       130          
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.4  bits: 19.4 E():   77 
Smith-Waterman score: 45; 20.0% identity (58.2% similar) in 55 aa overlap (19-71:52-104) 
 
                           10        20        30        40         
AAD-12             HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE- 
                                     ....:: :.: :.. ..  .   . . :   
gi|144 VEADVKLSDGYLARAAVPRGASTGIYEALELRDGGSDYLGKGVSKAVENVN--IIIGPAL 
              30        40        50        60        70            
 
        50         60        70        80                           
AAD-12 TGR-PSLLIGRHAHAIPGMDAAESERFLEGLVDW                           
       .:. :.  .:     .  .:.. .:                                    
gi|144 VGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAVSLAVCKAGAHVKGIPLYKH 
      80        90       100       110       120       130          
 
>>gi|136457|sp|P06886.1|TSST_STAAU RecName: Full=Toxic s  (234 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.3  bits: 18.4 E():   78 
Smith-Waterman score: 42; 41.2% identity (64.7% similar) in 17 aa overlap (1-17:175-191) 
 
                                             10        20        30 
AAD-12                               HQRSARHSLVYSQSKLGHVQQAGSAYIGYG 
                                     :: .  :.:  :..: :              
gi|136 KVHGKDSPLKYGPKFDKKQLAISTLDFEIRHQLTQIHGLYRSSDKTGGYWKITMNDGSTY 
          150       160       170       180       190       200     
 
               40        50        60        70        80 
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 
                                                          
gi|136 QSDLSKKFEYNTEKPPINIDEIKTIEAEIN                     
          210       220       230                         
 
>>gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A-II   (291 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.3  bits: 18.7 E():   78 
Smith-Waterman score: 43; 19.1% identity (53.2% similar) in 47 aa overlap (12-58:71-117) 
 
                                  10        20        30        40  
AAD-12                    HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . : .     : .:  
gi|170 QVPLVQEQQFQGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQPFRPQQPY 
               50        60        70        80        90       100 
 
              50        60        70        80                      
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW                      
        . .:. ..:.  :...                                            
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gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQILQQILQQQLIPCRDVVLQQHNIAHGSSQV 
              110       120       130       140       150       160 
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 68.3  bits: 18.1 E():   78 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (57-73:27-40) 
 
         30        40        50        60        70        80       
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW       
                                     ::   .:..:    :::              
gi|194     MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEA 
                   10        20        30           40        50    
 
gi|194 LTQYKCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVL 
            60        70        80        90       100       110    
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 68.1  bits: 14.7 E():   80 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (31-38:10-17) 
 
               10        20        30        40        50        60 
AAD-12 HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAH 
                                     :.:  :::                       
gi|244                      IGNEDCTPWMSTLITPLP                      
                                    10                              
 
               70        80 
AAD-12 AIPGMDAAESERFLEGLVDW 
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 68.1  bits: 20.9 E():   80 
Smith-Waterman score: 50; 44.4% identity (63.0% similar) in 27 aa overlap (51-76:636-662) 
 
               30        40        50         60        70          
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVD 
                                     :: : : : : .:::  . ..:  :.:    
gi|278 SRGPSGPPGPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIG 
         610       620       630       640       650       660      
 
      80                                                            
AAD-12 W                                                            
                                                                    
gi|278 SPGRDGARGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAG 
         670       680       690       700       710       720      
 
>>gi|21673|emb|CAA35238.1| unnamed protein product [Trit  (307 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.9  bits: 18.7 E():   82 
Smith-Waterman score: 43; 22.0% identity (50.0% similar) in 50 aa overlap (9-58:86-131) 
 
                                     10        20        30         
AAD-12                       HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
                                     : : : .: . :      . : .     :  
gi|216 PFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQLPYPQPQ----LPYPQPQPFRPQ 
          60        70        80        90           100       110  
 
       40        50        60        70        80                   
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW                   
       .:  . .:. ..:.  :...                                         
gi|216 QPYPQSQPQYSQPQQPISQQQQQQQQQQQQKQQQQQQQQILQQILQQQLIPCRDVVLQQH 
             120       130       140       150       160       170  
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.9  bits: 18.7 E():   82 
Smith-Waterman score: 43; 27.8% identity (55.6% similar) in 36 aa overlap (27-62:234-269) 
 
                   10        20        30        40        50       
AAD-12     HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::  ..   .: . :.:   :.. :  .:  
gi|324 DPRTLNKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVIL 
           210       220       230       240       250       260    
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         60        70        80                      
AAD-12 RHAHAIPGMDAAESERFLEGLVDW                      
         .::.                                        
gi|324 SISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV 
           270       280       290       300         
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.9  bits: 18.1 E():   82 
Smith-Waterman score: 42; 29.5% identity (54.5% similar) in 44 aa overlap (40-80:37-80) 
 
      10        20        30        40        50          60        
AAD-12 VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR-PSLLI-GRHAHAIPGMDA 
                                     : .:     :. : : : :...:   ...  
gi|144 PVKALGEPIRFLLSYGEKDFEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISR 
         10        20        30        40        50        60       
 
        70         80                                               
AAD-12 AESERF-LEGLVDW                                               
         ...: : :  ::                                               
gi|144 YLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYY 
         70        80        90       100       110       120       
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.7  bits: 18.1 E():   84 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (8-33:76-100) 
 
                                      10        20        30        
AAD-12                        HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
        40        50        60        70        80                  
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW                  
                                                                    
gi|549 AKYPVGQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.7  bits: 18.1 E():   84 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (8-33:76-100) 
 
                                      10        20        30        
AAD-12                        HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDI 
          50        60        70        80         90       100     
 
        40        50        60        70        80                  
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW                  
                                                                    
gi|549 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.7  bits: 18.1 E():   84 
Smith-Waterman score: 41; 29.7% identity (54.1% similar) in 37 aa overlap (46-80:48-84) 
 
          20        30        40        50         60        70     
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI-GRHAHAIPGMDAAESERF- 
                                     :    : : : :...:   ...   ...:  
gi|622 PIRFLLSYGEKDFEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFG 
        20        30        40        50        60        70        
 
            80                                                      
AAD-12 LEGLVDW                                                      
       : :  ::                                                      
gi|622 LSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEV 
        80        90       100       110       120       130        
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
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 initn:  39 init1:  39 opt:  41  Z-score: 67.5  bits: 18.1 E():   86 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (8-33:81-105) 
 
                                      10        20        30        
AAD-12                        HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|115 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
               60        70        80         90       100          
 
        40        50        60        70        80                  
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW                  
                                                                    
gi|115 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
     110       120       130       140       150       160          
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 67.4  bits: 19.3 E():   87 
Smith-Waterman score: 45; 23.5% identity (58.8% similar) in 51 aa overlap (25-72:265-315) 
 
                     10        20        30        40         50    
AAD-12       HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG-RPSL 
                                     : .. :..:..  . ::.: .     . :  
gi|144 AVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGGVMTPLIKRNTTIPTKKSE 
          240       250       260       270       280       290     
 
            60          70        80                                
AAD-12 LIGRHAHAIPG--MDAAESERFLEGLVDW                                
        .. ..   ::  ... :.::                                        
gi|144 TFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAPRGVPQIEVTFDLDANGIM 
          300       310       320       330       340       350     
 
>>gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Thauma  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 67.3  bits: 14.7 E():   89 
Smith-Waterman score: 30; 66.7% identity (83.3% similar) in 6 aa overlap (59-64:15-20) 
 
       30        40        50        60        70        80 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 
                                     : :.::                 
gi|680                 ATFNFINNCPFTVWAAAVPG                 
                               10        20                 
 
>>gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} [De  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 67.3  bits: 14.7 E():   89 
Smith-Waterman score: 30; 45.5% identity (72.7% similar) in 11 aa overlap (61-71:1-11) 
 
               40        50        60        70        80 
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 
                                     :. :.::  .:          
gi|404                               AVGGQDADLAEAPFQISLLK 
                                             10        20 
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 67.0  bits: 16.5 E():   92 
Smith-Waterman score: 36; 30.0% identity (70.0% similar) in 20 aa overlap (2-21:39-58) 
 
                                            10        20        30  
AAD-12                              HQRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.. ..  : :.  ::...:           
gi|162 STEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYKVP 
       10        20        30        40        50        60         
 
              40        50        60        70        80 
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 
                                                         
gi|162 QLEIVPNS                                          
       70                                                
 
>>gi|289064179|gb|ADC80503.1| non-specific lipid transfe  (118 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.9  bits: 17.2 E():   93 
Smith-Waterman score: 38; 66.7% identity (88.9% similar) in 9 aa overlap (59-67:81-89) 
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       30        40        50        60        70        80         
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW         
                                     : ::::..:                      
gi|289 ASCCSGVRSLNAAAKTTPDRQAVCNCLKSAAGAIPGFNANNAGILPGKCGVSIPYKISTS 
               60        70        80        90       100       110 
 
gi|289 TNCATIKF 
                
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.9  bits: 18.1 E():   93 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (8-33:99-123) 
 
                                      10        20        30        
AAD-12                        HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|162 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
        40        50        60        70        80                  
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW                  
                                                                    
gi|162 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.9  bits: 18.1 E():   93 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (8-33:99-123) 
 
                                      10        20        30        
AAD-12                        HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|856 KEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
        40        50        60        70        80                  
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW                  
                                                                    
gi|856 AKYQVGQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.8  bits: 17.2 E():   94 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (7-24:33-50) 
 
                                       10        20        30       
AAD-12                         HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     :.:.: : .: ....  :             
gi|160 QEHKPKKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELD 
             10        20        30        40        50        60   
 
         40        50        60        70        80              
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW              
                                                                 
gi|160 VVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQTQ 
             70        80        90       100       110          
 
>>gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia mutic  (284 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 66.8  bits: 18.4 E():   94 
Smith-Waterman score: 42; 36.8% identity (73.7% similar) in 19 aa overlap (57-75:63-80) 
 
         30        40        50        60        70        80       
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW       
                                     .:: ..  ..::: .:. :            
gi|219 EDSKAKIEEDLTSLQKKYTNLENEFDQVNEKHADSVAKLEAAE-KRLTETEDEIKGYTRK 
             40        50        60        70         80        90  
 
gi|219 IQLLEDDLERTQTKLDEATGKLEEATKSADESERGRKVLESRSLADDDRIDGLEKQVKDA 
             100       110       120       130       140       150  
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
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 initn:  37 init1:  37 opt:  37  Z-score: 66.7  bits: 16.9 E():   95 
Smith-Waterman score: 37; 38.9% identity (50.0% similar) in 18 aa overlap (63-80:25-42) 
 
             40        50        60        70        80             
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW             
                                     ::   :: :   .:  .:             
gi|126       TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTKKGNLWEV 
                     10        20        30        40        50     
 
gi|126 KSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
           60        70        80        90        
 
>>gi|21761|emb|CAA26384.1| unnamed protein product [Trit  (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 66.7  bits: 18.4 E():   95 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (12-58:71-117) 
 
                                  10        20        30        40  
AAD-12                    HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|217 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQQFRPQQPY 
               50        60        70        80        90       100 
 
              50        60        70        80                      
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW                      
        . .:. ..:.  :...                                            
gi|217 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|170720|gb|AAA34280.1| alpha/beta-gliadin precursor   (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 66.7  bits: 18.4 E():   95 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (12-58:71-117) 
 
                                  10        20        30        40  
AAD-12                    HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
              50        60        70        80                      
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW                      
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|21755|emb|CAA25593.1| unnamed protein product [Trit  (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 66.7  bits: 18.4 E():   95 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (12-58:71-117) 
 
                                  10        20        30        40  
AAD-12                    HQRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|217 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
              50        60        70        80                      
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW                      
        . .:. ..:.  :...                                            
gi|217 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:57 2011 done: Fri Jan 21 00:02:57 2011 
 Total Scan time:  0.060 Total Display time:  0.070 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
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FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 158  - 237 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     0     8:  * 
  34    11    22:====   * 
  36    39    44:============= * 
  38    59    73:====================    * 
  40    55   102:===================              * 
  42   117   125:=======================================  * 
  44   148   138:=============================================*==== 
  46   147   140:==============================================*== 
  48   112   134:======================================      * 
  50   109   122:=====================================   * 
  52   115   108:===================================*=== 
  54   103    92:==============================*==== 
  56   109    77:=========================*=========== 
  58    77    63:====================*===== 
  60    55    51:================*== 
  62    43    41:=============*= 
  64    38    33:==========*== 
  66    32    26:========*== 
  68    34    20:======*===== 
  70    16    16:=====* 
  72    16    12:===*== 
  74    16    10:===*== 
  76    11     8:==*= 
  78     7     6:=*= 
  80     6     5:=* 
  82     6     3:*= 
  84     3     3:* 
  86     0     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     2     1:*         :*= 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.59220.00286; mu= 6.2091 0.148 
 mean_var=34.2431 8.353, 0's: 2 Z-trim: 2  B-trim: 0 in 0/44 
 Lambda= 0.219173 
 Kolmogorov-Smirnov  statistic: 0.0758 (N=26) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
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The best scores are:                                      opt bits E(1491) 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   58 23.5     1.5 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   54 22.2       3 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   59 23.8     3.3 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   59 23.8     3.8 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   56 22.8     5.4 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 18.8      10 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   56 22.8      10 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   56 22.8      11 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   47 20.0      12 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 22.8      13 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 22.8      13 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   51 21.3      15 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   52 21.6      15 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   52 21.6      15 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   48 20.3      15 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 20.9      17 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   50 20.9      17 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   50 20.9      17 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   50 20.9      18 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 16.5      19 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   49 20.6      21 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.4      23 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.4      23 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.4      23 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   49 20.6      24 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   50 20.9      24 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 20.6      24 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   47 20.0      25 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   48 20.3      25 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   50 20.9      26 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 22.8      26 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 19.1      28 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 20.6      29 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 18.7      29 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 20.0      32 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 20.0      32 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 20.0      32 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 20.0      32 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 20.0      32 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 20.0      32 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 20.0      32 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 20.0      32 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 20.0      32 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 20.0      32 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 20.0      32 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 20.0      32 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 20.0      32 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 20.0      32 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 21.3      33 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   49 20.6      33 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   43 18.7      34 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   43 18.7      37 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   49 20.6      37 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 16.5      39 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   48 20.3      41 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   44 19.1      41 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 16.5      43 
gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Veno ( 204)   44 19.1      44 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   44 19.1      44 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   44 19.1      44 
gi|56417506|gb|AAV90694.1| GE-rich salivary protei ( 266)   45 19.4      46 
gi|56417504|gb|AAV90693.1| 30 kDa salivary gland a ( 271)   45 19.4      47 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   43 18.7      47 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   45 19.4      49 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 19.7      49 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   40 17.8      49 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   45 19.4      50 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.4      51 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.4      51 
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gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   42 18.4      51 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   42 18.4      51 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 17.8      52 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 19.1      56 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 20.0      56 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   43 18.7      58 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   47 20.0      59 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 19.1      60 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 15.9      61 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.1      62 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 15.0      62 
gi|2231297|gb|AAC34736.1| Cr-PII allergen [Peripla ( 446)   46 19.7      62 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   41 18.1      63 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.4      63 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.4      63 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   41 18.1      64 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 15.9      66 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 17.8      67 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   42 18.4      68 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.4      68 
gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A ( 262)   43 18.7      70 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 15.9      70 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.3      70 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   39 17.5      71 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   39 17.5      71 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.3      73 
gi|4587985|gb|AAD25927.1|AF084828_1 major allergen ( 342)   44 19.0      73 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   40 17.8      74 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   44 19.0      74 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   40 17.8      74 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   40 17.8      74 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   44 19.0      74 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 18.1      75 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 18.1      75 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 18.1      75 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   42 18.4      76 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.3      76 
gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   43 18.7      76 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.4      77 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   45 19.4      77 
gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A ( 291)   43 18.7      77 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 18.1      78 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 20.9      79 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 14.7      81 
gi|21673|emb|CAA35238.1| unnamed protein product [ ( 307)   43 18.7      82 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   43 18.7      82 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   41 18.1      82 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   41 18.1      84 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   41 18.1      84 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   41 18.1      84 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   41 18.1      86 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   45 19.4      86 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   45 19.4      88 
gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} (  20)   30 14.6      90 
gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Th (  20)   30 14.6      90 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   45 19.4      91 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   45 19.4      91 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   45 19.4      92 
gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taur (  76)   36 16.5      93 
gi|289064179|gb|ADC80503.1| non-specific lipid tra ( 118)   38 17.2      93 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   41 18.1      93 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   41 18.1      93 
gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia m ( 284)   42 18.4      94 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   38 17.2      94 
gi|21761|emb|CAA26384.1| unnamed protein product [ ( 286)   42 18.4      94 
gi|170720|gb|AAA34280.1| alpha/beta-gliadin precur ( 286)   42 18.4      94 
gi|21755|emb|CAA25593.1| unnamed protein product [ ( 286)   42 18.4      94 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   37 16.8      95 
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  50 init1:  50 opt:  58  Z-score: 99.1  bits: 23.5 E():  1.5 
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Smith-Waterman score: 58; 40.0% identity (62.5% similar) in 40 aa overlap (44-79:79-117) 
 
            20        30        40        50            60          
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHA--HAIPGMDAAES 
                                     .::. ::.:  ::   :  :   :.. :.  
gi|121 DLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPEN-RPALKTLIDGLASSHKARGIEKAQF 
       50        60        70        80         90       100        
 
      70        80                                  
AAD-12 ERFLEGLVDWA                                  
       :.:  .:::.                                   
gi|121 EEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
       110       120       130       140       150  
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 94.0  bits: 22.2 E():    3 
Smith-Waterman score: 54; 33.3% identity (66.7% similar) in 36 aa overlap (1-32:42-77) 
 
                                                 10        20       
AAD-12                               QRSARHS----LVYSQSKLGHVQQAGSAYI 
                                     : :..::    :.... .. :::.:.. :  
gi|527 QKLLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAAQQYG 
              20        30        40        50        60        70  
 
         30        40        50        60        70        80 
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
         .: :                                                 
gi|527 ITAMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA     
              80        90       100       110       120      
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  55 init1:  55 opt:  59  Z-score: 93.3  bits: 23.8 E():  3.3 
Smith-Waterman score: 59; 21.9% identity (51.6% similar) in 64 aa overlap (3-63:330-393) 
 
                                           10        20        30   
AAD-12                             QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT 
                                     .: .:. ..      : . :. ... :.:  
gi|113 SASPTILSQGNRFCAPDERSKKNVLGRHGEAAAESMKWNWRTNKDVLENGAIFVASGVDP 
     300       310       320       330       340       350          
 
             40        50        60           70        80 
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAI---PGMDAAESERFLEGLVDWA 
       . :: .    .  : :. .: .   : ..   ::                  
gi|113 VLTPEQSAGMIPAEPGESALSLTSSAGVLSCQPGAPC               
     360       370       380       390                     
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  59  Z-score: 92.0  bits: 23.8 E():  3.8 
Smith-Waterman score: 59; 35.6% identity (60.0% similar) in 45 aa overlap (1-38:198-242) 
 
                                             10              20     
AAD-12                               QRSARHSLVYSQSKL------GHVQQAGSA 
                                     ::. :..:  .:. :      :  ..: .  
gi|303 LVQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALAD 
       170       180       190       200       210       220        
 
           30         40        50        60        70        80    
AAD-12 YIGYGMDT-TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA    
        .:.:::: ::  .:                                              
gi|303 VLGFGMDTETARKVRGEDDQRGHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICS 
       230       240       250       260       270       280        
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 89.4  bits: 22.8 E():  5.4 
Smith-Waterman score: 56; 29.6% identity (53.7% similar) in 54 aa overlap (23-74:25-73) 
 
                 10        20        30        40         50        
AAD-12   QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET-GRPSLLIGRH 
                               .:  ::.  : :::  : . . : : . :.       
gi|249 MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPAT----- 
               10        20        30        40        50           
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        60         70        80                                     
AAD-12 AHAIP-GMDAAESERFLEGLVDWA                                     
         :.: :  ..: ....:                                           
gi|249 PAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGLA 
          60        70        80        90       100       110      
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 84.3  bits: 18.8 E():   10 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (16-36:5-25) 
 
               10        20        30        40        50        60 
AAD-12 QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA 
                      :.:..: :. .::  .  :.:                         
gi|462            AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKNLNSA            
                          10        20        30                    
 
               70        80 
AAD-12 IPGMDAAESERFLEGLVDWA 
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  56  Z-score: 84.3  bits: 22.8 E():   10 
Smith-Waterman score: 56; 27.8% identity (63.9% similar) in 36 aa overlap (1-36:539-574) 
 
                                             10        20        30 
AAD-12                               QRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.:.. .   . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYP 
      510       520       530       540       550       560         
 
               40        50        60        70        80           
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA           
        ..  :                                                       
gi|217 TSVQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQP 
      570       580       590       600       610       620         
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 84.1  bits: 22.8 E():   11 
Smith-Waterman score: 56; 25.0% identity (63.9% similar) in 36 aa overlap (1-36:551-586) 
 
                                             10        20        30 
AAD-12                               QRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.... . . . ...:.::: :..  ::   
gi|217 QQGYYPTSPQQPGQGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYP 
              530       540       550       560       570       580 
 
               40        50        60        70        80           
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA           
        .   :                                                       
gi|217 TSLQQPGQGQQSGQGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQP 
              590       600       610       620       630       640 
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 82.8  bits: 20.0 E():   12 
Smith-Waterman score: 47; 27.5% identity (50.0% similar) in 40 aa overlap (29-68:19-58) 
 
               10        20        30        40        50        60 
AAD-12 QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA 
                                   :.: ::  :. :.:.        .     :.: 
gi|135           MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKA 
                         10        20        30        40        50 
 
               70        80                                         
AAD-12 IPGMDAAESERFLEGLVDWA                                         
       . : :. .                                                     
gi|135 LEGKDVKDLLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD 
               60        70        80        90       100       110 
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 82.5  bits: 22.8 E():   13 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (11-28:283-300) 
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                                   10        20        30        40 
AAD-12                     QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
               50        60        70        80                     
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA                     
                                                                    
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 82.3  bits: 22.8 E():   13 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (11-28:289-306) 
 
                                   10        20        30        40 
AAD-12                     QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
 
               50        60        70        80                     
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA                     
                                                                    
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 81.5  bits: 21.3 E():   15 
Smith-Waterman score: 51; 36.1% identity (55.6% similar) in 36 aa overlap (21-51:21-56) 
 
               10        20          30           40        50      
AAD-12 QRSARHSLVYSQSKLGHVQQAGS--AYIGYGMDTTATP---LRPLVKVHPETGRPSLLIG 
                           :::  : .:::  : :.:     : . . :  ..:.     
gi|330 MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKAT 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 RHAHAIPGMDAAESERFLEGLVDWA                                    
                                                                    
gi|330 TEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESS 
               70        80        90       100       110       120 
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 81.3  bits: 21.6 E():   15 
Smith-Waterman score: 52; 18.4% identity (55.1% similar) in 49 aa overlap (4-52:332-380) 
 
                                          10        20        30    
AAD-12                            QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                     : .:....  .   . . :. ..  : : . 
gi|113 SAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPV 
             310       320       330       340       350       360  
 
            40        50        60        70        80 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
        ::..    .  : :. ..                             
gi|113 LTPVQSAGMIPAEPGEAAIKLTSSAGVFSCHPGAPC            
             370       380       390                   
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 81.3  bits: 21.6 E():   15 
Smith-Waterman score: 52; 18.4% identity (55.1% similar) in 49 aa overlap (4-52:332-380) 
 
                                          10        20        30    
AAD-12                            QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                     : .:....  .   . . :. ..  : : . 
gi|166 SAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPV 
             310       320       330       340       350       360  
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            40        50        60        70        80 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
        ::..    .  : :. ..                             
gi|166 LTPVQSAGMIPAEPGEAAIKLTSSAGVFSCRPGAPC            
             370       380       390                   
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.2  bits: 20.3 E():   15 
Smith-Waterman score: 48; 25.6% identity (53.5% similar) in 43 aa overlap (28-70:23-65) 
 
               10        20        30        40        50        60 
AAD-12 QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA 
                                  ...:  ..::  :.:   :. .    .     : 
gi|344      MTGVKTHLQHELKRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVA 
                    10        20        30        40        50      
 
               70        80                                         
AAD-12 IPGMDAAESERFLEGLVDWA                                         
       ::. :  ..:                                                   
gi|344 IPNPDEFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGL 
          60        70        80        90       100       110      
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 80.5  bits: 20.9 E():   17 
Smith-Waterman score: 50; 32.1% identity (57.1% similar) in 28 aa overlap (24-51:1-28) 
 
               10        20        30        40        50        60 
AAD-12 QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA 
                              : .:::  : :.:    . . :  ..:.          
gi|295                        ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQK 
                                      10        20        30        
 
               70        80                                         
AAD-12 IPGMDAAESERFLEGLVDWA                                         
                                                                    
gi|295 LIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAAL 
        40        50        60        70        80        90        
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 80.5  bits: 20.9 E():   17 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (24-74:1-43) 
 
               10        20        30        40        50        60 
AAD-12 QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA 
                              : .:::    :::  : .   : :  :.   :  :   
gi|109                        ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA-- 
                                         10        20          30   
 
               70        80                                         
AAD-12 IPGMDAAESERFLEGLVDWA                                         
         :  ..: ....:                                               
gi|109 -AGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEPKG 
                40        50        60        70        80          
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 80.4  bits: 20.9 E():   17 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (24-74:1-43) 
 
               10        20        30        40        50        60 
AAD-12 QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA 
                              : .:::    :::  : .   : :  :.   :  :   
gi|239                        ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA-- 
                                         10        20          30   
 
               70        80                                         
AAD-12 IPGMDAAESERFLEGLVDWA                                         
         :  ..: ....:                                               
gi|239 -AGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEPKG 
                40        50        60        70        80          
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
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 initn:  43 init1:  43 opt:  50  Z-score: 79.8  bits: 20.9 E():   18 
Smith-Waterman score: 50; 32.1% identity (52.8% similar) in 53 aa overlap (23-74:25-68) 
 
                 10        20        30        40        50         
AAD-12   QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                               .: .:::    :::  : .   : :  :.      : 
gi|398 MAVHQYTVALFLAVALVAGPAASYAADLGYG---PATPAAPAAGYTPAT--PA----APA 
               10        20        30           40              50  
 
       60         70        80                                      
AAD-12 HAIP-GMDAAESERFLEGLVDWA                                      
       .: : :  ..: ....:                                            
gi|398 EAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGAASNKAFAEGLSG 
              60        70        80        90       100       110  
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 79.7  bits: 16.5 E():   19 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (57-62:8-13) 
 
         30        40        50        60        70        80 
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
                                     ::: .:                   
gi|131                        GPVGGVVHAHMMPLL                 
                                      10                      
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.8  bits: 20.6 E():   21 
Smith-Waterman score: 49; 21.9% identity (59.4% similar) in 32 aa overlap (2-33:179-210) 
 
                                            10        20        30  
AAD-12                              QRSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :.  .:.. .... :. ::      : :.. 
gi|219 MWQQSSCHVMQQQCCQQLSQIPEQSRYDAIRAITYSIILQEQQQGQSQQQQPQQSGQGVS 
      150       160       170       180       190       200         
 
              40        50        60        70        80            
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA            
        .                                                           
gi|219 QSQQQSQQQLGQCSFQQPQQQLGQQPQQQQVQQGTFLQPHQIAHLEVMTSIALRTLPTMC 
      210       220       230       240       250       260         
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.1  bits: 19.4 E():   23 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (26-43:24-41) 
 
               10        20        30        40        50        60 
AAD-12 QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA 
                                .:. . :.:  :.: ..:                  
gi|144   MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKN 
                 10        20        30        40        50         
 
               70        80                                         
AAD-12 IPGMDAAESERFLEGLVDWA                                         
                                                                    
gi|144 TEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTASV 
       60        70        80        90       100       110         
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.1  bits: 19.4 E():   23 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (26-43:24-41) 
 
               10        20        30        40        50        60 
AAD-12 QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA 
                                .:. . :.:  :.: ..:                  
gi|379   MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKN 
                 10        20        30        40        50         
 
               70        80                                         
AAD-12 IPGMDAAESERFLEGLVDWA                                         
                                                                    
gi|379 TEIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTATV 
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       60        70        80        90       100       110         
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.1  bits: 19.4 E():   23 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (26-43:24-41) 
 
               10        20        30        40        50        60 
AAD-12 QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA 
                                .:. . :.:  :.: ..:                  
gi|121   MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSLSTFKN 
                 10        20        30        40        50         
 
               70        80                                         
AAD-12 IPGMDAAESERFLEGLVDWA                                         
                                                                    
gi|121 TEIKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASV 
       60        70        80        90       100       110         
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 77.7  bits: 20.6 E():   24 
Smith-Waterman score: 49; 27.8% identity (57.4% similar) in 54 aa overlap (3-56:236-276) 
 
                                           10        20        30   
AAD-12                             QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDT 
                                     :. ::....:..  . ::        :.:  
gi|170 WPQSDCQVMRQQCCQQLAQIPQQLQCAAIHSVVHSIIMQQQQQQQQQQ--------GIDI 
         210       220       230       240       250                
 
             40        50        60        70        80             
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA             
           . :: . : ..:. ::. :.                                     
gi|170 ----FLPLSQ-HEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSI 
           260        270       280       290       300       310   
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 77.6  bits: 20.9 E():   24 
Smith-Waterman score: 50; 38.2% identity (55.9% similar) in 34 aa overlap (29-62:2-34) 
 
               10        20        30        40        50        60 
AAD-12 QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA 
                                   :. : : :.  :. .   .:   :  : ::.: 
gi|581                            MGFITKAIPIV-LAALSTVNGARILEAGPHAEA 
                                          10         20        30   
 
               70        80                                         
AAD-12 IPGMDAAESERFLEGLVDWA                                         
       ::                                                           
gi|581 IPNKYIVVMKREVSDEAFNAHTTWLSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRAYS 
             40        50        60        70        80        90   
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.5  bits: 20.6 E():   24 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (21-37:200-216) 
 
                         10        20        30        40        50 
AAD-12           QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
               60        70        80                               
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWA                               
                                                                    
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 77.3  bits: 20.0 E():   25 
Smith-Waterman score: 47; 21.7% identity (52.2% similar) in 46 aa overlap (22-64:62-107) 
 
                        10        20        30        40            
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AAD-12          QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE---TG 
                                     :..:.: . .. :     . . . .   .: 
gi|201 DATPVLDVAGKELDSRLSYRIISTFWGALGGDVYLGKSPNSDAPCANGIFRYNSDVGPSG 
              40        50        60        70        80        90  
 
       50        60        70        80                             
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWA                             
        :  .::  .:   :.                                             
gi|201 TPVRFIGSSSHFGQGIFENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTI 
             100       110       120       130       140       150  
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.2  bits: 20.3 E():   25 
Smith-Waterman score: 48; 25.6% identity (56.4% similar) in 39 aa overlap (7-45:87-125) 
 
                                       10        20        30       
AAD-12                         QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     : : . ..  . :.:.:  . :: .  ..  
gi|144 DLAEAPFQISLLKDYLIMKRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSS 
         60        70        80        90       100       110       
 
         40        50        60        70        80                 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA                 
           .::.:                                                    
gi|144 SYGDLKVKPIIQHESYEQDQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVDGDKVTIYG 
        120       130       140       150       160       170       
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 77.1  bits: 20.9 E():   26 
Smith-Waterman score: 50; 53.3% identity (73.3% similar) in 15 aa overlap (64-78:246-260) 
 
            40        50        60        70        80              
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA              
                                     ::.: :: . .:: :                
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
 
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 76.9  bits: 22.8 E():   26 
Smith-Waterman score: 56; 29.3% identity (60.3% similar) in 58 aa overlap (5-62:227-279) 
 
                                         10        20        30     
AAD-12                           QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                     :: ::. ..:  :.. . . ..  . : .: 
gi|203 MRHYMHPMDSDLSCRMTLKDKVVTEVDCEERHVLVHRSNKPVHMSYV-KMMLKQNKDGVA 
        200       210       220       230       240        250      
 
           40        50        60        70        80               
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA               
       . : : ....:.  :: : .  : :  :                                 
gi|203 ADLGP-TNAQPK--RPYLSFD-HKHKNPTETDVVEVLKKLCSEITEPQASIETSFTFQKL 
         260          270        280       290       300       310  
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.3  bits: 19.1 E():   28 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (26-46:25-45) 
 
               10        20        30        40        50        60 
AAD-12 QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA 
                                .:. . :.:  :.:  .:  :               
gi|990  MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSLSTFKN 
                10        20        30        40        50          
 
               70        80                                         
AAD-12 IPGMDAAESERFLEGLVDWA                                         
                                                                    
gi|990 TEAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVVVTASC 
      60        70        80        90       100       110          
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>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 76.3  bits: 20.6 E():   29 
Smith-Waterman score: 49; 24.5% identity (49.0% similar) in 49 aa overlap (18-63:341-389) 
 
                            10        20        30        40        
AAD-12              QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ..  :.: . :: .    .  :  
gi|113 ASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMIPAEP 
              320       330       340       350       360       370 
 
        50        60           70        80 
AAD-12 GRPSLLIGRHAHAI---PGMDAAESERFLEGLVDWA 
       :.  : .   : ..   ::                  
gi|113 GEAVLRLTSSAGVLSCQPGAPC               
              380       390                 
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 76.1  bits: 18.7 E():   29 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (63-75:5-17) 
 
             40        50        60        70        80             
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA             
                                     :.:::: .  :.:                  
gi|208                           MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACG 
                                         10        20        30     
 
gi|208 LAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAGDVDGD 
           40        50        60        70        80        90     
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (24-51:1-31) 
 
               10        20        30           40        50        
AAD-12 QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRH 
                              : .:::  : :.:     : . . :  ..:.       
gi|217                        ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTE 
                                      10        20        30        
 
        60        70        80                                      
AAD-12 AHAIPGMDAAESERFLEGLVDWA                                      
                                                                    
gi|217 EQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSK 
        40        50        60        70        80        90        
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (24-51:1-31) 
 
               10        20        30           40        50        
AAD-12 QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRH 
                              : .:::  : :.:     : . . :  ..:.       
gi|217                        ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTE 
                                      10        20        30        
 
        60        70        80                                      
AAD-12 AHAIPGMDAAESERFLEGLVDWA                                      
                                                                    
gi|217 EQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSK 
        40        50        60        70        80        90        
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (24-51:1-31) 
 
               10        20        30           40        50        
AAD-12 QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRH 
                              : .:::  : :.:     : . . :  ..:.       
gi|217                        ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTE 
                                      10        20        30        
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        60        70        80                                      
AAD-12 AHAIPGMDAAESERFLEGLVDWA                                      
                                                                    
gi|217 EQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSK 
        40        50        60        70        80        90        
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (24-51:1-31) 
 
               10        20        30           40        50        
AAD-12 QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRH 
                              : .:::  : :.:     : . . :  ..:.       
gi|217                        ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTE 
                                      10        20        30        
 
        60        70        80                                      
AAD-12 AHAIPGMDAAESERFLEGLVDWA                                      
                                                                    
gi|217 EQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSK 
        40        50        60        70        80        90        
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (24-51:1-31) 
 
               10        20        30           40        50        
AAD-12 QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRH 
                              : .:::  : :.:     : . . :  ..:.       
gi|217                        ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTE 
                                      10        20        30        
 
        60        70        80                                      
AAD-12 AHAIPGMDAAESERFLEGLVDWA                                      
                                                                    
gi|217 EQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSK 
        40        50        60        70        80        90        
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (24-51:1-31) 
 
               10        20        30           40        50        
AAD-12 QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRH 
                              : .:::  : :.:     : . . :  ..:.       
gi|217                        ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTE 
                                      10        20        30        
 
        60        70        80                                      
AAD-12 AHAIPGMDAAESERFLEGLVDWA                                      
                                                                    
gi|217 EQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSK 
        40        50        60        70        80        90        
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (24-51:1-31) 
 
               10        20        30           40        50        
AAD-12 QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRH 
                              : .:::  : :.:     : . . :  ..:.       
gi|217                        ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTE 
                                      10        20        30        
 
        60        70        80                                      
AAD-12 AHAIPGMDAAESERFLEGLVDWA                                      
                                                                    
gi|217 EQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSK 
        40        50        60        70        80        90        
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>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (24-51:1-31) 
 
               10        20        30           40        50        
AAD-12 QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRH 
                              : .:::  : :.:     : . . :  ..:.       
gi|217                        ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTE 
                                      10        20        30        
 
        60        70        80                                      
AAD-12 AHAIPGMDAAESERFLEGLVDWA                                      
                                                                    
gi|217 EQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSK 
        40        50        60        70        80        90        
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (24-51:1-31) 
 
               10        20        30           40        50        
AAD-12 QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRH 
                              : .:::  : :.:     : . . :  ..:.       
gi|217                        ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTE 
                                      10        20        30        
 
        60        70        80                                      
AAD-12 AHAIPGMDAAESERFLEGLVDWA                                      
                                                                    
gi|217 EQKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSK 
        40        50        60        70        80        90        
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (24-51:1-31) 
 
               10        20        30           40        50        
AAD-12 QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRH 
                              : .:::  : :.:     : . . :  ..:.       
gi|217                        ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTE 
                                      10        20        30        
 
        60        70        80                                      
AAD-12 AHAIPGMDAAESERFLEGLVDWA                                      
                                                                    
gi|217 EQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSK 
        40        50        60        70        80        90        
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (24-51:1-31) 
 
               10        20        30           40        50        
AAD-12 QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRH 
                              : .:::  : :.:     : . . :  ..:.       
gi|217                        ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTE 
                                      10        20        30        
 
        60        70        80                                      
AAD-12 AHAIPGMDAAESERFLEGLVDWA                                      
                                                                    
gi|217 EQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSK 
        40        50        60        70        80        90        
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (24-51:1-31) 
 
               10        20        30           40        50        
AAD-12 QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRH 
                              : .:::  : :.:     : . . :  ..:.       
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gi|217                        ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTE 
                                      10        20        30        
 
        60        70        80                                      
AAD-12 AHAIPGMDAAESERFLEGLVDWA                                      
                                                                    
gi|217 EQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSK 
        40        50        60        70        80        90        
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (24-51:1-31) 
 
               10        20        30           40        50        
AAD-12 QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRH 
                              : .:::  : :.:     : . . :  ..:.       
gi|217                        ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTE 
                                      10        20        30        
 
        60        70        80                                      
AAD-12 AHAIPGMDAAESERFLEGLVDWA                                      
                                                                    
gi|217 EQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSK 
        40        50        60        70        80        90        
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.3  bits: 20.0 E():   32 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (24-51:1-31) 
 
               10        20        30           40        50        
AAD-12 QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRH 
                              : .:::  : :.:     : . . :  ..:.       
gi|217                        ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTE 
                                      10        20        30        
 
        60        70        80                                      
AAD-12 AHAIPGMDAAESERFLEGLVDWA                                      
                                                                    
gi|217 EQKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSK 
        40        50        60        70        80        90        
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 75.1  bits: 21.3 E():   33 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (14-28:609-623) 
 
                                10        20        30        40    
AAD-12                  QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
            50        60        70        80                        
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA                        
                                                                    
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.1  bits: 20.6 E():   33 
Smith-Waterman score: 49; 33.3% identity (46.7% similar) in 30 aa overlap (27-56:90-119) 
 
                   10        20        30        40        50       
AAD-12     QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     : ::   . :  : .   :. :: .   :: 
gi|259 GVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGR 
      60        70        80        90       100       110          
 
         60        70        80                                     
AAD-12 HAHAIPGMDAAESERFLEGLVDWA                                     
                                                                    
gi|259 FQDRHQKIRRFRRGDIIAIPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLA 
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     120       130       140       150       160       170          
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 74.8  bits: 18.7 E():   34 
Smith-Waterman score: 43; 26.3% identity (57.9% similar) in 38 aa overlap (17-51:33-70) 
 
                             10        20        30           40    
AAD-12               QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVKV 
                                     ....:.::     .: :::   : : .. . 
gi|668 ASEAAAAAATPVAPTEGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPI 
             10        20        30        40        50        60   
 
            50        60        70        80                        
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA                        
         . .. :                                                     
gi|668 FADMAKKSPNVVFLKVDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKL 
             70        80        90       100       110       120   
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.2  bits: 18.7 E():   37 
Smith-Waterman score: 43; 29.6% identity (66.7% similar) in 27 aa overlap (23-49:9-35) 
 
               10        20        30        40        50        60 
AAD-12 QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA 
                             ::.    . ..:.  : .:.:. ..::            
gi|244               MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQSCQRQFEEQ 
                             10        20        30        40       
 
               70        80                                         
AAD-12 IPGMDAAESERFLEGLVDWA                                         
                                                                    
gi|244 QRFRNCQRYVKQEVQRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIK 
         50        60        70        80        90       100       
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 74.2  bits: 20.6 E():   37 
Smith-Waterman score: 49; 23.8% identity (50.0% similar) in 80 aa overlap (1-75:76-155) 
 
                                             10        20           
AAD-12                               QRSARHSLVYSQSKLGHVQQAGSAYIGY-- 
                                     .:.: .   ::.. :    : ::.:.:    
gi|112 IESEGGYIETWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGLIF 
          50        60        70        80        90       100      
 
        30         40        50        60         70        80      
AAD-12 -GMDTT-ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES-ERFLEGLVDWA      
        :  .:   : .   . . .     . .:.   .   .:. .. .:: ::           
gi|112 PGCPSTYEEPAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTGVA 
         110       120       130       140       150       160      
 
gi|112 FWMYNDEDTDVVTVTLSDTSSIHNQLDQFPRRFYLAGNQEQEFLRYQQQQGSRPHYRQIS 
         170       180       190       200       210       220      
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 73.7  bits: 16.5 E():   39 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (62-79:8-25) 
 
              40        50        60        70        80       
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA       
                                     :.. :. ....:..   :        
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA 
                                      10        20        30   
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 73.5  bits: 20.3 E():   41 
Smith-Waterman score: 48; 33.3% identity (59.5% similar) in 42 aa overlap (35-71:46-85) 
 
           10        20        30        40           50            
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL---VKVHPETGRPSLL--IGRHAH 
                                     :::::    ...: ....:  :  .: .   
gi|253 IEEPEMIAPTPPGQFPHQQPISSPNRTSRNTPLRPESTEIETHHHANHPPALPVLGMQL- 
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          20        30        40        50        60        70      
 
      60        70        80                                        
AAD-12 AIPGMDAAESERFLEGLVDWA                                        
        .::  . :: :                                                 
gi|253 PVPGT-VPESSRAQSRASLNLDIDLDLHAPSHPSHLSHGAPHEQEHAHEIQRHRAHSAQS 
            80        90       100       110       120       130    
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.4  bits: 19.1 E():   41 
Smith-Waterman score: 44; 43.8% identity (81.2% similar) in 16 aa overlap (1-16:46-61) 
 
                                             10        20        30 
AAD-12                               QRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     : ::.: ..:... ::               
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVT 
          20        30        40        50        60        70      
 
               40        50        60        70        80           
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA           
                                                                    
gi|697 RGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIA 
          80        90       100       110       120       130      
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 73.0  bits: 16.5 E():   43 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (62-79:8-25) 
 
              40        50        60        70        80          
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA          
                                     :.. :. ....:..   :           
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK 
                                      10        20        30      
 
>>gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.8  bits: 19.1 E():   44 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (7-32:76-100) 
 
                                       10        20        30       
AAD-12                         QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
         40        50        60        70        80                 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA                 
                                                                    
gi|549 AKYQVGQNVALTGSTAAVYNDPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 72.8  bits: 19.1 E():   44 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (7-32:76-100) 
 
                                       10        20        30       
AAD-12                         QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
         40        50        60        70        80                 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA                 
                                                                    
gi|549 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 72.8  bits: 19.1 E():   44 
Smith-Waterman score: 44; 29.6% identity (77.8% similar) in 27 aa overlap (6-32:77-102) 
 
                                        10        20        30      
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AAD-12                          QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::... .:... :. ..  .:: ::    
gi|549 LKVHNDFRQKVAKGLETRGNPGPQPPAKNMNNLVWND-ELANIAQVWASQCNYGHDTCKD 
         50        60        70        80         90       100      
 
          40        50        60        70        80                
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA                
                                                                    
gi|549 TEKYPVGQNIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWA 
         110       120       130       140       150       160      
 
>>gi|56417506|gb|AAV90694.1| GE-rich salivary protein 30  (266 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.5  bits: 19.4 E():   46 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (1-31:183-213) 
 
                                             10        20        30 
AAD-12                               QRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
            160       170       180       190       200       210   
 
               40        50        60        70        80     
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA     
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
            220       230       240       250       260       
 
>>gi|56417504|gb|AAV90693.1| 30 kDa salivary gland aller  (271 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 72.3  bits: 19.4 E():   47 
Smith-Waterman score: 45; 25.8% identity (61.3% similar) in 31 aa overlap (1-31:188-218) 
 
                                             10        20        30 
AAD-12                               QRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :  .:. .: . :.::  ..  . . ..:  
gi|564 YHKVVAILDKDTKVDNIQSEYLRSALNNDLQSEVRNPVVEAISRLGSFSKIEGCFKSMGS 
       160       170       180       190       200       210        
 
               40        50        60        70        80     
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA     
       :                                                      
gi|564 DVKKVIDEEQKAFKDCMTKKKSEYECSEDSFASAKGKLSPITSKIKSCVSSKGQ 
       220       230       240       250       260       270  
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 72.3  bits: 18.7 E():   47 
Smith-Waterman score: 43; 33.3% identity (93.3% similar) in 15 aa overlap (1-15:138-152) 
 
                                             10        20        30 
AAD-12                               QRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     .:.::..:. ...:.                
gi|391 KDKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQN 
       110       120       130       140       150       160        
 
               40        50        60        70        80 
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
                                                          
gi|391 ASIDTILTKV                                         
       170                                                
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 72.0  bits: 19.4 E():   49 
Smith-Waterman score: 45; 34.5% identity (72.4% similar) in 29 aa overlap (9-35:237-265) 
 
                                     10        20          30       
AAD-12                       QRSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATP 
                                     . ..:.. .:.:  .:.: .. :  ::::  
gi|168 EAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATG 
        210       220       230       240       250       260       
 
         40        50        60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
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gi|168 AASGAATVAAGGYKV                              
        270       280                               
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.0  bits: 19.7 E():   49 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (26-35:284-293) 
 
                    10        20        30        40        50      
AAD-12      QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
          60        70        80              
AAD-12 RHAHAIPGMDAAESERFLEGLVDWA              
                                              
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.9  bits: 17.8 E():   49 
Smith-Waterman score: 40; 30.0% identity (50.0% similar) in 30 aa overlap (50-79:13-42) 
 
      20        30        40        50        60        70          
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 
                                     :. :.    .. ::   :: :   .:  .: 
gi|144                   VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEW 
                                 10        20        30        40   
 
      80                                                      
AAD-12 A                                                      
                                                              
gi|144 EPLTKKGNLWEVKSSKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
             50        60        70        80        90       
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 71.8  bits: 19.4 E():   50 
Smith-Waterman score: 45; 34.5% identity (72.4% similar) in 29 aa overlap (9-35:246-274) 
 
                                     10        20          30       
AAD-12                       QRSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATP 
                                     . ..:.. .:.:  .:.: .. :  ::::  
gi|330 EAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATG 
         220       230       240       250       260       270      
 
         40        50        60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
                                                    
gi|330 AASGAATVAAGGYKV                              
         280       290                              
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.4 E():   51 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (54-77:1-24) 
 
            30        40        50        60        70        80    
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA    
                                     .: ..:..   ... .:... :.:       
gi|215                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
gi|215 IPKAATGAYKSVEVKGDGGAGTVRIITLPEGSPITTMTVRTDAVNKEALSYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.4 E():   51 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (54-77:1-24) 
 
            30        40        50        60        70        80    
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA    
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                                     .: ..:..   ... .:... :.:       
gi|892                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
gi|892 IPKAAPGAYKSVEVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.4 E():   51 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (54-77:1-24) 
 
            30        40        50        60        70        80    
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA    
                                     .: ..:..   ... .:... :.:       
gi|215                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
gi|215 IPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.4 E():   51 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (54-77:1-24) 
 
            30        40        50        60        70        80    
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA    
                                     .: ..:..   ... .:... :.:       
gi|166                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
gi|166 IPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.5  bits: 17.8 E():   52 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (11-28:26-43) 
 
                              10        20        30        40      
AAD-12                QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                : .. :. :: :..  ::                  
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
          50        60        70        80       
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA       
                                                 
gi|897 PYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
               70        80        90       100  
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.0  bits: 19.1 E():   56 
Smith-Waterman score: 44; 20.0% identity (52.5% similar) in 40 aa overlap (11-50:51-90) 
 
                                   10        20        30        40 
AAD-12                     QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|130 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               30        40        50        60        70        80 
 
               50        60        70        80                     
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA                     
        . .:. ..:                                                   
gi|130 PQPQPQYSQPQEPISQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQS 
               90       100       110       120       130       140 
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.0  bits: 20.0 E():   56 
Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (48-70:344-366) 
 
        20        30        40        50        60        70        
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
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                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
           320       330       340       350       360       370    
 
        80                                                          
AAD-12 DWA                                                          
                                                                    
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.7  bits: 18.7 E():   58 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (15-48:31-64) 
 
                               10        20        30        40     
AAD-12                 QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :. :  . :::..::  .     . ::    
gi|616 NEIAXAKIDLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCA 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA                         
        . :                                                         
gi|616 SQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNK 
               70        80        90       100       110       120 
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 70.5  bits: 20.0 E():   59 
Smith-Waterman score: 47; 25.4% identity (47.9% similar) in 71 aa overlap (2-62:320-387) 
 
                                            10         20        30 
AAD-12                              QRSARHSLVYSQSKLGHV-QQAGSAYIGYGM 
                                     :. :.    .: .: .  :: :   .. :. 
gi|258 TARNLQGQNDNRNQIIQVRGNLDFVQPPRGRQEREHEERQQEQLQQERQQQGEQLMANGL 
     290       300       310       320       330       340          
 
               40                 50        60        70        80  
AAD-12 DTTATPLRPLVKV---------HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA  
       . :   ::   ..          :..:: : :   ..: .:                    
gi|258 EETFCSLRLKENIGNPERADIFSPRAGRISTL---NSHNLPILRFLRLSAERGFFYRNGI 
     350       360       370       380          390       400       
 
gi|258 YSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNHGVIQQAGNQGF 
        410       420       430       440       450       460       
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 44; 27.8% identity (52.8% similar) in 36 aa overlap (34-69:64-96) 
 
            10        20        30        40        50        60    
AAD-12 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                                     :  .. .  . :.  ::   . . :  .:  
gi|481 AGKATTEEQKLIEDINVGFKAAVAARQRPAADKFKTFEAASPRHPRP---LRQGAGLVPK 
            40        50        60        70        80           90 
 
            70        80                                            
AAD-12 MDAAESERFLEGLVDWA                                            
       .::: :                                                       
gi|481 LDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGE 
              100       110       120       130       140       150 
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 70.3  bits: 15.9 E():   61 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (62-79:8-25) 
 
              40        50        60        70        80       
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA       
                                     :.. :  ....:..   :        
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA 
                                      10        20        30   
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>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.2  bits: 18.1 E():   62 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (33-40:34-41) 
 
             10        20        30        40        50        60   
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
             70        80                                           
AAD-12 GMDAAESERFLEGLVDWA                                           
                                                                    
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 70.1  bits: 15.0 E():   62 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (4-18:1-15) 
 
               10        20        30        40        50        60 
AAD-12 QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA 
          :: . : : ..::..                                           
gi|323    ARTAWVDSGAQLGELSY                                         
                  10                                                
 
>>gi|2231297|gb|AAC34736.1| Cr-PII allergen [Periplaneta  (446 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 70.1  bits: 19.7 E():   62 
Smith-Waterman score: 46; 23.8% identity (55.6% similar) in 63 aa overlap (1-62:80-138) 
 
                                             10         20          
AAD-12                               QRSARHSLVYSQS-KLGHVQQAGSAYIGYG 
                                     ::: .:. . ...  . :  :   :   .: 
gi|223 KLETSPDFKALYDAIRSPEFQSIISTLNAMQRSEHHQNLRDKGVDVDHFIQLIRAL--FG 
      50        60        70        80        90       100          
 
      30        40        50        60        70        80          
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA          
       .. .:  :.  ..   .. .:  .  :: :..:                            
gi|223 LSRAARNLQDDLNDFLHSLEP--ISPRHRHGLPRQRRRSARVSAYLHADDFHKIITTIEA 
       110       120         130       140       150       160      
 
gi|223 LPEFANFYNFLKEHGLDVVDYINEIHSIIGLPPFVPPSRRHARRGVGINGLIDDVIAILP 
         170       180       190       200       210       220      
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 70.0  bits: 18.1 E():   63 
Smith-Waterman score: 44; 35.4% identity (54.2% similar) in 48 aa overlap (17-62:79-122) 
 
                             10        20        30        40       
AAD-12               QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
                                     :. . :.  :  : : ::. .  . :  :  
gi|160 LGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGN--ITVGEDGTAA-INIVDKQIPL 
       50        60        70        80          90        100      
 
         50          60        70        80             
AAD-12 TGRPSLLIGRHA--HAIPGMDAAESERFLEGLVDWA             
       :: :  .::: .  :. :                               
gi|160 TG-PHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          110       120       130       140       150   
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.0  bits: 19.4 E():   63 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (47-63:225-240) 
 
         20        30        40        50        60        70       
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
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         80                                                         
AAD-12 VDWA                                                         
                                                                    
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.0  bits: 19.4 E():   63 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (47-63:225-240) 
 
         20        30        40        50        60        70       
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
         80                                                         
AAD-12 VDWA                                                         
                                                                    
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.9  bits: 18.1 E():   64 
Smith-Waterman score: 41; 20.8% identity (79.2% similar) in 24 aa overlap (54-77:1-24) 
 
            30        40        50        60        70        80    
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA    
                                     .: ..:..   ... .:....:.:       
gi|134                               MGVQTHVLELTSSVSAEKIFQGFVIDVDTV 
                                             10        20        30 
 
gi|134 LPKAAPGAYKSVEIKGDGGPGTLKIITLPDGGPITTMTLRIDGVNKEALTFDYSVIDGDI 
               40        50        60        70        80        90 
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 69.6  bits: 15.9 E():   66 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (62-79:8-25) 
 
              40        50        60        70        80          
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA          
                                     :.. :  ....:..   :           
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK 
                                      10        20        30      
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.5  bits: 17.8 E():   67 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (26-43:25-42) 
 
               10        20        30        40        50        60 
AAD-12 QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA 
                                .:. . :.:  ..: ..:                  
gi|144  MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSLSTFKN 
                10        20        30        40        50          
 
               70        80                                         
AAD-12 IPGMDAAESERFLEGLVDWA                                         
                                                                    
gi|144 TEIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVEVTASV 
      60        70        80        90       100       110          
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 69.4  bits: 18.4 E():   68 
Smith-Waterman score: 42; 29.6% identity (70.4% similar) in 27 aa overlap (6-32:76-101) 
 
                                        10        20        30      
AAD-12                          QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::.. ..:... :  ..   :: ::    
gi|549 LKIHNDFRNKVARGLETRGNPGPQPPAKNMNNLVWN-NELANIAQIWASQCKYGHDTCKD 
          50        60        70        80         90       100     
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          40        50        60        70        80                
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA                
                                                                    
gi|549 TTKYNVGQNIAVSSSTAAVYENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWA 
          110       120       130       140       150       160     
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.3  bits: 19.4 E():   68 
Smith-Waterman score: 45; 23.4% identity (44.7% similar) in 47 aa overlap (20-63:347-393) 
 
                          10        20        30        40          
AAD-12            QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ... : :   :: .    .  : :  
gi|625 DPMKKNVLVRADAPHTESMKWNWRSEKDLLENGAIFVASGCDPHLTPEQKSHLIPAEPGS 
        320       330       340       350       360       370       
 
      50           60        70        80 
AAD-12 PSLLIGRHA---HAIPGMDAAESERFLEGLVDWA 
         : .   :   . .::                  
gi|625 AVLQLTSCAGTLKCVPGKPC               
        380       390                     
 
>>gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A-I [  (262 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 69.2  bits: 18.7 E():   70 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (11-57:71-117) 
 
                                   10        20        30        40 
AAD-12                     QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
               50        60        70        80                     
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA                     
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 69.2  bits: 15.9 E():   70 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (16-36:5-25) 
 
               10        20        30        40        50        60 
AAD-12 QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA 
                      :.: .: :  : : .   :.:                         
gi|462            TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXLSSA             
                          10        20        30                    
 
               70        80 
AAD-12 IPGMDAAESERFLEGLVDWA 
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 69.1  bits: 15.3 E():   70 
Smith-Waterman score: 36; 44.0% identity (56.0% similar) in 25 aa overlap (15-39:2-24) 
 
               10        20        30        40        50        60 
AAD-12 QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA 
                     ::..  :  :  : :. : :::  :                      
gi|751              DLGYAP-ATPAAPGAGY-TPATPAAP                      
                             10         20                          
 
               70        80 
AAD-12 IPGMDAAESERFLEGLVDWA 
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.0  bits: 17.5 E():   71 
Smith-Waterman score: 39; 31.8% identity (54.5% similar) in 22 aa overlap (57-78:20-41) 
 
         30        40        50        60        70        80       
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA       
                                     ::  . . : :. :    :..:         
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gi|191            MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
gi|191 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.0  bits: 17.5 E():   71 
Smith-Waterman score: 39; 31.8% identity (54.5% similar) in 22 aa overlap (57-78:20-41) 
 
         30        40        50        60        70        80       
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA       
                                     ::  . . : :. :    :..:         
gi|730            MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
gi|730 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 68.8  bits: 15.3 E():   73 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (33-39:5-11) 
 
             10        20        30        40        50        60   
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     : .:.::                        
gi|751                           TKSQTHVPIRPNKLVLKVQKDRATN          
                                         10        20               
 
             70        80 
AAD-12 GMDAAESERFLEGLVDWA 
 
>>gi|4587985|gb|AAD25927.1|AF084828_1 major allergenic p  (342 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 68.8  bits: 19.0 E():   73 
Smith-Waterman score: 49; 24.1% identity (56.9% similar) in 58 aa overlap (21-76:134-186) 
 
                         10        20        30        40           
AAD-12           QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG-- 
                                     : .::::   . . . .  ...:  ..:   
gi|458 MPRKPGMTRDDLFNSNASIVRDLAKVVAKVAPKAYIGVISNPVNSTVPIVAEVFKKAGVY 
           110       120       130       140       150       160    
 
       50        60        70        80                             
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWA                             
        :. :.:     .  .:....  :: :.                                 
gi|458 DPKRLFG-----VTTLDTTRAATFLSGIAGSDPQTTNVPVIGGHSGVTIVPLISQAAQGD 
           170            180       190       200       210         
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.7  bits: 17.8 E():   74 
Smith-Waterman score: 40; 30.0% identity (56.7% similar) in 30 aa overlap (36-65:114-143) 
 
          10        20        30        40        50        60      
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ..:  ..:    :.: 
gi|189 HCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTVHNAPYCLGLD 
            90       100       110       120       130       140    
 
          70        80 
AAD-12 AAESERFLEGLVDWA 
                       
gi|189 I               
                       
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.7  bits: 19.0 E():   74 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (43-61:99-117) 
 
             20        30        40        50        60        70   
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 5614



 

 

gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
             80                                                     
AAD-12 LEGLVDWA                                                     
                                                                    
gi|908 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
      130       140       150       160       170       180         
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.7  bits: 17.8 E():   74 
Smith-Waterman score: 40; 30.0% identity (56.7% similar) in 30 aa overlap (36-65:115-144) 
 
          10        20        30        40        50        60      
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ..:  ..:    :.: 
gi|439 CRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
          70        80 
AAD-12 AAESERFLEGLVDWA 
                       
gi|439 I               
                       
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.7  bits: 17.8 E():   74 
Smith-Waterman score: 40; 26.7% identity (60.0% similar) in 30 aa overlap (36-65:115-144) 
 
          10        20        30        40        50        60      
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::   .:. ...  ..:    :.: 
gi|217 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
          70        80 
AAD-12 AAESERFLEGLVDWA 
                       
gi|217 I               
                       
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.7  bits: 19.0 E():   74 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (43-61:100-118) 
 
             20        30        40        50        60        70   
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
             80                                                     
AAD-12 LEGLVDWA                                                     
                                                                    
gi|118 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     130       140       150       160       170       180          
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 68.7  bits: 18.1 E():   75 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (56-72:17-30) 
 
          30        40        50        60        70        80      
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA      
                                     ::   .:..:    :::              
gi|212               VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                             10        20           30        40    
 
gi|212 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
            50        60        70        80        90       100    
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
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 initn:  38 init1:  38 opt:  41  Z-score: 68.6  bits: 18.1 E():   75 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (56-72:18-31) 
 
          30        40        50        60        70        80      
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA      
                                     ::   .:..:    :::              
gi|116              AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
gi|116 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 68.6  bits: 18.1 E():   75 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (56-72:18-31) 
 
          30        40        50        60        70        80      
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA      
                                     ::   .:..:    :::              
gi|144              AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
gi|144 LTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.6  bits: 18.4 E():   76 
Smith-Waterman score: 42; 33.3% identity (71.4% similar) in 21 aa overlap (16-36:72-92) 
 
                              10        20        30        40      
AAD-12                QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     : ...: .::   : ...:.:          
gi|383 TASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEE 
              50        60        70        80        90       100  
 
          50        60        70        80                          
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA                          
                                                                    
gi|383 EEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEEL 
             110       120       130       140       150       160  
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 68.5  bits: 15.3 E():   76 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (45-55:10-20) 
 
           20        30        40        50        60        70     
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
                                     :.:  :..: :                    
gi|147                      AKITFTNNXPNTVWPGILTGFGQKPQ              
                                    10        20                    
 
           80 
AAD-12 GLVDWA 
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.5  bits: 18.7 E():   76 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (11-57:71-117) 
 
                                   10        20        30        40 
AAD-12                     QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|473 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
               50        60        70        80                     
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA                     
        . .:. ..:.  :...                                            
gi|473 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
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 initn:  45 init1:  45 opt:  45  Z-score: 68.4  bits: 19.4 E():   77 
Smith-Waterman score: 45; 20.0% identity (58.2% similar) in 55 aa overlap (18-70:52-104) 
 
                            10        20        30        40        
AAD-12              QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE- 
                                     ....:: :.: :.. ..  .   . . :   
gi|144 VEADVKLSDGYLARAAVPSGASTGIYEALELRDGGSDYLGKGVSKAVENVN--IIIGPAL 
              30        40        50        60        70            
 
          50        60        70        80                          
AAD-12 TGR-PSLLIGRHAHAIPGMDAAESERFLEGLVDWA                          
       .:. :.  .:     .  .:.. .:                                    
gi|144 VGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAVSLAVCKAGAHVKGIPLYEH 
      80        90       100       110       120       130          
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.4  bits: 19.4 E():   77 
Smith-Waterman score: 45; 20.0% identity (58.2% similar) in 55 aa overlap (18-70:52-104) 
 
                            10        20        30        40        
AAD-12              QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE- 
                                     ....:: :.: :.. ..  .   . . :   
gi|144 VEADVKLSDGYLARAAVPRGASTGIYEALELRDGGSDYLGKGVSKAVENVN--IIIGPAL 
              30        40        50        60        70            
 
          50        60        70        80                          
AAD-12 TGR-PSLLIGRHAHAIPGMDAAESERFLEGLVDWA                          
       .:. :.  .:     .  .:.. .:                                    
gi|144 VGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAVSLAVCKAGAHVKGIPLYKH 
      80        90       100       110       120       130          
 
>>gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A-II   (291 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 68.3  bits: 18.7 E():   77 
Smith-Waterman score: 43; 19.1% identity (53.2% similar) in 47 aa overlap (11-57:71-117) 
 
                                   10        20        30        40 
AAD-12                     QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . : .     : .:  
gi|170 QVPLVQEQQFQGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQPFRPQQPY 
               50        60        70        80        90       100 
 
               50        60        70        80                     
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA                     
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQILQQILQQQLIPCRDVVLQQHNIAHGSSQV 
              110       120       130       140       150       160 
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 68.3  bits: 18.1 E():   78 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (56-72:27-40) 
 
          30        40        50        60        70        80      
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA      
                                     ::   .:..:    :::              
gi|194     MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEA 
                   10        20        30           40        50    
 
gi|194 LTQYKCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVL 
            60        70        80        90       100       110    
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 68.2  bits: 20.9 E():   79 
Smith-Waterman score: 50; 44.4% identity (63.0% similar) in 27 aa overlap (50-75:636-662) 
 
      20        30        40        50         60        70         
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVD 
                                     :: : : : : .:::  . ..:  :.:    
gi|278 SRGPSGPPGPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIG 
         610       620       630       640       650       660      
 
       80                                                           
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AAD-12 WA                                                           
                                                                    
gi|278 SPGRDGARGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAG 
         670       680       690       700       710       720      
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 68.0  bits: 14.7 E():   81 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (30-37:10-17) 
 
               10        20        30        40        50        60 
AAD-12 QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA 
                                    :.:  :::                        
gi|244                     IGNEDCTPWMSTLITPLP                       
                                   10                               
 
               70        80 
AAD-12 IPGMDAAESERFLEGLVDWA 
 
>>gi|21673|emb|CAA35238.1| unnamed protein product [Trit  (307 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 67.9  bits: 18.7 E():   82 
Smith-Waterman score: 43; 22.0% identity (50.0% similar) in 50 aa overlap (8-57:86-131) 
 
                                      10        20        30        
AAD-12                        QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
                                     : : : .: . :      . : .     :  
gi|216 PFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQLPYPQPQ----LPYPQPQPFRPQ 
          60        70        80        90           100       110  
 
        40        50        60        70        80                  
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA                  
       .:  . .:. ..:.  :...                                         
gi|216 QPYPQSQPQYSQPQQPISQQQQQQQQQQQQKQQQQQQQQILQQILQQQLIPCRDVVLQQH 
             120       130       140       150       160       170  
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.9  bits: 18.7 E():   82 
Smith-Waterman score: 43; 27.8% identity (55.6% similar) in 36 aa overlap (26-61:234-269) 
 
                    10        20        30        40        50      
AAD-12      QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::  ..   .: . :.:   :.. :  .:  
gi|324 DPRTLNKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVIL 
           210       220       230       240       250       260    
 
          60        70        80                     
AAD-12 RHAHAIPGMDAAESERFLEGLVDWA                     
         .::.                                        
gi|324 SISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV 
           270       280       290       300         
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.9  bits: 18.1 E():   82 
Smith-Waterman score: 42; 29.5% identity (54.5% similar) in 44 aa overlap (39-79:37-80) 
 
       10        20        30        40         50         60       
AAD-12 VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR-PSLLI-GRHAHAIPGMDA 
                                     : .:     :. : : : :...:   ...  
gi|144 PVKALGEPIRFLLSYGEKDFEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISR 
         10        20        30        40        50        60       
 
         70         80                                              
AAD-12 AESERF-LEGLVDWA                                              
         ...: : :  ::                                               
gi|144 YLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYY 
         70        80        90       100       110       120       
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.7  bits: 18.1 E():   84 
Smith-Waterman score: 41; 29.7% identity (54.1% similar) in 37 aa overlap (45-79:48-84) 
 
           20        30        40        50         60        70    

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 5618



 

 

AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI-GRHAHAIPGMDAAESERF- 
                                     :    : : : :...:   ...   ...:  
gi|622 PIRFLLSYGEKDFEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFG 
        20        30        40        50        60        70        
 
             80                                                     
AAD-12 LEGLVDWA                                                     
       : :  ::                                                      
gi|622 LSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEV 
        80        90       100       110       120       130        
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.7  bits: 18.1 E():   84 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (7-32:76-100) 
 
                                       10        20        30       
AAD-12                         QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
         40        50        60        70        80                 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA                 
                                                                    
gi|549 AKYPVGQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.7  bits: 18.1 E():   84 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (7-32:76-100) 
 
                                       10        20        30       
AAD-12                         QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDI 
          50        60        70        80         90       100     
 
         40        50        60        70        80                 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA                 
                                                                    
gi|549 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 67.5  bits: 18.1 E():   86 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (7-32:81-105) 
 
                                       10        20        30       
AAD-12                         QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|115 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
               60        70        80         90       100          
 
         40        50        60        70        80                 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA                 
                                                                    
gi|115 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
     110       120       130       140       150       160          
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 67.5  bits: 19.4 E():   86 
Smith-Waterman score: 45; 23.5% identity (58.8% similar) in 51 aa overlap (24-71:265-315) 
 
                      10        20        30        40         50   
AAD-12        QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG-RPSL 
                                     : .. :..:..  . ::.: .     . :  
gi|144 AVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGGVMTPLIKRNTTIPTKKSE 
          240       250       260       270       280       290     
 
             60          70        80                               
AAD-12 LIGRHAHAIPG--MDAAESERFLEGLVDWA                               
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        .. ..   ::  ... :.::                                        
gi|144 TFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAPRGVPQIEVTFDLDANGIM 
          300       310       320       330       340       350     
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.4  bits: 19.4 E():   88 
Smith-Waterman score: 45; 38.9% identity (66.7% similar) in 18 aa overlap (6-23:394-411) 
 
                                        10        20        30      
AAD-12                          QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ::..:.    .::: . :             
gi|224 LLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQE 
           370       380       390       400       410       420    
 
          40        50        60        70        80                
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA                
                                                                    
gi|224 GHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPR 
           430       440       450       460       470       480    
 
>>gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} [De  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 67.1  bits: 14.6 E():   90 
Smith-Waterman score: 30; 45.5% identity (72.7% similar) in 11 aa overlap (60-70:1-11) 
 
      30        40        50        60        70        80 
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
                                     :. :.::  .:           
gi|404                               AVGGQDADLAEAPFQISLLK  
                                             10        20  
 
>>gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Thauma  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 67.1  bits: 14.6 E():   90 
Smith-Waterman score: 30; 66.7% identity (83.3% similar) in 6 aa overlap (58-63:15-20) 
 
        30        40        50        60        70        80 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
                                     : :.::                  
gi|680                 ATFNFINNCPFTVWAAAVPG                  
                               10        20                  
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.1  bits: 19.4 E():   91 
Smith-Waterman score: 45; 38.9% identity (66.7% similar) in 18 aa overlap (6-23:414-431) 
 
                                        10        20        30      
AAD-12                          QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ::..:.    .::: . :             
gi|199 LLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQE 
           390       400       410       420       430       440    
 
          40        50        60        70        80                
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA                
                                                                    
gi|199 GHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPR 
           450       460       470       480       490       500    
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.1  bits: 19.4 E():   91 
Smith-Waterman score: 45; 38.9% identity (66.7% similar) in 18 aa overlap (6-23:414-431) 
 
                                        10        20        30      
AAD-12                          QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ::..:.    .::: . :             
gi|571 LLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQE 
           390       400       410       420       430       440    
 
          40        50        60        70        80                
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA                
                                                                    
gi|571 GHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPR 
           450       460       470       480       490       500    
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>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 66.9  bits: 19.4 E():   92 
Smith-Waterman score: 45; 38.9% identity (66.7% similar) in 18 aa overlap (6-23:422-439) 
 
                                        10        20        30      
AAD-12                          QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ::..:.    .::: . :             
gi|213 LLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQE 
             400       410       420       430       440       450  
 
          40        50        60        70        80                
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA                
                                                                    
gi|213 GHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPR 
             460       470       480       490       500       510  
 
>>gi|162927|gb|AAA30478.1| alpha-s1-casein [Bos taurus]   (76 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 66.9  bits: 16.5 E():   93 
Smith-Waterman score: 36; 30.0% identity (70.0% similar) in 20 aa overlap (1-20:39-58) 
 
                                             10        20        30 
AAD-12                               QRSARHSLVYSQSKLGHVQQAGSAYIGYGM 
                                     :.. ..  : :.  ::...:           
gi|162 STEDQAMEDIKQMEAESISSSEEIVPNSVEQKQIQKEDVPSERYLGYLEQLLRLKKYKVP 
       10        20        30        40        50        60         
 
               40        50        60        70        80 
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
                                                          
gi|162 QLEIVPNS                                           
       70                                                 
 
>>gi|289064179|gb|ADC80503.1| non-specific lipid transfe  (118 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.9  bits: 17.2 E():   93 
Smith-Waterman score: 38; 66.7% identity (88.9% similar) in 9 aa overlap (58-66:81-89) 
 
        30        40        50        60        70        80        
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA        
                                     : ::::..:                      
gi|289 ASCCSGVRSLNAAAKTTPDRQAVCNCLKSAAGAIPGFNANNAGILPGKCGVSIPYKISTS 
               60        70        80        90       100       110 
 
gi|289 TNCATIKF 
                
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.9  bits: 18.1 E():   93 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (7-32:99-123) 
 
                                       10        20        30       
AAD-12                         QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|856 KEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
         40        50        60        70        80                 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA                 
                                                                    
gi|856 AKYQVGQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 66.9  bits: 18.1 E():   93 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (7-32:99-123) 
 
                                       10        20        30       
AAD-12                         QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|162 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
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         40        50        60        70        80                 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA                 
                                                                    
gi|162 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia mutic  (284 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 66.8  bits: 18.4 E():   94 
Smith-Waterman score: 42; 36.8% identity (73.7% similar) in 19 aa overlap (56-74:63-80) 
 
          30        40        50        60        70        80      
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA      
                                     .:: ..  ..::: .:. :            
gi|219 EDSKAKIEEDLTSLQKKYTNLENEFDQVNEKHADSVAKLEAAE-KRLTETEDEIKGYTRK 
             40        50        60        70         80        90  
 
gi|219 IQLLEDDLERTQTKLDEATGKLEEATKSADESERGRKVLESRSLADDDRIDGLEKQVKDA 
             100       110       120       130       140       150  
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.8  bits: 17.2 E():   94 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (6-23:33-50) 
 
                                        10        20        30      
AAD-12                          QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     :.:.: : .: ....  :             
gi|160 QEHKPKKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELD 
             10        20        30        40        50        60   
 
          40        50        60        70        80             
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA             
                                                                 
gi|160 VVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQTQ 
             70        80        90       100       110          
 
>>gi|21761|emb|CAA26384.1| unnamed protein product [Trit  (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 66.8  bits: 18.4 E():   94 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (11-57:71-117) 
 
                                   10        20        30        40 
AAD-12                     QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|217 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQQFRPQQPY 
               50        60        70        80        90       100 
 
               50        60        70        80                     
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA                     
        . .:. ..:.  :...                                            
gi|217 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|170720|gb|AAA34280.1| alpha/beta-gliadin precursor   (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 66.8  bits: 18.4 E():   94 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (11-57:71-117) 
 
                                   10        20        30        40 
AAD-12                     QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
               50        60        70        80                     
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA                     
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|21755|emb|CAA25593.1| unnamed protein product [Trit  (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 66.8  bits: 18.4 E():   94 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (11-57:71-117) 
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                                   10        20        30        40 
AAD-12                     QRSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|217 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
               50        60        70        80                     
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA                     
        . .:. ..:.  :...                                            
gi|217 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.7  bits: 16.8 E():   95 
Smith-Waterman score: 37; 38.9% identity (50.0% similar) in 18 aa overlap (62-79:25-42) 
 
              40        50        60        70        80            
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA            
                                     ::   :: :   .:  .:             
gi|126       TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTKKGNLWEV 
                     10        20        30        40        50     
 
gi|126 KSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
           60        70        80        90        
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:57 2011 done: Fri Jan 21 00:02:57 2011 
 Total Scan time:  0.060 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 159  - 238 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     1     8:= * 
  34    18    22:====== * 
  36    38    44:============= * 
  38    58    73:====================    * 
  40    56   102:===================              * 
  42   113   125:======================================   * 
  44   139   138:=============================================*= 
  46   138   140:==============================================* 
  48   108   134:====================================        * 
  50   117   122:======================================= * 
  52   116   108:===================================*=== 
  54    92    92:==============================* 
  56   118    77:=========================*============== 
  58    77    63:====================*===== 
  60    54    51:================*= 
  62    41    41:=============* 
  64    35    33:==========*= 
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  66    37    26:========*==== 
  68    30    20:======*=== 
  70    28    16:=====*==== 
  72    15    12:===*= 
  74     7    10:===* 
  76    14     8:==*== 
  78    14     6:=*=== 
  80     6     5:=* 
  82     7     3:*== 
  84     7     3:*== 
  86     1     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     1     1:*         :* 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.08820.00293; mu= 8.6889 0.152 
 mean_var=31.0156 7.655, 0's: 2 Z-trim: 2  B-trim: 71 in 1/43 
 Lambda= 0.230295 
 Kolmogorov-Smirnov  statistic: 0.0832 (N=29) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   58 24.0     1.1 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   59 24.4     2.2 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   56 23.4     3.7 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   50 21.3     5.6 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 23.4     8.5 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 23.4     8.7 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 18.9     9.5 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   47 20.3      10 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   52 22.0      11 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   52 22.0      11 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   54 22.8      11 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   51 21.7      11 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   48 20.6      12 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 21.4      13 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   50 21.4      13 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   52 22.1      13 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   50 21.4      13 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   50 21.4      14 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   53 22.4      14 
gi|21930|emb|CAA44473.1| LMW glutenin [Triticum tu ( 285)   49 21.0      16 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 23.5      17 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   50 21.4      18 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   49 21.0      18 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 21.0      18 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   50 21.4      19 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.6      19 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.6      19 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.6      19 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   48 20.7      20 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   47 20.3      20 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 16.5      20 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 21.1      21 
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gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 21.8      23 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 19.3      24 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   49 21.1      25 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 20.4      25 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 19.0      25 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   43 19.0      30 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   48 20.7      31 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   43 19.0      32 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   48 20.7      34 
gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Veno ( 204)   44 19.3      36 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   44 19.3      36 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   44 19.3      37 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 20.0      38 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   45 19.7      39 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 16.5      40 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   45 19.7      40 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 20.4      42 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 16.5      44 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.6      44 
gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   42 18.6      44 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.6      44 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   42 18.6      44 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   47 20.4      45 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   40 17.9      45 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 19.4      45 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 17.9      47 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   43 19.0      48 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 19.4      49 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.7      50 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.7      50 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.7      54 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.3      54 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.5      54 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   41 18.3      55 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   41 18.3      55 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   42 18.7      57 
gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A ( 262)   43 19.0      57 
gi|4587985|gb|AAD25927.1|AF084828_1 major allergen ( 342)   44 19.4      59 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   44 19.4      59 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   44 19.4      59 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.7      60 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   45 19.7      60 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 18.0      60 
gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   43 19.0      63 
gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=P ( 177)   41 18.3      63 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 15.9      63 
gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A ( 291)   43 19.0      63 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   42 18.7      63 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 18.3      64 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 18.3      64 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 18.3      64 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   39 17.6      65 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   39 17.6      65 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   40 18.0      65 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   40 18.0      66 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   40 18.0      66 
gi|21673|emb|CAA35238.1| unnamed protein product [ ( 307)   43 19.0      67 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   43 19.0      67 
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gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   45 19.7      67 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 18.3      67 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   45 19.7      68 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 15.9      68 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 14.8      69 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   45 19.7      70 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   45 19.7      70 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   41 18.3      70 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   45 19.7      71 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   41 18.3      72 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   41 18.3      72 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   41 18.3      72 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 15.9      72 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   41 18.3      73 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.2      76 
gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia m ( 284)   42 18.7      78 
gi|21761|emb|CAA26384.1| unnamed protein product [ ( 286)   42 18.7      78 
gi|170720|gb|AAA34280.1| alpha/beta-gliadin precur ( 286)   42 18.7      78 
gi|21755|emb|CAA25593.1| unnamed protein product [ ( 286)   42 18.7      78 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.2      79 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   41 18.3      79 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   41 18.3      79 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.2      82 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   44 19.4      82 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   44 19.4      82 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   40 18.0      84 
gi|289064179|gb|ADC80503.1| non-specific lipid tra ( 118)   38 17.3      85 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   43 19.1      85 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   43 19.1      85 
gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea  ( 316)   42 18.7      85 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   43 19.1      86 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   38 17.3      86 
gi|253683676|gb|ACT33296.1| putative tabinhibitin  ( 252)   41 18.4      87 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   37 16.9      89 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   40 18.0      90 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   40 18.0      90 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 14.5      91 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   41 18.4      92 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   40 18.0      92 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   40 18.0      92 
gi|18641|emb|CAA37044.1| glycinin [Glycine max]    ( 562)   44 19.4      93 
gi|806556|emb|CAA60533.1| A5A4B3 subunit [Glycine  ( 563)   44 19.4      93 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   38 17.3      95 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   38 17.3      95 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   38 17.3      95 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   40 18.0      96 
gi|190684057|gb|ACE82289.1| glutathione transferas ( 222)   40 18.0      97 
gi|9087152|sp|P81294.1|MPAJ1_JUNAS RecName: Full=M ( 367)   42 18.7      98 
gi|8843917|gb|AAF80164.1| pollen major allergen 1- ( 367)   42 18.7      98 
gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen ( 367)   42 18.7      98 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   42 18.7      98 
gi|8843921|gb|AAF80166.1| pollen major allergen 1- ( 367)   42 18.7      98 
gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen ( 367)   42 18.7      98 
gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen ( 367)   42 18.7      98 
gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen ( 367)   42 18.7      98 
gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen ( 367)   42 18.7      98 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   39 17.7      99 
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  50 init1:  50 opt:  58  Z-score: 101.7  bits: 24.0 E():  1.1 
Smith-Waterman score: 58; 40.0% identity (62.5% similar) in 40 aa overlap (43-78:79-117) 
 
             20        30        40        50            60         
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHA--HAIPGMDAAES 
                                     .::. ::.:  ::   :  :   :.. :.  
gi|121 DLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPEN-RPALKTLIDGLASSHKARGIEKAQF 
       50        60        70        80         90       100        
 
       70        80                                 
AAD-12 ERFLEGLVDWAC                                 
       :.:  .:::.                                   
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gi|121 EEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
       110       120       130       140       150  
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  55 init1:  55 opt:  59  Z-score: 96.4  bits: 24.4 E():  2.2 
Smith-Waterman score: 59; 21.9% identity (51.6% similar) in 64 aa overlap (2-62:330-393) 
 
                                            10        20        30  
AAD-12                              RSARHSLVYSQSKLGHVQQAGSAYIGYGMDT 
                                     .: .:. ..      : . :. ... :.:  
gi|113 SASPTILSQGNRFCAPDERSKKNVLGRHGEAAAESMKWNWRTNKDVLENGAIFVASGVDP 
     300       310       320       330       340       350          
 
              40        50        60           70        80 
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAI---PGMDAAESERFLEGLVDWAC 
       . :: .    .  : :. .: .   : ..   ::                   
gi|113 VLTPEQSAGMIPAEPGESALSLTSSAGVLSCQPGAPC                
     360       370       380       390                      
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 92.2  bits: 23.4 E():  3.7 
Smith-Waterman score: 56; 29.6% identity (53.7% similar) in 54 aa overlap (22-73:25-73) 
 
                  10        20        30        40         50       
AAD-12    RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET-GRPSLLIGRH 
                               .:  ::.  : :::  : . . : : . :.       
gi|249 MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPAT----- 
               10        20        30        40        50           
 
         60         70        80                                    
AAD-12 AHAIP-GMDAAESERFLEGLVDWAC                                    
         :.: :  ..: ....:                                           
gi|249 PAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGLA 
          60        70        80        90       100       110      
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 89.0  bits: 21.3 E():  5.6 
Smith-Waterman score: 50; 32.4% identity (67.6% similar) in 34 aa overlap (2-31:44-77) 
 
                                                10        20        
AAD-12                              RSARHS----LVYSQSKLGHVQQAGSAYIGY 
                                     :..::    :.... .. :::.:.. :    
gi|527 LLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAAQQYGIT 
            20        30        40        50        60        70    
 
        30        40        50        60        70        80 
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC 
       .: :                                                  
gi|527 AMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA      
            80        90       100       110       120       
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 85.7  bits: 23.4 E():  8.5 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (10-27:283-300) 
 
                                    10        20        30          
AAD-12                      RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
      40        50        60        70        80                    
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC                    
                                                                    
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 85.6  bits: 23.4 E():  8.7 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (10-27:289-306) 
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                                    10        20        30          
AAD-12                      RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
 
      40        50        60        70        80                    
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC                    
                                                                    
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 84.9  bits: 18.9 E():  9.5 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (15-35:5-25) 
 
               10        20        30        40        50        60 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                     :.:..: :. .::  .  :.:                          
gi|462           AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKNLNSA             
                         10        20        30                     
 
               70        80 
AAD-12 PGMDAAESERFLEGLVDWAC 
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 84.3  bits: 20.3 E():   10 
Smith-Waterman score: 47; 27.5% identity (50.0% similar) in 40 aa overlap (28-67:19-58) 
 
               10        20        30        40        50        60 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                                  :.: ::  :. :.:.        .     :.:. 
gi|135          MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKAL 
                        10        20        30        40        50  
 
               70        80                                        
AAD-12 PGMDAAESERFLEGLVDWAC                                        
        : :. .                                                     
gi|135 EGKDVKDLLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD 
              60        70        80        90       100       110 
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 83.8  bits: 22.0 E():   11 
Smith-Waterman score: 52; 18.4% identity (55.1% similar) in 49 aa overlap (3-51:332-380) 
 
                                           10        20        30   
AAD-12                             RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                     : .:....  .   . . :. ..  : : . 
gi|166 SAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPV 
             310       320       330       340       350       360  
 
             40        50        60        70        80 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC 
        ::..    .  : :. ..                              
gi|166 LTPVQSAGMIPAEPGEAAIKLTSSAGVFSCRPGAPC             
             370       380       390                    
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 83.8  bits: 22.0 E():   11 
Smith-Waterman score: 52; 18.4% identity (55.1% similar) in 49 aa overlap (3-51:332-380) 
 
                                           10        20        30   
AAD-12                             RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                     : .:....  .   . . :. ..  : : . 
gi|113 SAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPV 
             310       320       330       340       350       360  
 
             40        50        60        70        80 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC 
        ::..    .  : :. ..                              
gi|113 LTPVQSAGMIPAEPGEAAIKLTSSAGVFSCHPGAPC             
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             370       380       390                    
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 83.8  bits: 22.8 E():   11 
Smith-Waterman score: 54; 34.8% identity (65.2% similar) in 23 aa overlap (13-35:552-574) 
 
                                 10        20        30        40   
AAD-12                   RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::   ..  :        
gi|217 QGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYPTSVQQPGQGQQSG 
             530       540       550       560       570       580  
 
             50        60        70        80                       
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC                       
                                                                    
gi|217 QGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQPATQLPTVCRMEGG 
             590       600       610       620       630       640  
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 83.8  bits: 21.7 E():   11 
Smith-Waterman score: 51; 36.1% identity (55.6% similar) in 36 aa overlap (20-50:21-56) 
 
                10        20          30           40        50     
AAD-12  RSARHSLVYSQSKLGHVQQAGS--AYIGYGMDTTATP---LRPLVKVHPETGRPSLLIG 
                           :::  : .:::  : :.:     : . . :  ..:.     
gi|330 MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKAT 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 RHAHAIPGMDAAESERFLEGLVDWAC                                   
                                                                    
gi|330 TEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESS 
               70        80        90       100       110       120 
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.9  bits: 20.6 E():   12 
Smith-Waterman score: 48; 25.6% identity (53.5% similar) in 43 aa overlap (27-69:23-65) 
 
               10        20        30        40        50        60 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                                 ...:  ..::  :.:   :. .    .     :: 
gi|344     MTGVKTHLQHELKRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAI 
                   10        20        30        40        50       
 
               70        80                                         
AAD-12 PGMDAAESERFLEGLVDWAC                                         
       :. :  ..:                                                    
gi|344 PNPDEFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLD 
         60        70        80        90       100       110       
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 82.7  bits: 21.4 E():   13 
Smith-Waterman score: 50; 32.1% identity (57.1% similar) in 28 aa overlap (23-50:1-28) 
 
               10        20        30        40        50        60 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                             : .:::  : :.:    . . :  ..:.           
gi|295                       ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQKL 
                                     10        20        30         
 
               70        80                                         
AAD-12 PGMDAAESERFLEGLVDWAC                                         
                                                                    
gi|295 IEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALT 
       40        50        60        70        80        90         
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.7  bits: 21.4 E():   13 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (23-73:1-43) 
 
               10        20        30        40        50        60 
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AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                             : .:::    :::  : .   : :  :.   :  :    
gi|109                       ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA--- 
                                        10        20          30    
 
               70        80                                         
AAD-12 PGMDAAESERFLEGLVDWAC                                         
        :  ..: ....:                                                
gi|109 AGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGA 
               40        50        60        70        80        90 
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  52  Z-score: 82.7  bits: 22.1 E():   13 
Smith-Waterman score: 52; 34.1% identity (59.1% similar) in 44 aa overlap (1-37:199-242) 
 
                                             10              20     
AAD-12                               RSARHSLVYSQSKL------GHVQQAGSAY 
                                     :. :..:  .:. :      :  ..: .   
gi|303 VQHTASDLNQLDQNPRHFFLAGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALADV 
      170       180       190       200       210       220         
 
           30         40        50        60        70        80    
AAD-12 IGYGMDT-TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC    
       .:.:::: ::  .:                                               
gi|303 LGFGMDTETARKVRGEDDQRGHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICSA 
      230       240       250       260       270       280         
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.7  bits: 21.4 E():   13 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (23-73:1-43) 
 
               10        20        30        40        50        60 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                             : .:::    :::  : .   : :  :.   :  :    
gi|239                       ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA--- 
                                        10        20          30    
 
               70        80                                         
AAD-12 PGMDAAESERFLEGLVDWAC                                         
        :  ..: ....:                                                
gi|239 AGKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGA 
               40        50        60        70        80        90 
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 82.0  bits: 21.4 E():   14 
Smith-Waterman score: 50; 32.1% identity (52.8% similar) in 53 aa overlap (22-73:25-68) 
 
                  10        20        30        40        50        
AAD-12    RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                               .: .:::    :::  : .   : :  :.      : 
gi|398 MAVHQYTVALFLAVALVAGPAASYAADLGYG---PATPAAPAAGYTPAT--PA----APA 
               10        20        30           40              50  
 
        60         70        80                                     
AAD-12 HAIP-GMDAAESERFLEGLVDWAC                                     
       .: : :  ..: ....:                                            
gi|398 EAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGAASNKAFAEGLSG 
              60        70        80        90       100       110  
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 81.9  bits: 22.4 E():   14 
Smith-Waterman score: 53; 34.8% identity (60.9% similar) in 23 aa overlap (13-35:564-586) 
 
                                 10        20        30        40   
AAD-12                   RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::   .   :        
gi|217 QGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYPTSLQQPGQGQQSG 
           540       550       560       570       580       590    
 
             50        60        70        80                       
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC                       
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gi|217 QGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQPATQLPTVCRMEGG 
           600       610       620       630       640       650    
 
>>gi|21930|emb|CAA44473.1| LMW glutenin [Triticum turgid  (285 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.9  bits: 21.0 E():   16 
Smith-Waterman score: 49; 21.9% identity (59.4% similar) in 32 aa overlap (1-32:179-210) 
 
                                             10        20        30 
AAD-12                               RSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :.  .:.. .... :. ::      : :.. 
gi|219 MWQQSSCHVMQQQCCQQLSQIPEQSRYDAIRAITYSIILQEQQQGQSQQQQPQQSGQGVS 
      150       160       170       180       190       200         
 
               40        50        60        70        80           
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC           
        .                                                           
gi|219 QSQQQSQQQLGQCSFQQPQQQLGQQPQQQQVQQGTFLQPHQIAHLEVMTSIALRTLPTMC 
      210       220       230       240       250       260         
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 80.5  bits: 23.5 E():   17 
Smith-Waterman score: 56; 29.3% identity (60.3% similar) in 58 aa overlap (4-61:227-279) 
 
                                          10        20        30    
AAD-12                            RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                     :: ::. ..:  :.. . . ..  . : .: 
gi|203 MRHYMHPMDSDLSCRMTLKDKVVTEVDCEERHVLVHRSNKPVHMSYV-KMMLKQNKDGVA 
        200       210       220       230       240        250      
 
            40        50        60        70        80              
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC              
       . : : ....:.  :: : .  : :  :                                 
gi|203 ADLGP-TNAQPK--RPYLSFD-HKHKNPTETDVVEVLKKLCSEITEPQASIETSFTFQKL 
         260          270        280       290       300       310  
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 80.0  bits: 21.4 E():   18 
Smith-Waterman score: 50; 38.2% identity (55.9% similar) in 34 aa overlap (28-61:2-34) 
 
               10        20        30        40        50        60 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                                  :. : : :.  :. .   .:   :  : ::.:: 
gi|581                           MGFITKAIPIV-LAALSTVNGARILEAGPHAEAI 
                                         10         20        30    
 
               70        80                                         
AAD-12 PGMDAAESERFLEGLVDWAC                                         
       :                                                            
gi|581 PNKYIVVMKREVSDEAFNAHTTWLSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRAYSG 
            40        50        60        70        80        90    
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 79.9  bits: 21.0 E():   18 
Smith-Waterman score: 49; 27.8% identity (57.4% similar) in 54 aa overlap (2-55:236-276) 
 
                                            10        20        30  
AAD-12                              RSARHSLVYSQSKLGHVQQAGSAYIGYGMDT 
                                     :. ::....:..  . ::        :.:  
gi|170 WPQSDCQVMRQQCCQQLAQIPQQLQCAAIHSVVHSIIMQQQQQQQQQQ--------GIDI 
         210       220       230       240       250                
 
              40        50        60        70        80            
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC            
           . :: . : ..:. ::. :.                                     
gi|170 ----FLPLSQ-HEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSI 
           260        270       280       290       300       310   
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.7  bits: 21.0 E():   18 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (20-36:200-216) 
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                          10        20        30        40          
AAD-12            RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
      50        60        70        80                              
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWAC                              
                                                                    
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 79.5  bits: 21.4 E():   19 
Smith-Waterman score: 50; 53.3% identity (73.3% similar) in 15 aa overlap (63-77:246-260) 
 
             40        50        60        70        80             
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC             
                                     ::.: :: . .:: :                
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
 
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.5  bits: 19.6 E():   19 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (25-42:24-41) 
 
               10        20        30        40        50        60 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                               .:. . :.:  :.: ..:                   
gi|379  MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNT 
                10        20        30        40        50          
 
               70        80                                         
AAD-12 PGMDAAESERFLEGLVDWAC                                         
                                                                    
gi|379 EIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTATVG 
      60        70        80        90       100       110          
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.5  bits: 19.6 E():   19 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (25-42:24-41) 
 
               10        20        30        40        50        60 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                               .:. . :.:  :.: ..:                   
gi|144  MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNT 
                10        20        30        40        50          
 
               70        80                                         
AAD-12 PGMDAAESERFLEGLVDWAC                                         
                                                                    
gi|144 EIKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTASVG 
      60        70        80        90       100       110          
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.5  bits: 19.6 E():   19 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (25-42:24-41) 
 
               10        20        30        40        50        60 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                               .:. . :.:  :.: ..:                   
gi|121  MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSLSTFKNT 
                10        20        30        40        50          
 
               70        80                                         
AAD-12 PGMDAAESERFLEGLVDWAC                                         
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gi|121 EIKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVD 
      60        70        80        90       100       110          
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.2  bits: 20.7 E():   20 
Smith-Waterman score: 48; 25.6% identity (56.4% similar) in 39 aa overlap (6-44:87-125) 
 
                                        10        20        30      
AAD-12                          RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     : : . ..  . :.:.:  . :: .  ..  
gi|144 DLAEAPFQISLLKDYLIMKRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSS 
         60        70        80        90       100       110       
 
          40        50        60        70        80                
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC                
           .::.:                                                    
gi|144 SYGDLKVKPIIQHESYEQDQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVDGDKVTIYG 
        120       130       140       150       160       170       
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 79.2  bits: 20.3 E():   20 
Smith-Waterman score: 47; 21.7% identity (52.2% similar) in 46 aa overlap (21-63:62-107) 
 
                         10        20        30        40           
AAD-12           RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE---TG 
                                     :..:.: . .. :     . . . .   .: 
gi|201 DATPVLDVAGKELDSRLSYRIISTFWGALGGDVYLGKSPNSDAPCANGIFRYNSDVGPSG 
              40        50        60        70        80        90  
 
        50        60        70        80                            
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC                            
        :  .::  .:   :.                                             
gi|201 TPVRFIGSSSHFGQGIFENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTI 
             100       110       120       130       140       150  
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 79.2  bits: 16.5 E():   20 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (56-61:8-13) 
 
          30        40        50        60        70        80 
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC 
                                     ::: .:                    
gi|131                        GPVGGVVHAHMMPLL                  
                                      10                       
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 78.5  bits: 21.1 E():   21 
Smith-Waterman score: 49; 24.5% identity (49.0% similar) in 49 aa overlap (17-62:341-389) 
 
                             10        20        30        40       
AAD-12               RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ..  :.: . :: .    .  :  
gi|113 ASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMIPAEP 
              320       330       340       350       360       370 
 
         50        60           70        80 
AAD-12 GRPSLLIGRHAHAI---PGMDAAESERFLEGLVDWAC 
       :.  : .   : ..   ::                   
gi|113 GEAVLRLTSSAGVLSCQPGAPC                
              380       390                  
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 77.8  bits: 21.8 E():   23 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (13-27:609-623) 
 
                                 10        20        30        40   
AAD-12                   RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
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             50        60        70        80                       
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC                       
                                                                    
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.6  bits: 19.3 E():   24 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (25-45:25-45) 
 
               10        20        30        40        50        60 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                               .:. . :.:  :.:  .:  :                
gi|990 MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 PGMDAAESERFLEGLVDWAC                                         
                                                                    
gi|990 EAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVVVTASCD 
               70        80        90       100       110       120 
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.4  bits: 21.1 E():   25 
Smith-Waterman score: 49; 33.3% identity (46.7% similar) in 30 aa overlap (26-55:90-119) 
 
                    10        20        30        40        50      
AAD-12      RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     : ::   . :  : .   :. :: .   :: 
gi|259 GVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGR 
      60        70        80        90       100       110          
 
          60        70        80                                    
AAD-12 HAHAIPGMDAAESERFLEGLVDWAC                                    
                                                                    
gi|259 FQDRHQKIRRFRRGDIIAIPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLA 
     120       130       140       150       160       170          
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (23-50:1-31) 
 
               10        20        30           40        50        
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHA 
                             : .:::  : :.:     : . . :  ..:.        
gi|217                       ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEE 
                                     10        20        30         
 
        60        70        80                                      
AAD-12 HAIPGMDAAESERFLEGLVDWAC                                      
                                                                    
gi|217 QKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKA 
       40        50        60        70        80        90         
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (23-50:1-31) 
 
               10        20        30           40        50        
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHA 
                             : .:::  : :.:     : . . :  ..:.        
gi|217                       ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEE 
                                     10        20        30         
 
        60        70        80                                      
AAD-12 HAIPGMDAAESERFLEGLVDWAC                                      
                                                                    
gi|217 QKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKA 
       40        50        60        70        80        90         
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
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 initn:  42 init1:  42 opt:  47  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (23-50:1-31) 
 
               10        20        30           40        50        
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHA 
                             : .:::  : :.:     : . . :  ..:.        
gi|217                       ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEE 
                                     10        20        30         
 
        60        70        80                                      
AAD-12 HAIPGMDAAESERFLEGLVDWAC                                      
                                                                    
gi|217 QKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKA 
       40        50        60        70        80        90         
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (23-50:1-31) 
 
               10        20        30           40        50        
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHA 
                             : .:::  : :.:     : . . :  ..:.        
gi|217                       ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEE 
                                     10        20        30         
 
        60        70        80                                      
AAD-12 HAIPGMDAAESERFLEGLVDWAC                                      
                                                                    
gi|217 QKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKA 
       40        50        60        70        80        90         
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (23-50:1-31) 
 
               10        20        30           40        50        
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHA 
                             : .:::  : :.:     : . . :  ..:.        
gi|217                       ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEE 
                                     10        20        30         
 
        60        70        80                                      
AAD-12 HAIPGMDAAESERFLEGLVDWAC                                      
                                                                    
gi|217 QKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKA 
       40        50        60        70        80        90         
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (23-50:1-31) 
 
               10        20        30           40        50        
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHA 
                             : .:::  : :.:     : . . :  ..:.        
gi|217                       ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEE 
                                     10        20        30         
 
        60        70        80                                      
AAD-12 HAIPGMDAAESERFLEGLVDWAC                                      
                                                                    
gi|217 QKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKA 
       40        50        60        70        80        90         
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (23-50:1-31) 
 
               10        20        30           40        50        
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHA 
                             : .:::  : :.:     : . . :  ..:.        
gi|217                       ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEE 
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                                     10        20        30         
 
        60        70        80                                      
AAD-12 HAIPGMDAAESERFLEGLVDWAC                                      
                                                                    
gi|217 QKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKA 
       40        50        60        70        80        90         
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (23-50:1-31) 
 
               10        20        30           40        50        
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHA 
                             : .:::  : :.:     : . . :  ..:.        
gi|217                       ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEE 
                                     10        20        30         
 
        60        70        80                                      
AAD-12 HAIPGMDAAESERFLEGLVDWAC                                      
                                                                    
gi|217 QKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKA 
       40        50        60        70        80        90         
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (23-50:1-31) 
 
               10        20        30           40        50        
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHA 
                             : .:::  : :.:     : . . :  ..:.        
gi|217                       ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEE 
                                     10        20        30         
 
        60        70        80                                      
AAD-12 HAIPGMDAAESERFLEGLVDWAC                                      
                                                                    
gi|217 QKLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKA 
       40        50        60        70        80        90         
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (23-50:1-31) 
 
               10        20        30           40        50        
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHA 
                             : .:::  : :.:     : . . :  ..:.        
gi|217                       ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEE 
                                     10        20        30         
 
        60        70        80                                      
AAD-12 HAIPGMDAAESERFLEGLVDWAC                                      
                                                                    
gi|217 QKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKA 
       40        50        60        70        80        90         
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (23-50:1-31) 
 
               10        20        30           40        50        
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHA 
                             : .:::  : :.:     : . . :  ..:.        
gi|217                       ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEE 
                                     10        20        30         
 
        60        70        80                                      
AAD-12 HAIPGMDAAESERFLEGLVDWAC                                      
                                                                    
gi|217 QKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKA 
       40        50        60        70        80        90         
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>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (23-50:1-31) 
 
               10        20        30           40        50        
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHA 
                             : .:::  : :.:     : . . :  ..:.        
gi|217                       ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEE 
                                     10        20        30         
 
        60        70        80                                      
AAD-12 HAIPGMDAAESERFLEGLVDWAC                                      
                                                                    
gi|217 QKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKA 
       40        50        60        70        80        90         
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (23-50:1-31) 
 
               10        20        30           40        50        
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHA 
                             : .:::  : :.:     : . . :  ..:.        
gi|217                       ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEE 
                                     10        20        30         
 
        60        70        80                                      
AAD-12 HAIPGMDAAESERFLEGLVDWAC                                      
                                                                    
gi|217 QKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKA 
       40        50        60        70        80        90         
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (23-50:1-31) 
 
               10        20        30           40        50        
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHA 
                             : .:::  : :.:     : . . :  ..:.        
gi|217                       ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEE 
                                     10        20        30         
 
        60        70        80                                      
AAD-12 HAIPGMDAAESERFLEGLVDWAC                                      
                                                                    
gi|217 QKLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKA 
       40        50        60        70        80        90         
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 77.2  bits: 19.0 E():   25 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (62-74:5-17) 
 
              40        50        60        70        80            
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC            
                                     :.:::: .  :.:                  
gi|208                           MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACG 
                                         10        20        30     
 
gi|208 LAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAGDVDGD 
           40        50        60        70        80        90     
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 76.0  bits: 19.0 E():   30 
Smith-Waterman score: 43; 26.3% identity (57.9% similar) in 38 aa overlap (16-50:33-70) 
 
                              10        20        30           40   
AAD-12                RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVKV 
                                     ....:.::     .: :::   : : .. . 
gi|668 ASEAAAAAATPVAPTEGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPI 
             10        20        30        40        50        60   
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             50        60        70        80                       
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC                       
         . .. :                                                     
gi|668 FADMAKKSPNVVFLKVDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKL 
             70        80        90       100       110       120   
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 75.7  bits: 20.7 E():   31 
Smith-Waterman score: 48; 33.3% identity (59.5% similar) in 42 aa overlap (34-70:46-85) 
 
            10        20        30           40        50           
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL---VKVHPETGRPSLL--IGRHAH 
                                     :::::    ...: ....:  :  .: .   
gi|253 IEEPEMIAPTPPGQFPHQQPISSPNRTSRNTPLRPESTEIETHHHANHPPALPVLGMQL- 
          20        30        40        50        60        70      
 
       60        70        80                                       
AAD-12 AIPGMDAAESERFLEGLVDWAC                                       
        .::  . :: :                                                 
gi|253 PVPGT-VPESSRAQSRASLNLDIDLDLHAPSHPSHLSHGAPHEQEHAHEIQRHRAHSAQS 
            80        90       100       110       120       130    
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.4  bits: 19.0 E():   32 
Smith-Waterman score: 43; 29.6% identity (66.7% similar) in 27 aa overlap (22-48:9-35) 
 
               10        20        30        40        50        60 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                            ::.    . ..:.  : .:.:. ..::             
gi|244              MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQSCQRQFEEQQ 
                            10        20        30        40        
 
               70        80                                         
AAD-12 PGMDAAESERFLEGLVDWAC                                         
                                                                    
gi|244 RFRNCQRYVKQEVQRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKG 
        50        60        70        80        90       100        
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 74.8  bits: 20.7 E():   34 
Smith-Waterman score: 48; 24.1% identity (49.4% similar) in 79 aa overlap (1-74:77-155) 
 
                                             10        20           
AAD-12                               RSARHSLVYSQSKLGHVQQAGSAYIGY--- 
                                     :.: .   ::.. :    : ::.:.:     
gi|112 ESEGGYIETWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGLIFP 
         50        60        70        80        90       100       
 
        30         40        50        60         70        80      
AAD-12 GMDTT-ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES-ERFLEGLVDWAC      
       :  .:   : .   . . .     . .:.   .   .:. .. .:: ::            
gi|112 GCPSTYEEPAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTGVAF 
        110       120       130       140       150       160       
 
gi|112 WMYNDEDTDVVTVTLSDTSSIHNQLDQFPRRFYLAGNQEQEFLRYQQQQGSRPHYRQISP 
        170       180       190       200       210       220       
 
>>gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.4  bits: 19.3 E():   36 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (6-31:76-100) 
 
                                        10        20        30      
AAD-12                          RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
          40        50        60        70        80                
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC                
                                                                    

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 5638



 

 

gi|549 AKYQVGQNVALTGSTAAVYNDPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.4  bits: 19.3 E():   36 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (6-31:76-100) 
 
                                        10        20        30      
AAD-12                          RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
          40        50        60        70        80                
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC                
                                                                    
gi|549 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 74.3  bits: 19.3 E():   37 
Smith-Waterman score: 44; 29.6% identity (77.8% similar) in 27 aa overlap (5-31:77-102) 
 
                                         10        20        30     
AAD-12                           RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::... .:... :. ..  .:: ::    
gi|549 LKVHNDFRQKVAKGLETRGNPGPQPPAKNMNNLVWND-ELANIAQVWASQCNYGHDTCKD 
         50        60        70        80         90       100      
 
           40        50        60        70        80               
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC               
                                                                    
gi|549 TEKYPVGQNIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWA 
         110       120       130       140       150       160      
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.0  bits: 20.0 E():   38 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (25-34:284-293) 
 
                     10        20        30        40        50     
AAD-12       RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
           60        70        80             
AAD-12 RHAHAIPGMDAAESERFLEGLVDWAC             
                                              
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 73.8  bits: 19.7 E():   39 
Smith-Waterman score: 45; 34.5% identity (72.4% similar) in 29 aa overlap (8-34:237-265) 
 
                                      10          20        30      
AAD-12                        RSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATP 
                                     . ..:.. .:.:  .:.: .. :  ::::  
gi|168 EAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATG 
        210       220       230       240       250       260       
 
          40        50        60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC 
                                                     
gi|168 AASGAATVAAGGYKV                               
        270       280                                
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 73.6  bits: 16.5 E():   40 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (61-78:8-25) 
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               40        50        60        70        80      
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC      
                                     :.. :. ....:..   :        
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA 
                                      10        20        30   
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 73.6  bits: 19.7 E():   40 
Smith-Waterman score: 45; 34.5% identity (72.4% similar) in 29 aa overlap (8-34:246-274) 
 
                                      10          20        30      
AAD-12                        RSARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATP 
                                     . ..:.. .:.:  .:.: .. :  ::::  
gi|330 EAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATG 
         220       230       240       250       260       270      
 
          40        50        60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC 
                                                     
gi|330 AASGAATVAAGGYKV                               
         280       290                               
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.2  bits: 20.4 E():   42 
Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (47-69:344-366) 
 
         20        30        40        50        60        70       
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
           320       330       340       350       360       370    
 
         80                                                         
AAD-12 DWAC                                                         
                                                                    
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 72.9  bits: 16.5 E():   44 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (61-78:8-25) 
 
               40        50        60        70        80         
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC         
                                     :.. :. ....:..   :           
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK 
                                      10        20        30      
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.8  bits: 18.6 E():   44 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (53-76:1-24) 
 
             30        40        50        60        70        80   
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC   
                                     .: ..:..   ... .:... :.:       
gi|215                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
gi|215 IPKAATGAYKSVEVKGDGGAGTVRIITLPEGSPITTMTVRTDAVNKEALSYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.8  bits: 18.6 E():   44 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (53-76:1-24) 
 
             30        40        50        60        70        80   
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC   
                                     .: ..:..   ... .:... :.:       
gi|215                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
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gi|215 IPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.8  bits: 18.6 E():   44 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (53-76:1-24) 
 
             30        40        50        60        70        80   
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC   
                                     .: ..:..   ... .:... :.:       
gi|892                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
gi|892 IPKAAPGAYKSVEVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.8  bits: 18.6 E():   44 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (53-76:1-24) 
 
             30        40        50        60        70        80   
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC   
                                     .: ..:..   ... .:... :.:       
gi|166                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
gi|166 IPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 72.7  bits: 20.4 E():   45 
Smith-Waterman score: 47; 25.4% identity (47.9% similar) in 71 aa overlap (1-61:320-387) 
 
                                             10         20          
AAD-12                               RSARHSLVYSQSKLGHV-QQAGSAYIGYGM 
                                     :. :.    .: .: .  :: :   .. :. 
gi|258 TARNLQGQNDNRNQIIQVRGNLDFVQPPRGRQEREHEERQQEQLQQERQQQGEQLMANGL 
     290       300       310       320       330       340          
 
      30        40                 50        60        70        80 
AAD-12 DTTATPLRPLVKV---------HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC 
       . :   ::   ..          :..:: : :   ..: .:                    
gi|258 EETFCSLRLKENIGNPERADIFSPRAGRISTL---NSHNLPILRFLRLSAERGFFYRNGI 
     350       360       370       380          390       400       
 
gi|258 YSPHWNVNAHSVVYVIRGNARVQVVNENGDAILDQEVQQGQLFIVPQNHGVIQQAGNQGF 
        410       420       430       440       450       460       
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.7  bits: 17.9 E():   45 
Smith-Waterman score: 40; 30.0% identity (50.0% similar) in 30 aa overlap (49-78:13-42) 
 
       20        30        40        50        60        70         
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 
                                     :. :.    .. ::   :: :   .:  .: 
gi|144                   VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEW 
                                 10        20        30        40   
 
       80                                                     
AAD-12 AC                                                     
                                                              
gi|144 EPLTKKGNLWEVKSSKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
             50        60        70        80        90       
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.6  bits: 19.4 E():   45 
Smith-Waterman score: 44; 20.0% identity (52.5% similar) in 40 aa overlap (10-49:51-90) 
 
                                    10        20        30          
AAD-12                      RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
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gi|130 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               30        40        50        60        70        80 
 
      40        50        60        70        80                    
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC                    
        . .:. ..:                                                   
gi|130 PQPQPQYSQPQEPISQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQS 
               90       100       110       120       130       140 
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.3  bits: 17.9 E():   47 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (10-27:26-43) 
 
                               10        20        30        40     
AAD-12                 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                : .. :. :: :..  ::                  
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
           50        60        70        80      
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC      
                                                 
gi|897 PYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
               70        80        90       100  
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.2  bits: 19.0 E():   48 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (14-47:31-64) 
 
                                10        20        30        40    
AAD-12                  RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :. :  . :::..::  .     . ::    
gi|616 NEIAXAKIDLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCA 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC                        
        . :                                                         
gi|616 SQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNK 
               70        80        90       100       110       120 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 72.0  bits: 19.4 E():   49 
Smith-Waterman score: 44; 27.8% identity (52.8% similar) in 36 aa overlap (33-68:64-96) 
 
             10        20        30        40        50        60   
AAD-12 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                                     :  .. .  . :.  ::   . . :  .:  
gi|481 AGKATTEEQKLIEDINVGFKAAVAARQRPAADKFKTFEAASPRHPRP---LRQGAGLVPK 
            40        50        60        70        80           90 
 
             70        80                                           
AAD-12 MDAAESERFLEGLVDWAC                                           
       .::: :                                                       
gi|481 LDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGE 
              100       110       120       130       140       150 
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 71.9  bits: 19.7 E():   50 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (46-62:225-240) 
 
          20        30        40        50        60        70      
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
          80                                                        
AAD-12 VDWAC                                                        
                                                                    
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
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           260       270       280       290       300       310    
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 71.9  bits: 19.7 E():   50 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (46-62:225-240) 
 
          20        30        40        50        60        70      
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
          80                                                        
AAD-12 VDWAC                                                        
                                                                    
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 71.3  bits: 19.7 E():   54 
Smith-Waterman score: 45; 23.4% identity (44.7% similar) in 47 aa overlap (19-62:347-393) 
 
                           10        20        30        40         
AAD-12             RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ... : :   :: .    .  : :  
gi|625 DPMKKNVLVRADAPHTESMKWNWRSEKDLLENGAIFVASGCDPHLTPEQKSHLIPAEPGS 
        320       330       340       350       360       370       
 
       50           60        70        80 
AAD-12 PSLLIGRHA---HAIPGMDAAESERFLEGLVDWAC 
         : .   :   . .::                   
gi|625 AVLQLTSCAGTLKCVPGKPC                
        380       390                      
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.3  bits: 18.3 E():   54 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (32-39:34-41) 
 
              10        20        30        40        50        60  
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
              70        80                                          
AAD-12 GMDAAESERFLEGLVDWAC                                          
                                                                    
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 71.2  bits: 21.5 E():   54 
Smith-Waterman score: 50; 44.4% identity (63.0% similar) in 27 aa overlap (49-74:636-662) 
 
       20        30        40        50         60        70        
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVD 
                                     :: : : : : .:::  . ..:  :.:    
gi|278 SRGPSGPPGPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIG 
         610       620       630       640       650       660      
 
        80                                                          
AAD-12 WAC                                                          
                                                                    
gi|278 SPGRDGARGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAG 
         670       680       690       700       710       720      
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 71.1  bits: 18.3 E():   55 
Smith-Waterman score: 44; 35.4% identity (54.2% similar) in 48 aa overlap (16-61:79-122) 
 
                              10        20        30        40      
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AAD-12                RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
                                     :. . :.  :  : : ::. .  . :  :  
gi|160 LGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGN--ITVGEDGTAA-INIVDKQIPL 
       50        60        70        80          90        100      
 
          50          60        70        80            
AAD-12 TGRPSLLIGRHA--HAIPGMDAAESERFLEGLVDWAC            
       :: :  .::: .  :. :                               
gi|160 TG-PHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          110       120       130       140       150   
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.0  bits: 18.3 E():   55 
Smith-Waterman score: 41; 20.8% identity (79.2% similar) in 24 aa overlap (53-76:1-24) 
 
             30        40        50        60        70        80   
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC   
                                     .: ..:..   ... .:....:.:       
gi|134                               MGVQTHVLELTSSVSAEKIFQGFVIDVDTV 
                                             10        20        30 
 
gi|134 LPKAAPGAYKSVEIKGDGGPGTLKIITLPDGGPITTMTLRIDGVNKEALTFDYSVIDGDI 
               40        50        60        70        80        90 
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 70.7  bits: 18.7 E():   57 
Smith-Waterman score: 42; 29.6% identity (70.4% similar) in 27 aa overlap (5-31:76-101) 
 
                                         10        20        30     
AAD-12                           RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::.. ..:... :  ..   :: ::    
gi|549 LKIHNDFRNKVARGLETRGNPGPQPPAKNMNNLVWN-NELANIAQIWASQCKYGHDTCKD 
          50        60        70        80         90       100     
 
           40        50        60        70        80               
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC               
                                                                    
gi|549 TTKYNVGQNIAVSSSTAAVYENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWA 
          110       120       130       140       150       160     
 
>>gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A-I [  (262 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.7  bits: 19.0 E():   57 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (10-56:71-117) 
 
                                    10        20        30          
AAD-12                      RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
      40        50        60        70        80                    
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC                    
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|4587985|gb|AAD25927.1|AF084828_1 major allergenic p  (342 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 70.6  bits: 19.4 E():   59 
Smith-Waterman score: 49; 24.1% identity (56.9% similar) in 58 aa overlap (20-75:134-186) 
 
                          10        20        30        40          
AAD-12            RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG-- 
                                     : .::::   . . . .  ...:  ..:   
gi|458 MPRKPGMTRDDLFNSNASIVRDLAKVVAKVAPKAYIGVISNPVNSTVPIVAEVFKKAGVY 
           110       120       130       140       150       160    
 
        50        60        70        80                            
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC                            
        :. :.:     .  .:....  :: :.                                 
gi|458 DPKRLFG-----VTTLDTTRAATFLSGIAGSDPQTTNVPVIGGHSGVTIVPLISQAAQGD 
           170            180       190       200       210         
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>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.5  bits: 19.4 E():   59 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (42-60:99-117) 
 
              20        30        40        50        60        70  
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
              80                                                    
AAD-12 LEGLVDWAC                                                    
                                                                    
gi|908 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
      130       140       150       160       170       180         
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.5  bits: 19.4 E():   59 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (42-60:100-118) 
 
              20        30        40        50        60        70  
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
              80                                                    
AAD-12 LEGLVDWAC                                                    
                                                                    
gi|118 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     130       140       150       160       170       180          
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.4  bits: 19.7 E():   60 
Smith-Waterman score: 45; 20.0% identity (58.2% similar) in 55 aa overlap (17-69:52-104) 
 
                             10        20        30        40       
AAD-12               RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE- 
                                     ....:: :.: :.. ..  .   . . :   
gi|144 VEADVKLSDGYLARAAVPSGASTGIYEALELRDGGSDYLGKGVSKAVENVN--IIIGPAL 
              30        40        50        60        70            
 
           50        60        70        80                         
AAD-12 TGR-PSLLIGRHAHAIPGMDAAESERFLEGLVDWAC                         
       .:. :.  .:     .  .:.. .:                                    
gi|144 VGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAVSLAVCKAGAHVKGIPLYEH 
      80        90       100       110       120       130          
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.4  bits: 19.7 E():   60 
Smith-Waterman score: 45; 20.0% identity (58.2% similar) in 55 aa overlap (17-69:52-104) 
 
                             10        20        30        40       
AAD-12               RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE- 
                                     ....:: :.: :.. ..  .   . . :   
gi|144 VEADVKLSDGYLARAAVPRGASTGIYEALELRDGGSDYLGKGVSKAVENVN--IIIGPAL 
              30        40        50        60        70            
 
           50        60        70        80                         
AAD-12 TGR-PSLLIGRHAHAIPGMDAAESERFLEGLVDWAC                         
       .:. :.  .:     .  .:.. .:                                    
gi|144 VGKDPTDQVGIDNFMVQQLDGTVNEWGWCKQKLGANAILAVSLAVCKAGAHVKGIPLYKH 
      80        90       100       110       120       130          
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.4  bits: 18.0 E():   60 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (25-42:25-42) 
 
               10        20        30        40        50        60 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
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                               .:. . :.:  ..: ..:                   
gi|144 MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 PGMDAAESERFLEGLVDWAC                                         
                                                                    
gi|144 EIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVEVTASVD 
               70        80        90       100       110       120 
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.1  bits: 19.0 E():   63 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (10-56:71-117) 
 
                                    10        20        30          
AAD-12                      RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|473 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
      40        50        60        70        80                    
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC                    
        . .:. ..:.  :...                                            
gi|473 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|3914386|sp|P56577.1|MALF2_MALFU RecName: Full=Putat  (177 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.0  bits: 18.3 E():   63 
Smith-Waterman score: 41; 35.7% identity (92.9% similar) in 14 aa overlap (1-14:139-152) 
 
                                             10        20        30 
AAD-12                               RSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :.::..:. ...:.                 
gi|391 DKVVFATDIDLAFSKALGATIDLSAKHFGERTARYALIIDDNKIVDFASDEGDTGKLQNA 
      110       120       130       140       150       160         
 
               40        50        60        70        80 
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC 
                                                          
gi|391 SIDTILTKV                                          
      170                                                 
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 70.0  bits: 15.9 E():   63 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (61-78:8-25) 
 
               40        50        60        70        80      
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC      
                                     :.. :  ....:..   :        
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA 
                                      10        20        30   
 
>>gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A-II   (291 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 43; 19.1% identity (53.2% similar) in 47 aa overlap (10-56:71-117) 
 
                                    10        20        30          
AAD-12                      RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . : .     : .:  
gi|170 QVPLVQEQQFQGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQPFRPQQPY 
               50        60        70        80        90       100 
 
      40        50        60        70        80                    
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC                    
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQILQQILQQQLIPCRDVVLQQHNIAHGSSQV 
              110       120       130       140       150       160 
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.7 E():   63 
Smith-Waterman score: 42; 33.3% identity (71.4% similar) in 21 aa overlap (15-35:72-92) 
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                               10        20        30        40     
AAD-12                 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     : ...: .::   : ...:.:          
gi|383 TASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEE 
              50        60        70        80        90       100  
 
           50        60        70        80                         
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC                         
                                                                    
gi|383 EEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEEL 
             110       120       130       140       150       160  
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.9  bits: 18.3 E():   64 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (55-71:17-30) 
 
           30        40        50        60        70        80     
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC     
                                     ::   .:..:    :::              
gi|212               VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                             10        20           30        40    
 
gi|212 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
            50        60        70        80        90       100    
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.8  bits: 18.3 E():   64 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (55-71:18-31) 
 
           30        40        50        60        70        80     
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC     
                                     ::   .:..:    :::              
gi|144              AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
gi|144 LTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.8  bits: 18.3 E():   64 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (55-71:18-31) 
 
           30        40        50        60        70        80     
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC     
                                     ::   .:..:    :::              
gi|116              AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
gi|116 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.8  bits: 17.6 E():   65 
Smith-Waterman score: 39; 31.8% identity (54.5% similar) in 22 aa overlap (56-77:20-41) 
 
          30        40        50        60        70        80      
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC      
                                     ::  . . : :. :    :..:         
gi|730            MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
gi|730 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.8  bits: 17.6 E():   65 
Smith-Waterman score: 39; 31.8% identity (54.5% similar) in 22 aa overlap (56-77:20-41) 
 
          30        40        50        60        70        80      
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC      
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                                     ::  . . : :. :    :..:         
gi|191            MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
gi|191 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.7  bits: 18.0 E():   65 
Smith-Waterman score: 40; 30.0% identity (56.7% similar) in 30 aa overlap (35-64:114-143) 
 
           10        20        30        40        50        60     
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ..:  ..:    :.: 
gi|189 HCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTVHNAPYCLGLD 
            90       100       110       120       130       140    
 
           70        80 
AAD-12 AAESERFLEGLVDWAC 
                        
gi|189 I                
                        
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.7  bits: 18.0 E():   66 
Smith-Waterman score: 40; 26.7% identity (60.0% similar) in 30 aa overlap (35-64:115-144) 
 
           10        20        30        40        50        60     
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::   .:. ...  ..:    :.: 
gi|217 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
           70        80 
AAD-12 AAESERFLEGLVDWAC 
                        
gi|217 I                
                        
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.7  bits: 18.0 E():   66 
Smith-Waterman score: 40; 30.0% identity (56.7% similar) in 30 aa overlap (35-64:115-144) 
 
           10        20        30        40        50        60     
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ..:  ..:    :.: 
gi|439 CRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
           70        80 
AAD-12 AAESERFLEGLVDWAC 
                        
gi|439 I                
                        
 
>>gi|21673|emb|CAA35238.1| unnamed protein product [Trit  (307 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.6  bits: 19.0 E():   67 
Smith-Waterman score: 43; 22.0% identity (50.0% similar) in 50 aa overlap (7-56:86-131) 
 
                                       10        20        30       
AAD-12                         RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
                                     : : : .: . :      . : .     :  
gi|216 PFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQLPYPQPQ----LPYPQPQPFRPQ 
          60        70        80        90           100       110  
 
         40        50        60        70        80                 
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC                 
       .:  . .:. ..:.  :...                                         
gi|216 QPYPQSQPQYSQPQQPISQQQQQQQQQQQQKQQQQQQQQILQQILQQQLIPCRDVVLQQH 
             120       130       140       150       160       170  
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>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.5  bits: 19.0 E():   67 
Smith-Waterman score: 43; 27.8% identity (55.6% similar) in 36 aa overlap (25-60:234-269) 
 
                     10        20        30        40        50     
AAD-12       RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::  ..   .: . :.:   :.. :  .:  
gi|324 DPRTLNKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVIL 
           210       220       230       240       250       260    
 
           60        70        80                    
AAD-12 RHAHAIPGMDAAESERFLEGLVDWAC                    
         .::.                                        
gi|324 SISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV 
           270       280       290       300         
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 69.5  bits: 19.7 E():   67 
Smith-Waterman score: 45; 23.5% identity (58.8% similar) in 51 aa overlap (23-70:265-315) 
 
                       10        20        30        40         50  
AAD-12         RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG-RPSL 
                                     : .. :..:..  . ::.: .     . :  
gi|144 AVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGGVMTPLIKRNTTIPTKKSE 
          240       250       260       270       280       290     
 
              60          70        80                              
AAD-12 LIGRHAHAIPG--MDAAESERFLEGLVDWAC                              
        .. ..   ::  ... :.::                                        
gi|144 TFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAPRGVPQIEVTFDLDANGIM 
          300       310       320       330       340       350     
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.5  bits: 18.3 E():   67 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (55-71:27-40) 
 
           30        40        50        60        70        80     
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC     
                                     ::   .:..:    :::              
gi|194     MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEA 
                   10        20        30           40        50    
 
gi|194 LTQYKCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVL 
            60        70        80        90       100       110    
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.4  bits: 19.7 E():   68 
Smith-Waterman score: 45; 38.9% identity (66.7% similar) in 18 aa overlap (5-22:394-411) 
 
                                         10        20        30     
AAD-12                           RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ::..:.    .::: . :             
gi|224 LLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQE 
           370       380       390       400       410       420    
 
           40        50        60        70        80               
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC               
                                                                    
gi|224 GHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPR 
           430       440       450       460       470       480    
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 69.3  bits: 15.9 E():   68 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (61-78:8-25) 
 
               40        50        60        70        80         
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC         
                                     :.. :  ....:..   :           
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK 
                                      10        20        30      
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>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 69.3  bits: 14.8 E():   69 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (3-17:1-15) 
 
               10        20        30        40        50        60 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
         :: . : : ..::..                                            
gi|323   ARTAWVDSGAQLGELSY                                          
                 10                                                 
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.2  bits: 19.7 E():   70 
Smith-Waterman score: 45; 38.9% identity (66.7% similar) in 18 aa overlap (5-22:414-431) 
 
                                         10        20        30     
AAD-12                           RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ::..:.    .::: . :             
gi|571 LLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQE 
           390       400       410       420       430       440    
 
           40        50        60        70        80               
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC               
                                                                    
gi|571 GHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPR 
           450       460       470       480       490       500    
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.2  bits: 19.7 E():   70 
Smith-Waterman score: 45; 38.9% identity (66.7% similar) in 18 aa overlap (5-22:414-431) 
 
                                         10        20        30     
AAD-12                           RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ::..:.    .::: . :             
gi|199 LLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQE 
           390       400       410       420       430       440    
 
           40        50        60        70        80               
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC               
                                                                    
gi|199 GHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPR 
           450       460       470       480       490       500    
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.1  bits: 18.3 E():   70 
Smith-Waterman score: 42; 29.5% identity (54.5% similar) in 44 aa overlap (38-78:37-80) 
 
        10        20        30        40         50         60      
AAD-12 VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR-PSLLI-GRHAHAIPGMDA 
                                     : .:     :. : : : :...:   ...  
gi|144 PVKALGEPIRFLLSYGEKDFEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISR 
         10        20        30        40        50        60       
 
          70         80                                             
AAD-12 AESERF-LEGLVDWAC                                             
         ...: : :  ::                                               
gi|144 YLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYY 
         70        80        90       100       110       120       
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.0  bits: 19.7 E():   71 
Smith-Waterman score: 45; 38.9% identity (66.7% similar) in 18 aa overlap (5-22:422-439) 
 
                                         10        20        30     
AAD-12                           RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ::..:.    .::: . :             
gi|213 LLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQE 
             400       410       420       430       440       450  
 
           40        50        60        70        80               
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC               
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gi|213 GHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPR 
             460       470       480       490       500       510  
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 69.0  bits: 18.3 E():   72 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (6-31:76-100) 
 
                                        10        20        30      
AAD-12                          RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
          40        50        60        70        80                
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC                
                                                                    
gi|549 AKYPVGQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.0  bits: 18.3 E():   72 
Smith-Waterman score: 41; 29.7% identity (54.1% similar) in 37 aa overlap (44-78:48-84) 
 
            20        30        40        50         60        70   
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI-GRHAHAIPGMDAAESERF- 
                                     :    : : : :...:   ...   ...:  
gi|622 PIRFLLSYGEKDFEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFG 
        20        30        40        50        60        70        
 
              80                                                    
AAD-12 LEGLVDWAC                                                    
       : :  ::                                                      
gi|622 LSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEV 
        80        90       100       110       120       130        
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 69.0  bits: 18.3 E():   72 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (6-31:76-100) 
 
                                        10        20        30      
AAD-12                          RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDI 
          50        60        70        80         90       100     
 
          40        50        60        70        80                
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC                
                                                                    
gi|549 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 68.9  bits: 15.9 E():   72 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (15-35:5-25) 
 
               10        20        30        40        50        60 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                     :.: .: :  : : .   :.:                          
gi|462           TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXLSSA              
                         10        20        30                     
 
               70        80 
AAD-12 PGMDAAESERFLEGLVDWAC 
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.8  bits: 18.3 E():   73 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (6-31:81-105) 
 
                                        10        20        30      
AAD-12                          RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
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gi|115 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
               60        70        80         90       100          
 
          40        50        60        70        80                
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC                
                                                                    
gi|115 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
     110       120       130       140       150       160          
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 68.5  bits: 15.2 E():   76 
Smith-Waterman score: 36; 44.0% identity (56.0% similar) in 25 aa overlap (14-38:2-24) 
 
               10        20        30        40        50        60 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                    ::..  :  :  : :. : :::  :                       
gi|751             DLGYAP-ATPAAPGAGY-TPATPAAP                       
                            10         20                           
 
               70        80 
AAD-12 PGMDAAESERFLEGLVDWAC 
 
>>gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia mutic  (284 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 68.3  bits: 18.7 E():   78 
Smith-Waterman score: 42; 36.8% identity (73.7% similar) in 19 aa overlap (55-73:63-80) 
 
           30        40        50        60        70        80     
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC     
                                     .:: ..  ..::: .:. :            
gi|219 EDSKAKIEEDLTSLQKKYTNLENEFDQVNEKHADSVAKLEAAE-KRLTETEDEIKGYTRK 
             40        50        60        70         80        90  
 
gi|219 IQLLEDDLERTQTKLDEATGKLEEATKSADESERGRKVLESRSLADDDRIDGLEKQVKDA 
             100       110       120       130       140       150  
 
>>gi|21761|emb|CAA26384.1| unnamed protein product [Trit  (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.3  bits: 18.7 E():   78 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (10-56:71-117) 
 
                                    10        20        30          
AAD-12                      RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|217 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQQFRPQQPY 
               50        60        70        80        90       100 
 
      40        50        60        70        80                    
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC                    
        . .:. ..:.  :...                                            
gi|217 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|170720|gb|AAA34280.1| alpha/beta-gliadin precursor   (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.3  bits: 18.7 E():   78 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (10-56:71-117) 
 
                                    10        20        30          
AAD-12                      RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
      40        50        60        70        80                    
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC                    
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|21755|emb|CAA25593.1| unnamed protein product [Trit  (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.3  bits: 18.7 E():   78 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (10-56:71-117) 
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                                    10        20        30          
AAD-12                      RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|217 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
      40        50        60        70        80                    
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC                    
        . .:. ..:.  :...                                            
gi|217 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 68.2  bits: 15.2 E():   79 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (32-38:5-11) 
 
              10        20        30        40        50        60  
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     : .:.::                        
gi|751                           TKSQTHVPIRPNKLVLKVQKDRATN          
                                         10        20               
 
              70        80 
AAD-12 GMDAAESERFLEGLVDWAC 
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.2  bits: 18.3 E():   79 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (6-31:99-123) 
 
                                        10        20        30      
AAD-12                          RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|162 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
          40        50        60        70        80                
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC                
                                                                    
gi|162 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.2  bits: 18.3 E():   79 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (6-31:99-123) 
 
                                        10        20        30      
AAD-12                          RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|856 KEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
          40        50        60        70        80                
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC                
                                                                    
gi|856 AKYQVGQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.9  bits: 15.2 E():   82 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (44-54:10-20) 
 
            20        30        40        50        60        70    
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
                                     :.:  :..: :                    
gi|147                      AKITFTNNXPNTVWPGILTGFGQKPQ              
                                    10        20                    
 
            80 
AAD-12 GLVDWAC 
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
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 initn:  44 init1:  44 opt:  44  Z-score: 67.9  bits: 19.4 E():   82 
Smith-Waterman score: 44; 30.0% identity (60.0% similar) in 30 aa overlap (4-33:322-351) 
 
                                          10        20        30    
AAD-12                            RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                     ::..  ..:   .  ::::.  . ..:  : 
gi|186 GKDKHCQRPRGSQSKSRRNGIDETICTMRLRHNIGQTSSPDIYNPQAGSVTTATSLDFPA 
             300       310       320       330       340       350  
 
            40        50        60        70        80              
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC              
                                                                    
gi|186 LSWLRLSAGFGSLRKNAMFVPHYNLNANSIIYALNGRALIQVVNCNGERVFDGELQEGRV 
             360       370       380       390       400       410  
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.9  bits: 19.4 E():   82 
Smith-Waterman score: 44; 30.0% identity (60.0% similar) in 30 aa overlap (4-33:322-351) 
 
                                          10        20        30    
AAD-12                            RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                     ::..  ..:   .  ::::.  . ..:  : 
gi|186 GKDKHCQRPRGSQSKSRRNGIDETICTMRLRHNIGQTSSPDIYNPQAGSVTTATSLDFPA 
             300       310       320       330       340       350  
 
            40        50        60        70        80              
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC              
                                                                    
gi|186 LSWLRLSAEFGSLRKNAMFVPHYNLNANSIIYALNGRALIQVVNCNGERVFDGELQEGRV 
             360       370       380       390       400       410  
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 18.0 E():   84 
Smith-Waterman score: 40; 42.9% identity (85.7% similar) in 14 aa overlap (2-15:48-61) 
 
                                            10        20        30  
AAD-12                              RSARHSLVYSQSKLGHVQQAGSAYIGYGMDT 
                                     ::.: ..:... ::                 
gi|697 PARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVTRG 
        20        30        40        50        60        70        
 
              40        50        60        70        80            
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC            
                                                                    
gi|697 EGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIAGK 
        80        90       100       110       120       130        
 
>>gi|289064179|gb|ADC80503.1| non-specific lipid transfe  (118 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.6  bits: 17.3 E():   85 
Smith-Waterman score: 38; 66.7% identity (88.9% similar) in 9 aa overlap (57-65:81-89) 
 
         30        40        50        60        70        80       
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC       
                                     : ::::..:                      
gi|289 ASCCSGVRSLNAAAKTTPDRQAVCNCLKSAAGAIPGFNANNAGILPGKCGVSIPYKISTS 
               60        70        80        90       100       110 
 
gi|289 TNCATIKF 
                
 
>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 19.1 E():   85 
Smith-Waterman score: 43; 35.0% identity (65.0% similar) in 20 aa overlap (14-33:133-152) 
 
                                10        20        30        40    
AAD-12                  RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :: ... :.    : .::.:           
gi|129 IRKNEDVAYVEEDQIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVD 
            110       120       130       140       150       160   
 
            50        60        70        80                        

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 5654



 

 

AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC                        
                                                                    
gi|129 SGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASILSVKVFQG 
            170       180       190       200       210       220   
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.6  bits: 19.1 E():   85 
Smith-Waterman score: 43; 35.0% identity (65.0% similar) in 20 aa overlap (14-33:133-152) 
 
                                10        20        30        40    
AAD-12                  RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :: ... :.    : .::.:           
gi|746 IRKNEDVAYVEEDQIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVD 
            110       120       130       140       150       160   
 
            50        60        70        80                        
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC                        
                                                                    
gi|746 SGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASILSVKVFQG 
            170       180       190       200       210       220   
 
>>gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea sati  (316 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.6  bits: 18.7 E():   85 
Smith-Waterman score: 42; 31.2% identity (53.1% similar) in 32 aa overlap (13-44:191-220) 
 
                                 10        20        30        40   
AAD-12                   RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     .: :  . :.:  . : :   .:   :: . 
gi|135 FVMENNKQTYCTSKSWPCVFGKQYYGRGPIQLTHNYNYGQAGKAIGADLINNP--DLVAT 
              170       180       190       200       210           
 
             50        60        70        80                       
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC                       
       .:                                                           
gi|135 NPTISFKTAIWFWMTPQANKPSSHDVIIGNWRPSAADTSAGRVPSYGVITNIINGGLECG 
      220       230       240       250       260       270         
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.6  bits: 19.1 E():   86 
Smith-Waterman score: 43; 35.5% identity (54.8% similar) in 31 aa overlap (31-61:3-32) 
 
               10        20        30        40        50        60 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                                     : : :.  :. .   .:   :  : ::..: 
gi|238                             FITKAIPIV-LAALSAVNGAKILEAGPHAETI 
                                            10        20        30  
 
               70        80                                         
AAD-12 PGMDAAESERFLEGLVDWAC                                         
       :                                                            
gi|238 PNKYIVVMKKDVSDEAFSTHTTWLSQNLNRRLMRRSGSSKAMAGMQNKYSLGGIFRAYSG 
              40        50        60        70        80        90  
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.5  bits: 17.3 E():   86 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (5-22:33-50) 
 
                                         10        20        30     
AAD-12                           RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     :.:.: : .: ....  :             
gi|160 QEHKPKKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELD 
             10        20        30        40        50        60   
 
           40        50        60        70        80            
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC            
                                                                 
gi|160 VVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQTQ 
             70        80        90       100       110          
 
>>gi|253683676|gb|ACT33296.1| putative tabinhibitin 9 [T  (252 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 18.4 E():   87 
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Smith-Waterman score: 41; 42.9% identity (71.4% similar) in 14 aa overlap (6-19:139-152) 
 
                                        10        20        30      
AAD-12                          RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     ::. .  : ::.:.                 
gi|253 EAYKCRHTLRFWTPGQLNFEFYADKMPFTMSLISTAIKRGHMQKHNITRDIVEKYQPVGP 
      110       120       130       140       150       160         
 
          40        50        60        70        80                
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC                
                                                                    
gi|253 KGNVKELALAIFDRVTAVGCGLTTWKLGGKARAFFTCNFFSENDYNRPVYKTGNSPGEKC 
      170       180       190       200       210       220         
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.3  bits: 16.9 E():   89 
Smith-Waterman score: 37; 38.9% identity (50.0% similar) in 18 aa overlap (61-78:25-42) 
 
               40        50        60        70        80           
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC           
                                     ::   :: :   .:  .:             
gi|126       TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTKKGNLWEV 
                     10        20        30        40        50     
 
gi|126 KSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
           60        70        80        90        
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.2  bits: 18.0 E():   90 
Smith-Waterman score: 40; 34.5% identity (51.7% similar) in 29 aa overlap (21-49:139-165) 
 
                         10        20        30        40        50 
AAD-12           RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS 
                                     :  :.  :. :. . :  : .::   : :  
gi|116 KYAGVFVSTGTLGGGQETTAITSMSTLVDHGFIYVPLGYKTAFSMLANLDEVH--GGSPW 
      110       120       130       140       150       160         
 
               60        70        80         
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWAC         
                                              
gi|116 GAGTFSAGDGSRQPSELELNIAQAQGKAFYEAVAKAHQ 
        170       180       190       200     
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.2  bits: 18.0 E():   90 
Smith-Waterman score: 40; 30.8% identity (69.2% similar) in 26 aa overlap (6-31:76-100) 
 
                                        10        20        30      
AAD-12                          RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:... :. .    :: ::     
gi|740 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
          40        50        60        70        80                
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC                
                                                                    
gi|740 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 67.0  bits: 14.5 E():   91 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (29-36:10-17) 
 
               10        20        30        40        50        60 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                                   :.:  :::                         
gi|244                    IGNEDCTPWMSTLITPLP                        
                                  10                                
 
               70        80 
AAD-12 PGMDAAESERFLEGLVDWAC 
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>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.0  bits: 18.4 E():   92 
Smith-Waterman score: 41; 37.5% identity (81.2% similar) in 16 aa overlap (60-75:1-16) 
 
      30        40        50        60        70        80          
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC          
                                     .::..:.. : .:. :               
gi|857                               MPGQQATKHESLLDQLSLKGKVVVVTGASG 
                                             10        20        30 
 
gi|857 PKGMGIEAARGCAEMGAAVAITYASRAQGAEENVKELEKTYGIKAKAYKCQVDSYESCEK 
               40        50        60        70        80        90 
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.0  bits: 18.0 E():   92 
Smith-Waterman score: 40; 22.0% identity (54.0% similar) in 50 aa overlap (31-79:145-191) 
 
               10        20        30        40        50        60 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                                     ::.    :.. . :  :   . . .::. . 
gi|833 KDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFG---VDMWEHAYYL 
          120       130       140       150       160          170  
 
                70        80                   
AAD-12 PGM-DAAESERFLEGLVDWAC                   
         . : :   . . ....::                    
gi|833 QYLNDKASYAKGIWNVINWAEAENRYIAGDKGGHPFMKL 
             180       190       200       210 
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 18.0 E():   92 
Smith-Waterman score: 40; 38.5% identity (42.3% similar) in 26 aa overlap (26-51:60-85) 
 
                    10        20        30        40        50      
AAD-12      RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     :  :  :  :  : ::.   :  : :     
gi|613 CLEYSNVGFTDAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIA 
      30        40        50        60        70        80          
 
          60        70        80                                    
AAD-12 HAHAIPGMDAAESERFLEGLVDWAC                                    
                                                                    
gi|613 QRWANQCTFEHDACRNVERFAVGQNIAATSSSGKNKSTLSDMILLWYNEVKDFDNRWISS 
      90       100       110       120       130       140          
 
>>gi|18641|emb|CAA37044.1| glycinin [Glycine max]         (562 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 66.9  bits: 19.4 E():   93 
Smith-Waterman score: 44; 27.3% identity (56.8% similar) in 44 aa overlap (1-42:124-167) 
 
                                             10        20        30 
AAD-12                               RSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :: ...:  :..:. : ...    :  :.  
gi|186 IAQGKGALQCKPGCPETFEEPQEQSNRRGSRSQKQQLQDSHQKIRHFNEGDVLVIPPGVP 
           100       110       120       130       140       150    
 
                 40        50        60        70        80         
AAD-12 --TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC         
         :  :  .:.: .                                               
gi|186 YWTYNTGDEPVVAISLLDTSNFNNQLDQTPRVFYLAGNPDIEYPETMQQQQQQKSHGGRK 
           160       170       180       190       200       210    
 
>>gi|806556|emb|CAA60533.1| A5A4B3 subunit [Glycine soja  (563 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 66.9  bits: 19.4 E():   93 
Smith-Waterman score: 44; 27.3% identity (56.8% similar) in 44 aa overlap (1-42:125-168) 
 
                                             10        20        30 
AAD-12                               RSARHSLVYSQSKLGHVQQAGSAYIGYGMD 
                                     :: ...:  :..:. : ...    :  :.  
gi|806 AQGKGALGVAIPGCPETFEEPQEQSNRRGSRSQKQQLQDSHQKIRHFNEGDVLVIPPGVP 
          100       110       120       130       140       150     
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                 40        50        60        70        80         
AAD-12 --TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC         
         :  :  .:.: .                                               
gi|806 YWTYNTGDEPVVAISLLDTSNFNNQLDQTPRVFYLAGNPDIEYPETMQQQQQQKSHGGRK 
          160       170       180       190       200       210     
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (5-22:48-65) 
 
                                         10        20        30     
AAD-12                           RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     :.:.: : .: ....  :             
gi|111 QGHKPKKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELD 
        20        30        40        50        60        70        
 
           40        50        60        70        80            
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC            
                                                                 
gi|111 VVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQTQ 
        80        90       100       110       120       130     
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (5-22:48-65) 
 
                                         10        20        30     
AAD-12                           RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     :.:.: : .: ....  :             
gi|111 QEHKPEKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELD 
        20        30        40        50        60        70        
 
           40        50        60        70        80            
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC            
                                                                 
gi|111 VVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQTQ 
        80        90       100       110       120       130     
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (5-22:48-65) 
 
                                         10        20        30     
AAD-12                           RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     :.:.: : .: ....  :             
gi|420 QEHKPKKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELD 
        20        30        40        50        60        70        
 
           40        50        60        70        80            
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC            
                                                                 
gi|420 VVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQTQ 
        80        90       100       110       120       130     
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 66.6  bits: 18.0 E():   96 
Smith-Waterman score: 40; 22.0% identity (54.0% similar) in 50 aa overlap (31-79:156-202) 
 
               10        20        30        40        50        60 
AAD-12 RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                                     ::.    :.. . :  :   . . .::. . 
gi|164 KDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFG---VDMWEHAYYL 
         130       140       150       160       170          180   
 
                70        80                   
AAD-12 PGM-DAAESERFLEGLVDWAC                   
         . : :   . . ....::                    
gi|164 QYLNDKASYAKGIWNVINWAEAENRYIAGDKGGHPFMKL 
            190       200       210       220  
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>>gi|190684057|gb|ACE82289.1| glutathione transferase [T  (222 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 66.6  bits: 18.0 E():   97 
Smith-Waterman score: 40; 32.4% identity (59.5% similar) in 37 aa overlap (33-65:50-86) 
 
             10        20        30        40           50          
AAD-12 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP---SLLIGRHAH- 
                                     :.:..  . :  . :::   ::.: .. .  
gi|190 RVRIALAEKGLPYEYAEEDLMAGKSDRLLRANPVHKKIPVLLHDGRPVNESLIILQYLED 
      20        30        40        50        60        70          
 
       60        70        80                                       
AAD-12 AIPGMDAAESERFLEGLVDWAC                                       
       :.:   :                                                      
gi|190 AFPDAPALLPSDPYARAQARFWADYVDKKVYDCGSRLWKLKGEPQAQARAEMLDILKTLD 
      80        90       100       110       120       130          
 
>>gi|9087152|sp|P81294.1|MPAJ1_JUNAS RecName: Full=Major  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.7 E():   98 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (42-60:120-138) 
 
              20        30        40        50        60        70  
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|908 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHSLHIHGCNT 
      90       100       110       120       130       140          
 
              80                                                    
AAD-12 LEGLVDWAC                                                    
                                                                    
gi|908 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8843917|gb|AAF80164.1| pollen major allergen 1-2 [J  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.7 E():   98 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (42-60:120-138) 
 
              20        30        40        50        60        70  
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
              80                                                    
AAD-12 LEGLVDWAC                                                    
                                                                    
gi|884 SVLGDVLVSESIGVVPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIF 
     150       160       170       180       190       200          
 
>>gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.7 E():   98 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (42-60:120-138) 
 
              20        30        40        50        60        70  
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
              80                                                    
AAD-12 LEGLVDWAC                                                    
                                                                    
gi|810 SVLGNVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.7 E():   98 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (42-60:120-138) 
 
              20        30        40        50        60        70  
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
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gi|151 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
              80                                                    
AAD-12 LEGLVDWAC                                                    
                                                                    
gi|151 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8843921|gb|AAF80166.1| pollen major allergen 1-1 [J  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.7 E():   98 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (42-60:120-138) 
 
              20        30        40        50        60        70  
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
              80                                                    
AAD-12 LEGLVDWAC                                                    
                                                                    
gi|884 SVLGDVLVSESIGVVPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.7 E():   98 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (42-60:120-138) 
 
              20        30        40        50        60        70  
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHSCNT 
      90       100       110       120       130       140          
 
              80                                                    
AAD-12 LEGLVDWAC                                                    
                                                                    
gi|810 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLPDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.7 E():   98 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (42-60:120-138) 
 
              20        30        40        50        60        70  
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
              80                                                    
AAD-12 LEGLVDWAC                                                    
                                                                    
gi|810 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.7 E():   98 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (42-60:120-138) 
 
              20        30        40        50        60        70  
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLEMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
              80                                                    
AAD-12 LEGLVDWAC                                                    
                                                                    
gi|810 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGITIS 
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     150       160       170       180       190       200          
 
>>gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.7 E():   98 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (42-60:120-138) 
 
              20        30        40        50        60        70  
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
              80                                                    
AAD-12 LEGLVDWAC                                                    
                                                                    
gi|810 SVLGNVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.7 E():   99 
Smith-Waterman score: 39; 35.3% identity (70.6% similar) in 17 aa overlap (24-40:118-134) 
 
                      10        20        30        40        50    
AAD-12        RSARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI 
                                     :. . :...: : . ::              
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
            60        70        80     
AAD-12 GRHAHAIPGMDAAESERFLEGLVDWAC     
                                       
gi|195 ALEKFDKALKALPMHIRLSFNPTQLEEQCHI 
       150       160       170         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:57 2011 done: Fri Jan 21 00:02:57 2011 
 Total Scan time:  0.060 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 160  - 239 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     1     8:= * 
  34    16    22:====== * 
  36    39    44:============= * 
  38    55    73:===================     * 
  40    50   102:=================                * 
  42   121   125:=========================================* 
  44   131   138:============================================ * 
  46   141   140:==============================================* 
  48   117   134:=======================================     * 
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  50   105   122:===================================     * 
  52   129   108:===================================*======= 
  54    91    92:==============================* 
  56   120    77:=========================*============== 
  58    78    63:====================*===== 
  60    53    51:================*= 
  62    37    41:=============* 
  64    35    33:==========*= 
  66    36    26:========*=== 
  68    31    20:======*==== 
  70    29    16:=====*==== 
  72    15    12:===*= 
  74     7    10:===* 
  76     8     8:==* 
  78    16     6:=*==== 
  80     9     5:=*= 
  82     7     3:*== 
  84     6     3:*= 
  86     2     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     1     1:*         :* 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.95860.00295; mu= 9.3075 0.154 
 mean_var=30.6281 7.598, 0's: 2 Z-trim: 2  B-trim: 71 in 1/43 
 Lambda= 0.231747 
 Kolmogorov-Smirnov  statistic: 0.0899 (N=28) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   58 24.0       1 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   59 24.5       2 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   56 23.5     3.5 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   50 21.3     5.5 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 23.6     7.8 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 23.6       8 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 18.9     9.6 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   47 20.3      10 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   54 22.9      10 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   52 22.1      10 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   52 22.1      10 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   51 21.8      10 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   48 20.7      12 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 21.4      12 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   50 21.4      12 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   50 21.4      12 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   53 22.5      13 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   50 21.4      13 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   51 21.8      15 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 23.6      15 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   50 21.5      17 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   49 21.1      17 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 21.1      17 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   50 21.5      18 
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gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.7      18 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.7      18 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.7      18 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   48 20.8      19 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   47 20.4      19 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 21.1      20 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 16.4      21 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 21.9      22 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   49 21.2      23 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 19.3      23 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 20.4      24 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 19.0      25 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   48 20.8      29 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   43 19.0      29 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   43 19.0      31 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   44 19.4      35 
gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Veno ( 204)   44 19.4      35 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   44 19.4      35 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 20.1      36 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   45 19.8      37 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   45 19.8      38 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 20.5      40 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 16.5      41 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.7      43 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.7      43 
gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   42 18.7      43 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   42 18.7      43 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 19.4      44 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   40 18.0      44 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 16.5      44 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 18.0      46 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   43 19.1      46 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 19.4      47 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.8      47 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.8      47 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.6      50 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.8      51 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.3      52 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   41 18.3      53 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   41 18.4      54 
gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A ( 262)   43 19.1      55 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   42 18.7      56 
gi|4587985|gb|AAD25927.1|AF084828_1 major allergen ( 342)   44 19.4      56 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   45 19.8      56 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.8      56 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   44 19.5      57 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   44 19.5      57 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 18.0      59 
gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   43 19.1      60 
gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A ( 291)   43 19.1      61 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   42 18.7      61 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 18.4      62 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 18.4      63 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 18.4      63 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   45 19.8      63 
gi|21673|emb|CAA35238.1| unnamed protein product [ ( 307)   43 19.1      64 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   40 18.0      64 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   39 17.6      64 
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gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   39 17.6      64 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   45 19.8      64 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   43 19.1      64 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   40 18.0      64 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   40 18.0      64 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 15.8      64 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 18.4      65 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   45 19.8      66 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   45 19.8      66 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   45 19.8      66 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   45 19.8      67 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   41 18.4      68 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   41 18.4      69 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   41 18.4      69 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   41 18.4      69 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 15.8      70 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   41 18.4      71 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 14.7      72 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 15.8      73 
gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia m ( 284)   42 18.8      74 
gi|170720|gb|AAA34280.1| alpha/beta-gliadin precur ( 286)   42 18.8      75 
gi|21755|emb|CAA25593.1| unnamed protein product [ ( 286)   42 18.8      75 
gi|21761|emb|CAA26384.1| unnamed protein product [ ( 286)   42 18.8      75 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   41 18.4      76 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   41 18.4      76 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   44 19.5      78 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   44 19.5      78 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.1      78 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   44 19.5      80 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.1      81 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   43 19.1      81 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   43 19.1      81 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   43 19.1      81 
gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea  ( 316)   42 18.8      82 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   40 18.0      82 
gi|289064179|gb|ADC80503.1| non-specific lipid tra ( 118)   38 17.3      84 
gi|253683676|gb|ACT33296.1| putative tabinhibitin  ( 252)   41 18.4      84 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.1      84 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   38 17.3      84 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   40 18.1      87 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   40 18.1      87 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   37 17.0      88 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   41 18.4      88 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   40 18.1      89 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   40 18.1      90 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   40 18.1      93 
gi|9087152|sp|P81294.1|MPAJ1_JUNAS RecName: Full=M ( 367)   42 18.8      94 
gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen ( 367)   42 18.8      94 
gi|8843917|gb|AAF80164.1| pollen major allergen 1- ( 367)   42 18.8      94 
gi|8843921|gb|AAF80166.1| pollen major allergen 1- ( 367)   42 18.8      94 
gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen ( 367)   42 18.8      94 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   42 18.8      94 
gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen ( 367)   42 18.8      94 
gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen ( 367)   42 18.8      94 
gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen ( 367)   42 18.8      94 
gi|190684057|gb|ACE82289.1| glutathione transferas ( 222)   40 18.1      94 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   38 17.3      94 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   38 17.3      94 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   38 17.3      94 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 14.4      95 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   39 17.7      96 
gi|14424466|sp|P35778.2|VA3_SOLIN RecName: Full=Ve ( 234)   40 18.1      98 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   37 17.0      99 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   43 19.2   1e 
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  50 init1:  50 opt:  58  Z-score: 102.1  bits: 24.0 E():    1 
Smith-Waterman score: 58; 40.0% identity (62.5% similar) in 40 aa overlap (42-77:79-117) 
 
              20        30        40        50            60        
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHA--HAIPGMDAAES 
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                                     .::. ::.:  ::   :  :   :.. :.  
gi|121 DLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPEN-RPALKTLIDGLASSHKARGIEKAQF 
       50        60        70        80         90       100        
 
        70        80                                
AAD-12 ERFLEGLVDWACQ                                
       :.:  .:::.                                   
gi|121 EEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
       110       120       130       140       150  
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  55 init1:  55 opt:  59  Z-score: 97.0  bits: 24.5 E():    2 
Smith-Waterman score: 59; 21.9% identity (51.6% similar) in 64 aa overlap (1-61:330-393) 
 
                                             10        20        30 
AAD-12                               SARHSLVYSQSKLGHVQQAGSAYIGYGMDT 
                                     .: .:. ..      : . :. ... :.:  
gi|113 SASPTILSQGNRFCAPDERSKKNVLGRHGEAAAESMKWNWRTNKDVLENGAIFVASGVDP 
     300       310       320       330       340       350          
 
               40        50           60        70        80 
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAI---PGMDAAESERFLEGLVDWACQ 
       . :: .    .  : :. .: .   : ..   ::                    
gi|113 VLTPEQSAGMIPAEPGESALSLTSSAGVLSCQPGAPC                 
     360       370       380       390                       
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 92.7  bits: 23.5 E():  3.5 
Smith-Waterman score: 56; 29.6% identity (53.7% similar) in 54 aa overlap (21-72:25-73) 
 
                   10        20        30        40         50      
AAD-12     SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET-GRPSLLIGRH 
                               .:  ::.  : :::  : . . : : . :.       
gi|249 MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPAT----- 
               10        20        30        40        50           
 
          60         70        80                                   
AAD-12 AHAIP-GMDAAESERFLEGLVDWACQ                                   
         :.: :  ..: ....:                                           
gi|249 PAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGLA 
          60        70        80        90       100       110      
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  45 init1:  45 opt:  50  Z-score: 89.2  bits: 21.3 E():  5.5 
Smith-Waterman score: 50; 32.4% identity (67.6% similar) in 34 aa overlap (1-30:44-77) 
 
                                                 10        20       
AAD-12                               SARHS----LVYSQSKLGHVQQAGSAYIGY 
                                     :..::    :.... .. :::.:.. :    
gi|527 LLSSTTYVVVDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAAQQYGIT 
            20        30        40        50        60        70    
 
         30        40        50        60        70        80 
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ 
       .: :                                                   
gi|527 AMPTFMFFKEGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA       
            80        90       100       110       120        
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 86.4  bits: 23.6 E():  7.8 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (9-26:283-300) 
 
                                     10        20        30         
AAD-12                       SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
       40        50        60        70        80                   
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ                   
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gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 86.3  bits: 23.6 E():    8 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (9-26:289-306) 
 
                                     10        20        30         
AAD-12                       SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
 
       40        50        60        70        80                   
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ                   
                                                                    
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 84.9  bits: 18.9 E():  9.6 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (14-34:5-25) 
 
               10        20        30        40        50        60 
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                    :.:..: :. .::  .  :.:                           
gi|462          AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKNLNSA              
                        10        20        30                      
 
               70        80 
AAD-12 GMDAAESERFLEGLVDWACQ 
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 84.5  bits: 20.3 E():   10 
Smith-Waterman score: 47; 27.5% identity (50.0% similar) in 40 aa overlap (27-66:19-58) 
 
               10        20        30        40        50        60 
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                 :.: ::  :. :.:.        .     :.:.  
gi|135         MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALE 
                       10        20        30        40        50   
 
               70        80                                       
AAD-12 GMDAAESERFLEGLVDWACQ                                       
       : :. .                                                     
gi|135 GKDVKDLLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD 
             60        70        80        90       100       110 
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 84.4  bits: 22.9 E():   10 
Smith-Waterman score: 54; 34.8% identity (65.2% similar) in 23 aa overlap (12-34:552-574) 
 
                                  10        20        30        40  
AAD-12                    SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::   ..  :        
gi|217 QGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYPTSVQQPGQGQQSG 
             530       540       550       560       570       580  
 
              50        60        70        80                      
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ                      
                                                                    
gi|217 QGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQPATQLPTVCRMEGG 
             590       600       610       620       630       640  
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 84.3  bits: 22.1 E():   10 
Smith-Waterman score: 52; 18.4% identity (55.1% similar) in 49 aa overlap (2-50:332-380) 
 
                                            10        20        30  
AAD-12                              SARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                     : .:....  .   . . :. ..  : : . 
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gi|166 SAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPV 
             310       320       330       340       350       360  
 
              40        50        60        70        80 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ 
        ::..    .  : :. ..                               
gi|166 LTPVQSAGMIPAEPGEAAIKLTSSAGVFSCRPGAPC              
             370       380       390                     
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 84.3  bits: 22.1 E():   10 
Smith-Waterman score: 52; 18.4% identity (55.1% similar) in 49 aa overlap (2-50:332-380) 
 
                                            10        20        30  
AAD-12                              SARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                     : .:....  .   . . :. ..  : : . 
gi|113 SAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPV 
             310       320       330       340       350       360  
 
              40        50        60        70        80 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ 
        ::..    .  : :. ..                               
gi|113 LTPVQSAGMIPAEPGEAAIKLTSSAGVFSCHPGAPC              
             370       380       390                     
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 84.3  bits: 21.8 E():   10 
Smith-Waterman score: 51; 36.1% identity (55.6% similar) in 36 aa overlap (19-49:21-56) 
 
                 10        20          30           40        50    
AAD-12   SARHSLVYSQSKLGHVQQAGS--AYIGYGMDTTATP---LRPLVKVHPETGRPSLLIG 
                           :::  : .:::  : :.:     : . . :  ..:.     
gi|330 MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKAT 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQ                                  
                                                                    
gi|330 TEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESS 
               70        80        90       100       110       120 
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.2  bits: 20.7 E():   12 
Smith-Waterman score: 48; 25.6% identity (53.5% similar) in 43 aa overlap (26-68:23-65) 
 
               10        20        30        40        50        60 
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                ...:  ..::  :.:   :. .    .     ::: 
gi|344    MTGVKTHLQHELKRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIP 
                  10        20        30        40        50        
 
               70        80                                         
AAD-12 GMDAAESERFLEGLVDWACQ                                         
       . :  ..:                                                     
gi|344 NPDEFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDF 
        60        70        80        90       100       110        
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.1  bits: 21.4 E():   12 
Smith-Waterman score: 50; 32.1% identity (57.1% similar) in 28 aa overlap (22-49:1-28) 
 
               10        20        30        40        50        60 
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                            : .:::  : :.:    . . :  ..:.            
gi|295                      ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQKLI 
                                    10        20        30          
 
               70        80                                         
AAD-12 GMDAAESERFLEGLVDWACQ                                         
                                                                    
gi|295 EKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTS 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 5667



 

 

      40        50        60        70        80        90          
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.1  bits: 21.4 E():   12 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (22-72:1-43) 
 
               10        20        30        40        50        60 
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                            : .:::    :::  : .   : :  :.   :  :     
gi|109                      ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA---A 
                                       10        20          30     
 
               70        80                                         
AAD-12 GMDAAESERFLEGLVDWACQ                                         
       :  ..: ....:                                                 
gi|109 GKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAA 
              40        50        60        70        80        90  
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.1  bits: 21.4 E():   12 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (22-72:1-43) 
 
               10        20        30        40        50        60 
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                            : .:::    :::  : .   : :  :.   :  :     
gi|239                      ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA---A 
                                       10        20          30     
 
               70        80                                         
AAD-12 GMDAAESERFLEGLVDWACQ                                         
       :  ..: ....:                                                 
gi|239 GKATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAA 
              40        50        60        70        80        90  
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.5  bits: 22.5 E():   13 
Smith-Waterman score: 53; 34.8% identity (60.9% similar) in 23 aa overlap (12-34:564-586) 
 
                                  10        20        30        40  
AAD-12                    SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::   .   :        
gi|217 QGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYPTSLQQPGQGQQSG 
           540       550       560       570       580       590    
 
              50        60        70        80                      
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ                      
                                                                    
gi|217 QGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQPATQLPTVCRMEGG 
           600       610       620       630       640       650    
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 82.4  bits: 21.4 E():   13 
Smith-Waterman score: 50; 32.1% identity (52.8% similar) in 53 aa overlap (21-72:25-68) 
 
                   10        20        30        40        50       
AAD-12     SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                               .: .:::    :::  : .   : :  :.      : 
gi|398 MAVHQYTVALFLAVALVAGPAASYAADLGYG---PATPAAPAAGYTPAT--PA----APA 
               10        20        30           40              50  
 
         60         70        80                                    
AAD-12 HAIP-GMDAAESERFLEGLVDWACQ                                    
       .: : :  ..: ....:                                            
gi|398 EAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGAASNKAFAEGLSG 
              60        70        80        90       100       110  
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 81.4  bits: 21.8 E():   15 
Smith-Waterman score: 51; 41.7% identity (66.7% similar) in 24 aa overlap (14-36:219-242) 
 
                                10        20        30         40   
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AAD-12                  SARHSLVYSQSKLGHVQQAGSAYIGYGMDT-TATPLRPLVKVH 
                                     :  ..: .  .:.:::: ::  .:       
gi|303 AGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALADVLGFGMDTETARKVRGEDDQR 
      190       200       210       220       230       240         
 
             50        60        70        80                       
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ                       
                                                                    
gi|303 GHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICSATFIQNIDNPAEADFYNPRAG 
      250       260       270       280       290       300         
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 81.3  bits: 23.6 E():   15 
Smith-Waterman score: 56; 29.3% identity (60.3% similar) in 58 aa overlap (3-60:227-279) 
 
                                           10        20        30   
AAD-12                             SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                     :: ::. ..:  :.. . . ..  . : .: 
gi|203 MRHYMHPMDSDLSCRMTLKDKVVTEVDCEERHVLVHRSNKPVHMSYV-KMMLKQNKDGVA 
        200       210       220       230       240        250      
 
             40        50        60        70        80             
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ             
       . : : ....:.  :: : .  : :  :                                 
gi|203 ADLGP-TNAQPK--RPYLSFD-HKHKNPTETDVVEVLKKLCSEITEPQASIETSFTFQKL 
         260          270        280       290       300       310  
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 80.5  bits: 21.5 E():   17 
Smith-Waterman score: 50; 38.2% identity (55.9% similar) in 34 aa overlap (27-60:2-34) 
 
               10        20        30        40        50        60 
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                 :. : : :.  :. .   .:   :  : ::.::: 
gi|581                          MGFITKAIPIV-LAALSTVNGARILEAGPHAEAIP 
                                        10         20        30     
 
               70        80                                         
AAD-12 GMDAAESERFLEGLVDWACQ                                         
                                                                    
gi|581 NKYIVVMKREVSDEAFNAHTTWLSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRAYSGE 
           40        50        60        70        80        90     
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 80.3  bits: 21.1 E():   17 
Smith-Waterman score: 49; 27.8% identity (57.4% similar) in 54 aa overlap (1-54:236-276) 
 
                                             10        20        30 
AAD-12                               SARHSLVYSQSKLGHVQQAGSAYIGYGMDT 
                                     :. ::....:..  . ::        :.:  
gi|170 WPQSDCQVMRQQCCQQLAQIPQQLQCAAIHSVVHSIIMQQQQQQQQQQ--------GIDI 
         210       220       230       240       250                
 
               40        50        60        70        80           
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ           
           . :: . : ..:. ::. :.                                     
gi|170 ----FLPLSQ-HEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSI 
           260        270       280       290       300       310   
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.1  bits: 21.1 E():   17 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (19-35:200-216) 
 
                           10        20        30        40         
AAD-12             SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
       50        60        70        80                             
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQ                             
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gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 80.0  bits: 21.5 E():   18 
Smith-Waterman score: 50; 53.3% identity (73.3% similar) in 15 aa overlap (62-76:246-260) 
 
              40        50        60        70        80            
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ            
                                     ::.: :: . .:: :                
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
 
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.7  bits: 19.7 E():   18 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (24-41:24-41) 
 
               10        20        30        40        50        60 
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|379 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 GMDAAESERFLEGLVDWACQ                                         
                                                                    
gi|379 IKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTATVGD 
               70        80        90       100       110       120 
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.7  bits: 19.7 E():   18 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (24-41:24-41) 
 
               10        20        30        40        50        60 
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|144 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 GMDAAESERFLEGLVDWACQ                                         
                                                                    
gi|144 IKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTASVGD 
               70        80        90       100       110       120 
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.7  bits: 19.7 E():   18 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (24-41:24-41) 
 
               10        20        30        40        50        60 
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|121 MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSLSTFKNTE 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 GMDAAESERFLEGLVDWACQ                                         
                                                                    
gi|121 IKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDG 
               70        80        90       100       110       120 
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.6  bits: 20.8 E():   19 
Smith-Waterman score: 48; 25.6% identity (56.4% similar) in 39 aa overlap (5-43:87-125) 
 
                                         10        20        30     
AAD-12                           SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
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                                     : : . ..  . :.:.:  . :: .  ..  
gi|144 DLAEAPFQISLLKDYLIMKRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSS 
         60        70        80        90       100       110       
 
           40        50        60        70        80               
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ               
           .::.:                                                    
gi|144 SYGDLKVKPIIQHESYEQDQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVDGDKVTIYG 
        120       130       140       150       160       170       
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 79.5  bits: 20.4 E():   19 
Smith-Waterman score: 47; 21.7% identity (52.2% similar) in 46 aa overlap (20-62:62-107) 
 
                          10        20        30        40          
AAD-12            SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE---TG 
                                     :..:.: . .. :     . . . .   .: 
gi|201 DATPVLDVAGKELDSRLSYRIISTFWGALGGDVYLGKSPNSDAPCANGIFRYNSDVGPSG 
              40        50        60        70        80        90  
 
         50        60        70        80                           
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ                           
        :  .::  .:   :.                                             
gi|201 TPVRFIGSSSHFGQGIFENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTI 
             100       110       120       130       140       150  
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 79.0  bits: 21.1 E():   20 
Smith-Waterman score: 49; 24.5% identity (49.0% similar) in 49 aa overlap (16-61:341-389) 
 
                              10        20        30        40      
AAD-12                SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ..  :.: . :: .    .  :  
gi|113 ASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMIPAEP 
              320       330       340       350       360       370 
 
          50           60        70        80 
AAD-12 GRPSLLIGRHAHAI---PGMDAAESERFLEGLVDWACQ 
       :.  : .   : ..   ::                    
gi|113 GEAVLRLTSSAGVLSCQPGAPC                 
              380       390                   
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 78.9  bits: 16.4 E():   21 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (55-60:8-13) 
 
           30        40        50        60        70        80 
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ 
                                     ::: .:                     
gi|131                        GPVGGVVHAHMMPLL                   
                                      10                        
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.4  bits: 21.9 E():   22 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (12-26:609-623) 
 
                                  10        20        30        40  
AAD-12                    SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
              50        60        70        80                      
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ                      
                                                                    
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.9  bits: 21.2 E():   23 
Smith-Waterman score: 49; 33.3% identity (46.7% similar) in 30 aa overlap (25-54:90-119) 
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                     10        20        30        40        50     
AAD-12       SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     : ::   . :  : .   :. :: .   :: 
gi|259 GVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGR 
      60        70        80        90       100       110          
 
           60        70        80                                   
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQ                                   
                                                                    
gi|259 FQDRHQKIRRFRRGDIIAIPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLA 
     120       130       140       150       160       170          
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.8  bits: 19.3 E():   23 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (24-44:25-45) 
 
                10        20        30        40        50          
AAD-12  SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                               .:. . :.:  :.:  .:  :                
gi|990 MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 PGMDAAESERFLEGLVDWACQ                                        
                                                                    
gi|990 EAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVVVTASCD 
               70        80        90       100       110       120 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (22-49:1-31) 
 
               10        20        30           40        50        
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAH 
                            : .:::  : :.:     : . . :  ..:.         
gi|217                      ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQ 
                                    10        20        30          
 
        60        70        80                                      
AAD-12 AIPGMDAAESERFLEGLVDWACQ                                      
                                                                    
gi|217 KLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAA 
      40        50        60        70        80        90          
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (22-49:1-31) 
 
               10        20        30           40        50        
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAH 
                            : .:::  : :.:     : . . :  ..:.         
gi|217                      ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQ 
                                    10        20        30          
 
        60        70        80                                      
AAD-12 AIPGMDAAESERFLEGLVDWACQ                                      
                                                                    
gi|217 KLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAA 
      40        50        60        70        80        90          
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (22-49:1-31) 
 
               10        20        30           40        50        
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAH 
                            : .:::  : :.:     : . . :  ..:.         
gi|217                      ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQ 
                                    10        20        30          
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        60        70        80                                      
AAD-12 AIPGMDAAESERFLEGLVDWACQ                                      
                                                                    
gi|217 KLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAA 
      40        50        60        70        80        90          
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (22-49:1-31) 
 
               10        20        30           40        50        
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAH 
                            : .:::  : :.:     : . . :  ..:.         
gi|217                      ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQ 
                                    10        20        30          
 
        60        70        80                                      
AAD-12 AIPGMDAAESERFLEGLVDWACQ                                      
                                                                    
gi|217 KLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAA 
      40        50        60        70        80        90          
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (22-49:1-31) 
 
               10        20        30           40        50        
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAH 
                            : .:::  : :.:     : . . :  ..:.         
gi|217                      ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQ 
                                    10        20        30          
 
        60        70        80                                      
AAD-12 AIPGMDAAESERFLEGLVDWACQ                                      
                                                                    
gi|217 KLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAA 
      40        50        60        70        80        90          
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (22-49:1-31) 
 
               10        20        30           40        50        
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAH 
                            : .:::  : :.:     : . . :  ..:.         
gi|217                      ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQ 
                                    10        20        30          
 
        60        70        80                                      
AAD-12 AIPGMDAAESERFLEGLVDWACQ                                      
                                                                    
gi|217 KLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAA 
      40        50        60        70        80        90          
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (22-49:1-31) 
 
               10        20        30           40        50        
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAH 
                            : .:::  : :.:     : . . :  ..:.         
gi|217                      ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQ 
                                    10        20        30          
 
        60        70        80                                      
AAD-12 AIPGMDAAESERFLEGLVDWACQ                                      
                                                                    
gi|217 KLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAA 
      40        50        60        70        80        90          
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 5673



 

 

 initn:  42 init1:  42 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (22-49:1-31) 
 
               10        20        30           40        50        
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAH 
                            : .:::  : :.:     : . . :  ..:.         
gi|217                      ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQ 
                                    10        20        30          
 
        60        70        80                                      
AAD-12 AIPGMDAAESERFLEGLVDWACQ                                      
                                                                    
gi|217 KLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAA 
      40        50        60        70        80        90          
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (22-49:1-31) 
 
               10        20        30           40        50        
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAH 
                            : .:::  : :.:     : . . :  ..:.         
gi|217                      ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQ 
                                    10        20        30          
 
        60        70        80                                      
AAD-12 AIPGMDAAESERFLEGLVDWACQ                                      
                                                                    
gi|217 KLIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAA 
      40        50        60        70        80        90          
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (22-49:1-31) 
 
               10        20        30           40        50        
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAH 
                            : .:::  : :.:     : . . :  ..:.         
gi|217                      ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQ 
                                    10        20        30          
 
        60        70        80                                      
AAD-12 AIPGMDAAESERFLEGLVDWACQ                                      
                                                                    
gi|217 KLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAA 
      40        50        60        70        80        90          
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (22-49:1-31) 
 
               10        20        30           40        50        
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAH 
                            : .:::  : :.:     : . . :  ..:.         
gi|217                      ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQ 
                                    10        20        30          
 
        60        70        80                                      
AAD-12 AIPGMDAAESERFLEGLVDWACQ                                      
                                                                    
gi|217 KLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAA 
      40        50        60        70        80        90          
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (22-49:1-31) 
 
               10        20        30           40        50        
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAH 
                            : .:::  : :.:     : . . :  ..:.         
gi|217                      ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQ 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 5674



 

 

                                    10        20        30          
 
        60        70        80                                      
AAD-12 AIPGMDAAESERFLEGLVDWACQ                                      
                                                                    
gi|217 KLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAA 
      40        50        60        70        80        90          
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (22-49:1-31) 
 
               10        20        30           40        50        
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAH 
                            : .:::  : :.:     : . . :  ..:.         
gi|217                      ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQ 
                                    10        20        30          
 
        60        70        80                                      
AAD-12 AIPGMDAAESERFLEGLVDWACQ                                      
                                                                    
gi|217 KLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAA 
      40        50        60        70        80        90          
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (22-49:1-31) 
 
               10        20        30           40        50        
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAH 
                            : .:::  : :.:     : . . :  ..:.         
gi|217                      ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQ 
                                    10        20        30          
 
        60        70        80                                      
AAD-12 AIPGMDAAESERFLEGLVDWACQ                                      
                                                                    
gi|217 KLIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAA 
      40        50        60        70        80        90          
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 77.3  bits: 19.0 E():   25 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (61-73:5-17) 
 
               40        50        60        70        80           
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ           
                                     :.:::: .  :.:                  
gi|208                           MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACG 
                                         10        20        30     
 
gi|208 LAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAGDVDGD 
           40        50        60        70        80        90     
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 76.2  bits: 20.8 E():   29 
Smith-Waterman score: 48; 33.3% identity (59.5% similar) in 42 aa overlap (33-69:46-85) 
 
             10        20        30           40        50          
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL---VKVHPETGRPSLL--IGRHAH 
                                     :::::    ...: ....:  :  .: .   
gi|253 IEEPEMIAPTPPGQFPHQQPISSPNRTSRNTPLRPESTEIETHHHANHPPALPVLGMQL- 
          20        30        40        50        60        70      
 
        60        70        80                                      
AAD-12 AIPGMDAAESERFLEGLVDWACQ                                      
        .::  . :: :                                                 
gi|253 PVPGT-VPESSRAQSRASLNLDIDLDLHAPSHPSHLSHGAPHEQEHAHEIQRHRAHSAQS 
            80        90       100       110       120       130    
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 76.2  bits: 19.0 E():   29 
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Smith-Waterman score: 43; 26.3% identity (57.9% similar) in 38 aa overlap (15-49:33-70) 
 
                               10        20        30           40  
AAD-12                 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVKV 
                                     ....:.::     .: :::   : : .. . 
gi|668 ASEAAAAAATPVAPTEGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPI 
             10        20        30        40        50        60   
 
              50        60        70        80                      
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ                      
         . .. :                                                     
gi|668 FADMAKKSPNVVFLKVDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKL 
             70        80        90       100       110       120   
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.6  bits: 19.0 E():   31 
Smith-Waterman score: 43; 29.6% identity (66.7% similar) in 27 aa overlap (21-47:9-35) 
 
               10        20        30        40        50        60 
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                           ::.    . ..:.  : .:.:. ..::              
gi|244             MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQSCQRQFEEQQR 
                           10        20        30        40         
 
               70        80                                         
AAD-12 GMDAAESERFLEGLVDWACQ                                         
                                                                    
gi|244 FRNCQRYVKQEVQRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGE 
       50        60        70        80        90       100         
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.6  bits: 19.4 E():   35 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (5-30:76-100) 
 
                                         10        20        30     
AAD-12                           SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
           40        50        60        70        80               
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ               
                                                                    
gi|549 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.6  bits: 19.4 E():   35 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (5-30:76-100) 
 
                                         10        20        30     
AAD-12                           SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
           40        50        60        70        80               
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ               
                                                                    
gi|549 AKYQVGQNVALTGSTAAVYNDPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 74.6  bits: 19.4 E():   35 
Smith-Waterman score: 44; 29.6% identity (77.8% similar) in 27 aa overlap (4-30:77-102) 
 
                                          10        20        30    
AAD-12                            SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::... .:... :. ..  .:: ::    
gi|549 LKVHNDFRQKVAKGLETRGNPGPQPPAKNMNNLVWND-ELANIAQVWASQCNYGHDTCKD 
         50        60        70        80         90       100      
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            40        50        60        70        80              
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ              
                                                                    
gi|549 TEKYPVGQNIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWA 
         110       120       130       140       150       160      
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.4  bits: 20.1 E():   36 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (24-33:284-293) 
 
                      10        20        30        40        50    
AAD-12        SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
            60        70        80            
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQ            
                                              
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 45; 34.5% identity (72.4% similar) in 29 aa overlap (7-33:237-265) 
 
                                       10          20        30     
AAD-12                         SARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATP 
                                     . ..:.. .:.:  .:.: .. :  ::::  
gi|168 EAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATG 
        210       220       230       240       250       260       
 
           40        50        60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ 
                                                      
gi|168 AASGAATVAAGGYKV                                
        270       280                                 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 73.9  bits: 19.8 E():   38 
Smith-Waterman score: 45; 34.5% identity (72.4% similar) in 29 aa overlap (7-33:246-274) 
 
                                       10          20        30     
AAD-12                         SARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATP 
                                     . ..:.. .:.:  .:.: .. :  ::::  
gi|330 EAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATG 
         220       230       240       250       260       270      
 
           40        50        60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ 
                                                      
gi|330 AASGAATVAAGGYKV                                
         280       290                                
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.7  bits: 20.5 E():   40 
Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (46-68:344-366) 
 
          20        30        40        50        60        70      
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
           320       330       340       350       360       370    
 
          80                                                        
AAD-12 DWACQ                                                        
                                                                    
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
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>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 73.4  bits: 16.5 E():   41 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (60-77:8-25) 
 
      30        40        50        60        70        80     
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ     
                                     :.. :. ....:..   :        
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA 
                                      10        20        30   
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (52-75:1-24) 
 
              30        40        50        60        70        80  
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ  
                                     .: ..:..   ... .:... :.:       
gi|215                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
gi|215 IPKAATGAYKSVEVKGDGGAGTVRIITLPEGSPITTMTVRTDAVNKEALSYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (52-75:1-24) 
 
              30        40        50        60        70        80  
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ  
                                     .: ..:..   ... .:... :.:       
gi|892                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
gi|892 IPKAAPGAYKSVEVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (52-75:1-24) 
 
              30        40        50        60        70        80  
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ  
                                     .: ..:..   ... .:... :.:       
gi|215                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
gi|215 IPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (52-75:1-24) 
 
              30        40        50        60        70        80  
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ  
                                     .: ..:..   ... .:... :.:       
gi|166                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
gi|166 IPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.9  bits: 19.4 E():   44 
Smith-Waterman score: 44; 20.0% identity (52.5% similar) in 40 aa overlap (9-48:51-90) 
 
                                     10        20        30         
AAD-12                       SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|130 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               30        40        50        60        70        80 
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       40        50        60        70        80                   
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ                   
        . .:. ..:                                                   
gi|130 PQPQPQYSQPQEPISQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQS 
               90       100       110       120       130       140 
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.8  bits: 18.0 E():   44 
Smith-Waterman score: 40; 30.0% identity (50.0% similar) in 30 aa overlap (48-77:13-42) 
 
        20        30        40        50        60        70        
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 
                                     :. :.    .. ::   :: :   .:  .: 
gi|144                   VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEW 
                                 10        20        30        40   
 
        80                                                    
AAD-12 ACQ                                                    
                                                              
gi|144 EPLTKKGNLWEVKSSKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
             50        60        70        80        90       
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 72.8  bits: 16.5 E():   44 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (60-77:8-25) 
 
      30        40        50        60        70        80        
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ        
                                     :.. :. ....:..   :           
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK 
                                      10        20        30      
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.4  bits: 18.0 E():   46 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (9-26:26-43) 
 
                                10        20        30        40    
AAD-12                  SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                : .. :. :: :..  ::                  
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
            50        60        70        80     
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ     
                                                 
gi|897 PYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
               70        80        90       100  
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.4  bits: 19.1 E():   46 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (13-46:31-64) 
 
                                 10        20        30        40   
AAD-12                   SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :. :  . :::..::  .     . ::    
gi|616 NEIAXAKIDLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCA 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ                       
        . :                                                         
gi|616 SQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNK 
               70        80        90       100       110       120 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 72.4  bits: 19.4 E():   47 
Smith-Waterman score: 44; 27.8% identity (52.8% similar) in 36 aa overlap (32-67:64-96) 
 
              10        20        30        40        50        60  
AAD-12 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
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                                     :  .. .  . :.  ::   . . :  .:  
gi|481 AGKATTEEQKLIEDINVGFKAAVAARQRPAADKFKTFEAASPRHPRP---LRQGAGLVPK 
            40        50        60        70        80           90 
 
              70        80                                          
AAD-12 MDAAESERFLEGLVDWACQ                                          
       .::: :                                                       
gi|481 LDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGE 
              100       110       120       130       140       150 
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.3  bits: 19.8 E():   47 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (45-61:225-240) 
 
           20        30        40        50        60        70     
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
           80                                                       
AAD-12 VDWACQ                                                       
                                                                    
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.3  bits: 19.8 E():   47 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (45-61:225-240) 
 
           20        30        40        50        60        70     
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
           80                                                       
AAD-12 VDWACQ                                                       
                                                                    
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 71.9  bits: 21.6 E():   50 
Smith-Waterman score: 50; 44.4% identity (63.0% similar) in 27 aa overlap (48-73:636-662) 
 
        20        30        40        50         60        70       
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVD 
                                     :: : : : : .:::  . ..:  :.:    
gi|278 SRGPSGPPGPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIG 
         610       620       630       640       650       660      
 
         80                                                         
AAD-12 WACQ                                                         
                                                                    
gi|278 SPGRDGARGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAG 
         670       680       690       700       710       720      
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 71.7  bits: 19.8 E():   51 
Smith-Waterman score: 45; 23.4% identity (44.7% similar) in 47 aa overlap (18-61:347-393) 
 
                            10        20        30        40        
AAD-12              SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ... : :   :: .    .  : :  
gi|625 DPMKKNVLVRADAPHTESMKWNWRSEKDLLENGAIFVASGCDPHLTPEQKSHLIPAEPGS 
        320       330       340       350       360       370       
 
        50           60        70        80 
AAD-12 PSLLIGRHA---HAIPGMDAAESERFLEGLVDWACQ 
         : .   :   . .::                    
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gi|625 AVLQLTSCAGTLKCVPGKPC                 
        380       390                       
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.5  bits: 18.3 E():   52 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (31-38:34-41) 
 
               10        20        30        40        50        60 
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
               70        80                                         
AAD-12 GMDAAESERFLEGLVDWACQ                                         
                                                                    
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 71.3  bits: 18.3 E():   53 
Smith-Waterman score: 44; 35.4% identity (54.2% similar) in 48 aa overlap (15-60:79-122) 
 
                               10        20        30        40     
AAD-12                 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
                                     :. . :.  :  : : ::. .  . :  :  
gi|160 LGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGN--ITVGEDGTAA-INIVDKQIPL 
       50        60        70        80          90        100      
 
           50          60        70        80           
AAD-12 TGRPSLLIGRHA--HAIPGMDAAESERFLEGLVDWACQ           
       :: :  .::: .  :. :                               
gi|160 TG-PHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          110       120       130       140       150   
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 41; 20.8% identity (79.2% similar) in 24 aa overlap (52-75:1-24) 
 
              30        40        50        60        70        80  
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ  
                                     .: ..:..   ... .:....:.:       
gi|134                               MGVQTHVLELTSSVSAEKIFQGFVIDVDTV 
                                             10        20        30 
 
gi|134 LPKAAPGAYKSVEIKGDGGPGTLKIITLPDGGPITTMTLRIDGVNKEALTFDYSVIDGDI 
               40        50        60        70        80        90 
 
>>gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A-I [  (262 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.0  bits: 19.1 E():   55 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (9-55:71-117) 
 
                                     10        20        30         
AAD-12                       SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
       40        50        60        70        80                   
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ                   
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.0  bits: 18.7 E():   56 
Smith-Waterman score: 42; 29.6% identity (70.4% similar) in 27 aa overlap (4-30:76-101) 
 
                                          10        20        30    
AAD-12                            SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::.. ..:... :  ..   :: ::    
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gi|549 LKIHNDFRNKVARGLETRGNPGPQPPAKNMNNLVWN-NELANIAQIWASQCKYGHDTCKD 
          50        60        70        80         90       100     
 
            40        50        60        70        80              
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ              
                                                                    
gi|549 TTKYNVGQNIAVSSSTAAVYENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWA 
          110       120       130       140       150       160     
 
>>gi|4587985|gb|AAD25927.1|AF084828_1 major allergenic p  (342 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 71.0  bits: 19.4 E():   56 
Smith-Waterman score: 49; 24.1% identity (56.9% similar) in 58 aa overlap (19-74:134-186) 
 
                           10        20        30        40         
AAD-12             SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG-- 
                                     : .::::   . . . .  ...:  ..:   
gi|458 MPRKPGMTRDDLFNSNASIVRDLAKVVAKVAPKAYIGVISNPVNSTVPIVAEVFKKAGVY 
           110       120       130       140       150       160    
 
         50        60        70        80                           
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ                           
        :. :.:     .  .:....  :: :.                                 
gi|458 DPKRLFG-----VTTLDTTRAATFLSGIAGSDPQTTNVPVIGGHSGVTIVPLISQAAQGD 
           170            180       190       200       210         
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.9  bits: 19.8 E():   56 
Smith-Waterman score: 46; 22.4% identity (55.2% similar) in 67 aa overlap (16-80:52-109) 
 
                              10        20        30        40      
AAD-12                SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     ....:: :.: :.. ..  .  ..       
gi|144 VEADVKLSDGYLARAAVPRGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIG----- 
              30        40        50        60        70            
 
          50        60        70          80                        
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVD-WA-CQ                        
         :.: .:.      :.:    .. :.: :. :. :.                        
gi|144 --PAL-VGKDPTDQVGIDNFMVQQ-LDGTVNEWGWCKQKLGANAILAVSLAVCKAGAHVK 
            80        90        100       110       120       130   
 
gi|144 GIPLYKHVANLAGNKNLVLPVPAFNVINGGSHAGNKLAMQEFMILPVGASSFKEAMKMGA 
            140       150       160       170       180       190   
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.9  bits: 19.8 E():   56 
Smith-Waterman score: 46; 22.4% identity (55.2% similar) in 67 aa overlap (16-80:52-109) 
 
                              10        20        30        40      
AAD-12                SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     ....:: :.: :.. ..  .  ..       
gi|144 VEADVKLSDGYLARAAVPSGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIG----- 
              30        40        50        60        70            
 
          50        60        70          80                        
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVD-WA-CQ                        
         :.: .:.      :.:    .. :.: :. :. :.                        
gi|144 --PAL-VGKDPTDQVGIDNFMVQQ-LDGTVNEWGWCKQKLGANAILAVSLAVCKAGAHVK 
            80        90        100       110       120       130   
 
gi|144 GIPLYEHIANLAGNKNLVLPVPAFNVINGGSHAGNKLAMQEFMILPVGASSFKEAMKMGA 
            140       150       160       170       180       190   
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.9  bits: 19.5 E():   57 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (41-59:99-117) 
 
               20        30        40        50        60        70 
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
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       70        80        90       100       110       120         
 
               80                                                   
AAD-12 LEGLVDWACQ                                                   
                                                                    
gi|908 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
      130       140       150       160       170       180         
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.8  bits: 19.5 E():   57 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (41-59:100-118) 
 
               20        30        40        50        60        70 
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
               80                                                   
AAD-12 LEGLVDWACQ                                                   
                                                                    
gi|118 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     130       140       150       160       170       180          
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.6  bits: 18.0 E():   59 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (24-41:25-42) 
 
                10        20        30        40        50          
AAD-12  SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                               .:. . :.:  ..: ..:                   
gi|144 MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 PGMDAAESERFLEGLVDWACQ                                        
                                                                    
gi|144 EIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVEVTASVD 
               70        80        90       100       110       120 
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (9-55:71-117) 
 
                                     10        20        30         
AAD-12                       SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|473 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
       40        50        60        70        80                   
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ                   
        . .:. ..:.  :...                                            
gi|473 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A-II   (291 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 43; 19.1% identity (53.2% similar) in 47 aa overlap (9-55:71-117) 
 
                                     10        20        30         
AAD-12                       SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . : .     : .:  
gi|170 QVPLVQEQQFQGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQPFRPQQPY 
               50        60        70        80        90       100 
 
       40        50        60        70        80                   
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ                   
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQILQQILQQQLIPCRDVVLQQHNIAHGSSQV 
              110       120       130       140       150       160 
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>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.7 E():   61 
Smith-Waterman score: 42; 33.3% identity (71.4% similar) in 21 aa overlap (14-34:72-92) 
 
                                10        20        30        40    
AAD-12                  SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     : ...: .::   : ...:.:          
gi|383 TASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEE 
              50        60        70        80        90       100  
 
            50        60        70        80                        
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ                        
                                                                    
gi|383 EEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEEL 
             110       120       130       140       150       160  
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.1  bits: 18.4 E():   62 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (54-70:17-30) 
 
            30        40        50        60        70        80    
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ    
                                     ::   .:..:    :::              
gi|212               VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                             10        20           30        40    
 
gi|212 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
            50        60        70        80        90       100    
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.0  bits: 18.4 E():   63 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (54-70:18-31) 
 
            30        40        50        60        70        80    
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ    
                                     ::   .:..:    :::              
gi|116              AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
gi|116 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.0  bits: 18.4 E():   63 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (54-70:18-31) 
 
            30        40        50        60        70        80    
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ    
                                     ::   .:..:    :::              
gi|144              AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
gi|144 LTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 70.0  bits: 19.8 E():   63 
Smith-Waterman score: 45; 23.5% identity (58.8% similar) in 51 aa overlap (22-69:265-315) 
 
                        10        20        30        40         50 
AAD-12          SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG-RPSL 
                                     : .. :..:..  . ::.: .     . :  
gi|144 AVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGGVMTPLIKRNTTIPTKKSE 
          240       250       260       270       280       290     
 
               60          70        80                             
AAD-12 LIGRHAHAIPG--MDAAESERFLEGLVDWACQ                             
        .. ..   ::  ... :.::                                        
gi|144 TFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAPRGVPQIEVTFDLDANGIM 
          300       310       320       330       340       350     
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>>gi|21673|emb|CAA35238.1| unnamed protein product [Trit  (307 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.9  bits: 19.1 E():   64 
Smith-Waterman score: 43; 22.0% identity (50.0% similar) in 50 aa overlap (6-55:86-131) 
 
                                        10        20        30      
AAD-12                          SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
                                     : : : .: . :      . : .     :  
gi|216 PFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQLPYPQPQ----LPYPQPQPFRPQ 
          60        70        80        90           100       110  
 
          40        50        60        70        80                
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ                
       .:  . .:. ..:.  :...                                         
gi|216 QPYPQSQPQYSQPQQPISQQQQQQQQQQQQKQQQQQQQQILQQILQQQLIPCRDVVLQQH 
             120       130       140       150       160       170  
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.9  bits: 18.0 E():   64 
Smith-Waterman score: 40; 30.0% identity (56.7% similar) in 30 aa overlap (34-63:114-143) 
 
            10        20        30        40        50        60    
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ..:  ..:    :.: 
gi|189 HCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTVHNAPYCLGLD 
            90       100       110       120       130       140    
 
            70        80 
AAD-12 AAESERFLEGLVDWACQ 
                         
gi|189 I                 
                         
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.9  bits: 17.6 E():   64 
Smith-Waterman score: 39; 31.8% identity (54.5% similar) in 22 aa overlap (55-76:20-41) 
 
           30        40        50        60        70        80     
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ     
                                     ::  . . : :. :    :..:         
gi|191            MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
gi|191 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.9  bits: 17.6 E():   64 
Smith-Waterman score: 39; 31.8% identity (54.5% similar) in 22 aa overlap (55-76:20-41) 
 
           30        40        50        60        70        80     
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ     
                                     ::  . . : :. :    :..:         
gi|730            MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
gi|730 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.9  bits: 19.8 E():   64 
Smith-Waterman score: 45; 38.9% identity (66.7% similar) in 18 aa overlap (4-21:394-411) 
 
                                          10        20        30    
AAD-12                            SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ::..:.    .::: . :             
gi|224 LLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQE 
           370       380       390       400       410       420    
 
            40        50        60        70        80              
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ              
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gi|224 GHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPR 
           430       440       450       460       470       480    
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.9  bits: 19.1 E():   64 
Smith-Waterman score: 43; 27.8% identity (55.6% similar) in 36 aa overlap (24-59:234-269) 
 
                      10        20        30        40        50    
AAD-12        SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::  ..   .: . :.:   :.. :  .:  
gi|324 DPRTLNKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVIL 
           210       220       230       240       250       260    
 
            60        70        80                   
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQ                   
         .::.                                        
gi|324 SISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV 
           270       280       290       300         
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.9  bits: 18.0 E():   64 
Smith-Waterman score: 40; 26.7% identity (60.0% similar) in 30 aa overlap (34-63:115-144) 
 
            10        20        30        40        50        60    
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::   .:. ...  ..:    :.: 
gi|217 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
            70        80 
AAD-12 AAESERFLEGLVDWACQ 
                         
gi|217 I                 
                         
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.9  bits: 18.0 E():   64 
Smith-Waterman score: 40; 30.0% identity (56.7% similar) in 30 aa overlap (34-63:115-144) 
 
            10        20        30        40        50        60    
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ..:  ..:    :.: 
gi|439 CRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
            70        80 
AAD-12 AAESERFLEGLVDWACQ 
                         
gi|439 I                 
                         
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 69.8  bits: 15.8 E():   64 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (60-77:8-25) 
 
      30        40        50        60        70        80     
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ     
                                     :.. :  ....:..   :        
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA 
                                      10        20        30   
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.7  bits: 18.4 E():   65 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (54-70:27-40) 
 
            30        40        50        60        70        80    
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ    
                                     ::   .:..:    :::              
gi|194     MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEA 
                   10        20        30           40        50    
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gi|194 LTQYKCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVL 
            60        70        80        90       100       110    
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.6  bits: 19.8 E():   66 
Smith-Waterman score: 45; 38.9% identity (66.7% similar) in 18 aa overlap (4-21:414-431) 
 
                                          10        20        30    
AAD-12                            SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ::..:.    .::: . :             
gi|571 LLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQE 
           390       400       410       420       430       440    
 
            40        50        60        70        80              
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ              
                                                                    
gi|571 GHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPR 
           450       460       470       480       490       500    
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.6  bits: 19.8 E():   66 
Smith-Waterman score: 45; 38.9% identity (66.7% similar) in 18 aa overlap (4-21:414-431) 
 
                                          10        20        30    
AAD-12                            SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ::..:.    .::: . :             
gi|199 LLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQE 
           390       400       410       420       430       440    
 
            40        50        60        70        80              
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ              
                                                                    
gi|199 GHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPR 
           450       460       470       480       490       500    
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 69.6  bits: 19.8 E():   66 
Smith-Waterman score: 45; 26.4% identity (47.2% similar) in 53 aa overlap (17-60:338-387) 
 
                             10        20        30        40       
AAD-12               SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV----- 
                                     :: :   .. :.. :   ::   ..      
gi|258 RGNLDFVQPPRGRQEREHEERQQEQLQQERQQQGEQLMANGLEETFCSLRLKENIGNPER 
       310       320       330       340       350       360        
 
                  50        60        70        80                  
AAD-12 ----HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ                  
            :..:: : :   ..: .:                                      
gi|258 ADIFSPRAGRISTL---NSHNLPILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYVIRG 
       370       380          390       400       410       420     
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 19.8 E():   67 
Smith-Waterman score: 45; 38.9% identity (66.7% similar) in 18 aa overlap (4-21:422-439) 
 
                                          10        20        30    
AAD-12                            SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ::..:.    .::: . :             
gi|213 LLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQE 
             400       410       420       430       440       450  
 
            40        50        60        70        80              
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ              
                                                                    
gi|213 GHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPR 
             460       470       480       490       500       510  
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.4  bits: 18.4 E():   68 
Smith-Waterman score: 42; 29.5% identity (54.5% similar) in 44 aa overlap (37-77:37-80) 
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         10        20        30        40         50         60     
AAD-12 VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR-PSLLI-GRHAHAIPGMDA 
                                     : .:     :. : : : :...:   ...  
gi|144 PVKALGEPIRFLLSYGEKDFEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISR 
         10        20        30        40        50        60       
 
           70         80                                            
AAD-12 AESERF-LEGLVDWACQ                                            
         ...: : :  ::                                               
gi|144 YLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYY 
         70        80        90       100       110       120       
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 69.2  bits: 18.4 E():   69 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (5-30:76-100) 
 
                                         10        20        30     
AAD-12                           SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
           40        50        60        70        80               
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ               
                                                                    
gi|549 AKYPVGQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 69.2  bits: 18.4 E():   69 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (5-30:76-100) 
 
                                         10        20        30     
AAD-12                           SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDI 
          50        60        70        80         90       100     
 
           40        50        60        70        80               
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ               
                                                                    
gi|549 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 18.4 E():   69 
Smith-Waterman score: 41; 29.7% identity (54.1% similar) in 37 aa overlap (43-77:48-84) 
 
             20        30        40        50         60        70  
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI-GRHAHAIPGMDAAESERF- 
                                     :    : : : :...:   ...   ...:  
gi|622 PIRFLLSYGEKDFEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFG 
        20        30        40        50        60        70        
 
               80                                                   
AAD-12 LEGLVDWACQ                                                   
       : :  ::                                                      
gi|622 LSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEV 
        80        90       100       110       120       130        
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 69.2  bits: 15.8 E():   70 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (60-77:8-25) 
 
      30        40        50        60        70        80        
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ        
                                     :.. :  ....:..   :           
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK 
                                      10        20        30      
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 5688



 

 

>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 69.1  bits: 18.4 E():   71 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (5-30:81-105) 
 
                                         10        20        30     
AAD-12                           SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|115 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
               60        70        80         90       100          
 
           40        50        60        70        80               
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ               
                                                                    
gi|115 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
     110       120       130       140       150       160          
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 68.9  bits: 14.7 E():   72 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (2-16:1-15) 
 
               10        20        30        40        50        60 
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
        :: . : : ..::..                                             
gi|323  ARTAWVDSGAQLGELSY                                           
                10                                                  
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 68.8  bits: 15.8 E():   73 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (14-34:5-25) 
 
               10        20        30        40        50        60 
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                    :.: .: :  : : .   :.:                           
gi|462          TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXLSSA               
                        10        20        30                      
 
               70        80 
AAD-12 GMDAAESERFLEGLVDWACQ 
 
>>gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia mutic  (284 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 68.7  bits: 18.8 E():   74 
Smith-Waterman score: 42; 36.8% identity (73.7% similar) in 19 aa overlap (54-72:63-80) 
 
            30        40        50        60        70        80    
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ    
                                     .:: ..  ..::: .:. :            
gi|219 EDSKAKIEEDLTSLQKKYTNLENEFDQVNEKHADSVAKLEAAE-KRLTETEDEIKGYTRK 
             40        50        60        70         80        90  
 
gi|219 IQLLEDDLERTQTKLDEATGKLEEATKSADESERGRKVLESRSLADDDRIDGLEKQVKDA 
             100       110       120       130       140       150  
 
>>gi|170720|gb|AAA34280.1| alpha/beta-gliadin precursor   (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.6  bits: 18.8 E():   75 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (9-55:71-117) 
 
                                     10        20        30         
AAD-12                       SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
       40        50        60        70        80                   
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ                   
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|21755|emb|CAA25593.1| unnamed protein product [Trit  (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.6  bits: 18.8 E():   75 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (9-55:71-117) 
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                                     10        20        30         
AAD-12                       SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|217 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
       40        50        60        70        80                   
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ                   
        . .:. ..:.  :...                                            
gi|217 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|21761|emb|CAA26384.1| unnamed protein product [Trit  (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.6  bits: 18.8 E():   75 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (9-55:71-117) 
 
                                     10        20        30         
AAD-12                       SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|217 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQQFRPQQPY 
               50        60        70        80        90       100 
 
       40        50        60        70        80                   
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ                   
        . .:. ..:.  :...                                            
gi|217 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.5  bits: 18.4 E():   76 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (5-30:99-123) 
 
                                         10        20        30     
AAD-12                           SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|856 KEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
           40        50        60        70        80               
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ               
                                                                    
gi|856 AKYQVGQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.5  bits: 18.4 E():   76 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (5-30:99-123) 
 
                                         10        20        30     
AAD-12                           SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|162 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
           40        50        60        70        80               
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ               
                                                                    
gi|162 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.3  bits: 19.5 E():   78 
Smith-Waterman score: 44; 30.0% identity (60.0% similar) in 30 aa overlap (3-32:322-351) 
 
                                           10        20        30   
AAD-12                             SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                     ::..  ..:   .  ::::.  . ..:  : 
gi|186 GKDKHCQRPRGSQSKSRRNGIDETICTMRLRHNIGQTSSPDIYNPQAGSVTTATSLDFPA 
             300       310       320       330       340       350  
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             40        50        60        70        80             
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ             
                                                                    
gi|186 LSWLRLSAGFGSLRKNAMFVPHYNLNANSIIYALNGRALIQVVNCNGERVFDGELQEGRV 
             360       370       380       390       400       410  
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.3  bits: 19.5 E():   78 
Smith-Waterman score: 44; 30.0% identity (60.0% similar) in 30 aa overlap (3-32:322-351) 
 
                                           10        20        30   
AAD-12                             SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                     ::..  ..:   .  ::::.  . ..:  : 
gi|186 GKDKHCQRPRGSQSKSRRNGIDETICTMRLRHNIGQTSSPDIYNPQAGSVTTATSLDFPA 
             300       310       320       330       340       350  
 
             40        50        60        70        80             
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ             
                                                                    
gi|186 LSWLRLSAEFGSLRKNAMFVPHYNLNANSIIYALNGRALIQVVNCNGERVFDGELQEGRV 
             360       370       380       390       400       410  
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 68.3  bits: 15.1 E():   78 
Smith-Waterman score: 36; 44.0% identity (56.0% similar) in 25 aa overlap (13-37:2-24) 
 
               10        20        30        40        50        60 
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                   ::..  :  :  : :. : :::  :                        
gi|751            DLGYAP-ATPAAPGAGY-TPATPAAP                        
                           10         20                            
 
               70        80 
AAD-12 GMDAAESERFLEGLVDWACQ 
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 68.1  bits: 19.5 E():   80 
Smith-Waterman score: 44; 23.9% identity (49.3% similar) in 71 aa overlap (8-73:85-155) 
 
                                      10        20           30     
AAD-12                        SARHSLVYSQSKLGHVQQAGSAYIGY---GMDTT-AT 
                                     ::.. :    : ::.:.:    :  .:    
gi|112 TWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGLIFPGCPSTYEE 
           60        70        80        90       100       110     
 
            40        50        60         70        80             
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES-ERFLEGLVDWACQ             
       : .   . . .     . .:.   .   .:. .. .:: ::                    
gi|112 PAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTGVAFWMYNDEDT 
          120       130       140       150       160       170     
 
gi|112 DVVTVTLSDTSSIHNQLDQFPRRFYLAGNQEQEFLRYQQQQGSRPHYRQISPRVRGDEQE 
          180       190       200       210       220       230     
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 68.0  bits: 15.1 E():   81 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (31-37:5-11) 
 
               10        20        30        40        50        60 
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     : .:.::                        
gi|751                           TKSQTHVPIRPNKLVLKVQKDRATN          
                                         10        20               
 
               70        80 
AAD-12 GMDAAESERFLEGLVDWACQ 
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.0  bits: 19.1 E():   81 
Smith-Waterman score: 43; 35.0% identity (65.0% similar) in 20 aa overlap (13-32:133-152) 
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                                 10        20        30        40   
AAD-12                   SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :: ... :.    : .::.:           
gi|746 IRKNEDVAYVEEDQIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVD 
            110       120       130       140       150       160   
 
             50        60        70        80                       
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ                       
                                                                    
gi|746 SGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASILSVKVFQG 
            170       180       190       200       210       220   
 
>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.0  bits: 19.1 E():   81 
Smith-Waterman score: 43; 35.0% identity (65.0% similar) in 20 aa overlap (13-32:133-152) 
 
                                 10        20        30        40   
AAD-12                   SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :: ... :.    : .::.:           
gi|129 IRKNEDVAYVEEDQIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVD 
            110       120       130       140       150       160   
 
             50        60        70        80                       
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ                       
                                                                    
gi|129 SGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASILSVKVFQG 
            170       180       190       200       210       220   
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.0  bits: 19.1 E():   81 
Smith-Waterman score: 43; 35.5% identity (54.8% similar) in 31 aa overlap (30-60:3-32) 
 
               10        20        30        40        50        60 
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                    : : :.  :. .   .:   :  : ::..:: 
gi|238                            FITKAIPIV-LAALSAVNGAKILEAGPHAETIP 
                                           10        20        30   
 
               70        80                                         
AAD-12 GMDAAESERFLEGLVDWACQ                                         
                                                                    
gi|238 NKYIVVMKKDVSDEAFSTHTTWLSQNLNRRLMRRSGSSKAMAGMQNKYSLGGIFRAYSGE 
             40        50        60        70        80        90   
 
>>gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea sati  (316 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.9  bits: 18.8 E():   82 
Smith-Waterman score: 42; 31.2% identity (53.1% similar) in 32 aa overlap (12-43:191-220) 
 
                                  10        20        30        40  
AAD-12                    SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     .: :  . :.:  . : :   .:   :: . 
gi|135 FVMENNKQTYCTSKSWPCVFGKQYYGRGPIQLTHNYNYGQAGKAIGADLINNP--DLVAT 
              170       180       190       200       210           
 
              50        60        70        80                      
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ                      
       .:                                                           
gi|135 NPTISFKTAIWFWMTPQANKPSSHDVIIGNWRPSAADTSAGRVPSYGVITNIINGGLECG 
      220       230       240       250       260       270         
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.9  bits: 18.0 E():   82 
Smith-Waterman score: 40; 42.9% identity (85.7% similar) in 14 aa overlap (1-14:48-61) 
 
                                             10        20        30 
AAD-12                               SARHSLVYSQSKLGHVQQAGSAYIGYGMDT 
                                     ::.: ..:... ::                 
gi|697 PARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPRWNLNAHSALYVTRG 
        20        30        40        50        60        70        
 
               40        50        60        70        80           
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AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ           
                                                                    
gi|697 EGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTSPIAGK 
        80        90       100       110       120       130        
 
>>gi|289064179|gb|ADC80503.1| non-specific lipid transfe  (118 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.7  bits: 17.3 E():   84 
Smith-Waterman score: 38; 66.7% identity (88.9% similar) in 9 aa overlap (56-64:81-89) 
 
          30        40        50        60        70        80      
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ      
                                     : ::::..:                      
gi|289 ASCCSGVRSLNAAAKTTPDRQAVCNCLKSAAGAIPGFNANNAGILPGKCGVSIPYKISTS 
               60        70        80        90       100       110 
 
gi|289 TNCATIKF 
                
 
>>gi|253683676|gb|ACT33296.1| putative tabinhibitin 9 [T  (252 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.7  bits: 18.4 E():   84 
Smith-Waterman score: 41; 42.9% identity (71.4% similar) in 14 aa overlap (5-18:139-152) 
 
                                         10        20        30     
AAD-12                           SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     ::. .  : ::.:.                 
gi|253 EAYKCRHTLRFWTPGQLNFEFYADKMPFTMSLISTAIKRGHMQKHNITRDIVEKYQPVGP 
      110       120       130       140       150       160         
 
           40        50        60        70        80               
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ               
                                                                    
gi|253 KGNVKELALAIFDRVTAVGCGLTTWKLGGKARAFFTCNFFSENDYNRPVYKTGNSPGEKC 
      170       180       190       200       210       220         
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.7  bits: 15.1 E():   84 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (43-53:10-20) 
 
             20        30        40        50        60        70   
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
                                     :.:  :..: :                    
gi|147                      AKITFTNNXPNTVWPGILTGFGQKPQ              
                                    10        20                    
 
             80 
AAD-12 GLVDWACQ 
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.7  bits: 17.3 E():   84 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (4-21:33-50) 
 
                                          10        20        30    
AAD-12                            SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     :.:.: : .: ....  :             
gi|160 QEHKPKKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELD 
             10        20        30        40        50        60   
 
            40        50        60        70        80           
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ           
                                                                 
gi|160 VVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQTQ 
             70        80        90       100       110          
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.4  bits: 18.1 E():   87 
Smith-Waterman score: 40; 34.5% identity (51.7% similar) in 29 aa overlap (20-48:139-165) 
 
                          10        20        30        40          
AAD-12            SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS 
                                     :  :.  :. :. . :  : .::   : :  
gi|116 KYAGVFVSTGTLGGGQETTAITSMSTLVDHGFIYVPLGYKTAFSMLANLDEVH--GGSPW 
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      110       120       130       140       150       160         
 
      50        60        70        80        
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQ        
                                              
gi|116 GAGTFSAGDGSRQPSELELNIAQAQGKAFYEAVAKAHQ 
        170       180       190       200     
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.4  bits: 18.1 E():   87 
Smith-Waterman score: 40; 30.8% identity (69.2% similar) in 26 aa overlap (5-30:76-100) 
 
                                         10        20        30     
AAD-12                           SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:... :. .    :: ::     
gi|740 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
           40        50        60        70        80               
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ               
                                                                    
gi|740 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.3  bits: 17.0 E():   88 
Smith-Waterman score: 37; 38.9% identity (50.0% similar) in 18 aa overlap (60-77:25-42) 
 
      30        40        50        60        70        80          
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ          
                                     ::   :: :   .:  .:             
gi|126       TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTKKGNLWEV 
                     10        20        30        40        50     
 
gi|126 KSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
           60        70        80        90        
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 18.4 E():   88 
Smith-Waterman score: 41; 37.5% identity (81.2% similar) in 16 aa overlap (59-74:1-16) 
 
       30        40        50        60        70        80         
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ         
                                     .::..:.. : .:. :               
gi|857                               MPGQQATKHESLLDQLSLKGKVVVVTGASG 
                                             10        20        30 
 
gi|857 PKGMGIEAARGCAEMGAAVAITYASRAQGAEENVKELEKTYGIKAKAYKCQVDSYESCEK 
               40        50        60        70        80        90 
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.2  bits: 18.1 E():   89 
Smith-Waterman score: 40; 22.0% identity (54.0% similar) in 50 aa overlap (30-78:145-191) 
 
                10        20        30        40        50          
AAD-12  SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                                     ::.    :.. . :  :   . . .::. . 
gi|833 KDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFG---VDMWEHAYYL 
          120       130       140       150       160          170  
 
      60         70        80                  
AAD-12 PGM-DAAESERFLEGLVDWACQ                  
         . : :   . . ....::                    
gi|833 QYLNDKASYAKGIWNVINWAEAENRYIAGDKGGHPFMKL 
             180       190       200       210 
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 18.1 E():   90 
Smith-Waterman score: 40; 38.5% identity (42.3% similar) in 26 aa overlap (25-50:60-85) 
 
                     10        20        30        40        50     
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AAD-12       SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     :  :  :  :  : ::.   :  : :     
gi|613 CLEYSNVGFTDAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIA 
      30        40        50        60        70        80          
 
           60        70        80                                   
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQ                                   
                                                                    
gi|613 QRWANQCTFEHDACRNVERFAVGQNIAATSSSGKNKSTLSDMILLWYNEVKDFDNRWISS 
      90       100       110       120       130       140          
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 66.8  bits: 18.1 E():   93 
Smith-Waterman score: 40; 22.0% identity (54.0% similar) in 50 aa overlap (30-78:156-202) 
 
                10        20        30        40        50          
AAD-12  SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                                     ::.    :.. . :  :   . . .::. . 
gi|164 KDAFNTTLLGIQGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFG---VDMWEHAYYL 
         130       140       150       160       170          180   
 
      60         70        80                  
AAD-12 PGM-DAAESERFLEGLVDWACQ                  
         . : :   . . ....::                    
gi|164 QYLNDKASYAKGIWNVINWAEAENRYIAGDKGGHPFMKL 
            190       200       210       220  
 
>>gi|9087152|sp|P81294.1|MPAJ1_JUNAS RecName: Full=Major  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 18.8 E():   94 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (41-59:120-138) 
 
               20        30        40        50        60        70 
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|908 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHSLHIHGCNT 
      90       100       110       120       130       140          
 
               80                                                   
AAD-12 LEGLVDWACQ                                                   
                                                                    
gi|908 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 18.8 E():   94 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (41-59:120-138) 
 
               20        30        40        50        60        70 
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
               80                                                   
AAD-12 LEGLVDWACQ                                                   
                                                                    
gi|810 SVLGNVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8843917|gb|AAF80164.1| pollen major allergen 1-2 [J  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 18.8 E():   94 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (41-59:120-138) 
 
               20        30        40        50        60        70 
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
               80                                                   
AAD-12 LEGLVDWACQ                                                   
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gi|884 SVLGDVLVSESIGVVPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIF 
     150       160       170       180       190       200          
 
>>gi|8843921|gb|AAF80166.1| pollen major allergen 1-1 [J  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 18.8 E():   94 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (41-59:120-138) 
 
               20        30        40        50        60        70 
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
               80                                                   
AAD-12 LEGLVDWACQ                                                   
                                                                    
gi|884 SVLGDVLVSESIGVVPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 18.8 E():   94 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (41-59:120-138) 
 
               20        30        40        50        60        70 
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHSCNT 
      90       100       110       120       130       140          
 
               80                                                   
AAD-12 LEGLVDWACQ                                                   
                                                                    
gi|810 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLPDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 18.8 E():   94 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (41-59:120-138) 
 
               20        30        40        50        60        70 
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|151 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
               80                                                   
AAD-12 LEGLVDWACQ                                                   
                                                                    
gi|151 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 18.8 E():   94 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (41-59:120-138) 
 
               20        30        40        50        60        70 
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
               80                                                   
AAD-12 LEGLVDWACQ                                                   
                                                                    
gi|810 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 18.8 E():   94 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (41-59:120-138) 
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               20        30        40        50        60        70 
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
               80                                                   
AAD-12 LEGLVDWACQ                                                   
                                                                    
gi|810 SVLGNVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 18.8 E():   94 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (41-59:120-138) 
 
               20        30        40        50        60        70 
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLEMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
               80                                                   
AAD-12 LEGLVDWACQ                                                   
                                                                    
gi|810 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|190684057|gb|ACE82289.1| glutathione transferase [T  (222 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 66.8  bits: 18.1 E():   94 
Smith-Waterman score: 40; 32.4% identity (59.5% similar) in 37 aa overlap (32-64:50-86) 
 
              10        20        30        40           50         
AAD-12 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP---SLLIGRHAH- 
                                     :.:..  . :  . :::   ::.: .. .  
gi|190 RVRIALAEKGLPYEYAEEDLMAGKSDRLLRANPVHKKIPVLLHDGRPVNESLIILQYLED 
      20        30        40        50        60        70          
 
        60        70        80                                      
AAD-12 AIPGMDAAESERFLEGLVDWACQ                                      
       :.:   :                                                      
gi|190 AFPDAPALLPSDPYARAQARFWADYVDKKVYDCGSRLWKLKGEPQAQARAEMLDILKTLD 
      80        90       100       110       120       130          
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (4-21:48-65) 
 
                                          10        20        30    
AAD-12                            SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     :.:.: : .: ....  :             
gi|111 QGHKPKKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELD 
        20        30        40        50        60        70        
 
            40        50        60        70        80           
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ           
                                                                 
gi|111 VVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQTQ 
        80        90       100       110       120       130     
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (4-21:48-65) 
 
                                          10        20        30    
AAD-12                            SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     :.:.: : .: ....  :             
gi|111 QEHKPEKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELD 
        20        30        40        50        60        70        
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            40        50        60        70        80           
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ           
                                                                 
gi|111 VVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQTQ 
        80        90       100       110       120       130     
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (4-21:48-65) 
 
                                          10        20        30    
AAD-12                            SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     :.:.: : .: ....  :             
gi|420 QEHKPKKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELD 
        20        30        40        50        60        70        
 
            40        50        60        70        80           
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ           
                                                                 
gi|420 VVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQTQ 
        80        90       100       110       120       130     
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 66.7  bits: 14.4 E():   95 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (28-35:10-17) 
 
               10        20        30        40        50        60 
AAD-12 SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                  :.:  :::                          
gi|244                   IGNEDCTPWMSTLITPLP                         
                                 10                                 
 
               70        80 
AAD-12 GMDAAESERFLEGLVDWACQ 
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.7 E():   96 
Smith-Waterman score: 39; 35.3% identity (70.6% similar) in 17 aa overlap (23-39:118-134) 
 
                       10        20        30        40        50   
AAD-12         SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI 
                                     :. . :...: : . ::              
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
             60        70        80    
AAD-12 GRHAHAIPGMDAAESERFLEGLVDWACQ    
                                       
gi|195 ALEKFDKALKALPMHIRLSFNPTQLEEQCHI 
       150       160       170         
 
>>gi|14424466|sp|P35778.2|VA3_SOLIN RecName: Full=Venom   (234 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 18.1 E():   98 
Smith-Waterman score: 40; 38.5% identity (42.3% similar) in 26 aa overlap (25-50:82-107) 
 
                     10        20        30        40        50     
AAD-12       SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     :  :  :  :  : ::.   :  : :     
gi|144 CLEYSNVGFTDAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIA 
              60        70        80        90       100       110  
 
           60        70        80                                   
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQ                                   
                                                                    
gi|144 QRWANQCTFEHDACRNVERFAVGQNIAATSSSGKNKSTPNEMILLWYNEVKDFDNRWISS 
             120       130       140       150       160       170  
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.4  bits: 17.0 E():   99 
Smith-Waterman score: 37; 41.2% identity (58.8% similar) in 17 aa overlap (53-69:82-98) 
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 5698



 

 

             30        40        50        60        70        80   
AAD-12 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ   
                                     :  :.: :  . :: :.              
gi|215 NELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMGFGLFD 
              60        70        80        90       100       110  
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.3  bits: 19.2 E(): 1e 
Smith-Waterman score: 43; 38.9% identity (61.1% similar) in 18 aa overlap (4-21:391-408) 
 
                                          10        20        30    
AAD-12                            SARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ::..:     .::: . :             
gi|370 LLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQE 
              370       380       390       400       410       420 
 
            40        50        60        70        80              
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ              
                                                                    
gi|370 GHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQR 
              430       440       450       460       470       480 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:57 2011 done: Fri Jan 21 00:02:57 2011 
 Total Scan time:  0.070 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 161  - 240 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     2     8:= * 
  34    13    22:=====  * 
  36    40    44:==============* 
  38    54    73:==================      * 
  40    60   102:====================             * 
  42   115   125:=======================================  * 
  44   135   138:=============================================* 
  46   135   140:============================================= * 
  48   120   134:========================================    * 
  50   105   122:===================================     * 
  52   126   108:===================================*====== 
  54    90    92:==============================* 
  56   120    77:=========================*============== 
  58    79    63:====================*====== 
  60    54    51:================*= 
  62    36    41:============ * 
  64    35    33:==========*= 
  66    34    26:========*=== 
  68    31    20:======*==== 
  70    30    16:=====*==== 
  72    16    12:===*== 
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  74     7    10:===* 
  76     8     8:==* 
  78    17     6:=*==== 
  80     8     5:=*= 
  82     8     3:*== 
  84     6     3:*= 
  86     2     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.95900.00294; mu= 9.3724 0.153 
 mean_var=30.1711 7.553, 0's: 2 Z-trim: 2  B-trim: 71 in 1/43 
 Lambda= 0.233496 
 Kolmogorov-Smirnov  statistic: 0.0879 (N=28) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   58 24.1       1 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   58 24.2     2.5 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   56 23.5     3.4 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 23.6     7.7 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 23.6     7.8 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 18.9     9.4 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   47 20.3     9.9 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   54 22.9     9.9 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   52 22.2      10 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   52 22.2      10 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   51 21.8      10 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   48 20.7      12 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 21.5      12 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   50 21.5      12 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   50 21.5      12 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   53 22.6      13 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   50 21.5      13 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   51 21.8      13 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   51 21.8      15 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 23.7      15 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   45 19.7      17 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 21.1      17 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   50 21.5      18 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.7      18 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.7      18 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.7      18 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   48 20.8      18 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   47 20.4      19 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 21.2      20 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 16.4      20 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 21.9      21 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   49 21.2      23 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 19.4      23 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 20.4      24 
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gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 20.4      24 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 19.0      25 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   47 20.5      27 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   48 20.8      28 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   43 19.0      29 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   43 19.0      31 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   44 19.4      35 
gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Veno ( 204)   44 19.4      35 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   44 19.4      35 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 20.1      36 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   45 19.8      37 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   45 19.8      38 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 20.5      39 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 16.5      41 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.7      43 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.7      43 
gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   42 18.7      43 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   42 18.7      43 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 19.4      43 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   40 18.0      44 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 16.5      44 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 18.0      46 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   43 19.1      46 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 19.4      46 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.8      47 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.8      47 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.6      49 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   44 19.4      50 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.8      51 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.4      52 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   41 18.4      53 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   41 18.4      54 
gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A ( 262)   43 19.1      55 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   42 18.7      55 
gi|4587985|gb|AAD25927.1|AF084828_1 major allergen ( 342)   44 19.5      56 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.8      56 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   45 19.8      56 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   44 19.5      56 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   44 19.5      56 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 18.0      58 
gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   43 19.1      60 
gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A ( 291)   43 19.1      60 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   42 18.7      61 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 18.4      62 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 18.4      62 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 18.4      62 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   45 19.8      63 
gi|21673|emb|CAA35238.1| unnamed protein product [ ( 307)   43 19.1      63 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   40 18.0      64 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   39 17.6      64 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   39 17.6      64 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   45 19.8      64 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   43 19.1      64 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   40 18.0      64 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   40 18.0      64 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 15.8      64 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 18.4      65 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   45 19.8      66 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   45 19.8      66 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   45 19.8      66 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   45 19.8      67 
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gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   41 18.4      68 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   41 18.4      69 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   41 18.4      69 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   41 18.4      69 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 15.8      70 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   41 18.4      71 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   41 18.4      71 
gi|32363466|sp||P82946_3 [Segment 3 of 4] Major po (  17)   31 14.7      72 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 15.8      73 
gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia m ( 284)   42 18.8      74 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   41 18.4      74 
gi|21761|emb|CAA26384.1| unnamed protein product [ ( 286)   42 18.8      75 
gi|170720|gb|AAA34280.1| alpha/beta-gliadin precur ( 286)   42 18.8      75 
gi|21755|emb|CAA25593.1| unnamed protein product [ ( 286)   42 18.8      75 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   41 18.4      76 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   41 18.4      76 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   44 19.5      78 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   44 19.5      78 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.1      78 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   44 19.5      80 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.1      81 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   43 19.1      81 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   43 19.1      81 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   43 19.1      81 
gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea  ( 316)   42 18.8      82 
gi|289064179|gb|ADC80503.1| non-specific lipid tra ( 118)   38 17.3      84 
gi|253683676|gb|ACT33296.1| putative tabinhibitin  ( 252)   41 18.4      84 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.1      84 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   38 17.3      84 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   40 18.1      87 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   40 18.1      87 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   37 17.0      88 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   41 18.4      88 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   40 18.1      90 
gi|9087152|sp|P81294.1|MPAJ1_JUNAS RecName: Full=M ( 367)   42 18.8      94 
gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen ( 367)   42 18.8      94 
gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen ( 367)   42 18.8      94 
gi|8843917|gb|AAF80164.1| pollen major allergen 1- ( 367)   42 18.8      94 
gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen ( 367)   42 18.8      94 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   42 18.8      94 
gi|8843921|gb|AAF80166.1| pollen major allergen 1- ( 367)   42 18.8      94 
gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen ( 367)   42 18.8      94 
gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen ( 367)   42 18.8      94 
gi|190684057|gb|ACE82289.1| glutathione transferas ( 222)   40 18.1      94 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   38 17.3      94 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   38 17.3      94 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   38 17.3      94 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 14.4      95 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   39 17.7      96 
gi|14424466|sp|P35778.2|VA3_SOLIN RecName: Full=Ve ( 234)   40 18.1      98 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   37 17.0      99 
gi|3703107|gb|AAC63045.1| glycinin [Arachis hypoga ( 507)   43 19.2   1e 
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  50 init1:  50 opt:  58  Z-score: 102.4  bits: 24.1 E():    1 
Smith-Waterman score: 58; 40.0% identity (62.5% similar) in 40 aa overlap (41-76:79-117) 
 
               20        30        40          50          60       
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHA--HAIPGMDAAES 
                                     .::. ::.:  ::   :  :   :.. :.  
gi|121 DLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPEN-RPALKTLIDGLASSHKARGIEKAQF 
       50        60        70        80         90       100        
 
         70        80                               
AAD-12 ERFLEGLVDWACQA                               
       :.:  .:::.                                   
gi|121 EEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
       110       120       130       140       150  
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  55 init1:  55 opt:  58  Z-score: 95.4  bits: 24.2 E():  2.5 
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Smith-Waterman score: 58; 22.2% identity (50.8% similar) in 63 aa overlap (1-60:331-393) 
 
                                             10        20        30 
AAD-12                               ARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                     : .:. ..      : . :. ... :.: . 
gi|113 ASPTILSQGNRFCAPDERSKKNVLGRHGEAAAESMKWNWRTNKDVLENGAIFVASGVDPV 
              310       320       330       340       350       360 
 
               40        50           60        70        80 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAI---PGMDAAESERFLEGLVDWACQA 
        :: .    .  : :. .: .   : ..   ::                     
gi|113 LTPEQSAGMIPAEPGESALSLTSSAGVLSCQPGAPC                  
              370       380       390                        
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 92.9  bits: 23.5 E():  3.4 
Smith-Waterman score: 56; 29.6% identity (53.7% similar) in 54 aa overlap (20-71:25-73) 
 
                    10        20        30        40         50     
AAD-12      ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET-GRPSLLIGRH 
                               .:  ::.  : :::  : . . : : . :.       
gi|249 MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPAT----- 
               10        20        30        40        50           
 
            60        70        80                                  
AAD-12 AHAIP-GMDAAESERFLEGLVDWACQA                                  
         :.: :  ..: ....:                                           
gi|249 PAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGLA 
          60        70        80        90       100       110      
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 86.6  bits: 23.6 E():  7.7 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (8-25:283-300) 
 
                                      10        20        30        
AAD-12                        ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
        40        50        60        70        80                  
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA                  
                                                                    
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 86.4  bits: 23.6 E():  7.8 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (8-25:289-306) 
 
                                      10        20        30        
AAD-12                        ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
 
        40        50        60        70        80                  
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA                  
                                                                    
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 85.0  bits: 18.9 E():  9.4 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (13-33:5-25) 
 
               10        20        30        40        50        60 
AAD-12 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                   :.:..: :. .::  .  :.:                            
gi|462         AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKNLNSA               
                       10        20        30                       
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               70        80 
AAD-12 MDAAESERFLEGLVDWACQA 
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 84.6  bits: 20.3 E():  9.9 
Smith-Waterman score: 47; 27.5% identity (50.0% similar) in 40 aa overlap (26-65:19-58) 
 
               10        20        30        40        50        60 
AAD-12 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                                :.: ::  :. :.:.        .     :.:. : 
gi|135        MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEG 
                      10        20        30        40        50    
 
               70        80                                      
AAD-12 MDAAESERFLEGLVDWACQA                                      
        :. .                                                     
gi|135 KDVKDLLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD 
            60        70        80        90       100       110 
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 84.6  bits: 22.9 E():  9.9 
Smith-Waterman score: 54; 34.8% identity (65.2% similar) in 23 aa overlap (11-33:552-574) 
 
                                   10        20        30        40 
AAD-12                     ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::   ..  :        
gi|217 QGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYPTSVQQPGQGQQSG 
             530       540       550       560       570       580  
 
               50        60        70        80                     
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA                     
                                                                    
gi|217 QGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQPATQLPTVCRMEGG 
             590       600       610       620       630       640  
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 84.5  bits: 22.2 E():   10 
Smith-Waterman score: 52; 18.4% identity (55.1% similar) in 49 aa overlap (1-49:332-380) 
 
                                             10        20        30 
AAD-12                               ARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                     : .:....  .   . . :. ..  : : . 
gi|166 SAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPV 
             310       320       330       340       350       360  
 
               40        50        60        70        80 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
        ::..    .  : :. ..                                
gi|166 LTPVQSAGMIPAEPGEAAIKLTSSAGVFSCRPGAPC               
             370       380       390                      
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 84.5  bits: 22.2 E():   10 
Smith-Waterman score: 52; 18.4% identity (55.1% similar) in 49 aa overlap (1-49:332-380) 
 
                                             10        20        30 
AAD-12                               ARHSLVYSQSKLGHVQQAGSAYIGYGMDTT 
                                     : .:....  .   . . :. ..  : : . 
gi|113 SAPTILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPV 
             310       320       330       340       350       360  
 
               40        50        60        70        80 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
        ::..    .  : :. ..                                
gi|113 LTPVQSAGMIPAEPGEAAIKLTSSAGVFSCHPGAPC               
             370       380       390                      
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 84.4  bits: 21.8 E():   10 
Smith-Waterman score: 51; 36.1% identity (55.6% similar) in 36 aa overlap (18-48:21-56) 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 5704



 

 

 
                  10        20          30           40        50   
AAD-12    ARHSLVYSQSKLGHVQQAGS--AYIGYGMDTTATP---LRPLVKVHPETGRPSLLIG 
                           :::  : .:::  : :.:     : . . :  ..:.     
gi|330 MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKAT 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQA                                 
                                                                    
gi|330 TEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESS 
               70        80        90       100       110       120 
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.3  bits: 20.7 E():   12 
Smith-Waterman score: 48; 25.6% identity (53.5% similar) in 43 aa overlap (25-67:23-65) 
 
               10        20        30        40        50        60 
AAD-12 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                               ...:  ..::  :.:   :. .    .     :::. 
gi|344   MTGVKTHLQHELKRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPN 
                 10        20        30        40        50         
 
               70        80                                         
AAD-12 MDAAESERFLEGLVDWACQA                                         
        :  ..:                                                      
gi|344 PDEFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFI 
       60        70        80        90       100       110         
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.2  bits: 21.5 E():   12 
Smith-Waterman score: 50; 32.1% identity (57.1% similar) in 28 aa overlap (21-48:1-28) 
 
               10        20        30        40        50        60 
AAD-12 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                           : .:::  : :.:    . . :  ..:.             
gi|295                     ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQKLIE 
                                   10        20        30        40 
 
               70        80                                         
AAD-12 MDAAESERFLEGLVDWACQA                                         
                                                                    
gi|295 KINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSK 
               50        60        70        80        90       100 
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.2  bits: 21.5 E():   12 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (21-71:1-43) 
 
               10        20        30        40        50        60 
AAD-12 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                           : .:::    :::  : .   : :  :.   :  :    : 
gi|109                     ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA---AG 
                                      10        20          30      
 
               70        80                                         
AAD-12 MDAAESERFLEGLVDWACQA                                         
         ..: ....:                                                  
gi|109 KATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAE 
             40        50        60        70        80        90   
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.2  bits: 21.5 E():   12 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (21-71:1-43) 
 
               10        20        30        40        50        60 
AAD-12 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                           : .:::    :::  : .   : :  :.   :  :    : 
gi|239                     ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA---AG 
                                      10        20          30      
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               70        80                                         
AAD-12 MDAAESERFLEGLVDWACQA                                         
         ..: ....:                                                  
gi|239 KATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAE 
             40        50        60        70        80        90   
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.6  bits: 22.6 E():   13 
Smith-Waterman score: 53; 34.8% identity (60.9% similar) in 23 aa overlap (11-33:564-586) 
 
                                   10        20        30        40 
AAD-12                     ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::   .   :        
gi|217 QGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYPTSLQQPGQGQQSG 
           540       550       560       570       580       590    
 
               50        60        70        80                     
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA                     
                                                                    
gi|217 QGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQPATQLPTVCRMEGG 
           600       610       620       630       640       650    
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 82.6  bits: 21.5 E():   13 
Smith-Waterman score: 50; 32.1% identity (52.8% similar) in 53 aa overlap (20-71:25-68) 
 
                    10        20        30        40        50      
AAD-12      ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                               .: .:::    :::  : .   : :  :.      : 
gi|398 MAVHQYTVALFLAVALVAGPAASYAADLGYG---PATPAAPAAGYTPAT--PA----APA 
               10        20        30           40              50  
 
           60        70        80                                   
AAD-12 HAIP-GMDAAESERFLEGLVDWACQA                                   
       .: : :  ..: ....:                                            
gi|398 EAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGAASNKAFAEGLSG 
              60        70        80        90       100       110  
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 82.4  bits: 21.8 E():   13 
Smith-Waterman score: 51; 28.3% identity (51.7% similar) in 60 aa overlap (26-80:2-60) 
 
               10        20        30        40        50        60 
AAD-12 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                                :. : : :.  :. .   .:   :  : ::.:::. 
gi|581                         MGFITKAIPIV-LAALSTVNGARILEAGPHAEAIPN 
                                       10         20        30      
 
                    70        80                                    
AAD-12 -----MDAAESERFLEGLVDWACQA                                    
            :    :.. ... . :  :.                                    
gi|581 KYIVVMKREVSDEAFNAHTTWLSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRAYSGEF 
          40        50        60        70        80        90      
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 81.5  bits: 21.8 E():   15 
Smith-Waterman score: 51; 41.7% identity (66.7% similar) in 24 aa overlap (13-35:219-242) 
 
                                 10        20         30        40  
AAD-12                   ARHSLVYSQSKLGHVQQAGSAYIGYGMDT-TATPLRPLVKVH 
                                     :  ..: .  .:.:::: ::  .:       
gi|303 AGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALADVLGFGMDTETARKVRGEDDQR 
      190       200       210       220       230       240         
 
              50        60        70        80                      
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA                      
                                                                    
gi|303 GHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICSATFIQNIDNPAEADFYNPRAG 
      250       260       270       280       290       300         
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
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 initn:  37 init1:  37 opt:  56  Z-score: 81.4  bits: 23.7 E():   15 
Smith-Waterman score: 56; 29.3% identity (60.3% similar) in 58 aa overlap (2-59:227-279) 
 
                                            10        20        30  
AAD-12                              ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                     :: ::. ..:  :.. . . ..  . : .: 
gi|203 MRHYMHPMDSDLSCRMTLKDKVVTEVDCEERHVLVHRSNKPVHMSYV-KMMLKQNKDGVA 
        200       210       220       230       240        250      
 
              40        50        60        70        80            
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA            
       . : : ....:.  :: : .  : :  :                                 
gi|203 ADLGP-TNAQPK--RPYLSFD-HKHKNPTETDVVEVLKKLCSEITEPQASIETSFTFQKL 
         260          270        280       290       300       310  
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 80.3  bits: 19.7 E():   17 
Smith-Waterman score: 45; 32.0% identity (72.0% similar) in 25 aa overlap (5-29:53-77) 
 
                                         10        20        30     
AAD-12                           ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
                                     :.... .. :::.:.. :   .: :      
gi|527 VDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAAQQYGITAMPTFMFFK 
             30        40        50        60        70        80   
 
           40        50        60        70        80 
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                                      
gi|527 EGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA        
             90       100       110       120         
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.2  bits: 21.1 E():   17 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (18-34:200-216) 
 
                            10        20        30        40        
AAD-12              ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
        50        60        70        80                            
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQA                            
                                                                    
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 80.1  bits: 21.5 E():   18 
Smith-Waterman score: 50; 53.3% identity (73.3% similar) in 15 aa overlap (61-75:246-260) 
 
               40        50        60        70        80           
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA           
                                     ::.: :: . .:: :                
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
 
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.8  bits: 19.7 E():   18 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (23-40:24-41) 
 
                10        20        30        40        50          
AAD-12  ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|144 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
      60        70        80                                        
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AAD-12 GMDAAESERFLEGLVDWACQA                                        
                                                                    
gi|144 IKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTASVGD 
               70        80        90       100       110       120 
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.8  bits: 19.7 E():   18 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (23-40:24-41) 
 
                10        20        30        40        50          
AAD-12  ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|379 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 GMDAAESERFLEGLVDWACQA                                        
                                                                    
gi|379 IKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTATVGD 
               70        80        90       100       110       120 
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.8  bits: 19.7 E():   18 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (23-40:24-41) 
 
                10        20        30        40        50          
AAD-12  ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|121 MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSLSTFKNTE 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 GMDAAESERFLEGLVDWACQA                                        
                                                                    
gi|121 IKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDG 
               70        80        90       100       110       120 
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.7  bits: 20.8 E():   18 
Smith-Waterman score: 48; 25.6% identity (56.4% similar) in 39 aa overlap (4-42:87-125) 
 
                                          10        20        30    
AAD-12                            ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     : : . ..  . :.:.:  . :: .  ..  
gi|144 DLAEAPFQISLLKDYLIMKRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSS 
         60        70        80        90       100       110       
 
            40        50        60        70        80              
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA              
           .::.:                                                    
gi|144 SYGDLKVKPIIQHESYEQDQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVDGDKVTIYG 
        120       130       140       150       160       170       
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 79.6  bits: 20.4 E():   19 
Smith-Waterman score: 47; 21.7% identity (52.2% similar) in 46 aa overlap (19-61:62-107) 
 
                           10        20        30        40         
AAD-12             ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE---TG 
                                     :..:.: . .. :     . . . .   .: 
gi|201 DATPVLDVAGKELDSRLSYRIISTFWGALGGDVYLGKSPNSDAPCANGIFRYNSDVGPSG 
              40        50        60        70        80        90  
 
          50        60        70        80                          
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA                          
        :  .::  .:   :.                                             
gi|201 TPVRFIGSSSHFGQGIFENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTI 
             100       110       120       130       140       150  
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 79.1  bits: 21.2 E():   20 
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Smith-Waterman score: 49; 24.5% identity (49.0% similar) in 49 aa overlap (15-60:341-389) 
 
                               10        20        30        40     
AAD-12                 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ..  :.: . :: .    .  :  
gi|113 ASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMIPAEP 
              320       330       340       350       360       370 
 
           50           60        70        80 
AAD-12 GRPSLLIGRHAHAI---PGMDAAESERFLEGLVDWACQA 
       :.  : .   : ..   ::                     
gi|113 GEAVLRLTSSAGVLSCQPGAPC                  
              380       390                    
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 79.0  bits: 16.4 E():   20 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (54-59:8-13) 
 
            30        40        50        60        70        80 
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     ::: .:                      
gi|131                        GPVGGVVHAHMMPLL                    
                                      10                         
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.5  bits: 21.9 E():   21 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (11-25:609-623) 
 
                                   10        20        30        40 
AAD-12                     ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
               50        60        70        80                     
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA                     
                                                                    
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.0  bits: 21.2 E():   23 
Smith-Waterman score: 49; 33.3% identity (46.7% similar) in 30 aa overlap (24-53:90-119) 
 
                      10        20        30        40        50    
AAD-12        ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     : ::   . :  : .   :. :: .   :: 
gi|259 GVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGR 
      60        70        80        90       100       110          
 
            60        70        80                                  
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQA                                  
                                                                    
gi|259 FQDRHQKIRRFRRGDIIAIPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLA 
     120       130       140       150       160       170          
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.9  bits: 19.4 E():   23 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (23-43:25-45) 
 
                 10        20        30        40        50         
AAD-12   ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                               .:. . :.:  :.:  .:  :                
gi|990 MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 PGMDAAESERFLEGLVDWACQA                                       
                                                                    
gi|990 EAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVVVTASCD 
               70        80        90       100       110       120 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 5709



 

 

 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (21-48:1-31) 
 
               10        20        30           40        50        
AAD-12 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHA 
                           : .:::  : :.:     : . . :  ..:.          
gi|217                     ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQK 
                                   10        20        30        40 
 
        60        70        80                                      
AAD-12 IPGMDAAESERFLEGLVDWACQA                                      
                                                                    
gi|217 LIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAAL 
               50        60        70        80        90       100 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (21-48:1-31) 
 
               10        20        30           40        50        
AAD-12 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHA 
                           : .:::  : :.:     : . . :  ..:.          
gi|217                     ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQK 
                                   10        20        30        40 
 
        60        70        80                                      
AAD-12 IPGMDAAESERFLEGLVDWACQA                                      
                                                                    
gi|217 LIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAAL 
               50        60        70        80        90       100 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (21-48:1-31) 
 
               10        20        30           40        50        
AAD-12 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHA 
                           : .:::  : :.:     : . . :  ..:.          
gi|217                     ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQK 
                                   10        20        30        40 
 
        60        70        80                                      
AAD-12 IPGMDAAESERFLEGLVDWACQA                                      
                                                                    
gi|217 LIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAAL 
               50        60        70        80        90       100 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (21-48:1-31) 
 
               10        20        30           40        50        
AAD-12 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHA 
                           : .:::  : :.:     : . . :  ..:.          
gi|217                     ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQK 
                                   10        20        30        40 
 
        60        70        80                                      
AAD-12 IPGMDAAESERFLEGLVDWACQA                                      
                                                                    
gi|217 LIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAAL 
               50        60        70        80        90       100 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (21-48:1-31) 
 
               10        20        30           40        50        
AAD-12 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHA 
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                           : .:::  : :.:     : . . :  ..:.          
gi|217                     ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQK 
                                   10        20        30        40 
 
        60        70        80                                      
AAD-12 IPGMDAAESERFLEGLVDWACQA                                      
                                                                    
gi|217 LIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAAL 
               50        60        70        80        90       100 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (21-48:1-31) 
 
               10        20        30           40        50        
AAD-12 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHA 
                           : .:::  : :.:     : . . :  ..:.          
gi|217                     ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQK 
                                   10        20        30        40 
 
        60        70        80                                      
AAD-12 IPGMDAAESERFLEGLVDWACQA                                      
                                                                    
gi|217 LIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAAL 
               50        60        70        80        90       100 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (21-48:1-31) 
 
               10        20        30           40        50        
AAD-12 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHA 
                           : .:::  : :.:     : . . :  ..:.          
gi|217                     ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQK 
                                   10        20        30        40 
 
        60        70        80                                      
AAD-12 IPGMDAAESERFLEGLVDWACQA                                      
                                                                    
gi|217 LIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAAL 
               50        60        70        80        90       100 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (21-48:1-31) 
 
               10        20        30           40        50        
AAD-12 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHA 
                           : .:::  : :.:     : . . :  ..:.          
gi|217                     ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQK 
                                   10        20        30        40 
 
        60        70        80                                      
AAD-12 IPGMDAAESERFLEGLVDWACQA                                      
                                                                    
gi|217 LIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAAL 
               50        60        70        80        90       100 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (21-48:1-31) 
 
               10        20        30           40        50        
AAD-12 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHA 
                           : .:::  : :.:     : . . :  ..:.          
gi|217                     ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQK 
                                   10        20        30        40 
 
        60        70        80                                      
AAD-12 IPGMDAAESERFLEGLVDWACQA                                      
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gi|217 LIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAAL 
               50        60        70        80        90       100 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (21-48:1-31) 
 
               10        20        30           40        50        
AAD-12 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHA 
                           : .:::  : :.:     : . . :  ..:.          
gi|217                     ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQK 
                                   10        20        30        40 
 
        60        70        80                                      
AAD-12 IPGMDAAESERFLEGLVDWACQA                                      
                                                                    
gi|217 LIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAAL 
               50        60        70        80        90       100 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (21-48:1-31) 
 
               10        20        30           40        50        
AAD-12 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHA 
                           : .:::  : :.:     : . . :  ..:.          
gi|217                     ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQK 
                                   10        20        30        40 
 
        60        70        80                                      
AAD-12 IPGMDAAESERFLEGLVDWACQA                                      
                                                                    
gi|217 LIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAAL 
               50        60        70        80        90       100 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (21-48:1-31) 
 
               10        20        30           40        50        
AAD-12 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHA 
                           : .:::  : :.:     : . . :  ..:.          
gi|217                     ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQK 
                                   10        20        30        40 
 
        60        70        80                                      
AAD-12 IPGMDAAESERFLEGLVDWACQA                                      
                                                                    
gi|217 LIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAAL 
               50        60        70        80        90       100 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (21-48:1-31) 
 
               10        20        30           40        50        
AAD-12 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHA 
                           : .:::  : :.:     : . . :  ..:.          
gi|217                     ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQK 
                                   10        20        30        40 
 
        60        70        80                                      
AAD-12 IPGMDAAESERFLEGLVDWACQA                                      
                                                                    
gi|217 LIEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAAL 
               50        60        70        80        90       100 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (21-48:1-31) 
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               10        20        30           40        50        
AAD-12 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHA 
                           : .:::  : :.:     : . . :  ..:.          
gi|217                     ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQK 
                                   10        20        30        40 
 
        60        70        80                                      
AAD-12 IPGMDAAESERFLEGLVDWACQA                                      
                                                                    
gi|217 LIEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAAL 
               50        60        70        80        90       100 
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 77.4  bits: 19.0 E():   25 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (60-72:5-17) 
 
      30        40        50        60        70        80          
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA          
                                     :.:::: .  :.:                  
gi|208                           MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACG 
                                         10        20        30     
 
gi|208 LAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAGDVDGD 
           40        50        60        70        80        90     
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 76.8  bits: 20.5 E():   27 
Smith-Waterman score: 47; 27.5% identity (56.9% similar) in 51 aa overlap (3-53:239-276) 
 
                                           10        20        30   
AAD-12                             ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ::....:..  . ::        :.:     
gi|170 SDCQVMRQQCCQQLAQIPQQLQCAAIHSVVHSIIMQQQQQQQQQQ--------GIDI--- 
      210       220       230       240       250                   
 
             40        50        60        70        80             
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA             
        . :: . : ..:. ::. :.                                        
gi|170 -FLPLSQ-HEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSIMRA 
        260        270       280       290       300       310      
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 76.3  bits: 20.8 E():   28 
Smith-Waterman score: 48; 33.3% identity (59.5% similar) in 42 aa overlap (32-68:46-85) 
 
              10        20        30           40        50         
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL---VKVHPETGRPSLL--IGRHAH 
                                     :::::    ...: ....:  :  .: .   
gi|253 IEEPEMIAPTPPGQFPHQQPISSPNRTSRNTPLRPESTEIETHHHANHPPALPVLGMQL- 
          20        30        40        50        60        70      
 
         60        70        80                                     
AAD-12 AIPGMDAAESERFLEGLVDWACQA                                     
        .::  . :: :                                                 
gi|253 PVPGT-VPESSRAQSRASLNLDIDLDLHAPSHPSHLSHGAPHEQEHAHEIQRHRAHSAQS 
            80        90       100       110       120       130    
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 76.2  bits: 19.0 E():   29 
Smith-Waterman score: 43; 26.3% identity (57.9% similar) in 38 aa overlap (14-48:33-70) 
 
                                10        20        30           40 
AAD-12                  ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVKV 
                                     ....:.::     .: :::   : : .. . 
gi|668 ASEAAAAAATPVAPTEGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPI 
             10        20        30        40        50        60   
 
               50        60        70        80                     
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA                     
         . .. :                                                     
gi|668 FADMAKKSPNVVFLKVDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKL 
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             70        80        90       100       110       120   
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.7  bits: 19.0 E():   31 
Smith-Waterman score: 43; 29.6% identity (66.7% similar) in 27 aa overlap (20-46:9-35) 
 
               10        20        30        40        50        60 
AAD-12 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                          ::.    . ..:.  : .:.:. ..::               
gi|244            MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQSCQRQFEEQQRF 
                          10        20        30        40          
 
               70        80                                         
AAD-12 MDAAESERFLEGLVDWACQA                                         
                                                                    
gi|244 RNCQRYVKQEVQRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEE 
      50        60        70        80        90       100          
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.7  bits: 19.4 E():   35 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (4-29:76-100) 
 
                                          10        20        30    
AAD-12                            ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
            40        50        60        70        80              
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA              
                                                                    
gi|549 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.7  bits: 19.4 E():   35 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (4-29:76-100) 
 
                                          10        20        30    
AAD-12                            ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
            40        50        60        70        80              
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA              
                                                                    
gi|549 AKYQVGQNVALTGSTAAVYNDPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 74.6  bits: 19.4 E():   35 
Smith-Waterman score: 44; 29.6% identity (77.8% similar) in 27 aa overlap (3-29:77-102) 
 
                                           10        20        30   
AAD-12                             ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::... .:... :. ..  .:: ::    
gi|549 LKVHNDFRQKVAKGLETRGNPGPQPPAKNMNNLVWND-ELANIAQVWASQCNYGHDTCKD 
         50        60        70        80         90       100      
 
             40        50        60        70        80             
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA             
                                                                    
gi|549 TEKYPVGQNIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWA 
         110       120       130       140       150       160      
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.4  bits: 20.1 E():   36 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (23-32:284-293) 
 
                       10        20        30        40        50   
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AAD-12         ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
             60        70        80           
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQA           
                                              
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 74.2  bits: 19.8 E():   37 
Smith-Waterman score: 45; 34.5% identity (72.4% similar) in 29 aa overlap (6-32:237-265) 
 
                                        10          20        30    
AAD-12                          ARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATP 
                                     . ..:.. .:.:  .:.: .. :  ::::  
gi|168 EAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATG 
        210       220       230       240       250       260       
 
            40        50        60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                                       
gi|168 AASGAATVAAGGYKV                                 
        270       280                                  
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 74.0  bits: 19.8 E():   38 
Smith-Waterman score: 45; 34.5% identity (72.4% similar) in 29 aa overlap (6-32:246-274) 
 
                                        10          20        30    
AAD-12                          ARHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATP 
                                     . ..:.. .:.:  .:.: .. :  ::::  
gi|330 EAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATG 
         220       230       240       250       260       270      
 
            40        50        60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                                       
gi|330 AASGAATVAAGGYKV                                 
         280       290                                 
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.7  bits: 20.5 E():   39 
Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (45-67:344-366) 
 
           20        30        40        50        60        70     
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
           320       330       340       350       360       370    
 
           80                                                       
AAD-12 DWACQA                                                       
                                                                    
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 73.5  bits: 16.5 E():   41 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (59-76:8-25) 
 
       30        40        50        60        70        80    
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA    
                                     :.. :. ....:..   :        
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA 
                                      10        20        30   
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.1  bits: 18.7 E():   43 
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Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (51-74:1-24) 
 
               30        40        50        60        70        80 
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|215                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
gi|215 IPKAATGAYKSVEVKGDGGAGTVRIITLPEGSPITTMTVRTDAVNKEALSYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.1  bits: 18.7 E():   43 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (51-74:1-24) 
 
               30        40        50        60        70        80 
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|892                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
gi|892 IPKAAPGAYKSVEVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.1  bits: 18.7 E():   43 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (51-74:1-24) 
 
               30        40        50        60        70        80 
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|215                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
gi|215 IPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.1  bits: 18.7 E():   43 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (51-74:1-24) 
 
               30        40        50        60        70        80 
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|166                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
gi|166 IPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.0  bits: 19.4 E():   43 
Smith-Waterman score: 44; 20.0% identity (52.5% similar) in 40 aa overlap (8-47:51-90) 
 
                                      10        20        30        
AAD-12                        ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|130 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               30        40        50        60        70        80 
 
        40        50        60        70        80                  
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA                  
        . .:. ..:                                                   
gi|130 PQPQPQYSQPQEPISQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQS 
               90       100       110       120       130       140 
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.9  bits: 18.0 E():   44 
Smith-Waterman score: 40; 30.0% identity (50.0% similar) in 30 aa overlap (47-76:13-42) 
 
         20        30        40        50        60        70       
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AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 
                                     :. :.    .. ::   :: :   .:  .: 
gi|144                   VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEW 
                                 10        20        30        40   
 
         80                                                   
AAD-12 ACQA                                                   
                                                              
gi|144 EPLTKKGNLWEVKSSKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
             50        60        70        80        90       
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 72.9  bits: 16.5 E():   44 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (59-76:8-25) 
 
       30        40        50        60        70        80       
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA       
                                     :.. :. ....:..   :           
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK 
                                      10        20        30      
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.5  bits: 18.0 E():   46 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (8-25:26-43) 
 
                                 10        20        30        40   
AAD-12                   ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                : .. :. :: :..  ::                  
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
             50        60        70        80    
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA    
                                                 
gi|897 PYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
               70        80        90       100  
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 72.5  bits: 19.1 E():   46 
Smith-Waterman score: 43; 29.4% identity (50.0% similar) in 34 aa overlap (12-45:31-64) 
 
                                  10        20        30        40  
AAD-12                    ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :. :  . :::..::  .     . ::    
gi|616 NEIAXAKIDLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCA 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA                      
        . :                                                         
gi|616 SQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNK 
               70        80        90       100       110       120 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 72.4  bits: 19.4 E():   46 
Smith-Waterman score: 44; 27.8% identity (52.8% similar) in 36 aa overlap (31-66:64-96) 
 
               10        20        30        40        50        60 
AAD-12 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                                     :  .. .  . :.  ::   . . :  .:  
gi|481 AGKATTEEQKLIEDINVGFKAAVAARQRPAADKFKTFEAASPRHPRP---LRQGAGLVPK 
            40        50        60        70        80           90 
 
               70        80                                         
AAD-12 MDAAESERFLEGLVDWACQA                                         
       .::: :                                                       
gi|481 LDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGE 
              100       110       120       130       140       150 
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.4  bits: 19.8 E():   47 
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Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (44-60:225-240) 
 
            20        30        40        50        60        70    
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
            80                                                      
AAD-12 VDWACQA                                                      
                                                                    
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.4  bits: 19.8 E():   47 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (44-60:225-240) 
 
            20        30        40        50        60        70    
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
            80                                                      
AAD-12 VDWACQA                                                      
                                                                    
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 71.9  bits: 21.6 E():   49 
Smith-Waterman score: 50; 44.4% identity (63.0% similar) in 27 aa overlap (47-72:636-662) 
 
         20        30        40        50         60        70      
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVD 
                                     :: : : : : .:::  . ..:  :.:    
gi|278 SRGPSGPPGPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIG 
         610       620       630       640       650       660      
 
          80                                                        
AAD-12 WACQA                                                        
                                                                    
gi|278 SPGRDGARGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAG 
         670       680       690       700       710       720      
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 71.9  bits: 19.4 E():   50 
Smith-Waterman score: 44; 47.4% identity (63.2% similar) in 19 aa overlap (65-80:72-90) 
 
           40        50        60        70           80            
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW---ACQA            
                                     :.. ::   :::   ::.:            
gi|144 TISKQVVFLIHGFLSTGNNENFVAMSKALIEKDDFLVISVDWKKGACNAFASTKDALGYS 
              50        60        70        80        90       100  
 
gi|144 KAVGNTRHVGKFVADFTKLLVEKYKVLISNIRLIGHSLGAHTSGFAGKEVQKLKLGKYKE 
             110       120       130       140       150       160  
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 71.8  bits: 19.8 E():   51 
Smith-Waterman score: 45; 23.4% identity (44.7% similar) in 47 aa overlap (17-60:347-393) 
 
                             10        20        30        40       
AAD-12               ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ... : :   :: .    .  : :  
gi|625 DPMKKNVLVRADAPHTESMKWNWRSEKDLLENGAIFVASGCDPHLTPEQKSHLIPAEPGS 
        320       330       340       350       360       370       
 
         50           60        70        80 
AAD-12 PSLLIGRHA---HAIPGMDAAESERFLEGLVDWACQA 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 5718



 

 

         : .   :   . .::                     
gi|625 AVLQLTSCAGTLKCVPGKPC                  
        380       390                        
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.5  bits: 18.4 E():   52 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (30-37:34-41) 
 
                10        20        30        40        50          
AAD-12  ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
      60        70        80                                        
AAD-12 GMDAAESERFLEGLVDWACQA                                        
                                                                    
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 44; 35.4% identity (54.2% similar) in 48 aa overlap (14-59:79-122) 
 
                                10        20        30        40    
AAD-12                  ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
                                     :. . :.  :  : : ::. .  . :  :  
gi|160 LGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGN--ITVGEDGTAA-INIVDKQIPL 
       50        60        70        80          90        100      
 
            50          60        70        80          
AAD-12 TGRPSLLIGRHA--HAIPGMDAAESERFLEGLVDWACQA          
       :: :  .::: .  :. :                               
gi|160 TG-PHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          110       120       130       140       150   
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.3  bits: 18.4 E():   54 
Smith-Waterman score: 41; 20.8% identity (79.2% similar) in 24 aa overlap (51-74:1-24) 
 
               30        40        50        60        70        80 
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:....:.:       
gi|134                               MGVQTHVLELTSSVSAEKIFQGFVIDVDTV 
                                             10        20        30 
 
gi|134 LPKAAPGAYKSVEIKGDGGPGTLKIITLPDGGPITTMTLRIDGVNKEALTFDYSVIDGDI 
               40        50        60        70        80        90 
 
>>gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A-I [  (262 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.1  bits: 19.1 E():   55 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (8-54:71-117) 
 
                                      10        20        30        
AAD-12                        ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
        40        50        60        70        80                  
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA                  
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.0  bits: 18.7 E():   55 
Smith-Waterman score: 42; 29.6% identity (70.4% similar) in 27 aa overlap (3-29:76-101) 
 
                                           10        20        30   
AAD-12                             ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
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                                     ..::.. ..:... :  ..   :: ::    
gi|549 LKIHNDFRNKVARGLETRGNPGPQPPAKNMNNLVWN-NELANIAQIWASQCKYGHDTCKD 
          50        60        70        80         90       100     
 
             40        50        60        70        80             
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA             
                                                                    
gi|549 TTKYNVGQNIAVSSSTAAVYENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWA 
          110       120       130       140       150       160     
 
>>gi|4587985|gb|AAD25927.1|AF084828_1 major allergenic p  (342 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 71.0  bits: 19.5 E():   56 
Smith-Waterman score: 49; 24.1% identity (56.9% similar) in 58 aa overlap (18-73:134-186) 
 
                            10        20        30        40        
AAD-12              ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG-- 
                                     : .::::   . . . .  ...:  ..:   
gi|458 MPRKPGMTRDDLFNSNASIVRDLAKVVAKVAPKAYIGVISNPVNSTVPIVAEVFKKAGVY 
           110       120       130       140       150       160    
 
          50        60        70        80                          
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA                          
        :. :.:     .  .:....  :: :.                                 
gi|458 DPKRLFG-----VTTLDTTRAATFLSGIAGSDPQTTNVPVIGGHSGVTIVPLISQAAQGD 
           170            180       190       200       210         
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.9  bits: 19.8 E():   56 
Smith-Waterman score: 46; 22.4% identity (55.2% similar) in 67 aa overlap (15-79:52-109) 
 
                               10        20        30        40     
AAD-12                 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     ....:: :.: :.. ..  .  ..       
gi|144 VEADVKLSDGYLARAAVPSGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIG----- 
              30        40        50        60        70            
 
           50        60        70          80                       
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVD-WA-CQA                       
         :.: .:.      :.:    .. :.: :. :. :.                        
gi|144 --PAL-VGKDPTDQVGIDNFMVQQ-LDGTVNEWGWCKQKLGANAILAVSLAVCKAGAHVK 
            80        90        100       110       120       130   
 
gi|144 GIPLYEHIANLAGNKNLVLPVPAFNVINGGSHAGNKLAMQEFMILPVGASSFKEAMKMGA 
            140       150       160       170       180       190   
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.9  bits: 19.8 E():   56 
Smith-Waterman score: 46; 22.4% identity (55.2% similar) in 67 aa overlap (15-79:52-109) 
 
                               10        20        30        40     
AAD-12                 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     ....:: :.: :.. ..  .  ..       
gi|144 VEADVKLSDGYLARAAVPRGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIG----- 
              30        40        50        60        70            
 
           50        60        70          80                       
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVD-WA-CQA                       
         :.: .:.      :.:    .. :.: :. :. :.                        
gi|144 --PAL-VGKDPTDQVGIDNFMVQQ-LDGTVNEWGWCKQKLGANAILAVSLAVCKAGAHVK 
            80        90        100       110       120       130   
 
gi|144 GIPLYKHVANLAGNKNLVLPVPAFNVINGGSHAGNKLAMQEFMILPVGASSFKEAMKMGA 
            140       150       160       170       180       190   
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.9  bits: 19.5 E():   56 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (40-58:99-117) 
 
      10        20        30        40        50        60          
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
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gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
      70        80                                                  
AAD-12 LEGLVDWACQA                                                  
                                                                    
gi|908 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
      130       140       150       160       170       180         
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.9  bits: 19.5 E():   56 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (40-58:100-118) 
 
      10        20        30        40        50        60          
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
      70        80                                                  
AAD-12 LEGLVDWACQA                                                  
                                                                    
gi|118 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     130       140       150       160       170       180          
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.6  bits: 18.0 E():   58 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (23-40:25-42) 
 
                 10        20        30        40        50         
AAD-12   ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                               .:. . :.:  ..: ..:                   
gi|144 MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 PGMDAAESERFLEGLVDWACQA                                       
                                                                    
gi|144 EIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVEVTASVD 
               70        80        90       100       110       120 
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (8-54:71-117) 
 
                                      10        20        30        
AAD-12                        ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|473 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
        40        50        60        70        80                  
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA                  
        . .:. ..:.  :...                                            
gi|473 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A-II   (291 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.3  bits: 19.1 E():   60 
Smith-Waterman score: 43; 19.1% identity (53.2% similar) in 47 aa overlap (8-54:71-117) 
 
                                      10        20        30        
AAD-12                        ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . : .     : .:  
gi|170 QVPLVQEQQFQGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQPFRPQQPY 
               50        60        70        80        90       100 
 
        40        50        60        70        80                  
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA                  
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQILQQILQQQLIPCRDVVLQQHNIAHGSSQV 
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              110       120       130       140       150       160 
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.7 E():   61 
Smith-Waterman score: 42; 33.3% identity (71.4% similar) in 21 aa overlap (13-33:72-92) 
 
                                 10        20        30        40   
AAD-12                   ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     : ...: .::   : ...:.:          
gi|383 TASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEE 
              50        60        70        80        90       100  
 
             50        60        70        80                       
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA                       
                                                                    
gi|383 EEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEEL 
             110       120       130       140       150       160  
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.1  bits: 18.4 E():   62 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (53-69:17-30) 
 
             30        40        50        60        70        80   
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA   
                                     ::   .:..:    :::              
gi|212               VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                             10        20           30        40    
 
gi|212 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
            50        60        70        80        90       100    
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.1  bits: 18.4 E():   62 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (53-69:18-31) 
 
             30        40        50        60        70        80   
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA   
                                     ::   .:..:    :::              
gi|116              AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
gi|116 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.1  bits: 18.4 E():   62 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (53-69:18-31) 
 
             30        40        50        60        70        80   
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA   
                                     ::   .:..:    :::              
gi|144              AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
gi|144 LTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 70.0  bits: 19.8 E():   63 
Smith-Waterman score: 45; 23.5% identity (58.8% similar) in 51 aa overlap (21-68:265-315) 
 
                         10        20        30        40           
AAD-12           ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG-RPSL 
                                     : .. :..:..  . ::.: .     . :  
gi|144 AVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGGVMTPLIKRNTTIPTKKSE 
          240       250       260       270       280       290     
 
      50        60          70        80                            
AAD-12 LIGRHAHAIPG--MDAAESERFLEGLVDWACQA                            
        .. ..   ::  ... :.::                                        
gi|144 TFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAPRGVPQIEVTFDLDANGIM 
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          300       310       320       330       340       350     
 
>>gi|21673|emb|CAA35238.1| unnamed protein product [Trit  (307 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.9  bits: 19.1 E():   63 
Smith-Waterman score: 43; 22.0% identity (50.0% similar) in 50 aa overlap (5-54:86-131) 
 
                                         10        20        30     
AAD-12                           ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
                                     : : : .: . :      . : .     :  
gi|216 PFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQLPYPQPQ----LPYPQPQPFRPQ 
          60        70        80        90           100       110  
 
           40        50        60        70        80               
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA               
       .:  . .:. ..:.  :...                                         
gi|216 QPYPQSQPQYSQPQQPISQQQQQQQQQQQQKQQQQQQQQILQQILQQQLIPCRDVVLQQH 
             120       130       140       150       160       170  
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.9  bits: 18.0 E():   64 
Smith-Waterman score: 40; 30.0% identity (56.7% similar) in 30 aa overlap (33-62:114-143) 
 
             10        20        30        40        50        60   
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ..:  ..:    :.: 
gi|189 HCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTVHNAPYCLGLD 
            90       100       110       120       130       140    
 
             70        80 
AAD-12 AAESERFLEGLVDWACQA 
                          
gi|189 I                  
                          
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.9  bits: 17.6 E():   64 
Smith-Waterman score: 39; 31.8% identity (54.5% similar) in 22 aa overlap (54-75:20-41) 
 
            30        40        50        60        70        80    
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA    
                                     ::  . . : :. :    :..:         
gi|191            MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
gi|191 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.9  bits: 17.6 E():   64 
Smith-Waterman score: 39; 31.8% identity (54.5% similar) in 22 aa overlap (54-75:20-41) 
 
            30        40        50        60        70        80    
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA    
                                     ::  . . : :. :    :..:         
gi|730            MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
gi|730 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.9  bits: 19.8 E():   64 
Smith-Waterman score: 45; 38.9% identity (66.7% similar) in 18 aa overlap (3-20:394-411) 
 
                                           10        20        30   
AAD-12                             ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ::..:.    .::: . :             
gi|224 LLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQE 
           370       380       390       400       410       420    
 
             40        50        60        70        80             
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AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA             
                                                                    
gi|224 GHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPR 
           430       440       450       460       470       480    
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.9  bits: 19.1 E():   64 
Smith-Waterman score: 43; 27.8% identity (55.6% similar) in 36 aa overlap (23-58:234-269) 
 
                       10        20        30        40        50   
AAD-12         ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::  ..   .: . :.:   :.. :  .:  
gi|324 DPRTLNKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVIL 
           210       220       230       240       250       260    
 
             60        70        80                  
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQA                  
         .::.                                        
gi|324 SISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV 
           270       280       290       300         
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.9  bits: 18.0 E():   64 
Smith-Waterman score: 40; 26.7% identity (60.0% similar) in 30 aa overlap (33-62:115-144) 
 
             10        20        30        40        50        60   
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::   .:. ...  ..:    :.: 
gi|217 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
             70        80 
AAD-12 AAESERFLEGLVDWACQA 
                          
gi|217 I                  
                          
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.9  bits: 18.0 E():   64 
Smith-Waterman score: 40; 30.0% identity (56.7% similar) in 30 aa overlap (33-62:115-144) 
 
             10        20        30        40        50        60   
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ..:  ..:    :.: 
gi|439 CRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
             70        80 
AAD-12 AAESERFLEGLVDWACQA 
                          
gi|439 I                  
                          
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 69.9  bits: 15.8 E():   64 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (59-76:8-25) 
 
       30        40        50        60        70        80    
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA    
                                     :.. :  ....:..   :        
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA 
                                      10        20        30   
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.8  bits: 18.4 E():   65 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (53-69:27-40) 
 
             30        40        50        60        70        80   
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA   
                                     ::   .:..:    :::              
gi|194     MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEA 
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                   10        20        30           40        50    
 
gi|194 LTQYKCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVL 
            60        70        80        90       100       110    
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.6  bits: 19.8 E():   66 
Smith-Waterman score: 45; 38.9% identity (66.7% similar) in 18 aa overlap (3-20:414-431) 
 
                                           10        20        30   
AAD-12                             ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ::..:.    .::: . :             
gi|571 LLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQE 
           390       400       410       420       430       440    
 
             40        50        60        70        80             
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA             
                                                                    
gi|571 GHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPR 
           450       460       470       480       490       500    
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.6  bits: 19.8 E():   66 
Smith-Waterman score: 45; 38.9% identity (66.7% similar) in 18 aa overlap (3-20:414-431) 
 
                                           10        20        30   
AAD-12                             ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ::..:.    .::: . :             
gi|199 LLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQE 
           390       400       410       420       430       440    
 
             40        50        60        70        80             
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA             
                                                                    
gi|199 GHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPR 
           450       460       470       480       490       500    
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 69.6  bits: 19.8 E():   66 
Smith-Waterman score: 45; 26.4% identity (47.2% similar) in 53 aa overlap (16-59:338-387) 
 
                              10        20        30        40      
AAD-12                ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV----- 
                                     :: :   .. :.. :   ::   ..      
gi|258 RGNLDFVQPPRGRQEREHEERQQEQLQQERQQQGEQLMANGLEETFCSLRLKENIGNPER 
       310       320       330       340       350       360        
 
                   50        60        70        80                 
AAD-12 ----HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA                 
            :..:: : :   ..: .:                                      
gi|258 ADIFSPRAGRISTL---NSHNLPILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYVIRG 
       370       380          390       400       410       420     
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 19.8 E():   67 
Smith-Waterman score: 45; 38.9% identity (66.7% similar) in 18 aa overlap (3-20:422-439) 
 
                                           10        20        30   
AAD-12                             ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ::..:.    .::: . :             
gi|213 LLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQE 
             400       410       420       430       440       450  
 
             40        50        60        70        80             
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA             
                                                                    
gi|213 GHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPR 
             460       470       480       490       500       510  
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.4  bits: 18.4 E():   68 
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Smith-Waterman score: 42; 29.5% identity (54.5% similar) in 44 aa overlap (36-76:37-80) 
 
          10        20        30        40         50         60    
AAD-12 VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR-PSLLI-GRHAHAIPGMDA 
                                     : .:     :. : : : :...:   ...  
gi|144 PVKALGEPIRFLLSYGEKDFEDYRFQEGDWPKLKPSMPFGKTPVLEIDGKQTHQSVAISR 
         10        20        30        40        50        60       
 
             70        80                                           
AAD-12 AESERF-LEGLVDWACQA                                           
         ...: : :  ::                                               
gi|144 YLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYY 
         70        80        90       100       110       120       
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 69.2  bits: 18.4 E():   69 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (4-29:76-100) 
 
                                          10        20        30    
AAD-12                            ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
            40        50        60        70        80              
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA              
                                                                    
gi|549 AKYPVGQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 18.4 E():   69 
Smith-Waterman score: 41; 29.7% identity (54.1% similar) in 37 aa overlap (42-76:48-84) 
 
              20        30        40        50         60           
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI-GRHAHAIPGMDAAESERF- 
                                     :    : : : :...:   ...   ...:  
gi|622 PIRFLLSYGEKDFEDYRFQEGDWPNLKPSMPFGKTPVLEIDGKQTHQSVAISRYLGKQFG 
        20        30        40        50        60        70        
 
      70        80                                                  
AAD-12 LEGLVDWACQA                                                  
       : :  ::                                                      
gi|622 LSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKKWDPLKKETIPYYTKKFDEV 
        80        90       100       110       120       130        
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 69.2  bits: 18.4 E():   69 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (4-29:76-100) 
 
                                          10        20        30    
AAD-12                            ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDI 
          50        60        70        80         90       100     
 
            40        50        60        70        80              
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA              
                                                                    
gi|549 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 69.2  bits: 15.8 E():   70 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (59-76:8-25) 
 
       30        40        50        60        70        80       
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA       
                                     :.. :  ....:..   :           
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK 
                                      10        20        30      
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>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 69.1  bits: 18.4 E():   71 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (4-29:81-105) 
 
                                          10        20        30    
AAD-12                            ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|115 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
               60        70        80         90       100          
 
            40        50        60        70        80              
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA              
                                                                    
gi|115 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
     110       120       130       140       150       160          
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.0  bits: 18.4 E():   71 
Smith-Waterman score: 41; 34.6% identity (50.0% similar) in 26 aa overlap (55-80:156-181) 
 
           30        40        50        60        70        80     
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA     
                                     :  . :.:  :   .:. : : :  :     
gi|833 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
         130       140       150       160       170       180      
 
gi|833 NVINWAEAENRYIAGDKGGHPFMKL 
         190       200       210 
 
>>gi|32363466|sp||P82946_3 [Segment 3 of 4] Major pollen  (17 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 69.0  bits: 14.7 E():   72 
Smith-Waterman score: 31; 40.0% identity (73.3% similar) in 15 aa overlap (1-15:1-15) 
 
               10        20        30        40        50        60 
AAD-12 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
       :: . : : ..::..                                              
gi|323 ARTAWVDSGAQLGELSY                                            
               10                                                   
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 68.8  bits: 15.8 E():   73 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (13-33:5-25) 
 
               10        20        30        40        50        60 
AAD-12 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                   :.: .: :  : : .   :.:                            
gi|462         TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXLSSA                
                       10        20        30                       
 
               70        80 
AAD-12 MDAAESERFLEGLVDWACQA 
 
>>gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia mutic  (284 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 68.7  bits: 18.8 E():   74 
Smith-Waterman score: 42; 36.8% identity (73.7% similar) in 19 aa overlap (53-71:63-80) 
 
             30        40        50        60        70        80   
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA   
                                     .:: ..  ..::: .:. :            
gi|219 EDSKAKIEEDLTSLQKKYTNLENEFDQVNEKHADSVAKLEAAE-KRLTETEDEIKGYTRK 
             40        50        60        70         80        90  
 
gi|219 IQLLEDDLERTQTKLDEATGKLEEATKSADESERGRKVLESRSLADDDRIDGLEKQVKDA 
             100       110       120       130       140       150  
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.7  bits: 18.4 E():   74 
Smith-Waterman score: 41; 34.6% identity (50.0% similar) in 26 aa overlap (55-80:167-192) 
 
           30        40        50        60        70        80     
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AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA     
                                     :  . :.:  :   .:. : : :  :     
gi|164 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
        140       150       160       170       180       190       
 
gi|164 NVINWAEAENRYIAGDKGGHPFMKL 
        200       210       220  
 
>>gi|21761|emb|CAA26384.1| unnamed protein product [Trit  (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.6  bits: 18.8 E():   75 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (8-54:71-117) 
 
                                      10        20        30        
AAD-12                        ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|217 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQQFRPQQPY 
               50        60        70        80        90       100 
 
        40        50        60        70        80                  
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA                  
        . .:. ..:.  :...                                            
gi|217 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|170720|gb|AAA34280.1| alpha/beta-gliadin precursor   (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.6  bits: 18.8 E():   75 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (8-54:71-117) 
 
                                      10        20        30        
AAD-12                        ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
        40        50        60        70        80                  
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA                  
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|21755|emb|CAA25593.1| unnamed protein product [Trit  (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.6  bits: 18.8 E():   75 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (8-54:71-117) 
 
                                      10        20        30        
AAD-12                        ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|217 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
        40        50        60        70        80                  
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA                  
        . .:. ..:.  :...                                            
gi|217 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.5  bits: 18.4 E():   76 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (4-29:99-123) 
 
                                          10        20        30    
AAD-12                            ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|856 KEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
            40        50        60        70        80              
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA              
                                                                    
gi|856 AKYQVGQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYTQMVWAN 
       130       140       150       160       170       180        
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>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.5  bits: 18.4 E():   76 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (4-29:99-123) 
 
                                          10        20        30    
AAD-12                            ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|162 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
            40        50        60        70        80              
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA              
                                                                    
gi|162 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.3  bits: 19.5 E():   78 
Smith-Waterman score: 44; 30.0% identity (60.0% similar) in 30 aa overlap (2-31:322-351) 
 
                                            10        20        30  
AAD-12                              ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                     ::..  ..:   .  ::::.  . ..:  : 
gi|186 GKDKHCQRPRGSQSKSRRNGIDETICTMRLRHNIGQTSSPDIYNPQAGSVTTATSLDFPA 
             300       310       320       330       340       350  
 
              40        50        60        70        80            
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA            
                                                                    
gi|186 LSWLRLSAEFGSLRKNAMFVPHYNLNANSIIYALNGRALIQVVNCNGERVFDGELQEGRV 
             360       370       380       390       400       410  
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.3  bits: 19.5 E():   78 
Smith-Waterman score: 44; 30.0% identity (60.0% similar) in 30 aa overlap (2-31:322-351) 
 
                                            10        20        30  
AAD-12                              ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                     ::..  ..:   .  ::::.  . ..:  : 
gi|186 GKDKHCQRPRGSQSKSRRNGIDETICTMRLRHNIGQTSSPDIYNPQAGSVTTATSLDFPA 
             300       310       320       330       340       350  
 
              40        50        60        70        80            
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA            
                                                                    
gi|186 LSWLRLSAGFGSLRKNAMFVPHYNLNANSIIYALNGRALIQVVNCNGERVFDGELQEGRV 
             360       370       380       390       400       410  
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 68.3  bits: 15.1 E():   78 
Smith-Waterman score: 36; 44.0% identity (56.0% similar) in 25 aa overlap (12-36:2-24) 
 
               10        20        30        40        50        60 
AAD-12 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                  ::..  :  :  : :. : :::  :                         
gi|751           DLGYAP-ATPAAPGAGY-TPATPAAP                         
                          10         20                             
 
               70        80 
AAD-12 MDAAESERFLEGLVDWACQA 
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 68.1  bits: 19.5 E():   80 
Smith-Waterman score: 44; 23.9% identity (49.3% similar) in 71 aa overlap (7-72:85-155) 
 
                                       10        20           30    
AAD-12                         ARHSLVYSQSKLGHVQQAGSAYIGY---GMDTT-AT 
                                     ::.. :    : ::.:.:    :  .:    
gi|112 TWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGLIFPGCPSTYEE 
           60        70        80        90       100       110     
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             40        50        60         70        80            
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES-ERFLEGLVDWACQA            
       : .   . . .     . .:.   .   .:. .. .:: ::                    
gi|112 PAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTGVAFWMYNDEDT 
          120       130       140       150       160       170     
 
gi|112 DVVTVTLSDTSSIHNQLDQFPRRFYLAGNQEQEFLRYQQQQGSRPHYRQISPRVRGDEQE 
          180       190       200       210       220       230     
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 68.0  bits: 15.1 E():   81 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (30-36:5-11) 
 
               10        20        30        40        50        60 
AAD-12 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                                    : .:.::                         
gi|751                          TKSQTHVPIRPNKLVLKVQKDRATN           
                                        10        20                
 
               70        80 
AAD-12 MDAAESERFLEGLVDWACQA 
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.0  bits: 19.1 E():   81 
Smith-Waterman score: 43; 35.0% identity (65.0% similar) in 20 aa overlap (12-31:133-152) 
 
                                  10        20        30        40  
AAD-12                    ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :: ... :.    : .::.:           
gi|746 IRKNEDVAYVEEDQIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVD 
            110       120       130       140       150       160   
 
              50        60        70        80                      
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA                      
                                                                    
gi|746 SGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASILSVKVFQG 
            170       180       190       200       210       220   
 
>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.0  bits: 19.1 E():   81 
Smith-Waterman score: 43; 35.0% identity (65.0% similar) in 20 aa overlap (12-31:133-152) 
 
                                  10        20        30        40  
AAD-12                    ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :: ... :.    : .::.:           
gi|129 IRKNEDVAYVEEDQIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVD 
            110       120       130       140       150       160   
 
              50        60        70        80                      
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA                      
                                                                    
gi|129 SGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASILSVKVFQG 
            170       180       190       200       210       220   
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.0  bits: 19.1 E():   81 
Smith-Waterman score: 43; 35.5% identity (54.8% similar) in 31 aa overlap (29-59:3-32) 
 
               10        20        30        40        50        60 
AAD-12 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                                   : : :.  :. .   .:   :  : ::..::  
gi|238                           FITKAIPIV-LAALSAVNGAKILEAGPHAETIPN 
                                          10        20        30    
 
               70        80                                         
AAD-12 MDAAESERFLEGLVDWACQA                                         
                                                                    
gi|238 KYIVVMKKDVSDEAFSTHTTWLSQNLNRRLMRRSGSSKAMAGMQNKYSLGGIFRAYSGEF 
            40        50        60        70        80        90    
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>>gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea sati  (316 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.9  bits: 18.8 E():   82 
Smith-Waterman score: 42; 31.2% identity (53.1% similar) in 32 aa overlap (11-42:191-220) 
 
                                   10        20        30        40 
AAD-12                     ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     .: :  . :.:  . : :   .:   :: . 
gi|135 FVMENNKQTYCTSKSWPCVFGKQYYGRGPIQLTHNYNYGQAGKAIGADLINNP--DLVAT 
              170       180       190       200       210           
 
               50        60        70        80                     
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA                     
       .:                                                           
gi|135 NPTISFKTAIWFWMTPQANKPSSHDVIIGNWRPSAADTSAGRVPSYGVITNIINGGLECG 
      220       230       240       250       260       270         
 
>>gi|289064179|gb|ADC80503.1| non-specific lipid transfe  (118 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.7  bits: 17.3 E():   84 
Smith-Waterman score: 38; 66.7% identity (88.9% similar) in 9 aa overlap (55-63:81-89) 
 
           30        40        50        60        70        80     
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA     
                                     : ::::..:                      
gi|289 ASCCSGVRSLNAAAKTTPDRQAVCNCLKSAAGAIPGFNANNAGILPGKCGVSIPYKISTS 
               60        70        80        90       100       110 
 
gi|289 TNCATIKF 
                
 
>>gi|253683676|gb|ACT33296.1| putative tabinhibitin 9 [T  (252 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.7  bits: 18.4 E():   84 
Smith-Waterman score: 41; 42.9% identity (71.4% similar) in 14 aa overlap (4-17:139-152) 
 
                                          10        20        30    
AAD-12                            ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     ::. .  : ::.:.                 
gi|253 EAYKCRHTLRFWTPGQLNFEFYADKMPFTMSLISTAIKRGHMQKHNITRDIVEKYQPVGP 
      110       120       130       140       150       160         
 
            40        50        60        70        80              
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA              
                                                                    
gi|253 KGNVKELALAIFDRVTAVGCGLTTWKLGGKARAFFTCNFFSENDYNRPVYKTGNSPGEKC 
      170       180       190       200       210       220         
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.7  bits: 15.1 E():   84 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (42-52:10-20) 
 
              20        30        40        50        60        70  
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
                                     :.:  :..: :                    
gi|147                      AKITFTNNXPNTVWPGILTGFGQKPQ              
                                    10        20                    
 
              80 
AAD-12 GLVDWACQA 
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.7  bits: 17.3 E():   84 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (3-20:33-50) 
 
                                           10        20        30   
AAD-12                             ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     :.:.: : .: ....  :             
gi|160 QEHKPKKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELD 
             10        20        30        40        50        60   
 
             40        50        60        70        80          
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA          
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gi|160 VVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQTQ 
             70        80        90       100       110          
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.4  bits: 18.1 E():   87 
Smith-Waterman score: 40; 34.5% identity (51.7% similar) in 29 aa overlap (19-47:139-165) 
 
                           10        20        30        40         
AAD-12             ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS 
                                     :  :.  :. :. . :  : .::   : :  
gi|116 KYAGVFVSTGTLGGGQETTAITSMSTLVDHGFIYVPLGYKTAFSMLANLDEVH--GGSPW 
      110       120       130       140       150       160         
 
       50        60        70        80       
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQA       
                                              
gi|116 GAGTFSAGDGSRQPSELELNIAQAQGKAFYEAVAKAHQ 
        170       180       190       200     
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.4  bits: 18.1 E():   87 
Smith-Waterman score: 40; 30.8% identity (69.2% similar) in 26 aa overlap (4-29:76-100) 
 
                                          10        20        30    
AAD-12                            ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:... :. .    :: ::     
gi|740 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
            40        50        60        70        80              
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA              
                                                                    
gi|740 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.3  bits: 17.0 E():   88 
Smith-Waterman score: 37; 38.9% identity (50.0% similar) in 18 aa overlap (59-76:25-42) 
 
       30        40        50        60        70        80         
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA         
                                     ::   :: :   .:  .:             
gi|126       TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTKKGNLWEV 
                     10        20        30        40        50     
 
gi|126 KSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
           60        70        80        90        
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 18.4 E():   88 
Smith-Waterman score: 41; 37.5% identity (81.2% similar) in 16 aa overlap (58-73:1-16) 
 
        30        40        50        60        70        80        
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA        
                                     .::..:.. : .:. :               
gi|857                               MPGQQATKHESLLDQLSLKGKVVVVTGASG 
                                             10        20        30 
 
gi|857 PKGMGIEAARGCAEMGAAVAITYASRAQGAEENVKELEKTYGIKAKAYKCQVDSYESCEK 
               40        50        60        70        80        90 
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 18.1 E():   90 
Smith-Waterman score: 40; 38.5% identity (42.3% similar) in 26 aa overlap (24-49:60-85) 
 
                      10        20        30        40        50    
AAD-12        ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     :  :  :  :  : ::.   :  : :     
gi|613 CLEYSNVGFTDAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIA 
      30        40        50        60        70        80          
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            60        70        80                                  
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQA                                  
                                                                    
gi|613 QRWANQCTFEHDACRNVERFAVGQNIAATSSSGKNKSTLSDMILLWYNEVKDFDNRWISS 
      90       100       110       120       130       140          
 
>>gi|9087152|sp|P81294.1|MPAJ1_JUNAS RecName: Full=Major  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 18.8 E():   94 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (40-58:120-138) 
 
      10        20        30        40        50        60          
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|908 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHSLHIHGCNT 
      90       100       110       120       130       140          
 
      70        80                                                  
AAD-12 LEGLVDWACQA                                                  
                                                                    
gi|908 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 18.8 E():   94 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (40-58:120-138) 
 
      10        20        30        40        50        60          
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
      70        80                                                  
AAD-12 LEGLVDWACQA                                                  
                                                                    
gi|810 SVLGNVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 18.8 E():   94 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (40-58:120-138) 
 
      10        20        30        40        50        60          
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHSCNT 
      90       100       110       120       130       140          
 
      70        80                                                  
AAD-12 LEGLVDWACQA                                                  
                                                                    
gi|810 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLPDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8843917|gb|AAF80164.1| pollen major allergen 1-2 [J  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 18.8 E():   94 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (40-58:120-138) 
 
      10        20        30        40        50        60          
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
      70        80                                                  
AAD-12 LEGLVDWACQA                                                  
                                                                    
gi|884 SVLGDVLVSESIGVVPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIF 
     150       160       170       180       190       200          
 
>>gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen all  (367 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 18.8 E():   94 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (40-58:120-138) 
 
      10        20        30        40        50        60          
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
      70        80                                                  
AAD-12 LEGLVDWACQA                                                  
                                                                    
gi|810 SVLGNVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 18.8 E():   94 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (40-58:120-138) 
 
      10        20        30        40        50        60          
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|151 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
      70        80                                                  
AAD-12 LEGLVDWACQA                                                  
                                                                    
gi|151 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8843921|gb|AAF80166.1| pollen major allergen 1-1 [J  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 18.8 E():   94 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (40-58:120-138) 
 
      10        20        30        40        50        60          
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
      70        80                                                  
AAD-12 LEGLVDWACQA                                                  
                                                                    
gi|884 SVLGDVLVSESIGVVPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 18.8 E():   94 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (40-58:120-138) 
 
      10        20        30        40        50        60          
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLEMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
      70        80                                                  
AAD-12 LEGLVDWACQA                                                  
                                                                    
gi|810 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 18.8 E():   94 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (40-58:120-138) 
 
      10        20        30        40        50        60          
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
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      90       100       110       120       130       140          
 
      70        80                                                  
AAD-12 LEGLVDWACQA                                                  
                                                                    
gi|810 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|190684057|gb|ACE82289.1| glutathione transferase [T  (222 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 66.8  bits: 18.1 E():   94 
Smith-Waterman score: 40; 32.4% identity (59.5% similar) in 37 aa overlap (31-63:50-86) 
 
               10        20        30        40           50        
AAD-12 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP---SLLIGRHAH- 
                                     :.:..  . :  . :::   ::.: .. .  
gi|190 RVRIALAEKGLPYEYAEEDLMAGKSDRLLRANPVHKKIPVLLHDGRPVNESLIILQYLED 
      20        30        40        50        60        70          
 
         60        70        80                                     
AAD-12 AIPGMDAAESERFLEGLVDWACQA                                     
       :.:   :                                                      
gi|190 AFPDAPALLPSDPYARAQARFWADYVDKKVYDCGSRLWKLKGEPQAQARAEMLDILKTLD 
      80        90       100       110       120       130          
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (3-20:48-65) 
 
                                           10        20        30   
AAD-12                             ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     :.:.: : .: ....  :             
gi|111 QEHKPEKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELD 
        20        30        40        50        60        70        
 
             40        50        60        70        80          
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA          
                                                                 
gi|111 VVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQTQ 
        80        90       100       110       120       130     
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (3-20:48-65) 
 
                                           10        20        30   
AAD-12                             ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     :.:.: : .: ....  :             
gi|420 QEHKPKKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELD 
        20        30        40        50        60        70        
 
             40        50        60        70        80          
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA          
                                                                 
gi|420 VVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQTQ 
        80        90       100       110       120       130     
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (3-20:48-65) 
 
                                           10        20        30   
AAD-12                             ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     :.:.: : .: ....  :             
gi|111 QGHKPKKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELD 
        20        30        40        50        60        70        
 
             40        50        60        70        80          
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA          
                                                                 
gi|111 VVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQTQ 
        80        90       100       110       120       130     
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>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 66.7  bits: 14.4 E():   95 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (27-34:10-17) 
 
               10        20        30        40        50        60 
AAD-12 ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                                 :.:  :::                           
gi|244                  IGNEDCTPWMSTLITPLP                          
                                10                                  
 
               70        80 
AAD-12 MDAAESERFLEGLVDWACQA 
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.7 E():   96 
Smith-Waterman score: 39; 35.3% identity (70.6% similar) in 17 aa overlap (22-38:118-134) 
 
                        10        20        30        40        50  
AAD-12          ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI 
                                     :. . :...: : . ::              
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
              60        70        80   
AAD-12 GRHAHAIPGMDAAESERFLEGLVDWACQA   
                                       
gi|195 ALEKFDKALKALPMHIRLSFNPTQLEEQCHI 
       150       160       170         
 
>>gi|14424466|sp|P35778.2|VA3_SOLIN RecName: Full=Venom   (234 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 18.1 E():   98 
Smith-Waterman score: 40; 38.5% identity (42.3% similar) in 26 aa overlap (24-49:82-107) 
 
                      10        20        30        40        50    
AAD-12        ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     :  :  :  :  : ::.   :  : :     
gi|144 CLEYSNVGFTDAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIA 
              60        70        80        90       100       110  
 
            60        70        80                                  
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQA                                  
                                                                    
gi|144 QRWANQCTFEHDACRNVERFAVGQNIAATSSSGKNKSTPNEMILLWYNEVKDFDNRWISS 
             120       130       140       150       160       170  
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.4  bits: 17.0 E():   99 
Smith-Waterman score: 37; 41.2% identity (58.8% similar) in 17 aa overlap (52-68:82-98) 
 
              30        40        50        60        70        80  
AAD-12 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA  
                                     :  :.: :  . :: :.              
gi|215 NELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMGFGLFD 
              60        70        80        90       100       110  
 
>>gi|3703107|gb|AAC63045.1| glycinin [Arachis hypogaea]   (507 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.3  bits: 19.2 E(): 1e 
Smith-Waterman score: 43; 38.9% identity (61.1% similar) in 18 aa overlap (3-20:391-408) 
 
                                           10        20        30   
AAD-12                             ARHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ::..:     .::: . :             
gi|370 LLILRWLGPSAEYGNLYRNALFVAHYNTNAHSIIYRLRGRAHVQVVDSNGNRVYDEELQE 
              370       380       390       400       410       420 
 
             40        50        60        70        80             
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA             
                                                                    
gi|370 GHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLQR 
              430       440       450       460       470       480 
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80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:57 2011 done: Fri Jan 21 00:02:57 2011 
 Total Scan time:  0.060 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 162  - 241 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     1     8:= * 
  34    15    22:=====  * 
  36    40    44:==============* 
  38    49    73:=================       * 
  40    66   102:======================           * 
  42   113   125:======================================   * 
  44   139   138:=============================================*= 
  46   122   140:=========================================     * 
  48   117   134:=======================================     * 
  50   110   122:=====================================   * 
  52   120   108:===================================*==== 
  54    95    92:==============================*= 
  56   130    77:=========================*================== 
  58    75    63:====================*==== 
  60    55    51:================*== 
  62    42    41:=============* 
  64    33    33:==========* 
  66    33    26:========*== 
  68    31    20:======*==== 
  70    27    16:=====*=== 
  72    15    12:===*= 
  74     7    10:===* 
  76    13     8:==*== 
  78    14     6:=*=== 
  80     8     5:=*= 
  82     9     3:*== 
  84     4     3:*= 
  86     2     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     2     1:*         :*= 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
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 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.07210.00293; mu= 8.8618 0.153 
 mean_var=30.1856 7.590, 0's: 2 Z-trim: 2  B-trim: 71 in 1/43 
 Lambda= 0.233439 
 Kolmogorov-Smirnov  statistic: 0.0926 (N=29) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   58 24.1       1 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   57 23.8     3.2 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   56 23.4     3.5 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   55 23.1     5.7 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 23.5     8.2 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 23.5     8.3 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 18.9     9.2 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   47 20.3     9.9 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   54 22.8      10 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   51 21.8      11 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   52 22.1      12 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   49 21.1      12 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   48 20.7      12 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 21.4      12 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   50 21.4      12 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   50 21.4      12 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   50 21.4      13 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   53 22.5      13 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   51 21.8      14 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   51 21.8      15 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   56 23.6      16 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   45 19.7      17 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 21.1      18 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.7      18 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.7      18 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.7      18 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   48 20.7      19 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   47 20.4      19 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 16.5      19 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 21.1      21 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   49 21.1      21 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   49 21.1      21 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 21.8      23 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 19.3      23 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   49 21.1      24 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 20.4      24 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 19.0      25 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   47 20.4      28 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   43 19.0      29 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   43 19.0      31 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   43 19.0      31 
gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Veno ( 204)   44 19.4      36 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   44 19.4      36 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   44 19.4      36 
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gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   47 20.4      37 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 20.1      37 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   45 19.7      38 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   45 19.7      39 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 16.5      39 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 20.4      41 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 16.5      43 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.7      43 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.7      43 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   42 18.7      43 
gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   42 18.7      43 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   40 18.0      44 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 19.4      44 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 18.0      46 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 19.4      48 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.7      49 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.7      49 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   44 19.4      51 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.8      53 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.3      53 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.5      53 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   41 18.3      54 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   41 18.3      54 
gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A ( 262)   43 19.0      57 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   42 18.7      57 
gi|4587985|gb|AAD25927.1|AF084828_1 major allergen ( 342)   44 19.4      58 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   44 19.4      58 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   44 19.4      58 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.8      59 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   45 19.8      59 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 18.0      59 
gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   43 19.1      62 
gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A ( 291)   43 19.1      62 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   42 18.7      62 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 15.9      62 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 18.3      63 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 18.3      64 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 18.3      64 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   39 17.6      64 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   39 17.6      64 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   40 18.0      64 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   40 18.0      65 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   40 18.0      65 
gi|21673|emb|CAA35238.1| unnamed protein product [ ( 307)   43 19.1      66 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   45 19.8      66 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   43 19.1      66 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 18.4      66 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   45 19.8      67 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 15.9      68 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   45 19.8      69 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   45 19.8      69 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   45 19.8      69 
gi|144952780|gb|ABP04044.1| Bla g 5 variant allerg ( 200)   41 18.4      69 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   45 19.8      70 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   41 18.4      71 
gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Gl ( 204)   41 18.4      71 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   41 18.4      71 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 15.9      72 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   41 18.4      72 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   41 18.4      73 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.2      75 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   41 18.4      76 
gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia m ( 284)   42 18.7      77 
gi|170720|gb|AAA34280.1| alpha/beta-gliadin precur ( 286)   42 18.7      77 
gi|21755|emb|CAA25593.1| unnamed protein product [ ( 286)   42 18.7      77 
gi|21761|emb|CAA26384.1| unnamed protein product [ ( 286)   42 18.7      77 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   41 18.4      78 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   41 18.4      78 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.2      78 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   44 19.4      81 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   44 19.4      81 
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gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.2      81 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   44 19.4      84 
gi|289064179|gb|ADC80503.1| non-specific lipid tra ( 118)   38 17.3      84 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   43 19.1      84 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   43 19.1      84 
gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea  ( 316)   42 18.7      84 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   43 19.1      84 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   38 17.3      85 
gi|253683676|gb|ACT33296.1| putative tabinhibitin  ( 252)   41 18.4      86 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   37 17.0      88 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   40 18.0      89 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   40 18.0      89 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   41 18.4      91 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 14.5      91 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   40 18.0      92 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   38 17.3      95 
gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   38 17.3      95 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   38 17.3      95 
gi|190684057|gb|ACE82289.1| glutathione transferas ( 222)   40 18.0      96 
gi|9087152|sp|P81294.1|MPAJ1_JUNAS RecName: Full=M ( 367)   42 18.7      97 
gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen ( 367)   42 18.7      97 
gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen ( 367)   42 18.7      97 
gi|8843917|gb|AAF80164.1| pollen major allergen 1- ( 367)   42 18.7      97 
gi|8843921|gb|AAF80166.1| pollen major allergen 1- ( 367)   42 18.7      97 
gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen ( 367)   42 18.7      97 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   42 18.7      97 
gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen ( 367)   42 18.7      97 
gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen ( 367)   42 18.7      97 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   39 17.7      98 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   37 17.0   1e 
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  50 init1:  50 opt:  58  Z-score: 102.3  bits: 24.1 E():    1 
Smith-Waterman score: 58; 40.0% identity (62.5% similar) in 40 aa overlap (40-75:79-117) 
 
      10        20        30        40          50          60      
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHA--HAIPGMDAAES 
                                     .::. ::.:  ::   :  :   :.. :.  
gi|121 DLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPEN-RPALKTLIDGLASSHKARGIEKAQF 
       50        60        70        80         90       100        
 
          70        80                              
AAD-12 ERFLEGLVDWACQAP                              
       :.:  .:::.                                   
gi|121 EEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
       110       120       130       140       150  
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 93.3  bits: 23.8 E():  3.2 
Smith-Waterman score: 57; 24.5% identity (53.1% similar) in 49 aa overlap (14-59:345-393) 
 
                                10        20        30        40    
AAD-12                  RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ... :.: . :: .    .  :  
gi|113 PDERSKKNVLGRHGEAAAESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEP 
          320       330       340       350       360       370     
 
            50           60        70        80 
AAD-12 GRPSLLIGRHAHAI---PGMDAAESERFLEGLVDWACQAP 
       :. .: .   : ..   ::                      
gi|113 GESALSLTSSAGVLSCQPGAPC                   
          380       390                         
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 92.6  bits: 23.4 E():  3.5 
Smith-Waterman score: 56; 29.6% identity (53.7% similar) in 54 aa overlap (19-70:25-73) 
 
                     10        20        30        40         50    
AAD-12       RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET-GRPSLLIGRH 
                               .:  ::.  : :::  : . . : : . :.       
gi|249 MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPAT----- 
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               10        20        30        40        50           
 
             60        70        80                                 
AAD-12 AHAIP-GMDAAESERFLEGLVDWACQAP                                 
         :.: :  ..: ....:                                           
gi|249 PAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGLA 
          60        70        80        90       100       110      
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 88.9  bits: 23.1 E():  5.7 
Smith-Waterman score: 55; 42.9% identity (61.9% similar) in 21 aa overlap (60-80:246-266) 
 
      30        40        50        60        70        80          
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP          
                                     ::.: :: . .:: :   . :          
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
 
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 86.1  bits: 23.5 E():  8.2 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (7-24:283-300) 
 
                                       10        20        30       
AAD-12                         RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
         40        50        60        70        80                 
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP                 
                                                                    
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 86.0  bits: 23.5 E():  8.3 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (7-24:289-306) 
 
                                       10        20        30       
AAD-12                         RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
 
         40        50        60        70        80                 
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP                 
                                                                    
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 85.2  bits: 18.9 E():  9.2 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (12-32:5-25) 
 
               10        20        30        40        50        60 
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM 
                  :.:..: :. .::  .  :.:                             
gi|462        AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKNLNSA                
                      10        20        30                        
 
               70        80 
AAD-12 DAAESERFLEGLVDWACQAP 
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 84.6  bits: 20.3 E():  9.9 
Smith-Waterman score: 47; 27.5% identity (50.0% similar) in 40 aa overlap (25-64:19-58) 
 
               10        20        30        40        50        60 
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AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM 
                               :.: ::  :. :.:.        .     :.:. :  
gi|135       MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGK 
                     10        20        30        40        50     
 
               70        80                                     
AAD-12 DAAESERFLEGLVDWACQAP                                     
       :. .                                                     
gi|135 DVKDLLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD 
           60        70        80        90       100       110 
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 84.2  bits: 22.8 E():   10 
Smith-Waterman score: 54; 34.8% identity (65.2% similar) in 23 aa overlap (10-32:552-574) 
 
                                    10        20        30          
AAD-12                      RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::   ..  :        
gi|217 QGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYPTSVQQPGQGQQSG 
             530       540       550       560       570       580  
 
      40        50        60        70        80                    
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP                    
                                                                    
gi|217 QGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQPATQLPTVCRMEGG 
             590       600       610       620       630       640  
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 84.1  bits: 21.8 E():   11 
Smith-Waterman score: 51; 36.1% identity (55.6% similar) in 36 aa overlap (17-47:21-56) 
 
                   10          20        30           40        50  
AAD-12     RHSLVYSQSKLGHVQQAGS--AYIGYGMDTTATP---LRPLVKVHPETGRPSLLIG 
                           :::  : .:::  : :.:     : . . :  ..:.     
gi|330 MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKAT 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAP                                
                                                                    
gi|330 TEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESS 
               70        80        90       100       110       120 
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 83.2  bits: 22.1 E():   12 
Smith-Waterman score: 52; 27.6% identity (56.9% similar) in 58 aa overlap (31-80:46-103) 
 
               10        20        30           40          50      
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL---VKVHPETGRPSLL--IGRH-- 
                                     :::::    ...: ....:  :  .: .   
gi|253 IEEPEMIAPTPPGQFPHQQPISSPNRTSRNTPLRPESTEIETHHHANHPPALPVLGMQLP 
          20        30        40        50        60        70      
 
             60        70        80                                 
AAD-12 -AHAIPGMDAAESERFLEGLVDWACQAP                                 
          ..:  . :.:.  :.  .:   .::                                 
gi|253 VPGTVPESSRAQSRASLNLDIDLDLHAPSHPSHLSHGAPHEQEHAHEIQRHRAHSAQSSA 
          80        90       100       110       120       130      
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 83.2  bits: 21.1 E():   12 
Smith-Waterman score: 49; 21.4% identity (44.3% similar) in 70 aa overlap (11-80:31-100) 
 
                                   10        20        30        40 
AAD-12                     RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :. :  . :::..::  .     . ::    
gi|616 NEIAXAKIDLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCA 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP                     
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        . :  .  : :  . :    ...   .     . .:. :                     
gi|616 SQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNK 
               70        80        90       100       110       120 
 
gi|616 IREALAQTHSAIAVIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYW 
              130       140       150       160       170       180 
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.2  bits: 20.7 E():   12 
Smith-Waterman score: 48; 25.6% identity (53.5% similar) in 43 aa overlap (24-66:23-65) 
 
               10        20        30        40        50        60 
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM 
                              ...:  ..::  :.:   :. .    .     :::.  
gi|344  MTGVKTHLQHELKRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNP 
                10        20        30        40        50          
 
               70        80                                         
AAD-12 DAAESERFLEGLVDWACQAP                                         
       :  ..:                                                       
gi|344 DEFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFID 
      60        70        80        90       100       110          
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.0  bits: 21.4 E():   12 
Smith-Waterman score: 50; 32.1% identity (57.1% similar) in 28 aa overlap (20-47:1-28) 
 
               10        20        30        40        50        60 
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM 
                          : .:::  : :.:    . . :  ..:.              
gi|295                    ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQKLIEK 
                                  10        20        30        40  
 
               70        80                                         
AAD-12 DAAESERFLEGLVDWACQAP                                         
                                                                    
gi|295 INAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL 
              50        60        70        80        90       100  
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.0  bits: 21.4 E():   12 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (20-70:1-43) 
 
               10        20        30        40        50        60 
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM 
                          : .:::    :::  : .   : :  :.   :  :    :  
gi|109                    ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA---AGK 
                                     10        20          30       
 
               70        80                                         
AAD-12 DAAESERFLEGLVDWACQAP                                         
        ..: ....:                                                   
gi|109 ATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAES 
            40        50        60        70        80        90    
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.0  bits: 21.4 E():   12 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (20-70:1-43) 
 
               10        20        30        40        50        60 
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM 
                          : .:::    :::  : .   : :  :.   :  :    :  
gi|239                    ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA---AGK 
                                     10        20          30       
 
               70        80                                         
AAD-12 DAAESERFLEGLVDWACQAP                                         
        ..: ....:                                                   
gi|239 ATTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAES 
            40        50        60        70        80        90    
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>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 82.3  bits: 21.4 E():   13 
Smith-Waterman score: 50; 32.1% identity (52.8% similar) in 53 aa overlap (19-70:25-68) 
 
                     10        20        30        40        50     
AAD-12       RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                               .: .:::    :::  : .   : :  :.      : 
gi|398 MAVHQYTVALFLAVALVAGPAASYAADLGYG---PATPAAPAAGYTPAT--PA----APA 
               10        20        30           40              50  
 
            60        70        80                                  
AAD-12 HAIP-GMDAAESERFLEGLVDWACQAP                                  
       .: : :  ..: ....:                                            
gi|398 EAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGAASNKAFAEGLSG 
              60        70        80        90       100       110  
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.2  bits: 22.5 E():   13 
Smith-Waterman score: 53; 34.8% identity (60.9% similar) in 23 aa overlap (10-32:564-586) 
 
                                    10        20        30          
AAD-12                      RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::   .   :        
gi|217 QGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYPTSLQQPGQGQQSG 
           540       550       560       570       580       590    
 
      40        50        60        70        80                    
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP                    
                                                                    
gi|217 QGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQPATQLPTVCRMEGG 
           600       610       620       630       640       650    
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 82.1  bits: 21.8 E():   14 
Smith-Waterman score: 51; 28.3% identity (51.7% similar) in 60 aa overlap (25-79:2-60) 
 
               10        20        30        40        50           
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG- 
                               :. : : :.  :. .   .:   :  : ::.:::.  
gi|581                        MGFITKAIPIV-LAALSTVNGARILEAGPHAEAIPNK 
                                      10         20        30       
 
          60        70        80                                    
AAD-12 ----MDAAESERFLEGLVDWACQAP                                    
           :    :.. ... . :  :.                                     
gi|581 YIVVMKREVSDEAFNAHTTWLSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRAYSGEFD 
         40        50        60        70        80        90       
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 81.2  bits: 21.8 E():   15 
Smith-Waterman score: 51; 41.7% identity (66.7% similar) in 24 aa overlap (12-34:219-242) 
 
                                  10        20         30        40 
AAD-12                    RHSLVYSQSKLGHVQQAGSAYIGYGMDT-TATPLRPLVKVH 
                                     :  ..: .  .:.:::: ::  .:       
gi|303 AGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALADVLGFGMDTETARKVRGEDDQR 
      190       200       210       220       230       240         
 
               50        60        70        80                     
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP                     
                                                                    
gi|303 GHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICSATFIQNIDNPAEADFYNPRAG 
      250       260       270       280       290       300         
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 80.8  bits: 23.6 E():   16 
Smith-Waterman score: 56; 29.3% identity (60.3% similar) in 58 aa overlap (1-58:227-279) 
 
                                             10        20        30 
AAD-12                               RHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                     :: ::. ..:  :.. . . ..  . : .: 
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gi|203 MRHYMHPMDSDLSCRMTLKDKVVTEVDCEERHVLVHRSNKPVHMSYV-KMMLKQNKDGVA 
        200       210       220       230       240        250      
 
               40        50        60        70        80           
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP           
       . : : ....:.  :: : .  : :  :                                 
gi|203 ADLGP-TNAQPK--RPYLSFD-HKHKNPTETDVVEVLKKLCSEITEPQASIETSFTFQKL 
         260          270        280       290       300       310  
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 80.2  bits: 19.7 E():   17 
Smith-Waterman score: 45; 32.0% identity (72.0% similar) in 25 aa overlap (4-28:53-77) 
 
                                          10        20        30    
AAD-12                            RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
                                     :.... .. :::.:.. :   .: :      
gi|527 VDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAAQQYGITAMPTFMFFK 
             30        40        50        60        70        80   
 
            40        50        60        70        80 
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                                       
gi|527 EGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA         
             90       100       110       120          
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.0  bits: 21.1 E():   18 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (17-33:200-216) 
 
                             10        20        30        40       
AAD-12               RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
         50        60        70        80                           
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP                           
                                                                    
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.7  bits: 19.7 E():   18 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (22-39:24-41) 
 
                 10        20        30        40        50         
AAD-12   RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|379 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 GMDAAESERFLEGLVDWACQAP                                       
                                                                    
gi|379 IKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTATVGD 
               70        80        90       100       110       120 
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.7  bits: 19.7 E():   18 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (22-39:24-41) 
 
                 10        20        30        40        50         
AAD-12   RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|144 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 GMDAAESERFLEGLVDWACQAP                                       
                                                                    
gi|144 IKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTASVGD 
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               70        80        90       100       110       120 
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.7  bits: 19.7 E():   18 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (22-39:24-41) 
 
                 10        20        30        40        50         
AAD-12   RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|121 MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSLSTFKNTE 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 GMDAAESERFLEGLVDWACQAP                                       
                                                                    
gi|121 IKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDG 
               70        80        90       100       110       120 
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.5  bits: 20.7 E():   19 
Smith-Waterman score: 48; 25.6% identity (56.4% similar) in 39 aa overlap (3-41:87-125) 
 
                                           10        20        30   
AAD-12                             RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     : : . ..  . :.:.:  . :: .  ..  
gi|144 DLAEAPFQISLLKDYLIMKRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSS 
         60        70        80        90       100       110       
 
             40        50        60        70        80             
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP             
           .::.:                                                    
gi|144 SYGDLKVKPIIQHESYEQDQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVDGDKVTIYG 
        120       130       140       150       160       170       
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 79.4  bits: 20.4 E():   19 
Smith-Waterman score: 47; 21.7% identity (52.2% similar) in 46 aa overlap (18-60:62-107) 
 
                            10        20        30        40        
AAD-12              RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE---TG 
                                     :..:.: . .. :     . . . .   .: 
gi|201 DATPVLDVAGKELDSRLSYRIISTFWGALGGDVYLGKSPNSDAPCANGIFRYNSDVGPSG 
              40        50        60        70        80        90  
 
           50        60        70        80                         
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP                         
        :  .::  .:   :.                                             
gi|201 TPVRFIGSSSHFGQGIFENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTI 
             100       110       120       130       140       150  
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 79.3  bits: 16.5 E():   19 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (53-58:8-13) 
 
             30        40        50        60        70        80 
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                     ::: .:                       
gi|131                        GPVGGVVHAHMMPLL                     
                                      10                          
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 78.8  bits: 21.1 E():   21 
Smith-Waterman score: 49; 24.5% identity (49.0% similar) in 49 aa overlap (14-59:341-389) 
 
                                10        20        30        40    
AAD-12                  RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ..  :.: . :: .    .  :  
gi|113 ASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMIPAEP 
              320       330       340       350       360       370 
 
            50           60        70        80 
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AAD-12 GRPSLLIGRHAHAI---PGMDAAESERFLEGLVDWACQAP 
       :.  : .   : ..   ::                      
gi|113 GEAVLRLTSSAGVLSCQPGAPC                   
              380       390                     
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 78.7  bits: 21.1 E():   21 
Smith-Waterman score: 49; 17.4% identity (54.3% similar) in 46 aa overlap (3-48:335-380) 
 
                                           10        20        30   
AAD-12                             RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     :....  .   . . :. ..  : : . :: 
gi|113 TILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTP 
          310       320       330       340       350       360     
 
             40        50        60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
       ..    .  : :. ..                                 
gi|113 VQSAGMIPAEPGEAAIKLTSSAGVFSCHPGAPC                
          370       380       390                       
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 78.7  bits: 21.1 E():   21 
Smith-Waterman score: 49; 17.4% identity (54.3% similar) in 46 aa overlap (3-48:335-380) 
 
                                           10        20        30   
AAD-12                             RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     :....  .   . . :. ..  : : . :: 
gi|166 TILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTP 
          310       320       330       340       350       360     
 
             40        50        60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
       ..    .  : :. ..                                 
gi|166 VQSAGMIPAEPGEAAIKLTSSAGVFSCRPGAPC                
          370       380       390                       
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.1  bits: 21.8 E():   23 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (10-24:609-623) 
 
                                    10        20        30          
AAD-12                      RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
      40        50        60        70        80                    
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP                    
                                                                    
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.8  bits: 19.3 E():   23 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (22-42:25-45) 
 
                  10        20        30        40        50        
AAD-12    RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                               .:. . :.:  :.:  .:  :                
gi|990 MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 PGMDAAESERFLEGLVDWACQAP                                      
                                                                    
gi|990 EAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVVVTASCD 
               70        80        90       100       110       120 
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.7  bits: 21.1 E():   24 
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Smith-Waterman score: 49; 33.3% identity (46.7% similar) in 30 aa overlap (23-52:90-119) 
 
                       10        20        30        40        50   
AAD-12         RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     : ::   . :  : .   :. :: .   :: 
gi|259 GVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGR 
      60        70        80        90       100       110          
 
             60        70        80                                 
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAP                                 
                                                                    
gi|259 FQDRHQKIRRFRRGDIIAIPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLA 
     120       130       140       150       160       170          
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (20-47:1-31) 
 
               10        20        30           40        50        
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAI 
                          : .:::  : :.:     : . . :  ..:.           
gi|217                    ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKL 
                                  10        20        30        40  
 
        60        70        80                                      
AAD-12 PGMDAAESERFLEGLVDWACQAP                                      
                                                                    
gi|217 IEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALT 
              50        60        70        80        90       100  
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (20-47:1-31) 
 
               10        20        30           40        50        
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAI 
                          : .:::  : :.:     : . . :  ..:.           
gi|217                    ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKL 
                                  10        20        30        40  
 
        60        70        80                                      
AAD-12 PGMDAAESERFLEGLVDWACQAP                                      
                                                                    
gi|217 IEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALT 
              50        60        70        80        90       100  
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (20-47:1-31) 
 
               10        20        30           40        50        
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAI 
                          : .:::  : :.:     : . . :  ..:.           
gi|217                    ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKL 
                                  10        20        30        40  
 
        60        70        80                                      
AAD-12 PGMDAAESERFLEGLVDWACQAP                                      
                                                                    
gi|217 IEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALT 
              50        60        70        80        90       100  
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (20-47:1-31) 
 
               10        20        30           40        50        
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAI 
                          : .:::  : :.:     : . . :  ..:.           
gi|217                    ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKL 
                                  10        20        30        40  
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        60        70        80                                      
AAD-12 PGMDAAESERFLEGLVDWACQAP                                      
                                                                    
gi|217 IEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALT 
              50        60        70        80        90       100  
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (20-47:1-31) 
 
               10        20        30           40        50        
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAI 
                          : .:::  : :.:     : . . :  ..:.           
gi|217                    ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKL 
                                  10        20        30        40  
 
        60        70        80                                      
AAD-12 PGMDAAESERFLEGLVDWACQAP                                      
                                                                    
gi|217 IEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALT 
              50        60        70        80        90       100  
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (20-47:1-31) 
 
               10        20        30           40        50        
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAI 
                          : .:::  : :.:     : . . :  ..:.           
gi|217                    ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKL 
                                  10        20        30        40  
 
        60        70        80                                      
AAD-12 PGMDAAESERFLEGLVDWACQAP                                      
                                                                    
gi|217 IEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALT 
              50        60        70        80        90       100  
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (20-47:1-31) 
 
               10        20        30           40        50        
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAI 
                          : .:::  : :.:     : . . :  ..:.           
gi|217                    ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKL 
                                  10        20        30        40  
 
        60        70        80                                      
AAD-12 PGMDAAESERFLEGLVDWACQAP                                      
                                                                    
gi|217 IEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALT 
              50        60        70        80        90       100  
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (20-47:1-31) 
 
               10        20        30           40        50        
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAI 
                          : .:::  : :.:     : . . :  ..:.           
gi|217                    ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKL 
                                  10        20        30        40  
 
        60        70        80                                      
AAD-12 PGMDAAESERFLEGLVDWACQAP                                      
                                                                    
gi|217 IEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALT 
              50        60        70        80        90       100  
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>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (20-47:1-31) 
 
               10        20        30           40        50        
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAI 
                          : .:::  : :.:     : . . :  ..:.           
gi|217                    ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKL 
                                  10        20        30        40  
 
        60        70        80                                      
AAD-12 PGMDAAESERFLEGLVDWACQAP                                      
                                                                    
gi|217 IEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALT 
              50        60        70        80        90       100  
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (20-47:1-31) 
 
               10        20        30           40        50        
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAI 
                          : .:::  : :.:     : . . :  ..:.           
gi|217                    ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKL 
                                  10        20        30        40  
 
        60        70        80                                      
AAD-12 PGMDAAESERFLEGLVDWACQAP                                      
                                                                    
gi|217 IEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALT 
              50        60        70        80        90       100  
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (20-47:1-31) 
 
               10        20        30           40        50        
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAI 
                          : .:::  : :.:     : . . :  ..:.           
gi|217                    ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKL 
                                  10        20        30        40  
 
        60        70        80                                      
AAD-12 PGMDAAESERFLEGLVDWACQAP                                      
                                                                    
gi|217 IEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALT 
              50        60        70        80        90       100  
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (20-47:1-31) 
 
               10        20        30           40        50        
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAI 
                          : .:::  : :.:     : . . :  ..:.           
gi|217                    ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKL 
                                  10        20        30        40  
 
        60        70        80                                      
AAD-12 PGMDAAESERFLEGLVDWACQAP                                      
                                                                    
gi|217 IEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALT 
              50        60        70        80        90       100  
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (20-47:1-31) 
 
               10        20        30           40        50        
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAI 
                          : .:::  : :.:     : . . :  ..:.           
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gi|217                    ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKL 
                                  10        20        30        40  
 
        60        70        80                                      
AAD-12 PGMDAAESERFLEGLVDWACQAP                                      
                                                                    
gi|217 IEKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALT 
              50        60        70        80        90       100  
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (20-47:1-31) 
 
               10        20        30           40        50        
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAI 
                          : .:::  : :.:     : . . :  ..:.           
gi|217                    ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKL 
                                  10        20        30        40  
 
        60        70        80                                      
AAD-12 PGMDAAESERFLEGLVDWACQAP                                      
                                                                    
gi|217 IEKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALT 
              50        60        70        80        90       100  
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 77.4  bits: 19.0 E():   25 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (59-71:5-17) 
 
       30        40        50        60        70        80         
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP         
                                     :.:::: .  :.:                  
gi|208                           MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACG 
                                         10        20        30     
 
gi|208 LAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAGDVDGD 
           40        50        60        70        80        90     
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 76.5  bits: 20.4 E():   28 
Smith-Waterman score: 47; 27.5% identity (56.9% similar) in 51 aa overlap (2-52:239-276) 
 
                                            10        20        30  
AAD-12                              RHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ::....:..  . ::        :.:     
gi|170 SDCQVMRQQCCQQLAQIPQQLQCAAIHSVVHSIIMQQQQQQQQQQ--------GIDI--- 
      210       220       230       240       250                   
 
              40        50        60        70        80            
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP            
        . :: . : ..:. ::. :.                                        
gi|170 -FLPLSQ-HEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSIMRA 
        260        270       280       290       300       310      
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 76.2  bits: 19.0 E():   29 
Smith-Waterman score: 43; 26.3% identity (57.9% similar) in 38 aa overlap (13-47:33-70) 
 
                                 10        20        30             
AAD-12                   RHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVKV 
                                     ....:.::     .: :::   : : .. . 
gi|668 ASEAAAAAATPVAPTEGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPI 
             10        20        30        40        50        60   
 
      40        50        60        70        80                    
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP                    
         . .. :                                                     
gi|668 FADMAKKSPNVVFLKVDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKL 
             70        80        90       100       110       120   
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
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 initn:  43 init1:  43 opt:  43  Z-score: 75.6  bits: 19.0 E():   31 
Smith-Waterman score: 43; 29.6% identity (66.7% similar) in 27 aa overlap (19-45:9-35) 
 
               10        20        30        40        50        60 
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM 
                         ::.    . ..:.  : .:.:. ..::                
gi|244           MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQSCQRQFEEQQRFR 
                         10        20        30        40        50 
 
               70        80                                         
AAD-12 DAAESERFLEGLVDWACQAP                                         
                                                                    
gi|244 NCQRYVKQEVQRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEV 
               60        70        80        90       100       110 
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 75.6  bits: 19.0 E():   31 
Smith-Waterman score: 43; 21.5% identity (46.8% similar) in 79 aa overlap (12-80:58-134) 
 
                                  10        20        30        40  
AAD-12                    RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     ::.  .:  ..: :    .   .: : ..  
gi|105 HDGSVWTESPNFPKFKPEEIAGIVKDFEEPGHLAPTG-LFLG-GTKYMVIQGEPGVVIRG 
        30        40        50        60          70        80      
 
              50                  60        70        80     
AAD-12 ETGRPSLLIGRHAHAI----------PGMDAAESERFLEGLVDWACQAP     
       . :  .. : . . :.          ::.     ::. . :.: .  .:     
gi|105 KKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQGYWVPSSNS 
          90       100       110       120       130         
 
>>gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.5  bits: 19.4 E():   36 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (3-28:76-100) 
 
                                           10        20        30   
AAD-12                             RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
             40        50        60        70        80             
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP             
                                                                    
gi|549 AKYQVGQNVALTGSTAAVYNDPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.5  bits: 19.4 E():   36 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (3-28:76-100) 
 
                                           10        20        30   
AAD-12                             RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
             40        50        60        70        80             
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP             
                                                                    
gi|549 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 74.5  bits: 19.4 E():   36 
Smith-Waterman score: 44; 29.6% identity (77.8% similar) in 27 aa overlap (2-28:77-102) 
 
                                            10        20        30  
AAD-12                              RHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::... .:... :. ..  .:: ::    
gi|549 LKVHNDFRQKVAKGLETRGNPGPQPPAKNMNNLVWND-ELANIAQVWASQCNYGHDTCKD 
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         50        60        70        80         90       100      
 
              40        50        60        70        80            
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP            
                                                                    
gi|549 TEKYPVGQNIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWA 
         110       120       130       140       150       160      
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.3  bits: 20.4 E():   37 
Smith-Waterman score: 47; 38.1% identity (57.1% similar) in 21 aa overlap (60-80:247-267) 
 
      30        40        50        60        70        80          
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP          
                                     ::.: :: . .:  :   . :          
gi|232 APDIKTPKEALDLIMDAIDKAGYKGKVGIAMDVASSEFYKDGKYDLDFKNPESDPSKWLS 
        220       230       240       250       260       270       
 
gi|232 GPQLADLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKT 
        280       290       300       310       320       330       
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.2  bits: 20.1 E():   37 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (22-31:284-293) 
 
                        10        20        30        40        50  
AAD-12          RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
              60        70        80          
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAP          
                                              
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 74.0  bits: 19.7 E():   38 
Smith-Waterman score: 45; 34.5% identity (72.4% similar) in 29 aa overlap (5-31:237-265) 
 
                                         10          20        30   
AAD-12                           RHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATP 
                                     . ..:.. .:.:  .:.: .. :  ::::  
gi|168 EAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATG 
        210       220       230       240       250       260       
 
             40        50        60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                                        
gi|168 AASGAATVAAGGYKV                                  
        270       280                                   
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 73.8  bits: 19.7 E():   39 
Smith-Waterman score: 45; 34.5% identity (72.4% similar) in 29 aa overlap (5-31:246-274) 
 
                                         10          20        30   
AAD-12                           RHSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATP 
                                     . ..:.. .:.:  .:.: .. :  ::::  
gi|330 EAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATG 
         220       230       240       250       260       270      
 
             40        50        60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                                        
gi|330 AASGAATVAAGGYKV                                  
         280       290                                  
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 73.7  bits: 16.5 E():   39 
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Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (58-75:8-25) 
 
        30        40        50        60        70        80   
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP   
                                     :.. :. ....:..   :        
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA 
                                      10        20        30   
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.4  bits: 20.4 E():   41 
Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (44-66:344-366) 
 
            20        30        40        50        60        70    
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
           320       330       340       350       360       370    
 
            80                                                      
AAD-12 DWACQAP                                                      
                                                                    
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 73.0  bits: 16.5 E():   43 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (58-75:8-25) 
 
        30        40        50        60        70        80      
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP      
                                     :.. :. ....:..   :           
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK 
                                      10        20        30      
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (50-73:1-24) 
 
      20        30        40        50        60        70          
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|215                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
      80                                                            
AAD-12 P                                                            
                                                                    
gi|215 IPKAATGAYKSVEVKGDGGAGTVRIITLPEGSPITTMTVRTDAVNKEALSYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (50-73:1-24) 
 
      20        30        40        50        60        70          
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|892                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
      80                                                            
AAD-12 P                                                            
                                                                    
gi|892 IPKAAPGAYKSVEVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (50-73:1-24) 
 
      20        30        40        50        60        70          
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AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|166                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
      80                                                            
AAD-12 P                                                            
                                                                    
gi|166 IPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (50-73:1-24) 
 
      20        30        40        50        60        70          
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|215                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
      80                                                            
AAD-12 P                                                            
                                                                    
gi|215 IPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.8  bits: 18.0 E():   44 
Smith-Waterman score: 40; 30.0% identity (50.0% similar) in 30 aa overlap (46-75:13-42) 
 
          20        30        40        50        60        70      
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 
                                     :. :.    .. ::   :: :   .:  .: 
gi|144                   VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEW 
                                 10        20        30        40   
 
          80                                                  
AAD-12 ACQAP                                                  
                                                              
gi|144 EPLTKKGNLWEVKSSKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
             50        60        70        80        90       
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.8  bits: 19.4 E():   44 
Smith-Waterman score: 44; 20.0% identity (52.5% similar) in 40 aa overlap (7-46:51-90) 
 
                                       10        20        30       
AAD-12                         RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|130 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               30        40        50        60        70        80 
 
         40        50        60        70        80                 
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP                 
        . .:. ..:                                                   
gi|130 PQPQPQYSQPQEPISQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQS 
               90       100       110       120       130       140 
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.5  bits: 18.0 E():   46 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (7-24:26-43) 
 
                                  10        20        30        40  
AAD-12                    RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                : .. :. :: :..  ::                  
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
              50        60        70        80   
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP   
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gi|897 PYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
               70        80        90       100  
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 72.2  bits: 19.4 E():   48 
Smith-Waterman score: 44; 27.8% identity (52.8% similar) in 36 aa overlap (30-65:64-96) 
 
                10        20        30        40        50          
AAD-12  RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                                     :  .. .  . :.  ::   . . :  .:  
gi|481 AGKATTEEQKLIEDINVGFKAAVAARQRPAADKFKTFEAASPRHPRP---LRQGAGLVPK 
            40        50        60        70        80           90 
 
      60        70        80                                        
AAD-12 MDAAESERFLEGLVDWACQAP                                        
       .::: :                                                       
gi|481 LDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGE 
              100       110       120       130       140       150 
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.1  bits: 19.7 E():   49 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (43-59:225-240) 
 
             20        30        40        50        60        70   
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
             80                                                     
AAD-12 VDWACQAP                                                     
                                                                    
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.1  bits: 19.7 E():   49 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (43-59:225-240) 
 
             20        30        40        50        60        70   
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
             80                                                     
AAD-12 VDWACQAP                                                     
                                                                    
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 71.7  bits: 19.4 E():   51 
Smith-Waterman score: 44; 47.4% identity (63.2% similar) in 19 aa overlap (64-79:72-90) 
 
            40        50        60        70           80           
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW---ACQAP           
                                     :.. ::   :::   ::.:            
gi|144 TISKQVVFLIHGFLSTGNNENFVAMSKALIEKDDFLVISVDWKKGACNAFASTKDALGYS 
              50        60        70        80        90       100  
 
gi|144 KAVGNTRHVGKFVADFTKLLVEKYKVLISNIRLIGHSLGAHTSGFAGKEVQKLKLGKYKE 
             110       120       130       140       150       160  
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 71.4  bits: 19.8 E():   53 
Smith-Waterman score: 45; 23.4% identity (44.7% similar) in 47 aa overlap (16-59:347-393) 
 
                              10        20        30        40      
AAD-12                RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
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                                     . :. ... : :   :: .    .  : :  
gi|625 DPMKKNVLVRADAPHTESMKWNWRSEKDLLENGAIFVASGCDPHLTPEQKSHLIPAEPGS 
        320       330       340       350       360       370       
 
          50           60        70        80 
AAD-12 PSLLIGRHA---HAIPGMDAAESERFLEGLVDWACQAP 
         : .   :   . .::                      
gi|625 AVLQLTSCAGTLKCVPGKPC                   
        380       390                         
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.4  bits: 18.3 E():   53 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (29-36:34-41) 
 
                 10        20        30        40        50         
AAD-12   RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
       60        70        80                                       
AAD-12 GMDAAESERFLEGLVDWACQAP                                       
                                                                    
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 71.4  bits: 21.5 E():   53 
Smith-Waterman score: 50; 44.4% identity (63.0% similar) in 27 aa overlap (46-71:636-662) 
 
          20        30        40        50         60        70     
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVD 
                                     :: : : : : .:::  . ..:  :.:    
gi|278 SRGPSGPPGPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIG 
         610       620       630       640       650       660      
 
           80                                                       
AAD-12 WACQAP                                                       
                                                                    
gi|278 SPGRDGARGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAG 
         670       680       690       700       710       720      
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 71.3  bits: 18.3 E():   54 
Smith-Waterman score: 44; 35.4% identity (54.2% similar) in 48 aa overlap (13-58:79-122) 
 
                                 10        20        30        40   
AAD-12                   RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
                                     :. . :.  :  : : ::. .  . :  :  
gi|160 LGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGN--ITVGEDGTAA-INIVDKQIPL 
       50        60        70        80          90        100      
 
             50          60        70        80         
AAD-12 TGRPSLLIGRHA--HAIPGMDAAESERFLEGLVDWACQAP         
       :: :  .::: .  :. :                               
gi|160 TG-PHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          110       120       130       140       150   
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.2  bits: 18.3 E():   54 
Smith-Waterman score: 41; 20.8% identity (79.2% similar) in 24 aa overlap (50-73:1-24) 
 
      20        30        40        50        60        70          
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:....:.:       
gi|134                               MGVQTHVLELTSSVSAEKIFQGFVIDVDTV 
                                             10        20        30 
 
      80                                                            
AAD-12 P                                                            
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gi|134 LPKAAPGAYKSVEIKGDGGPGTLKIITLPDGGPITTMTLRIDGVNKEALTFDYSVIDGDI 
               40        50        60        70        80        90 
 
>>gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A-I [  (262 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.9  bits: 19.0 E():   57 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (7-53:71-117) 
 
                                       10        20        30       
AAD-12                         RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
         40        50        60        70        80                 
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP                 
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 70.9  bits: 18.7 E():   57 
Smith-Waterman score: 42; 29.6% identity (70.4% similar) in 27 aa overlap (2-28:76-101) 
 
                                            10        20        30  
AAD-12                              RHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::.. ..:... :  ..   :: ::    
gi|549 LKIHNDFRNKVARGLETRGNPGPQPPAKNMNNLVWN-NELANIAQIWASQCKYGHDTCKD 
          50        60        70        80         90       100     
 
              40        50        60        70        80            
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP            
                                                                    
gi|549 TTKYNVGQNIAVSSSTAAVYENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWA 
          110       120       130       140       150       160     
 
>>gi|4587985|gb|AAD25927.1|AF084828_1 major allergenic p  (342 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 70.7  bits: 19.4 E():   58 
Smith-Waterman score: 49; 24.1% identity (56.9% similar) in 58 aa overlap (17-72:134-186) 
 
                             10        20        30        40       
AAD-12               RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG-- 
                                     : .::::   . . . .  ...:  ..:   
gi|458 MPRKPGMTRDDLFNSNASIVRDLAKVVAKVAPKAYIGVISNPVNSTVPIVAEVFKKAGVY 
           110       120       130       140       150       160    
 
           50        60        70        80                         
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP                         
        :. :.:     .  .:....  :: :.                                 
gi|458 DPKRLFG-----VTTLDTTRAATFLSGIAGSDPQTTNVPVIGGHSGVTIVPLISQAAQGD 
           170            180       190       200       210         
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.6  bits: 19.4 E():   58 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (39-57:99-117) 
 
       10        20        30        40        50        60         
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
       70        80                                                 
AAD-12 LEGLVDWACQAP                                                 
                                                                    
gi|908 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
      130       140       150       160       170       180         
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.6  bits: 19.4 E():   58 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (39-57:100-118) 
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       10        20        30        40        50        60         
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
       70        80                                                 
AAD-12 LEGLVDWACQAP                                                 
                                                                    
gi|118 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     130       140       150       160       170       180          
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.6  bits: 19.8 E():   59 
Smith-Waterman score: 46; 22.4% identity (55.2% similar) in 67 aa overlap (14-78:52-109) 
 
                                10        20        30        40    
AAD-12                  RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     ....:: :.: :.. ..  .  ..       
gi|144 VEADVKLSDGYLARAAVPSGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIG----- 
              30        40        50        60        70            
 
            50        60        70          80                      
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVD-WA-CQAP                      
         :.: .:.      :.:    .. :.: :. :. :.                        
gi|144 --PAL-VGKDPTDQVGIDNFMVQQ-LDGTVNEWGWCKQKLGANAILAVSLAVCKAGAHVK 
            80        90        100       110       120       130   
 
gi|144 GIPLYEHIANLAGNKNLVLPVPAFNVINGGSHAGNKLAMQEFMILPVGASSFKEAMKMGA 
            140       150       160       170       180       190   
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.6  bits: 19.8 E():   59 
Smith-Waterman score: 46; 22.4% identity (55.2% similar) in 67 aa overlap (14-78:52-109) 
 
                                10        20        30        40    
AAD-12                  RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     ....:: :.: :.. ..  .  ..       
gi|144 VEADVKLSDGYLARAAVPRGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIG----- 
              30        40        50        60        70            
 
            50        60        70          80                      
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVD-WA-CQAP                      
         :.: .:.      :.:    .. :.: :. :. :.                        
gi|144 --PAL-VGKDPTDQVGIDNFMVQQ-LDGTVNEWGWCKQKLGANAILAVSLAVCKAGAHVK 
            80        90        100       110       120       130   
 
gi|144 GIPLYKHVANLAGNKNLVLPVPAFNVINGGSHAGNKLAMQEFMILPVGASSFKEAMKMGA 
            140       150       160       170       180       190   
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.5  bits: 18.0 E():   59 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (22-39:25-42) 
 
                  10        20        30        40        50        
AAD-12    RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                               .:. . :.:  ..: ..:                   
gi|144 MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 PGMDAAESERFLEGLVDWACQAP                                      
                                                                    
gi|144 EIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVEVTASVD 
               70        80        90       100       110       120 
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.2  bits: 19.1 E():   62 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (7-53:71-117) 
 
                                       10        20        30       
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AAD-12                         RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|473 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
         40        50        60        70        80                 
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP                 
        . .:. ..:.  :...                                            
gi|473 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A-II   (291 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.1  bits: 19.1 E():   62 
Smith-Waterman score: 43; 19.1% identity (53.2% similar) in 47 aa overlap (7-53:71-117) 
 
                                       10        20        30       
AAD-12                         RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . : .     : .:  
gi|170 QVPLVQEQQFQGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQPFRPQQPY 
               50        60        70        80        90       100 
 
         40        50        60        70        80                 
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP                 
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQILQQILQQQLIPCRDVVLQQHNIAHGSSQV 
              110       120       130       140       150       160 
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.7 E():   62 
Smith-Waterman score: 42; 33.3% identity (71.4% similar) in 21 aa overlap (12-32:72-92) 
 
                                  10        20        30        40  
AAD-12                    RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     : ...: .::   : ...:.:          
gi|383 TASPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEE 
              50        60        70        80        90       100  
 
              50        60        70        80                      
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP                      
                                                                    
gi|383 EEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEEL 
             110       120       130       140       150       160  
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 70.1  bits: 15.9 E():   62 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (58-75:8-25) 
 
        30        40        50        60        70        80   
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP   
                                     :.. :  ....:..   :        
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA 
                                      10        20        30   
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.0  bits: 18.3 E():   63 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (52-68:17-30) 
 
              30        40        50        60        70        80  
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP  
                                     ::   .:..:    :::              
gi|212               VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                             10        20           30        40    
 
gi|212 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
            50        60        70        80        90       100    
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.9  bits: 18.3 E():   64 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (52-68:18-31) 
 
              30        40        50        60        70        80  

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 5760



 

 

AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP  
                                     ::   .:..:    :::              
gi|116              AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
gi|116 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.9  bits: 18.3 E():   64 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (52-68:18-31) 
 
              30        40        50        60        70        80  
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP  
                                     ::   .:..:    :::              
gi|144              AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
gi|144 LTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.9  bits: 17.6 E():   64 
Smith-Waterman score: 39; 31.8% identity (54.5% similar) in 22 aa overlap (53-74:20-41) 
 
             30        40        50        60        70        80   
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP   
                                     ::  . . : :. :    :..:         
gi|191            MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
gi|191 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.9  bits: 17.6 E():   64 
Smith-Waterman score: 39; 31.8% identity (54.5% similar) in 22 aa overlap (53-74:20-41) 
 
             30        40        50        60        70        80   
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP   
                                     ::  . . : :. :    :..:         
gi|730            MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
gi|730 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.8  bits: 18.0 E():   64 
Smith-Waterman score: 40; 30.0% identity (56.7% similar) in 30 aa overlap (32-61:114-143) 
 
              10        20        30        40        50        60  
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ..:  ..:    :.: 
gi|189 HCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTVHNAPYCLGLD 
            90       100       110       120       130       140    
 
              70        80 
AAD-12 AAESERFLEGLVDWACQAP 
                           
gi|189 I                   
                           
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.8  bits: 18.0 E():   65 
Smith-Waterman score: 40; 26.7% identity (60.0% similar) in 30 aa overlap (32-61:115-144) 
 
              10        20        30        40        50        60  
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::   .:. ...  ..:    :.: 
gi|217 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTVHNAPYCLGLD 
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           90       100       110       120       130       140     
 
              70        80 
AAD-12 AAESERFLEGLVDWACQAP 
                           
gi|217 I                   
                           
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.8  bits: 18.0 E():   65 
Smith-Waterman score: 40; 30.0% identity (56.7% similar) in 30 aa overlap (32-61:115-144) 
 
              10        20        30        40        50        60  
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ..:  ..:    :.: 
gi|439 CRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
              70        80 
AAD-12 AAESERFLEGLVDWACQAP 
                           
gi|439 I                   
                           
 
>>gi|21673|emb|CAA35238.1| unnamed protein product [Trit  (307 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.7  bits: 19.1 E():   66 
Smith-Waterman score: 43; 22.0% identity (50.0% similar) in 50 aa overlap (4-53:86-131) 
 
                                          10        20        30    
AAD-12                            RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
                                     : : : .: . :      . : .     :  
gi|216 PFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQLPYPQPQ----LPYPQPQPFRPQ 
          60        70        80        90           100       110  
 
            40        50        60        70        80              
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP              
       .:  . .:. ..:.  :...                                         
gi|216 QPYPQSQPQYSQPQQPISQQQQQQQQQQQQKQQQQQQQQILQQILQQQLIPCRDVVLQQH 
             120       130       140       150       160       170  
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 69.7  bits: 19.8 E():   66 
Smith-Waterman score: 45; 23.5% identity (58.8% similar) in 51 aa overlap (20-67:265-315) 
 
                          10        20        30        40          
AAD-12            RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG-RPSL 
                                     : .. :..:..  . ::.: .     . :  
gi|144 AVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGGVMTPLIKRNTTIPTKKSE 
          240       250       260       270       280       290     
 
       50          60        70        80                           
AAD-12 LIGRHAHAIPG--MDAAESERFLEGLVDWACQAP                           
        .. ..   ::  ... :.::                                        
gi|144 TFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAPRGVPQIEVTFDLDANGIM 
          300       310       320       330       340       350     
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 19.1 E():   66 
Smith-Waterman score: 43; 27.8% identity (55.6% similar) in 36 aa overlap (22-57:234-269) 
 
                        10        20        30        40        50  
AAD-12          RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::  ..   .: . :.:   :.. :  .:  
gi|324 DPRTLNKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVIL 
           210       220       230       240       250       260    
 
              60        70        80                 
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAP                 
         .::.                                        
gi|324 SISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV 
           270       280       290       300         

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 5762



 

 

 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.6  bits: 18.4 E():   66 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (52-68:27-40) 
 
              30        40        50        60        70        80  
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP  
                                     ::   .:..:    :::              
gi|194     MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEA 
                   10        20        30           40        50    
 
gi|194 LTQYKCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVL 
            60        70        80        90       100       110    
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.6  bits: 19.8 E():   67 
Smith-Waterman score: 45; 38.9% identity (66.7% similar) in 18 aa overlap (2-19:394-411) 
 
                                            10        20        30  
AAD-12                              RHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ::..:.    .::: . :             
gi|224 LLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQE 
           370       380       390       400       410       420    
 
              40        50        60        70        80            
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP            
                                                                    
gi|224 GHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPR 
           430       440       450       460       470       480    
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 69.4  bits: 15.9 E():   68 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (58-75:8-25) 
 
        30        40        50        60        70        80      
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP      
                                     :.. :  ....:..   :           
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK 
                                      10        20        30      
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.3  bits: 19.8 E():   69 
Smith-Waterman score: 45; 38.9% identity (66.7% similar) in 18 aa overlap (2-19:414-431) 
 
                                            10        20        30  
AAD-12                              RHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ::..:.    .::: . :             
gi|571 LLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQE 
           390       400       410       420       430       440    
 
              40        50        60        70        80            
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP            
                                                                    
gi|571 GHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPR 
           450       460       470       480       490       500    
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.3  bits: 19.8 E():   69 
Smith-Waterman score: 45; 38.9% identity (66.7% similar) in 18 aa overlap (2-19:414-431) 
 
                                            10        20        30  
AAD-12                              RHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ::..:.    .::: . :             
gi|199 LLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQE 
           390       400       410       420       430       440    
 
              40        50        60        70        80            
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP            
                                                                    
gi|199 GHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPR 
           450       460       470       480       490       500    
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>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 69.3  bits: 19.8 E():   69 
Smith-Waterman score: 45; 26.4% identity (47.2% similar) in 53 aa overlap (15-58:338-387) 
 
                               10        20        30               
AAD-12                 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV----- 
                                     :: :   .. :.. :   ::   ..      
gi|258 RGNLDFVQPPRGRQEREHEERQQEQLQQERQQQGEQLMANGLEETFCSLRLKENIGNPER 
       310       320       330       340       350       360        
 
          40        50        60        70        80                
AAD-12 ----HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP                
            :..:: : :   ..: .:                                      
gi|258 ADIFSPRAGRISTL---NSHNLPILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYVIRG 
       370       380          390       400       410       420     
 
>>gi|144952780|gb|ABP04044.1| Bla g 5 variant allergen [  (200 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 18.4 E():   69 
Smith-Waterman score: 43; 47.1% identity (52.9% similar) in 17 aa overlap (64-80:27-41) 
 
            40        50        60        70        80              
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP              
                                     :. :: ::  ::    :              
gi|144     YKLTYCPVKALGEPIRFLLSYGEKDFEDYRFQEG--DWPKLKPSMPFGKTPVLEID 
                   10        20        30          40        50     
 
gi|144 GKQTHQSVAISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKK 
           60        70        80        90       100       110     
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.2  bits: 19.8 E():   70 
Smith-Waterman score: 45; 38.9% identity (66.7% similar) in 18 aa overlap (2-19:422-439) 
 
                                            10        20        30  
AAD-12                              RHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ::..:.    .::: . :             
gi|213 LLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQE 
             400       410       420       430       440       450  
 
              40        50        60        70        80            
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP            
                                                                    
gi|213 GHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPR 
             460       470       480       490       500       510  
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 69.1  bits: 18.4 E():   71 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (3-28:76-100) 
 
                                           10        20        30   
AAD-12                             RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDI 
          50        60        70        80         90       100     
 
             40        50        60        70        80             
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP             
                                                                    
gi|549 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|6225491|sp|O18598.3|GST1_BLAGE RecName: Full=Glutat  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.1  bits: 18.4 E():   71 
Smith-Waterman score: 44; 47.1% identity (52.9% similar) in 17 aa overlap (64-80:31-45) 
 
            40        50        60        70        80              
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP              
                                     :. :: ::  ::    :              
gi|622 MAPSYKLTYCPVKALGEPIRFLLSYGEKDFEDYRFQEG--DWPNLKPSMPFGKTPVLEID 
               10        20        30          40        50         
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gi|622 GKQTHQSVAISRYLGKQFGLSGKDDWENLEIDMIVDTISDFRAAIANYHYDADENSKQKK 
       60        70        80        90       100       110         
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 69.1  bits: 18.4 E():   71 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (3-28:76-100) 
 
                                           10        20        30   
AAD-12                             RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
             40        50        60        70        80             
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP             
                                                                    
gi|549 AKYPVGQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 69.0  bits: 15.9 E():   72 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (12-32:5-25) 
 
               10        20        30        40        50        60 
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM 
                  :.: .: :  : : .   :.:                             
gi|462        TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXLSSA                 
                      10        20        30                        
 
               70        80 
AAD-12 DAAESERFLEGLVDWACQAP 
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.9  bits: 18.4 E():   72 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (3-28:81-105) 
 
                                           10        20        30   
AAD-12                             RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|115 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
               60        70        80         90       100          
 
             40        50        60        70        80             
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP             
                                                                    
gi|115 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
     110       120       130       140       150       160          
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.9  bits: 18.4 E():   73 
Smith-Waterman score: 41; 34.6% identity (50.0% similar) in 26 aa overlap (54-79:156-181) 
 
            30        40        50        60        70        80    
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP    
                                     :  . :.:  :   .:. : : :  :     
gi|833 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
         130       140       150       160       170       180      
 
gi|833 NVINWAEAENRYIAGDKGGHPFMKL 
         190       200       210 
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 68.6  bits: 15.2 E():   75 
Smith-Waterman score: 36; 44.0% identity (56.0% similar) in 25 aa overlap (11-35:2-24) 
 
               10        20        30        40        50        60 
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM 
                 ::..  :  :  : :. : :::  :                          
gi|751          DLGYAP-ATPAAPGAGY-TPATPAAP                          
                         10         20                              
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               70        80 
AAD-12 DAAESERFLEGLVDWACQAP 
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.5  bits: 18.4 E():   76 
Smith-Waterman score: 41; 34.6% identity (50.0% similar) in 26 aa overlap (54-79:167-192) 
 
            30        40        50        60        70        80    
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP    
                                     :  . :.:  :   .:. : : :  :     
gi|164 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
        140       150       160       170       180       190       
 
gi|164 NVINWAEAENRYIAGDKGGHPFMKL 
        200       210       220  
 
>>gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia mutic  (284 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 68.4  bits: 18.7 E():   77 
Smith-Waterman score: 42; 36.8% identity (73.7% similar) in 19 aa overlap (52-70:63-80) 
 
              30        40        50        60        70        80  
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP  
                                     .:: ..  ..::: .:. :            
gi|219 EDSKAKIEEDLTSLQKKYTNLENEFDQVNEKHADSVAKLEAAE-KRLTETEDEIKGYTRK 
             40        50        60        70         80        90  
 
gi|219 IQLLEDDLERTQTKLDEATGKLEEATKSADESERGRKVLESRSLADDDRIDGLEKQVKDA 
             100       110       120       130       140       150  
 
>>gi|170720|gb|AAA34280.1| alpha/beta-gliadin precursor   (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.4  bits: 18.7 E():   77 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (7-53:71-117) 
 
                                       10        20        30       
AAD-12                         RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
         40        50        60        70        80                 
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP                 
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|21755|emb|CAA25593.1| unnamed protein product [Trit  (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.4  bits: 18.7 E():   77 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (7-53:71-117) 
 
                                       10        20        30       
AAD-12                         RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|217 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
         40        50        60        70        80                 
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP                 
        . .:. ..:.  :...                                            
gi|217 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|21761|emb|CAA26384.1| unnamed protein product [Trit  (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.4  bits: 18.7 E():   77 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (7-53:71-117) 
 
                                       10        20        30       
AAD-12                         RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|217 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQQFRPQQPY 
               50        60        70        80        90       100 
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         40        50        60        70        80                 
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP                 
        . .:. ..:.  :...                                            
gi|217 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.3  bits: 18.4 E():   78 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (3-28:99-123) 
 
                                           10        20        30   
AAD-12                             RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|856 KEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
             40        50        60        70        80             
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP             
                                                                    
gi|856 AKYQVGQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.3  bits: 18.4 E():   78 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (3-28:99-123) 
 
                                           10        20        30   
AAD-12                             RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|162 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
             40        50        60        70        80             
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP             
                                                                    
gi|162 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 68.3  bits: 15.2 E():   78 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (29-35:5-11) 
 
               10        20        30        40        50        60 
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM 
                                   : .:.::                          
gi|751                         TKSQTHVPIRPNKLVLKVQKDRATN            
                                       10        20                 
 
               70        80 
AAD-12 DAAESERFLEGLVDWACQAP 
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.0  bits: 19.4 E():   81 
Smith-Waterman score: 44; 30.0% identity (60.0% similar) in 30 aa overlap (1-30:322-351) 
 
                                             10        20        30 
AAD-12                               RHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                     ::..  ..:   .  ::::.  . ..:  : 
gi|186 GKDKHCQRPRGSQSKSRRNGIDETICTMRLRHNIGQTSSPDIYNPQAGSVTTATSLDFPA 
             300       310       320       330       340       350  
 
               40        50        60        70        80           
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP           
                                                                    
gi|186 LSWLRLSAEFGSLRKNAMFVPHYNLNANSIIYALNGRALIQVVNCNGERVFDGELQEGRV 
             360       370       380       390       400       410  
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 68.0  bits: 19.4 E():   81 
Smith-Waterman score: 44; 30.0% identity (60.0% similar) in 30 aa overlap (1-30:322-351) 
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                                             10        20        30 
AAD-12                               RHSLVYSQSKLGHVQQAGSAYIGYGMDTTA 
                                     ::..  ..:   .  ::::.  . ..:  : 
gi|186 GKDKHCQRPRGSQSKSRRNGIDETICTMRLRHNIGQTSSPDIYNPQAGSVTTATSLDFPA 
             300       310       320       330       340       350  
 
               40        50        60        70        80           
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP           
                                                                    
gi|186 LSWLRLSAGFGSLRKNAMFVPHYNLNANSIIYALNGRALIQVVNCNGERVFDGELQEGRV 
             360       370       380       390       400       410  
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 68.0  bits: 15.2 E():   81 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (41-51:10-20) 
 
               20        30        40        50        60        70 
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
                                     :.:  :..: :                    
gi|147                      AKITFTNNXPNTVWPGILTGFGQKPQ              
                                    10        20                    
 
               80 
AAD-12 GLVDWACQAP 
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 67.7  bits: 19.4 E():   84 
Smith-Waterman score: 44; 23.9% identity (49.3% similar) in 71 aa overlap (6-71:85-155) 
 
                                        10        20            30  
AAD-12                          RHSLVYSQSKLGHVQQAGSAYIGY---GMDTT-AT 
                                     ::.. :    : ::.:.:    :  .:    
gi|112 TWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGLIFPGCPSTYEE 
           60        70        80        90       100       110     
 
              40        50        60         70        80           
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES-ERFLEGLVDWACQAP           
       : .   . . .     . .:.   .   .:. .. .:: ::                    
gi|112 PAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTGVAFWMYNDEDT 
          120       130       140       150       160       170     
 
gi|112 DVVTVTLSDTSSIHNQLDQFPRRFYLAGNQEQEFLRYQQQQGSRPHYRQISPRVRGDEQE 
          180       190       200       210       220       230     
 
>>gi|289064179|gb|ADC80503.1| non-specific lipid transfe  (118 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.7  bits: 17.3 E():   84 
Smith-Waterman score: 38; 66.7% identity (88.9% similar) in 9 aa overlap (54-62:81-89) 
 
            30        40        50        60        70        80    
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP    
                                     : ::::..:                      
gi|289 ASCCSGVRSLNAAAKTTPDRQAVCNCLKSAAGAIPGFNANNAGILPGKCGVSIPYKISTS 
               60        70        80        90       100       110 
 
gi|289 TNCATIKF 
                
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.7  bits: 19.1 E():   84 
Smith-Waterman score: 43; 35.0% identity (65.0% similar) in 20 aa overlap (11-30:133-152) 
 
                                   10        20        30        40 
AAD-12                     RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :: ... :.    : .::.:           
gi|746 IRKNEDVAYVEEDQIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVD 
            110       120       130       140       150       160   
 
               50        60        70        80                     
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP                     
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gi|746 SGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASILSVKVFQG 
            170       180       190       200       210       220   
 
>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.7  bits: 19.1 E():   84 
Smith-Waterman score: 43; 35.0% identity (65.0% similar) in 20 aa overlap (11-30:133-152) 
 
                                   10        20        30        40 
AAD-12                     RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :: ... :.    : .::.:           
gi|129 IRKNEDVAYVEEDQIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVD 
            110       120       130       140       150       160   
 
               50        60        70        80                     
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP                     
                                                                    
gi|129 SGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASILSVKVFQG 
            170       180       190       200       210       220   
 
>>gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea sati  (316 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.7  bits: 18.7 E():   84 
Smith-Waterman score: 42; 31.2% identity (53.1% similar) in 32 aa overlap (10-41:191-220) 
 
                                    10        20        30          
AAD-12                      RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     .: :  . :.:  . : :   .:   :: . 
gi|135 FVMENNKQTYCTSKSWPCVFGKQYYGRGPIQLTHNYNYGQAGKAIGADLINNP--DLVAT 
              170       180       190       200       210           
 
      40        50        60        70        80                    
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP                    
       .:                                                           
gi|135 NPTISFKTAIWFWMTPQANKPSSHDVIIGNWRPSAADTSAGRVPSYGVITNIINGGLECG 
      220       230       240       250       260       270         
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.7  bits: 19.1 E():   84 
Smith-Waterman score: 43; 35.5% identity (54.8% similar) in 31 aa overlap (28-58:3-32) 
 
               10        20        30        40        50        60 
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM 
                                  : : :.  :. .   .:   :  : ::..::   
gi|238                          FITKAIPIV-LAALSAVNGAKILEAGPHAETIPNK 
                                         10        20        30     
 
               70        80                                         
AAD-12 DAAESERFLEGLVDWACQAP                                         
                                                                    
gi|238 YIVVMKKDVSDEAFSTHTTWLSQNLNRRLMRRSGSSKAMAGMQNKYSLGGIFRAYSGEFD 
           40        50        60        70        80        90     
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.6  bits: 17.3 E():   85 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (2-19:33-50) 
 
                                            10        20        30  
AAD-12                              RHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     :.:.: : .: ....  :             
gi|160 QEHKPKKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELD 
             10        20        30        40        50        60   
 
              40        50        60        70        80         
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP         
                                                                 
gi|160 VVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQTQ 
             70        80        90       100       110          
 
>>gi|253683676|gb|ACT33296.1| putative tabinhibitin 9 [T  (252 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.5  bits: 18.4 E():   86 
Smith-Waterman score: 41; 42.9% identity (71.4% similar) in 14 aa overlap (3-16:139-152) 
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                                           10        20        30   
AAD-12                             RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     ::. .  : ::.:.                 
gi|253 EAYKCRHTLRFWTPGQLNFEFYADKMPFTMSLISTAIKRGHMQKHNITRDIVEKYQPVGP 
      110       120       130       140       150       160         
 
             40        50        60        70        80             
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP             
                                                                    
gi|253 KGNVKELALAIFDRVTAVGCGLTTWKLGGKARAFFTCNFFSENDYNRPVYKTGNSPGEKC 
      170       180       190       200       210       220         
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.3  bits: 17.0 E():   88 
Smith-Waterman score: 37; 38.9% identity (50.0% similar) in 18 aa overlap (58-75:25-42) 
 
        30        40        50        60        70        80        
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP        
                                     ::   :: :   .:  .:             
gi|126       TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTKKGNLWEV 
                     10        20        30        40        50     
 
gi|126 KSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
           60        70        80        90        
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.3  bits: 18.0 E():   89 
Smith-Waterman score: 40; 30.8% identity (69.2% similar) in 26 aa overlap (3-28:76-100) 
 
                                           10        20        30   
AAD-12                             RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:... :. .    :: ::     
gi|740 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
             40        50        60        70        80             
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP             
                                                                    
gi|740 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.3  bits: 18.0 E():   89 
Smith-Waterman score: 40; 34.5% identity (51.7% similar) in 29 aa overlap (18-46:139-165) 
 
                            10        20        30        40        
AAD-12              RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS 
                                     :  :.  :. :. . :  : .::   : :  
gi|116 KYAGVFVSTGTLGGGQETTAITSMSTLVDHGFIYVPLGYKTAFSMLANLDEVH--GGSPW 
      110       120       130       140       150       160         
 
        50        60        70        80      
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAP      
                                              
gi|116 GAGTFSAGDGSRQPSELELNIAQAQGKAFYEAVAKAHQ 
        170       180       190       200     
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.1  bits: 18.4 E():   91 
Smith-Waterman score: 41; 37.5% identity (81.2% similar) in 16 aa overlap (57-72:1-16) 
 
         30        40        50        60        70        80       
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP       
                                     .::..:.. : .:. :               
gi|857                               MPGQQATKHESLLDQLSLKGKVVVVTGASG 
                                             10        20        30 
 
gi|857 PKGMGIEAARGCAEMGAAVAITYASRAQGAEENVKELEKTYGIKAKAYKCQVDSYESCEK 
               40        50        60        70        80        90 
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
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 initn:  30 init1:  30 opt:  30  Z-score: 67.1  bits: 14.5 E():   91 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (26-33:10-17) 
 
               10        20        30        40        50        60 
AAD-12 RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGM 
                                :.:  :::                            
gi|244                 IGNEDCTPWMSTLITPLP                           
                               10                                   
 
               70        80 
AAD-12 DAAESERFLEGLVDWACQAP 
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 18.0 E():   92 
Smith-Waterman score: 40; 38.5% identity (42.3% similar) in 26 aa overlap (23-48:60-85) 
 
                       10        20        30        40        50   
AAD-12         RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     :  :  :  :  : ::.   :  : :     
gi|613 CLEYSNVGFTDAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIA 
      30        40        50        60        70        80          
 
             60        70        80                                 
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAP                                 
                                                                    
gi|613 QRWANQCTFEHDACRNVERFAVGQNIAATSSSGKNKSTLSDMILLWYNEVKDFDNRWISS 
      90       100       110       120       130       140          
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (2-19:48-65) 
 
                                            10        20        30  
AAD-12                              RHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     :.:.: : .: ....  :             
gi|111 QGHKPKKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELD 
        20        30        40        50        60        70        
 
              40        50        60        70        80         
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP         
                                                                 
gi|111 VVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQTQ 
        80        90       100       110       120       130     
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (2-19:48-65) 
 
                                            10        20        30  
AAD-12                              RHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     :.:.: : .: ....  :             
gi|420 QEHKPKKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELD 
        20        30        40        50        60        70        
 
              40        50        60        70        80         
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP         
                                                                 
gi|420 VVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQTQ 
        80        90       100       110       120       130     
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (2-19:48-65) 
 
                                            10        20        30  
AAD-12                              RHSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     :.:.: : .: ....  :             
gi|111 QEHKPEKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELD 
        20        30        40        50        60        70        
 
              40        50        60        70        80         

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 5771



 

 

AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP         
                                                                 
gi|111 VVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQTQ 
        80        90       100       110       120       130     
 
>>gi|190684057|gb|ACE82289.1| glutathione transferase [T  (222 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 66.6  bits: 18.0 E():   96 
Smith-Waterman score: 40; 32.4% identity (59.5% similar) in 37 aa overlap (30-62:50-86) 
 
                10        20        30        40           50       
AAD-12  RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP---SLLIGRHAH- 
                                     :.:..  . :  . :::   ::.: .. .  
gi|190 RVRIALAEKGLPYEYAEEDLMAGKSDRLLRANPVHKKIPVLLHDGRPVNESLIILQYLED 
      20        30        40        50        60        70          
 
          60        70        80                                    
AAD-12 AIPGMDAAESERFLEGLVDWACQAP                                    
       :.:   :                                                      
gi|190 AFPDAPALLPSDPYARAQARFWADYVDKKVYDCGSRLWKLKGEPQAQARAEMLDILKTLD 
      80        90       100       110       120       130          
 
>>gi|9087152|sp|P81294.1|MPAJ1_JUNAS RecName: Full=Major  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.7 E():   97 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (39-57:120-138) 
 
       10        20        30        40        50        60         
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|908 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHSLHIHGCNT 
      90       100       110       120       130       140          
 
       70        80                                                 
AAD-12 LEGLVDWACQAP                                                 
                                                                    
gi|908 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.7 E():   97 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (39-57:120-138) 
 
       10        20        30        40        50        60         
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
       70        80                                                 
AAD-12 LEGLVDWACQAP                                                 
                                                                    
gi|810 SVLGNVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.7 E():   97 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (39-57:120-138) 
 
       10        20        30        40        50        60         
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHSCNT 
      90       100       110       120       130       140          
 
       70        80                                                 
AAD-12 LEGLVDWACQAP                                                 
                                                                    
gi|810 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLPDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8843917|gb|AAF80164.1| pollen major allergen 1-2 [J  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.7 E():   97 
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Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (39-57:120-138) 
 
       10        20        30        40        50        60         
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
       70        80                                                 
AAD-12 LEGLVDWACQAP                                                 
                                                                    
gi|884 SVLGDVLVSESIGVVPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIF 
     150       160       170       180       190       200          
 
>>gi|8843921|gb|AAF80166.1| pollen major allergen 1-1 [J  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.7 E():   97 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (39-57:120-138) 
 
       10        20        30        40        50        60         
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
       70        80                                                 
AAD-12 LEGLVDWACQAP                                                 
                                                                    
gi|884 SVLGDVLVSESIGVVPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.7 E():   97 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (39-57:120-138) 
 
       10        20        30        40        50        60         
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLEMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
       70        80                                                 
AAD-12 LEGLVDWACQAP                                                 
                                                                    
gi|810 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.7 E():   97 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (39-57:120-138) 
 
       10        20        30        40        50        60         
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|151 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
       70        80                                                 
AAD-12 LEGLVDWACQAP                                                 
                                                                    
gi|151 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.7 E():   97 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (39-57:120-138) 
 
       10        20        30        40        50        60         
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
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       70        80                                                 
AAD-12 LEGLVDWACQAP                                                 
                                                                    
gi|810 SVLGNVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.7 E():   97 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (39-57:120-138) 
 
       10        20        30        40        50        60         
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
       70        80                                                 
AAD-12 LEGLVDWACQAP                                                 
                                                                    
gi|810 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.7 E():   98 
Smith-Waterman score: 39; 35.3% identity (70.6% similar) in 17 aa overlap (21-37:118-134) 
 
                         10        20        30        40        50 
AAD-12           RHSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI 
                                     :. . :...: : . ::              
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
               60        70        80  
AAD-12 GRHAHAIPGMDAAESERFLEGLVDWACQAP  
                                       
gi|195 ALEKFDKALKALPMHIRLSFNPTQLEEQCHI 
       150       160       170         
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.3  bits: 17.0 E(): 1e 
Smith-Waterman score: 37; 41.2% identity (58.8% similar) in 17 aa overlap (51-67:82-98) 
 
               30        40        50        60        70        80 
AAD-12 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                     :  :.: :  . :: :.              
gi|215 NELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMGFGLFD 
              60        70        80        90       100       110  
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:58 2011 done: Fri Jan 21 00:02:58 2011 
 Total Scan time:  0.070 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 163  - 242 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
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< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     0     2:* 
  32     1     8:= * 
  34    15    22:=====  * 
  36    35    44:============  * 
  38    48    73:================        * 
  40    70   102:========================         * 
  42   108   125:====================================     * 
  44   143   138:=============================================*== 
  46   122   140:=========================================     * 
  48   124   134:==========================================  * 
  50   112   122:======================================  * 
  52   119   108:===================================*==== 
  54    95    92:==============================*= 
  56   123    77:=========================*=============== 
  58    81    63:====================*====== 
  60    50    51:================* 
  62    44    41:=============*= 
  64    29    33:==========* 
  66    36    26:========*=== 
  68    29    20:======*=== 
  70    28    16:=====*==== 
  72    15    12:===*= 
  74     8    10:===* 
  76     9     8:==* 
  78    18     6:=*==== 
  80     6     5:=* 
  82     9     3:*== 
  84     5     3:*= 
  86     2     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     2     1:*         :*= 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.94010.0029; mu= 9.5695 0.151 
 mean_var=30.0549 7.566, 0's: 2 Z-trim: 2  B-trim: 71 in 1/43 
 Lambda= 0.233947 
 Kolmogorov-Smirnov  statistic: 0.0879 (N=28) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   58 24.1       1 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   57 23.8     3.1 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   56 23.5     3.4 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   55 23.2     5.5 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 23.6     7.7 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 23.6     7.9 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 18.8     9.6 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   54 22.9      10 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   47 20.3      10 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 5775



 

 

gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   51 21.8      10 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   52 22.2      11 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   49 21.1      12 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   48 20.7      12 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 21.4      12 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   50 21.4      12 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   50 21.4      12 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   53 22.5      13 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   50 21.4      13 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   51 21.8      13 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   51 21.8      15 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   45 19.7      17 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 21.1      17 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.7      19 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.7      19 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.7      19 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   48 20.8      19 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   47 20.4      19 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 21.1      20 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   49 21.1      20 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   49 21.1      20 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 16.4      21 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 21.9      22 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   49 21.2      23 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 19.3      24 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 20.4      24 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 19.0      25 
gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum a ( 327)   47 20.4      27 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   43 19.0      29 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   43 19.0      31 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   43 19.0      31 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   44 19.4      35 
gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Veno ( 204)   44 19.4      35 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   47 20.5      36 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   44 19.4      36 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 20.1      36 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   45 19.7      38 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   45 19.8      39 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   44 19.4      39 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 20.5      40 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 16.5      42 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.7      43 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.7      43 
gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   42 18.7      43 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   42 18.7      43 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 19.4      44 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   40 17.9      45 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 16.5      45 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 17.9      47 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 19.4      47 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.8      48 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.8      48 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.6      50 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   44 19.4      50 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.8      51 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.3      53 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   41 18.3      54 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   41 18.3      55 
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gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A ( 262)   43 19.1      56 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   42 18.7      56 
gi|4587985|gb|AAD25927.1|AF084828_1 major allergen ( 342)   44 19.4      56 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.8      57 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   45 19.8      57 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   44 19.4      57 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   44 19.4      57 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 18.0      59 
gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   43 19.1      61 
gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A ( 291)   43 19.1      61 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 18.3      63 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 18.4      64 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 18.4      64 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   45 19.8      64 
gi|224036293|pdb|3C3V|A Chain A, Crystal Structure ( 510)   45 19.8      64 
gi|21673|emb|CAA35238.1| unnamed protein product [ ( 307)   43 19.1      64 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   43 19.1      65 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   40 18.0      65 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   39 17.6      65 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   39 17.6      65 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   40 18.0      65 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   40 18.0      65 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 15.8      66 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 18.4      66 
gi|199732457|gb|ACH91862.1| arachin Arah3 isoform  ( 530)   45 19.8      67 
gi|5712199|gb|AAD47382.1| glycinin [Arachis hypoga ( 530)   45 19.8      67 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   45 19.8      67 
gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah ( 538)   45 19.8      68 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   41 18.4      70 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   41 18.4      70 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 15.8      71 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   41 18.4      72 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   41 18.4      72 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   49 21.3      75 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 15.8      75 
gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia m ( 284)   42 18.7      76 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   41 18.4      76 
gi|21755|emb|CAA25593.1| unnamed protein product [ ( 286)   42 18.7      76 
gi|21761|emb|CAA26384.1| unnamed protein product [ ( 286)   42 18.7      76 
gi|170720|gb|AAA34280.1| alpha/beta-gliadin precur ( 286)   42 18.7      76 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   41 18.4      78 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   41 18.4      78 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.1      80 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   44 19.5      81 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   43 19.1      82 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   43 19.1      82 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   43 19.1      82 
gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea  ( 316)   42 18.8      83 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.1      83 
gi|253683676|gb|ACT33296.1| putative tabinhibitin  ( 252)   41 18.4      85 
gi|289064179|gb|ADC80503.1| non-specific lipid tra ( 118)   38 17.3      85 
gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Stru ( 119)   38 17.3      86 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.1      86 
gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-t (  34)   33 15.5      87 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   40 18.0      88 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   40 18.0      88 
gi|69552|pir||MEHB2 melittin, minor - honeybee     (  27)   32 15.1      89 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   41 18.4      90 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   37 16.9      90 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   40 18.0      91 
gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen ( 367)   42 18.8      95 
gi|9087152|sp|P81294.1|MPAJ1_JUNAS RecName: Full=M ( 367)   42 18.8      95 
gi|8843917|gb|AAF80164.1| pollen major allergen 1- ( 367)   42 18.8      95 
gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen ( 367)   42 18.8      95 
gi|8843921|gb|AAF80166.1| pollen major allergen 1- ( 367)   42 18.8      95 
gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen ( 367)   42 18.8      95 
gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen ( 367)   42 18.8      95 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   42 18.8      95 
gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen ( 367)   42 18.8      95 
gi|190684057|gb|ACE82289.1| glutathione transferas ( 222)   40 18.0      95 
gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blom ( 134)   38 17.3      96 
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gi|4204917|gb|AAD10850.1| major IgE-binding protei ( 134)   38 17.3      96 
gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blom ( 134)   38 17.3      96 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 14.4      98 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   39 17.7      98 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   43 19.1      99 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   43 19.1      99 
gi|14424466|sp|P35778.2|VA3_SOLIN RecName: Full=Ve ( 234)   40 18.0   1e 
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  50 init1:  50 opt:  58  Z-score: 102.3  bits: 24.1 E():    1 
Smith-Waterman score: 58; 40.0% identity (62.5% similar) in 40 aa overlap (39-74:79-117) 
 
       10        20        30        40          50          60     
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHA--HAIPGMDAAES 
                                     .::. ::.:  ::   :  :   :.. :.  
gi|121 DLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPEN-RPALKTLIDGLASSHKARGIEKAQF 
       50        60        70        80         90       100        
 
           70        80                             
AAD-12 ERFLEGLVDWACQAPR                             
       :.:  .:::.                                   
gi|121 EEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
       110       120       130       140       150  
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 93.5  bits: 23.8 E():  3.1 
Smith-Waterman score: 57; 24.5% identity (53.1% similar) in 49 aa overlap (13-58:345-393) 
 
                                 10        20        30        40   
AAD-12                   HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ... :.: . :: .    .  :  
gi|113 PDERSKKNVLGRHGEAAAESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEP 
          320       330       340       350       360       370     
 
             50           60        70        80 
AAD-12 GRPSLLIGRHAHAI---PGMDAAESERFLEGLVDWACQAPR 
       :. .: .   : ..   ::                       
gi|113 GESALSLTSSAGVLSCQPGAPC                    
          380       390                          
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 92.8  bits: 23.5 E():  3.4 
Smith-Waterman score: 56; 29.6% identity (53.7% similar) in 54 aa overlap (18-69:25-73) 
 
                      10        20        30        40         50   
AAD-12        HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET-GRPSLLIGRH 
                               .:  ::.  : :::  : . . : : . :.       
gi|249 MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPAT----- 
               10        20        30        40        50           
 
              60        70        80                                
AAD-12 AHAIP-GMDAAESERFLEGLVDWACQAPR                                
         :.: :  ..: ....:                                           
gi|249 PAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGLA 
          60        70        80        90       100       110      
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 89.1  bits: 23.2 E():  5.5 
Smith-Waterman score: 55; 42.9% identity (61.9% similar) in 21 aa overlap (59-79:246-266) 
 
       30        40        50        60        70        80         
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR         
                                     ::.: :: . .:: :   . :          
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
 
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 86.5  bits: 23.6 E():  7.7 
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Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (6-23:283-300) 
 
                                        10        20        30      
AAD-12                          HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
          40        50        60        70        80                
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR                
                                                                    
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 86.4  bits: 23.6 E():  7.9 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (6-23:289-306) 
 
                                        10        20        30      
AAD-12                          HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
 
          40        50        60        70        80                
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR                
                                                                    
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 84.8  bits: 18.8 E():  9.6 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (11-31:5-25) 
 
               10        20        30        40        50        60 
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                 :.:..: :. .::  .  :.:                              
gi|462       AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKNLNSA                 
                     10        20        30                         
 
               70        80 
AAD-12 AAESERFLEGLVDWACQAPR 
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 84.5  bits: 22.9 E():   10 
Smith-Waterman score: 54; 34.8% identity (65.2% similar) in 23 aa overlap (9-31:552-574) 
 
                                     10        20        30         
AAD-12                       HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::   ..  :        
gi|217 QGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYPTSVQQPGQGQQSG 
             530       540       550       560       570       580  
 
       40        50        60        70        80                   
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR                   
                                                                    
gi|217 QGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQPATQLPTVCRMEGG 
             590       600       610       620       630       640  
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 84.5  bits: 20.3 E():   10 
Smith-Waterman score: 47; 27.5% identity (50.0% similar) in 40 aa overlap (24-63:19-58) 
 
               10        20        30        40        50        60 
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                              :.: ::  :. :.:.        .     :.:. : : 
gi|135      MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKD 
                    10        20        30        40        50      
 
               70        80                                    
AAD-12 AAESERFLEGLVDWACQAPR                                    
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       . .                                                     
gi|135 VKDLLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD 
          60        70        80        90       100       110 
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 84.3  bits: 21.8 E():   10 
Smith-Waterman score: 51; 36.1% identity (55.6% similar) in 36 aa overlap (16-46:21-56) 
 
                    10          20        30           40        50 
AAD-12      HSLVYSQSKLGHVQQAGS--AYIGYGMDTTATP---LRPLVKVHPETGRPSLLIG 
                           :::  : .:::  : :.:     : . . :  ..:.     
gi|330 MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKAT 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPR                               
                                                                    
gi|330 TEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESS 
               70        80        90       100       110       120 
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 83.5  bits: 22.2 E():   11 
Smith-Waterman score: 52; 27.6% identity (56.9% similar) in 58 aa overlap (30-79:46-103) 
 
                10        20        30           40          50     
AAD-12  HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL---VKVHPETGRPSLL--IGRH-- 
                                     :::::    ...: ....:  :  .: .   
gi|253 IEEPEMIAPTPPGQFPHQQPISSPNRTSRNTPLRPESTEIETHHHANHPPALPVLGMQLP 
          20        30        40        50        60        70      
 
              60        70        80                                
AAD-12 -AHAIPGMDAAESERFLEGLVDWACQAPR                                
          ..:  . :.:.  :.  .:   .::                                 
gi|253 VPGTVPESSRAQSRASLNLDIDLDLHAPSHPSHLSHGAPHEQEHAHEIQRHRAHSAQSSA 
          80        90       100       110       120       130      
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 83.3  bits: 21.1 E():   12 
Smith-Waterman score: 49; 21.4% identity (44.3% similar) in 70 aa overlap (10-79:31-100) 
 
                                    10        20        30          
AAD-12                      HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :. :  . :::..::  .     . ::    
gi|616 NEIAXAKIDLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCA 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR                    
        . :  .  : :  . :    ...   .     . .:. :                     
gi|616 SQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNK 
               70        80        90       100       110       120 
 
gi|616 IREALAQTHSAIAVIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYW 
              130       140       150       160       170       180 
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.2  bits: 20.7 E():   12 
Smith-Waterman score: 48; 25.6% identity (53.5% similar) in 43 aa overlap (23-65:23-65) 
 
               10        20        30        40        50        60 
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                             ...:  ..::  :.:   :. .    .     :::. : 
gi|344 MTGVKTHLQHELKRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPD 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 AAESERFLEGLVDWACQAPR                                         
         ..:                                                        
gi|344 EFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDS 
               70        80        90       100       110       120 
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>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.1  bits: 21.4 E():   12 
Smith-Waterman score: 50; 32.1% identity (57.1% similar) in 28 aa overlap (19-46:1-28) 
 
               10        20        30        40        50        60 
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                         : .:::  : :.:    . . :  ..:.               
gi|295                   ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQKLIEKI 
                                 10        20        30        40   
 
               70        80                                         
AAD-12 AAESERFLEGLVDWACQAPR                                         
                                                                    
gi|295 NAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLD 
             50        60        70        80        90       100   
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.1  bits: 21.4 E():   12 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (19-69:1-43) 
 
               10        20        30        40        50        60 
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                         : .:::    :::  : .   : :  :.   :  :    :   
gi|109                   ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA---AGKA 
                                    10        20          30        
 
               70        80                                         
AAD-12 AAESERFLEGLVDWACQAPR                                         
       ..: ....:                                                    
gi|109 TTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESS 
           40        50        60        70        80        90     
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.1  bits: 21.4 E():   12 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (19-69:1-43) 
 
               10        20        30        40        50        60 
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                         : .:::    :::  : .   : :  :.   :  :    :   
gi|239                   ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA---AGKA 
                                    10        20          30        
 
               70        80                                         
AAD-12 AAESERFLEGLVDWACQAPR                                         
       ..: ....:                                                    
gi|239 TTEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESS 
           40        50        60        70        80        90     
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.6  bits: 22.5 E():   13 
Smith-Waterman score: 53; 34.8% identity (60.9% similar) in 23 aa overlap (9-31:564-586) 
 
                                     10        20        30         
AAD-12                       HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::   .   :        
gi|217 QGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYPTSLQQPGQGQQSG 
           540       550       560       570       580       590    
 
       40        50        60        70        80                   
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR                   
                                                                    
gi|217 QGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQPATQLPTVCRMEGG 
           600       610       620       630       640       650    
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 82.5  bits: 21.4 E():   13 
Smith-Waterman score: 50; 32.1% identity (52.8% similar) in 53 aa overlap (18-69:25-68) 
 
                      10        20        30        40        50    
AAD-12        HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                               .: .:::    :::  : .   : :  :.      : 
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gi|398 MAVHQYTVALFLAVALVAGPAASYAADLGYG---PATPAAPAAGYTPAT--PA----APA 
               10        20        30           40              50  
 
             60        70        80                                 
AAD-12 HAIP-GMDAAESERFLEGLVDWACQAPR                                 
       .: : :  ..: ....:                                            
gi|398 EAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGAASNKAFAEGLSG 
              60        70        80        90       100       110  
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 82.3  bits: 21.8 E():   13 
Smith-Waterman score: 51; 28.3% identity (51.7% similar) in 60 aa overlap (24-78:2-60) 
 
               10        20        30        40        50           
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG-- 
                              :. : : :.  :. .   .:   :  : ::.:::.   
gi|581                       MGFITKAIPIV-LAALSTVNGARILEAGPHAEAIPNKY 
                                     10         20        30        
 
          60        70        80                                    
AAD-12 ---MDAAESERFLEGLVDWACQAPR                                    
          :    :.. ... . :  :.                                      
gi|581 IVVMKREVSDEAFNAHTTWLSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRAYSGEFDD 
        40        50        60        70        80        90        
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 81.4  bits: 21.8 E():   15 
Smith-Waterman score: 51; 41.7% identity (66.7% similar) in 24 aa overlap (11-33:219-242) 
 
                                   10        20         30          
AAD-12                     HSLVYSQSKLGHVQQAGSAYIGYGMDT-TATPLRPLVKVH 
                                     :  ..: .  .:.:::: ::  .:       
gi|303 AGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALADVLGFGMDTETARKVRGEDDQR 
      190       200       210       220       230       240         
 
      40        50        60        70        80                    
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR                    
                                                                    
gi|303 GHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICSATFIQNIDNPAEADFYNPRAG 
      250       260       270       280       290       300         
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 80.2  bits: 19.7 E():   17 
Smith-Waterman score: 45; 32.0% identity (72.0% similar) in 25 aa overlap (3-27:53-77) 
 
                                           10        20        30   
AAD-12                             HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
                                     :.... .. :::.:.. :   .: :      
gi|527 VDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAAQQYGITAMPTFMFFK 
             30        40        50        60        70        80   
 
             40        50        60        70        80 
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                                        
gi|527 EGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA          
             90       100       110       120           
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.1  bits: 21.1 E():   17 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (16-32:200-216) 
 
                              10        20        30        40      
AAD-12                HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
          50        60        70        80                          
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR                          
                                                                    
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
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     230       240       250       260       270       280          
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.6  bits: 19.7 E():   19 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (21-38:24-41) 
 
                  10        20        30        40        50        
AAD-12    HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|121 MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSLSTFKNTE 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 GMDAAESERFLEGLVDWACQAPR                                      
                                                                    
gi|121 IKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDG 
               70        80        90       100       110       120 
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.6  bits: 19.7 E():   19 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (21-38:24-41) 
 
                  10        20        30        40        50        
AAD-12    HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|379 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 GMDAAESERFLEGLVDWACQAPR                                      
                                                                    
gi|379 IKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTATVGD 
               70        80        90       100       110       120 
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.6  bits: 19.7 E():   19 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (21-38:24-41) 
 
                  10        20        30        40        50        
AAD-12    HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|144 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 GMDAAESERFLEGLVDWACQAPR                                      
                                                                    
gi|144 IKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTASVGD 
               70        80        90       100       110       120 
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 79.6  bits: 20.8 E():   19 
Smith-Waterman score: 48; 25.6% identity (56.4% similar) in 39 aa overlap (2-40:87-125) 
 
                                            10        20        30  
AAD-12                              HSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     : : . ..  . :.:.:  . :: .  ..  
gi|144 DLAEAPFQISLLKDYLIMKRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSS 
         60        70        80        90       100       110       
 
              40        50        60        70        80            
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR            
           .::.:                                                    
gi|144 SYGDLKVKPIIQHESYEQDQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVDGDKVTIYG 
        120       130       140       150       160       170       
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 79.5  bits: 20.4 E():   19 
Smith-Waterman score: 47; 21.7% identity (52.2% similar) in 46 aa overlap (17-59:62-107) 
 
                             10        20        30        40       
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AAD-12               HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE---TG 
                                     :..:.: . .. :     . . . .   .: 
gi|201 DATPVLDVAGKELDSRLSYRIISTFWGALGGDVYLGKSPNSDAPCANGIFRYNSDVGPSG 
              40        50        60        70        80        90  
 
            50        60        70        80                        
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR                        
        :  .::  .:   :.                                             
gi|201 TPVRFIGSSSHFGQGIFENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTI 
             100       110       120       130       140       150  
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 79.0  bits: 21.1 E():   20 
Smith-Waterman score: 49; 24.5% identity (49.0% similar) in 49 aa overlap (13-58:341-389) 
 
                                 10        20        30        40   
AAD-12                   HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ..  :.: . :: .    .  :  
gi|113 ASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMIPAEP 
              320       330       340       350       360       370 
 
             50           60        70        80 
AAD-12 GRPSLLIGRHAHAI---PGMDAAESERFLEGLVDWACQAPR 
       :.  : .   : ..   ::                       
gi|113 GEAVLRLTSSAGVLSCQPGAPC                    
              380       390                      
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 78.9  bits: 21.1 E():   20 
Smith-Waterman score: 49; 17.4% identity (54.3% similar) in 46 aa overlap (2-47:335-380) 
 
                                            10        20        30  
AAD-12                              HSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     :....  .   . . :. ..  : : . :: 
gi|166 TILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTP 
          310       320       330       340       350       360     
 
              40        50        60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
       ..    .  : :. ..                                  
gi|166 VQSAGMIPAEPGEAAIKLTSSAGVFSCRPGAPC                 
          370       380       390                        
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 78.9  bits: 21.1 E():   20 
Smith-Waterman score: 49; 17.4% identity (54.3% similar) in 46 aa overlap (2-47:335-380) 
 
                                            10        20        30  
AAD-12                              HSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     :....  .   . . :. ..  : : . :: 
gi|113 TILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTP 
          310       320       330       340       350       360     
 
              40        50        60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
       ..    .  : :. ..                                  
gi|113 VQSAGMIPAEPGEAAIKLTSSAGVFSCHPGAPC                 
          370       380       390                        
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 78.7  bits: 16.4 E():   21 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (52-57:8-13) 
 
              30        40        50        60        70        80 
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::: .:                        
gi|131                        GPVGGVVHAHMMPLL                      
                                      10                           
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.4  bits: 21.9 E():   22 
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Smith-Waterman score: 51; 21.3% identity (52.0% similar) in 75 aa overlap (6-80:208-276) 
 
                                        10        20        30      
AAD-12                          HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : .. :. :: :..  ::     ..: .:  
gi|220 QGQQGYYPSSLQQPGQGQQIGQGQQGYYPTSLQQPGQGQQIGQGQQGY---YPTSPQHPG 
       180       190       200       210       220          230     
 
          40        50        60        70        80                
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR                
        . .:  :.    ::.  .   : . .....  .:   .   .:.                
gi|220 QRQQPGQGQQ---IGQGQQLGQGRQIGQGQQSGQGQQGYYPTSPQQLGQGQQPGQWQQSG 
          240          250       260       270       280       290  
 
gi|220 QGQQGYYPTSQQQPGQGQQGQYPASQQQPGQGQQGQYPASQQQPGQGQQGQYPASQQQPG 
             300       310       320       330       340       350  
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.9  bits: 21.2 E():   23 
Smith-Waterman score: 49; 33.3% identity (46.7% similar) in 30 aa overlap (22-51:90-119) 
 
                        10        20        30        40        50  
AAD-12          HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     : ::   . :  : .   :. :: .   :: 
gi|259 GVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGR 
      60        70        80        90       100       110          
 
              60        70        80                                
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPR                                
                                                                    
gi|259 FQDRHQKIRRFRRGDIIAIPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLA 
     120       130       140       150       160       170          
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.8  bits: 19.3 E():   24 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (21-41:25-45) 
 
                   10        20        30        40        50       
AAD-12     HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                               .:. . :.:  :.:  .:  :                
gi|990 MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 PGMDAAESERFLEGLVDWACQAPR                                     
                                                                    
gi|990 EAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVVVTASCD 
               70        80        90       100       110       120 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (19-46:1-31) 
 
               10        20        30           40        50        
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIP 
                         : .:::  : :.:     : . . :  ..:.            
gi|217                   ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLI 
                                 10        20        30        40   
 
        60        70        80                                      
AAD-12 GMDAAESERFLEGLVDWACQAPR                                      
                                                                    
gi|217 EKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTS 
             50        60        70        80        90       100   
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (19-46:1-31) 
 
               10        20        30           40        50        
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIP 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 5785



 

 

                         : .:::  : :.:     : . . :  ..:.            
gi|217                   ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLI 
                                 10        20        30        40   
 
        60        70        80                                      
AAD-12 GMDAAESERFLEGLVDWACQAPR                                      
                                                                    
gi|217 EKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTS 
             50        60        70        80        90       100   
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (19-46:1-31) 
 
               10        20        30           40        50        
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIP 
                         : .:::  : :.:     : . . :  ..:.            
gi|217                   ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLI 
                                 10        20        30        40   
 
        60        70        80                                      
AAD-12 GMDAAESERFLEGLVDWACQAPR                                      
                                                                    
gi|217 EKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTS 
             50        60        70        80        90       100   
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (19-46:1-31) 
 
               10        20        30           40        50        
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIP 
                         : .:::  : :.:     : . . :  ..:.            
gi|217                   ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLI 
                                 10        20        30        40   
 
        60        70        80                                      
AAD-12 GMDAAESERFLEGLVDWACQAPR                                      
                                                                    
gi|217 EKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTS 
             50        60        70        80        90       100   
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (19-46:1-31) 
 
               10        20        30           40        50        
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIP 
                         : .:::  : :.:     : . . :  ..:.            
gi|217                   ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLI 
                                 10        20        30        40   
 
        60        70        80                                      
AAD-12 GMDAAESERFLEGLVDWACQAPR                                      
                                                                    
gi|217 EKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTS 
             50        60        70        80        90       100   
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (19-46:1-31) 
 
               10        20        30           40        50        
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIP 
                         : .:::  : :.:     : . . :  ..:.            
gi|217                   ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLI 
                                 10        20        30        40   
 
        60        70        80                                      
AAD-12 GMDAAESERFLEGLVDWACQAPR                                      
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gi|217 EKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTS 
             50        60        70        80        90       100   
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (19-46:1-31) 
 
               10        20        30           40        50        
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIP 
                         : .:::  : :.:     : . . :  ..:.            
gi|217                   ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLI 
                                 10        20        30        40   
 
        60        70        80                                      
AAD-12 GMDAAESERFLEGLVDWACQAPR                                      
                                                                    
gi|217 EKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTS 
             50        60        70        80        90       100   
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (19-46:1-31) 
 
               10        20        30           40        50        
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIP 
                         : .:::  : :.:     : . . :  ..:.            
gi|217                   ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLI 
                                 10        20        30        40   
 
        60        70        80                                      
AAD-12 GMDAAESERFLEGLVDWACQAPR                                      
                                                                    
gi|217 EKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTS 
             50        60        70        80        90       100   
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (19-46:1-31) 
 
               10        20        30           40        50        
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIP 
                         : .:::  : :.:     : . . :  ..:.            
gi|217                   ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLI 
                                 10        20        30        40   
 
        60        70        80                                      
AAD-12 GMDAAESERFLEGLVDWACQAPR                                      
                                                                    
gi|217 EKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTS 
             50        60        70        80        90       100   
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (19-46:1-31) 
 
               10        20        30           40        50        
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIP 
                         : .:::  : :.:     : . . :  ..:.            
gi|217                   ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLI 
                                 10        20        30        40   
 
        60        70        80                                      
AAD-12 GMDAAESERFLEGLVDWACQAPR                                      
                                                                    
gi|217 EKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTS 
             50        60        70        80        90       100   
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (19-46:1-31) 
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               10        20        30           40        50        
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIP 
                         : .:::  : :.:     : . . :  ..:.            
gi|217                   ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLI 
                                 10        20        30        40   
 
        60        70        80                                      
AAD-12 GMDAAESERFLEGLVDWACQAPR                                      
                                                                    
gi|217 EKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTS 
             50        60        70        80        90       100   
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (19-46:1-31) 
 
               10        20        30           40        50        
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIP 
                         : .:::  : :.:     : . . :  ..:.            
gi|217                   ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLI 
                                 10        20        30        40   
 
        60        70        80                                      
AAD-12 GMDAAESERFLEGLVDWACQAPR                                      
                                                                    
gi|217 EKINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTS 
             50        60        70        80        90       100   
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (19-46:1-31) 
 
               10        20        30           40        50        
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIP 
                         : .:::  : :.:     : . . :  ..:.            
gi|217                   ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLI 
                                 10        20        30        40   
 
        60        70        80                                      
AAD-12 GMDAAESERFLEGLVDWACQAPR                                      
                                                                    
gi|217 EKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTS 
             50        60        70        80        90       100   
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (19-46:1-31) 
 
               10        20        30           40        50        
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIP 
                         : .:::  : :.:     : . . :  ..:.            
gi|217                   ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLI 
                                 10        20        30        40   
 
        60        70        80                                      
AAD-12 GMDAAESERFLEGLVDWACQAPR                                      
                                                                    
gi|217 EKKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTS 
             50        60        70        80        90       100   
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 77.3  bits: 19.0 E():   25 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (58-70:5-17) 
 
        30        40        50        60        70        80        
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR        
                                     :.:::: .  :.:                  
gi|208                           MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACG 
                                         10        20        30     
 
gi|208 LAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAGDVDGD 
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           40        50        60        70        80        90     
 
>>gi|170738|gb|AAA34289.1| gamma-gliadin [Triticum aesti  (327 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 76.7  bits: 20.4 E():   27 
Smith-Waterman score: 47; 27.5% identity (56.9% similar) in 51 aa overlap (1-51:239-276) 
 
                                             10        20        30 
AAD-12                               HSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ::....:..  . ::        :.:     
gi|170 SDCQVMRQQCCQQLAQIPQQLQCAAIHSVVHSIIMQQQQQQQQQQ--------GIDI--- 
      210       220       230       240       250                   
 
               40        50        60        70        80           
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR           
        . :: . : ..:. ::. :.                                        
gi|170 -FLPLSQ-HEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPSMCNVYVPPECSIMRA 
        260        270       280       290       300       310      
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 76.1  bits: 19.0 E():   29 
Smith-Waterman score: 43; 26.3% identity (57.9% similar) in 38 aa overlap (12-46:33-70) 
 
                                  10        20        30            
AAD-12                    HSLVYSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVKV 
                                     ....:.::     .: :::   : : .. . 
gi|668 ASEAAAAAATPVAPTEGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPI 
             10        20        30        40        50        60   
 
       40        50        60        70        80                   
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR                   
         . .. :                                                     
gi|668 FADMAKKSPNVVFLKVDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKL 
             70        80        90       100       110       120   
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.6  bits: 19.0 E():   31 
Smith-Waterman score: 43; 29.6% identity (66.7% similar) in 27 aa overlap (18-44:9-35) 
 
               10        20        30        40        50        60 
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                        ::.    . ..:.  : .:.:. ..::                 
gi|244          MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQSCQRQFEEQQRFRN 
                        10        20        30        40        50  
 
               70        80                                         
AAD-12 AAESERFLEGLVDWACQAPR                                         
                                                                    
gi|244 CQRYVKQEVQRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVR 
              60        70        80        90       100       110  
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 75.6  bits: 19.0 E():   31 
Smith-Waterman score: 43; 21.5% identity (46.8% similar) in 79 aa overlap (11-79:58-134) 
 
                                   10        20        30        40 
AAD-12                     HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     ::.  .:  ..: :    .   .: : ..  
gi|105 HDGSVWTESPNFPKFKPEEIAGIVKDFEEPGHLAPTG-LFLG-GTKYMVIQGEPGVVIRG 
        30        40        50        60          70        80      
 
               50                  60        70        80    
AAD-12 ETGRPSLLIGRHAHAI----------PGMDAAESERFLEGLVDWACQAPR    
       . :  .. : . . :.          ::.     ::. . :.: .  .:     
gi|105 KKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQGYWVPSSNS 
          90       100       110       120       130         
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.6  bits: 19.4 E():   35 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (2-27:76-100) 
 
                                            10        20        30  
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AAD-12                              HSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
              40        50        60        70        80            
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR            
                                                                    
gi|549 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 74.6  bits: 19.4 E():   35 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (2-27:76-100) 
 
                                            10        20        30  
AAD-12                              HSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
              40        50        60        70        80            
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR            
                                                                    
gi|549 AKYQVGQNVALTGSTAAVYNDPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.5  bits: 20.5 E():   36 
Smith-Waterman score: 47; 38.1% identity (57.1% similar) in 21 aa overlap (59-79:247-267) 
 
       30        40        50        60        70        80         
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR         
                                     ::.: :: . .:  :   . :          
gi|232 APDIKTPKEALDLIMDAIDKAGYKGKVGIAMDVASSEFYKDGKYDLDFKNPESDPSKWLS 
        220       230       240       250       260       270       
 
gi|232 GPQLADLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKT 
        280       290       300       310       320       330       
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 74.5  bits: 19.4 E():   36 
Smith-Waterman score: 44; 29.6% identity (77.8% similar) in 27 aa overlap (1-27:77-102) 
 
                                             10        20        30 
AAD-12                               HSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::... .:... :. ..  .:: ::    
gi|549 LKVHNDFRQKVAKGLETRGNPGPQPPAKNMNNLVWND-ELANIAQVWASQCNYGHDTCKD 
         50        60        70        80         90       100      
 
               40        50        60        70        80           
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR           
                                                                    
gi|549 TEKYPVGQNIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWA 
         110       120       130       140       150       160      
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.3  bits: 20.1 E():   36 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (21-30:284-293) 
 
                         10        20        30        40        50 
AAD-12           HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
               60        70        80         
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPR         
                                              
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
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>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 74.1  bits: 19.7 E():   38 
Smith-Waterman score: 45; 34.5% identity (72.4% similar) in 29 aa overlap (4-30:237-265) 
 
                                          10          20        30  
AAD-12                            HSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATP 
                                     . ..:.. .:.:  .:.: .. :  ::::  
gi|168 EAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATG 
        210       220       230       240       250       260       
 
              40        50        60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                                         
gi|168 AASGAATVAAGGYKV                                   
        270       280                                    
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 73.9  bits: 19.8 E():   39 
Smith-Waterman score: 45; 34.5% identity (72.4% similar) in 29 aa overlap (4-30:246-274) 
 
                                          10          20        30  
AAD-12                            HSLVYSQSKLGHVQQ--AGSAYIGYGMDTTATP 
                                     . ..:.. .:.:  .:.: .. :  ::::  
gi|330 EAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATG 
         220       230       240       250       260       270      
 
              40        50        60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                                         
gi|330 AASGAATVAAGGYKV                                   
         280       290                                   
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.8  bits: 19.4 E():   39 
Smith-Waterman score: 44; 20.0% identity (50.8% similar) in 65 aa overlap (16-80:74-138) 
 
                              10        20        30        40      
AAD-12                HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     :..:. .:: . . .   :  :   :  .  
gi|383 SPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEEEE 
            50        60        70        80        90       100    
 
          50        60        70        80                          
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR                          
       .:. .      :.. : ... . :     : ..:.                          
gi|383 DLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEELEA 
           110       120       130       140       150       160    
 
gi|383 NVRAIEMDGLVWGASKFVAVGFGIKKLQINLVVEDEKVSTDELQAQIEEDEDHVQSTDVA 
           170       180       190       200       210       220    
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.6  bits: 20.5 E():   40 
Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (43-65:344-366) 
 
             20        30        40        50        60        70   
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
           320       330       340       350       360       370    
 
             80                                                     
AAD-12 DWACQAPR                                                     
                                                                    
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 73.3  bits: 16.5 E():   42 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (57-74:8-25) 
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         30        40        50        60        70        80  
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR  
                                     :.. :. ....:..   :        
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA 
                                      10        20        30   
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (49-72:1-24) 
 
       20        30        40        50        60        70         
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|215                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
       80                                                           
AAD-12 PR                                                           
                                                                    
gi|215 IPKAATGAYKSVEVKGDGGAGTVRIITLPEGSPITTMTVRTDAVNKEALSYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (49-72:1-24) 
 
       20        30        40        50        60        70         
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|892                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
       80                                                           
AAD-12 PR                                                           
                                                                    
gi|892 IPKAAPGAYKSVEVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (49-72:1-24) 
 
       20        30        40        50        60        70         
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|215                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
       80                                                           
AAD-12 PR                                                           
                                                                    
gi|215 IPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (49-72:1-24) 
 
       20        30        40        50        60        70         
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|166                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
       80                                                           
AAD-12 PR                                                           
                                                                    
gi|166 IPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 5792



 

 

>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.9  bits: 19.4 E():   44 
Smith-Waterman score: 44; 20.0% identity (52.5% similar) in 40 aa overlap (6-45:51-90) 
 
                                        10        20        30      
AAD-12                          HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|130 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               30        40        50        60        70        80 
 
          40        50        60        70        80                
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR                
        . .:. ..:                                                   
gi|130 PQPQPQYSQPQEPISQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQS 
               90       100       110       120       130       140 
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.7  bits: 17.9 E():   45 
Smith-Waterman score: 40; 30.0% identity (50.0% similar) in 30 aa overlap (45-74:13-42) 
 
           20        30        40        50        60        70     
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 
                                     :. :.    .. ::   :: :   .:  .: 
gi|144                   VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEW 
                                 10        20        30        40   
 
           80                                                 
AAD-12 ACQAPR                                                 
                                                              
gi|144 EPLTKKGNLWEVKSSKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
             50        60        70        80        90       
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 72.7  bits: 16.5 E():   45 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (57-74:8-25) 
 
         30        40        50        60        70        80     
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR     
                                     :.. :. ....:..   :           
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK 
                                      10        20        30      
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.3  bits: 17.9 E():   47 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (6-23:26-43) 
 
                                   10        20        30        40 
AAD-12                     HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                : .. :. :: :..  ::                  
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
               50        60        70        80  
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR  
                                                 
gi|897 PYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
               70        80        90       100  
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 72.3  bits: 19.4 E():   47 
Smith-Waterman score: 44; 27.8% identity (52.8% similar) in 36 aa overlap (29-64:64-96) 
 
                 10        20        30        40        50         
AAD-12   HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                                     :  .. .  . :.  ::   . . :  .:  
gi|481 AGKATTEEQKLIEDINVGFKAAVAARQRPAADKFKTFEAASPRHPRP---LRQGAGLVPK 
            40        50        60        70        80           90 
 
       60        70        80                                       
AAD-12 MDAAESERFLEGLVDWACQAPR                                       
       .::: :                                                       
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gi|481 LDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGE 
              100       110       120       130       140       150 
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.2  bits: 19.8 E():   48 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (42-58:225-240) 
 
              20        30        40        50        60        70  
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
              80                                                    
AAD-12 VDWACQAPR                                                    
                                                                    
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.2  bits: 19.8 E():   48 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (42-58:225-240) 
 
              20        30        40        50        60        70  
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
              80                                                    
AAD-12 VDWACQAPR                                                    
                                                                    
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 71.9  bits: 21.6 E():   50 
Smith-Waterman score: 50; 44.4% identity (63.0% similar) in 27 aa overlap (45-70:636-662) 
 
           20        30        40        50         60        70    
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVD 
                                     :: : : : : .:::  . ..:  :.:    
gi|278 SRGPSGPPGPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIG 
         610       620       630       640       650       660      
 
            80                                                      
AAD-12 WACQAPR                                                      
                                                                    
gi|278 SPGRDGARGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAG 
         670       680       690       700       710       720      
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 71.8  bits: 19.4 E():   50 
Smith-Waterman score: 44; 47.4% identity (63.2% similar) in 19 aa overlap (63-78:72-90) 
 
             40        50        60        70           80          
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW---ACQAPR          
                                     :.. ::   :::   ::.:            
gi|144 TISKQVVFLIHGFLSTGNNENFVAMSKALIEKDDFLVISVDWKKGACNAFASTKDALGYS 
              50        60        70        80        90       100  
 
gi|144 KAVGNTRHVGKFVADFTKLLVEKYKVLISNIRLIGHSLGAHTSGFAGKEVQKLKLGKYKE 
             110       120       130       140       150       160  
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 71.6  bits: 19.8 E():   51 
Smith-Waterman score: 45; 23.4% identity (44.7% similar) in 47 aa overlap (15-58:347-393) 
 
                               10        20        30        40     
AAD-12                 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ... : :   :: .    .  : :  
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gi|625 DPMKKNVLVRADAPHTESMKWNWRSEKDLLENGAIFVASGCDPHLTPEQKSHLIPAEPGS 
        320       330       340       350       360       370       
 
           50           60        70        80 
AAD-12 PSLLIGRHA---HAIPGMDAAESERFLEGLVDWACQAPR 
         : .   :   . .::                       
gi|625 AVLQLTSCAGTLKCVPGKPC                    
        380       390                          
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.4  bits: 18.3 E():   53 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (28-35:34-41) 
 
                  10        20        30        40        50        
AAD-12    HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
        60        70        80                                      
AAD-12 GMDAAESERFLEGLVDWACQAPR                                      
                                                                    
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 71.2  bits: 18.3 E():   54 
Smith-Waterman score: 44; 35.4% identity (54.2% similar) in 48 aa overlap (12-57:79-122) 
 
                                  10        20        30        40  
AAD-12                    HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
                                     :. . :.  :  : : ::. .  . :  :  
gi|160 LGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGN--ITVGEDGTAA-INIVDKQIPL 
       50        60        70        80          90        100      
 
              50          60        70        80        
AAD-12 TGRPSLLIGRHA--HAIPGMDAAESERFLEGLVDWACQAPR        
       :: :  .::: .  :. :                               
gi|160 TG-PHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          110       120       130       140       150   
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.1  bits: 18.3 E():   55 
Smith-Waterman score: 41; 20.8% identity (79.2% similar) in 24 aa overlap (49-72:1-24) 
 
       20        30        40        50        60        70         
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:....:.:       
gi|134                               MGVQTHVLELTSSVSAEKIFQGFVIDVDTV 
                                             10        20        30 
 
       80                                                           
AAD-12 PR                                                           
                                                                    
gi|134 LPKAAPGAYKSVEIKGDGGPGTLKIITLPDGGPITTMTLRIDGVNKEALTFDYSVIDGDI 
               40        50        60        70        80        90 
 
>>gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A-I [  (262 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.0  bits: 19.1 E():   56 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (6-52:71-117) 
 
                                        10        20        30      
AAD-12                          HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
          40        50        60        70        80                
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR                
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
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              110       120       130       140       150       160 
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 70.9  bits: 18.7 E():   56 
Smith-Waterman score: 42; 29.6% identity (70.4% similar) in 27 aa overlap (1-27:76-101) 
 
                                             10        20        30 
AAD-12                               HSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ..::.. ..:... :  ..   :: ::    
gi|549 LKIHNDFRNKVARGLETRGNPGPQPPAKNMNNLVWN-NELANIAQIWASQCKYGHDTCKD 
          50        60        70        80         90       100     
 
               40        50        60        70        80           
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR           
                                                                    
gi|549 TTKYNVGQNIAVSSSTAAVYENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWA 
          110       120       130       140       150       160     
 
>>gi|4587985|gb|AAD25927.1|AF084828_1 major allergenic p  (342 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 70.9  bits: 19.4 E():   56 
Smith-Waterman score: 49; 24.1% identity (56.9% similar) in 58 aa overlap (16-71:134-186) 
 
                              10        20        30        40      
AAD-12                HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG-- 
                                     : .::::   . . . .  ...:  ..:   
gi|458 MPRKPGMTRDDLFNSNASIVRDLAKVVAKVAPKAYIGVISNPVNSTVPIVAEVFKKAGVY 
           110       120       130       140       150       160    
 
            50        60        70        80                        
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR                        
        :. :.:     .  .:....  :: :.                                 
gi|458 DPKRLFG-----VTTLDTTRAATFLSGIAGSDPQTTNVPVIGGHSGVTIVPLISQAAQGD 
           170            180       190       200       210         
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.8  bits: 19.8 E():   57 
Smith-Waterman score: 46; 22.4% identity (55.2% similar) in 67 aa overlap (13-77:52-109) 
 
                                 10        20        30        40   
AAD-12                   HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     ....:: :.: :.. ..  .  ..       
gi|144 VEADVKLSDGYLARAAVPSGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIG----- 
              30        40        50        60        70            
 
             50        60        70          80                     
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVD-WA-CQAPR                     
         :.: .:.      :.:    .. :.: :. :. :.                        
gi|144 --PAL-VGKDPTDQVGIDNFMVQQ-LDGTVNEWGWCKQKLGANAILAVSLAVCKAGAHVK 
            80        90        100       110       120       130   
 
gi|144 GIPLYEHIANLAGNKNLVLPVPAFNVINGGSHAGNKLAMQEFMILPVGASSFKEAMKMGA 
            140       150       160       170       180       190   
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.8  bits: 19.8 E():   57 
Smith-Waterman score: 46; 22.4% identity (55.2% similar) in 67 aa overlap (13-77:52-109) 
 
                                 10        20        30        40   
AAD-12                   HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     ....:: :.: :.. ..  .  ..       
gi|144 VEADVKLSDGYLARAAVPRGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIG----- 
              30        40        50        60        70            
 
             50        60        70          80                     
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVD-WA-CQAPR                     
         :.: .:.      :.:    .. :.: :. :. :.                        
gi|144 --PAL-VGKDPTDQVGIDNFMVQQ-LDGTVNEWGWCKQKLGANAILAVSLAVCKAGAHVK 
            80        90        100       110       120       130   
 
gi|144 GIPLYKHVANLAGNKNLVLPVPAFNVINGGSHAGNKLAMQEFMILPVGASSFKEAMKMGA 
            140       150       160       170       180       190   
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>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.8  bits: 19.4 E():   57 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (38-56:99-117) 
 
        10        20        30        40        50        60        
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
        70        80                                                
AAD-12 LEGLVDWACQAPR                                                
                                                                    
gi|908 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
      130       140       150       160       170       180         
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.8  bits: 19.4 E():   57 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (38-56:100-118) 
 
        10        20        30        40        50        60        
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
        70        80                                                
AAD-12 LEGLVDWACQAPR                                                
                                                                    
gi|118 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     130       140       150       160       170       180          
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.5  bits: 18.0 E():   59 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (21-38:25-42) 
 
                   10        20        30        40        50       
AAD-12     HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                               .:. . :.:  ..: ..:                   
gi|144 MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 PGMDAAESERFLEGLVDWACQAPR                                     
                                                                    
gi|144 EIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVEVTASVD 
               70        80        90       100       110       120 
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (6-52:71-117) 
 
                                        10        20        30      
AAD-12                          HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|473 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
          40        50        60        70        80                
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR                
        . .:. ..:.  :...                                            
gi|473 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A-II   (291 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.2  bits: 19.1 E():   61 
Smith-Waterman score: 43; 19.1% identity (53.2% similar) in 47 aa overlap (6-52:71-117) 
 
                                        10        20        30      
AAD-12                          HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
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                                     ::.   ..:   .  . : .     : .:  
gi|170 QVPLVQEQQFQGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQPFRPQQPY 
               50        60        70        80        90       100 
 
          40        50        60        70        80                
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR                
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQILQQILQQQLIPCRDVVLQQHNIAHGSSQV 
              110       120       130       140       150       160 
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.0  bits: 18.3 E():   63 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (51-67:17-30) 
 
               30        40        50        60        70        80 
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|212               VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                             10        20           30        40    
 
gi|212 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
            50        60        70        80        90       100    
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.9  bits: 18.4 E():   64 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (51-67:18-31) 
 
               30        40        50        60        70        80 
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|116              AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
gi|116 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.9  bits: 18.4 E():   64 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (51-67:18-31) 
 
               30        40        50        60        70        80 
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|144              AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
gi|144 LTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 69.9  bits: 19.8 E():   64 
Smith-Waterman score: 45; 23.5% identity (58.8% similar) in 51 aa overlap (19-66:265-315) 
 
                           10        20        30        40         
AAD-12             HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG-RPSL 
                                     : .. :..:..  . ::.: .     . :  
gi|144 AVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGGVMTPLIKRNTTIPTKKSE 
          240       250       260       270       280       290     
 
        50          60        70        80                          
AAD-12 LIGRHAHAIPG--MDAAESERFLEGLVDWACQAPR                          
        .. ..   ::  ... :.::                                        
gi|144 TFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAPRGVPQIEVTFDLDANGIM 
          300       310       320       330       340       350     
 
>>gi|224036293|pdb|3C3V|A Chain A, Crystal Structure Of   (510 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.8  bits: 19.8 E():   64 
Smith-Waterman score: 45; 38.9% identity (66.7% similar) in 18 aa overlap (1-18:394-411) 
 
                                             10        20        30 
AAD-12                               HSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
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                                     ::..:.    .::: . :             
gi|224 LLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQE 
           370       380       390       400       410       420    
 
               40        50        60        70        80           
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR           
                                                                    
gi|224 GHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPR 
           430       440       450       460       470       480    
 
>>gi|21673|emb|CAA35238.1| unnamed protein product [Trit  (307 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 69.8  bits: 19.1 E():   64 
Smith-Waterman score: 43; 22.0% identity (50.0% similar) in 50 aa overlap (3-52:86-131) 
 
                                           10        20        30   
AAD-12                             HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
                                     : : : .: . :      . : .     :  
gi|216 PFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQLPYPQPQ----LPYPQPQPFRPQ 
          60        70        80        90           100       110  
 
             40        50        60        70        80             
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR             
       .:  . .:. ..:.  :...                                         
gi|216 QPYPQSQPQYSQPQQPISQQQQQQQQQQQQKQQQQQQQQILQQILQQQLIPCRDVVLQQH 
             120       130       140       150       160       170  
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 19.1 E():   65 
Smith-Waterman score: 43; 27.8% identity (55.6% similar) in 36 aa overlap (21-56:234-269) 
 
                         10        20        30        40        50 
AAD-12           HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::  ..   .: . :.:   :.. :  .:  
gi|324 DPRTLNKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVIL 
           210       220       230       240       250       260    
 
               60        70        80                
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPR                
         .::.                                        
gi|324 SISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV 
           270       280       290       300         
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.8  bits: 18.0 E():   65 
Smith-Waterman score: 40; 30.0% identity (56.7% similar) in 30 aa overlap (31-60:114-143) 
 
               10        20        30        40        50        60 
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ..:  ..:    :.: 
gi|189 HCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTVHNAPYCLGLD 
            90       100       110       120       130       140    
 
               70        80 
AAD-12 AAESERFLEGLVDWACQAPR 
                            
gi|189 I                    
                            
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.8  bits: 17.6 E():   65 
Smith-Waterman score: 39; 31.8% identity (54.5% similar) in 22 aa overlap (52-73:20-41) 
 
              30        40        50        60        70        80  
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR  
                                     ::  . . : :. :    :..:         
gi|730            MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
gi|730 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
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>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.8  bits: 17.6 E():   65 
Smith-Waterman score: 39; 31.8% identity (54.5% similar) in 22 aa overlap (52-73:20-41) 
 
              30        40        50        60        70        80  
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR  
                                     ::  . . : :. :    :..:         
gi|191            MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
gi|191 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.7  bits: 18.0 E():   65 
Smith-Waterman score: 40; 26.7% identity (60.0% similar) in 30 aa overlap (31-60:115-144) 
 
               10        20        30        40        50        60 
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::   .:. ...  ..:    :.: 
gi|217 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
               70        80 
AAD-12 AAESERFLEGLVDWACQAPR 
                            
gi|217 I                    
                            
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.7  bits: 18.0 E():   65 
Smith-Waterman score: 40; 30.0% identity (56.7% similar) in 30 aa overlap (31-60:115-144) 
 
               10        20        30        40        50        60 
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ..:  ..:    :.: 
gi|439 CRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
               70        80 
AAD-12 AAESERFLEGLVDWACQAPR 
                            
gi|439 I                    
                            
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 69.7  bits: 15.8 E():   66 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (57-74:8-25) 
 
         30        40        50        60        70        80  
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR  
                                     :.. :  ....:..   :        
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA 
                                      10        20        30   
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.6  bits: 18.4 E():   66 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (51-67:27-40) 
 
               30        40        50        60        70        80 
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|194     MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEA 
                   10        20        30           40        50    
 
gi|194 LTQYKCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVL 
            60        70        80        90       100       110    
 
>>gi|199732457|gb|ACH91862.1| arachin Arah3 isoform [Ara  (530 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 19.8 E():   67 
Smith-Waterman score: 45; 38.9% identity (66.7% similar) in 18 aa overlap (1-18:414-431) 
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                                             10        20        30 
AAD-12                               HSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ::..:.    .::: . :             
gi|199 LLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQE 
           390       400       410       420       430       440    
 
               40        50        60        70        80           
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR           
                                                                    
gi|199 GHVLVVPQNFAVAGKSQSDNFEYVAFKTDSRPSIANLAGENSVIDNLPEEVVANSYGLPR 
           450       460       470       480       490       500    
 
>>gi|5712199|gb|AAD47382.1| glycinin [Arachis hypogaea]   (530 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 19.8 E():   67 
Smith-Waterman score: 45; 38.9% identity (66.7% similar) in 18 aa overlap (1-18:414-431) 
 
                                             10        20        30 
AAD-12                               HSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ::..:.    .::: . :             
gi|571 LLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGNRVYDEELQE 
           390       400       410       420       430       440    
 
               40        50        60        70        80           
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR           
                                                                    
gi|571 GHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANFAGENSFIDNLPEEVVANSYGLPR 
           450       460       470       480       490       500    
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 69.5  bits: 19.8 E():   67 
Smith-Waterman score: 45; 26.4% identity (47.2% similar) in 53 aa overlap (14-57:338-387) 
 
                                10        20        30              
AAD-12                  HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV----- 
                                     :: :   .. :.. :   ::   ..      
gi|258 RGNLDFVQPPRGRQEREHEERQQEQLQQERQQQGEQLMANGLEETFCSLRLKENIGNPER 
       310       320       330       340       350       360        
 
           40        50        60        70        80               
AAD-12 ----HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR               
            :..:: : :   ..: .:                                      
gi|258 ADIFSPRAGRISTL---NSHNLPILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYVIRG 
       370       380          390       400       410       420     
 
>>gi|21314465|gb|AAM46958.1|AF510854_1 allergen Arah3/Ar  (538 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.4  bits: 19.8 E():   68 
Smith-Waterman score: 45; 38.9% identity (66.7% similar) in 18 aa overlap (1-18:422-439) 
 
                                             10        20        30 
AAD-12                               HSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     ::..:.    .::: . :             
gi|213 LLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYALRGRAHVQVVDSNGDRVFDEELQE 
             400       410       420       430       440       450  
 
               40        50        60        70        80           
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR           
                                                                    
gi|213 GHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSFIDNLPEEVVANSYGLPR 
             460       470       480       490       500       510  
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 69.1  bits: 18.4 E():   70 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (2-27:76-100) 
 
                                            10        20        30  
AAD-12                              HSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
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              40        50        60        70        80            
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR            
                                                                    
gi|549 AKYPVGQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 69.1  bits: 18.4 E():   70 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (2-27:76-100) 
 
                                            10        20        30  
AAD-12                              HSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDI 
          50        60        70        80         90       100     
 
              40        50        60        70        80            
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR            
                                                                    
gi|549 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 69.0  bits: 15.8 E():   71 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (57-74:8-25) 
 
         30        40        50        60        70        80     
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR     
                                     :.. :  ....:..   :           
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK 
                                      10        20        30      
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.9  bits: 18.4 E():   72 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (2-27:81-105) 
 
                                            10        20        30  
AAD-12                              HSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|115 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
               60        70        80         90       100          
 
              40        50        60        70        80            
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR            
                                                                    
gi|115 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
     110       120       130       140       150       160          
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.9  bits: 18.4 E():   72 
Smith-Waterman score: 41; 34.6% identity (50.0% similar) in 26 aa overlap (53-78:156-181) 
 
             30        40        50        60        70        80   
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR   
                                     :  . :.:  :   .:. : : :  :     
gi|833 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
         130       140       150       160       170       180      
 
gi|833 NVINWAEAENRYIAGDKGGHPFMKL 
         190       200       210 
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 68.6  bits: 21.3 E():   75 
Smith-Waterman score: 52; 25.5% identity (52.9% similar) in 51 aa overlap (21-71:798-844) 
 
                         10        20        30        40        50 
AAD-12           HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:: .:. :.   :.. .. .  . :::.  
gi|203 GEKGDRNIRMNGGVVAGLYGKMKLMVKDHKMGYEYDAKAS-YTPMIDMNVQKQEHSLLV- 
       770       780       790       800        810       820       
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               60        70        80                               
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPR                               
            .  ::     :: ..:                                        
gi|203 --RFNMKDMDQHTVMRFKQSLREKRATGEEKDYENEITPDARSDRCFSFFLLDYCRKASH 
           830       840       850       860       870       880    
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 68.6  bits: 15.8 E():   75 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (11-31:5-25) 
 
               10        20        30        40        50        60 
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                 :.: .: :  : : .   :.:                              
gi|462       TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXLSSA                  
                     10        20        30                         
 
               70        80 
AAD-12 AAESERFLEGLVDWACQAPR 
 
>>gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia mutic  (284 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 68.6  bits: 18.7 E():   76 
Smith-Waterman score: 42; 36.8% identity (73.7% similar) in 19 aa overlap (51-69:63-80) 
 
               30        40        50        60        70        80 
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     .:: ..  ..::: .:. :            
gi|219 EDSKAKIEEDLTSLQKKYTNLENEFDQVNEKHADSVAKLEAAE-KRLTETEDEIKGYTRK 
             40        50        60        70         80        90  
 
gi|219 IQLLEDDLERTQTKLDEATGKLEEATKSADESERGRKVLESRSLADDDRIDGLEKQVKDA 
             100       110       120       130       140       150  
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.5  bits: 18.4 E():   76 
Smith-Waterman score: 41; 34.6% identity (50.0% similar) in 26 aa overlap (53-78:167-192) 
 
             30        40        50        60        70        80   
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR   
                                     :  . :.:  :   .:. : : :  :     
gi|164 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
        140       150       160       170       180       190       
 
gi|164 NVINWAEAENRYIAGDKGGHPFMKL 
        200       210       220  
 
>>gi|21755|emb|CAA25593.1| unnamed protein product [Trit  (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.5  bits: 18.7 E():   76 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (6-52:71-117) 
 
                                        10        20        30      
AAD-12                          HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|217 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
          40        50        60        70        80                
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR                
        . .:. ..:.  :...                                            
gi|217 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|21761|emb|CAA26384.1| unnamed protein product [Trit  (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.5  bits: 18.7 E():   76 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (6-52:71-117) 
 
                                        10        20        30      
AAD-12                          HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|217 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQQFRPQQPY 
               50        60        70        80        90       100 
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          40        50        60        70        80                
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR                
        . .:. ..:.  :...                                            
gi|217 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|170720|gb|AAA34280.1| alpha/beta-gliadin precursor   (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.5  bits: 18.7 E():   76 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (6-52:71-117) 
 
                                        10        20        30      
AAD-12                          HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
          40        50        60        70        80                
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR                
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.3  bits: 18.4 E():   78 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (2-27:99-123) 
 
                                            10        20        30  
AAD-12                              HSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|856 KEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
              40        50        60        70        80            
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR            
                                                                    
gi|856 AKYQVGQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.3  bits: 18.4 E():   78 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (2-27:99-123) 
 
                                            10        20        30  
AAD-12                              HSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|162 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
              40        50        60        70        80            
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR            
                                                                    
gi|162 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 68.1  bits: 15.1 E():   80 
Smith-Waterman score: 36; 44.0% identity (56.0% similar) in 25 aa overlap (10-34:2-24) 
 
               10        20        30        40        50        60 
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                ::..  :  :  : :. : :::  :                           
gi|751         DLGYAP-ATPAAPGAGY-TPATPAAP                           
                        10         20                               
 
               70        80 
AAD-12 AAESERFLEGLVDWACQAPR 
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 68.0  bits: 19.5 E():   81 
Smith-Waterman score: 44; 23.9% identity (49.3% similar) in 71 aa overlap (5-70:85-155) 
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                                         10        20            30 
AAD-12                           HSLVYSQSKLGHVQQAGSAYIGY---GMDTT-AT 
                                     ::.. :    : ::.:.:    :  .:    
gi|112 TWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGLIFPGCPSTYEE 
           60        70        80        90       100       110     
 
               40        50        60         70        80          
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES-ERFLEGLVDWACQAPR          
       : .   . . .     . .:.   .   .:. .. .:: ::                    
gi|112 PAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTGVAFWMYNDEDT 
          120       130       140       150       160       170     
 
gi|112 DVVTVTLSDTSSIHNQLDQFPRRFYLAGNQEQEFLRYQQQQGSRPHYRQISPRVRGDEQE 
          180       190       200       210       220       230     
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.9  bits: 19.1 E():   82 
Smith-Waterman score: 43; 35.0% identity (65.0% similar) in 20 aa overlap (10-29:133-152) 
 
                                    10        20        30          
AAD-12                      HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :: ... :.    : .::.:           
gi|746 IRKNEDVAYVEEDQIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVD 
            110       120       130       140       150       160   
 
      40        50        60        70        80                    
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR                    
                                                                    
gi|746 SGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASILSVKVFQG 
            170       180       190       200       210       220   
 
>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.9  bits: 19.1 E():   82 
Smith-Waterman score: 43; 35.0% identity (65.0% similar) in 20 aa overlap (10-29:133-152) 
 
                                    10        20        30          
AAD-12                      HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :: ... :.    : .::.:           
gi|129 IRKNEDVAYVEEDQIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVD 
            110       120       130       140       150       160   
 
      40        50        60        70        80                    
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR                    
                                                                    
gi|129 SGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASILSVKVFQG 
            170       180       190       200       210       220   
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.8  bits: 19.1 E():   82 
Smith-Waterman score: 43; 35.5% identity (54.8% similar) in 31 aa overlap (27-57:3-32) 
 
               10        20        30        40        50        60 
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                 : : :.  :. .   .:   :  : ::..::    
gi|238                         FITKAIPIV-LAALSAVNGAKILEAGPHAETIPNKY 
                                        10        20        30      
 
               70        80                                         
AAD-12 AAESERFLEGLVDWACQAPR                                         
                                                                    
gi|238 IVVMKKDVSDEAFSTHTTWLSQNLNRRLMRRSGSSKAMAGMQNKYSLGGIFRAYSGEFDD 
          40        50        60        70        80        90      
 
>>gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea sati  (316 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.8  bits: 18.8 E():   83 
Smith-Waterman score: 42; 31.2% identity (53.1% similar) in 32 aa overlap (9-40:191-220) 
 
                                     10        20        30         
AAD-12                       HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     .: :  . :.:  . : :   .:   :: . 
gi|135 FVMENNKQTYCTSKSWPCVFGKQYYGRGPIQLTHNYNYGQAGKAIGADLINNP--DLVAT 
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              170       180       190       200       210           
 
       40        50        60        70        80                   
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR                   
       .:                                                           
gi|135 NPTISFKTAIWFWMTPQANKPSSHDVIIGNWRPSAADTSAGRVPSYGVITNIINGGLECG 
      220       230       240       250       260       270         
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.8  bits: 15.1 E():   83 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (28-34:5-11) 
 
               10        20        30        40        50        60 
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                  : .:.::                           
gi|751                        TKSQTHVPIRPNKLVLKVQKDRATN             
                                      10        20                  
 
               70        80 
AAD-12 AAESERFLEGLVDWACQAPR 
 
>>gi|253683676|gb|ACT33296.1| putative tabinhibitin 9 [T  (252 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 18.4 E():   85 
Smith-Waterman score: 41; 42.9% identity (71.4% similar) in 14 aa overlap (2-15:139-152) 
 
                                            10        20        30  
AAD-12                              HSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     ::. .  : ::.:.                 
gi|253 EAYKCRHTLRFWTPGQLNFEFYADKMPFTMSLISTAIKRGHMQKHNITRDIVEKYQPVGP 
      110       120       130       140       150       160         
 
              40        50        60        70        80            
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR            
                                                                    
gi|253 KGNVKELALAIFDRVTAVGCGLTTWKLGGKARAFFTCNFFSENDYNRPVYKTGNSPGEKC 
      170       180       190       200       210       220         
 
>>gi|289064179|gb|ADC80503.1| non-specific lipid transfe  (118 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.6  bits: 17.3 E():   85 
Smith-Waterman score: 38; 66.7% identity (88.9% similar) in 9 aa overlap (53-61:81-89) 
 
             30        40        50        60        70        80   
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR   
                                     : ::::..:                      
gi|289 ASCCSGVRSLNAAAKTTPDRQAVCNCLKSAAGAIPGFNANNAGILPGKCGVSIPYKISTS 
               60        70        80        90       100       110 
 
gi|289 TNCATIKF 
                
 
>>gi|160285626|pdb|2JMH|A Chain A, Nmr Solution Structur  (119 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.5  bits: 17.3 E():   86 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (1-18:33-50) 
 
                                             10        20        30 
AAD-12                               HSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     :.:.: : .: ....  :             
gi|160 QEHKPKKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELD 
             10        20        30        40        50        60   
 
               40        50        60        70        80        
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR        
                                                                 
gi|160 VVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQTQ 
             70        80        90       100       110          
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.5  bits: 15.1 E():   86 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (40-50:10-20) 
 
      10        20        30        40        50        60          
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AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
                                     :.:  :..: :                    
gi|147                      AKITFTNNXPNTVWPGILTGFGQKPQ              
                                    10        20                    
 
      70        80 
AAD-12 GLVDWACQAPR 
 
>>gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-termi  (34 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 67.4  bits: 15.5 E():   87 
Smith-Waterman score: 33; 25.0% identity (58.3% similar) in 24 aa overlap (57-80:8-31) 
 
         30        40        50        60        70        80    
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR    
                                     : . :.   ..::. . .  . ::    
gi|691                        AIGDKPGPKITATYXXKWLEAKATFYGSNPRGAA 
                                      10        20        30     
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.3  bits: 18.0 E():   88 
Smith-Waterman score: 40; 34.5% identity (51.7% similar) in 29 aa overlap (17-45:139-165) 
 
                             10        20        30        40       
AAD-12               HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS 
                                     :  :.  :. :. . :  : .::   : :  
gi|116 KYAGVFVSTGTLGGGQETTAITSMSTLVDHGFIYVPLGYKTAFSMLANLDEVH--GGSPW 
      110       120       130       140       150       160         
 
         50        60        70        80     
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR     
                                              
gi|116 GAGTFSAGDGSRQPSELELNIAQAQGKAFYEAVAKAHQ 
        170       180       190       200     
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.3  bits: 18.0 E():   88 
Smith-Waterman score: 40; 30.8% identity (69.2% similar) in 26 aa overlap (2-27:76-100) 
 
                                            10        20        30  
AAD-12                              HSLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:... :. .    :: ::     
gi|740 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
              40        50        60        70        80            
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR            
                                                                    
gi|740 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|69552|pir||MEHB2 melittin, minor - honeybee          (27 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.2  bits: 15.1 E():   89 
Smith-Waterman score: 32; 30.8% identity (61.5% similar) in 13 aa overlap (68-80:13-25) 
 
        40        50        60        70        80   
AAD-12 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR   
                                     : .:..:  .  :   
gi|695                   GIGAVLKVLTTGLPALISWISRKKRQQ 
                                 10        20        
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 18.4 E():   90 
Smith-Waterman score: 41; 37.5% identity (81.2% similar) in 16 aa overlap (56-71:1-16) 
 
          30        40        50        60        70        80      
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR      
                                     .::..:.. : .:. :               
gi|857                               MPGQQATKHESLLDQLSLKGKVVVVTGASG 
                                             10        20        30 
 
gi|857 PKGMGIEAARGCAEMGAAVAITYASRAQGAEENVKELEKTYGIKAKAYKCQVDSYESCEK 
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               40        50        60        70        80        90 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.2  bits: 16.9 E():   90 
Smith-Waterman score: 37; 38.9% identity (50.0% similar) in 18 aa overlap (57-74:25-42) 
 
         30        40        50        60        70        80       
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR       
                                     ::   :: :   .:  .:             
gi|126       TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTKKGNLWEV 
                     10        20        30        40        50     
 
gi|126 KSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
           60        70        80        90        
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 18.0 E():   91 
Smith-Waterman score: 40; 38.5% identity (42.3% similar) in 26 aa overlap (22-47:60-85) 
 
                        10        20        30        40        50  
AAD-12          HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     :  :  :  :  : ::.   :  : :     
gi|613 CLEYSNVGFTDAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIA 
      30        40        50        60        70        80          
 
              60        70        80                                
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPR                                
                                                                    
gi|613 QRWANQCTFEHDACRNVERFAVGQNIAATSSSGKNKSTLSDMILLWYNEVKDFDNRWISS 
      90       100       110       120       130       140          
 
>>gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 18.8 E():   95 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (38-56:120-138) 
 
        10        20        30        40        50        60        
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
        70        80                                                
AAD-12 LEGLVDWACQAPR                                                
                                                                    
gi|810 SVLGNVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|9087152|sp|P81294.1|MPAJ1_JUNAS RecName: Full=Major  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 18.8 E():   95 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (38-56:120-138) 
 
        10        20        30        40        50        60        
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|908 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHSLHIHGCNT 
      90       100       110       120       130       140          
 
        70        80                                                
AAD-12 LEGLVDWACQAPR                                                
                                                                    
gi|908 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8843917|gb|AAF80164.1| pollen major allergen 1-2 [J  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 18.8 E():   95 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (38-56:120-138) 
 
        10        20        30        40        50        60        
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
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      90       100       110       120       130       140          
 
        70        80                                                
AAD-12 LEGLVDWACQAPR                                                
                                                                    
gi|884 SVLGDVLVSESIGVVPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIF 
     150       160       170       180       190       200          
 
>>gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 18.8 E():   95 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (38-56:120-138) 
 
        10        20        30        40        50        60        
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLEMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
        70        80                                                
AAD-12 LEGLVDWACQAPR                                                
                                                                    
gi|810 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8843921|gb|AAF80166.1| pollen major allergen 1-1 [J  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 18.8 E():   95 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (38-56:120-138) 
 
        10        20        30        40        50        60        
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
        70        80                                                
AAD-12 LEGLVDWACQAPR                                                
                                                                    
gi|884 SVLGDVLVSESIGVVPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 18.8 E():   95 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (38-56:120-138) 
 
        10        20        30        40        50        60        
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHSCNT 
      90       100       110       120       130       140          
 
        70        80                                                
AAD-12 LEGLVDWACQAPR                                                
                                                                    
gi|810 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLPDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 18.8 E():   95 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (38-56:120-138) 
 
        10        20        30        40        50        60        
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
        70        80                                                
AAD-12 LEGLVDWACQAPR                                                
                                                                    
gi|810 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
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>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 18.8 E():   95 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (38-56:120-138) 
 
        10        20        30        40        50        60        
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|151 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
        70        80                                                
AAD-12 LEGLVDWACQAPR                                                
                                                                    
gi|151 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 18.8 E():   95 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (38-56:120-138) 
 
        10        20        30        40        50        60        
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
        70        80                                                
AAD-12 LEGLVDWACQAPR                                                
                                                                    
gi|810 SVLGNVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|190684057|gb|ACE82289.1| glutathione transferase [T  (222 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 66.7  bits: 18.0 E():   95 
Smith-Waterman score: 40; 32.4% identity (59.5% similar) in 37 aa overlap (29-61:50-86) 
 
                 10        20        30        40           50      
AAD-12   HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP---SLLIGRHAH- 
                                     :.:..  . :  . :::   ::.: .. .  
gi|190 RVRIALAEKGLPYEYAEEDLMAGKSDRLLRANPVHKKIPVLLHDGRPVNESLIILQYLED 
      20        30        40        50        60        70          
 
           60        70        80                                   
AAD-12 AIPGMDAAESERFLEGLVDWACQAPR                                   
       :.:   :                                                      
gi|190 AFPDAPALLPSDPYARAQARFWADYVDKKVYDCGSRLWKLKGEPQAQARAEMLDILKTLD 
      80        90       100       110       120       130          
 
>>gi|111120436|gb|ABH06352.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.7  bits: 17.3 E():   96 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (1-18:48-65) 
 
                                             10        20        30 
AAD-12                               HSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     :.:.: : .: ....  :             
gi|111 QGHKPKKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELD 
        20        30        40        50        60        70        
 
               40        50        60        70        80        
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR        
                                                                 
gi|111 VVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQTQ 
        80        90       100       110       120       130     
 
>>gi|4204917|gb|AAD10850.1| major IgE-binding protein Bl  (134 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.7  bits: 17.3 E():   96 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (1-18:48-65) 
 
                                             10        20        30 
AAD-12                               HSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
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                                     :.:.: : .: ....  :             
gi|420 QEHKPKKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELD 
        20        30        40        50        60        70        
 
               40        50        60        70        80        
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR        
                                                                 
gi|420 VVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQTQ 
        80        90       100       110       120       130     
 
>>gi|111120450|gb|ABH06359.1| Blo t 5 allergen [Blomia t  (134 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.7  bits: 17.3 E():   96 
Smith-Waterman score: 38; 33.3% identity (72.2% similar) in 18 aa overlap (1-18:48-65) 
 
                                             10        20        30 
AAD-12                               HSLVYSQSKLGHVQQAGSAYIGYGMDTTAT 
                                     :.:.: : .: ....  :             
gi|111 QEHKPEKDDFRNEFDHLLIEQANHAIEKGEHQLLYLQHQLDELNENKSKELQEKIIRELD 
        20        30        40        50        60        70        
 
               40        50        60        70        80        
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR        
                                                                 
gi|111 VVCAMIEGAQGALERELKRTDLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQTQ 
        80        90       100       110       120       130     
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 66.5  bits: 14.4 E():   98 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (25-32:10-17) 
 
               10        20        30        40        50        60 
AAD-12 HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                               :.:  :::                             
gi|244                IGNEDCTPWMSTLITPLP                            
                              10                                    
 
               70        80 
AAD-12 AAESERFLEGLVDWACQAPR 
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.7 E():   98 
Smith-Waterman score: 39; 35.3% identity (70.6% similar) in 17 aa overlap (20-36:118-134) 
 
                          10        20        30        40          
AAD-12            HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI 
                                     :. . :...: : . ::              
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
      50        60        70        80 
AAD-12 GRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                       
gi|195 ALEKFDKALKALPMHIRLSFNPTQLEEQCHI 
       150       160       170         
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.4  bits: 19.1 E():   99 
Smith-Waterman score: 43; 46.7% identity (66.7% similar) in 15 aa overlap (3-17:193-207) 
 
                                           10        20        30   
AAD-12                             HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
                                     : :.: . :: .: :                
gi|186 VSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEENEGGSILS 
            170       180       190       200       210       220   
 
             40        50        60        70        80             
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR             
                                                                    
gi|186 GFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQRPQEEEEE 
            230       240       250       260       270       280   
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>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.4  bits: 19.1 E():   99 
Smith-Waterman score: 43; 46.7% identity (66.7% similar) in 15 aa overlap (3-17:193-207) 
 
                                           10        20        30   
AAD-12                             HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
                                     : :.: . :: .: :                
gi|186 VSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEENEGGSILS 
            170       180       190       200       210       220   
 
             40        50        60        70        80             
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR             
                                                                    
gi|186 GFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQRPQEEEEE 
            230       240       250       260       270       280   
 
>>gi|14424466|sp|P35778.2|VA3_SOLIN RecName: Full=Venom   (234 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.3  bits: 18.0 E(): 1e 
Smith-Waterman score: 40; 38.5% identity (42.3% similar) in 26 aa overlap (22-47:82-107) 
 
                        10        20        30        40        50  
AAD-12          HSLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     :  :  :  :  : ::.   :  : :     
gi|144 CLEYSNVGFTDAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIA 
              60        70        80        90       100       110  
 
              60        70        80                                
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPR                                
                                                                    
gi|144 QRWANQCTFEHDACRNVERFAVGQNIAATSSSGKNKSTPNEMILLWYNEVKDFDNRWISS 
             120       130       140       150       160       170  
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:58 2011 done: Fri Jan 21 00:02:58 2011 
 Total Scan time:  0.060 Total Display time:  0.070 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 164  - 243 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     0     2:* 
  32     2     8:= * 
  34    19    22:=======* 
  36    31    44:===========   * 
  38    50    73:=================       * 
  40    68   102:=======================          * 
  42   107   125:====================================     * 
  44   144   138:=============================================*== 
  46   118   140:========================================      * 
  48   126   134:==========================================  * 
  50   110   122:=====================================   * 
  52   130   108:===================================*======== 
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  54   101    92:==============================*=== 
  56   110    77:=========================*=========== 
  58    84    63:====================*======= 
  60    56    51:================*== 
  62    40    41:=============* 
  64    34    33:==========*= 
  66    30    26:========*= 
  68    26    20:======*== 
  70    25    16:=====*=== 
  72    16    12:===*== 
  74     9    10:===* 
  76     3     8:= * 
  78    20     6:=*===== 
  80     9     5:=*= 
  82     6     3:*= 
  84     8     3:*== 
  86     2     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     2     1:*         :*= 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.83670.00284; mu= 10.0736 0.148 
 mean_var=29.2730 7.417, 0's: 2 Z-trim: 2  B-trim: 71 in 1/43 
 Lambda= 0.237050 
 Kolmogorov-Smirnov  statistic: 0.0899 (N=28) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   58 24.2    0.93 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   57 24.0     2.8 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   56 23.6     3.1 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   55 23.3       5 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 23.7       7 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 23.7     7.1 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   54 23.0     9.1 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 18.9     9.3 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   51 21.9     9.5 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   47 20.4     9.5 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   52 22.3      10 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   49 21.2      11 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 21.5      11 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   48 20.8      11 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   50 21.5      11 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   50 21.5      11 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   53 22.7      12 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   50 21.6      12 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   51 21.9      12 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   51 22.0      14 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 21.2      16 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   45 19.7      17 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   48 20.9      17 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.7      18 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.7      18 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.7      18 
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gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   47 20.5      18 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 21.2      19 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   49 21.2      19 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   49 21.2      19 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 22.0      20 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 16.4      21 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   49 21.3      21 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 19.4      23 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 20.5      23 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 20.5      23 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 20.5      23 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 20.5      23 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 20.5      23 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 20.5      23 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 20.5      23 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 20.5      23 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 20.5      23 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 20.5      23 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 20.5      23 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 20.5      23 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 20.5      23 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 20.5      23 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 19.0      24 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   43 19.0      28 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   43 19.1      30 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   43 19.1      30 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   47 20.6      33 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   44 19.5      34 
gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Veno ( 204)   44 19.5      34 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 20.2      34 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   45 19.8      35 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   45 19.8      36 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   44 19.5      37 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 20.6      37 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 16.5      41 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 19.5      42 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.7      42 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   42 18.7      42 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.7      42 
gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   42 18.7      42 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   43 19.1      43 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   40 18.0      43 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 19.5      45 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.9      45 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.9      45 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 16.5      45 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.8      45 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 18.0      46 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   44 19.5      48 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.9      48 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.4      51 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   41 18.4      52 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   41 18.4      53 
gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A ( 262)   43 19.1      53 
gi|4587985|gb|AAD25927.1|AF084828_1 major allergen ( 342)   44 19.5      53 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.9      53 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   45 19.9      53 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   44 19.5      54 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   44 19.5      54 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 18.0      57 
gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   43 19.2      58 
gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A ( 291)   43 19.2      58 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   45 19.9      60 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 18.4      61 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 18.4      61 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 18.4      61 
gi|21673|emb|CAA35238.1| unnamed protein product [ ( 307)   43 19.2      61 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   43 19.2      61 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   40 18.0      62 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   45 19.9      63 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   40 18.0      63 
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gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   40 18.0      63 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   39 17.7      63 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   39 17.7      63 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 18.4      63 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 15.8      66 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   41 18.4      68 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   41 18.4      68 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   41 18.4      68 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   41 18.4      69 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   41 18.4      69 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 15.8      71 
gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia m ( 284)   42 18.8      72 
gi|21755|emb|CAA25593.1| unnamed protein product [ ( 286)   42 18.8      72 
gi|170720|gb|AAA34280.1| alpha/beta-gliadin precur ( 286)   42 18.8      72 
gi|21761|emb|CAA26384.1| unnamed protein product [ ( 286)   42 18.8      72 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   41 18.4      73 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   41 18.4      74 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   41 18.4      74 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 15.8      75 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   44 19.6      76 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   43 19.2      78 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   43 19.2      78 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   43 19.2      78 
gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea  ( 316)   42 18.8      79 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.1      81 
gi|253683676|gb|ACT33296.1| putative tabinhibitin  ( 252)   41 18.5      81 
gi|289064179|gb|ADC80503.1| non-specific lipid tra ( 118)   38 17.3      83 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.1      84 
gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precu ( 204)   40 18.1      85 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   40 18.1      85 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   41 18.5      86 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.1      87 
gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-t (  34)   33 15.5      88 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   40 18.1      88 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   37 17.0      88 
gi|69552|pir||MEHB2 melittin, minor - honeybee     (  27)   32 15.1      90 
gi|9087152|sp|P81294.1|MPAJ1_JUNAS RecName: Full=M ( 367)   42 18.8      90 
gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen ( 367)   42 18.8      90 
gi|8843921|gb|AAF80166.1| pollen major allergen 1- ( 367)   42 18.8      90 
gi|8843917|gb|AAF80164.1| pollen major allergen 1- ( 367)   42 18.8      90 
gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen ( 367)   42 18.8      90 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   42 18.8      90 
gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen ( 367)   42 18.8      90 
gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen ( 367)   42 18.8      90 
gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen ( 367)   42 18.8      90 
gi|190684057|gb|ACE82289.1| glutathione transferas ( 222)   40 18.1      92 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   43 19.2      93 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   43 19.2      93 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   39 17.7      95 
gi|14424466|sp|P35778.2|VA3_SOLIN RecName: Full=Ve ( 234)   40 18.1      96 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   42 18.9      97 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   37 17.0      99 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 14.3   1e 
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  50 init1:  50 opt:  58  Z-score: 103.0  bits: 24.2 E(): 0.93 
Smith-Waterman score: 58; 40.0% identity (62.5% similar) in 40 aa overlap (38-73:79-117) 
 
        10        20        30        40          50          60    
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHA--HAIPGMDAAES 
                                     .::. ::.:  ::   :  :   :.. :.  
gi|121 DLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPEN-RPALKTLIDGLASSHKARGIEKAQF 
       50        60        70        80         90       100        
 
            70        80                            
AAD-12 ERFLEGLVDWACQAPRV                            
       :.:  .:::.                                   
gi|121 EEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
       110       120       130       140       150  
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
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 initn:  55 init1:  55 opt:  57  Z-score: 94.3  bits: 24.0 E():  2.8 
Smith-Waterman score: 57; 24.5% identity (53.1% similar) in 49 aa overlap (12-57:345-393) 
 
                                  10        20        30        40  
AAD-12                    SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ... :.: . :: .    .  :  
gi|113 PDERSKKNVLGRHGEAAAESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEP 
          320       330       340       350       360       370     
 
              50           60        70        80 
AAD-12 GRPSLLIGRHAHAI---PGMDAAESERFLEGLVDWACQAPRV 
       :. .: .   : ..   ::                        
gi|113 GESALSLTSSAGVLSCQPGAPC                     
          380       390                           
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 93.6  bits: 23.6 E():  3.1 
Smith-Waterman score: 56; 29.6% identity (53.7% similar) in 54 aa overlap (17-68:25-73) 
 
                       10        20        30        40         50  
AAD-12         SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET-GRPSLLIGRH 
                               .:  ::.  : :::  : . . : : . :.       
gi|249 MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPAT----- 
               10        20        30        40        50           
 
               60        70        80                               
AAD-12 AHAIP-GMDAAESERFLEGLVDWACQAPRV                               
         :.: :  ..: ....:                                           
gi|249 PAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGLA 
          60        70        80        90       100       110      
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 89.9  bits: 23.3 E():    5 
Smith-Waterman score: 55; 42.9% identity (61.9% similar) in 21 aa overlap (58-78:246-266) 
 
        30        40        50        60        70        80        
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV        
                                     ::.: :: . .:: :   . :          
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
 
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 87.4  bits: 23.7 E():    7 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (5-22:283-300) 
 
                                         10        20        30     
AAD-12                           SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
           40        50        60        70        80               
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV               
                                                                    
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 87.2  bits: 23.7 E():  7.1 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (5-22:289-306) 
 
                                         10        20        30     
AAD-12                           SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
 
           40        50        60        70        80               
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AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV               
                                                                    
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 85.3  bits: 23.0 E():  9.1 
Smith-Waterman score: 54; 34.8% identity (65.2% similar) in 23 aa overlap (8-30:552-574) 
 
                                      10        20        30        
AAD-12                        SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::   ..  :        
gi|217 QGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYPTSVQQPGQGQQSG 
             530       540       550       560       570       580  
 
        40        50        60        70        80                  
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV                  
                                                                    
gi|217 QGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQPATQLPTVCRMEGG 
             590       600       610       620       630       640  
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 85.1  bits: 18.9 E():  9.3 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (10-30:5-25) 
 
               10        20        30        40        50        60 
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA 
                :.:..: :. .::  .  :.:                               
gi|462      AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKNLNSA                  
                    10        20        30                          
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 84.9  bits: 21.9 E():  9.5 
Smith-Waterman score: 51; 36.1% identity (55.6% similar) in 36 aa overlap (15-45:21-56) 
 
                     10          20        30           40          
AAD-12       SLVYSQSKLGHVQQAGS--AYIGYGMDTTATP---LRPLVKVHPETGRPSLLIG 
                           :::  : .:::  : :.:     : . . :  ..:.     
gi|330 MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKAT 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRV                              
                                                                    
gi|330 TEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESS 
               70        80        90       100       110       120 
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 84.9  bits: 20.4 E():  9.5 
Smith-Waterman score: 47; 27.5% identity (50.0% similar) in 40 aa overlap (23-62:19-58) 
 
               10        20        30        40        50        60 
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA 
                             :.: ::  :. :.:.        .     :.:. : :. 
gi|135     MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDV 
                   10        20        30        40        50       
 
               70        80                                   
AAD-12 AESERFLEGLVDWACQAPRV                                   
        .                                                     
gi|135 KDLLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD 
         60        70        80        90       100       110 
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 84.2  bits: 22.3 E():   10 
Smith-Waterman score: 52; 27.6% identity (56.9% similar) in 58 aa overlap (29-78:46-103) 
 
                 10        20        30           40          50    
AAD-12   SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL---VKVHPETGRPSLL--IGRH-- 
                                     :::::    ...: ....:  :  .: .   
gi|253 IEEPEMIAPTPPGQFPHQQPISSPNRTSRNTPLRPESTEIETHHHANHPPALPVLGMQLP 
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          20        30        40        50        60        70      
 
               60        70        80                               
AAD-12 -AHAIPGMDAAESERFLEGLVDWACQAPRV                               
          ..:  . :.:.  :.  .:   .::                                 
gi|253 VPGTVPESSRAQSRASLNLDIDLDLHAPSHPSHLSHGAPHEQEHAHEIQRHRAHSAQSSA 
          80        90       100       110       120       130      
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 83.8  bits: 21.2 E():   11 
Smith-Waterman score: 49; 21.4% identity (44.3% similar) in 70 aa overlap (9-78:31-100) 
 
                                     10        20        30         
AAD-12                       SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :. :  . :::..::  .     . ::    
gi|616 NEIAXAKIDLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCA 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV                   
        . :  .  : :  . :    ...   .     . .:. :                     
gi|616 SQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNK 
               70        80        90       100       110       120 
 
gi|616 IREALAQTHSAIAVIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYW 
              130       140       150       160       170       180 
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.7  bits: 21.5 E():   11 
Smith-Waterman score: 50; 32.1% identity (57.1% similar) in 28 aa overlap (18-45:1-28) 
 
               10        20        30        40        50        60 
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA 
                        : .:::  : :.:    . . :  ..:.                
gi|295                  ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQKLIEKIN 
                                10        20        30        40    
 
               70        80                                         
AAD-12 AESERFLEGLVDWACQAPRV                                         
                                                                    
gi|295 AGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDA 
            50        60        70        80        90       100    
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.7  bits: 20.8 E():   11 
Smith-Waterman score: 48; 25.6% identity (53.5% similar) in 43 aa overlap (22-64:23-65) 
 
                10        20        30        40        50          
AAD-12  SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                             ...:  ..::  :.:   :. .    .     :::. : 
gi|344 MTGVKTHLQHELKRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPD 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 AAESERFLEGLVDWACQAPRV                                        
         ..:                                                        
gi|344 EFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDS 
               70        80        90       100       110       120 
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.7  bits: 21.5 E():   11 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (18-68:1-43) 
 
               10        20        30        40        50        60 
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA 
                        : .:::    :::  : .   : :  :.   :  :    :  . 
gi|109                  ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA---AGKAT 
                                   10        20          30         
 
               70        80                                         
AAD-12 AESERFLEGLVDWACQAPRV                                         
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       .: ....:                                                     
gi|109 TEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSS 
          40        50        60        70        80        90      
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.7  bits: 21.5 E():   11 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (18-68:1-43) 
 
               10        20        30        40        50        60 
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA 
                        : .:::    :::  : .   : :  :.   :  :    :  . 
gi|239                  ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA---AGKAT 
                                   10        20          30         
 
               70        80                                         
AAD-12 AESERFLEGLVDWACQAPRV                                         
       .: ....:                                                     
gi|239 TEEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSS 
          40        50        60        70        80        90      
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.3  bits: 22.7 E():   12 
Smith-Waterman score: 53; 34.8% identity (60.9% similar) in 23 aa overlap (8-30:564-586) 
 
                                      10        20        30        
AAD-12                        SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::   .   :        
gi|217 QGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYPTSLQQPGQGQQSG 
           540       550       560       570       580       590    
 
        40        50        60        70        80                  
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV                  
                                                                    
gi|217 QGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQPATQLPTVCRMEGG 
           600       610       620       630       640       650    
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 83.1  bits: 21.6 E():   12 
Smith-Waterman score: 50; 32.1% identity (52.8% similar) in 53 aa overlap (17-68:25-68) 
 
                       10        20        30        40        50   
AAD-12         SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                               .: .:::    :::  : .   : :  :.      : 
gi|398 MAVHQYTVALFLAVALVAGPAASYAADLGYG---PATPAAPAAGYTPAT--PA----APA 
               10        20        30           40              50  
 
              60        70        80                                
AAD-12 HAIP-GMDAAESERFLEGLVDWACQAPRV                                
       .: : :  ..: ....:                                            
gi|398 EAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGAASNKAFAEGLSG 
              60        70        80        90       100       110  
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 82.9  bits: 21.9 E():   12 
Smith-Waterman score: 51; 28.3% identity (51.7% similar) in 60 aa overlap (23-77:2-60) 
 
               10        20        30        40        50           
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG--- 
                             :. : : :.  :. .   .:   :  : ::.:::.    
gi|581                      MGFITKAIPIV-LAALSTVNGARILEAGPHAEAIPNKYI 
                                    10         20        30         
 
          60        70        80                                    
AAD-12 --MDAAESERFLEGLVDWACQAPRV                                    
         :    :.. ... . :  :.                                       
gi|581 VVMKREVSDEAFNAHTTWLSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRAYSGEFDDA 
       40        50        60        70        80        90         
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 82.1  bits: 22.0 E():   14 
Smith-Waterman score: 51; 41.7% identity (66.7% similar) in 24 aa overlap (10-32:219-242) 
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                                    10        20         30         
AAD-12                      SLVYSQSKLGHVQQAGSAYIGYGMDT-TATPLRPLVKVH 
                                     :  ..: .  .:.:::: ::  .:       
gi|303 AGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALADVLGFGMDTETARKVRGEDDQR 
      190       200       210       220       230       240         
 
       40        50        60        70        80                   
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV                   
                                                                    
gi|303 GHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICSATFIQNIDNPAEADFYNPRAG 
      250       260       270       280       290       300         
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.7  bits: 21.2 E():   16 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (15-31:200-216) 
 
                               10        20        30        40     
AAD-12                 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
           50        60        70        80                         
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV                         
                                                                    
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 80.5  bits: 19.7 E():   17 
Smith-Waterman score: 45; 32.0% identity (72.0% similar) in 25 aa overlap (2-26:53-77) 
 
                                            10        20        30  
AAD-12                              SLVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
                                     :.... .. :::.:.. :   .: :      
gi|527 VDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAAQQYGITAMPTFMFFK 
             30        40        50        60        70        80   
 
              40        50        60        70        80 
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                                         
gi|527 EGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA           
             90       100       110       120            
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.2  bits: 20.9 E():   17 
Smith-Waterman score: 48; 25.6% identity (56.4% similar) in 39 aa overlap (1-39:87-125) 
 
                                             10        20        30 
AAD-12                               SLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     : : . ..  . :.:.:  . :: .  ..  
gi|144 DLAEAPFQISLLKDYLIMKRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSS 
         60        70        80        90       100       110       
 
               40        50        60        70        80           
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV           
           .::.:                                                    
gi|144 SYGDLKVKPIIQHESYEQDQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVDGDKVTIYG 
        120       130       140       150       160       170       
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 80.0  bits: 19.7 E():   18 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (20-37:24-41) 
 
                   10        20        30        40        50       
AAD-12     SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|121 MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSLSTFKNTE 
               10        20        30        40        50        60 
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         60        70        80                                     
AAD-12 GMDAAESERFLEGLVDWACQAPRV                                     
                                                                    
gi|121 IKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDG 
               70        80        90       100       110       120 
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 80.0  bits: 19.7 E():   18 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (20-37:24-41) 
 
                   10        20        30        40        50       
AAD-12     SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|379 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 GMDAAESERFLEGLVDWACQAPRV                                     
                                                                    
gi|379 IKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTATVGD 
               70        80        90       100       110       120 
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 80.0  bits: 19.7 E():   18 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (20-37:24-41) 
 
                   10        20        30        40        50       
AAD-12     SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|144 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 GMDAAESERFLEGLVDWACQAPRV                                     
                                                                    
gi|144 IKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTASVGD 
               70        80        90       100       110       120 
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 80.0  bits: 20.5 E():   18 
Smith-Waterman score: 47; 21.7% identity (52.2% similar) in 46 aa overlap (16-58:62-107) 
 
                              10        20        30        40      
AAD-12                SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE---TG 
                                     :..:.: . .. :     . . . .   .: 
gi|201 DATPVLDVAGKELDSRLSYRIISTFWGALGGDVYLGKSPNSDAPCANGIFRYNSDVGPSG 
              40        50        60        70        80        90  
 
             50        60        70        80                       
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV                       
        :  .::  .:   :.                                             
gi|201 TPVRFIGSSSHFGQGIFENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTI 
             100       110       120       130       140       150  
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 79.6  bits: 21.2 E():   19 
Smith-Waterman score: 49; 24.5% identity (49.0% similar) in 49 aa overlap (12-57:341-389) 
 
                                  10        20        30        40  
AAD-12                    SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ..  :.: . :: .    .  :  
gi|113 ASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMIPAEP 
              320       330       340       350       360       370 
 
              50           60        70        80 
AAD-12 GRPSLLIGRHAHAI---PGMDAAESERFLEGLVDWACQAPRV 
       :.  : .   : ..   ::                        
gi|113 GEAVLRLTSSAGVLSCQPGAPC                     
              380       390                       
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
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 initn:  48 init1:  48 opt:  49  Z-score: 79.5  bits: 21.2 E():   19 
Smith-Waterman score: 49; 17.4% identity (54.3% similar) in 46 aa overlap (1-46:335-380) 
 
                                             10        20        30 
AAD-12                               SLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     :....  .   . . :. ..  : : . :: 
gi|166 TILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTP 
          310       320       330       340       350       360     
 
               40        50        60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
       ..    .  : :. ..                                   
gi|166 VQSAGMIPAEPGEAAIKLTSSAGVFSCRPGAPC                  
          370       380       390                         
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 79.5  bits: 21.2 E():   19 
Smith-Waterman score: 49; 17.4% identity (54.3% similar) in 46 aa overlap (1-46:335-380) 
 
                                             10        20        30 
AAD-12                               SLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     :....  .   . . :. ..  : : . :: 
gi|113 TILCQGNRFLAPDDQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTP 
          310       320       330       340       350       360     
 
               40        50        60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
       ..    .  : :. ..                                   
gi|113 VQSAGMIPAEPGEAAIKLTSSAGVFSCHPGAPC                  
          370       380       390                         
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.1  bits: 22.0 E():   20 
Smith-Waterman score: 51; 21.3% identity (52.0% similar) in 75 aa overlap (5-79:208-276) 
 
                                         10        20        30     
AAD-12                           SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : .. :. :: :..  ::     ..: .:  
gi|220 QGQQGYYPSSLQQPGQGQQIGQGQQGYYPTSLQQPGQGQQIGQGQQGY---YPTSPQHPG 
       180       190       200       210       220          230     
 
           40        50        60        70        80               
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV               
        . .:  :.    ::.  .   : . .....  .:   .   .:.                
gi|220 QRQQPGQGQQ---IGQGQQLGQGRQIGQGQQSGQGQQGYYPTSPQQLGQGQQPGQWQQSG 
          240          250       260       270       280       290  
 
gi|220 QGQQGYYPTSQQQPGQGQQGQYPASQQQPGQGQQGQYPASQQQPGQGQQGQYPASQQQPG 
             300       310       320       330       340       350  
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 78.7  bits: 16.4 E():   21 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (51-56:8-13) 
 
               30        40        50        60        70        80 
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::: .:                         
gi|131                        GPVGGVVHAHMMPLL                       
                                      10                            
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.5  bits: 21.3 E():   21 
Smith-Waterman score: 49; 33.3% identity (46.7% similar) in 30 aa overlap (21-50:90-119) 
 
                         10        20        30        40        50 
AAD-12           SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     : ::   . :  : .   :. :: .   :: 
gi|259 GVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGR 
      60        70        80        90       100       110          
 
               60        70        80                               
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AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRV                               
                                                                    
gi|259 FQDRHQKIRRFRRGDIIAIPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLA 
     120       130       140       150       160       170          
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.1  bits: 19.4 E():   23 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (20-40:25-45) 
 
                    10        20        30        40        50      
AAD-12      SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                               .:. . :.:  :.:  .:  :                
gi|990 MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 PGMDAAESERFLEGLVDWACQAPRV                                    
                                                                    
gi|990 EAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVVVTASCD 
               70        80        90       100       110       120 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.1  bits: 20.5 E():   23 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (18-45:1-31) 
 
               10        20        30           40        50        
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPG 
                        : .:::  : :.:     : . . :  ..:.             
gi|217                  ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIE 
                                10        20        30        40    
 
        60        70        80                                      
AAD-12 MDAAESERFLEGLVDWACQAPRV                                      
                                                                    
gi|217 KKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSK 
            50        60        70        80        90       100    
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.1  bits: 20.5 E():   23 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (18-45:1-31) 
 
               10        20        30           40        50        
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPG 
                        : .:::  : :.:     : . . :  ..:.             
gi|217                  ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIE 
                                10        20        30        40    
 
        60        70        80                                      
AAD-12 MDAAESERFLEGLVDWACQAPRV                                      
                                                                    
gi|217 KINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSK 
            50        60        70        80        90       100    
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.1  bits: 20.5 E():   23 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (18-45:1-31) 
 
               10        20        30           40        50        
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPG 
                        : .:::  : :.:     : . . :  ..:.             
gi|217                  ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIE 
                                10        20        30        40    
 
        60        70        80                                      
AAD-12 MDAAESERFLEGLVDWACQAPRV                                      
                                                                    
gi|217 KKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSK 
            50        60        70        80        90       100    
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.1  bits: 20.5 E():   23 
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Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (18-45:1-31) 
 
               10        20        30           40        50        
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPG 
                        : .:::  : :.:     : . . :  ..:.             
gi|217                  ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIE 
                                10        20        30        40    
 
        60        70        80                                      
AAD-12 MDAAESERFLEGLVDWACQAPRV                                      
                                                                    
gi|217 KKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSK 
            50        60        70        80        90       100    
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.1  bits: 20.5 E():   23 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (18-45:1-31) 
 
               10        20        30           40        50        
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPG 
                        : .:::  : :.:     : . . :  ..:.             
gi|217                  ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIE 
                                10        20        30        40    
 
        60        70        80                                      
AAD-12 MDAAESERFLEGLVDWACQAPRV                                      
                                                                    
gi|217 KKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSK 
            50        60        70        80        90       100    
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.1  bits: 20.5 E():   23 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (18-45:1-31) 
 
               10        20        30           40        50        
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPG 
                        : .:::  : :.:     : . . :  ..:.             
gi|217                  ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIE 
                                10        20        30        40    
 
        60        70        80                                      
AAD-12 MDAAESERFLEGLVDWACQAPRV                                      
                                                                    
gi|217 KKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSK 
            50        60        70        80        90       100    
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.1  bits: 20.5 E():   23 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (18-45:1-31) 
 
               10        20        30           40        50        
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPG 
                        : .:::  : :.:     : . . :  ..:.             
gi|217                  ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIE 
                                10        20        30        40    
 
        60        70        80                                      
AAD-12 MDAAESERFLEGLVDWACQAPRV                                      
                                                                    
gi|217 KKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSK 
            50        60        70        80        90       100    
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.1  bits: 20.5 E():   23 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (18-45:1-31) 
 
               10        20        30           40        50        
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPG 
                        : .:::  : :.:     : . . :  ..:.             
gi|217                  ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIE 
                                10        20        30        40    
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        60        70        80                                      
AAD-12 MDAAESERFLEGLVDWACQAPRV                                      
                                                                    
gi|217 KKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSK 
            50        60        70        80        90       100    
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.1  bits: 20.5 E():   23 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (18-45:1-31) 
 
               10        20        30           40        50        
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPG 
                        : .:::  : :.:     : . . :  ..:.             
gi|217                  ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIE 
                                10        20        30        40    
 
        60        70        80                                      
AAD-12 MDAAESERFLEGLVDWACQAPRV                                      
                                                                    
gi|217 KKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSK 
            50        60        70        80        90       100    
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.1  bits: 20.5 E():   23 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (18-45:1-31) 
 
               10        20        30           40        50        
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPG 
                        : .:::  : :.:     : . . :  ..:.             
gi|217                  ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIE 
                                10        20        30        40    
 
        60        70        80                                      
AAD-12 MDAAESERFLEGLVDWACQAPRV                                      
                                                                    
gi|217 KKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSK 
            50        60        70        80        90       100    
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.1  bits: 20.5 E():   23 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (18-45:1-31) 
 
               10        20        30           40        50        
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPG 
                        : .:::  : :.:     : . . :  ..:.             
gi|217                  ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIE 
                                10        20        30        40    
 
        60        70        80                                      
AAD-12 MDAAESERFLEGLVDWACQAPRV                                      
                                                                    
gi|217 KINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSK 
            50        60        70        80        90       100    
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.1  bits: 20.5 E():   23 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (18-45:1-31) 
 
               10        20        30           40        50        
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPG 
                        : .:::  : :.:     : . . :  ..:.             
gi|217                  ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIE 
                                10        20        30        40    
 
        60        70        80                                      
AAD-12 MDAAESERFLEGLVDWACQAPRV                                      
                                                                    
gi|217 KINAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSK 
            50        60        70        80        90       100    
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>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.1  bits: 20.5 E():   23 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (18-45:1-31) 
 
               10        20        30           40        50        
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPG 
                        : .:::  : :.:     : . . :  ..:.             
gi|217                  ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIE 
                                10        20        30        40    
 
        60        70        80                                      
AAD-12 MDAAESERFLEGLVDWACQAPRV                                      
                                                                    
gi|217 KKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSK 
            50        60        70        80        90       100    
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.1  bits: 20.5 E():   23 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (18-45:1-31) 
 
               10        20        30           40        50        
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPG 
                        : .:::  : :.:     : . . :  ..:.             
gi|217                  ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIE 
                                10        20        30        40    
 
        60        70        80                                      
AAD-12 MDAAESERFLEGLVDWACQAPRV                                      
                                                                    
gi|217 KKNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSK 
            50        60        70        80        90       100    
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 77.6  bits: 19.0 E():   24 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (57-69:5-17) 
 
         30        40        50        60        70        80       
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV       
                                     :.:::: .  :.:                  
gi|208                           MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACG 
                                         10        20        30     
 
gi|208 LAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAGDVDGD 
           40        50        60        70        80        90     
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 76.5  bits: 19.0 E():   28 
Smith-Waterman score: 43; 26.3% identity (57.9% similar) in 38 aa overlap (11-45:33-70) 
 
                                   10        20           30        
AAD-12                     SLVYSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVKV 
                                     ....:.::     .: :::   : : .. . 
gi|668 ASEAAAAAATPVAPTEGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPI 
             10        20        30        40        50        60   
 
        40        50        60        70        80                  
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV                  
         . .. :                                                     
gi|668 FADMAKKSPNVVFLKVDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKL 
             70        80        90       100       110       120   
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.9  bits: 19.1 E():   30 
Smith-Waterman score: 43; 29.6% identity (66.7% similar) in 27 aa overlap (17-43:9-35) 
 
               10        20        30        40        50        60 
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA 
                       ::.    . ..:.  : .:.:. ..::                  
gi|244         MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQSCQRQFEEQQRFRNC 
                       10        20        30        40        50   
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               70        80                                         
AAD-12 AESERFLEGLVDWACQAPRV                                         
                                                                    
gi|244 QRYVKQEVQRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRE 
             60        70        80        90       100       110   
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 75.9  bits: 19.1 E():   30 
Smith-Waterman score: 43; 21.5% identity (46.8% similar) in 79 aa overlap (10-78:58-134) 
 
                                    10        20        30          
AAD-12                      SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     ::.  .:  ..: :    .   .: : ..  
gi|105 HDGSVWTESPNFPKFKPEEIAGIVKDFEEPGHLAPTG-LFLG-GTKYMVIQGEPGVVIRG 
        30        40        50        60          70        80      
 
      40        50                  60        70        80   
AAD-12 ETGRPSLLIGRHAHAI----------PGMDAAESERFLEGLVDWACQAPRV   
       . :  .. : . . :.          ::.     ::. . :.: .  .:     
gi|105 KKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQGYWVPSSNS 
          90       100       110       120       130         
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.1  bits: 20.6 E():   33 
Smith-Waterman score: 47; 38.1% identity (57.1% similar) in 21 aa overlap (58-78:247-267) 
 
        30        40        50        60        70        80        
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV        
                                     ::.: :: . .:  :   . :          
gi|232 APDIKTPKEALDLIMDAIDKAGYKGKVGIAMDVASSEFYKDGKYDLDFKNPESDPSKWLS 
        220       230       240       250       260       270       
 
gi|232 GPQLADLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKT 
        280       290       300       310       320       330       
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 75.0  bits: 19.5 E():   34 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (1-26:76-100) 
 
                                             10        20        30 
AAD-12                               SLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
               40        50        60        70        80           
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV           
                                                                    
gi|549 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 75.0  bits: 19.5 E():   34 
Smith-Waterman score: 44; 34.6% identity (69.2% similar) in 26 aa overlap (1-26:76-100) 
 
                                             10        20        30 
AAD-12                               SLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.:. .:... :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
               40        50        60        70        80           
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV           
                                                                    
gi|549 AKYQVGQNVALTGSTAAVYNDPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.8  bits: 20.2 E():   34 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (20-29:284-293) 
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                          10        20        30        40          
AAD-12            SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
      50        60        70        80        
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRV        
                                              
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 74.6  bits: 19.8 E():   35 
Smith-Waterman score: 45; 34.5% identity (72.4% similar) in 29 aa overlap (3-29:237-265) 
 
                                           10          20        30 
AAD-12                             SLVYSQSKLGHVQQ--AGSAYIGYGMDTTATP 
                                     . ..:.. .:.:  .:.: .. :  ::::  
gi|168 EAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATG 
        210       220       230       240       250       260       
 
               40        50        60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                                          
gi|168 AASGAATVAAGGYKV                                    
        270       280                                     
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 74.3  bits: 19.8 E():   36 
Smith-Waterman score: 45; 34.5% identity (72.4% similar) in 29 aa overlap (3-29:246-274) 
 
                                           10          20        30 
AAD-12                             SLVYSQSKLGHVQQ--AGSAYIGYGMDTTATP 
                                     . ..:.. .:.:  .:.: .. :  ::::  
gi|330 EAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATG 
         220       230       240       250       260       270      
 
               40        50        60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                                          
gi|330 AASGAATVAAGGYKV                                    
         280       290                                    
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.2  bits: 19.5 E():   37 
Smith-Waterman score: 44; 20.0% identity (50.8% similar) in 65 aa overlap (15-79:74-138) 
 
                               10        20        30        40     
AAD-12                 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     :..:. .:: . . .   :  :   :  .  
gi|383 SPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEEEE 
            50        60        70        80        90       100    
 
           50        60        70        80                         
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV                         
       .:. .      :.. : ... . :     : ..:.                          
gi|383 DLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEELEA 
           110       120       130       140       150       160    
 
gi|383 NVRAIEMDGLVWGASKFVAVGFGIKKLQINLVVEDEKVSTDELQAQIEEDEDHVQSTDVA 
           170       180       190       200       210       220    
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.2  bits: 20.6 E():   37 
Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (42-64:344-366) 
 
              20        30        40        50        60        70  
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
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           320       330       340       350       360       370    
 
              80                                                    
AAD-12 DWACQAPRV                                                    
                                                                    
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 73.3  bits: 16.5 E():   41 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (56-73:8-25) 
 
          30        40        50        60        70        80 
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     :.. :. ....:..   :        
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA 
                                      10        20        30   
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.3  bits: 19.5 E():   42 
Smith-Waterman score: 44; 20.0% identity (52.5% similar) in 40 aa overlap (5-44:51-90) 
 
                                         10        20        30     
AAD-12                           SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|130 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               30        40        50        60        70        80 
 
           40        50        60        70        80               
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV               
        . .:. ..:                                                   
gi|130 PQPQPQYSQPQEPISQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQS 
               90       100       110       120       130       140 
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.3  bits: 18.7 E():   42 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (48-71:1-24) 
 
        20        30        40        50        60        70        
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|215                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
        80                                                          
AAD-12 PRV                                                          
                                                                    
gi|215 IPKAATGAYKSVEVKGDGGAGTVRIITLPEGSPITTMTVRTDAVNKEALSYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.3  bits: 18.7 E():   42 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (48-71:1-24) 
 
        20        30        40        50        60        70        
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|166                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
        80                                                          
AAD-12 PRV                                                          
                                                                    
gi|166 IPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.3  bits: 18.7 E():   42 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (48-71:1-24) 
 
        20        30        40        50        60        70        
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AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|892                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
        80                                                          
AAD-12 PRV                                                          
                                                                    
gi|892 IPKAAPGAYKSVEVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.3  bits: 18.7 E():   42 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (48-71:1-24) 
 
        20        30        40        50        60        70        
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|215                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
        80                                                          
AAD-12 PRV                                                          
                                                                    
gi|215 IPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  43  Z-score: 73.1  bits: 19.1 E():   43 
Smith-Waterman score: 43; 30.8% identity (76.9% similar) in 26 aa overlap (1-26:78-102) 
 
                                             10        20        30 
AAD-12                               SLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:... :. ..  .:: ::     
gi|549 KVHNDFRQKVAKGLETRGNPGPQPPAKNMNNLVWND-ELANIAQVWASQCNYGHDTCKDT 
        50        60        70        80         90       100       
 
               40        50        60        70        80           
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV           
                                                                    
gi|549 EKYPVGQNIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWAK 
        110       120       130       140       150       160       
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.9  bits: 18.0 E():   43 
Smith-Waterman score: 40; 30.0% identity (50.0% similar) in 30 aa overlap (44-73:13-42) 
 
            20        30        40        50        60        70    
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 
                                     :. :.    .. ::   :: :   .:  .: 
gi|144                   VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEW 
                                 10        20        30        40   
 
            80                                                
AAD-12 ACQAPRV                                                
                                                              
gi|144 EPLTKKGNLWEVKSSKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
             50        60        70        80        90       
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 72.7  bits: 19.5 E():   45 
Smith-Waterman score: 44; 27.8% identity (52.8% similar) in 36 aa overlap (28-63:64-96) 
 
                  10        20        30        40        50        
AAD-12    SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                                     :  .. .  . :.  ::   . . :  .:  
gi|481 AGKATTEEQKLIEDINVGFKAAVAARQRPAADKFKTFEAASPRHPRP---LRQGAGLVPK 
            40        50        60        70        80           90 
 
        60        70        80                                      
AAD-12 MDAAESERFLEGLVDWACQAPRV                                      
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       .::: :                                                       
gi|481 LDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGE 
              100       110       120       130       140       150 
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.7  bits: 19.9 E():   45 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (41-57:225-240) 
 
               20        30        40        50        60        70 
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
               80                                                   
AAD-12 VDWACQAPRV                                                   
                                                                    
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.7  bits: 19.9 E():   45 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (41-57:225-240) 
 
               20        30        40        50        60        70 
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
               80                                                   
AAD-12 VDWACQAPRV                                                   
                                                                    
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 72.7  bits: 16.5 E():   45 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (56-73:8-25) 
 
          30        40        50        60        70        80    
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV    
                                     :.. :. ....:..   :           
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK 
                                      10        20        30      
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 72.6  bits: 21.8 E():   45 
Smith-Waterman score: 50; 44.4% identity (63.0% similar) in 27 aa overlap (44-69:636-662) 
 
            20        30        40         50        60        70   
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVD 
                                     :: : : : : .:::  . ..:  :.:    
gi|278 SRGPSGPPGPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIG 
         610       620       630       640       650       660      
 
             80                                                     
AAD-12 WACQAPRV                                                     
                                                                    
gi|278 SPGRDGARGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAG 
         670       680       690       700       710       720      
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.6  bits: 18.0 E():   46 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (5-22:26-43) 
 
                                    10        20        30          
AAD-12                      SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                : .. :. :: :..  ::                  
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
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      40        50        60        70        80 
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                                 
gi|897 PYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
               70        80        90       100  
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 72.2  bits: 19.5 E():   48 
Smith-Waterman score: 44; 47.4% identity (63.2% similar) in 19 aa overlap (62-77:72-90) 
 
              40        50        60        70           80         
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW---ACQAPRV         
                                     :.. ::   :::   ::.:            
gi|144 TISKQVVFLIHGFLSTGNNENFVAMSKALIEKDDFLVISVDWKKGACNAFASTKDALGYS 
              50        60        70        80        90       100  
 
gi|144 KAVGNTRHVGKFVADFTKLLVEKYKVLISNIRLIGHSLGAHTSGFAGKEVQKLKLGKYKE 
             110       120       130       140       150       160  
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.1  bits: 19.9 E():   48 
Smith-Waterman score: 45; 23.4% identity (44.7% similar) in 47 aa overlap (14-57:347-393) 
 
                                10        20        30        40    
AAD-12                  SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ... : :   :: .    .  : :  
gi|625 DPMKKNVLVRADAPHTESMKWNWRSEKDLLENGAIFVASGCDPHLTPEQKSHLIPAEPGS 
        320       330       340       350       360       370       
 
            50           60        70        80 
AAD-12 PSLLIGRHA---HAIPGMDAAESERFLEGLVDWACQAPRV 
         : .   :   . .::                        
gi|625 AVLQLTSCAGTLKCVPGKPC                     
        380       390                           
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.7  bits: 18.4 E():   51 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (27-34:34-41) 
 
                   10        20        30        40        50       
AAD-12     SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
         60        70        80                                     
AAD-12 GMDAAESERFLEGLVDWACQAPRV                                     
                                                                    
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 71.5  bits: 18.4 E():   52 
Smith-Waterman score: 44; 35.4% identity (54.2% similar) in 48 aa overlap (11-56:79-122) 
 
                                   10        20        30        40 
AAD-12                     SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
                                     :. . :.  :  : : ::. .  . :  :  
gi|160 LGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGN--ITVGEDGTAA-INIVDKQIPL 
       50        60        70        80          90        100      
 
               50          60        70        80       
AAD-12 TGRPSLLIGRHA--HAIPGMDAAESERFLEGLVDWACQAPRV       
       :: :  .::: .  :. :                               
gi|160 TG-PHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          110       120       130       140       150   
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 41; 20.8% identity (79.2% similar) in 24 aa overlap (48-71:1-24) 
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        20        30        40        50        60        70        
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:....:.:       
gi|134                               MGVQTHVLELTSSVSAEKIFQGFVIDVDTV 
                                             10        20        30 
 
        80                                                          
AAD-12 PRV                                                          
                                                                    
gi|134 LPKAAPGAYKSVEIKGDGGPGTLKIITLPDGGPITTMTLRIDGVNKEALTFDYSVIDGDI 
               40        50        60        70        80        90 
 
>>gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A-I [  (262 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.4  bits: 19.1 E():   53 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (5-51:71-117) 
 
                                         10        20        30     
AAD-12                           SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
           40        50        60        70        80               
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV               
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|4587985|gb|AAD25927.1|AF084828_1 major allergenic p  (342 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 71.3  bits: 19.5 E():   53 
Smith-Waterman score: 49; 24.1% identity (56.9% similar) in 58 aa overlap (15-70:134-186) 
 
                               10        20        30        40     
AAD-12                 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG-- 
                                     : .::::   . . . .  ...:  ..:   
gi|458 MPRKPGMTRDDLFNSNASIVRDLAKVVAKVAPKAYIGVISNPVNSTVPIVAEVFKKAGVY 
           110       120       130       140       150       160    
 
             50        60        70        80                       
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV                       
        :. :.:     .  .:....  :: :.                                 
gi|458 DPKRLFG-----VTTLDTTRAATFLSGIAGSDPQTTNVPVIGGHSGVTIVPLISQAAQGD 
           170            180       190       200       210         
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.3  bits: 19.9 E():   53 
Smith-Waterman score: 46; 22.4% identity (55.2% similar) in 67 aa overlap (12-76:52-109) 
 
                                  10        20        30        40  
AAD-12                    SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     ....:: :.: :.. ..  .  ..       
gi|144 VEADVKLSDGYLARAAVPSGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIG----- 
              30        40        50        60        70            
 
              50        60        70          80                    
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVD-WA-CQAPRV                    
         :.: .:.      :.:    .. :.: :. :. :.                        
gi|144 --PAL-VGKDPTDQVGIDNFMVQQ-LDGTVNEWGWCKQKLGANAILAVSLAVCKAGAHVK 
            80        90        100       110       120       130   
 
gi|144 GIPLYEHIANLAGNKNLVLPVPAFNVINGGSHAGNKLAMQEFMILPVGASSFKEAMKMGA 
            140       150       160       170       180       190   
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.3  bits: 19.9 E():   53 
Smith-Waterman score: 46; 22.4% identity (55.2% similar) in 67 aa overlap (12-76:52-109) 
 
                                  10        20        30        40  
AAD-12                    SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     ....:: :.: :.. ..  .  ..       
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gi|144 VEADVKLSDGYLARAAVPRGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIG----- 
              30        40        50        60        70            
 
              50        60        70          80                    
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVD-WA-CQAPRV                    
         :.: .:.      :.:    .. :.: :. :. :.                        
gi|144 --PAL-VGKDPTDQVGIDNFMVQQ-LDGTVNEWGWCKQKLGANAILAVSLAVCKAGAHVK 
            80        90        100       110       120       130   
 
gi|144 GIPLYKHVANLAGNKNLVLPVPAFNVINGGSHAGNKLAMQEFMILPVGASSFKEAMKMGA 
            140       150       160       170       180       190   
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.2  bits: 19.5 E():   54 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (37-55:99-117) 
 
         10        20        30        40        50        60       
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
         70        80                                               
AAD-12 LEGLVDWACQAPRV                                               
                                                                    
gi|908 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
      130       140       150       160       170       180         
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.2  bits: 19.5 E():   54 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (37-55:100-118) 
 
         10        20        30        40        50        60       
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
         70        80                                               
AAD-12 LEGLVDWACQAPRV                                               
                                                                    
gi|118 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     130       140       150       160       170       180          
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.7  bits: 18.0 E():   57 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (20-37:25-42) 
 
                    10        20        30        40        50      
AAD-12      SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                               .:. . :.:  ..: ..:                   
gi|144 MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 PGMDAAESERFLEGLVDWACQAPRV                                    
                                                                    
gi|144 EIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVEVTASVD 
               70        80        90       100       110       120 
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.7  bits: 19.2 E():   58 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (5-51:71-117) 
 
                                         10        20        30     
AAD-12                           SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|473 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
           40        50        60        70        80               

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 5834



 

 

AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV               
        . .:. ..:.  :...                                            
gi|473 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A-II   (291 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.6  bits: 19.2 E():   58 
Smith-Waterman score: 43; 19.1% identity (53.2% similar) in 47 aa overlap (5-51:71-117) 
 
                                         10        20        30     
AAD-12                           SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . : .     : .:  
gi|170 QVPLVQEQQFQGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQPFRPQQPY 
               50        60        70        80        90       100 
 
           40        50        60        70        80               
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV               
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQILQQILQQQLIPCRDVVLQQHNIAHGSSQV 
              110       120       130       140       150       160 
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 70.4  bits: 19.9 E():   60 
Smith-Waterman score: 45; 23.5% identity (58.8% similar) in 51 aa overlap (18-65:265-315) 
 
                            10        20        30        40        
AAD-12              SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG-RPSL 
                                     : .. :..:..  . ::.: .     . :  
gi|144 AVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGGVMTPLIKRNTTIPTKKSE 
          240       250       260       270       280       290     
 
         50          60        70        80                         
AAD-12 LIGRHAHAIPG--MDAAESERFLEGLVDWACQAPRV                         
        .. ..   ::  ... :.::                                        
gi|144 TFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAPRGVPQIEVTFDLDANGIM 
          300       310       320       330       340       350     
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.3  bits: 18.4 E():   61 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (50-66:17-30) 
 
      20        30        40        50        60        70          
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|212               VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                             10        20           30        40    
 
      80                                                            
AAD-12 V                                                            
                                                                    
gi|212 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
            50        60        70        80        90       100    
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.3  bits: 18.4 E():   61 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (50-66:18-31) 
 
      20        30        40        50        60        70          
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|116              AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
      80                                                            
AAD-12 V                                                            
                                                                    
gi|116 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.3  bits: 18.4 E():   61 
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Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (50-66:18-31) 
 
      20        30        40        50        60        70          
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|144              AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
      80                                                            
AAD-12 V                                                            
                                                                    
gi|144 LTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|21673|emb|CAA35238.1| unnamed protein product [Trit  (307 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 70.2  bits: 19.2 E():   61 
Smith-Waterman score: 43; 22.0% identity (50.0% similar) in 50 aa overlap (2-51:86-131) 
 
                                            10        20        30  
AAD-12                              SLVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
                                     : : : .: . :      . : .     :  
gi|216 PFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQLPYPQPQ----LPYPQPQPFRPQ 
          60        70        80        90           100       110  
 
              40        50        60        70        80            
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV            
       .:  . .:. ..:.  :...                                         
gi|216 QPYPQSQPQYSQPQQPISQQQQQQQQQQQQKQQQQQQQQILQQILQQQLIPCRDVVLQQH 
             120       130       140       150       160       170  
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.2  bits: 19.2 E():   61 
Smith-Waterman score: 43; 27.8% identity (55.6% similar) in 36 aa overlap (20-55:234-269) 
 
                          10        20        30        40          
AAD-12            SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::  ..   .: . :.:   :.. :  .:  
gi|324 DPRTLNKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVIL 
           210       220       230       240       250       260    
 
      50        60        70        80               
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRV               
         .::.                                        
gi|324 SISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV 
           270       280       290       300         
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.1  bits: 18.0 E():   62 
Smith-Waterman score: 40; 30.0% identity (56.7% similar) in 30 aa overlap (30-59:114-143) 
 
                10        20        30        40        50          
AAD-12  SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ..:  ..:    :.: 
gi|189 HCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTVHNAPYCLGLD 
            90       100       110       120       130       140    
 
      60        70        80 
AAD-12 AAESERFLEGLVDWACQAPRV 
                             
gi|189 I                     
                             
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 70.1  bits: 19.9 E():   63 
Smith-Waterman score: 45; 26.4% identity (47.2% similar) in 53 aa overlap (13-56:338-387) 
 
                                 10        20        30             
AAD-12                   SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV----- 
                                     :: :   .. :.. :   ::   ..      
gi|258 RGNLDFVQPPRGRQEREHEERQQEQLQQERQQQGEQLMANGLEETFCSLRLKENIGNPER 
       310       320       330       340       350       360        
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            40        50        60        70        80              
AAD-12 ----HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV              
            :..:: : :   ..: .:                                      
gi|258 ADIFSPRAGRISTL---NSHNLPILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYVIRG 
       370       380          390       400       410       420     
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 40; 30.0% identity (56.7% similar) in 30 aa overlap (30-59:115-144) 
 
                10        20        30        40        50          
AAD-12  SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ..:  ..:    :.: 
gi|439 CRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
      60        70        80 
AAD-12 AAESERFLEGLVDWACQAPRV 
                             
gi|439 I                     
                             
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 40; 26.7% identity (60.0% similar) in 30 aa overlap (30-59:115-144) 
 
                10        20        30        40        50          
AAD-12  SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::   .:. ...  ..:    :.: 
gi|217 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
      60        70        80 
AAD-12 AAESERFLEGLVDWACQAPRV 
                             
gi|217 I                     
                             
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 70.0  bits: 17.7 E():   63 
Smith-Waterman score: 39; 31.8% identity (54.5% similar) in 22 aa overlap (51-72:20-41) 
 
               30        40        50        60        70        80 
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::  . . : :. :    :..:         
gi|730            MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
gi|730 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 70.0  bits: 17.7 E():   63 
Smith-Waterman score: 39; 31.8% identity (54.5% similar) in 22 aa overlap (51-72:20-41) 
 
               30        40        50        60        70        80 
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::  . . : :. :    :..:         
gi|191            MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
gi|191 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.0  bits: 18.4 E():   63 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (50-66:27-40) 
 
      20        30        40        50        60        70          
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
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                                     ::   .:..:    :::              
gi|194     MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEA 
                   10        20        30           40        50    
 
      80                                                            
AAD-12 V                                                            
                                                                    
gi|194 LTQYKCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVL 
            60        70        80        90       100       110    
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 69.6  bits: 15.8 E():   66 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (56-73:8-25) 
 
          30        40        50        60        70        80 
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     :.. :  ....:..   :        
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA 
                                      10        20        30   
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 69.4  bits: 18.4 E():   68 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (1-26:76-100) 
 
                                             10        20        30 
AAD-12                               SLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
               40        50        60        70        80           
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV           
                                                                    
gi|549 AKYPVGQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 69.4  bits: 18.4 E():   68 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (1-26:76-100) 
 
                                             10        20        30 
AAD-12                               SLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|549 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDI 
          50        60        70        80         90       100     
 
               40        50        60        70        80           
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV           
                                                                    
gi|549 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 69.4  bits: 18.4 E():   68 
Smith-Waterman score: 41; 30.8% identity (69.2% similar) in 26 aa overlap (1-26:77-101) 
 
                                             10        20        30 
AAD-12                               SLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::.. ..:... :  ..   :: ::     
gi|549 KIHNDFRNKVARGLETRGNPGPQPPAKNMNNLVWN-NELANIAQIWASQCKYGHDTCKDT 
         50        60        70        80         90       100      
 
               40        50        60        70        80           
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV           
                                                                    
gi|549 TKYNVGQNIAVSSSTAAVYENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWAK 
         110       120       130       140       150       160      
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 69.3  bits: 18.4 E():   69 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (1-26:81-105) 
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                                             10        20        30 
AAD-12                               SLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|115 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
               60        70        80         90       100          
 
               40        50        60        70        80           
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV           
                                                                    
gi|115 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
     110       120       130       140       150       160          
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 18.4 E():   69 
Smith-Waterman score: 41; 34.6% identity (50.0% similar) in 26 aa overlap (52-77:156-181) 
 
              30        40        50        60        70        80  
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV  
                                     :  . :.:  :   .:. : : :  :     
gi|833 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
         130       140       150       160       170       180      
 
gi|833 NVINWAEAENRYIAGDKGGHPFMKL 
         190       200       210 
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 69.0  bits: 15.8 E():   71 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (56-73:8-25) 
 
          30        40        50        60        70        80    
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV    
                                     :.. :  ....:..   :           
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK 
                                      10        20        30      
 
>>gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia mutic  (284 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 69.0  bits: 18.8 E():   72 
Smith-Waterman score: 42; 36.8% identity (73.7% similar) in 19 aa overlap (50-68:63-80) 
 
      20        30        40        50        60        70          
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     .:: ..  ..::: .:. :            
gi|219 EDSKAKIEEDLTSLQKKYTNLENEFDQVNEKHADSVAKLEAAE-KRLTETEDEIKGYTRK 
             40        50        60        70         80        90  
 
      80                                                            
AAD-12 V                                                            
                                                                    
gi|219 IQLLEDDLERTQTKLDEATGKLEEATKSADESERGRKVLESRSLADDDRIDGLEKQVKDA 
             100       110       120       130       140       150  
 
>>gi|21755|emb|CAA25593.1| unnamed protein product [Trit  (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.9  bits: 18.8 E():   72 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (5-51:71-117) 
 
                                         10        20        30     
AAD-12                           SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|217 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
           40        50        60        70        80               
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV               
        . .:. ..:.  :...                                            
gi|217 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|170720|gb|AAA34280.1| alpha/beta-gliadin precursor   (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.9  bits: 18.8 E():   72 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (5-51:71-117) 
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                                         10        20        30     
AAD-12                           SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
           40        50        60        70        80               
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV               
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|21761|emb|CAA26384.1| unnamed protein product [Trit  (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.9  bits: 18.8 E():   72 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (5-51:71-117) 
 
                                         10        20        30     
AAD-12                           SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|217 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQQFRPQQPY 
               50        60        70        80        90       100 
 
           40        50        60        70        80               
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV               
        . .:. ..:.  :...                                            
gi|217 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.9  bits: 18.4 E():   73 
Smith-Waterman score: 41; 34.6% identity (50.0% similar) in 26 aa overlap (52-77:167-192) 
 
              30        40        50        60        70        80  
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV  
                                     :  . :.:  :   .:. : : :  :     
gi|164 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
        140       150       160       170       180       190       
 
gi|164 NVINWAEAENRYIAGDKGGHPFMKL 
        200       210       220  
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.7  bits: 18.4 E():   74 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (1-26:99-123) 
 
                                             10        20        30 
AAD-12                               SLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|856 KEHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
               40        50        60        70        80           
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV           
                                                                    
gi|856 AKYQVGQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 68.7  bits: 18.4 E():   74 
Smith-Waterman score: 41; 34.6% identity (69.2% similar) in 26 aa overlap (1-26:99-123) 
 
                                             10        20        30 
AAD-12                               SLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:..: :. .    :: ::     
gi|162 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDV 
       70        80        90       100        110       120        
 
               40        50        60        70        80           
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV           
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gi|162 AKYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWAN 
       130       140       150       160       170       180        
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 68.6  bits: 15.8 E():   75 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (10-30:5-25) 
 
               10        20        30        40        50        60 
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA 
                :.: .: :  : : .   :.:                               
gi|462      TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXLSSA                   
                    10        20        30                          
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 68.5  bits: 19.6 E():   76 
Smith-Waterman score: 44; 23.9% identity (49.3% similar) in 71 aa overlap (4-69:85-155) 
 
                                          10        20              
AAD-12                            SLVYSQSKLGHVQQAGSAYIGY---GMDTT-AT 
                                     ::.. :    : ::.:.:    :  .:    
gi|112 TWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGLIFPGCPSTYEE 
           60        70        80        90       100       110     
 
      30        40        50        60         70        80         
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES-ERFLEGLVDWACQAPRV         
       : .   . . .     . .:.   .   .:. .. .:: ::                    
gi|112 PAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTGVAFWMYNDEDT 
          120       130       140       150       160       170     
 
gi|112 DVVTVTLSDTSSIHNQLDQFPRRFYLAGNQEQEFLRYQQQQGSRPHYRQISPRVRGDEQE 
          180       190       200       210       220       230     
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 19.2 E():   78 
Smith-Waterman score: 43; 35.0% identity (65.0% similar) in 20 aa overlap (9-28:133-152) 
 
                                     10        20        30         
AAD-12                       SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :: ... :.    : .::.:           
gi|746 IRKNEDVAYVEEDQIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVD 
            110       120       130       140       150       160   
 
       40        50        60        70        80                   
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV                   
                                                                    
gi|746 SGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASILSVKVFQG 
            170       180       190       200       210       220   
 
>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 19.2 E():   78 
Smith-Waterman score: 43; 35.0% identity (65.0% similar) in 20 aa overlap (9-28:133-152) 
 
                                     10        20        30         
AAD-12                       SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :: ... :.    : .::.:           
gi|129 IRKNEDVAYVEEDQIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVD 
            110       120       130       140       150       160   
 
       40        50        60        70        80                   
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV                   
                                                                    
gi|129 SGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASILSVKVFQG 
            170       180       190       200       210       220   
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.3  bits: 19.2 E():   78 
Smith-Waterman score: 43; 35.5% identity (54.8% similar) in 31 aa overlap (26-56:3-32) 
 
               10        20        30        40        50        60 
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA 
                                : : :.  :. .   .:   :  : ::..::     
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gi|238                        FITKAIPIV-LAALSAVNGAKILEAGPHAETIPNKYI 
                                       10        20        30       
 
               70        80                                         
AAD-12 AESERFLEGLVDWACQAPRV                                         
                                                                    
gi|238 VVMKKDVSDEAFSTHTTWLSQNLNRRLMRRSGSSKAMAGMQNKYSLGGIFRAYSGEFDDA 
         40        50        60        70        80        90       
 
>>gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea sati  (316 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 68.2  bits: 18.8 E():   79 
Smith-Waterman score: 42; 31.2% identity (53.1% similar) in 32 aa overlap (8-39:191-220) 
 
                                      10        20        30        
AAD-12                        SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     .: :  . :.:  . : :   .:   :: . 
gi|135 FVMENNKQTYCTSKSWPCVFGKQYYGRGPIQLTHNYNYGQAGKAIGADLINNP--DLVAT 
              170       180       190       200       210           
 
        40        50        60        70        80                  
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV                  
       .:                                                           
gi|135 NPTISFKTAIWFWMTPQANKPSSHDVIIGNWRPSAADTSAGRVPSYGVITNIINGGLECG 
      220       230       240       250       260       270         
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 68.0  bits: 15.1 E():   81 
Smith-Waterman score: 36; 44.0% identity (56.0% similar) in 25 aa overlap (9-33:2-24) 
 
               10        20        30        40        50        60 
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA 
               ::..  :  :  : :. : :::  :                            
gi|751        DLGYAP-ATPAAPGAGY-TPATPAAP                            
                       10         20                                
 
               70        80 
AAD-12 AESERFLEGLVDWACQAPRV 
 
>>gi|253683676|gb|ACT33296.1| putative tabinhibitin 9 [T  (252 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.9  bits: 18.5 E():   81 
Smith-Waterman score: 41; 42.9% identity (71.4% similar) in 14 aa overlap (1-14:139-152) 
 
                                             10        20        30 
AAD-12                               SLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     ::. .  : ::.:.                 
gi|253 EAYKCRHTLRFWTPGQLNFEFYADKMPFTMSLISTAIKRGHMQKHNITRDIVEKYQPVGP 
      110       120       130       140       150       160         
 
               40        50        60        70        80           
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV           
                                                                    
gi|253 KGNVKELALAIFDRVTAVGCGLTTWKLGGKARAFFTCNFFSENDYNRPVYKTGNSPGEKC 
      170       180       190       200       210       220         
 
>>gi|289064179|gb|ADC80503.1| non-specific lipid transfe  (118 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.8  bits: 17.3 E():   83 
Smith-Waterman score: 38; 66.7% identity (88.9% similar) in 9 aa overlap (52-60:81-89) 
 
              30        40        50        60        70        80  
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV  
                                     : ::::..:                      
gi|289 ASCCSGVRSLNAAAKTTPDRQAVCNCLKSAAGAIPGFNANNAGILPGKCGVSIPYKISTS 
               60        70        80        90       100       110 
 
gi|289 TNCATIKF 
                
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.7  bits: 15.1 E():   84 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (27-33:5-11) 
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               10        20        30        40        50        60 
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA 
                                 : .:.::                            
gi|751                       TKSQTHVPIRPNKLVLKVQKDRATN              
                                     10        20                   
 
               70        80 
AAD-12 AESERFLEGLVDWACQAPRV 
 
>>gi|74035841|emb|CAJ28930.1| Ves g 5 allergen precursor  (204 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.6  bits: 18.1 E():   85 
Smith-Waterman score: 40; 30.8% identity (69.2% similar) in 26 aa overlap (1-26:76-100) 
 
                                             10        20        30 
AAD-12                               SLVYSQSKLGHVQQAGSAYIGYGMDTTATP 
                                     .::... .:... :. .    :: ::     
gi|740 KEHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYIAQVWANQCQYGHDTCRDV 
          50        60        70        80         90       100     
 
               40        50        60        70        80           
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV           
                                                                    
gi|740 AKYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWAN 
          110       120       130       140       150       160     
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.6  bits: 18.1 E():   85 
Smith-Waterman score: 40; 34.5% identity (51.7% similar) in 29 aa overlap (16-44:139-165) 
 
                              10        20        30        40      
AAD-12                SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS 
                                     :  :.  :. :. . :  : .::   : :  
gi|116 KYAGVFVSTGTLGGGQETTAITSMSTLVDHGFIYVPLGYKTAFSMLANLDEVH--GGSPW 
      110       120       130       140       150       160         
 
          50        60        70        80    
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV    
                                              
gi|116 GAGTFSAGDGSRQPSELELNIAQAQGKAFYEAVAKAHQ 
        170       180       190       200     
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.5  bits: 18.5 E():   86 
Smith-Waterman score: 41; 37.5% identity (81.2% similar) in 16 aa overlap (55-70:1-16) 
 
           30        40        50        60        70        80     
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV     
                                     .::..:.. : .:. :               
gi|857                               MPGQQATKHESLLDQLSLKGKVVVVTGASG 
                                             10        20        30 
 
gi|857 PKGMGIEAARGCAEMGAAVAITYASRAQGAEENVKELEKTYGIKAKAYKCQVDSYESCEK 
               40        50        60        70        80        90 
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.4  bits: 15.1 E():   87 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (39-49:10-20) 
 
       10        20        30        40        50        60         
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
                                     :.:  :..: :                    
gi|147                      AKITFTNNXPNTVWPGILTGFGQKPQ              
                                    10        20                    
 
       70        80 
AAD-12 GLVDWACQAPRV 
 
>>gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-termi  (34 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 67.4  bits: 15.5 E():   88 
Smith-Waterman score: 33; 25.0% identity (58.3% similar) in 24 aa overlap (56-79:8-31) 
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          30        40        50        60        70        80   
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV   
                                     : . :.   ..::. . .  . ::    
gi|691                        AIGDKPGPKITATYXXKWLEAKATFYGSNPRGAA 
                                      10        20        30     
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 18.1 E():   88 
Smith-Waterman score: 40; 38.5% identity (42.3% similar) in 26 aa overlap (21-46:60-85) 
 
                         10        20        30        40        50 
AAD-12           SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     :  :  :  :  : ::.   :  : :     
gi|613 CLEYSNVGFTDAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIA 
      30        40        50        60        70        80          
 
               60        70        80                               
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRV                               
                                                                    
gi|613 QRWANQCTFEHDACRNVERFAVGQNIAATSSSGKNKSTLSDMILLWYNEVKDFDNRWISS 
      90       100       110       120       130       140          
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.3  bits: 17.0 E():   88 
Smith-Waterman score: 37; 38.9% identity (50.0% similar) in 18 aa overlap (56-73:25-42) 
 
          30        40        50        60        70        80      
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV      
                                     ::   :: :   .:  .:             
gi|126       TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTKKGNLWEV 
                     10        20        30        40        50     
 
gi|126 KSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
           60        70        80        90        
 
>>gi|69552|pir||MEHB2 melittin, minor - honeybee          (27 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.2  bits: 15.1 E():   90 
Smith-Waterman score: 32; 30.8% identity (61.5% similar) in 13 aa overlap (67-79:13-25) 
 
         40        50        60        70        80  
AAD-12 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV  
                                     : .:..:  .  :   
gi|695                   GIGAVLKVLTTGLPALISWISRKKRQQ 
                                 10        20        
 
>>gi|9087152|sp|P81294.1|MPAJ1_JUNAS RecName: Full=Major  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.1  bits: 18.8 E():   90 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (37-55:120-138) 
 
         10        20        30        40        50        60       
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|908 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHSLHIHGCNT 
      90       100       110       120       130       140          
 
         70        80                                               
AAD-12 LEGLVDWACQAPRV                                               
                                                                    
gi|908 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.1  bits: 18.8 E():   90 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (37-55:120-138) 
 
         10        20        30        40        50        60       
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
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         70        80                                               
AAD-12 LEGLVDWACQAPRV                                               
                                                                    
gi|810 SVLGNVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8843921|gb|AAF80166.1| pollen major allergen 1-1 [J  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.1  bits: 18.8 E():   90 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (37-55:120-138) 
 
         10        20        30        40        50        60       
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
         70        80                                               
AAD-12 LEGLVDWACQAPRV                                               
                                                                    
gi|884 SVLGDVLVSESIGVVPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8843917|gb|AAF80164.1| pollen major allergen 1-2 [J  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.1  bits: 18.8 E():   90 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (37-55:120-138) 
 
         10        20        30        40        50        60       
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
         70        80                                               
AAD-12 LEGLVDWACQAPRV                                               
                                                                    
gi|884 SVLGDVLVSESIGVVPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIF 
     150       160       170       180       190       200          
 
>>gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.1  bits: 18.8 E():   90 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (37-55:120-138) 
 
         10        20        30        40        50        60       
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLEMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
         70        80                                               
AAD-12 LEGLVDWACQAPRV                                               
                                                                    
gi|810 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.1  bits: 18.8 E():   90 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (37-55:120-138) 
 
         10        20        30        40        50        60       
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|151 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
         70        80                                               
AAD-12 LEGLVDWACQAPRV                                               
                                                                    
gi|151 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen all  (367 aa) 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 5845



 

 

 initn:  42 init1:  42 opt:  42  Z-score: 67.1  bits: 18.8 E():   90 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (37-55:120-138) 
 
         10        20        30        40        50        60       
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHSCNT 
      90       100       110       120       130       140          
 
         70        80                                               
AAD-12 LEGLVDWACQAPRV                                               
                                                                    
gi|810 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLPDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.1  bits: 18.8 E():   90 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (37-55:120-138) 
 
         10        20        30        40        50        60       
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
         70        80                                               
AAD-12 LEGLVDWACQAPRV                                               
                                                                    
gi|810 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.1  bits: 18.8 E():   90 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (37-55:120-138) 
 
         10        20        30        40        50        60       
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
         70        80                                               
AAD-12 LEGLVDWACQAPRV                                               
                                                                    
gi|810 SVLGNVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|190684057|gb|ACE82289.1| glutathione transferase [T  (222 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 67.0  bits: 18.1 E():   92 
Smith-Waterman score: 40; 32.4% identity (59.5% similar) in 37 aa overlap (28-60:50-86) 
 
                  10        20        30        40           50     
AAD-12    SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP---SLLIGRHAH- 
                                     :.:..  . :  . :::   ::.: .. .  
gi|190 RVRIALAEKGLPYEYAEEDLMAGKSDRLLRANPVHKKIPVLLHDGRPVNESLIILQYLED 
      20        30        40        50        60        70          
 
            60        70        80                                  
AAD-12 AIPGMDAAESERFLEGLVDWACQAPRV                                  
       :.:   :                                                      
gi|190 AFPDAPALLPSDPYARAQARFWADYVDKKVYDCGSRLWKLKGEPQAQARAEMLDILKTLD 
      80        90       100       110       120       130          
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.9  bits: 19.2 E():   93 
Smith-Waterman score: 43; 46.7% identity (66.7% similar) in 15 aa overlap (2-16:193-207) 
 
                                            10        20        30  
AAD-12                              SLVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
                                     : :.: . :: .: :                
gi|186 VSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEENEGGSILS 
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            170       180       190       200       210       220   
 
              40        50        60        70        80            
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV            
                                                                    
gi|186 GFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQRPQEEEEE 
            230       240       250       260       270       280   
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.9  bits: 19.2 E():   93 
Smith-Waterman score: 43; 46.7% identity (66.7% similar) in 15 aa overlap (2-16:193-207) 
 
                                            10        20        30  
AAD-12                              SLVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
                                     : :.: . :: .: :                
gi|186 VSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEENEGGSILS 
            170       180       190       200       210       220   
 
              40        50        60        70        80            
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV            
                                                                    
gi|186 GFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQRPQEEEEE 
            230       240       250       260       270       280   
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.7 E():   95 
Smith-Waterman score: 39; 35.3% identity (70.6% similar) in 17 aa overlap (19-35:118-134) 
 
                           10        20        30        40         
AAD-12             SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI 
                                     :. . :...: : . ::              
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
       50        60        70        80 
AAD-12 GRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                        
gi|195 ALEKFDKALKALPMHIRLSFNPTQLEEQCHI  
       150       160       170          
 
>>gi|14424466|sp|P35778.2|VA3_SOLIN RecName: Full=Venom   (234 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 18.1 E():   96 
Smith-Waterman score: 40; 38.5% identity (42.3% similar) in 26 aa overlap (21-46:82-107) 
 
                         10        20        30        40        50 
AAD-12           SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     :  :  :  :  : ::.   :  : :     
gi|144 CLEYSNVGFTDAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIA 
              60        70        80        90       100       110  
 
               60        70        80                               
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRV                               
                                                                    
gi|144 QRWANQCTFEHDACRNVERFAVGQNIAATSSSGKNKSTPNEMILLWYNEVKDFDNRWISS 
             120       130       140       150       160       170  
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.6  bits: 18.9 E():   97 
Smith-Waterman score: 42; 24.2% identity (48.5% similar) in 33 aa overlap (14-46:349-381) 
 
                                10        20        30        40    
AAD-12                  SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ..  : : . :: .    .  : :. 
gi|113 DIIKKNVLARTGTGNAESMSWNWRTDRDLLENGAIFLPSGSDPVLTPEQKAGMIPAEPGE 
      320       330       340       350       360       370         
 
            50        60        70        80 
AAD-12 PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
         :                                   
gi|113 AVLRLTSSAGVLSCHQGAPC                  
      380       390                          

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 5847



 

 

 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.4  bits: 17.0 E():   99 
Smith-Waterman score: 37; 41.2% identity (58.8% similar) in 17 aa overlap (49-65:82-98) 
 
       20        30        40        50        60        70         
AAD-12 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                     :  :.: :  . :: :.              
gi|215 NELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMGFGLFD 
              60        70        80        90       100       110  
 
       80 
AAD-12 RV 
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 66.3  bits: 14.3 E(): 1e 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (24-31:10-17) 
 
               10        20        30        40        50        60 
AAD-12 SLVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA 
                              :.:  :::                              
gi|244               IGNEDCTPWMSTLITPLP                             
                             10                                     
 
               70        80 
AAD-12 AESERFLEGLVDWACQAPRV 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:58 2011 done: Fri Jan 21 00:02:58 2011 
 Total Scan time:  0.060 Total Display time:  0.070 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 165  - 244 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     0     2:* 
  32     2     8:= * 
  34    19    22:=======* 
  36    31    44:===========   * 
  38    50    73:=================       * 
  40    68   102:=======================          * 
  42   105   125:===================================      * 
  44   145   138:=============================================*=== 
  46   117   140:=======================================       * 
  48   127   134:=========================================== * 
  50   109   122:=====================================   * 
  52   131   108:===================================*======== 
  54    97    92:==============================*== 
  56   111    77:=========================*=========== 
  58    84    63:====================*======= 
  60    58    51:================*=== 
  62    39    41:=============* 
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  64    37    33:==========*== 
  66    30    26:========*= 
  68    24    20:======*= 
  70    27    16:=====*=== 
  72    19    12:===*=== 
  74     6    10:== * 
  76     4     8:==* 
  78    21     6:=*===== 
  80     7     5:=*= 
  82     3     3:* 
  84    11     3:*=== 
  86     1     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     2     1:*         :*= 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.79930.00284; mu= 10.2325 0.148 
 mean_var=28.9575 7.333, 0's: 2 Z-trim: 2  B-trim: 71 in 1/43 
 Lambda= 0.238338 
 Kolmogorov-Smirnov  statistic: 0.0913 (N=29) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   58 24.3    0.89 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   57 24.1     2.7 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   56 23.7       3 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   55 23.4     4.8 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 23.8     6.6 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 23.8     6.7 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   54 23.1     8.7 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   51 22.0     9.2 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 18.9     9.2 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   47 20.4     9.2 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   52 22.3      10 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   49 21.2      11 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 21.6      11 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   50 21.6      11 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   50 21.6      11 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   48 20.8      11 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   53 22.7      11 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   50 21.6      12 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   51 22.0      12 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   51 22.0      13 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 21.3      16 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   45 19.8      16 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.8      17 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.8      17 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.8      17 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   47 20.5      17 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 21.3      18 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 22.1      19 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   49 21.3      21 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 16.4      21 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 20.6      22 
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gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 20.6      22 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 20.6      22 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 20.6      22 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 20.6      22 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 20.6      22 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 20.6      22 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 20.6      22 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 20.6      22 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 20.6      22 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 20.6      22 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 20.6      22 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 20.6      22 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 20.6      22 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 19.4      22 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   48 21.0      23 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   48 21.0      23 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 19.1      24 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   43 19.1      27 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   43 19.1      29 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   43 19.1      29 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   47 20.6      32 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 20.3      33 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   45 19.9      34 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   45 19.9      35 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 20.6      36 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   44 19.5      36 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 19.5      40 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.8      41 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   42 18.8      41 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.8      41 
gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   42 18.8      41 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 16.5      41 
gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Veno ( 204)   43 19.1      41 
gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Veno ( 204)   43 19.1      41 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   40 18.0      43 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   44 19.5      43 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.9      43 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.9      43 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 19.5      43 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.8      44 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 16.5      44 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 18.0      45 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   44 19.5      46 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.9      47 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.4      50 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   41 18.4      51 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   41 18.4      51 
gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A ( 262)   43 19.2      52 
gi|4587985|gb|AAD25927.1|AF084828_1 major allergen ( 342)   44 19.6      52 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.9      52 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   45 19.9      52 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   44 19.6      52 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   44 19.6      52 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   42 18.8      53 
gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   43 19.2      56 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 18.1      56 
gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A ( 291)   43 19.2      57 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   45 20.0      58 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 18.4      59 
gi|21673|emb|CAA35238.1| unnamed protein product [ ( 307)   43 19.2      59 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   43 19.2      60 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 18.4      60 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 18.4      60 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   45 20.0      61 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   40 18.1      61 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   40 18.1      62 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   40 18.1      62 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   39 17.7      62 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   39 17.7      62 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 18.4      62 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 15.8      65 
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gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   41 18.5      68 
gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia m ( 284)   42 18.8      70 
gi|21755|emb|CAA25593.1| unnamed protein product [ ( 286)   42 18.8      71 
gi|21761|emb|CAA26384.1| unnamed protein product [ ( 286)   42 18.8      71 
gi|170720|gb|AAA34280.1| alpha/beta-gliadin precur ( 286)   42 18.8      71 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 15.8      71 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   41 18.5      71 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   44 19.6      74 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 15.8      74 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   43 19.2      76 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   43 19.2      76 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   43 19.2      76 
gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea  ( 316)   42 18.9      77 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.1      81 
gi|289064179|gb|ADC80503.1| non-specific lipid tra ( 118)   38 17.4      82 
gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Veno ( 204)   40 18.1      83 
gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Veno ( 204)   40 18.1      83 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   40 18.1      83 
gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Veno ( 205)   40 18.1      84 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   41 18.5      84 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.1      84 
gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allerg ( 209)   40 18.1      85 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   40 18.1      86 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.1      87 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   37 17.0      87 
gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-t (  34)   33 15.5      87 
gi|9087152|sp|P81294.1|MPAJ1_JUNAS RecName: Full=M ( 367)   42 18.9      88 
gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen ( 367)   42 18.9      88 
gi|8843921|gb|AAF80166.1| pollen major allergen 1- ( 367)   42 18.9      88 
gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen ( 367)   42 18.9      88 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   42 18.9      88 
gi|8843917|gb|AAF80164.1| pollen major allergen 1- ( 367)   42 18.9      88 
gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen ( 367)   42 18.9      88 
gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen ( 367)   42 18.9      88 
gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen ( 367)   42 18.9      88 
gi|69552|pir||MEHB2 melittin, minor - honeybee     (  27)   32 15.1      90 
gi|190684057|gb|ACE82289.1| glutathione transferas ( 222)   40 18.1      90 
gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glyc ( 495)   43 19.3      91 
gi|18615|emb|CAA26723.1| unnamed protein product [ ( 495)   43 19.3      91 
gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespu ( 227)   40 18.1      91 
gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulga ( 227)   40 18.1      91 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   39 17.8      93 
gi|14424466|sp|P35778.2|VA3_SOLIN RecName: Full=Ve ( 234)   40 18.1      94 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   42 18.9      94 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   37 17.0      98 
gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ov ( 705)   44 19.7      98 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 14.3   1e 
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  50 init1:  50 opt:  58  Z-score: 103.3  bits: 24.3 E(): 0.89 
Smith-Waterman score: 58; 40.0% identity (62.5% similar) in 40 aa overlap (37-72:79-117) 
 
         10        20        30        40          50          60   
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHA--HAIPGMDAAES 
                                     .::. ::.:  ::   :  :   :.. :.  
gi|121 DLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPEN-RPALKTLIDGLASSHKARGIEKAQF 
       50        60        70        80         90       100        
 
             70        80                           
AAD-12 ERFLEGLVDWACQAPRVH                           
       :.:  .:::.                                   
gi|121 EEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
       110       120       130       140       150  
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 94.7  bits: 24.1 E():  2.7 
Smith-Waterman score: 57; 24.5% identity (53.1% similar) in 49 aa overlap (11-56:345-393) 
 
                                   10        20        30        40 
AAD-12                     LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ... :.: . :: .    .  :  
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gi|113 PDERSKKNVLGRHGEAAAESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEP 
          320       330       340       350       360       370     
 
               50           60        70        80 
AAD-12 GRPSLLIGRHAHAI---PGMDAAESERFLEGLVDWACQAPRVH 
       :. .: .   : ..   ::                         
gi|113 GESALSLTSSAGVLSCQPGAPC                      
          380       390                            
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 93.9  bits: 23.7 E():    3 
Smith-Waterman score: 56; 29.6% identity (53.7% similar) in 54 aa overlap (16-67:25-73) 
 
                        10        20        30        40         50 
AAD-12          LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET-GRPSLLIGRH 
                               .:  ::.  : :::  : . . : : . :.       
gi|249 MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPAT----- 
               10        20        30        40        50           
 
                60        70        80                              
AAD-12 AHAIP-GMDAAESERFLEGLVDWACQAPRVH                              
         :.: :  ..: ....:                                           
gi|249 PAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGLA 
          60        70        80        90       100       110      
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 90.2  bits: 23.4 E():  4.8 
Smith-Waterman score: 55; 42.9% identity (61.9% similar) in 21 aa overlap (57-77:246-266) 
 
         30        40        50        60        70        80       
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH       
                                     ::.: :: . .:: :   . :          
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
 
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 87.7  bits: 23.8 E():  6.6 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (4-21:283-300) 
 
                                          10        20        30    
AAD-12                            LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
            40        50        60        70        80              
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH              
                                                                    
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 87.6  bits: 23.8 E():  6.7 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (4-21:289-306) 
 
                                          10        20        30    
AAD-12                            LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
 
            40        50        60        70        80              
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH              
                                                                    
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
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 initn:  54 init1:  54 opt:  54  Z-score: 85.6  bits: 23.1 E():  8.7 
Smith-Waterman score: 54; 34.8% identity (65.2% similar) in 23 aa overlap (7-29:552-574) 
 
                                       10        20        30       
AAD-12                         LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::   ..  :        
gi|217 QGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYPTSVQQPGQGQQSG 
             530       540       550       560       570       580  
 
         40        50        60        70        80                 
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH                 
                                                                    
gi|217 QGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQPATQLPTVCRMEGG 
             590       600       610       620       630       640  
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 85.2  bits: 22.0 E():  9.2 
Smith-Waterman score: 51; 36.1% identity (55.6% similar) in 36 aa overlap (14-44:21-56) 
 
                      10          20           30        40         
AAD-12        LVYSQSKLGHVQQAGS--AYIGYGMDTTATP---LRPLVKVHPETGRPSLLIG 
                           :::  : .:::  : :.:     : . . :  ..:.     
gi|330 MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKAT 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVH                             
                                                                    
gi|330 TEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESS 
               70        80        90       100       110       120 
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 85.2  bits: 18.9 E():  9.2 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (9-29:5-25) 
 
               10        20        30        40        50        60 
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA 
               :.:..: :. .::  .  :.:                                
gi|462     AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKNLNSA                   
                   10        20        30                           
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 85.1  bits: 20.4 E():  9.2 
Smith-Waterman score: 47; 27.5% identity (50.0% similar) in 40 aa overlap (22-61:19-58) 
 
               10        20        30        40        50        60 
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA 
                            :.: ::  :. :.:.        .     :.:. : :.  
gi|135    MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDVK 
                  10        20        30        40        50        
 
               70        80                                  
AAD-12 ESERFLEGLVDWACQAPRVH                                  
       .                                                     
gi|135 DLLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD 
        60        70        80        90       100       110 
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 84.5  bits: 22.3 E():   10 
Smith-Waterman score: 52; 27.6% identity (56.9% similar) in 58 aa overlap (28-77:46-103) 
 
                  10        20        30           40          50   
AAD-12    LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL---VKVHPETGRPSLL--IGRH-- 
                                     :::::    ...: ....:  :  .: .   
gi|253 IEEPEMIAPTPPGQFPHQQPISSPNRTSRNTPLRPESTEIETHHHANHPPALPVLGMQLP 
          20        30        40        50        60        70      
 
                60        70        80                              
AAD-12 -AHAIPGMDAAESERFLEGLVDWACQAPRVH                              
          ..:  . :.:.  :.  .:   .::                                 
gi|253 VPGTVPESSRAQSRASLNLDIDLDLHAPSHPSHLSHGAPHEQEHAHEIQRHRAHSAQSSA 
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          80        90       100       110       120       130      
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 84.1  bits: 21.2 E():   11 
Smith-Waterman score: 49; 21.4% identity (44.3% similar) in 70 aa overlap (8-77:31-100) 
 
                                      10        20        30        
AAD-12                        LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :. :  . :::..::  .     . ::    
gi|616 NEIAXAKIDLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCA 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH                  
        . :  .  : :  . :    ...   .     . .:. :                     
gi|616 SQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNK 
               70        80        90       100       110       120 
 
gi|616 IREALAQTHSAIAVIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYW 
              130       140       150       160       170       180 
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.0  bits: 21.6 E():   11 
Smith-Waterman score: 50; 32.1% identity (57.1% similar) in 28 aa overlap (17-44:1-28) 
 
               10        20        30        40        50        60 
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA 
                       : .:::  : :.:    . . :  ..:.                 
gi|295                 ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQKLIEKINA 
                               10        20        30        40     
 
               70        80                                         
AAD-12 ESERFLEGLVDWACQAPRVH                                         
                                                                    
gi|295 GFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAA 
           50        60        70        80        90       100     
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 84.0  bits: 21.6 E():   11 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (17-67:1-43) 
 
               10        20        30        40        50        60 
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA 
                       : .:::    :::  : .   : :  :.   :  :    :  .. 
gi|109                 ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA---AGKATT 
                                  10        20          30          
 
               70        80                                         
AAD-12 ESERFLEGLVDWACQAPRVH                                         
       : ....:                                                      
gi|109 EEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSK 
         40        50        60        70        80        90       
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 84.0  bits: 21.6 E():   11 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (17-67:1-43) 
 
               10        20        30        40        50        60 
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA 
                       : .:::    :::  : .   : :  :.   :  :    :  .. 
gi|239                 ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA---AGKATT 
                                  10        20          30          
 
               70        80                                         
AAD-12 ESERFLEGLVDWACQAPRVH                                         
       : ....:                                                      
gi|239 EEQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSK 
         40        50        60        70        80        90       
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 84.0  bits: 20.8 E():   11 
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Smith-Waterman score: 48; 25.6% identity (53.5% similar) in 43 aa overlap (21-63:23-65) 
 
                 10        20        30        40        50         
AAD-12   LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                             ...:  ..::  :.:   :. .    .     :::. : 
gi|344 MTGVKTHLQHELKRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPD 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 AAESERFLEGLVDWACQAPRVH                                       
         ..:                                                        
gi|344 EFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDS 
               70        80        90       100       110       120 
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.6  bits: 22.7 E():   11 
Smith-Waterman score: 53; 34.8% identity (60.9% similar) in 23 aa overlap (7-29:564-586) 
 
                                       10        20        30       
AAD-12                         LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::   .   :        
gi|217 QGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYPTSLQQPGQGQQSG 
           540       550       560       570       580       590    
 
         40        50        60        70        80                 
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH                 
                                                                    
gi|217 QGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQPATQLPTVCRMEGG 
           600       610       620       630       640       650    
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 83.4  bits: 21.6 E():   12 
Smith-Waterman score: 50; 32.1% identity (52.8% similar) in 53 aa overlap (16-67:25-68) 
 
                        10        20        30        40        50  
AAD-12          LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                               .: .:::    :::  : .   : :  :.      : 
gi|398 MAVHQYTVALFLAVALVAGPAASYAADLGYG---PATPAAPAAGYTPAT--PA----APA 
               10        20        30           40              50  
 
               60        70        80                               
AAD-12 HAIP-GMDAAESERFLEGLVDWACQAPRVH                               
       .: : :  ..: ....:                                            
gi|398 EAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGAASNKAFAEGLSG 
              60        70        80        90       100       110  
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 83.2  bits: 22.0 E():   12 
Smith-Waterman score: 51; 28.3% identity (51.7% similar) in 60 aa overlap (22-76:2-60) 
 
               10        20        30        40        50           
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG---- 
                            :. : : :.  :. .   .:   :  : ::.:::.     
gi|581                     MGFITKAIPIV-LAALSTVNGARILEAGPHAEAIPNKYIV 
                                   10         20        30          
 
          60        70        80                                    
AAD-12 -MDAAESERFLEGLVDWACQAPRVH                                    
        :    :.. ... . :  :.                                        
gi|581 VMKREVSDEAFNAHTTWLSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRAYSGEFDDAM 
      40        50        60        70        80        90          
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 82.4  bits: 22.0 E():   13 
Smith-Waterman score: 51; 41.7% identity (66.7% similar) in 24 aa overlap (9-31:219-242) 
 
                                     10        20         30        
AAD-12                       LVYSQSKLGHVQQAGSAYIGYGMDT-TATPLRPLVKVH 
                                     :  ..: .  .:.:::: ::  .:       
gi|303 AGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALADVLGFGMDTETARKVRGEDDQR 
      190       200       210       220       230       240         
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        40        50        60        70        80                  
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH                  
                                                                    
gi|303 GHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICSATFIQNIDNPAEADFYNPRAG 
      250       260       270       280       290       300         
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.0  bits: 21.3 E():   16 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (14-30:200-216) 
 
                                10        20        30        40    
AAD-12                  LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
            50        60        70        80                        
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH                        
                                                                    
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 80.7  bits: 19.8 E():   16 
Smith-Waterman score: 45; 32.0% identity (72.0% similar) in 25 aa overlap (1-25:53-77) 
 
                                             10        20        30 
AAD-12                               LVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
                                     :.... .. :::.:.. :   .: :      
gi|527 VDFFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAAQQYGITAMPTFMFFK 
             30        40        50        60        70        80   
 
               40        50        60        70        80 
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                                          
gi|527 EGKQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA            
             90       100       110       120             
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 80.2  bits: 19.8 E():   17 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (19-36:24-41) 
 
                    10        20        30        40        50      
AAD-12      LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|121 MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSLSTFKNTE 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 GMDAAESERFLEGLVDWACQAPRVH                                    
                                                                    
gi|121 IKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDG 
               70        80        90       100       110       120 
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 80.2  bits: 19.8 E():   17 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (19-36:24-41) 
 
                    10        20        30        40        50      
AAD-12      LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|379 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 GMDAAESERFLEGLVDWACQAPRVH                                    
                                                                    
gi|379 IKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTATVGD 
               70        80        90       100       110       120 
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 5856



 

 

>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 80.2  bits: 19.8 E():   17 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (19-36:24-41) 
 
                    10        20        30        40        50      
AAD-12      LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|144 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 GMDAAESERFLEGLVDWACQAPRVH                                    
                                                                    
gi|144 IKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTASVGD 
               70        80        90       100       110       120 
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 80.2  bits: 20.5 E():   17 
Smith-Waterman score: 47; 21.7% identity (52.2% similar) in 46 aa overlap (15-57:62-107) 
 
                               10        20        30           40  
AAD-12                 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE---TG 
                                     :..:.: . .. :     . . . .   .: 
gi|201 DATPVLDVAGKELDSRLSYRIISTFWGALGGDVYLGKSPNSDAPCANGIFRYNSDVGPSG 
              40        50        60        70        80        90  
 
              50        60        70        80                      
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH                      
        :  .::  .:   :.                                             
gi|201 TPVRFIGSSSHFGQGIFENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTI 
             100       110       120       130       140       150  
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 79.9  bits: 21.3 E():   18 
Smith-Waterman score: 49; 24.5% identity (49.0% similar) in 49 aa overlap (11-56:341-389) 
 
                                   10        20        30        40 
AAD-12                     LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ..  :.: . :: .    .  :  
gi|113 ASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMIPAEP 
              320       330       340       350       360       370 
 
               50           60        70        80 
AAD-12 GRPSLLIGRHAHAI---PGMDAAESERFLEGLVDWACQAPRVH 
       :.  : .   : ..   ::                         
gi|113 GEAVLRLTSSAGVLSCQPGAPC                      
              380       390                        
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.5  bits: 22.1 E():   19 
Smith-Waterman score: 51; 21.3% identity (52.0% similar) in 75 aa overlap (4-78:208-276) 
 
                                          10        20        30    
AAD-12                            LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : .. :. :: :..  ::     ..: .:  
gi|220 QGQQGYYPSSLQQPGQGQQIGQGQQGYYPTSLQQPGQGQQIGQGQQGY---YPTSPQHPG 
       180       190       200       210       220          230     
 
            40        50        60        70        80              
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH              
        . .:  :.    ::.  .   : . .....  .:   .   .:.                
gi|220 QRQQPGQGQQ---IGQGQQLGQGRQIGQGQQSGQGQQGYYPTSPQQLGQGQQPGQWQQSG 
          240          250       260       270       280       290  
 
gi|220 QGQQGYYPTSQQQPGQGQQGQYPASQQQPGQGQQGQYPASQQQPGQGQQGQYPASQQQPG 
             300       310       320       330       340       350  
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.8  bits: 21.3 E():   21 
Smith-Waterman score: 49; 33.3% identity (46.7% similar) in 30 aa overlap (20-49:90-119) 
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                          10        20        30        40          
AAD-12            LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     : ::   . :  : .   :. :: .   :: 
gi|259 GVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGR 
      60        70        80        90       100       110          
 
      50        60        70        80                              
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVH                              
                                                                    
gi|259 FQDRHQKIRRFRRGDIIAIPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLA 
     120       130       140       150       160       170          
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 78.8  bits: 16.4 E():   21 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (50-55:8-13) 
 
      20        30        40        50        60        70          
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::: .:                         
gi|131                        GPVGGVVHAHMMPLL                       
                                      10                            
 
      80 
AAD-12 H 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.4  bits: 20.6 E():   22 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (17-44:1-31) 
 
               10        20           30        40        50        
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGM 
                       : .:::  : :.:     : . . :  ..:.              
gi|217                 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEK 
                               10        20        30        40     
 
        60        70        80                                      
AAD-12 DAAESERFLEGLVDWACQAPRVH                                      
                                                                    
gi|217 KNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL 
           50        60        70        80        90       100     
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.4  bits: 20.6 E():   22 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (17-44:1-31) 
 
               10        20           30        40        50        
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGM 
                       : .:::  : :.:     : . . :  ..:.              
gi|217                 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEK 
                               10        20        30        40     
 
        60        70        80                                      
AAD-12 DAAESERFLEGLVDWACQAPRVH                                      
                                                                    
gi|217 KNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL 
           50        60        70        80        90       100     
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.4  bits: 20.6 E():   22 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (17-44:1-31) 
 
               10        20           30        40        50        
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGM 
                       : .:::  : :.:     : . . :  ..:.              
gi|217                 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEK 
                               10        20        30        40     
 
        60        70        80                                      
AAD-12 DAAESERFLEGLVDWACQAPRVH                                      
                                                                    
gi|217 KNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL 
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           50        60        70        80        90       100     
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.4  bits: 20.6 E():   22 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (17-44:1-31) 
 
               10        20           30        40        50        
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGM 
                       : .:::  : :.:     : . . :  ..:.              
gi|217                 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEK 
                               10        20        30        40     
 
        60        70        80                                      
AAD-12 DAAESERFLEGLVDWACQAPRVH                                      
                                                                    
gi|217 KNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL 
           50        60        70        80        90       100     
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.4  bits: 20.6 E():   22 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (17-44:1-31) 
 
               10        20           30        40        50        
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGM 
                       : .:::  : :.:     : . . :  ..:.              
gi|217                 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEK 
                               10        20        30        40     
 
        60        70        80                                      
AAD-12 DAAESERFLEGLVDWACQAPRVH                                      
                                                                    
gi|217 KNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL 
           50        60        70        80        90       100     
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.4  bits: 20.6 E():   22 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (17-44:1-31) 
 
               10        20           30        40        50        
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGM 
                       : .:::  : :.:     : . . :  ..:.              
gi|217                 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEK 
                               10        20        30        40     
 
        60        70        80                                      
AAD-12 DAAESERFLEGLVDWACQAPRVH                                      
                                                                    
gi|217 INAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL 
           50        60        70        80        90       100     
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.4  bits: 20.6 E():   22 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (17-44:1-31) 
 
               10        20           30        40        50        
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGM 
                       : .:::  : :.:     : . . :  ..:.              
gi|217                 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEK 
                               10        20        30        40     
 
        60        70        80                                      
AAD-12 DAAESERFLEGLVDWACQAPRVH                                      
                                                                    
gi|217 KNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL 
           50        60        70        80        90       100     
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.4  bits: 20.6 E():   22 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (17-44:1-31) 
 
               10        20           30        40        50        
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AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGM 
                       : .:::  : :.:     : . . :  ..:.              
gi|217                 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEK 
                               10        20        30        40     
 
        60        70        80                                      
AAD-12 DAAESERFLEGLVDWACQAPRVH                                      
                                                                    
gi|217 KNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL 
           50        60        70        80        90       100     
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.4  bits: 20.6 E():   22 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (17-44:1-31) 
 
               10        20           30        40        50        
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGM 
                       : .:::  : :.:     : . . :  ..:.              
gi|217                 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEK 
                               10        20        30        40     
 
        60        70        80                                      
AAD-12 DAAESERFLEGLVDWACQAPRVH                                      
                                                                    
gi|217 KNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL 
           50        60        70        80        90       100     
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.4  bits: 20.6 E():   22 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (17-44:1-31) 
 
               10        20           30        40        50        
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGM 
                       : .:::  : :.:     : . . :  ..:.              
gi|217                 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEK 
                               10        20        30        40     
 
        60        70        80                                      
AAD-12 DAAESERFLEGLVDWACQAPRVH                                      
                                                                    
gi|217 INAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL 
           50        60        70        80        90       100     
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.4  bits: 20.6 E():   22 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (17-44:1-31) 
 
               10        20           30        40        50        
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGM 
                       : .:::  : :.:     : . . :  ..:.              
gi|217                 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEK 
                               10        20        30        40     
 
        60        70        80                                      
AAD-12 DAAESERFLEGLVDWACQAPRVH                                      
                                                                    
gi|217 KNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL 
           50        60        70        80        90       100     
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.4  bits: 20.6 E():   22 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (17-44:1-31) 
 
               10        20           30        40        50        
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGM 
                       : .:::  : :.:     : . . :  ..:.              
gi|217                 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEK 
                               10        20        30        40     
 
        60        70        80                                      
AAD-12 DAAESERFLEGLVDWACQAPRVH                                      
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gi|217 KNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL 
           50        60        70        80        90       100     
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.4  bits: 20.6 E():   22 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (17-44:1-31) 
 
               10        20           30        40        50        
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGM 
                       : .:::  : :.:     : . . :  ..:.              
gi|217                 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEK 
                               10        20        30        40     
 
        60        70        80                                      
AAD-12 DAAESERFLEGLVDWACQAPRVH                                      
                                                                    
gi|217 KNAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL 
           50        60        70        80        90       100     
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.4  bits: 20.6 E():   22 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (17-44:1-31) 
 
               10        20           30        40        50        
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGM 
                       : .:::  : :.:     : . . :  ..:.              
gi|217                 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEK 
                               10        20        30        40     
 
        60        70        80                                      
AAD-12 DAAESERFLEGLVDWACQAPRVH                                      
                                                                    
gi|217 INAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKL 
           50        60        70        80        90       100     
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.3  bits: 19.4 E():   22 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (19-39:25-45) 
 
                     10        20        30        40        50     
AAD-12       LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                               .:. . :.:  :.:  .:  :                
gi|990 MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 PGMDAAESERFLEGLVDWACQAPRVH                                   
                                                                    
gi|990 EAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVVVTASCD 
               70        80        90       100       110       120 
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.9  bits: 21.0 E():   23 
Smith-Waterman score: 48; 21.2% identity (54.5% similar) in 33 aa overlap (13-45:348-380) 
 
                                 10        20        30        40   
AAD-12                   LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ..  : : . ::..    .  : :. 
gi|113 DQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGE 
       320       330       340       350       360       370        
 
             50        60        70        80 
AAD-12 PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
        ..                                    
gi|113 AAIKLTSSAGVFSCHPGAPC                   
       380       390                          
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.9  bits: 21.0 E():   23 
Smith-Waterman score: 48; 21.2% identity (54.5% similar) in 33 aa overlap (13-45:348-380) 
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                                 10        20        30        40   
AAD-12                   LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ..  : : . ::..    .  : :. 
gi|166 DQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGE 
       320       330       340       350       360       370        
 
             50        60        70        80 
AAD-12 PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
        ..                                    
gi|166 AAIKLTSSAGVFSCRPGAPC                   
       380       390                          
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 77.8  bits: 19.1 E():   24 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (56-68:5-17) 
 
          30        40        50        60        70        80      
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH      
                                     :.:::: .  :.:                  
gi|208                           MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACG 
                                         10        20        30     
 
gi|208 LAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAGDVDGD 
           40        50        60        70        80        90     
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 76.6  bits: 19.1 E():   27 
Smith-Waterman score: 43; 26.3% identity (57.9% similar) in 38 aa overlap (10-44:33-70) 
 
                                    10        20           30       
AAD-12                      LVYSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVKV 
                                     ....:.::     .: :::   : : .. . 
gi|668 ASEAAAAAATPVAPTEGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPI 
             10        20        30        40        50        60   
 
         40        50        60        70        80                 
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH                 
         . .. :                                                     
gi|668 FADMAKKSPNVVFLKVDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKL 
             70        80        90       100       110       120   
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 76.1  bits: 19.1 E():   29 
Smith-Waterman score: 43; 29.6% identity (66.7% similar) in 27 aa overlap (16-42:9-35) 
 
               10        20        30        40        50        60 
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA 
                      ::.    . ..:.  : .:.:. ..::                   
gi|244        MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQSCQRQFEEQQRFRNCQ 
                      10        20        30        40        50    
 
               70        80                                         
AAD-12 ESERFLEGLVDWACQAPRVH                                         
                                                                    
gi|244 RYVKQEVQRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVREL 
            60        70        80        90       100       110    
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 76.1  bits: 19.1 E():   29 
Smith-Waterman score: 43; 21.5% identity (46.8% similar) in 79 aa overlap (9-77:58-134) 
 
                                     10        20        30         
AAD-12                       LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     ::.  .:  ..: :    .   .: : ..  
gi|105 HDGSVWTESPNFPKFKPEEIAGIVKDFEEPGHLAPTG-LFLG-GTKYMVIQGEPGVVIRG 
        30        40        50        60          70        80      
 
       40        50                  60        70        80  
AAD-12 ETGRPSLLIGRHAHAI----------PGMDAAESERFLEGLVDWACQAPRVH  
       . :  .. : . . :.          ::.     ::. . :.: .  .:     
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gi|105 KKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQGYWVPSSNS 
          90       100       110       120       130         
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.4  bits: 20.6 E():   32 
Smith-Waterman score: 47; 38.1% identity (57.1% similar) in 21 aa overlap (57-77:247-267) 
 
         30        40        50        60        70        80       
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH       
                                     ::.: :: . .:  :   . :          
gi|232 APDIKTPKEALDLIMDAIDKAGYKGKVGIAMDVASSEFYKDGKYDLDFKNPESDPSKWLS 
        220       230       240       250       260       270       
 
gi|232 GPQLADLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKT 
        280       290       300       310       320       330       
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.1  bits: 20.3 E():   33 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (19-28:284-293) 
 
                           10        20        30        40         
AAD-12             LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
       50        60        70        80       
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVH       
                                              
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 74.8  bits: 19.9 E():   34 
Smith-Waterman score: 45; 34.5% identity (72.4% similar) in 29 aa overlap (2-28:237-265) 
 
                                            10          20          
AAD-12                              LVYSQSKLGHVQQ--AGSAYIGYGMDTTATP 
                                     . ..:.. .:.:  .:.: .. :  ::::  
gi|168 EAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATG 
        210       220       230       240       250       260       
 
      30        40        50        60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                                           
gi|168 AASGAATVAAGGYKV                                     
        270       280                                      
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 74.6  bits: 19.9 E():   35 
Smith-Waterman score: 45; 34.5% identity (72.4% similar) in 29 aa overlap (2-28:246-274) 
 
                                            10          20          
AAD-12                              LVYSQSKLGHVQQ--AGSAYIGYGMDTTATP 
                                     . ..:.. .:.:  .:.: .. :  ::::  
gi|330 EAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATG 
         220       230       240       250       260       270      
 
      30        40        50        60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                                           
gi|330 AASGAATVAAGGYKV                                     
         280       290                                     
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.5  bits: 20.6 E():   36 
Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (41-63:344-366) 
 
               20        30        40        50        60        70 
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                     : : .  :.. :   : : :. :        
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gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
           320       330       340       350       360       370    
 
               80                                                   
AAD-12 DWACQAPRVH                                                   
                                                                    
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.4  bits: 19.5 E():   36 
Smith-Waterman score: 44; 20.0% identity (50.8% similar) in 65 aa overlap (14-78:74-138) 
 
                                10        20        30        40    
AAD-12                  LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     :..:. .:: . . .   :  :   :  .  
gi|383 SPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEEEE 
            50        60        70        80        90       100    
 
            50        60        70        80                        
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH                        
       .:. .      :.. : ... . :     : ..:.                          
gi|383 DLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEELEA 
           110       120       130       140       150       160    
 
gi|383 NVRAIEMDGLVWGASKFVAVGFGIKKLQINLVVEDEKVSTDELQAQIEEDEDHVQSTDVA 
           170       180       190       200       210       220    
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.5  bits: 19.5 E():   40 
Smith-Waterman score: 44; 20.0% identity (52.5% similar) in 40 aa overlap (4-43:51-90) 
 
                                          10        20        30    
AAD-12                            LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|130 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               30        40        50        60        70        80 
 
            40        50        60        70        80              
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH              
        . .:. ..:                                                   
gi|130 PQPQPQYSQPQEPISQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQS 
               90       100       110       120       130       140 
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.5  bits: 18.8 E():   41 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (47-70:1-24) 
 
         20        30        40        50        60        70       
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|215                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
         80                                                         
AAD-12 PRVH                                                         
                                                                    
gi|215 IPKAATGAYKSVEVKGDGGAGTVRIITLPEGSPITTMTVRTDAVNKEALSYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.5  bits: 18.8 E():   41 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (47-70:1-24) 
 
         20        30        40        50        60        70       
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|166                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
         80                                                         
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AAD-12 PRVH                                                         
                                                                    
gi|166 IPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.5  bits: 18.8 E():   41 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (47-70:1-24) 
 
         20        30        40        50        60        70       
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|892                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
         80                                                         
AAD-12 PRVH                                                         
                                                                    
gi|892 IPKAAPGAYKSVEVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.5  bits: 18.8 E():   41 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (47-70:1-24) 
 
         20        30        40        50        60        70       
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|215                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
         80                                                         
AAD-12 PRVH                                                         
                                                                    
gi|215 IPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 73.4  bits: 16.5 E():   41 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (55-72:8-25) 
 
           30        40        50        60        70        80 
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     :.. :. ....:..   :         
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA  
                                      10        20        30    
 
>>gi|549190|sp|P35784.1|VA5_VESGE RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 73.3  bits: 19.1 E():   41 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (1-25:77-100) 
 
                                             10        20        30 
AAD-12                               LVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
                                     ::.:. .:... :. .    :: ::      
gi|549 EHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDVA 
         50        60        70        80         90       100      
 
               40        50        60        70        80           
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH           
                                                                    
gi|549 KYPVGQNVALTGSTAAKYDNPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWANT 
         110       120       130       140       150       160      
 
>>gi|549191|sp|P35760.1|VA5_VESMC RecName: Full=Venom al  (204 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 73.3  bits: 19.1 E():   41 
Smith-Waterman score: 43; 36.0% identity (68.0% similar) in 25 aa overlap (1-25:77-100) 
 
                                             10        20        30 
AAD-12                               LVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
                                     ::.:. .:... :. .    :: ::      
gi|549 EHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWSD-ELAYIAQVWANQCQYGHDTCRDVA 
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         50        60        70        80         90       100      
 
               40        50        60        70        80           
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH           
                                                                    
gi|549 KYQVGQNVALTGSTAAVYNDPVKLVKMWEDEVKDYNPKKKFSENNFLKIGHYTQMVWANT 
         110       120       130       140       150       160      
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.1  bits: 18.0 E():   43 
Smith-Waterman score: 40; 30.0% identity (50.0% similar) in 30 aa overlap (43-72:13-42) 
 
             20        30        40        50        60        70   
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 
                                     :. :.    .. ::   :: :   .:  .: 
gi|144                   VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEW 
                                 10        20        30        40   
 
             80                                               
AAD-12 ACQAPRVH                                               
                                                              
gi|144 EPLTKKGNLWEVKSSKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
             50        60        70        80        90       
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.0  bits: 19.5 E():   43 
Smith-Waterman score: 44; 29.6% identity (59.3% similar) in 27 aa overlap (12-38:99-125) 
 
                                  10        20        30        40  
AAD-12                    LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG 
                                     :.:.:  . :: .  ..     .::.:    
gi|144 KDYLIMKRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQ 
       70        80        90       100       110       120         
 
              50        60        70        80                      
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH                      
                                                                    
gi|144 HESYEQDQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLP 
      130       140       150       160       170       180         
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 73.0  bits: 19.9 E():   43 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (40-56:225-240) 
 
      10        20        30        40        50        60          
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
      70        80                                                  
AAD-12 VDWACQAPRVH                                                  
                                                                    
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 73.0  bits: 19.9 E():   43 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (40-56:225-240) 
 
      10        20        30        40        50        60          
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
      70        80                                                  
AAD-12 VDWACQAPRVH                                                  
                                                                    
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
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>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 73.0  bits: 19.5 E():   43 
Smith-Waterman score: 44; 27.8% identity (52.8% similar) in 36 aa overlap (27-62:64-96) 
 
                   10        20        30        40        50       
AAD-12     LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                                     :  .. .  . :.  ::   . . :  .:  
gi|481 AGKATTEEQKLIEDINVGFKAAVAARQRPAADKFKTFEAASPRHPRP---LRQGAGLVPK 
            40        50        60        70        80           90 
 
         60        70        80                                     
AAD-12 MDAAESERFLEGLVDWACQAPRVH                                     
       .::: :                                                       
gi|481 LDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGE 
              100       110       120       130       140       150 
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 72.9  bits: 21.8 E():   44 
Smith-Waterman score: 50; 44.4% identity (63.0% similar) in 27 aa overlap (43-68:636-662) 
 
             20        30        40         50        60        70  
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVD 
                                     :: : : : : .:::  . ..:  :.:    
gi|278 SRGPSGPPGPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIG 
         610       620       630       640       650       660      
 
              80                                                    
AAD-12 WACQAPRVH                                                    
                                                                    
gi|278 SPGRDGARGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAG 
         670       680       690       700       710       720      
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 72.8  bits: 16.5 E():   44 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (55-72:8-25) 
 
           30        40        50        60        70        80   
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH   
                                     :.. :. ....:..   :           
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK 
                                      10        20        30      
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.7  bits: 18.0 E():   45 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (4-21:26-43) 
 
                                     10        20        30         
AAD-12                       LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                : .. :. :: :..  ::                  
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
       40        50        60        70        80 
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                                  
gi|897 PYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ  
               70        80        90       100   
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 72.5  bits: 19.5 E():   46 
Smith-Waterman score: 44; 47.4% identity (63.2% similar) in 19 aa overlap (61-76:72-90) 
 
               40        50        60        70           80        
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW---ACQAPRVH        
                                     :.. ::   :::   ::.:            
gi|144 TISKQVVFLIHGFLSTGNNENFVAMSKALIEKDDFLVISVDWKKGACNAFASTKDALGYS 
              50        60        70        80        90       100  
 
gi|144 KAVGNTRHVGKFVADFTKLLVEKYKVLISNIRLIGHSLGAHTSGFAGKEVQKLKLGKYKE 
             110       120       130       140       150       160  
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>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.4  bits: 19.9 E():   47 
Smith-Waterman score: 45; 23.4% identity (44.7% similar) in 47 aa overlap (13-56:347-393) 
 
                                 10        20        30        40   
AAD-12                   LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ... : :   :: .    .  : :  
gi|625 DPMKKNVLVRADAPHTESMKWNWRSEKDLLENGAIFVASGCDPHLTPEQKSHLIPAEPGS 
        320       330       340       350       360       370       
 
             50           60        70        80 
AAD-12 PSLLIGRHA---HAIPGMDAAESERFLEGLVDWACQAPRVH 
         : .   :   . .::                         
gi|625 AVLQLTSCAGTLKCVPGKPC                      
        380       390                            
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.8  bits: 18.4 E():   50 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (26-33:34-41) 
 
                    10        20        30        40        50      
AAD-12      LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
          60        70        80                                    
AAD-12 GMDAAESERFLEGLVDWACQAPRVH                                    
                                                                    
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 71.7  bits: 18.4 E():   51 
Smith-Waterman score: 44; 35.4% identity (54.2% similar) in 48 aa overlap (10-55:79-122) 
 
                                    10        20        30          
AAD-12                      LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
                                     :. . :.  :  : : ::. .  . :  :  
gi|160 LGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGN--ITVGEDGTAA-INIVDKQIPL 
       50        60        70        80          90        100      
 
      40        50          60        70        80      
AAD-12 TGRPSLLIGRHA--HAIPGMDAAESERFLEGLVDWACQAPRVH      
       :: :  .::: .  :. :                               
gi|160 TG-PHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          110       120       130       140       150   
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.6  bits: 18.4 E():   51 
Smith-Waterman score: 41; 20.8% identity (79.2% similar) in 24 aa overlap (47-70:1-24) 
 
         20        30        40        50        60        70       
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:....:.:       
gi|134                               MGVQTHVLELTSSVSAEKIFQGFVIDVDTV 
                                             10        20        30 
 
         80                                                         
AAD-12 PRVH                                                         
                                                                    
gi|134 LPKAAPGAYKSVEIKGDGGPGTLKIITLPDGGPITTMTLRIDGVNKEALTFDYSVIDGDI 
               40        50        60        70        80        90 
 
>>gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A-I [  (262 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.6  bits: 19.2 E():   52 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (4-50:71-117) 
 
                                          10        20        30    
AAD-12                            LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
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                                     ::.   ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
            40        50        60        70        80              
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH              
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|4587985|gb|AAD25927.1|AF084828_1 major allergenic p  (342 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 71.6  bits: 19.6 E():   52 
Smith-Waterman score: 49; 24.1% identity (56.9% similar) in 58 aa overlap (14-69:134-186) 
 
                                10        20        30        40    
AAD-12                  LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG-- 
                                     : .::::   . . . .  ...:  ..:   
gi|458 MPRKPGMTRDDLFNSNASIVRDLAKVVAKVAPKAYIGVISNPVNSTVPIVAEVFKKAGVY 
           110       120       130       140       150       160    
 
              50        60        70        80                      
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH                      
        :. :.:     .  .:....  :: :.                                 
gi|458 DPKRLFG-----VTTLDTTRAATFLSGIAGSDPQTTNVPVIGGHSGVTIVPLISQAAQGD 
           170            180       190       200       210         
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.6  bits: 19.9 E():   52 
Smith-Waterman score: 46; 22.4% identity (55.2% similar) in 67 aa overlap (11-75:52-109) 
 
                                   10        20        30        40 
AAD-12                     LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     ....:: :.: :.. ..  .  ..       
gi|144 VEADVKLSDGYLARAAVPSGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIG----- 
              30        40        50        60        70            
 
               50        60        70          80                   
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVD-WA-CQAPRVH                   
         :.: .:.      :.:    .. :.: :. :. :.                        
gi|144 --PAL-VGKDPTDQVGIDNFMVQQ-LDGTVNEWGWCKQKLGANAILAVSLAVCKAGAHVK 
            80        90        100       110       120       130   
 
gi|144 GIPLYEHIANLAGNKNLVLPVPAFNVINGGSHAGNKLAMQEFMILPVGASSFKEAMKMGA 
            140       150       160       170       180       190   
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.6  bits: 19.9 E():   52 
Smith-Waterman score: 46; 22.4% identity (55.2% similar) in 67 aa overlap (11-75:52-109) 
 
                                   10        20        30        40 
AAD-12                     LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     ....:: :.: :.. ..  .  ..       
gi|144 VEADVKLSDGYLARAAVPRGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIG----- 
              30        40        50        60        70            
 
               50        60        70          80                   
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVD-WA-CQAPRVH                   
         :.: .:.      :.:    .. :.: :. :. :.                        
gi|144 --PAL-VGKDPTDQVGIDNFMVQQ-LDGTVNEWGWCKQKLGANAILAVSLAVCKAGAHVK 
            80        90        100       110       120       130   
 
gi|144 GIPLYKHVANLAGNKNLVLPVPAFNVINGGSHAGNKLAMQEFMILPVGASSFKEAMKMGA 
            140       150       160       170       180       190   
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.5  bits: 19.6 E():   52 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (36-54:99-117) 
 
          10        20        30        40        50        60      
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
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gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
          70        80                                              
AAD-12 LEGLVDWACQAPRVH                                              
                                                                    
gi|908 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
      130       140       150       160       170       180         
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.5  bits: 19.6 E():   52 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (36-54:100-118) 
 
          10        20        30        40        50        60      
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
          70        80                                              
AAD-12 LEGLVDWACQAPRVH                                              
                                                                    
gi|118 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     130       140       150       160       170       180          
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 71.4  bits: 18.8 E():   53 
Smith-Waterman score: 42; 32.0% identity (76.0% similar) in 25 aa overlap (1-25:79-102) 
 
                                             10        20        30 
AAD-12                               LVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
                                     ::... .:... :. ..  .:: ::      
gi|549 VHNDFRQKVAKGLETRGNPGPQPPAKNMNNLVWND-ELANIAQVWASQCNYGHDTCKDTE 
       50        60        70        80         90       100        
 
               40        50        60        70        80           
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH           
                                                                    
gi|549 KYPVGQNIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWAKT 
       110       120       130       140       150       160        
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.9  bits: 19.2 E():   56 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (4-50:71-117) 
 
                                          10        20        30    
AAD-12                            LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|473 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
            40        50        60        70        80              
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH              
        . .:. ..:.  :...                                            
gi|473 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.9  bits: 18.1 E():   56 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (19-36:25-42) 
 
                     10        20        30        40        50     
AAD-12       LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                               .:. . :.:  ..: ..:                   
gi|144 MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 PGMDAAESERFLEGLVDWACQAPRVH                                   
                                                                    
gi|144 EIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVEVTASVD 
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               70        80        90       100       110       120 
 
>>gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A-II   (291 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.8  bits: 19.2 E():   57 
Smith-Waterman score: 43; 19.1% identity (53.2% similar) in 47 aa overlap (4-50:71-117) 
 
                                          10        20        30    
AAD-12                            LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . : .     : .:  
gi|170 QVPLVQEQQFQGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQPFRPQQPY 
               50        60        70        80        90       100 
 
            40        50        60        70        80              
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH              
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQILQQILQQQLIPCRDVVLQQHNIAHGSSQV 
              110       120       130       140       150       160 
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 70.7  bits: 20.0 E():   58 
Smith-Waterman score: 45; 23.5% identity (58.8% similar) in 51 aa overlap (17-64:265-315) 
 
                             10        20        30        40       
AAD-12               LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG-RPSL 
                                     : .. :..:..  . ::.: .     . :  
gi|144 AVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGGVMTPLIKRNTTIPTKKSE 
          240       250       260       270       280       290     
 
          50          60        70        80                        
AAD-12 LIGRHAHAIPG--MDAAESERFLEGLVDWACQAPRVH                        
        .. ..   ::  ... :.::                                        
gi|144 TFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAPRGVPQIEVTFDLDANGIM 
          300       310       320       330       340       350     
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.5  bits: 18.4 E():   59 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (49-65:17-30) 
 
       20        30        40        50        60        70         
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|212               VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                             10        20           30        40    
 
       80                                                           
AAD-12 VH                                                           
                                                                    
gi|212 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
            50        60        70        80        90       100    
 
>>gi|21673|emb|CAA35238.1| unnamed protein product [Trit  (307 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 70.5  bits: 19.2 E():   59 
Smith-Waterman score: 43; 22.0% identity (50.0% similar) in 50 aa overlap (1-50:86-131) 
 
                                             10        20        30 
AAD-12                               LVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
                                     : : : .: . :      . : .     :  
gi|216 PFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQLPYPQPQ----LPYPQPQPFRPQ 
          60        70        80        90           100       110  
 
               40        50        60        70        80           
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH           
       .:  . .:. ..:.  :...                                         
gi|216 QPYPQSQPQYSQPQQPISQQQQQQQQQQQQKQQQQQQQQILQQILQQQLIPCRDVVLQQH 
             120       130       140       150       160       170  
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.4  bits: 19.2 E():   60 
Smith-Waterman score: 43; 27.8% identity (55.6% similar) in 36 aa overlap (19-54:234-269) 
 
                           10        20        30        40         
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AAD-12             LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::  ..   .: . :.:   :.. :  .:  
gi|324 DPRTLNKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVIL 
           210       220       230       240       250       260    
 
       50        60        70        80              
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVH              
         .::.                                        
gi|324 SISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV 
           270       280       290       300         
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.4  bits: 18.4 E():   60 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (49-65:18-31) 
 
       20        30        40        50        60        70         
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|144              AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
       80                                                           
AAD-12 VH                                                           
                                                                    
gi|144 LTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.4  bits: 18.4 E():   60 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (49-65:18-31) 
 
       20        30        40        50        60        70         
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|116              AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
       80                                                           
AAD-12 VH                                                           
                                                                    
gi|116 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 70.3  bits: 20.0 E():   61 
Smith-Waterman score: 45; 26.4% identity (47.2% similar) in 53 aa overlap (12-55:338-387) 
 
                                  10        20        30            
AAD-12                    LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV----- 
                                     :: :   .. :.. :   ::   ..      
gi|258 RGNLDFVQPPRGRQEREHEERQQEQLQQERQQQGEQLMANGLEETFCSLRLKENIGNPER 
       310       320       330       340       350       360        
 
             40        50        60        70        80             
AAD-12 ----HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH             
            :..:: : :   ..: .:                                      
gi|258 ADIFSPRAGRISTL---NSHNLPILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYVIRG 
       370       380          390       400       410       420     
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.2  bits: 18.1 E():   61 
Smith-Waterman score: 40; 27.7% identity (48.9% similar) in 47 aa overlap (42-80:88-134) 
 
              20        30        40        50               60     
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-------IPGMDAAESER 
                                     :   .:::..:        .::     ..  
gi|189 AGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRD 
        60        70        80        90       100       110        
 
           70         80           
AAD-12 FLEGLVDWA-CQAPRVH           
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       : . ::  . :..  ::           
gi|189 FAKVLVTPGQCNVLTVHNAPYCLGLDI 
       120       130       140     
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.2  bits: 18.1 E():   62 
Smith-Waterman score: 40; 30.0% identity (56.7% similar) in 30 aa overlap (29-58:115-144) 
 
                 10        20        30        40        50         
AAD-12   LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ..:  ..:    :.: 
gi|439 CRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
       60        70        80 
AAD-12 AAESERFLEGLVDWACQAPRVH 
                              
gi|439 I                      
                              
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.2  bits: 18.1 E():   62 
Smith-Waterman score: 40; 26.7% identity (60.0% similar) in 30 aa overlap (29-58:115-144) 
 
                 10        20        30        40        50         
AAD-12   LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::   .:. ...  ..:    :.: 
gi|217 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
       60        70        80 
AAD-12 AAESERFLEGLVDWACQAPRVH 
                              
gi|217 I                      
                              
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 70.1  bits: 17.7 E():   62 
Smith-Waterman score: 39; 31.8% identity (54.5% similar) in 22 aa overlap (50-71:20-41) 
 
      20        30        40        50        60        70          
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::  . . : :. :    :..:         
gi|730            MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
      80                                                            
AAD-12 H                                                            
                                                                    
gi|730 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 70.1  bits: 17.7 E():   62 
Smith-Waterman score: 39; 31.8% identity (54.5% similar) in 22 aa overlap (50-71:20-41) 
 
      20        30        40        50        60        70          
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::  . . : :. :    :..:         
gi|191            MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
      80                                                            
AAD-12 H                                                            
                                                                    
gi|191 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.1  bits: 18.4 E():   62 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (49-65:27-40) 
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       20        30        40        50        60        70         
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|194     MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEA 
                   10        20        30           40        50    
 
       80                                                           
AAD-12 VH                                                           
                                                                    
gi|194 LTQYKCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVL 
            60        70        80        90       100       110    
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 69.7  bits: 15.8 E():   65 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (55-72:8-25) 
 
           30        40        50        60        70        80 
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     :.. :  ....:..   :         
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA  
                                      10        20        30    
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.4  bits: 18.5 E():   68 
Smith-Waterman score: 41; 34.6% identity (50.0% similar) in 26 aa overlap (51-76:156-181) 
 
               30        40        50        60        70        80 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     :  . :.:  :   .:. : : :  :     
gi|833 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
         130       140       150       160       170       180      
 
gi|833 NVINWAEAENRYIAGDKGGHPFMKL 
         190       200       210 
 
>>gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia mutic  (284 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 69.2  bits: 18.8 E():   70 
Smith-Waterman score: 42; 36.8% identity (73.7% similar) in 19 aa overlap (49-67:63-80) 
 
       20        30        40        50        60        70         
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     .:: ..  ..::: .:. :            
gi|219 EDSKAKIEEDLTSLQKKYTNLENEFDQVNEKHADSVAKLEAAE-KRLTETEDEIKGYTRK 
             40        50        60        70         80        90  
 
       80                                                           
AAD-12 VH                                                           
                                                                    
gi|219 IQLLEDDLERTQTKLDEATGKLEEATKSADESERGRKVLESRSLADDDRIDGLEKQVKDA 
             100       110       120       130       140       150  
 
>>gi|21755|emb|CAA25593.1| unnamed protein product [Trit  (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.1  bits: 18.8 E():   71 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (4-50:71-117) 
 
                                          10        20        30    
AAD-12                            LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|217 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
            40        50        60        70        80              
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH              
        . .:. ..:.  :...                                            
gi|217 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|21761|emb|CAA26384.1| unnamed protein product [Trit  (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.1  bits: 18.8 E():   71 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (4-50:71-117) 
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                                          10        20        30    
AAD-12                            LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|217 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQQFRPQQPY 
               50        60        70        80        90       100 
 
            40        50        60        70        80              
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH              
        . .:. ..:.  :...                                            
gi|217 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|170720|gb|AAA34280.1| alpha/beta-gliadin precursor   (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.1  bits: 18.8 E():   71 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (4-50:71-117) 
 
                                          10        20        30    
AAD-12                            LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
            40        50        60        70        80              
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH              
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 69.1  bits: 15.8 E():   71 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (55-72:8-25) 
 
           30        40        50        60        70        80   
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH   
                                     :.. :  ....:..   :           
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK 
                                      10        20        30      
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.1  bits: 18.5 E():   71 
Smith-Waterman score: 41; 34.6% identity (50.0% similar) in 26 aa overlap (51-76:167-192) 
 
               30        40        50        60        70        80 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     :  . :.:  :   .:. : : :  :     
gi|164 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
        140       150       160       170       180       190       
 
gi|164 NVINWAEAENRYIAGDKGGHPFMKL 
        200       210       220  
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 68.7  bits: 19.6 E():   74 
Smith-Waterman score: 44; 23.9% identity (49.3% similar) in 71 aa overlap (3-68:85-155) 
 
                                           10        20             
AAD-12                             LVYSQSKLGHVQQAGSAYIGY---GMDTT-AT 
                                     ::.. :    : ::.:.:    :  .:    
gi|112 TWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGLIFPGCPSTYEE 
           60        70        80        90       100       110     
 
       30        40        50        60         70        80        
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES-ERFLEGLVDWACQAPRVH        
       : .   . . .     . .:.   .   .:. .. .:: ::                    
gi|112 PAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTGVAFWMYNDEDT 
          120       130       140       150       160       170     
 
gi|112 DVVTVTLSDTSSIHNQLDQFPRRFYLAGNQEQEFLRYQQQQGSRPHYRQISPRVRGDEQE 
          180       190       200       210       220       230     
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>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 68.7  bits: 15.8 E():   74 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (9-29:5-25) 
 
               10        20        30        40        50        60 
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA 
               :.: .: :  : : .   :.:                                
gi|462     TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXLSSA                    
                   10        20        30                           
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 19.2 E():   76 
Smith-Waterman score: 43; 35.0% identity (65.0% similar) in 20 aa overlap (8-27:133-152) 
 
                                      10        20        30        
AAD-12                        LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :: ... :.    : .::.:           
gi|746 IRKNEDVAYVEEDQIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVD 
            110       120       130       140       150       160   
 
        40        50        60        70        80                  
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH                  
                                                                    
gi|746 SGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASILSVKVFQG 
            170       180       190       200       210       220   
 
>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 19.2 E():   76 
Smith-Waterman score: 43; 35.0% identity (65.0% similar) in 20 aa overlap (8-27:133-152) 
 
                                      10        20        30        
AAD-12                        LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :: ... :.    : .::.:           
gi|129 IRKNEDVAYVEEDQIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVD 
            110       120       130       140       150       160   
 
        40        50        60        70        80                  
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH                  
                                                                    
gi|129 SGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASILSVKVFQG 
            170       180       190       200       210       220   
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.5  bits: 19.2 E():   76 
Smith-Waterman score: 43; 35.5% identity (54.8% similar) in 31 aa overlap (25-55:3-32) 
 
               10        20        30        40        50        60 
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA 
                               : : :.  :. .   .:   :  : ::..::      
gi|238                       FITKAIPIV-LAALSAVNGAKILEAGPHAETIPNKYIV 
                                      10        20        30        
 
               70        80                                         
AAD-12 ESERFLEGLVDWACQAPRVH                                         
                                                                    
gi|238 VMKKDVSDEAFSTHTTWLSQNLNRRLMRRSGSSKAMAGMQNKYSLGGIFRAYSGEFDDAM 
        40        50        60        70        80        90        
 
>>gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea sati  (316 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 68.4  bits: 18.9 E():   77 
Smith-Waterman score: 42; 31.2% identity (53.1% similar) in 32 aa overlap (7-38:191-220) 
 
                                       10        20        30       
AAD-12                         LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     .: :  . :.:  . : :   .:   :: . 
gi|135 FVMENNKQTYCTSKSWPCVFGKQYYGRGPIQLTHNYNYGQAGKAIGADLINNP--DLVAT 
              170       180       190       200       210           
 
         40        50        60        70        80                 
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH                 
       .:                                                           
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gi|135 NPTISFKTAIWFWMTPQANKPSSHDVIIGNWRPSAADTSAGRVPSYGVITNIINGGLECG 
      220       230       240       250       260       270         
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 68.0  bits: 15.1 E():   81 
Smith-Waterman score: 36; 44.0% identity (56.0% similar) in 25 aa overlap (8-32:2-24) 
 
               10        20        30        40        50        60 
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA 
              ::..  :  :  : :. : :::  :                             
gi|751       DLGYAP-ATPAAPGAGY-TPATPAAP                             
                      10         20                                 
 
               70        80 
AAD-12 ESERFLEGLVDWACQAPRVH 
 
>>gi|289064179|gb|ADC80503.1| non-specific lipid transfe  (118 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.9  bits: 17.4 E():   82 
Smith-Waterman score: 38; 66.7% identity (88.9% similar) in 9 aa overlap (51-59:81-89) 
 
               30        40        50        60        70        80 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     : ::::..:                      
gi|289 ASCCSGVRSLNAAAKTTPDRQAVCNCLKSAAGAIPGFNANNAGILPGKCGVSIPYKISTS 
               60        70        80        90       100       110 
 
gi|289 TNCATIKF 
                
 
>>gi|549192|sp|P35785.1|VA5_VESPE RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.8  bits: 18.1 E():   83 
Smith-Waterman score: 40; 36.0% identity (68.0% similar) in 25 aa overlap (1-25:77-100) 
 
                                             10        20        30 
AAD-12                               LVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
                                     ::... .:..: :. .    :: ::      
gi|549 EHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDVA 
         50        60        70        80         90       100      
 
               40        50        60        70        80           
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH           
                                                                    
gi|549 KYPVGQNVALTGSTADKYDNPVKLVKMWEDEVKDYNPKKKFSENNFNKIGHYTQMVWANT 
         110       120       130       140       150       160      
 
>>gi|549189|sp|P35783.1|VA5_VESFL RecName: Full=Venom al  (204 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.8  bits: 18.1 E():   83 
Smith-Waterman score: 40; 36.0% identity (68.0% similar) in 25 aa overlap (1-25:77-100) 
 
                                             10        20        30 
AAD-12                               LVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
                                     ::... .:..: :. .    :: ::      
gi|549 EHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDIA 
         50        60        70        80         90       100      
 
               40        50        60        70        80           
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH           
                                                                    
gi|549 KYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNNFLKTGHYTQMVWANT 
         110       120       130       140       150       160      
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.8  bits: 18.1 E():   83 
Smith-Waterman score: 40; 34.5% identity (51.7% similar) in 29 aa overlap (15-43:139-165) 
 
                               10        20        30        40     
AAD-12                 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS 
                                     :  :.  :. :. . :  : .::   : :  
gi|116 KYAGVFVSTGTLGGGQETTAITSMSTLVDHGFIYVPLGYKTAFSMLANLDEVH--GGSPW 
      110       120       130       140       150       160         
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           50        60        70        80   
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH   
                                              
gi|116 GAGTFSAGDGSRQPSELELNIAQAQGKAFYEAVAKAHQ 
        170       180       190       200     
 
>>gi|549193|sp|P35786.1|VA5_VESSQ RecName: Full=Venom al  (205 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.7  bits: 18.1 E():   84 
Smith-Waterman score: 40; 32.0% identity (68.0% similar) in 25 aa overlap (1-25:78-101) 
 
                                             10        20        30 
AAD-12                               LVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
                                     ::.. ..:... :  ..   :: ::      
gi|549 IHNDFRNKVARGLETRGNPGPQPPAKNMNNLVWN-NELANIAQIWASQCKYGHDTCKDTT 
        50        60        70        80         90       100       
 
               40        50        60        70        80           
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH           
                                                                    
gi|549 KYNVGQNIAVSSSTAAVYENVGNLVKAWENEVKDFNPTISWEQNEFKKIGHYTQMVWAKT 
        110       120       130       140       150       160       
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.7  bits: 18.5 E():   84 
Smith-Waterman score: 41; 37.5% identity (81.2% similar) in 16 aa overlap (54-69:1-16) 
 
            30        40        50        60        70        80    
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH    
                                     .::..:.. : .:. :               
gi|857                               MPGQQATKHESLLDQLSLKGKVVVVTGASG 
                                             10        20        30 
 
gi|857 PKGMGIEAARGCAEMGAAVAITYASRAQGAEENVKELEKTYGIKAKAYKCQVDSYESCEK 
               40        50        60        70        80        90 
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.7  bits: 15.1 E():   84 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (26-32:5-11) 
 
               10        20        30        40        50        60 
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA 
                                : .:.::                             
gi|751                      TKSQTHVPIRPNKLVLKVQKDRATN               
                                    10        20                    
 
               70        80 
AAD-12 ESERFLEGLVDWACQAPRVH 
 
>>gi|11514279|pdb|1QNX|A Chain A, Ves V 5, An Allergen F  (209 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.6  bits: 18.1 E():   85 
Smith-Waterman score: 40; 36.0% identity (68.0% similar) in 25 aa overlap (1-25:82-105) 
 
                                             10        20        30 
AAD-12                               LVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
                                     ::... .:..: :. .    :: ::      
gi|115 EHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDVA 
              60        70        80         90       100       110 
 
               40        50        60        70        80           
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH           
                                                                    
gi|115 KYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWANT 
              120       130       140       150       160       170 
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 18.1 E():   86 
Smith-Waterman score: 40; 38.5% identity (42.3% similar) in 26 aa overlap (20-45:60-85) 
 
                          10        20        30        40          
AAD-12            LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     :  :  :  :  : ::.   :  : :     
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gi|613 CLEYSNVGFTDAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIA 
      30        40        50        60        70        80          
 
      50        60        70        80                              
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVH                              
                                                                    
gi|613 QRWANQCTFEHDACRNVERFAVGQNIAATSSSGKNKSTLSDMILLWYNEVKDFDNRWISS 
      90       100       110       120       130       140          
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.4  bits: 15.1 E():   87 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (38-48:10-20) 
 
        10        20        30        40        50        60        
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
                                     :.:  :..: :                    
gi|147                      AKITFTNNXPNTVWPGILTGFGQKPQ              
                                    10        20                    
 
        70        80 
AAD-12 GLVDWACQAPRVH 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.4  bits: 17.0 E():   87 
Smith-Waterman score: 37; 38.9% identity (50.0% similar) in 18 aa overlap (55-72:25-42) 
 
           30        40        50        60        70        80     
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH     
                                     ::   :: :   .:  .:             
gi|126       TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTKKGNLWEV 
                     10        20        30        40        50     
 
gi|126 KSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
           60        70        80        90        
 
>>gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-termi  (34 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 67.4  bits: 15.5 E():   87 
Smith-Waterman score: 33; 25.0% identity (58.3% similar) in 24 aa overlap (55-78:8-31) 
 
           30        40        50        60        70        80  
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH  
                                     : . :.   ..::. . .  . ::    
gi|691                        AIGDKPGPKITATYXXKWLEAKATFYGSNPRGAA 
                                      10        20        30     
 
>>gi|9087152|sp|P81294.1|MPAJ1_JUNAS RecName: Full=Major  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.3  bits: 18.9 E():   88 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (36-54:120-138) 
 
          10        20        30        40        50        60      
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|908 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHSLHIHGCNT 
      90       100       110       120       130       140          
 
          70        80                                              
AAD-12 LEGLVDWACQAPRVH                                              
                                                                    
gi|908 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.3  bits: 18.9 E():   88 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (36-54:120-138) 
 
          10        20        30        40        50        60      
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
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          70        80                                              
AAD-12 LEGLVDWACQAPRVH                                              
                                                                    
gi|810 SVLGNVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8843921|gb|AAF80166.1| pollen major allergen 1-1 [J  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.3  bits: 18.9 E():   88 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (36-54:120-138) 
 
          10        20        30        40        50        60      
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
          70        80                                              
AAD-12 LEGLVDWACQAPRVH                                              
                                                                    
gi|884 SVLGDVLVSESIGVVPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.3  bits: 18.9 E():   88 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (36-54:120-138) 
 
          10        20        30        40        50        60      
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLEMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
          70        80                                              
AAD-12 LEGLVDWACQAPRVH                                              
                                                                    
gi|810 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.3  bits: 18.9 E():   88 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (36-54:120-138) 
 
          10        20        30        40        50        60      
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|151 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
          70        80                                              
AAD-12 LEGLVDWACQAPRVH                                              
                                                                    
gi|151 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8843917|gb|AAF80164.1| pollen major allergen 1-2 [J  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.3  bits: 18.9 E():   88 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (36-54:120-138) 
 
          10        20        30        40        50        60      
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
          70        80                                              
AAD-12 LEGLVDWACQAPRVH                                              
                                                                    
gi|884 SVLGDVLVSESIGVVPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIF 
     150       160       170       180       190       200          
 
>>gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen all  (367 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 67.3  bits: 18.9 E():   88 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (36-54:120-138) 
 
          10        20        30        40        50        60      
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
          70        80                                              
AAD-12 LEGLVDWACQAPRVH                                              
                                                                    
gi|810 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.3  bits: 18.9 E():   88 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (36-54:120-138) 
 
          10        20        30        40        50        60      
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHSCNT 
      90       100       110       120       130       140          
 
          70        80                                              
AAD-12 LEGLVDWACQAPRVH                                              
                                                                    
gi|810 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLPDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.3  bits: 18.9 E():   88 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (36-54:120-138) 
 
          10        20        30        40        50        60      
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
          70        80                                              
AAD-12 LEGLVDWACQAPRVH                                              
                                                                    
gi|810 SVLGNVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|69552|pir||MEHB2 melittin, minor - honeybee          (27 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.2  bits: 15.1 E():   90 
Smith-Waterman score: 32; 30.8% identity (61.5% similar) in 13 aa overlap (66-78:13-25) 
 
          40        50        60        70        80 
AAD-12 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     : .:..:  .  :   
gi|695                   GIGAVLKVLTTGLPALISWISRKKRQQ 
                                 10        20        
 
>>gi|190684057|gb|ACE82289.1| glutathione transferase [T  (222 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 67.2  bits: 18.1 E():   90 
Smith-Waterman score: 40; 32.4% identity (59.5% similar) in 37 aa overlap (27-59:50-86) 
 
                   10        20        30        40           50    
AAD-12     LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP---SLLIGRHAH- 
                                     :.:..  . :  . :::   ::.: .. .  
gi|190 RVRIALAEKGLPYEYAEEDLMAGKSDRLLRANPVHKKIPVLLHDGRPVNESLIILQYLED 
      20        30        40        50        60        70          
 
             60        70        80                                 
AAD-12 AIPGMDAAESERFLEGLVDWACQAPRVH                                 
       :.:   :                                                      
gi|190 AFPDAPALLPSDPYARAQARFWADYVDKKVYDCGSRLWKLKGEPQAQARAEMLDILKTLD 
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      80        90       100       110       120       130          
 
>>gi|18635|emb|CAA33215.1| glycinin subunit G1 [Glycine   (495 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 19.3 E():   91 
Smith-Waterman score: 43; 46.7% identity (66.7% similar) in 15 aa overlap (1-15:193-207) 
 
                                             10        20        30 
AAD-12                               LVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
                                     : :.: . :: .: :                
gi|186 VSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEENEGGSILS 
            170       180       190       200       210       220   
 
               40        50        60        70        80           
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH           
                                                                    
gi|186 GFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQRPQEEEEE 
            230       240       250       260       270       280   
 
>>gi|18615|emb|CAA26723.1| unnamed protein product [Glyc  (495 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 19.3 E():   91 
Smith-Waterman score: 43; 46.7% identity (66.7% similar) in 15 aa overlap (1-15:193-207) 
 
                                             10        20        30 
AAD-12                               LVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
                                     : :.: . :: .: :                
gi|186 VSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEENEGGSILS 
            170       180       190       200       210       220   
 
               40        50        60        70        80           
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH           
                                                                    
gi|186 GFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQRPQEEEEE 
            230       240       250       260       270       280   
 
>>gi|85681830|gb|ABC73068.1| venom allergen 5 [Vespula m  (227 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.0  bits: 18.1 E():   91 
Smith-Waterman score: 40; 36.0% identity (68.0% similar) in 25 aa overlap (1-25:100-123) 
 
                                             10        20        30 
AAD-12                               LVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
                                     ::... .:..: :. .    :: ::      
gi|856 EHNDFRQKVARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDVA 
      70        80        90       100        110       120         
 
               40        50        60        70        80           
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH           
                                                                    
gi|856 KYQVGQNVALTGSTAAKYENPVNLVKMWENEVKDYNPKKKFSENNFIKIGHYTQMVWANT 
      130       140       150       160       170       180         
 
>>gi|162551|gb|AAA30333.1| allergen 5 [Vespula vulgaris]  (227 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.0  bits: 18.1 E():   91 
Smith-Waterman score: 40; 36.0% identity (68.0% similar) in 25 aa overlap (1-25:100-123) 
 
                                             10        20        30 
AAD-12                               LVYSQSKLGHVQQAGSAYIGYGMDTTATPL 
                                     ::... .:..: :. .    :: ::      
gi|162 EHNDFRQKIARGLETRGNPGPQPPAKNMKNLVWND-ELAYVAQVWANQCQYGHDTCRDVA 
      70        80        90       100        110       120         
 
               40        50        60        70        80           
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH           
                                                                    
gi|162 KYQVGQNVALTGSTAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWANT 
      130       140       150       160       170       180         
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.8 E():   93 
Smith-Waterman score: 39; 35.3% identity (70.6% similar) in 17 aa overlap (18-34:118-134) 
 
                            10        20        30        40        
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AAD-12              LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI 
                                     :. . :...: : . ::              
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
        50        60        70        80 
AAD-12 GRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                         
gi|195 ALEKFDKALKALPMHIRLSFNPTQLEEQCHI   
       150       160       170           
 
>>gi|14424466|sp|P35778.2|VA3_SOLIN RecName: Full=Venom   (234 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 18.1 E():   94 
Smith-Waterman score: 40; 38.5% identity (42.3% similar) in 26 aa overlap (20-45:82-107) 
 
                          10        20        30        40          
AAD-12            LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     :  :  :  :  : ::.   :  : :     
gi|144 CLEYSNVGFTDAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIA 
              60        70        80        90       100       110  
 
      50        60        70        80                              
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVH                              
                                                                    
gi|144 QRWANQCTFEHDACRNVERFAVGQNIAATSSSGKNKSTPNEMILLWYNEVKDFDNRWISS 
             120       130       140       150       160       170  
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 18.9 E():   94 
Smith-Waterman score: 42; 24.2% identity (48.5% similar) in 33 aa overlap (13-45:349-381) 
 
                                 10        20        30        40   
AAD-12                   LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ..  : : . :: .    .  : :. 
gi|113 DIIKKNVLARTGTGNAESMSWNWRTDRDLLENGAIFLPSGSDPVLTPEQKAGMIPAEPGE 
      320       330       340       350       360       370         
 
             50        60        70        80 
AAD-12 PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
         :                                    
gi|113 AVLRLTSSAGVLSCHQGAPC                   
      380       390                           
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.5  bits: 17.0 E():   98 
Smith-Waterman score: 37; 41.2% identity (58.8% similar) in 17 aa overlap (48-64:82-98) 
 
        20        30        40        50        60        70        
AAD-12 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                     :  :.: :  . :: :.              
gi|215 NELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMGFGLFD 
              60        70        80        90       100       110  
 
        80 
AAD-12 RVH 
 
>>gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ovotra  (705 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 66.4  bits: 19.7 E():   98 
Smith-Waterman score: 44; 21.2% identity (52.5% similar) in 80 aa overlap (2-74:100-179) 
 
                                            10        20        30  
AAD-12                              LVYSQSKLGHVQQAGSAYIGYGMDTTATPLR 
                                     :: ... . ..  . : .  : . :.. :. 
gi|135 NNEADAISLDGGQAFEAGLAPYKLKPIAAEVYEHTEGSTTSYYAVAVVKKGTEFTVNDLQ 
      70        80        90       100       110       120          
 
              40             50          60        70        80     
AAD-12 PLVKVHPETGRPS---LLIGR--HAHAIP--GMDAAESERFLEGLVDWACQAPRVH     
         .. :   :: .   . ::   :  ::   :....  :. .  . . .:           
gi|135 GKTSCHTGLGRSAGWNIPIGTLLHRGAIEWEGIESGSVEQAVAKFFSASCVPGATIEQKL 
     130       140       150       160       170       180          
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gi|135 CRQCKGDPKTKCARNAPYSGYSGAFHCLKDGKGDVAFVKHTTVNENAPDQKDEYELLCLD 
     190       200       210       220       230       240          
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 66.3  bits: 14.3 E(): 1e 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (23-30:10-17) 
 
               10        20        30        40        50        60 
AAD-12 LVYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAA 
                             :.:  :::                               
gi|244              IGNEDCTPWMSTLITPLP                              
                            10                                      
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:58 2011 done: Fri Jan 21 00:02:58 2011 
 Total Scan time:  0.060 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 166  - 245 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     0     2:* 
  32     3     8:= * 
  34    19    22:=======* 
  36    32    44:===========   * 
  38    48    73:================        * 
  40    73   102:=========================        * 
  42   100   125:==================================       * 
  44   142   138:=============================================*== 
  46   119   140:========================================      * 
  48   131   134:============================================* 
  50   103   122:===================================     * 
  52   137   108:===================================*========== 
  54    92    92:==============================* 
  56   111    77:=========================*=========== 
  58    82    63:====================*======= 
  60    61    51:================*==== 
  62    40    41:=============* 
  64    43    33:==========*==== 
  66    30    26:========*= 
  68    18    20:======* 
  70    25    16:=====*=== 
  72    17    12:===*== 
  74    10    10:===* 
  76     5     8:==* 
  78    20     6:=*===== 
  80     7     5:=*= 
  82     2     3:* 
  84     9     3:*== 
  86     3     2:* 
  88     2     2:*          inset = represents 1 library sequences 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 5884



 

 

  90     1     1:* 
  92     0     1:*         :* 
  94     2     1:*         :*= 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.83090.00281; mu= 10.0601 0.147 
 mean_var=28.4821 7.251, 0's: 2 Z-trim: 2  B-trim: 71 in 1/43 
 Lambda= 0.240319 
 Kolmogorov-Smirnov  statistic: 0.0933 (N=29) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   58 24.4    0.84 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   57 24.1     2.6 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   56 23.7     2.9 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   55 23.4     4.6 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 23.8     6.4 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 23.9     6.5 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   54 23.1     8.4 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 19.0     8.7 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   51 22.0     8.8 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   47 20.5     8.8 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   52 22.4     9.7 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   49 21.3      10 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 21.6      10 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   48 20.9      10 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   50 21.6      10 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   50 21.6      10 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   53 22.8      11 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   50 21.7      11 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   51 22.0      11 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   51 22.1      13 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 21.3      15 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.8      17 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.8      17 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.8      17 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   47 20.6      17 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 21.3      18 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 22.1      19 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 16.5      20 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   49 21.4      20 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 19.5      21 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 20.6      21 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 20.6      21 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 20.6      21 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 20.6      21 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 20.6      21 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 20.6      21 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 20.6      21 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 20.6      21 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 20.6      21 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 20.6      21 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 20.6      21 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 20.6      21 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 20.6      21 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 20.6      21 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 5885



 

 

gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   48 21.0      23 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   48 21.0      23 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 19.1      23 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   43 19.1      26 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   43 19.1      28 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   43 19.1      28 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   47 20.7      31 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 20.3      32 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   45 19.9      34 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   45 19.9      35 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   44 19.5      35 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 20.7      35 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 16.5      39 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 19.6      39 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.8      40 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   42 18.8      40 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.8      40 
gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   42 18.8      40 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   40 18.1      41 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   44 19.6      42 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 19.6      42 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.9      42 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.9      42 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 16.6      43 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.8      43 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 18.1      43 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   44 19.6      45 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 20.0      46 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.5      49 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   41 18.5      50 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   41 18.5      50 
gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A ( 262)   43 19.2      51 
gi|4587985|gb|AAD25927.1|AF084828_1 major allergen ( 342)   44 19.6      51 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 20.0      51 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   45 20.0      51 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   40 18.1      51 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   44 19.6      51 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   44 19.6      51 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 18.1      55 
gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   43 19.2      55 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   44 19.6      55 
gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A ( 291)   43 19.2      56 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   45 20.0      57 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 18.5      58 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 18.5      58 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 18.5      58 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   43 19.2      59 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   45 20.0      60 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   40 18.1      60 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   40 18.1      60 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   40 18.1      60 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   39 17.7      60 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   39 17.7      60 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 18.5      61 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 15.9      63 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   41 18.5      65 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   41 18.5      66 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 15.9      68 
gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia m ( 284)   42 18.9      69 
gi|21755|emb|CAA25593.1| unnamed protein product [ ( 286)   42 18.9      69 
gi|170720|gb|AAA34280.1| alpha/beta-gliadin precur ( 286)   42 18.9      69 
gi|21761|emb|CAA26384.1| unnamed protein product [ ( 286)   42 18.9      69 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   41 18.5      69 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 15.9      72 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   44 19.6      73 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   43 19.3      75 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   43 19.3      75 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   43 19.3      75 
gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea  ( 316)   42 18.9      76 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.1      78 
gi|289064179|gb|ADC80503.1| non-specific lipid tra ( 118)   38 17.4      80 
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gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.1      81 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   40 18.1      82 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   41 18.5      82 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.1      84 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   40 18.1      84 
gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-t (  34)   33 15.5      84 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   37 17.0      85 
gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen ( 367)   42 18.9      87 
gi|8843917|gb|AAF80164.1| pollen major allergen 1- ( 367)   42 18.9      87 
gi|9087152|sp|P81294.1|MPAJ1_JUNAS RecName: Full=M ( 367)   42 18.9      87 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   42 18.9      87 
gi|8843921|gb|AAF80166.1| pollen major allergen 1- ( 367)   42 18.9      87 
gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen ( 367)   42 18.9      87 
gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen ( 367)   42 18.9      87 
gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen ( 367)   42 18.9      87 
gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen ( 367)   42 18.9      87 
gi|69552|pir||MEHB2 melittin, minor - honeybee     (  27)   32 15.1      87 
gi|190684057|gb|ACE82289.1| glutathione transferas ( 222)   40 18.2      88 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   39 17.8      91 
gi|14424466|sp|P35778.2|VA3_SOLIN RecName: Full=Ve ( 234)   40 18.2      92 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   42 18.9      93 
gi|21673|emb|CAA35238.1| unnamed protein product [ ( 307)   41 18.5      93 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   37 17.0      95 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 14.4      96 
gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ov ( 705)   44 19.7      97 
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  50 init1:  50 opt:  58  Z-score: 103.8  bits: 24.4 E(): 0.84 
Smith-Waterman score: 58; 40.0% identity (62.5% similar) in 40 aa overlap (36-71:79-117) 
 
          10        20        30        40          50          60  
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHA--HAIPGMDAAES 
                                     .::. ::.:  ::   :  :   :.. :.  
gi|121 DLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPEN-RPALKTLIDGLASSHKARGIEKAQF 
       50        60        70        80         90       100        
 
              70        80                          
AAD-12 ERFLEGLVDWACQAPRVHA                          
       :.:  .:::.                                   
gi|121 EEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
       110       120       130       140       150  
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 95.0  bits: 24.1 E():  2.6 
Smith-Waterman score: 57; 24.5% identity (53.1% similar) in 49 aa overlap (10-55:345-393) 
 
                                    10        20        30          
AAD-12                      VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ... :.: . :: .    .  :  
gi|113 PDERSKKNVLGRHGEAAAESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEP 
          320       330       340       350       360       370     
 
      40        50           60        70        80 
AAD-12 GRPSLLIGRHAHAI---PGMDAAESERFLEGLVDWACQAPRVHA 
       :. .: .   : ..   ::                          
gi|113 GESALSLTSSAGVLSCQPGAPC                       
          380       390                             
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 94.3  bits: 23.7 E():  2.9 
Smith-Waterman score: 56; 29.6% identity (53.7% similar) in 54 aa overlap (15-66:25-73) 
 
                         10        20        30         40          
AAD-12           VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET-GRPSLLIGRH 
                               .:  ::.  : :::  : . . : : . :.       
gi|249 MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPAT----- 
               10        20        30        40        50           
 
      50         60        70        80                             
AAD-12 AHAIP-GMDAAESERFLEGLVDWACQAPRVHA                             
         :.: :  ..: ....:                                           
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gi|249 PAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGLA 
          60        70        80        90       100       110      
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 90.5  bits: 23.4 E():  4.6 
Smith-Waterman score: 55; 42.9% identity (61.9% similar) in 21 aa overlap (56-76:246-266) 
 
          30        40        50        60        70        80      
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA      
                                     ::.: :: . .:: :   . :          
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
 
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 88.0  bits: 23.8 E():  6.4 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (3-20:283-300) 
 
                                           10        20        30   
AAD-12                             VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
             40        50        60        70        80             
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA             
                                                                    
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 87.8  bits: 23.9 E():  6.5 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (3-20:289-306) 
 
                                           10        20        30   
AAD-12                             VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
 
             40        50        60        70        80             
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA             
                                                                    
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 85.9  bits: 23.1 E():  8.4 
Smith-Waterman score: 54; 34.8% identity (65.2% similar) in 23 aa overlap (6-28:552-574) 
 
                                        10        20        30      
AAD-12                          VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::   ..  :        
gi|217 QGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYPTSVQQPGQGQQSG 
             530       540       550       560       570       580  
 
          40        50        60        70        80                
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA                
                                                                    
gi|217 QGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQPATQLPTVCRMEGG 
             590       600       610       620       630       640  
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 85.6  bits: 19.0 E():  8.7 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (8-28:5-25) 
 
               10        20        30        40        50        60 
AAD-12 VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE 
              :.:..: :. .::  .  :.:                                 
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gi|462    AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKNLNSA                    
                  10        20        30                            
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 85.5  bits: 22.0 E():  8.8 
Smith-Waterman score: 51; 36.1% identity (55.6% similar) in 36 aa overlap (13-43:21-56) 
 
                       10          20           30        40        
AAD-12         VYSQSKLGHVQQAGS--AYIGYGMDTTATP---LRPLVKVHPETGRPSLLIG 
                           :::  : .:::  : :.:     : . . :  ..:.     
gi|330 MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKAT 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHA                            
                                                                    
gi|330 TEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESS 
               70        80        90       100       110       120 
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 85.5  bits: 20.5 E():  8.8 
Smith-Waterman score: 47; 27.5% identity (50.0% similar) in 40 aa overlap (21-60:19-58) 
 
               10        20        30        40        50        60 
AAD-12 VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE 
                           :.: ::  :. :.:.        .     :.:. : :. . 
gi|135   MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDVKD 
                 10        20        30        40        50         
 
               70        80                                 
AAD-12 SERFLEGLVDWACQAPRVHA                                 
                                                            
gi|135 LLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD 
       60        70        80        90       100       110 
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 84.7  bits: 22.4 E():  9.7 
Smith-Waterman score: 52; 27.6% identity (56.9% similar) in 58 aa overlap (27-76:46-103) 
 
                   10        20        30           40              
AAD-12     VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL---VKVHPETGRPSLL--IGRH-- 
                                     :::::    ...: ....:  :  .: .   
gi|253 IEEPEMIAPTPPGQFPHQQPISSPNRTSRNTPLRPESTEIETHHHANHPPALPVLGMQLP 
          20        30        40        50        60        70      
 
       50        60        70        80                             
AAD-12 -AHAIPGMDAAESERFLEGLVDWACQAPRVHA                             
          ..:  . :.:.  :.  .:   .::                                 
gi|253 VPGTVPESSRAQSRASLNLDIDLDLHAPSHPSHLSHGAPHEQEHAHEIQRHRAHSAQSSA 
          80        90       100       110       120       130      
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 84.4  bits: 21.3 E():   10 
Smith-Waterman score: 49; 21.4% identity (44.3% similar) in 70 aa overlap (7-76:31-100) 
 
                                       10        20        30       
AAD-12                         VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :. :  . :::..::  .     . ::    
gi|616 NEIAXAKIDLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCA 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA                 
        . :  .  : :  . :    ...   .     . .:. :                     
gi|616 SQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNK 
               70        80        90       100       110       120 
 
gi|616 IREALAQTHSAIAVIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYW 
              130       140       150       160       170       180 
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
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 initn:  50 init1:  50 opt:  50  Z-score: 84.3  bits: 21.6 E():   10 
Smith-Waterman score: 50; 32.1% identity (57.1% similar) in 28 aa overlap (16-43:1-28) 
 
               10        20        30        40        50        60 
AAD-12 VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE 
                      : .:::  : :.:    . . :  ..:.                  
gi|295                ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQKLIEKINAG 
                              10        20        30        40      
 
               70        80                                         
AAD-12 SERFLEGLVDWACQAPRVHA                                         
                                                                    
gi|295 FKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAY 
          50        60        70        80        90       100      
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 84.3  bits: 20.9 E():   10 
Smith-Waterman score: 48; 25.6% identity (53.5% similar) in 43 aa overlap (20-62:23-65) 
 
                  10        20        30        40        50        
AAD-12    VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                             ...:  ..::  :.:   :. .    .     :::. : 
gi|344 MTGVKTHLQHELKRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPD 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 AAESERFLEGLVDWACQAPRVHA                                      
         ..:                                                        
gi|344 EFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDS 
               70        80        90       100       110       120 
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 84.3  bits: 21.6 E():   10 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (16-66:1-43) 
 
               10        20        30        40        50        60 
AAD-12 VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE 
                      : .:::    :::  : .   : :  :.   :  :    :  ..: 
gi|109                ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA---AGKATTE 
                                 10        20          30           
 
               70        80                                         
AAD-12 SERFLEGLVDWACQAPRVHA                                         
        ....:                                                       
gi|109 EQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKA 
        40        50        60        70        80        90        
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 84.2  bits: 21.6 E():   10 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (16-66:1-43) 
 
               10        20        30        40        50        60 
AAD-12 VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE 
                      : .:::    :::  : .   : :  :.   :  :    :  ..: 
gi|239                ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA---AGKATTE 
                                 10        20          30           
 
               70        80                                         
AAD-12 SERFLEGLVDWACQAPRVHA                                         
        ....:                                                       
gi|239 EQKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKA 
        40        50        60        70        80        90        
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.9  bits: 22.8 E():   11 
Smith-Waterman score: 53; 34.8% identity (60.9% similar) in 23 aa overlap (6-28:564-586) 
 
                                        10        20        30      
AAD-12                          VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::   .   :        
gi|217 QGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYPTSLQQPGQGQQSG 
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           540       550       560       570       580       590    
 
          40        50        60        70        80                
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA                
                                                                    
gi|217 QGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQPATQLPTVCRMEGG 
           600       610       620       630       640       650    
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 83.6  bits: 21.7 E():   11 
Smith-Waterman score: 50; 32.1% identity (52.8% similar) in 53 aa overlap (15-66:25-68) 
 
                         10        20        30        40        50 
AAD-12           VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                               .: .:::    :::  : .   : :  :.      : 
gi|398 MAVHQYTVALFLAVALVAGPAASYAADLGYG---PATPAAPAAGYTPAT--PA----APA 
               10        20        30           40              50  
 
                60        70        80                              
AAD-12 HAIP-GMDAAESERFLEGLVDWACQAPRVHA                              
       .: : :  ..: ....:                                            
gi|398 EAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGAASNKAFAEGLSG 
              60        70        80        90       100       110  
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 83.5  bits: 22.0 E():   11 
Smith-Waterman score: 51; 28.3% identity (51.7% similar) in 60 aa overlap (21-75:2-60) 
 
               10        20        30        40        50           
AAD-12 VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG----- 
                           :. : : :.  :. .   .:   :  : ::.:::.      
gi|581                    MGFITKAIPIV-LAALSTVNGARILEAGPHAEAIPNKYIVV 
                                  10         20        30        40 
 
          60        70        80                                    
AAD-12 MDAAESERFLEGLVDWACQAPRVHA                                    
       :    :.. ... . :  :.                                         
gi|581 MKREVSDEAFNAHTTWLSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRAYSGEFDDAMI 
               50        60        70        80        90       100 
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 82.6  bits: 22.1 E():   13 
Smith-Waterman score: 51; 41.7% identity (66.7% similar) in 24 aa overlap (8-30:219-242) 
 
                                      10        20         30       
AAD-12                        VYSQSKLGHVQQAGSAYIGYGMDT-TATPLRPLVKVH 
                                     :  ..: .  .:.:::: ::  .:       
gi|303 AGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALADVLGFGMDTETARKVRGEDDQR 
      190       200       210       220       230       240         
 
         40        50        60        70        80                 
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA                 
                                                                    
gi|303 GHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICSATFIQNIDNPAEADFYNPRAG 
      250       260       270       280       290       300         
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.2  bits: 21.3 E():   15 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (13-29:200-216) 
 
                                 10        20        30        40   
AAD-12                   VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
             50        60        70        80                       
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA                       
                                                                    
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
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>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 80.5  bits: 19.8 E():   17 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (18-35:24-41) 
 
                     10        20        30        40        50     
AAD-12       VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|379 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 GMDAAESERFLEGLVDWACQAPRVHA                                   
                                                                    
gi|379 IKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTATVGD 
               70        80        90       100       110       120 
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 80.5  bits: 19.8 E():   17 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (18-35:24-41) 
 
                     10        20        30        40        50     
AAD-12       VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|121 MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSLSTFKNTE 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 GMDAAESERFLEGLVDWACQAPRVHA                                   
                                                                    
gi|121 IKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDG 
               70        80        90       100       110       120 
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 80.5  bits: 19.8 E():   17 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (18-35:24-41) 
 
                     10        20        30        40        50     
AAD-12       VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|144 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 GMDAAESERFLEGLVDWACQAPRVHA                                   
                                                                    
gi|144 IKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTASVGD 
               70        80        90       100       110       120 
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 80.5  bits: 20.6 E():   17 
Smith-Waterman score: 47; 21.7% identity (52.2% similar) in 46 aa overlap (14-56:62-107) 
 
                                10        20        30           40 
AAD-12                  VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE---TG 
                                     :..:.: . .. :     . . . .   .: 
gi|201 DATPVLDVAGKELDSRLSYRIISTFWGALGGDVYLGKSPNSDAPCANGIFRYNSDVGPSG 
              40        50        60        70        80        90  
 
               50        60        70        80                     
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA                     
        :  .::  .:   :.                                             
gi|201 TPVRFIGSSSHFGQGIFENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTI 
             100       110       120       130       140       150  
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 80.1  bits: 21.3 E():   18 
Smith-Waterman score: 49; 24.5% identity (49.0% similar) in 49 aa overlap (10-55:341-389) 
 
                                    10        20        30          
AAD-12                      VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
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                                     : . :. ..  :.: . :: .    .  :  
gi|113 ASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMIPAEP 
              320       330       340       350       360       370 
 
      40        50           60        70        80 
AAD-12 GRPSLLIGRHAHAI---PGMDAAESERFLEGLVDWACQAPRVHA 
       :.  : .   : ..   ::                          
gi|113 GEAVLRLTSSAGVLSCQPGAPC                       
              380       390                         
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 79.6  bits: 22.1 E():   19 
Smith-Waterman score: 51; 21.3% identity (52.0% similar) in 75 aa overlap (3-77:208-276) 
 
                                           10        20        30   
AAD-12                             VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : .. :. :: :..  ::     ..: .:  
gi|220 QGQQGYYPSSLQQPGQGQQIGQGQQGYYPTSLQQPGQGQQIGQGQQGY---YPTSPQHPG 
       180       190       200       210       220          230     
 
             40        50        60        70        80             
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA             
        . .:  :.    ::.  .   : . .....  .:   .   .:.                
gi|220 QRQQPGQGQQ---IGQGQQLGQGRQIGQGQQSGQGQQGYYPTSPQQLGQGQQPGQWQQSG 
          240          250       260       270       280       290  
 
gi|220 QGQQGYYPTSQQQPGQGQQGQYPASQQQPGQGQQGQYPASQQQPGQGQQGQYPASQQQPG 
             300       310       320       330       340       350  
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 79.2  bits: 16.5 E():   20 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (49-54:8-13) 
 
       20        30        40        50        60        70         
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::: .:                         
gi|131                        GPVGGVVHAHMMPLL                       
                                      10                            
 
       80 
AAD-12 HA 
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.0  bits: 21.4 E():   20 
Smith-Waterman score: 49; 33.3% identity (46.7% similar) in 30 aa overlap (19-48:90-119) 
 
                           10        20        30        40         
AAD-12             VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     : ::   . :  : .   :. :: .   :: 
gi|259 GVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGR 
      60        70        80        90       100       110          
 
       50        60        70        80                             
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHA                             
                                                                    
gi|259 FQDRHQKIRRFRRGDIIAIPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLA 
     120       130       140       150       160       170          
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.6  bits: 19.5 E():   21 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (18-38:25-45) 
 
                      10        20        30        40        50    
AAD-12        VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                               .:. . :.:  :.:  .:  :                
gi|990 MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHA                                  
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gi|990 EAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVVVTASCD 
               70        80        90       100       110       120 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.6  bits: 20.6 E():   21 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (16-43:1-31) 
 
               10        20           30        40        50        
AAD-12 VYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                      : .:::  : :.:     : . . :  ..:.               
gi|217                ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKK 
                              10        20        30        40      
 
        60        70        80                                      
AAD-12 AAESERFLEGLVDWACQAPRVHA                                      
                                                                    
gi|217 NAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLD 
          50        60        70        80        90       100      
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.6  bits: 20.6 E():   21 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (16-43:1-31) 
 
               10        20           30        40        50        
AAD-12 VYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                      : .:::  : :.:     : . . :  ..:.               
gi|217                ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKK 
                              10        20        30        40      
 
        60        70        80                                      
AAD-12 AAESERFLEGLVDWACQAPRVHA                                      
                                                                    
gi|217 NAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLD 
          50        60        70        80        90       100      
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.6  bits: 20.6 E():   21 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (16-43:1-31) 
 
               10        20           30        40        50        
AAD-12 VYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                      : .:::  : :.:     : . . :  ..:.               
gi|217                ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKK 
                              10        20        30        40      
 
        60        70        80                                      
AAD-12 AAESERFLEGLVDWACQAPRVHA                                      
                                                                    
gi|217 NAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLD 
          50        60        70        80        90       100      
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.6  bits: 20.6 E():   21 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (16-43:1-31) 
 
               10        20           30        40        50        
AAD-12 VYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                      : .:::  : :.:     : . . :  ..:.               
gi|217                ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKK 
                              10        20        30        40      
 
        60        70        80                                      
AAD-12 AAESERFLEGLVDWACQAPRVHA                                      
                                                                    
gi|217 NAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLD 
          50        60        70        80        90       100      
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.6  bits: 20.6 E():   21 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (16-43:1-31) 
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               10        20           30        40        50        
AAD-12 VYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                      : .:::  : :.:     : . . :  ..:.               
gi|217                ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKK 
                              10        20        30        40      
 
        60        70        80                                      
AAD-12 AAESERFLEGLVDWACQAPRVHA                                      
                                                                    
gi|217 NAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLD 
          50        60        70        80        90       100      
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.6  bits: 20.6 E():   21 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (16-43:1-31) 
 
               10        20           30        40        50        
AAD-12 VYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                      : .:::  : :.:     : . . :  ..:.               
gi|217                ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKI 
                              10        20        30        40      
 
        60        70        80                                      
AAD-12 AAESERFLEGLVDWACQAPRVHA                                      
                                                                    
gi|217 NAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLD 
          50        60        70        80        90       100      
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.6  bits: 20.6 E():   21 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (16-43:1-31) 
 
               10        20           30        40        50        
AAD-12 VYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                      : .:::  : :.:     : . . :  ..:.               
gi|217                ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKK 
                              10        20        30        40      
 
        60        70        80                                      
AAD-12 AAESERFLEGLVDWACQAPRVHA                                      
                                                                    
gi|217 NAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLD 
          50        60        70        80        90       100      
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.6  bits: 20.6 E():   21 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (16-43:1-31) 
 
               10        20           30        40        50        
AAD-12 VYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                      : .:::  : :.:     : . . :  ..:.               
gi|217                ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKK 
                              10        20        30        40      
 
        60        70        80                                      
AAD-12 AAESERFLEGLVDWACQAPRVHA                                      
                                                                    
gi|217 NAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLD 
          50        60        70        80        90       100      
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.6  bits: 20.6 E():   21 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (16-43:1-31) 
 
               10        20           30        40        50        
AAD-12 VYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                      : .:::  : :.:     : . . :  ..:.               
gi|217                ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKK 
                              10        20        30        40      
 
        60        70        80                                      
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AAD-12 AAESERFLEGLVDWACQAPRVHA                                      
                                                                    
gi|217 NAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLD 
          50        60        70        80        90       100      
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.6  bits: 20.6 E():   21 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (16-43:1-31) 
 
               10        20           30        40        50        
AAD-12 VYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                      : .:::  : :.:     : . . :  ..:.               
gi|217                ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKI 
                              10        20        30        40      
 
        60        70        80                                      
AAD-12 AAESERFLEGLVDWACQAPRVHA                                      
                                                                    
gi|217 NAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLD 
          50        60        70        80        90       100      
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.6  bits: 20.6 E():   21 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (16-43:1-31) 
 
               10        20           30        40        50        
AAD-12 VYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                      : .:::  : :.:     : . . :  ..:.               
gi|217                ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKK 
                              10        20        30        40      
 
        60        70        80                                      
AAD-12 AAESERFLEGLVDWACQAPRVHA                                      
                                                                    
gi|217 NAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLD 
          50        60        70        80        90       100      
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.6  bits: 20.6 E():   21 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (16-43:1-31) 
 
               10        20           30        40        50        
AAD-12 VYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                      : .:::  : :.:     : . . :  ..:.               
gi|217                ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKI 
                              10        20        30        40      
 
        60        70        80                                      
AAD-12 AAESERFLEGLVDWACQAPRVHA                                      
                                                                    
gi|217 NAGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLD 
          50        60        70        80        90       100      
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.6  bits: 20.6 E():   21 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (16-43:1-31) 
 
               10        20           30        40        50        
AAD-12 VYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                      : .:::  : :.:     : . . :  ..:.               
gi|217                ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKK 
                              10        20        30        40      
 
        60        70        80                                      
AAD-12 AAESERFLEGLVDWACQAPRVHA                                      
                                                                    
gi|217 NAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLD 
          50        60        70        80        90       100      
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.6  bits: 20.6 E():   21 
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Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (16-43:1-31) 
 
               10        20           30        40        50        
AAD-12 VYSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                      : .:::  : :.:     : . . :  ..:.               
gi|217                ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKK 
                              10        20        30        40      
 
        60        70        80                                      
AAD-12 AAESERFLEGLVDWACQAPRVHA                                      
                                                                    
gi|217 NAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLD 
          50        60        70        80        90       100      
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.1  bits: 21.0 E():   23 
Smith-Waterman score: 48; 21.2% identity (54.5% similar) in 33 aa overlap (12-44:348-380) 
 
                                  10        20        30        40  
AAD-12                    VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ..  : : . ::..    .  : :. 
gi|166 DQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGE 
       320       330       340       350       360       370        
 
              50        60        70        80 
AAD-12 PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
        ..                                     
gi|166 AAIKLTSSAGVFSCRPGAPC                    
       380       390                           
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.1  bits: 21.0 E():   23 
Smith-Waterman score: 48; 21.2% identity (54.5% similar) in 33 aa overlap (12-44:348-380) 
 
                                  10        20        30        40  
AAD-12                    VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ..  : : . ::..    .  : :. 
gi|113 DQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGE 
       320       330       340       350       360       370        
 
              50        60        70        80 
AAD-12 PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
        ..                                     
gi|113 AAIKLTSSAGVFSCHPGAPC                    
       380       390                           
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 78.0  bits: 19.1 E():   23 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (55-67:5-17) 
 
           30        40        50        60        70        80     
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA     
                                     :.:::: .  :.:                  
gi|208                           MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACG 
                                         10        20        30     
 
gi|208 LAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAGDVDGD 
           40        50        60        70        80        90     
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 76.9  bits: 19.1 E():   26 
Smith-Waterman score: 43; 26.3% identity (57.9% similar) in 38 aa overlap (9-43:33-70) 
 
                                     10        20           30      
AAD-12                       VYSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVKV 
                                     ....:.::     .: :::   : : .. . 
gi|668 ASEAAAAAATPVAPTEGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPI 
             10        20        30        40        50        60   
 
          40        50        60        70        80                
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA                
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         . .. :                                                     
gi|668 FADMAKKSPNVVFLKVDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKL 
             70        80        90       100       110       120   
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 76.4  bits: 19.1 E():   28 
Smith-Waterman score: 43; 29.6% identity (66.7% similar) in 27 aa overlap (15-41:9-35) 
 
               10        20        30        40        50        60 
AAD-12 VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE 
                     ::.    . ..:.  : .:.:. ..::                    
gi|244       MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQSCQRQFEEQQRFRNCQR 
                     10        20        30        40        50     
 
               70        80                                         
AAD-12 SERFLEGLVDWACQAPRVHA                                         
                                                                    
gi|244 YVKQEVQRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELY 
           60        70        80        90       100       110     
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 76.4  bits: 19.1 E():   28 
Smith-Waterman score: 43; 21.5% identity (46.8% similar) in 79 aa overlap (8-76:58-134) 
 
                                      10        20        30        
AAD-12                        VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     ::.  .:  ..: :    .   .: : ..  
gi|105 HDGSVWTESPNFPKFKPEEIAGIVKDFEEPGHLAPTG-LFLG-GTKYMVIQGEPGVVIRG 
        30        40        50        60          70        80      
 
        40        50                  60        70        80 
AAD-12 ETGRPSLLIGRHAHAI----------PGMDAAESERFLEGLVDWACQAPRVHA 
       . :  .. : . . :.          ::.     ::. . :.: .  .:     
gi|105 KKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQGYWVPSSNS 
          90       100       110       120       130         
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.5  bits: 20.7 E():   31 
Smith-Waterman score: 47; 38.1% identity (57.1% similar) in 21 aa overlap (56-76:247-267) 
 
          30        40        50        60        70        80      
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA      
                                     ::.: :: . .:  :   . :          
gi|232 APDIKTPKEALDLIMDAIDKAGYKGKVGIAMDVASSEFYKDGKYDLDFKNPESDPSKWLS 
        220       230       240       250       260       270       
 
gi|232 GPQLADLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKT 
        280       290       300       310       320       330       
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.3  bits: 20.3 E():   32 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (18-27:284-293) 
 
                            10        20        30        40        
AAD-12              VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
        50        60        70        80      
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHA      
                                              
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 75.0  bits: 19.9 E():   34 
Smith-Waterman score: 45; 34.5% identity (72.4% similar) in 29 aa overlap (1-27:237-265) 
 
                                             10          20         
AAD-12                               VYSQSKLGHVQQ--AGSAYIGYGMDTTATP 
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                                     . ..:.. .:.:  .:.: .. :  ::::  
gi|168 EAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATG 
        210       220       230       240       250       260       
 
       30        40        50        60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                                            
gi|168 AASGAATVAAGGYKV                                      
        270       280                                       
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 74.8  bits: 19.9 E():   35 
Smith-Waterman score: 45; 34.5% identity (72.4% similar) in 29 aa overlap (1-27:246-274) 
 
                                             10          20         
AAD-12                               VYSQSKLGHVQQ--AGSAYIGYGMDTTATP 
                                     . ..:.. .:.:  .:.: .. :  ::::  
gi|330 EAAVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATG 
         220       230       240       250       260       270      
 
       30        40        50        60        70        80 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                                            
gi|330 AASGAATVAAGGYKV                                      
         280       290                                      
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.6  bits: 19.5 E():   35 
Smith-Waterman score: 44; 20.0% identity (50.8% similar) in 65 aa overlap (13-77:74-138) 
 
                                 10        20        30        40   
AAD-12                   VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     :..:. .:: . . .   :  :   :  .  
gi|383 SPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEEEE 
            50        60        70        80        90       100    
 
             50        60        70        80                       
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA                       
       .:. .      :.. : ... . :     : ..:.                          
gi|383 DLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEELEA 
           110       120       130       140       150       160    
 
gi|383 NVRAIEMDGLVWGASKFVAVGFGIKKLQINLVVEDEKVSTDELQAQIEEDEDHVQSTDVA 
           170       180       190       200       210       220    
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.6  bits: 20.7 E():   35 
Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (40-62:344-366) 
 
      10        20        30        40        50        60          
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
           320       330       340       350       360       370    
 
      70        80                                                  
AAD-12 DWACQAPRVHA                                                  
                                                                    
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 73.7  bits: 16.5 E():   39 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (54-71:8-25) 
 
            30        40        50        60        70        80 
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                     :.. :. ....:..   :          
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA   
                                      10        20        30     
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>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.7  bits: 19.6 E():   39 
Smith-Waterman score: 44; 20.0% identity (52.5% similar) in 40 aa overlap (3-42:51-90) 
 
                                           10        20        30   
AAD-12                             VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|130 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               30        40        50        60        70        80 
 
             40        50        60        70        80             
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA             
        . .:. ..:                                                   
gi|130 PQPQPQYSQPQEPISQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQS 
               90       100       110       120       130       140 
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.7  bits: 18.8 E():   40 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (46-69:1-24) 
 
          20        30        40        50        60        70      
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|215                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
          80                                                        
AAD-12 PRVHA                                                        
                                                                    
gi|215 IPKAATGAYKSVEVKGDGGAGTVRIITLPEGSPITTMTVRTDAVNKEALSYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.7  bits: 18.8 E():   40 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (46-69:1-24) 
 
          20        30        40        50        60        70      
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|166                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
          80                                                        
AAD-12 PRVHA                                                        
                                                                    
gi|166 IPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.7  bits: 18.8 E():   40 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (46-69:1-24) 
 
          20        30        40        50        60        70      
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|892                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
          80                                                        
AAD-12 PRVHA                                                        
                                                                    
gi|892 IPKAAPGAYKSVEVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.7  bits: 18.8 E():   40 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (46-69:1-24) 
 
          20        30        40        50        60        70      
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
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gi|215                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
          80                                                        
AAD-12 PRVHA                                                        
                                                                    
gi|215 IPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.3  bits: 18.1 E():   41 
Smith-Waterman score: 40; 30.0% identity (50.0% similar) in 30 aa overlap (42-71:13-42) 
 
              20        30        40        50        60        70  
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 
                                     :. :.    .. ::   :: :   .:  .: 
gi|144                   VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEW 
                                 10        20        30        40   
 
              80                                              
AAD-12 ACQAPRVHA                                              
                                                              
gi|144 EPLTKKGNLWEVKSSKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
             50        60        70        80        90       
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.2  bits: 19.6 E():   42 
Smith-Waterman score: 44; 29.6% identity (59.3% similar) in 27 aa overlap (11-37:99-125) 
 
                                   10        20        30        40 
AAD-12                     VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG 
                                     :.:.:  . :: .  ..     .::.:    
gi|144 KDYLIMKRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQ 
       70        80        90       100       110       120         
 
               50        60        70        80                     
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA                     
                                                                    
gi|144 HESYEQDQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLP 
      130       140       150       160       170       180         
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 73.1  bits: 19.6 E():   42 
Smith-Waterman score: 44; 27.8% identity (52.8% similar) in 36 aa overlap (26-61:64-96) 
 
                    10        20        30        40        50      
AAD-12      VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                                     :  .. .  . :.  ::   . . :  .:  
gi|481 AGKATTEEQKLIEDINVGFKAAVAARQRPAADKFKTFEAASPRHPRP---LRQGAGLVPK 
            40        50        60        70        80           90 
 
          60        70        80                                    
AAD-12 MDAAESERFLEGLVDWACQAPRVHA                                    
       .::: :                                                       
gi|481 LDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGE 
              100       110       120       130       140       150 
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 73.1  bits: 19.9 E():   42 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (39-55:225-240) 
 
       10        20        30        40        50        60         
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
       70        80                                                 
AAD-12 VDWACQAPRVHA                                                 
                                                                    
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
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           260       270       280       290       300       310    
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 73.1  bits: 19.9 E():   42 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (39-55:225-240) 
 
       10        20        30        40        50        60         
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
       70        80                                                 
AAD-12 VDWACQAPRVHA                                                 
                                                                    
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 73.1  bits: 16.6 E():   43 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (54-71:8-25) 
 
            30        40        50        60        70        80  
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA  
                                     :.. :. ....:..   :           
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK 
                                      10        20        30      
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 73.0  bits: 21.8 E():   43 
Smith-Waterman score: 50; 44.4% identity (63.0% similar) in 27 aa overlap (42-67:636-662) 
 
              20        30        40         50        60        70 
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVD 
                                     :: : : : : .:::  . ..:  :.:    
gi|278 SRGPSGPPGPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIG 
         610       620       630       640       650       660      
 
               80                                                   
AAD-12 WACQAPRVHA                                                   
                                                                    
gi|278 SPGRDGARGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAG 
         670       680       690       700       710       720      
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.0  bits: 18.1 E():   43 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (3-20:26-43) 
 
                                      10        20        30        
AAD-12                        VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                : .. :. :: :..  ::                  
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
        40        50        60        70        80 
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                                   
gi|897 PYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ   
               70        80        90       100    
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 72.6  bits: 19.6 E():   45 
Smith-Waterman score: 44; 47.4% identity (63.2% similar) in 19 aa overlap (60-75:72-90) 
 
      30        40        50        60        70           80       
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW---ACQAPRVHA       
                                     :.. ::   :::   ::.:            
gi|144 TISKQVVFLIHGFLSTGNNENFVAMSKALIEKDDFLVISVDWKKGACNAFASTKDALGYS 
              50        60        70        80        90       100  
 
gi|144 KAVGNTRHVGKFVADFTKLLVEKYKVLISNIRLIGHSLGAHTSGFAGKEVQKLKLGKYKE 
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             110       120       130       140       150       160  
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 72.5  bits: 20.0 E():   46 
Smith-Waterman score: 45; 23.4% identity (44.7% similar) in 47 aa overlap (12-55:347-393) 
 
                                  10        20        30        40  
AAD-12                    VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ... : :   :: .    .  : :  
gi|625 DPMKKNVLVRADAPHTESMKWNWRSEKDLLENGAIFVASGCDPHLTPEQKSHLIPAEPGS 
        320       330       340       350       360       370       
 
              50           60        70        80 
AAD-12 PSLLIGRHA---HAIPGMDAAESERFLEGLVDWACQAPRVHA 
         : .   :   . .::                          
gi|625 AVLQLTSCAGTLKCVPGKPC                       
        380       390                             
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.1  bits: 18.5 E():   49 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (25-32:34-41) 
 
                     10        20        30        40        50     
AAD-12       VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
           60        70        80                                   
AAD-12 GMDAAESERFLEGLVDWACQAPRVHA                                   
                                                                    
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 71.9  bits: 18.5 E():   50 
Smith-Waterman score: 44; 35.4% identity (54.2% similar) in 48 aa overlap (9-54:79-122) 
 
                                     10        20        30         
AAD-12                       VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
                                     :. . :.  :  : : ::. .  . :  :  
gi|160 LGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGN--ITVGEDGTAA-INIVDKQIPL 
       50        60        70        80          90        100      
 
       40        50          60        70        80     
AAD-12 TGRPSLLIGRHA--HAIPGMDAAESERFLEGLVDWACQAPRVHA     
       :: :  .::: .  :. :                               
gi|160 TG-PHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          110       120       130       140       150   
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.8  bits: 18.5 E():   50 
Smith-Waterman score: 41; 20.8% identity (79.2% similar) in 24 aa overlap (46-69:1-24) 
 
          20        30        40        50        60        70      
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:....:.:       
gi|134                               MGVQTHVLELTSSVSAEKIFQGFVIDVDTV 
                                             10        20        30 
 
          80                                                        
AAD-12 PRVHA                                                        
                                                                    
gi|134 LPKAAPGAYKSVEIKGDGGPGTLKIITLPDGGPITTMTLRIDGVNKEALTFDYSVIDGDI 
               40        50        60        70        80        90 
 
>>gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A-I [  (262 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.8  bits: 19.2 E():   51 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (3-49:71-117) 
 
                                           10        20        30   
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AAD-12                             VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
             40        50        60        70        80             
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA             
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|4587985|gb|AAD25927.1|AF084828_1 major allergenic p  (342 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 71.7  bits: 19.6 E():   51 
Smith-Waterman score: 49; 24.1% identity (56.9% similar) in 58 aa overlap (13-68:134-186) 
 
                                 10        20        30        40   
AAD-12                   VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG-- 
                                     : .::::   . . . .  ...:  ..:   
gi|458 MPRKPGMTRDDLFNSNASIVRDLAKVVAKVAPKAYIGVISNPVNSTVPIVAEVFKKAGVY 
           110       120       130       140       150       160    
 
               50        60        70        80                     
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA                     
        :. :.:     .  .:....  :: :.                                 
gi|458 DPKRLFG-----VTTLDTTRAATFLSGIAGSDPQTTNVPVIGGHSGVTIVPLISQAAQGD 
           170            180       190       200       210         
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.7  bits: 20.0 E():   51 
Smith-Waterman score: 46; 22.4% identity (55.2% similar) in 67 aa overlap (10-74:52-109) 
 
                                    10        20        30          
AAD-12                      VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     ....:: :.: :.. ..  .  ..       
gi|144 VEADVKLSDGYLARAAVPSGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIG----- 
              30        40        50        60        70            
 
      40        50        60        70          80                  
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVD-WA-CQAPRVHA                  
         :.: .:.      :.:    .. :.: :. :. :.                        
gi|144 --PAL-VGKDPTDQVGIDNFMVQQ-LDGTVNEWGWCKQKLGANAILAVSLAVCKAGAHVK 
            80        90        100       110       120       130   
 
gi|144 GIPLYEHIANLAGNKNLVLPVPAFNVINGGSHAGNKLAMQEFMILPVGASSFKEAMKMGA 
            140       150       160       170       180       190   
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.7  bits: 20.0 E():   51 
Smith-Waterman score: 46; 22.4% identity (55.2% similar) in 67 aa overlap (10-74:52-109) 
 
                                    10        20        30          
AAD-12                      VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     ....:: :.: :.. ..  .  ..       
gi|144 VEADVKLSDGYLARAAVPRGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIG----- 
              30        40        50        60        70            
 
      40        50        60        70          80                  
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVD-WA-CQAPRVHA                  
         :.: .:.      :.:    .. :.: :. :. :.                        
gi|144 --PAL-VGKDPTDQVGIDNFMVQQ-LDGTVNEWGWCKQKLGANAILAVSLAVCKAGAHVK 
            80        90        100       110       120       130   
 
gi|144 GIPLYKHVANLAGNKNLVLPVPAFNVINGGSHAGNKLAMQEFMILPVGASSFKEAMKMGA 
            140       150       160       170       180       190   
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.7  bits: 18.1 E():   51 
Smith-Waterman score: 40; 30.4% identity (69.6% similar) in 23 aa overlap (2-24:55-77) 
 
                                            10        20        30  
AAD-12                              VYSQSKLGHVQQAGSAYIGYGMDTTATPLRP 
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                                     ... .. :::.:.. :   .: :        
gi|527 FFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAAQQYGITAMPTFMFFKEG 
           30        40        50        60        70        80     
 
              40        50        60        70        80 
AAD-12 LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                                         
gi|527 KQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA             
           90       100       110       120              
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.6  bits: 19.6 E():   51 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (35-53:99-117) 
 
           10        20        30        40        50        60     
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
           70        80                                             
AAD-12 LEGLVDWACQAPRVHA                                             
                                                                    
gi|908 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
      130       140       150       160       170       180         
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.6  bits: 19.6 E():   51 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (35-53:100-118) 
 
           10        20        30        40        50        60     
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
           70        80                                             
AAD-12 LEGLVDWACQAPRVHA                                             
                                                                    
gi|118 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     130       140       150       160       170       180          
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.1  bits: 18.1 E():   55 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (18-35:25-42) 
 
                      10        20        30        40        50    
AAD-12        VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                               .:. . :.:  ..: ..:                   
gi|144 MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHA                                  
                                                                    
gi|144 EIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVEVTASVD 
               70        80        90       100       110       120 
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.1  bits: 19.2 E():   55 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (3-49:71-117) 
 
                                           10        20        30   
AAD-12                             VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|473 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
             40        50        60        70        80             
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA             
        . .:. ..:.  :...                                            
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gi|473 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 71.1  bits: 19.6 E():   55 
Smith-Waterman score: 44; 28.0% identity (54.0% similar) in 50 aa overlap (34-80:119-168) 
 
            10        20        30        40        50         60   
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESE 
                                     .::  .: : :..   .:.:  :..    . 
gi|908 LWIIFSKNLNIKLNMPLYIAGNKTIDGRGAEVHIGNGGPCLFMRTVSHVILHGLNIHGCN 
       90       100       110       120       130       140         
 
               70        80                                         
AAD-12 RFLEG--LVDWACQAPRVHA                                         
         . :  :.. :  .  :::                                         
gi|908 TSVSGNVLISEASGVVPVHAQDGDAITMRNVTDVWIDHNSLSDSSDGLVDVTLASTGVTI 
      150       160       170       180       190       200         
 
>>gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A-II   (291 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.0  bits: 19.2 E():   56 
Smith-Waterman score: 43; 19.1% identity (53.2% similar) in 47 aa overlap (3-49:71-117) 
 
                                           10        20        30   
AAD-12                             VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . : .     : .:  
gi|170 QVPLVQEQQFQGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQPFRPQQPY 
               50        60        70        80        90       100 
 
             40        50        60        70        80             
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA             
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQILQQILQQQLIPCRDVVLQQHNIAHGSSQV 
              110       120       130       140       150       160 
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 70.8  bits: 20.0 E():   57 
Smith-Waterman score: 45; 23.5% identity (58.8% similar) in 51 aa overlap (16-63:265-315) 
 
                              10        20        30        40      
AAD-12                VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG-RPSL 
                                     : .. :..:..  . ::.: .     . :  
gi|144 AVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGGVMTPLIKRNTTIPTKKSE 
          240       250       260       270       280       290     
 
           50          60        70        80                       
AAD-12 LIGRHAHAIPG--MDAAESERFLEGLVDWACQAPRVHA                       
        .. ..   ::  ... :.::                                        
gi|144 TFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAPRGVPQIEVTFDLDANGIM 
          300       310       320       330       340       350     
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.7  bits: 18.5 E():   58 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (48-64:17-30) 
 
        20        30        40        50        60        70        
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|212               VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                             10        20           30        40    
 
        80                                                          
AAD-12 VHA                                                          
                                                                    
gi|212 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
            50        60        70        80        90       100    
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.6  bits: 18.5 E():   58 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (48-64:18-31) 
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        20        30        40        50        60        70        
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|144              AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
        80                                                          
AAD-12 VHA                                                          
                                                                    
gi|144 LTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.6  bits: 18.5 E():   58 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (48-64:18-31) 
 
        20        30        40        50        60        70        
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|116              AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
        80                                                          
AAD-12 VHA                                                          
                                                                    
gi|116 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.6  bits: 19.2 E():   59 
Smith-Waterman score: 43; 27.8% identity (55.6% similar) in 36 aa overlap (18-53:234-269) 
 
                            10        20        30        40        
AAD-12              VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::  ..   .: . :.:   :.. :  .:  
gi|324 DPRTLNKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVIL 
           210       220       230       240       250       260    
 
        50        60        70        80             
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHA             
         .::.                                        
gi|324 SISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV 
           270       280       290       300         
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 70.4  bits: 20.0 E():   60 
Smith-Waterman score: 45; 26.4% identity (47.2% similar) in 53 aa overlap (11-54:338-387) 
 
                                   10        20        30           
AAD-12                     VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV----- 
                                     :: :   .. :.. :   ::   ..      
gi|258 RGNLDFVQPPRGRQEREHEERQQEQLQQERQQQGEQLMANGLEETFCSLRLKENIGNPER 
       310       320       330       340       350       360        
 
              40        50        60        70        80            
AAD-12 ----HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA            
            :..:: : :   ..: .:                                      
gi|258 ADIFSPRAGRISTL---NSHNLPILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYVIRG 
       370       380          390       400       410       420     
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.4  bits: 18.1 E():   60 
Smith-Waterman score: 40; 27.7% identity (48.9% similar) in 47 aa overlap (41-79:88-134) 
 
               20        30        40        50               60    
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-------IPGMDAAESER 
                                     :   .:::..:        .::     ..  
gi|189 AGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRD 
        60        70        80        90       100       110        
 
            70         80          
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AAD-12 FLEGLVDWA-CQAPRVHA          
       : . ::  . :..  ::           
gi|189 FAKVLVTPGQCNVLTVHNAPYCLGLDI 
       120       130       140     
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.4  bits: 18.1 E():   60 
Smith-Waterman score: 40; 30.0% identity (56.7% similar) in 30 aa overlap (28-57:115-144) 
 
                  10        20        30        40        50        
AAD-12    VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ..:  ..:    :.: 
gi|439 CRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
        60        70        80 
AAD-12 AAESERFLEGLVDWACQAPRVHA 
                               
gi|439 I                       
                               
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.4  bits: 18.1 E():   60 
Smith-Waterman score: 40; 26.7% identity (60.0% similar) in 30 aa overlap (28-57:115-144) 
 
                  10        20        30        40        50        
AAD-12    VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::   .:. ...  ..:    :.: 
gi|217 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
        60        70        80 
AAD-12 AAESERFLEGLVDWACQAPRVHA 
                               
gi|217 I                       
                               
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 70.4  bits: 17.7 E():   60 
Smith-Waterman score: 39; 31.8% identity (54.5% similar) in 22 aa overlap (49-70:20-41) 
 
       20        30        40        50        60        70         
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::  . . : :. :    :..:         
gi|191            MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
       80                                                           
AAD-12 HA                                                           
                                                                    
gi|191 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 70.4  bits: 17.7 E():   60 
Smith-Waterman score: 39; 31.8% identity (54.5% similar) in 22 aa overlap (49-70:20-41) 
 
       20        30        40        50        60        70         
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::  . . : :. :    :..:         
gi|730            MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
       80                                                           
AAD-12 HA                                                           
                                                                    
gi|730 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.3  bits: 18.5 E():   61 
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Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (48-64:27-40) 
 
        20        30        40        50        60        70        
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|194     MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEA 
                   10        20        30           40        50    
 
        80                                                          
AAD-12 VHA                                                          
                                                                    
gi|194 LTQYKCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVL 
            60        70        80        90       100       110    
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 70.0  bits: 15.9 E():   63 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (54-71:8-25) 
 
            30        40        50        60        70        80 
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                     :.. :  ....:..   :          
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA   
                                      10        20        30     
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.7  bits: 18.5 E():   65 
Smith-Waterman score: 41; 31.6% identity (73.7% similar) in 19 aa overlap (6-24:84-102) 
 
                                        10        20        30      
AAD-12                          VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     .:... :. ..  .:: ::            
gi|549 RQKVAKGLETRGNPGPQPPAKNMNNLVWNDELANIAQVWASQCNYGHDTCKDTEKYPVGQ 
            60        70        80        90       100       110    
 
          40        50        60        70        80                
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA                
                                                                    
gi|549 NIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWAKTKEIGCG 
           120       130       140       150       160       170    
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.6  bits: 18.5 E():   66 
Smith-Waterman score: 41; 34.6% identity (50.0% similar) in 26 aa overlap (50-75:156-181) 
 
      20        30        40        50        60        70          
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     :  . :.:  :   .:. : : :  :     
gi|833 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
         130       140       150       160       170       180      
 
      80                         
AAD-12 A                         
                                 
gi|833 NVINWAEAENRYIAGDKGGHPFMKL 
         190       200       210 
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 69.3  bits: 15.9 E():   68 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (54-71:8-25) 
 
            30        40        50        60        70        80  
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA  
                                     :.. :  ....:..   :           
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK 
                                      10        20        30      
 
>>gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia mutic  (284 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 69.3  bits: 18.9 E():   69 
Smith-Waterman score: 42; 36.8% identity (73.7% similar) in 19 aa overlap (48-66:63-80) 
 
        20        30        40        50        60        70        
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AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     .:: ..  ..::: .:. :            
gi|219 EDSKAKIEEDLTSLQKKYTNLENEFDQVNEKHADSVAKLEAAE-KRLTETEDEIKGYTRK 
             40        50        60        70         80        90  
 
        80                                                          
AAD-12 VHA                                                          
                                                                    
gi|219 IQLLEDDLERTQTKLDEATGKLEEATKSADESERGRKVLESRSLADDDRIDGLEKQVKDA 
             100       110       120       130       140       150  
 
>>gi|21755|emb|CAA25593.1| unnamed protein product [Trit  (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.2  bits: 18.9 E():   69 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (3-49:71-117) 
 
                                           10        20        30   
AAD-12                             VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|217 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
             40        50        60        70        80             
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA             
        . .:. ..:.  :...                                            
gi|217 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|170720|gb|AAA34280.1| alpha/beta-gliadin precursor   (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.2  bits: 18.9 E():   69 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (3-49:71-117) 
 
                                           10        20        30   
AAD-12                             VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
             40        50        60        70        80             
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA             
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|21761|emb|CAA26384.1| unnamed protein product [Trit  (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 69.2  bits: 18.9 E():   69 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (3-49:71-117) 
 
                                           10        20        30   
AAD-12                             VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|217 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQQFRPQQPY 
               50        60        70        80        90       100 
 
             40        50        60        70        80             
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA             
        . .:. ..:.  :...                                            
gi|217 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 18.5 E():   69 
Smith-Waterman score: 41; 34.6% identity (50.0% similar) in 26 aa overlap (50-75:167-192) 
 
      20        30        40        50        60        70          
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     :  . :.:  :   .:. : : :  :     
gi|164 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
        140       150       160       170       180       190       
 
      80                         
AAD-12 A                         
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gi|164 NVINWAEAENRYIAGDKGGHPFMKL 
        200       210       220  
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 68.9  bits: 15.9 E():   72 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (8-28:5-25) 
 
               10        20        30        40        50        60 
AAD-12 VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE 
              :.: .: :  : : .   :.:                                 
gi|462    TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXLSSA                     
                  10        20        30                            
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 68.8  bits: 19.6 E():   73 
Smith-Waterman score: 44; 23.9% identity (49.3% similar) in 71 aa overlap (2-67:85-155) 
 
                                            10        20            
AAD-12                              VYSQSKLGHVQQAGSAYIGY---GMDTT-AT 
                                     ::.. :    : ::.:.:    :  .:    
gi|112 TWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGLIFPGCPSTYEE 
           60        70        80        90       100       110     
 
        30        40        50        60         70        80       
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES-ERFLEGLVDWACQAPRVHA       
       : .   . . .     . .:.   .   .:. .. .:: ::                    
gi|112 PAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTGVAFWMYNDEDT 
          120       130       140       150       160       170     
 
gi|112 DVVTVTLSDTSSIHNQLDQFPRRFYLAGNQEQEFLRYQQQQGSRPHYRQISPRVRGDEQE 
          180       190       200       210       220       230     
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 19.3 E():   75 
Smith-Waterman score: 43; 35.0% identity (65.0% similar) in 20 aa overlap (7-26:133-152) 
 
                                       10        20        30       
AAD-12                         VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :: ... :.    : .::.:           
gi|746 IRKNEDVAYVEEDQIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVD 
            110       120       130       140       150       160   
 
         40        50        60        70        80                 
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA                 
                                                                    
gi|746 SGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASILSVKVFQG 
            170       180       190       200       210       220   
 
>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 19.3 E():   75 
Smith-Waterman score: 43; 35.0% identity (65.0% similar) in 20 aa overlap (7-26:133-152) 
 
                                       10        20        30       
AAD-12                         VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :: ... :.    : .::.:           
gi|129 IRKNEDVAYVEEDQIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVD 
            110       120       130       140       150       160   
 
         40        50        60        70        80                 
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA                 
                                                                    
gi|129 SGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASILSVKVFQG 
            170       180       190       200       210       220   
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.6  bits: 19.3 E():   75 
Smith-Waterman score: 43; 35.5% identity (54.8% similar) in 31 aa overlap (24-54:3-32) 
 
               10        20        30        40        50        60 
AAD-12 VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE 
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                              : : :.  :. .   .:   :  : ::..::       
gi|238                      FITKAIPIV-LAALSAVNGAKILEAGPHAETIPNKYIVV 
                                     10        20        30         
 
               70        80                                         
AAD-12 SERFLEGLVDWACQAPRVHA                                         
                                                                    
gi|238 MKKDVSDEAFSTHTTWLSQNLNRRLMRRSGSSKAMAGMQNKYSLGGIFRAYSGEFDDAMI 
       40        50        60        70        80        90         
 
>>gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea sati  (316 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 68.5  bits: 18.9 E():   76 
Smith-Waterman score: 42; 31.2% identity (53.1% similar) in 32 aa overlap (6-37:191-220) 
 
                                        10        20        30      
AAD-12                          VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     .: :  . :.:  . : :   .:   :: . 
gi|135 FVMENNKQTYCTSKSWPCVFGKQYYGRGPIQLTHNYNYGQAGKAIGADLINNP--DLVAT 
              170       180       190       200       210           
 
          40        50        60        70        80                
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA                
       .:                                                           
gi|135 NPTISFKTAIWFWMTPQANKPSSHDVIIGNWRPSAADTSAGRVPSYGVITNIINGGLECG 
      220       230       240       250       260       270         
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 68.3  bits: 15.1 E():   78 
Smith-Waterman score: 36; 44.0% identity (56.0% similar) in 25 aa overlap (7-31:2-24) 
 
               10        20        30        40        50        60 
AAD-12 VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE 
             ::..  :  :  : :. : :::  :                              
gi|751      DLGYAP-ATPAAPGAGY-TPATPAAP                              
                     10         20                                  
 
               70        80 
AAD-12 SERFLEGLVDWACQAPRVHA 
 
>>gi|289064179|gb|ADC80503.1| non-specific lipid transfe  (118 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.1  bits: 17.4 E():   80 
Smith-Waterman score: 38; 66.7% identity (88.9% similar) in 9 aa overlap (50-58:81-89) 
 
      20        30        40        50        60        70          
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     : ::::..:                      
gi|289 ASCCSGVRSLNAAAKTTPDRQAVCNCLKSAAGAIPGFNANNAGILPGKCGVSIPYKISTS 
               60        70        80        90       100       110 
 
      80        
AAD-12 A        
                
gi|289 TNCATIKF 
                
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 68.0  bits: 15.1 E():   81 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (25-31:5-11) 
 
               10        20        30        40        50        60 
AAD-12 VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE 
                               : .:.::                              
gi|751                     TKSQTHVPIRPNKLVLKVQKDRATN                
                                   10        20                     
 
               70        80 
AAD-12 SERFLEGLVDWACQAPRVHA 
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.9  bits: 18.1 E():   82 
Smith-Waterman score: 40; 34.5% identity (51.7% similar) in 29 aa overlap (14-42:139-165) 
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                                10        20        30        40    
AAD-12                  VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS 
                                     :  :.  :. :. . :  : .::   : :  
gi|116 KYAGVFVSTGTLGGGQETTAITSMSTLVDHGFIYVPLGYKTAFSMLANLDEVH--GGSPW 
      110       120       130       140       150       160         
 
            50        60        70        80  
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA  
                                              
gi|116 GAGTFSAGDGSRQPSELELNIAQAQGKAFYEAVAKAHQ 
        170       180       190       200     
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.9  bits: 18.5 E():   82 
Smith-Waterman score: 41; 37.5% identity (81.2% similar) in 16 aa overlap (53-68:1-16) 
 
             30        40        50        60        70        80   
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA   
                                     .::..:.. : .:. :               
gi|857                               MPGQQATKHESLLDQLSLKGKVVVVTGASG 
                                             10        20        30 
 
gi|857 PKGMGIEAARGCAEMGAAVAITYASRAQGAEENVKELEKTYGIKAKAYKCQVDSYESCEK 
               40        50        60        70        80        90 
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.7  bits: 15.1 E():   84 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (37-47:10-20) 
 
         10        20        30        40        50        60       
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
                                     :.:  :..: :                    
gi|147                      AKITFTNNXPNTVWPGILTGFGQKPQ              
                                    10        20                    
 
         70        80 
AAD-12 GLVDWACQAPRVHA 
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 18.1 E():   84 
Smith-Waterman score: 40; 38.5% identity (42.3% similar) in 26 aa overlap (19-44:60-85) 
 
                           10        20        30        40         
AAD-12             VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     :  :  :  :  : ::.   :  : :     
gi|613 CLEYSNVGFTDAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIA 
      30        40        50        60        70        80          
 
       50        60        70        80                             
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHA                             
                                                                    
gi|613 QRWANQCTFEHDACRNVERFAVGQNIAATSSSGKNKSTLSDMILLWYNEVKDFDNRWISS 
      90       100       110       120       130       140          
 
>>gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-termi  (34 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 67.7  bits: 15.5 E():   84 
Smith-Waterman score: 33; 25.0% identity (58.3% similar) in 24 aa overlap (54-77:8-31) 
 
            30        40        50        60        70        80 
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                     : . :.   ..::. . .  . ::    
gi|691                        AIGDKPGPKITATYXXKWLEAKATFYGSNPRGAA 
                                      10        20        30     
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.6  bits: 17.0 E():   85 
Smith-Waterman score: 37; 38.9% identity (50.0% similar) in 18 aa overlap (54-71:25-42) 
 
            30        40        50        60        70        80    
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA    
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                                     ::   :: :   .:  .:             
gi|126       TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTKKGNLWEV 
                     10        20        30        40        50     
 
gi|126 KSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
           60        70        80        90        
 
>>gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 18.9 E():   87 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (35-53:120-138) 
 
           10        20        30        40        50        60     
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
           70        80                                             
AAD-12 LEGLVDWACQAPRVHA                                             
                                                                    
gi|810 SVLGNVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8843917|gb|AAF80164.1| pollen major allergen 1-2 [J  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 18.9 E():   87 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (35-53:120-138) 
 
           10        20        30        40        50        60     
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
           70        80                                             
AAD-12 LEGLVDWACQAPRVHA                                             
                                                                    
gi|884 SVLGDVLVSESIGVVPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIF 
     150       160       170       180       190       200          
 
>>gi|9087152|sp|P81294.1|MPAJ1_JUNAS RecName: Full=Major  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 18.9 E():   87 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (35-53:120-138) 
 
           10        20        30        40        50        60     
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|908 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHSLHIHGCNT 
      90       100       110       120       130       140          
 
           70        80                                             
AAD-12 LEGLVDWACQAPRVHA                                             
                                                                    
gi|908 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     150       160       170       180       190       200          
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 18.9 E():   87 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (35-53:120-138) 
 
           10        20        30        40        50        60     
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|151 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
           70        80                                             
AAD-12 LEGLVDWACQAPRVHA                                             
                                                                    
gi|151 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     150       160       170       180       190       200          
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>>gi|8843921|gb|AAF80166.1| pollen major allergen 1-1 [J  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 18.9 E():   87 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (35-53:120-138) 
 
           10        20        30        40        50        60     
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
           70        80                                             
AAD-12 LEGLVDWACQAPRVHA                                             
                                                                    
gi|884 SVLGDVLVSESIGVVPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 18.9 E():   87 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (35-53:120-138) 
 
           10        20        30        40        50        60     
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHSCNT 
      90       100       110       120       130       140          
 
           70        80                                             
AAD-12 LEGLVDWACQAPRVHA                                             
                                                                    
gi|810 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLPDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 18.9 E():   87 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (35-53:120-138) 
 
           10        20        30        40        50        60     
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLEMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
           70        80                                             
AAD-12 LEGLVDWACQAPRVHA                                             
                                                                    
gi|810 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 18.9 E():   87 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (35-53:120-138) 
 
           10        20        30        40        50        60     
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
           70        80                                             
AAD-12 LEGLVDWACQAPRVHA                                             
                                                                    
gi|810 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 67.5  bits: 18.9 E():   87 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (35-53:120-138) 
 
           10        20        30        40        50        60     
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
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gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
           70        80                                             
AAD-12 LEGLVDWACQAPRVHA                                             
                                                                    
gi|810 SVLGNVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|69552|pir||MEHB2 melittin, minor - honeybee          (27 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.5  bits: 15.1 E():   87 
Smith-Waterman score: 32; 30.8% identity (61.5% similar) in 13 aa overlap (65-77:13-25) 
 
           40        50        60        70        80 
AAD-12 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                     : .:..:  .  :    
gi|695                   GIGAVLKVLTTGLPALISWISRKKRQQ  
                                 10        20         
 
>>gi|190684057|gb|ACE82289.1| glutathione transferase [T  (222 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 67.3  bits: 18.2 E():   88 
Smith-Waterman score: 40; 32.4% identity (59.5% similar) in 37 aa overlap (26-58:50-86) 
 
                    10        20        30        40           50   
AAD-12      VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP---SLLIGRHAH- 
                                     :.:..  . :  . :::   ::.: .. .  
gi|190 RVRIALAEKGLPYEYAEEDLMAGKSDRLLRANPVHKKIPVLLHDGRPVNESLIILQYLED 
      20        30        40        50        60        70          
 
              60        70        80                                
AAD-12 AIPGMDAAESERFLEGLVDWACQAPRVHA                                
       :.:   :                                                      
gi|190 AFPDAPALLPSDPYARAQARFWADYVDKKVYDCGSRLWKLKGEPQAQARAEMLDILKTLD 
      80        90       100       110       120       130          
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.0  bits: 17.8 E():   91 
Smith-Waterman score: 39; 35.3% identity (70.6% similar) in 17 aa overlap (17-33:118-134) 
 
                             10        20        30        40       
AAD-12               VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI 
                                     :. . :...: : . ::              
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
         50        60        70        80 
AAD-12 GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                          
gi|195 ALEKFDKALKALPMHIRLSFNPTQLEEQCHI    
       150       160       170            
 
>>gi|14424466|sp|P35778.2|VA3_SOLIN RecName: Full=Venom   (234 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 18.2 E():   92 
Smith-Waterman score: 40; 38.5% identity (42.3% similar) in 26 aa overlap (19-44:82-107) 
 
                           10        20        30        40         
AAD-12             VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     :  :  :  :  : ::.   :  : :     
gi|144 CLEYSNVGFTDAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIA 
              60        70        80        90       100       110  
 
       50        60        70        80                             
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHA                             
                                                                    
gi|144 QRWANQCTFEHDACRNVERFAVGQNIAATSSSGKNKSTPNEMILLWYNEVKDFDNRWISS 
             120       130       140       150       160       170  
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.9  bits: 18.9 E():   93 
Smith-Waterman score: 42; 24.2% identity (48.5% similar) in 33 aa overlap (12-44:349-381) 
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                                  10        20        30        40  
AAD-12                    VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ..  : : . :: .    .  : :. 
gi|113 DIIKKNVLARTGTGNAESMSWNWRTDRDLLENGAIFLPSGSDPVLTPEQKAGMIPAEPGE 
      320       330       340       350       360       370         
 
              50        60        70        80 
AAD-12 PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
         :                                     
gi|113 AVLRLTSSAGVLSCHQGAPC                    
      380       390                            
 
>>gi|21673|emb|CAA35238.1| unnamed protein product [Trit  (307 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 66.9  bits: 18.5 E():   93 
Smith-Waterman score: 41; 20.8% identity (50.0% similar) in 48 aa overlap (2-49:88-131) 
 
                                            10        20        30  
AAD-12                              VYSQSKLGHVQQAGSAYIGYGMDTTATPLRP 
                                     : : .: . :      . : .     : .: 
gi|216 PPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQLPYPQPQ----LPYPQPQPFRPQQP 
        60        70        80        90           100       110    
 
              40        50        60        70        80            
AAD-12 LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA            
         . .:. ..:.  :...                                           
gi|216 YPQSQPQYSQPQQPISQQQQQQQQQQQQKQQQQQQQQILQQILQQQLIPCRDVVLQQHSI 
           120       130       140       150       160       170    
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.7  bits: 17.0 E():   95 
Smith-Waterman score: 37; 41.2% identity (58.8% similar) in 17 aa overlap (47-63:82-98) 
 
         20        30        40        50        60        70       
AAD-12 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                     :  :.: :  . :: :.              
gi|215 NELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMGFGLFD 
              60        70        80        90       100       110  
 
         80 
AAD-12 RVHA 
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 66.6  bits: 14.4 E():   96 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (22-29:10-17) 
 
               10        20        30        40        50        60 
AAD-12 VYSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE 
                            :.:  :::                                
gi|244             IGNEDCTPWMSTLITPLP                               
                           10                                       
 
>>gi|1351295|sp|P02789.2|TRFE_CHICK RecName: Full=Ovotra  (705 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 66.5  bits: 19.7 E():   97 
Smith-Waterman score: 44; 21.2% identity (52.5% similar) in 80 aa overlap (1-73:100-179) 
 
                                             10        20        30 
AAD-12                               VYSQSKLGHVQQAGSAYIGYGMDTTATPLR 
                                     :: ... . ..  . : .  : . :.. :. 
gi|135 NNEADAISLDGGQAFEAGLAPYKLKPIAAEVYEHTEGSTTSYYAVAVVKKGTEFTVNDLQ 
      70        80        90       100       110       120          
 
               40             50          60        70        80    
AAD-12 PLVKVHPETGRPS---LLIGR--HAHAIP--GMDAAESERFLEGLVDWACQAPRVHA    
         .. :   :: .   . ::   :  ::   :....  :. .  . . .:           
gi|135 GKTSCHTGLGRSAGWNIPIGTLLHRGAIEWEGIESGSVEQAVAKFFSASCVPGATIEQKL 
     130       140       150       160       170       180          
 
gi|135 CRQCKGDPKTKCARNAPYSGYSGAFHCLKDGKGDVAFVKHTTVNENAPDQKDEYELLCLD 
     190       200       210       220       230       240          
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80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:58 2011 done: Fri Jan 21 00:02:58 2011 
 Total Scan time:  0.070 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 167  - 246 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     0     2:* 
  32     3     8:= * 
  34    14    22:=====  * 
  36    36    44:============  * 
  38    45    73:===============         * 
  40    68   102:=======================          * 
  42   113   125:======================================   * 
  44   131   138:============================================ * 
  46   127   140:===========================================   * 
  48   139   134:============================================*== 
  50    94   122:================================        * 
  52   125   108:===================================*====== 
  54   100    92:==============================*=== 
  56   113    77:=========================*============ 
  58    83    63:====================*======= 
  60    59    51:================*=== 
  62    40    41:=============* 
  64    40    33:==========*=== 
  66    33    26:========*== 
  68    21    20:======* 
  70    27    16:=====*=== 
  72    19    12:===*=== 
  74     5    10:== * 
  76     6     8:==* 
  78    22     6:=*====== 
  80     4     5:=* 
  82     7     3:*== 
  84     6     3:*= 
  86     3     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     2     1:*         :*= 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
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>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.94190.00281; mu= 9.5017 0.146 
 mean_var=29.7641 7.628, 0's: 2 Z-trim: 2  B-trim: 71 in 1/43 
 Lambda= 0.235087 
 Kolmogorov-Smirnov  statistic: 0.0933 (N=28) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   58 24.1    0.98 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   57 23.9       3 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   56 23.5     3.3 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   56 23.6     4.3 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   55 23.2     5.3 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 23.6     7.5 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   49 21.1     7.6 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 23.6     7.6 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 18.9     9.3 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   54 22.9     9.7 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   47 20.4     9.7 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   51 21.8     9.9 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   49 21.1      11 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   48 20.8      11 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 21.5      12 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   50 21.5      12 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   50 21.5      12 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   53 22.6      12 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   50 21.5      13 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   51 21.9      13 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   51 21.9      14 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 21.2      17 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.7      18 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.7      18 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.7      18 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   47 20.4      18 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 21.2      20 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 16.4      20 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 21.9      21 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   49 21.2      22 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 19.4      23 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 20.5      23 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 20.5      23 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 20.5      23 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 20.5      23 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 20.5      23 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 20.5      23 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 20.5      23 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 20.5      23 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 20.5      23 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 20.5      23 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 20.5      23 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 20.5      23 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 20.5      23 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 20.5      23 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 19.0      24 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   44 19.4      24 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   48 20.8      25 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   48 20.8      25 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   43 19.0      28 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   46 20.1      30 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   43 19.0      30 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   43 19.0      30 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   47 20.5      35 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 20.2      35 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   44 19.4      38 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 20.5      39 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 16.5      40 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.7      42 
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gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   42 18.7      42 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.7      42 
gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   42 18.7      42 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 19.4      43 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   40 18.0      44 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 16.5      44 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 18.0      46 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   44 19.5      46 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 19.5      46 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.8      46 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.8      46 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   45 19.8      48 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.7      49 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   44 19.5      49 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.8      50 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   44 19.5      51 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.4      52 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   41 18.4      53 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   41 18.4      53 
gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=T ( 121)   40 18.0      54 
gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A ( 262)   43 19.1      54 
gi|4587985|gb|AAD25927.1|AF084828_1 major allergen ( 342)   44 19.5      55 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   45 19.8      56 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.8      56 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   44 19.5      56 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   44 19.5      56 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 18.0      58 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   43 19.1      58 
gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   43 19.1      59 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   43 19.1      60 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   44 19.5      60 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   44 19.5      60 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   44 19.5      60 
gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A ( 291)   43 19.1      60 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 18.4      62 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 18.4      62 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 18.4      62 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   45 19.9      62 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   43 19.1      63 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   40 18.0      63 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   39 17.7      63 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   39 17.7      63 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   40 18.0      63 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   40 18.0      63 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 15.8      64 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 18.4      64 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   45 19.9      65 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   41 18.4      69 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 15.8      70 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   41 18.4      71 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   42 18.8      73 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 15.8      73 
gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia m ( 284)   42 18.8      74 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   41 18.4      74 
gi|21755|emb|CAA25593.1| unnamed protein product [ ( 286)   42 18.8      74 
gi|21761|emb|CAA26384.1| unnamed protein product [ ( 286)   42 18.8      74 
gi|170720|gb|AAA34280.1| alpha/beta-gliadin precur ( 286)   42 18.8      74 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.1      78 
gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hy ( 512)   44 19.5      79 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   43 19.2      80 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   43 19.2      80 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   43 19.2      81 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.1      81 
gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea  ( 316)   42 18.8      81 
gi|289064179|gb|ADC80503.1| non-specific lipid tra ( 118)   38 17.3      83 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.1      84 
gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-t (  34)   33 15.5      85 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   40 18.1      86 
gi|69552|pir||MEHB2 melittin, minor - honeybee     (  27)   32 15.1      87 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   41 18.4      88 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   37 17.0      88 
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gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   40 18.1      89 
gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen ( 367)   42 18.8      93 
gi|8843921|gb|AAF80166.1| pollen major allergen 1- ( 367)   42 18.8      93 
gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen ( 367)   42 18.8      93 
gi|9087152|sp|P81294.1|MPAJ1_JUNAS RecName: Full=M ( 367)   42 18.8      93 
gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen ( 367)   42 18.8      93 
gi|8843917|gb|AAF80164.1| pollen major allergen 1- ( 367)   42 18.8      93 
gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen ( 367)   42 18.8      93 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   42 18.8      93 
gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen ( 367)   42 18.8      93 
gi|190684057|gb|ACE82289.1| glutathione transferas ( 222)   40 18.1      93 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   42 18.8      94 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   42 18.8      94 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   42 18.8      94 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   42 18.8      94 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 14.4      95 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   39 17.7      96 
gi|14424466|sp|P35778.2|VA3_SOLIN RecName: Full=Ve ( 234)   40 18.1      98 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   37 17.0      99 
gi|21673|emb|CAA35238.1| unnamed protein product [ ( 307)   41 18.4      99 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   42 18.8   1e 
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  50 init1:  50 opt:  58  Z-score: 102.6  bits: 24.1 E(): 0.98 
Smith-Waterman score: 58; 40.0% identity (62.5% similar) in 40 aa overlap (35-70:79-117) 
 
           10        20        30        40            50        60 
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHA--HAIPGMDAAES 
                                     .::. ::.:  ::   :  :   :.. :.  
gi|121 DLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPEN-RPALKTLIDGLASSHKARGIEKAQF 
       50        60        70        80         90       100        
 
               70        80                         
AAD-12 ERFLEGLVDWACQAPRVHAH                         
       :.:  .:::.                                   
gi|121 EEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
       110       120       130       140       150  
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 93.8  bits: 23.9 E():    3 
Smith-Waterman score: 57; 24.5% identity (53.1% similar) in 49 aa overlap (9-54:345-393) 
 
                                     10        20        30         
AAD-12                       YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ... :.: . :: .    .  :  
gi|113 PDERSKKNVLGRHGEAAAESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEP 
          320       330       340       350       360       370     
 
       40        50           60        70        80 
AAD-12 GRPSLLIGRHAHAI---PGMDAAESERFLEGLVDWACQAPRVHAH 
       :. .: .   : ..   ::                           
gi|113 GESALSLTSSAGVLSCQPGAPC                        
          380       390                              
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 93.1  bits: 23.5 E():  3.3 
Smith-Waterman score: 56; 29.6% identity (53.7% similar) in 54 aa overlap (14-65:25-73) 
 
                          10        20        30         40         
AAD-12            YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET-GRPSLLIGRH 
                               .:  ::.  : :::  : . . : : . :.       
gi|249 MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPAT----- 
               10        20        30        40        50           
 
       50         60        70        80                            
AAD-12 AHAIP-GMDAAESERFLEGLVDWACQAPRVHAH                            
         :.: :  ..: ....:                                           
gi|249 PAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGLA 
          60        70        80        90       100       110      
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
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 initn:  37 init1:  37 opt:  56  Z-score: 91.1  bits: 23.6 E():  4.3 
Smith-Waterman score: 56; 27.0% identity (55.6% similar) in 63 aa overlap (26-80:46-108) 
 
                    10        20        30           40             
AAD-12      YSQSKLGHVQQAGSAYIGYGMDTTATPLRPL---VKVHPETGRPSLL--IGRH-- 
                                     :::::    ...: ....:  :  .: .   
gi|253 IEEPEMIAPTPPGQFPHQQPISSPNRTSRNTPLRPESTEIETHHHANHPPALPVLGMQLP 
          20        30        40        50        60        70      
 
        50        60        70        80                            
AAD-12 -AHAIPGMDAAESERFLEGLVDWACQAPRVHAH                            
          ..:  . :.:.  :.  .:   .::   .:                            
gi|253 VPGTVPESSRAQSRASLNLDIDLDLHAPSHPSHLSHGAPHEQEHAHEIQRHRAHSAQSSA 
          80        90       100       110       120       130      
 
gi|253 GLPPTGFASHLPPASSGPVSLGWNMYHVPPNLHLNANQFNFEVPGHMNVSGHPTHLEHSS 
         140       150       160       170       180       190      
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 89.4  bits: 23.2 E():  5.3 
Smith-Waterman score: 55; 42.9% identity (61.9% similar) in 21 aa overlap (55-75:246-266) 
 
           30        40        50        60        70        80     
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH     
                                     ::.: :: . .:: :   . :          
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
 
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 86.8  bits: 23.6 E():  7.5 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (2-19:283-300) 
 
                                            10        20        30  
AAD-12                              YSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
              40        50        60        70        80            
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH            
                                                                    
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  38 init1:  38 opt:  49  Z-score: 86.7  bits: 21.1 E():  7.6 
Smith-Waterman score: 49; 22.4% identity (47.1% similar) in 85 aa overlap (7-80:58-140) 
 
                                       10        20        30       
AAD-12                         YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     ::.  .:  ..: :    .   .: : ..  
gi|100 HDGSVWAQSPNFPQFKPEENAGIVKDFEEPGHLAPTG-LFLG-GTKYMVIQGEPGVVIRG 
        30        40        50        60          70        80      
 
         40        50                  60        70         80 
AAD-12 ETGRPSLLIGRHAHAI----------PGMDAAESERFLEGLVDWA-CQAPRVHAH 
       . :  .. : . . :.          ::.     ::. . :.: . : . . : : 
gi|100 KKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQGYCGSHHHHHH 
          90       100       110       120       130       140 
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 86.7  bits: 23.6 E():  7.6 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (2-19:289-306) 
 
                                            10        20        30  
AAD-12                              YSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
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      260       270       280       290       300       310         
 
              40        50        60        70        80            
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH            
                                                                    
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 85.1  bits: 18.9 E():  9.3 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (7-27:5-25) 
 
               10        20        30        40        50        60 
AAD-12 YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES 
             :.:..: :. .::  .  :.:                                  
gi|462   AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKNLNSA                     
                 10        20        30                             
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 84.8  bits: 22.9 E():  9.7 
Smith-Waterman score: 54; 34.8% identity (65.2% similar) in 23 aa overlap (5-27:552-574) 
 
                                         10        20        30     
AAD-12                           YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::   ..  :        
gi|217 QGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYPTSVQQPGQGQQSG 
             530       540       550       560       570       580  
 
           40        50        60        70        80               
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH               
                                                                    
gi|217 QGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQPATQLPTVCRMEGG 
             590       600       610       620       630       640  
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 84.8  bits: 20.4 E():  9.7 
Smith-Waterman score: 47; 27.5% identity (50.0% similar) in 40 aa overlap (20-59:19-58) 
 
               10        20        30        40        50        60 
AAD-12 YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES 
                          :.: ::  :. :.:.        .     :.:. : :. .  
gi|135  MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDVKDL 
                10        20        30        40        50          
 
               70        80                                
AAD-12 ERFLEGLVDWACQAPRVHAH                                
                                                           
gi|135 LLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD 
      60        70        80        90       100       110 
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 84.6  bits: 21.8 E():  9.9 
Smith-Waterman score: 51; 36.1% identity (55.6% similar) in 36 aa overlap (12-42:21-56) 
 
                        10          20           30        40       
AAD-12          YSQSKLGHVQQAGS--AYIGYGMDTTATP---LRPLVKVHPETGRPSLLIG 
                           :::  : .:::  : :.:     : . . :  ..:.     
gi|330 MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKAT 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH                           
                                                                    
gi|330 TEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESS 
               70        80        90       100       110       120 
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 83.6  bits: 21.1 E():   11 
Smith-Waterman score: 49; 21.4% identity (44.3% similar) in 70 aa overlap (6-75:31-100) 
 
                                        10        20        30      
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AAD-12                          YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :. :  . :::..::  .     . ::    
gi|616 NEIAXAKIDLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCA 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH                
        . :  .  : :  . :    ...   .     . .:. :                     
gi|616 SQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNK 
               70        80        90       100       110       120 
 
gi|616 IREALAQTHSAIAVIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYW 
              130       140       150       160       170       180 
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.5  bits: 20.8 E():   11 
Smith-Waterman score: 48; 25.6% identity (53.5% similar) in 43 aa overlap (19-61:23-65) 
 
                   10        20        30        40        50       
AAD-12     YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                             ...:  ..::  :.:   :. .    .     :::. : 
gi|344 MTGVKTHLQHELKRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPD 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 AAESERFLEGLVDWACQAPRVHAH                                     
         ..:                                                        
gi|344 EFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDS 
               70        80        90       100       110       120 
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.4  bits: 21.5 E():   12 
Smith-Waterman score: 50; 32.1% identity (57.1% similar) in 28 aa overlap (15-42:1-28) 
 
               10        20        30        40        50        60 
AAD-12 YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES 
                     : .:::  : :.:    . . :  ..:.                   
gi|295               ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQKLIEKINAGF 
                             10        20        30        40       
 
               70        80                                         
AAD-12 ERFLEGLVDWACQAPRVHAH                                         
                                                                    
gi|295 KAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYK 
         50        60        70        80        90       100       
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.4  bits: 21.5 E():   12 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (15-65:1-43) 
 
               10        20        30        40        50        60 
AAD-12 YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES 
                     : .:::    :::  : .   : :  :.   :  :    :  ..:  
gi|109               ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA---AGKATTEE 
                                10        20          30            
 
               70        80                                         
AAD-12 ERFLEGLVDWACQAPRVHAH                                         
       ....:                                                        
gi|109 QKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAA 
       40        50        60        70        80        90         
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.4  bits: 21.5 E():   12 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (15-65:1-43) 
 
               10        20        30        40        50        60 
AAD-12 YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES 
                     : .:::    :::  : .   : :  :.   :  :    :  ..:  
gi|239               ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA---AGKATTEE 
                                10        20          30            
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               70        80                                         
AAD-12 ERFLEGLVDWACQAPRVHAH                                         
       ....:                                                        
gi|239 QKLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAA 
       40        50        60        70        80        90         
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.8  bits: 22.6 E():   12 
Smith-Waterman score: 53; 34.8% identity (60.9% similar) in 23 aa overlap (5-27:564-586) 
 
                                         10        20        30     
AAD-12                           YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::   .   :        
gi|217 QGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYPTSLQQPGQGQQSG 
           540       550       560       570       580       590    
 
           40        50        60        70        80               
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH               
                                                                    
gi|217 QGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQPATQLPTVCRMEGG 
           600       610       620       630       640       650    
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 82.7  bits: 21.5 E():   13 
Smith-Waterman score: 50; 32.1% identity (52.8% similar) in 53 aa overlap (14-65:25-68) 
 
                          10        20        30        40          
AAD-12            YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                               .: .:::    :::  : .   : :  :.      : 
gi|398 MAVHQYTVALFLAVALVAGPAASYAADLGYG---PATPAAPAAGYTPAT--PA----APA 
               10        20        30           40              50  
 
      50         60        70        80                             
AAD-12 HAIP-GMDAAESERFLEGLVDWACQAPRVHAH                             
       .: : :  ..: ....:                                            
gi|398 EAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGAASNKAFAEGLSG 
              60        70        80        90       100       110  
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 82.6  bits: 21.9 E():   13 
Smith-Waterman score: 51; 28.3% identity (51.7% similar) in 60 aa overlap (20-74:2-60) 
 
               10        20        30        40        50           
AAD-12 YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG-----M 
                          :. : : :.  :. .   .:   :  : ::.:::.     : 
gi|581                   MGFITKAIPIV-LAALSTVNGARILEAGPHAEAIPNKYIVVM 
                                 10         20        30        40  
 
          60        70        80                                    
AAD-12 DAAESERFLEGLVDWACQAPRVHAH                                    
           :.. ... . :  :.                                          
gi|581 KREVSDEAFNAHTTWLSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRAYSGEFDDAMIK 
              50        60        70        80        90       100  
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 81.7  bits: 21.9 E():   14 
Smith-Waterman score: 51; 41.7% identity (66.7% similar) in 24 aa overlap (7-29:219-242) 
 
                                       10        20         30      
AAD-12                         YSQSKLGHVQQAGSAYIGYGMDT-TATPLRPLVKVH 
                                     :  ..: .  .:.:::: ::  .:       
gi|303 AGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALADVLGFGMDTETARKVRGEDDQR 
      190       200       210       220       230       240         
 
          40        50        60        70        80                
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH                
                                                                    
gi|303 GHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICSATFIQNIDNPAEADFYNPRAG 
      250       260       270       280       290       300         
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>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.4  bits: 21.2 E():   17 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (12-28:200-216) 
 
                                  10        20        30        40  
AAD-12                    YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
              50        60        70        80                      
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH                      
                                                                    
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.9  bits: 19.7 E():   18 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (17-34:24-41) 
 
                      10        20        30        40        50    
AAD-12        YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|121 MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSLSTFKNTE 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAH                                  
                                                                    
gi|121 IKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDG 
               70        80        90       100       110       120 
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.9  bits: 19.7 E():   18 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (17-34:24-41) 
 
                      10        20        30        40        50    
AAD-12        YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|379 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAH                                  
                                                                    
gi|379 IKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTATVGD 
               70        80        90       100       110       120 
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.9  bits: 19.7 E():   18 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (17-34:24-41) 
 
                      10        20        30        40        50    
AAD-12        YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|144 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAH                                  
                                                                    
gi|144 IKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTASVGD 
               70        80        90       100       110       120 
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 79.7  bits: 20.4 E():   18 
Smith-Waterman score: 47; 21.7% identity (52.2% similar) in 46 aa overlap (13-55:62-107) 
 
                                 10        20        30             
AAD-12                   YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE---TG 
                                     :..:.: . .. :     . . . .   .: 
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gi|201 DATPVLDVAGKELDSRLSYRIISTFWGALGGDVYLGKSPNSDAPCANGIFRYNSDVGPSG 
              40        50        60        70        80        90  
 
      40        50        60        70        80                    
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH                    
        :  .::  .:   :.                                             
gi|201 TPVRFIGSSSHFGQGIFENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTI 
             100       110       120       130       140       150  
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 79.3  bits: 21.2 E():   20 
Smith-Waterman score: 49; 24.5% identity (49.0% similar) in 49 aa overlap (9-54:341-389) 
 
                                     10        20        30         
AAD-12                       YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ..  :.: . :: .    .  :  
gi|113 ASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMIPAEP 
              320       330       340       350       360       370 
 
       40        50           60        70        80 
AAD-12 GRPSLLIGRHAHAI---PGMDAAESERFLEGLVDWACQAPRVHAH 
       :.  : .   : ..   ::                           
gi|113 GEAVLRLTSSAGVLSCQPGAPC                        
              380       390                          
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 79.0  bits: 16.4 E():   20 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (48-53:8-13) 
 
        20        30        40        50        60        70        
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::: .:                         
gi|131                        GPVGGVVHAHMMPLL                       
                                      10                            
 
        80 
AAD-12 HAH 
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.7  bits: 21.9 E():   21 
Smith-Waterman score: 51; 21.3% identity (52.0% similar) in 75 aa overlap (2-76:208-276) 
 
                                            10        20        30  
AAD-12                              YSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : .. :. :: :..  ::     ..: .:  
gi|220 QGQQGYYPSSLQQPGQGQQIGQGQQGYYPTSLQQPGQGQQIGQGQQGY---YPTSPQHPG 
       180       190       200       210       220          230     
 
              40        50        60        70        80            
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH            
        . .:  :.    ::.  .   : . .....  .:   .   .:.                
gi|220 QRQQPGQGQQ---IGQGQQLGQGRQIGQGQQSGQGQQGYYPTSPQQLGQGQQPGQWQQSG 
          240          250       260       270       280       290  
 
gi|220 QGQQGYYPTSQQQPGQGQQGQYPASQQQPGQGQQGQYPASQQQPGQGQQGQYPASQQQPG 
             300       310       320       330       340       350  
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.1  bits: 21.2 E():   22 
Smith-Waterman score: 49; 33.3% identity (46.7% similar) in 30 aa overlap (18-47:90-119) 
 
                            10        20        30        40        
AAD-12              YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     : ::   . :  : .   :. :: .   :: 
gi|259 GVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGR 
      60        70        80        90       100       110          
 
        50        60        70        80                            
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAH                            
                                                                    
gi|259 FQDRHQKIRRFRRGDIIAIPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLA 
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     120       130       140       150       160       170          
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.0  bits: 19.4 E():   23 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (17-37:25-45) 
 
                       10        20        30        40        50   
AAD-12         YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                               .:. . :.:  :.:  .:  :                
gi|990 MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAH                                 
                                                                    
gi|990 EAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVVVTASCD 
               70        80        90       100       110       120 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.8  bits: 20.5 E():   23 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (15-42:1-31) 
 
               10        20           30        40        50        
AAD-12 YSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDA 
                     : .:::  : :.:     : . . :  ..:.                
gi|217               ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKN 
                             10        20        30        40       
 
        60        70        80                                      
AAD-12 AESERFLEGLVDWACQAPRVHAH                                      
                                                                    
gi|217 AGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDA 
         50        60        70        80        90       100       
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.8  bits: 20.5 E():   23 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (15-42:1-31) 
 
               10        20           30        40        50        
AAD-12 YSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDA 
                     : .:::  : :.:     : . . :  ..:.                
gi|217               ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKN 
                             10        20        30        40       
 
        60        70        80                                      
AAD-12 AESERFLEGLVDWACQAPRVHAH                                      
                                                                    
gi|217 AGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDA 
         50        60        70        80        90       100       
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.8  bits: 20.5 E():   23 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (15-42:1-31) 
 
               10        20           30        40        50        
AAD-12 YSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDA 
                     : .:::  : :.:     : . . :  ..:.                
gi|217               ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKN 
                             10        20        30        40       
 
        60        70        80                                      
AAD-12 AESERFLEGLVDWACQAPRVHAH                                      
                                                                    
gi|217 AGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDA 
         50        60        70        80        90       100       
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.8  bits: 20.5 E():   23 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (15-42:1-31) 
 
               10        20           30        40        50        
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AAD-12 YSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDA 
                     : .:::  : :.:     : . . :  ..:.                
gi|217               ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKN 
                             10        20        30        40       
 
        60        70        80                                      
AAD-12 AESERFLEGLVDWACQAPRVHAH                                      
                                                                    
gi|217 AGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDA 
         50        60        70        80        90       100       
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.8  bits: 20.5 E():   23 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (15-42:1-31) 
 
               10        20           30        40        50        
AAD-12 YSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDA 
                     : .:::  : :.:     : . . :  ..:.                
gi|217               ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKIN 
                             10        20        30        40       
 
        60        70        80                                      
AAD-12 AESERFLEGLVDWACQAPRVHAH                                      
                                                                    
gi|217 AGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDA 
         50        60        70        80        90       100       
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.8  bits: 20.5 E():   23 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (15-42:1-31) 
 
               10        20           30        40        50        
AAD-12 YSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDA 
                     : .:::  : :.:     : . . :  ..:.                
gi|217               ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKN 
                             10        20        30        40       
 
        60        70        80                                      
AAD-12 AESERFLEGLVDWACQAPRVHAH                                      
                                                                    
gi|217 AGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDA 
         50        60        70        80        90       100       
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.8  bits: 20.5 E():   23 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (15-42:1-31) 
 
               10        20           30        40        50        
AAD-12 YSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDA 
                     : .:::  : :.:     : . . :  ..:.                
gi|217               ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKN 
                             10        20        30        40       
 
        60        70        80                                      
AAD-12 AESERFLEGLVDWACQAPRVHAH                                      
                                                                    
gi|217 AGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDA 
         50        60        70        80        90       100       
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.8  bits: 20.5 E():   23 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (15-42:1-31) 
 
               10        20           30        40        50        
AAD-12 YSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDA 
                     : .:::  : :.:     : . . :  ..:.                
gi|217               ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKN 
                             10        20        30        40       
 
        60        70        80                                      
AAD-12 AESERFLEGLVDWACQAPRVHAH                                      
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gi|217 AGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDA 
         50        60        70        80        90       100       
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.8  bits: 20.5 E():   23 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (15-42:1-31) 
 
               10        20           30        40        50        
AAD-12 YSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDA 
                     : .:::  : :.:     : . . :  ..:.                
gi|217               ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKIN 
                             10        20        30        40       
 
        60        70        80                                      
AAD-12 AESERFLEGLVDWACQAPRVHAH                                      
                                                                    
gi|217 AGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDA 
         50        60        70        80        90       100       
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.8  bits: 20.5 E():   23 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (15-42:1-31) 
 
               10        20           30        40        50        
AAD-12 YSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDA 
                     : .:::  : :.:     : . . :  ..:.                
gi|217               ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKN 
                             10        20        30        40       
 
        60        70        80                                      
AAD-12 AESERFLEGLVDWACQAPRVHAH                                      
                                                                    
gi|217 AGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDA 
         50        60        70        80        90       100       
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.8  bits: 20.5 E():   23 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (15-42:1-31) 
 
               10        20           30        40        50        
AAD-12 YSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDA 
                     : .:::  : :.:     : . . :  ..:.                
gi|217               ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKIN 
                             10        20        30        40       
 
        60        70        80                                      
AAD-12 AESERFLEGLVDWACQAPRVHAH                                      
                                                                    
gi|217 AGFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDA 
         50        60        70        80        90       100       
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.8  bits: 20.5 E():   23 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (15-42:1-31) 
 
               10        20           30        40        50        
AAD-12 YSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDA 
                     : .:::  : :.:     : . . :  ..:.                
gi|217               ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKN 
                             10        20        30        40       
 
        60        70        80                                      
AAD-12 AESERFLEGLVDWACQAPRVHAH                                      
                                                                    
gi|217 AGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDA 
         50        60        70        80        90       100       
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.8  bits: 20.5 E():   23 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (15-42:1-31) 
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               10        20           30        40        50        
AAD-12 YSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDA 
                     : .:::  : :.:     : . . :  ..:.                
gi|217               ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKN 
                             10        20        30        40       
 
        60        70        80                                      
AAD-12 AESERFLEGLVDWACQAPRVHAH                                      
                                                                    
gi|217 AGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDA 
         50        60        70        80        90       100       
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.8  bits: 20.5 E():   23 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (15-42:1-31) 
 
               10        20           30        40        50        
AAD-12 YSQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDA 
                     : .:::  : :.:     : . . :  ..:.                
gi|217               ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKN 
                             10        20        30        40       
 
        60        70        80                                      
AAD-12 AESERFLEGLVDWACQAPRVHAH                                      
                                                                    
gi|217 AGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDA 
         50        60        70        80        90       100       
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 77.5  bits: 19.0 E():   24 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (54-66:5-17) 
 
            30        40        50        60        70        80    
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH    
                                     :.:::: .  :.:                  
gi|208                           MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACG 
                                         10        20        30     
 
gi|208 LAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAGDVDGD 
           40        50        60        70        80        90     
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 77.5  bits: 19.4 E():   24 
Smith-Waterman score: 44; 21.4% identity (45.2% similar) in 84 aa overlap (7-80:58-139) 
 
                                       10        20        30       
AAD-12                         YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     ::.  .:  ..: :    .   .: : ..  
gi|100 HDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHLAPTG-LFLG-GTKYMVIQGEPGVVIRG 
        30        40        50        60          70        80      
 
         40        50                  60        70        80   
AAD-12 ETGRPSLLIGRHAHAI----------PGMDAAESERFLEGLVDWACQAPRVHAH   
       . :  .. : . . :.          ::.     ::. . :.: .  .   : :   
gi|100 KKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQGYYVGSHHHHHH 
          90       100       110       120       130       140  
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.3  bits: 20.8 E():   25 
Smith-Waterman score: 48; 21.2% identity (54.5% similar) in 33 aa overlap (11-43:348-380) 
 
                                   10        20        30        40 
AAD-12                     YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ..  : : . ::..    .  : :. 
gi|113 DQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGE 
       320       330       340       350       360       370        
 
               50        60        70        80 
AAD-12 PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
        ..                                      
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gi|113 AAIKLTSSAGVFSCHPGAPC                     
       380       390                            
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.3  bits: 20.8 E():   25 
Smith-Waterman score: 48; 21.2% identity (54.5% similar) in 33 aa overlap (11-43:348-380) 
 
                                   10        20        30        40 
AAD-12                     YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ..  : : . ::..    .  : :. 
gi|166 DQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGE 
       320       330       340       350       360       370        
 
               50        60        70        80 
AAD-12 PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
        ..                                      
gi|166 AAIKLTSSAGVFSCRPGAPC                     
       380       390                            
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 76.3  bits: 19.0 E():   28 
Smith-Waterman score: 43; 26.3% identity (57.9% similar) in 38 aa overlap (8-42:33-70) 
 
                                      10        20           30     
AAD-12                        YSQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVKV 
                                     ....:.::     .: :::   : : .. . 
gi|668 ASEAAAAAATPVAPTEGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPI 
             10        20        30        40        50        60   
 
           40        50        60        70        80               
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH               
         . .. :                                                     
gi|668 FADMAKKSPNVVFLKVDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKL 
             70        80        90       100       110       120   
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.9  bits: 20.1 E():   30 
Smith-Waterman score: 46; 40.0% identity (60.0% similar) in 15 aa overlap (66-80:27-41) 
 
          40        50        60        70        80                
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH                
                                     : :.:  : : .. :                
gi|170     MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQ 
                   10        20        30        40        50       
 
gi|170 QTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQP 
         60        70        80        90       100       110       
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.8  bits: 19.0 E():   30 
Smith-Waterman score: 43; 29.6% identity (66.7% similar) in 27 aa overlap (14-40:9-35) 
 
               10        20        30        40        50        60 
AAD-12 YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES 
                    ::.    . ..:.  : .:.:. ..::                     
gi|244      MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQSCQRQFEEQQRFRNCQRY 
                    10        20        30        40        50      
 
               70        80                                         
AAD-12 ERFLEGLVDWACQAPRVHAH                                         
                                                                    
gi|244 VKQEVQRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYE 
          60        70        80        90       100       110      
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 75.8  bits: 19.0 E():   30 
Smith-Waterman score: 43; 21.5% identity (46.8% similar) in 79 aa overlap (7-75:58-134) 
 
                                       10        20        30       
AAD-12                         YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     ::.  .:  ..: :    .   .: : ..  
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gi|105 HDGSVWTESPNFPKFKPEEIAGIVKDFEEPGHLAPTG-LFLG-GTKYMVIQGEPGVVIRG 
        30        40        50        60          70        80      
 
         40        50                  60        70        80 
AAD-12 ETGRPSLLIGRHAHAI----------PGMDAAESERFLEGLVDWACQAPRVHAH 
       . :  .. : . . :.          ::.     ::. . :.: .  .:      
gi|105 KKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQGYWVPSSNS  
          90       100       110       120       130          
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.8  bits: 20.5 E():   35 
Smith-Waterman score: 47; 38.1% identity (57.1% similar) in 21 aa overlap (55-75:247-267) 
 
           30        40        50        60        70        80     
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH     
                                     ::.: :: . .:  :   . :          
gi|232 APDIKTPKEALDLIMDAIDKAGYKGKVGIAMDVASSEFYKDGKYDLDFKNPESDPSKWLS 
        220       230       240       250       260       270       
 
gi|232 GPQLADLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKT 
        280       290       300       310       320       330       
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.6  bits: 20.2 E():   35 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (17-26:284-293) 
 
                             10        20        30        40       
AAD-12               YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
         50        60        70        80     
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH     
                                              
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.0  bits: 19.4 E():   38 
Smith-Waterman score: 44; 20.0% identity (50.8% similar) in 65 aa overlap (12-76:74-138) 
 
                                  10        20        30        40  
AAD-12                    YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     :..:. .:: . . .   :  :   :  .  
gi|383 SPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEEEE 
            50        60        70        80        90       100    
 
              50        60        70        80                      
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH                      
       .:. .      :.. : ... . :     : ..:.                          
gi|383 DLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEELEA 
           110       120       130       140       150       160    
 
gi|383 NVRAIEMDGLVWGASKFVAVGFGIKKLQINLVVEDEKVSTDELQAQIEEDEDHVQSTDVA 
           170       180       190       200       210       220    
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.8  bits: 20.5 E():   39 
Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (39-61:344-366) 
 
       10        20        30        40        50        60         
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
           320       330       340       350       360       370    
 
       70        80                                                 
AAD-12 DWACQAPRVHAH                                                 
                                                                    
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
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           380       390       400       410       420       430    
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 73.5  bits: 16.5 E():   40 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (53-70:8-25) 
 
             30        40        50        60        70        80 
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                     :.. :. ....:..   :           
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA    
                                      10        20        30      
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.2  bits: 18.7 E():   42 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (45-68:1-24) 
 
           20        30        40        50        60        70     
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|215                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
           80                                                       
AAD-12 PRVHAH                                                       
                                                                    
gi|215 IPKAATGAYKSVEVKGDGGAGTVRIITLPEGSPITTMTVRTDAVNKEALSYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.2  bits: 18.7 E():   42 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (45-68:1-24) 
 
           20        30        40        50        60        70     
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|166                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
           80                                                       
AAD-12 PRVHAH                                                       
                                                                    
gi|166 IPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.2  bits: 18.7 E():   42 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (45-68:1-24) 
 
           20        30        40        50        60        70     
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|892                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
           80                                                       
AAD-12 PRVHAH                                                       
                                                                    
gi|892 IPKAAPGAYKSVEVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.2  bits: 18.7 E():   42 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (45-68:1-24) 
 
           20        30        40        50        60        70     
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|215                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
           80                                                       
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AAD-12 PRVHAH                                                       
                                                                    
gi|215 IPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.1  bits: 19.4 E():   43 
Smith-Waterman score: 44; 20.0% identity (52.5% similar) in 40 aa overlap (2-41:51-90) 
 
                                            10        20        30  
AAD-12                              YSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|130 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               30        40        50        60        70        80 
 
              40        50        60        70        80            
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH            
        . .:. ..:                                                   
gi|130 PQPQPQYSQPQEPISQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQS 
               90       100       110       120       130       140 
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.9  bits: 18.0 E():   44 
Smith-Waterman score: 40; 30.0% identity (50.0% similar) in 30 aa overlap (41-70:13-42) 
 
               20        30        40        50        60        70 
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 
                                     :. :.    .. ::   :: :   .:  .: 
gi|144                   VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEW 
                                 10        20        30        40   
 
               80                                             
AAD-12 ACQAPRVHAH                                             
                                                              
gi|144 EPLTKKGNLWEVKSSKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
             50        60        70        80        90       
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 72.9  bits: 16.5 E():   44 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (53-70:8-25) 
 
             30        40        50        60        70        80 
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                     :.. :. ....:..   :           
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK 
                                      10        20        30      
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.6  bits: 18.0 E():   46 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (2-19:26-43) 
 
                                       10        20        30       
AAD-12                         YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                : .. :. :: :..  ::                  
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
         40        50        60        70        80 
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                                    
gi|897 PYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ    
               70        80        90       100     
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.5  bits: 19.5 E():   46 
Smith-Waterman score: 44; 29.6% identity (59.3% similar) in 27 aa overlap (10-36:99-125) 
 
                                    10        20        30          
AAD-12                      YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG 
                                     :.:.:  . :: .  ..     .::.:    
gi|144 KDYLIMKRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQ 
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       70        80        90       100       110       120         
 
      40        50        60        70        80                    
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH                    
                                                                    
gi|144 HESYEQDQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLP 
      130       140       150       160       170       180         
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 72.5  bits: 19.5 E():   46 
Smith-Waterman score: 44; 27.8% identity (52.8% similar) in 36 aa overlap (25-60:64-96) 
 
                     10        20        30        40        50     
AAD-12       YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                                     :  .. .  . :.  ::   . . :  .:  
gi|481 AGKATTEEQKLIEDINVGFKAAVAARQRPAADKFKTFEAASPRHPRP---LRQGAGLVPK 
            40        50        60        70        80           90 
 
           60        70        80                                   
AAD-12 MDAAESERFLEGLVDWACQAPRVHAH                                   
       .::: :                                                       
gi|481 LDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGE 
              100       110       120       130       140       150 
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.5  bits: 19.8 E():   46 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (38-54:225-240) 
 
        10        20        30        40        50        60        
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
        70        80                                                
AAD-12 VDWACQAPRVHAH                                                
                                                                    
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.5  bits: 19.8 E():   46 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (38-54:225-240) 
 
        10        20        30        40        50        60        
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
        70        80                                                
AAD-12 VDWACQAPRVHAH                                                
                                                                    
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 72.2  bits: 19.8 E():   48 
Smith-Waterman score: 45; 27.5% identity (54.9% similar) in 51 aa overlap (33-80:119-169) 
 
             10        20        30        40        50         60  
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESE 
                                     .::  .: : :..   .:.:  :..    . 
gi|908 LWIIFSKNLNIKLNMPLYIAGNKTIDGRGAEVHIGNGGPCLFMRTVSHVILHGLNIHGCN 
       90       100       110       120       130       140         
 
                70        80                                        
AAD-12 RFLEG--LVDWACQAPRVHAH                                        
         . :  :.. :  .  :::.                                        
gi|908 TSVSGNVLISEASGVVPVHAQDGDAITMRNVTDVWIDHNSLSDSSDGLVDVTLASTGVTI 
      150       160       170       180       190       200         
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>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 72.1  bits: 21.7 E():   49 
Smith-Waterman score: 50; 44.4% identity (63.0% similar) in 27 aa overlap (41-66:636-662) 
 
               20        30        40         50        60          
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVD 
                                     :: : : : : .:::  . ..:  :.:    
gi|278 SRGPSGPPGPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIG 
         610       620       630       640       650       660      
 
      70        80                                                  
AAD-12 WACQAPRVHAH                                                  
                                                                    
gi|278 SPGRDGARGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAG 
         670       680       690       700       710       720      
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 72.0  bits: 19.5 E():   49 
Smith-Waterman score: 44; 47.4% identity (63.2% similar) in 19 aa overlap (59-74:72-90) 
 
       30        40        50        60        70           80      
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW---ACQAPRVHAH      
                                     :.. ::   :::   ::.:            
gi|144 TISKQVVFLIHGFLSTGNNENFVAMSKALIEKDDFLVISVDWKKGACNAFASTKDALGYS 
              50        60        70        80        90       100  
 
gi|144 KAVGNTRHVGKFVADFTKLLVEKYKVLISNIRLIGHSLGAHTSGFAGKEVQKLKLGKYKE 
             110       120       130       140       150       160  
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 71.8  bits: 19.8 E():   50 
Smith-Waterman score: 45; 23.4% identity (44.7% similar) in 47 aa overlap (11-54:347-393) 
 
                                   10        20        30        40 
AAD-12                     YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ... : :   :: .    .  : :  
gi|625 DPMKKNVLVRADAPHTESMKWNWRSEKDLLENGAIFVASGCDPHLTPEQKSHLIPAEPGS 
        320       330       340       350       360       370       
 
                  50        60        70        80 
AAD-12 PSLLIGRHA---HAIPGMDAAESERFLEGLVDWACQAPRVHAH 
         : .   :   . .::                           
gi|625 AVLQLTSCAGTLKCVPGKPC                        
        380       390                              
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 71.6  bits: 19.5 E():   51 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (37-80:254-299) 
 
         10        20        30        40          50        60     
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
           70        80                  
AAD-12 EGLVDWACQAPRVHAH                  
        .. :   . :.:. :                  
gi|261 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFS 
           290       300       310       
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.6  bits: 18.4 E():   52 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (24-31:34-41) 
 
                      10        20        30        40        50    
AAD-12        YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
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            60        70        80                                  
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAH                                  
                                                                    
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 44; 35.4% identity (54.2% similar) in 48 aa overlap (8-53:79-122) 
 
                                      10        20        30        
AAD-12                        YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
                                     :. . :.  :  : : ::. .  . :  :  
gi|160 LGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGN--ITVGEDGTAA-INIVDKQIPL 
       50        60        70        80          90        100      
 
        40          50        60        70        80    
AAD-12 TGRPSLLIGRHA--HAIPGMDAAESERFLEGLVDWACQAPRVHAH    
       :: :  .::: .  :. :                               
gi|160 TG-PHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          110       120       130       140       150   
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.3  bits: 18.4 E():   53 
Smith-Waterman score: 41; 20.8% identity (79.2% similar) in 24 aa overlap (45-68:1-24) 
 
           20        30        40        50        60        70     
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:....:.:       
gi|134                               MGVQTHVLELTSSVSAEKIFQGFVIDVDTV 
                                             10        20        30 
 
           80                                                       
AAD-12 PRVHAH                                                       
                                                                    
gi|134 LPKAAPGAYKSVEIKGDGGPGTLKIITLPDGGPITTMTLRIDGVNKEALTFDYSVIDGDI 
               40        50        60        70        80        90 
 
>>gi|52783462|sp|Q8TFM8.1|THIO_FUSCU RecName: Full=Thior  (121 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.3  bits: 18.0 E():   54 
Smith-Waterman score: 40; 30.4% identity (69.6% similar) in 23 aa overlap (1-23:55-77) 
 
                                             10        20        30 
AAD-12                               YSQSKLGHVQQAGSAYIGYGMDTTATPLRP 
                                     ... .. :::.:.. :   .: :        
gi|527 FFADWCPPCKAIAPVYEQLSTKHSVPDVLAFAKVNVDHVQDAAQQYGITAMPTFMFFKEG 
           30        40        50        60        70        80     
 
               40        50        60        70        80 
AAD-12 LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                                          
gi|527 KQVAVNGQAVIKGADPRTLGAAAEKLGGLAQKRVAGA              
           90       100       110       120               
 
>>gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A-I [  (262 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.2  bits: 19.1 E():   54 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (2-48:71-117) 
 
                                            10        20        30  
AAD-12                              YSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
              40        50        60        70        80            
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH            
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
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>>gi|4587985|gb|AAD25927.1|AF084828_1 major allergenic p  (342 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 71.1  bits: 19.5 E():   55 
Smith-Waterman score: 49; 24.1% identity (56.9% similar) in 58 aa overlap (12-67:134-186) 
 
                                  10        20        30            
AAD-12                    YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG-- 
                                     : .::::   . . . .  ...:  ..:   
gi|458 MPRKPGMTRDDLFNSNASIVRDLAKVVAKVAPKAYIGVISNPVNSTVPIVAEVFKKAGVY 
           110       120       130       140       150       160    
 
      40        50        60        70        80                    
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH                    
        :. :.:     .  .:....  :: :.                                 
gi|458 DPKRLFG-----VTTLDTTRAATFLSGIAGSDPQTTNVPVIGGHSGVTIVPLISQAAQGD 
           170            180       190       200       210         
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.0  bits: 19.8 E():   56 
Smith-Waterman score: 46; 22.4% identity (55.2% similar) in 67 aa overlap (9-73:52-109) 
 
                                     10        20        30         
AAD-12                       YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     ....:: :.: :.. ..  .  ..       
gi|144 VEADVKLSDGYLARAAVPRGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIG----- 
              30        40        50        60        70            
 
       40        50        60         70         80                 
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVD-WA-CQAPRVHAH                 
         :.: .:.      :.:    .. :.: :. :. :.                        
gi|144 --PAL-VGKDPTDQVGIDNFMVQQ-LDGTVNEWGWCKQKLGANAILAVSLAVCKAGAHVK 
            80        90        100       110       120       130   
 
gi|144 GIPLYKHVANLAGNKNLVLPVPAFNVINGGSHAGNKLAMQEFMILPVGASSFKEAMKMGA 
            140       150       160       170       180       190   
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 71.0  bits: 19.8 E():   56 
Smith-Waterman score: 46; 22.4% identity (55.2% similar) in 67 aa overlap (9-73:52-109) 
 
                                     10        20        30         
AAD-12                       YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     ....:: :.: :.. ..  .  ..       
gi|144 VEADVKLSDGYLARAAVPSGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIG----- 
              30        40        50        60        70            
 
       40        50        60         70         80                 
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVD-WA-CQAPRVHAH                 
         :.: .:.      :.:    .. :.: :. :. :.                        
gi|144 --PAL-VGKDPTDQVGIDNFMVQQ-LDGTVNEWGWCKQKLGANAILAVSLAVCKAGAHVK 
            80        90        100       110       120       130   
 
gi|144 GIPLYEHIANLAGNKNLVLPVPAFNVINGGSHAGNKLAMQEFMILPVGASSFKEAMKMGA 
            140       150       160       170       180       190   
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 71.0  bits: 19.5 E():   56 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (34-52:99-117) 
 
            10        20        30        40        50        60    
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
            70        80                                            
AAD-12 LEGLVDWACQAPRVHAH                                            
                                                                    
gi|908 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
      130       140       150       160       170       180         
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
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 initn:  44 init1:  44 opt:  44  Z-score: 71.0  bits: 19.5 E():   56 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (34-52:100-118) 
 
            10        20        30        40        50        60    
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
            70        80                                            
AAD-12 LEGLVDWACQAPRVHAH                                            
                                                                    
gi|118 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     130       140       150       160       170       180          
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.7  bits: 18.0 E():   58 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (17-34:25-42) 
 
                       10        20        30        40        50   
AAD-12         YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                               .:. . :.:  ..: ..:                   
gi|144 MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAH                                 
                                                                    
gi|144 EIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVEVTASVD 
               70        80        90       100       110       120 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 43; 37.0% identity (74.1% similar) in 27 aa overlap (2-26:239-265) 
 
                                            10          20          
AAD-12                              YSQSKLGHVQQ--AGSAYIGYGMDTTATPLR 
                                     ..:.. .:.:  .:.: .. :  ::::    
gi|168 AVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAA 
      210       220       230       240       250       260         
 
      30        40        50        60        70        80 
AAD-12 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                                           
gi|168 SGAATVAAGGYKV                                       
      270       280                                        
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.5  bits: 19.1 E():   59 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (2-48:71-117) 
 
                                            10        20        30  
AAD-12                              YSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|473 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
              40        50        60        70        80            
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH            
        . .:. ..:.  :...                                            
gi|473 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 43; 37.0% identity (74.1% similar) in 27 aa overlap (2-26:248-274) 
 
                                            10          20          
AAD-12                              YSQSKLGHVQQ--AGSAYIGYGMDTTATPLR 
                                     ..:.. .:.:  .:.: .. :  ::::    
gi|330 AVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAA 
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       220       230       240       250       260       270        
 
      30        40        50        60        70        80 
AAD-12 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                                           
gi|330 SGAATVAAGGYKV                                       
       280       290                                       
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.4  bits: 19.5 E():   60 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (37-80:290-335) 
 
         10        20        30        40          50        60     
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
           70        80                                        
AAD-12 EGLVDWACQAPRVHAH                                        
        .. :   . :.:. :                                        
gi|124 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.4  bits: 19.5 E():   60 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (37-80:290-335) 
 
         10        20        30        40          50        60     
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
           70        80                                        
AAD-12 EGLVDWACQAPRVHAH                                        
        .. :   . :.:. :                                        
gi|124 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.4  bits: 19.5 E():   60 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (37-80:290-335) 
 
         10        20        30        40          50        60     
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
           70        80                                        
AAD-12 EGLVDWACQAPRVHAH                                        
        .. :   . :.:. :                                        
gi|268 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A-II   (291 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 43; 19.1% identity (53.2% similar) in 47 aa overlap (2-48:71-117) 
 
                                            10        20        30  
AAD-12                              YSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . : .     : .:  
gi|170 QVPLVQEQQFQGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQPFRPQQPY 
               50        60        70        80        90       100 
 
              40        50        60        70        80            
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH            
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQILQQILQQQLIPCRDVVLQQHNIAHGSSQV 
              110       120       130       140       150       160 
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>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.2  bits: 18.4 E():   62 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (47-63:17-30) 
 
         20        30        40        50        60        70       
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|212               VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                             10        20           30        40    
 
         80                                                         
AAD-12 VHAH                                                         
                                                                    
gi|212 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
            50        60        70        80        90       100    
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.1  bits: 18.4 E():   62 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (47-63:18-31) 
 
         20        30        40        50        60        70       
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|116              AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
         80                                                         
AAD-12 VHAH                                                         
                                                                    
gi|116 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.1  bits: 18.4 E():   62 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (47-63:18-31) 
 
         20        30        40        50        60        70       
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|144              AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
         80                                                         
AAD-12 VHAH                                                         
                                                                    
gi|144 LTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 70.1  bits: 19.9 E():   62 
Smith-Waterman score: 45; 23.5% identity (58.8% similar) in 51 aa overlap (15-62:265-315) 
 
                               10        20        30         40    
AAD-12                 YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG-RPSL 
                                     : .. :..:..  . ::.: .     . :  
gi|144 AVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGGVMTPLIKRNTTIPTKKSE 
          240       250       260       270       280       290     
 
            50          60        70        80                      
AAD-12 LIGRHAHAIPG--MDAAESERFLEGLVDWACQAPRVHAH                      
        .. ..   ::  ... :.::                                        
gi|144 TFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAPRGVPQIEVTFDLDANGIM 
          300       310       320       330       340       350     
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.0  bits: 19.1 E():   63 
Smith-Waterman score: 43; 27.8% identity (55.6% similar) in 36 aa overlap (17-52:234-269) 
 
                             10        20        30        40       
AAD-12               YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
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                                     ::  ..   .: . :.:   :.. :  .:  
gi|324 DPRTLNKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVIL 
           210       220       230       240       250       260    
 
         50        60        70        80            
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH            
         .::.                                        
gi|324 SISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV 
           270       280       290       300         
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 40; 27.7% identity (48.9% similar) in 47 aa overlap (40-78:88-134) 
 
      10        20        30        40        50               60   
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-------IPGMDAAESER 
                                     :   .:::..:        .::     ..  
gi|189 AGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRD 
        60        70        80        90       100       110        
 
             70         80         
AAD-12 FLEGLVDWA-CQAPRVHAH         
       : . ::  . :..  ::           
gi|189 FAKVLVTPGQCNVLTVHNAPYCLGLDI 
       120       130       140     
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 70.0  bits: 17.7 E():   63 
Smith-Waterman score: 39; 31.8% identity (54.5% similar) in 22 aa overlap (48-69:20-41) 
 
        20        30        40        50        60        70        
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::  . . : :. :    :..:         
gi|730            MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
        80                                                          
AAD-12 HAH                                                          
                                                                    
gi|730 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 70.0  bits: 17.7 E():   63 
Smith-Waterman score: 39; 31.8% identity (54.5% similar) in 22 aa overlap (48-69:20-41) 
 
        20        30        40        50        60        70        
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::  . . : :. :    :..:         
gi|191            MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
        80                                                          
AAD-12 HAH                                                          
                                                                    
gi|191 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.9  bits: 18.0 E():   63 
Smith-Waterman score: 40; 26.7% identity (60.0% similar) in 30 aa overlap (27-56:115-144) 
 
                   10        20        30        40        50       
AAD-12     YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::   .:. ...  ..:    :.: 
gi|217 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
         60        70        80 
AAD-12 AAESERFLEGLVDWACQAPRVHAH 
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gi|217 I                        
                                
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.9  bits: 18.0 E():   63 
Smith-Waterman score: 40; 30.0% identity (56.7% similar) in 30 aa overlap (27-56:115-144) 
 
                   10        20        30        40        50       
AAD-12     YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ..:  ..:    :.: 
gi|439 CRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
         60        70        80 
AAD-12 AAESERFLEGLVDWACQAPRVHAH 
                                
gi|439 I                        
                                
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 69.9  bits: 15.8 E():   64 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (53-70:8-25) 
 
             30        40        50        60        70        80 
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                     :.. :  ....:..   :           
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA    
                                      10        20        30      
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.8  bits: 18.4 E():   64 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (47-63:27-40) 
 
         20        30        40        50        60        70       
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|194     MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEA 
                   10        20        30           40        50    
 
         80                                                         
AAD-12 VHAH                                                         
                                                                    
gi|194 LTQYKCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVL 
            60        70        80        90       100       110    
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 69.7  bits: 19.9 E():   65 
Smith-Waterman score: 45; 26.4% identity (47.2% similar) in 53 aa overlap (10-53:338-387) 
 
                                    10        20        30          
AAD-12                      YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV----- 
                                     :: :   .. :.. :   ::   ..      
gi|258 RGNLDFVQPPRGRQEREHEERQQEQLQQERQQQGEQLMANGLEETFCSLRLKENIGNPER 
       310       320       330       340       350       360        
 
               40        50        60        70        80           
AAD-12 ----HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH           
            :..:: : :   ..: .:                                      
gi|258 ADIFSPRAGRISTL---NSHNLPILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYVIRG 
       370       380          390       400       410       420     
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 18.4 E():   69 
Smith-Waterman score: 41; 31.6% identity (73.7% similar) in 19 aa overlap (5-23:84-102) 
 
                                         10        20        30     
AAD-12                           YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     .:... :. ..  .:: ::            
gi|549 RQKVAKGLETRGNPGPQPPAKNMNNLVWNDELANIAQVWASQCNYGHDTCKDTEKYPVGQ 
            60        70        80        90       100       110    
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           40        50        60        70        80               
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH               
                                                                    
gi|549 NIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWAKTKEIGCG 
           120       130       140       150       160       170    
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 69.2  bits: 15.8 E():   70 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (53-70:8-25) 
 
             30        40        50        60        70        80 
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                     :.. :  ....:..   :           
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK 
                                      10        20        30      
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.1  bits: 18.4 E():   71 
Smith-Waterman score: 41; 34.6% identity (50.0% similar) in 26 aa overlap (49-74:156-181) 
 
       20        30        40        50        60        70         
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     :  . :.:  :   .:. : : :  :     
gi|833 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
         130       140       150       160       170       180      
 
       80                        
AAD-12 AH                        
                                 
gi|833 NVINWAEAENRYIAGDKGGHPFMKL 
         190       200       210 
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 68.9  bits: 18.8 E():   73 
Smith-Waterman score: 42; 40.0% identity (53.3% similar) in 15 aa overlap (66-80:8-22) 
 
          40        50        60        70        80                
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH                
                                     : :.:  : :  . :                
gi|106                        NIQVDPSGQVQWPQQQPFPQPHQPFSQQPQQTFPQPQ 
                                      10        20        30        
 
gi|106 QTFPHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQP 
        40        50        60        70        80        90        
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 68.8  bits: 15.8 E():   73 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (7-27:5-25) 
 
               10        20        30        40        50        60 
AAD-12 YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES 
             :.: .: :  : : .   :.:                                  
gi|462   TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXLSSA                      
                 10        20        30                             
 
>>gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia mutic  (284 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 68.8  bits: 18.8 E():   74 
Smith-Waterman score: 42; 36.8% identity (73.7% similar) in 19 aa overlap (47-65:63-80) 
 
         20        30        40        50        60        70       
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     .:: ..  ..::: .:. :            
gi|219 EDSKAKIEEDLTSLQKKYTNLENEFDQVNEKHADSVAKLEAAE-KRLTETEDEIKGYTRK 
             40        50        60        70         80        90  
 
         80                                                         
AAD-12 VHAH                                                         
                                                                    
gi|219 IQLLEDDLERTQTKLDEATGKLEEATKSADESERGRKVLESRSLADDDRIDGLEKQVKDA 
             100       110       120       130       140       150  
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>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.7  bits: 18.4 E():   74 
Smith-Waterman score: 41; 34.6% identity (50.0% similar) in 26 aa overlap (49-74:167-192) 
 
       20        30        40        50        60        70         
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     :  . :.:  :   .:. : : :  :     
gi|164 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
        140       150       160       170       180       190       
 
       80                        
AAD-12 AH                        
                                 
gi|164 NVINWAEAENRYIAGDKGGHPFMKL 
        200       210       220  
 
>>gi|21755|emb|CAA25593.1| unnamed protein product [Trit  (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.7  bits: 18.8 E():   74 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (2-48:71-117) 
 
                                            10        20        30  
AAD-12                              YSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|217 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
              40        50        60        70        80            
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH            
        . .:. ..:.  :...                                            
gi|217 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|21761|emb|CAA26384.1| unnamed protein product [Trit  (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.7  bits: 18.8 E():   74 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (2-48:71-117) 
 
                                            10        20        30  
AAD-12                              YSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|217 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQQFRPQQPY 
               50        60        70        80        90       100 
 
              40        50        60        70        80            
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH            
        . .:. ..:.  :...                                            
gi|217 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|170720|gb|AAA34280.1| alpha/beta-gliadin precursor   (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.7  bits: 18.8 E():   74 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (2-48:71-117) 
 
                                            10        20        30  
AAD-12                              YSQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
              40        50        60        70        80            
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH            
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 68.3  bits: 15.1 E():   78 
Smith-Waterman score: 36; 44.0% identity (56.0% similar) in 25 aa overlap (6-30:2-24) 
 
               10        20        30        40        50        60 
AAD-12 YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES 
            ::..  :  :  : :. : :::  :                               

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 5946



 

 

gi|751     DLGYAP-ATPAAPGAGY-TPATPAAP                               
                    10         20                                   
 
>>gi|112380623|gb|ABI17154.1| iso-Ara h3 [Arachis hypoga  (512 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 68.2  bits: 19.5 E():   79 
Smith-Waterman score: 44; 23.9% identity (49.3% similar) in 71 aa overlap (1-66:85-155) 
 
                                             10           20        
AAD-12                               YSQSKLGHVQQAGSAYIGY---GMDTT-AT 
                                     ::.. :    : ::.:.:    :  .:    
gi|112 TWNPNNQEFQCAGVALSRTVLRRNALRRPFYSNAPLEIYVQQGSGYFGLIFPGCPSTYEE 
           60        70        80        90       100       110     
 
         30        40        50        60         70        80      
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES-ERFLEGLVDWACQAPRVHAH      
       : .   . . .     . .:.   .   .:. .. .:: ::                    
gi|112 PAQEGRRYQSQKPSRRFQVGQDDPSQQQQDSHQKVHRFDEGDLIAVPTGVAFWMYNDEDT 
          120       130       140       150       160       170     
 
gi|112 DVVTVTLSDTSSIHNQLDQFPRRFYLAGNQEQEFLRYQQQQGSRPHYRQISPRVRGDEQE 
          180       190       200       210       220       230     
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 19.2 E():   80 
Smith-Waterman score: 43; 35.0% identity (65.0% similar) in 20 aa overlap (6-25:133-152) 
 
                                        10        20        30      
AAD-12                          YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :: ... :.    : .::.:           
gi|746 IRKNEDVAYVEEDQIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVD 
            110       120       130       140       150       160   
 
          40        50        60        70        80                
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH                
                                                                    
gi|746 SGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASILSVKVFQG 
            170       180       190       200       210       220   
 
>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.1  bits: 19.2 E():   80 
Smith-Waterman score: 43; 35.0% identity (65.0% similar) in 20 aa overlap (6-25:133-152) 
 
                                        10        20        30      
AAD-12                          YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :: ... :.    : .::.:           
gi|129 IRKNEDVAYVEEDQIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVD 
            110       120       130       140       150       160   
 
          40        50        60        70        80                
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH                
                                                                    
gi|129 SGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASILSVKVFQG 
            170       180       190       200       210       220   
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.0  bits: 19.2 E():   81 
Smith-Waterman score: 43; 35.5% identity (54.8% similar) in 31 aa overlap (23-53:3-32) 
 
               10        20        30        40        50        60 
AAD-12 YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES 
                             : : :.  :. .   .:   :  : ::..::        
gi|238                     FITKAIPIV-LAALSAVNGAKILEAGPHAETIPNKYIVVM 
                                    10        20        30          
 
               70        80                                         
AAD-12 ERFLEGLVDWACQAPRVHAH                                         
                                                                    
gi|238 KKDVSDEAFSTHTTWLSQNLNRRLMRRSGSSKAMAGMQNKYSLGGIFRAYSGEFDDAMIK 
      40        50        60        70        80        90          
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
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 initn:  32 init1:  32 opt:  32  Z-score: 68.0  bits: 15.1 E():   81 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (24-30:5-11) 
 
               10        20        30        40        50        60 
AAD-12 YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES 
                              : .:.::                               
gi|751                    TKSQTHVPIRPNKLVLKVQKDRATN                 
                                  10        20                      
 
>>gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea sati  (316 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 68.0  bits: 18.8 E():   81 
Smith-Waterman score: 42; 31.2% identity (53.1% similar) in 32 aa overlap (5-36:191-220) 
 
                                         10        20        30     
AAD-12                           YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     .: :  . :.:  . : :   .:   :: . 
gi|135 FVMENNKQTYCTSKSWPCVFGKQYYGRGPIQLTHNYNYGQAGKAIGADLINNP--DLVAT 
              170       180       190       200       210           
 
           40        50        60        70        80               
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH               
       .:                                                           
gi|135 NPTISFKTAIWFWMTPQANKPSSHDVIIGNWRPSAADTSAGRVPSYGVITNIINGGLECG 
      220       230       240       250       260       270         
 
>>gi|289064179|gb|ADC80503.1| non-specific lipid transfe  (118 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.8  bits: 17.3 E():   83 
Smith-Waterman score: 38; 66.7% identity (88.9% similar) in 9 aa overlap (49-57:81-89) 
 
       20        30        40        50        60        70         
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     : ::::..:                      
gi|289 ASCCSGVRSLNAAAKTTPDRQAVCNCLKSAAGAIPGFNANNAGILPGKCGVSIPYKISTS 
               60        70        80        90       100       110 
 
       80       
AAD-12 AH       
                
gi|289 TNCATIKF 
                
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.7  bits: 15.1 E():   84 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (36-46:10-20) 
 
          10        20        30        40        50        60      
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
                                     :.:  :..: :                    
gi|147                      AKITFTNNXPNTVWPGILTGFGQKPQ              
                                    10        20                    
 
          70        80 
AAD-12 GLVDWACQAPRVHAH 
 
>>gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-termi  (34 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 67.6  bits: 15.5 E():   85 
Smith-Waterman score: 33; 25.0% identity (58.3% similar) in 24 aa overlap (53-76:8-31) 
 
             30        40        50        60        70        80 
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                     : . :.   ..::. . .  . ::     
gi|691                        AIGDKPGPKITATYXXKWLEAKATFYGSNPRGAA  
                                      10        20        30      
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.5  bits: 18.1 E():   86 
Smith-Waterman score: 40; 34.5% identity (51.7% similar) in 29 aa overlap (13-41:139-165) 
 
                                 10        20        30        40   
AAD-12                   YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS 
                                     :  :.  :. :. . :  : .::   : :  
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gi|116 KYAGVFVSTGTLGGGQETTAITSMSTLVDHGFIYVPLGYKTAFSMLANLDEVH--GGSPW 
      110       120       130       140       150       160         
 
             50        60        70        80 
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                              
gi|116 GAGTFSAGDGSRQPSELELNIAQAQGKAFYEAVAKAHQ 
        170       180       190       200     
 
>>gi|69552|pir||MEHB2 melittin, minor - honeybee          (27 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.4  bits: 15.1 E():   87 
Smith-Waterman score: 32; 30.8% identity (61.5% similar) in 13 aa overlap (64-76:13-25) 
 
            40        50        60        70        80 
AAD-12 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                     : .:..:  .  :     
gi|695                   GIGAVLKVLTTGLPALISWISRKKRQQ   
                                 10        20          
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 18.4 E():   88 
Smith-Waterman score: 41; 37.5% identity (81.2% similar) in 16 aa overlap (52-67:1-16) 
 
              30        40        50        60        70        80  
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH  
                                     .::..:.. : .:. :               
gi|857                               MPGQQATKHESLLDQLSLKGKVVVVTGASG 
                                             10        20        30 
 
gi|857 PKGMGIEAARGCAEMGAAVAITYASRAQGAEENVKELEKTYGIKAKAYKCQVDSYESCEK 
               40        50        60        70        80        90 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.3  bits: 17.0 E():   88 
Smith-Waterman score: 37; 38.9% identity (50.0% similar) in 18 aa overlap (53-70:25-42) 
 
             30        40        50        60        70        80   
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH   
                                     ::   :: :   .:  .:             
gi|126       TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTKKGNLWEV 
                     10        20        30        40        50     
 
gi|126 KSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
           60        70        80        90        
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 18.1 E():   89 
Smith-Waterman score: 40; 38.5% identity (42.3% similar) in 26 aa overlap (18-43:60-85) 
 
                            10        20        30        40        
AAD-12              YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     :  :  :  :  : ::.   :  : :     
gi|613 CLEYSNVGFTDAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIA 
      30        40        50        60        70        80          
 
        50        60        70        80                            
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAH                            
                                                                    
gi|613 QRWANQCTFEHDACRNVERFAVGQNIAATSSSGKNKSTLSDMILLWYNEVKDFDNRWISS 
      90       100       110       120       130       140          
 
>>gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.9  bits: 18.8 E():   93 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (34-52:120-138) 
 
            10        20        30        40        50        60    
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
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            70        80                                            
AAD-12 LEGLVDWACQAPRVHAH                                            
                                                                    
gi|810 SVLGNVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8843921|gb|AAF80166.1| pollen major allergen 1-1 [J  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.9  bits: 18.8 E():   93 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (34-52:120-138) 
 
            10        20        30        40        50        60    
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
            70        80                                            
AAD-12 LEGLVDWACQAPRVHAH                                            
                                                                    
gi|884 SVLGDVLVSESIGVVPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.9  bits: 18.8 E():   93 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (34-52:120-138) 
 
            10        20        30        40        50        60    
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHSCNT 
      90       100       110       120       130       140          
 
            70        80                                            
AAD-12 LEGLVDWACQAPRVHAH                                            
                                                                    
gi|810 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLPDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|9087152|sp|P81294.1|MPAJ1_JUNAS RecName: Full=Major  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.9  bits: 18.8 E():   93 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (34-52:120-138) 
 
            10        20        30        40        50        60    
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|908 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHSLHIHGCNT 
      90       100       110       120       130       140          
 
            70        80                                            
AAD-12 LEGLVDWACQAPRVHAH                                            
                                                                    
gi|908 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.9  bits: 18.8 E():   93 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (34-52:120-138) 
 
            10        20        30        40        50        60    
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
            70        80                                            
AAD-12 LEGLVDWACQAPRVHAH                                            
                                                                    
gi|810 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8843917|gb|AAF80164.1| pollen major allergen 1-2 [J  (367 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 66.9  bits: 18.8 E():   93 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (34-52:120-138) 
 
            10        20        30        40        50        60    
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
            70        80                                            
AAD-12 LEGLVDWACQAPRVHAH                                            
                                                                    
gi|884 SVLGDVLVSESIGVVPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIF 
     150       160       170       180       190       200          
 
>>gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.9  bits: 18.8 E():   93 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (34-52:120-138) 
 
            10        20        30        40        50        60    
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
            70        80                                            
AAD-12 LEGLVDWACQAPRVHAH                                            
                                                                    
gi|810 SVLGNVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.9  bits: 18.8 E():   93 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (34-52:120-138) 
 
            10        20        30        40        50        60    
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|151 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
            70        80                                            
AAD-12 LEGLVDWACQAPRVHAH                                            
                                                                    
gi|151 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.9  bits: 18.8 E():   93 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (34-52:120-138) 
 
            10        20        30        40        50        60    
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLEMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
            70        80                                            
AAD-12 LEGLVDWACQAPRVHAH                                            
                                                                    
gi|810 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|190684057|gb|ACE82289.1| glutathione transferase [T  (222 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 66.9  bits: 18.1 E():   93 
Smith-Waterman score: 40; 32.4% identity (59.5% similar) in 37 aa overlap (25-57:50-86) 
 
                     10        20        30        40           50  
AAD-12       YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP---SLLIGRHAH- 
                                     :.:..  . :  . :::   ::.: .. .  
gi|190 RVRIALAEKGLPYEYAEEDLMAGKSDRLLRANPVHKKIPVLLHDGRPVNESLIILQYLED 
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      20        30        40        50        60        70          
 
               60        70        80                               
AAD-12 AIPGMDAAESERFLEGLVDWACQAPRVHAH                               
       :.:   :                                                      
gi|190 AFPDAPALLPSDPYARAQARFWADYVDKKVYDCGSRLWKLKGEPQAQARAEMLDILKTLD 
      80        90       100       110       120       130          
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 66.8  bits: 18.8 E():   94 
Smith-Waterman score: 42; 26.1% identity (47.8% similar) in 46 aa overlap (37-80:290-335) 
 
         10        20        30        40          50        60     
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .   . :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
           70        80                                        
AAD-12 EGLVDWACQAPRVHAH                                        
        .. :   . :.:. :                                        
gi|124 FAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHDATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 66.8  bits: 18.8 E():   94 
Smith-Waterman score: 42; 26.1% identity (47.8% similar) in 46 aa overlap (37-80:290-335) 
 
         10        20        30        40          50        60     
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .   . :       : .: 
gi|327 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
           70        80                                        
AAD-12 EGLVDWACQAPRVHAH                                        
        .. :   . :.:. :                                        
gi|327 FAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 66.8  bits: 18.8 E():   94 
Smith-Waterman score: 42; 26.1% identity (47.8% similar) in 46 aa overlap (37-80:290-335) 
 
         10        20        30        40          50        60     
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .   . :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
           70        80                                        
AAD-12 EGLVDWACQAPRVHAH                                        
        .. :   . :.:. :                                        
gi|124 FAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 66.8  bits: 18.8 E():   94 
Smith-Waterman score: 42; 26.1% identity (47.8% similar) in 46 aa overlap (37-80:290-335) 
 
         10        20        30        40          50        60     
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .   . :       : .: 
gi|118 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
           70        80                                        
AAD-12 EGLVDWACQAPRVHAH                                        
        .. :   . :.:. :                                        
gi|118 FAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
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>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 66.7  bits: 14.4 E():   95 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (21-28:10-17) 
 
               10        20        30        40        50        60 
AAD-12 YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES 
                           :.:  :::                                 
gi|244            IGNEDCTPWMSTLITPLP                                
                          10                                        
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.7 E():   96 
Smith-Waterman score: 39; 35.3% identity (70.6% similar) in 17 aa overlap (16-32:118-134) 
 
                              10        20        30        40      
AAD-12                YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI 
                                     :. . :...: : . ::              
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
          50        60        70        80 
AAD-12 GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                           
gi|195 ALEKFDKALKALPMHIRLSFNPTQLEEQCHI     
       150       160       170             
 
>>gi|14424466|sp|P35778.2|VA3_SOLIN RecName: Full=Venom   (234 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 18.1 E():   98 
Smith-Waterman score: 40; 38.5% identity (42.3% similar) in 26 aa overlap (18-43:82-107) 
 
                            10        20        30        40        
AAD-12              YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     :  :  :  :  : ::.   :  : :     
gi|144 CLEYSNVGFTDAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIA 
              60        70        80        90       100       110  
 
        50        60        70        80                            
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAH                            
                                                                    
gi|144 QRWANQCTFEHDACRNVERFAVGQNIAATSSSGKNKSTPNEMILLWYNEVKDFDNRWISS 
             120       130       140       150       160       170  
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.4  bits: 17.0 E():   99 
Smith-Waterman score: 37; 41.2% identity (58.8% similar) in 17 aa overlap (46-62:82-98) 
 
          20        30        40        50        60        70      
AAD-12 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                     :  :.: :  . :: :.              
gi|215 NELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMGFGLFD 
              60        70        80        90       100       110  
 
          80 
AAD-12 RVHAH 
 
>>gi|21673|emb|CAA35238.1| unnamed protein product [Trit  (307 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 66.4  bits: 18.4 E():   99 
Smith-Waterman score: 41; 20.8% identity (50.0% similar) in 48 aa overlap (1-48:88-131) 
 
                                             10        20        30 
AAD-12                               YSQSKLGHVQQAGSAYIGYGMDTTATPLRP 
                                     : : .: . :      . : .     : .: 
gi|216 PPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQLPYPQPQ----LPYPQPQPFRPQQP 
        60        70        80        90           100       110    
 
               40        50        60        70        80           
AAD-12 LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH           
         . .:. ..:.  :...                                           
gi|216 YPQSQPQYSQPQQPISQQQQQQQQQQQQKQQQQQQQQILQQILQQQLIPCRDVVLQQHSI 
           120       130       140       150       160       170    
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>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.3  bits: 18.8 E(): 1e 
Smith-Waterman score: 42; 24.2% identity (48.5% similar) in 33 aa overlap (11-43:349-381) 
 
                                   10        20        30        40 
AAD-12                     YSQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ..  : : . :: .    .  : :. 
gi|113 DIIKKNVLARTGTGNAESMSWNWRTDRDLLENGAIFLPSGSDPVLTPEQKAGMIPAEPGE 
      320       330       340       350       360       370         
 
               50        60        70        80 
AAD-12 PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
         :                                      
gi|113 AVLRLTSSAGVLSCHQGAPC                     
      380       390                             
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:58 2011 done: Fri Jan 21 00:02:59 2011 
 Total Scan time:  0.070 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 168  - 247 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     0     2:* 
  32     3     8:= * 
  34    18    22:====== * 
  36    35    44:============  * 
  38    46    73:================        * 
  40    52   102:==================               * 
  42   120   125:======================================== * 
  44   122   138:=========================================    * 
  46   130   140:============================================  * 
  48   141   134:============================================*== 
  50   108   122:====================================    * 
  52   123   108:===================================*===== 
  54    94    92:==============================*= 
  56   114    77:=========================*============ 
  58    87    63:====================*======== 
  60    55    51:================*== 
  62    38    41:=============* 
  64    44    33:==========*==== 
  66    31    26:========*== 
  68    18    20:======* 
  70    32    16:=====*===== 
  72    17    12:===*== 
  74     6    10:== * 
  76     7     8:==* 
  78    19     6:=*===== 
  80     5     5:=* 
  82     9     3:*== 
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  84     5     3:*= 
  86     3     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     2     1:*         :*= 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.04950.0029; mu= 8.8702 0.151 
 mean_var=30.0968 7.743, 0's: 2 Z-trim: 2  B-trim: 71 in 1/43 
 Lambda= 0.233784 
 Kolmogorov-Smirnov  statistic: 0.0899 (N=29) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   58 24.1    0.99 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   57 23.8     3.1 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   56 23.5     3.4 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   56 23.5     4.5 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   55 23.2     5.5 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   53 22.5       6 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   49 21.1     7.6 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   56 23.6     7.8 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   56 23.6       8 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 18.9       9 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   47 20.4     9.6 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   54 22.9      10 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   51 21.8      10 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   49 21.1      11 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   48 20.7      11 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 21.5      12 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   50 21.5      12 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   50 21.5      12 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   50 21.5      13 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   53 22.5      13 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   51 21.8      13 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   49 21.1      15 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   51 21.8      15 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 21.1      17 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.7      18 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.7      18 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.7      18 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   47 20.4      19 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 16.5      19 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   45 19.7      19 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 21.1      20 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 21.9      22 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 19.4      23 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   49 21.2      23 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 20.5      24 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 20.5      24 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 20.5      24 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 20.5      24 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 20.5      24 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 20.5      24 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 20.5      24 
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gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 20.5      24 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 20.5      24 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 20.5      24 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 20.5      24 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 20.5      24 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 20.5      24 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 20.5      24 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 19.0      24 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   48 20.8      25 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   48 20.8      25 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   43 19.0      28 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   43 19.0      30 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   43 19.0      30 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   46 20.1      35 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   47 20.5      35 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 20.1      36 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   44 19.4      38 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 16.6      39 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 20.5      40 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.7      42 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.7      42 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   42 18.7      42 
gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   42 18.7      42 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 16.6      42 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   40 18.0      43 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   44 19.4      43 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   40 18.0      45 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   44 19.4      46 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 19.4      46 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.8      47 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.8      47 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   45 19.8      48 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   44 19.4      50 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.8      51 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.6      51 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.4      51 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   44 19.4      52 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   41 18.4      52 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   43 19.1      53 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   41 18.4      53 
gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A ( 262)   43 19.1      55 
gi|4587985|gb|AAD25927.1|AF084828_1 major allergen ( 342)   44 19.5      56 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   44 19.5      56 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   44 19.5      57 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   45 19.8      57 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.8      57 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 18.0      57 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   43 19.1      58 
gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum a ( 287)   43 19.1      60 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   43 19.1      60 
gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A ( 291)   43 19.1      60 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   44 19.5      61 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   44 19.5      61 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   44 19.5      61 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 15.9      61 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 18.4      61 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 18.4      62 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 18.4      62 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   39 17.7      62 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   39 17.7      62 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   40 18.0      63 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   40 18.0      63 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   40 18.0      63 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   45 19.8      63 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   43 19.1      64 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 18.4      64 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 15.9      67 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   45 19.8      67 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   41 18.4      69 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 15.9      70 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   41 18.4      71 
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gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   41 18.4      74 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.2      74 
gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia m ( 284)   42 18.8      74 
gi|170720|gb|AAA34280.1| alpha/beta-gliadin precur ( 286)   42 18.8      75 
gi|21755|emb|CAA25593.1| unnamed protein product [ ( 286)   42 18.8      75 
gi|21761|emb|CAA26384.1| unnamed protein product [ ( 286)   42 18.8      75 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.2      77 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.2      80 
gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-t (  34)   33 15.6      81 
gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Ory ( 403)   43 19.1      82 
gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl ( 403)   43 19.1      82 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   43 19.1      82 
gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea  ( 316)   42 18.8      82 
gi|289064179|gb|ADC80503.1| non-specific lipid tra ( 118)   38 17.3      82 
gi|69552|pir||MEHB2 melittin, minor - honeybee     (  27)   32 15.2      83 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   37 17.0      86 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   40 18.1      86 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   41 18.4      88 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   40 18.1      89 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 14.5      90 
gi|190684057|gb|ACE82289.1| glutathione transferas ( 222)   40 18.1      93 
gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen ( 367)   42 18.8      94 
gi|9087152|sp|P81294.1|MPAJ1_JUNAS RecName: Full=M ( 367)   42 18.8      94 
gi|8843921|gb|AAF80166.1| pollen major allergen 1- ( 367)   42 18.8      94 
gi|8843917|gb|AAF80164.1| pollen major allergen 1- ( 367)   42 18.8      94 
gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen ( 367)   42 18.8      94 
gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen ( 367)   42 18.8      94 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   42 18.8      94 
gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen ( 367)   42 18.8      94 
gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen ( 367)   42 18.8      94 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   39 17.7      95 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   42 18.8      96 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   42 18.8      96 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   42 18.8      96 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   42 18.8      96 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   37 17.0      97 
gi|14424466|sp|P35778.2|VA3_SOLIN RecName: Full=Ve ( 234)   40 18.1      98 
gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Th (  20)   30 14.5      99 
gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} (  20)   30 14.5      99 
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  50 init1:  50 opt:  58  Z-score: 102.5  bits: 24.1 E(): 0.99 
Smith-Waterman score: 58; 40.0% identity (62.5% similar) in 40 aa overlap (34-69:79-117) 
 
            10        20        30        40            50          
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHA--HAIPGMDAAES 
                                     .::. ::.:  ::   :  :   :.. :.  
gi|121 DLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPEN-RPALKTLIDGLASSHKARGIEKAQF 
       50        60        70        80         90       100        
 
      60        70        80                        
AAD-12 ERFLEGLVDWACQAPRVHAHQ                        
       :.:  .:::.                                   
gi|121 EEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
       110       120       130       140       150  
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 93.6  bits: 23.8 E():  3.1 
Smith-Waterman score: 57; 24.5% identity (53.1% similar) in 49 aa overlap (8-53:345-393) 
 
                                      10        20        30        
AAD-12                        SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ... :.: . :: .    .  :  
gi|113 PDERSKKNVLGRHGEAAAESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEP 
          320       330       340       350       360       370     
 
        40        50           60        70        80 
AAD-12 GRPSLLIGRHAHAI---PGMDAAESERFLEGLVDWACQAPRVHAHQ 
       :. .: .   : ..   ::                            
gi|113 GESALSLTSSAGVLSCQPGAPC                         
          380       390                               
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>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 92.9  bits: 23.5 E():  3.4 
Smith-Waterman score: 56; 29.6% identity (53.7% similar) in 54 aa overlap (13-64:25-73) 
 
                           10        20        30         40        
AAD-12             SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET-GRPSLLIGRH 
                               .:  ::.  : :::  : . . : : . :.       
gi|249 MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPAT----- 
               10        20        30        40        50           
 
        50         60        70        80                           
AAD-12 AHAIP-GMDAAESERFLEGLVDWACQAPRVHAHQ                           
         :.: :  ..: ....:                                           
gi|249 PAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGLA 
          60        70        80        90       100       110      
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 90.8  bits: 23.5 E():  4.5 
Smith-Waterman score: 56; 27.0% identity (55.6% similar) in 63 aa overlap (25-79:46-108) 
 
                     10        20        30           40            
AAD-12       SQSKLGHVQQAGSAYIGYGMDTTATPLRPL---VKVHPETGRPSLL--IGRH-- 
                                     :::::    ...: ....:  :  .: .   
gi|253 IEEPEMIAPTPPGQFPHQQPISSPNRTSRNTPLRPESTEIETHHHANHPPALPVLGMQLP 
          20        30        40        50        60        70      
 
         50        60        70        80                           
AAD-12 -AHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ                           
          ..:  . :.:.  :.  .:   .::   .:                            
gi|253 VPGTVPESSRAQSRASLNLDIDLDLHAPSHPSHLSHGAPHEQEHAHEIQRHRAHSAQSSA 
          80        90       100       110       120       130      
 
gi|253 GLPPTGFASHLPPASSGPVSLGWNMYHVPPNLHLNANQFNFEVPGHMNVSGHPTHLEHSS 
         140       150       160       170       180       190      
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  55 init1:  55 opt:  55  Z-score: 89.2  bits: 23.2 E():  5.5 
Smith-Waterman score: 55; 42.9% identity (61.9% similar) in 21 aa overlap (54-74:246-266) 
 
            30        40        50        60        70        80    
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ    
                                     ::.: :: . .:: :   . :          
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
 
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 88.6  bits: 22.5 E():    6 
Smith-Waterman score: 53; 43.8% identity (62.5% similar) in 16 aa overlap (65-80:27-42) 
 
           40        50        60        70        80               
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ               
                                     : :.:  : : .. ::               
gi|170     MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQ 
                   10        20        30        40        50       
 
gi|170 QTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQP 
         60        70        80        90       100       110       
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 86.7  bits: 21.1 E():  7.6 
Smith-Waterman score: 49; 22.4% identity (47.1% similar) in 85 aa overlap (6-79:58-140) 
 
                                        10        20        30      
AAD-12                          SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     ::.  .:  ..: :    .   .: : ..  
gi|100 HDGSVWAQSPNFPQFKPEENAGIVKDFEEPGHLAPTG-LFLG-GTKYMVIQGEPGVVIRG 
        30        40        50        60          70        80      
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          40        50                  60        70         80 
AAD-12 ETGRPSLLIGRHAHAI----------PGMDAAESERFLEGLVDWA-CQAPRVHAHQ 
       . :  .. : . . :.          ::.     ::. . :.: . : . . : :  
gi|100 KKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQGYCGSHHHHHH  
          90       100       110       120       130       140  
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 86.4  bits: 23.6 E():  7.8 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (1-18:283-300) 
 
                                             10        20        30 
AAD-12                               SQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|170 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
            260       270       280       290       300       310   
 
               40        50        60        70        80           
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ           
                                                                    
gi|170 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
            320       330       340       350       360       370   
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  56 init1:  56 opt:  56  Z-score: 86.3  bits: 23.6 E():    8 
Smith-Waterman score: 56; 44.4% identity (83.3% similar) in 18 aa overlap (1-18:289-306) 
 
                                             10        20        30 
AAD-12                               SQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : ..::. ::.:.. .::             
gi|217 QGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQ 
      260       270       280       290       300       310         
 
               40        50        60        70        80           
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ           
                                                                    
gi|217 SGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQ 
      320       330       340       350       360       370         
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 85.4  bits: 18.9 E():    9 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (6-26:5-25) 
 
               10        20        30        40        50        60 
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
            :.:..: :. .::  .  :.:                                   
gi|462  AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKNLNSA                      
                10        20        30                              
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 84.8  bits: 20.4 E():  9.6 
Smith-Waterman score: 47; 27.5% identity (50.0% similar) in 40 aa overlap (19-58:19-58) 
 
               10        20        30        40        50        60 
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
                         :.: ::  :. :.:.        .     :.:. : :. .   
gi|135 MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDVKDLL 
               10        20        30        40        50        60 
 
               70        80                               
AAD-12 RFLEGLVDWACQAPRVHAHQ                               
                                                          
gi|135 LNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD 
               70        80        90       100       110 
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 84.5  bits: 22.9 E():   10 
Smith-Waterman score: 54; 34.8% identity (65.2% similar) in 23 aa overlap (4-26:552-574) 
 
                                          10        20        30    
AAD-12                            SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
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                                     ..:.::: :..  ::   ..  :        
gi|217 QGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYPTSVQQPGQGQQSG 
             530       540       550       560       570       580  
 
            40        50        60        70        80              
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ              
                                                                    
gi|217 QGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQPATQLPTVCRMEGG 
             590       600       610       620       630       640  
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 84.4  bits: 21.8 E():   10 
Smith-Waterman score: 51; 36.1% identity (55.6% similar) in 36 aa overlap (11-41:21-56) 
 
                         10          20           30        40      
AAD-12           SQSKLGHVQQAGS--AYIGYGMDTTATP---LRPLVKVHPETGRPSLLIG 
                           :::  : .:::  : :.:     : . . :  ..:.     
gi|330 MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKAT 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ                          
                                                                    
gi|330 TEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESS 
               70        80        90       100       110       120 
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 83.5  bits: 21.1 E():   11 
Smith-Waterman score: 49; 21.4% identity (44.3% similar) in 70 aa overlap (5-74:31-100) 
 
                                         10        20        30     
AAD-12                           SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :. :  . :::..::  .     . ::    
gi|616 NEIAXAKIDLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCA 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ               
        . :  .  : :  . :    ...   .     . .:. :                     
gi|616 SQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNK 
               70        80        90       100       110       120 
 
gi|616 IREALAQTHSAIAVIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYW 
              130       140       150       160       170       180 
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.5  bits: 20.7 E():   11 
Smith-Waterman score: 48; 25.6% identity (53.5% similar) in 43 aa overlap (18-60:23-65) 
 
                    10        20        30        40        50      
AAD-12      SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                             ...:  ..::  :.:   :. .    .     :::. : 
gi|344 MTGVKTHLQHELKRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPD 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 AAESERFLEGLVDWACQAPRVHAHQ                                    
         ..:                                                        
gi|344 EFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDS 
               70        80        90       100       110       120 
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.3  bits: 21.5 E():   12 
Smith-Waterman score: 50; 32.1% identity (57.1% similar) in 28 aa overlap (14-41:1-28) 
 
               10        20        30        40        50        60 
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
                    : .:::  : :.:    . . :  ..:.                    
gi|295              ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQKLIEKINAGFK 
                            10        20        30        40        
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               70        80                                         
AAD-12 RFLEGLVDWACQAPRVHAHQ                                         
                                                                    
gi|295 AALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKL 
        50        60        70        80        90       100        
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.2  bits: 21.5 E():   12 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (14-64:1-43) 
 
               10        20        30        40        50        60 
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
                    : .:::    :::  : .   : :  :.   :  :    :  ..: . 
gi|109              ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA---AGKATTEEQ 
                               10        20          30             
 
               70        80                                         
AAD-12 RFLEGLVDWACQAPRVHAHQ                                         
       ...:                                                         
gi|109 KLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAAL 
      40        50        60        70        80        90          
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.2  bits: 21.5 E():   12 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (14-64:1-43) 
 
               10        20        30        40        50        60 
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
                    : .:::    :::  : .   : :  :.   :  :    :  ..: . 
gi|239              ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA---AGKATTEEQ 
                               10        20          30             
 
               70        80                                         
AAD-12 RFLEGLVDWACQAPRVHAHQ                                         
       ...:                                                         
gi|239 KLIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAAL 
      40        50        60        70        80        90          
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 82.6  bits: 21.5 E():   13 
Smith-Waterman score: 50; 32.1% identity (52.8% similar) in 53 aa overlap (13-64:25-68) 
 
                           10        20        30        40         
AAD-12             SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                               .: .:::    :::  : .   : :  :.      : 
gi|398 MAVHQYTVALFLAVALVAGPAASYAADLGYG---PATPAAPAAGYTPAT--PA----APA 
               10        20        30           40              50  
 
       50         60        70        80                            
AAD-12 HAIP-GMDAAESERFLEGLVDWACQAPRVHAHQ                            
       .: : :  ..: ....:                                            
gi|398 EAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGAASNKAFAEGLSG 
              60        70        80        90       100       110  
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 82.5  bits: 22.5 E():   13 
Smith-Waterman score: 53; 34.8% identity (60.9% similar) in 23 aa overlap (4-26:564-586) 
 
                                          10        20        30    
AAD-12                            SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::   .   :        
gi|217 QGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYPTSLQQPGQGQQSG 
           540       550       560       570       580       590    
 
            40        50        60        70        80              
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ              
                                                                    
gi|217 QGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQPATQLPTVCRMEGG 
           600       610       620       630       640       650    
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
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 initn:  41 init1:  41 opt:  51  Z-score: 82.4  bits: 21.8 E():   13 
Smith-Waterman score: 51; 28.3% identity (51.7% similar) in 60 aa overlap (19-73:2-60) 
 
               10        20        30        40        50           
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG-----MD 
                         :. : : :.  :. .   .:   :  : ::.:::.     :  
gi|581                  MGFITKAIPIV-LAALSTVNGARILEAGPHAEAIPNKYIVVMK 
                                10         20        30        40   
 
          60        70        80                                    
AAD-12 AAESERFLEGLVDWACQAPRVHAHQ                                    
          :.. ... . :  :.                                           
gi|581 REVSDEAFNAHTTWLSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRAYSGEFDDAMIKD 
             50        60        70        80        90       100   
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.6  bits: 21.1 E():   15 
Smith-Waterman score: 49; 43.8% identity (56.2% similar) in 16 aa overlap (65-80:8-23) 
 
           40        50        60        70        80               
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ               
                                     : :.:  : :  . ::               
gi|106                        NIQVDPSGQVQWPQQQPFPQPHQPFSQQPQQTFPQPQ 
                                      10        20        30        
 
gi|106 QTFPHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQP 
        40        50        60        70        80        90        
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 81.5  bits: 21.8 E():   15 
Smith-Waterman score: 51; 41.7% identity (66.7% similar) in 24 aa overlap (6-28:219-242) 
 
                                        10        20         30     
AAD-12                          SQSKLGHVQQAGSAYIGYGMDT-TATPLRPLVKVH 
                                     :  ..: .  .:.:::: ::  .:       
gi|303 AGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALADVLGFGMDTETARKVRGEDDQR 
      190       200       210       220       230       240         
 
           40        50        60        70        80               
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ               
                                                                    
gi|303 GHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICSATFIQNIDNPAEADFYNPRAG 
      250       260       270       280       290       300         
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.2  bits: 21.1 E():   17 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (11-27:200-216) 
 
                                   10        20        30        40 
AAD-12                     SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
               50        60        70        80                     
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ                     
                                                                    
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.9  bits: 19.7 E():   18 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (16-33:24-41) 
 
                       10        20        30        40        50   
AAD-12         SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|121 MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSLSTFKNTE 
               10        20        30        40        50        60 
 
             60        70        80                                 
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AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQ                                 
                                                                    
gi|121 IKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDG 
               70        80        90       100       110       120 
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.9  bits: 19.7 E():   18 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (16-33:24-41) 
 
                       10        20        30        40        50   
AAD-12         SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|144 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQ                                 
                                                                    
gi|144 IKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTASVGD 
               70        80        90       100       110       120 
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.9  bits: 19.7 E():   18 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (16-33:24-41) 
 
                       10        20        30        40        50   
AAD-12         SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|379 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQ                                 
                                                                    
gi|379 IKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTATVGD 
               70        80        90       100       110       120 
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 79.7  bits: 20.4 E():   19 
Smith-Waterman score: 47; 21.7% identity (52.2% similar) in 46 aa overlap (12-54:62-107) 
 
                                  10        20        30            
AAD-12                    SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE---TG 
                                     :..:.: . .. :     . . . .   .: 
gi|201 DATPVLDVAGKELDSRLSYRIISTFWGALGGDVYLGKSPNSDAPCANGIFRYNSDVGPSG 
              40        50        60        70        80        90  
 
       40        50        60        70        80                   
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ                   
        :  .::  .:   :.                                             
gi|201 TPVRFIGSSSHFGQGIFENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTI 
             100       110       120       130       140       150  
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 79.5  bits: 16.5 E():   19 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (47-52:8-13) 
 
         20        30        40        50        60        70       
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::: .:                         
gi|131                        GPVGGVVHAHMMPLL                       
                                      10                            
 
         80 
AAD-12 HAHQ 
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 79.3  bits: 19.7 E():   19 
Smith-Waterman score: 45; 21.2% identity (45.9% similar) in 85 aa overlap (6-80:58-140) 
 
                                        10        20        30      

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 5963



 

 

AAD-12                          SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     ::.  .:  ..: :    .   .: : ..  
gi|100 HDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHLAPTG-LFLG-GTKYMVIQGEPGVVIRG 
        30        40        50        60          70        80      
 
          40        50                  60        70        80  
AAD-12 ETGRPSLLIGRHAHAI----------PGMDAAESERFLEGLVDWACQAPRVHAHQ  
       . :  .. : . . :.          ::.     ::. . :.: .  .   : :.  
gi|100 KKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQGYYVGSHHHHHH 
          90       100       110       120       130       140  
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 79.1  bits: 21.1 E():   20 
Smith-Waterman score: 49; 24.5% identity (49.0% similar) in 49 aa overlap (8-53:341-389) 
 
                                      10        20        30        
AAD-12                        SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ..  :.: . :: .    .  :  
gi|113 ASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMIPAEP 
              320       330       340       350       360       370 
 
        40        50           60        70        80 
AAD-12 GRPSLLIGRHAHAI---PGMDAAESERFLEGLVDWACQAPRVHAHQ 
       :.  : .   : ..   ::                            
gi|113 GEAVLRLTSSAGVLSCQPGAPC                         
              380       390                           
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 78.4  bits: 21.9 E():   22 
Smith-Waterman score: 51; 21.3% identity (52.0% similar) in 75 aa overlap (1-75:208-276) 
 
                                             10        20        30 
AAD-12                               SQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     : .. :. :: :..  ::     ..: .:  
gi|220 QGQQGYYPSSLQQPGQGQQIGQGQQGYYPTSLQQPGQGQQIGQGQQGY---YPTSPQHPG 
       180       190       200       210       220          230     
 
               40        50        60        70        80           
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ           
        . .:  :.    ::.  .   : . .....  .:   .   .:.                
gi|220 QRQQPGQGQQ---IGQGQQLGQGRQIGQGQQSGQGQQGYYPTSPQQLGQGQQPGQWQQSG 
          240          250       260       270       280       290  
 
gi|220 QGQQGYYPTSQQQPGQGQQGQYPASQQQPGQGQQGQYPASQQQPGQGQQGQYPASQQQPG 
             300       310       320       330       340       350  
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.0  bits: 19.4 E():   23 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (16-36:25-45) 
 
                        10        20        30        40        50  
AAD-12          SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                               .:. . :.:  :.:  .:  :                
gi|990 MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQ                                
                                                                    
gi|990 EAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVVVTASCD 
               70        80        90       100       110       120 
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.9  bits: 21.2 E():   23 
Smith-Waterman score: 49; 33.3% identity (46.7% similar) in 30 aa overlap (17-46:90-119) 
 
                             10        20        30        40       
AAD-12               SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     : ::   . :  : .   :. :: .   :: 
gi|259 GVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGR 
      60        70        80        90       100       110          
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         50        60        70        80                           
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ                           
                                                                    
gi|259 FQDRHQKIRRFRRGDIIAIPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLA 
     120       130       140       150       160       170          
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.7  bits: 20.5 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (14-41:1-31) 
 
               10        20           30        40        50        
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAA 
                    : .:::  : :.:     : . . :  ..:.                 
gi|217              ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNA 
                            10        20        30        40        
 
        60        70        80                                      
AAD-12 ESERFLEGLVDWACQAPRVHAHQ                                      
                                                                    
gi|217 GFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAA 
        50        60        70        80        90       100        
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.7  bits: 20.5 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (14-41:1-31) 
 
               10        20           30        40        50        
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAA 
                    : .:::  : :.:     : . . :  ..:.                 
gi|217              ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNA 
                            10        20        30        40        
 
        60        70        80                                      
AAD-12 ESERFLEGLVDWACQAPRVHAHQ                                      
                                                                    
gi|217 GFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAA 
        50        60        70        80        90       100        
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.7  bits: 20.5 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (14-41:1-31) 
 
               10        20           30        40        50        
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAA 
                    : .:::  : :.:     : . . :  ..:.                 
gi|217              ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNA 
                            10        20        30        40        
 
        60        70        80                                      
AAD-12 ESERFLEGLVDWACQAPRVHAHQ                                      
                                                                    
gi|217 GFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAA 
        50        60        70        80        90       100        
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.7  bits: 20.5 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (14-41:1-31) 
 
               10        20           30        40        50        
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAA 
                    : .:::  : :.:     : . . :  ..:.                 
gi|217              ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNA 
                            10        20        30        40        
 
        60        70        80                                      
AAD-12 ESERFLEGLVDWACQAPRVHAHQ                                      
                                                                    
gi|217 GFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAA 
        50        60        70        80        90       100        
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>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.7  bits: 20.5 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (14-41:1-31) 
 
               10        20           30        40        50        
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAA 
                    : .:::  : :.:     : . . :  ..:.                 
gi|217              ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINA 
                            10        20        30        40        
 
        60        70        80                                      
AAD-12 ESERFLEGLVDWACQAPRVHAHQ                                      
                                                                    
gi|217 GFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAA 
        50        60        70        80        90       100        
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.7  bits: 20.5 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (14-41:1-31) 
 
               10        20           30        40        50        
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAA 
                    : .:::  : :.:     : . . :  ..:.                 
gi|217              ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNA 
                            10        20        30        40        
 
        60        70        80                                      
AAD-12 ESERFLEGLVDWACQAPRVHAHQ                                      
                                                                    
gi|217 GFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAA 
        50        60        70        80        90       100        
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.7  bits: 20.5 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (14-41:1-31) 
 
               10        20           30        40        50        
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAA 
                    : .:::  : :.:     : . . :  ..:.                 
gi|217              ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNA 
                            10        20        30        40        
 
        60        70        80                                      
AAD-12 ESERFLEGLVDWACQAPRVHAHQ                                      
                                                                    
gi|217 GFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAA 
        50        60        70        80        90       100        
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.7  bits: 20.5 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (14-41:1-31) 
 
               10        20           30        40        50        
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAA 
                    : .:::  : :.:     : . . :  ..:.                 
gi|217              ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNA 
                            10        20        30        40        
 
        60        70        80                                      
AAD-12 ESERFLEGLVDWACQAPRVHAHQ                                      
                                                                    
gi|217 GFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAA 
        50        60        70        80        90       100        
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.7  bits: 20.5 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (14-41:1-31) 
 
               10        20           30        40        50        
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAA 
                    : .:::  : :.:     : . . :  ..:.                 
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gi|217              ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINA 
                            10        20        30        40        
 
        60        70        80                                      
AAD-12 ESERFLEGLVDWACQAPRVHAHQ                                      
                                                                    
gi|217 GFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAA 
        50        60        70        80        90       100        
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.7  bits: 20.5 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (14-41:1-31) 
 
               10        20           30        40        50        
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAA 
                    : .:::  : :.:     : . . :  ..:.                 
gi|217              ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNA 
                            10        20        30        40        
 
        60        70        80                                      
AAD-12 ESERFLEGLVDWACQAPRVHAHQ                                      
                                                                    
gi|217 GFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAA 
        50        60        70        80        90       100        
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.7  bits: 20.5 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (14-41:1-31) 
 
               10        20           30        40        50        
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAA 
                    : .:::  : :.:     : . . :  ..:.                 
gi|217              ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINA 
                            10        20        30        40        
 
        60        70        80                                      
AAD-12 ESERFLEGLVDWACQAPRVHAHQ                                      
                                                                    
gi|217 GFKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAA 
        50        60        70        80        90       100        
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.7  bits: 20.5 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (14-41:1-31) 
 
               10        20           30        40        50        
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAA 
                    : .:::  : :.:     : . . :  ..:.                 
gi|217              ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNA 
                            10        20        30        40        
 
        60        70        80                                      
AAD-12 ESERFLEGLVDWACQAPRVHAHQ                                      
                                                                    
gi|217 GFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAA 
        50        60        70        80        90       100        
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.7  bits: 20.5 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (14-41:1-31) 
 
               10        20           30        40        50        
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAA 
                    : .:::  : :.:     : . . :  ..:.                 
gi|217              ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNA 
                            10        20        30        40        
 
        60        70        80                                      
AAD-12 ESERFLEGLVDWACQAPRVHAHQ                                      
                                                                    
gi|217 GFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAA 
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        50        60        70        80        90       100        
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.7  bits: 20.5 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (14-41:1-31) 
 
               10        20           30        40        50        
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAA 
                    : .:::  : :.:     : . . :  ..:.                 
gi|217              ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNA 
                            10        20        30        40        
 
        60        70        80                                      
AAD-12 ESERFLEGLVDWACQAPRVHAHQ                                      
                                                                    
gi|217 GFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAA 
        50        60        70        80        90       100        
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 77.6  bits: 19.0 E():   24 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (53-65:5-17) 
 
             30        40        50        60        70        80   
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ   
                                     :.:::: .  :.:                  
gi|208                           MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACG 
                                         10        20        30     
 
gi|208 LAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAGDVDGD 
           40        50        60        70        80        90     
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.2  bits: 20.8 E():   25 
Smith-Waterman score: 48; 21.2% identity (54.5% similar) in 33 aa overlap (10-42:348-380) 
 
                                    10        20        30          
AAD-12                      SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ..  : : . ::..    .  : :. 
gi|113 DQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGE 
       320       330       340       350       360       370        
 
      40        50        60        70        80 
AAD-12 PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
        ..                                       
gi|113 AAIKLTSSAGVFSCHPGAPC                      
       380       390                             
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.2  bits: 20.8 E():   25 
Smith-Waterman score: 48; 21.2% identity (54.5% similar) in 33 aa overlap (10-42:348-380) 
 
                                    10        20        30          
AAD-12                      SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ..  : : . ::..    .  : :. 
gi|166 DQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGE 
       320       330       340       350       360       370        
 
      40        50        60        70        80 
AAD-12 PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
        ..                                       
gi|166 AAIKLTSSAGVFSCRPGAPC                      
       380       390                             
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 76.4  bits: 19.0 E():   28 
Smith-Waterman score: 43; 26.3% identity (57.9% similar) in 38 aa overlap (7-41:33-70) 
 
                                       10        20           30    
AAD-12                         SQSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVKV 
                                     ....:.::     .: :::   : : .. . 
gi|668 ASEAAAAAATPVAPTEGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPI 
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             10        20        30        40        50        60   
 
            40        50        60        70        80              
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ              
         . .. :                                                     
gi|668 FADMAKKSPNVVFLKVDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKL 
             70        80        90       100       110       120   
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.8  bits: 19.0 E():   30 
Smith-Waterman score: 43; 29.6% identity (66.7% similar) in 27 aa overlap (13-39:9-35) 
 
               10        20        30        40        50        60 
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
                   ::.    . ..:.  : .:.:. ..::                      
gi|244     MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQSCQRQFEEQQRFRNCQRYV 
                   10        20        30        40        50       
 
               70        80                                         
AAD-12 RFLEGLVDWACQAPRVHAHQ                                         
                                                                    
gi|244 KQEVQRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYET 
         60        70        80        90       100       110       
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 75.8  bits: 19.0 E():   30 
Smith-Waterman score: 43; 21.5% identity (46.8% similar) in 79 aa overlap (6-74:58-134) 
 
                                        10        20        30      
AAD-12                          SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     ::.  .:  ..: :    .   .: : ..  
gi|105 HDGSVWTESPNFPKFKPEEIAGIVKDFEEPGHLAPTG-LFLG-GTKYMVIQGEPGVVIRG 
        30        40        50        60          70        80      
 
          40        50                  60        70        80 
AAD-12 ETGRPSLLIGRHAHAI----------PGMDAAESERFLEGLVDWACQAPRVHAHQ 
       . :  .. : . . :.          ::.     ::. . :.: .  .:       
gi|105 KKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQGYWVPSSNS   
          90       100       110       120       130           
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.6  bits: 20.1 E():   35 
Smith-Waterman score: 46; 29.6% identity (59.3% similar) in 27 aa overlap (54-80:66-92) 
 
            30        40        50        60        70        80    
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ    
                                     .:. . . : :: .. .   ::.  ::    
gi|729 STLSLVTKADGKIDMTVDLISPVTKRASLKIDSKKYNLFHEGELSASIVNPRLSWHQYTK 
          40        50        60        70        80        90      
 
gi|729 RDSREYKSDVELSLRSSDIALKITMPDYNSKIHYSRQGDQINMDIDGTLIEGHAQGTIRE 
         100       110       120       130       140       150      
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.6  bits: 20.5 E():   35 
Smith-Waterman score: 47; 38.1% identity (57.1% similar) in 21 aa overlap (54-74:247-267) 
 
            30        40        50        60        70        80    
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ    
                                     ::.: :: . .:  :   . :          
gi|232 APDIKTPKEALDLIMDAIDKAGYKGKVGIAMDVASSEFYKDGKYDLDFKNPESDPSKWLS 
        220       230       240       250       260       270       
 
gi|232 GPQLADLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKT 
        280       290       300       310       320       330       
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.4  bits: 20.1 E():   36 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (16-25:284-293) 
 
                              10        20        30        40      
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AAD-12                SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
          50        60        70        80    
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ    
                                              
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 74.0  bits: 19.4 E():   38 
Smith-Waterman score: 44; 20.0% identity (50.8% similar) in 65 aa overlap (11-75:74-138) 
 
                                   10        20        30        40 
AAD-12                     SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     :..:. .:: . . .   :  :   :  .  
gi|383 SPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEEEE 
            50        60        70        80        90       100    
 
               50        60        70        80                     
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ                     
       .:. .      :.. : ... . :     : ..:.                          
gi|383 DLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEELEA 
           110       120       130       140       150       160    
 
gi|383 NVRAIEMDGLVWGASKFVAVGFGIKKLQINLVVEDEKVSTDELQAQIEEDEDHVQSTDVA 
           170       180       190       200       210       220    
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 73.9  bits: 16.6 E():   39 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (52-69:8-25) 
 
              30        40        50        60        70        80 
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                     :.. :. ....:..   :            
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA     
                                      10        20        30       
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.6  bits: 20.5 E():   40 
Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (38-60:344-366) 
 
        10        20        30        40        50        60        
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
           320       330       340       350       360       370    
 
        70        80                                                
AAD-12 DWACQAPRVHAHQ                                                
                                                                    
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.2  bits: 18.7 E():   42 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (44-67:1-24) 
 
            20        30        40        50        60        70    
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|215                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
            80                                                      
AAD-12 PRVHAHQ                                                      
                                                                    
gi|215 IPKAATGAYKSVEVKGDGGAGTVRIITLPEGSPITTMTVRTDAVNKEALSYDSTVIDGDI 
               40        50        60        70        80        90 
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>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.2  bits: 18.7 E():   42 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (44-67:1-24) 
 
            20        30        40        50        60        70    
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|892                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
            80                                                      
AAD-12 PRVHAHQ                                                      
                                                                    
gi|892 IPKAAPGAYKSVEVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.2  bits: 18.7 E():   42 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (44-67:1-24) 
 
            20        30        40        50        60        70    
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|166                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
            80                                                      
AAD-12 PRVHAHQ                                                      
                                                                    
gi|166 IPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.2  bits: 18.7 E():   42 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (44-67:1-24) 
 
            20        30        40        50        60        70    
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|215                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
            80                                                      
AAD-12 PRVHAHQ                                                      
                                                                    
gi|215 IPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 73.2  bits: 16.6 E():   42 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (52-69:8-25) 
 
              30        40        50        60        70        80 
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                     :.. :. ....:..   :            
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK  
                                      10        20        30       
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.1  bits: 18.0 E():   43 
Smith-Waterman score: 40; 30.0% identity (50.0% similar) in 30 aa overlap (40-69:13-42) 
 
      10        20        30        40        50        60          
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 
                                     :. :.    .. ::   :: :   .:  .: 
gi|144                   VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEW 
                                 10        20        30        40   
 
      70        80                                            
AAD-12 ACQAPRVHAHQ                                            
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gi|144 EPLTKKGNLWEVKSSKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
             50        60        70        80        90       
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.0  bits: 19.4 E():   43 
Smith-Waterman score: 44; 20.0% identity (52.5% similar) in 40 aa overlap (1-40:51-90) 
 
                                             10        20        30 
AAD-12                               SQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|130 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               30        40        50        60        70        80 
 
               40        50        60        70        80           
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ           
        . .:. ..:                                                   
gi|130 PQPQPQYSQPQEPISQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQS 
               90       100       110       120       130       140 
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.7  bits: 18.0 E():   45 
Smith-Waterman score: 40; 38.9% identity (66.7% similar) in 18 aa overlap (1-18:26-43) 
 
                                        10        20        30      
AAD-12                          SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                : .. :. :: :..  ::                  
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
          40        50        60        70        80 
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                                     
gi|897 PYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ     
               70        80        90       100      
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.5  bits: 19.4 E():   46 
Smith-Waterman score: 44; 29.6% identity (59.3% similar) in 27 aa overlap (9-35:99-125) 
 
                                     10        20        30         
AAD-12                       SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG 
                                     :.:.:  . :: .  ..     .::.:    
gi|144 KDYLIMKRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQ 
       70        80        90       100       110       120         
 
       40        50        60        70        80                   
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ                   
                                                                    
gi|144 HESYEQDQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLP 
      130       140       150       160       170       180         
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 72.4  bits: 19.4 E():   46 
Smith-Waterman score: 44; 27.8% identity (52.8% similar) in 36 aa overlap (24-59:64-96) 
 
                      10        20        30        40        50    
AAD-12        SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                                     :  .. .  . :.  ::   . . :  .:  
gi|481 AGKATTEEQKLIEDINVGFKAAVAARQRPAADKFKTFEAASPRHPRP---LRQGAGLVPK 
            40        50        60        70        80           90 
 
            60        70        80                                  
AAD-12 MDAAESERFLEGLVDWACQAPRVHAHQ                                  
       .::: :                                                       
gi|481 LDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGE 
              100       110       120       130       140       150 
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.3  bits: 19.8 E():   47 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (37-53:225-240) 
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         10        20        30        40        50        60       
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
         70        80                                               
AAD-12 VDWACQAPRVHAHQ                                               
                                                                    
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.3  bits: 19.8 E():   47 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (37-53:225-240) 
 
         10        20        30        40        50        60       
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
         70        80                                               
AAD-12 VDWACQAPRVHAHQ                                               
                                                                    
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 72.1  bits: 19.8 E():   48 
Smith-Waterman score: 45; 27.5% identity (54.9% similar) in 51 aa overlap (32-79:119-169) 
 
              10        20        30        40        50         60 
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESE 
                                     .::  .: : :..   .:.:  :..    . 
gi|908 LWIIFSKNLNIKLNMPLYIAGNKTIDGRGAEVHIGNGGPCLFMRTVSHVILHGLNIHGCN 
       90       100       110       120       130       140         
 
                 70        80                                       
AAD-12 RFLEG--LVDWACQAPRVHAHQ                                       
         . :  :.. :  .  :::.                                        
gi|908 TSVSGNVLISEASGVVPVHAQDGDAITMRNVTDVWIDHNSLSDSSDGLVDVTLASTGVTI 
      150       160       170       180       190       200         
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 71.9  bits: 19.4 E():   50 
Smith-Waterman score: 44; 47.4% identity (63.2% similar) in 19 aa overlap (58-73:72-90) 
 
        30        40        50        60           70        80     
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW---ACQAPRVHAHQ     
                                     :.. ::   :::   ::.:            
gi|144 TISKQVVFLIHGFLSTGNNENFVAMSKALIEKDDFLVISVDWKKGACNAFASTKDALGYS 
              50        60        70        80        90       100  
 
gi|144 KAVGNTRHVGKFVADFTKLLVEKYKVLISNIRLIGHSLGAHTSGFAGKEVQKLKLGKYKE 
             110       120       130       140       150       160  
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 71.7  bits: 19.8 E():   51 
Smith-Waterman score: 45; 23.4% identity (44.7% similar) in 47 aa overlap (10-53:347-393) 
 
                                    10        20        30          
AAD-12                      SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ... : :   :: .    .  : :  
gi|625 DPMKKNVLVRADAPHTESMKWNWRSEKDLLENGAIFVASGCDPHLTPEQKSHLIPAEPGS 
        320       330       340       350       360       370       
 
      40           50        60        70        80 
AAD-12 PSLLIGRHA---HAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
         : .   :   . .::                            
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gi|625 AVLQLTSCAGTLKCVPGKPC                         
        380       390                               
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 71.7  bits: 21.6 E():   51 
Smith-Waterman score: 50; 44.4% identity (63.0% similar) in 27 aa overlap (40-65:636-662) 
 
      10        20        30        40         50        60         
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVD 
                                     :: : : : : .:::  . ..:  :.:    
gi|278 SRGPSGPPGPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIG 
         610       620       630       640       650       660      
 
       70        80                                                 
AAD-12 WACQAPRVHAHQ                                                 
                                                                    
gi|278 SPGRDGARGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAG 
         670       680       690       700       710       720      
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.6  bits: 18.4 E():   51 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (23-30:34-41) 
 
                       10        20        30        40        50   
AAD-12         SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
             60        70        80                                 
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQ                                 
                                                                    
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 71.5  bits: 19.4 E():   52 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (36-79:254-299) 
 
          10        20        30        40          50        60    
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
            70        80                 
AAD-12 EGLVDWACQAPRVHAHQ                 
        .. :   . :.:. :                  
gi|261 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFS 
           290       300       310       
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 71.5  bits: 18.4 E():   52 
Smith-Waterman score: 44; 35.4% identity (54.2% similar) in 48 aa overlap (7-52:79-122) 
 
                                       10        20        30       
AAD-12                         SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
                                     :. . :.  :  : : ::. .  . :  :  
gi|160 LGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGN--ITVGEDGTAA-INIVDKQIPL 
       50        60        70        80          90        100      
 
         40          50        60        70        80   
AAD-12 TGRPSLLIGRHA--HAIPGMDAAESERFLEGLVDWACQAPRVHAHQ   
       :: :  .::: .  :. :                               
gi|160 TG-PHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          110       120       130       140       150   
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.4  bits: 19.1 E():   53 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (67-80:29-42) 
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         40        50        60        70        80                 
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ                 
                                     :.:  : :  . ::                 
gi|170   MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQT 
                 10        20        30        40        50         
 
gi|170 FPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQ 
       60        70        80        90       100       110         
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 41; 20.8% identity (79.2% similar) in 24 aa overlap (44-67:1-24) 
 
            20        30        40        50        60        70    
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:....:.:       
gi|134                               MGVQTHVLELTSSVSAEKIFQGFVIDVDTV 
                                             10        20        30 
 
            80                                                      
AAD-12 PRVHAHQ                                                      
                                                                    
gi|134 LPKAAPGAYKSVEIKGDGGPGTLKIITLPDGGPITTMTLRIDGVNKEALTFDYSVIDGDI 
               40        50        60        70        80        90 
 
>>gi|170722|gb|AAA34281.1| pre-alpha-/beta-gliadin A-I [  (262 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 71.1  bits: 19.1 E():   55 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (1-47:71-117) 
 
                                             10        20        30 
AAD-12                               SQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
               40        50        60        70        80           
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ           
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|4587985|gb|AAD25927.1|AF084828_1 major allergenic p  (342 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 71.0  bits: 19.5 E():   56 
Smith-Waterman score: 49; 24.1% identity (56.9% similar) in 58 aa overlap (11-66:134-186) 
 
                                   10        20        30           
AAD-12                     SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG-- 
                                     : .::::   . . . .  ...:  ..:   
gi|458 MPRKPGMTRDDLFNSNASIVRDLAKVVAKVAPKAYIGVISNPVNSTVPIVAEVFKKAGVY 
           110       120       130       140       150       160    
 
       40        50        60        70        80                   
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ                   
        :. :.:     .  .:....  :: :.                                 
gi|458 DPKRLFG-----VTTLDTTRAATFLSGIAGSDPQTTNVPVIGGHSGVTIVPLISQAAQGD 
           170            180       190       200       210         
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.9  bits: 19.5 E():   56 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (33-51:99-117) 
 
             10        20        30        40        50        60   
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
             70        80                                           
AAD-12 LEGLVDWACQAPRVHAHQ                                           
                                                                    
gi|908 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 5975



 

 

      130       140       150       160       170       180         
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.9  bits: 19.5 E():   57 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (33-51:100-118) 
 
             10        20        30        40        50        60   
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
             70        80                                           
AAD-12 LEGLVDWACQAPRVHAHQ                                           
                                                                    
gi|118 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     130       140       150       160       170       180          
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.8  bits: 19.8 E():   57 
Smith-Waterman score: 46; 22.4% identity (55.2% similar) in 67 aa overlap (8-72:52-109) 
 
                                      10        20        30        
AAD-12                        SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     ....:: :.: :.. ..  .  ..       
gi|144 VEADVKLSDGYLARAAVPRGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIG----- 
              30        40        50        60        70            
 
        40        50        60         70         80                
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVD-WA-CQAPRVHAHQ                
         :.: .:.      :.:    .. :.: :. :. :.                        
gi|144 --PAL-VGKDPTDQVGIDNFMVQQ-LDGTVNEWGWCKQKLGANAILAVSLAVCKAGAHVK 
            80        90        100       110       120       130   
 
gi|144 GIPLYKHVANLAGNKNLVLPVPAFNVINGGSHAGNKLAMQEFMILPVGASSFKEAMKMGA 
            140       150       160       170       180       190   
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.8  bits: 19.8 E():   57 
Smith-Waterman score: 46; 22.4% identity (55.2% similar) in 67 aa overlap (8-72:52-109) 
 
                                      10        20        30        
AAD-12                        SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     ....:: :.: :.. ..  .  ..       
gi|144 VEADVKLSDGYLARAAVPSGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIG----- 
              30        40        50        60        70            
 
        40        50        60         70         80                
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVD-WA-CQAPRVHAHQ                
         :.: .:.      :.:    .. :.: :. :. :.                        
gi|144 --PAL-VGKDPTDQVGIDNFMVQQ-LDGTVNEWGWCKQKLGANAILAVSLAVCKAGAHVK 
            80        90        100       110       120       130   
 
gi|144 GIPLYEHIANLAGNKNLVLPVPAFNVINGGSHAGNKLAMQEFMILPVGASSFKEAMKMGA 
            140       150       160       170       180       190   
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.8  bits: 18.0 E():   57 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (16-33:25-42) 
 
                        10        20        30        40        50  
AAD-12          SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                               .:. . :.:  ..: ..:                   
gi|144 MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQ                                
                                                                    
gi|144 EIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVEVTASVD 
               70        80        90       100       110       120 
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>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 70.6  bits: 19.1 E():   58 
Smith-Waterman score: 43; 37.0% identity (74.1% similar) in 27 aa overlap (1-25:239-265) 
 
                                             10          20         
AAD-12                               SQSKLGHVQQ--AGSAYIGYGMDTTATPLR 
                                     ..:.. .:.:  .:.: .. :  ::::    
gi|168 AVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAA 
      210       220       230       240       250       260         
 
       30        40        50        60        70        80 
AAD-12 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                                            
gi|168 SGAATVAAGGYKV                                        
      270       280                                         
 
>>gi|473876|gb|AAA17741.1| alpha-gliadin [Triticum aesti  (287 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 43; 19.1% identity (55.3% similar) in 47 aa overlap (1-47:71-117) 
 
                                             10        20        30 
AAD-12                               SQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . :..     : .:  
gi|473 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
               40        50        60        70        80           
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ           
        . .:. ..:.  :...                                            
gi|473 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHG 
              110       120       130       140       150       160 
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 70.4  bits: 19.1 E():   60 
Smith-Waterman score: 43; 37.0% identity (74.1% similar) in 27 aa overlap (1-25:248-274) 
 
                                             10          20         
AAD-12                               SQSKLGHVQQ--AGSAYIGYGMDTTATPLR 
                                     ..:.. .:.:  .:.: .. :  ::::    
gi|330 AVKQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAA 
       220       230       240       250       260       270        
 
       30        40        50        60        70        80 
AAD-12 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                                            
gi|330 SGAATVAAGGYKV                                        
       280       290                                        
 
>>gi|170712|gb|AAA34276.1| pre-alpha-/beta-gliadin A-II   (291 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 70.3  bits: 19.1 E():   60 
Smith-Waterman score: 43; 19.1% identity (53.2% similar) in 47 aa overlap (1-47:71-117) 
 
                                             10        20        30 
AAD-12                               SQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::.   ..:   .  . : .     : .:  
gi|170 QVPLVQEQQFQGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQPFRPQQPY 
               50        60        70        80        90       100 
 
               40        50        60        70        80           
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ           
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQILQQILQQQLIPCRDVVLQQHNIAHGSSQV 
              110       120       130       140       150       160 
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.3  bits: 19.5 E():   61 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (36-79:290-335) 
 
          10        20        30        40          50        60    
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
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                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
            70        80                                       
AAD-12 EGLVDWACQAPRVHAHQ                                       
        .. :   . :.:. :                                        
gi|124 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.3  bits: 19.5 E():   61 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (36-79:290-335) 
 
          10        20        30        40          50        60    
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
            70        80                                       
AAD-12 EGLVDWACQAPRVHAHQ                                       
        .. :   . :.:. :                                        
gi|268 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.3  bits: 19.5 E():   61 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (36-79:290-335) 
 
          10        20        30        40          50        60    
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
            70        80                                       
AAD-12 EGLVDWACQAPRVHAHQ                                       
        .. :   . :.:. :                                        
gi|124 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 70.2  bits: 15.9 E():   61 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (52-69:8-25) 
 
              30        40        50        60        70        80 
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                     :.. :  ....:..   :            
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA     
                                      10        20        30       
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.2  bits: 18.4 E():   61 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (46-62:17-30) 
 
          20        30        40        50        60        70      
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|212               VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                             10        20           30        40    
 
          80                                                        
AAD-12 VHAHQ                                                        
                                                                    
gi|212 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
            50        60        70        80        90       100    
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.2  bits: 18.4 E():   62 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (46-62:18-31) 
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          20        30        40        50        60        70      
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|116              AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
          80                                                        
AAD-12 VHAHQ                                                        
                                                                    
gi|116 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.2  bits: 18.4 E():   62 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (46-62:18-31) 
 
          20        30        40        50        60        70      
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|144              AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
          80                                                        
AAD-12 VHAHQ                                                        
                                                                    
gi|144 LTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 70.1  bits: 17.7 E():   62 
Smith-Waterman score: 39; 31.8% identity (54.5% similar) in 22 aa overlap (47-68:20-41) 
 
         20        30        40        50        60        70       
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::  . . : :. :    :..:         
gi|730            MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
         80                                                         
AAD-12 HAHQ                                                         
                                                                    
gi|730 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 70.1  bits: 17.7 E():   62 
Smith-Waterman score: 39; 31.8% identity (54.5% similar) in 22 aa overlap (47-68:20-41) 
 
         20        30        40        50        60        70       
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::  . . : :. :    :..:         
gi|191            MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
         80                                                         
AAD-12 HAHQ                                                         
                                                                    
gi|191 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.1  bits: 18.0 E():   63 
Smith-Waterman score: 40; 27.7% identity (48.9% similar) in 47 aa overlap (39-77:88-134) 
 
       10        20        30        40        50               60  
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-------IPGMDAAESER 
                                     :   .:::..:        .::     ..  
gi|189 AGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRD 
        60        70        80        90       100       110        
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              70         80        
AAD-12 FLEGLVDWA-CQAPRVHAHQ        
       : . ::  . :..  ::           
gi|189 FAKVLVTPGQCNVLTVHNAPYCLGLDI 
       120       130       140     
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 40; 26.7% identity (60.0% similar) in 30 aa overlap (26-55:115-144) 
 
                    10        20        30        40        50      
AAD-12      SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::   .:. ...  ..:    :.: 
gi|217 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
          60        70        80 
AAD-12 AAESERFLEGLVDWACQAPRVHAHQ 
                                 
gi|217 I                         
                                 
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 40; 30.0% identity (56.7% similar) in 30 aa overlap (26-55:115-144) 
 
                    10        20        30        40        50      
AAD-12      SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ..:  ..:    :.: 
gi|439 CRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
          60        70        80 
AAD-12 AAESERFLEGLVDWACQAPRVHAHQ 
                                 
gi|439 I                         
                                 
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 69.9  bits: 19.8 E():   63 
Smith-Waterman score: 45; 23.5% identity (58.8% similar) in 51 aa overlap (14-61:265-315) 
 
                                10        20        30         40   
AAD-12                  SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG-RPSL 
                                     : .. :..:..  . ::.: .     . :  
gi|144 AVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGGVMTPLIKRNTTIPTKKSE 
          240       250       260       270       280       290     
 
             50          60        70        80                     
AAD-12 LIGRHAHAIPG--MDAAESERFLEGLVDWACQAPRVHAHQ                     
        .. ..   ::  ... :.::                                        
gi|144 TFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAPRGVPQIEVTFDLDANGIM 
          300       310       320       330       340       350     
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.9  bits: 19.1 E():   64 
Smith-Waterman score: 43; 27.8% identity (55.6% similar) in 36 aa overlap (16-51:234-269) 
 
                              10        20        30        40      
AAD-12                SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::  ..   .: . :.:   :.. :  .:  
gi|324 DPRTLNKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVIL 
           210       220       230       240       250       260    
 
          50        60        70        80           
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ           
         .::.                                        
gi|324 SISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV 
           270       280       290       300         
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
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 initn:  38 init1:  38 opt:  41  Z-score: 69.8  bits: 18.4 E():   64 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (46-62:27-40) 
 
          20        30        40        50        60        70      
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|194     MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEA 
                   10        20        30           40        50    
 
          80                                                        
AAD-12 VHAHQ                                                        
                                                                    
gi|194 LTQYKCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVL 
            60        70        80        90       100       110    
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 69.6  bits: 15.9 E():   67 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (52-69:8-25) 
 
              30        40        50        60        70        80 
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                     :.. :  ....:..   :            
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK  
                                      10        20        30       
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 69.5  bits: 19.8 E():   67 
Smith-Waterman score: 45; 26.4% identity (47.2% similar) in 53 aa overlap (9-52:338-387) 
 
                                     10        20        30         
AAD-12                       SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV----- 
                                     :: :   .. :.. :   ::   ..      
gi|258 RGNLDFVQPPRGRQEREHEERQQEQLQQERQQQGEQLMANGLEETFCSLRLKENIGNPER 
       310       320       330       340       350       360        
 
                40        50        60        70        80          
AAD-12 ----HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ          
            :..:: : :   ..: .:                                      
gi|258 ADIFSPRAGRISTL---NSHNLPILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYVIRG 
       370       380          390       400       410       420     
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 18.4 E():   69 
Smith-Waterman score: 41; 31.6% identity (73.7% similar) in 19 aa overlap (4-22:84-102) 
 
                                          10        20        30    
AAD-12                            SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     .:... :. ..  .:: ::            
gi|549 RQKVAKGLETRGNPGPQPPAKNMNNLVWNDELANIAQVWASQCNYGHDTCKDTEKYPVGQ 
            60        70        80        90       100       110    
 
            40        50        60        70        80              
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ              
                                                                    
gi|549 NIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWAKTKEIGCG 
           120       130       140       150       160       170    
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 69.2  bits: 15.9 E():   70 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (6-26:5-25) 
 
               10        20        30        40        50        60 
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
            :.: .: :  : : .   :.:                                   
gi|462  TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXLSSA                       
                10        20        30                              
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.1  bits: 18.4 E():   71 
Smith-Waterman score: 41; 34.6% identity (50.0% similar) in 26 aa overlap (48-73:156-181) 
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        20        30        40        50        60        70        
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     :  . :.:  :   .:. : : :  :     
gi|833 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
         130       140       150       160       170       180      
 
        80                       
AAD-12 AHQ                       
                                 
gi|833 NVINWAEAENRYIAGDKGGHPFMKL 
         190       200       210 
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.7  bits: 18.4 E():   74 
Smith-Waterman score: 41; 34.6% identity (50.0% similar) in 26 aa overlap (48-73:167-192) 
 
        20        30        40        50        60        70        
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     :  . :.:  :   .:. : : :  :     
gi|164 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
        140       150       160       170       180       190       
 
        80                       
AAD-12 AHQ                       
                                 
gi|164 NVINWAEAENRYIAGDKGGHPFMKL 
        200       210       220  
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 68.7  bits: 15.2 E():   74 
Smith-Waterman score: 36; 44.0% identity (56.0% similar) in 25 aa overlap (5-29:2-24) 
 
               10        20        30        40        50        60 
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
           ::..  :  :  : :. : :::  :                                
gi|751    DLGYAP-ATPAAPGAGY-TPATPAAP                                
                   10         20                                    
 
>>gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia mutic  (284 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 68.7  bits: 18.8 E():   74 
Smith-Waterman score: 42; 36.8% identity (73.7% similar) in 19 aa overlap (46-64:63-80) 
 
          20        30        40        50        60        70      
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     .:: ..  ..::: .:. :            
gi|219 EDSKAKIEEDLTSLQKKYTNLENEFDQVNEKHADSVAKLEAAE-KRLTETEDEIKGYTRK 
             40        50        60        70         80        90  
 
          80                                                        
AAD-12 VHAHQ                                                        
                                                                    
gi|219 IQLLEDDLERTQTKLDEATGKLEEATKSADESERGRKVLESRSLADDDRIDGLEKQVKDA 
             100       110       120       130       140       150  
 
>>gi|170720|gb|AAA34280.1| alpha/beta-gliadin precursor   (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.6  bits: 18.8 E():   75 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (1-47:71-117) 
 
                                             10        20        30 
AAD-12                               SQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|170 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
               40        50        60        70        80           
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ           
        . .:. ..:.  :...                                            
gi|170 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|21755|emb|CAA25593.1| unnamed protein product [Trit  (286 aa) 
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 initn:  41 init1:  41 opt:  42  Z-score: 68.6  bits: 18.8 E():   75 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (1-47:71-117) 
 
                                             10        20        30 
AAD-12                               SQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|217 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPY 
               50        60        70        80        90       100 
 
               40        50        60        70        80           
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ           
        . .:. ..:.  :...                                            
gi|217 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|21761|emb|CAA26384.1| unnamed protein product [Trit  (286 aa) 
 initn:  41 init1:  41 opt:  42  Z-score: 68.6  bits: 18.8 E():   75 
Smith-Waterman score: 42; 19.1% identity (53.2% similar) in 47 aa overlap (1-47:71-117) 
 
                                             10        20        30 
AAD-12                               SQSKLGHVQQAGSAYIGYGMDTTATPLRPL 
                                     ::    ..:   .  . :..     : .:  
gi|217 QVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQQFRPQQPY 
               50        60        70        80        90       100 
 
               40        50        60        70        80           
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ           
        . .:. ..:.  :...                                            
gi|217 PQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGR 
              110       120       130       140       150       160 
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 68.4  bits: 15.2 E():   77 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (23-29:5-11) 
 
               10        20        30        40        50        60 
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
                             : .:.::                                
gi|751                   TKSQTHVPIRPNKLVLKVQKDRATN                  
                                 10        20                       
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 68.1  bits: 15.2 E():   80 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (35-45:10-20) 
 
           10        20        30        40        50        60     
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
                                     :.:  :..: :                    
gi|147                      AKITFTNNXPNTVWPGILTGFGQKPQ              
                                    10        20                    
 
           70        80 
AAD-12 GLVDWACQAPRVHAHQ 
 
>>gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-termi  (34 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 68.0  bits: 15.6 E():   81 
Smith-Waterman score: 33; 25.0% identity (58.3% similar) in 24 aa overlap (52-75:8-31) 
 
              30        40        50        60        70        80 
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                     : . :.   ..::. . .  . ::      
gi|691                        AIGDKPGPKITATYXXKWLEAKATFYGSNPRGAA   
                                      10        20        30       
 
>>gi|129235|sp|P12547.2|ORYZ_ASPOR RecName: Full=Oryzin;  (403 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.9  bits: 19.1 E():   82 
Smith-Waterman score: 43; 35.0% identity (65.0% similar) in 20 aa overlap (5-24:133-152) 
 
                                         10        20        30     
AAD-12                           SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :: ... :.    : .::.:           
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gi|129 IRKNEDVAYVEEDQIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVD 
            110       120       130       140       150       160   
 
           40        50        60        70        80               
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ               
                                                                    
gi|129 SGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASILSVKVFQG 
            170       180       190       200       210       220   
 
>>gi|74665726|sp|Q9UVU3|Q9UVU3_ASPFL Allergen Asp fl 1    (403 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.9  bits: 19.1 E():   82 
Smith-Waterman score: 43; 35.0% identity (65.0% similar) in 20 aa overlap (5-24:133-152) 
 
                                         10        20        30     
AAD-12                           SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :: ... :.    : .::.:           
gi|746 IRKNEDVAYVEEDQIYYLDGLTTQKSAPWGLGSISHKGQQSTDYIYDTSAGEGTYAYVVD 
            110       120       130       140       150       160   
 
           40        50        60        70        80               
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ               
                                                                    
gi|746 SGVNVDHEEFEGRASKAYNAAGGQHVDSIGHGTHVSGTIAGKTYGIAKKASILSVKVFQG 
            170       180       190       200       210       220   
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.9  bits: 19.1 E():   82 
Smith-Waterman score: 43; 35.5% identity (54.8% similar) in 31 aa overlap (22-52:3-32) 
 
               10        20        30        40        50        60 
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
                            : : :.  :. .   .:   :  : ::..::         
gi|238                    FITKAIPIV-LAALSAVNGAKILEAGPHAETIPNKYIVVMK 
                                   10        20        30        40 
 
               70        80                                         
AAD-12 RFLEGLVDWACQAPRVHAHQ                                         
                                                                    
gi|238 KDVSDEAFSTHTTWLSQNLNRRLMRRSGSSKAMAGMQNKYSLGGIFRAYSGEFDDAMIKD 
               50        60        70        80        90       100 
 
>>gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea sati  (316 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 67.9  bits: 18.8 E():   82 
Smith-Waterman score: 42; 31.2% identity (53.1% similar) in 32 aa overlap (4-35:191-220) 
 
                                          10        20        30    
AAD-12                            SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     .: :  . :.:  . : :   .:   :: . 
gi|135 FVMENNKQTYCTSKSWPCVFGKQYYGRGPIQLTHNYNYGQAGKAIGADLINNP--DLVAT 
              170       180       190       200       210           
 
            40        50        60        70        80              
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ              
       .:                                                           
gi|135 NPTISFKTAIWFWMTPQANKPSSHDVIIGNWRPSAADTSAGRVPSYGVITNIINGGLECG 
      220       230       240       250       260       270         
 
>>gi|289064179|gb|ADC80503.1| non-specific lipid transfe  (118 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.9  bits: 17.3 E():   82 
Smith-Waterman score: 38; 66.7% identity (88.9% similar) in 9 aa overlap (48-56:81-89) 
 
        20        30        40        50        60        70        
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     : ::::..:                      
gi|289 ASCCSGVRSLNAAAKTTPDRQAVCNCLKSAAGAIPGFNANNAGILPGKCGVSIPYKISTS 
               60        70        80        90       100       110 
 
        80      
AAD-12 AHQ      
                
gi|289 TNCATIKF 
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>>gi|69552|pir||MEHB2 melittin, minor - honeybee          (27 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.8  bits: 15.2 E():   83 
Smith-Waterman score: 32; 30.8% identity (61.5% similar) in 13 aa overlap (63-75:13-25) 
 
             40        50        60        70        80 
AAD-12 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                     : .:..:  .  :      
gi|695                   GIGAVLKVLTTGLPALISWISRKKRQQ    
                                 10        20           
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.5  bits: 17.0 E():   86 
Smith-Waterman score: 37; 38.9% identity (50.0% similar) in 18 aa overlap (52-69:25-42) 
 
              30        40        50        60        70        80  
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ  
                                     ::   :: :   .:  .:             
gi|126       TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTKKGNLWEV 
                     10        20        30        40        50     
 
gi|126 KSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
           60        70        80        90        
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.5  bits: 18.1 E():   86 
Smith-Waterman score: 40; 34.5% identity (51.7% similar) in 29 aa overlap (12-40:139-165) 
 
                                  10        20        30        40  
AAD-12                    SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS 
                                     :  :.  :. :. . :  : .::   : :  
gi|116 KYAGVFVSTGTLGGGQETTAITSMSTLVDHGFIYVPLGYKTAFSMLANLDEVH--GGSPW 
      110       120       130       140       150       160         
 
              50        60        70        80 
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                               
gi|116 GAGTFSAGDGSRQPSELELNIAQAQGKAFYEAVAKAHQ  
        170       180       190       200      
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 18.4 E():   88 
Smith-Waterman score: 41; 37.5% identity (81.2% similar) in 16 aa overlap (51-66:1-16) 
 
               30        40        50        60        70        80 
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                     .::..:.. : .:. :               
gi|857                               MPGQQATKHESLLDQLSLKGKVVVVTGASG 
                                             10        20        30 
 
gi|857 PKGMGIEAARGCAEMGAAVAITYASRAQGAEENVKELEKTYGIKAKAYKCQVDSYESCEK 
               40        50        60        70        80        90 
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 18.1 E():   89 
Smith-Waterman score: 40; 38.5% identity (42.3% similar) in 26 aa overlap (17-42:60-85) 
 
                             10        20        30        40       
AAD-12               SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     :  :  :  :  : ::.   :  : :     
gi|613 CLEYSNVGFTDAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIA 
      30        40        50        60        70        80          
 
         50        60        70        80                           
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ                           
                                                                    
gi|613 QRWANQCTFEHDACRNVERFAVGQNIAATSSSGKNKSTLSDMILLWYNEVKDFDNRWISS 
      90       100       110       120       130       140          
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
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 initn:  30 init1:  30 opt:  30  Z-score: 67.2  bits: 14.5 E():   90 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (20-27:10-17) 
 
               10        20        30        40        50        60 
AAD-12 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
                          :.:  :::                                  
gi|244           IGNEDCTPWMSTLITPLP                                 
                         10                                         
 
>>gi|190684057|gb|ACE82289.1| glutathione transferase [T  (222 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 66.9  bits: 18.1 E():   93 
Smith-Waterman score: 40; 32.4% identity (59.5% similar) in 37 aa overlap (24-56:50-86) 
 
                      10        20        30        40              
AAD-12        SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP---SLLIGRHAH- 
                                     :.:..  . :  . :::   ::.: .. .  
gi|190 RVRIALAEKGLPYEYAEEDLMAGKSDRLLRANPVHKKIPVLLHDGRPVNESLIILQYLED 
      20        30        40        50        60        70          
 
      50        60        70        80                              
AAD-12 AIPGMDAAESERFLEGLVDWACQAPRVHAHQ                              
       :.:   :                                                      
gi|190 AFPDAPALLPSDPYARAQARFWADYVDKKVYDCGSRLWKLKGEPQAQARAEMLDILKTLD 
      80        90       100       110       120       130          
 
>>gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 18.8 E():   94 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (33-51:120-138) 
 
             10        20        30        40        50        60   
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
             70        80                                           
AAD-12 LEGLVDWACQAPRVHAHQ                                           
                                                                    
gi|810 SVLGNVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|9087152|sp|P81294.1|MPAJ1_JUNAS RecName: Full=Major  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 18.8 E():   94 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (33-51:120-138) 
 
             10        20        30        40        50        60   
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|908 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHSLHIHGCNT 
      90       100       110       120       130       140          
 
             70        80                                           
AAD-12 LEGLVDWACQAPRVHAHQ                                           
                                                                    
gi|908 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8843921|gb|AAF80166.1| pollen major allergen 1-1 [J  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 18.8 E():   94 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (33-51:120-138) 
 
             10        20        30        40        50        60   
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
             70        80                                           
AAD-12 LEGLVDWACQAPRVHAHQ                                           
                                                                    
gi|884 SVLGDVLVSESIGVVPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
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     150       160       170       180       190       200          
 
>>gi|8843917|gb|AAF80164.1| pollen major allergen 1-2 [J  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 18.8 E():   94 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (33-51:120-138) 
 
             10        20        30        40        50        60   
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
             70        80                                           
AAD-12 LEGLVDWACQAPRVHAHQ                                           
                                                                    
gi|884 SVLGDVLVSESIGVVPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIF 
     150       160       170       180       190       200          
 
>>gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 18.8 E():   94 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (33-51:120-138) 
 
             10        20        30        40        50        60   
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
             70        80                                           
AAD-12 LEGLVDWACQAPRVHAHQ                                           
                                                                    
gi|810 SVLGNVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 18.8 E():   94 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (33-51:120-138) 
 
             10        20        30        40        50        60   
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHSCNT 
      90       100       110       120       130       140          
 
             70        80                                           
AAD-12 LEGLVDWACQAPRVHAHQ                                           
                                                                    
gi|810 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLPDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 18.8 E():   94 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (33-51:120-138) 
 
             10        20        30        40        50        60   
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|151 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
             70        80                                           
AAD-12 LEGLVDWACQAPRVHAHQ                                           
                                                                    
gi|151 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 18.8 E():   94 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (33-51:120-138) 
 
             10        20        30        40        50        60   
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AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
             70        80                                           
AAD-12 LEGLVDWACQAPRVHAHQ                                           
                                                                    
gi|810 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.8  bits: 18.8 E():   94 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (33-51:120-138) 
 
             10        20        30        40        50        60   
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|810 WIIFSQNMNIKLEMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
             70        80                                           
AAD-12 LEGLVDWACQAPRVHAHQ                                           
                                                                    
gi|810 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGITIS 
     150       160       170       180       190       200          
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.7 E():   95 
Smith-Waterman score: 39; 35.3% identity (70.6% similar) in 17 aa overlap (15-31:118-134) 
 
                               10        20        30        40     
AAD-12                 SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI 
                                     :. . :...: : . ::              
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
           50        60        70        80 
AAD-12 GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                            
gi|195 ALEKFDKALKALPMHIRLSFNPTQLEEQCHI      
       150       160       170              
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 66.7  bits: 18.8 E():   96 
Smith-Waterman score: 42; 26.1% identity (47.8% similar) in 46 aa overlap (36-79:290-335) 
 
          10        20        30        40          50        60    
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .   . :       : .: 
gi|118 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
            70        80                                       
AAD-12 EGLVDWACQAPRVHAHQ                                       
        .. :   . :.:. :                                        
gi|118 FAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 66.7  bits: 18.8 E():   96 
Smith-Waterman score: 42; 26.1% identity (47.8% similar) in 46 aa overlap (36-79:290-335) 
 
          10        20        30        40          50        60    
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .   . :       : .: 
gi|327 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
            70        80                                       
AAD-12 EGLVDWACQAPRVHAHQ                                       
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        .. :   . :.:. :                                        
gi|327 FAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 66.7  bits: 18.8 E():   96 
Smith-Waterman score: 42; 26.1% identity (47.8% similar) in 46 aa overlap (36-79:290-335) 
 
          10        20        30        40          50        60    
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .   . :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
            70        80                                       
AAD-12 EGLVDWACQAPRVHAHQ                                       
        .. :   . :.:. :                                        
gi|124 FAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHDATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 66.7  bits: 18.8 E():   96 
Smith-Waterman score: 42; 26.1% identity (47.8% similar) in 46 aa overlap (36-79:290-335) 
 
          10        20        30        40          50        60    
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .   . :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
            70        80                                       
AAD-12 EGLVDWACQAPRVHAHQ                                       
        .. :   . :.:. :                                        
gi|124 FAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.5  bits: 17.0 E():   97 
Smith-Waterman score: 37; 41.2% identity (58.8% similar) in 17 aa overlap (45-61:82-98) 
 
           20        30        40        50        60        70     
AAD-12 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                     :  :.: :  . :: :.              
gi|215 NELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMGFGLFD 
              60        70        80        90       100       110  
 
           80 
AAD-12 RVHAHQ 
 
>>gi|14424466|sp|P35778.2|VA3_SOLIN RecName: Full=Venom   (234 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 18.1 E():   98 
Smith-Waterman score: 40; 38.5% identity (42.3% similar) in 26 aa overlap (17-42:82-107) 
 
                             10        20        30        40       
AAD-12               SQSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     :  :  :  :  : ::.   :  : :     
gi|144 CLEYSNVGFTDAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIA 
              60        70        80        90       100       110  
 
         50        60        70        80                           
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ                           
                                                                    
gi|144 QRWANQCTFEHDACRNVERFAVGQNIAATSSSGKNKSTPNEMILLWYNEVKDFDNRWISS 
             120       130       140       150       160       170  
 
>>gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Thauma  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 66.4  bits: 14.5 E():   99 
Smith-Waterman score: 30; 66.7% identity (83.3% similar) in 6 aa overlap (48-53:15-20) 
 
        20        30        40        50        60        70        
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
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                                     : :.::                         
gi|680                 ATFNFINNCPFTVWAAAVPG                         
                               10        20                         
 
        80 
AAD-12 AHQ 
 
>>gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} [De  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 66.4  bits: 14.5 E():   99 
Smith-Waterman score: 30; 45.5% identity (72.7% similar) in 11 aa overlap (50-60:1-11) 
 
      20        30        40        50        60        70          
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                     :. :.::  .:                    
gi|404                               AVGGQDADLAEAPFQISLLK           
                                             10        20           
 
      80 
AAD-12 Q 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:59 2011 done: Fri Jan 21 00:02:59 2011 
 Total Scan time:  0.060 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 169  - 248 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     0     2:* 
  32     3     8:= * 
  34    18    22:====== * 
  36    35    44:============  * 
  38    46    73:================        * 
  40    73   102:=========================        * 
  42   120   125:======================================== * 
  44   137   138:=============================================* 
  46   135   140:============================================= * 
  48   127   134:=========================================== * 
  50   117   122:======================================= * 
  52   122   108:===================================*===== 
  54   116    92:==============================*======== 
  56    99    77:=========================*======= 
  58    69    63:====================*== 
  60    49    51:================* 
  62    57    41:=============*===== 
  64    33    33:==========* 
  66    18    26:======  * 
  68    31    20:======*==== 
  70    15    16:=====* 
  72     8    12:===* 
  74     8    10:===* 
  76    20     8:==*==== 
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  78     8     6:=*= 
  80     8     5:=*= 
  82     4     3:*= 
  84     1     3:* 
  86     1     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     1     1:*         :* 
  94     0     1:*         :* 
  96     3     1:*         :*== 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     1     0:=         *= 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.29680.00292; mu= 7.9331 0.153 
 mean_var=32.9936 8.829, 0's: 2 Z-trim: 3  B-trim: 5 in 1/43 
 Lambda= 0.223285 
 Kolmogorov-Smirnov  statistic: 0.0657 (N=29) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   66 26.2    0.67 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   58 23.6     1.4 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   56 22.9     1.7 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   64 25.6       2 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   56 22.9     2.3 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   56 22.9     2.3 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   59 24.0     3.2 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   57 23.3     4.5 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   56 23.0     4.9 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   56 23.0     6.4 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   53 22.0     8.3 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   49 20.7      10 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 18.7      11 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   47 20.0      12 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   51 21.4      14 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   54 22.4      14 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   48 20.4      15 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   49 20.7      15 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 21.0      16 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   50 21.0      16 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   50 21.0      16 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   50 21.0      17 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   51 21.4      18 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   53 22.1      18 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   49 20.7      19 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   51 21.4      20 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 16.4      21 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.4      23 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.4      23 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.4      23 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 20.7      23 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   47 20.1      24 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   45 19.4      24 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 20.7      27 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   52 21.7      27 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   52 21.7      28 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 19.1      28 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   48 20.4      29 
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gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 18.7      30 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 21.4      30 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   49 20.7      31 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 20.1      31 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 20.1      31 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 20.1      31 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 20.1      31 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 20.1      31 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 20.1      31 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 20.1      31 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 20.1      31 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 20.1      31 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 20.1      31 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 20.1      31 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 20.1      31 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 20.1      31 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 20.1      31 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   48 20.4      34 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   48 20.4      34 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   43 18.7      35 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   43 18.7      37 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   43 18.7      37 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 16.4      44 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 19.8      46 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 16.4      47 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   44 19.1      48 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   40 17.8      51 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   42 18.4      51 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.4      51 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.4      51 
gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   42 18.4      51 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 20.1      52 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   45 19.4      57 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   44 19.1      58 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 19.1      58 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.4      60 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.4      60 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   45 19.4      61 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.1      62 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   44 19.1      62 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   41 18.1      63 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   41 18.1      64 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.4      65 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   44 19.1      65 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   43 18.8      65 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   46 19.8      67 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 15.8      67 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 17.8      68 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.1      69 
gi|4587985|gb|AAD25927.1|AF084828_1 major allergen ( 342)   44 19.1      70 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   44 19.1      71 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   44 19.1      71 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.5      72 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   45 19.5      72 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   39 17.4      73 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   39 17.4      73 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 15.8      73 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 18.1      74 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   40 17.8      75 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 18.1      75 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 18.1      75 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   40 17.8      75 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   40 17.8      75 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   44 19.1      76 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   44 19.1      76 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   44 19.1      76 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 15.8      77 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 18.1      78 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   43 18.8      79 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.1      80 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   45 19.5      81 
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gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.1      83 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   41 18.1      84 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   45 19.5      85 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   41 18.1      85 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.1      86 
gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-t (  34)   33 15.4      89 
gi|69552|pir||MEHB2 melittin, minor - honeybee     (  27)   32 15.1      89 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   41 18.1      90 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   42 18.5      90 
gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia m ( 284)   42 18.5      91 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   42 18.5      93 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 14.4      94 
gi|289064179|gb|ADC80503.1| non-specific lipid tra ( 118)   38 17.1      96 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   37 16.8      99 
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  66 init1:  66 opt:  66  Z-score: 105.6  bits: 26.2 E(): 0.67 
Smith-Waterman score: 66; 35.7% identity (53.6% similar) in 28 aa overlap (53-80:246-273) 
 
             30        40        50        60        70        80   
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW   
                                     ::.: :: . .:: :   . :     .:   
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
 
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  50 init1:  50 opt:  58  Z-score: 99.6  bits: 23.6 E():  1.4 
Smith-Waterman score: 58; 40.0% identity (62.5% similar) in 40 aa overlap (33-68:79-117) 
 
             10        20        30        40            50         
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHA--HAIPGMDAAES 
                                     .::. ::.:  ::   :  :   :.. :.  
gi|121 DLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPEN-RPALKTLIDGLASSHKARGIEKAQF 
       50        60        70        80         90       100        
 
       60        70        80                       
AAD-12 ERFLEGLVDWACQAPRVHAHQW                       
       :.:  .:::.                                   
gi|121 EEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
       110       120       130       140       150  
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 98.2  bits: 22.9 E():  1.7 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (64-80:68-86) 
 
            40        50        60        70          80            
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQW            
                                     : .:..:  :: ... :.:            
gi|219 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
gi|219 SFDSDRSGLLLKQKVSDE 
       100       110      
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  43 init1:  43 opt:  64  Z-score: 97.3  bits: 25.6 E():    2 
Smith-Waterman score: 64; 34.3% identity (60.0% similar) in 35 aa overlap (5-39:140-171) 
 
                                         10        20        30     
AAD-12                           QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     :. ::.:..  ::     ..: .:    .: 
gi|736 RYYPSVTSPQQVSYYPGQASPQRPGQGQQPGQGQQSGQGQQGY---YPTSPQQPGQWQQP 
     110       120       130       140       150          160       
 
           40        50        60        70        80               
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW               
       : :.:                                                        
gi|736 EQGQPGYYPTSPQQPGQLQQPAQGQQPGQGQQGRQPGQGQPGYYPTSSQLQPGQLQQPAQ 
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        170       180       190       200       210       220       
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (64-80:68-86) 
 
            40        50        60        70          80            
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQW            
                                     : .:..:  :: ... :.:            
gi|184 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
gi|184 SFDSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (64-80:68-86) 
 
            40        50        60        70          80            
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQW            
                                     : .:..:  :: ... :.:            
gi|456 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNF 
        40        50        60        70        80        90        
 
gi|456 SFGSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 93.4  bits: 24.0 E():  3.2 
Smith-Waterman score: 59; 32.1% identity (53.6% similar) in 28 aa overlap (53-80:247-274) 
 
             30        40        50        60        70        80   
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW   
                                     ::.: :: . .:  :   . :.    .:   
gi|232 APDIKTPKEALDLIMDAIDKAGYKGKVGIAMDVASSEFYKDGKYDLDFKNPESDPSKWLS 
        220       230       240       250       260       270       
 
gi|232 GPQLADLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKT 
        280       290       300       310       320       330       
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 90.7  bits: 23.3 E():  4.5 
Smith-Waterman score: 57; 24.5% identity (53.1% similar) in 49 aa overlap (7-52:345-393) 
 
                                       10        20        30       
AAD-12                         QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ... :.: . :: .    .  :  
gi|113 PDERSKKNVLGRHGEAAAESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEP 
          320       330       340       350       360       370     
 
         40        50           60        70        80 
AAD-12 GRPSLLIGRHAHAI---PGMDAAESERFLEGLVDWACQAPRVHAHQW 
       :. .: .   : ..   ::                             
gi|113 GESALSLTSSAGVLSCQPGAPC                          
          380       390                                
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 90.1  bits: 23.0 E():  4.9 
Smith-Waterman score: 56; 29.6% identity (53.7% similar) in 54 aa overlap (12-63:25-73) 
 
                            10        20        30         40       
AAD-12              QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET-GRPSLLIGRH 
                               .:  ::.  : :::  : . . : : . :.       
gi|249 MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPAT----- 
               10        20        30        40        50           
 
         50         60        70        80                          
AAD-12 AHAIP-GMDAAESERFLEGLVDWACQAPRVHAHQW                          
         :.: :  ..: ....:                                           
gi|249 PAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGLA 
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          60        70        80        90       100       110      
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 88.0  bits: 23.0 E():  6.4 
Smith-Waterman score: 56; 27.0% identity (55.6% similar) in 63 aa overlap (24-78:46-108) 
 
                      10        20           30        40           
AAD-12        QSKLGHVQQAGSAYIGYGMDTTATPLRPL---VKVHPETGRPSLL--IGRH-- 
                                     :::::    ...: ....:  :  .: .   
gi|253 IEEPEMIAPTPPGQFPHQQPISSPNRTSRNTPLRPESTEIETHHHANHPPALPVLGMQLP 
          20        30        40        50        60        70      
 
          50        60        70        80                          
AAD-12 -AHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW                          
          ..:  . :.:.  :.  .:   .::   .:                            
gi|253 VPGTVPESSRAQSRASLNLDIDLDLHAPSHPSHLSHGAPHEQEHAHEIQRHRAHSAQSSA 
          80        90       100       110       120       130      
 
gi|253 GLPPTGFASHLPPASSGPVSLGWNMYHVPPNLHLNANQFNFEVPGHMNVSGHPTHLEHSS 
         140       150       160       170       180       190      
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 86.0  bits: 22.0 E():  8.3 
Smith-Waterman score: 53; 43.8% identity (62.5% similar) in 16 aa overlap (64-79:27-42) 
 
            40        50        60        70        80              
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW              
                                     : :.:  : : .. ::               
gi|170     MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQ 
                   10        20        30        40        50       
 
gi|170 QTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQP 
         60        70        80        90       100       110       
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 84.5  bits: 20.7 E():   10 
Smith-Waterman score: 49; 22.4% identity (47.1% similar) in 85 aa overlap (5-78:58-140) 
 
                                         10        20        30     
AAD-12                           QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     ::.  .:  ..: :    .   .: : ..  
gi|100 HDGSVWAQSPNFPQFKPEENAGIVKDFEEPGHLAPTG-LFLG-GTKYMVIQGEPGVVIRG 
        30        40        50        60          70        80      
 
           40        50                  60         70        80 
AAD-12 ETGRPSLLIGRHAHAI----------PGMDAAESERFLEGLVDWA-CQAPRVHAHQW 
       . :  .. : . . :.          ::.     ::. . :.: . : . . : :   
gi|100 KKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQGYCGSHHHHHH   
          90       100       110       120       130       140   
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 83.8  bits: 18.7 E():   11 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (5-25:5-25) 
 
               10        20        30        40        50        60 
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 
           :.:..: :. .::  .  :.:                                    
gi|462 AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKNLNSA                       
               10        20        30                               
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 82.9  bits: 20.0 E():   12 
Smith-Waterman score: 47; 27.5% identity (50.0% similar) in 40 aa overlap (18-57:19-58) 
 
                10        20        30        40        50          
AAD-12  QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
                         :.: ::  :. :.:.        .     :.:. : :. .   
gi|135 MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDVKDLL 
               10        20        30        40        50        60 
 
      60        70        80                              
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AAD-12 RFLEGLVDWACQAPRVHAHQW                              
                                                          
gi|135 LNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD 
               70        80        90       100       110 
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 82.0  bits: 21.4 E():   14 
Smith-Waterman score: 51; 36.1% identity (55.6% similar) in 36 aa overlap (10-40:21-56) 
 
                          10          20           30        40     
AAD-12            QSKLGHVQQAGS--AYIGYGMDTTATP---LRPLVKVHPETGRPSLLIG 
                           :::  : .:::  : :.:     : . . :  ..:.     
gi|330 MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKAT 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW                         
                                                                    
gi|330 TEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESS 
               70        80        90       100       110       120 
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 81.8  bits: 22.4 E():   14 
Smith-Waterman score: 54; 34.8% identity (65.2% similar) in 23 aa overlap (3-25:552-574) 
 
                                           10        20        30   
AAD-12                             QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::   ..  :        
gi|217 QGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYPTSVQQPGQGQQSG 
             530       540       550       560       570       580  
 
             40        50        60        70        80             
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW             
                                                                    
gi|217 QGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQPATQLPTVCRMEGG 
             590       600       610       620       630       640  
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.4  bits: 20.4 E():   15 
Smith-Waterman score: 48; 25.6% identity (53.5% similar) in 43 aa overlap (17-59:23-65) 
 
                     10        20        30        40        50     
AAD-12       QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                             ...:  ..::  :.:   :. .    .     :::. : 
gi|344 MTGVKTHLQHELKRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPD 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 AAESERFLEGLVDWACQAPRVHAHQW                                   
         ..:                                                        
gi|344 EFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDS 
               70        80        90       100       110       120 
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.3  bits: 20.7 E():   15 
Smith-Waterman score: 49; 21.4% identity (44.3% similar) in 70 aa overlap (4-73:31-100) 
 
                                          10        20        30    
AAD-12                            QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :. :  . :::..::  .     . ::    
gi|616 NEIAXAKIDLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCA 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW              
        . :  .  : :  . :    ...   .     . .:. :                     
gi|616 SQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNK 
               70        80        90       100       110       120 
 
gi|616 IREALAQTHSAIAVIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYW 
              130       140       150       160       170       180 
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>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 81.0  bits: 21.0 E():   16 
Smith-Waterman score: 50; 32.1% identity (57.1% similar) in 28 aa overlap (13-40:1-28) 
 
               10        20        30        40        50        60 
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 
                   : .:::  : :.:    . . :  ..:.                     
gi|295             ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQKLIEKINAGFKA 
                           10        20        30        40         
 
               70        80                                         
AAD-12 FLEGLVDWACQAPRVHAHQW                                         
                                                                    
gi|295 ALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
       50        60        70        80        90       100         
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 81.0  bits: 21.0 E():   16 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (13-63:1-43) 
 
               10        20        30        40        50        60 
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 
                   : .:::    :::  : .   : :  :.   :  :    :  ..: .. 
gi|109             ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA---AGKATTEEQK 
                              10        20          30           40 
 
               70        80                                         
AAD-12 FLEGLVDWACQAPRVHAHQW                                         
       ..:                                                          
gi|109 LIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALT 
               50        60        70        80        90       100 
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 80.9  bits: 21.0 E():   16 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (13-63:1-43) 
 
               10        20        30        40        50        60 
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 
                   : .:::    :::  : .   : :  :.   :  :    :  ..: .. 
gi|239             ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA---AGKATTEEQK 
                              10        20          30           40 
 
               70        80                                         
AAD-12 FLEGLVDWACQAPRVHAHQW                                         
       ..:                                                          
gi|239 LIEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALT 
               50        60        70        80        90       100 
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 80.3  bits: 21.0 E():   17 
Smith-Waterman score: 50; 32.1% identity (52.8% similar) in 53 aa overlap (12-63:25-68) 
 
                            10        20        30        40        
AAD-12              QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                               .: .:::    :::  : .   : :  :.      : 
gi|398 MAVHQYTVALFLAVALVAGPAASYAADLGYG---PATPAAPAAGYTPAT--PA----APA 
               10        20        30           40              50  
 
        50         60        70        80                           
AAD-12 HAIP-GMDAAESERFLEGLVDWACQAPRVHAHQW                           
       .: : :  ..: ....:                                            
gi|398 EAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGAASNKAFAEGLSG 
              60        70        80        90       100       110  
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 79.9  bits: 21.4 E():   18 
Smith-Waterman score: 51; 28.3% identity (51.7% similar) in 60 aa overlap (18-72:2-60) 
 
               10        20        30        40        50           
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG-----MDA 
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                        :. : : :.  :. .   .:   :  : ::.:::.     :   
gi|581                 MGFITKAIPIV-LAALSTVNGARILEAGPHAEAIPNKYIVVMKR 
                               10         20        30        40    
 
          60        70        80                                    
AAD-12 AESERFLEGLVDWACQAPRVHAHQW                                    
         :.. ... . :  :.                                            
gi|581 EVSDEAFNAHTTWLSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRAYSGEFDDAMIKDI 
            50        60        70        80        90       100    
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 79.9  bits: 22.1 E():   18 
Smith-Waterman score: 53; 34.8% identity (60.9% similar) in 23 aa overlap (3-25:564-586) 
 
                                           10        20        30   
AAD-12                             QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::   .   :        
gi|217 QGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYPTSLQQPGQGQQSG 
           540       550       560       570       580       590    
 
             40        50        60        70        80             
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW             
                                                                    
gi|217 QGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQPATQLPTVCRMEGG 
           600       610       620       630       640       650    
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.4  bits: 20.7 E():   19 
Smith-Waterman score: 49; 43.8% identity (56.2% similar) in 16 aa overlap (64-79:8-23) 
 
            40        50        60        70        80              
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW              
                                     : :.:  : :  . ::               
gi|106                        NIQVDPSGQVQWPQQQPFPQPHQPFSQQPQQTFPQPQ 
                                      10        20        30        
 
gi|106 QTFPHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQP 
        40        50        60        70        80        90        
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 79.0  bits: 21.4 E():   20 
Smith-Waterman score: 51; 41.7% identity (66.7% similar) in 24 aa overlap (5-27:219-242) 
 
                                         10        20         30    
AAD-12                           QSKLGHVQQAGSAYIGYGMDT-TATPLRPLVKVH 
                                     :  ..: .  .:.:::: ::  .:       
gi|303 AGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALADVLGFGMDTETARKVRGEDDQR 
      190       200       210       220       230       240         
 
            40        50        60        70        80              
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW              
                                                                    
gi|303 GHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICSATFIQNIDNPAEADFYNPRAG 
      250       260       270       280       290       300         
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 78.6  bits: 16.4 E():   21 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (46-51:8-13) 
 
          20        30        40        50        60        70      
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::: .:                         
gi|131                        GPVGGVVHAHMMPLL                       
                                      10                            
 
          80 
AAD-12 HAHQW 
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.1  bits: 19.4 E():   23 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (15-32:24-41) 
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                        10        20        30        40        50  
AAD-12          QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|379 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQW                                
                                                                    
gi|379 IKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTATVGD 
               70        80        90       100       110       120 
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.1  bits: 19.4 E():   23 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (15-32:24-41) 
 
                        10        20        30        40        50  
AAD-12          QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|144 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQW                                
                                                                    
gi|144 IKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTASVGD 
               70        80        90       100       110       120 
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.1  bits: 19.4 E():   23 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (15-32:24-41) 
 
                        10        20        30        40        50  
AAD-12          QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|121 MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSLSTFKNTE 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQW                                
                                                                    
gi|121 IKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDG 
               70        80        90       100       110       120 
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.0  bits: 20.7 E():   23 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (10-26:200-216) 
 
                                    10        20        30          
AAD-12                      QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
      40        50        60        70        80                    
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW                    
                                                                    
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 77.6  bits: 20.1 E():   24 
Smith-Waterman score: 47; 21.7% identity (52.2% similar) in 46 aa overlap (11-53:62-107) 
 
                                   10        20        30           
AAD-12                     QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE---TG 
                                     :..:.: . .. :     . . . .   .: 
gi|201 DATPVLDVAGKELDSRLSYRIISTFWGALGGDVYLGKSPNSDAPCANGIFRYNSDVGPSG 
              40        50        60        70        80        90  
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        40        50        60        70        80                  
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW                  
        :  .::  .:   :.                                             
gi|201 TPVRFIGSSSHFGQGIFENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTI 
             100       110       120       130       140       150  
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 77.5  bits: 19.4 E():   24 
Smith-Waterman score: 45; 21.2% identity (45.9% similar) in 85 aa overlap (5-79:58-140) 
 
                                         10        20        30     
AAD-12                           QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     ::.  .:  ..: :    .   .: : ..  
gi|100 HDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHLAPTG-LFLG-GTKYMVIQGEPGVVIRG 
        30        40        50        60          70        80      
 
           40        50                  60        70        80 
AAD-12 ETGRPSLLIGRHAHAI----------PGMDAAESERFLEGLVDWACQAPRVHAHQW 
       . :  .. : . . :.          ::.     ::. . :.: .  .   : :.  
gi|100 KKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQGYYVGSHHHHHH 
          90       100       110       120       130       140  
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 76.8  bits: 20.7 E():   27 
Smith-Waterman score: 49; 24.5% identity (49.0% similar) in 49 aa overlap (7-52:341-389) 
 
                                       10        20        30       
AAD-12                         QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ..  :.: . :: .    .  :  
gi|113 ASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMIPAEP 
              320       330       340       350       360       370 
 
         40        50           60        70        80 
AAD-12 GRPSLLIGRHAHAI---PGMDAAESERFLEGLVDWACQAPRVHAHQW 
       :.  : .   : ..   ::                             
gi|113 GEAVLRLTSSAGVLSCQPGAPC                          
              380       390                            
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 76.6  bits: 21.7 E():   27 
Smith-Waterman score: 52; 46.7% identity (86.7% similar) in 15 aa overlap (3-17:286-300) 
 
                                           10        20        30   
AAD-12                             QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     .::. ::.:.. .::                
gi|170 QLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQSGY 
         260       270       280       290       300       310      
 
             40        50        60        70        80             
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW             
                                                                    
gi|170 YPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQPGY 
         320       330       340       350       360       370      
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 76.4  bits: 21.7 E():   28 
Smith-Waterman score: 52; 46.7% identity (86.7% similar) in 15 aa overlap (3-17:292-306) 
 
                                           10        20        30   
AAD-12                             QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     .::. ::.:.. .::                
gi|217 QLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQSGY 
             270       280       290       300       310       320  
 
             40        50        60        70        80             
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW             
                                                                    
gi|217 YPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQPGY 
             330       340       350       360       370       380  
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 6000



 

 

 initn:  44 init1:  44 opt:  44  Z-score: 76.3  bits: 19.1 E():   28 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (15-35:25-45) 
 
                         10        20        30        40        50 
AAD-12           QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                               .:. . :.:  :.:  .:  :                
gi|990 MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQW                               
                                                                    
gi|990 EAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVVVTASCD 
               70        80        90       100       110       120 
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.1  bits: 20.4 E():   29 
Smith-Waterman score: 48; 28.6% identity (60.7% similar) in 28 aa overlap (53-80:66-93) 
 
             30        40        50        60        70        80   
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW   
                                     .:. . . : :: .. .   ::.  ::.   
gi|729 STLSLVTKADGKIDMTVDLISPVTKRASLKIDSKKYNLFHEGELSASIVNPRLSWHQYTK 
          40        50        60        70        80        90      
 
gi|729 RDSREYKSDVELSLRSSDIALKITMPDYNSKIHYSRQGDQINMDIDGTLIEGHAQGTIRE 
         100       110       120       130       140       150      
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 76.0  bits: 18.7 E():   30 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (52-64:5-17) 
 
              30        40        50        60        70        80  
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW  
                                     :.:::: .  :.:                  
gi|208                           MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACG 
                                         10        20        30     
 
gi|208 LAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAGDVDGD 
           40        50        60        70        80        90     
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 75.9  bits: 21.4 E():   30 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (3-17:609-623) 
 
                                           10        20        30   
AAD-12                             QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
             40        50        60        70        80             
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW             
                                                                    
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.7  bits: 20.7 E():   31 
Smith-Waterman score: 49; 33.3% identity (46.7% similar) in 30 aa overlap (16-45:90-119) 
 
                              10        20        30        40      
AAD-12                QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     : ::   . :  : .   :. :: .   :: 
gi|259 GVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGR 
      60        70        80        90       100       110          
 
          50        60        70        80                          
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW                          
                                                                    
gi|259 FQDRHQKIRRFRRGDIIAIPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLA 
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     120       130       140       150       160       170          
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.7  bits: 20.1 E():   31 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (13-40:1-31) 
 
               10        20           30        40        50        
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE 
                   : .:::  : :.:     : . . :  ..:.                  
gi|217             ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAG 
                           10        20        30        40         
 
        60        70        80                                      
AAD-12 SERFLEGLVDWACQAPRVHAHQW                                      
                                                                    
gi|217 FKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAY 
       50        60        70        80        90       100         
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.7  bits: 20.1 E():   31 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (13-40:1-31) 
 
               10        20           30        40        50        
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE 
                   : .:::  : :.:     : . . :  ..:.                  
gi|217             ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAG 
                           10        20        30        40         
 
        60        70        80                                      
AAD-12 SERFLEGLVDWACQAPRVHAHQW                                      
                                                                    
gi|217 FKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAY 
       50        60        70        80        90       100         
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.7  bits: 20.1 E():   31 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (13-40:1-31) 
 
               10        20           30        40        50        
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE 
                   : .:::  : :.:     : . . :  ..:.                  
gi|217             ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAG 
                           10        20        30        40         
 
        60        70        80                                      
AAD-12 SERFLEGLVDWACQAPRVHAHQW                                      
                                                                    
gi|217 FKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAY 
       50        60        70        80        90       100         
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.7  bits: 20.1 E():   31 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (13-40:1-31) 
 
               10        20           30        40        50        
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE 
                   : .:::  : :.:     : . . :  ..:.                  
gi|217             ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAG 
                           10        20        30        40         
 
        60        70        80                                      
AAD-12 SERFLEGLVDWACQAPRVHAHQW                                      
                                                                    
gi|217 FKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAY 
       50        60        70        80        90       100         
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.7  bits: 20.1 E():   31 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (13-40:1-31) 
 
               10        20           30        40        50        
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AAD-12 QSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE 
                   : .:::  : :.:     : . . :  ..:.                  
gi|217             ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINAG 
                           10        20        30        40         
 
        60        70        80                                      
AAD-12 SERFLEGLVDWACQAPRVHAHQW                                      
                                                                    
gi|217 FKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAY 
       50        60        70        80        90       100         
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.7  bits: 20.1 E():   31 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (13-40:1-31) 
 
               10        20           30        40        50        
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE 
                   : .:::  : :.:     : . . :  ..:.                  
gi|217             ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAG 
                           10        20        30        40         
 
        60        70        80                                      
AAD-12 SERFLEGLVDWACQAPRVHAHQW                                      
                                                                    
gi|217 FKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAY 
       50        60        70        80        90       100         
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.7  bits: 20.1 E():   31 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (13-40:1-31) 
 
               10        20           30        40        50        
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE 
                   : .:::  : :.:     : . . :  ..:.                  
gi|217             ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAG 
                           10        20        30        40         
 
        60        70        80                                      
AAD-12 SERFLEGLVDWACQAPRVHAHQW                                      
                                                                    
gi|217 FKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAY 
       50        60        70        80        90       100         
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.7  bits: 20.1 E():   31 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (13-40:1-31) 
 
               10        20           30        40        50        
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE 
                   : .:::  : :.:     : . . :  ..:.                  
gi|217             ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAG 
                           10        20        30        40         
 
        60        70        80                                      
AAD-12 SERFLEGLVDWACQAPRVHAHQW                                      
                                                                    
gi|217 FKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAY 
       50        60        70        80        90       100         
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.7  bits: 20.1 E():   31 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (13-40:1-31) 
 
               10        20           30        40        50        
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE 
                   : .:::  : :.:     : . . :  ..:.                  
gi|217             ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINAG 
                           10        20        30        40         
 
        60        70        80                                      
AAD-12 SERFLEGLVDWACQAPRVHAHQW                                      
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gi|217 FKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAY 
       50        60        70        80        90       100         
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.7  bits: 20.1 E():   31 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (13-40:1-31) 
 
               10        20           30        40        50        
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE 
                   : .:::  : :.:     : . . :  ..:.                  
gi|217             ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAG 
                           10        20        30        40         
 
        60        70        80                                      
AAD-12 SERFLEGLVDWACQAPRVHAHQW                                      
                                                                    
gi|217 FKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAY 
       50        60        70        80        90       100         
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.7  bits: 20.1 E():   31 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (13-40:1-31) 
 
               10        20           30        40        50        
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE 
                   : .:::  : :.:     : . . :  ..:.                  
gi|217             ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINAG 
                           10        20        30        40         
 
        60        70        80                                      
AAD-12 SERFLEGLVDWACQAPRVHAHQW                                      
                                                                    
gi|217 FKAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAY 
       50        60        70        80        90       100         
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.7  bits: 20.1 E():   31 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (13-40:1-31) 
 
               10        20           30        40        50        
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE 
                   : .:::  : :.:     : . . :  ..:.                  
gi|217             ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAG 
                           10        20        30        40         
 
        60        70        80                                      
AAD-12 SERFLEGLVDWACQAPRVHAHQW                                      
                                                                    
gi|217 FKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAY 
       50        60        70        80        90       100         
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.7  bits: 20.1 E():   31 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (13-40:1-31) 
 
               10        20           30        40        50        
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE 
                   : .:::  : :.:     : . . :  ..:.                  
gi|217             ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAG 
                           10        20        30        40         
 
        60        70        80                                      
AAD-12 SERFLEGLVDWACQAPRVHAHQW                                      
                                                                    
gi|217 FKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAY 
       50        60        70        80        90       100         
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.7  bits: 20.1 E():   31 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (13-40:1-31) 
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               10        20           30        40        50        
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAE 
                   : .:::  : :.:     : . . :  ..:.                  
gi|217             ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAG 
                           10        20        30        40         
 
        60        70        80                                      
AAD-12 SERFLEGLVDWACQAPRVHAHQW                                      
                                                                    
gi|217 FKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAY 
       50        60        70        80        90       100         
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.0  bits: 20.4 E():   34 
Smith-Waterman score: 48; 21.2% identity (54.5% similar) in 33 aa overlap (9-41:348-380) 
 
                                     10        20        30         
AAD-12                       QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ..  : : . ::..    .  : :. 
gi|113 DQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGE 
       320       330       340       350       360       370        
 
       40        50        60        70        80 
AAD-12 PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
        ..                                        
gi|113 AAIKLTSSAGVFSCHPGAPC                       
       380       390                              
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.0  bits: 20.4 E():   34 
Smith-Waterman score: 48; 21.2% identity (54.5% similar) in 33 aa overlap (9-41:348-380) 
 
                                     10        20        30         
AAD-12                       QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ..  : : . ::..    .  : :. 
gi|166 DQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGE 
       320       330       340       350       360       370        
 
       40        50        60        70        80 
AAD-12 PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
        ..                                        
gi|166 AAIKLTSSAGVFSCRPGAPC                       
       380       390                              
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 74.8  bits: 18.7 E():   35 
Smith-Waterman score: 43; 26.3% identity (57.9% similar) in 38 aa overlap (6-40:33-70) 
 
                                        10        20           30   
AAD-12                          QSKLGHVQQAGSAYIGYGMDTTAT---PLRPLVKV 
                                     ....:.::     .: :::   : : .. . 
gi|668 ASEAAAAAATPVAPTEGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPI 
             10        20        30        40        50        60   
 
             40        50        60        70        80             
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW             
         . .. :                                                     
gi|668 FADMAKKSPNVVFLKVDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKL 
             70        80        90       100       110       120   
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.2  bits: 18.7 E():   37 
Smith-Waterman score: 43; 29.6% identity (66.7% similar) in 27 aa overlap (12-38:9-35) 
 
               10        20        30        40        50        60 
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 
                  ::.    . ..:.  : .:.:. ..::                       
gi|244    MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQSCQRQFEEQQRFRNCQRYVK 
                  10        20        30        40        50        
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               70        80                                         
AAD-12 FLEGLVDWACQAPRVHAHQW                                         
                                                                    
gi|244 QEVQRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETA 
        60        70        80        90       100       110        
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 74.2  bits: 18.7 E():   37 
Smith-Waterman score: 43; 21.5% identity (46.8% similar) in 79 aa overlap (5-73:58-134) 
 
                                         10        20        30     
AAD-12                           QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     ::.  .:  ..: :    .   .: : ..  
gi|105 HDGSVWTESPNFPKFKPEEIAGIVKDFEEPGHLAPTG-LFLG-GTKYMVIQGEPGVVIRG 
        30        40        50        60          70        80      
 
           40        50                  60        70        80 
AAD-12 ETGRPSLLIGRHAHAI----------PGMDAAESERFLEGLVDWACQAPRVHAHQW 
       . :  .. : . . :.          ::.     ::. . :.: .  .:        
gi|105 KKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQGYWVPSSNS    
          90       100       110       120       130            
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 72.9  bits: 16.4 E():   44 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (51-68:8-25) 
 
               30        40        50        60        70        80 
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :. ....:..   :             
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA      
                                      10        20        30        
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.4  bits: 19.8 E():   46 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (15-24:284-293) 
 
                               10        20        30        40     
AAD-12                 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
           50        60        70        80   
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW   
                                              
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 72.3  bits: 16.4 E():   47 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (51-68:8-25) 
 
               30        40        50        60        70        80 
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :. ....:..   :             
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK   
                                      10        20        30        
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.2  bits: 19.1 E():   48 
Smith-Waterman score: 44; 20.0% identity (50.8% similar) in 65 aa overlap (10-74:74-138) 
 
                                    10        20        30          
AAD-12                      QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     :..:. .:: . . .   :  :   :  .  
gi|383 SPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEEEE 
            50        60        70        80        90       100    
 
      40        50        60        70        80                    
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW                    
       .:. .      :.. : ... . :     : ..:.                          
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gi|383 DLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEELEA 
           110       120       130       140       150       160    
 
gi|383 NVRAIEMDGLVWGASKFVAVGFGIKKLQINLVVEDEKVSTDELQAQIEEDEDHVQSTDVA 
           170       180       190       200       210       220    
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.7  bits: 17.8 E():   51 
Smith-Waterman score: 40; 30.0% identity (50.0% similar) in 30 aa overlap (39-68:13-42) 
 
       10        20        30        40        50        60         
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 
                                     :. :.    .. ::   :: :   .:  .: 
gi|144                   VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEW 
                                 10        20        30        40   
 
       70        80                                           
AAD-12 ACQAPRVHAHQW                                           
                                                              
gi|144 EPLTKKGNLWEVKSSKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
             50        60        70        80        90       
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.4 E():   51 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (43-66:1-24) 
 
             20        30        40        50        60        70   
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|166                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
             80                                                     
AAD-12 PRVHAHQW                                                     
                                                                    
gi|166 IPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.4 E():   51 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (43-66:1-24) 
 
             20        30        40        50        60        70   
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|892                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
             80                                                     
AAD-12 PRVHAHQW                                                     
                                                                    
gi|892 IPKAAPGAYKSVEVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.4 E():   51 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (43-66:1-24) 
 
             20        30        40        50        60        70   
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|215                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
             80                                                     
AAD-12 PRVHAHQW                                                     
                                                                    
gi|215 IPKAATGAYKSVEVKGDGGAGTVRIITLPEGSPITTMTVRTDAVNKEALSYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.4 E():   51 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (43-66:1-24) 
 
             20        30        40        50        60        70   
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|215                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
             80                                                     
AAD-12 PRVHAHQW                                                     
                                                                    
gi|215 IPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.5  bits: 20.1 E():   52 
Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (37-59:344-366) 
 
         10        20        30        40        50        60       
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
           320       330       340       350       360       370    
 
         70        80                                               
AAD-12 DWACQAPRVHAHQW                                               
                                                                    
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.8  bits: 19.4 E():   57 
Smith-Waterman score: 45; 28.6% identity (51.4% similar) in 35 aa overlap (46-80:258-291) 
 
          20        30        40        50        60        70      
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     :...:    .  : :  .  : :. :  :. 
gi|510 IGENIIGHLLIVFDGGKSQPACSWYDVPCSHSESIVYATGMVSGRCQHLAVPWTAQQ-RI 
       230       240       250       260       270       280        
 
          80                                                        
AAD-12 HAHQW                                                        
       .  ::                                                        
gi|510 NPIQWKFWRVFTSNIPAYPTSDTTNCVVLNTNVFKNDNTFEGEYHAFPDCARNLFKCRQQ 
        290       300       310       320       330       340       
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 44; 29.6% identity (59.3% similar) in 27 aa overlap (8-34:99-125) 
 
                                      10        20        30        
AAD-12                        QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG 
                                     :.:.:  . :: .  ..     .::.:    
gi|144 KDYLIMKRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQ 
       70        80        90       100       110       120         
 
        40        50        60        70        80                  
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW                  
                                                                    
gi|144 HESYEQDQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLP 
      130       140       150       160       170       180         
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 70.6  bits: 19.1 E():   58 
Smith-Waterman score: 44; 27.8% identity (52.8% similar) in 36 aa overlap (23-58:64-96) 
 
                       10        20        30        40        50   
AAD-12         QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                                     :  .. .  . :.  ::   . . :  .:  
gi|481 AGKATTEEQKLIEDINVGFKAAVAARQRPAADKFKTFEAASPRHPRP---LRQGAGLVPK 
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            40        50        60        70        80           90 
 
             60        70        80                                 
AAD-12 MDAAESERFLEGLVDWACQAPRVHAHQW                                 
       .::: :                                                       
gi|481 LDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGE 
              100       110       120       130       140       150 
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.4  bits: 19.4 E():   60 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (36-52:225-240) 
 
          10        20        30        40        50        60      
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
          70        80                                              
AAD-12 VDWACQAPRVHAHQW                                              
                                                                    
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.4  bits: 19.4 E():   60 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (36-52:225-240) 
 
          10        20        30        40        50        60      
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
          70        80                                              
AAD-12 VDWACQAPRVHAHQW                                              
                                                                    
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 70.2  bits: 19.4 E():   61 
Smith-Waterman score: 45; 27.5% identity (54.9% similar) in 51 aa overlap (31-78:119-169) 
 
               10        20        30        40        50           
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESE 
                                     .::  .: : :..   .:.:  :..    . 
gi|908 LWIIFSKNLNIKLNMPLYIAGNKTIDGRGAEVHIGNGGPCLFMRTVSHVILHGLNIHGCN 
       90       100       110       120       130       140         
 
      60          70        80                                      
AAD-12 RFLEG--LVDWACQAPRVHAHQW                                      
         . :  :.. :  .  :::.                                        
gi|908 TSVSGNVLISEASGVVPVHAQDGDAITMRNVTDVWIDHNSLSDSSDGLVDVTLASTGVTI 
      150       160       170       180       190       200         
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.1  bits: 18.1 E():   62 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (22-29:34-41) 
 
                        10        20        30        40        50  
AAD-12          QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
              60        70        80                                
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQW                                
                                                                    
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
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>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 70.1  bits: 19.1 E():   62 
Smith-Waterman score: 44; 47.4% identity (63.2% similar) in 19 aa overlap (57-72:72-90) 
 
         30        40        50        60           70        80    
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW---ACQAPRVHAHQW    
                                     :.. ::   :::   ::.:            
gi|144 TISKQVVFLIHGFLSTGNNENFVAMSKALIEKDDFLVISVDWKKGACNAFASTKDALGYS 
              50        60        70        80        90       100  
 
gi|144 KAVGNTRHVGKFVADFTKLLVEKYKVLISNIRLIGHSLGAHTSGFAGKEVQKLKLGKYKE 
             110       120       130       140       150       160  
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 70.0  bits: 18.1 E():   63 
Smith-Waterman score: 44; 35.4% identity (54.2% similar) in 48 aa overlap (6-51:79-122) 
 
                                        10        20        30      
AAD-12                          QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
                                     :. . :.  :  : : ::. .  . :  :  
gi|160 LGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGN--ITVGEDGTAA-INIVDKQIPL 
       50        60        70        80          90        100      
 
          40          50        60        70        80  
AAD-12 TGRPSLLIGRHA--HAIPGMDAAESERFLEGLVDWACQAPRVHAHQW  
       :: :  .::: .  :. :                               
gi|160 TG-PHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          110       120       130       140       150   
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.9  bits: 18.1 E():   64 
Smith-Waterman score: 41; 20.8% identity (79.2% similar) in 24 aa overlap (43-66:1-24) 
 
             20        30        40        50        60        70   
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:....:.:       
gi|134                               MGVQTHVLELTSSVSAEKIFQGFVIDVDTV 
                                             10        20        30 
 
             80                                                     
AAD-12 PRVHAHQW                                                     
                                                                    
gi|134 LPKAAPGAYKSVEIKGDGGPGTLKIITLPDGGPITTMTLRIDGVNKEALTFDYSVIDGDI 
               40        50        60        70        80        90 
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.8  bits: 19.4 E():   65 
Smith-Waterman score: 45; 23.4% identity (44.7% similar) in 47 aa overlap (9-52:347-393) 
 
                                     10        20        30         
AAD-12                       QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ... : :   :: .    .  : :  
gi|625 DPMKKNVLVRADAPHTESMKWNWRSEKDLLENGAIFVASGCDPHLTPEQKSHLIPAEPGS 
        320       330       340       350       360       370       
 
       40           50        60        70        80 
AAD-12 PSLLIGRHA---HAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
         : .   :   . .::                             
gi|625 AVLQLTSCAGTLKCVPGKPC                          
        380       390                                
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.7  bits: 19.1 E():   65 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (35-78:254-299) 
 
           10        20        30        40          50        60   
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
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             70        80                
AAD-12 EGLVDWACQAPRVHAHQW                
        .. :   . :.:. :                  
gi|261 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFS 
           290       300       310       
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 18.8 E():   65 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (66-79:29-42) 
 
          40        50        60        70        80                
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW                
                                     :.:  : :  . ::                 
gi|170   MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQT 
                 10        20        30        40        50         
 
gi|170 FPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQ 
       60        70        80        90       100       110         
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.5  bits: 19.8 E():   67 
Smith-Waterman score: 46; 22.4% identity (57.1% similar) in 49 aa overlap (36-80:15-63) 
 
          10        20        30        40        50        60      
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     :. : :. . :  : : ..:...... ..  
gi|601                 MRGALAGLSLATLATASPVLVNSIHNDAAPIISASNAKEIADNY 
                               10        20        30        40     
 
              70        80                                          
AAD-12 V----DWACQAPRVHAHQW                                          
       .    : . :   .. : :                                          
gi|601 MIKFKDHVTQNLAAEHHGWVQDLHEKTQVAKTELRKRSQSPMVDDIFNGLKHTYNIAGGL 
           50        60        70        80        90       100     
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 69.5  bits: 15.8 E():   67 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (51-68:8-25) 
 
               30        40        50        60        70        80 
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :  ....:..   :             
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA      
                                      10        20        30        
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.4  bits: 17.8 E():   68 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (15-32:25-42) 
 
                         10        20        30        40        50 
AAD-12           QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                               .:. . :.:  ..: ..:                   
gi|144 MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQW                               
                                                                    
gi|144 EIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVEVTASVD 
               70        80        90       100       110       120 
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 69.2  bits: 21.1 E():   69 
Smith-Waterman score: 50; 44.4% identity (63.0% similar) in 27 aa overlap (39-64:636-662) 
 
       10        20        30        40         50        60        
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVD 
                                     :: : : : : .:::  . ..:  :.:    
gi|278 SRGPSGPPGPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIG 
         610       620       630       640       650       660      
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        70        80                                                
AAD-12 WACQAPRVHAHQW                                                
                                                                    
gi|278 SPGRDGARGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAG 
         670       680       690       700       710       720      
 
>>gi|4587985|gb|AAD25927.1|AF084828_1 major allergenic p  (342 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 69.1  bits: 19.1 E():   70 
Smith-Waterman score: 49; 24.1% identity (56.9% similar) in 58 aa overlap (10-65:134-186) 
 
                                    10        20        30          
AAD-12                      QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG-- 
                                     : .::::   . . . .  ...:  ..:   
gi|458 MPRKPGMTRDDLFNSNASIVRDLAKVVAKVAPKAYIGVISNPVNSTVPIVAEVFKKAGVY 
           110       120       130       140       150       160    
 
        40        50        60        70        80                  
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW                  
        :. :.:     .  .:....  :: :.                                 
gi|458 DPKRLFG-----VTTLDTTRAATFLSGIAGSDPQTTNVPVIGGHSGVTIVPLISQAAQGD 
           170            180       190       200       210         
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.1  bits: 19.1 E():   71 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (32-50:99-117) 
 
              10        20        30        40        50        60  
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
              70        80                                          
AAD-12 LEGLVDWACQAPRVHAHQW                                          
                                                                    
gi|908 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
      130       140       150       160       170       180         
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.0  bits: 19.1 E():   71 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (32-50:100-118) 
 
              10        20        30        40        50        60  
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
              70        80                                          
AAD-12 LEGLVDWACQAPRVHAHQW                                          
                                                                    
gi|118 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     130       140       150       160       170       180          
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.9  bits: 19.5 E():   72 
Smith-Waterman score: 46; 22.4% identity (55.2% similar) in 67 aa overlap (7-71:52-109) 
 
                                       10        20        30       
AAD-12                         QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     ....:: :.: :.. ..  .  ..       
gi|144 VEADVKLSDGYLARAAVPSGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIG----- 
              30        40        50        60        70            
 
         40        50        60          70        80               
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVD-WA-CQAPRVHAHQW               
         :.: .:.      :.:    .. :.: :. :. :.                        
gi|144 --PAL-VGKDPTDQVGIDNFMVQQ-LDGTVNEWGWCKQKLGANAILAVSLAVCKAGAHVK 
            80        90        100       110       120       130   
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gi|144 GIPLYEHIANLAGNKNLVLPVPAFNVINGGSHAGNKLAMQEFMILPVGASSFKEAMKMGA 
            140       150       160       170       180       190   
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.9  bits: 19.5 E():   72 
Smith-Waterman score: 46; 22.4% identity (55.2% similar) in 67 aa overlap (7-71:52-109) 
 
                                       10        20        30       
AAD-12                         QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     ....:: :.: :.. ..  .  ..       
gi|144 VEADVKLSDGYLARAAVPRGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIG----- 
              30        40        50        60        70            
 
         40        50        60          70        80               
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVD-WA-CQAPRVHAHQW               
         :.: .:.      :.:    .. :.: :. :. :.                        
gi|144 --PAL-VGKDPTDQVGIDNFMVQQ-LDGTVNEWGWCKQKLGANAILAVSLAVCKAGAHVK 
            80        90        100       110       120       130   
 
gi|144 GIPLYKHVANLAGNKNLVLPVPAFNVINGGSHAGNKLAMQEFMILPVGASSFKEAMKMGA 
            140       150       160       170       180       190   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.8  bits: 17.4 E():   73 
Smith-Waterman score: 39; 31.8% identity (54.5% similar) in 22 aa overlap (46-67:20-41) 
 
          20        30        40        50        60        70      
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::  . . : :. :    :..:         
gi|191            MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
          80                                                        
AAD-12 HAHQW                                                        
                                                                    
gi|191 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.8  bits: 17.4 E():   73 
Smith-Waterman score: 39; 31.8% identity (54.5% similar) in 22 aa overlap (46-67:20-41) 
 
          20        30        40        50        60        70      
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::  . . : :. :    :..:         
gi|730            MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
          80                                                        
AAD-12 HAHQW                                                        
                                                                    
gi|730 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 68.8  bits: 15.8 E():   73 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (51-68:8-25) 
 
               30        40        50        60        70        80 
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :  ....:..   :             
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK   
                                      10        20        30        
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 68.7  bits: 18.1 E():   74 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (45-61:17-30) 
 
           20        30        40        50        60        70     
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
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gi|212               VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                             10        20           30        40    
 
           80                                                       
AAD-12 VHAHQW                                                       
                                                                    
gi|212 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
            50        60        70        80        90       100    
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.7  bits: 17.8 E():   75 
Smith-Waterman score: 40; 27.7% identity (48.9% similar) in 47 aa overlap (38-76:88-134) 
 
        10        20        30        40               50        60 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-------IPGMDAAESER 
                                     :   .:::..:        .::     ..  
gi|189 AGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRD 
        60        70        80        90       100       110        
 
                70        80       
AAD-12 FLEGLVDWA-CQAPRVHAHQW       
       : . ::  . :..  ::           
gi|189 FAKVLVTPGQCNVLTVHNAPYCLGLDI 
       120       130       140     
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 68.6  bits: 18.1 E():   75 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (45-61:18-31) 
 
           20        30        40        50        60        70     
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|116              AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
           80                                                       
AAD-12 VHAHQW                                                       
                                                                    
gi|116 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 68.6  bits: 18.1 E():   75 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (45-61:18-31) 
 
           20        30        40        50        60        70     
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|144              AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
           80                                                       
AAD-12 VHAHQW                                                       
                                                                    
gi|144 LTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 40; 30.0% identity (56.7% similar) in 30 aa overlap (25-54:115-144) 
 
                     10        20        30        40        50     
AAD-12       QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ..:  ..:    :.: 
gi|439 CRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
           60        70        80 
AAD-12 AAESERFLEGLVDWACQAPRVHAHQW 
                                  
gi|439 I                          
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>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 40; 26.7% identity (60.0% similar) in 30 aa overlap (25-54:115-144) 
 
                     10        20        30        40        50     
AAD-12       QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::   .:. ...  ..:    :.: 
gi|217 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
           60        70        80 
AAD-12 AAESERFLEGLVDWACQAPRVHAHQW 
                                  
gi|217 I                          
                                  
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.5  bits: 19.1 E():   76 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (35-78:290-335) 
 
           10        20        30        40          50        60   
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
             70        80                                      
AAD-12 EGLVDWACQAPRVHAHQW                                      
        .. :   . :.:. :                                        
gi|268 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.5  bits: 19.1 E():   76 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (35-78:290-335) 
 
           10        20        30        40          50        60   
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
             70        80                                      
AAD-12 EGLVDWACQAPRVHAHQW                                      
        .. :   . :.:. :                                        
gi|124 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.5  bits: 19.1 E():   76 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (35-78:290-335) 
 
           10        20        30        40          50        60   
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
             70        80                                      
AAD-12 EGLVDWACQAPRVHAHQW                                      
        .. :   . :.:. :                                        
gi|124 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 68.4  bits: 15.8 E():   77 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (5-25:5-25) 
 
               10        20        30        40        50        60 
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AAD-12 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 
           :.: .: :  : : .   :.:                                    
gi|462 TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXLSSA                        
               10        20        30                               
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 68.3  bits: 18.1 E():   78 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (45-61:27-40) 
 
           20        30        40        50        60        70     
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|194     MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEA 
                   10        20        30           40        50    
 
           80                                                       
AAD-12 VHAHQW                                                       
                                                                    
gi|194 LTQYKCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVL 
            60        70        80        90       100       110    
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.2  bits: 18.8 E():   79 
Smith-Waterman score: 43; 27.8% identity (55.6% similar) in 36 aa overlap (15-50:234-269) 
 
                               10        20        30        40     
AAD-12                 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::  ..   .: . :.:   :.. :  .:  
gi|324 DPRTLNKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVIL 
           210       220       230       240       250       260    
 
           50        60        70        80          
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW          
         .::.                                        
gi|324 SISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV 
           270       280       290       300         
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 68.1  bits: 15.1 E():   80 
Smith-Waterman score: 36; 44.0% identity (56.0% similar) in 25 aa overlap (4-28:2-24) 
 
               10        20        30        40        50        60 
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 
          ::..  :  :  : :. : :::  :                                 
gi|751   DLGYAP-ATPAAPGAGY-TPATPAAP                                 
                  10         20                                     
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 68.0  bits: 19.5 E():   81 
Smith-Waterman score: 45; 23.5% identity (58.8% similar) in 51 aa overlap (13-60:265-315) 
 
                                 10        20        30         40  
AAD-12                   QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG-RPSL 
                                     : .. :..:..  . ::.: .     . :  
gi|144 AVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGGVMTPLIKRNTTIPTKKSE 
          240       250       260       270       280       290     
 
              50          60        70        80                    
AAD-12 LIGRHAHAIPG--MDAAESERFLEGLVDWACQAPRVHAHQW                    
        .. ..   ::  ... :.::                                        
gi|144 TFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAPRGVPQIEVTFDLDANGIM 
          300       310       320       330       340       350     
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.8  bits: 15.1 E():   83 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (22-28:5-11) 
 
               10        20        30        40        50        60 
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 
                            : .:.::                                 
gi|751                  TKSQTHVPIRPNKLVLKVQKDRATN                   
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                                10        20                        
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.7  bits: 18.1 E():   84 
Smith-Waterman score: 41; 31.6% identity (73.7% similar) in 19 aa overlap (3-21:84-102) 
 
                                           10        20        30   
AAD-12                             QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     .:... :. ..  .:: ::            
gi|549 RQKVAKGLETRGNPGPQPPAKNMNNLVWNDELANIAQVWASQCNYGHDTCKDTEKYPVGQ 
            60        70        80        90       100       110    
 
             40        50        60        70        80             
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW             
                                                                    
gi|549 NIAKRSTTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWAKTKEIGCG 
           120       130       140       150       160       170    
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 67.6  bits: 19.5 E():   85 
Smith-Waterman score: 45; 26.4% identity (47.2% similar) in 53 aa overlap (8-51:338-387) 
 
                                      10        20        30        
AAD-12                        QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKV----- 
                                     :: :   .. :.. :   ::   ..      
gi|258 RGNLDFVQPPRGRQEREHEERQQEQLQQERQQQGEQLMANGLEETFCSLRLKENIGNPER 
       310       320       330       340       350       360        
 
                 40        50        60        70        80         
AAD-12 ----HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW         
            :..:: : :   ..: .:                                      
gi|258 ADIFSPRAGRISTL---NSHNLPILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYVIRG 
       370       380          390       400       410       420     
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 18.1 E():   85 
Smith-Waterman score: 41; 34.6% identity (50.0% similar) in 26 aa overlap (47-72:156-181) 
 
         20        30        40        50        60        70       
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     :  . :.:  :   .:. : : :  :     
gi|833 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
         130       140       150       160       170       180      
 
         80                      
AAD-12 AHQW                      
                                 
gi|833 NVINWAEAENRYIAGDKGGHPFMKL 
         190       200       210 
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.5  bits: 15.1 E():   86 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (34-44:10-20) 
 
            10        20        30        40        50        60    
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
                                     :.:  :..: :                    
gi|147                      AKITFTNNXPNTVWPGILTGFGQKPQ              
                                    10        20                    
 
            70        80 
AAD-12 GLVDWACQAPRVHAHQW 
 
>>gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-termi  (34 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 67.3  bits: 15.4 E():   89 
Smith-Waterman score: 33; 25.0% identity (58.3% similar) in 24 aa overlap (51-74:8-31) 
 
               30        40        50        60        70        80 
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     : . :.   ..::. . .  . ::       
gi|691                        AIGDKPGPKITATYXXKWLEAKATFYGSNPRGAA    
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                                      10        20        30        
 
>>gi|69552|pir||MEHB2 melittin, minor - honeybee          (27 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.2  bits: 15.1 E():   89 
Smith-Waterman score: 32; 30.8% identity (61.5% similar) in 13 aa overlap (62-74:13-25) 
 
              40        50        60        70        80 
AAD-12 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     : .:..:  .  :       
gi|695                   GIGAVLKVLTTGLPALISWISRKKRQQ     
                                 10        20            
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 18.1 E():   90 
Smith-Waterman score: 41; 34.6% identity (50.0% similar) in 26 aa overlap (47-72:167-192) 
 
         20        30        40        50        60        70       
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     :  . :.:  :   .:. : : :  :     
gi|164 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
        140       150       160       170       180       190       
 
         80                      
AAD-12 AHQW                      
                                 
gi|164 NVINWAEAENRYIAGDKGGHPFMKL 
        200       210       220  
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 67.1  bits: 18.5 E():   90 
Smith-Waterman score: 42; 40.0% identity (72.0% similar) in 25 aa overlap (2-24:241-265) 
 
                                              10        20          
AAD-12                              QSKLGHVQQ--AGSAYIGYGMDTTATPLRPL 
                                     :.. .:.:  .:.: .. :  ::::      
gi|168 KQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASG 
              220       230       240       250       260       270 
 
      30        40        50        60        70        80 
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                                           
gi|168 AATVAAGGYKV                                         
              280                                          
 
>>gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia mutic  (284 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 67.1  bits: 18.5 E():   91 
Smith-Waterman score: 42; 36.8% identity (73.7% similar) in 19 aa overlap (45-63:63-80) 
 
           20        30        40        50        60        70     
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     .:: ..  ..::: .:. :            
gi|219 EDSKAKIEEDLTSLQKKYTNLENEFDQVNEKHADSVAKLEAAE-KRLTETEDEIKGYTRK 
             40        50        60        70         80        90  
 
           80                                                       
AAD-12 VHAHQW                                                       
                                                                    
gi|219 IQLLEDDLERTQTKLDEATGKLEEATKSADESERGRKVLESRSLADDDRIDGLEKQVKDA 
             100       110       120       130       140       150  
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 66.9  bits: 18.5 E():   93 
Smith-Waterman score: 42; 40.0% identity (72.0% similar) in 25 aa overlap (2-24:250-274) 
 
                                              10        20          
AAD-12                              QSKLGHVQQ--AGSAYIGYGMDTTATPLRPL 
                                     :.. .:.:  .:.: .. :  ::::      
gi|330 KQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASG 
     220       230       240       250       260       270          
 
      30        40        50        60        70        80 
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AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                                           
gi|330 AATVAAGGYKV                                         
     280       290                                         
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 66.8  bits: 14.4 E():   94 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (19-26:10-17) 
 
               10        20        30        40        50        60 
AAD-12 QSKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 
                         :.:  :::                                   
gi|244          IGNEDCTPWMSTLITPLP                                  
                        10                                          
 
>>gi|289064179|gb|ADC80503.1| non-specific lipid transfe  (118 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.7  bits: 17.1 E():   96 
Smith-Waterman score: 38; 66.7% identity (88.9% similar) in 9 aa overlap (47-55:81-89) 
 
         20        30        40        50        60        70       
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     : ::::..:                      
gi|289 ASCCSGVRSLNAAAKTTPDRQAVCNCLKSAAGAIPGFNANNAGILPGKCGVSIPYKISTS 
               60        70        80        90       100       110 
 
         80     
AAD-12 AHQW     
                
gi|289 TNCATIKF 
                
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.4  bits: 16.8 E():   99 
Smith-Waterman score: 37; 38.9% identity (50.0% similar) in 18 aa overlap (51-68:25-42) 
 
               30        40        50        60        70        80 
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     ::   :: :   .:  .:             
gi|126       TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTKKGNLWEV 
                     10        20        30        40        50     
 
gi|126 KSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
           60        70        80        90        
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:59 2011 done: Fri Jan 21 00:02:59 2011 
 Total Scan time:  0.070 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 170  - 249 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
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  30     0     2:* 
  32     2     8:= * 
  34    17    22:====== * 
  36    38    44:============= * 
  38    46    73:================        * 
  40    72   102:========================         * 
  42   112   125:======================================   * 
  44   142   138:=============================================*== 
  46   141   140:==============================================* 
  48   127   134:=========================================== * 
  50   112   122:======================================  * 
  52   124   108:===================================*====== 
  54   118    92:==============================*========= 
  56    98    77:=========================*======= 
  58    68    63:====================*== 
  60    51    51:================* 
  62    57    41:=============*===== 
  64    30    33:==========* 
  66    18    26:======  * 
  68    29    20:======*=== 
  70    16    16:=====* 
  72     8    12:===* 
  74     7    10:===* 
  76    23     8:==*===== 
  78     8     6:=*= 
  80     8     5:=*= 
  82     4     3:*= 
  84     1     3:* 
  86     1     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     1     1:*         :* 
  94     0     1:*         :* 
  96     3     1:*         :*== 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     1     0:=         *= 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.24140.00293; mu= 8.1854 0.153 
 mean_var=33.2666 8.874, 0's: 2 Z-trim: 3  B-trim: 5 in 1/43 
 Lambda= 0.222367 
 Kolmogorov-Smirnov  statistic: 0.0671 (N=29) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   66 26.2    0.68 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   58 23.5     1.5 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   56 22.9     1.8 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   64 25.6     1.9 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   56 22.9     2.4 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   56 22.9     2.4 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   59 24.0     3.2 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   57 23.3     4.6 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   56 23.0     4.9 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   56 23.0     6.4 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   53 22.0     8.3 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   49 20.7      10 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 18.6      11 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   47 20.0      13 
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gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   51 21.4      14 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   54 22.4      14 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   48 20.3      15 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   49 20.7      15 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 21.0      16 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   50 21.0      16 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   50 21.0      16 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   50 21.0      17 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   53 22.1      18 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   51 21.4      18 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   49 20.7      19 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   51 21.4      20 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 16.3      22 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.4      23 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.4      23 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.4      23 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 20.7      23 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   47 20.0      24 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   45 19.4      25 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 20.7      26 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   52 21.8      27 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   52 21.8      28 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 19.0      29 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   46 19.7      29 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   48 20.4      29 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 21.4      30 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   46 19.7      30 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 18.7      30 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   49 20.8      31 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 20.1      31 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 20.1      31 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 20.1      31 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 20.1      31 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 20.1      31 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 20.1      31 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 20.1      31 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 20.1      31 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 20.1      31 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 20.1      31 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 20.1      31 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 20.1      31 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 20.1      31 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 20.1      31 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   48 20.4      33 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   48 20.4      33 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   43 18.7      35 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   43 18.7      37 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   43 18.7      37 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 16.4      45 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 19.8      46 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   44 19.1      48 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 16.4      49 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 20.1      51 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   40 17.7      52 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.4      52 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.4      52 
gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   42 18.4      52 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   42 18.4      52 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   45 19.4      57 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   44 19.1      58 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 19.1      58 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.4      59 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.4      59 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   45 19.5      61 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   44 19.1      62 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.1      62 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   41 18.1      63 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   41 18.1      64 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.5      64 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   44 19.1      65 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   43 18.8      65 
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gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   46 19.8      66 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.2      68 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 17.8      69 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 15.7      69 
gi|4587985|gb|AAD25927.1|AF084828_1 major allergen ( 342)   44 19.1      70 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   44 19.1      71 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   44 19.1      71 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.5      72 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   45 19.5      72 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   39 17.4      74 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   39 17.4      74 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 18.1      74 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 18.1      75 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 18.1      75 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   40 17.8      75 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 15.7      75 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   40 17.8      75 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   40 17.8      75 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   44 19.1      76 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   44 19.1      76 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   44 19.1      76 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 18.1      78 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   43 18.8      79 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 15.7      79 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   45 19.5      80 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.1      82 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   41 18.1      84 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   45 19.5      84 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.1      85 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.1      88 
gi|1684718|emb|CAB05371.1| major allergen Phl p 5  ( 281)   42 18.5      90 
gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-t (  34)   33 15.4      91 
gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia m ( 284)   42 18.5      91 
gi|69552|pir||MEHB2 melittin, minor - honeybee     (  27)   32 15.1      91 
gi|3309045|gb|AAC25997.1| group V allergen Phl p 5 ( 290)   42 18.5      92 
gi|289064179|gb|ADC80503.1| non-specific lipid tra ( 118)   38 17.1      96 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 14.4      97 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   37 16.8   1e 
gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea  ( 316)   42 18.5   1e 
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  66 init1:  66 opt:  66  Z-score: 105.5  bits: 26.2 E(): 0.68 
Smith-Waterman score: 66; 35.7% identity (53.6% similar) in 28 aa overlap (52-79:246-273) 
 
              30        40        50        60        70        80  
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA  
                                     ::.: :: . .:: :   . :     .:   
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
 
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  50 init1:  50 opt:  58  Z-score: 99.5  bits: 23.5 E():  1.5 
Smith-Waterman score: 58; 40.0% identity (62.5% similar) in 40 aa overlap (32-67:79-117) 
 
              10        20        30        40            50        
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHA--HAIPGMDAAES 
                                     .::. ::.:  ::   :  :   :.. :.  
gi|121 DLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPEN-RPALKTLIDGLASSHKARGIEKAQF 
       50        60        70        80         90       100        
 
        60        70        80                      
AAD-12 ERFLEGLVDWACQAPRVHAHQWA                      
       :.:  .:::.                                   
gi|121 EEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
       110       120       130       140       150  
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 98.0  bits: 22.9 E():  1.8 
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Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (63-79:68-86) 
 
             40        50        60          70        80           
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWA           
                                     : .:..:  :: ... :.:            
gi|219 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
gi|219 SFDSDRSGLLLKQKVSDE 
       100       110      
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  43 init1:  43 opt:  64  Z-score: 97.3  bits: 25.6 E():  1.9 
Smith-Waterman score: 64; 34.3% identity (60.0% similar) in 35 aa overlap (4-38:140-171) 
 
                                          10        20        30    
AAD-12                            SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     :. ::.:..  ::     ..: .:    .: 
gi|736 RYYPSVTSPQQVSYYPGQASPQRPGQGQQPGQGQQSGQGQQGY---YPTSPQQPGQWQQP 
     110       120       130       140       150          160       
 
            40        50        60        70        80              
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA              
       : :.:                                                        
gi|736 EQGQPGYYPTSPQQPGQLQQPAQGQQPGQGQQGRQPGQGQPGYYPTSSQLQPGQLQQPAQ 
        170       180       190       200       210       220       
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 95.7  bits: 22.9 E():  2.4 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (63-79:68-86) 
 
             40        50        60          70        80           
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWA           
                                     : .:..:  :: ... :.:            
gi|184 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
gi|184 SFDSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 95.7  bits: 22.9 E():  2.4 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (63-79:68-86) 
 
             40        50        60          70        80           
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWA           
                                     : .:..:  :: ... :.:            
gi|456 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNF 
        40        50        60        70        80        90        
 
gi|456 SFGSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 93.3  bits: 24.0 E():  3.2 
Smith-Waterman score: 59; 32.1% identity (53.6% similar) in 28 aa overlap (52-79:247-274) 
 
              30        40        50        60        70        80  
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA  
                                     ::.: :: . .:  :   . :.    .:   
gi|232 APDIKTPKEALDLIMDAIDKAGYKGKVGIAMDVASSEFYKDGKYDLDFKNPESDPSKWLS 
        220       230       240       250       260       270       
 
gi|232 GPQLADLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKT 
        280       290       300       310       320       330       
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 90.6  bits: 23.3 E():  4.6 
Smith-Waterman score: 57; 24.5% identity (53.1% similar) in 49 aa overlap (6-51:345-393) 
 
                                        10        20        30      
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AAD-12                          SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ... :.: . :: .    .  :  
gi|113 PDERSKKNVLGRHGEAAAESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEP 
          320       330       340       350       360       370     
 
          40           50        60        70        80 
AAD-12 GRPSLLIGRHAHAI---PGMDAAESERFLEGLVDWACQAPRVHAHQWA 
       :. .: .   : ..   ::                              
gi|113 GESALSLTSSAGVLSCQPGAPC                           
          380       390                                 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 90.1  bits: 23.0 E():  4.9 
Smith-Waterman score: 56; 29.6% identity (53.7% similar) in 54 aa overlap (11-62:25-73) 
 
                             10        20        30         40      
AAD-12               SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET-GRPSLLIGRH 
                               .:  ::.  : :::  : . . : : . :.       
gi|249 MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPAT----- 
               10        20        30        40        50           
 
          50         60        70        80                         
AAD-12 AHAIP-GMDAAESERFLEGLVDWACQAPRVHAHQWA                         
         :.: :  ..: ....:                                           
gi|249 PAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGLA 
          60        70        80        90       100       110      
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 88.0  bits: 23.0 E():  6.4 
Smith-Waterman score: 56; 27.0% identity (55.6% similar) in 63 aa overlap (23-77:46-108) 
 
                       10        20           30        40          
AAD-12         SKLGHVQQAGSAYIGYGMDTTATPLRPL---VKVHPETGRPSLL--IGRH-- 
                                     :::::    ...: ....:  :  .: .   
gi|253 IEEPEMIAPTPPGQFPHQQPISSPNRTSRNTPLRPESTEIETHHHANHPPALPVLGMQLP 
          20        30        40        50        60        70      
 
           50        60        70        80                         
AAD-12 -AHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA                         
          ..:  . :.:.  :.  .:   .::   .:                            
gi|253 VPGTVPESSRAQSRASLNLDIDLDLHAPSHPSHLSHGAPHEQEHAHEIQRHRAHSAQSSA 
          80        90       100       110       120       130      
 
gi|253 GLPPTGFASHLPPASSGPVSLGWNMYHVPPNLHLNANQFNFEVPGHMNVSGHPTHLEHSS 
         140       150       160       170       180       190      
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 86.0  bits: 22.0 E():  8.3 
Smith-Waterman score: 53; 43.8% identity (62.5% similar) in 16 aa overlap (63-78:27-42) 
 
             40        50        60        70        80             
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA             
                                     : :.:  : : .. ::               
gi|170     MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQ 
                   10        20        30        40        50       
 
gi|170 QTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQP 
         60        70        80        90       100       110       
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 84.4  bits: 20.7 E():   10 
Smith-Waterman score: 49; 22.4% identity (47.1% similar) in 85 aa overlap (4-77:58-140) 
 
                                          10        20        30    
AAD-12                            SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     ::.  .:  ..: :    .   .: : ..  
gi|100 HDGSVWAQSPNFPQFKPEENAGIVKDFEEPGHLAPTG-LFLG-GTKYMVIQGEPGVVIRG 
        30        40        50        60          70        80      
 
            40                  50        60         70        80 
AAD-12 ETGRPSLLIGRHAHAI----------PGMDAAESERFLEGLVDWA-CQAPRVHAHQWA 
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       . :  .. : . . :.          ::.     ::. . :.: . : . . : :    
gi|100 KKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQGYCGSHHHHHH    
          90       100       110       120       130       140    
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 83.6  bits: 18.6 E():   11 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (4-24:5-25) 
 
                10        20        30        40        50          
AAD-12  SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 
           :.:..: :. .::  .  :.:                                    
gi|462 AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKNLNSA                       
               10        20        30                               
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 82.7  bits: 20.0 E():   13 
Smith-Waterman score: 47; 27.5% identity (50.0% similar) in 40 aa overlap (17-56:19-58) 
 
                 10        20        30        40        50         
AAD-12   SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
                         :.: ::  :. :.:.        .     :.:. : :. .   
gi|135 MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDVKDLL 
               10        20        30        40        50        60 
 
       60        70        80                             
AAD-12 RFLEGLVDWACQAPRVHAHQWA                             
                                                          
gi|135 LNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD 
               70        80        90       100       110 
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 82.0  bits: 21.4 E():   14 
Smith-Waterman score: 51; 36.1% identity (55.6% similar) in 36 aa overlap (9-39:21-56) 
 
                           10          20           30        40    
AAD-12             SKLGHVQQAGS--AYIGYGMDTTATP---LRPLVKVHPETGRPSLLIG 
                           :::  : .:::  : :.:     : . . :  ..:.     
gi|330 MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKAT 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA                        
                                                                    
gi|330 TEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESS 
               70        80        90       100       110       120 
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 81.8  bits: 22.4 E():   14 
Smith-Waterman score: 54; 34.8% identity (65.2% similar) in 23 aa overlap (2-24:552-574) 
 
                                            10        20        30  
AAD-12                              SKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::   ..  :        
gi|217 QGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYPTSVQQPGQGQQSG 
             530       540       550       560       570       580  
 
              40        50        60        70        80            
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA            
                                                                    
gi|217 QGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQPATQLPTVCRMEGG 
             590       600       610       620       630       640  
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.3  bits: 20.3 E():   15 
Smith-Waterman score: 48; 25.6% identity (53.5% similar) in 43 aa overlap (16-58:23-65) 
 
                      10        20        30        40        50    
AAD-12        SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                             ...:  ..::  :.:   :. .    .     :::. : 
gi|344 MTGVKTHLQHELKRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPD 
               10        20        30        40        50        60 
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            60        70        80                                  
AAD-12 AAESERFLEGLVDWACQAPRVHAHQWA                                  
         ..:                                                        
gi|344 EFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDS 
               70        80        90       100       110       120 
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.2  bits: 20.7 E():   15 
Smith-Waterman score: 49; 21.4% identity (44.3% similar) in 70 aa overlap (3-72:31-100) 
 
                                           10        20        30   
AAD-12                             SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :. :  . :::..::  .     . ::    
gi|616 NEIAXAKIDLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCA 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA             
        . :  .  : :  . :    ...   .     . .:. :                     
gi|616 SQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNK 
               70        80        90       100       110       120 
 
gi|616 IREALAQTHSAIAVIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYW 
              130       140       150       160       170       180 
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 81.0  bits: 21.0 E():   16 
Smith-Waterman score: 50; 32.1% identity (57.1% similar) in 28 aa overlap (12-39:1-28) 
 
               10        20        30        40        50        60 
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                  : .:::  : :.:    . . :  ..:.                      
gi|295            ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQKLIEKINAGFKAA 
                          10        20        30        40          
 
               70        80                                         
AAD-12 LEGLVDWACQAPRVHAHQWA                                         
                                                                    
gi|295 LAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAY 
      50        60        70        80        90       100          
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 80.9  bits: 21.0 E():   16 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (12-62:1-43) 
 
               10        20        30        40        50        60 
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                  : .:::    :::  : .   : :  :.   :  :    :  ..: ... 
gi|109            ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA---AGKATTEEQKL 
                             10        20          30           40  
 
               70        80                                         
AAD-12 LEGLVDWACQAPRVHAHQWA                                         
       .:                                                           
gi|109 IEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTS 
              50        60        70        80        90       100  
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 80.9  bits: 21.0 E():   16 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (12-62:1-43) 
 
               10        20        30        40        50        60 
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                  : .:::    :::  : .   : :  :.   :  :    :  ..: ... 
gi|239            ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA---AGKATTEEQKL 
                             10        20          30           40  
 
               70        80                                         
AAD-12 LEGLVDWACQAPRVHAHQWA                                         
       .:                                                           
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gi|239 IEKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTS 
              50        60        70        80        90       100  
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 80.3  bits: 21.0 E():   17 
Smith-Waterman score: 50; 32.1% identity (52.8% similar) in 53 aa overlap (11-62:25-68) 
 
                             10        20        30        40       
AAD-12               SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                               .: .:::    :::  : .   : :  :.      : 
gi|398 MAVHQYTVALFLAVALVAGPAASYAADLGYG---PATPAAPAAGYTPAT--PA----APA 
               10        20        30           40              50  
 
         50         60        70        80                          
AAD-12 HAIP-GMDAAESERFLEGLVDWACQAPRVHAHQWA                          
       .: : :  ..: ....:                                            
gi|398 EAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGAASNKAFAEGLSG 
              60        70        80        90       100       110  
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.0  bits: 22.1 E():   18 
Smith-Waterman score: 53; 34.8% identity (60.9% similar) in 23 aa overlap (2-24:564-586) 
 
                                            10        20        30  
AAD-12                              SKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::   .   :        
gi|217 QGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYPTSLQQPGQGQQSG 
           540       550       560       570       580       590    
 
              40        50        60        70        80            
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA            
                                                                    
gi|217 QGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQPATQLPTVCRMEGG 
           600       610       620       630       640       650    
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 80.0  bits: 21.4 E():   18 
Smith-Waterman score: 51; 28.3% identity (51.7% similar) in 60 aa overlap (17-71:2-60) 
 
               10        20        30        40        50           
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG-----MDAA 
                       :. : : :.  :. .   .:   :  : ::.:::.     :    
gi|581                MGFITKAIPIV-LAALSTVNGARILEAGPHAEAIPNKYIVVMKRE 
                              10         20        30        40     
 
          60        70        80                                    
AAD-12 ESERFLEGLVDWACQAPRVHAHQWA                                    
        :.. ... . :  :.                                             
gi|581 VSDEAFNAHTTWLSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRAYSGEFDDAMIKDIS 
           50        60        70        80        90       100     
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.4  bits: 20.7 E():   19 
Smith-Waterman score: 49; 43.8% identity (56.2% similar) in 16 aa overlap (63-78:8-23) 
 
             40        50        60        70        80             
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA             
                                     : :.:  : :  . ::               
gi|106                        NIQVDPSGQVQWPQQQPFPQPHQPFSQQPQQTFPQPQ 
                                      10        20        30        
 
gi|106 QTFPHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQP 
        40        50        60        70        80        90        
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 79.1  bits: 21.4 E():   20 
Smith-Waterman score: 51; 41.7% identity (66.7% similar) in 24 aa overlap (4-26:219-242) 
 
                                          10        20         30   
AAD-12                            SKLGHVQQAGSAYIGYGMDT-TATPLRPLVKVH 
                                     :  ..: .  .:.:::: ::  .:       
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gi|303 AGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALADVLGFGMDTETARKVRGEDDQR 
      190       200       210       220       230       240         
 
             40        50        60        70        80             
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA             
                                                                    
gi|303 GHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICSATFIQNIDNPAEADFYNPRAG 
      250       260       270       280       290       300         
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 78.3  bits: 16.3 E():   22 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (45-50:8-13) 
 
           20        30        40        50        60        70     
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::: .:                         
gi|131                        GPVGGVVHAHMMPLL                       
                                      10                            
 
           80 
AAD-12 HAHQWA 
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.0  bits: 19.4 E():   23 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (14-31:24-41) 
 
                         10        20        30        40        50 
AAD-12           SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|379 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWA                               
                                                                    
gi|379 IKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTATVGD 
               70        80        90       100       110       120 
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.0  bits: 19.4 E():   23 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (14-31:24-41) 
 
                         10        20        30        40        50 
AAD-12           SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|144 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWA                               
                                                                    
gi|144 IKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTASVGD 
               70        80        90       100       110       120 
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.0  bits: 19.4 E():   23 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (14-31:24-41) 
 
                         10        20        30        40        50 
AAD-12           SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|121 MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSLSTFKNTE 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWA                               
                                                                    
gi|121 IKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDG 
               70        80        90       100       110       120 
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
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 initn:  49 init1:  49 opt:  49  Z-score: 78.0  bits: 20.7 E():   23 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (9-25:200-216) 
 
                                     10        20        30         
AAD-12                       SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
       40        50        60        70        80                   
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA                   
                                                                    
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 77.6  bits: 20.0 E():   24 
Smith-Waterman score: 47; 21.7% identity (52.2% similar) in 46 aa overlap (10-52:62-107) 
 
                                    10        20        30          
AAD-12                      SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE---TG 
                                     :..:.: . .. :     . . . .   .: 
gi|201 DATPVLDVAGKELDSRLSYRIISTFWGALGGDVYLGKSPNSDAPCANGIFRYNSDVGPSG 
              40        50        60        70        80        90  
 
         40        50        60        70        80                 
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA                 
        :  .::  .:   :.                                             
gi|201 TPVRFIGSSSHFGQGIFENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTI 
             100       110       120       130       140       150  
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 77.4  bits: 19.4 E():   25 
Smith-Waterman score: 45; 21.2% identity (45.9% similar) in 85 aa overlap (4-78:58-140) 
 
                                          10        20        30    
AAD-12                            SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     ::.  .:  ..: :    .   .: : ..  
gi|100 HDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHLAPTG-LFLG-GTKYMVIQGEPGVVIRG 
        30        40        50        60          70        80      
 
            40                  50        60        70        80 
AAD-12 ETGRPSLLIGRHAHAI----------PGMDAAESERFLEGLVDWACQAPRVHAHQWA 
       . :  .. : . . :.          ::.     ::. . :.: .  .   : :.   
gi|100 KKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQGYYVGSHHHHHH  
          90       100       110       120       130       140   
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 76.9  bits: 20.7 E():   26 
Smith-Waterman score: 49; 24.5% identity (49.0% similar) in 49 aa overlap (6-51:341-389) 
 
                                        10        20        30      
AAD-12                          SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ..  :.: . :: .    .  :  
gi|113 ASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMIPAEP 
              320       330       340       350       360       370 
 
          40           50        60        70        80 
AAD-12 GRPSLLIGRHAHAI---PGMDAAESERFLEGLVDWACQAPRVHAHQWA 
       :.  : .   : ..   ::                              
gi|113 GEAVLRLTSSAGVLSCQPGAPC                           
              380       390                             
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 76.7  bits: 21.8 E():   27 
Smith-Waterman score: 52; 46.7% identity (86.7% similar) in 15 aa overlap (2-16:286-300) 
 
                                            10        20        30  
AAD-12                              SKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     .::. ::.:.. .::                
gi|170 QLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQSGY 
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         260       270       280       290       300       310      
 
              40        50        60        70        80            
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA            
                                                                    
gi|170 YPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQPGY 
         320       330       340       350       360       370      
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 76.5  bits: 21.8 E():   28 
Smith-Waterman score: 52; 46.7% identity (86.7% similar) in 15 aa overlap (2-16:292-306) 
 
                                            10        20        30  
AAD-12                              SKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     .::. ::.:.. .::                
gi|217 QLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQSGY 
             270       280       290       300       310       320  
 
              40        50        60        70        80            
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA            
                                                                    
gi|217 YPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQPGY 
             330       340       350       360       370       380  
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.2  bits: 19.0 E():   29 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (14-34:25-45) 
 
                          10        20        30        40          
AAD-12            SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                               .:. . :.:  :.:  .:  :                
gi|990 MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWA                              
                                                                    
gi|990 EAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVVVTASCD 
               70        80        90       100       110       120 
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 76.2  bits: 19.7 E():   29 
Smith-Waterman score: 46; 30.6% identity (52.8% similar) in 36 aa overlap (46-80:156-191) 
 
          20        30        40        50        60        70      
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|833 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
         130       140       150       160       170       180      
 
           80                    
AAD-12 HAHQWA                    
       .. .::                    
gi|833 NVINWAEAENRYIAGDKGGHPFMKL 
         190       200       210 
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.1  bits: 20.4 E():   29 
Smith-Waterman score: 48; 28.6% identity (60.7% similar) in 28 aa overlap (52-79:66-93) 
 
              30        40        50        60        70        80  
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA  
                                     .:. . . : :: .. .   ::.  ::.   
gi|729 STLSLVTKADGKIDMTVDLISPVTKRASLKIDSKKYNLFHEGELSASIVNPRLSWHQYTK 
          40        50        60        70        80        90      
 
gi|729 RDSREYKSDVELSLRSSDIALKITMPDYNSKIHYSRQGDQINMDIDGTLIEGHAQGTIRE 
         100       110       120       130       140       150      
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.0  bits: 21.4 E():   30 
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Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (2-16:609-623) 
 
                                            10        20        30  
AAD-12                              SKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
              40        50        60        70        80            
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA            
                                                                    
gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 75.9  bits: 19.7 E():   30 
Smith-Waterman score: 46; 30.6% identity (52.8% similar) in 36 aa overlap (46-80:167-202) 
 
          20        30        40        50        60        70      
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|164 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
        140       150       160       170       180       190       
 
           80                    
AAD-12 HAHQWA                    
       .. .::                    
gi|164 NVINWAEAENRYIAGDKGGHPFMKL 
        200       210       220  
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.9  bits: 18.7 E():   30 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (51-63:5-17) 
 
               30        40        50        60        70        80 
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA 
                                     :.:::: .  :.:                  
gi|208                           MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACG 
                                         10        20        30     
 
gi|208 LAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAGDVDGD 
           40        50        60        70        80        90     
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.7  bits: 20.8 E():   31 
Smith-Waterman score: 49; 33.3% identity (46.7% similar) in 30 aa overlap (15-44:90-119) 
 
                               10        20        30        40     
AAD-12                 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     : ::   . :  : .   :. :: .   :: 
gi|259 GVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGR 
      60        70        80        90       100       110          
 
           50        60        70        80                         
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA                         
                                                                    
gi|259 FQDRHQKIRRFRRGDIIAIPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLA 
     120       130       140       150       160       170          
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.7  bits: 20.1 E():   31 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (12-39:1-31) 
 
               10        20           30        40        50        
AAD-12 SKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES 
                  : .:::  : :.:     : . . :  ..:.                   
gi|217            ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGF 
                          10        20        30        40          
 
        60        70        80                                      
AAD-12 ERFLEGLVDWACQAPRVHAHQWA                                      
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gi|217 KAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYK 
      50        60        70        80        90       100          
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.7  bits: 20.1 E():   31 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (12-39:1-31) 
 
               10        20           30        40        50        
AAD-12 SKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES 
                  : .:::  : :.:     : . . :  ..:.                   
gi|217            ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGF 
                          10        20        30        40          
 
        60        70        80                                      
AAD-12 ERFLEGLVDWACQAPRVHAHQWA                                      
                                                                    
gi|217 KAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYK 
      50        60        70        80        90       100          
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.7  bits: 20.1 E():   31 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (12-39:1-31) 
 
               10        20           30        40        50        
AAD-12 SKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES 
                  : .:::  : :.:     : . . :  ..:.                   
gi|217            ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINAGF 
                          10        20        30        40          
 
        60        70        80                                      
AAD-12 ERFLEGLVDWACQAPRVHAHQWA                                      
                                                                    
gi|217 KAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYK 
      50        60        70        80        90       100          
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.7  bits: 20.1 E():   31 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (12-39:1-31) 
 
               10        20           30        40        50        
AAD-12 SKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES 
                  : .:::  : :.:     : . . :  ..:.                   
gi|217            ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGF 
                          10        20        30        40          
 
        60        70        80                                      
AAD-12 ERFLEGLVDWACQAPRVHAHQWA                                      
                                                                    
gi|217 KAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYK 
      50        60        70        80        90       100          
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.7  bits: 20.1 E():   31 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (12-39:1-31) 
 
               10        20           30        40        50        
AAD-12 SKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES 
                  : .:::  : :.:     : . . :  ..:.                   
gi|217            ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGF 
                          10        20        30        40          
 
        60        70        80                                      
AAD-12 ERFLEGLVDWACQAPRVHAHQWA                                      
                                                                    
gi|217 KAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYK 
      50        60        70        80        90       100          
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.7  bits: 20.1 E():   31 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (12-39:1-31) 
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               10        20           30        40        50        
AAD-12 SKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES 
                  : .:::  : :.:     : . . :  ..:.                   
gi|217            ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGF 
                          10        20        30        40          
 
        60        70        80                                      
AAD-12 ERFLEGLVDWACQAPRVHAHQWA                                      
                                                                    
gi|217 KAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYK 
      50        60        70        80        90       100          
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.7  bits: 20.1 E():   31 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (12-39:1-31) 
 
               10        20           30        40        50        
AAD-12 SKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES 
                  : .:::  : :.:     : . . :  ..:.                   
gi|217            ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINAGF 
                          10        20        30        40          
 
        60        70        80                                      
AAD-12 ERFLEGLVDWACQAPRVHAHQWA                                      
                                                                    
gi|217 KAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYK 
      50        60        70        80        90       100          
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.7  bits: 20.1 E():   31 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (12-39:1-31) 
 
               10        20           30        40        50        
AAD-12 SKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES 
                  : .:::  : :.:     : . . :  ..:.                   
gi|217            ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGF 
                          10        20        30        40          
 
        60        70        80                                      
AAD-12 ERFLEGLVDWACQAPRVHAHQWA                                      
                                                                    
gi|217 KAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYK 
      50        60        70        80        90       100          
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.7  bits: 20.1 E():   31 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (12-39:1-31) 
 
               10        20           30        40        50        
AAD-12 SKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES 
                  : .:::  : :.:     : . . :  ..:.                   
gi|217            ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINAGF 
                          10        20        30        40          
 
        60        70        80                                      
AAD-12 ERFLEGLVDWACQAPRVHAHQWA                                      
                                                                    
gi|217 KAALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYK 
      50        60        70        80        90       100          
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.7  bits: 20.1 E():   31 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (12-39:1-31) 
 
               10        20           30        40        50        
AAD-12 SKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES 
                  : .:::  : :.:     : . . :  ..:.                   
gi|217            ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGF 
                          10        20        30        40          
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 6033



 

 

        60        70        80                                      
AAD-12 ERFLEGLVDWACQAPRVHAHQWA                                      
                                                                    
gi|217 KAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYK 
      50        60        70        80        90       100          
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.7  bits: 20.1 E():   31 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (12-39:1-31) 
 
               10        20           30        40        50        
AAD-12 SKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES 
                  : .:::  : :.:     : . . :  ..:.                   
gi|217            ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGF 
                          10        20        30        40          
 
        60        70        80                                      
AAD-12 ERFLEGLVDWACQAPRVHAHQWA                                      
                                                                    
gi|217 KAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYK 
      50        60        70        80        90       100          
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.7  bits: 20.1 E():   31 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (12-39:1-31) 
 
               10        20           30        40        50        
AAD-12 SKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES 
                  : .:::  : :.:     : . . :  ..:.                   
gi|217            ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGF 
                          10        20        30        40          
 
        60        70        80                                      
AAD-12 ERFLEGLVDWACQAPRVHAHQWA                                      
                                                                    
gi|217 KAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYK 
      50        60        70        80        90       100          
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.7  bits: 20.1 E():   31 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (12-39:1-31) 
 
               10        20           30        40        50        
AAD-12 SKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES 
                  : .:::  : :.:     : . . :  ..:.                   
gi|217            ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGF 
                          10        20        30        40          
 
        60        70        80                                      
AAD-12 ERFLEGLVDWACQAPRVHAHQWA                                      
                                                                    
gi|217 KAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYK 
      50        60        70        80        90       100          
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.7  bits: 20.1 E():   31 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (12-39:1-31) 
 
               10        20           30        40        50        
AAD-12 SKLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAES 
                  : .:::  : :.:     : . . :  ..:.                   
gi|217            ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGF 
                          10        20        30        40          
 
        60        70        80                                      
AAD-12 ERFLEGLVDWACQAPRVHAHQWA                                      
                                                                    
gi|217 KAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYK 
      50        60        70        80        90       100          
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
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 initn:  48 init1:  48 opt:  48  Z-score: 75.0  bits: 20.4 E():   33 
Smith-Waterman score: 48; 21.2% identity (54.5% similar) in 33 aa overlap (8-40:348-380) 
 
                                      10        20        30        
AAD-12                        SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ..  : : . ::..    .  : :. 
gi|166 DQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGE 
       320       330       340       350       360       370        
 
        40        50        60        70        80 
AAD-12 PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA 
        ..                                         
gi|166 AAIKLTSSAGVFSCRPGAPC                        
       380       390                               
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.0  bits: 20.4 E():   33 
Smith-Waterman score: 48; 21.2% identity (54.5% similar) in 33 aa overlap (8-40:348-380) 
 
                                      10        20        30        
AAD-12                        SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ..  : : . ::..    .  : :. 
gi|113 DQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGE 
       320       330       340       350       360       370        
 
        40        50        60        70        80 
AAD-12 PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA 
        ..                                         
gi|113 AAIKLTSSAGVFSCHPGAPC                        
       380       390                               
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 43; 26.3% identity (57.9% similar) in 38 aa overlap (5-39:33-70) 
 
                                         10        20           30  
AAD-12                           SKLGHVQQAGSAYIGYGMDTTAT---PLRPLVKV 
                                     ....:.::     .: :::   : : .. . 
gi|668 ASEAAAAAATPVAPTEGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPI 
             10        20        30        40        50        60   
 
              40        50        60        70        80            
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA            
         . .. :                                                     
gi|668 FADMAKKSPNVVFLKVDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKL 
             70        80        90       100       110       120   
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.1  bits: 18.7 E():   37 
Smith-Waterman score: 43; 29.6% identity (66.7% similar) in 27 aa overlap (11-37:9-35) 
 
               10        20        30        40        50        60 
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                 ::.    . ..:.  : .:.:. ..::                        
gi|244   MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQSCQRQFEEQQRFRNCQRYVKQ 
                 10        20        30        40        50         
 
               70        80                                         
AAD-12 LEGLVDWACQAPRVHAHQWA                                         
                                                                    
gi|244 EVQRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETAS 
       60        70        80        90       100       110         
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 74.1  bits: 18.7 E():   37 
Smith-Waterman score: 43; 21.5% identity (46.8% similar) in 79 aa overlap (4-72:58-134) 
 
                                          10        20        30    
AAD-12                            SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     ::.  .:  ..: :    .   .: : ..  
gi|105 HDGSVWTESPNFPKFKPEEIAGIVKDFEEPGHLAPTG-LFLG-GTKYMVIQGEPGVVIRG 
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        30        40        50        60          70        80      
 
            40                  50        60        70        80 
AAD-12 ETGRPSLLIGRHAHAI----------PGMDAAESERFLEGLVDWACQAPRVHAHQWA 
       . :  .. : . . :.          ::.     ::. . :.: .  .:         
gi|105 KKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQGYWVPSSNS     
          90       100       110       120       130             
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 72.7  bits: 16.4 E():   45 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (50-67:8-25) 
 
      20        30        40        50        60        70          
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :. ....:..   :             
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA      
                                      10        20        30        
 
      80 
AAD-12 A 
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.5  bits: 19.8 E():   46 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (14-23:284-293) 
 
                                10        20        30        40    
AAD-12                  SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
            50        60        70        80  
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA  
                                              
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.2  bits: 19.1 E():   48 
Smith-Waterman score: 44; 20.0% identity (50.8% similar) in 65 aa overlap (9-73:74-138) 
 
                                     10        20        30         
AAD-12                       SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     :..:. .:: . . .   :  :   :  .  
gi|383 SPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEEEE 
            50        60        70        80        90       100    
 
       40        50        60        70        80                   
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA                   
       .:. .      :.. : ... . :     : ..:.                          
gi|383 DLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEELEA 
           110       120       130       140       150       160    
 
gi|383 NVRAIEMDGLVWGASKFVAVGFGIKKLQINLVVEDEKVSTDELQAQIEEDEDHVQSTDVA 
           170       180       190       200       210       220    
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 72.1  bits: 16.4 E():   49 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (50-67:8-25) 
 
      20        30        40        50        60        70          
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :. ....:..   :             
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK   
                                      10        20        30        
 
      80 
AAD-12 A 
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.6  bits: 20.1 E():   51 
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Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (36-58:344-366) 
 
          10        20        30        40        50        60      
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
           320       330       340       350       360       370    
 
          70        80                                              
AAD-12 DWACQAPRVHAHQWA                                              
                                                                    
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.6  bits: 17.7 E():   52 
Smith-Waterman score: 40; 30.0% identity (50.0% similar) in 30 aa overlap (38-67:13-42) 
 
        10        20        30        40        50        60        
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 
                                     :. :.    .. ::   :: :   .:  .: 
gi|144                   VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEW 
                                 10        20        30        40   
 
        70        80                                          
AAD-12 ACQAPRVHAHQWA                                          
                                                              
gi|144 EPLTKKGNLWEVKSSKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
             50        60        70        80        90       
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.4 E():   52 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (42-65:1-24) 
 
              20        30        40        50        60        70  
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|892                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
              80                                                    
AAD-12 PRVHAHQWA                                                    
                                                                    
gi|892 IPKAAPGAYKSVEVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.4 E():   52 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (42-65:1-24) 
 
              20        30        40        50        60        70  
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|215                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
              80                                                    
AAD-12 PRVHAHQWA                                                    
                                                                    
gi|215 IPKAATGAYKSVEVKGDGGAGTVRIITLPEGSPITTMTVRTDAVNKEALSYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.4 E():   52 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (42-65:1-24) 
 
              20        30        40        50        60        70  
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|215                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
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              80                                                    
AAD-12 PRVHAHQWA                                                    
                                                                    
gi|215 IPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.4 E():   52 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (42-65:1-24) 
 
              20        30        40        50        60        70  
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|166                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
              80                                                    
AAD-12 PRVHAHQWA                                                    
                                                                    
gi|166 IPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.8  bits: 19.4 E():   57 
Smith-Waterman score: 45; 28.6% identity (51.4% similar) in 35 aa overlap (45-79:258-291) 
 
           20        30        40        50        60        70     
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     :...:    .  : :  .  : :. :  :. 
gi|510 IGENIIGHLLIVFDGGKSQPACSWYDVPCSHSESIVYATGMVSGRCQHLAVPWTAQQ-RI 
       230       240       250       260       270       280        
 
           80                                                       
AAD-12 HAHQWA                                                       
       .  ::                                                        
gi|510 NPIQWKFWRVFTSNIPAYPTSDTTNCVVLNTNVFKNDNTFEGEYHAFPDCARNLFKCRQQ 
        290       300       310       320       330       340       
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 44; 29.6% identity (59.3% similar) in 27 aa overlap (7-33:99-125) 
 
                                       10        20        30       
AAD-12                         SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG 
                                     :.:.:  . :: .  ..     .::.:    
gi|144 KDYLIMKRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQ 
       70        80        90       100       110       120         
 
         40        50        60        70        80                 
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA                 
                                                                    
gi|144 HESYEQDQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLP 
      130       140       150       160       170       180         
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 44; 27.8% identity (52.8% similar) in 36 aa overlap (22-57:64-96) 
 
                        10        20        30        40        50  
AAD-12          SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                                     :  .. .  . :.  ::   . . :  .:  
gi|481 AGKATTEEQKLIEDINVGFKAAVAARQRPAADKFKTFEAASPRHPRP---LRQGAGLVPK 
            40        50        60        70        80           90 
 
              60        70        80                                
AAD-12 MDAAESERFLEGLVDWACQAPRVHAHQWA                                
       .::: :                                                       
gi|481 LDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGE 
              100       110       120       130       140       150 
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>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.5  bits: 19.4 E():   59 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (35-51:225-240) 
 
           10        20        30        40        50        60     
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
           70        80                                             
AAD-12 VDWACQAPRVHAHQWA                                             
                                                                    
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.5  bits: 19.4 E():   59 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (35-51:225-240) 
 
           10        20        30        40        50        60     
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
           70        80                                             
AAD-12 VDWACQAPRVHAHQWA                                             
                                                                    
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 70.2  bits: 19.5 E():   61 
Smith-Waterman score: 45; 27.5% identity (54.9% similar) in 51 aa overlap (30-77:119-169) 
 
                10        20        30        40         50         
AAD-12  SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESE 
                                     .::  .: : :..   .:.:  :..    . 
gi|908 LWIIFSKNLNIKLNMPLYIAGNKTIDGRGAEVHIGNGGPCLFMRTVSHVILHGLNIHGCN 
       90       100       110       120       130       140         
 
       60          70        80                                     
AAD-12 RFLEG--LVDWACQAPRVHAHQWA                                     
         . :  :.. :  .  :::.                                        
gi|908 TSVSGNVLISEASGVVPVHAQDGDAITMRNVTDVWIDHNSLSDSSDGLVDVTLASTGVTI 
      150       160       170       180       190       200         
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 70.1  bits: 19.1 E():   62 
Smith-Waterman score: 44; 47.4% identity (63.2% similar) in 19 aa overlap (56-71:72-90) 
 
          30        40        50        60           70        80   
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW---ACQAPRVHAHQWA   
                                     :.. ::   :::   ::.:            
gi|144 TISKQVVFLIHGFLSTGNNENFVAMSKALIEKDDFLVISVDWKKGACNAFASTKDALGYS 
              50        60        70        80        90       100  
 
gi|144 KAVGNTRHVGKFVADFTKLLVEKYKVLISNIRLIGHSLGAHTSGFAGKEVQKLKLGKYKE 
             110       120       130       140       150       160  
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.1  bits: 18.1 E():   62 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (21-28:34-41) 
 
                         10        20        30        40        50 
AAD-12           SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
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               60        70        80                               
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWA                               
                                                                    
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 69.9  bits: 18.1 E():   63 
Smith-Waterman score: 44; 35.4% identity (54.2% similar) in 48 aa overlap (5-50:79-122) 
 
                                         10        20        30     
AAD-12                           SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
                                     :. . :.  :  : : ::. .  . :  :  
gi|160 LGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGN--ITVGEDGTAA-INIVDKQIPL 
       50        60        70        80          90        100      
 
           40          50        60        70        80 
AAD-12 TGRPSLLIGRHA--HAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA 
       :: :  .::: .  :. :                               
gi|160 TG-PHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
          110       120       130       140       150   
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.9  bits: 18.1 E():   64 
Smith-Waterman score: 41; 20.8% identity (79.2% similar) in 24 aa overlap (42-65:1-24) 
 
              20        30        40        50        60        70  
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:....:.:       
gi|134                               MGVQTHVLELTSSVSAEKIFQGFVIDVDTV 
                                             10        20        30 
 
              80                                                    
AAD-12 PRVHAHQWA                                                    
                                                                    
gi|134 LPKAAPGAYKSVEIKGDGGPGTLKIITLPDGGPITTMTLRIDGVNKEALTFDYSVIDGDI 
               40        50        60        70        80        90 
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.8  bits: 19.5 E():   64 
Smith-Waterman score: 45; 23.4% identity (44.7% similar) in 47 aa overlap (8-51:347-393) 
 
                                      10        20        30        
AAD-12                        SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ... : :   :: .    .  : :  
gi|625 DPMKKNVLVRADAPHTESMKWNWRSEKDLLENGAIFVASGCDPHLTPEQKSHLIPAEPGS 
        320       330       340       350       360       370       
 
        40           50        60        70        80 
AAD-12 PSLLIGRHA---HAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA 
         : .   :   . .::                              
gi|625 AVLQLTSCAGTLKCVPGKPC                           
        380       390                                 
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.8  bits: 19.1 E():   65 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (34-77:254-299) 
 
            10        20        30        40          50        60  
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
              70        80               
AAD-12 EGLVDWACQAPRVHAHQWA               
        .. :   . :.:. :                  
gi|261 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFS 
           290       300       310       
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
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 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 18.8 E():   65 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (65-78:29-42) 
 
           40        50        60        70        80               
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA               
                                     :.:  : :  . ::                 
gi|170   MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQT 
                 10        20        30        40        50         
 
gi|170 FPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQ 
       60        70        80        90       100       110         
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.6  bits: 19.8 E():   66 
Smith-Waterman score: 46; 22.4% identity (57.1% similar) in 49 aa overlap (35-79:15-63) 
 
           10        20        30        40        50        60     
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     :. : :. . :  : : ..:...... ..  
gi|601                 MRGALAGLSLATLATASPVLVNSIHNDAAPIISASNAKEIADNY 
                               10        20        30        40     
 
               70        80                                         
AAD-12 V----DWACQAPRVHAHQWA                                         
       .    : . :   .. : :                                          
gi|601 MIKFKDHVTQNLAAEHHGWVQDLHEKTQVAKTELRKRSQSPMVDDIFNGLKHTYNIAGGL 
           50        60        70        80        90       100     
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 69.4  bits: 21.2 E():   68 
Smith-Waterman score: 50; 44.4% identity (63.0% similar) in 27 aa overlap (38-63:636-662) 
 
        10        20        30        40         50        60       
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVD 
                                     :: : : : : .:::  . ..:  :.:    
gi|278 SRGPSGPPGPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIG 
         610       620       630       640       650       660      
 
         70        80                                               
AAD-12 WACQAPRVHAHQWA                                               
                                                                    
gi|278 SPGRDGARGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAG 
         670       680       690       700       710       720      
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.3  bits: 17.8 E():   69 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (14-31:25-42) 
 
                          10        20        30        40          
AAD-12            SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                               .:. . :.:  ..: ..:                   
gi|144 MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWA                              
                                                                    
gi|144 EIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVEVTASVD 
               70        80        90       100       110       120 
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 69.3  bits: 15.7 E():   69 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (50-67:8-25) 
 
      20        30        40        50        60        70          
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :  ....:..   :             
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA      
                                      10        20        30        
 
      80 
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AAD-12 A 
 
>>gi|4587985|gb|AAD25927.1|AF084828_1 major allergenic p  (342 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 69.2  bits: 19.1 E():   70 
Smith-Waterman score: 49; 24.1% identity (56.9% similar) in 58 aa overlap (9-64:134-186) 
 
                                     10        20        30         
AAD-12                       SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG-- 
                                     : .::::   . . . .  ...:  ..:   
gi|458 MPRKPGMTRDDLFNSNASIVRDLAKVVAKVAPKAYIGVISNPVNSTVPIVAEVFKKAGVY 
           110       120       130       140       150       160    
 
         40        50        60        70        80                 
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA                 
        :. :.:     .  .:....  :: :.                                 
gi|458 DPKRLFG-----VTTLDTTRAATFLSGIAGSDPQTTNVPVIGGHSGVTIVPLISQAAQGD 
           170            180       190       200       210         
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.1  bits: 19.1 E():   71 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (31-49:99-117) 
 
               10        20        30        40        50        60 
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
               70        80                                         
AAD-12 LEGLVDWACQAPRVHAHQWA                                         
                                                                    
gi|908 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
      130       140       150       160       170       180         
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.1  bits: 19.1 E():   71 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (31-49:100-118) 
 
               10        20        30        40        50        60 
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
               70        80                                         
AAD-12 LEGLVDWACQAPRVHAHQWA                                         
                                                                    
gi|118 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     130       140       150       160       170       180          
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.0  bits: 19.5 E():   72 
Smith-Waterman score: 46; 22.4% identity (55.2% similar) in 67 aa overlap (6-70:52-109) 
 
                                        10        20        30      
AAD-12                          SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     ....:: :.: :.. ..  .  ..       
gi|144 VEADVKLSDGYLARAAVPSGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIG----- 
              30        40        50        60        70            
 
          40        50        60          70        80              
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVD-WA-CQAPRVHAHQWA              
         :.: .:.      :.:    .. :.: :. :. :.                        
gi|144 --PAL-VGKDPTDQVGIDNFMVQQ-LDGTVNEWGWCKQKLGANAILAVSLAVCKAGAHVK 
            80        90        100       110       120       130   
 
gi|144 GIPLYEHIANLAGNKNLVLPVPAFNVINGGSHAGNKLAMQEFMILPVGASSFKEAMKMGA 
            140       150       160       170       180       190   
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.0  bits: 19.5 E():   72 
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Smith-Waterman score: 46; 22.4% identity (55.2% similar) in 67 aa overlap (6-70:52-109) 
 
                                        10        20        30      
AAD-12                          SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     ....:: :.: :.. ..  .  ..       
gi|144 VEADVKLSDGYLARAAVPRGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIG----- 
              30        40        50        60        70            
 
          40        50        60          70        80              
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVD-WA-CQAPRVHAHQWA              
         :.: .:.      :.:    .. :.: :. :. :.                        
gi|144 --PAL-VGKDPTDQVGIDNFMVQQ-LDGTVNEWGWCKQKLGANAILAVSLAVCKAGAHVK 
            80        90        100       110       120       130   
 
gi|144 GIPLYKHVANLAGNKNLVLPVPAFNVINGGSHAGNKLAMQEFMILPVGASSFKEAMKMGA 
            140       150       160       170       180       190   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.7  bits: 17.4 E():   74 
Smith-Waterman score: 39; 31.8% identity (54.5% similar) in 22 aa overlap (45-66:20-41) 
 
           20        30        40        50        60        70     
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::  . . : :. :    :..:         
gi|191            MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
           80                                                       
AAD-12 HAHQWA                                                       
                                                                    
gi|191 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.7  bits: 17.4 E():   74 
Smith-Waterman score: 39; 31.8% identity (54.5% similar) in 22 aa overlap (45-66:20-41) 
 
           20        30        40        50        60        70     
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::  . . : :. :    :..:         
gi|730            MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
           80                                                       
AAD-12 HAHQWA                                                       
                                                                    
gi|730 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 68.7  bits: 18.1 E():   74 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (44-60:17-30) 
 
            20        30        40        50        60        70    
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|212               VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                             10        20           30        40    
 
            80                                                      
AAD-12 VHAHQWA                                                      
                                                                    
gi|212 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
            50        60        70        80        90       100    
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 68.6  bits: 18.1 E():   75 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (44-60:18-31) 
 
            20        30        40        50        60        70    
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
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                                     ::   .:..:    :::              
gi|116              AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
            80                                                      
AAD-12 VHAHQWA                                                      
                                                                    
gi|116 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 68.6  bits: 18.1 E():   75 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (44-60:18-31) 
 
            20        30        40        50        60        70    
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|144              AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
            80                                                      
AAD-12 VHAHQWA                                                      
                                                                    
gi|144 LTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 40; 27.7% identity (48.9% similar) in 47 aa overlap (37-75:88-134) 
 
         10        20        30        40               50          
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-------IPGMDAAESER 
                                     :   .:::..:        .::     ..  
gi|189 AGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRD 
        60        70        80        90       100       110        
 
      60         70        80      
AAD-12 FLEGLVDWA-CQAPRVHAHQWA      
       : . ::  . :..  ::           
gi|189 FAKVLVTPGQCNVLTVHNAPYCLGLDI 
       120       130       140     
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 68.6  bits: 15.7 E():   75 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (50-67:8-25) 
 
      20        30        40        50        60        70          
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :  ....:..   :             
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK   
                                      10        20        30        
 
      80 
AAD-12 A 
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 40; 26.7% identity (60.0% similar) in 30 aa overlap (24-53:115-144) 
 
                      10        20        30        40        50    
AAD-12        SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::   .:. ...  ..:    :.: 
gi|217 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
            60        70        80 
AAD-12 AAESERFLEGLVDWACQAPRVHAHQWA 
                                   
gi|217 I                           
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>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 40; 30.0% identity (56.7% similar) in 30 aa overlap (24-53:115-144) 
 
                      10        20        30        40        50    
AAD-12        SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ..:  ..:    :.: 
gi|439 CRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
            60        70        80 
AAD-12 AAESERFLEGLVDWACQAPRVHAHQWA 
                                   
gi|439 I                           
                                   
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.5  bits: 19.1 E():   76 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (34-77:290-335) 
 
            10        20        30        40          50        60  
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
              70        80                                     
AAD-12 EGLVDWACQAPRVHAHQWA                                     
        .. :   . :.:. :                                        
gi|268 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.5  bits: 19.1 E():   76 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (34-77:290-335) 
 
            10        20        30        40          50        60  
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
              70        80                                     
AAD-12 EGLVDWACQAPRVHAHQWA                                     
        .. :   . :.:. :                                        
gi|124 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.5  bits: 19.1 E():   76 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (34-77:290-335) 
 
            10        20        30        40          50        60  
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
              70        80                                     
AAD-12 EGLVDWACQAPRVHAHQWA                                     
        .. :   . :.:. :                                        
gi|124 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 68.3  bits: 18.1 E():   78 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (44-60:27-40) 
 
            20        30        40        50        60        70    
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
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gi|194     MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEA 
                   10        20        30           40        50    
 
            80                                                      
AAD-12 VHAHQWA                                                      
                                                                    
gi|194 LTQYKCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVL 
            60        70        80        90       100       110    
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.2  bits: 18.8 E():   79 
Smith-Waterman score: 43; 27.8% identity (55.6% similar) in 36 aa overlap (14-49:234-269) 
 
                                10        20        30        40    
AAD-12                  SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::  ..   .: . :.:   :.. :  .:  
gi|324 DPRTLNKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVIL 
           210       220       230       240       250       260    
 
            50        60        70        80         
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA         
         .::.                                        
gi|324 SISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV 
           270       280       290       300         
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 68.2  bits: 15.7 E():   79 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (4-24:5-25) 
 
                10        20        30        40        50          
AAD-12  SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 
           :.: .: :  : : .   :.:                                    
gi|462 TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXLSSA                        
               10        20        30                               
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 68.1  bits: 19.5 E():   80 
Smith-Waterman score: 45; 23.5% identity (58.8% similar) in 51 aa overlap (12-59:265-315) 
 
                                  10        20        30         40 
AAD-12                    SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG-RPSL 
                                     : .. :..:..  . ::.: .     . :  
gi|144 AVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGGVMTPLIKRNTTIPTKKSE 
          240       250       260       270       280       290     
 
               50          60        70        80                   
AAD-12 LIGRHAHAIPG--MDAAESERFLEGLVDWACQAPRVHAHQWA                   
        .. ..   ::  ... :.::                                        
gi|144 TFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAPRGVPQIEVTFDLDANGIM 
          300       310       320       330       340       350     
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.9  bits: 15.1 E():   82 
Smith-Waterman score: 36; 44.0% identity (56.0% similar) in 25 aa overlap (3-27:2-24) 
 
               10        20        30        40        50        60 
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
         ::..  :  :  : :. : :::  :                                  
gi|751  DLGYAP-ATPAAPGAGY-TPATPAAP                                  
                 10         20                                      
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.7  bits: 18.1 E():   84 
Smith-Waterman score: 41; 24.6% identity (53.8% similar) in 65 aa overlap (16-80:36-93) 
 
                              10        20        30        40      
AAD-12                SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                                     ::.  : .  . ..::: .  : ..  : . 
gi|549 KIKCLKGGVHTACKYGTSTKPNCGKMVVKAYGL--TEAEKQEILKVHNDF-RQKVAKGLE 
          10        20        30          40        50         60   
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          50        60        70        80                          
AAD-12 AHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA                          
       ... ::       . ...:: :  .   . :. ::                          
gi|549 TRGNPG--PQPPAKNMNNLV-WNDELANI-AQVWASQCNYGHDTCKDTEKYPVGQNIAKR 
               70        80          90       100       110         
 
gi|549 STTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWAKTKEIGCGSVKYV 
      120       130       140       150       160       170         
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 67.7  bits: 19.5 E():   84 
Smith-Waterman score: 45; 26.4% identity (47.2% similar) in 53 aa overlap (7-50:338-387) 
 
                                       10        20        30       
AAD-12                         SKLGHVQQAGSAYIGYGMDTTATPLRPLVKV----- 
                                     :: :   .. :.. :   ::   ..      
gi|258 RGNLDFVQPPRGRQEREHEERQQEQLQQERQQQGEQLMANGLEETFCSLRLKENIGNPER 
       310       320       330       340       350       360        
 
                  40        50        60        70        80        
AAD-12 ----HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA        
            :..:: : :   ..: .:                                      
gi|258 ADIFSPRAGRISTL---NSHNLPILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYVIRG 
       370       380          390       400       410       420     
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.6  bits: 15.1 E():   85 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (21-27:5-11) 
 
               10        20        30        40        50        60 
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                           : .:.::                                  
gi|751                 TKSQTHVPIRPNKLVLKVQKDRATN                    
                               10        20                         
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.3  bits: 15.1 E():   88 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (33-43:10-20) 
 
             10        20        30        40        50        60   
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
                                     :.:  :..: :                    
gi|147                      AKITFTNNXPNTVWPGILTGFGQKPQ              
                                    10        20                    
 
             70        80 
AAD-12 GLVDWACQAPRVHAHQWA 
 
>>gi|1684718|emb|CAB05371.1| major allergen Phl p 5 [Phl  (281 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 67.2  bits: 18.5 E():   90 
Smith-Waterman score: 42; 40.0% identity (72.0% similar) in 25 aa overlap (1-23:241-265) 
 
                                               10        20         
AAD-12                               SKLGHVQQ--AGSAYIGYGMDTTATPLRPL 
                                     :.. .:.:  .:.: .. :  ::::      
gi|168 KQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASG 
              220       230       240       250       260       270 
 
       30        40        50        60        70        80 
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA 
                                                            
gi|168 AATVAAGGYKV                                          
              280                                           
 
>>gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-termi  (34 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 67.1  bits: 15.4 E():   91 
Smith-Waterman score: 33; 25.0% identity (58.3% similar) in 24 aa overlap (50-73:8-31) 
 
      20        30        40        50        60        70          
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     : . :.   ..::. . .  . ::       
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gi|691                        AIGDKPGPKITATYXXKWLEAKATFYGSNPRGAA    
                                      10        20        30        
 
      80 
AAD-12 A 
 
>>gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia mutic  (284 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 67.1  bits: 18.5 E():   91 
Smith-Waterman score: 42; 36.8% identity (73.7% similar) in 19 aa overlap (44-62:63-80) 
 
            20        30        40        50        60        70    
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     .:: ..  ..::: .:. :            
gi|219 EDSKAKIEEDLTSLQKKYTNLENEFDQVNEKHADSVAKLEAAE-KRLTETEDEIKGYTRK 
             40        50        60        70         80        90  
 
            80                                                      
AAD-12 VHAHQWA                                                      
                                                                    
gi|219 IQLLEDDLERTQTKLDEATGKLEEATKSADESERGRKVLESRSLADDDRIDGLEKQVKDA 
             100       110       120       130       140       150  
 
>>gi|69552|pir||MEHB2 melittin, minor - honeybee          (27 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.1  bits: 15.1 E():   91 
Smith-Waterman score: 32; 30.8% identity (61.5% similar) in 13 aa overlap (61-73:13-25) 
 
               40        50        60        70        80 
AAD-12 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA 
                                     : .:..:  .  :        
gi|695                   GIGAVLKVLTTGLPALISWISRKKRQQ      
                                 10        20             
 
>>gi|3309045|gb|AAC25997.1| group V allergen Phl p 5.020  (290 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 66.9  bits: 18.5 E():   92 
Smith-Waterman score: 42; 40.0% identity (72.0% similar) in 25 aa overlap (1-23:250-274) 
 
                                               10        20         
AAD-12                               SKLGHVQQ--AGSAYIGYGMDTTATPLRPL 
                                     :.. .:.:  .:.: .. :  ::::      
gi|330 KQAYAATVAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAATVAAGAATTATGAASG 
     220       230       240       250       260       270          
 
       30        40        50        60        70        80 
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA 
                                                            
gi|330 AATVAAGGYKV                                          
     280       290                                          
 
>>gi|289064179|gb|ADC80503.1| non-specific lipid transfe  (118 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.6  bits: 17.1 E():   96 
Smith-Waterman score: 38; 66.7% identity (88.9% similar) in 9 aa overlap (46-54:81-89) 
 
          20        30        40        50        60        70      
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     : ::::..:                      
gi|289 ASCCSGVRSLNAAAKTTPDRQAVCNCLKSAAGAIPGFNANNAGILPGKCGVSIPYKISTS 
               60        70        80        90       100       110 
 
          80    
AAD-12 AHQWA    
                
gi|289 TNCATIKF 
                
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 66.6  bits: 14.4 E():   97 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (18-25:10-17) 
 
               10        20        30        40        50        60 
AAD-12 SKLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                        :.:  :::                                    
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gi|244         IGNEDCTPWMSTLITPLP                                   
                       10                                           
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.3  bits: 16.8 E(): 1e 
Smith-Waterman score: 37; 38.9% identity (50.0% similar) in 18 aa overlap (50-67:25-42) 
 
      20        30        40        50        60        70          
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     ::   :: :   .:  .:             
gi|126       TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTKKGNLWEV 
                     10        20        30        40        50     
 
      80                                           
AAD-12 A                                           
                                                   
gi|126 KSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
           60        70        80        90        
 
>>gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea sati  (316 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 66.3  bits: 18.5 E(): 1e 
Smith-Waterman score: 42; 31.2% identity (53.1% similar) in 32 aa overlap (2-33:191-220) 
 
                                            10        20        30  
AAD-12                              SKLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     .: :  . :.:  . : :   .:   :: . 
gi|135 FVMENNKQTYCTSKSWPCVFGKQYYGRGPIQLTHNYNYGQAGKAIGADLINNP--DLVAT 
              170       180       190       200       210           
 
              40        50        60        70        80            
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA            
       .:                                                           
gi|135 NPTISFKTAIWFWMTPQANKPSSHDVIIGNWRPSAADTSAGRVPSYGVITNIINGGLECG 
      220       230       240       250       260       270         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:59 2011 done: Fri Jan 21 00:02:59 2011 
 Total Scan time:  0.070 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 171  - 250 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     0     2:* 
  32     1     8:= * 
  34    18    22:====== * 
  36    38    44:============= * 
  38    46    73:================        * 
  40    72   102:========================         * 
  42   115   125:=======================================  * 
  44   140   138:=============================================*= 
  46   139   140:==============================================* 
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  48   127   134:=========================================== * 
  50   118   122:========================================* 
  52   119   108:===================================*==== 
  54   115    92:==============================*======== 
  56    96    77:=========================*====== 
  58    71    63:====================*=== 
  60    51    51:================* 
  62    61    41:=============*======= 
  64    28    33:==========* 
  66    17    26:======  * 
  68    29    20:======*=== 
  70    16    16:=====* 
  72     9    12:===* 
  74     7    10:===* 
  76    23     8:==*===== 
  78     8     6:=*= 
  80     8     5:=*= 
  82     4     3:*= 
  84     1     3:* 
  86     1     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     2     1:*         :*= 
  98     2     0:=         *== 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     1     0:=         *= 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.23360.00293; mu= 8.2094 0.153 
 mean_var=33.3678 8.898, 0's: 2 Z-trim: 3  B-trim: 5 in 1/43 
 Lambda= 0.222029 
 Kolmogorov-Smirnov  statistic: 0.0637 (N=29) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   66 26.2    0.68 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   58 23.5     1.5 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   56 22.9     1.8 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   64 25.6       2 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   56 22.9     2.4 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   56 22.9     2.4 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   59 24.0     3.2 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   57 23.3     4.6 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   56 23.0     4.9 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   56 23.0     6.4 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   53 22.0     8.3 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   49 20.6      10 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 18.6      11 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   47 20.0      13 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   51 21.4      14 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   54 22.4      14 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   48 20.3      15 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   49 20.7      15 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 21.0      16 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   50 21.0      16 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   50 21.0      16 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   50 21.0      17 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   53 22.1      18 
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gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   51 21.4      18 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   49 20.7      19 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   51 21.4      20 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 16.3      22 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.4      23 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.4      23 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.4      23 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 20.7      23 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   47 20.0      24 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   45 19.4      25 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 20.7      27 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   52 21.8      27 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   52 21.8      28 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   46 19.7      29 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 19.0      29 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   48 20.4      29 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   51 21.4      29 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   46 19.7      30 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 18.7      30 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   49 20.8      31 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 20.1      31 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 20.1      31 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 20.1      31 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 20.1      31 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 20.1      31 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 20.1      31 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 20.1      31 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 20.1      31 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 20.1      31 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 20.1      31 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 20.1      31 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 20.1      31 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 20.1      31 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 20.1      31 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   48 20.4      33 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   48 20.4      33 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   43 18.7      35 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   43 18.7      37 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   43 18.7      37 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 16.4      45 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 19.8      46 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   44 19.1      48 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 16.4      49 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.4      49 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 20.1      51 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   40 17.7      52 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.4      52 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.4      52 
gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   42 18.4      52 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   42 18.4      52 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   45 19.4      57 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   44 19.1      58 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 19.1      58 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.4      59 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.4      59 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   45 19.5      61 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   44 19.1      62 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.1      62 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   41 18.1      63 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.5      64 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   41 18.1      64 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   44 19.1      65 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   43 18.8      65 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   46 19.8      66 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.2      68 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 17.8      69 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 15.7      69 
gi|4587985|gb|AAD25927.1|AF084828_1 major allergen ( 342)   44 19.1      70 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   44 19.1      70 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   44 19.1      71 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.5      71 
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gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   45 19.5      71 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   39 17.4      74 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   39 17.4      74 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 18.1      74 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 18.1      75 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 18.1      75 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   40 17.8      75 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 15.7      75 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   40 17.8      75 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   40 17.8      75 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   44 19.1      76 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   44 19.1      76 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   44 19.1      76 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 18.1      78 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   43 18.8      79 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 15.7      79 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   45 19.5      80 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.1      82 
gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Veno ( 206)   41 18.1      84 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   45 19.5      84 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.1      85 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.1      88 
gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia m ( 284)   42 18.5      91 
gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-t (  34)   33 15.4      91 
gi|69552|pir||MEHB2 melittin, minor - honeybee     (  27)   32 15.1      91 
gi|289064179|gb|ADC80503.1| non-specific lipid tra ( 118)   38 17.1      96 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 14.4      97 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   37 16.8   1e 
gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea  ( 316)   42 18.5   1e 
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  66 init1:  66 opt:  66  Z-score: 105.5  bits: 26.2 E(): 0.68 
Smith-Waterman score: 66; 35.7% identity (53.6% similar) in 28 aa overlap (51-78:246-273) 
 
               30        40        50        60        70        80 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:: :   . :     .:   
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
 
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  50 init1:  50 opt:  58  Z-score: 99.4  bits: 23.5 E():  1.5 
Smith-Waterman score: 58; 40.0% identity (62.5% similar) in 40 aa overlap (31-66:79-117) 
 
               10        20        30          40          50       
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHA--HAIPGMDAAES 
                                     .::. ::.:  ::   :  :   :.. :.  
gi|121 DLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPEN-RPALKTLIDGLASSHKARGIEKAQF 
       50        60        70        80         90       100        
 
         60        70        80                     
AAD-12 ERFLEGLVDWACQAPRVHAHQWAA                     
       :.:  .:::.                                   
gi|121 EEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
       110       120       130       140       150  
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 98.0  bits: 22.9 E():  1.8 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (62-78:68-86) 
 
              40        50        60          70        80          
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAA          
                                     : .:..:  :: ... :.:            
gi|219 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
gi|219 SFDSDRSGLLLKQKVSDE 
       100       110      
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>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  43 init1:  43 opt:  64  Z-score: 97.2  bits: 25.6 E():    2 
Smith-Waterman score: 64; 34.3% identity (60.0% similar) in 35 aa overlap (3-37:140-171) 
 
                                           10        20        30   
AAD-12                             KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     :. ::.:..  ::     ..: .:    .: 
gi|736 RYYPSVTSPQQVSYYPGQASPQRPGQGQQPGQGQQSGQGQQGY---YPTSPQQPGQWQQP 
     110       120       130       140       150          160       
 
             40        50        60        70        80             
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA             
       : :.:                                                        
gi|736 EQGQPGYYPTSPQQPGQLQQPAQGQQPGQGQQGRQPGQGQPGYYPTSSQLQPGQLQQPAQ 
        170       180       190       200       210       220       
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 95.7  bits: 22.9 E():  2.4 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (62-78:68-86) 
 
              40        50        60          70        80          
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAA          
                                     : .:..:  :: ... :.:            
gi|184 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
gi|184 SFDSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 95.7  bits: 22.9 E():  2.4 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (62-78:68-86) 
 
              40        50        60          70        80          
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAA          
                                     : .:..:  :: ... :.:            
gi|456 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNF 
        40        50        60        70        80        90        
 
gi|456 SFGSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 93.3  bits: 24.0 E():  3.2 
Smith-Waterman score: 59; 32.1% identity (53.6% similar) in 28 aa overlap (51-78:247-274) 
 
               30        40        50        60        70        80 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:  :   . :.    .:   
gi|232 APDIKTPKEALDLIMDAIDKAGYKGKVGIAMDVASSEFYKDGKYDLDFKNPESDPSKWLS 
        220       230       240       250       260       270       
 
gi|232 GPQLADLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKT 
        280       290       300       310       320       330       
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 90.6  bits: 23.3 E():  4.6 
Smith-Waterman score: 57; 24.5% identity (53.1% similar) in 49 aa overlap (5-50:345-393) 
 
                                         10        20        30     
AAD-12                           KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ... :.: . :: .    .  :  
gi|113 PDERSKKNVLGRHGEAAAESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEP 
          320       330       340       350       360       370     
 
           40           50        60        70        80 
AAD-12 GRPSLLIGRHAHAI---PGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
       :. .: .   : ..   ::                               
gi|113 GESALSLTSSAGVLSCQPGAPC                            
          380       390                                  
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>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 90.0  bits: 23.0 E():  4.9 
Smith-Waterman score: 56; 29.6% identity (53.7% similar) in 54 aa overlap (10-61:25-73) 
 
                              10        20        30         40     
AAD-12                KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET-GRPSLLIGRH 
                               .:  ::.  : :::  : . . : : . :.       
gi|249 MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPAT----- 
               10        20        30        40        50           
 
            50        60        70        80                        
AAD-12 AHAIP-GMDAAESERFLEGLVDWACQAPRVHAHQWAA                        
         :.: :  ..: ....:                                           
gi|249 PAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGLA 
          60        70        80        90       100       110      
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 88.0  bits: 23.0 E():  6.4 
Smith-Waterman score: 56; 27.0% identity (55.6% similar) in 63 aa overlap (22-76:46-108) 
 
                        10        20           30        40         
AAD-12          KLGHVQQAGSAYIGYGMDTTATPLRPL---VKVHPETGRPSLL--IGRH-- 
                                     :::::    ...: ....:  :  .: .   
gi|253 IEEPEMIAPTPPGQFPHQQPISSPNRTSRNTPLRPESTEIETHHHANHPPALPVLGMQLP 
          20        30        40        50        60        70      
 
            50        60        70        80                        
AAD-12 -AHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA                        
          ..:  . :.:.  :.  .:   .::   .:                            
gi|253 VPGTVPESSRAQSRASLNLDIDLDLHAPSHPSHLSHGAPHEQEHAHEIQRHRAHSAQSSA 
          80        90       100       110       120       130      
 
gi|253 GLPPTGFASHLPPASSGPVSLGWNMYHVPPNLHLNANQFNFEVPGHMNVSGHPTHLEHSS 
         140       150       160       170       180       190      
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 86.0  bits: 22.0 E():  8.3 
Smith-Waterman score: 53; 43.8% identity (62.5% similar) in 16 aa overlap (62-77:27-42) 
 
              40        50        60        70        80            
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA            
                                     : :.:  : : .. ::               
gi|170     MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQ 
                   10        20        30        40        50       
 
gi|170 QTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQP 
         60        70        80        90       100       110       
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 84.4  bits: 20.6 E():   10 
Smith-Waterman score: 49; 22.4% identity (47.1% similar) in 85 aa overlap (3-76:58-140) 
 
                                           10        20        30   
AAD-12                             KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     ::.  .:  ..: :    .   .: : ..  
gi|100 HDGSVWAQSPNFPQFKPEENAGIVKDFEEPGHLAPTG-LFLG-GTKYMVIQGEPGVVIRG 
        30        40        50        60          70        80      
 
             40                  50        60         70        80 
AAD-12 ETGRPSLLIGRHAHAI----------PGMDAAESERFLEGLVDWA-CQAPRVHAHQWAA 
       . :  .. : . . :.          ::.     ::. . :.: . : . . : :     
gi|100 KKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQGYCGSHHHHHH     
          90       100       110       120       130       140     
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 83.6  bits: 18.6 E():   11 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (3-23:5-25) 
 
                 10        20        30        40        50         
AAD-12   KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 
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           :.:..: :. .::  .  :.:                                    
gi|462 AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKNLNSA                       
               10        20        30                               
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 82.7  bits: 20.0 E():   13 
Smith-Waterman score: 47; 27.5% identity (50.0% similar) in 40 aa overlap (16-55:19-58) 
 
                  10        20        30        40        50        
AAD-12    KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
                         :.: ::  :. :.:.        .     :.:. : :. .   
gi|135 MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDVKDLL 
               10        20        30        40        50        60 
 
        60        70        80                            
AAD-12 RFLEGLVDWACQAPRVHAHQWAA                            
                                                          
gi|135 LNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD 
               70        80        90       100       110 
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 82.0  bits: 21.4 E():   14 
Smith-Waterman score: 51; 36.1% identity (55.6% similar) in 36 aa overlap (8-38:21-56) 
 
                            10          20           30        40   
AAD-12              KLGHVQQAGS--AYIGYGMDTTATP---LRPLVKVHPETGRPSLLIG 
                           :::  : .:::  : :.:     : . . :  ..:.     
gi|330 MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKAT 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA                       
                                                                    
gi|330 TEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESS 
               70        80        90       100       110       120 
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 81.8  bits: 22.4 E():   14 
Smith-Waterman score: 54; 34.8% identity (65.2% similar) in 23 aa overlap (1-23:552-574) 
 
                                             10        20        30 
AAD-12                               KLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::   ..  :        
gi|217 QGQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYPTSVQQPGQGQQSG 
             530       540       550       560       570       580  
 
               40        50        60        70        80           
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA           
                                                                    
gi|217 QGQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQPATQLPTVCRMEGG 
             590       600       610       620       630       640  
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.3  bits: 20.3 E():   15 
Smith-Waterman score: 48; 25.6% identity (53.5% similar) in 43 aa overlap (15-57:23-65) 
 
                       10        20        30        40        50   
AAD-12         KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                             ...:  ..::  :.:   :. .    .     :::. : 
gi|344 MTGVKTHLQHELKRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPD 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 AAESERFLEGLVDWACQAPRVHAHQWAA                                 
         ..:                                                        
gi|344 EFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDS 
               70        80        90       100       110       120 
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.2  bits: 20.7 E():   15 
Smith-Waterman score: 49; 21.4% identity (44.3% similar) in 70 aa overlap (2-71:31-100) 
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                                            10        20        30  
AAD-12                              KLGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :. :  . :::..::  .     . ::    
gi|616 NEIAXAKIDLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCA 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA            
        . :  .  : :  . :    ...   .     . .:. :                     
gi|616 SQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNK 
               70        80        90       100       110       120 
 
gi|616 IREALAQTHSAIAVIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYW 
              130       140       150       160       170       180 
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 80.9  bits: 21.0 E():   16 
Smith-Waterman score: 50; 32.1% identity (57.1% similar) in 28 aa overlap (11-38:1-28) 
 
               10        20        30        40        50        60 
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL 
                 : .:::  : :.:    . . :  ..:.                       
gi|295           ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQKLIEKINAGFKAAL 
                         10        20        30        40        50 
 
               70        80                                         
AAD-12 EGLVDWACQAPRVHAHQWAA                                         
                                                                    
gi|295 AAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYK 
               60        70        80        90       100       110 
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 80.9  bits: 21.0 E():   16 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (11-61:1-43) 
 
               10        20        30        40        50        60 
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL 
                 : .:::    :::  : .   : :  :.   :  :    :  ..: .... 
gi|109           ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA---AGKATTEEQKLI 
                            10        20          30           40   
 
               70        80                                         
AAD-12 EGLVDWACQAPRVHAHQWAA                                         
       :                                                            
gi|109 EKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSK 
             50        60        70        80        90       100   
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 80.9  bits: 21.0 E():   16 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (11-61:1-43) 
 
               10        20        30        40        50        60 
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL 
                 : .:::    :::  : .   : :  :.   :  :    :  ..: .... 
gi|239           ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA---AGKATTEEQKLI 
                            10        20          30           40   
 
               70        80                                         
AAD-12 EGLVDWACQAPRVHAHQWAA                                         
       :                                                            
gi|239 EKINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSK 
             50        60        70        80        90       100   
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 80.3  bits: 21.0 E():   17 
Smith-Waterman score: 50; 32.1% identity (52.8% similar) in 53 aa overlap (10-61:25-68) 
 
                              10        20        30        40      
AAD-12                KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                               .: .:::    :::  : .   : :  :.      : 
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gi|398 MAVHQYTVALFLAVALVAGPAASYAADLGYG---PATPAAPAAGYTPAT--PA----APA 
               10        20        30           40              50  
 
           50        60        70        80                         
AAD-12 HAIP-GMDAAESERFLEGLVDWACQAPRVHAHQWAA                         
       .: : :  ..: ....:                                            
gi|398 EAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGAASNKAFAEGLSG 
              60        70        80        90       100       110  
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 80.0  bits: 22.1 E():   18 
Smith-Waterman score: 53; 34.8% identity (60.9% similar) in 23 aa overlap (1-23:564-586) 
 
                                             10        20        30 
AAD-12                               KLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::   .   :        
gi|217 QGQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYPTSLQQPGQGQQSG 
           540       550       560       570       580       590    
 
               40        50        60        70        80           
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA           
                                                                    
gi|217 QGQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQPATQLPTVCRMEGG 
           600       610       620       630       640       650    
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 79.9  bits: 21.4 E():   18 
Smith-Waterman score: 51; 28.3% identity (51.7% similar) in 60 aa overlap (16-70:2-60) 
 
               10        20        30        40        50           
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG-----MDAAE 
                      :. : : :.  :. .   .:   :  : ::.:::.     :     
gi|581               MGFITKAIPIV-LAALSTVNGARILEAGPHAEAIPNKYIVVMKREV 
                             10         20        30        40      
 
          60        70        80                                    
AAD-12 SERFLEGLVDWACQAPRVHAHQWAA                                    
       :.. ... . :  :.                                              
gi|581 SDEAFNAHTTWLSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRAYSGEFDDAMIKDISS 
          50        60        70        80        90       100      
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.3  bits: 20.7 E():   19 
Smith-Waterman score: 49; 43.8% identity (56.2% similar) in 16 aa overlap (62-77:8-23) 
 
              40        50        60        70        80            
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA            
                                     : :.:  : :  . ::               
gi|106                        NIQVDPSGQVQWPQQQPFPQPHQPFSQQPQQTFPQPQ 
                                      10        20        30        
 
gi|106 QTFPHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQP 
        40        50        60        70        80        90        
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 79.1  bits: 21.4 E():   20 
Smith-Waterman score: 51; 41.7% identity (66.7% similar) in 24 aa overlap (3-25:219-242) 
 
                                           10         20        30  
AAD-12                             KLGHVQQAGSAYIGYGMDT-TATPLRPLVKVH 
                                     :  ..: .  .:.:::: ::  .:       
gi|303 AGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALADVLGFGMDTETARKVRGEDDQR 
      190       200       210       220       230       240         
 
              40        50        60        70        80            
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA            
                                                                    
gi|303 GHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICSATFIQNIDNPAEADFYNPRAG 
      250       260       270       280       290       300         
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
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 initn:  36 init1:  36 opt:  36  Z-score: 78.3  bits: 16.3 E():   22 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (44-49:8-13) 
 
            20        30        40        50        60        70    
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::: .:                         
gi|131                        GPVGGVVHAHMMPLL                       
                                      10                            
 
            80 
AAD-12 HAHQWAA 
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.0  bits: 19.4 E():   23 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (13-30:24-41) 
 
                          10        20        30        40          
AAD-12            KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|379 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAA                              
                                                                    
gi|379 IKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTATVGD 
               70        80        90       100       110       120 
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.0  bits: 19.4 E():   23 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (13-30:24-41) 
 
                          10        20        30        40          
AAD-12            KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|144 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAA                              
                                                                    
gi|144 IKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTASVGD 
               70        80        90       100       110       120 
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.0  bits: 19.4 E():   23 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (13-30:24-41) 
 
                          10        20        30        40          
AAD-12            KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|121 MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSLSTFKNTE 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAA                              
                                                                    
gi|121 IKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDG 
               70        80        90       100       110       120 
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.0  bits: 20.7 E():   23 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (8-24:200-216) 
 
                                      10        20        30        
AAD-12                        KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
        40        50        60        70        80                  
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AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA                  
                                                                    
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 77.6  bits: 20.0 E():   24 
Smith-Waterman score: 47; 21.7% identity (52.2% similar) in 46 aa overlap (9-51:62-107) 
 
                                     10        20        30         
AAD-12                       KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE---TG 
                                     :..:.: . .. :     . . . .   .: 
gi|201 DATPVLDVAGKELDSRLSYRIISTFWGALGGDVYLGKSPNSDAPCANGIFRYNSDVGPSG 
              40        50        60        70        80        90  
 
          40        50        60        70        80                
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA                
        :  .::  .:   :.                                             
gi|201 TPVRFIGSSSHFGQGIFENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTI 
             100       110       120       130       140       150  
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 77.4  bits: 19.4 E():   25 
Smith-Waterman score: 45; 21.2% identity (45.9% similar) in 85 aa overlap (3-77:58-140) 
 
                                           10        20        30   
AAD-12                             KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     ::.  .:  ..: :    .   .: : ..  
gi|100 HDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHLAPTG-LFLG-GTKYMVIQGEPGVVIRG 
        30        40        50        60          70        80      
 
             40                  50        60        70        80 
AAD-12 ETGRPSLLIGRHAHAI----------PGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
       . :  .. : . . :.          ::.     ::. . :.: .  .   : :.    
gi|100 KKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQGYYVGSHHHHHH   
          90       100       110       120       130       140    
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 76.9  bits: 20.7 E():   27 
Smith-Waterman score: 49; 24.5% identity (49.0% similar) in 49 aa overlap (5-50:341-389) 
 
                                         10        20        30     
AAD-12                           KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ..  :.: . :: .    .  :  
gi|113 ASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMIPAEP 
              320       330       340       350       360       370 
 
           40           50        60        70        80 
AAD-12 GRPSLLIGRHAHAI---PGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
       :.  : .   : ..   ::                               
gi|113 GEAVLRLTSSAGVLSCQPGAPC                            
              380       390                              
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 76.7  bits: 21.8 E():   27 
Smith-Waterman score: 52; 46.7% identity (86.7% similar) in 15 aa overlap (1-15:286-300) 
 
                                             10        20        30 
AAD-12                               KLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     .::. ::.:.. .::                
gi|170 QLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQSGY 
         260       270       280       290       300       310      
 
               40        50        60        70        80           
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA           
                                                                    
gi|170 YPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQPGY 
         320       330       340       350       360       370      
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 76.5  bits: 21.8 E():   28 
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Smith-Waterman score: 52; 46.7% identity (86.7% similar) in 15 aa overlap (1-15:292-306) 
 
                                             10        20        30 
AAD-12                               KLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     .::. ::.:.. .::                
gi|217 QLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQSGY 
             270       280       290       300       310       320  
 
               40        50        60        70        80           
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA           
                                                                    
gi|217 YPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQPGY 
             330       340       350       360       370       380  
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 76.2  bits: 19.7 E():   29 
Smith-Waterman score: 46; 30.6% identity (52.8% similar) in 36 aa overlap (45-79:156-191) 
 
           20        30        40        50        60        70     
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|833 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
         130       140       150       160       170       180      
 
            80                   
AAD-12 HAHQWAA                   
       .. .::                    
gi|833 NVINWAEAENRYIAGDKGGHPFMKL 
         190       200       210 
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.2  bits: 19.0 E():   29 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (13-33:25-45) 
 
                           10        20        30        40         
AAD-12             KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                               .:. . :.:  :.:  .:  :                
gi|990 MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAA                             
                                                                    
gi|990 EAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVVVTASCD 
               70        80        90       100       110       120 
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.1  bits: 20.4 E():   29 
Smith-Waterman score: 48; 28.6% identity (60.7% similar) in 28 aa overlap (51-78:66-93) 
 
               30        40        50        60        70        80 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     .:. . . : :: .. .   ::.  ::.   
gi|729 STLSLVTKADGKIDMTVDLISPVTKRASLKIDSKKYNLFHEGELSASIVNPRLSWHQYTK 
          40        50        60        70        80        90      
 
gi|729 RDSREYKSDVELSLRSSDIALKITMPDYNSKIHYSRQGDQINMDIDGTLIEGHAQGTIRE 
         100       110       120       130       140       150      
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.0  bits: 21.4 E():   29 
Smith-Waterman score: 51; 46.7% identity (80.0% similar) in 15 aa overlap (1-15:609-623) 
 
                                             10        20        30 
AAD-12                               KLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     ..:.::: :..  ::                
gi|220 QGQQPGQGQQGHCPTSPQQTGQAQQPGQGQQIGQVQQPGQGQQGYYPISLQQSGQGQQSG 
      580       590       600       610       620       630         
 
               40        50        60        70        80           
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA           
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gi|220 QGQQSGQGHQLGQGQQSGQEQQGYDNPYHVNTEQQTASPKVAKVQQPATQLPIMCRMEGG 
      640       650       660       670       680       690         
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 75.9  bits: 19.7 E():   30 
Smith-Waterman score: 46; 30.6% identity (52.8% similar) in 36 aa overlap (45-79:167-202) 
 
           20        30        40        50        60        70     
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|164 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
        140       150       160       170       180       190       
 
            80                   
AAD-12 HAHQWAA                   
       .. .::                    
gi|164 NVINWAEAENRYIAGDKGGHPFMKL 
        200       210       220  
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.8  bits: 18.7 E():   30 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (50-62:5-17) 
 
      20        30        40        50        60        70          
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA 
                                     :.:::: .  :.:                  
gi|208                           MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACG 
                                         10        20        30     
 
      80                                                            
AAD-12 A                                                            
                                                                    
gi|208 LAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAGDVDGD 
           40        50        60        70        80        90     
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.7  bits: 20.8 E():   31 
Smith-Waterman score: 49; 33.3% identity (46.7% similar) in 30 aa overlap (14-43:90-119) 
 
                                10        20        30        40    
AAD-12                  KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     : ::   . :  : .   :. :: .   :: 
gi|259 GVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGR 
      60        70        80        90       100       110          
 
            50        60        70        80                        
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA                        
                                                                    
gi|259 FQDRHQKIRRFRRGDIIAIPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLA 
     120       130       140       150       160       170          
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.7  bits: 20.1 E():   31 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (11-38:1-31) 
 
               10        20           30        40        50        
AAD-12 KLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
                 : .:::  : :.:     : . . :  ..:.                    
gi|217           ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFK 
                         10        20        30        40        50 
 
        60        70        80                                      
AAD-12 RFLEGLVDWACQAPRVHAHQWAA                                      
                                                                    
gi|217 AALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKL 
               60        70        80        90       100       110 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.7  bits: 20.1 E():   31 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (11-38:1-31) 
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               10        20           30        40        50        
AAD-12 KLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
                 : .:::  : :.:     : . . :  ..:.                    
gi|217           ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFK 
                         10        20        30        40        50 
 
        60        70        80                                      
AAD-12 RFLEGLVDWACQAPRVHAHQWAA                                      
                                                                    
gi|217 AALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKL 
               60        70        80        90       100       110 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.7  bits: 20.1 E():   31 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (11-38:1-31) 
 
               10        20           30        40        50        
AAD-12 KLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
                 : .:::  : :.:     : . . :  ..:.                    
gi|217           ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINAGFK 
                         10        20        30        40        50 
 
        60        70        80                                      
AAD-12 RFLEGLVDWACQAPRVHAHQWAA                                      
                                                                    
gi|217 AALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKL 
               60        70        80        90       100       110 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.7  bits: 20.1 E():   31 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (11-38:1-31) 
 
               10        20           30        40        50        
AAD-12 KLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
                 : .:::  : :.:     : . . :  ..:.                    
gi|217           ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFK 
                         10        20        30        40        50 
 
        60        70        80                                      
AAD-12 RFLEGLVDWACQAPRVHAHQWAA                                      
                                                                    
gi|217 AALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKL 
               60        70        80        90       100       110 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.7  bits: 20.1 E():   31 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (11-38:1-31) 
 
               10        20           30        40        50        
AAD-12 KLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
                 : .:::  : :.:     : . . :  ..:.                    
gi|217           ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFK 
                         10        20        30        40        50 
 
        60        70        80                                      
AAD-12 RFLEGLVDWACQAPRVHAHQWAA                                      
                                                                    
gi|217 AALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKL 
               60        70        80        90       100       110 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.7  bits: 20.1 E():   31 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (11-38:1-31) 
 
               10        20           30        40        50        
AAD-12 KLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
                 : .:::  : :.:     : . . :  ..:.                    
gi|217           ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFK 
                         10        20        30        40        50 
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        60        70        80                                      
AAD-12 RFLEGLVDWACQAPRVHAHQWAA                                      
                                                                    
gi|217 AALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKL 
               60        70        80        90       100       110 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.7  bits: 20.1 E():   31 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (11-38:1-31) 
 
               10        20           30        40        50        
AAD-12 KLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
                 : .:::  : :.:     : . . :  ..:.                    
gi|217           ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINAGFK 
                         10        20        30        40        50 
 
        60        70        80                                      
AAD-12 RFLEGLVDWACQAPRVHAHQWAA                                      
                                                                    
gi|217 AALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKL 
               60        70        80        90       100       110 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.7  bits: 20.1 E():   31 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (11-38:1-31) 
 
               10        20           30        40        50        
AAD-12 KLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
                 : .:::  : :.:     : . . :  ..:.                    
gi|217           ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFK 
                         10        20        30        40        50 
 
        60        70        80                                      
AAD-12 RFLEGLVDWACQAPRVHAHQWAA                                      
                                                                    
gi|217 AALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKL 
               60        70        80        90       100       110 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.7  bits: 20.1 E():   31 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (11-38:1-31) 
 
               10        20           30        40        50        
AAD-12 KLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
                 : .:::  : :.:     : . . :  ..:.                    
gi|217           ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINAGFK 
                         10        20        30        40        50 
 
        60        70        80                                      
AAD-12 RFLEGLVDWACQAPRVHAHQWAA                                      
                                                                    
gi|217 AALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKL 
               60        70        80        90       100       110 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.7  bits: 20.1 E():   31 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (11-38:1-31) 
 
               10        20           30        40        50        
AAD-12 KLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
                 : .:::  : :.:     : . . :  ..:.                    
gi|217           ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFK 
                         10        20        30        40        50 
 
        60        70        80                                      
AAD-12 RFLEGLVDWACQAPRVHAHQWAA                                      
                                                                    
gi|217 AALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKL 
               60        70        80        90       100       110 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
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 initn:  42 init1:  42 opt:  47  Z-score: 75.7  bits: 20.1 E():   31 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (11-38:1-31) 
 
               10        20           30        40        50        
AAD-12 KLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
                 : .:::  : :.:     : . . :  ..:.                    
gi|217           ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFK 
                         10        20        30        40        50 
 
        60        70        80                                      
AAD-12 RFLEGLVDWACQAPRVHAHQWAA                                      
                                                                    
gi|217 AALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKL 
               60        70        80        90       100       110 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.7  bits: 20.1 E():   31 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (11-38:1-31) 
 
               10        20           30        40        50        
AAD-12 KLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
                 : .:::  : :.:     : . . :  ..:.                    
gi|217           ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFK 
                         10        20        30        40        50 
 
        60        70        80                                      
AAD-12 RFLEGLVDWACQAPRVHAHQWAA                                      
                                                                    
gi|217 AALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKL 
               60        70        80        90       100       110 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.7  bits: 20.1 E():   31 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (11-38:1-31) 
 
               10        20           30        40        50        
AAD-12 KLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
                 : .:::  : :.:     : . . :  ..:.                    
gi|217           ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFK 
                         10        20        30        40        50 
 
        60        70        80                                      
AAD-12 RFLEGLVDWACQAPRVHAHQWAA                                      
                                                                    
gi|217 AALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKL 
               60        70        80        90       100       110 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.7  bits: 20.1 E():   31 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (11-38:1-31) 
 
               10        20           30        40        50        
AAD-12 KLGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
                 : .:::  : :.:     : . . :  ..:.                    
gi|217           ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFK 
                         10        20        30        40        50 
 
        60        70        80                                      
AAD-12 RFLEGLVDWACQAPRVHAHQWAA                                      
                                                                    
gi|217 AALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKL 
               60        70        80        90       100       110 
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.0  bits: 20.4 E():   33 
Smith-Waterman score: 48; 21.2% identity (54.5% similar) in 33 aa overlap (7-39:348-380) 
 
                                       10        20        30       
AAD-12                         KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ..  : : . ::..    .  : :. 
gi|166 DQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGE 
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       320       330       340       350       360       370        
 
         40        50        60        70        80 
AAD-12 PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
        ..                                          
gi|166 AAIKLTSSAGVFSCRPGAPC                         
       380       390                                
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.0  bits: 20.4 E():   33 
Smith-Waterman score: 48; 21.2% identity (54.5% similar) in 33 aa overlap (7-39:348-380) 
 
                                       10        20        30       
AAD-12                         KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ..  : : . ::..    .  : :. 
gi|113 DQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGE 
       320       330       340       350       360       370        
 
         40        50        60        70        80 
AAD-12 PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
        ..                                          
gi|113 AAIKLTSSAGVFSCHPGAPC                         
       380       390                                
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 74.7  bits: 18.7 E():   35 
Smith-Waterman score: 43; 26.3% identity (57.9% similar) in 38 aa overlap (4-38:33-70) 
 
                                          10        20           30 
AAD-12                            KLGHVQQAGSAYIGYGMDTTAT---PLRPLVKV 
                                     ....:.::     .: :::   : : .. . 
gi|668 ASEAAAAAATPVAPTEGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPI 
             10        20        30        40        50        60   
 
               40        50        60        70        80           
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA           
         . .. :                                                     
gi|668 FADMAKKSPNVVFLKVDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKL 
             70        80        90       100       110       120   
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.1  bits: 18.7 E():   37 
Smith-Waterman score: 43; 29.6% identity (66.7% similar) in 27 aa overlap (10-36:9-35) 
 
               10        20        30        40        50        60 
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL 
                ::.    . ..:.  : .:.:. ..::                         
gi|244  MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQSCQRQFEEQQRFRNCQRYVKQE 
                10        20        30        40        50          
 
               70        80                                         
AAD-12 EGLVDWACQAPRVHAHQWAA                                         
                                                                    
gi|244 VQRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASE 
      60        70        80        90       100       110          
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 74.1  bits: 18.7 E():   37 
Smith-Waterman score: 43; 21.5% identity (46.8% similar) in 79 aa overlap (3-71:58-134) 
 
                                           10        20        30   
AAD-12                             KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     ::.  .:  ..: :    .   .: : ..  
gi|105 HDGSVWTESPNFPKFKPEEIAGIVKDFEEPGHLAPTG-LFLG-GTKYMVIQGEPGVVIRG 
        30        40        50        60          70        80      
 
             40                  50        60        70        80 
AAD-12 ETGRPSLLIGRHAHAI----------PGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
       . :  .. : . . :.          ::.     ::. . :.: .  .:          
gi|105 KKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQGYWVPSSNS      
          90       100       110       120       130              
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>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 72.7  bits: 16.4 E():   45 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (49-66:8-25) 
 
       20        30        40        50        60        70         
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :. ....:..   :             
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA      
                                      10        20        30        
 
       80 
AAD-12 AA 
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.5  bits: 19.8 E():   46 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (13-22:284-293) 
 
                                 10        20        30        40   
AAD-12                   KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
             50        60        70        80 
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                              
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET 
           320       330       340       350  
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.2  bits: 19.1 E():   48 
Smith-Waterman score: 44; 20.0% identity (50.8% similar) in 65 aa overlap (8-72:74-138) 
 
                                      10        20        30        
AAD-12                        KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     :..:. .:: . . .   :  :   :  .  
gi|383 SPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEEEE 
            50        60        70        80        90       100    
 
        40        50        60        70        80                  
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA                  
       .:. .      :.. : ... . :     : ..:.                          
gi|383 DLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEELEA 
           110       120       130       140       150       160    
 
gi|383 NVRAIEMDGLVWGASKFVAVGFGIKKLQINLVVEDEKVSTDELQAQIEEDEDHVQSTDVA 
           170       180       190       200       210       220    
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 72.1  bits: 16.4 E():   49 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (49-66:8-25) 
 
       20        30        40        50        60        70         
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :. ....:..   :             
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK   
                                      10        20        30        
 
       80 
AAD-12 AA 
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 71.9  bits: 18.4 E():   49 
Smith-Waterman score: 42; 27.8% identity (66.7% similar) in 36 aa overlap (45-80:28-62) 
 
           20        30        40        50        60        70     
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     :.: :...: : ... .:  : .    ... 
gi|157    MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQA-EFRQLANGAPDKTEAEIEAQ 
                  10        20        30         40        50       
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           80                                                       
AAD-12 AHQWAA                                                       
        .::.:                                                       
gi|157 IEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPAAKAADARLSAIASNRA 
         60        70        80        90       100       110       
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.6  bits: 20.1 E():   51 
Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (35-57:344-366) 
 
           10        20        30        40        50        60     
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
           320       330       340       350       360       370    
 
           70        80                                             
AAD-12 DWACQAPRVHAHQWAA                                             
                                                                    
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.6  bits: 17.7 E():   52 
Smith-Waterman score: 40; 30.0% identity (50.0% similar) in 30 aa overlap (37-66:13-42) 
 
         10        20        30        40        50        60       
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 
                                     :. :.    .. ::   :: :   .:  .: 
gi|144                   VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEW 
                                 10        20        30        40   
 
         70        80                                         
AAD-12 ACQAPRVHAHQWAA                                         
                                                              
gi|144 EPLTKKGNLWEVKSSKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
             50        60        70        80        90       
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.4 E():   52 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (41-64:1-24) 
 
               20        30        40        50        60        70 
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|215                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
               80                                                   
AAD-12 PRVHAHQWAA                                                   
                                                                    
gi|215 IPKAATGAYKSVEVKGDGGAGTVRIITLPEGSPITTMTVRTDAVNKEALSYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.4 E():   52 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (41-64:1-24) 
 
               20        30        40        50        60        70 
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|892                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
               80                                                   
AAD-12 PRVHAHQWAA                                                   
                                                                    
gi|892 IPKAAPGAYKSVEVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
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>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.4 E():   52 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (41-64:1-24) 
 
               20        30        40        50        60        70 
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|215                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
               80                                                   
AAD-12 PRVHAHQWAA                                                   
                                                                    
gi|215 IPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.4 E():   52 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (41-64:1-24) 
 
               20        30        40        50        60        70 
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|166                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
               80                                                   
AAD-12 PRVHAHQWAA                                                   
                                                                    
gi|166 IPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.8  bits: 19.4 E():   57 
Smith-Waterman score: 45; 28.6% identity (51.4% similar) in 35 aa overlap (44-78:258-291) 
 
            20        30        40        50        60        70    
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     :...:    .  : :  .  : :. :  :. 
gi|510 IGENIIGHLLIVFDGGKSQPACSWYDVPCSHSESIVYATGMVSGRCQHLAVPWTAQQ-RI 
       230       240       250       260       270       280        
 
            80                                                      
AAD-12 HAHQWAA                                                      
       .  ::                                                        
gi|510 NPIQWKFWRVFTSNIPAYPTSDTTNCVVLNTNVFKNDNTFEGEYHAFPDCARNLFKCRQQ 
        290       300       310       320       330       340       
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 44; 29.6% identity (59.3% similar) in 27 aa overlap (6-32:99-125) 
 
                                        10        20        30      
AAD-12                          KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG 
                                     :.:.:  . :: .  ..     .::.:    
gi|144 KDYLIMKRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQ 
       70        80        90       100       110       120         
 
          40        50        60        70        80                
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA                
                                                                    
gi|144 HESYEQDQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLP 
      130       140       150       160       170       180         
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 44; 27.8% identity (52.8% similar) in 36 aa overlap (21-56:64-96) 
 
                         10        20        30        40        50 
AAD-12           KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                                     :  .. .  . :.  ::   . . :  .:  
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gi|481 AGKATTEEQKLIEDINVGFKAAVAARQRPAADKFKTFEAASPRHPRP---LRQGAGLVPK 
            40        50        60        70        80           90 
 
               60        70        80                               
AAD-12 MDAAESERFLEGLVDWACQAPRVHAHQWAA                               
       .::: :                                                       
gi|481 LDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGE 
              100       110       120       130       140       150 
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.5  bits: 19.4 E():   59 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (34-50:225-240) 
 
            10        20        30        40        50        60    
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
            70        80                                            
AAD-12 VDWACQAPRVHAHQWAA                                            
                                                                    
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.5  bits: 19.4 E():   59 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (34-50:225-240) 
 
            10        20        30        40        50        60    
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
            70        80                                            
AAD-12 VDWACQAPRVHAHQWAA                                            
                                                                    
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 70.3  bits: 19.5 E():   61 
Smith-Waterman score: 45; 27.5% identity (54.9% similar) in 51 aa overlap (29-76:119-169) 
 
                 10        20        30        40         50        
AAD-12   KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESE 
                                     .::  .: : :..   .:.:  :..    . 
gi|908 LWIIFSKNLNIKLNMPLYIAGNKTIDGRGAEVHIGNGGPCLFMRTVSHVILHGLNIHGCN 
       90       100       110       120       130       140         
 
        60          70        80                                    
AAD-12 RFLEG--LVDWACQAPRVHAHQWAA                                    
         . :  :.. :  .  :::.                                        
gi|908 TSVSGNVLISEASGVVPVHAQDGDAITMRNVTDVWIDHNSLSDSSDGLVDVTLASTGVTI 
      150       160       170       180       190       200         
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 70.1  bits: 19.1 E():   62 
Smith-Waterman score: 44; 47.4% identity (63.2% similar) in 19 aa overlap (55-70:72-90) 
 
           30        40        50        60           70        80  
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW---ACQAPRVHAHQWAA  
                                     :.. ::   :::   ::.:            
gi|144 TISKQVVFLIHGFLSTGNNENFVAMSKALIEKDDFLVISVDWKKGACNAFASTKDALGYS 
              50        60        70        80        90       100  
 
gi|144 KAVGNTRHVGKFVADFTKLLVEKYKVLISNIRLIGHSLGAHTSGFAGKEVQKLKLGKYKE 
             110       120       130       140       150       160  
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
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 initn:  41 init1:  41 opt:  41  Z-score: 70.1  bits: 18.1 E():   62 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (20-27:34-41) 
 
                          10        20        30        40          
AAD-12            KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
      50        60        70        80                              
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAA                              
                                                                    
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 69.9  bits: 18.1 E():   63 
Smith-Waterman score: 44; 35.4% identity (54.2% similar) in 48 aa overlap (4-49:79-122) 
 
                                          10        20        30    
AAD-12                            KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
                                     :. . :.  :  : : ::. .  . :  :  
gi|160 LGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGN--ITVGEDGTAA-INIVDKQIPL 
       50        60        70        80          90        100      
 
            40          50        60        70        80 
AAD-12 TGRPSLLIGRHA--HAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
       :: :  .::: .  :. :                                
gi|160 TG-PHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG  
          110       120       130       140       150    
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.9  bits: 19.5 E():   64 
Smith-Waterman score: 45; 23.4% identity (44.7% similar) in 47 aa overlap (7-50:347-393) 
 
                                       10        20        30       
AAD-12                         KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ... : :   :: .    .  : :  
gi|625 DPMKKNVLVRADAPHTESMKWNWRSEKDLLENGAIFVASGCDPHLTPEQKSHLIPAEPGS 
        320       330       340       350       360       370       
 
         40           50        60        70        80 
AAD-12 PSLLIGRHA---HAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
         : .   :   . .::                               
gi|625 AVLQLTSCAGTLKCVPGKPC                            
        380       390                                  
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.8  bits: 18.1 E():   64 
Smith-Waterman score: 41; 20.8% identity (79.2% similar) in 24 aa overlap (41-64:1-24) 
 
               20        30        40        50        60        70 
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:....:.:       
gi|134                               MGVQTHVLELTSSVSAEKIFQGFVIDVDTV 
                                             10        20        30 
 
               80                                                   
AAD-12 PRVHAHQWAA                                                   
                                                                    
gi|134 LPKAAPGAYKSVEIKGDGGPGTLKIITLPDGGPITTMTLRIDGVNKEALTFDYSVIDGDI 
               40        50        60        70        80        90 
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.8  bits: 19.1 E():   65 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (33-76:254-299) 
 
             10        20        30          40        50        60 
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
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           230       240       250       260       270       280    
 
               70        80              
AAD-12 EGLVDWACQAPRVHAHQWAA              
        .. :   . :.:. :                  
gi|261 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFS 
           290       300       310       
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 18.8 E():   65 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (64-77:29-42) 
 
            40        50        60        70        80              
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA              
                                     :.:  : :  . ::                 
gi|170   MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQT 
                 10        20        30        40        50         
 
gi|170 FPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQ 
       60        70        80        90       100       110         
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.6  bits: 19.8 E():   66 
Smith-Waterman score: 46; 22.4% identity (57.1% similar) in 49 aa overlap (34-78:15-63) 
 
            10        20        30        40        50        60    
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     :. : :. . :  : : ..:...... ..  
gi|601                 MRGALAGLSLATLATASPVLVNSIHNDAAPIISASNAKEIADNY 
                               10        20        30        40     
 
                70        80                                        
AAD-12 V----DWACQAPRVHAHQWAA                                        
       .    : . :   .. : :                                          
gi|601 MIKFKDHVTQNLAAEHHGWVQDLHEKTQVAKTELRKRSQSPMVDDIFNGLKHTYNIAGGL 
           50        60        70        80        90       100     
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 69.4  bits: 21.2 E():   68 
Smith-Waterman score: 50; 44.4% identity (63.0% similar) in 27 aa overlap (37-62:636-662) 
 
         10        20        30        40         50        60      
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVD 
                                     :: : : : : .:::  . ..:  :.:    
gi|278 SRGPSGPPGPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIG 
         610       620       630       640       650       660      
 
          70        80                                              
AAD-12 WACQAPRVHAHQWAA                                              
                                                                    
gi|278 SPGRDGARGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAG 
         670       680       690       700       710       720      
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.3  bits: 17.8 E():   69 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (13-30:25-42) 
 
                           10        20        30        40         
AAD-12             KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                               .:. . :.:  ..: ..:                   
gi|144 MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAA                             
                                                                    
gi|144 EIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVEVTASVD 
               70        80        90       100       110       120 
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 69.2  bits: 15.7 E():   69 
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Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (49-66:8-25) 
 
       20        30        40        50        60        70         
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :  ....:..   :             
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA      
                                      10        20        30        
 
       80 
AAD-12 AA 
 
>>gi|4587985|gb|AAD25927.1|AF084828_1 major allergenic p  (342 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 69.2  bits: 19.1 E():   70 
Smith-Waterman score: 49; 24.1% identity (56.9% similar) in 58 aa overlap (8-63:134-186) 
 
                                      10        20        30        
AAD-12                        KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG-- 
                                     : .::::   . . . .  ...:  ..:   
gi|458 MPRKPGMTRDDLFNSNASIVRDLAKVVAKVAPKAYIGVISNPVNSTVPIVAEVFKKAGVY 
           110       120       130       140       150       160    
 
          40        50        60        70        80                
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA                
        :. :.:     .  .:....  :: :.                                 
gi|458 DPKRLFG-----VTTLDTTRAATFLSGIAGSDPQTTNVPVIGGHSGVTIVPLISQAAQGD 
           170            180       190       200       210         
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.1  bits: 19.1 E():   70 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (30-48:99-117) 
 
                10        20        30        40        50          
AAD-12  KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
      60        70        80                                        
AAD-12 LEGLVDWACQAPRVHAHQWAA                                        
                                                                    
gi|908 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
      130       140       150       160       170       180         
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.1  bits: 19.1 E():   71 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (30-48:100-118) 
 
                10        20        30        40        50          
AAD-12  KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
      60        70        80                                        
AAD-12 LEGLVDWACQAPRVHAHQWAA                                        
                                                                    
gi|118 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     130       140       150       160       170       180          
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.0  bits: 19.5 E():   71 
Smith-Waterman score: 46; 22.4% identity (55.2% similar) in 67 aa overlap (5-69:52-109) 
 
                                         10        20        30     
AAD-12                           KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     ....:: :.: :.. ..  .  ..       
gi|144 VEADVKLSDGYLARAAVPSGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIG----- 
              30        40        50        60        70            
 
           40        50        60          70        80             
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVD-WA-CQAPRVHAHQWAA             
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         :.: .:.      :.:    .. :.: :. :. :.                        
gi|144 --PAL-VGKDPTDQVGIDNFMVQQ-LDGTVNEWGWCKQKLGANAILAVSLAVCKAGAHVK 
            80        90        100       110       120       130   
 
gi|144 GIPLYEHIANLAGNKNLVLPVPAFNVINGGSHAGNKLAMQEFMILPVGASSFKEAMKMGA 
            140       150       160       170       180       190   
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.0  bits: 19.5 E():   71 
Smith-Waterman score: 46; 22.4% identity (55.2% similar) in 67 aa overlap (5-69:52-109) 
 
                                         10        20        30     
AAD-12                           KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     ....:: :.: :.. ..  .  ..       
gi|144 VEADVKLSDGYLARAAVPRGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIG----- 
              30        40        50        60        70            
 
           40        50        60          70        80             
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVD-WA-CQAPRVHAHQWAA             
         :.: .:.      :.:    .. :.: :. :. :.                        
gi|144 --PAL-VGKDPTDQVGIDNFMVQQ-LDGTVNEWGWCKQKLGANAILAVSLAVCKAGAHVK 
            80        90        100       110       120       130   
 
gi|144 GIPLYKHVANLAGNKNLVLPVPAFNVINGGSHAGNKLAMQEFMILPVGASSFKEAMKMGA 
            140       150       160       170       180       190   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.7  bits: 17.4 E():   74 
Smith-Waterman score: 39; 31.8% identity (54.5% similar) in 22 aa overlap (44-65:20-41) 
 
            20        30        40        50        60        70    
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::  . . : :. :    :..:         
gi|191            MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
            80                                                      
AAD-12 HAHQWAA                                                      
                                                                    
gi|191 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.7  bits: 17.4 E():   74 
Smith-Waterman score: 39; 31.8% identity (54.5% similar) in 22 aa overlap (44-65:20-41) 
 
            20        30        40        50        60        70    
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::  . . : :. :    :..:         
gi|730            MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
            80                                                      
AAD-12 HAHQWAA                                                      
                                                                    
gi|730 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 68.7  bits: 18.1 E():   74 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (43-59:17-30) 
 
             20        30        40        50        60        70   
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|212               VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                             10        20           30        40    
 
             80                                                     
AAD-12 VHAHQWAA                                                     
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gi|212 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
            50        60        70        80        90       100    
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 68.6  bits: 18.1 E():   75 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (43-59:18-31) 
 
             20        30        40        50        60        70   
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|116              AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
             80                                                     
AAD-12 VHAHQWAA                                                     
                                                                    
gi|116 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 68.6  bits: 18.1 E():   75 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (43-59:18-31) 
 
             20        30        40        50        60        70   
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|144              AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
             80                                                     
AAD-12 VHAHQWAA                                                     
                                                                    
gi|144 LTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 40; 27.7% identity (48.9% similar) in 47 aa overlap (36-74:88-134) 
 
          10        20        30        40               50         
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-------IPGMDAAESER 
                                     :   .:::..:        .::     ..  
gi|189 AGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRD 
        60        70        80        90       100       110        
 
       60         70        80     
AAD-12 FLEGLVDWA-CQAPRVHAHQWAA     
       : . ::  . :..  ::           
gi|189 FAKVLVTPGQCNVLTVHNAPYCLGLDI 
       120       130       140     
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 68.6  bits: 15.7 E():   75 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (49-66:8-25) 
 
       20        30        40        50        60        70         
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :  ....:..   :             
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK   
                                      10        20        30        
 
       80 
AAD-12 AA 
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 40; 30.0% identity (56.7% similar) in 30 aa overlap (23-52:115-144) 
 
                       10        20        30        40        50   
AAD-12         KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ..:  ..:    :.: 
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gi|439 CRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKVLVTPGQCNVLTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
             60        70        80 
AAD-12 AAESERFLEGLVDWACQAPRVHAHQWAA 
                                    
gi|439 I                            
                                    
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 40; 26.7% identity (60.0% similar) in 30 aa overlap (23-52:115-144) 
 
                       10        20        30        40        50   
AAD-12         KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::   .:. ...  ..:    :.: 
gi|217 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
             60        70        80 
AAD-12 AAESERFLEGLVDWACQAPRVHAHQWAA 
                                    
gi|217 I                            
                                    
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.5  bits: 19.1 E():   76 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (33-76:290-335) 
 
             10        20        30          40        50        60 
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
               70        80                                    
AAD-12 EGLVDWACQAPRVHAHQWAA                                    
        .. :   . :.:. :                                        
gi|124 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.5  bits: 19.1 E():   76 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (33-76:290-335) 
 
             10        20        30          40        50        60 
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
               70        80                                    
AAD-12 EGLVDWACQAPRVHAHQWAA                                    
        .. :   . :.:. :                                        
gi|124 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.5  bits: 19.1 E():   76 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (33-76:290-335) 
 
             10        20        30          40        50        60 
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
               70        80                                    
AAD-12 EGLVDWACQAPRVHAHQWAA                                    
        .. :   . :.:. :                                        
gi|268 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
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     320       330       340       350       360       370     
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 68.3  bits: 18.1 E():   78 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (43-59:27-40) 
 
             20        30        40        50        60        70   
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|194     MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEA 
                   10        20        30           40        50    
 
             80                                                     
AAD-12 VHAHQWAA                                                     
                                                                    
gi|194 LTQYKCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVL 
            60        70        80        90       100       110    
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.2  bits: 18.8 E():   79 
Smith-Waterman score: 43; 27.8% identity (55.6% similar) in 36 aa overlap (13-48:234-269) 
 
                                 10        20        30        40   
AAD-12                   KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::  ..   .: . :.:   :.. :  .:  
gi|324 DPRTLNKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVIL 
           210       220       230       240       250       260    
 
             50        60        70        80        
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA        
         .::.                                        
gi|324 SISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV 
           270       280       290       300         
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 68.2  bits: 15.7 E():   79 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (3-23:5-25) 
 
                 10        20        30        40        50         
AAD-12   KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 
           :.: .: :  : : .   :.:                                    
gi|462 TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXLSSA                        
               10        20        30                               
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 68.1  bits: 19.5 E():   80 
Smith-Waterman score: 45; 23.5% identity (58.8% similar) in 51 aa overlap (11-58:265-315) 
 
                                   10        20        30           
AAD-12                     KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG-RPSL 
                                     : .. :..:..  . ::.: .     . :  
gi|144 AVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGGVMTPLIKRNTTIPTKKSE 
          240       250       260       270       280       290     
 
      40        50          60        70        80                  
AAD-12 LIGRHAHAIPG--MDAAESERFLEGLVDWACQAPRVHAHQWAA                  
        .. ..   ::  ... :.::                                        
gi|144 TFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAPRGVPQIEVTFDLDANGIM 
          300       310       320       330       340       350     
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.9  bits: 15.1 E():   82 
Smith-Waterman score: 36; 44.0% identity (56.0% similar) in 25 aa overlap (2-26:2-24) 
 
               10        20        30        40        50        60 
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL 
        ::..  :  :  : :. : :::  :                                   
gi|751 DLGYAP-ATPAAPGAGY-TPATPAAP                                   
                10         20                                       
 
>>gi|549194|sp|P35787.1|VA5_VESVI RecName: Full=Venom al  (206 aa) 
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 initn:  41 init1:  41 opt:  41  Z-score: 67.7  bits: 18.1 E():   84 
Smith-Waterman score: 42; 24.2% identity (54.5% similar) in 66 aa overlap (15-80:36-94) 
 
                               10        20        30        40     
AAD-12                 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                                     ::.  : .  . ..::: .  : ..  : . 
gi|549 KIKCLKGGVHTACKYGTSTKPNCGKMVVKAYGL--TEAEKQEILKVHNDF-RQKVAKGLE 
          10        20        30          40        50         60   
 
           50        60        70        80                         
AAD-12 AHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA                         
       ... ::       . ...:: :  .   . :. ::.                         
gi|549 TRGNPG--PQPPAKNMNNLV-WNDELANI-AQVWASQCNYGHDTCKDTEKYPVGQNIAKR 
               70        80          90       100       110         
 
gi|549 STTAALFDSPGKLVKMWENEVKDFNPNIEWSKNNLKKTGHYTQMVWAKTKEIGCGSVKYV 
      120       130       140       150       160       170         
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 67.7  bits: 19.5 E():   84 
Smith-Waterman score: 45; 26.4% identity (47.2% similar) in 53 aa overlap (6-49:338-387) 
 
                                        10        20        30      
AAD-12                          KLGHVQQAGSAYIGYGMDTTATPLRPLVKV----- 
                                     :: :   .. :.. :   ::   ..      
gi|258 RGNLDFVQPPRGRQEREHEERQQEQLQQERQQQGEQLMANGLEETFCSLRLKENIGNPER 
       310       320       330       340       350       360        
 
                   40        50        60        70        80       
AAD-12 ----HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA       
            :..:: : :   ..: .:                                      
gi|258 ADIFSPRAGRISTL---NSHNLPILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYVIRG 
       370       380          390       400       410       420     
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.6  bits: 15.1 E():   85 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (20-26:5-11) 
 
               10        20        30        40        50        60 
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL 
                          : .:.::                                   
gi|751                TKSQTHVPIRPNKLVLKVQKDRATN                     
                              10        20                          
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.3  bits: 15.1 E():   88 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (32-42:10-20) 
 
              10        20        30        40        50        60  
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
                                     :.:  :..: :                    
gi|147                      AKITFTNNXPNTVWPGILTGFGQKPQ              
                                    10        20                    
 
              70        80 
AAD-12 GLVDWACQAPRVHAHQWAA 
 
>>gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia mutic  (284 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 67.1  bits: 18.5 E():   91 
Smith-Waterman score: 42; 36.8% identity (73.7% similar) in 19 aa overlap (43-61:63-80) 
 
             20        30        40        50        60        70   
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     .:: ..  ..::: .:. :            
gi|219 EDSKAKIEEDLTSLQKKYTNLENEFDQVNEKHADSVAKLEAAE-KRLTETEDEIKGYTRK 
             40        50        60        70         80        90  
 
             80                                                     
AAD-12 VHAHQWAA                                                     
                                                                    
gi|219 IQLLEDDLERTQTKLDEATGKLEEATKSADESERGRKVLESRSLADDDRIDGLEKQVKDA 
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             100       110       120       130       140       150  
 
>>gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-termi  (34 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 67.1  bits: 15.4 E():   91 
Smith-Waterman score: 33; 25.0% identity (58.3% similar) in 24 aa overlap (49-72:8-31) 
 
       20        30        40        50        60        70         
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     : . :.   ..::. . .  . ::       
gi|691                        AIGDKPGPKITATYXXKWLEAKATFYGSNPRGAA    
                                      10        20        30        
 
       80 
AAD-12 AA 
 
>>gi|69552|pir||MEHB2 melittin, minor - honeybee          (27 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.0  bits: 15.1 E():   91 
Smith-Waterman score: 32; 30.8% identity (61.5% similar) in 13 aa overlap (60-72:13-25) 
 
      30        40        50        60        70        80 
AAD-12 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     : .:..:  .  :         
gi|695                   GIGAVLKVLTTGLPALISWISRKKRQQ       
                                 10        20              
 
>>gi|289064179|gb|ADC80503.1| non-specific lipid transfe  (118 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.6  bits: 17.1 E():   96 
Smith-Waterman score: 38; 66.7% identity (88.9% similar) in 9 aa overlap (45-53:81-89) 
 
           20        30        40        50        60        70     
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     : ::::..:                      
gi|289 ASCCSGVRSLNAAAKTTPDRQAVCNCLKSAAGAIPGFNANNAGILPGKCGVSIPYKISTS 
               60        70        80        90       100       110 
 
           80   
AAD-12 AHQWAA   
                
gi|289 TNCATIKF 
                
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 66.5  bits: 14.4 E():   97 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (17-24:10-17) 
 
               10        20        30        40        50        60 
AAD-12 KLGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL 
                       :.:  :::                                     
gi|244        IGNEDCTPWMSTLITPLP                                    
                      10                                            
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.3  bits: 16.8 E(): 1e 
Smith-Waterman score: 37; 38.9% identity (50.0% similar) in 18 aa overlap (49-66:25-42) 
 
       20        30        40        50        60        70         
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     ::   :: :   .:  .:             
gi|126       TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTKKGNLWEV 
                     10        20        30        40        50     
 
       80                                          
AAD-12 AA                                          
                                                   
gi|126 KSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
           60        70        80        90        
 
>>gi|1359600|emb|CAA64868.1| chitinase Ib [Castanea sati  (316 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 66.3  bits: 18.5 E(): 1e 
Smith-Waterman score: 42; 31.2% identity (53.1% similar) in 32 aa overlap (1-32:191-220) 
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                                             10        20        30 
AAD-12                               KLGHVQQAGSAYIGYGMDTTATPLRPLVKV 
                                     .: :  . :.:  . : :   .:   :: . 
gi|135 FVMENNKQTYCTSKSWPCVFGKQYYGRGPIQLTHNYNYGQAGKAIGADLINNP--DLVAT 
              170       180       190       200       210           
 
               40        50        60        70        80           
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA           
       .:                                                           
gi|135 NPTISFKTAIWFWMTPQANKPSSHDVIIGNWRPSAADTSAGRVPSYGVITNIINGGLECG 
      220       230       240       250       260       270         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:59 2011 done: Fri Jan 21 00:02:59 2011 
 Total Scan time:  0.060 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 172  - 251 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     1     2:* 
  32     3     8:= * 
  34    18    22:====== * 
  36    39    44:============= * 
  38    44    73:===============         * 
  40    72   102:========================         * 
  42   112   125:======================================   * 
  44   131   138:============================================ * 
  46   160   140:==============================================*======= 
  48   121   134:=========================================   * 
  50   108   122:====================================    * 
  52   117   108:===================================*=== 
  54   120    92:==============================*========= 
  56    95    77:=========================*====== 
  58    75    63:====================*==== 
  60    51    51:================* 
  62    60    41:=============*====== 
  64    27    33:========= * 
  66    19    26:======= * 
  68    27    20:======*== 
  70    14    16:=====* 
  72    13    12:===*= 
  74     9    10:===* 
  76    21     8:==*==== 
  78     9     6:=*= 
  80     6     5:=* 
  82     4     3:*= 
  84     1     3:* 
  86     1     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
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  94     0     1:*         :* 
  96     3     1:*         :*== 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     1     0:=         *= 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     1     0:=         *= 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.32030.00294; mu= 7.7638 0.154 
 mean_var=32.9433 8.861, 0's: 2 Z-trim: 4  B-trim: 5 in 1/43 
 Lambda= 0.223455 
 Kolmogorov-Smirnov  statistic: 0.0671 (N=29) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   73 28.5    0.14 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   66 26.2    0.67 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   58 23.6     1.4 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   56 22.9     1.7 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   64 25.6     1.9 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   56 23.0     2.3 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   56 23.0     2.3 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   57 23.3     4.5 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   56 23.0     4.8 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   56 23.0     6.4 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   53 22.0     8.2 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   49 20.7     9.8 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 18.7      11 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   47 20.0      12 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   51 21.4      14 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   48 20.4      15 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   49 20.7      15 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 21.1      15 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   50 21.1      16 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   50 21.1      16 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   50 21.1      17 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   51 21.4      18 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   49 20.7      19 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   51 21.4      20 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 16.4      21 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   52 21.7      22 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.4      22 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.4      22 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.4      22 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 20.7      23 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   47 20.1      24 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   45 19.4      24 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 20.7      26 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   51 21.4      28 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 19.1      28 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   46 19.7      28 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   48 20.4      29 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 18.7      29 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   46 19.8      30 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 20.1      30 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 20.1      30 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 20.1      30 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 20.1      30 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 20.1      30 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 20.1      30 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 20.1      30 
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gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 20.1      30 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 20.1      30 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 20.1      30 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 20.1      30 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 20.1      30 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 20.1      30 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 20.1      30 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   49 20.8      31 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   48 20.4      33 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   48 20.4      33 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   43 18.8      34 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   43 18.8      37 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   43 18.8      37 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   42 18.4      37 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   42 18.4      37 
gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* ( 815)   50 21.1      42 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 16.4      43 
gi|21743|emb|CAA43331.1| high molecular weight glu ( 830)   50 21.1      43 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 19.8      46 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   49 20.8      46 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 16.4      46 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   44 19.1      47 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.4      48 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   40 17.8      50 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.4      51 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   42 18.4      51 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.4      51 
gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   42 18.4      51 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 20.1      52 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   45 19.5      56 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   44 19.1      57 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 19.1      58 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.5      59 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.5      59 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   45 19.5      61 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.1      61 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   44 19.1      62 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   41 18.1      62 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   41 18.1      63 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.5      64 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   44 19.1      65 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   43 18.8      65 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 15.8      66 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   46 19.8      66 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 17.8      67 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.1      69 
gi|4587985|gb|AAD25927.1|AF084828_1 major allergen ( 342)   44 19.1      70 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   44 19.1      70 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   44 19.1      70 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   45 19.5      72 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.5      72 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 15.8      72 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 18.1      73 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   40 17.8      74 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 18.1      74 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 18.1      74 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   40 17.8      74 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   40 17.8      74 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   44 19.1      76 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   44 19.1      76 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   44 19.1      76 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 15.8      76 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 18.1      77 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.1      78 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   43 18.8      78 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   45 19.5      80 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.1      81 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.1      84 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   45 19.5      85 
gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-t (  34)   33 15.5      87 
gi|69552|pir||MEHB2 melittin, minor - honeybee     (  27)   32 15.1      87 
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gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia m ( 284)   42 18.5      90 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 14.5      92 
gi|289064179|gb|ADC80503.1| non-specific lipid tra ( 118)   38 17.1      94 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   37 16.8      97 
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  73 init1:  73 opt:  73  Z-score: 117.9  bits: 28.5 E(): 0.14 
Smith-Waterman score: 73; 35.5% identity (54.8% similar) in 31 aa overlap (50-80:246-276) 
 
      20        30        40        50        60        70          
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:: :   . :     .: . 
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
 
      80                                                            
AAD-12 G                                                            
       :                                                            
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  66 init1:  66 opt:  66  Z-score: 105.6  bits: 26.2 E(): 0.67 
Smith-Waterman score: 66; 32.3% identity (54.8% similar) in 31 aa overlap (50-80:247-277) 
 
      20        30        40        50        60        70          
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:  :   . :.    .: . 
gi|232 APDIKTPKEALDLIMDAIDKAGYKGKVGIAMDVASSEFYKDGKYDLDFKNPESDPSKWLS 
        220       230       240       250       260       270       
 
      80                                                            
AAD-12 G                                                            
       :                                                            
gi|232 GPQLADLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKT 
        280       290       300       310       320       330       
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  50 init1:  50 opt:  58  Z-score: 99.8  bits: 23.6 E():  1.4 
Smith-Waterman score: 58; 40.0% identity (62.5% similar) in 40 aa overlap (30-65:79-117) 
 
                10        20        30          40          50      
AAD-12  LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHA--HAIPGMDAAES 
                                     .::. ::.:  ::   :  :   :.. :.  
gi|121 DLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPEN-RPALKTLIDGLASSHKARGIEKAQF 
       50        60        70        80         90       100        
 
          60        70        80                    
AAD-12 ERFLEGLVDWACQAPRVHAHQWAAG                    
       :.:  .:::.                                   
gi|121 EEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
       110       120       130       140       150  
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 98.3  bits: 22.9 E():  1.7 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (61-77:68-86) 
 
               40        50        60          70        80         
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAG         
                                     : .:..:  :: ... :.:            
gi|219 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
gi|219 SFDSDRSGLLLKQKVSDE 
       100       110      
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  43 init1:  43 opt:  64  Z-score: 97.3  bits: 25.6 E():  1.9 
Smith-Waterman score: 64; 34.3% identity (60.0% similar) in 35 aa overlap (2-36:140-171) 
 
                                            10        20        30  
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AAD-12                              LGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     :. ::.:..  ::     ..: .:    .: 
gi|736 RYYPSVTSPQQVSYYPGQASPQRPGQGQQPGQGQQSGQGQQGY---YPTSPQQPGQWQQP 
     110       120       130       140       150          160       
 
              40        50        60        70        80            
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG            
       : :.:                                                        
gi|736 EQGQPGYYPTSPQQPGQLQQPAQGQQPGQGQQGRQPGQGQPGYYPTSSQLQPGQLQQPAQ 
        170       180       190       200       210       220       
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 96.0  bits: 23.0 E():  2.3 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (61-77:68-86) 
 
               40        50        60          70        80         
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAG         
                                     : .:..:  :: ... :.:            
gi|184 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
gi|184 SFDSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 96.0  bits: 23.0 E():  2.3 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (61-77:68-86) 
 
               40        50        60          70        80         
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAG         
                                     : .:..:  :: ... :.:            
gi|456 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNF 
        40        50        60        70        80        90        
 
gi|456 SFGSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 90.8  bits: 23.3 E():  4.5 
Smith-Waterman score: 57; 24.5% identity (53.1% similar) in 49 aa overlap (4-49:345-393) 
 
                                          10        20        30    
AAD-12                            LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ... :.: . :: .    .  :  
gi|113 PDERSKKNVLGRHGEAAAESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEP 
          320       330       340       350       360       370     
 
            40           50        60        70        80 
AAD-12 GRPSLLIGRHAHAI---PGMDAAESERFLEGLVDWACQAPRVHAHQWAAG 
       :. .: .   : ..   ::                                
gi|113 GESALSLTSSAGVLSCQPGAPC                             
          380       390                                   
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 90.2  bits: 23.0 E():  4.8 
Smith-Waterman score: 56; 29.6% identity (53.7% similar) in 54 aa overlap (9-60:25-73) 
 
                               10        20        30         40    
AAD-12                 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET-GRPSLLIGRH 
                               .:  ::.  : :::  : . . : : . :.       
gi|249 MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPAT----- 
               10        20        30        40        50           
 
             50        60        70        80                       
AAD-12 AHAIP-GMDAAESERFLEGLVDWACQAPRVHAHQWAAG                       
         :.: :  ..: ....:                                           
gi|249 PAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGLA 
          60        70        80        90       100       110      
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 88.1  bits: 23.0 E():  6.4 
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Smith-Waterman score: 56; 27.0% identity (55.6% similar) in 63 aa overlap (21-75:46-108) 
 
                         10        20           30          40      
AAD-12           LGHVQQAGSAYIGYGMDTTATPLRPL---VKVHPETGRPSLL--IGRH-- 
                                     :::::    ...: ....:  :  .: .   
gi|253 IEEPEMIAPTPPGQFPHQQPISSPNRTSRNTPLRPESTEIETHHHANHPPALPVLGMQLP 
          20        30        40        50        60        70      
 
             50        60        70        80                       
AAD-12 -AHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG                       
          ..:  . :.:.  :.  .:   .::   .:                            
gi|253 VPGTVPESSRAQSRASLNLDIDLDLHAPSHPSHLSHGAPHEQEHAHEIQRHRAHSAQSSA 
          80        90       100       110       120       130      
 
gi|253 GLPPTGFASHLPPASSGPVSLGWNMYHVPPNLHLNANQFNFEVPGHMNVSGHPTHLEHSS 
         140       150       160       170       180       190      
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 86.1  bits: 22.0 E():  8.2 
Smith-Waterman score: 53; 43.8% identity (62.5% similar) in 16 aa overlap (61-76:27-42) 
 
               40        50        60        70        80           
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG           
                                     : :.:  : : .. ::               
gi|170     MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQ 
                   10        20        30        40        50       
 
gi|170 QTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQP 
         60        70        80        90       100       110       
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 84.6  bits: 20.7 E():  9.8 
Smith-Waterman score: 49; 22.4% identity (47.1% similar) in 85 aa overlap (2-75:58-140) 
 
                                            10        20        30  
AAD-12                              LGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     ::.  .:  ..: :    .   .: : ..  
gi|100 HDGSVWAQSPNFPQFKPEENAGIVKDFEEPGHLAPTG-LFLG-GTKYMVIQGEPGVVIRG 
        30        40        50        60          70        80      
 
              40                  50        60         70        80 
AAD-12 ETGRPSLLIGRHAHAI----------PGMDAAESERFLEGLVDWA-CQAPRVHAHQWAAG 
       . :  .. : . . :.          ::.     ::. . :.: . : . . : :      
gi|100 KKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQGYCGSHHHHHH      
          90       100       110       120       130       140      
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 84.0  bits: 18.7 E():   11 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (2-22:5-25) 
 
                  10        20        30        40        50        
AAD-12    LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 
           :.:..: :. .::  .  :.:                                    
gi|462 AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKNLNSA                       
               10        20        30                               
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 83.0  bits: 20.0 E():   12 
Smith-Waterman score: 47; 27.5% identity (50.0% similar) in 40 aa overlap (15-54:19-58) 
 
                   10        20        30        40        50       
AAD-12     LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
                         :.: ::  :. :.:.        .     :.:. : :. .   
gi|135 MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDVKDLL 
               10        20        30        40        50        60 
 
         60        70        80                           
AAD-12 RFLEGLVDWACQAPRVHAHQWAAG                           
                                                          
gi|135 LNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD 
               70        80        90       100       110 
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>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 82.1  bits: 21.4 E():   14 
Smith-Waterman score: 51; 36.1% identity (55.6% similar) in 36 aa overlap (7-37:21-56) 
 
                               10        20           30        40  
AAD-12               LGHVQQAGS--AYIGYGMDTTATP---LRPLVKVHPETGRPSLLIG 
                           :::  : .:::  : :.:     : . . :  ..:.     
gi|330 MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKAT 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG                      
                                                                    
gi|330 TEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESS 
               70        80        90       100       110       120 
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.5  bits: 20.4 E():   15 
Smith-Waterman score: 48; 25.6% identity (53.5% similar) in 43 aa overlap (14-56:23-65) 
 
                        10        20        30        40        50  
AAD-12          LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                             ...:  ..::  :.:   :. .    .     :::. : 
gi|344 MTGVKTHLQHELKRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPD 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 AAESERFLEGLVDWACQAPRVHAHQWAAG                                
         ..:                                                        
gi|344 EFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDS 
               70        80        90       100       110       120 
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.4  bits: 20.7 E():   15 
Smith-Waterman score: 49; 21.4% identity (44.3% similar) in 70 aa overlap (1-70:31-100) 
 
                                             10        20        30 
AAD-12                               LGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     :. :  . :::..::  .     . ::    
gi|616 NEIAXAKIDLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCA 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG           
        . :  .  : :  . :    ...   .     . .:. :                     
gi|616 SQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNK 
               70        80        90       100       110       120 
 
gi|616 IREALAQTHSAIAVIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYW 
              130       140       150       160       170       180 
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 81.1  bits: 21.1 E():   15 
Smith-Waterman score: 50; 32.1% identity (57.1% similar) in 28 aa overlap (10-37:1-28) 
 
               10        20        30        40        50        60 
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
                : .:::  : :.:    . . :  ..:.                        
gi|295          ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQKLIEKINAGFKAALA 
                        10        20        30        40        50  
 
               70        80                                         
AAD-12 GLVDWACQAPRVHAHQWAAG                                         
                                                                    
gi|295 AAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKT 
              60        70        80        90       100       110  
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 81.0  bits: 21.1 E():   16 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (10-60:1-43) 
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               10        20        30        40        50        60 
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
                : .:::    :::  : .   : :  :.   :  :    :  ..: ....: 
gi|109          ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA---AGKATTEEQKLIE 
                           10        20          30           40    
 
               70        80                                         
AAD-12 GLVDWACQAPRVHAHQWAAG                                         
                                                                    
gi|109 KINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL 
            50        60        70        80        90       100    
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 81.0  bits: 21.1 E():   16 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (10-60:1-43) 
 
               10        20        30        40        50        60 
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
                : .:::    :::  : .   : :  :.   :  :    :  ..: ....: 
gi|239          ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA---AGKATTEEQKLIE 
                           10        20          30           40    
 
               70        80                                         
AAD-12 GLVDWACQAPRVHAHQWAAG                                         
                                                                    
gi|239 KINAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKL 
            50        60        70        80        90       100    
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 80.4  bits: 21.1 E():   17 
Smith-Waterman score: 50; 32.1% identity (52.8% similar) in 53 aa overlap (9-60:25-68) 
 
                               10        20        30        40     
AAD-12                 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                               .: .:::    :::  : .   : :  :.      : 
gi|398 MAVHQYTVALFLAVALVAGPAASYAADLGYG---PATPAAPAAGYTPAT--PA----APA 
               10        20        30           40              50  
 
            50        60        70        80                        
AAD-12 HAIP-GMDAAESERFLEGLVDWACQAPRVHAHQWAAG                        
       .: : :  ..: ....:                                            
gi|398 EAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGAASNKAFAEGLSG 
              60        70        80        90       100       110  
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 80.0  bits: 21.4 E():   18 
Smith-Waterman score: 51; 28.3% identity (51.7% similar) in 60 aa overlap (15-69:2-60) 
 
               10        20        30        40             50      
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG-----MDAAES 
                     :. : : :.  :. .   .:   :  : ::.:::.     :    : 
gi|581              MGFITKAIPIV-LAALSTVNGARILEAGPHAEAIPNKYIVVMKREVS 
                            10         20        30        40       
 
          60        70        80                                    
AAD-12 ERFLEGLVDWACQAPRVHAHQWAAG                                    
       .. ... . :  :.                                               
gi|581 DEAFNAHTTWLSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRAYSGEFDDAMIKDISSH 
         50        60        70        80        90       100       
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.5  bits: 20.7 E():   19 
Smith-Waterman score: 49; 43.8% identity (56.2% similar) in 16 aa overlap (61-76:8-23) 
 
               40        50        60        70        80           
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG           
                                     : :.:  : :  . ::               
gi|106                        NIQVDPSGQVQWPQQQPFPQPHQPFSQQPQQTFPQPQ 
                                      10        20        30        
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gi|106 QTFPHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQP 
        40        50        60        70        80        90        
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 79.1  bits: 21.4 E():   20 
Smith-Waterman score: 51; 41.7% identity (66.7% similar) in 24 aa overlap (2-24:219-242) 
 
                                            10         20        30 
AAD-12                              LGHVQQAGSAYIGYGMDT-TATPLRPLVKVH 
                                     :  ..: .  .:.:::: ::  .:       
gi|303 AGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALADVLGFGMDTETARKVRGEDDQR 
      190       200       210       220       230       240         
 
               40        50        60        70        80           
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG           
                                                                    
gi|303 GHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICSATFIQNIDNPAEADFYNPRAG 
      250       260       270       280       290       300         
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 78.8  bits: 16.4 E():   21 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (43-48:8-13) 
 
             20        30        40        50        60        70   
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::: .:                         
gi|131                        GPVGGVVHAHMMPLL                       
                                      10                            
 
             80 
AAD-12 HAHQWAAG 
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 78.3  bits: 21.7 E():   22 
Smith-Waterman score: 52; 36.4% identity (63.6% similar) in 22 aa overlap (1-22:553-574) 
 
                                             10        20        30 
AAD-12                               LGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     .:.::: :..  ::   ..  :         
gi|217 GQQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYPTSVQQPGQGQQSGQ 
            530       540       550       560       570       580   
 
               40        50        60        70        80           
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG           
                                                                    
gi|217 GQQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQPATQLPTVCRMEGGD 
            590       600       610       620       630       640   
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.2  bits: 19.4 E():   22 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (12-29:24-41) 
 
                           10        20        30        40         
AAD-12             LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|379 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAG                             
                                                                    
gi|379 IKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTATVGD 
               70        80        90       100       110       120 
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.2  bits: 19.4 E():   22 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (12-29:24-41) 
 
                           10        20        30        40         
AAD-12             LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
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gi|144 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAG                             
                                                                    
gi|144 IKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTASVGD 
               70        80        90       100       110       120 
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.2  bits: 19.4 E():   22 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (12-29:24-41) 
 
                           10        20        30        40         
AAD-12             LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|121 MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSLSTFKNTE 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAG                             
                                                                    
gi|121 IKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDG 
               70        80        90       100       110       120 
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.1  bits: 20.7 E():   23 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (7-23:200-216) 
 
                                       10        20        30       
AAD-12                         LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
         40        50        60        70        80                 
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG                 
                                                                    
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 77.7  bits: 20.1 E():   24 
Smith-Waterman score: 47; 21.7% identity (52.2% similar) in 46 aa overlap (8-50:62-107) 
 
                                      10        20        30        
AAD-12                        LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE---TG 
                                     :..:.: . .. :     . . . .   .: 
gi|201 DATPVLDVAGKELDSRLSYRIISTFWGALGGDVYLGKSPNSDAPCANGIFRYNSDVGPSG 
              40        50        60        70        80        90  
 
           40        50        60        70        80               
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG               
        :  .::  .:   :.                                             
gi|201 TPVRFIGSSSHFGQGIFENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTI 
             100       110       120       130       140       150  
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 77.6  bits: 19.4 E():   24 
Smith-Waterman score: 45; 21.2% identity (45.9% similar) in 85 aa overlap (2-76:58-140) 
 
                                            10        20        30  
AAD-12                              LGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     ::.  .:  ..: :    .   .: : ..  
gi|100 HDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHLAPTG-LFLG-GTKYMVIQGEPGVVIRG 
        30        40        50        60          70        80      
 
              40                  50        60        70        80 
AAD-12 ETGRPSLLIGRHAHAI----------PGMDAAESERFLEGLVDWACQAPRVHAHQWAAG 
       . :  .. : . . :.          ::.     ::. . :.: .  .   : :.     
gi|100 KKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQGYYVGSHHHHHH    
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          90       100       110       120       130       140     
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 76.9  bits: 20.7 E():   26 
Smith-Waterman score: 49; 24.5% identity (49.0% similar) in 49 aa overlap (4-49:341-389) 
 
                                          10        20        30    
AAD-12                            LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ..  :.: . :: .    .  :  
gi|113 ASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMIPAEP 
              320       330       340       350       360       370 
 
            40           50        60        70        80 
AAD-12 GRPSLLIGRHAHAI---PGMDAAESERFLEGLVDWACQAPRVHAHQWAAG 
       :.  : .   : ..   ::                                
gi|113 GEAVLRLTSSAGVLSCQPGAPC                             
              380       390                               
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 76.5  bits: 21.4 E():   28 
Smith-Waterman score: 51; 36.4% identity (59.1% similar) in 22 aa overlap (1-22:565-586) 
 
                                             10        20        30 
AAD-12                               LGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     .:.::: :..  ::   .   :         
gi|217 GQQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYPTSLQQPGQGQQSGQ 
          540       550       560       570       580       590     
 
               40        50        60        70        80           
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG           
                                                                    
gi|217 GQQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQPATQLPTVCRMEGGD 
          600       610       620       630       640       650     
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.4  bits: 19.1 E():   28 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (12-32:25-45) 
 
                            10        20        30        40        
AAD-12              LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                               .:. . :.:  :.:  .:  :                
gi|990 MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAG                            
                                                                    
gi|990 EAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVVVTASCD 
               70        80        90       100       110       120 
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 76.4  bits: 19.7 E():   28 
Smith-Waterman score: 46; 30.6% identity (52.8% similar) in 36 aa overlap (44-78:156-191) 
 
            20        30        40        50        60        70    
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|833 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
         130       140       150       160       170       180      
 
             80                  
AAD-12 HAHQWAAG                  
       .. .::                    
gi|833 NVINWAEAENRYIAGDKGGHPFMKL 
         190       200       210 
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.2  bits: 20.4 E():   29 
Smith-Waterman score: 48; 28.6% identity (60.7% similar) in 28 aa overlap (50-77:66-93) 
 
      20        30        40        50        60        70          
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AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     .:. . . : :: .. .   ::.  ::.   
gi|729 STLSLVTKADGKIDMTVDLISPVTKRASLKIDSKKYNLFHEGELSASIVNPRLSWHQYTK 
          40        50        60        70        80        90      
 
      80                                                            
AAD-12 G                                                            
                                                                    
gi|729 RDSREYKSDVELSLRSSDIALKITMPDYNSKIHYSRQGDQINMDIDGTLIEGHAQGTIRE 
         100       110       120       130       140       150      
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 76.1  bits: 18.7 E():   29 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (49-61:5-17) 
 
       20        30        40        50        60        70         
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA 
                                     :.:::: .  :.:                  
gi|208                           MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACG 
                                         10        20        30     
 
       80                                                           
AAD-12 AG                                                           
                                                                    
gi|208 LAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAGDVDGD 
           40        50        60        70        80        90     
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  41 init1:  41 opt:  46  Z-score: 76.0  bits: 19.8 E():   30 
Smith-Waterman score: 46; 30.6% identity (52.8% similar) in 36 aa overlap (44-78:167-202) 
 
            20        30        40        50        60        70    
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|164 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
        140       150       160       170       180       190       
 
             80                  
AAD-12 HAHQWAAG                  
       .. .::                    
gi|164 NVINWAEAENRYIAGDKGGHPFMKL 
        200       210       220  
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.8  bits: 20.1 E():   30 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (10-37:1-31) 
 
               10        20           30        40        50        
AAD-12 LGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 
                : .:::  : :.:     : . . :  ..:.                     
gi|217          ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKA 
                        10        20        30        40        50  
 
        60        70        80                                      
AAD-12 FLEGLVDWACQAPRVHAHQWAAG                                      
                                                                    
gi|217 ALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
              60        70        80        90       100       110  
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.8  bits: 20.1 E():   30 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (10-37:1-31) 
 
               10        20           30        40        50        
AAD-12 LGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 
                : .:::  : :.:     : . . :  ..:.                     
gi|217          ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKA 
                        10        20        30        40        50  
 
        60        70        80                                      
AAD-12 FLEGLVDWACQAPRVHAHQWAAG                                      

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 6090



 

 

                                                                    
gi|217 ALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
              60        70        80        90       100       110  
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.8  bits: 20.1 E():   30 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (10-37:1-31) 
 
               10        20           30        40        50        
AAD-12 LGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 
                : .:::  : :.:     : . . :  ..:.                     
gi|217          ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKA 
                        10        20        30        40        50  
 
        60        70        80                                      
AAD-12 FLEGLVDWACQAPRVHAHQWAAG                                      
                                                                    
gi|217 ALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
              60        70        80        90       100       110  
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.8  bits: 20.1 E():   30 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (10-37:1-31) 
 
               10        20           30        40        50        
AAD-12 LGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 
                : .:::  : :.:     : . . :  ..:.                     
gi|217          ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINAGFKA 
                        10        20        30        40        50  
 
        60        70        80                                      
AAD-12 FLEGLVDWACQAPRVHAHQWAAG                                      
                                                                    
gi|217 ALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
              60        70        80        90       100       110  
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.8  bits: 20.1 E():   30 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (10-37:1-31) 
 
               10        20           30        40        50        
AAD-12 LGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 
                : .:::  : :.:     : . . :  ..:.                     
gi|217          ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKA 
                        10        20        30        40        50  
 
        60        70        80                                      
AAD-12 FLEGLVDWACQAPRVHAHQWAAG                                      
                                                                    
gi|217 ALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
              60        70        80        90       100       110  
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.8  bits: 20.1 E():   30 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (10-37:1-31) 
 
               10        20           30        40        50        
AAD-12 LGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 
                : .:::  : :.:     : . . :  ..:.                     
gi|217          ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKA 
                        10        20        30        40        50  
 
        60        70        80                                      
AAD-12 FLEGLVDWACQAPRVHAHQWAAG                                      
                                                                    
gi|217 ALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
              60        70        80        90       100       110  
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.8  bits: 20.1 E():   30 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (10-37:1-31) 
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               10        20           30        40        50        
AAD-12 LGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 
                : .:::  : :.:     : . . :  ..:.                     
gi|217          ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKA 
                        10        20        30        40        50  
 
        60        70        80                                      
AAD-12 FLEGLVDWACQAPRVHAHQWAAG                                      
                                                                    
gi|217 ALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
              60        70        80        90       100       110  
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.8  bits: 20.1 E():   30 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (10-37:1-31) 
 
               10        20           30        40        50        
AAD-12 LGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 
                : .:::  : :.:     : . . :  ..:.                     
gi|217          ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINAGFKA 
                        10        20        30        40        50  
 
        60        70        80                                      
AAD-12 FLEGLVDWACQAPRVHAHQWAAG                                      
                                                                    
gi|217 ALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
              60        70        80        90       100       110  
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.8  bits: 20.1 E():   30 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (10-37:1-31) 
 
               10        20           30        40        50        
AAD-12 LGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 
                : .:::  : :.:     : . . :  ..:.                     
gi|217          ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKA 
                        10        20        30        40        50  
 
        60        70        80                                      
AAD-12 FLEGLVDWACQAPRVHAHQWAAG                                      
                                                                    
gi|217 ALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
              60        70        80        90       100       110  
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.8  bits: 20.1 E():   30 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (10-37:1-31) 
 
               10        20           30        40        50        
AAD-12 LGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 
                : .:::  : :.:     : . . :  ..:.                     
gi|217          ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINAGFKA 
                        10        20        30        40        50  
 
        60        70        80                                      
AAD-12 FLEGLVDWACQAPRVHAHQWAAG                                      
                                                                    
gi|217 ALAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
              60        70        80        90       100       110  
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.8  bits: 20.1 E():   30 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (10-37:1-31) 
 
               10        20           30        40        50        
AAD-12 LGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 
                : .:::  : :.:     : . . :  ..:.                     
gi|217          ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKA 
                        10        20        30        40        50  
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        60        70        80                                      
AAD-12 FLEGLVDWACQAPRVHAHQWAAG                                      
                                                                    
gi|217 ALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
              60        70        80        90       100       110  
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.8  bits: 20.1 E():   30 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (10-37:1-31) 
 
               10        20           30        40        50        
AAD-12 LGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 
                : .:::  : :.:     : . . :  ..:.                     
gi|217          ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKA 
                        10        20        30        40        50  
 
        60        70        80                                      
AAD-12 FLEGLVDWACQAPRVHAHQWAAG                                      
                                                                    
gi|217 ALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
              60        70        80        90       100       110  
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.8  bits: 20.1 E():   30 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (10-37:1-31) 
 
               10        20           30        40        50        
AAD-12 LGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 
                : .:::  : :.:     : . . :  ..:.                     
gi|217          ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKA 
                        10        20        30        40        50  
 
        60        70        80                                      
AAD-12 FLEGLVDWACQAPRVHAHQWAAG                                      
                                                                    
gi|217 ALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
              60        70        80        90       100       110  
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 75.8  bits: 20.1 E():   30 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (10-37:1-31) 
 
               10        20           30        40        50        
AAD-12 LGHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 
                : .:::  : :.:     : . . :  ..:.                     
gi|217          ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKA 
                        10        20        30        40        50  
 
        60        70        80                                      
AAD-12 FLEGLVDWACQAPRVHAHQWAAG                                      
                                                                    
gi|217 ALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
              60        70        80        90       100       110  
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.7  bits: 20.8 E():   31 
Smith-Waterman score: 49; 33.3% identity (46.7% similar) in 30 aa overlap (13-42:90-119) 
 
                                 10        20        30        40   
AAD-12                   LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     : ::   . :  : .   :. :: .   :: 
gi|259 GVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGR 
      60        70        80        90       100       110          
 
             50        60        70        80                       
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG                       
                                                                    
gi|259 FQDRHQKIRRFRRGDIIAIPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLA 
     120       130       140       150       160       170          
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
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 initn:  48 init1:  48 opt:  48  Z-score: 75.1  bits: 20.4 E():   33 
Smith-Waterman score: 48; 21.2% identity (54.5% similar) in 33 aa overlap (6-38:348-380) 
 
                                        10        20        30      
AAD-12                          LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ..  : : . ::..    .  : :. 
gi|166 DQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGE 
       320       330       340       350       360       370        
 
          40        50        60        70        80 
AAD-12 PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG 
        ..                                           
gi|166 AAIKLTSSAGVFSCRPGAPC                          
       380       390                                 
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 75.1  bits: 20.4 E():   33 
Smith-Waterman score: 48; 21.2% identity (54.5% similar) in 33 aa overlap (6-38:348-380) 
 
                                        10        20        30      
AAD-12                          LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ..  : : . ::..    .  : :. 
gi|113 DQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGE 
       320       330       340       350       360       370        
 
          40        50        60        70        80 
AAD-12 PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG 
        ..                                           
gi|113 AAIKLTSSAGVFSCHPGAPC                          
       380       390                                 
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 74.9  bits: 18.8 E():   34 
Smith-Waterman score: 43; 26.3% identity (57.9% similar) in 38 aa overlap (3-37:33-70) 
 
                                           10        20             
AAD-12                             LGHVQQAGSAYIGYGMDTTAT---PLRPLVKV 
                                     ....:.::     .: :::   : : .. . 
gi|668 ASEAAAAAATPVAPTEGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPI 
             10        20        30        40        50        60   
 
      30        40        50        60        70        80          
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG          
         . .. :                                                     
gi|668 FADMAKKSPNVVFLKVDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKL 
             70        80        90       100       110       120   
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.3  bits: 18.8 E():   37 
Smith-Waterman score: 43; 29.6% identity (66.7% similar) in 27 aa overlap (9-35:9-35) 
 
               10        20        30        40        50        60 
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
               ::.    . ..:.  : .:.:. ..::                          
gi|244 MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQSCQRQFEEQQRFRNCQRYVKQEV 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 GLVDWACQAPRVHAHQWAAG                                         
                                                                    
gi|244 QRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASEL 
               70        80        90       100       110       120 
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 74.3  bits: 18.8 E():   37 
Smith-Waterman score: 43; 21.5% identity (46.8% similar) in 79 aa overlap (2-70:58-134) 
 
                                            10        20        30  
AAD-12                              LGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     ::.  .:  ..: :    .   .: : ..  
gi|105 HDGSVWTESPNFPKFKPEEIAGIVKDFEEPGHLAPTG-LFLG-GTKYMVIQGEPGVVIRG 
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        30        40        50        60          70        80      
 
              40                  50        60        70        80 
AAD-12 ETGRPSLLIGRHAHAI----------PGMDAAESERFLEGLVDWACQAPRVHAHQWAAG 
       . :  .. : . . :.          ::.     ::. . :.: .  .:           
gi|105 KKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQGYWVPSSNS       
          90       100       110       120       130               
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.1  bits: 18.4 E():   37 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (43-80:20-57) 
 
             20        30        40        50        60        70   
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::  . . : :. :    :..:   .:  : 
gi|191            MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
             80                                                     
AAD-12 HAHQWAAG                                                     
          .  ::                                                     
gi|191 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.1  bits: 18.4 E():   37 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (43-80:20-57) 
 
             20        30        40        50        60        70   
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::  . . : :. :    :..:   .:  : 
gi|730            MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
             80                                                     
AAD-12 HAHQWAAG                                                     
          .  ::                                                     
gi|730 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
 
>>gi|170743|gb|AAB02788.1| HMW glutenin subunit Ax2* [Tr  (815 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.1  bits: 21.1 E():   42 
Smith-Waterman score: 50; 50.0% identity (85.7% similar) in 14 aa overlap (1-14:287-300) 
 
                                             10        20        30 
AAD-12                               LGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     ::. ::.:.. .::                 
gi|170 LGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQSGYY 
        260       270       280       290       300       310       
 
               40        50        60        70        80           
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG           
                                                                    
gi|170 PTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQPGYY 
        320       330       340       350       360       370       
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 73.1  bits: 16.4 E():   43 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (48-65:8-25) 
 
        20        30        40        50        60        70        
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :. ....:..   :             
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA      
                                      10        20        30        
 
        80 
AAD-12 AAG 
 
>>gi|21743|emb|CAA43331.1| high molecular weight gluteni  (830 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 73.0  bits: 21.1 E():   43 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 6095



 

 

Smith-Waterman score: 50; 50.0% identity (85.7% similar) in 14 aa overlap (1-14:293-306) 
 
                                             10        20        30 
AAD-12                               LGHVQQAGSAYIGYGMDTTATPLRPLVKVH 
                                     ::. ::.:.. .::                 
gi|217 LGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQLGYYPTSPQQSGQGQSGYY 
            270       280       290       300       310       320   
 
               40        50        60        70        80           
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG           
                                                                    
gi|217 PTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQDQQSGQGQQPGQRQPGYY 
            330       340       350       360       370       380   
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.5  bits: 19.8 E():   46 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (12-21:284-293) 
 
                                  10        20        30        40  
AAD-12                    LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
              50        60        70        80 
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG 
                                               
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET  
           320       330       340       350   
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 72.5  bits: 20.8 E():   46 
Smith-Waterman score: 50; 21.4% identity (51.4% similar) in 70 aa overlap (2-71:213-276) 
 
                                            10        20        30  
AAD-12                              LGHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     :. :: :..  ::     ..: .:  . .: 
gi|220 YYPSSLQQPGQGQQIGQGQQGYYPTSLQQPGQGQQIGQGQQGY---YPTSPQHPGQRQQP 
            190       200       210       220          230          
 
              40        50        60        70        80            
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG            
         :.    ::.  .   : . .....  .:   .   .:.                     
gi|220 GQGQQ---IGQGQQLGQGRQIGQGQQSGQGQQGYYPTSPQQLGQGQQPGQWQQSGQGQQG 
     240          250       260       270       280       290       
 
gi|220 YYPTSQQQPGQGQQGQYPASQQQPGQGQQGQYPASQQQPGQGQQGQYPASQQQPGQGQQG 
        300       310       320       330       340       350       
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 72.4  bits: 16.4 E():   46 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (48-65:8-25) 
 
        20        30        40        50        60        70        
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :. ....:..   :             
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK   
                                      10        20        30        
 
        80 
AAD-12 AAG 
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 72.3  bits: 19.1 E():   47 
Smith-Waterman score: 44; 20.0% identity (50.8% similar) in 65 aa overlap (7-71:74-138) 
 
                                       10        20        30       
AAD-12                         LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     :..:. .:: . . .   :  :   :  .  
gi|383 SPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEEEE 
            50        60        70        80        90       100    
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         40        50        60        70        80                 
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG                 
       .:. .      :.. : ... . :     : ..:.                          
gi|383 DLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEELEA 
           110       120       130       140       150       160    
 
gi|383 NVRAIEMDGLVWGASKFVAVGFGIKKLQINLVVEDEKVSTDELQAQIEEDEDHVQSTDVA 
           170       180       190       200       210       220    
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 72.1  bits: 18.4 E():   48 
Smith-Waterman score: 42; 27.8% identity (66.7% similar) in 36 aa overlap (44-79:28-62) 
 
            20        30        40        50        60        70    
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     :.: :...: : ... .:  : .    ... 
gi|157    MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQA-EFRQLANGAPDKTEAEIEAQ 
                  10        20        30         40        50       
 
            80                                                      
AAD-12 AHQWAAG                                                      
        .::.:                                                       
gi|157 IEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPAAKAADARLSAIASNRA 
         60        70        80        90       100       110       
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.8  bits: 17.8 E():   50 
Smith-Waterman score: 40; 30.0% identity (50.0% similar) in 30 aa overlap (36-65:13-42) 
 
          10        20        30        40        50        60      
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 
                                     :. :.    .. ::   :: :   .:  .: 
gi|144                   VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEW 
                                 10        20        30        40   
 
          70        80                                        
AAD-12 ACQAPRVHAHQWAAG                                        
                                                              
gi|144 EPLTKKGNLWEVKSSKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
             50        60        70        80        90       
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.7  bits: 18.4 E():   51 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (40-63:1-24) 
 
      10        20        30        40        50        60          
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|215                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
      70        80                                                  
AAD-12 PRVHAHQWAAG                                                  
                                                                    
gi|215 IPKAATGAYKSVEVKGDGGAGTVRIITLPEGSPITTMTVRTDAVNKEALSYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.7  bits: 18.4 E():   51 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (40-63:1-24) 
 
      10        20        30        40        50        60          
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|166                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
      70        80                                                  
AAD-12 PRVHAHQWAAG                                                  
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gi|166 IPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.7  bits: 18.4 E():   51 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (40-63:1-24) 
 
      10        20        30        40        50        60          
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|892                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
      70        80                                                  
AAD-12 PRVHAHQWAAG                                                  
                                                                    
gi|892 IPKAAPGAYKSVEVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.7  bits: 18.4 E():   51 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (40-63:1-24) 
 
      10        20        30        40        50        60          
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|215                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
      70        80                                                  
AAD-12 PRVHAHQWAAG                                                  
                                                                    
gi|215 IPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.6  bits: 20.1 E():   52 
Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (34-56:344-366) 
 
            10        20        30        40        50        60    
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
           320       330       340       350       360       370    
 
            70        80                                            
AAD-12 DWACQAPRVHAHQWAAG                                            
                                                                    
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.9  bits: 19.5 E():   56 
Smith-Waterman score: 45; 28.6% identity (51.4% similar) in 35 aa overlap (43-77:258-291) 
 
             20        30        40        50        60        70   
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     :...:    .  : :  .  : :. :  :. 
gi|510 IGENIIGHLLIVFDGGKSQPACSWYDVPCSHSESIVYATGMVSGRCQHLAVPWTAQQ-RI 
       230       240       250       260       270       280        
 
             80                                                     
AAD-12 HAHQWAAG                                                     
       .  ::                                                        
gi|510 NPIQWKFWRVFTSNIPAYPTSDTTNCVVLNTNVFKNDNTFEGEYHAFPDCARNLFKCRQQ 
        290       300       310       320       330       340       
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.7  bits: 19.1 E():   57 
Smith-Waterman score: 44; 29.6% identity (59.3% similar) in 27 aa overlap (5-31:99-125) 
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                                         10        20        30     
AAD-12                           LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG 
                                     :.:.:  . :: .  ..     .::.:    
gi|144 KDYLIMKRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQ 
       70        80        90       100       110       120         
 
           40        50        60        70        80               
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG               
                                                                    
gi|144 HESYEQDQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVDGDKVTIYGWGLTDGNGKDLP 
      130       140       150       160       170       180         
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 70.7  bits: 19.1 E():   58 
Smith-Waterman score: 44; 27.8% identity (52.8% similar) in 36 aa overlap (20-55:64-96) 
 
                          10        20        30        40          
AAD-12            LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                                     :  .. .  . :.  ::   . . :  .:  
gi|481 AGKATTEEQKLIEDINVGFKAAVAARQRPAADKFKTFEAASPRHPRP---LRQGAGLVPK 
            40        50        60        70        80           90 
 
      50        60        70        80                              
AAD-12 MDAAESERFLEGLVDWACQAPRVHAHQWAAG                              
       .::: :                                                       
gi|481 LDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGE 
              100       110       120       130       140       150 
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.5  bits: 19.5 E():   59 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (33-49:225-240) 
 
             10        20        30        40        50        60   
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
             70        80                                           
AAD-12 VDWACQAPRVHAHQWAAG                                           
                                                                    
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.5  bits: 19.5 E():   59 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (33-49:225-240) 
 
             10        20        30        40        50        60   
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
             70        80                                           
AAD-12 VDWACQAPRVHAHQWAAG                                           
                                                                    
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 70.3  bits: 19.5 E():   61 
Smith-Waterman score: 45; 27.5% identity (54.9% similar) in 51 aa overlap (28-75:119-169) 
 
                  10        20        30        40         50       
AAD-12    LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESE 
                                     .::  .: : :..   .:.:  :..    . 
gi|908 LWIIFSKNLNIKLNMPLYIAGNKTIDGRGAEVHIGNGGPCLFMRTVSHVILHGLNIHGCN 
       90       100       110       120       130       140         
 
         60          70        80                                   
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AAD-12 RFLEG--LVDWACQAPRVHAHQWAAG                                   
         . :  :.. :  .  :::.                                        
gi|908 TSVSGNVLISEASGVVPVHAQDGDAITMRNVTDVWIDHNSLSDSSDGLVDVTLASTGVTI 
      150       160       170       180       190       200         
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.2  bits: 18.1 E():   61 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (19-26:34-41) 
 
                           10        20        30        40         
AAD-12             LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
       50        60        70        80                             
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAG                             
                                                                    
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 70.2  bits: 19.1 E():   62 
Smith-Waterman score: 44; 47.4% identity (63.2% similar) in 19 aa overlap (54-69:72-90) 
 
            30        40        50        60           70        80 
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW---ACQAPRVHAHQWAAG 
                                     :.. ::   :::   ::.:            
gi|144 TISKQVVFLIHGFLSTGNNENFVAMSKALIEKDDFLVISVDWKKGACNAFASTKDALGYS 
              50        60        70        80        90       100  
 
gi|144 KAVGNTRHVGKFVADFTKLLVEKYKVLISNIRLIGHSLGAHTSGFAGKEVQKLKLGKYKE 
             110       120       130       140       150       160  
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 70.1  bits: 18.1 E():   62 
Smith-Waterman score: 44; 35.4% identity (54.2% similar) in 48 aa overlap (3-48:79-122) 
 
                                           10        20        30   
AAD-12                             LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
                                     :. . :.  :  : : ::. .  . :  :  
gi|160 LGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGN--ITVGEDGTAA-INIVDKQIPL 
       50        60        70        80          90        100      
 
             40          50        60        70        80 
AAD-12 TGRPSLLIGRHA--HAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG 
       :: :  .::: .  :. :                                 
gi|160 TG-PHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG   
          110       120       130       140       150     
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.0  bits: 18.1 E():   63 
Smith-Waterman score: 41; 20.8% identity (79.2% similar) in 24 aa overlap (40-63:1-24) 
 
      10        20        30        40        50        60          
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:....:.:       
gi|134                               MGVQTHVLELTSSVSAEKIFQGFVIDVDTV 
                                             10        20        30 
 
      70        80                                                  
AAD-12 PRVHAHQWAAG                                                  
                                                                    
gi|134 LPKAAPGAYKSVEIKGDGGPGTLKIITLPDGGPITTMTLRIDGVNKEALTFDYSVIDGDI 
               40        50        60        70        80        90 
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 69.9  bits: 19.5 E():   64 
Smith-Waterman score: 45; 23.4% identity (44.7% similar) in 47 aa overlap (6-49:347-393) 
 
                                        10        20        30      
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AAD-12                          LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ... : :   :: .    .  : :  
gi|625 DPMKKNVLVRADAPHTESMKWNWRSEKDLLENGAIFVASGCDPHLTPEQKSHLIPAEPGS 
        320       330       340       350       360       370       
 
          40           50        60        70        80 
AAD-12 PSLLIGRHA---HAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG 
         : .   :   . .::                                
gi|625 AVLQLTSCAGTLKCVPGKPC                             
        380       390                                   
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.8  bits: 19.1 E():   65 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (32-75:254-299) 
 
              10        20        30          40        50          
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
      60        70        80             
AAD-12 EGLVDWACQAPRVHAHQWAAG             
        .. :   . :.:. :                  
gi|261 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFS 
           290       300       310       
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 18.8 E():   65 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (63-76:29-42) 
 
             40        50        60        70        80             
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG             
                                     :.:  : :  . ::                 
gi|170   MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQT 
                 10        20        30        40        50         
 
gi|170 FPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQ 
       60        70        80        90       100       110         
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 69.6  bits: 15.8 E():   66 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (48-65:8-25) 
 
        20        30        40        50        60        70        
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :  ....:..   :             
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA      
                                      10        20        30        
 
        80 
AAD-12 AAG 
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.6  bits: 19.8 E():   66 
Smith-Waterman score: 46; 22.4% identity (57.1% similar) in 49 aa overlap (33-77:15-63) 
 
             10        20        30        40        50        60   
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     :. : :. . :  : : ..:...... ..  
gi|601                 MRGALAGLSLATLATASPVLVNSIHNDAAPIISASNAKEIADNY 
                               10        20        30        40     
 
                 70        80                                       
AAD-12 V----DWACQAPRVHAHQWAAG                                       
       .    : . :   .. : :                                          
gi|601 MIKFKDHVTQNLAAEHHGWVQDLHEKTQVAKTELRKRSQSPMVDDIFNGLKHTYNIAGGL 
           50        60        70        80        90       100     
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.5  bits: 17.8 E():   67 
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Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (12-29:25-42) 
 
                            10        20        30        40        
AAD-12              LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                               .:. . :.:  ..: ..:                   
gi|144 MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAG                            
                                                                    
gi|144 EIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVEVTASVD 
               70        80        90       100       110       120 
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 69.3  bits: 21.1 E():   69 
Smith-Waterman score: 50; 44.4% identity (63.0% similar) in 27 aa overlap (36-61:636-662) 
 
          10        20        30        40         50        60     
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVD 
                                     :: : : : : .:::  . ..:  :.:    
gi|278 SRGPSGPPGPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIG 
         610       620       630       640       650       660      
 
           70        80                                             
AAD-12 WACQAPRVHAHQWAAG                                             
                                                                    
gi|278 SPGRDGARGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAG 
         670       680       690       700       710       720      
 
>>gi|4587985|gb|AAD25927.1|AF084828_1 major allergenic p  (342 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 69.2  bits: 19.1 E():   70 
Smith-Waterman score: 49; 24.1% identity (56.9% similar) in 58 aa overlap (7-62:134-186) 
 
                                       10        20        30       
AAD-12                         LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG-- 
                                     : .::::   . . . .  ...:  ..:   
gi|458 MPRKPGMTRDDLFNSNASIVRDLAKVVAKVAPKAYIGVISNPVNSTVPIVAEVFKKAGVY 
           110       120       130       140       150       160    
 
           40        50        60        70        80               
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG               
        :. :.:     .  .:....  :: :.                                 
gi|458 DPKRLFG-----VTTLDTTRAATFLSGIAGSDPQTTNVPVIGGHSGVTIVPLISQAAQGD 
           170            180       190       200       210         
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.1  bits: 19.1 E():   70 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (29-47:99-117) 
 
                 10        20        30        40        50         
AAD-12   LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
       60        70        80                                       
AAD-12 LEGLVDWACQAPRVHAHQWAAG                                       
                                                                    
gi|908 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
      130       140       150       160       170       180         
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.1  bits: 19.1 E():   70 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (29-47:100-118) 
 
                 10        20        30        40        50         
AAD-12   LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
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       60        70        80                                       
AAD-12 LEGLVDWACQAPRVHAHQWAAG                                       
                                                                    
gi|118 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     130       140       150       160       170       180          
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.0  bits: 19.5 E():   72 
Smith-Waterman score: 46; 22.4% identity (55.2% similar) in 67 aa overlap (4-68:52-109) 
 
                                          10        20        30    
AAD-12                            LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     ....:: :.: :.. ..  .  ..       
gi|144 VEADVKLSDGYLARAAVPRGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIG----- 
              30        40        50        60        70            
 
            40        50        60          70        80            
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVD-WA-CQAPRVHAHQWAAG            
         :.: .:.      :.:    .. :.: :. :. :.                        
gi|144 --PAL-VGKDPTDQVGIDNFMVQQ-LDGTVNEWGWCKQKLGANAILAVSLAVCKAGAHVK 
            80        90        100       110       120       130   
 
gi|144 GIPLYKHVANLAGNKNLVLPVPAFNVINGGSHAGNKLAMQEFMILPVGASSFKEAMKMGA 
            140       150       160       170       180       190   
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.0  bits: 19.5 E():   72 
Smith-Waterman score: 46; 22.4% identity (55.2% similar) in 67 aa overlap (4-68:52-109) 
 
                                          10        20        30    
AAD-12                            LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     ....:: :.: :.. ..  .  ..       
gi|144 VEADVKLSDGYLARAAVPSGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIG----- 
              30        40        50        60        70            
 
            40        50        60          70        80            
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVD-WA-CQAPRVHAHQWAAG            
         :.: .:.      :.:    .. :.: :. :. :.                        
gi|144 --PAL-VGKDPTDQVGIDNFMVQQ-LDGTVNEWGWCKQKLGANAILAVSLAVCKAGAHVK 
            80        90        100       110       120       130   
 
gi|144 GIPLYEHIANLAGNKNLVLPVPAFNVINGGSHAGNKLAMQEFMILPVGASSFKEAMKMGA 
            140       150       160       170       180       190   
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 68.9  bits: 15.8 E():   72 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (48-65:8-25) 
 
        20        30        40        50        60        70        
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :  ....:..   :             
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK   
                                      10        20        30        
 
        80 
AAD-12 AAG 
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 68.8  bits: 18.1 E():   73 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (42-58:17-30) 
 
              20        30        40        50        60        70  
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|212               VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                             10        20           30        40    
 
              80                                                    
AAD-12 VHAHQWAAG                                                    
                                                                    

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 6103



 

 

gi|212 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
            50        60        70        80        90       100    
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.8  bits: 17.8 E():   74 
Smith-Waterman score: 43; 25.9% identity (46.3% similar) in 54 aa overlap (35-80:88-141) 
 
           10        20        30        40               50        
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-------IPGMDAAESER 
                                     :   .:::..:        .::     ..  
gi|189 AGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRD 
        60        70        80        90       100       110        
 
        60         70        80    
AAD-12 FLEGLVDWA-CQAPRVHAHQWAAG    
       : . ::  . :..  ::   .  :    
gi|189 FAKVLVTPGQCNVLTVHNAPYCLGLDI 
       120       130       140     
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 68.7  bits: 18.1 E():   74 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (42-58:18-31) 
 
              20        30        40        50        60        70  
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|144              AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
              80                                                    
AAD-12 VHAHQWAAG                                                    
                                                                    
gi|144 LTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 68.7  bits: 18.1 E():   74 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (42-58:18-31) 
 
              20        30        40        50        60        70  
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|116              AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
              80                                                    
AAD-12 VHAHQWAAG                                                    
                                                                    
gi|116 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.7  bits: 17.8 E():   74 
Smith-Waterman score: 41; 26.0% identity (48.0% similar) in 50 aa overlap (39-80:93-142) 
 
       10        20        30        40               50        60  
AAD-12 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-------IPGMDAAESERFLEG 
                                     .:::..:        .::     .. : .  
gi|439 SSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKV 
             70        80        90       100       110       120   
 
               70        80    
AAD-12 LVDWA-CQAPRVHAHQWAAG    
       ::  . :..  ::   .  :    
gi|439 LVTPGQCNVLTVHNAPYCLGLDI 
            130       140      
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.7  bits: 17.8 E():   74 
Smith-Waterman score: 40; 26.7% identity (60.0% similar) in 30 aa overlap (22-51:115-144) 
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                        10        20        30        40        50  
AAD-12          LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::   .:. ...  ..:    :.: 
gi|217 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
              60        70        80 
AAD-12 AAESERFLEGLVDWACQAPRVHAHQWAAG 
                                     
gi|217 I                             
                                     
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.5  bits: 19.1 E():   76 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (32-75:290-335) 
 
              10        20        30          40        50          
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
      60        70        80                                   
AAD-12 EGLVDWACQAPRVHAHQWAAG                                   
        .. :   . :.:. :                                        
gi|124 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.5  bits: 19.1 E():   76 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (32-75:290-335) 
 
              10        20        30          40        50          
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
      60        70        80                                   
AAD-12 EGLVDWACQAPRVHAHQWAAG                                   
        .. :   . :.:. :                                        
gi|124 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.5  bits: 19.1 E():   76 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (32-75:290-335) 
 
              10        20        30          40        50          
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
      60        70        80                                   
AAD-12 EGLVDWACQAPRVHAHQWAAG                                   
        .. :   . :.:. :                                        
gi|268 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 68.5  bits: 15.8 E():   76 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (2-22:5-25) 
 
                  10        20        30        40        50        
AAD-12    LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 
           :.: .: :  : : .   :.:                                    
gi|462 TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXLSSA                        
               10        20        30                               
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
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 initn:  38 init1:  38 opt:  41  Z-score: 68.4  bits: 18.1 E():   77 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (42-58:27-40) 
 
              20        30        40        50        60        70  
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|194     MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEA 
                   10        20        30           40        50    
 
              80                                                    
AAD-12 VHAHQWAAG                                                    
                                                                    
gi|194 LTQYKCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVL 
            60        70        80        90       100       110    
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 68.3  bits: 15.1 E():   78 
Smith-Waterman score: 36; 44.0% identity (56.0% similar) in 25 aa overlap (1-25:2-24) 
 
                10        20        30        40        50          
AAD-12  LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL 
        ::..  :  :  : :. : :::  :                                   
gi|751 DLGYAP-ATPAAPGAGY-TPATPAAP                                   
                10         20                                       
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 18.8 E():   78 
Smith-Waterman score: 43; 27.8% identity (55.6% similar) in 36 aa overlap (12-47:234-269) 
 
                                  10        20        30        40  
AAD-12                    LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::  ..   .: . :.:   :.. :  .:  
gi|324 DPRTLNKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVIL 
           210       220       230       240       250       260    
 
              50        60        70        80       
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG       
         .::.                                        
gi|324 SISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV 
           270       280       290       300         
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 68.1  bits: 19.5 E():   80 
Smith-Waterman score: 45; 23.5% identity (58.8% similar) in 51 aa overlap (10-57:265-315) 
 
                                    10        20        30          
AAD-12                      LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG-RPSL 
                                     : .. :..:..  . ::.: .     . :  
gi|144 AVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGGVMTPLIKRNTTIPTKKSE 
          240       250       260       270       280       290     
 
       40          50        60        70        80                 
AAD-12 LIGRHAHAIPG--MDAAESERFLEGLVDWACQAPRVHAHQWAAG                 
        .. ..   ::  ... :.::                                        
gi|144 TFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAPRGVPQIEVTFDLDANGIM 
          300       310       320       330       340       350     
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 68.0  bits: 15.1 E():   81 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (19-25:5-11) 
 
               10        20        30        40        50        60 
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
                         : .:.::                                    
gi|751               TKSQTHVPIRPNKLVLKVQKDRATN                      
                             10        20                           
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.7  bits: 15.1 E():   84 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (31-41:10-20) 
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               10        20        30        40        50        60 
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
                                     :.:  :..: :                    
gi|147                      AKITFTNNXPNTVWPGILTGFGQKPQ              
                                    10        20                    
 
               70        80 
AAD-12 GLVDWACQAPRVHAHQWAAG 
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 67.6  bits: 19.5 E():   85 
Smith-Waterman score: 45; 26.4% identity (47.2% similar) in 53 aa overlap (5-48:338-387) 
 
                                         10        20               
AAD-12                           LGHVQQAGSAYIGYGMDTTATPLRPLVKV----- 
                                     :: :   .. :.. :   ::   ..      
gi|258 RGNLDFVQPPRGRQEREHEERQQEQLQQERQQQGEQLMANGLEETFCSLRLKENIGNPER 
       310       320       330       340       350       360        
 
          30        40        50        60        70        80      
AAD-12 ----HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG      
            :..:: : :   ..: .:                                      
gi|258 ADIFSPRAGRISTL---NSHNLPILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYVIRG 
       370       380          390       400       410       420     
 
>>gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-termi  (34 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 67.4  bits: 15.5 E():   87 
Smith-Waterman score: 33; 25.0% identity (58.3% similar) in 24 aa overlap (48-71:8-31) 
 
        20        30        40        50        60        70        
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     : . :.   ..::. . .  . ::       
gi|691                        AIGDKPGPKITATYXXKWLEAKATFYGSNPRGAA    
                                      10        20        30        
 
        80 
AAD-12 AAG 
 
>>gi|69552|pir||MEHB2 melittin, minor - honeybee          (27 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.4  bits: 15.1 E():   87 
Smith-Waterman score: 32; 30.8% identity (61.5% similar) in 13 aa overlap (59-71:13-25) 
 
       30        40        50        60        70        80 
AAD-12 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG 
                                     : .:..:  .  :          
gi|695                   GIGAVLKVLTTGLPALISWISRKKRQQ        
                                 10        20               
 
>>gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia mutic  (284 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 67.1  bits: 18.5 E():   90 
Smith-Waterman score: 42; 36.8% identity (73.7% similar) in 19 aa overlap (42-60:63-80) 
 
              20        30        40        50        60        70  
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     .:: ..  ..::: .:. :            
gi|219 EDSKAKIEEDLTSLQKKYTNLENEFDQVNEKHADSVAKLEAAE-KRLTETEDEIKGYTRK 
             40        50        60        70         80        90  
 
              80                                                    
AAD-12 VHAHQWAAG                                                    
                                                                    
gi|219 IQLLEDDLERTQTKLDEATGKLEEATKSADESERGRKVLESRSLADDDRIDGLEKQVKDA 
             100       110       120       130       140       150  
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 67.0  bits: 14.5 E():   92 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (16-23:10-17) 
 
               10        20        30        40        50        60 
AAD-12 LGHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
                      :.:  :::                                      
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gi|244       IGNEDCTPWMSTLITPLP                                     
                     10                                             
 
>>gi|289064179|gb|ADC80503.1| non-specific lipid transfe  (118 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.8  bits: 17.1 E():   94 
Smith-Waterman score: 38; 66.7% identity (88.9% similar) in 9 aa overlap (44-52:81-89) 
 
            20        30        40        50        60        70    
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     : ::::..:                      
gi|289 ASCCSGVRSLNAAAKTTPDRQAVCNCLKSAAGAIPGFNANNAGILPGKCGVSIPYKISTS 
               60        70        80        90       100       110 
 
            80  
AAD-12 AHQWAAG  
                
gi|289 TNCATIKF 
                
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.5  bits: 16.8 E():   97 
Smith-Waterman score: 37; 38.9% identity (50.0% similar) in 18 aa overlap (48-65:25-42) 
 
        20        30        40        50        60        70        
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     ::   :: :   .:  .:             
gi|126       TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTKKGNLWEV 
                     10        20        30        40        50     
 
        80                                         
AAD-12 AAG                                         
                                                   
gi|126 KSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
           60        70        80        90        
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:59 2011 done: Fri Jan 21 00:02:59 2011 
 Total Scan time:  0.060 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 173  - 252 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     0     2:* 
  32     4     8:==* 
  34    19    22:=======* 
  36    31    44:===========   * 
  38    51    73:=================       * 
  40    80   102:===========================      * 
  42   110   125:=====================================    * 
  44   117   137:=======================================      * 
  46   145   140:==============================================*== 
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  48   142   134:============================================*=== 
  50   102   122:==================================      * 
  52   123   107:===================================*===== 
  54   104    92:==============================*==== 
  56   110    77:=========================*=========== 
  58    82    63:====================*======= 
  60    47    51:================* 
  62    48    41:=============*== 
  64    23    33:========  * 
  66    32    26:========*== 
  68    16    20:======* 
  70    21    16:=====*= 
  72    16    12:===*== 
  74     4    10:== * 
  76    24     8:==*===== 
  78    12     6:=*== 
  80     4     5:=* 
  82     5     3:*= 
  84     4     3:*= 
  86     1     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     3     1:*         :*== 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     1     0:=         *= 
 100     2     0:=         *== 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.12850.00294; mu= 8.6867 0.153 
 mean_var=30.7673 8.324, 0's: 2 Z-trim: 4  B-trim: 71 in 1/43 
 Lambda= 0.231222 
 Kolmogorov-Smirnov  statistic: 0.0720 (N=28) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   73 29.0   0.097 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   66 26.7    0.49 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   58 23.9     1.1 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   56 23.2     1.4 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   64 26.0     1.4 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   56 23.3     1.9 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   56 23.3     1.9 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   52 21.9     3.3 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   57 23.7     3.6 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   56 23.3     3.9 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   56 23.3     5.1 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   53 22.3     6.7 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   49 20.9     8.4 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   43 18.8     9.7 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   52 22.0     9.8 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   51 21.6      11 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   48 20.6      13 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 21.3      13 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   50 21.3      13 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   50 21.3      13 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   50 21.3      14 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   51 21.7      15 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   49 21.0      16 
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gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   51 21.7      17 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   49 21.0      17 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 21.0      19 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   47 20.3      19 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.6      20 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.6      20 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.6      20 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 16.4      20 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   47 20.3      20 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   47 20.3      20 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   45 19.6      21 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 21.0      22 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   49 21.0      22 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 19.3      25 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   46 20.0      25 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   47 20.3      25 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   49 21.0      26 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 20.3      26 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 20.3      26 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 20.3      26 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 20.3      26 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 20.3      26 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 20.3      26 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 20.3      26 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 20.3      26 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 20.3      26 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 20.3      26 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 20.3      26 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 20.3      26 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 20.3      26 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 20.3      26 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 18.9      26 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   48 20.7      28 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   48 20.7      28 
gi|21751|emb|CAA31396.1| high molecular weight glu ( 648)   50 21.4      28 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   43 18.9      30 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   43 18.9      33 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   43 18.9      33 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   42 18.6      34 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   42 18.6      34 
gi|21779|emb|CAA26847.1| unnamed protein product [ ( 660)   49 21.0      36 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   47 20.3      40 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 20.0      40 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 16.5      41 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   44 19.3      42 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.6      44 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 20.3      44 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 16.5      44 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   42 18.6      46 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.6      46 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.6      46 
gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   42 18.6      46 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   40 17.9      46 
gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 ( 705)   48 20.7      49 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   45 19.7      49 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 19.3      51 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.7      52 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.7      52 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   45 19.7      53 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   44 19.3      54 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   51 21.8      55 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.3      55 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.7      56 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   41 18.3      57 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   44 19.3      57 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   41 18.3      57 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.4      57 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   46 20.0      57 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   43 19.0      57 
gi|4587985|gb|AAD25927.1|AF084828_1 major allergen ( 342)   44 19.3      61 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 17.9      62 
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gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   44 19.3      62 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   44 19.3      62 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.7      62 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 15.8      64 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   44 19.3      67 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   44 19.3      67 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   44 19.3      67 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 18.3      67 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 18.3      67 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 18.3      67 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   40 17.9      67 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   40 17.9      68 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   40 17.9      68 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   43 19.0      70 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 18.3      70 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 15.8      70 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   45 19.7      70 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   45 19.7      74 
gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=No (  37)   34 15.8      74 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.1      77 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.1      80 
gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia m ( 284)   42 18.6      81 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.1      83 
gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-t (  34)   33 15.5      85 
gi|69552|pir||MEHB2 melittin, minor - honeybee     (  27)   32 15.1      86 
gi|289064179|gb|ADC80503.1| non-specific lipid tra ( 118)   38 17.2      88 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   43 19.0      89 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   37 16.9      92 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 14.5      93 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   41 18.3      93 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   40 17.9      93 
gi|897811|emb|CAA24933.1| unnamed protein product  ( 101)   37 16.9      95 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   41 18.3      95 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   40 18.0      96 
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  73 init1:  73 opt:  73  Z-score: 120.7  bits: 29.0 E(): 0.097 
Smith-Waterman score: 73; 35.5% identity (54.8% similar) in 31 aa overlap (49-79:246-276) 
 
       20        30        40        50        60        70         
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:: :   . :     .: . 
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
 
       80                                                           
AAD-12 GD                                                           
       :                                                            
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  66 init1:  66 opt:  66  Z-score: 108.0  bits: 26.7 E(): 0.49 
Smith-Waterman score: 66; 32.3% identity (54.8% similar) in 31 aa overlap (49-79:247-277) 
 
       20        30        40        50        60        70         
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:  :   . :.    .: . 
gi|232 APDIKTPKEALDLIMDAIDKAGYKGKVGIAMDVASSEFYKDGKYDLDFKNPESDPSKWLS 
        220       230       240       250       260       270       
 
       80                                                           
AAD-12 GD                                                           
       :                                                            
gi|232 GPQLADLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKT 
        280       290       300       310       320       330       
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 101.6  bits: 23.9 E():  1.1 
Smith-Waterman score: 58; 40.0% identity (62.5% similar) in 40 aa overlap (29-64:79-117) 
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                 10        20        30          40          50     
AAD-12   GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHA--HAIPGMDAAES 
                                     .::. ::.:  ::   :  :   :.. :.  
gi|121 DLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPEN-RPALKTLIDGLASSHKARGIEKAQF 
       50        60        70        80         90       100        
 
           60        70        80                   
AAD-12 ERFLEGLVDWACQAPRVHAHQWAAGD                   
       :.:  .:::.                                   
gi|121 EEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
       110       120       130       140       150  
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 100.0  bits: 23.2 E():  1.4 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (60-76:68-86) 
 
      30        40        50        60          70        80        
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGD        
                                     : .:..:  :: ... :.:            
gi|219 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
gi|219 SFDSDRSGLLLKQKVSDE 
       100       110      
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  43 init1:  43 opt:  64  Z-score: 99.6  bits: 26.0 E():  1.4 
Smith-Waterman score: 64; 34.3% identity (60.0% similar) in 35 aa overlap (1-35:140-171) 
 
                                             10        20        30 
AAD-12                               GHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     :. ::.:..  ::     ..: .:    .: 
gi|736 RYYPSVTSPQQVSYYPGQASPQRPGQGQQPGQGQQSGQGQQGY---YPTSPQQPGQWQQP 
     110       120       130       140       150          160       
 
               40        50        60        70        80           
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD           
       : :.:                                                        
gi|736 EQGQPGYYPTSPQQPGQLQQPAQGQQPGQGQQGRQPGQGQPGYYPTSSQLQPGQLQQPAQ 
        170       180       190       200       210       220       
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 97.7  bits: 23.3 E():  1.9 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (60-76:68-86) 
 
      30        40        50        60          70        80        
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGD        
                                     : .:..:  :: ... :.:            
gi|184 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
gi|184 SFDSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 97.7  bits: 23.3 E():  1.9 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (60-76:68-86) 
 
      30        40        50        60          70        80        
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGD        
                                     : .:..:  :: ... :.:            
gi|456 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNF 
        40        50        60        70        80        90        
 
gi|456 SFGSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  47 init1:  47 opt:  52  Z-score: 93.1  bits: 21.9 E():  3.3 
Smith-Waterman score: 52; 26.5% identity (50.0% similar) in 68 aa overlap (14-80:19-84) 
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                    10        20        30        40        50      
AAD-12      GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
                         :.: ::  :. :.:.        .     :.:. : :.  .. 
gi|135 MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDV--KD 
               10        20        30        40        50           
 
           60        70        80                           
AAD-12 RFLE-GLVDWACQAPRVHAHQWAAGD                           
        .:. :    :   :..   .: :.:                           
gi|135 LLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD 
       60        70        80        90       100       110 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 92.6  bits: 23.7 E():  3.6 
Smith-Waterman score: 57; 24.5% identity (53.1% similar) in 49 aa overlap (3-48:345-393) 
 
                                           10        20        30   
AAD-12                             GHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ... :.: . :: .    .  :  
gi|113 PDERSKKNVLGRHGEAAAESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEP 
          320       330       340       350       360       370     
 
             40           50        60        70        80 
AAD-12 GRPSLLIGRHAHAI---PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 
       :. .: .   : ..   ::                                 
gi|113 GESALSLTSSAGVLSCQPGAPC                              
          380       390                                    
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 91.9  bits: 23.3 E():  3.9 
Smith-Waterman score: 56; 29.6% identity (53.7% similar) in 54 aa overlap (8-59:25-73) 
 
                                10        20        30         40   
AAD-12                  GHVQQAGSAYIGYGMDTTATPLRPLVKVHPET-GRPSLLIGRH 
                               .:  ::.  : :::  : . . : : . :.       
gi|249 MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPAT----- 
               10        20        30        40        50           
 
              50        60        70        80                      
AAD-12 AHAIP-GMDAAESERFLEGLVDWACQAPRVHAHQWAAGD                      
         :.: :  ..: ....:                                           
gi|249 PAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGLA 
          60        70        80        90       100       110      
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 89.8  bits: 23.3 E():  5.1 
Smith-Waterman score: 56; 27.0% identity (55.6% similar) in 63 aa overlap (20-74:46-108) 
 
                          10        20           30          40     
AAD-12            GHVQQAGSAYIGYGMDTTATPLRPL---VKVHPETGRPSLL--IGRH-- 
                                     :::::    ...: ....:  :  .: .   
gi|253 IEEPEMIAPTPPGQFPHQQPISSPNRTSRNTPLRPESTEIETHHHANHPPALPVLGMQLP 
          20        30        40        50        60        70      
 
              50        60        70        80                      
AAD-12 -AHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD                      
          ..:  . :.:.  :.  .:   .::   .:                            
gi|253 VPGTVPESSRAQSRASLNLDIDLDLHAPSHPSHLSHGAPHEQEHAHEIQRHRAHSAQSSA 
          80        90       100       110       120       130      
 
gi|253 GLPPTGFASHLPPASSGPVSLGWNMYHVPPNLHLNANQFNFEVPGHMNVSGHPTHLEHSS 
         140       150       160       170       180       190      
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 87.7  bits: 22.3 E():  6.7 
Smith-Waterman score: 53; 43.8% identity (62.5% similar) in 16 aa overlap (60-75:27-42) 
 
      30        40        50        60        70        80          
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD          
                                     : :.:  : : .. ::               
gi|170     MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQ 
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                   10        20        30        40        50       
 
gi|170 QTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQP 
         60        70        80        90       100       110       
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  39 init1:  39 opt:  49  Z-score: 85.9  bits: 20.9 E():  8.4 
Smith-Waterman score: 49; 22.4% identity (47.1% similar) in 85 aa overlap (1-74:58-140) 
 
                                             10        20        30 
AAD-12                               GHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     ::.  .:  ..: :    .   .: : ..  
gi|100 HDGSVWAQSPNFPQFKPEENAGIVKDFEEPGHLAPTG-LFLG-GTKYMVIQGEPGVVIRG 
        30        40        50        60          70        80      
 
               40                  50        60         70          
AAD-12 ETGRPSLLIGRHAHAI----------PGMDAAESERFLEGLVDWA-CQAPRVHAHQWAAG 
       . :  .. : . . :.          ::.     ::. . :.: . : . . : :      
gi|100 KKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQGYCGSHHHHHH      
          90       100       110       120       130       140      
 
      80 
AAD-12 D 
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 84.8  bits: 18.8 E():  9.7 
Smith-Waterman score: 43; 38.1% identity (71.4% similar) in 21 aa overlap (1-21:5-25) 
 
                   10        20        30        40        50       
AAD-12     GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 
           :.:..: :. .::  .  :.:                                    
gi|462 AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKNLNSA                       
               10        20        30                               
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 84.7  bits: 22.0 E():  9.8 
Smith-Waterman score: 52; 28.1% identity (59.4% similar) in 32 aa overlap (49-80:66-97) 
 
       20        30        40        50        60        70         
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     .:. . . : :: .. .   ::.  ::..  
gi|729 STLSLVTKADGKIDMTVDLISPVTKRASLKIDSKKYNLFHEGELSASIVNPRLSWHQYTK 
          40        50        60        70        80        90      
 
       80                                                           
AAD-12 GD                                                           
        :                                                           
gi|729 RDSREYKSDVELSLRSSDIALKITMPDYNSKIHYSRQGDQINMDIDGTLIEGHAQGTIRE 
         100       110       120       130       140       150      
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 83.5  bits: 21.6 E():   11 
Smith-Waterman score: 51; 36.1% identity (55.6% similar) in 36 aa overlap (6-36:21-56) 
 
                                10        20           30        40 
AAD-12                GHVQQAGS--AYIGYGMDTTATP---LRPLVKVHPETGRPSLLIG 
                           :::  : .:::  : :.:     : . . :  ..:.     
gi|330 MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKAT 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD                     
                                                                    
gi|330 TEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESS 
               70        80        90       100       110       120 
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.7  bits: 20.6 E():   13 
Smith-Waterman score: 48; 25.6% identity (53.5% similar) in 43 aa overlap (13-55:23-65) 
 
                         10        20        30        40        50 
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AAD-12           GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                             ...:  ..::  :.:   :. .    .     :::. : 
gi|344 MTGVKTHLQHELKRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPD 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 AAESERFLEGLVDWACQAPRVHAHQWAAGD                               
         ..:                                                        
gi|344 EFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDS 
               70        80        90       100       110       120 
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 82.4  bits: 21.3 E():   13 
Smith-Waterman score: 50; 32.1% identity (57.1% similar) in 28 aa overlap (9-36:1-28) 
 
               10        20        30        40        50        60 
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG 
               : .:::  : :.:    . . :  ..:.                         
gi|295         ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQKLIEKINAGFKAALAA 
                       10        20        30        40        50   
 
               70        80                                         
AAD-12 LVDWACQAPRVHAHQWAAGD                                         
                                                                    
gi|295 AAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTA 
             60        70        80        90       100       110   
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.4  bits: 21.3 E():   13 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (9-59:1-43) 
 
               10        20        30        40        50        60 
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG 
               : .:::    :::  : .   : :  :.   :  :    :  ..: ....:  
gi|109         ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA---AGKATTEEQKLIEK 
                          10        20          30           40     
 
               70        80                                         
AAD-12 LVDWACQAPRVHAHQWAAGD                                         
                                                                    
gi|109 INAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKLD 
           50        60        70        80        90       100     
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.4  bits: 21.3 E():   13 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (9-59:1-43) 
 
               10        20        30        40        50        60 
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG 
               : .:::    :::  : .   : :  :.   :  :    :  ..: ....:  
gi|239         ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA---AGKATTEEQKLIEK 
                          10        20          30           40     
 
               70        80                                         
AAD-12 LVDWACQAPRVHAHQWAAGD                                         
                                                                    
gi|239 INAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKLD 
           50        60        70        80        90       100     
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 81.7  bits: 21.3 E():   14 
Smith-Waterman score: 50; 32.1% identity (52.8% similar) in 53 aa overlap (8-59:25-68) 
 
                                10        20        30        40    
AAD-12                  GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                               .: .:::    :::  : .   : :  :.      : 
gi|398 MAVHQYTVALFLAVALVAGPAASYAADLGYG---PATPAAPAAGYTPAT--PA----APA 
               10        20        30           40              50  
 
             50        60        70        80                       
AAD-12 HAIP-GMDAAESERFLEGLVDWACQAPRVHAHQWAAGD                       
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       .: : :  ..: ....:                                            
gi|398 EAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGAASNKAFAEGLSG 
              60        70        80        90       100       110  
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 81.5  bits: 21.7 E():   15 
Smith-Waterman score: 51; 28.3% identity (51.7% similar) in 60 aa overlap (14-68:2-60) 
 
               10        20        30        40             50      
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG-----MDAAESE 
                    :. : : :.  :. .   .:   :  : ::.:::.     :    :. 
gi|581             MGFITKAIPIV-LAALSTVNGARILEAGPHAEAIPNKYIVVMKREVSD 
                           10         20        30        40        
 
          60        70        80                                    
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGD                                    
       . ... . :  :.                                                
gi|581 EAFNAHTTWLSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRAYSGEFDDAMIKDISSHD 
        50        60        70        80        90       100        
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.8  bits: 21.0 E():   16 
Smith-Waterman score: 49; 43.8% identity (56.2% similar) in 16 aa overlap (60-75:8-23) 
 
      30        40        50        60        70        80          
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD          
                                     : :.:  : :  . ::               
gi|106                        NIQVDPSGQVQWPQQQPFPQPHQPFSQQPQQTFPQPQ 
                                      10        20        30        
 
gi|106 QTFPHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQP 
        40        50        60        70        80        90        
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 80.6  bits: 21.7 E():   17 
Smith-Waterman score: 51; 41.7% identity (66.7% similar) in 24 aa overlap (1-23:219-242) 
 
                                             10         20          
AAD-12                               GHVQQAGSAYIGYGMDT-TATPLRPLVKVH 
                                     :  ..: .  .:.:::: ::  .:       
gi|303 AGNIQRSQKQRGERYGLRGGQQILADNVFKGFNMEALADVLGFGMDTETARKVRGEDDQR 
      190       200       210       220       230       240         
 
      30        40        50        60        70        80          
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD          
                                                                    
gi|303 GHIVRVEQGLKVIRPPRIREELEQQEGGGYNGLEETICSATFIQNIDNPAEADFYNPRAG 
      250       260       270       280       290       300         
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 80.2  bits: 21.0 E():   17 
Smith-Waterman score: 49; 24.4% identity (48.8% similar) in 86 aa overlap (1-80:137-221) 
 
                                             10        20           
AAD-12                               GHVQQAGSAYIGYGMDTTATPLRPLVKVH- 
                                     : . :. . :.: : :::.      : :   
gi|287 VMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKG-DTTTYDRGTYVPVAT 
        110       120       130       140       150        160      
 
      30        40         50        60            70        80     
AAD-12 PETGRPSLLIGRHAHAIP-GMDAAESERFLEGLVDWACQAP----RVHAHQWAAGD     
       :.    .  :     :.  ..:.:  . .  . .  . . :    :..  .::.::     
gi|287 PQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAGGDPSNP 
         170       180       190       200       210       220      
 
gi|287 KGTIEWAGGLTDYSAGPYTMYVKSVRIENANPAESYTYSDNSGSWQSIKFDGSVDISSSS 
         230       240       250       260       270       280      
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.4  bits: 21.0 E():   19 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (6-22:200-216) 
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                                        10        20        30      
AAD-12                          GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
          40        50        60        70        80                
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD                
                                                                    
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 79.3  bits: 20.3 E():   19 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (43-80:156-194) 
 
             20        30        40        50        60        70   
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|833 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
         130       140       150       160       170       180      
 
              80                 
AAD-12 HAHQWAAGD                 
       .. .:: ..                 
gi|833 NVINWAEAENRYIAGDKGGHPFMKL 
         190       200       210 
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (11-28:24-41) 
 
                            10        20        30        40        
AAD-12              GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|144 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGD                            
                                                                    
gi|144 IKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTASVGD 
               70        80        90       100       110       120 
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (11-28:24-41) 
 
                            10        20        30        40        
AAD-12              GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|379 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGD                            
                                                                    
gi|379 IKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTATVGD 
               70        80        90       100       110       120 
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (11-28:24-41) 
 
                            10        20        30        40        
AAD-12              GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|121 MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSLSTFKNTE 
               10        20        30        40        50        60 
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        50        60        70        80                            
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGD                            
                                                                    
gi|121 IKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDG 
               70        80        90       100       110       120 
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 79.1  bits: 16.4 E():   20 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (42-47:8-13) 
 
              20        30        40        50        60        70  
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::: .:                         
gi|131                        GPVGGVVHAHMMPLL                       
                                      10                            
 
              80 
AAD-12 HAHQWAAGD 
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 78.9  bits: 20.3 E():   20 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (43-80:167-205) 
 
             20        30        40        50        60        70   
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|164 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
        140       150       160       170       180       190       
 
              80                 
AAD-12 HAHQWAAGD                 
       .. .:: ..                 
gi|164 NVINWAEAENRYIAGDKGGHPFMKL 
        200       210       220  
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 78.9  bits: 20.3 E():   20 
Smith-Waterman score: 47; 21.7% identity (52.2% similar) in 46 aa overlap (7-49:62-107) 
 
                                       10        20        30       
AAD-12                         GHVQQAGSAYIGYGMDTTATPLRPLVKVHPE---TG 
                                     :..:.: . .. :     . . . .   .: 
gi|201 DATPVLDVAGKELDSRLSYRIISTFWGALGGDVYLGKSPNSDAPCANGIFRYNSDVGPSG 
              40        50        60        70        80        90  
 
            40        50        60        70        80              
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD              
        :  .::  .:   :.                                             
gi|201 TPVRFIGSSSHFGQGIFENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTI 
             100       110       120       130       140       150  
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 78.6  bits: 19.6 E():   21 
Smith-Waterman score: 45; 21.2% identity (45.9% similar) in 85 aa overlap (1-75:58-140) 
 
                                             10        20        30 
AAD-12                               GHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     ::.  .:  ..: :    .   .: : ..  
gi|100 HDGSVWAESPNFPKFKPEEIAGIVKDFEEPGHLAPTG-LFLG-GTKYMVIQGEPGVVIRG 
        30        40        50        60          70        80      
 
               40                  50        60        70        80 
AAD-12 ETGRPSLLIGRHAHAI----------PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 
       . :  .. : . . :.          ::.     ::. . :.: .  .   : :.      
gi|100 KKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQGYYVGSHHHHHH     
          90       100       110       120       130       140      
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 78.2  bits: 21.0 E():   22 
Smith-Waterman score: 49; 24.5% identity (49.0% similar) in 49 aa overlap (3-48:341-389) 
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                                           10        20        30   
AAD-12                             GHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ..  :.: . :: .    .  :  
gi|113 ASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMIPAEP 
              320       330       340       350       360       370 
 
             40           50        60        70        80 
AAD-12 GRPSLLIGRHAHAI---PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 
       :.  : .   : ..   ::                                 
gi|113 GEAVLRLTSSAGVLSCQPGAPC                              
              380       390                                
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 78.2  bits: 21.0 E():   22 
Smith-Waterman score: 49; 24.4% identity (48.8% similar) in 86 aa overlap (1-80:127-211) 
 
                                             10        20           
AAD-12                               GHVQQAGSAYIGYGMDTTATPLRPLVKVH- 
                                     : . :. . :.: : :::.      : :   
gi|855 VMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKG-DTTTYDRGTYVPVAT 
        100       110       120       130       140        150      
 
      30        40         50        60            70        80     
AAD-12 PETGRPSLLIGRHAHAIP-GMDAAESERFLEGLVDWACQAP----RVHAHQWAAGD     
       :.    .  :     :.  ..:.:  . .  . .  . . :    :..  .::.::     
gi|855 PQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAGGDPSNP 
         160       170       180       190       200       210      
 
gi|855 KGTIEWAGGLTDYSAGPYTMYVKSVRIENANPAESYTYSDNSGSWQSIKFDGSVDISSSS 
         220       230       240       250       260       270      
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.4  bits: 19.3 E():   25 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (11-31:25-45) 
 
                             10        20        30        40       
AAD-12               GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                               .:. . :.:  :.:  .:  :                
gi|990 MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD                           
                                                                    
gi|990 EAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVVVTASCD 
               70        80        90       100       110       120 
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.3  bits: 20.0 E():   25 
Smith-Waterman score: 46; 21.0% identity (43.5% similar) in 62 aa overlap (8-69:39-100) 
 
                                      10        20        30        
AAD-12                        GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                                     :::..::  .     . ::    . :  .  
gi|616 DLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCASQHGCHGD 
       10        20        30        40        50        60         
 
        40        50        60        70        80                  
AAD-12 LIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD                  
        : :  . :    ...   .     . .:. :                             
gi|616 TIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQT 
       70        80        90       100       110       120         
 
gi|616 HSAIAVIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
      130       140       150       160       170       180         
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 77.2  bits: 20.3 E():   25 
Smith-Waterman score: 47; 20.7% identity (46.0% similar) in 87 aa overlap (4-80:99-181) 
 
                                          10        20        30    
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AAD-12                            GHVQQAGSAYIGYGMDTTATPLRPLVKVHP--- 
                                     :.:.:  . :: .  ..     .::.:    
gi|144 KDYLIMKRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQ 
       70        80        90       100       110       120         
 
                      40        50        60        70        80    
AAD-12 -------ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD    
              .:   . .:     ..:. ..  .:   : .::    . .:  . :.  :    
gi|144 HESYEQDQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVD----GDKVTIYGWGLTDGNG 
      130       140       150       160           170       180     
 
gi|144 KDLPDKLQKGSMTIVGNDRCNEKWGSINAIHPGMICALDKTQSGCNGDSGGPLVSANRKL 
          190       200       210       220       230       240     
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.1  bits: 21.0 E():   26 
Smith-Waterman score: 49; 33.3% identity (46.7% similar) in 30 aa overlap (12-41:90-119) 
 
                                  10        20        30        40  
AAD-12                    GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     : ::   . :  : .   :. :: .   :: 
gi|259 GVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGR 
      60        70        80        90       100       110          
 
              50        60        70        80                      
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD                      
                                                                    
gi|259 FQDRHQKIRRFRRGDIIAIPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLA 
     120       130       140       150       160       170          
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.9  bits: 20.3 E():   26 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (9-36:1-31) 
 
               10        20           30        40        50        
AAD-12 GHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
               : .:::  : :.:     : . . :  ..:.                      
gi|217         ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAA 
                       10        20        30        40        50   
 
        60        70        80                                      
AAD-12 LEGLVDWACQAPRVHAHQWAAGD                                      
                                                                    
gi|217 LAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAY 
             60        70        80        90       100       110   
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.9  bits: 20.3 E():   26 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (9-36:1-31) 
 
               10        20           30        40        50        
AAD-12 GHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
               : .:::  : :.:     : . . :  ..:.                      
gi|217         ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAA 
                       10        20        30        40        50   
 
        60        70        80                                      
AAD-12 LEGLVDWACQAPRVHAHQWAAGD                                      
                                                                    
gi|217 LAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAY 
             60        70        80        90       100       110   
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.9  bits: 20.3 E():   26 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (9-36:1-31) 
 
               10        20           30        40        50        
AAD-12 GHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
               : .:::  : :.:     : . . :  ..:.                      
gi|217         ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAA 
                       10        20        30        40        50   

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 6120



 

 

 
        60        70        80                                      
AAD-12 LEGLVDWACQAPRVHAHQWAAGD                                      
                                                                    
gi|217 LAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAY 
             60        70        80        90       100       110   
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.9  bits: 20.3 E():   26 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (9-36:1-31) 
 
               10        20           30        40        50        
AAD-12 GHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
               : .:::  : :.:     : . . :  ..:.                      
gi|217         ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAA 
                       10        20        30        40        50   
 
        60        70        80                                      
AAD-12 LEGLVDWACQAPRVHAHQWAAGD                                      
                                                                    
gi|217 LAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAY 
             60        70        80        90       100       110   
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.9  bits: 20.3 E():   26 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (9-36:1-31) 
 
               10        20           30        40        50        
AAD-12 GHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
               : .:::  : :.:     : . . :  ..:.                      
gi|217         ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINAGFKAA 
                       10        20        30        40        50   
 
        60        70        80                                      
AAD-12 LEGLVDWACQAPRVHAHQWAAGD                                      
                                                                    
gi|217 LAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAY 
             60        70        80        90       100       110   
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.9  bits: 20.3 E():   26 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (9-36:1-31) 
 
               10        20           30        40        50        
AAD-12 GHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
               : .:::  : :.:     : . . :  ..:.                      
gi|217         ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAA 
                       10        20        30        40        50   
 
        60        70        80                                      
AAD-12 LEGLVDWACQAPRVHAHQWAAGD                                      
                                                                    
gi|217 LAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAY 
             60        70        80        90       100       110   
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.9  bits: 20.3 E():   26 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (9-36:1-31) 
 
               10        20           30        40        50        
AAD-12 GHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
               : .:::  : :.:     : . . :  ..:.                      
gi|217         ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINAGFKAA 
                       10        20        30        40        50   
 
        60        70        80                                      
AAD-12 LEGLVDWACQAPRVHAHQWAAGD                                      
                                                                    
gi|217 LAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAY 
             60        70        80        90       100       110   
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>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.9  bits: 20.3 E():   26 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (9-36:1-31) 
 
               10        20           30        40        50        
AAD-12 GHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
               : .:::  : :.:     : . . :  ..:.                      
gi|217         ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAA 
                       10        20        30        40        50   
 
        60        70        80                                      
AAD-12 LEGLVDWACQAPRVHAHQWAAGD                                      
                                                                    
gi|217 LAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAY 
             60        70        80        90       100       110   
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.9  bits: 20.3 E():   26 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (9-36:1-31) 
 
               10        20           30        40        50        
AAD-12 GHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
               : .:::  : :.:     : . . :  ..:.                      
gi|217         ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAA 
                       10        20        30        40        50   
 
        60        70        80                                      
AAD-12 LEGLVDWACQAPRVHAHQWAAGD                                      
                                                                    
gi|217 LAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAY 
             60        70        80        90       100       110   
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.9  bits: 20.3 E():   26 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (9-36:1-31) 
 
               10        20           30        40        50        
AAD-12 GHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
               : .:::  : :.:     : . . :  ..:.                      
gi|217         ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAA 
                       10        20        30        40        50   
 
        60        70        80                                      
AAD-12 LEGLVDWACQAPRVHAHQWAAGD                                      
                                                                    
gi|217 LAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAY 
             60        70        80        90       100       110   
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.9  bits: 20.3 E():   26 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (9-36:1-31) 
 
               10        20           30        40        50        
AAD-12 GHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
               : .:::  : :.:     : . . :  ..:.                      
gi|217         ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAA 
                       10        20        30        40        50   
 
        60        70        80                                      
AAD-12 LEGLVDWACQAPRVHAHQWAAGD                                      
                                                                    
gi|217 LAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAY 
             60        70        80        90       100       110   
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.9  bits: 20.3 E():   26 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (9-36:1-31) 
 
               10        20           30        40        50        
AAD-12 GHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
               : .:::  : :.:     : . . :  ..:.                      
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gi|217         ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINAGFKAA 
                       10        20        30        40        50   
 
        60        70        80                                      
AAD-12 LEGLVDWACQAPRVHAHQWAAGD                                      
                                                                    
gi|217 LAAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAY 
             60        70        80        90       100       110   
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.9  bits: 20.3 E():   26 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (9-36:1-31) 
 
               10        20           30        40        50        
AAD-12 GHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
               : .:::  : :.:     : . . :  ..:.                      
gi|217         ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAA 
                       10        20        30        40        50   
 
        60        70        80                                      
AAD-12 LEGLVDWACQAPRVHAHQWAAGD                                      
                                                                    
gi|217 LAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAY 
             60        70        80        90       100       110   
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.9  bits: 20.3 E():   26 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (9-36:1-31) 
 
               10        20           30        40        50        
AAD-12 GHVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
               : .:::  : :.:     : . . :  ..:.                      
gi|217         ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAA 
                       10        20        30        40        50   
 
        60        70        80                                      
AAD-12 LEGLVDWACQAPRVHAHQWAAGD                                      
                                                                    
gi|217 LAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAY 
             60        70        80        90       100       110   
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 76.9  bits: 18.9 E():   26 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (48-60:5-17) 
 
        20        30        40        50        60        70        
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA 
                                     :.:::: .  :.:                  
gi|208                           MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACG 
                                         10        20        30     
 
        80                                                          
AAD-12 AGD                                                          
                                                                    
gi|208 LAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAGDVDGD 
           40        50        60        70        80        90     
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.3  bits: 20.7 E():   28 
Smith-Waterman score: 48; 21.2% identity (54.5% similar) in 33 aa overlap (5-37:348-380) 
 
                                         10        20        30     
AAD-12                           GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ..  : : . ::..    .  : :. 
gi|113 DQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGE 
       320       330       340       350       360       370        
 
           40        50        60        70        80 
AAD-12 PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 
        ..                                            
gi|113 AAIKLTSSAGVFSCHPGAPC                           
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       380       390                                  
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.3  bits: 20.7 E():   28 
Smith-Waterman score: 48; 21.2% identity (54.5% similar) in 33 aa overlap (5-37:348-380) 
 
                                         10        20        30     
AAD-12                           GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ..  : : . ::..    .  : :. 
gi|166 DQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGE 
       320       330       340       350       360       370        
 
           40        50        60        70        80 
AAD-12 PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 
        ..                                            
gi|166 AAIKLTSSAGVFSCRPGAPC                           
       380       390                                  
 
>>gi|21751|emb|CAA31396.1| high molecular weight gluteni  (648 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 76.3  bits: 21.4 E():   28 
Smith-Waterman score: 50; 38.1% identity (61.9% similar) in 21 aa overlap (1-21:554-574) 
 
                                             10        20        30 
AAD-12                               GHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     :.::: :..  ::   ..  :          
gi|217 QQPGQGQQGHCPTSPQQSGQAQQPGQGQQIGQVQQPGQGQQGYYPTSVQQPGQGQQSGQG 
           530       540       550       560       570       580    
 
               40        50        60        70        80           
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD           
                                                                    
gi|217 QQSGQGHQPGQGQQSGQEQQGYDSPYHVSAEQQAASPMVAKAQQPATQLPTVCRMEGGDA 
           590       600       610       620       630       640    
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 75.7  bits: 18.9 E():   30 
Smith-Waterman score: 43; 26.3% identity (57.9% similar) in 38 aa overlap (2-36:33-70) 
 
                                            10        20            
AAD-12                              GHVQQAGSAYIGYGMDTTAT---PLRPLVKV 
                                     ....:.::     .: :::   : : .. . 
gi|668 ASEAAAAAATPVAPTEGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPI 
             10        20        30        40        50        60   
 
       30        40        50        60        70        80         
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD         
         . .. :                                                     
gi|668 FADMAKKSPNVVFLKVDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKL 
             70        80        90       100       110       120   
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.2  bits: 18.9 E():   33 
Smith-Waterman score: 43; 29.6% identity (66.7% similar) in 27 aa overlap (8-34:9-35) 
 
                10        20        30        40        50          
AAD-12  GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
               ::.    . ..:.  : .:.:. ..::                          
gi|244 MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQSCQRQFEEQQRFRNCQRYVKQEV 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 GLVDWACQAPRVHAHQWAAGD                                        
                                                                    
gi|244 QRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASEL 
               70        80        90       100       110       120 
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 75.2  bits: 18.9 E():   33 
Smith-Waterman score: 43; 21.5% identity (46.8% similar) in 79 aa overlap (1-69:58-134) 
 
                                             10        20        30 
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AAD-12                               GHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     ::.  .:  ..: :    .   .: : ..  
gi|105 HDGSVWTESPNFPKFKPEEIAGIVKDFEEPGHLAPTG-LFLG-GTKYMVIQGEPGVVIRG 
        30        40        50        60          70        80      
 
               40                  50        60        70        80 
AAD-12 ETGRPSLLIGRHAHAI----------PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 
       . :  .. : . . :.          ::.     ::. . :.: .  .:            
gi|105 KKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQGYWVPSSNS        
          90       100       110       120       130                
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.9  bits: 18.6 E():   34 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (42-79:20-57) 
 
              20        30        40        50        60        70  
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::  . . : :. :    :..:   .:  : 
gi|730            MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
              80                                                    
AAD-12 HAHQWAAGD                                                    
          .  ::                                                     
gi|730 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.9  bits: 18.6 E():   34 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (42-79:20-57) 
 
              20        30        40        50        60        70  
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::  . . : :. :    :..:   .:  : 
gi|191            MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
              80                                                    
AAD-12 HAHQWAAGD                                                    
          .  ::                                                     
gi|191 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
 
>>gi|21779|emb|CAA26847.1| unnamed protein product [Trit  (660 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.4  bits: 21.0 E():   36 
Smith-Waterman score: 49; 38.1% identity (57.1% similar) in 21 aa overlap (1-21:566-586) 
 
                                             10        20        30 
AAD-12                               GHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     :.::: :..  ::   .   :          
gi|217 QQPGQGQQGHCPMSPQQTGQAQQLGQGQQIGQVQQPGQGQQGYYPTSLQQPGQGQQSGQG 
         540       550       560       570       580       590      
 
               40        50        60        70        80           
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD           
                                                                    
gi|217 QQSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQPATQLPTVCRMEGGDA 
         600       610       620       630       640       650      
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 73.7  bits: 20.3 E():   40 
Smith-Waterman score: 47; 26.2% identity (52.4% similar) in 42 aa overlap (40-80:241-282) 
 
      10        20        30        40        50         60         
AAD-12 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF-LEGLVDWACQA 
                                     :  .... :::.: :: .  .   :   .  
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDKTYDLNFKE 
              220       230       240       250       260       270 
 
       70        80                                                 
AAD-12 PRVHAHQWAAGD                                                 
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          .. :  .::                                                 
gi|144 ENNNGSQKISGDVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.6  bits: 20.0 E():   40 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (11-20:284-293) 
 
                                   10        20        30        40 
AAD-12                     GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
               50        60        70        80 
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 
                                                
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET   
           320       330       340       350    
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 73.4  bits: 16.5 E():   41 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (47-64:8-25) 
 
         20        30        40        50        60        70       
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :. ....:..   :             
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA      
                                      10        20        30        
 
         80 
AAD-12 AAGD 
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.3  bits: 19.3 E():   42 
Smith-Waterman score: 44; 20.0% identity (50.8% similar) in 65 aa overlap (6-70:74-138) 
 
                                        10        20        30      
AAD-12                          GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     :..:. .:: . . .   :  :   :  .  
gi|383 SPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEEEE 
            50        60        70        80        90       100    
 
          40        50        60        70        80                
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD                
       .:. .      :.. : ... . :     : ..:.                          
gi|383 DLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEELEA 
           110       120       130       140       150       160    
 
gi|383 NVRAIEMDGLVWGASKFVAVGFGIKKLQINLVVEDEKVSTDELQAQIEEDEDHVQSTDVA 
           170       180       190       200       210       220    
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 72.9  bits: 18.6 E():   44 
Smith-Waterman score: 42; 27.8% identity (66.7% similar) in 36 aa overlap (43-78:28-62) 
 
             20        30        40        50        60        70   
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     :.: :...: : ... .:  : .    ... 
gi|157    MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQA-EFRQLANGAPDKTEAEIEAQ 
                  10        20        30         40        50       
 
             80                                                     
AAD-12 AHQWAAGD                                                     
        .::.:                                                       
gi|157 IEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPAAKAADARLSAIASNRA 
         60        70        80        90       100       110       
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.8  bits: 20.3 E():   44 
Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (33-55:344-366) 
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             10        20        30        40        50        60   
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
           320       330       340       350       360       370    
 
             70        80                                           
AAD-12 DWACQAPRVHAHQWAAGD                                           
                                                                    
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 72.8  bits: 16.5 E():   44 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (47-64:8-25) 
 
         20        30        40        50        60        70       
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :. ....:..   :             
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK   
                                      10        20        30        
 
         80 
AAD-12 AAGD 
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.6  bits: 18.6 E():   46 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (39-62:1-24) 
 
       10        20        30        40        50        60         
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|166                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
       70        80                                                 
AAD-12 PRVHAHQWAAGD                                                 
                                                                    
gi|166 IPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.6  bits: 18.6 E():   46 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (39-62:1-24) 
 
       10        20        30        40        50        60         
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|215                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
       70        80                                                 
AAD-12 PRVHAHQWAAGD                                                 
                                                                    
gi|215 IPKAATGAYKSVEVKGDGGAGTVRIITLPEGSPITTMTVRTDAVNKEALSYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.6  bits: 18.6 E():   46 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (39-62:1-24) 
 
       10        20        30        40        50        60         
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|892                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
       70        80                                                 
AAD-12 PRVHAHQWAAGD                                                 
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gi|892 IPKAAPGAYKSVEVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.6  bits: 18.6 E():   46 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (39-62:1-24) 
 
       10        20        30        40        50        60         
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|215                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
       70        80                                                 
AAD-12 PRVHAHQWAAGD                                                 
                                                                    
gi|215 IPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.5  bits: 17.9 E():   46 
Smith-Waterman score: 40; 30.0% identity (50.0% similar) in 30 aa overlap (35-64:13-42) 
 
           10        20        30        40        50        60     
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 
                                     :. :.    .. ::   :: :   .:  .: 
gi|144                   VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEW 
                                 10        20        30        40   
 
           70        80                                       
AAD-12 ACQAPRVHAHQWAAGD                                       
                                                              
gi|144 EPLTKKGNLWEVKSSKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
             50        60        70        80        90       
 
>>gi|22090|emb|CAA43361.1| HMW glutenin subunit 1By9 [Tr  (705 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 72.1  bits: 20.7 E():   49 
Smith-Waterman score: 50; 21.4% identity (51.4% similar) in 70 aa overlap (1-70:213-276) 
 
                                             10        20        30 
AAD-12                               GHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     :. :: :..  ::     ..: .:  . .: 
gi|220 YYPSSLQQPGQGQQIGQGQQGYYPTSLQQPGQGQQIGQGQQGY---YPTSPQHPGQRQQP 
            190       200       210       220          230          
 
               40        50        60        70        80           
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD           
         :.    ::.  .   : . .....  .:   .   .:.                     
gi|220 GQGQQ---IGQGQQLGQGRQIGQGQQSGQGQQGYYPTSPQQLGQGQQPGQWQQSGQGQQG 
     240          250       260       270       280       290       
 
gi|220 YYPTSQQQPGQGQQGQYPASQQQPGQGQQGQYPASQQQPGQGQQGQYPASQQQPGQGQQG 
        300       310       320       330       340       350       
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 72.0  bits: 19.7 E():   49 
Smith-Waterman score: 45; 28.6% identity (51.4% similar) in 35 aa overlap (42-76:258-291) 
 
              20        30        40        50        60        70  
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     :...:    .  : :  .  : :. :  :. 
gi|510 IGENIIGHLLIVFDGGKSQPACSWYDVPCSHSESIVYATGMVSGRCQHLAVPWTAQQ-RI 
       230       240       250       260       270       280        
 
              80                                                    
AAD-12 HAHQWAAGD                                                    
       .  ::                                                        
gi|510 NPIQWKFWRVFTSNIPAYPTSDTTNCVVLNTNVFKNDNTFEGEYHAFPDCARNLFKCRQQ 
        290       300       310       320       330       340       
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
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 initn:  37 init1:  37 opt:  44  Z-score: 71.7  bits: 19.3 E():   51 
Smith-Waterman score: 44; 27.8% identity (52.8% similar) in 36 aa overlap (19-54:64-96) 
 
                           10        20        30        40         
AAD-12             GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                                     :  .. .  . :.  ::   . . :  .:  
gi|481 AGKATTEEQKLIEDINVGFKAAVAARQRPAADKFKTFEAASPRHPRP---LRQGAGLVPK 
            40        50        60        70        80           90 
 
       50        60        70        80                             
AAD-12 MDAAESERFLEGLVDWACQAPRVHAHQWAAGD                             
       .::: :                                                       
gi|481 LDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGE 
              100       110       120       130       140       150 
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 71.6  bits: 19.7 E():   52 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (32-48:225-240) 
 
              10        20        30        40        50        60  
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
              70        80                                          
AAD-12 VDWACQAPRVHAHQWAAGD                                          
                                                                    
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 71.6  bits: 19.7 E():   52 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (32-48:225-240) 
 
              10        20        30        40        50        60  
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
              70        80                                          
AAD-12 VDWACQAPRVHAHQWAAGD                                          
                                                                    
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 71.4  bits: 19.7 E():   53 
Smith-Waterman score: 45; 27.5% identity (54.9% similar) in 51 aa overlap (27-74:119-169) 
 
                   10        20        30        40         50      
AAD-12     GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESE 
                                     .::  .: : :..   .:.:  :..    . 
gi|908 LWIIFSKNLNIKLNMPLYIAGNKTIDGRGAEVHIGNGGPCLFMRTVSHVILHGLNIHGCN 
       90       100       110       120       130       140         
 
          60          70        80                                  
AAD-12 RFLEG--LVDWACQAPRVHAHQWAAGD                                  
         . :  :.. :  .  :::.                                        
gi|908 TSVSGNVLISEASGVVPVHAQDGDAITMRNVTDVWIDHNSLSDSSDGLVDVTLASTGVTI 
      150       160       170       180       190       200         
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 71.2  bits: 19.3 E():   54 
Smith-Waterman score: 44; 47.4% identity (63.2% similar) in 19 aa overlap (53-68:72-90) 
 
             30        40        50        60           70          
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW---ACQAPRVHAHQWAAG 
                                     :.. ::   :::   ::.:            
gi|144 TISKQVVFLIHGFLSTGNNENFVAMSKALIEKDDFLVISVDWKKGACNAFASTKDALGYS 
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              50        60        70        80        90       100  
 
      80                                                            
AAD-12 D                                                            
                                                                    
gi|144 KAVGNTRHVGKFVADFTKLLVEKYKVLISNIRLIGHSLGAHTSGFAGKEVQKLKLGKYKE 
             110       120       130       140       150       160  
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 71.1  bits: 21.8 E():   55 
Smith-Waterman score: 52; 25.5% identity (52.9% similar) in 51 aa overlap (11-61:798-844) 
 
                                   10        20        30        40 
AAD-12                     GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:: .:. :.   :.. .. .  . :::.  
gi|203 GEKGDRNIRMNGGVVAGLYGKMKLMVKDHKMGYEYDAKAS-YTPMIDMNVQKQEHSLLV- 
       770       780       790       800        810       820       
 
               50        60        70        80                     
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD                     
            .  ::     :: ..:                                        
gi|203 --RFNMKDMDQHTVMRFKQSLREKRATGEEKDYENEITPDARSDRCFSFFLLDYCRKASH 
           830       840       850       860       870       880    
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.0  bits: 18.3 E():   55 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (18-25:34-41) 
 
                            10        20        30        40        
AAD-12              GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
        50        60        70        80                            
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGD                            
                                                                    
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 70.9  bits: 19.7 E():   56 
Smith-Waterman score: 45; 23.4% identity (44.7% similar) in 47 aa overlap (5-48:347-393) 
 
                                         10        20        30     
AAD-12                           GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ... : :   :: .    .  : :  
gi|625 DPMKKNVLVRADAPHTESMKWNWRSEKDLLENGAIFVASGCDPHLTPEQKSHLIPAEPGS 
        320       330       340       350       360       370       
 
           40           50        60        70        80 
AAD-12 PSLLIGRHA---HAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 
         : .   :   . .::                                 
gi|625 AVLQLTSCAGTLKCVPGKPC                              
        380       390                                    
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 70.9  bits: 18.3 E():   57 
Smith-Waterman score: 44; 35.4% identity (54.2% similar) in 48 aa overlap (2-47:79-122) 
 
                                            10        20        30  
AAD-12                              GHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
                                     :. . :.  :  : : ::. .  . :  :  
gi|160 LGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGN--ITVGEDGTAA-INIVDKQIPL 
       50        60        70        80          90        100      
 
              40          50        60        70        80 
AAD-12 TGRPSLLIGRHA--HAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 
       :: :  .::: .  :. :                                  
gi|160 TG-PHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG    
          110       120       130       140       150      
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>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.8  bits: 19.3 E():   57 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (31-74:254-299) 
 
               10        20        30          40        50         
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
       60        70        80            
AAD-12 EGLVDWACQAPRVHAHQWAAGD            
        .. :   . :.:. :                  
gi|261 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFS 
           290       300       310       
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.8  bits: 18.3 E():   57 
Smith-Waterman score: 41; 20.8% identity (79.2% similar) in 24 aa overlap (39-62:1-24) 
 
       10        20        30        40        50        60         
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:....:.:       
gi|134                               MGVQTHVLELTSSVSAEKIFQGFVIDVDTV 
                                             10        20        30 
 
       70        80                                                 
AAD-12 PRVHAHQWAAGD                                                 
                                                                    
gi|134 LPKAAPGAYKSVEIKGDGGPGTLKIITLPDGGPITTMTLRIDGVNKEALTFDYSVIDGDI 
               40        50        60        70        80        90 
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.8  bits: 21.4 E():   57 
Smith-Waterman score: 50; 44.4% identity (63.0% similar) in 27 aa overlap (35-60:636-662) 
 
           10        20        30        40         50        60    
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVD 
                                     :: : : : : .:::  . ..:  :.:    
gi|278 SRGPSGPPGPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIG 
         610       620       630       640       650       660      
 
            70        80                                            
AAD-12 WACQAPRVHAHQWAAGD                                            
                                                                    
gi|278 SPGRDGARGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAG 
         670       680       690       700       710       720      
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 70.8  bits: 20.0 E():   57 
Smith-Waterman score: 46; 22.4% identity (57.1% similar) in 49 aa overlap (32-76:15-63) 
 
              10        20        30        40        50        60  
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     :. : :. . :  : : ..:...... ..  
gi|601                 MRGALAGLSLATLATASPVLVNSIHNDAAPIISASNAKEIADNY 
                               10        20        30        40     
 
                  70        80                                      
AAD-12 V----DWACQAPRVHAHQWAAGD                                      
       .    : . :   .. : :                                          
gi|601 MIKFKDHVTQNLAAEHHGWVQDLHEKTQVAKTELRKRSQSPMVDDIFNGLKHTYNIAGGL 
           50        60        70        80        90       100     
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.7  bits: 19.0 E():   57 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (62-75:29-42) 
 
              40        50        60        70        80            
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD            
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                                     :.:  : :  . ::                 
gi|170   MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQT 
                 10        20        30        40        50         
 
gi|170 FPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQ 
       60        70        80        90       100       110         
 
>>gi|4587985|gb|AAD25927.1|AF084828_1 major allergenic p  (342 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 70.2  bits: 19.3 E():   61 
Smith-Waterman score: 49; 24.1% identity (56.9% similar) in 58 aa overlap (6-61:134-186) 
 
                                        10        20        30      
AAD-12                          GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG-- 
                                     : .::::   . . . .  ...:  ..:   
gi|458 MPRKPGMTRDDLFNSNASIVRDLAKVVAKVAPKAYIGVISNPVNSTVPIVAEVFKKAGVY 
           110       120       130       140       150       160    
 
            40        50        60        70        80              
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD              
        :. :.:     .  .:....  :: :.                                 
gi|458 DPKRLFG-----VTTLDTTRAATFLSGIAGSDPQTTNVPVIGGHSGVTIVPLISQAAQGD 
           170            180       190       200       210         
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.2  bits: 17.9 E():   62 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (11-28:25-42) 
 
                             10        20        30        40       
AAD-12               GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                               .:. . :.:  ..: ..:                   
gi|144 MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD                           
                                                                    
gi|144 EIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVEVTASVD 
               70        80        90       100       110       120 
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.1  bits: 19.3 E():   62 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (28-46:99-117) 
 
                  10        20        30        40        50        
AAD-12    GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
        60        70        80                                      
AAD-12 LEGLVDWACQAPRVHAHQWAAGD                                      
                                                                    
gi|908 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
      130       140       150       160       170       180         
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.1  bits: 19.3 E():   62 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (28-46:100-118) 
 
                  10        20        30        40        50        
AAD-12    GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
        60        70        80                                      
AAD-12 LEGLVDWACQAPRVHAHQWAAGD                                      
                                                                    
gi|118 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     130       140       150       160       170       180          
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>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 19.7 E():   62 
Smith-Waterman score: 46; 22.4% identity (55.2% similar) in 67 aa overlap (3-67:52-109) 
 
                                           10        20        30   
AAD-12                             GHVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     ....:: :.: :.. ..  .  ..       
gi|144 VEADVKLSDGYLARAAVPSGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIG----- 
              30        40        50        60        70            
 
             40        50        60          70        80           
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVD-WA-CQAPRVHAHQWAAGD           
         :.: .:.      :.:    .. :.: :. :. :.                        
gi|144 --PAL-VGKDPTDQVGIDNFMVQQ-LDGTVNEWGWCKQKLGANAILAVSLAVCKAGAHVK 
            80        90        100       110       120       130   
 
gi|144 GIPLYEHIANLAGNKNLVLPVPAFNVINGGSHAGNKLAMQEFMILPVGASSFKEAMKMGA 
            140       150       160       170       180       190   
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 69.8  bits: 15.8 E():   64 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (47-64:8-25) 
 
         20        30        40        50        60        70       
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :  ....:..   :             
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA      
                                      10        20        30        
 
         80 
AAD-12 AAGD 
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.6  bits: 19.3 E():   67 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (31-74:290-335) 
 
               10        20        30          40        50         
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
       60        70        80                                  
AAD-12 EGLVDWACQAPRVHAHQWAAGD                                  
        .. :   . :.:. :                                        
gi|268 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.6  bits: 19.3 E():   67 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (31-74:290-335) 
 
               10        20        30          40        50         
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
       60        70        80                                  
AAD-12 EGLVDWACQAPRVHAHQWAAGD                                  
        .. :   . :.:. :                                        
gi|124 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.6  bits: 19.3 E():   67 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (31-74:290-335) 
 
               10        20        30          40        50         
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
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gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
       60        70        80                                  
AAD-12 EGLVDWACQAPRVHAHQWAAGD                                  
        .. :   . :.:. :                                        
gi|124 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.6  bits: 18.3 E():   67 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (41-57:17-30) 
 
               20        30        40        50        60        70 
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|212               VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                             10        20           30        40    
 
               80                                                   
AAD-12 VHAHQWAAGD                                                   
                                                                    
gi|212 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
            50        60        70        80        90       100    
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.5  bits: 18.3 E():   67 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (41-57:18-31) 
 
               20        30        40        50        60        70 
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|144              AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
               80                                                   
AAD-12 VHAHQWAAGD                                                   
                                                                    
gi|144 LTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.5  bits: 18.3 E():   67 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (41-57:18-31) 
 
               20        30        40        50        60        70 
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|116              AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
               80                                                   
AAD-12 VHAHQWAAGD                                                   
                                                                    
gi|116 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.5  bits: 17.9 E():   67 
Smith-Waterman score: 43; 25.9% identity (46.3% similar) in 54 aa overlap (34-79:88-141) 
 
            10        20        30        40               50       
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-------IPGMDAAESER 
                                     :   .:::..:        .::     ..  
gi|189 AGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRD 
        60        70        80        90       100       110        
 
         60         70        80   
AAD-12 FLEGLVDWA-CQAPRVHAHQWAAGD   
       : . ::  . :..  ::   .  :    
gi|189 FAKVLVTPGQCNVLTVHNAPYCLGLDI 
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       120       130       140     
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 41; 26.0% identity (48.0% similar) in 50 aa overlap (38-79:93-142) 
 
        10        20        30        40               50        60 
AAD-12 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-------IPGMDAAESERFLEG 
                                     .:::..:        .::     .. : .  
gi|439 SSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKV 
             70        80        90       100       110       120   
 
                70        80   
AAD-12 LVDWA-CQAPRVHAHQWAAGD   
       ::  . :..  ::   .  :    
gi|439 LVTPGQCNVLTVHNAPYCLGLDI 
            130       140      
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 40; 26.7% identity (60.0% similar) in 30 aa overlap (21-50:115-144) 
 
                         10        20        30        40        50 
AAD-12           GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::   .:. ...  ..:    :.: 
gi|217 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
               60        70        80 
AAD-12 AAESERFLEGLVDWACQAPRVHAHQWAAGD 
                                      
gi|217 I                              
                                      
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.2  bits: 19.0 E():   70 
Smith-Waterman score: 43; 27.8% identity (55.6% similar) in 36 aa overlap (11-46:234-269) 
 
                                   10        20        30        40 
AAD-12                     GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::  ..   .: . :.:   :.. :  .:  
gi|324 DPRTLNKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVIL 
           210       220       230       240       250       260    
 
               50        60        70        80      
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD      
         .::.                                        
gi|324 SISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV 
           270       280       290       300         
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.2  bits: 18.3 E():   70 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (41-57:27-40) 
 
               20        30        40        50        60        70 
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|194     MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEA 
                   10        20        30           40        50    
 
               80                                                   
AAD-12 VHAHQWAAGD                                                   
                                                                    
gi|194 LTQYKCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVL 
            60        70        80        90       100       110    
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 69.2  bits: 15.8 E():   70 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (47-64:8-25) 
 
         20        30        40        50        60        70       
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AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :  ....:..   :             
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK   
                                      10        20        30        
 
         80 
AAD-12 AAGD 
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 69.2  bits: 19.7 E():   70 
Smith-Waterman score: 45; 23.5% identity (58.8% similar) in 51 aa overlap (9-56:265-315) 
 
                                     10        20        30         
AAD-12                       GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETG-RPSL 
                                     : .. :..:..  . ::.: .     . :  
gi|144 AVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGGVMTPLIKRNTTIPTKKSE 
          240       250       260       270       280       290     
 
        40          50        60        70        80                
AAD-12 LIGRHAHAIPG--MDAAESERFLEGLVDWACQAPRVHAHQWAAGD                
        .. ..   ::  ... :.::                                        
gi|144 TFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAPRGVPQIEVTFDLDANGIM 
          300       310       320       330       340       350     
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 68.8  bits: 19.7 E():   74 
Smith-Waterman score: 45; 26.4% identity (47.2% similar) in 53 aa overlap (4-47:338-387) 
 
                                          10        20              
AAD-12                            GHVQQAGSAYIGYGMDTTATPLRPLVKV----- 
                                     :: :   .. :.. :   ::   ..      
gi|258 RGNLDFVQPPRGRQEREHEERQQEQLQQERQQQGEQLMANGLEETFCSLRLKENIGNPER 
       310       320       330       340       350       360        
 
           30        40        50        60        70        80     
AAD-12 ----HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD     
            :..:: : :   ..: .:                                      
gi|258 ADIFSPRAGRISTL---NSHNLPILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYVIRG 
       370       380          390       400       410       420     
 
>>gi|462719|sp|P80274.1|NLTP4_VITSX RecName: Full=Non-sp  (37 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 68.8  bits: 15.8 E():   74 
Smith-Waterman score: 34; 38.1% identity (57.1% similar) in 21 aa overlap (1-21:5-25) 
 
                   10        20        30        40        50       
AAD-12     GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 
           :.: .: :  : : .   :.:                                    
gi|462 TVTCGQVASALSPCIDYLQKDGAVPAGSCCXKXLSSA                        
               10        20        30                               
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 68.4  bits: 15.1 E():   77 
Smith-Waterman score: 34; 47.4% identity (52.6% similar) in 19 aa overlap (6-24:7-24) 
 
                10        20        30        40        50          
AAD-12  GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
             :  :  : :. : :::  :                                    
gi|751 DLGYAPATPAAPGAGY-TPATPAAP                                    
               10         20                                        
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 68.1  bits: 15.1 E():   80 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (18-24:5-11) 
 
               10        20        30        40        50        60 
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG 
                        : .:.::                                     
gi|751              TKSQTHVPIRPNKLVLKVQKDRATN                       
                            10        20                            
 
>>gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia mutic  (284 aa) 
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 initn:  40 init1:  40 opt:  42  Z-score: 68.0  bits: 18.6 E():   81 
Smith-Waterman score: 42; 36.8% identity (73.7% similar) in 19 aa overlap (41-59:63-80) 
 
               20        30        40        50        60        70 
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     .:: ..  ..::: .:. :            
gi|219 EDSKAKIEEDLTSLQKKYTNLENEFDQVNEKHADSVAKLEAAE-KRLTETEDEIKGYTRK 
             40        50        60        70         80        90  
 
               80                                                   
AAD-12 VHAHQWAAGD                                                   
                                                                    
gi|219 IQLLEDDLERTQTKLDEATGKLEEATKSADESERGRKVLESRSLADDDRIDGLEKQVKDA 
             100       110       120       130       140       150  
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.8  bits: 15.1 E():   83 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (30-40:10-20) 
 
               10        20        30        40        50        60 
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG 
                                    :.:  :..: :                     
gi|147                     AKITFTNNXPNTVWPGILTGFGQKPQ               
                                   10        20                     
 
               70        80 
AAD-12 LVDWACQAPRVHAHQWAAGD 
 
>>gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-termi  (34 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 67.6  bits: 15.5 E():   85 
Smith-Waterman score: 33; 25.0% identity (58.3% similar) in 24 aa overlap (47-70:8-31) 
 
         20        30        40        50        60        70       
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     : . :.   ..::. . .  . ::       
gi|691                        AIGDKPGPKITATYXXKWLEAKATFYGSNPRGAA    
                                      10        20        30        
 
         80 
AAD-12 AAGD 
 
>>gi|69552|pir||MEHB2 melittin, minor - honeybee          (27 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.5  bits: 15.1 E():   86 
Smith-Waterman score: 32; 30.8% identity (61.5% similar) in 13 aa overlap (58-70:13-25) 
 
        30        40        50        60        70        80 
AAD-12 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 
                                     : .:..:  .  :           
gi|695                   GIGAVLKVLTTGLPALISWISRKKRQQ         
                                 10        20                
 
>>gi|289064179|gb|ADC80503.1| non-specific lipid transfe  (118 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.3  bits: 17.2 E():   88 
Smith-Waterman score: 38; 66.7% identity (88.9% similar) in 9 aa overlap (43-51:81-89) 
 
             20        30        40        50        60        70   
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     : ::::..:                      
gi|289 ASCCSGVRSLNAAAKTTPDRQAVCNCLKSAAGAIPGFNANNAGILPGKCGVSIPYKISTS 
               60        70        80        90       100       110 
 
             80 
AAD-12 AHQWAAGD 
                
gi|289 TNCATIKF 
                
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.2  bits: 19.0 E():   89 
Smith-Waterman score: 43; 35.5% identity (54.8% similar) in 31 aa overlap (17-47:3-32) 
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               10        20        30        40        50        60 
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG 
                       : : :.  :. .   .:   :  : ::..::              
gi|238               FITKAIPIV-LAALSAVNGAKILEAGPHAETIPNKYIVVMKKDVSD 
                              10        20        30        40      
 
               70        80                                         
AAD-12 LVDWACQAPRVHAHQWAAGD                                         
                                                                    
gi|238 EAFSTHTTWLSQNLNRRLMRRSGSSKAMAGMQNKYSLGGIFRAYSGEFDDAMIKDISNHD 
          50        60        70        80        90       100      
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.0  bits: 16.9 E():   92 
Smith-Waterman score: 37; 38.9% identity (50.0% similar) in 18 aa overlap (47-64:25-42) 
 
         20        30        40        50        60        70       
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     ::   :: :   .:  .:             
gi|126       TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTKKGNLWEV 
                     10        20        30        40        50     
 
         80                                        
AAD-12 AAGD                                        
                                                   
gi|126 KSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
           60        70        80        90        
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 66.9  bits: 14.5 E():   93 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (15-22:10-17) 
 
               10        20        30        40        50        60 
AAD-12 GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG 
                     :.:  :::                                       
gi|244      IGNEDCTPWMSTLITPLP                                      
                    10                                              
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 66.9  bits: 18.3 E():   93 
Smith-Waterman score: 41; 15.4% identity (51.3% similar) in 78 aa overlap (2-79:57-132) 
 
                                            10        20        30  
AAD-12                              GHVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
                                     ..:   .  . :..     : .:  . .:. 
gi|130 QQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYSQPQPFRPQQPYPQPQPQ 
         30        40        50        60        70        80       
 
              40        50        60        70        80            
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD            
        ..:.  :... .    ..   .. . . :.   :.   .. :. : :             
gi|130 YSQPQEPISQQQQQQQQQQQILQQILQQQLI--PCMDVVLQQHNIAHGRSQVLQQSTYQL 
         90       100       110         120       130       140     
 
gi|130 LQELCCQHLWQIPEQSQCQAIQNVVHAIILHQQQKQQQQPSSQVSFQQPLQQYPLGQGSF 
          150       160       170       180       190       200     
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.9  bits: 17.9 E():   93 
Smith-Waterman score: 40; 34.5% identity (51.7% similar) in 29 aa overlap (7-35:139-165) 
 
                                       10        20        30       
AAD-12                         GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS 
                                     :  :.  :. :. . :  : .::   : :  
gi|116 KYAGVFVSTGTLGGGQETTAITSMSTLVDHGFIYVPLGYKTAFSMLANLDEVH--GGSPW 
      110       120       130       140       150       160         
 
         40        50        60        70        80 
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 
                                                    
gi|116 GAGTFSAGDGSRQPSELELNIAQAQGKAFYEAVAKAHQ       

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 6138



 

 

        170       180       190       200           
 
>>gi|897811|emb|CAA24933.1| unnamed protein product [Tri  (101 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.7  bits: 16.9 E():   95 
Smith-Waterman score: 37; 46.2% identity (69.2% similar) in 13 aa overlap (1-13:31-43) 
 
                                             10        20        30 
AAD-12                               GHVQQAGSAYIGYGMDTTATPLRPLVKVHP 
                                     :. :: :..  ::                  
gi|897 EKLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDS 
               10        20        30        40        50        60 
 
               40        50        60        70        80 
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 
                                                          
gi|897 PYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ          
               70        80        90       100           
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.7  bits: 18.3 E():   95 
Smith-Waterman score: 41; 37.5% identity (81.2% similar) in 16 aa overlap (46-61:1-16) 
 
          20        30        40        50        60        70      
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                     .::..:.. : .:. :               
gi|857                               MPGQQATKHESLLDQLSLKGKVVVVTGASG 
                                             10        20        30 
 
          80                                                        
AAD-12 WAAGD                                                        
                                                                    
gi|857 PKGMGIEAARGCAEMGAAVAITYASRAQGAEENVKELEKTYGIKAKAYKCQVDSYESCEK 
               40        50        60        70        80        90 
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.6  bits: 18.0 E():   96 
Smith-Waterman score: 40; 38.5% identity (42.3% similar) in 26 aa overlap (12-37:60-85) 
 
                                  10        20        30        40  
AAD-12                    GHVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     :  :  :  :  : ::.   :  : :     
gi|613 CLEYSNVGFTDAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIA 
      30        40        50        60        70        80          
 
              50        60        70        80                      
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD                      
                                                                    
gi|613 QRWANQCTFEHDACRNVERFAVGQNIAATSSSGKNKSTLSDMILLWYNEVKDFDNRWISS 
      90       100       110       120       130       140          
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:02:59 2011 done: Fri Jan 21 00:03:00 2011 
 Total Scan time:  0.060 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 174  - 253 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
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       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     0     2:* 
  32     7     8:==* 
  34    20    22:=======* 
  36    33    44:===========   * 
  38    40    73:==============          * 
  40    89   102:==============================   * 
  42    95   125:================================         * 
  44   126   137:==========================================   * 
  46   159   140:==============================================*====== 
  48   137   134:============================================*= 
  50   100   122:==================================      * 
  52   120   107:===================================*==== 
  54   102    92:==============================*=== 
  56   118    77:=========================*============== 
  58    75    63:====================*==== 
  60    50    51:================* 
  62    42    41:=============* 
  64    28    33:==========* 
  66    29    26:========*= 
  68    12    20:====  * 
  70    29    16:=====*==== 
  72    12    12:===* 
  74     6    10:== * 
  76    14     8:==*== 
  78    15     6:=*=== 
  80     9     5:=*= 
  82     7     3:*== 
  84     2     3:* 
  86     0     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     2     1:*         :*= 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     2     0:=         *== 
 100     1     0:=         *= 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.25170.00298; mu= 8.0862 0.155 
 mean_var=29.2677 7.947, 0's: 2 Z-trim: 4  B-trim: 71 in 1/43 
 Lambda= 0.237072 
 Kolmogorov-Smirnov  statistic: 0.0687 (N=28) at  50 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   73 29.3    0.08 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   66 26.9    0.42 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   58 24.2    0.96 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   56 23.5     1.2 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   56 23.5     1.6 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   56 23.5     1.6 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   52 22.1     2.9 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   57 23.8     3.2 
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gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   56 23.5     3.5 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   59 24.5     4.2 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   56 23.5     4.6 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   53 22.5     6.1 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   52 22.1       9 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   51 21.8      10 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   48 20.7      11 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   52 22.1      12 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 21.4      12 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   50 21.4      12 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   50 21.4      12 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   50 21.4      13 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   51 21.8      14 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   49 21.1      15 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   46 20.1      15 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   46 20.1      17 
gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   46 20.1      17 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 16.7      17 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.7      18 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.7      18 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.7      18 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 21.1      18 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   47 20.4      18 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   47 20.4      19 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   47 20.4      19 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 21.1      21 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 19.4      23 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   46 20.1      23 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   47 20.4      24 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 19.0      24 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   49 21.1      24 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 20.4      25 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   49 21.1      27 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   48 20.7      27 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   48 20.7      27 
gi|66841002|emb|CAI64400.1| thioredoxin h1 protein ( 128)   43 19.0      28 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   43 19.0      30 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   42 18.7      31 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   42 18.7      31 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   45 19.7      31 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 16.7      36 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 20.1      38 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   42 18.7      39 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   47 20.4      40 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 16.7      40 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.7      41 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   45 19.7      41 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   40 18.0      43 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 20.4      43 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.7      43 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.7      43 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   45 19.7      47 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 19.4      48 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.7      50 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.7      50 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   45 19.7      51 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   44 19.4      52 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.4      52 
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gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   41 18.4      53 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   41 18.4      54 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.7      54 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.7      54 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   35 16.3      54 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   44 19.4      55 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   43 19.0      55 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   51 21.7      55 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   46 20.1      56 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.4      57 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 18.0      58 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 16.0      58 
gi|4587985|gb|AAD25927.1|AF084828_1 major allergen ( 342)   44 19.4      59 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   44 19.4      60 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   44 19.4      60 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.7      61 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   40 18.0      61 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 18.4      63 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 16.0      63 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 18.4      63 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 18.4      63 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   40 18.0      64 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   40 18.0      64 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   40 18.0      64 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   44 19.4      64 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   44 19.4      64 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   44 19.4      64 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 18.4      66 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   43 19.0      67 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   45 19.7      68 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.3      69 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   45 19.7      72 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.3      72 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.3      75 
gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-t (  34)   33 15.6      78 
gi|69552|pir||MEHB2 melittin, minor - honeybee     (  27)   32 15.3      78 
gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia m ( 284)   42 18.7      78 
gi|289064179|gb|ADC80503.1| non-specific lipid tra ( 118)   38 17.3      83 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 14.6      83 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   37 17.0      86 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   43 19.0      88 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   40 18.0      89 
gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum ( 259)   41 18.3      90 
gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} (  20)   30 14.6      92 
gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Th (  20)   30 14.6      92 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   40 18.0      92 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   41 18.3      92 
gi|190684057|gb|ACE82289.1| glutathione transferas ( 222)   40 18.0      97 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   37 17.0      98 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   39 17.7      99 
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  73 init1:  73 opt:  73  Z-score: 122.2  bits: 29.3 E(): 0.08 
Smith-Waterman score: 73; 35.5% identity (54.8% similar) in 31 aa overlap (48-78:246-276) 
 
        20        30        40        50        60        70        
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:: :   . :     .: . 
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
 
        80                                                          
AAD-12 GDV                                                          
       :                                                            
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  66 init1:  66 opt:  66  Z-score: 109.2  bits: 26.9 E(): 0.42 
Smith-Waterman score: 66; 32.3% identity (54.8% similar) in 31 aa overlap (48-78:247-277) 
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        20        30        40        50        60        70        
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:  :   . :.    .: . 
gi|232 APDIKTPKEALDLIMDAIDKAGYKGKVGIAMDVASSEFYKDGKYDLDFKNPESDPSKWLS 
        220       230       240       250       260       270       
 
        80                                                          
AAD-12 GDV                                                          
       :                                                            
gi|232 GPQLADLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKT 
        280       290       300       310       320       330       
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 102.8  bits: 24.2 E(): 0.96 
Smith-Waterman score: 58; 40.0% identity (62.5% similar) in 40 aa overlap (28-63:79-117) 
 
                  10        20        30          40          50    
AAD-12    HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHA--HAIPGMDAAES 
                                     .::. ::.:  ::   :  :   :.. :.  
gi|121 DLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPEN-RPALKTLIDGLASSHKARGIEKAQF 
       50        60        70        80         90       100        
 
            60        70        80                  
AAD-12 ERFLEGLVDWACQAPRVHAHQWAAGDV                  
       :.:  .:::.                                   
gi|121 EEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
       110       120       130       140       150  
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 101.3  bits: 23.5 E():  1.2 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (59-75:68-86) 
 
       30        40        50        60          70        80       
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDV       
                                     : .:..:  :: ... :.:            
gi|219 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
gi|219 SFDSDRSGLLLKQKVSDE 
       100       110      
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 98.8  bits: 23.5 E():  1.6 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (59-75:68-86) 
 
       30        40        50        60          70        80       
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDV       
                                     : .:..:  :: ... :.:            
gi|184 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
gi|184 SFDSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 98.8  bits: 23.5 E():  1.6 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (59-75:68-86) 
 
       30        40        50        60          70        80       
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDV       
                                     : .:..:  :: ... :.:            
gi|456 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNF 
        40        50        60        70        80        90        
 
gi|456 SFGSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  47 init1:  47 opt:  52  Z-score: 94.2  bits: 22.1 E():  2.9 
Smith-Waterman score: 52; 26.5% identity (50.0% similar) in 68 aa overlap (13-79:19-84) 
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                     10        20        30        40        50     
AAD-12       HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
                         :.: ::  :. :.:.        .     :.:. : :.  .. 
gi|135 MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDV--KD 
               10        20        30        40        50           
 
            60        70        80                          
AAD-12 RFLE-GLVDWACQAPRVHAHQWAAGDV                          
        .:. :    :   :..   .: :.:                           
gi|135 LLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD 
       60        70        80        90       100       110 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 93.4  bits: 23.8 E():  3.2 
Smith-Waterman score: 57; 24.5% identity (53.1% similar) in 49 aa overlap (2-47:345-393) 
 
                                            10        20        30  
AAD-12                              HVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ... :.: . :: .    .  :  
gi|113 PDERSKKNVLGRHGEAAAESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEP 
          320       330       340       350       360       370     
 
              40           50        60        70        80 
AAD-12 GRPSLLIGRHAHAI---PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 
       :. .: .   : ..   ::                                  
gi|113 GESALSLTSSAGVLSCQPGAPC                               
          380       390                                     
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 92.8  bits: 23.5 E():  3.5 
Smith-Waterman score: 56; 29.6% identity (53.7% similar) in 54 aa overlap (7-58:25-73) 
 
                                 10        20        30         40  
AAD-12                   HVQQAGSAYIGYGMDTTATPLRPLVKVHPET-GRPSLLIGRH 
                               .:  ::.  : :::  : . . : : . :.       
gi|249 MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPAT----- 
               10        20        30        40        50           
 
               50        60        70        80                     
AAD-12 AHAIP-GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV                     
         :.: :  ..: ....:                                           
gi|249 PAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGLA 
          60        70        80        90       100       110      
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  43 init1:  43 opt:  59  Z-score: 91.2  bits: 24.5 E():  4.2 
Smith-Waterman score: 59; 34.4% identity (59.4% similar) in 32 aa overlap (3-34:143-171) 
 
                                           10        20        30   
AAD-12                             HVQQAGSAYIGYGMDTTATPLRPLVKVHPETG 
                                     ::.:..  ::     ..: .:    .:: : 
gi|736 PSVTSPQQVSYYPGQASPQRPGQGQQPGQGQQSGQGQQGY---YPTSPQQPGQWQQPEQG 
            120       130       140       150          160          
 
             40        50        60        70        80             
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV             
       .:                                                           
gi|736 QPGYYPTSPQQPGQLQQPAQGQQPGQGQQGRQPGQGQPGYYPTSSQLQPGQLQQPAQGQQ 
     170       180       190       200       210       220          
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 90.6  bits: 23.5 E():  4.6 
Smith-Waterman score: 56; 27.0% identity (55.6% similar) in 63 aa overlap (19-73:46-108) 
 
                           10        20           30          40    
AAD-12             HVQQAGSAYIGYGMDTTATPLRPL---VKVHPETGRPSLL--IGRH-- 
                                     :::::    ...: ....:  :  .: .   
gi|253 IEEPEMIAPTPPGQFPHQQPISSPNRTSRNTPLRPESTEIETHHHANHPPALPVLGMQLP 
          20        30        40        50        60        70      
 
               50        60        70        80                     
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AAD-12 -AHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV                     
          ..:  . :.:.  :.  .:   .::   .:                            
gi|253 VPGTVPESSRAQSRASLNLDIDLDLHAPSHPSHLSHGAPHEQEHAHEIQRHRAHSAQSSA 
          80        90       100       110       120       130      
 
gi|253 GLPPTGFASHLPPASSGPVSLGWNMYHVPPNLHLNANQFNFEVPGHMNVSGHPTHLEHSS 
         140       150       160       170       180       190      
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 88.4  bits: 22.5 E():  6.1 
Smith-Waterman score: 53; 43.8% identity (62.5% similar) in 16 aa overlap (59-74:27-42) 
 
       30        40        50        60        70        80         
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV         
                                     : :.:  : : .. ::               
gi|170     MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQ 
                   10        20        30        40        50       
 
gi|170 QTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQP 
         60        70        80        90       100       110       
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 85.3  bits: 22.1 E():    9 
Smith-Waterman score: 52; 28.1% identity (59.4% similar) in 32 aa overlap (48-79:66-97) 
 
        20        30        40        50        60        70        
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     .:. . . : :: .. .   ::.  ::..  
gi|729 STLSLVTKADGKIDMTVDLISPVTKRASLKIDSKKYNLFHEGELSASIVNPRLSWHQYTK 
          40        50        60        70        80        90      
 
        80                                                          
AAD-12 GDV                                                          
        :                                                           
gi|729 RDSREYKSDVELSLRSSDIALKITMPDYNSKIHYSRQGDQINMDIDGTLIEGHAQGTIRE 
         100       110       120       130       140       150      
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 84.2  bits: 21.8 E():   10 
Smith-Waterman score: 51; 36.1% identity (55.6% similar) in 36 aa overlap (5-35:21-56) 
 
                                 10        20           30          
AAD-12                 HVQQAGS--AYIGYGMDTTATP---LRPLVKVHPETGRPSLLIG 
                           :::  : .:::  : :.:     : . . :  ..:.     
gi|330 MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKAT 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV                    
                                                                    
gi|330 TEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESS 
               70        80        90       100       110       120 
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.5  bits: 20.7 E():   11 
Smith-Waterman score: 48; 25.6% identity (53.5% similar) in 43 aa overlap (12-54:23-65) 
 
                          10        20        30        40          
AAD-12            HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                             ...:  ..::  :.:   :. .    .     :::. : 
gi|344 MTGVKTHLQHELKRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPD 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 AAESERFLEGLVDWACQAPRVHAHQWAAGDV                              
         ..:                                                        
gi|344 EFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDS 
               70        80        90       100       110       120 
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 83.2  bits: 22.1 E():   12 
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Smith-Waterman score: 52; 27.9% identity (53.5% similar) in 43 aa overlap (39-80:241-283) 
 
       10        20        30        40        50         60        
AAD-12 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF-LEGLVDWACQA 
                                     :  .... :::.: :: .  .   :   .  
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDKTYDLNFKE 
              220       230       240       250       260       270 
 
        70        80                                                
AAD-12 PRVHAHQWAAGDV                                                
          .. :  .:::                                                
gi|144 ENNNGSQKISGDVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.1  bits: 21.4 E():   12 
Smith-Waterman score: 50; 32.1% identity (57.1% similar) in 28 aa overlap (8-35:1-28) 
 
               10        20        30        40        50        60 
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
              : .:::  : :.:    . . :  ..:.                          
gi|295        ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQKLIEKINAGFKAALAAA 
                      10        20        30        40        50    
 
               70        80                                         
AAD-12 VDWACQAPRVHAHQWAAGDV                                         
                                                                    
gi|295 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAE 
            60        70        80        90       100       110    
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.1  bits: 21.4 E():   12 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (8-58:1-43) 
 
               10        20        30        40        50        60 
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
              : .:::    :::  : .   : :  :.   :  :    :  ..: ....:   
gi|109        ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA---AGKATTEEQKLIEKI 
                         10        20          30           40      
 
               70        80                                         
AAD-12 VDWACQAPRVHAHQWAAGDV                                         
                                                                    
gi|109 NAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKLDA 
          50        60        70        80        90       100      
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.0  bits: 21.4 E():   12 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (8-58:1-43) 
 
               10        20        30        40        50        60 
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
              : .:::    :::  : .   : :  :.   :  :    :  ..: ....:   
gi|239        ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA---AGKATTEEQKLIEKI 
                         10        20          30           40      
 
               70        80                                         
AAD-12 VDWACQAPRVHAHQWAAGDV                                         
                                                                    
gi|239 NAGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKLDA 
          50        60        70        80        90       100      
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 82.3  bits: 21.4 E():   13 
Smith-Waterman score: 50; 32.1% identity (52.8% similar) in 53 aa overlap (7-58:25-68) 
 
                                 10        20        30        40   
AAD-12                   HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                               .: .:::    :::  : .   : :  :.      : 
gi|398 MAVHQYTVALFLAVALVAGPAASYAADLGYG---PATPAAPAAGYTPAT--PA----APA 
               10        20        30           40              50  
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              50        60        70        80                      
AAD-12 HAIP-GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV                      
       .: : :  ..: ....:                                            
gi|398 EAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGAASNKAFAEGLSG 
              60        70        80        90       100       110  
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 82.0  bits: 21.8 E():   14 
Smith-Waterman score: 51; 28.3% identity (51.7% similar) in 60 aa overlap (13-67:2-60) 
 
               10        20        30        40             50      
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG-----MDAAESER 
                   :. : : :.  :. .   .:   :  : ::.:::.     :    :.. 
gi|581            MGFITKAIPIV-LAALSTVNGARILEAGPHAEAIPNKYIVVMKREVSDE 
                          10         20        30        40         
 
          60        70        80                                    
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDV                                    
        ... . :  :.                                                 
gi|581 AFNAHTTWLSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRAYSGEFDDAMIKDISSHDD 
       50        60        70        80        90       100         
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.4  bits: 21.1 E():   15 
Smith-Waterman score: 49; 43.8% identity (56.2% similar) in 16 aa overlap (59-74:8-23) 
 
       30        40        50        60        70        80         
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV         
                                     : :.:  : :  . ::               
gi|106                        NIQVDPSGQVQWPQQQPFPQPHQPFSQQPQQTFPQPQ 
                                      10        20        30        
 
gi|106 QTFPHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQP 
        40        50        60        70        80        90        
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 81.2  bits: 20.1 E():   15 
Smith-Waterman score: 46; 26.8% identity (58.5% similar) in 41 aa overlap (35-73:100-140) 
 
           10        20        30        40         50        60    
AAD-12 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
             70        80 
AAD-12 A-CQAPRVHAHQWAAGDV 
       . : . . : :        
gi|100 GYCGSHHHHHH        
     130       140        
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 80.5  bits: 20.1 E():   17 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (38-80:1-44) 
 
        10        20        30        40        50        60        
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQ 
                                     .: ..:..   ... .:... :.: :     
gi|166                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
         70        80                                               
AAD-12 APRVHAHQWAAGDV                                               
        :..    . . ::                                               
gi|166 IPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 80.5  bits: 20.1 E():   17 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (38-80:1-44) 
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        10        20        30        40        50        60        
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQ 
                                     .: ..:..   ... .:... :.: :     
gi|215                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
         70        80                                               
AAD-12 APRVHAHQWAAGDV                                               
        :..    . . ::                                               
gi|215 IPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 80.3  bits: 16.7 E():   17 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (41-46:8-13) 
 
               20        30        40        50        60        70 
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::: .:                         
gi|131                        GPVGGVVHAHMMPLL                       
                                      10                            
 
               80 
AAD-12 HAHQWAAGDV 
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 80.0  bits: 19.7 E():   18 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (10-27:24-41) 
 
                             10        20        30        40       
AAD-12               HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|144 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV                           
                                                                    
gi|144 IKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTASVGD 
               70        80        90       100       110       120 
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 80.0  bits: 19.7 E():   18 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (10-27:24-41) 
 
                             10        20        30        40       
AAD-12               HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|379 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV                           
                                                                    
gi|379 IKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTATVGD 
               70        80        90       100       110       120 
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 80.0  bits: 19.7 E():   18 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (10-27:24-41) 
 
                             10        20        30        40       
AAD-12               HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|121 MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSLSTFKNTE 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV                           
                                                                    

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 6148



 

 

gi|121 IKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDG 
               70        80        90       100       110       120 
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.9  bits: 21.1 E():   18 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (5-21:200-216) 
 
                                         10        20        30     
AAD-12                           HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
           40        50        60        70        80               
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV               
                                                                    
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 79.9  bits: 20.4 E():   18 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (42-79:156-194) 
 
              20        30        40        50        60        70  
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|833 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
         130       140       150       160       170       180      
 
               80                
AAD-12 HAHQWAAGDV                
       .. .:: ..                 
gi|833 NVINWAEAENRYIAGDKGGHPFMKL 
         190       200       210 
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 79.5  bits: 20.4 E():   19 
Smith-Waterman score: 47; 21.7% identity (52.2% similar) in 46 aa overlap (6-48:62-107) 
 
                                        10        20        30      
AAD-12                          HVQQAGSAYIGYGMDTTATPLRPLVKVHPE---TG 
                                     :..:.: . .. :     . . . .   .: 
gi|201 DATPVLDVAGKELDSRLSYRIISTFWGALGGDVYLGKSPNSDAPCANGIFRYNSDVGPSG 
              40        50        60        70        80        90  
 
             40        50        60        70        80             
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV             
        :  .::  .:   :.                                             
gi|201 TPVRFIGSSSHFGQGIFENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTI 
             100       110       120       130       140       150  
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 79.5  bits: 20.4 E():   19 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (42-79:167-205) 
 
              20        30        40        50        60        70  
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|164 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
        140       150       160       170       180       190       
 
               80                
AAD-12 HAHQWAAGDV                
       .. .:: ..                 
gi|164 NVINWAEAENRYIAGDKGGHPFMKL 
        200       210       220  
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 78.7  bits: 21.1 E():   21 
Smith-Waterman score: 49; 24.5% identity (49.0% similar) in 49 aa overlap (2-47:341-389) 
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                                            10        20        30  
AAD-12                              HVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ..  :.: . :: .    .  :  
gi|113 ASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMIPAEP 
              320       330       340       350       360       370 
 
              40           50        60        70        80 
AAD-12 GRPSLLIGRHAHAI---PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 
       :.  : .   : ..   ::                                  
gi|113 GEAVLRLTSSAGVLSCQPGAPC                               
              380       390                                 
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.1  bits: 19.4 E():   23 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (10-30:25-45) 
 
                              10        20        30        40      
AAD-12                HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                               .:. . :.:  :.:  .:  :                
gi|990 MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV                          
                                                                    
gi|990 EAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVVVTASCD 
               70        80        90       100       110       120 
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.8  bits: 20.1 E():   23 
Smith-Waterman score: 46; 21.0% identity (43.5% similar) in 62 aa overlap (7-68:39-100) 
 
                                       10        20        30       
AAD-12                         HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                                     :::..::  .     . ::    . :  .  
gi|616 DLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCASQHGCHGD 
       10        20        30        40        50        60         
 
         40        50        60        70        80                 
AAD-12 LIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV                 
        : :  . :    ...   .     . .:. :                             
gi|616 TIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQT 
       70        80        90       100       110       120         
 
gi|616 HSAIAVIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
      130       140       150       160       170       180         
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 47; 20.7% identity (46.0% similar) in 87 aa overlap (3-79:99-181) 
 
                                           10        20             
AAD-12                             HVQQAGSAYIGYGMDTTATPLRPLVKVHP--- 
                                     :.:.:  . :: .  ..     .::.:    
gi|144 KDYLIMKRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQ 
       70        80        90       100       110       120         
 
             30        40        50        60        70        80   
AAD-12 -------ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV   
              .:   . .:     ..:. ..  .:   : .::    . .:  . :.  :    
gi|144 HESYEQDQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVD----GDKVTIYGWGLTDGNG 
      130       140       150       160           170       180     
 
gi|144 KDLPDKLQKGSMTIVGNDRCNEKWGSINAIHPGMICALDKTQSGCNGDSGGPLVSANRKL 
          190       200       210       220       230       240     
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 77.7  bits: 19.0 E():   24 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (47-59:5-17) 
 
         20        30        40        50        60        70       
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AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA 
                                     :.:::: .  :.:                  
gi|208                           MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACG 
                                         10        20        30     
 
         80                                                         
AAD-12 AGDV                                                         
                                                                    
gi|208 LAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAGDVDGD 
           40        50        60        70        80        90     
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.5  bits: 21.1 E():   24 
Smith-Waterman score: 49; 33.3% identity (46.7% similar) in 30 aa overlap (11-40:90-119) 
 
                                   10        20        30        40 
AAD-12                     HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     : ::   . :  : .   :. :: .   :: 
gi|259 GVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGR 
      60        70        80        90       100       110          
 
               50        60        70        80                     
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV                     
                                                                    
gi|259 FQDRHQKIRRFRRGDIIAIPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLA 
     120       130       140       150       160       170          
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.5  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (8-35:1-31) 
 
               10        20           30        40        50        
AAD-12 HVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL 
              : .:::  : :.:     : . . :  ..:.                       
gi|217        ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAAL 
                      10        20        30        40        50    
 
        60        70        80                                      
AAD-12 EGLVDWACQAPRVHAHQWAAGDV                                      
                                                                    
gi|217 AAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYK 
            60        70        80        90       100       110    
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.5  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (8-35:1-31) 
 
               10        20           30        40        50        
AAD-12 HVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL 
              : .:::  : :.:     : . . :  ..:.                       
gi|217        ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAAL 
                      10        20        30        40        50    
 
        60        70        80                                      
AAD-12 EGLVDWACQAPRVHAHQWAAGDV                                      
                                                                    
gi|217 AAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYK 
            60        70        80        90       100       110    
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.5  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (8-35:1-31) 
 
               10        20           30        40        50        
AAD-12 HVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL 
              : .:::  : :.:     : . . :  ..:.                       
gi|217        ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAAL 
                      10        20        30        40        50    
 
        60        70        80                                      
AAD-12 EGLVDWACQAPRVHAHQWAAGDV                                      
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gi|217 AAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYK 
            60        70        80        90       100       110    
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.5  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (8-35:1-31) 
 
               10        20           30        40        50        
AAD-12 HVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL 
              : .:::  : :.:     : . . :  ..:.                       
gi|217        ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAAL 
                      10        20        30        40        50    
 
        60        70        80                                      
AAD-12 EGLVDWACQAPRVHAHQWAAGDV                                      
                                                                    
gi|217 AAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYK 
            60        70        80        90       100       110    
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.5  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (8-35:1-31) 
 
               10        20           30        40        50        
AAD-12 HVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL 
              : .:::  : :.:     : . . :  ..:.                       
gi|217        ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAAL 
                      10        20        30        40        50    
 
        60        70        80                                      
AAD-12 EGLVDWACQAPRVHAHQWAAGDV                                      
                                                                    
gi|217 AAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYK 
            60        70        80        90       100       110    
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.5  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (8-35:1-31) 
 
               10        20           30        40        50        
AAD-12 HVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL 
              : .:::  : :.:     : . . :  ..:.                       
gi|217        ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINAGFKAAL 
                      10        20        30        40        50    
 
        60        70        80                                      
AAD-12 EGLVDWACQAPRVHAHQWAAGDV                                      
                                                                    
gi|217 AAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYK 
            60        70        80        90       100       110    
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.5  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (8-35:1-31) 
 
               10        20           30        40        50        
AAD-12 HVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL 
              : .:::  : :.:     : . . :  ..:.                       
gi|217        ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAAL 
                      10        20        30        40        50    
 
        60        70        80                                      
AAD-12 EGLVDWACQAPRVHAHQWAAGDV                                      
                                                                    
gi|217 AAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYK 
            60        70        80        90       100       110    
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.5  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (8-35:1-31) 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 6152



 

 

 
               10        20           30        40        50        
AAD-12 HVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL 
              : .:::  : :.:     : . . :  ..:.                       
gi|217        ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAAL 
                      10        20        30        40        50    
 
        60        70        80                                      
AAD-12 EGLVDWACQAPRVHAHQWAAGDV                                      
                                                                    
gi|217 AAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYK 
            60        70        80        90       100       110    
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.5  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (8-35:1-31) 
 
               10        20           30        40        50        
AAD-12 HVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL 
              : .:::  : :.:     : . . :  ..:.                       
gi|217        ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAAL 
                      10        20        30        40        50    
 
        60        70        80                                      
AAD-12 EGLVDWACQAPRVHAHQWAAGDV                                      
                                                                    
gi|217 AAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYK 
            60        70        80        90       100       110    
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.5  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (8-35:1-31) 
 
               10        20           30        40        50        
AAD-12 HVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL 
              : .:::  : :.:     : . . :  ..:.                       
gi|217        ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAAL 
                      10        20        30        40        50    
 
        60        70        80                                      
AAD-12 EGLVDWACQAPRVHAHQWAAGDV                                      
                                                                    
gi|217 AAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYK 
            60        70        80        90       100       110    
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.5  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (8-35:1-31) 
 
               10        20           30        40        50        
AAD-12 HVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL 
              : .:::  : :.:     : . . :  ..:.                       
gi|217        ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAAL 
                      10        20        30        40        50    
 
        60        70        80                                      
AAD-12 EGLVDWACQAPRVHAHQWAAGDV                                      
                                                                    
gi|217 AAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYK 
            60        70        80        90       100       110    
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.5  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (8-35:1-31) 
 
               10        20           30        40        50        
AAD-12 HVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL 
              : .:::  : :.:     : . . :  ..:.                       
gi|217        ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINAGFKAAL 
                      10        20        30        40        50    
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        60        70        80                                      
AAD-12 EGLVDWACQAPRVHAHQWAAGDV                                      
                                                                    
gi|217 AAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYK 
            60        70        80        90       100       110    
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.5  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (8-35:1-31) 
 
               10        20           30        40        50        
AAD-12 HVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL 
              : .:::  : :.:     : . . :  ..:.                       
gi|217        ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINAGFKAAL 
                      10        20        30        40        50    
 
        60        70        80                                      
AAD-12 EGLVDWACQAPRVHAHQWAAGDV                                      
                                                                    
gi|217 AAAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYK 
            60        70        80        90       100       110    
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.5  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (8-35:1-31) 
 
               10        20           30        40        50        
AAD-12 HVQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFL 
              : .:::  : :.:     : . . :  ..:.                       
gi|217        ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAAL 
                      10        20        30        40        50    
 
        60        70        80                                      
AAD-12 EGLVDWACQAPRVHAHQWAAGDV                                      
                                                                    
gi|217 AAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYK 
            60        70        80        90       100       110    
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 76.8  bits: 21.1 E():   27 
Smith-Waterman score: 50; 26.1% identity (49.3% similar) in 69 aa overlap (6-74:112-176) 
 
                                        10        20        30      
AAD-12                          HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS 
                                     :  : :  ..  ..:. :    : . . :. 
gi|505 VKRCNKAGVRIYVDIVLNHMTGAQSGKGTNGHHYDGNTLQYPGVPFGP-NDFHGHESCPT 
              90       100       110       120        130       140 
 
          40        50        60        70        80                
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV                
         .  : .. :    :.. : : :: :   :.  :. .:                      
gi|505 QDLEIHDYTNP--KEARNCR-LSGLRDLKQQSEYVRQKQVDFLNHLIDIGVAGFRSDAST 
              150          160       170       180       190        
 
gi|505 HQWPDDLRSIYSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYK 
       200       210       220       230       240       250        
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.8  bits: 20.7 E():   27 
Smith-Waterman score: 48; 21.2% identity (54.5% similar) in 33 aa overlap (4-36:348-380) 
 
                                          10        20        30    
AAD-12                            HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ..  : : . ::..    .  : :. 
gi|166 DQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGE 
       320       330       340       350       360       370        
 
            40        50        60        70        80 
AAD-12 PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 
        ..                                             
gi|166 AAIKLTSSAGVFSCRPGAPC                            
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       380       390                                   
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.8  bits: 20.7 E():   27 
Smith-Waterman score: 48; 21.2% identity (54.5% similar) in 33 aa overlap (4-36:348-380) 
 
                                          10        20        30    
AAD-12                            HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ..  : : . ::..    .  : :. 
gi|113 DQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGE 
       320       330       340       350       360       370        
 
            40        50        60        70        80 
AAD-12 PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 
        ..                                             
gi|113 AAIKLTSSAGVFSCHPGAPC                            
       380       390                                   
 
>>gi|66841002|emb|CAI64400.1| thioredoxin h1 protein [Ze  (128 aa) 
 initn:  37 init1:  37 opt:  43  Z-score: 76.4  bits: 19.0 E():   28 
Smith-Waterman score: 43; 26.3% identity (57.9% similar) in 38 aa overlap (1-35:33-70) 
 
                                             10           20        
AAD-12                               HVQQAGSAYIGYGMDTTAT---PLRPLVKV 
                                     ....:.::     .: :::   : : .. . 
gi|668 ASEAAAAAATPVAPTEGTVIAIHSLEEWSIQIEEANSAKKLVVIDFTATWCPPCRAMAPI 
             10        20        30        40        50        60   
 
        30        40        50        60        70        80        
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV        
         . .. :                                                     
gi|668 FADMAKKSPNVVFLKVDVDEMKTIAEQFSVEAMPTFLFMREGDVKDRVVGAAKEELARKL 
             70        80        90       100       110       120   
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.8  bits: 19.0 E():   30 
Smith-Waterman score: 43; 29.6% identity (66.7% similar) in 27 aa overlap (7-33:9-35) 
 
                 10        20        30        40        50         
AAD-12   HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
               ::.    . ..:.  : .:.:. ..::                          
gi|244 MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQSCQRQFEEQQRFRNCQRYVKQEV 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 GLVDWACQAPRVHAHQWAAGDV                                       
                                                                    
gi|244 QRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASEL 
               70        80        90       100       110       120 
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.6  bits: 18.7 E():   31 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (41-78:20-57) 
 
               20        30        40        50        60        70 
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::  . . : :. :    :..:   .:  : 
gi|191            MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
               80                                                   
AAD-12 HAHQWAAGDV                                                   
          .  ::                                                     
gi|191 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.6  bits: 18.7 E():   31 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (41-78:20-57) 
 
               20        30        40        50        60        70 
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AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::  . . : :. :    :..:   .:  : 
gi|730            MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
               80                                                   
AAD-12 HAHQWAAGDV                                                   
          .  ::                                                     
gi|730 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.6  bits: 19.7 E():   31 
Smith-Waterman score: 45; 19.7% identity (52.6% similar) in 76 aa overlap (5-80:74-149) 
 
                                         10        20        30     
AAD-12                           HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     :..:. .:: . . .   :  :   :  .  
gi|383 SPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEEEE 
            50        60        70        80        90       100    
 
           40        50        60        70        80               
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV               
       .:. .      :.. : ... . :     : ..:.  :.. .. .:               
gi|383 DLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEELEA 
           110       120       130       140       150       160    
 
gi|383 NVRAIEMDGLVWGASKFVAVGFGIKKLQINLVVEDEKVSTDELQAQIEEDEDHVQSTDVA 
           170       180       190       200       210       220    
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 74.4  bits: 16.7 E():   36 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (46-63:8-25) 
 
          20        30        40        50        60        70      
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :. ....:..   :             
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA      
                                      10        20        30        
 
          80 
AAD-12 AAGDV 
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.0  bits: 20.1 E():   38 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (10-19:284-293) 
 
                                    10        20        30          
AAD-12                      HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
      40        50        60        70        80 
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 
                                                 
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET    
           320       330       340       350     
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 73.8  bits: 18.7 E():   39 
Smith-Waterman score: 42; 24.4% identity (56.1% similar) in 41 aa overlap (35-74:100-140) 
 
           10        20        30        40         50        60    
AAD-12 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
            70        80 
AAD-12 ACQAPRVHAHQWAAGDV 
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       .  .   : :.       
gi|100 GYYVGSHHHHHH      
     130       140       
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.7  bits: 20.4 E():   40 
Smith-Waterman score: 47; 45.0% identity (70.0% similar) in 20 aa overlap (4-22:223-242) 
 
                                          10         20        30   
AAD-12                            HVQQAGSAYIGYGMDT-TATPLRPLVKVHPETG 
                                     .: .  .:.:::: ::  .:           
gi|303 QRSQKQRGERYGLRGGQQILADNVFKGFNMEALADVLGFGMDTETARKVRGEDDQRGHIV 
            200       210       220       230       240       250   
 
             40        50        60        70        80             
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV             
                                                                    
gi|303 RVEQGLKVIRPPRIREELEQQEGGGYNGLEETICSATFIQNIDNPAEADFYNPRAGRLTT 
            260       270       280       290       300       310   
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 73.7  bits: 16.7 E():   40 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (46-63:8-25) 
 
          20        30        40        50        60        70      
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :. ....:..   :             
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK   
                                      10        20        30        
 
          80 
AAD-12 AAGDV 
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 73.5  bits: 18.7 E():   41 
Smith-Waterman score: 42; 27.8% identity (66.7% similar) in 36 aa overlap (42-77:28-62) 
 
              20        30        40        50        60        70  
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     :.: :...: : ... .:  : .    ... 
gi|157    MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQA-EFRQLANGAPDKTEAEIEAQ 
                  10        20        30         40        50       
 
              80                                                    
AAD-12 AHQWAAGDV                                                    
        .::.:                                                       
gi|157 IEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPAAKAADARLSAIASNRA 
         60        70        80        90       100       110       
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 73.4  bits: 19.7 E():   41 
Smith-Waterman score: 45; 46.7% identity (80.0% similar) in 15 aa overlap (66-79:207-221) 
 
          40        50        60         70        80               
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAP-RVHAHQWAAGDV               
                                     :.: :..  .::.::                
gi|287 WTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAGGDPSNPKGTIEWAGGLT 
        180       190       200       210       220       230       
 
gi|287 DYSAGPYTMYVKSVRIENANPAESYTYSDNSGSWQSIKFDGSVDISSSSSVTSSTTSTAS 
        240       250       260       270       280       290       
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.1  bits: 18.0 E():   43 
Smith-Waterman score: 40; 30.0% identity (50.0% similar) in 30 aa overlap (34-63:13-42) 
 
            10        20        30        40        50        60    
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 
                                     :. :.    .. ::   :: :   .:  .: 
gi|144                   VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEW 
                                 10        20        30        40   
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            70        80                                      
AAD-12 ACQAPRVHAHQWAAGDV                                      
                                                              
gi|144 EPLTKKGNLWEVKSSKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
             50        60        70        80        90       
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.1  bits: 20.4 E():   43 
Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (32-54:344-366) 
 
              10        20        30        40        50        60  
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
           320       330       340       350       360       370    
 
              70        80                                          
AAD-12 DWACQAPRVHAHQWAAGDV                                          
                                                                    
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.1  bits: 18.7 E():   43 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (38-61:1-24) 
 
        10        20        30        40        50        60        
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|215                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
        70        80                                                
AAD-12 PRVHAHQWAAGDV                                                
                                                                    
gi|215 IPKAATGAYKSVEVKGDGGAGTVRIITLPEGSPITTMTVRTDAVNKEALSYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.1  bits: 18.7 E():   43 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (38-61:1-24) 
 
        10        20        30        40        50        60        
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|892                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
        70        80                                                
AAD-12 PRVHAHQWAAGDV                                                
                                                                    
gi|892 IPKAAPGAYKSVEVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 72.3  bits: 19.7 E():   47 
Smith-Waterman score: 45; 28.6% identity (51.4% similar) in 35 aa overlap (41-75:258-291) 
 
               20        30        40        50        60        70 
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     :...:    .  : :  .  : :. :  :. 
gi|510 IGENIIGHLLIVFDGGKSQPACSWYDVPCSHSESIVYATGMVSGRCQHLAVPWTAQQ-RI 
       230       240       250       260       270       280        
 
               80                                                   
AAD-12 HAHQWAAGDV                                                   
       .  ::                                                        
gi|510 NPIQWKFWRVFTSNIPAYPTSDTTNCVVLNTNVFKNDNTFEGEYHAFPDCARNLFKCRQQ 
        290       300       310       320       330       340       
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>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 72.1  bits: 19.4 E():   48 
Smith-Waterman score: 44; 27.8% identity (52.8% similar) in 36 aa overlap (18-53:64-96) 
 
                            10        20        30        40        
AAD-12              HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                                     :  .. .  . :.  ::   . . :  .:  
gi|481 AGKATTEEQKLIEDINVGFKAAVAARQRPAADKFKTFEAASPRHPRP---LRQGAGLVPK 
            40        50        60        70        80           90 
 
        50        60        70        80                            
AAD-12 MDAAESERFLEGLVDWACQAPRVHAHQWAAGDV                            
       .::: :                                                       
gi|481 LDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGE 
              100       110       120       130       140       150 
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 71.9  bits: 19.7 E():   50 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (31-47:225-240) 
 
               10        20        30        40        50        60 
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
               70        80                                         
AAD-12 VDWACQAPRVHAHQWAAGDV                                         
                                                                    
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 71.9  bits: 19.7 E():   50 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (31-47:225-240) 
 
               10        20        30        40        50        60 
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
               70        80                                         
AAD-12 VDWACQAPRVHAHQWAAGDV                                         
                                                                    
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 71.7  bits: 19.7 E():   51 
Smith-Waterman score: 45; 27.5% identity (54.9% similar) in 51 aa overlap (26-73:119-169) 
 
                    10        20        30        40         50     
AAD-12      HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESE 
                                     .::  .: : :..   .:.:  :..    . 
gi|908 LWIIFSKNLNIKLNMPLYIAGNKTIDGRGAEVHIGNGGPCLFMRTVSHVILHGLNIHGCN 
       90       100       110       120       130       140         
 
             60        70        80                                 
AAD-12 RFLEG--LVDWACQAPRVHAHQWAAGDV                                 
         . :  :.. :  .  :::.                                        
gi|908 TSVSGNVLISEASGVVPVHAQDGDAITMRNVTDVWIDHNSLSDSSDGLVDVTLASTGVTI 
      150       160       170       180       190       200         
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 71.5  bits: 19.4 E():   52 
Smith-Waterman score: 44; 47.4% identity (63.2% similar) in 19 aa overlap (52-67:72-90) 
 
              30        40        50        60           70         
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW---ACQAPRVHAHQWAAG 
                                     :.. ::   :::   ::.:            
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gi|144 TISKQVVFLIHGFLSTGNNENFVAMSKALIEKDDFLVISVDWKKGACNAFASTKDALGYS 
              50        60        70        80        90       100  
 
       80                                                           
AAD-12 DV                                                           
                                                                    
gi|144 KAVGNTRHVGKFVADFTKLLVEKYKVLISNIRLIGHSLGAHTSGFAGKEVQKLKLGKYKE 
             110       120       130       140       150       160  
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.5  bits: 18.4 E():   52 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (17-24:34-41) 
 
                             10        20        30        40       
AAD-12               HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
         50        60        70        80                           
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV                           
                                                                    
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 44; 35.4% identity (54.2% similar) in 48 aa overlap (1-46:79-122) 
 
                                             10        20        30 
AAD-12                               HVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
                                     :. . :.  :  : : ::. .  . :  :  
gi|160 LGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGN--ITVGEDGTAA-INIVDKQIPL 
       50        60        70        80          90        100      
 
               40          50        60        70        80 
AAD-12 TGRPSLLIGRHA--HAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 
       :: :  .::: .  :. :                                   
gi|160 TG-PHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG     
          110       120       130       140       150       
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.3  bits: 18.4 E():   54 
Smith-Waterman score: 41; 20.8% identity (79.2% similar) in 24 aa overlap (38-61:1-24) 
 
        10        20        30        40        50        60        
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:....:.:       
gi|134                               MGVQTHVLELTSSVSAEKIFQGFVIDVDTV 
                                             10        20        30 
 
        70        80                                                
AAD-12 PRVHAHQWAAGDV                                                
                                                                    
gi|134 LPKAAPGAYKSVEIKGDGGPGTLKIITLPDGGPITTMTLRIDGVNKEALTFDYSVIDGDI 
               40        50        60        70        80        90 
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 71.2  bits: 19.7 E():   54 
Smith-Waterman score: 45; 46.7% identity (80.0% similar) in 15 aa overlap (66-79:197-211) 
 
          40        50        60         70        80               
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAP-RVHAHQWAAGDV               
                                     :.: :..  .::.::                
gi|855 WTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAGGDPSNPKGTIEWAGGLT 
        170       180       190       200       210       220       
 
gi|855 DYSAGPYTMYVKSVRIENANPAESYTYSDNSGSWQSIKFDGSVDISSSSSVTSSTTSTAS 
        230       240       250       260       270       280       
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
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 initn:  41 init1:  41 opt:  45  Z-score: 71.2  bits: 19.7 E():   54 
Smith-Waterman score: 45; 23.4% identity (44.7% similar) in 47 aa overlap (4-47:347-393) 
 
                                          10        20        30    
AAD-12                            HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ... : :   :: .    .  : :  
gi|625 DPMKKNVLVRADAPHTESMKWNWRSEKDLLENGAIFVASGCDPHLTPEQKSHLIPAEPGS 
        320       330       340       350       360       370       
 
            40           50        60        70        80 
AAD-12 PSLLIGRHA---HAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 
         : .   :   . .::                                  
gi|625 AVLQLTSCAGTLKCVPGKPC                               
        380       390                                     
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  35 init1:  35 opt:  35  Z-score: 71.2  bits: 16.3 E():   54 
Smith-Waterman score: 35; 35.0% identity (70.0% similar) in 20 aa overlap (1-20:6-25) 
 
                    10        20        30        40        50      
AAD-12      HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 
            .:..: :. .::  .  :.:                                    
gi|462 AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKNLNSA                       
               10        20        30                               
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 71.1  bits: 19.4 E():   55 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (30-73:254-299) 
 
                10        20        30          40        50        
AAD-12  HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
        60        70        80           
AAD-12 EGLVDWACQAPRVHAHQWAAGDV           
        .. :   . :.:. :                  
gi|261 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFS 
           290       300       310       
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.1  bits: 19.0 E():   55 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (61-74:29-42) 
 
               40        50        60        70        80           
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV           
                                     :.:  : :  . ::                 
gi|170   MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQT 
                 10        20        30        40        50         
 
gi|170 FPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQ 
       60        70        80        90       100       110         
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 71.0  bits: 21.7 E():   55 
Smith-Waterman score: 52; 25.5% identity (52.9% similar) in 51 aa overlap (10-60:798-844) 
 
                                    10        20        30          
AAD-12                      HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:: .:. :.   :.. .. .  . :::.  
gi|203 GEKGDRNIRMNGGVVAGLYGKMKLMVKDHKMGYEYDAKAS-YTPMIDMNVQKQEHSLLV- 
       770       780       790       800        810       820       
 
      40        50        60        70        80                    
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV                    
            .  ::     :: ..:                                        
gi|203 --RFNMKDMDQHTVMRFKQSLREKRATGEEKDYENEITPDARSDRCFSFFLLDYCRKASH 
           830       840       850       860       870       880    
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
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 initn:  39 init1:  39 opt:  46  Z-score: 71.0  bits: 20.1 E():   56 
Smith-Waterman score: 46; 22.4% identity (57.1% similar) in 49 aa overlap (31-75:15-63) 
 
               10        20        30        40        50        60 
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     :. : :. . :  : : ..:...... ..  
gi|601                 MRGALAGLSLATLATASPVLVNSIHNDAAPIISASNAKEIADNY 
                               10        20        30        40     
 
                   70        80                                     
AAD-12 V----DWACQAPRVHAHQWAAGDV                                     
       .    : . :   .. : :                                          
gi|601 MIKFKDHVTQNLAAEHHGWVQDLHEKTQVAKTELRKRSQSPMVDDIFNGLKHTYNIAGGL 
           50        60        70        80        90       100     
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.7  bits: 21.4 E():   57 
Smith-Waterman score: 50; 44.4% identity (63.0% similar) in 27 aa overlap (34-59:636-662) 
 
            10        20        30         40        50        60   
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVD 
                                     :: : : : : .:::  . ..:  :.:    
gi|278 SRGPSGPPGPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIG 
         610       620       630       640       650       660      
 
             70        80                                           
AAD-12 WACQAPRVHAHQWAAGDV                                           
                                                                    
gi|278 SPGRDGARGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAG 
         670       680       690       700       710       720      
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.7  bits: 18.0 E():   58 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (10-27:25-42) 
 
                              10        20        30        40      
AAD-12                HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                               .:. . :.:  ..: ..:                   
gi|144 MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV                          
                                                                    
gi|144 EIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVEVTASVD 
               70        80        90       100       110       120 
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 70.7  bits: 16.0 E():   58 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (46-63:8-25) 
 
          20        30        40        50        60        70      
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :  ....:..   :             
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA      
                                      10        20        30        
 
          80 
AAD-12 AAGDV 
 
>>gi|4587985|gb|AAD25927.1|AF084828_1 major allergenic p  (342 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 70.5  bits: 19.4 E():   59 
Smith-Waterman score: 49; 24.1% identity (56.9% similar) in 58 aa overlap (5-60:134-186) 
 
                                         10        20        30     
AAD-12                           HVQQAGSAYIGYGMDTTATPLRPLVKVHPETG-- 
                                     : .::::   . . . .  ...:  ..:   
gi|458 MPRKPGMTRDDLFNSNASIVRDLAKVVAKVAPKAYIGVISNPVNSTVPIVAEVFKKAGVY 
           110       120       130       140       150       160    
 
             40        50        60        70        80             
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AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV             
        :. :.:     .  .:....  :: :.                                 
gi|458 DPKRLFG-----VTTLDTTRAATFLSGIAGSDPQTTNVPVIGGHSGVTIVPLISQAAQGD 
           170            180       190       200       210         
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.4  bits: 19.4 E():   60 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (27-45:99-117) 
 
                   10        20        30        40        50       
AAD-12     HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
         60        70        80                                     
AAD-12 LEGLVDWACQAPRVHAHQWAAGDV                                     
                                                                    
gi|908 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
      130       140       150       160       170       180         
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 70.4  bits: 19.4 E():   60 
Smith-Waterman score: 44; 36.8% identity (68.4% similar) in 19 aa overlap (27-45:100-118) 
 
                   10        20        30        40        50       
AAD-12     HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
         60        70        80                                     
AAD-12 LEGLVDWACQAPRVHAHQWAAGDV                                     
                                                                    
gi|118 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     130       140       150       160       170       180          
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.3  bits: 19.7 E():   61 
Smith-Waterman score: 46; 22.4% identity (55.2% similar) in 67 aa overlap (2-66:52-109) 
 
                                            10        20        30  
AAD-12                              HVQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     ....:: :.: :.. ..  .  ..       
gi|144 VEADVKLSDGYLARAAVPSGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIG----- 
              30        40        50        60        70            
 
              40        50        60          70        80          
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVD-WA-CQAPRVHAHQWAAGDV          
         :.: .:.      :.:    .. :.: :. :. :.                        
gi|144 --PAL-VGKDPTDQVGIDNFMVQQ-LDGTVNEWGWCKQKLGANAILAVSLAVCKAGAHVK 
            80        90        100       110       120       130   
 
gi|144 GIPLYEHIANLAGNKNLVLPVPAFNVINGGSHAGNKLAMQEFMILPVGASSFKEAMKMGA 
            140       150       160       170       180       190   
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 70.3  bits: 18.0 E():   61 
Smith-Waterman score: 40; 25.7% identity (60.0% similar) in 35 aa overlap (35-68:100-134) 
 
           10        20        30        40         50        60    
AAD-12 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|105 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
            70        80 
AAD-12 ACQAPRVHAHQWAAGDV 
       .  .:             
gi|105 GYWVPSSNS         
     130                 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 6163



 

 

 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.0  bits: 18.4 E():   63 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (40-56:17-30) 
 
      10        20        30        40        50        60          
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|212               VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                             10        20           30        40    
 
      70        80                                                  
AAD-12 VHAHQWAAGDV                                                  
                                                                    
gi|212 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
            50        60        70        80        90       100    
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 70.0  bits: 16.0 E():   63 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (46-63:8-25) 
 
          20        30        40        50        60        70      
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :  ....:..   :             
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK   
                                      10        20        30        
 
          80 
AAD-12 AAGDV 
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.9  bits: 18.4 E():   63 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (40-56:18-31) 
 
      10        20        30        40        50        60          
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|116              AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
      70        80                                                  
AAD-12 VHAHQWAAGDV                                                  
                                                                    
gi|116 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.9  bits: 18.4 E():   63 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (40-56:18-31) 
 
      10        20        30        40        50        60          
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|144              AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
      70        80                                                  
AAD-12 VHAHQWAAGDV                                                  
                                                                    
gi|144 LTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.9  bits: 18.0 E():   64 
Smith-Waterman score: 43; 25.9% identity (46.3% similar) in 54 aa overlap (33-78:88-141) 
 
             10        20        30        40               50      
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-------IPGMDAAESER 
                                     :   .:::..:        .::     ..  
gi|189 AGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRD 
        60        70        80        90       100       110        
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          60         70        80  
AAD-12 FLEGLVDWA-CQAPRVHAHQWAAGDV  
       : . ::  . :..  ::   .  :    
gi|189 FAKVLVTPGQCNVLTVHNAPYCLGLDI 
       120       130       140     
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.9  bits: 18.0 E():   64 
Smith-Waterman score: 40; 26.7% identity (60.0% similar) in 30 aa overlap (20-49:115-144) 
 
                          10        20        30        40          
AAD-12            HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::   .:. ...  ..:    :.: 
gi|217 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
      50        60        70        80 
AAD-12 AAESERFLEGLVDWACQAPRVHAHQWAAGDV 
                                       
gi|217 I                               
                                       
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.9  bits: 18.0 E():   64 
Smith-Waterman score: 41; 26.0% identity (48.0% similar) in 50 aa overlap (37-78:93-142) 
 
         10        20        30        40               50          
AAD-12 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-------IPGMDAAESERFLEG 
                                     .:::..:        .::     .. : .  
gi|439 SSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKV 
             70        80        90       100       110       120   
 
      60         70        80  
AAD-12 LVDWA-CQAPRVHAHQWAAGDV  
       ::  . :..  ::   .  :    
gi|439 LVTPGQCNVLTVHNAPYCLGLDI 
            130       140      
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.8  bits: 19.4 E():   64 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (30-73:290-335) 
 
                10        20        30          40        50        
AAD-12  HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
        60        70        80                                 
AAD-12 EGLVDWACQAPRVHAHQWAAGDV                                 
        .. :   . :.:. :                                        
gi|268 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.8  bits: 19.4 E():   64 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (30-73:290-335) 
 
                10        20        30          40        50        
AAD-12  HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
        60        70        80                                 
AAD-12 EGLVDWACQAPRVHAHQWAAGDV                                 
        .. :   . :.:. :                                        
gi|124 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
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>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.8  bits: 19.4 E():   64 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (30-73:290-335) 
 
                10        20        30          40        50        
AAD-12  HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
        60        70        80                                 
AAD-12 EGLVDWACQAPRVHAHQWAAGDV                                 
        .. :   . :.:. :                                        
gi|124 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.6  bits: 18.4 E():   66 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (40-56:27-40) 
 
      10        20        30        40        50        60          
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|194     MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEA 
                   10        20        30           40        50    
 
      70        80                                                  
AAD-12 VHAHQWAAGDV                                                  
                                                                    
gi|194 LTQYKCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVL 
            60        70        80        90       100       110    
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.5  bits: 19.0 E():   67 
Smith-Waterman score: 43; 27.8% identity (55.6% similar) in 36 aa overlap (10-45:234-269) 
 
                                    10        20        30          
AAD-12                      HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::  ..   .: . :.:   :.. :  .:  
gi|324 DPRTLNKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVIL 
           210       220       230       240       250       260    
 
      40        50        60        70        80     
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV     
         .::.                                        
gi|324 SISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV 
           270       280       290       300         
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 69.3  bits: 19.7 E():   68 
Smith-Waterman score: 45; 23.5% identity (58.8% similar) in 51 aa overlap (8-55:265-315) 
 
                                      10        20        30        
AAD-12                        HVQQAGSAYIGYGMDTTATPLRPLVKVHPETG-RPSL 
                                     : .. :..:..  . ::.: .     . :  
gi|144 AVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGGVMTPLIKRNTTIPTKKSE 
          240       250       260       270       280       290     
 
         40          50        60        70        80               
AAD-12 LIGRHAHAIPG--MDAAESERFLEGLVDWACQAPRVHAHQWAAGDV               
        .. ..   ::  ... :.::                                        
gi|144 TFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAPRGVPQIEVTFDLDANGIM 
          300       310       320       330       340       350     
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 69.2  bits: 15.3 E():   69 
Smith-Waterman score: 34; 47.4% identity (52.6% similar) in 19 aa overlap (5-23:7-24) 
 
                 10        20        30        40        50         
AAD-12   HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
             :  :  : :. : :::  :                                    
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gi|751 DLGYAPATPAAPGAGY-TPATPAAP                                    
               10         20                                        
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 68.9  bits: 19.7 E():   72 
Smith-Waterman score: 45; 26.4% identity (47.2% similar) in 53 aa overlap (3-46:338-387) 
 
                                           10        20             
AAD-12                             HVQQAGSAYIGYGMDTTATPLRPLVKV----- 
                                     :: :   .. :.. :   ::   ..      
gi|258 RGNLDFVQPPRGRQEREHEERQQEQLQQERQQQGEQLMANGLEETFCSLRLKENIGNPER 
       310       320       330       340       350       360        
 
            30        40        50        60        70        80    
AAD-12 ----HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV    
            :..:: : :   ..: .:                                      
gi|258 ADIFSPRAGRISTL---NSHNLPILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYVIRG 
       370       380          390       400       410       420     
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 68.9  bits: 15.3 E():   72 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (17-23:5-11) 
 
               10        20        30        40        50        60 
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                       : .:.::                                      
gi|751             TKSQTHVPIRPNKLVLKVQKDRATN                        
                           10        20                             
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 68.6  bits: 15.3 E():   75 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (29-39:10-20) 
 
               10        20        30        40        50        60 
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                   :.:  :..: :                      
gi|147                    AKITFTNNXPNTVWPGILTGFGQKPQ                
                                  10        20                      
 
               70        80 
AAD-12 VDWACQAPRVHAHQWAAGDV 
 
>>gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-termi  (34 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 68.3  bits: 15.6 E():   78 
Smith-Waterman score: 33; 25.0% identity (58.3% similar) in 24 aa overlap (46-69:8-31) 
 
          20        30        40        50        60        70      
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     : . :.   ..::. . .  . ::       
gi|691                        AIGDKPGPKITATYXXKWLEAKATFYGSNPRGAA    
                                      10        20        30        
 
          80 
AAD-12 AAGDV 
 
>>gi|69552|pir||MEHB2 melittin, minor - honeybee          (27 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 68.3  bits: 15.3 E():   78 
Smith-Waterman score: 32; 30.8% identity (61.5% similar) in 13 aa overlap (57-69:13-25) 
 
         30        40        50        60        70        80 
AAD-12 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 
                                     : .:..:  .  :            
gi|695                   GIGAVLKVLTTGLPALISWISRKKRQQ          
                                 10        20                 
 
>>gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia mutic  (284 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 68.3  bits: 18.7 E():   78 
Smith-Waterman score: 42; 36.8% identity (73.7% similar) in 19 aa overlap (40-58:63-80) 
 
      10        20        30        40        50        60          
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
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                                     .:: ..  ..::: .:. :            
gi|219 EDSKAKIEEDLTSLQKKYTNLENEFDQVNEKHADSVAKLEAAE-KRLTETEDEIKGYTRK 
             40        50        60        70         80        90  
 
      70        80                                                  
AAD-12 VHAHQWAAGDV                                                  
                                                                    
gi|219 IQLLEDDLERTQTKLDEATGKLEEATKSADESERGRKVLESRSLADDDRIDGLEKQVKDA 
             100       110       120       130       140       150  
 
>>gi|289064179|gb|ADC80503.1| non-specific lipid transfe  (118 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.8  bits: 17.3 E():   83 
Smith-Waterman score: 38; 66.7% identity (88.9% similar) in 9 aa overlap (42-50:81-89) 
 
              20        30        40        50        60        70  
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     : ::::..:                      
gi|289 ASCCSGVRSLNAAAKTTPDRQAVCNCLKSAAGAIPGFNANNAGILPGKCGVSIPYKISTS 
               60        70        80        90       100       110 
 
              80 
AAD-12 AHQWAAGDV 
                 
gi|289 TNCATIKF  
                 
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 67.8  bits: 14.6 E():   83 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (14-21:10-17) 
 
               10        20        30        40        50        60 
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                    :.:  :::                                        
gi|244     IGNEDCTPWMSTLITPLP                                       
                   10                                               
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.5  bits: 17.0 E():   86 
Smith-Waterman score: 37; 38.9% identity (50.0% similar) in 18 aa overlap (46-63:25-42) 
 
          20        30        40        50        60        70      
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     ::   :: :   .:  .:             
gi|126       TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTKKGNLWEV 
                     10        20        30        40        50     
 
          80                                       
AAD-12 AAGDV                                       
                                                   
gi|126 KSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
           60        70        80        90        
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.4  bits: 19.0 E():   88 
Smith-Waterman score: 43; 35.5% identity (54.8% similar) in 31 aa overlap (16-46:3-32) 
 
               10        20        30        40        50        60 
AAD-12 HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                      : : :.  :. .   .:   :  : ::..::               
gi|238              FITKAIPIV-LAALSAVNGAKILEAGPHAETIPNKYIVVMKKDVSDE 
                             10        20        30        40       
 
               70        80                                         
AAD-12 VDWACQAPRVHAHQWAAGDV                                         
                                                                    
gi|238 AFSTHTTWLSQNLNRRLMRRSGSSKAMAGMQNKYSLGGIFRAYSGEFDDAMIKDISNHDD 
         50        60        70        80        90       100       
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.2  bits: 18.0 E():   89 
Smith-Waterman score: 40; 34.5% identity (51.7% similar) in 29 aa overlap (6-34:139-165) 
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                                        10        20        30      
AAD-12                          HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS 
                                     :  :.  :. :. . :  : .::   : :  
gi|116 KYAGVFVSTGTLGGGQETTAITSMSTLVDHGFIYVPLGYKTAFSMLANLDEVH--GGSPW 
      110       120       130       140       150       160         
 
          40        50        60        70        80 
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 
                                                     
gi|116 GAGTFSAGDGSRQPSELELNIAQAQGKAFYEAVAKAHQ        
        170       180       190       200            
 
>>gi|1304264|dbj|BAA12318.1| alpha-gliadin [Triticum aes  (259 aa) 
 initn:  37 init1:  37 opt:  41  Z-score: 67.2  bits: 18.3 E():   90 
Smith-Waterman score: 41; 15.4% identity (51.3% similar) in 78 aa overlap (1-78:57-132) 
 
                                             10        20        30 
AAD-12                               HVQQAGSAYIGYGMDTTATPLRPLVKVHPE 
                                     ..:   .  . :..     : .:  . .:. 
gi|130 QQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQPFPQPQLPYSQPQPFRPQQPYPQPQPQ 
         30        40        50        60        70        80       
 
               40        50        60        70        80           
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV           
        ..:.  :... .    ..   .. . . :.   :.   .. :. : :             
gi|130 YSQPQEPISQQQQQQQQQQQILQQILQQQLI--PCMDVVLQQHNIAHGRSQVLQQSTYQL 
         90       100       110         120       130       140     
 
gi|130 LQELCCQHLWQIPEQSQCQAIQNVVHAIILHQQQKQQQQPSSQVSFQQPLQQYPLGQGSF 
          150       160       170       180       190       200     
 
>>gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} [De  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 67.0  bits: 14.6 E():   92 
Smith-Waterman score: 30; 45.5% identity (72.7% similar) in 11 aa overlap (44-54:1-11) 
 
            20        30        40        50        60        70    
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                     :. :.::  .:                    
gi|404                               AVGGQDADLAEAPFQISLLK           
                                             10        20           
 
            80 
AAD-12 QWAAGDV 
 
>>gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Thauma  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 67.0  bits: 14.6 E():   92 
Smith-Waterman score: 30; 66.7% identity (83.3% similar) in 6 aa overlap (42-47:15-20) 
 
              20        30        40        50        60        70  
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     : :.::                         
gi|680                 ATFNFINNCPFTVWAAAVPG                         
                               10        20                         
 
              80 
AAD-12 AHQWAAGDV 
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 18.0 E():   92 
Smith-Waterman score: 40; 38.5% identity (42.3% similar) in 26 aa overlap (11-36:60-85) 
 
                                   10        20        30        40 
AAD-12                     HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     :  :  :  :  : ::.   :  : :     
gi|613 CLEYSNVGFTDAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIA 
      30        40        50        60        70        80          
 
               50        60        70        80                     
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV                     
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gi|613 QRWANQCTFEHDACRNVERFAVGQNIAATSSSGKNKSTLSDMILLWYNEVKDFDNRWISS 
      90       100       110       120       130       140          
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.9  bits: 18.3 E():   92 
Smith-Waterman score: 41; 37.5% identity (81.2% similar) in 16 aa overlap (45-60:1-16) 
 
           20        30        40        50        60        70     
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                     .::..:.. : .:. :               
gi|857                               MPGQQATKHESLLDQLSLKGKVVVVTGASG 
                                             10        20        30 
 
           80                                                       
AAD-12 WAAGDV                                                       
                                                                    
gi|857 PKGMGIEAARGCAEMGAAVAITYASRAQGAEENVKELEKTYGIKAKAYKCQVDSYESCEK 
               40        50        60        70        80        90 
 
>>gi|190684057|gb|ACE82289.1| glutathione transferase [T  (222 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 66.5  bits: 18.0 E():   97 
Smith-Waterman score: 40; 32.4% identity (59.5% similar) in 37 aa overlap (18-50:50-86) 
 
                            10        20        30           40     
AAD-12              HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP---SLLIGRHAH- 
                                     :.:..  . :  . :::   ::.: .. .  
gi|190 RVRIALAEKGLPYEYAEEDLMAGKSDRLLRANPVHKKIPVLLHDGRPVNESLIILQYLED 
      20        30        40        50        60        70          
 
            50        60        70        80                        
AAD-12 AIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV                        
       :.:   :                                                      
gi|190 AFPDAPALLPSDPYARAQARFWADYVDKKVYDCGSRLWKLKGEPQAQARAEMLDILKTLD 
      80        90       100       110       120       130          
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.4  bits: 17.0 E():   98 
Smith-Waterman score: 37; 41.2% identity (58.8% similar) in 17 aa overlap (39-55:82-98) 
 
       10        20        30        40        50        60         
AAD-12 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                     :  :.: :  . :: :.              
gi|215 NELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMGFGLFD 
              60        70        80        90       100       110  
 
       70        80 
AAD-12 RVHAHQWAAGDV 
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.7 E():   99 
Smith-Waterman score: 39; 35.3% identity (70.6% similar) in 17 aa overlap (9-25:118-134) 
 
                                     10        20        30         
AAD-12                       HVQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI 
                                     :. . :...: : . ::              
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
       40        50        60        70        80 
AAD-12 GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 
                                                  
gi|195 ALEKFDKALKALPMHIRLSFNPTQLEEQCHI            
       150       160       170                    
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:03:00 2011 done: Fri Jan 21 00:03:00 2011 
 Total Scan time:  0.060 Total Display time:  0.030 
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Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 175  - 254 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     0     2:* 
  32     4     8:==* 
  34    20    22:=======* 
  36    29    44:==========    * 
  38    43    73:===============         * 
  40    92   102:===============================  * 
  42   105   125:===================================      * 
  44   122   137:=========================================    * 
  46   148   140:==============================================*=== 
  48   145   134:============================================*==== 
  50    90   122:==============================          * 
  52   129   107:===================================*======= 
  54   103    92:==============================*==== 
  56   116    77:=========================*============= 
  58    76    63:====================*===== 
  60    50    51:================* 
  62    38    41:=============* 
  64    33    33:==========* 
  66    24    26:========* 
  68    12    20:====  * 
  70    29    16:=====*==== 
  72    14    12:===*= 
  74     8    10:===* 
  76    14     8:==*== 
  78    15     6:=*=== 
  80     8     5:=*= 
  82     6     3:*= 
  84     3     3:* 
  86     0     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     2     1:*         :*= 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     2     0:=         *== 
 100     1     0:=         *= 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.11060.00318; mu= 8.7853 0.166 
 mean_var=29.7791 8.084, 0's: 2 Z-trim: 4  B-trim: 71 in 1/43 
 Lambda= 0.235027 
 Kolmogorov-Smirnov  statistic: 0.0741 (N=28) at  50 
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Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   73 29.2   0.083 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   66 26.9    0.43 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   58 24.1       1 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   56 23.4     1.2 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   56 23.4     1.7 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   56 23.4     1.7 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   52 22.0       3 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   57 23.8     3.2 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   56 23.4     3.5 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   59 24.5     4.2 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   56 23.5     4.6 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   53 22.4     6.2 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   52 22.1     9.1 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   53 22.4     9.3 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   51 21.7      11 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   48 20.7      12 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 21.4      12 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   50 21.4      12 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   50 21.4      12 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   50 21.4      13 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   51 21.8      14 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   49 21.1      15 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   46 20.0      16 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   46 20.0      17 
gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   46 20.0      17 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 21.1      18 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   47 20.4      18 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.7      18 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.7      18 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.7      18 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 16.5      19 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   47 20.4      19 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   47 20.4      19 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   49 21.1      20 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   49 21.1      21 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 19.3      23 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   46 20.0      24 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   47 20.4      24 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   49 21.1      24 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 20.4      25 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 19.0      25 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   49 21.1      26 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   48 20.7      27 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   48 20.7      27 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   43 19.0      31 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   45 19.7      32 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   42 18.6      32 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   42 18.6      32 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   46 20.1      37 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   46 20.1      37 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 20.1      38 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 16.6      39 
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gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   47 20.4      39 
gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen ( 367)   46 20.1      39 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   42 18.7      40 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   45 19.7      41 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.7      42 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 20.4      42 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 16.6      43 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.7      44 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.7      44 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   40 18.0      44 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   45 19.7      47 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 19.4      48 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.7      49 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.7      49 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   44 19.4      52 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   51 21.8      52 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.3      53 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.7      53 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.7      53 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   41 18.3      54 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   44 19.4      54 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.5      55 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   46 20.1      55 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   43 19.0      55 
gi|4587985|gb|AAD25927.1|AF084828_1 major allergen ( 342)   44 19.4      59 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 18.0      59 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.7      60 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 15.9      62 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   40 18.0      62 
gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen ( 367)   44 19.4      63 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   44 19.4      63 
gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen ( 367)   44 19.4      63 
gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen ( 367)   44 19.4      63 
gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen ( 367)   44 19.4      63 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   44 19.4      64 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   44 19.4      64 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   44 19.4      64 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 18.3      64 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 18.3      64 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 18.3      64 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   40 18.0      65 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   40 18.0      65 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   40 18.0      65 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   43 19.0      67 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 18.3      67 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   45 19.7      67 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 15.9      68 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   45 19.7      71 
gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=No (  38)   34 15.9      73 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.2      75 
gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia m ( 284)   42 18.7      78 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.2      78 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.2      81 
gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-t (  34)   33 15.5      83 
gi|69552|pir||MEHB2 melittin, minor - honeybee     (  27)   32 15.2      84 
gi|289064179|gb|ADC80503.1| non-specific lipid tra ( 118)   38 17.3      85 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   43 19.0      86 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   37 16.9      89 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   40 18.0      90 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 14.5      90 
gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Gl ( 162)   39 17.6      91 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   41 18.4      92 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   40 18.0      93 
gi|190684057|gb|ACE82289.1| glutathione transferas ( 222)   40 18.0      97 
gi|9087152|sp|P81294.1|MPAJ1_JUNAS RecName: Full=M ( 367)   42 18.7      99 
gi|19069497|emb|CAC37790.2| putative allergen Cup  ( 367)   42 18.7      99 
gi|8843917|gb|AAF80164.1| pollen major allergen 1- ( 367)   42 18.7      99 
gi|8843921|gb|AAF80166.1| pollen major allergen 1- ( 367)   42 18.7      99 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   39 17.7   1e 
gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} (  20)   30 14.5   1e 
gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Th (  20)   30 14.5   1e 
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>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  73 init1:  73 opt:  73  Z-score: 121.8  bits: 29.2 E(): 0.083 
Smith-Waterman score: 73; 35.5% identity (54.8% similar) in 31 aa overlap (47-77:246-276) 
 
         20        30        40        50        60        70       
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:: :   . :     .: . 
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
 
         80                                                         
AAD-12 GDVV                                                         
       :                                                            
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  66 init1:  66 opt:  66  Z-score: 109.0  bits: 26.9 E(): 0.43 
Smith-Waterman score: 66; 32.3% identity (54.8% similar) in 31 aa overlap (47-77:247-277) 
 
         20        30        40        50        60        70       
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:  :   . :.    .: . 
gi|232 APDIKTPKEALDLIMDAIDKAGYKGKVGIAMDVASSEFYKDGKYDLDFKNPESDPSKWLS 
        220       230       240       250       260       270       
 
         80                                                         
AAD-12 GDVV                                                         
       :                                                            
gi|232 GPQLADLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKT 
        280       290       300       310       320       330       
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 102.4  bits: 24.1 E():    1 
Smith-Waterman score: 58; 40.0% identity (62.5% similar) in 40 aa overlap (27-62:79-117) 
 
                   10        20        30          40          50   
AAD-12     VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHA--HAIPGMDAAES 
                                     .::. ::.:  ::   :  :   :.. :.  
gi|121 DLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPEN-RPALKTLIDGLASSHKARGIEKAQF 
       50        60        70        80         90       100        
 
             60        70        80                 
AAD-12 ERFLEGLVDWACQAPRVHAHQWAAGDVV                 
       :.:  .:::.                                   
gi|121 EEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
       110       120       130       140       150  
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 100.8  bits: 23.4 E():  1.2 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (58-74:68-86) 
 
        30        40        50        60          70        80      
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVV      
                                     : .:..:  :: ... :.:            
gi|219 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
gi|219 SFDSDRSGLLLKQKVSDE 
       100       110      
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 98.4  bits: 23.4 E():  1.7 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (58-74:68-86) 
 
        30        40        50        60          70        80      
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVV      
                                     : .:..:  :: ... :.:            
gi|184 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
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gi|184 SFDSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 98.4  bits: 23.4 E():  1.7 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (58-74:68-86) 
 
        30        40        50        60          70        80      
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVV      
                                     : .:..:  :: ... :.:            
gi|456 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNF 
        40        50        60        70        80        90        
 
gi|456 SFGSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  47 init1:  47 opt:  52  Z-score: 93.8  bits: 22.0 E():    3 
Smith-Waterman score: 52; 26.5% identity (50.0% similar) in 68 aa overlap (12-78:19-84) 
 
                      10        20        30        40        50    
AAD-12        VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
                         :.: ::  :. :.:.        .     :.:. : :.  .. 
gi|135 MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDV--KD 
               10        20        30        40        50           
 
             60        70        80                         
AAD-12 RFLE-GLVDWACQAPRVHAHQWAAGDVV                         
        .:. :    :   :..   .: :.:                           
gi|135 LLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD 
       60        70        80        90       100       110 
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  55 init1:  55 opt:  57  Z-score: 93.3  bits: 23.8 E():  3.2 
Smith-Waterman score: 57; 24.5% identity (53.1% similar) in 49 aa overlap (1-46:345-393) 
 
                                             10        20        30 
AAD-12                               VQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ... :.: . :: .    .  :  
gi|113 PDERSKKNVLGRHGEAAAESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEP 
          320       330       340       350       360       370     
 
               40           50        60        70        80 
AAD-12 GRPSLLIGRHAHAI---PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
       :. .: .   : ..   ::                                   
gi|113 GESALSLTSSAGVLSCQPGAPC                                
          380       390                                      
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 92.6  bits: 23.4 E():  3.5 
Smith-Waterman score: 56; 29.6% identity (53.7% similar) in 54 aa overlap (6-57:25-73) 
 
                                  10        20        30         40 
AAD-12                    VQQAGSAYIGYGMDTTATPLRPLVKVHPET-GRPSLLIGRH 
                               .:  ::.  : :::  : . . : : . :.       
gi|249 MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPAT----- 
               10        20        30        40        50           
 
                50        60        70        80                    
AAD-12 AHAIP-GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV                    
         :.: :  ..: ....:                                           
gi|249 PAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGLA 
          60        70        80        90       100       110      
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  43 init1:  43 opt:  59  Z-score: 91.3  bits: 24.5 E():  4.2 
Smith-Waterman score: 59; 34.4% identity (59.4% similar) in 32 aa overlap (2-33:143-171) 
 
                                            10        20        30  
AAD-12                              VQQAGSAYIGYGMDTTATPLRPLVKVHPETG 
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                                     ::.:..  ::     ..: .:    .:: : 
gi|736 PSVTSPQQVSYYPGQASPQRPGQGQQPGQGQQSGQGQQGY---YPTSPQQPGQWQQPEQG 
            120       130       140       150          160          
 
              40        50        60        70        80            
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV            
       .:                                                           
gi|736 QPGYYPTSPQQPGQLQQPAQGQQPGQGQQGRQPGQGQPGYYPTSSQLQPGQLQQPAQGQQ 
     170       180       190       200       210       220          
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 90.5  bits: 23.5 E():  4.6 
Smith-Waterman score: 56; 27.0% identity (55.6% similar) in 63 aa overlap (18-72:46-108) 
 
                            10        20           30          40   
AAD-12              VQQAGSAYIGYGMDTTATPLRPL---VKVHPETGRPSLL--IGRH-- 
                                     :::::    ...: ....:  :  .: .   
gi|253 IEEPEMIAPTPPGQFPHQQPISSPNRTSRNTPLRPESTEIETHHHANHPPALPVLGMQLP 
          20        30        40        50        60        70      
 
                50        60        70        80                    
AAD-12 -AHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV                    
          ..:  . :.:.  :.  .:   .::   .:                            
gi|253 VPGTVPESSRAQSRASLNLDIDLDLHAPSHPSHLSHGAPHEQEHAHEIQRHRAHSAQSSA 
          80        90       100       110       120       130      
 
gi|253 GLPPTGFASHLPPASSGPVSLGWNMYHVPPNLHLNANQFNFEVPGHMNVSGHPTHLEHSS 
         140       150       160       170       180       190      
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 88.3  bits: 22.4 E():  6.2 
Smith-Waterman score: 53; 43.8% identity (62.5% similar) in 16 aa overlap (58-73:27-42) 
 
        30        40        50        60        70        80        
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV        
                                     : :.:  : : .. ::               
gi|170     MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQ 
                   10        20        30        40        50       
 
gi|170 QTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQP 
         60        70        80        90       100       110       
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 85.3  bits: 22.1 E():  9.1 
Smith-Waterman score: 52; 28.1% identity (59.4% similar) in 32 aa overlap (47-78:66-97) 
 
         20        30        40        50        60        70       
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     .:. . . : :: .. .   ::.  ::..  
gi|729 STLSLVTKADGKIDMTVDLISPVTKRASLKIDSKKYNLFHEGELSASIVNPRLSWHQYTK 
          40        50        60        70        80        90      
 
         80                                                         
AAD-12 GDVV                                                         
        :                                                           
gi|729 RDSREYKSDVELSLRSSDIALKITMPDYNSKIHYSRQGDQINMDIDGTLIEGHAQGTIRE 
         100       110       120       130       140       150      
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 85.1  bits: 22.4 E():  9.3 
Smith-Waterman score: 53; 27.3% identity (54.5% similar) in 44 aa overlap (38-80:241-284) 
 
        10        20        30        40        50         60       
AAD-12 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF-LEGLVDWACQA 
                                     :  .... :::.: :: .  .   :   .  
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDKTYDLNFKE 
              220       230       240       250       260       270 
 
         70        80                                               
AAD-12 PRVHAHQWAAGDVV                                               
          .. :  .:::.                                               
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gi|144 ENNNGSQKISGDVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 84.1  bits: 21.7 E():   11 
Smith-Waterman score: 51; 36.1% identity (55.6% similar) in 36 aa overlap (4-34:21-56) 
 
                                  10           20        30         
AAD-12                  VQQAGS--AYIGYGMDTTATP---LRPLVKVHPETGRPSLLIG 
                           :::  : .:::  : :.:     : . . :  ..:.     
gi|330 MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKAT 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV                   
                                                                    
gi|330 TEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESS 
               70        80        90       100       110       120 
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.2  bits: 20.7 E():   12 
Smith-Waterman score: 48; 25.6% identity (53.5% similar) in 43 aa overlap (11-53:23-65) 
 
                           10        20        30        40         
AAD-12             VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                             ...:  ..::  :.:   :. .    .     :::. : 
gi|344 MTGVKTHLQHELKRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPD 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 AAESERFLEGLVDWACQAPRVHAHQWAAGDVV                             
         ..:                                                        
gi|344 EFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDS 
               70        80        90       100       110       120 
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.0  bits: 21.4 E():   12 
Smith-Waterman score: 50; 32.1% identity (57.1% similar) in 28 aa overlap (7-34:1-28) 
 
               10        20        30        40        50        60 
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
             : .:::  : :.:    . . :  ..:.                           
gi|295       ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQKLIEKINAGFKAALAAAA 
                     10        20        30        40        50     
 
               70        80                                         
AAD-12 DWACQAPRVHAHQWAAGDVV                                         
                                                                    
gi|295 GVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEG 
           60        70        80        90       100       110     
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.9  bits: 21.4 E():   12 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (7-57:1-43) 
 
               10        20        30        40        50        60 
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
             : .:::    :::  : .   : :  :.   :  :    :  ..: ....:    
gi|109       ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA---AGKATTEEQKLIEKIN 
                        10        20          30           40       
 
               70        80                                         
AAD-12 DWACQAPRVHAHQWAAGDVV                                         
                                                                    
gi|109 AGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKLDAA 
         50        60        70        80        90       100       
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.9  bits: 21.4 E():   12 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (7-57:1-43) 
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               10        20        30        40        50        60 
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
             : .:::    :::  : .   : :  :.   :  :    :  ..: ....:    
gi|239       ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA---AGKATTEEQKLIEKIN 
                        10        20          30           40       
 
               70        80                                         
AAD-12 DWACQAPRVHAHQWAAGDVV                                         
                                                                    
gi|239 AGFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKLDAA 
         50        60        70        80        90       100       
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 82.3  bits: 21.4 E():   13 
Smith-Waterman score: 50; 32.1% identity (52.8% similar) in 53 aa overlap (6-57:25-68) 
 
                                  10        20        30        40  
AAD-12                    VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                               .: .:::    :::  : .   : :  :.      : 
gi|398 MAVHQYTVALFLAVALVAGPAASYAADLGYG---PATPAAPAAGYTPAT--PA----APA 
               10        20        30           40              50  
 
               50        60        70        80                     
AAD-12 HAIP-GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV                     
       .: : :  ..: ....:                                            
gi|398 EAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGAASNKAFAEGLSG 
              60        70        80        90       100       110  
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 82.0  bits: 21.8 E():   14 
Smith-Waterman score: 51; 28.3% identity (51.7% similar) in 60 aa overlap (12-66:2-60) 
 
               10        20        30        40             50      
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG-----MDAAESERF 
                  :. : : :.  :. .   .:   :  : ::.:::.     :    :..  
gi|581           MGFITKAIPIV-LAALSTVNGARILEAGPHAEAIPNKYIVVMKREVSDEA 
                         10         20        30        40          
 
          60        70        80                                    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVV                                    
       ... . :  :.                                                  
gi|581 FNAHTTWLSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRAYSGEFDDAMIKDISSHDDV 
      50        60        70        80        90       100          
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.3  bits: 21.1 E():   15 
Smith-Waterman score: 49; 43.8% identity (56.2% similar) in 16 aa overlap (58-73:8-23) 
 
        30        40        50        60        70        80        
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV        
                                     : :.:  : :  . ::               
gi|106                        NIQVDPSGQVQWPQQQPFPQPHQPFSQQPQQTFPQPQ 
                                      10        20        30        
 
gi|106 QTFPHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQP 
        40        50        60        70        80        90        
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 81.0  bits: 20.0 E():   16 
Smith-Waterman score: 46; 26.8% identity (58.5% similar) in 41 aa overlap (34-72:100-140) 
 
            10        20        30        40         50        60   
AAD-12 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
              70        80 
AAD-12 A-CQAPRVHAHQWAAGDVV 
       . : . . : :         
gi|100 GYCGSHHHHHH         

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 6178



 

 

     130       140         
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 80.3  bits: 20.0 E():   17 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (37-79:1-44) 
 
         10        20        30        40        50        60       
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQ 
                                     .: ..:..   ... .:... :.: :     
gi|166                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
          70        80                                              
AAD-12 APRVHAHQWAAGDVV                                              
        :..    . . ::                                               
gi|166 IPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 80.3  bits: 20.0 E():   17 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (37-79:1-44) 
 
         10        20        30        40        50        60       
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQ 
                                     .: ..:..   ... .:... :.: :     
gi|215                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
          70        80                                              
AAD-12 APRVHAHQWAAGDVV                                              
        :..    . . ::                                               
gi|215 IPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.9  bits: 21.1 E():   18 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (4-20:200-216) 
 
                                          10        20        30    
AAD-12                            VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
            40        50        60        70        80              
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV              
                                                                    
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 79.8  bits: 20.4 E():   18 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (41-78:156-194) 
 
               20        30        40        50        60           
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|833 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
         130       140       150       160       170       180      
 
      70        80               
AAD-12 HAHQWAAGDVV               
       .. .:: ..                 
gi|833 NVINWAEAENRYIAGDKGGHPFMKL 
         190       200       210 
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.7  bits: 19.7 E():   18 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (9-26:24-41) 
 
                              10        20        30        40      
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AAD-12                VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|144 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV                          
                                                                    
gi|144 IKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTASVGD 
               70        80        90       100       110       120 
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.7  bits: 19.7 E():   18 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (9-26:24-41) 
 
                              10        20        30        40      
AAD-12                VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|121 MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSLSTFKNTE 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV                          
                                                                    
gi|121 IKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDG 
               70        80        90       100       110       120 
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.7  bits: 19.7 E():   18 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (9-26:24-41) 
 
                              10        20        30        40      
AAD-12                VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|379 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV                          
                                                                    
gi|379 IKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTATVGD 
               70        80        90       100       110       120 
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 79.5  bits: 16.5 E():   19 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (40-45:8-13) 
 
      10        20        30        40        50        60          
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::: .:                         
gi|131                        GPVGGVVHAHMMPLL                       
                                      10                            
 
      70        80 
AAD-12 HAHQWAAGDVV 
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 79.4  bits: 20.4 E():   19 
Smith-Waterman score: 47; 21.7% identity (52.2% similar) in 46 aa overlap (5-47:62-107) 
 
                                         10        20           30  
AAD-12                           VQQAGSAYIGYGMDTTATPLRPLVKVHPE---TG 
                                     :..:.: . .. :     . . . .   .: 
gi|201 DATPVLDVAGKELDSRLSYRIISTFWGALGGDVYLGKSPNSDAPCANGIFRYNSDVGPSG 
              40        50        60        70        80        90  
 
              40        50        60        70        80            
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV            
        :  .::  .:   :.                                             
gi|201 TPVRFIGSSSHFGQGIFENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTI 
             100       110       120       130       140       150  
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>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 79.4  bits: 20.4 E():   19 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (41-78:167-205) 
 
               20        30        40        50        60           
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|164 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
        140       150       160       170       180       190       
 
      70        80               
AAD-12 HAHQWAAGDVV               
       .. .:: ..                 
gi|164 NVINWAEAENRYIAGDKGGHPFMKL 
        200       210       220  
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 79.0  bits: 21.1 E():   20 
Smith-Waterman score: 49; 27.1% identity (55.9% similar) in 59 aa overlap (25-80:119-174) 
 
                     10        20        30        40         50    
AAD-12       VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESE 
                                     .::  .: : :..   .:.:  :..    . 
gi|908 LWIIFSKNLNIKLNMPLYIAGNKTIDGRGAEVHIGNGGPCLFMRTVSHVILHGLNIHGCN 
       90       100       110       120       130       140         
 
              60        70        80                                
AAD-12 RFLEG--LVDWACQAPRVHAHQWAAGDVV                                
         . :  :.. :  .  :::..   ::..                                
gi|908 TSVSGNVLISEASGVVPVHAQD---GDAITMRNVTDVWIDHNSLSDSSDGLVDVTLASTG 
      150       160       170          180       190       200      
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  47 init1:  47 opt:  49  Z-score: 78.7  bits: 21.1 E():   21 
Smith-Waterman score: 49; 24.5% identity (49.0% similar) in 49 aa overlap (1-46:341-389) 
 
                                             10        20        30 
AAD-12                               VQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     : . :. ..  :.: . :: .    .  :  
gi|113 ASDIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMIPAEP 
              320       330       340       350       360       370 
 
               40           50        60        70        80 
AAD-12 GRPSLLIGRHAHAI---PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
       :.  : .   : ..   ::                                   
gi|113 GEAVLRLTSSAGVLSCQPGAPC                                
              380       390                                  
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.8  bits: 19.3 E():   23 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (9-29:25-45) 
 
                               10        20        30        40     
AAD-12                 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                               .:. . :.:  :.:  .:  :                
gi|990 MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV                         
                                                                    
gi|990 EAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVVVTASCD 
               70        80        90       100       110       120 
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.7  bits: 20.0 E():   24 
Smith-Waterman score: 46; 21.0% identity (43.5% similar) in 62 aa overlap (6-67:39-100) 
 
                                        10        20        30      
AAD-12                          VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
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                                     :::..::  .     . ::    . :  .  
gi|616 DLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCASQHGCHGD 
       10        20        30        40        50        60         
 
          40        50        60        70        80                
AAD-12 LIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV                
        : :  . :    ...   .     . .:. :                             
gi|616 TIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQT 
       70        80        90       100       110       120         
 
gi|616 HSAIAVIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
      130       140       150       160       170       180         
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 47; 20.7% identity (46.0% similar) in 87 aa overlap (2-78:99-181) 
 
                                            10        20            
AAD-12                              VQQAGSAYIGYGMDTTATPLRPLVKVHP--- 
                                     :.:.:  . :: .  ..     .::.:    
gi|144 KDYLIMKRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQ 
       70        80        90       100       110       120         
 
              30        40        50        60        70        80  
AAD-12 -------ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV  
              .:   . .:     ..:. ..  .:   : .::    . .:  . :.  :    
gi|144 HESYEQDQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVD----GDKVTIYGWGLTDGNG 
      130       140       150       160           170       180     
 
gi|144 KDLPDKLQKGSMTIVGNDRCNEKWGSINAIHPGMICALDKTQSGCNGDSGGPLVSANRKL 
          190       200       210       220       230       240     
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.6  bits: 21.1 E():   24 
Smith-Waterman score: 49; 33.3% identity (46.7% similar) in 30 aa overlap (10-39:90-119) 
 
                                    10        20        30          
AAD-12                      VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     : ::   . :  : .   :. :: .   :: 
gi|259 GVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGR 
      60        70        80        90       100       110          
 
      40        50        60        70        80                    
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV                    
                                                                    
gi|259 FQDRHQKIRRFRRGDIIAIPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLA 
     120       130       140       150       160       170          
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (7-34:1-31) 
 
               10           20        30        40        50        
AAD-12 VQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
             : .:::  : :.:     : . . :  ..:.                        
gi|217       ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALA 
                     10        20        30        40        50     
 
        60        70        80                                      
AAD-12 GLVDWACQAPRVHAHQWAAGDVV                                      
                                                                    
gi|217 AAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKT 
           60        70        80        90       100       110     
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (7-34:1-31) 
 
               10           20        30        40        50        
AAD-12 VQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
             : .:::  : :.:     : . . :  ..:.                        
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gi|217       ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALA 
                     10        20        30        40        50     
 
        60        70        80                                      
AAD-12 GLVDWACQAPRVHAHQWAAGDVV                                      
                                                                    
gi|217 AAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKT 
           60        70        80        90       100       110     
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (7-34:1-31) 
 
               10           20        30        40        50        
AAD-12 VQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
             : .:::  : :.:     : . . :  ..:.                        
gi|217       ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALA 
                     10        20        30        40        50     
 
        60        70        80                                      
AAD-12 GLVDWACQAPRVHAHQWAAGDVV                                      
                                                                    
gi|217 AAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKT 
           60        70        80        90       100       110     
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (7-34:1-31) 
 
               10           20        30        40        50        
AAD-12 VQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
             : .:::  : :.:     : . . :  ..:.                        
gi|217       ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALA 
                     10        20        30        40        50     
 
        60        70        80                                      
AAD-12 GLVDWACQAPRVHAHQWAAGDVV                                      
                                                                    
gi|217 AAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKT 
           60        70        80        90       100       110     
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (7-34:1-31) 
 
               10           20        30        40        50        
AAD-12 VQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
             : .:::  : :.:     : . . :  ..:.                        
gi|217       ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALA 
                     10        20        30        40        50     
 
        60        70        80                                      
AAD-12 GLVDWACQAPRVHAHQWAAGDVV                                      
                                                                    
gi|217 AAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKT 
           60        70        80        90       100       110     
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (7-34:1-31) 
 
               10           20        30        40        50        
AAD-12 VQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
             : .:::  : :.:     : . . :  ..:.                        
gi|217       ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINAGFKAALA 
                     10        20        30        40        50     
 
        60        70        80                                      
AAD-12 GLVDWACQAPRVHAHQWAAGDVV                                      
                                                                    
gi|217 AAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKT 
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           60        70        80        90       100       110     
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (7-34:1-31) 
 
               10           20        30        40        50        
AAD-12 VQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
             : .:::  : :.:     : . . :  ..:.                        
gi|217       ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALA 
                     10        20        30        40        50     
 
        60        70        80                                      
AAD-12 GLVDWACQAPRVHAHQWAAGDVV                                      
                                                                    
gi|217 AAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKT 
           60        70        80        90       100       110     
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (7-34:1-31) 
 
               10           20        30        40        50        
AAD-12 VQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
             : .:::  : :.:     : . . :  ..:.                        
gi|217       ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALA 
                     10        20        30        40        50     
 
        60        70        80                                      
AAD-12 GLVDWACQAPRVHAHQWAAGDVV                                      
                                                                    
gi|217 AAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKT 
           60        70        80        90       100       110     
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (7-34:1-31) 
 
               10           20        30        40        50        
AAD-12 VQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
             : .:::  : :.:     : . . :  ..:.                        
gi|217       ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALA 
                     10        20        30        40        50     
 
        60        70        80                                      
AAD-12 GLVDWACQAPRVHAHQWAAGDVV                                      
                                                                    
gi|217 AAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKT 
           60        70        80        90       100       110     
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (7-34:1-31) 
 
               10           20        30        40        50        
AAD-12 VQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
             : .:::  : :.:     : . . :  ..:.                        
gi|217       ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALA 
                     10        20        30        40        50     
 
        60        70        80                                      
AAD-12 GLVDWACQAPRVHAHQWAAGDVV                                      
                                                                    
gi|217 AAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKT 
           60        70        80        90       100       110     
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (7-34:1-31) 
 
               10           20        30        40        50        
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AAD-12 VQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
             : .:::  : :.:     : . . :  ..:.                        
gi|217       ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALA 
                     10        20        30        40        50     
 
        60        70        80                                      
AAD-12 GLVDWACQAPRVHAHQWAAGDVV                                      
                                                                    
gi|217 AAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKT 
           60        70        80        90       100       110     
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (7-34:1-31) 
 
               10           20        30        40        50        
AAD-12 VQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
             : .:::  : :.:     : . . :  ..:.                        
gi|217       ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINAGFKAALA 
                     10        20        30        40        50     
 
        60        70        80                                      
AAD-12 GLVDWACQAPRVHAHQWAAGDVV                                      
                                                                    
gi|217 AAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKT 
           60        70        80        90       100       110     
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (7-34:1-31) 
 
               10           20        30        40        50        
AAD-12 VQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
             : .:::  : :.:     : . . :  ..:.                        
gi|217       ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINAGFKAALA 
                     10        20        30        40        50     
 
        60        70        80                                      
AAD-12 GLVDWACQAPRVHAHQWAAGDVV                                      
                                                                    
gi|217 AAAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKT 
           60        70        80        90       100       110     
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (7-34:1-31) 
 
               10           20        30        40        50        
AAD-12 VQQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
             : .:::  : :.:     : . . :  ..:.                        
gi|217       ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALA 
                     10        20        30        40        50     
 
        60        70        80                                      
AAD-12 GLVDWACQAPRVHAHQWAAGDVV                                      
                                                                    
gi|217 AAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKT 
           60        70        80        90       100       110     
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 77.4  bits: 19.0 E():   25 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (46-58:5-17) 
 
          20        30        40        50        60        70      
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA 
                                     :.:::: .  :.:                  
gi|208                           MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACG 
                                         10        20        30     
 
          80                                                        
AAD-12 AGDVV                                                        
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gi|208 LAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAGDVDGD 
           40        50        60        70        80        90     
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  45 init1:  45 opt:  49  Z-score: 76.9  bits: 21.1 E():   26 
Smith-Waterman score: 50; 26.1% identity (49.3% similar) in 69 aa overlap (5-73:112-176) 
 
                                         10        20        30     
AAD-12                           VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS 
                                     :  : :  ..  ..:. :    : . . :. 
gi|505 VKRCNKAGVRIYVDIVLNHMTGAQSGKGTNGHHYDGNTLQYPGVPFGP-NDFHGHESCPT 
              90       100       110       120        130       140 
 
           40        50        60        70        80               
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV               
         .  : .. :    :.. : : :: :   :.  :. .:                      
gi|505 QDLEIHDYTNP--KEARNCR-LSGLRDLKQQSEYVRQKQVDFLNHLIDIGVAGFRSDAST 
              150          160       170       180       190        
 
gi|505 HQWPDDLRSIYSRLHNLNKEFFPENSQPFIYHETIYYGGNGINSNEYTSLGRIIEFRFYK 
       200       210       220       230       240       250        
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.8  bits: 20.7 E():   27 
Smith-Waterman score: 48; 21.2% identity (54.5% similar) in 33 aa overlap (3-35:348-380) 
 
                                           10        20        30   
AAD-12                             VQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ..  : : . ::..    .  : :. 
gi|113 DQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGE 
       320       330       340       350       360       370        
 
             40        50        60        70        80 
AAD-12 PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
        ..                                              
gi|113 AAIKLTSSAGVFSCHPGAPC                             
       380       390                                    
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.8  bits: 20.7 E():   27 
Smith-Waterman score: 48; 21.2% identity (54.5% similar) in 33 aa overlap (3-35:348-380) 
 
                                           10        20        30   
AAD-12                             VQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ..  : : . ::..    .  : :. 
gi|166 DQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGE 
       320       330       340       350       360       370        
 
             40        50        60        70        80 
AAD-12 PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
        ..                                              
gi|166 AAIKLTSSAGVFSCRPGAPC                             
       380       390                                    
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.6  bits: 19.0 E():   31 
Smith-Waterman score: 43; 29.6% identity (66.7% similar) in 27 aa overlap (6-32:9-35) 
 
                  10        20        30        40        50        
AAD-12    VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
               ::.    . ..:.  : .:.:. ..::                          
gi|244 MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQSCQRQFEEQQRFRNCQRYVKQEV 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 GLVDWACQAPRVHAHQWAAGDVV                                      
                                                                    
gi|244 QRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASEL 
               70        80        90       100       110       120 
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>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.5  bits: 19.7 E():   32 
Smith-Waterman score: 45; 19.7% identity (52.6% similar) in 76 aa overlap (4-79:74-149) 
 
                                          10        20        30    
AAD-12                            VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     :..:. .:: . . .   :  :   :  .  
gi|383 SPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEEEE 
            50        60        70        80        90       100    
 
            40        50        60        70        80              
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV              
       .:. .      :.. : ... . :     : ..:.  :.. .. .:               
gi|383 DLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEELEA 
           110       120       130       140       150       160    
 
gi|383 NVRAIEMDGLVWGASKFVAVGFGIKKLQINLVVEDEKVSTDELQAQIEEDEDHVQSTDVA 
           170       180       190       200       210       220    
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.3  bits: 18.6 E():   32 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (40-77:20-57) 
 
      10        20        30        40        50        60          
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::  . . : :. :    :..:   .:  : 
gi|191            MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
      70        80                                                  
AAD-12 HAHQWAAGDVV                                                  
          .  ::                                                     
gi|191 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.3  bits: 18.6 E():   32 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (40-77:20-57) 
 
      10        20        30        40        50        60          
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::  . . : :. :    :..:   .:  : 
gi|730            MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
      70        80                                                  
AAD-12 HAHQWAAGDVV                                                  
          .  ::                                                     
gi|730 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 74.2  bits: 20.1 E():   37 
Smith-Waterman score: 46; 27.6% identity (55.2% similar) in 58 aa overlap (26-80:99-153) 
 
                    10        20        30        40         50     
AAD-12      VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
             60        70        80                                 
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVV                                 
        . :  ::. .  .  :::..   ::..                                 
gi|908 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
      130       140          150       160       170       180      
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 74.1  bits: 20.1 E():   37 
Smith-Waterman score: 46; 27.6% identity (55.2% similar) in 58 aa overlap (26-80:100-154) 
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                    10        20        30        40         50     
AAD-12      VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
             60        70        80                                 
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVV                                 
        . :  ::. .  .  :::..   ::..                                 
gi|118 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     130       140       150          160       170       180       
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.0  bits: 20.1 E():   38 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (9-18:284-293) 
 
                                     10        20        30         
AAD-12                       VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
       40        50        60        70        80 
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                                                  
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET     
           320       330       340       350      
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 73.8  bits: 16.6 E():   39 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (45-62:8-25) 
 
           20        30        40        50        60        70     
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :. ....:..   :             
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA      
                                      10        20        30        
 
           80 
AAD-12 AAGDVV 
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.8  bits: 20.4 E():   39 
Smith-Waterman score: 47; 45.0% identity (70.0% similar) in 20 aa overlap (3-21:223-242) 
 
                                           10         20        30  
AAD-12                             VQQAGSAYIGYGMDT-TATPLRPLVKVHPETG 
                                     .: .  .:.:::: ::  .:           
gi|303 QRSQKQRGERYGLRGGQQILADNVFKGFNMEALADVLGFGMDTETARKVRGEDDQRGHIV 
            200       210       220       230       240       250   
 
              40        50        60        70        80            
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV            
                                                                    
gi|303 RVEQGLKVIRPPRIREELEQQEGGGYNGLEETICSATFIQNIDNPAEADFYNPRAGRLTT 
            260       270       280       290       300       310   
 
>>gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 73.7  bits: 20.1 E():   39 
Smith-Waterman score: 46; 27.6% identity (55.2% similar) in 58 aa overlap (26-80:120-174) 
 
                    10        20        30        40         50     
AAD-12      VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHSCNT 
      90       100       110       120       130       140          
 
             60        70        80                                 
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVV                                 
        . :  ::. .  .  :::..   ::..                                 
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLPDCSDGLIDVTLSSTGI 
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     150       160       170          180       190       200       
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 73.6  bits: 18.7 E():   40 
Smith-Waterman score: 42; 24.4% identity (56.1% similar) in 41 aa overlap (34-73:100-140) 
 
            10        20        30        40         50        60   
AAD-12 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
             70        80 
AAD-12 ACQAPRVHAHQWAAGDVV 
       .  .   : :.        
gi|100 GYYVGSHHHHHH       
     130       140        
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 73.3  bits: 19.7 E():   41 
Smith-Waterman score: 45; 46.7% identity (80.0% similar) in 15 aa overlap (65-78:207-221) 
 
           40        50        60         70        80              
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAP-RVHAHQWAAGDVV              
                                     :.: :..  .::.::                
gi|287 WTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAGGDPSNPKGTIEWAGGLT 
        180       190       200       210       220       230       
 
gi|287 DYSAGPYTMYVKSVRIENANPAESYTYSDNSGSWQSIKFDGSVDISSSSSVTSSTTSTAS 
        240       250       260       270       280       290       
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 73.3  bits: 18.7 E():   42 
Smith-Waterman score: 42; 27.8% identity (66.7% similar) in 36 aa overlap (41-76:28-62) 
 
               20        30        40        50        60        70 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     :.: :...: : ... .:  : .    ... 
gi|157    MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQA-EFRQLANGAPDKTEAEIEAQ 
                  10        20        30         40        50       
 
               80                                                   
AAD-12 AHQWAAGDVV                                                   
        .::.:                                                       
gi|157 IEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPAAKAADARLSAIASNRA 
         60        70        80        90       100       110       
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.2  bits: 20.4 E():   42 
Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (31-53:344-366) 
 
               10        20        30        40        50        60 
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
           320       330       340       350       360       370    
 
               70        80                                         
AAD-12 DWACQAPRVHAHQWAAGDVV                                         
                                                                    
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 73.1  bits: 16.6 E():   43 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (45-62:8-25) 
 
           20        30        40        50        60        70     
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :. ....:..   :             
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK   
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                                      10        20        30        
 
           80 
AAD-12 AAGDVV 
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.9  bits: 18.7 E():   44 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (37-60:1-24) 
 
         10        20        30        40        50        60       
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|892                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
         70        80                                               
AAD-12 PRVHAHQWAAGDVV                                               
                                                                    
gi|892 IPKAAPGAYKSVEVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.9  bits: 18.7 E():   44 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (37-60:1-24) 
 
         10        20        30        40        50        60       
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|215                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
         70        80                                               
AAD-12 PRVHAHQWAAGDVV                                               
                                                                    
gi|215 IPKAATGAYKSVEVKGDGGAGTVRIITLPEGSPITTMTVRTDAVNKEALSYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 72.8  bits: 18.0 E():   44 
Smith-Waterman score: 40; 30.0% identity (50.0% similar) in 30 aa overlap (33-62:13-42) 
 
             10        20        30        40        50        60   
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 
                                     :. :.    .. ::   :: :   .:  .: 
gi|144                   VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEW 
                                 10        20        30        40   
 
             70        80                                     
AAD-12 ACQAPRVHAHQWAAGDVV                                     
                                                              
gi|144 EPLTKKGNLWEVKSSKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
             50        60        70        80        90       
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 72.3  bits: 19.7 E():   47 
Smith-Waterman score: 45; 28.6% identity (51.4% similar) in 35 aa overlap (40-74:258-291) 
 
      10        20        30        40        50        60          
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     :...:    .  : :  .  : :. :  :. 
gi|510 IGENIIGHLLIVFDGGKSQPACSWYDVPCSHSESIVYATGMVSGRCQHLAVPWTAQQ-RI 
       230       240       250       260       270       280        
 
      70        80                                                  
AAD-12 HAHQWAAGDVV                                                  
       .  ::                                                        
gi|510 NPIQWKFWRVFTSNIPAYPTSDTTNCVVLNTNVFKNDNTFEGEYHAFPDCARNLFKCRQQ 
        290       300       310       320       330       340       
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 72.1  bits: 19.4 E():   48 
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Smith-Waterman score: 44; 27.8% identity (52.8% similar) in 36 aa overlap (17-52:64-96) 
 
                             10        20        30        40       
AAD-12               VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                                     :  .. .  . :.  ::   . . :  .:  
gi|481 AGKATTEEQKLIEDINVGFKAAVAARQRPAADKFKTFEAASPRHPRP---LRQGAGLVPK 
            40        50        60        70        80           90 
 
         50        60        70        80                           
AAD-12 MDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV                           
       .::: :                                                       
gi|481 LDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGE 
              100       110       120       130       140       150 
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 71.9  bits: 19.7 E():   49 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (30-46:225-240) 
 
                10        20        30        40        50          
AAD-12  VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
      60        70        80                                        
AAD-12 VDWACQAPRVHAHQWAAGDVV                                        
                                                                    
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 71.9  bits: 19.7 E():   49 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (30-46:225-240) 
 
                10        20        30        40        50          
AAD-12  VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
      60        70        80                                        
AAD-12 VDWACQAPRVHAHQWAAGDVV                                        
                                                                    
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 71.5  bits: 19.4 E():   52 
Smith-Waterman score: 44; 47.4% identity (63.2% similar) in 19 aa overlap (51-66:72-90) 
 
               30        40        50        60           70        
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW---ACQAPRVHAHQWAAG 
                                     :.. ::   :::   ::.:            
gi|144 TISKQVVFLIHGFLSTGNNENFVAMSKALIEKDDFLVISVDWKKGACNAFASTKDALGYS 
              50        60        70        80        90       100  
 
        80                                                          
AAD-12 DVV                                                          
                                                                    
gi|144 KAVGNTRHVGKFVADFTKLLVEKYKVLISNIRLIGHSLGAHTSGFAGKEVQKLKLGKYKE 
             110       120       130       140       150       160  
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 71.5  bits: 21.8 E():   52 
Smith-Waterman score: 52; 25.5% identity (52.9% similar) in 51 aa overlap (9-59:798-844) 
 
                                     10        20        30         
AAD-12                       VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:: .:. :.   :.. .. .  . :::.  
gi|203 GEKGDRNIRMNGGVVAGLYGKMKLMVKDHKMGYEYDAKAS-YTPMIDMNVQKQEHSLLV- 
       770       780       790       800        810       820       
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       40        50        60        70        80                   
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV                   
            .  ::     :: ..:                                        
gi|203 --RFNMKDMDQHTVMRFKQSLREKRATGEEKDYENEITPDARSDRCFSFFLLDYCRKASH 
           830       840       850       860       870       880    
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.3  bits: 18.3 E():   53 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (16-23:34-41) 
 
                              10        20        30        40      
AAD-12                VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
          50        60        70        80                          
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV                          
                                                                    
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 71.3  bits: 19.7 E():   53 
Smith-Waterman score: 45; 46.7% identity (80.0% similar) in 15 aa overlap (65-78:197-211) 
 
           40        50        60         70        80              
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAP-RVHAHQWAAGDVV              
                                     :.: :..  .::.::                
gi|855 WTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAGGDPSNPKGTIEWAGGLT 
        170       180       190       200       210       220       
 
gi|855 DYSAGPYTMYVKSVRIENANPAESYTYSDNSGSWQSIKFDGSVDISSSSSVTSSTTSTAS 
        230       240       250       260       270       280       
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 71.3  bits: 19.7 E():   53 
Smith-Waterman score: 45; 23.4% identity (44.7% similar) in 47 aa overlap (3-46:347-393) 
 
                                           10        20        30   
AAD-12                             VQQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ... : :   :: .    .  : :  
gi|625 DPMKKNVLVRADAPHTESMKWNWRSEKDLLENGAIFVASGCDPHLTPEQKSHLIPAEPGS 
        320       330       340       350       360       370       
 
             40           50        60        70        80 
AAD-12 PSLLIGRHA---HAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
         : .   :   . .::                                   
gi|625 AVLQLTSCAGTLKCVPGKPC                                
        380       390                                      
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 71.2  bits: 18.3 E():   54 
Smith-Waterman score: 44; 36.2% identity (57.4% similar) in 47 aa overlap (2-45:78-122) 
 
                                             10        20        30 
AAD-12                              VQQAGS-AYIGYGMDTTATPLRPLVKVHPET 
                                     ..::. . :  : : ::. .  . :  : : 
gi|160 ALGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAA-INIVDKQIPLT 
        50        60        70        80        90        100       
 
               40          50        60        70        80 
AAD-12 GRPSLLIGRHA--HAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
       : :  .::: .  :. :                                    
gi|160 G-PHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG      
         110       120       130       140       150        
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 71.2  bits: 19.4 E():   54 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (29-72:254-299) 
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                 10        20        30          40        50       
AAD-12   VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
         60        70        80          
AAD-12 EGLVDWACQAPRVHAHQWAAGDVV          
        .. :   . :.:. :                  
gi|261 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFS 
           290       300       310       
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 71.2  bits: 21.5 E():   55 
Smith-Waterman score: 50; 44.4% identity (63.0% similar) in 27 aa overlap (33-58:636-662) 
 
             10        20        30         40        50        60  
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVD 
                                     :: : : : : .:::  . ..:  :.:    
gi|278 SRGPSGPPGPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIG 
         610       620       630       640       650       660      
 
              70        80                                          
AAD-12 WACQAPRVHAHQWAAGDVV                                          
                                                                    
gi|278 SPGRDGARGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAG 
         670       680       690       700       710       720      
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 71.1  bits: 20.1 E():   55 
Smith-Waterman score: 46; 22.4% identity (57.1% similar) in 49 aa overlap (30-74:15-63) 
 
               10        20        30        40        50        60 
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                    :. : :. . :  : : ..:...... .. . 
gi|601                MRGALAGLSLATLATASPVLVNSIHNDAAPIISASNAKEIADNYM 
                              10        20        30        40      
 
                   70        80                                     
AAD-12 ----DWACQAPRVHAHQWAAGDVV                                     
           : . :   .. : :                                           
gi|601 IKFKDHVTQNLAAEHHGWVQDLHEKTQVAKTELRKRSQSPMVDDIFNGLKHTYNIAGGLM 
          50        60        70        80        90       100      
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.1  bits: 19.0 E():   55 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (60-73:29-42) 
 
      30        40        50        60        70        80          
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV          
                                     :.:  : :  . ::                 
gi|170   MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQT 
                 10        20        30        40        50         
 
gi|170 FPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQ 
       60        70        80        90       100       110         
 
>>gi|4587985|gb|AAD25927.1|AF084828_1 major allergenic p  (342 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 70.6  bits: 19.4 E():   59 
Smith-Waterman score: 49; 24.1% identity (56.9% similar) in 58 aa overlap (4-59:134-186) 
 
                                          10        20        30    
AAD-12                            VQQAGSAYIGYGMDTTATPLRPLVKVHPETG-- 
                                     : .::::   . . . .  ...:  ..:   
gi|458 MPRKPGMTRDDLFNSNASIVRDLAKVVAKVAPKAYIGVISNPVNSTVPIVAEVFKKAGVY 
           110       120       130       140       150       160    
 
              40        50        60        70        80            
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV            
        :. :.:     .  .:....  :: :.                                 
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gi|458 DPKRLFG-----VTTLDTTRAATFLSGIAGSDPQTTNVPVIGGHSGVTIVPLISQAAQGD 
           170            180       190       200       210         
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.5  bits: 18.0 E():   59 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (9-26:25-42) 
 
                               10        20        30        40     
AAD-12                 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                               .:. . :.:  ..: ..:                   
gi|144 MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV                         
                                                                    
gi|144 EIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVEVTASVD 
               70        80        90       100       110       120 
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.4  bits: 19.7 E():   60 
Smith-Waterman score: 46; 22.4% identity (55.2% similar) in 67 aa overlap (1-65:52-109) 
 
                                             10        20        30 
AAD-12                               VQQAGSAYIGYGMDTTATPLRPLVKVHPET 
                                     ....:: :.: :.. ..  .  ..       
gi|144 VEADVKLSDGYLARAAVPSGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIG----- 
              30        40        50        60        70            
 
               40        50        60          70        80         
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVD-WA-CQAPRVHAHQWAAGDVV         
         :.: .:.      :.:    .. :.: :. :. :.                        
gi|144 --PAL-VGKDPTDQVGIDNFMVQQ-LDGTVNEWGWCKQKLGANAILAVSLAVCKAGAHVK 
            80        90        100       110       120       130   
 
gi|144 GIPLYEHIANLAGNKNLVLPVPAFNVINGGSHAGNKLAMQEFMILPVGASSFKEAMKMGA 
            140       150       160       170       180       190   
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 70.1  bits: 15.9 E():   62 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (45-62:8-25) 
 
           20        30        40        50        60        70     
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :  ....:..   :             
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA      
                                      10        20        30        
 
           80 
AAD-12 AAGDVV 
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 70.1  bits: 18.0 E():   62 
Smith-Waterman score: 40; 25.7% identity (60.0% similar) in 35 aa overlap (34-67:100-134) 
 
            10        20        30        40         50        60   
AAD-12 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|105 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
             70        80 
AAD-12 ACQAPRVHAHQWAAGDVV 
       .  .:              
gi|105 GYWVPSSNS          
     130                  
 
>>gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.0  bits: 19.4 E():   63 
Smith-Waterman score: 44; 27.6% identity (55.2% similar) in 58 aa overlap (26-80:120-174) 
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                    10        20        30        40         50     
AAD-12      VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
             60        70        80                                 
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVV                                 
        . :  ::. .  .  :::..   ::..                                 
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.0  bits: 19.4 E():   63 
Smith-Waterman score: 44; 27.6% identity (55.2% similar) in 58 aa overlap (26-80:120-174) 
 
                    10        20        30        40         50     
AAD-12      VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|151 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
             60        70        80                                 
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVV                                 
        . :  ::. .  .  :::..   ::..                                 
gi|151 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
>>gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.0  bits: 19.4 E():   63 
Smith-Waterman score: 44; 27.6% identity (55.2% similar) in 58 aa overlap (26-80:120-174) 
 
                    10        20        30        40         50     
AAD-12      VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLEMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
             60        70        80                                 
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVV                                 
        . :  ::. .  .  :::..   ::..                                 
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
>>gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.0  bits: 19.4 E():   63 
Smith-Waterman score: 44; 27.6% identity (55.2% similar) in 58 aa overlap (26-80:120-174) 
 
                    10        20        30        40         50     
AAD-12      VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
             60        70        80                                 
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVV                                 
        . :  ::. .  .  :::..   ::..                                 
gi|810 SVLGNVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
>>gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.0  bits: 19.4 E():   63 
Smith-Waterman score: 44; 27.6% identity (55.2% similar) in 58 aa overlap (26-80:120-174) 
 
                    10        20        30        40         50     
AAD-12      VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
             60        70        80                                 
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AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVV                                 
        . :  ::. .  .  :::..   ::..                                 
gi|810 SVLGNVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.9  bits: 19.4 E():   64 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (29-72:290-335) 
 
                 10        20        30          40        50       
AAD-12   VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
         60        70        80                                
AAD-12 EGLVDWACQAPRVHAHQWAAGDVV                                
        .. :   . :.:. :                                        
gi|124 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.9  bits: 19.4 E():   64 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (29-72:290-335) 
 
                 10        20        30          40        50       
AAD-12   VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
         60        70        80                                
AAD-12 EGLVDWACQAPRVHAHQWAAGDVV                                
        .. :   . :.:. :                                        
gi|268 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.9  bits: 19.4 E():   64 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (29-72:290-335) 
 
                 10        20        30          40        50       
AAD-12   VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
         60        70        80                                
AAD-12 EGLVDWACQAPRVHAHQWAAGDVV                                
        .. :   . :.:. :                                        
gi|124 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.9  bits: 18.3 E():   64 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (39-55:17-30) 
 
       10        20        30        40        50        60         
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|212               VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                             10        20           30        40    
 
       70        80                                                 
AAD-12 VHAHQWAAGDVV                                                 
                                                                    
gi|212 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
            50        60        70        80        90       100    
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.8  bits: 18.3 E():   64 
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Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (39-55:18-31) 
 
       10        20        30        40        50        60         
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|116              AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
       70        80                                                 
AAD-12 VHAHQWAAGDVV                                                 
                                                                    
gi|116 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.8  bits: 18.3 E():   64 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (39-55:18-31) 
 
       10        20        30        40        50        60         
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|144              AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
       70        80                                                 
AAD-12 VHAHQWAAGDVV                                                 
                                                                    
gi|144 LTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.8  bits: 18.0 E():   65 
Smith-Waterman score: 43; 25.9% identity (46.3% similar) in 54 aa overlap (32-77:88-141) 
 
              10        20        30        40               50     
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-------IPGMDAAESER 
                                     :   .:::..:        .::     ..  
gi|189 AGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRD 
        60        70        80        90       100       110        
 
           60         70        80 
AAD-12 FLEGLVDWA-CQAPRVHAHQWAAGDVV 
       : . ::  . :..  ::   .  :    
gi|189 FAKVLVTPGQCNVLTVHNAPYCLGLDI 
       120       130       140     
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.7  bits: 18.0 E():   65 
Smith-Waterman score: 40; 26.7% identity (60.0% similar) in 30 aa overlap (19-48:115-144) 
 
                           10        20        30        40         
AAD-12             VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::   .:. ...  ..:    :.: 
gi|217 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
       50        60        70        80 
AAD-12 AAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                                        
gi|217 I                                
                                        
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.7  bits: 18.0 E():   65 
Smith-Waterman score: 41; 26.0% identity (48.0% similar) in 50 aa overlap (36-77:93-142) 
 
          10        20        30        40               50         
AAD-12 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-------IPGMDAAESERFLEG 
                                     .:::..:        .::     .. : .  
gi|439 SSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKV 
             70        80        90       100       110       120   
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       60         70        80 
AAD-12 LVDWA-CQAPRVHAHQWAAGDVV 
       ::  . :..  ::   .  :    
gi|439 LVTPGQCNVLTVHNAPYCLGLDI 
            130       140      
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.5  bits: 19.0 E():   67 
Smith-Waterman score: 43; 27.8% identity (55.6% similar) in 36 aa overlap (9-44:234-269) 
 
                                     10        20        30         
AAD-12                       VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::  ..   .: . :.:   :.. :  .:  
gi|324 DPRTLNKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVIL 
           210       220       230       240       250       260    
 
       40        50        60        70        80    
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV    
         .::.                                        
gi|324 SISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV 
           270       280       290       300         
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.5  bits: 18.3 E():   67 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (39-55:27-40) 
 
       10        20        30        40        50        60         
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|194     MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEA 
                   10        20        30           40        50    
 
       70        80                                                 
AAD-12 VHAHQWAAGDVV                                                 
                                                                    
gi|194 LTQYKCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVL 
            60        70        80        90       100       110    
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 69.5  bits: 19.7 E():   67 
Smith-Waterman score: 45; 23.5% identity (58.8% similar) in 51 aa overlap (7-54:265-315) 
 
                                       10        20        30       
AAD-12                         VQQAGSAYIGYGMDTTATPLRPLVKVHPETG-RPSL 
                                     : .. :..:..  . ::.: .     . :  
gi|144 AVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGGVMTPLIKRNTTIPTKKSE 
          240       250       260       270       280       290     
 
          40          50        60        70        80              
AAD-12 LIGRHAHAIPG--MDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV              
        .. ..   ::  ... :.::                                        
gi|144 TFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAPRGVPQIEVTFDLDANGIM 
          300       310       320       330       340       350     
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 69.4  bits: 15.9 E():   68 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (45-62:8-25) 
 
           20        30        40        50        60        70     
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :  ....:..   :             
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK   
                                      10        20        30        
 
           80 
AAD-12 AAGDVV 
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 69.1  bits: 19.7 E():   71 
Smith-Waterman score: 45; 26.4% identity (47.2% similar) in 53 aa overlap (2-45:338-387) 
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                                            10        20            
AAD-12                              VQQAGSAYIGYGMDTTATPLRPLVKV----- 
                                     :: :   .. :.. :   ::   ..      
gi|258 RGNLDFVQPPRGRQEREHEERQQEQLQQERQQQGEQLMANGLEETFCSLRLKENIGNPER 
       310       320       330       340       350       360        
 
             30        40        50        60        70        80   
AAD-12 ----HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV   
            :..:: : :   ..: .:                                      
gi|258 ADIFSPRAGRISTL---NSHNLPILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYVIRG 
       370       380          390       400       410       420     
 
>>gi|462717|sp|P33556.1|NLTP2_VITSX RecName: Full=Non-sp  (38 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 68.8  bits: 15.9 E():   73 
Smith-Waterman score: 34; 36.8% identity (68.4% similar) in 19 aa overlap (1-19:7-25) 
 
                     10        20        30        40        50     
AAD-12       VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESER 
             :..: :. .::  .  :.:                                    
gi|462 AITCGQVSSALSSCLGYLKNGGAVPPGSSCGIKNLNSA                       
               10        20        30                               
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 68.6  bits: 15.2 E():   75 
Smith-Waterman score: 34; 47.4% identity (52.6% similar) in 19 aa overlap (4-22:7-24) 
 
                  10        20        30        40        50        
AAD-12    VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
             :  :  : :. : :::  :                                    
gi|751 DLGYAPATPAAPGAGY-TPATPAAP                                    
               10         20                                        
 
>>gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia mutic  (284 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 68.3  bits: 18.7 E():   78 
Smith-Waterman score: 42; 36.8% identity (73.7% similar) in 19 aa overlap (39-57:63-80) 
 
       10        20        30        40        50        60         
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     .:: ..  ..::: .:. :            
gi|219 EDSKAKIEEDLTSLQKKYTNLENEFDQVNEKHADSVAKLEAAE-KRLTETEDEIKGYTRK 
             40        50        60        70         80        90  
 
       70        80                                                 
AAD-12 VHAHQWAAGDVV                                                 
                                                                    
gi|219 IQLLEDDLERTQTKLDEATGKLEEATKSADESERGRKVLESRSLADDDRIDGLEKQVKDA 
             100       110       120       130       140       150  
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 68.3  bits: 15.2 E():   78 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (16-22:5-11) 
 
               10        20        30        40        50        60 
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                      : .:.::                                       
gi|751            TKSQTHVPIRPNKLVLKVQKDRATN                         
                          10        20                              
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 68.0  bits: 15.2 E():   81 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (28-38:10-20) 
 
               10        20        30        40        50        60 
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                  :.:  :..: :                       
gi|147                   AKITFTNNXPNTVWPGILTGFGQKPQ                 
                                 10        20                       
 
               70        80 
AAD-12 DWACQAPRVHAHQWAAGDVV 
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>>gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-termi  (34 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 67.8  bits: 15.5 E():   83 
Smith-Waterman score: 33; 25.0% identity (58.3% similar) in 24 aa overlap (45-68:8-31) 
 
           20        30        40        50        60        70     
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     : . :.   ..::. . .  . ::       
gi|691                        AIGDKPGPKITATYXXKWLEAKATFYGSNPRGAA    
                                      10        20        30        
 
           80 
AAD-12 AAGDVV 
 
>>gi|69552|pir||MEHB2 melittin, minor - honeybee          (27 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.7  bits: 15.2 E():   84 
Smith-Waterman score: 32; 30.8% identity (61.5% similar) in 13 aa overlap (56-68:13-25) 
 
          30        40        50        60        70        80 
AAD-12 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                                     : .:..:  .  :             
gi|695                   GIGAVLKVLTTGLPALISWISRKKRQQ           
                                 10        20                  
 
>>gi|289064179|gb|ADC80503.1| non-specific lipid transfe  (118 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.6  bits: 17.3 E():   85 
Smith-Waterman score: 38; 66.7% identity (88.9% similar) in 9 aa overlap (41-49:81-89) 
 
               20        30        40        50        60        70 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     : ::::..:                      
gi|289 ASCCSGVRSLNAAAKTTPDRQAVCNCLKSAAGAIPGFNANNAGILPGKCGVSIPYKISTS 
               60        70        80        90       100       110 
 
               80 
AAD-12 AHQWAAGDVV 
                  
gi|289 TNCATIKF   
                  
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.5  bits: 19.0 E():   86 
Smith-Waterman score: 43; 35.5% identity (54.8% similar) in 31 aa overlap (15-45:3-32) 
 
               10        20        30        40        50        60 
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                     : : :.  :. .   .:   :  : ::..::                
gi|238             FITKAIPIV-LAALSAVNGAKILEAGPHAETIPNKYIVVMKKDVSDEA 
                            10        20        30        40        
 
               70        80                                         
AAD-12 DWACQAPRVHAHQWAAGDVV                                         
                                                                    
gi|238 FSTHTTWLSQNLNRRLMRRSGSSKAMAGMQNKYSLGGIFRAYSGEFDDAMIKDISNHDDV 
        50        60        70        80        90       100        
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.2  bits: 16.9 E():   89 
Smith-Waterman score: 37; 38.9% identity (50.0% similar) in 18 aa overlap (45-62:25-42) 
 
           20        30        40        50        60        70     
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     ::   :: :   .:  .:             
gi|126       TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTKKGNLWEV 
                     10        20        30        40        50     
 
           80                                      
AAD-12 AAGDVV                                      
                                                   
gi|126 KSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
           60        70        80        90        
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>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.1  bits: 18.0 E():   90 
Smith-Waterman score: 40; 34.5% identity (51.7% similar) in 29 aa overlap (5-33:139-165) 
 
                                         10        20        30     
AAD-12                           VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS 
                                     :  :.  :. :. . :  : .::   : :  
gi|116 KYAGVFVSTGTLGGGQETTAITSMSTLVDHGFIYVPLGYKTAFSMLANLDEVH--GGSPW 
      110       120       130       140       150       160         
 
           40        50        60        70        80 
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                                                      
gi|116 GAGTFSAGDGSRQPSELELNIAQAQGKAFYEAVAKAHQ         
        170       180       190       200             
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 67.1  bits: 14.5 E():   90 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (13-20:10-17) 
 
               10        20        30        40        50        60 
AAD-12 VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                   :.:  :::                                         
gi|244    IGNEDCTPWMSTLITPLP                                        
                  10                                                
 
>>gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Globin  (162 aa) 
 initn:  37 init1:  37 opt:  39  Z-score: 67.0  bits: 17.6 E():   91 
Smith-Waterman score: 39; 32.5% identity (57.5% similar) in 40 aa overlap (42-80:111-142) 
 
              20        30        40        50        60        70  
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                     :   :..::.  .:  .::..      ..: 
gi|121 VSFFTEVISLSGNQANLSAVYALVSKLGVDHKARGISAAQFGEFRTALVSY------LQA 
               90       100       110       120       130           
 
               80                     
AAD-12 H-QWAAGDVV                     
       : .:  :: :                     
gi|121 HVSW--GDNVAAAWNHALDNTYAVALKSLE 
            140       150       160   
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.9  bits: 18.4 E():   92 
Smith-Waterman score: 41; 37.5% identity (81.2% similar) in 16 aa overlap (44-59:1-16) 
 
            20        30        40        50        60        70    
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                     .::..:.. : .:. :               
gi|857                               MPGQQATKHESLLDQLSLKGKVVVVTGASG 
                                             10        20        30 
 
            80                                                      
AAD-12 WAAGDVV                                                      
                                                                    
gi|857 PKGMGIEAARGCAEMGAAVAITYASRAQGAEENVKELEKTYGIKAKAYKCQVDSYESCEK 
               40        50        60        70        80        90 
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 18.0 E():   93 
Smith-Waterman score: 40; 38.5% identity (42.3% similar) in 26 aa overlap (10-35:60-85) 
 
                                    10        20        30          
AAD-12                      VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     :  :  :  :  : ::.   :  : :     
gi|613 CLEYSNVGFTDAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIA 
      30        40        50        60        70        80          
 
      40        50        60        70        80                    
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV                    
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gi|613 QRWANQCTFEHDACRNVERFAVGQNIAATSSSGKNKSTLSDMILLWYNEVKDFDNRWISS 
      90       100       110       120       130       140          
 
>>gi|190684057|gb|ACE82289.1| glutathione transferase [T  (222 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 66.5  bits: 18.0 E():   97 
Smith-Waterman score: 40; 32.4% identity (59.5% similar) in 37 aa overlap (17-49:50-86) 
 
                             10        20        30           40    
AAD-12               VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRP---SLLIGRHAH- 
                                     :.:..  . :  . :::   ::.: .. .  
gi|190 RVRIALAEKGLPYEYAEEDLMAGKSDRLLRANPVHKKIPVLLHDGRPVNESLIILQYLED 
      20        30        40        50        60        70          
 
             50        60        70        80                       
AAD-12 AIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV                       
       :.:   :                                                      
gi|190 AFPDAPALLPSDPYARAQARFWADYVDKKVYDCGSRLWKLKGEPQAQARAEMLDILKTLD 
      80        90       100       110       120       130          
 
>>gi|9087152|sp|P81294.1|MPAJ1_JUNAS RecName: Full=Major  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 18.7 E():   99 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (26-44:120-138) 
 
                    10        20        30        40        50      
AAD-12      VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|908 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHSLHIHGCNT 
      90       100       110       120       130       140          
 
          60        70        80                                    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVV                                    
                                                                    
gi|908 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     150       160       170       180       190       200          
 
>>gi|19069497|emb|CAC37790.2| putative allergen Cup a 1   (367 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 66.4  bits: 18.7 E():   99 
Smith-Waterman score: 42; 27.6% identity (53.4% similar) in 58 aa overlap (26-80:120-174) 
 
                    10        20        30        40         50     
AAD-12      VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :..   .:.:  :.     .  
gi|190 WIIFSQNMNIKLQMPLYVAGYKTIDGRGADVHLGNGGPCLFMRTASHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
             60        70        80                                 
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVV                                 
        . :  ::. .  .  :::..   ::..                                 
gi|190 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
>>gi|8843917|gb|AAF80164.1| pollen major allergen 1-2 [J  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 18.7 E():   99 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (26-44:120-138) 
 
                    10        20        30        40        50      
AAD-12      VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
          60        70        80                                    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVV                                    
                                                                    
gi|884 SVLGDVLVSESIGVVPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIF 
     150       160       170       180       190       200          
 
>>gi|8843921|gb|AAF80166.1| pollen major allergen 1-1 [J  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 18.7 E():   99 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (26-44:120-138) 
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                    10        20        30        40        50      
AAD-12      VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
          60        70        80                                    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVV                                    
                                                                    
gi|884 SVLGDVLVSESIGVVPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     150       160       170       180       190       200          
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.3  bits: 17.7 E(): 1e 
Smith-Waterman score: 39; 35.3% identity (70.6% similar) in 17 aa overlap (8-24:118-134) 
 
                                      10        20        30        
AAD-12                        VQQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI 
                                     :. . :...: : . ::              
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
        40        50        60        70        80 
AAD-12 GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                                                   
gi|195 ALEKFDKALKALPMHIRLSFNPTQLEEQCHI             
       150       160       170                     
 
>>gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} [De  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 66.3  bits: 14.5 E(): 1e 
Smith-Waterman score: 30; 45.5% identity (72.7% similar) in 11 aa overlap (43-53:1-11) 
 
             20        30        40        50        60        70   
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                     :. :.::  .:                    
gi|404                               AVGGQDADLAEAPFQISLLK           
                                             10        20           
 
             80 
AAD-12 QWAAGDVV 
 
>>gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Thauma  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 66.3  bits: 14.5 E(): 1e 
Smith-Waterman score: 30; 66.7% identity (83.3% similar) in 6 aa overlap (41-46:15-20) 
 
               20        30        40        50        60        70 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     : :.::                         
gi|680                 ATFNFINNCPFTVWAAAVPG                         
                               10        20                         
 
               80 
AAD-12 AHQWAAGDVV 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:03:00 2011 done: Fri Jan 21 00:03:00 2011 
 Total Scan time:  0.070 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 6203



 

 

Query: fasta_input.txt 
  1>>>AAD-12: 176  - 255 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     0     2:* 
  32     1     8:= * 
  34    19    22:=======* 
  36    25    44:=========     * 
  38    46    73:================        * 
  40    70   102:========================         * 
  42   101   125:==================================       * 
  44   121   137:=========================================    * 
  46   161   140:==============================================*======= 
  48   144   134:============================================*=== 
  50   112   122:======================================  * 
  52   125   107:===================================*====== 
  54    99    92:==============================*== 
  56   126    77:=========================*================ 
  58    73    63:====================*==== 
  60    48    51:================* 
  62    29    41:==========   * 
  64    37    33:==========*== 
  66    24    26:========* 
  68    12    20:====  * 
  70    32    16:=====*===== 
  72    10    12:===* 
  74    11    10:===* 
  76    12     8:==*= 
  78    16     6:=*==== 
  80    11     5:=*== 
  82     6     3:*= 
  84     5     3:*= 
  86     0     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     2     0:=         *== 
 100     1     0:=         *= 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.42090.00322; mu= 6.9528 0.168 
 mean_var=29.5454 7.867, 0's: 2 Z-trim: 4  B-trim: 71 in 1/43 
 Lambda= 0.235955 
 Kolmogorov-Smirnov  statistic: 0.0867 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   73 29.3   0.081 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   66 26.9    0.43 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   58 24.2    0.92 
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gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   56 23.6     1.1 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   56 23.5     1.5 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   56 23.5     1.5 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   52 22.2     2.7 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   56 23.5     3.4 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   59 24.5     4.4 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   56 23.5     4.6 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   53 22.5     5.9 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   54 22.8     6.5 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   52 22.1     8.9 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   53 22.5     9.3 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   51 21.8      10 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   53 22.4      10 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   48 20.8      11 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 21.5      12 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   50 21.5      12 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   50 21.5      12 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   50 21.5      13 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   51 21.8      14 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   46 20.1      14 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   49 21.1      15 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 16.9      15 
gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   46 20.1      16 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   46 20.1      16 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.8      17 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.8      17 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.8      17 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   47 20.5      17 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 21.1      18 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   47 20.5      18 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   47 20.5      18 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   49 21.1      20 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 19.5      21 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 19.1      22 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   46 20.1      23 
gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full= ( 279)   47 20.4      23 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 20.4      24 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   49 21.1      24 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   48 20.8      26 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   48 20.8      27 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   48 20.8      27 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   50 21.4      27 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   43 19.1      29 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   42 18.8      29 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   42 18.8      29 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   45 19.8      30 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 16.8      32 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 16.8      36 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   46 20.1      37 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   46 20.1      37 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   42 18.8      37 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 20.1      37 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.8      39 
gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen ( 367)   46 20.1      39 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   47 20.4      39 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   40 18.1      40 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   45 19.8      40 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.8      40 
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gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.8      40 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 20.4      42 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   45 19.7      46 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 19.4      47 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.7      49 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.7      49 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.4      49 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   41 18.4      50 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   44 19.4      51 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   41 18.4      51 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 16.1      52 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   43 19.1      53 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.7      53 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.7      53 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   44 19.4      53 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 18.1      55 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   46 20.1      56 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 16.1      57 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   40 18.1      58 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   51 21.7      58 
gi|4587985|gb|AAD25927.1|AF084828_1 major allergen ( 342)   44 19.4      58 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.4      59 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.7      60 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   40 18.1      60 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 18.4      60 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   40 18.1      61 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   40 18.1      61 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 18.4      61 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 18.4      61 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.5      61 
gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen ( 367)   44 19.4      62 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   44 19.4      62 
gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen ( 367)   44 19.4      62 
gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen ( 367)   44 19.4      62 
gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen ( 367)   44 19.4      62 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   44 19.4      63 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   44 19.4      63 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   44 19.4      63 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 18.4      63 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.5      64 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   43 19.1      65 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.5      66 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   45 19.7      68 
gi|69552|pir||MEHB2 melittin, minor - honeybee     (  27)   32 15.5      69 
gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-t (  34)   33 15.8      69 
gi|258588247|pdb|3EHK|A Chain A, Crystal Structure ( 531)   45 19.7      72 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 14.8      72 
gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia m ( 284)   42 18.7      76 
gi|289064179|gb|ADC80503.1| non-specific lipid tra ( 118)   38 17.4      78 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   37 17.1      80 
gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} (  20)   30 14.8      81 
gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Th (  20)   30 14.8      81 
gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Gl ( 162)   39 17.7      85 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   40 18.1      86 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   43 19.1      86 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   40 18.1      89 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   41 18.4      89 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   37 17.1      92 
gi|190684057|gb|ACE82289.1| glutathione transferas ( 222)   40 18.1      93 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   39 17.7      94 
gi|8843921|gb|AAF80166.1| pollen major allergen 1- ( 367)   42 18.7      98 
gi|8843917|gb|AAF80164.1| pollen major allergen 1- ( 367)   42 18.7      98 
gi|19069497|emb|CAC37790.2| putative allergen Cup  ( 367)   42 18.7      98 
gi|9087152|sp|P81294.1|MPAJ1_JUNAS RecName: Full=M ( 367)   42 18.7      98 
gi|14424466|sp|P35778.2|VA3_SOLIN RecName: Full=Ve ( 234)   40 18.1      98 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   37 17.1      99 
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  73 init1:  73 opt:  73  Z-score: 122.0  bits: 29.3 E(): 0.081 
Smith-Waterman score: 73; 35.5% identity (54.8% similar) in 31 aa overlap (46-76:246-276) 
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          20        30        40        50        60        70      
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:: :   . :     .: . 
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
 
          80                                                        
AAD-12 GDVVV                                                        
       :                                                            
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  66 init1:  66 opt:  66  Z-score: 109.1  bits: 26.9 E(): 0.43 
Smith-Waterman score: 66; 32.3% identity (54.8% similar) in 31 aa overlap (46-76:247-277) 
 
          20        30        40        50        60        70      
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:  :   . :.    .: . 
gi|232 APDIKTPKEALDLIMDAIDKAGYKGKVGIAMDVASSEFYKDGKYDLDFKNPESDPSKWLS 
        220       230       240       250       260       270       
 
          80                                                        
AAD-12 GDVVV                                                        
       :                                                            
gi|232 GPQLADLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKT 
        280       290       300       310       320       330       
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 103.1  bits: 24.2 E(): 0.92 
Smith-Waterman score: 58; 40.0% identity (62.5% similar) in 40 aa overlap (26-61:79-117) 
 
                    10        20        30          40          50  
AAD-12      QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHA--HAIPGMDAAES 
                                     .::. ::.:  ::   :  :   :.. :.  
gi|121 DLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPEN-RPALKTLIDGLASSHKARGIEKAQF 
       50        60        70        80         90       100        
 
              60        70        80                
AAD-12 ERFLEGLVDWACQAPRVHAHQWAAGDVVV                
       :.:  .:::.                                   
gi|121 EEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
       110       120       130       140       150  
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 101.6  bits: 23.6 E():  1.1 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (57-73:68-86) 
 
         30        40        50        60          70        80     
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVV     
                                     : .:..:  :: ... :.:            
gi|219 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
gi|219 SFDSDRSGLLLKQKVSDE 
       100       110      
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 99.1  bits: 23.5 E():  1.5 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (57-73:68-86) 
 
         30        40        50        60          70        80     
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVV     
                                     : .:..:  :: ... :.:            
gi|184 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
gi|184 SFDSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
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 initn:  40 init1:  40 opt:  56  Z-score: 99.1  bits: 23.5 E():  1.5 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (57-73:68-86) 
 
         30        40        50        60          70        80     
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVV     
                                     : .:..:  :: ... :.:            
gi|456 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNF 
        40        50        60        70        80        90        
 
gi|456 SFGSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  47 init1:  47 opt:  52  Z-score: 94.6  bits: 22.2 E():  2.7 
Smith-Waterman score: 52; 26.5% identity (50.0% similar) in 68 aa overlap (11-77:19-84) 
 
                       10        20        30        40        50   
AAD-12         QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
                         :.: ::  :. :.:.        .     :.:. : :.  .. 
gi|135 MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDV--KD 
               10        20        30        40        50           
 
              60        70        80                        
AAD-12 RFLE-GLVDWACQAPRVHAHQWAAGDVVV                        
        .:. :    :   :..   .: :.:                           
gi|135 LLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD 
       60        70        80        90       100       110 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 92.8  bits: 23.5 E():  3.4 
Smith-Waterman score: 56; 29.6% identity (53.7% similar) in 54 aa overlap (5-56:25-73) 
 
                                   10        20         30          
AAD-12                     QQAGSAYIGYGMDTTATPLRPLVKVHPET-GRPSLLIGRH 
                               .:  ::.  : :::  : . . : : . :.       
gi|249 MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPAT----- 
               10        20        30        40        50           
 
      40         50        60        70        80                   
AAD-12 AHAIP-GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV                   
         :.: :  ..: ....:                                           
gi|249 PAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGLA 
          60        70        80        90       100       110      
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  43 init1:  43 opt:  59  Z-score: 91.0  bits: 24.5 E():  4.4 
Smith-Waterman score: 59; 34.4% identity (59.4% similar) in 32 aa overlap (1-32:143-171) 
 
                                             10        20        30 
AAD-12                               QQAGSAYIGYGMDTTATPLRPLVKVHPETG 
                                     ::.:..  ::     ..: .:    .:: : 
gi|736 PSVTSPQQVSYYPGQASPQRPGQGQQPGQGQQSGQGQQGY---YPTSPQQPGQWQQPEQG 
            120       130       140       150          160          
 
               40        50        60        70        80           
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV           
       .:                                                           
gi|736 QPGYYPTSPQQPGQLQQPAQGQQPGQGQQGRQPGQGQPGYYPTSSQLQPGQLQQPAQGQQ 
     170       180       190       200       210       220          
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 90.5  bits: 23.5 E():  4.6 
Smith-Waterman score: 56; 27.0% identity (55.6% similar) in 63 aa overlap (17-71:46-108) 
 
                             10        20           30              
AAD-12               QQAGSAYIGYGMDTTATPLRPL---VKVHPETGRPSLL--IGRH-- 
                                     :::::    ...: ....:  :  .: .   
gi|253 IEEPEMIAPTPPGQFPHQQPISSPNRTSRNTPLRPESTEIETHHHANHPPALPVLGMQLP 
          20        30        40        50        60        70      
 
       40        50        60        70        80                   
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AAD-12 -AHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV                   
          ..:  . :.:.  :.  .:   .::   .:                            
gi|253 VPGTVPESSRAQSRASLNLDIDLDLHAPSHPSHLSHGAPHEQEHAHEIQRHRAHSAQSSA 
          80        90       100       110       120       130      
 
gi|253 GLPPTGFASHLPPASSGPVSLGWNMYHVPPNLHLNANQFNFEVPGHMNVSGHPTHLEHSS 
         140       150       160       170       180       190      
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 88.6  bits: 22.5 E():  5.9 
Smith-Waterman score: 53; 43.8% identity (62.5% similar) in 16 aa overlap (57-72:27-42) 
 
         30        40        50        60        70        80       
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV       
                                     : :.:  : : .. ::               
gi|170     MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQ 
                   10        20        30        40        50       
 
gi|170 QTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQP 
         60        70        80        90       100       110       
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 87.9  bits: 22.8 E():  6.5 
Smith-Waterman score: 54; 23.4% identity (53.2% similar) in 47 aa overlap (2-45:347-393) 
 
                                            10        20        30  
AAD-12                              QQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ... :.: . :: .    .  : :. 
gi|113 ERSKKNVLGRHGEAAAESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEPGE 
        320       330       340       350       360       370       
 
              40           50        60        70        80 
AAD-12 PSLLIGRHAHAI---PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
        .: .   : ..   ::                                    
gi|113 SALSLTSSAGVLSCQPGAPC                                 
        380       390                                       
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 85.4  bits: 22.1 E():  8.9 
Smith-Waterman score: 52; 28.1% identity (59.4% similar) in 32 aa overlap (46-77:66-97) 
 
          20        30        40        50        60        70      
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     .:. . . : :: .. .   ::.  ::..  
gi|729 STLSLVTKADGKIDMTVDLISPVTKRASLKIDSKKYNLFHEGELSASIVNPRLSWHQYTK 
          40        50        60        70        80        90      
 
          80                                                        
AAD-12 GDVVV                                                        
        :                                                           
gi|729 RDSREYKSDVELSLRSSDIALKITMPDYNSKIHYSRQGDQINMDIDGTLIEGHAQGTIRE 
         100       110       120       130       140       150      
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 85.1  bits: 22.5 E():  9.3 
Smith-Waterman score: 53; 27.3% identity (54.5% similar) in 44 aa overlap (37-79:241-284) 
 
         10        20        30        40        50         60      
AAD-12 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF-LEGLVDWACQA 
                                     :  .... :::.: :: .  .   :   .  
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDKTYDLNFKE 
              220       230       240       250       260       270 
 
          70        80                                              
AAD-12 PRVHAHQWAAGDVVV                                              
          .. :  .:::.                                               
gi|144 ENNNGSQKISGDVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 84.3  bits: 21.8 E():   10 
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Smith-Waterman score: 51; 36.1% identity (55.6% similar) in 36 aa overlap (3-33:21-56) 
 
                                   10           20        30        
AAD-12                   QQAGS--AYIGYGMDTTATP---LRPLVKVHPETGRPSLLIG 
                           :::  : .:::  : :.:     : . . :  ..:.     
gi|330 MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKAT 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV                  
                                                                    
gi|330 TEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESS 
               70        80        90       100       110       120 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 84.2  bits: 22.4 E():   10 
Smith-Waterman score: 53; 27.0% identity (56.8% similar) in 37 aa overlap (45-80:441-477) 
 
           20        30        40        50         60        70    
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG-LVDWACQAPRVHAHQW 
                                     :. :.    .. : :.:  : .  .:. .  
gi|505 YQIAFSRGNRAFIAINLQKNQQNLQQKLHTGLPAGTYCDIISGNLIDNKCTGKSIHVDKN 
              420       430       440       450       460       470 
 
            80                    
AAD-12 AAGDVVV                    
       . .:: :                    
gi|505 GQADVYVGHDEFDAFVAYHIGARIVS 
              480       490       
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.8  bits: 20.8 E():   11 
Smith-Waterman score: 48; 25.6% identity (53.5% similar) in 43 aa overlap (10-52:23-65) 
 
                            10        20        30        40        
AAD-12              QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                             ...:  ..::  :.:   :. .    .     :::. : 
gi|344 MTGVKTHLQHELKRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPD 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 AAESERFLEGLVDWACQAPRVHAHQWAAGDVVV                            
         ..:                                                        
gi|344 EFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDS 
               70        80        90       100       110       120 
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.3  bits: 21.5 E():   12 
Smith-Waterman score: 50; 32.1% identity (57.1% similar) in 28 aa overlap (6-33:1-28) 
 
               10        20        30        40        50        60 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 
            : .:::  : :.:    . . :  ..:.                            
gi|295      ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQKLIEKINAGFKAALAAAAG 
                    10        20        30        40        50      
 
               70        80                                         
AAD-12 WACQAPRVHAHQWAAGDVVV                                         
                                                                    
gi|295 VPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGA 
          60        70        80        90       100       110      
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.2  bits: 21.5 E():   12 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (6-56:1-43) 
 
               10        20        30        40        50        60 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 
            : .:::    :::  : .   : :  :.   :  :    :  ..: ....:     
gi|109      ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA---AGKATTEEQKLIEKINA 
                       10        20          30           40        
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               70        80                                         
AAD-12 WACQAPRVHAHQWAAGDVVV                                         
                                                                    
gi|109 GFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAY 
        50        60        70        80        90       100        
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.2  bits: 21.5 E():   12 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (6-56:1-43) 
 
               10        20        30        40        50        60 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 
            : .:::    :::  : .   : :  :.   :  :    :  ..: ....:     
gi|239      ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA---AGKATTEEQKLIEKINA 
                       10        20          30           40        
 
               70        80                                         
AAD-12 WACQAPRVHAHQWAAGDVVV                                         
                                                                    
gi|239 GFKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAY 
        50        60        70        80        90       100        
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 82.5  bits: 21.5 E():   13 
Smith-Waterman score: 50; 32.1% identity (52.8% similar) in 53 aa overlap (5-56:25-68) 
 
                                   10        20        30        40 
AAD-12                     QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                               .: .:::    :::  : .   : :  :.      : 
gi|398 MAVHQYTVALFLAVALVAGPAASYAADLGYG---PATPAAPAAGYTPAT--PA----APA 
               10        20        30           40              50  
 
                50        60        70        80                    
AAD-12 HAIP-GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV                    
       .: : :  ..: ....:                                            
gi|398 EAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGAASNKAFAEGLSG 
              60        70        80        90       100       110  
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 82.1  bits: 21.8 E():   14 
Smith-Waterman score: 51; 28.3% identity (51.7% similar) in 60 aa overlap (11-65:2-60) 
 
               10        20        30        40             50      
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG-----MDAAESERFL 
                 :. : : :.  :. .   .:   :  : ::.:::.     :    :.. . 
gi|581          MGFITKAIPIV-LAALSTVNGARILEAGPHAEAIPNKYIVVMKREVSDEAF 
                        10         20        30        40        50 
 
          60        70        80                                    
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVV                                    
       .. . :  :.                                                   
gi|581 NAHTTWLSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRAYSGEFDDAMIKDISSHDDVD 
               60        70        80        90       100       110 
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 81.6  bits: 20.1 E():   14 
Smith-Waterman score: 46; 26.8% identity (58.5% similar) in 41 aa overlap (33-71:100-140) 
 
             10        20        30        40         50        60  
AAD-12 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
               70        80 
AAD-12 A-CQAPRVHAHQWAAGDVVV 
       . : . . : :          
gi|100 GYCGSHHHHHH          
     130       140          
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>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.6  bits: 21.1 E():   15 
Smith-Waterman score: 49; 43.8% identity (56.2% similar) in 16 aa overlap (57-72:8-23) 
 
         30        40        50        60        70        80       
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV       
                                     : :.:  : :  . ::               
gi|106                        NIQVDPSGQVQWPQQQPFPQPHQPFSQQPQQTFPQPQ 
                                      10        20        30        
 
gi|106 QTFPHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQP 
        40        50        60        70        80        90        
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 81.4  bits: 16.9 E():   15 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (39-44:8-13) 
 
       10        20        30        40        50        60         
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::: .:                         
gi|131                        GPVGGVVHAHMMPLL                       
                                      10                            
 
       70        80 
AAD-12 HAHQWAAGDVVV 
 
>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 80.9  bits: 20.1 E():   16 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (36-78:1-44) 
 
          10        20        30        40        50         60     
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQ 
                                     .: ..:..   ... .:... :.: :     
gi|215                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
           70        80                                             
AAD-12 APRVHAHQWAAGDVVV                                             
        :..    . . ::                                               
gi|215 IPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 80.9  bits: 20.1 E():   16 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (36-78:1-44) 
 
          10        20        30        40        50         60     
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQ 
                                     .: ..:..   ... .:... :.: :     
gi|166                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
           70        80                                             
AAD-12 APRVHAHQWAAGDVVV                                             
        :..    . . ::                                               
gi|166 IPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 80.4  bits: 19.8 E():   17 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (8-25:24-41) 
 
                               10        20        30        40     
AAD-12                 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|144 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV                         
                                                                    

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 6212



 

 

gi|144 IKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTASVGD 
               70        80        90       100       110       120 
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 80.4  bits: 19.8 E():   17 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (8-25:24-41) 
 
                               10        20        30        40     
AAD-12                 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|121 MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSLSTFKNTE 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV                         
                                                                    
gi|121 IKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDG 
               70        80        90       100       110       120 
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 80.4  bits: 19.8 E():   17 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (8-25:24-41) 
 
                               10        20        30        40     
AAD-12                 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|379 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV                         
                                                                    
gi|379 IKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTATVGD 
               70        80        90       100       110       120 
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 80.2  bits: 20.5 E():   17 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (40-77:156-194) 
 
      10        20        30        40        50        60          
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|833 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
         130       140       150       160       170       180      
 
       70        80              
AAD-12 HAHQWAAGDVVV              
       .. .:: ..                 
gi|833 NVINWAEAENRYIAGDKGGHPFMKL 
         190       200       210 
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.1  bits: 21.1 E():   18 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (3-19:200-216) 
 
                                           10        20        30   
AAD-12                             QQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
             40        50        60        70        80             
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV             
                                                                    
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 79.8  bits: 20.5 E():   18 
Smith-Waterman score: 47; 21.7% identity (52.2% similar) in 46 aa overlap (4-46:62-107) 
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                                          10        20           30 
AAD-12                            QQAGSAYIGYGMDTTATPLRPLVKVHPE---TG 
                                     :..:.: . .. :     . . . .   .: 
gi|201 DATPVLDVAGKELDSRLSYRIISTFWGALGGDVYLGKSPNSDAPCANGIFRYNSDVGPSG 
              40        50        60        70        80        90  
 
               40        50        60        70        80           
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV           
        :  .::  .:   :.                                             
gi|201 TPVRFIGSSSHFGQGIFENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTI 
             100       110       120       130       140       150  
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 79.8  bits: 20.5 E():   18 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (40-77:167-205) 
 
      10        20        30        40        50        60          
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|164 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
        140       150       160       170       180       190       
 
       70        80              
AAD-12 HAHQWAAGDVVV              
       .. .:: ..                 
gi|164 NVINWAEAENRYIAGDKGGHPFMKL 
        200       210       220  
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 79.2  bits: 21.1 E():   20 
Smith-Waterman score: 49; 27.1% identity (55.9% similar) in 59 aa overlap (24-79:119-174) 
 
                      10        20        30        40         50   
AAD-12        QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESE 
                                     .::  .: : :..   .:.:  :..    . 
gi|908 LWIIFSKNLNIKLNMPLYIAGNKTIDGRGAEVHIGNGGPCLFMRTVSHVILHGLNIHGCN 
       90       100       110       120       130       140         
 
               60        70        80                               
AAD-12 RFLEG--LVDWACQAPRVHAHQWAAGDVVV                               
         . :  :.. :  .  :::..   ::..                                
gi|908 TSVSGNVLISEASGVVPVHAQD---GDAITMRNVTDVWIDHNSLSDSSDGLVDVTLASTG 
      150       160       170          180       190       200      
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.5  bits: 19.5 E():   21 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (8-28:25-45) 
 
                                10        20        30        40    
AAD-12                  QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                               .:. . :.:  :.:  .:  :                
gi|990 MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV                        
                                                                    
gi|990 EAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVVVTASCD 
               70        80        90       100       110       120 
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 78.2  bits: 19.1 E():   22 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (45-57:5-17) 
 
           20        30        40        50        60        70     
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA 
                                     :.:::: .  :.:                  
gi|208                           MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACG 
                                         10        20        30     
 
           80                                                       
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AAD-12 AGDVVV                                                       
                                                                    
gi|208 LAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAGDVDGD 
           40        50        60        70        80        90     
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.1  bits: 20.1 E():   23 
Smith-Waterman score: 46; 21.0% identity (43.5% similar) in 62 aa overlap (5-66:39-100) 
 
                                         10        20        30     
AAD-12                           QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                                     :::..::  .     . ::    . :  .  
gi|616 DLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCASQHGCHGD 
       10        20        30        40        50        60         
 
           40        50        60        70        80               
AAD-12 LIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV               
        : :  . :    ...   .     . .:. :                             
gi|616 TIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQT 
       70        80        90       100       110       120         
 
gi|616 HSAIAVIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
      130       140       150       160       170       180         
 
>>gi|14424450|sp|P49276.2|DERF6_DERFA RecName: Full=Mite  (279 aa) 
 initn:  44 init1:  44 opt:  47  Z-score: 77.9  bits: 20.4 E():   23 
Smith-Waterman score: 47; 20.7% identity (46.0% similar) in 87 aa overlap (1-77:99-181) 
 
                                             10        20           
AAD-12                               QQAGSAYIGYGMDTTATPLRPLVKVHP--- 
                                     :.:.:  . :: .  ..     .::.:    
gi|144 KDYLIMKRHMCGGSLISESTVVTAAHCTYGQKASSLSVRYGTNQRTSSSYGDLKVKPIIQ 
       70        80        90       100       110       120         
 
               30        40        50        60        70        80 
AAD-12 -------ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
              .:   . .:     ..:. ..  .:   : .::    . .:  . :.  :    
gi|144 HESYEQDQTQTDKTIIILPNPVVPSTNVQMNEIETEDIVD----GDKVTIYGWGLTDGNG 
      130       140       150       160           170       180     
 
gi|144 KDLPDKLQKGSMTIVGNDRCNEKWGSINAIHPGMICALDKTQSGCNGDSGGPLVSANRKL 
          190       200       210       220       230       240     
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (6-33:1-31) 
 
               10           20        30        40        50        
AAD-12 QQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG 
            : .:::  : :.:     : . . :  ..:.                         
gi|217      ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA 
                    10        20        30        40        50      
 
        60        70        80                                      
AAD-12 LVDWACQAPRVHAHQWAAGDVVV                                      
                                                                    
gi|217 AAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTA 
          60        70        80        90       100       110      
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (6-33:1-31) 
 
               10           20        30        40        50        
AAD-12 QQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG 
            : .:::  : :.:     : . . :  ..:.                         
gi|217      ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA 
                    10        20        30        40        50      
 
        60        70        80                                      
AAD-12 LVDWACQAPRVHAHQWAAGDVVV                                      
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gi|217 AAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTA 
          60        70        80        90       100       110      
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (6-33:1-31) 
 
               10           20        30        40        50        
AAD-12 QQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG 
            : .:::  : :.:     : . . :  ..:.                         
gi|217      ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA 
                    10        20        30        40        50      
 
        60        70        80                                      
AAD-12 LVDWACQAPRVHAHQWAAGDVVV                                      
                                                                    
gi|217 AAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTA 
          60        70        80        90       100       110      
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (6-33:1-31) 
 
               10           20        30        40        50        
AAD-12 QQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG 
            : .:::  : :.:     : . . :  ..:.                         
gi|217      ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA 
                    10        20        30        40        50      
 
        60        70        80                                      
AAD-12 LVDWACQAPRVHAHQWAAGDVVV                                      
                                                                    
gi|217 AAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTA 
          60        70        80        90       100       110      
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (6-33:1-31) 
 
               10           20        30        40        50        
AAD-12 QQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG 
            : .:::  : :.:     : . . :  ..:.                         
gi|217      ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA 
                    10        20        30        40        50      
 
        60        70        80                                      
AAD-12 LVDWACQAPRVHAHQWAAGDVVV                                      
                                                                    
gi|217 AAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTA 
          60        70        80        90       100       110      
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (6-33:1-31) 
 
               10           20        30        40        50        
AAD-12 QQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG 
            : .:::  : :.:     : . . :  ..:.                         
gi|217      ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINAGFKAALAA 
                    10        20        30        40        50      
 
        60        70        80                                      
AAD-12 LVDWACQAPRVHAHQWAAGDVVV                                      
                                                                    
gi|217 AAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTA 
          60        70        80        90       100       110      
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (6-33:1-31) 
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               10           20        30        40        50        
AAD-12 QQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG 
            : .:::  : :.:     : . . :  ..:.                         
gi|217      ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA 
                    10        20        30        40        50      
 
        60        70        80                                      
AAD-12 LVDWACQAPRVHAHQWAAGDVVV                                      
                                                                    
gi|217 AAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTA 
          60        70        80        90       100       110      
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (6-33:1-31) 
 
               10           20        30        40        50        
AAD-12 QQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG 
            : .:::  : :.:     : . . :  ..:.                         
gi|217      ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA 
                    10        20        30        40        50      
 
        60        70        80                                      
AAD-12 LVDWACQAPRVHAHQWAAGDVVV                                      
                                                                    
gi|217 AAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTA 
          60        70        80        90       100       110      
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (6-33:1-31) 
 
               10           20        30        40        50        
AAD-12 QQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG 
            : .:::  : :.:     : . . :  ..:.                         
gi|217      ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA 
                    10        20        30        40        50      
 
        60        70        80                                      
AAD-12 LVDWACQAPRVHAHQWAAGDVVV                                      
                                                                    
gi|217 AAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTA 
          60        70        80        90       100       110      
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (6-33:1-31) 
 
               10           20        30        40        50        
AAD-12 QQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG 
            : .:::  : :.:     : . . :  ..:.                         
gi|217      ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA 
                    10        20        30        40        50      
 
        60        70        80                                      
AAD-12 LVDWACQAPRVHAHQWAAGDVVV                                      
                                                                    
gi|217 AAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTA 
          60        70        80        90       100       110      
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (6-33:1-31) 
 
               10           20        30        40        50        
AAD-12 QQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG 
            : .:::  : :.:     : . . :  ..:.                         
gi|217      ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA 
                    10        20        30        40        50      
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        60        70        80                                      
AAD-12 LVDWACQAPRVHAHQWAAGDVVV                                      
                                                                    
gi|217 AAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTA 
          60        70        80        90       100       110      
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (6-33:1-31) 
 
               10           20        30        40        50        
AAD-12 QQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG 
            : .:::  : :.:     : . . :  ..:.                         
gi|217      ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAA 
                    10        20        30        40        50      
 
        60        70        80                                      
AAD-12 LVDWACQAPRVHAHQWAAGDVVV                                      
                                                                    
gi|217 AAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTA 
          60        70        80        90       100       110      
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (6-33:1-31) 
 
               10           20        30        40        50        
AAD-12 QQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG 
            : .:::  : :.:     : . . :  ..:.                         
gi|217      ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINAGFKAALAA 
                    10        20        30        40        50      
 
        60        70        80                                      
AAD-12 LVDWACQAPRVHAHQWAAGDVVV                                      
                                                                    
gi|217 AAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTA 
          60        70        80        90       100       110      
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (6-33:1-31) 
 
               10           20        30        40        50        
AAD-12 QQAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG 
            : .:::  : :.:     : . . :  ..:.                         
gi|217      ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINAGFKAALAA 
                    10        20        30        40        50      
 
        60        70        80                                      
AAD-12 LVDWACQAPRVHAHQWAAGDVVV                                      
                                                                    
gi|217 AAGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTA 
          60        70        80        90       100       110      
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.5  bits: 21.1 E():   24 
Smith-Waterman score: 49; 33.3% identity (46.7% similar) in 30 aa overlap (9-38:90-119) 
 
                                     10        20        30         
AAD-12                       QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     : ::   . :  : .   :. :: .   :: 
gi|259 GVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGR 
      60        70        80        90       100       110          
 
       40        50        60        70        80                   
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV                   
                                                                    
gi|259 FQDRHQKIRRFRRGDIIAIPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLA 
     120       130       140       150       160       170          
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
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 initn:  46 init1:  46 opt:  48  Z-score: 77.0  bits: 20.8 E():   26 
Smith-Waterman score: 48; 23.4% identity (48.9% similar) in 47 aa overlap (2-45:343-389) 
 
                                            10        20        30  
AAD-12                              QQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ..  :.: . :: .    .  : :. 
gi|113 DIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMIPAEPGE 
            320       330       340       350       360       370   
 
              40           50        60        70        80 
AAD-12 PSLLIGRHAHAI---PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
         : .   : ..   ::                                    
gi|113 AVLRLTSSAGVLSCQPGAPC                                 
            380       390                                   
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.8  bits: 20.8 E():   27 
Smith-Waterman score: 48; 21.2% identity (54.5% similar) in 33 aa overlap (2-34:348-380) 
 
                                            10        20        30  
AAD-12                              QQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ..  : : . ::..    .  : :. 
gi|113 DQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGE 
       320       330       340       350       360       370        
 
              40        50        60        70        80 
AAD-12 PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
        ..                                               
gi|113 AAIKLTSSAGVFSCHPGAPC                              
       380       390                                     
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.8  bits: 20.8 E():   27 
Smith-Waterman score: 48; 21.2% identity (54.5% similar) in 33 aa overlap (2-34:348-380) 
 
                                            10        20        30  
AAD-12                              QQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ..  : : . ::..    .  : :. 
gi|166 DQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGE 
       320       330       340       350       360       370        
 
              40        50        60        70        80 
AAD-12 PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
        ..                                               
gi|166 AAIKLTSSAGVFSCRPGAPC                              
       380       390                                     
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 76.6  bits: 21.4 E():   27 
Smith-Waterman score: 50; 29.4% identity (67.6% similar) in 34 aa overlap (12-44:598-629) 
 
                                  10        20         30        40 
AAD-12                    QQAGSAYIGYGMDTTATPLRPLVKVH-PETGRPSLLIGRHA 
                                     ....:.:.  ..:..  : : :. . :. : 
gi|729 TLTGAIDKTVAWIDENQTATKEEYEAEQKQLESVANPV--MMKIYGAEGGAPGGMPGQGA 
       570       580       590       600         610       620      
 
               50        60        70        80 
AAD-12 HAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
        : :                                     
gi|729 GAPPPGAGDDGPTVEEVD                       
         630       640                          
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 76.2  bits: 19.1 E():   29 
Smith-Waterman score: 43; 29.6% identity (66.7% similar) in 27 aa overlap (5-31:9-35) 
 
                   10        20        30        40        50       
AAD-12     QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
               ::.    . ..:.  : .:.:. ..::                          
gi|244 MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQSCQRQFEEQQRFRNCQRYVKQEV 
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               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 GLVDWACQAPRVHAHQWAAGDVVV                                     
                                                                    
gi|244 QRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASEL 
               70        80        90       100       110       120 
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 76.1  bits: 18.8 E():   29 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (39-76:20-57) 
 
       10        20        30        40        50        60         
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::  . . : :. :    :..:   .:  : 
gi|730            MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
       70        80                                                 
AAD-12 HAHQWAAGDVVV                                                 
          .  ::                                                     
gi|730 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 76.1  bits: 18.8 E():   29 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (39-76:20-57) 
 
       10        20        30        40        50        60         
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::  . . : :. :    :..:   .:  : 
gi|191            MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
       70        80                                                 
AAD-12 HAHQWAAGDVVV                                                 
          .  ::                                                     
gi|191 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.8  bits: 19.8 E():   30 
Smith-Waterman score: 45; 19.7% identity (52.6% similar) in 76 aa overlap (3-78:74-149) 
 
                                           10        20        30   
AAD-12                             QQAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     :..:. .:: . . .   :  :   :  .  
gi|383 SPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEEEE 
            50        60        70        80        90       100    
 
             40        50        60        70        80             
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV             
       .:. .      :.. : ... . :     : ..:.  :.. .. .:               
gi|383 DLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEELEA 
           110       120       130       140       150       160    
 
gi|383 NVRAIEMDGLVWGASKFVAVGFGIKKLQINLVVEDEKVSTDELQAQIEEDEDHVQSTDVA 
           170       180       190       200       210       220    
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 75.3  bits: 16.8 E():   32 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (44-61:8-25) 
 
            20        30        40        50        60        70    
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :. ....:..   :             
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA      
                                      10        20        30        
 
            80 
AAD-12 AAGDVVV 
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>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 74.5  bits: 16.8 E():   36 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (44-61:8-25) 
 
            20        30        40        50        60        70    
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :. ....:..   :             
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK   
                                      10        20        30        
 
            80 
AAD-12 AAGDVVV 
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 74.3  bits: 20.1 E():   37 
Smith-Waterman score: 46; 27.6% identity (55.2% similar) in 58 aa overlap (25-79:99-153) 
 
                     10        20        30        40         50    
AAD-12       QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
              60        70        80                                
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVV                                
        . :  ::. .  .  :::..   ::..                                 
gi|908 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
      130       140          150       160       170       180      
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 74.3  bits: 20.1 E():   37 
Smith-Waterman score: 46; 27.6% identity (55.2% similar) in 58 aa overlap (25-79:100-154) 
 
                     10        20        30        40         50    
AAD-12       QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
              60        70        80                                
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVV                                
        . :  ::. .  .  :::..   ::..                                 
gi|118 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     130       140       150          160       170       180       
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 74.2  bits: 18.8 E():   37 
Smith-Waterman score: 42; 24.4% identity (56.1% similar) in 41 aa overlap (33-72:100-140) 
 
             10        20        30        40         50        60  
AAD-12 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
              70        80 
AAD-12 ACQAPRVHAHQWAAGDVVV 
       .  .   : :.         
gi|100 GYYVGSHHHHHH        
     130       140         
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.2  bits: 20.1 E():   37 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (8-17:284-293) 
 
                                      10        20        30        
AAD-12                        QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
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        40        50        60        70        80 
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
                                                   
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET      
           320       330       340       350       
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 73.9  bits: 18.8 E():   39 
Smith-Waterman score: 42; 27.8% identity (66.7% similar) in 36 aa overlap (40-75:28-62) 
 
      10        20        30        40        50        60          
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     :.: :...: : ... .:  : .    ... 
gi|157    MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQA-EFRQLANGAPDKTEAEIEAQ 
                  10        20        30         40        50       
 
      70        80                                                  
AAD-12 AHQWAAGDVVV                                                  
        .::.:                                                       
gi|157 IEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPAAKAADARLSAIASNRA 
         60        70        80        90       100       110       
 
>>gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 73.8  bits: 20.1 E():   39 
Smith-Waterman score: 46; 27.6% identity (55.2% similar) in 58 aa overlap (25-79:120-174) 
 
                     10        20        30        40         50    
AAD-12       QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHSCNT 
      90       100       110       120       130       140          
 
              60        70        80                                
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVV                                
        . :  ::. .  .  :::..   ::..                                 
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLPDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.7  bits: 20.4 E():   39 
Smith-Waterman score: 47; 45.0% identity (70.0% similar) in 20 aa overlap (2-20:223-242) 
 
                                            10         20        30 
AAD-12                              QQAGSAYIGYGMDT-TATPLRPLVKVHPETG 
                                     .: .  .:.:::: ::  .:           
gi|303 QRSQKQRGERYGLRGGQQILADNVFKGFNMEALADVLGFGMDTETARKVRGEDDQRGHIV 
            200       210       220       230       240       250   
 
               40        50        60        70        80           
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV           
                                                                    
gi|303 RVEQGLKVIRPPRIREELEQQEGGGYNGLEETICSATFIQNIDNPAEADFYNPRAGRLTT 
            260       270       280       290       300       310   
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.7  bits: 18.1 E():   40 
Smith-Waterman score: 40; 30.0% identity (50.0% similar) in 30 aa overlap (32-61:13-42) 
 
              10        20        30        40        50        60  
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 
                                     :. :.    .. ::   :: :   .:  .: 
gi|144                   VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEW 
                                 10        20        30        40   
 
              70        80                                    
AAD-12 ACQAPRVHAHQWAAGDVVV                                    
                                                              
gi|144 EPLTKKGNLWEVKSSKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
             50        60        70        80        90       
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>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 73.6  bits: 19.8 E():   40 
Smith-Waterman score: 45; 46.7% identity (80.0% similar) in 15 aa overlap (64-77:207-221) 
 
            40        50        60         70        80             
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAP-RVHAHQWAAGDVVV             
                                     :.: :..  .::.::                
gi|287 WTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAGGDPSNPKGTIEWAGGLT 
        180       190       200       210       220       230       
 
gi|287 DYSAGPYTMYVKSVRIENANPAESYTYSDNSGSWQSIKFDGSVDISSSSSVTSSTTSTAS 
        240       250       260       270       280       290       
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.5  bits: 18.8 E():   40 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (36-59:1-24) 
 
          10        20        30        40        50        60      
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|215                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
          70        80                                              
AAD-12 PRVHAHQWAAGDVVV                                              
                                                                    
gi|215 IPKAATGAYKSVEVKGDGGAGTVRIITLPEGSPITTMTVRTDAVNKEALSYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.5  bits: 18.8 E():   40 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (36-59:1-24) 
 
          10        20        30        40        50        60      
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|892                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
          70        80                                              
AAD-12 PRVHAHQWAAGDVVV                                              
                                                                    
gi|892 IPKAAPGAYKSVEVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.1  bits: 20.4 E():   42 
Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (30-52:344-366) 
 
                10        20        30        40        50          
AAD-12  QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
           320       330       340       350       360       370    
 
      60        70        80                                        
AAD-12 DWACQAPRVHAHQWAAGDVVV                                        
                                                                    
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 72.4  bits: 19.7 E():   46 
Smith-Waterman score: 45; 28.6% identity (51.4% similar) in 35 aa overlap (39-73:258-291) 
 
       10        20        30        40        50        60         
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     :...:    .  : :  .  : :. :  :. 
gi|510 IGENIIGHLLIVFDGGKSQPACSWYDVPCSHSESIVYATGMVSGRCQHLAVPWTAQQ-RI 
       230       240       250       260       270       280        
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       70        80                                                 
AAD-12 HAHQWAAGDVVV                                                 
       .  ::                                                        
gi|510 NPIQWKFWRVFTSNIPAYPTSDTTNCVVLNTNVFKNDNTFEGEYHAFPDCARNLFKCRQQ 
        290       300       310       320       330       340       
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 72.3  bits: 19.4 E():   47 
Smith-Waterman score: 44; 27.8% identity (52.8% similar) in 36 aa overlap (16-51:64-96) 
 
                              10        20        30        40      
AAD-12                QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                                     :  .. .  . :.  ::   . . :  .:  
gi|481 AGKATTEEQKLIEDINVGFKAAVAARQRPAADKFKTFEAASPRHPRP---LRQGAGLVPK 
            40        50        60        70        80           90 
 
          50        60        70        80                          
AAD-12 MDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV                          
       .::: :                                                       
gi|481 LDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGE 
              100       110       120       130       140       150 
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.0  bits: 19.7 E():   49 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (29-45:225-240) 
 
                 10        20        30        40        50         
AAD-12   QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
       60        70        80                                       
AAD-12 VDWACQAPRVHAHQWAAGDVVV                                       
                                                                    
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.0  bits: 19.7 E():   49 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (29-45:225-240) 
 
                 10        20        30        40        50         
AAD-12   QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
       60        70        80                                       
AAD-12 VDWACQAPRVHAHQWAAGDVVV                                       
                                                                    
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.9  bits: 18.4 E():   49 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (15-22:34-41) 
 
                               10        20        30        40     
AAD-12                 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
           50        60        70        80                         
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV                         
                                                                    
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
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 initn:  39 init1:  39 opt:  41  Z-score: 71.8  bits: 18.4 E():   50 
Smith-Waterman score: 46; 25.7% identity (48.6% similar) in 70 aa overlap (11-80:55-118) 
 
                                   10        20        30        40 
AAD-12                     QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :  .:.  . :. : :   :  .    ::: 
gi|160 DGPTTVTGNLSGLKPGLHGFHAHALGDTTNGCMSTGPHFNPVGKEHGAPGDEN----RHA 
           30        40        50        60        70            80 
 
               50        60        70        80                     
AAD-12 HAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV                     
         . .. ..:.     ..::   : : .  :.  .  :::                     
gi|160 GDLGNITVGEDGTAAINIVD--KQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGN 
               90       100         110       120       130         
 
gi|160 AGGRVACGIIGLQG 
      140       150   
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 71.7  bits: 19.4 E():   51 
Smith-Waterman score: 44; 47.4% identity (63.2% similar) in 19 aa overlap (50-65:72-90) 
 
      20        30        40        50        60           70       
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW---ACQAPRVHAHQWAAG 
                                     :.. ::   :::   ::.:            
gi|144 TISKQVVFLIHGFLSTGNNENFVAMSKALIEKDDFLVISVDWKKGACNAFASTKDALGYS 
              50        60        70        80        90       100  
 
         80                                                         
AAD-12 DVVV                                                         
                                                                    
gi|144 KAVGNTRHVGKFVADFTKLLVEKYKVLISNIRLIGHSLGAHTSGFAGKEVQKLKLGKYKE 
             110       120       130       140       150       160  
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.7  bits: 18.4 E():   51 
Smith-Waterman score: 41; 20.8% identity (79.2% similar) in 24 aa overlap (36-59:1-24) 
 
          10        20        30        40        50        60      
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:....:.:       
gi|134                               MGVQTHVLELTSSVSAEKIFQGFVIDVDTV 
                                             10        20        30 
 
          70        80                                              
AAD-12 PRVHAHQWAAGDVVV                                              
                                                                    
gi|134 LPKAAPGAYKSVEIKGDGGPGTLKIITLPDGGPITTMTLRIDGVNKEALTFDYSVIDGDI 
               40        50        60        70        80        90 
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 71.6  bits: 16.1 E():   52 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (44-61:8-25) 
 
            20        30        40        50        60        70    
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :  ....:..   :             
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA      
                                      10        20        30        
 
            80 
AAD-12 AAGDVVV 
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.4  bits: 19.1 E():   53 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (59-72:29-42) 
 
       30        40        50        60        70        80         
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV         
                                     :.:  : :  . ::                 
gi|170   MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQT 
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                 10        20        30        40        50         
 
gi|170 FPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQ 
       60        70        80        90       100       110         
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 71.4  bits: 19.7 E():   53 
Smith-Waterman score: 45; 46.7% identity (80.0% similar) in 15 aa overlap (64-77:197-211) 
 
            40        50        60         70        80             
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAP-RVHAHQWAAGDVVV             
                                     :.: :..  .::.::                
gi|855 WTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAGGDPSNPKGTIEWAGGLT 
        170       180       190       200       210       220       
 
gi|855 DYSAGPYTMYVKSVRIENANPAESYTYSDNSGSWQSIKFDGSVDISSSSSVTSSTTSTAS 
        230       240       250       260       270       280       
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 71.3  bits: 19.7 E():   53 
Smith-Waterman score: 45; 23.4% identity (44.7% similar) in 47 aa overlap (2-45:347-393) 
 
                                            10        20        30  
AAD-12                              QQAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ... : :   :: .    .  : :  
gi|625 DPMKKNVLVRADAPHTESMKWNWRSEKDLLENGAIFVASGCDPHLTPEQKSHLIPAEPGS 
        320       330       340       350       360       370       
 
              40           50        60        70        80 
AAD-12 PSLLIGRHA---HAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
         : .   :   . .::                                    
gi|625 AVLQLTSCAGTLKCVPGKPC                                 
        380       390                                       
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 71.3  bits: 19.4 E():   53 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (28-71:254-299) 
 
                  10        20        30          40        50      
AAD-12    QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
          60        70        80         
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVV         
        .. :   . :.:. :                  
gi|261 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFS 
           290       300       310       
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.1  bits: 18.1 E():   55 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (8-25:25-42) 
 
                                10        20        30        40    
AAD-12                  QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                               .:. . :.:  ..: ..:                   
gi|144 MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV                        
                                                                    
gi|144 EIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVEVTASVD 
               70        80        90       100       110       120 
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 71.0  bits: 20.1 E():   56 
Smith-Waterman score: 46; 22.4% identity (57.1% similar) in 49 aa overlap (29-73:15-63) 
 
               10        20        30        40        50           
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AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV- 
                                   :. : :. . :  : : ..:...... .. .  
gi|601               MRGALAGLSLATLATASPVLVNSIHNDAAPIISASNAKEIADNYMI 
                             10        20        30        40       
 
         60        70        80                                     
AAD-12 ---DWACQAPRVHAHQWAAGDVVV                                     
          : . :   .. : :                                            
gi|601 KFKDHVTQNLAAEHHGWVQDLHEKTQVAKTELRKRSQSPMVDDIFNGLKHTYNIAGGLMG 
         50        60        70        80        90       100       
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 70.8  bits: 16.1 E():   57 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (44-61:8-25) 
 
            20        30        40        50        60        70    
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :  ....:..   :             
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK   
                                      10        20        30        
 
            80 
AAD-12 AAGDVVV 
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 70.7  bits: 18.1 E():   58 
Smith-Waterman score: 40; 25.7% identity (60.0% similar) in 35 aa overlap (33-66:100-134) 
 
             10        20        30        40         50        60  
AAD-12 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|105 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
              70        80 
AAD-12 ACQAPRVHAHQWAAGDVVV 
       .  .:               
gi|105 GYWVPSSNS           
     130                   
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 70.7  bits: 21.7 E():   58 
Smith-Waterman score: 52; 25.5% identity (52.9% similar) in 51 aa overlap (8-58:798-844) 
 
                                      10        20        30        
AAD-12                        QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:: .:. :.   :.. .. .  . :::.  
gi|203 GEKGDRNIRMNGGVVAGLYGKMKLMVKDHKMGYEYDAKAS-YTPMIDMNVQKQEHSLLV- 
       770       780       790       800        810       820       
 
        40        50        60        70        80                  
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV                  
            .  ::     :: ..:                                        
gi|203 --RFNMKDMDQHTVMRFKQSLREKRATGEEKDYENEITPDARSDRCFSFFLLDYCRKASH 
           830       840       850       860       870       880    
 
>>gi|4587985|gb|AAD25927.1|AF084828_1 major allergenic p  (342 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 70.7  bits: 19.4 E():   58 
Smith-Waterman score: 49; 24.1% identity (56.9% similar) in 58 aa overlap (3-58:134-186) 
 
                                           10        20        30   
AAD-12                             QQAGSAYIGYGMDTTATPLRPLVKVHPETG-- 
                                     : .::::   . . . .  ...:  ..:   
gi|458 MPRKPGMTRDDLFNSNASIVRDLAKVVAKVAPKAYIGVISNPVNSTVPIVAEVFKKAGVY 
           110       120       130       140       150       160    
 
               40        50        60        70        80           
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV           
        :. :.:     .  .:....  :: :.                                 
gi|458 DPKRLFG-----VTTLDTTRAATFLSGIAGSDPQTTNVPVIGGHSGVTIVPLISQAAQGD 
           170            180       190       200       210         
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>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.5  bits: 21.4 E():   59 
Smith-Waterman score: 50; 44.4% identity (63.0% similar) in 27 aa overlap (32-57:636-662) 
 
              10        20        30         40        50        60 
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVD 
                                     :: : : : : .:::  . ..:  :.:    
gi|278 SRGPSGPPGPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIG 
         610       620       630       640       650       660      
 
               70        80                                         
AAD-12 WACQAPRVHAHQWAAGDVVV                                         
                                                                    
gi|278 SPGRDGARGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAG 
         670       680       690       700       710       720      
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.4  bits: 19.7 E():   60 
Smith-Waterman score: 45; 22.7% identity (54.5% similar) in 66 aa overlap (1-64:53-109) 
 
                                             10        20        30 
AAD-12                               QQAGSAYIGYGMDTTATPLRPLVKVHPETG 
                                     ...:: :.: :.. ..  .  ..        
gi|144 EADVKLSDGYLARAAVPSGASTGIYEALELRDGGSDYLGKGVSKAVENVNIIIG------ 
             30        40        50        60        70             
 
               40        50        60          70        80         
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVD-WA-CQAPRVHAHQWAAGDVVV         
        :.: .:.      :.:    .. :.: :. :. :.                         
gi|144 -PAL-VGKDPTDQVGIDNFMVQQ-LDGTVNEWGWCKQKLGANAILAVSLAVCKAGAHVKG 
           80        90        100       110       120       130    
 
gi|144 IPLYEHIANLAGNKNLVLPVPAFNVINGGSHAGNKLAMQEFMILPVGASSFKEAMKMGAE 
           140       150       160       170       180       190    
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.4  bits: 18.1 E():   60 
Smith-Waterman score: 43; 25.9% identity (46.3% similar) in 54 aa overlap (31-76:88-141) 
 
               10        20        30        40               50    
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-------IPGMDAAESER 
                                     :   .:::..:        .::     ..  
gi|189 AGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRD 
        60        70        80        90       100       110        
 
            60         70        80 
AAD-12 FLEGLVDWA-CQAPRVHAHQWAAGDVVV 
       : . ::  . :..  ::   .  :     
gi|189 FAKVLVTPGQCNVLTVHNAPYCLGLDI  
       120       130       140      
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.4  bits: 18.4 E():   60 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (38-54:17-30) 
 
        10        20        30        40        50        60        
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|212               VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                             10        20           30        40    
 
        70        80                                                
AAD-12 VHAHQWAAGDVVV                                                
                                                                    
gi|212 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
            50        60        70        80        90       100    
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.3  bits: 18.1 E():   61 
Smith-Waterman score: 40; 26.7% identity (60.0% similar) in 30 aa overlap (18-47:115-144) 
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                            10        20        30        40        
AAD-12              QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::   .:. ...  ..:    :.: 
gi|217 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
        50        60        70        80 
AAD-12 AAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
                                         
gi|217 I                                 
                                         
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.3  bits: 18.1 E():   61 
Smith-Waterman score: 41; 26.0% identity (48.0% similar) in 50 aa overlap (35-76:93-142) 
 
           10        20        30        40               50        
AAD-12 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-------IPGMDAAESERFLEG 
                                     .:::..:        .::     .. : .  
gi|439 SSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKV 
             70        80        90       100       110       120   
 
        60         70        80 
AAD-12 LVDWA-CQAPRVHAHQWAAGDVVV 
       ::  . :..  ::   .  :     
gi|439 LVTPGQCNVLTVHNAPYCLGLDI  
            130       140       
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.3  bits: 18.4 E():   61 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (38-54:18-31) 
 
        10        20        30        40        50        60        
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|116              AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
        70        80                                                
AAD-12 VHAHQWAAGDVVV                                                
                                                                    
gi|116 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.3  bits: 18.4 E():   61 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (38-54:18-31) 
 
        10        20        30        40        50        60        
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|144              AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
        70        80                                                
AAD-12 VHAHQWAAGDVVV                                                
                                                                    
gi|144 LTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.2  bits: 15.5 E():   61 
Smith-Waterman score: 34; 47.4% identity (52.6% similar) in 19 aa overlap (3-21:7-24) 
 
                   10        20        30        40        50       
AAD-12     QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
             :  :  : :. : :::  :                                    
gi|751 DLGYAPATPAAPGAGY-TPATPAAP                                    
               10         20                                        
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>>gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.1  bits: 19.4 E():   62 
Smith-Waterman score: 44; 27.6% identity (55.2% similar) in 58 aa overlap (25-79:120-174) 
 
                     10        20        30        40         50    
AAD-12       QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
              60        70        80                                
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVV                                
        . :  ::. .  .  :::..   ::..                                 
gi|810 SVLGNVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.1  bits: 19.4 E():   62 
Smith-Waterman score: 44; 27.6% identity (55.2% similar) in 58 aa overlap (25-79:120-174) 
 
                     10        20        30        40         50    
AAD-12       QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|151 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
              60        70        80                                
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVV                                
        . :  ::. .  .  :::..   ::..                                 
gi|151 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
>>gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.1  bits: 19.4 E():   62 
Smith-Waterman score: 44; 27.6% identity (55.2% similar) in 58 aa overlap (25-79:120-174) 
 
                     10        20        30        40         50    
AAD-12       QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLEMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
              60        70        80                                
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVV                                
        . :  ::. .  .  :::..   ::..                                 
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
>>gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.1  bits: 19.4 E():   62 
Smith-Waterman score: 44; 27.6% identity (55.2% similar) in 58 aa overlap (25-79:120-174) 
 
                     10        20        30        40         50    
AAD-12       QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
              60        70        80                                
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVV                                
        . :  ::. .  .  :::..   ::..                                 
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
>>gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.1  bits: 19.4 E():   62 
Smith-Waterman score: 44; 27.6% identity (55.2% similar) in 58 aa overlap (25-79:120-174) 
 
                     10        20        30        40         50    
AAD-12       QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
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gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
              60        70        80                                
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVV                                
        . :  ::. .  .  :::..   ::..                                 
gi|810 SVLGNVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.0  bits: 19.4 E():   63 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (28-71:290-335) 
 
                  10        20        30          40        50      
AAD-12    QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
          60        70        80                               
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVV                               
        .. :   . :.:. :                                        
gi|124 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.0  bits: 19.4 E():   63 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (28-71:290-335) 
 
                  10        20        30          40        50      
AAD-12    QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
          60        70        80                               
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVV                               
        .. :   . :.:. :                                        
gi|124 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.0  bits: 19.4 E():   63 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (28-71:290-335) 
 
                  10        20        30          40        50      
AAD-12    QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
          60        70        80                               
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVV                               
        .. :   . :.:. :                                        
gi|268 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.0  bits: 18.4 E():   63 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (38-54:27-40) 
 
        10        20        30        40        50        60        
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|194     MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEA 
                   10        20        30           40        50    
 
        70        80                                                
AAD-12 VHAHQWAAGDVVV                                                
                                                                    
gi|194 LTQYKCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVL 
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            60        70        80        90       100       110    
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 69.9  bits: 15.5 E():   64 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (15-21:5-11) 
 
               10        20        30        40        50        60 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 
                     : .:.::                                        
gi|751           TKSQTHVPIRPNKLVLKVQKDRATN                          
                         10        20                               
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 19.1 E():   65 
Smith-Waterman score: 43; 27.8% identity (55.6% similar) in 36 aa overlap (8-43:234-269) 
 
                                      10        20        30        
AAD-12                        QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::  ..   .: . :.:   :.. :  .:  
gi|324 DPRTLNKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVIL 
           210       220       230       240       250       260    
 
        40        50        60        70        80   
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV   
         .::.                                        
gi|324 SISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV 
           270       280       290       300         
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 69.6  bits: 15.5 E():   66 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (27-37:10-20) 
 
               10        20        30        40        50        60 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 
                                 :.:  :..: :                        
gi|147                  AKITFTNNXPNTVWPGILTGFGQKPQ                  
                                10        20                        
 
               70        80 
AAD-12 WACQAPRVHAHQWAAGDVVV 
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 69.4  bits: 19.7 E():   68 
Smith-Waterman score: 45; 23.5% identity (58.8% similar) in 51 aa overlap (6-53:265-315) 
 
                                        10        20        30      
AAD-12                          QQAGSAYIGYGMDTTATPLRPLVKVHPETG-RPSL 
                                     : .. :..:..  . ::.: .     . :  
gi|144 AVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGGVMTPLIKRNTTIPTKKSE 
          240       250       260       270       280       290     
 
           40          50        60        70        80             
AAD-12 LIGRHAHAIPG--MDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV             
        .. ..   ::  ... :.::                                        
gi|144 TFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAPRGVPQIEVTFDLDANGIM 
          300       310       320       330       340       350     
 
>>gi|69552|pir||MEHB2 melittin, minor - honeybee          (27 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 69.3  bits: 15.5 E():   69 
Smith-Waterman score: 32; 30.8% identity (61.5% similar) in 13 aa overlap (55-67:13-25) 
 
           30        40        50        60        70        80 
AAD-12 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
                                     : .:..:  .  :              
gi|695                   GIGAVLKVLTTGLPALISWISRKKRQQ            
                                 10        20                   
 
>>gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-termi  (34 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 69.2  bits: 15.8 E():   69 
Smith-Waterman score: 33; 25.0% identity (58.3% similar) in 24 aa overlap (44-67:8-31) 
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            20        30        40        50        60        70    
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     : . :.   ..::. . .  . ::       
gi|691                        AIGDKPGPKITATYXXKWLEAKATFYGSNPRGAA    
                                      10        20        30        
 
            80 
AAD-12 AAGDVVV 
 
>>gi|258588247|pdb|3EHK|A Chain A, Crystal Structure Of   (531 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 69.0  bits: 19.7 E():   72 
Smith-Waterman score: 45; 26.4% identity (47.2% similar) in 53 aa overlap (1-44:338-387) 
 
                                             10        20           
AAD-12                               QQAGSAYIGYGMDTTATPLRPLVKV----- 
                                     :: :   .. :.. :   ::   ..      
gi|258 RGNLDFVQPPRGRQEREHEERQQEQLQQERQQQGEQLMANGLEETFCSLRLKENIGNPER 
       310       320       330       340       350       360        
 
              30        40        50        60        70        80  
AAD-12 ----HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV  
            :..:: : :   ..: .:                                      
gi|258 ADIFSPRAGRISTL---NSHNLPILRFLRLSAERGFFYRNGIYSPHWNVNAHSVVYVIRG 
       370       380          390       400       410       420     
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 68.9  bits: 14.8 E():   72 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (12-19:10-17) 
 
               10        20        30        40        50        60 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 
                  :.:  :::                                          
gi|244   IGNEDCTPWMSTLITPLP                                         
                 10                                                 
 
>>gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia mutic  (284 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 68.5  bits: 18.7 E():   76 
Smith-Waterman score: 42; 36.8% identity (73.7% similar) in 19 aa overlap (38-56:63-80) 
 
        10        20        30        40        50        60        
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     .:: ..  ..::: .:. :            
gi|219 EDSKAKIEEDLTSLQKKYTNLENEFDQVNEKHADSVAKLEAAE-KRLTETEDEIKGYTRK 
             40        50        60        70         80        90  
 
        70        80                                                
AAD-12 VHAHQWAAGDVVV                                                
                                                                    
gi|219 IQLLEDDLERTQTKLDEATGKLEEATKSADESERGRKVLESRSLADDDRIDGLEKQVKDA 
             100       110       120       130       140       150  
 
>>gi|289064179|gb|ADC80503.1| non-specific lipid transfe  (118 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.3  bits: 17.4 E():   78 
Smith-Waterman score: 38; 66.7% identity (88.9% similar) in 9 aa overlap (40-48:81-89) 
 
      10        20        30        40        50        60          
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     : ::::..:                      
gi|289 ASCCSGVRSLNAAAKTTPDRQAVCNCLKSAAGAIPGFNANNAGILPGKCGVSIPYKISTS 
               60        70        80        90       100       110 
 
      70        80 
AAD-12 AHQWAAGDVVV 
                   
gi|289 TNCATIKF    
                   
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 68.1  bits: 17.1 E():   80 
Smith-Waterman score: 37; 38.9% identity (50.0% similar) in 18 aa overlap (44-61:25-42) 
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            20        30        40        50        60        70    
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     ::   :: :   .:  .:             
gi|126       TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTKKGNLWEV 
                     10        20        30        40        50     
 
            80                                     
AAD-12 AAGDVVV                                     
                                                   
gi|126 KSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
           60        70        80        90        
 
>>gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} [De  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 68.0  bits: 14.8 E():   81 
Smith-Waterman score: 30; 45.5% identity (72.7% similar) in 11 aa overlap (42-52:1-11) 
 
              20        30        40        50        60        70  
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                     :. :.::  .:                    
gi|404                               AVGGQDADLAEAPFQISLLK           
                                             10        20           
 
              80 
AAD-12 QWAAGDVVV 
 
>>gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Thauma  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 68.0  bits: 14.8 E():   81 
Smith-Waterman score: 30; 66.7% identity (83.3% similar) in 6 aa overlap (40-45:15-20) 
 
      10        20        30        40        50        60          
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     : :.::                         
gi|680                 ATFNFINNCPFTVWAAAVPG                         
                               10        20                         
 
      70        80 
AAD-12 AHQWAAGDVVV 
 
>>gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Globin  (162 aa) 
 initn:  37 init1:  37 opt:  39  Z-score: 67.6  bits: 17.7 E():   85 
Smith-Waterman score: 39; 32.5% identity (57.5% similar) in 40 aa overlap (41-79:111-142) 
 
               20        30        40        50        60        70 
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                     :   :..::.  .:  .::..      ..: 
gi|121 VSFFTEVISLSGNQANLSAVYALVSKLGVDHKARGISAAQFGEFRTALVSY------LQA 
               90       100       110       120       130           
 
                80                    
AAD-12 H-QWAAGDVVV                    
       : .:  :: :                     
gi|121 HVSW--GDNVAAAWNHALDNTYAVALKSLE 
            140       150       160   
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.5  bits: 18.1 E():   86 
Smith-Waterman score: 40; 34.5% identity (51.7% similar) in 29 aa overlap (4-32:139-165) 
 
                                          10        20        30    
AAD-12                            QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPS 
                                     :  :.  :. :. . :  : .::   : :  
gi|116 KYAGVFVSTGTLGGGQETTAITSMSTLVDHGFIYVPLGYKTAFSMLANLDEVH--GGSPW 
      110       120       130       140       150       160         
 
            40        50        60        70        80 
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
                                                       
gi|116 GAGTFSAGDGSRQPSELELNIAQAQGKAFYEAVAKAHQ          
        170       180       190       200              
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
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 initn:  38 init1:  38 opt:  43  Z-score: 67.5  bits: 19.1 E():   86 
Smith-Waterman score: 43; 35.5% identity (54.8% similar) in 31 aa overlap (14-44:3-32) 
 
               10        20        30        40        50        60 
AAD-12 QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 
                    : : :.  :. .   .:   :  : ::..::                 
gi|238            FITKAIPIV-LAALSAVNGAKILEAGPHAETIPNKYIVVMKKDVSDEAF 
                           10        20        30        40         
 
               70        80                                         
AAD-12 WACQAPRVHAHQWAAGDVVV                                         
                                                                    
gi|238 STHTTWLSQNLNRRLMRRSGSSKAMAGMQNKYSLGGIFRAYSGEFDDAMIKDISNHDDVD 
       50        60        70        80        90       100         
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 18.1 E():   89 
Smith-Waterman score: 40; 38.5% identity (42.3% similar) in 26 aa overlap (9-34:60-85) 
 
                                     10        20        30         
AAD-12                       QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     :  :  :  :  : ::.   :  : :     
gi|613 CLEYSNVGFTDAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIA 
      30        40        50        60        70        80          
 
       40        50        60        70        80                   
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV                   
                                                                    
gi|613 QRWANQCTFEHDACRNVERFAVGQNIAATSSSGKNKSTLSDMILLWYNEVKDFDNRWISS 
      90       100       110       120       130       140          
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 18.4 E():   89 
Smith-Waterman score: 41; 37.5% identity (81.2% similar) in 16 aa overlap (43-58:1-16) 
 
             20        30        40        50        60        70   
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                     .::..:.. : .:. :               
gi|857                               MPGQQATKHESLLDQLSLKGKVVVVTGASG 
                                             10        20        30 
 
             80                                                     
AAD-12 WAAGDVVV                                                     
                                                                    
gi|857 PKGMGIEAARGCAEMGAAVAITYASRAQGAEENVKELEKTYGIKAKAYKCQVDSYESCEK 
               40        50        60        70        80        90 
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.0  bits: 17.1 E():   92 
Smith-Waterman score: 37; 41.2% identity (58.8% similar) in 17 aa overlap (37-53:82-98) 
 
         10        20        30        40        50        60       
AAD-12 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                     :  :.: :  . :: :.              
gi|215 NELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMGFGLFD 
              60        70        80        90       100       110  
 
         70        80 
AAD-12 RVHAHQWAAGDVVV 
 
>>gi|190684057|gb|ACE82289.1| glutathione transferase [T  (222 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 66.9  bits: 18.1 E():   93 
Smith-Waterman score: 40; 32.4% identity (59.5% similar) in 37 aa overlap (16-48:50-86) 
 
                              10        20        30           40   
AAD-12                QQAGSAYIGYGMDTTATPLRPLVKVHPETGRP---SLLIGRHAH- 
                                     :.:..  . :  . :::   ::.: .. .  
gi|190 RVRIALAEKGLPYEYAEEDLMAGKSDRLLRANPVHKKIPVLLHDGRPVNESLIILQYLED 
      20        30        40        50        60        70          
 
              50        60        70        80                      
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AAD-12 AIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV                      
       :.:   :                                                      
gi|190 AFPDAPALLPSDPYARAQARFWADYVDKKVYDCGSRLWKLKGEPQAQARAEMLDILKTLD 
      80        90       100       110       120       130          
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.7 E():   94 
Smith-Waterman score: 39; 35.3% identity (70.6% similar) in 17 aa overlap (7-23:118-134) 
 
                                       10        20        30       
AAD-12                         QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI 
                                     :. . :...: : . ::              
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
         40        50        60        70        80 
AAD-12 GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
                                                    
gi|195 ALEKFDKALKALPMHIRLSFNPTQLEEQCHI              
       150       160       170                      
 
>>gi|8843921|gb|AAF80166.1| pollen major allergen 1-1 [J  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 18.7 E():   98 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (25-43:120-138) 
 
                     10        20        30        40        50     
AAD-12       QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
           60        70        80                                   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVV                                   
                                                                    
gi|884 SVLGDVLVSESIGVVPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8843917|gb|AAF80164.1| pollen major allergen 1-2 [J  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 18.7 E():   98 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (25-43:120-138) 
 
                     10        20        30        40        50     
AAD-12       QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
           60        70        80                                   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVV                                   
                                                                    
gi|884 SVLGDVLVSESIGVVPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIF 
     150       160       170       180       190       200          
 
>>gi|19069497|emb|CAC37790.2| putative allergen Cup a 1   (367 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 66.4  bits: 18.7 E():   98 
Smith-Waterman score: 42; 27.6% identity (53.4% similar) in 58 aa overlap (25-79:120-174) 
 
                     10        20        30        40         50    
AAD-12       QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :..   .:.:  :.     .  
gi|190 WIIFSQNMNIKLQMPLYVAGYKTIDGRGADVHLGNGGPCLFMRTASHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
              60        70        80                                
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVV                                
        . :  ::. .  .  :::..   ::..                                 
gi|190 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
>>gi|9087152|sp|P81294.1|MPAJ1_JUNAS RecName: Full=Major  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.4  bits: 18.7 E():   98 
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Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (25-43:120-138) 
 
                     10        20        30        40        50     
AAD-12       QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|908 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHSLHIHGCNT 
      90       100       110       120       130       140          
 
           60        70        80                                   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVV                                   
                                                                    
gi|908 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     150       160       170       180       190       200          
 
>>gi|14424466|sp|P35778.2|VA3_SOLIN RecName: Full=Venom   (234 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 18.1 E():   98 
Smith-Waterman score: 40; 38.5% identity (42.3% similar) in 26 aa overlap (9-34:82-107) 
 
                                     10        20        30         
AAD-12                       QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     :  :  :  :  : ::.   :  : :     
gi|144 CLEYSNVGFTDAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIA 
              60        70        80        90       100       110  
 
       40        50        60        70        80                   
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV                   
                                                                    
gi|144 QRWANQCTFEHDACRNVERFAVGQNIAATSSSGKNKSTPNEMILLWYNEVKDFDNRWISS 
             120       130       140       150       160       170  
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.3  bits: 17.1 E():   99 
Smith-Waterman score: 37; 26.7% identity (56.7% similar) in 30 aa overlap (18-47:90-119) 
 
                            10        20        30        40        
AAD-12              QQAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ...  ..:    :.: 
gi|253 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNAPYCLGLD 
      60        70        80        90       100       110          
 
        50        60        70        80 
AAD-12 AAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
                                         
gi|253 I                                 
     120                                 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:03:00 2011 done: Fri Jan 21 00:03:00 2011 
 Total Scan time:  0.060 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 177  - 256 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
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  26     0     0: 
  28     1     0:= 
  30     0     2:* 
  32     1     8:= * 
  34    17    22:====== * 
  36    26    44:=========     * 
  38    47    73:================        * 
  40    64   102:======================           * 
  42   107   125:====================================     * 
  44   108   137:====================================         * 
  46   170   140:==============================================*========== 
  48   158   134:============================================*======== 
  50   100   122:==================================      * 
  52   131   107:===================================*======== 
  54    95    92:==============================*= 
  56   127    77:=========================*================= 
  58    68    63:====================*== 
  60    48    51:================* 
  62    33    41:===========  * 
  64    35    33:==========*= 
  66    27    26:========* 
  68     9    20:===   * 
  70    33    16:=====*===== 
  72    11    12:===* 
  74    11    10:===* 
  76    11     8:==*= 
  78    17     6:=*==== 
  80    11     5:=*== 
  82     6     3:*= 
  84     5     3:*= 
  86     0     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     2     1:*         :*= 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     2     0:=         *== 
 100     1     0:=         *= 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.43180.00314; mu= 6.8399 0.164 
 mean_var=29.6702 7.929, 0's: 2 Z-trim: 4  B-trim: 71 in 1/43 
 Lambda= 0.235458 
 Kolmogorov-Smirnov  statistic: 0.0954 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   73 29.2   0.082 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   66 26.9    0.43 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   58 24.2    0.92 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   56 23.6     1.1 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   56 23.5     1.5 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   56 23.5     1.5 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   52 22.2     2.7 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   56 23.5     3.4 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   54 22.8     3.6 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   56 23.5     4.6 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   53 22.5     5.9 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   54 22.8     6.5 
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gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   52 22.1     8.9 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   53 22.5     9.2 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   51 21.8      10 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   53 22.4      10 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   48 20.8      11 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 21.5      12 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   50 21.5      12 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   50 21.5      12 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   50 21.5      13 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   51 21.8      14 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   46 20.1      14 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   49 21.1      15 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 16.9      15 
gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   46 20.1      16 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   46 20.1      16 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.8      17 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.8      17 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.8      17 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   47 20.5      17 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 21.1      18 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   47 20.5      18 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   47 20.5      18 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   49 21.1      20 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 19.5      21 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 19.1      22 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   46 20.1      22 
gi|736319|emb|CAA27052.1| glutenin [Triticum aesti ( 838)   52 22.1      22 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 20.4      24 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   49 21.1      24 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   48 20.8      26 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   48 20.8      26 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   48 20.8      26 
gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Gl ( 162)   44 19.5      27 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   50 21.4      27 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   43 19.1      28 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   42 18.8      29 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   42 18.8      29 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 16.8      32 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 16.8      35 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   46 20.1      37 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   46 20.1      37 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   42 18.8      37 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 20.1      37 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.8      38 
gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen ( 367)   46 20.1      39 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   47 20.4      39 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   40 18.1      39 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   45 19.8      40 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.8      40 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.8      40 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 20.4      42 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   45 19.8      46 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 19.4      47 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   39 17.8      47 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.7      49 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.7      49 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.4      49 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   41 18.4      50 
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gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   44 19.4      50 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   41 18.4      51 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 16.2      51 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   43 19.1      53 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.7      53 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   44 19.4      53 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.7      53 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 18.1      54 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   46 20.1      55 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 16.2      56 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   40 18.1      57 
gi|4587985|gb|AAD25927.1|AF084828_1 major allergen ( 342)   44 19.4      57 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   51 21.7      57 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.4      59 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   40 18.1      60 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.7      60 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 18.4      60 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   40 18.1      60 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   40 18.1      60 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 18.4      60 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 18.4      60 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.5      60 
gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen ( 367)   44 19.4      62 
gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen ( 367)   44 19.4      62 
gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen ( 367)   44 19.4      62 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   44 19.4      62 
gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen ( 367)   44 19.4      62 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 18.4      63 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   44 19.4      63 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   44 19.4      63 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   44 19.4      63 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.5      63 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   43 19.1      65 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.5      66 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   45 19.7      68 
gi|69552|pir||MEHB2 melittin, minor - honeybee     (  27)   32 15.5      68 
gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-t (  34)   33 15.8      68 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 14.8      71 
gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia m ( 284)   42 18.7      75 
gi|289064179|gb|ADC80503.1| non-specific lipid tra ( 118)   38 17.4      77 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   37 17.1      79 
gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} (  20)   30 14.8      79 
gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Th (  20)   30 14.8      79 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   40 18.1      85 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   43 19.1      86 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   40 18.1      88 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   41 18.4      89 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   37 17.1      91 
gi|190684057|gb|ACE82289.1| glutathione transferas ( 222)   40 18.1      93 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   39 17.8      93 
gi|8843921|gb|AAF80166.1| pollen major allergen 1- ( 367)   42 18.7      98 
gi|8843917|gb|AAF80164.1| pollen major allergen 1- ( 367)   42 18.7      98 
gi|9087152|sp|P81294.1|MPAJ1_JUNAS RecName: Full=M ( 367)   42 18.7      98 
gi|19069497|emb|CAC37790.2| putative allergen Cup  ( 367)   42 18.7      98 
gi|14424466|sp|P35778.2|VA3_SOLIN RecName: Full=Ve ( 234)   40 18.1      98 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   39 17.8      98 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   37 17.1      99 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   42 18.7      99 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   42 18.7      99 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   42 18.7      99 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   42 18.7      99 
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  73 init1:  73 opt:  73  Z-score: 122.0  bits: 29.2 E(): 0.082 
Smith-Waterman score: 73; 35.5% identity (54.8% similar) in 31 aa overlap (45-75:246-276) 
 
           20        30        40        50        60        70     
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:: :   . :     .: . 
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
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           80                                                       
AAD-12 GDVVVW                                                       
       :                                                            
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  66 init1:  66 opt:  66  Z-score: 109.1  bits: 26.9 E(): 0.43 
Smith-Waterman score: 66; 32.3% identity (54.8% similar) in 31 aa overlap (45-75:247-277) 
 
           20        30        40        50        60        70     
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:  :   . :.    .: . 
gi|232 APDIKTPKEALDLIMDAIDKAGYKGKVGIAMDVASSEFYKDGKYDLDFKNPESDPSKWLS 
        220       230       240       250       260       270       
 
           80                                                       
AAD-12 GDVVVW                                                       
       :                                                            
gi|232 GPQLADLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKT 
        280       290       300       310       320       330       
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  51 init1:  51 opt:  58  Z-score: 103.1  bits: 24.2 E(): 0.92 
Smith-Waterman score: 58; 40.0% identity (62.5% similar) in 40 aa overlap (25-60:79-117) 
 
                     10        20        30            40        50 
AAD-12       QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHA--HAIPGMDAAES 
                                     .::. ::.:  ::   :  :   :.. :.  
gi|121 DLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPEN-RPALKTLIDGLASSHKARGIEKAQF 
       50        60        70        80         90       100        
 
               60        70        80               
AAD-12 ERFLEGLVDWACQAPRVHAHQWAAGDVVVW               
       :.:  .:::.                                   
gi|121 EEFRASLVDYLSHHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
       110       120       130       140       150  
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 101.6  bits: 23.6 E():  1.1 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (56-72:68-86) 
 
          30        40        50        60          70        80    
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVW    
                                     : .:..:  :: ... :.:            
gi|219 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
gi|219 SFDSDRSGLLLKQKVSDE 
       100       110      
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 99.1  bits: 23.5 E():  1.5 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (56-72:68-86) 
 
          30        40        50        60          70        80    
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVW    
                                     : .:..:  :: ... :.:            
gi|184 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
gi|184 SFDSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 99.1  bits: 23.5 E():  1.5 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (56-72:68-86) 
 
          30        40        50        60          70        80    
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVW    
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                                     : .:..:  :: ... :.:            
gi|456 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNF 
        40        50        60        70        80        90        
 
gi|456 SFGSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  47 init1:  47 opt:  52  Z-score: 94.7  bits: 22.2 E():  2.7 
Smith-Waterman score: 52; 26.5% identity (50.0% similar) in 68 aa overlap (10-76:19-84) 
 
                        10        20        30        40        50  
AAD-12          QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
                         :.: ::  :. :.:.        .     :.:. : :.  .. 
gi|135 MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDV--KD 
               10        20        30        40        50           
 
               60        70        80                       
AAD-12 RFLE-GLVDWACQAPRVHAHQWAAGDVVVW                       
        .:. :    :   :..   .: :.:                           
gi|135 LLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD 
       60        70        80        90       100       110 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 92.8  bits: 23.5 E():  3.4 
Smith-Waterman score: 56; 29.6% identity (53.7% similar) in 54 aa overlap (4-55:25-73) 
 
                                    10        20         30         
AAD-12                      QAGSAYIGYGMDTTATPLRPLVKVHPET-GRPSLLIGRH 
                               .:  ::.  : :::  : . . : : . :.       
gi|249 MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPAT----- 
               10        20        30        40        50           
 
       40         50        60        70        80                  
AAD-12 AHAIP-GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW                  
         :.: :  ..: ....:                                           
gi|249 PAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGLA 
          60        70        80        90       100       110      
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 92.4  bits: 22.8 E():  3.6 
Smith-Waterman score: 54; 20.3% identity (51.9% similar) in 79 aa overlap (2-80:74-152) 
 
                                            10        20        30  
AAD-12                              QAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     :..:. .:: . . .   :  :   :  .  
gi|383 SPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEEEE 
            50        60        70        80        90       100    
 
              40        50        60        70        80            
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW            
       .:. .      :.. : ... . :     : ..:.  :.. .. .:  :            
gi|383 DLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEELEA 
           110       120       130       140       150       160    
 
gi|383 NVRAIEMDGLVWGASKFVAVGFGIKKLQINLVVEDEKVSTDELQAQIEEDEDHVQSTDVA 
           170       180       190       200       210       220    
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 90.5  bits: 23.5 E():  4.6 
Smith-Waterman score: 56; 27.0% identity (55.6% similar) in 63 aa overlap (16-70:46-108) 
 
                              10        20           30             
AAD-12                QAGSAYIGYGMDTTATPLRPL---VKVHPETGRPSLL--IGRH-- 
                                     :::::    ...: ....:  :  .: .   
gi|253 IEEPEMIAPTPPGQFPHQQPISSPNRTSRNTPLRPESTEIETHHHANHPPALPVLGMQLP 
          20        30        40        50        60        70      
 
        40        50        60        70        80                  
AAD-12 -AHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW                  
          ..:  . :.:.  :.  .:   .::   .:                            
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gi|253 VPGTVPESSRAQSRASLNLDIDLDLHAPSHPSHLSHGAPHEQEHAHEIQRHRAHSAQSSA 
          80        90       100       110       120       130      
 
gi|253 GLPPTGFASHLPPASSGPVSLGWNMYHVPPNLHLNANQFNFEVPGHMNVSGHPTHLEHSS 
         140       150       160       170       180       190      
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 88.6  bits: 22.5 E():  5.9 
Smith-Waterman score: 53; 43.8% identity (62.5% similar) in 16 aa overlap (56-71:27-42) 
 
          30        40        50        60        70        80      
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW      
                                     : :.:  : : .. ::               
gi|170     MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQ 
                   10        20        30        40        50       
 
gi|170 QTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQP 
         60        70        80        90       100       110       
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  52 init1:  52 opt:  54  Z-score: 87.9  bits: 22.8 E():  6.5 
Smith-Waterman score: 54; 23.4% identity (53.2% similar) in 47 aa overlap (1-44:347-393) 
 
                                             10        20        30 
AAD-12                               QAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ... :.: . :: .    .  : :. 
gi|113 ERSKKNVLGRHGEAAAESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEPGE 
        320       330       340       350       360       370       
 
               40           50        60        70        80 
AAD-12 PSLLIGRHAHAI---PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW 
        .: .   : ..   ::                                     
gi|113 SALSLTSSAGVLSCQPGAPC                                  
        380       390                                        
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 85.5  bits: 22.1 E():  8.9 
Smith-Waterman score: 52; 28.1% identity (59.4% similar) in 32 aa overlap (45-76:66-97) 
 
           20        30        40        50        60        70     
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     .:. . . : :: .. .   ::.  ::..  
gi|729 STLSLVTKADGKIDMTVDLISPVTKRASLKIDSKKYNLFHEGELSASIVNPRLSWHQYTK 
          40        50        60        70        80        90      
 
           80                                                       
AAD-12 GDVVVW                                                       
        :                                                           
gi|729 RDSREYKSDVELSLRSSDIALKITMPDYNSKIHYSRQGDQINMDIDGTLIEGHAQGTIRE 
         100       110       120       130       140       150      
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 85.1  bits: 22.5 E():  9.2 
Smith-Waterman score: 53; 27.3% identity (54.5% similar) in 44 aa overlap (36-78:241-284) 
 
          10        20        30        40        50         60     
AAD-12 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF-LEGLVDWACQA 
                                     :  .... :::.: :: .  .   :   .  
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDKTYDLNFKE 
              220       230       240       250       260       270 
 
           70        80                                             
AAD-12 PRVHAHQWAAGDVVVW                                             
          .. :  .:::.                                               
gi|144 ENNNGSQKISGDVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 84.3  bits: 21.8 E():   10 
Smith-Waterman score: 51; 36.1% identity (55.6% similar) in 36 aa overlap (2-32:21-56) 
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 6243



 

 

                                    10           20        30       
AAD-12                    QAGS--AYIGYGMDTTATP---LRPLVKVHPETGRPSLLIG 
                           :::  : .:::  : :.:     : . . :  ..:.     
gi|330 MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKAT 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW                 
                                                                    
gi|330 TEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESS 
               70        80        90       100       110       120 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 84.2  bits: 22.4 E():   10 
Smith-Waterman score: 53; 27.0% identity (56.8% similar) in 37 aa overlap (44-79:441-477) 
 
            20        30        40        50         60        70   
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG-LVDWACQAPRVHAHQW 
                                     :. :.    .. : :.:  : .  .:. .  
gi|505 YQIAFSRGNRAFIAINLQKNQQNLQQKLHTGLPAGTYCDIISGNLIDNKCTGKSIHVDKN 
              420       430       440       450       460       470 
 
             80                   
AAD-12 AAGDVVVW                   
       . .:: :                    
gi|505 GQADVYVGHDEFDAFVAYHIGARIVS 
              480       490       
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.8  bits: 20.8 E():   11 
Smith-Waterman score: 48; 25.6% identity (53.5% similar) in 43 aa overlap (9-51:23-65) 
 
                             10        20        30        40       
AAD-12               QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                             ...:  ..::  :.:   :. .    .     :::. : 
gi|344 MTGVKTHLQHELKRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPD 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 AAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW                           
         ..:                                                        
gi|344 EFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDS 
               70        80        90       100       110       120 
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.3  bits: 21.5 E():   12 
Smith-Waterman score: 50; 32.1% identity (57.1% similar) in 28 aa overlap (5-32:1-28) 
 
               10        20        30        40        50        60 
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 
           : .:::  : :.:    . . :  ..:.                             
gi|295     ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQKLIEKINAGFKAALAAAAGV 
                   10        20        30        40        50       
 
               70        80                                         
AAD-12 ACQAPRVHAHQWAAGDVVVW                                         
                                                                    
gi|295 PPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGAT 
         60        70        80        90       100       110       
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.2  bits: 21.5 E():   12 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (5-55:1-43) 
 
               10        20        30        40        50        60 
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 
           : .:::    :::  : .   : :  :.   :  :    :  ..: ....:      
gi|109     ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA---AGKATTEEQKLIEKINAG 
                      10        20          30           40         
 
               70        80                                         
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AAD-12 ACQAPRVHAHQWAAGDVVVW                                         
                                                                    
gi|109 FKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYK 
       50        60        70        80        90       100         
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.2  bits: 21.5 E():   12 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (5-55:1-43) 
 
               10        20        30        40        50        60 
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 
           : .:::    :::  : .   : :  :.   :  :    :  ..: ....:      
gi|239     ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA---AGKATTEEQKLIEKINAG 
                      10        20          30           40         
 
               70        80                                         
AAD-12 ACQAPRVHAHQWAAGDVVVW                                         
                                                                    
gi|239 FKAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYK 
       50        60        70        80        90       100         
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 82.5  bits: 21.5 E():   13 
Smith-Waterman score: 50; 32.1% identity (52.8% similar) in 53 aa overlap (4-55:25-68) 
 
                                    10        20        30          
AAD-12                      QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                               .: .:::    :::  : .   : :  :.      : 
gi|398 MAVHQYTVALFLAVALVAGPAASYAADLGYG---PATPAAPAAGYTPAT--PA----APA 
               10        20        30           40              50  
 
      40         50        60        70        80                   
AAD-12 HAIP-GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW                   
       .: : :  ..: ....:                                            
gi|398 EAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGAASNKAFAEGLSG 
              60        70        80        90       100       110  
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 82.1  bits: 21.8 E():   14 
Smith-Waterman score: 51; 28.3% identity (51.7% similar) in 60 aa overlap (10-64:2-60) 
 
               10        20        30        40             50      
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG-----MDAAESERFLE 
                :. : : :.  :. .   .:   :  : ::.:::.     :    :.. .. 
gi|581         MGFITKAIPIV-LAALSTVNGARILEAGPHAEAIPNKYIVVMKREVSDEAFN 
                       10         20        30        40        50  
 
          60        70        80                                    
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVW                                    
       . . :  :.                                                    
gi|581 AHTTWLSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRAYSGEFDDAMIKDISSHDDVDF 
              60        70        80        90       100       110  
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 81.7  bits: 20.1 E():   14 
Smith-Waterman score: 46; 26.8% identity (58.5% similar) in 41 aa overlap (32-70:100-140) 
 
              10        20        30        40         50        60 
AAD-12 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
                70        80 
AAD-12 A-CQAPRVHAHQWAAGDVVVW 
       . : . . : :           
gi|100 GYCGSHHHHHH           
     130       140           
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.6  bits: 21.1 E():   15 
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Smith-Waterman score: 49; 43.8% identity (56.2% similar) in 16 aa overlap (56-71:8-23) 
 
          30        40        50        60        70        80      
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW      
                                     : :.:  : :  . ::               
gi|106                        NIQVDPSGQVQWPQQQPFPQPHQPFSQQPQQTFPQPQ 
                                      10        20        30        
 
gi|106 QTFPHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQP 
        40        50        60        70        80        90        
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 81.5  bits: 16.9 E():   15 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (38-43:8-13) 
 
        10        20        30        40        50        60        
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::: .:                         
gi|131                        GPVGGVVHAHMMPLL                       
                                      10                            
 
        70        80 
AAD-12 HAHQWAAGDVVVW 
 
>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 80.9  bits: 20.1 E():   16 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (35-77:1-44) 
 
           10        20        30        40        50         60    
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQ 
                                     .: ..:..   ... .:... :.: :     
gi|215                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
            70        80                                            
AAD-12 APRVHAHQWAAGDVVVW                                            
        :..    . . ::                                               
gi|215 IPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 80.9  bits: 20.1 E():   16 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (35-77:1-44) 
 
           10        20        30        40        50         60    
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQ 
                                     .: ..:..   ... .:... :.: :     
gi|166                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
            70        80                                            
AAD-12 APRVHAHQWAAGDVVVW                                            
        :..    . . ::                                               
gi|166 IPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 80.5  bits: 19.8 E():   17 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (7-24:24-41) 
 
                                10        20        30        40    
AAD-12                  QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|144 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW                        
                                                                    
gi|144 IKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTASVGD 
               70        80        90       100       110       120 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 6246



 

 

 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 80.5  bits: 19.8 E():   17 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (7-24:24-41) 
 
                                10        20        30        40    
AAD-12                  QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|379 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW                        
                                                                    
gi|379 IKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTATVGD 
               70        80        90       100       110       120 
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 80.5  bits: 19.8 E():   17 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (7-24:24-41) 
 
                                10        20        30        40    
AAD-12                  QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|121 MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSLSTFKNTE 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW                        
                                                                    
gi|121 IKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDG 
               70        80        90       100       110       120 
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 80.2  bits: 20.5 E():   17 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (39-76:156-194) 
 
       10        20        30        40        50        60         
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|833 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
         130       140       150       160       170       180      
 
        70        80             
AAD-12 HAHQWAAGDVVVW             
       .. .:: ..                 
gi|833 NVINWAEAENRYIAGDKGGHPFMKL 
         190       200       210 
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.1  bits: 21.1 E():   18 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (2-18:200-216) 
 
                                            10        20        30  
AAD-12                              QAGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
              40        50        60        70        80            
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW            
                                                                    
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 79.8  bits: 20.5 E():   18 
Smith-Waterman score: 47; 21.7% identity (52.2% similar) in 46 aa overlap (3-45:62-107) 
 
                                           10        20             
AAD-12                             QAGSAYIGYGMDTTATPLRPLVKVHPE---TG 
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                                     :..:.: . .. :     . . . .   .: 
gi|201 DATPVLDVAGKELDSRLSYRIISTFWGALGGDVYLGKSPNSDAPCANGIFRYNSDVGPSG 
              40        50        60        70        80        90  
 
      30        40        50        60        70        80          
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW          
        :  .::  .:   :.                                             
gi|201 TPVRFIGSSSHFGQGIFENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTI 
             100       110       120       130       140       150  
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 79.8  bits: 20.5 E():   18 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (39-76:167-205) 
 
       10        20        30        40        50        60         
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|164 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
        140       150       160       170       180       190       
 
        70        80             
AAD-12 HAHQWAAGDVVVW             
       .. .:: ..                 
gi|164 NVINWAEAENRYIAGDKGGHPFMKL 
        200       210       220  
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 79.2  bits: 21.1 E():   20 
Smith-Waterman score: 49; 27.1% identity (55.9% similar) in 59 aa overlap (23-78:119-174) 
 
                       10        20        30        40         50  
AAD-12         QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESE 
                                     .::  .: : :..   .:.:  :..    . 
gi|908 LWIIFSKNLNIKLNMPLYIAGNKTIDGRGAEVHIGNGGPCLFMRTVSHVILHGLNIHGCN 
       90       100       110       120       130       140         
 
                60        70        80                              
AAD-12 RFLEG--LVDWACQAPRVHAHQWAAGDVVVW                              
         . :  :.. :  .  :::..   ::..                                
gi|908 TSVSGNVLISEASGVVPVHAQD---GDAITMRNVTDVWIDHNSLSDSSDGLVDVTLASTG 
      150       160       170          180       190       200      
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.6  bits: 19.5 E():   21 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (7-27:25-45) 
 
                                 10        20        30        40   
AAD-12                   QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                               .:. . :.:  :.:  .:  :                
gi|990 MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW                       
                                                                    
gi|990 EAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVVVTASCD 
               70        80        90       100       110       120 
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 78.2  bits: 19.1 E():   22 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (44-56:5-17) 
 
            20        30        40        50        60        70    
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA 
                                     :.:::: .  :.:                  
gi|208                           MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACG 
                                         10        20        30     
 
            80                                                      
AAD-12 AGDVVVW                                                      
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gi|208 LAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAGDVDGD 
           40        50        60        70        80        90     
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.2  bits: 20.1 E():   22 
Smith-Waterman score: 46; 21.0% identity (43.5% similar) in 62 aa overlap (4-65:39-100) 
 
                                          10        20        30    
AAD-12                            QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                                     :::..::  .     . ::    . :  .  
gi|616 DLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCASQHGCHGD 
       10        20        30        40        50        60         
 
            40        50        60        70        80              
AAD-12 LIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW              
        : :  . :    ...   .     . .:. :                             
gi|616 TIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQT 
       70        80        90       100       110       120         
 
gi|616 HSAIAVIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
      130       140       150       160       170       180         
 
>>gi|736319|emb|CAA27052.1| glutenin [Triticum aestivum]  (838 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 78.1  bits: 22.1 E():   22 
Smith-Waterman score: 52; 32.3% identity (58.1% similar) in 31 aa overlap (1-31:144-171) 
 
                                             10        20        30 
AAD-12                               QAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     :.:..  ::     ..: .:    .:: :. 
gi|736 SVTSPQQVSYYPGQASPQRPGQGQQPGQGQQSGQGQQGY---YPTSPQQPGQWQQPEQGQ 
           120       130       140       150          160       170 
 
               40        50        60        70        80           
AAD-12 PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW           
       :                                                            
gi|736 PGYYPTSPQQPGQLQQPAQGQQPGQGQQGRQPGQGQPGYYPTSSQLQPGQLQQPAQGQQG 
              180       190       200       210       220       230 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (5-32:1-31) 
 
               10           20        30        40        50        
AAD-12 QAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
           : .:::  : :.:     : . . :  ..:.                          
gi|217     ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAA 
                   10        20        30        40        50       
 
        60        70        80                                      
AAD-12 VDWACQAPRVHAHQWAAGDVVVW                                      
                                                                    
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAE 
         60        70        80        90       100       110       
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (5-32:1-31) 
 
               10           20        30        40        50        
AAD-12 QAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
           : .:::  : :.:     : . . :  ..:.                          
gi|217     ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAA 
                   10        20        30        40        50       
 
        60        70        80                                      
AAD-12 VDWACQAPRVHAHQWAAGDVVVW                                      
                                                                    
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAE 
         60        70        80        90       100       110       
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
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 initn:  42 init1:  42 opt:  47  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (5-32:1-31) 
 
               10           20        30        40        50        
AAD-12 QAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
           : .:::  : :.:     : . . :  ..:.                          
gi|217     ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAA 
                   10        20        30        40        50       
 
        60        70        80                                      
AAD-12 VDWACQAPRVHAHQWAAGDVVVW                                      
                                                                    
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAE 
         60        70        80        90       100       110       
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (5-32:1-31) 
 
               10           20        30        40        50        
AAD-12 QAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
           : .:::  : :.:     : . . :  ..:.                          
gi|217     ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINAGFKAALAAA 
                   10        20        30        40        50       
 
        60        70        80                                      
AAD-12 VDWACQAPRVHAHQWAAGDVVVW                                      
                                                                    
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAE 
         60        70        80        90       100       110       
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (5-32:1-31) 
 
               10           20        30        40        50        
AAD-12 QAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
           : .:::  : :.:     : . . :  ..:.                          
gi|217     ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAA 
                   10        20        30        40        50       
 
        60        70        80                                      
AAD-12 VDWACQAPRVHAHQWAAGDVVVW                                      
                                                                    
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAE 
         60        70        80        90       100       110       
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (5-32:1-31) 
 
               10           20        30        40        50        
AAD-12 QAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
           : .:::  : :.:     : . . :  ..:.                          
gi|217     ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAA 
                   10        20        30        40        50       
 
        60        70        80                                      
AAD-12 VDWACQAPRVHAHQWAAGDVVVW                                      
                                                                    
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAE 
         60        70        80        90       100       110       
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (5-32:1-31) 
 
               10           20        30        40        50        
AAD-12 QAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
           : .:::  : :.:     : . . :  ..:.                          
gi|217     ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAA 
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                   10        20        30        40        50       
 
        60        70        80                                      
AAD-12 VDWACQAPRVHAHQWAAGDVVVW                                      
                                                                    
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAE 
         60        70        80        90       100       110       
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (5-32:1-31) 
 
               10           20        30        40        50        
AAD-12 QAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
           : .:::  : :.:     : . . :  ..:.                          
gi|217     ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAA 
                   10        20        30        40        50       
 
        60        70        80                                      
AAD-12 VDWACQAPRVHAHQWAAGDVVVW                                      
                                                                    
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAE 
         60        70        80        90       100       110       
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (5-32:1-31) 
 
               10           20        30        40        50        
AAD-12 QAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
           : .:::  : :.:     : . . :  ..:.                          
gi|217     ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAA 
                   10        20        30        40        50       
 
        60        70        80                                      
AAD-12 VDWACQAPRVHAHQWAAGDVVVW                                      
                                                                    
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAE 
         60        70        80        90       100       110       
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (5-32:1-31) 
 
               10           20        30        40        50        
AAD-12 QAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
           : .:::  : :.:     : . . :  ..:.                          
gi|217     ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAA 
                   10        20        30        40        50       
 
        60        70        80                                      
AAD-12 VDWACQAPRVHAHQWAAGDVVVW                                      
                                                                    
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAE 
         60        70        80        90       100       110       
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (5-32:1-31) 
 
               10           20        30        40        50        
AAD-12 QAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
           : .:::  : :.:     : . . :  ..:.                          
gi|217     ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAA 
                   10        20        30        40        50       
 
        60        70        80                                      
AAD-12 VDWACQAPRVHAHQWAAGDVVVW                                      
                                                                    
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAE 
         60        70        80        90       100       110       
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>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (5-32:1-31) 
 
               10           20        30        40        50        
AAD-12 QAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
           : .:::  : :.:     : . . :  ..:.                          
gi|217     ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINAGFKAALAAA 
                   10        20        30        40        50       
 
        60        70        80                                      
AAD-12 VDWACQAPRVHAHQWAAGDVVVW                                      
                                                                    
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAE 
         60        70        80        90       100       110       
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (5-32:1-31) 
 
               10           20        30        40        50        
AAD-12 QAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
           : .:::  : :.:     : . . :  ..:.                          
gi|217     ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAA 
                   10        20        30        40        50       
 
        60        70        80                                      
AAD-12 VDWACQAPRVHAHQWAAGDVVVW                                      
                                                                    
gi|217 AGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAE 
         60        70        80        90       100       110       
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (5-32:1-31) 
 
               10           20        30        40        50        
AAD-12 QAGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
           : .:::  : :.:     : . . :  ..:.                          
gi|217     ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINAGFKAALAAA 
                   10        20        30        40        50       
 
        60        70        80                                      
AAD-12 VDWACQAPRVHAHQWAAGDVVVW                                      
                                                                    
gi|217 AGVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAE 
         60        70        80        90       100       110       
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.6  bits: 21.1 E():   24 
Smith-Waterman score: 49; 33.3% identity (46.7% similar) in 30 aa overlap (8-37:90-119) 
 
                                      10        20        30        
AAD-12                        QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     : ::   . :  : .   :. :: .   :: 
gi|259 GVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGR 
      60        70        80        90       100       110          
 
        40        50        60        70        80                  
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW                  
                                                                    
gi|259 FQDRHQKIRRFRRGDIIAIPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLA 
     120       130       140       150       160       170          
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 77.0  bits: 20.8 E():   26 
Smith-Waterman score: 48; 23.4% identity (48.9% similar) in 47 aa overlap (1-44:343-389) 
 
                                             10        20        30 
AAD-12                               QAGSAYIGYGMDTTATPLRPLVKVHPETGR 
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                                     . :. ..  :.: . :: .    .  : :. 
gi|113 DIKKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMIPAEPGE 
            320       330       340       350       360       370   
 
               40           50        60        70        80 
AAD-12 PSLLIGRHAHAI---PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW 
         : .   : ..   ::                                     
gi|113 AVLRLTSSAGVLSCQPGAPC                                  
            380       390                                    
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.9  bits: 20.8 E():   26 
Smith-Waterman score: 48; 21.2% identity (54.5% similar) in 33 aa overlap (1-33:348-380) 
 
                                             10        20        30 
AAD-12                               QAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ..  : : . ::..    .  : :. 
gi|113 DQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGE 
       320       330       340       350       360       370        
 
               40        50        60        70        80 
AAD-12 PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW 
        ..                                                
gi|113 AAIKLTSSAGVFSCHPGAPC                               
       380       390                                      
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.9  bits: 20.8 E():   26 
Smith-Waterman score: 48; 21.2% identity (54.5% similar) in 33 aa overlap (1-33:348-380) 
 
                                             10        20        30 
AAD-12                               QAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ..  : : . ::..    .  : :. 
gi|166 DQIKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGE 
       320       330       340       350       360       370        
 
               40        50        60        70        80 
AAD-12 PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW 
        ..                                                
gi|166 AAIKLTSSAGVFSCRPGAPC                               
       380       390                                      
 
>>gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Globin  (162 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 76.8  bits: 19.5 E():   27 
Smith-Waterman score: 44; 26.2% identity (61.9% similar) in 42 aa overlap (40-80:111-146) 
 
      10        20        30        40        50        60          
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                     :   :..::.  .:  .::..      ..: 
gi|121 VSFFTEVISLSGNQANLSAVYALVSKLGVDHKARGISAAQFGEFRTALVSY------LQA 
               90       100       110       120       130           
 
      70         80                 
AAD-12 H-QWAAGDVVVW                 
       : .:. . ...:                 
gi|121 HVSWGDNVAAAWNHALDNTYAVALKSLE 
          140       150       160   
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 76.6  bits: 21.4 E():   27 
Smith-Waterman score: 50; 29.4% identity (67.6% similar) in 34 aa overlap (11-43:598-629) 
 
                                   10        20         30          
AAD-12                     QAGSAYIGYGMDTTATPLRPLVKVH-PETGRPSLLIGRHA 
                                     ....:.:.  ..:..  : : :. . :. : 
gi|729 TLTGAIDKTVAWIDENQTATKEEYEAEQKQLESVANPV--MMKIYGAEGGAPGGMPGQGA 
       570       580       590       600         610       620      
 
      40        50        60        70        80 
AAD-12 HAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW 
        : :                                      
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gi|729 GAPPPGAGDDGPTVEEVD                        
         630       640                           
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 76.3  bits: 19.1 E():   28 
Smith-Waterman score: 43; 29.6% identity (66.7% similar) in 27 aa overlap (4-30:9-35) 
 
                    10        20        30        40        50      
AAD-12      QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
               ::.    . ..:.  : .:.:. ..::                          
gi|244 MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQSCQRQFEEQQRFRNCQRYVKQEV 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVW                                    
                                                                    
gi|244 QRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASEL 
               70        80        90       100       110       120 
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 76.2  bits: 18.8 E():   29 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (38-75:20-57) 
 
        10        20        30        40        50        60        
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::  . . : :. :    :..:   .:  : 
gi|191            MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
        70        80                                                
AAD-12 HAHQWAAGDVVVW                                                
          .  ::                                                     
gi|191 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 76.2  bits: 18.8 E():   29 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (38-75:20-57) 
 
        10        20        30        40        50        60        
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::  . . : :. :    :..:   .:  : 
gi|730            MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
        70        80                                                
AAD-12 HAHQWAAGDVVVW                                                
          .  ::                                                     
gi|730 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 75.3  bits: 16.8 E():   32 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (43-60:8-25) 
 
             20        30        40        50        60        70   
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :. ....:..   :             
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA      
                                      10        20        30        
 
             80 
AAD-12 AAGDVVVW 
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 74.6  bits: 16.8 E():   35 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (43-60:8-25) 
 
             20        30        40        50        60        70   
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :. ....:..   :             
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gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK   
                                      10        20        30        
 
             80 
AAD-12 AAGDVVVW 
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 74.3  bits: 20.1 E():   37 
Smith-Waterman score: 46; 27.6% identity (55.2% similar) in 58 aa overlap (24-78:99-153) 
 
                      10        20        30        40         50   
AAD-12        QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
               60        70        80                               
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVW                               
        . :  ::. .  .  :::..   ::..                                 
gi|908 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
      130       140          150       160       170       180      
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 74.3  bits: 20.1 E():   37 
Smith-Waterman score: 46; 27.6% identity (55.2% similar) in 58 aa overlap (24-78:100-154) 
 
                      10        20        30        40         50   
AAD-12        QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
               60        70        80                               
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVW                               
        . :  ::. .  .  :::..   ::..                                 
gi|118 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     130       140       150          160       170       180       
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 74.3  bits: 18.8 E():   37 
Smith-Waterman score: 42; 24.4% identity (56.1% similar) in 41 aa overlap (32-71:100-140) 
 
              10        20        30        40         50        60 
AAD-12 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
               70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVW 
       .  .   : :.          
gi|100 GYYVGSHHHHHH         
     130       140          
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.2  bits: 20.1 E():   37 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (7-16:284-293) 
 
                                       10        20        30       
AAD-12                         QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
         40        50        60        70        80 
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW 
                                                    
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET       
           320       330       340       350        
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
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 initn:  37 init1:  37 opt:  42  Z-score: 73.9  bits: 18.8 E():   38 
Smith-Waterman score: 42; 27.8% identity (66.7% similar) in 36 aa overlap (39-74:28-62) 
 
       10        20        30        40        50        60         
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     :.: :...: : ... .:  : .    ... 
gi|157    MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQA-EFRQLANGAPDKTEAEIEAQ 
                  10        20        30         40        50       
 
       70        80                                                 
AAD-12 AHQWAAGDVVVW                                                 
        .::.:                                                       
gi|157 IEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPAAKAADARLSAIASNRA 
         60        70        80        90       100       110       
 
>>gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 73.8  bits: 20.1 E():   39 
Smith-Waterman score: 46; 27.6% identity (55.2% similar) in 58 aa overlap (24-78:120-174) 
 
                      10        20        30        40         50   
AAD-12        QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHSCNT 
      90       100       110       120       130       140          
 
               60        70        80                               
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVW                               
        . :  ::. .  .  :::..   ::..                                 
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLPDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 73.8  bits: 20.4 E():   39 
Smith-Waterman score: 47; 45.0% identity (70.0% similar) in 20 aa overlap (1-19:223-242) 
 
                                             10         20          
AAD-12                               QAGSAYIGYGMDT-TATPLRPLVKVHPETG 
                                     .: .  .:.:::: ::  .:           
gi|303 QRSQKQRGERYGLRGGQQILADNVFKGFNMEALADVLGFGMDTETARKVRGEDDQRGHIV 
            200       210       220       230       240       250   
 
      30        40        50        60        70        80          
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW          
                                                                    
gi|303 RVEQGLKVIRPPRIREELEQQEGGGYNGLEETICSATFIQNIDNPAEADFYNPRAGRLTT 
            260       270       280       290       300       310   
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.7  bits: 18.1 E():   39 
Smith-Waterman score: 40; 30.0% identity (50.0% similar) in 30 aa overlap (31-60:13-42) 
 
               10        20        30        40        50        60 
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 
                                     :. :.    .. ::   :: :   .:  .: 
gi|144                   VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEW 
                                 10        20        30        40   
 
               70        80                                   
AAD-12 ACQAPRVHAHQWAAGDVVVW                                   
                                                              
gi|144 EPLTKKGNLWEVKSSKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
             50        60        70        80        90       
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 73.6  bits: 19.8 E():   40 
Smith-Waterman score: 45; 46.7% identity (80.0% similar) in 15 aa overlap (63-76:207-221) 
 
             40        50        60         70        80            
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAP-RVHAHQWAAGDVVVW            
                                     :.: :..  .::.::                
gi|287 WTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAGGDPSNPKGTIEWAGGLT 
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        180       190       200       210       220       230       
 
gi|287 DYSAGPYTMYVKSVRIENANPAESYTYSDNSGSWQSIKFDGSVDISSSSSVTSSTTSTAS 
        240       250       260       270       280       290       
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.6  bits: 18.8 E():   40 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (35-58:1-24) 
 
           10        20        30        40        50        60     
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|892                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
           70        80                                             
AAD-12 PRVHAHQWAAGDVVVW                                             
                                                                    
gi|892 IPKAAPGAYKSVEVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.6  bits: 18.8 E():   40 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (35-58:1-24) 
 
           10        20        30        40        50        60     
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|215                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
           70        80                                             
AAD-12 PRVHAHQWAAGDVVVW                                             
                                                                    
gi|215 IPKAATGAYKSVEVKGDGGAGTVRIITLPEGSPITTMTVRTDAVNKEALSYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.2  bits: 20.4 E():   42 
Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (29-51:344-366) 
 
                 10        20        30        40        50         
AAD-12   QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
           320       330       340       350       360       370    
 
       60        70        80                                       
AAD-12 DWACQAPRVHAHQWAAGDVVVW                                       
                                                                    
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 72.5  bits: 19.8 E():   46 
Smith-Waterman score: 45; 28.6% identity (51.4% similar) in 35 aa overlap (38-72:258-291) 
 
        10        20        30        40        50        60        
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     :...:    .  : :  .  : :. :  :. 
gi|510 IGENIIGHLLIVFDGGKSQPACSWYDVPCSHSESIVYATGMVSGRCQHLAVPWTAQQ-RI 
       230       240       250       260       270       280        
 
        70        80                                                
AAD-12 HAHQWAAGDVVVW                                                
       .  ::                                                        
gi|510 NPIQWKFWRVFTSNIPAYPTSDTTNCVVLNTNVFKNDNTFEGEYHAFPDCARNLFKCRQQ 
        290       300       310       320       330       340       
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 72.4  bits: 19.4 E():   47 
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Smith-Waterman score: 44; 27.8% identity (52.8% similar) in 36 aa overlap (15-50:64-96) 
 
                               10        20        30        40     
AAD-12                 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                                     :  .. .  . :.  ::   . . :  .:  
gi|481 AGKATTEEQKLIEDINVGFKAAVAARQRPAADKFKTFEAASPRHPRP---LRQGAGLVPK 
            40        50        60        70        80           90 
 
           50        60        70        80                         
AAD-12 MDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW                         
       .::: :                                                       
gi|481 LDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGE 
              100       110       120       130       140       150 
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 72.3  bits: 17.8 E():   47 
Smith-Waterman score: 39; 22.7% identity (40.9% similar) in 22 aa overlap (59-80:45-66) 
 
       30        40        50        60        70        80         
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW         
                                     .:  .:  ..   : :     :         
gi|323 QYGYCGTTADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFC 
           20        30        40        50        60        70     
 
gi|323 GPAGPRCLRTNAAVTVR 
           80        90  
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.1  bits: 19.7 E():   49 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (28-44:225-240) 
 
                  10        20        30        40        50        
AAD-12    QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
        60        70        80                                      
AAD-12 VDWACQAPRVHAHQWAAGDVVVW                                      
                                                                    
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.1  bits: 19.7 E():   49 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (28-44:225-240) 
 
                  10        20        30        40        50        
AAD-12    QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
        60        70        80                                      
AAD-12 VDWACQAPRVHAHQWAAGDVVVW                                      
                                                                    
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.0  bits: 18.4 E():   49 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (14-21:34-41) 
 
                                10        20        30        40    
AAD-12                  QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
            50        60        70        80                        
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW                        
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gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 71.8  bits: 18.4 E():   50 
Smith-Waterman score: 46; 25.7% identity (48.6% similar) in 70 aa overlap (10-79:55-118) 
 
                                    10        20        30          
AAD-12                      QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :  .:.  . :. : :   :  .    ::: 
gi|160 DGPTTVTGNLSGLKPGLHGFHAHALGDTTNGCMSTGPHFNPVGKEHGAPGDEN----RHA 
           30        40        50        60        70            80 
 
      40        50        60        70        80                    
AAD-12 HAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW                    
         . .. ..:.     ..::   : : .  :.  .  :::                     
gi|160 GDLGNITVGEDGTAAINIVD--KQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGN 
               90       100         110       120       130         
 
gi|160 AGGRVACGIIGLQG 
      140       150   
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 71.8  bits: 19.4 E():   50 
Smith-Waterman score: 44; 47.4% identity (63.2% similar) in 19 aa overlap (49-64:72-90) 
 
       20        30        40        50        60           70      
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW---ACQAPRVHAHQWAAG 
                                     :.. ::   :::   ::.:            
gi|144 TISKQVVFLIHGFLSTGNNENFVAMSKALIEKDDFLVISVDWKKGACNAFASTKDALGYS 
              50        60        70        80        90       100  
 
          80                                                        
AAD-12 DVVVW                                                        
                                                                    
gi|144 KAVGNTRHVGKFVADFTKLLVEKYKVLISNIRLIGHSLGAHTSGFAGKEVQKLKLGKYKE 
             110       120       130       140       150       160  
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.7  bits: 18.4 E():   51 
Smith-Waterman score: 41; 20.8% identity (79.2% similar) in 24 aa overlap (35-58:1-24) 
 
           10        20        30        40        50        60     
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:....:.:       
gi|134                               MGVQTHVLELTSSVSAEKIFQGFVIDVDTV 
                                             10        20        30 
 
           70        80                                             
AAD-12 PRVHAHQWAAGDVVVW                                             
                                                                    
gi|134 LPKAAPGAYKSVEIKGDGGPGTLKIITLPDGGPITTMTLRIDGVNKEALTFDYSVIDGDI 
               40        50        60        70        80        90 
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 71.7  bits: 16.2 E():   51 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (43-60:8-25) 
 
             20        30        40        50        60        70   
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :  ....:..   :             
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA      
                                      10        20        30        
 
             80 
AAD-12 AAGDVVVW 
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.4  bits: 19.1 E():   53 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (58-71:29-42) 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 6259



 

 

 
        30        40        50        60        70        80        
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW        
                                     :.:  : :  . ::                 
gi|170   MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQT 
                 10        20        30        40        50         
 
gi|170 FPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQ 
       60        70        80        90       100       110         
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 71.4  bits: 19.7 E():   53 
Smith-Waterman score: 45; 46.7% identity (80.0% similar) in 15 aa overlap (63-76:197-211) 
 
             40        50        60         70        80            
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAP-RVHAHQWAAGDVVVW            
                                     :.: :..  .::.::                
gi|855 WTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAGGDPSNPKGTIEWAGGLT 
        170       180       190       200       210       220       
 
gi|855 DYSAGPYTMYVKSVRIENANPAESYTYSDNSGSWQSIKFDGSVDISSSSSVTSSTTSTAS 
        230       240       250       260       270       280       
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 71.4  bits: 19.4 E():   53 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (27-70:254-299) 
 
                   10        20        30          40        50     
AAD-12     QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
           60        70        80        
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVW        
        .. :   . :.:. :                  
gi|261 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFS 
           290       300       310       
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 71.4  bits: 19.7 E():   53 
Smith-Waterman score: 45; 23.4% identity (44.7% similar) in 47 aa overlap (1-44:347-393) 
 
                                             10        20        30 
AAD-12                               QAGSAYIGYGMDTTATPLRPLVKVHPETGR 
                                     . :. ... : :   :: .    .  : :  
gi|625 DPMKKNVLVRADAPHTESMKWNWRSEKDLLENGAIFVASGCDPHLTPEQKSHLIPAEPGS 
        320       330       340       350       360       370       
 
                  40        50        60        70        80 
AAD-12 PSLLIGRHA---HAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW 
         : .   :   . .::                                     
gi|625 AVLQLTSCAGTLKCVPGKPC                                  
        380       390                                        
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.2  bits: 18.1 E():   54 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (7-24:25-42) 
 
                                 10        20        30        40   
AAD-12                   QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                               .:. . :.:  ..: ..:                   
gi|144 MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW                       
                                                                    
gi|144 EIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVEVTASVD 
               70        80        90       100       110       120 
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>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 71.0  bits: 20.1 E():   55 
Smith-Waterman score: 46; 22.4% identity (57.1% similar) in 49 aa overlap (28-72:15-63) 
 
               10        20        30        40        50           
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-- 
                                  :. : :. . :  : : ..:...... .. .   
gi|601              MRGALAGLSLATLATASPVLVNSIHNDAAPIISASNAKEIADNYMIK 
                            10        20        30        40        
 
         60        70        80                                     
AAD-12 --DWACQAPRVHAHQWAAGDVVVW                                     
         : . :   .. : :                                             
gi|601 FKDHVTQNLAAEHHGWVQDLHEKTQVAKTELRKRSQSPMVDDIFNGLKHTYNIAGGLMGY 
        50        60        70        80        90       100        
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 70.9  bits: 16.2 E():   56 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (43-60:8-25) 
 
             20        30        40        50        60        70   
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :  ....:..   :             
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK   
                                      10        20        30        
 
             80 
AAD-12 AAGDVVVW 
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 70.8  bits: 18.1 E():   57 
Smith-Waterman score: 40; 25.7% identity (60.0% similar) in 35 aa overlap (32-65:100-134) 
 
              10        20        30        40         50        60 
AAD-12 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|105 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
               70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVW 
       .  .:                
gi|105 GYWVPSSNS            
     130                    
 
>>gi|4587985|gb|AAD25927.1|AF084828_1 major allergenic p  (342 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 70.7  bits: 19.4 E():   57 
Smith-Waterman score: 49; 24.1% identity (56.9% similar) in 58 aa overlap (2-57:134-186) 
 
                                            10        20            
AAD-12                              QAGSAYIGYGMDTTATPLRPLVKVHPETG-- 
                                     : .::::   . . . .  ...:  ..:   
gi|458 MPRKPGMTRDDLFNSNASIVRDLAKVVAKVAPKAYIGVISNPVNSTVPIVAEVFKKAGVY 
           110       120       130       140       150       160    
 
      30        40        50        60        70        80          
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW          
        :. :.:     .  .:....  :: :.                                 
gi|458 DPKRLFG-----VTTLDTTRAATFLSGIAGSDPQTTNVPVIGGHSGVTIVPLISQAAQGD 
           170            180       190       200       210         
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 70.7  bits: 21.7 E():   57 
Smith-Waterman score: 52; 25.5% identity (52.9% similar) in 51 aa overlap (7-57:798-844) 
 
                                       10        20        30       
AAD-12                         QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:: .:. :.   :.. .. .  . :::.  
gi|203 GEKGDRNIRMNGGVVAGLYGKMKLMVKDHKMGYEYDAKAS-YTPMIDMNVQKQEHSLLV- 
       770       780       790       800        810       820       
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         40        50        60        70        80                 
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW                 
            .  ::     :: ..:                                        
gi|203 --RFNMKDMDQHTVMRFKQSLREKRATGEEKDYENEITPDARSDRCFSFFLLDYCRKASH 
           830       840       850       860       870       880    
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.5  bits: 21.4 E():   59 
Smith-Waterman score: 50; 44.4% identity (63.0% similar) in 27 aa overlap (31-56:636-662) 
 
               10        20        30         40        50          
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVD 
                                     :: : : : : .:::  . ..:  :.:    
gi|278 SRGPSGPPGPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIG 
         610       620       630       640       650       660      
 
      60        70        80                                        
AAD-12 WACQAPRVHAHQWAAGDVVVW                                        
                                                                    
gi|278 SPGRDGARGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAG 
         670       680       690       700       710       720      
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.4  bits: 18.1 E():   60 
Smith-Waterman score: 43; 25.9% identity (46.3% similar) in 54 aa overlap (30-75:88-141) 
 
                10        20        30        40               50   
AAD-12  QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-------IPGMDAAESER 
                                     :   .:::..:        .::     ..  
gi|189 AGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRD 
        60        70        80        90       100       110        
 
             60         70        80 
AAD-12 FLEGLVDWA-CQAPRVHAHQWAAGDVVVW 
       : . ::  . :..  ::   .  :      
gi|189 FAKVLVTPGQCNVLTVHNAPYCLGLDI   
       120       130       140       
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.4  bits: 19.7 E():   60 
Smith-Waterman score: 45; 38.9% identity (72.2% similar) in 18 aa overlap (36-53:241-258) 
 
          10        20        30        40        50        60      
AAD-12 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                     :  .... :::.: :: .             
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDQTYDLNFKE 
              220       230       240       250       260       270 
 
          70        80                                              
AAD-12 RVHAHQWAAGDVVVW                                              
                                                                    
gi|144 ENNNGSQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.4  bits: 18.4 E():   60 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (37-53:17-30) 
 
         10        20        30        40        50        60       
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|212               VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                             10        20           30        40    
 
         70        80                                               
AAD-12 VHAHQWAAGDVVVW                                               
                                                                    
gi|212 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
            50        60        70        80        90       100    
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
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 initn:  40 init1:  40 opt:  40  Z-score: 70.4  bits: 18.1 E():   60 
Smith-Waterman score: 40; 26.7% identity (60.0% similar) in 30 aa overlap (17-46:115-144) 
 
                             10        20        30        40       
AAD-12               QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::   .:. ...  ..:    :.: 
gi|217 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
         50        60        70        80 
AAD-12 AAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW 
                                          
gi|217 I                                  
                                          
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.4  bits: 18.1 E():   60 
Smith-Waterman score: 41; 26.0% identity (48.0% similar) in 50 aa overlap (34-75:93-142) 
 
            10        20        30        40               50       
AAD-12 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-------IPGMDAAESERFLEG 
                                     .:::..:        .::     .. : .  
gi|439 SSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKV 
             70        80        90       100       110       120   
 
         60         70        80 
AAD-12 LVDWA-CQAPRVHAHQWAAGDVVVW 
       ::  . :..  ::   .  :      
gi|439 LVTPGQCNVLTVHNAPYCLGLDI   
            130       140        
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.4  bits: 18.4 E():   60 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (37-53:18-31) 
 
         10        20        30        40        50        60       
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|116              AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
         70        80                                               
AAD-12 VHAHQWAAGDVVVW                                               
                                                                    
gi|116 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.4  bits: 18.4 E():   60 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (37-53:18-31) 
 
         10        20        30        40        50        60       
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|144              AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
         70        80                                               
AAD-12 VHAHQWAAGDVVVW                                               
                                                                    
gi|144 LTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.3  bits: 15.5 E():   60 
Smith-Waterman score: 34; 47.4% identity (52.6% similar) in 19 aa overlap (2-20:7-24) 
 
                    10        20        30        40        50      
AAD-12      QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
             :  :  : :. : :::  :                                    
gi|751 DLGYAPATPAAPGAGY-TPATPAAP                                    
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               10         20                                        
 
>>gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.2  bits: 19.4 E():   62 
Smith-Waterman score: 44; 27.6% identity (55.2% similar) in 58 aa overlap (24-78:120-174) 
 
                      10        20        30        40         50   
AAD-12        QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
               60        70        80                               
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVW                               
        . :  ::. .  .  :::..   ::..                                 
gi|810 SVLGNVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
>>gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.2  bits: 19.4 E():   62 
Smith-Waterman score: 44; 27.6% identity (55.2% similar) in 58 aa overlap (24-78:120-174) 
 
                      10        20        30        40         50   
AAD-12        QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLEMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
               60        70        80                               
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVW                               
        . :  ::. .  .  :::..   ::..                                 
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
>>gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.2  bits: 19.4 E():   62 
Smith-Waterman score: 44; 27.6% identity (55.2% similar) in 58 aa overlap (24-78:120-174) 
 
                      10        20        30        40         50   
AAD-12        QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
               60        70        80                               
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVW                               
        . :  ::. .  .  :::..   ::..                                 
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.2  bits: 19.4 E():   62 
Smith-Waterman score: 44; 27.6% identity (55.2% similar) in 58 aa overlap (24-78:120-174) 
 
                      10        20        30        40         50   
AAD-12        QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|151 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
               60        70        80                               
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVW                               
        . :  ::. .  .  :::..   ::..                                 
gi|151 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
>>gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.2  bits: 19.4 E():   62 
Smith-Waterman score: 44; 27.6% identity (55.2% similar) in 58 aa overlap (24-78:120-174) 
 
                      10        20        30        40         50   
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AAD-12        QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
               60        70        80                               
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVW                               
        . :  ::. .  .  :::..   ::..                                 
gi|810 SVLGNVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.0  bits: 18.4 E():   63 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (37-53:27-40) 
 
         10        20        30        40        50        60       
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|194     MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEA 
                   10        20        30           40        50    
 
         70        80                                               
AAD-12 VHAHQWAAGDVVVW                                               
                                                                    
gi|194 LTQYKCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVL 
            60        70        80        90       100       110    
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.0  bits: 19.4 E():   63 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (27-70:290-335) 
 
                   10        20        30          40        50     
AAD-12     QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
           60        70        80                              
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVW                              
        .. :   . :.:. :                                        
gi|124 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.0  bits: 19.4 E():   63 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (27-70:290-335) 
 
                   10        20        30          40        50     
AAD-12     QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
           60        70        80                              
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVW                              
        .. :   . :.:. :                                        
gi|124 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.0  bits: 19.4 E():   63 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (27-70:290-335) 
 
                   10        20        30          40        50     
AAD-12     QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
           60        70        80                              
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVW                              
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        .. :   . :.:. :                                        
gi|268 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.0  bits: 15.5 E():   63 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (14-20:5-11) 
 
               10        20        30        40        50        60 
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 
                    : .:.::                                         
gi|751          TKSQTHVPIRPNKLVLKVQKDRATN                           
                        10        20                                
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 19.1 E():   65 
Smith-Waterman score: 43; 27.8% identity (55.6% similar) in 36 aa overlap (7-42:234-269) 
 
                                       10        20        30       
AAD-12                         QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::  ..   .: . :.:   :.. :  .:  
gi|324 DPRTLNKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVIL 
           210       220       230       240       250       260    
 
         40        50        60        70        80  
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW  
         .::.                                        
gi|324 SISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV 
           270       280       290       300         
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 69.7  bits: 15.5 E():   66 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (26-36:10-20) 
 
               10        20        30        40        50        60 
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 
                                :.:  :..: :                         
gi|147                 AKITFTNNXPNTVWPGILTGFGQKPQ                   
                               10        20                         
 
               70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVW 
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 69.4  bits: 19.7 E():   68 
Smith-Waterman score: 45; 23.5% identity (58.8% similar) in 51 aa overlap (5-52:265-315) 
 
                                         10        20         30    
AAD-12                           QAGSAYIGYGMDTTATPLRPLVKVHPETG-RPSL 
                                     : .. :..:..  . ::.: .     . :  
gi|144 AVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGGVMTPLIKRNTTIPTKKSE 
          240       250       260       270       280       290     
 
            40          50        60        70        80            
AAD-12 LIGRHAHAIPG--MDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW            
        .. ..   ::  ... :.::                                        
gi|144 TFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAPRGVPQIEVTFDLDANGIM 
          300       310       320       330       340       350     
 
>>gi|69552|pir||MEHB2 melittin, minor - honeybee          (27 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 69.4  bits: 15.5 E():   68 
Smith-Waterman score: 32; 30.8% identity (61.5% similar) in 13 aa overlap (54-66:13-25) 
 
            30        40        50        60        70        80 
AAD-12 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW 
                                     : .:..:  .  :               
gi|695                   GIGAVLKVLTTGLPALISWISRKKRQQ             
                                 10        20                    
 
>>gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-termi  (34 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 69.3  bits: 15.8 E():   68 
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Smith-Waterman score: 33; 25.0% identity (58.3% similar) in 24 aa overlap (43-66:8-31) 
 
             20        30        40        50        60        70   
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     : . :.   ..::. . .  . ::       
gi|691                        AIGDKPGPKITATYXXKWLEAKATFYGSNPRGAA    
                                      10        20        30        
 
             80 
AAD-12 AAGDVVVW 
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 69.0  bits: 14.8 E():   71 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (11-18:10-17) 
 
               10        20        30        40        50        60 
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 
                 :.:  :::                                           
gi|244  IGNEDCTPWMSTLITPLP                                          
                10                                                  
 
>>gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia mutic  (284 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 68.6  bits: 18.7 E():   75 
Smith-Waterman score: 42; 36.8% identity (73.7% similar) in 19 aa overlap (37-55:63-80) 
 
         10        20        30        40        50        60       
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     .:: ..  ..::: .:. :            
gi|219 EDSKAKIEEDLTSLQKKYTNLENEFDQVNEKHADSVAKLEAAE-KRLTETEDEIKGYTRK 
             40        50        60        70         80        90  
 
         70        80                                               
AAD-12 VHAHQWAAGDVVVW                                               
                                                                    
gi|219 IQLLEDDLERTQTKLDEATGKLEEATKSADESERGRKVLESRSLADDDRIDGLEKQVKDA 
             100       110       120       130       140       150  
 
>>gi|289064179|gb|ADC80503.1| non-specific lipid transfe  (118 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.4  bits: 17.4 E():   77 
Smith-Waterman score: 38; 66.7% identity (88.9% similar) in 9 aa overlap (39-47:81-89) 
 
       10        20        30        40        50        60         
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     : ::::..:                      
gi|289 ASCCSGVRSLNAAAKTTPDRQAVCNCLKSAAGAIPGFNANNAGILPGKCGVSIPYKISTS 
               60        70        80        90       100       110 
 
       70        80 
AAD-12 AHQWAAGDVVVW 
                    
gi|289 TNCATIKF     
                    
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 68.1  bits: 17.1 E():   79 
Smith-Waterman score: 37; 38.9% identity (50.0% similar) in 18 aa overlap (43-60:25-42) 
 
             20        30        40        50        60        70   
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     ::   :: :   .:  .:             
gi|126       TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTKKGNLWEV 
                     10        20        30        40        50     
 
             80                                    
AAD-12 AAGDVVVW                                    
                                                   
gi|126 KSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
           60        70        80        90        
 
>>gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} [De  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 68.1  bits: 14.8 E():   79 
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Smith-Waterman score: 30; 45.5% identity (72.7% similar) in 11 aa overlap (41-51:1-11) 
 
               20        30        40        50        60        70 
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                     :. :.::  .:                    
gi|404                               AVGGQDADLAEAPFQISLLK           
                                             10        20           
 
               80 
AAD-12 QWAAGDVVVW 
 
>>gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Thauma  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 68.1  bits: 14.8 E():   79 
Smith-Waterman score: 30; 66.7% identity (83.3% similar) in 6 aa overlap (39-44:15-20) 
 
       10        20        30        40        50        60         
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     : :.::                         
gi|680                 ATFNFINNCPFTVWAAAVPG                         
                               10        20                         
 
       70        80 
AAD-12 AHQWAAGDVVVW 
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.6  bits: 18.1 E():   85 
Smith-Waterman score: 40; 34.5% identity (51.7% similar) in 29 aa overlap (3-31:139-165) 
 
                                           10        20        30   
AAD-12                             QAGSAYIGYGMDTTATPLRPLVKVHPETGRPS 
                                     :  :.  :. :. . :  : .::   : :  
gi|116 KYAGVFVSTGTLGGGQETTAITSMSTLVDHGFIYVPLGYKTAFSMLANLDEVH--GGSPW 
      110       120       130       140       150       160         
 
             40        50        60        70        80 
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW 
                                                        
gi|116 GAGTFSAGDGSRQPSELELNIAQAQGKAFYEAVAKAHQ           
        170       180       190       200               
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.6  bits: 19.1 E():   86 
Smith-Waterman score: 43; 35.5% identity (54.8% similar) in 31 aa overlap (13-43:3-32) 
 
               10        20        30        40        50        60 
AAD-12 QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 
                   : : :.  :. .   .:   :  : ::..::                  
gi|238           FITKAIPIV-LAALSAVNGAKILEAGPHAETIPNKYIVVMKKDVSDEAFS 
                          10        20        30        40          
 
               70        80                                         
AAD-12 ACQAPRVHAHQWAAGDVVVW                                         
                                                                    
gi|238 THTTWLSQNLNRRLMRRSGSSKAMAGMQNKYSLGGIFRAYSGEFDDAMIKDISNHDDVDY 
      50        60        70        80        90       100          
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 18.1 E():   88 
Smith-Waterman score: 40; 38.5% identity (42.3% similar) in 26 aa overlap (8-33:60-85) 
 
                                      10        20        30        
AAD-12                        QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     :  :  :  :  : ::.   :  : :     
gi|613 CLEYSNVGFTDAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIA 
      30        40        50        60        70        80          
 
        40        50        60        70        80                  
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW                  
                                                                    
gi|613 QRWANQCTFEHDACRNVERFAVGQNIAATSSSGKNKSTLSDMILLWYNEVKDFDNRWISS 
      90       100       110       120       130       140          
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>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 18.4 E():   89 
Smith-Waterman score: 41; 37.5% identity (81.2% similar) in 16 aa overlap (42-57:1-16) 
 
              20        30        40        50        60        70  
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                     .::..:.. : .:. :               
gi|857                               MPGQQATKHESLLDQLSLKGKVVVVTGASG 
                                             10        20        30 
 
              80                                                    
AAD-12 WAAGDVVVW                                                    
                                                                    
gi|857 PKGMGIEAARGCAEMGAAVAITYASRAQGAEENVKELEKTYGIKAKAYKCQVDSYESCEK 
               40        50        60        70        80        90 
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.1  bits: 17.1 E():   91 
Smith-Waterman score: 37; 41.2% identity (58.8% similar) in 17 aa overlap (36-52:82-98) 
 
          10        20        30        40        50        60      
AAD-12 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                     :  :.: :  . :: :.              
gi|215 NELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMGFGLFD 
              60        70        80        90       100       110  
 
          70        80 
AAD-12 RVHAHQWAAGDVVVW 
 
>>gi|190684057|gb|ACE82289.1| glutathione transferase [T  (222 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 66.9  bits: 18.1 E():   93 
Smith-Waterman score: 40; 32.4% identity (59.5% similar) in 37 aa overlap (15-47:50-86) 
 
                               10        20        30           40  
AAD-12                 QAGSAYIGYGMDTTATPLRPLVKVHPETGRP---SLLIGRHAH- 
                                     :.:..  . :  . :::   ::.: .. .  
gi|190 RVRIALAEKGLPYEYAEEDLMAGKSDRLLRANPVHKKIPVLLHDGRPVNESLIILQYLED 
      20        30        40        50        60        70          
 
               50        60        70        80                     
AAD-12 AIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW                     
       :.:   :                                                      
gi|190 AFPDAPALLPSDPYARAQARFWADYVDKKVYDCGSRLWKLKGEPQAQARAEMLDILKTLD 
      80        90       100       110       120       130          
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.8 E():   93 
Smith-Waterman score: 39; 35.3% identity (70.6% similar) in 17 aa overlap (6-22:118-134) 
 
                                        10        20        30      
AAD-12                          QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI 
                                     :. . :...: : . ::              
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
          40        50        60        70        80 
AAD-12 GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW 
                                                     
gi|195 ALEKFDKALKALPMHIRLSFNPTQLEEQCHI               
       150       160       170                       
 
>>gi|8843921|gb|AAF80166.1| pollen major allergen 1-1 [J  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.7 E():   98 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (24-42:120-138) 
 
                      10        20        30        40        50    
AAD-12        QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
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            60        70        80                                  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVW                                  
                                                                    
gi|884 SVLGDVLVSESIGVVPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8843917|gb|AAF80164.1| pollen major allergen 1-2 [J  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.7 E():   98 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (24-42:120-138) 
 
                      10        20        30        40        50    
AAD-12        QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
            60        70        80                                  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVW                                  
                                                                    
gi|884 SVLGDVLVSESIGVVPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIF 
     150       160       170       180       190       200          
 
>>gi|9087152|sp|P81294.1|MPAJ1_JUNAS RecName: Full=Major  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.5  bits: 18.7 E():   98 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (24-42:120-138) 
 
                      10        20        30        40        50    
AAD-12        QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|908 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHSLHIHGCNT 
      90       100       110       120       130       140          
 
            60        70        80                                  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVW                                  
                                                                    
gi|908 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     150       160       170       180       190       200          
 
>>gi|19069497|emb|CAC37790.2| putative allergen Cup a 1   (367 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 66.5  bits: 18.7 E():   98 
Smith-Waterman score: 42; 27.6% identity (53.4% similar) in 58 aa overlap (24-78:120-174) 
 
                      10        20        30        40         50   
AAD-12        QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :..   .:.:  :.     .  
gi|190 WIIFSQNMNIKLQMPLYVAGYKTIDGRGADVHLGNGGPCLFMRTASHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
               60        70        80                               
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVW                               
        . :  ::. .  .  :::..   ::..                                 
gi|190 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
>>gi|14424466|sp|P35778.2|VA3_SOLIN RecName: Full=Venom   (234 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 18.1 E():   98 
Smith-Waterman score: 40; 38.5% identity (42.3% similar) in 26 aa overlap (8-33:82-107) 
 
                                      10        20        30        
AAD-12                        QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     :  :  :  :  : ::.   :  : :     
gi|144 CLEYSNVGFTDAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIA 
              60        70        80        90       100       110  
 
        40        50        60        70        80                  
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW                  
                                                                    
gi|144 QRWANQCTFEHDACRNVERFAVGQNIAATSSSGKNKSTPNEMILLWYNEVKDFDNRWISS 
             120       130       140       150       160       170  
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>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.8 E():   98 
Smith-Waterman score: 39; 23.8% identity (42.9% similar) in 21 aa overlap (60-80:70-90) 
 
      30        40        50        60        70        80          
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW          
                                     :  .:  ..   : :.    :          
gi|283 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
      40        50        60        70        80        90          
 
gi|283 CGPVGAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
     100       110       120       130       140       150          
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.4  bits: 17.1 E():   99 
Smith-Waterman score: 37; 26.7% identity (56.7% similar) in 30 aa overlap (17-46:90-119) 
 
                             10        20        30        40       
AAD-12               QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ...  ..:    :.: 
gi|253 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNAPYCLGLD 
      60        70        80        90       100       110          
 
         50        60        70        80 
AAD-12 AAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW 
                                          
gi|253 I                                  
     120                                  
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 66.3  bits: 18.7 E():   99 
Smith-Waterman score: 42; 26.1% identity (47.8% similar) in 46 aa overlap (27-70:290-335) 
 
                   10        20        30          40        50     
AAD-12     QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .   . :       : .: 
gi|327 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
           60        70        80                              
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVW                              
        .. :   . :.:. :                                        
gi|327 FAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 66.3  bits: 18.7 E():   99 
Smith-Waterman score: 42; 26.1% identity (47.8% similar) in 46 aa overlap (27-70:290-335) 
 
                   10        20        30          40        50     
AAD-12     QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .   . :       : .: 
gi|118 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
           60        70        80                              
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVW                              
        .. :   . :.:. :                                        
gi|118 FAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 66.3  bits: 18.7 E():   99 
Smith-Waterman score: 42; 26.1% identity (47.8% similar) in 46 aa overlap (27-70:290-335) 
 
                   10        20        30          40        50     
AAD-12     QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .   . :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
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           60        70        80                              
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVW                              
        .. :   . :.:. :                                        
gi|124 FAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHDATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 66.3  bits: 18.7 E():   99 
Smith-Waterman score: 42; 26.1% identity (47.8% similar) in 46 aa overlap (27-70:290-335) 
 
                   10        20        30          40        50     
AAD-12     QAGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .   . :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
           60        70        80                              
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVW                              
        .. :   . :.:. :                                        
gi|124 FAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:03:00 2011 done: Fri Jan 21 00:03:00 2011 
 Total Scan time:  0.070 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 178  - 257 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     0     2:* 
  32     3     8:= * 
  34    18    22:====== * 
  36    24    44:========      * 
  38    49    73:=================       * 
  40    72   102:========================         * 
  42   105   125:===================================      * 
  44   107   137:====================================         * 
  46   156   140:==============================================*===== 
  48   164   134:============================================*========== 
  50    95   122:================================        * 
  52   132   107:===================================*======== 
  54    93    92:==============================* 
  56   126    77:=========================*================ 
  58    67    63:====================*== 
  60    48    51:================* 
  62    37    41:=============* 
  64    35    33:==========*= 
  66    31    26:========*== 
  68     8    20:===   * 
  70    29    16:=====*==== 
  72    16    12:===*== 
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  74    11    10:===* 
  76     8     8:==* 
  78    19     6:=*===== 
  80     8     5:=*= 
  82     8     3:*== 
  84     5     3:*= 
  86     3     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     1     1:*         :* 
  98     0     0:          * 
 100     2     0:=         *== 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     1     0:=         *= 
 110     1     0:=         *= 
 112     0     0:          * 
 114     1     0:=         *= 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.49710.00316; mu= 6.4980 0.165 
 mean_var=28.5573 7.625, 0's: 2 Z-trim: 6  B-trim: 71 in 1/43 
 Lambda= 0.240002 
 Kolmogorov-Smirnov  statistic: 0.0900 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   73 29.5    0.07 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   64 26.5    0.19 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   66 27.1    0.37 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   62 25.8    0.48 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   56 23.8    0.97 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   56 23.7     1.4 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   56 23.7     1.4 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   52 22.4     2.4 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   56 23.6     3.1 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   56 23.6     4.2 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   53 22.6     5.4 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   53 22.6     7.6 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   52 22.2     8.2 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   53 22.6     8.6 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   51 21.9     9.5 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   53 22.5     9.7 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   48 20.9      10 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 21.6      11 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   50 21.6      11 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   50 21.6      11 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   50 21.6      12 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   51 21.9      13 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 17.1      13 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   46 20.3      13 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   49 21.2      14 
gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   46 20.3      15 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   46 20.3      15 
gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Gl ( 162)   46 20.3      15 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.9      15 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.9      15 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.9      15 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   47 20.6      16 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   49 21.2      16 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   47 20.6      17 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   47 20.6      17 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   49 21.2      19 
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gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 19.6      20 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 19.3      21 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   46 20.2      21 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 20.5      22 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 20.5      22 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 20.5      22 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 20.5      22 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 20.5      22 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 20.5      22 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 20.5      22 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 20.5      22 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 20.5      22 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 20.5      22 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 20.5      22 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 20.5      22 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 20.5      22 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 20.5      22 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   49 21.2      23 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   50 21.5      26 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   43 19.2      27 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   42 18.9      27 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   42 18.9      27 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 17.0      29 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   47 20.5      31 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   47 20.5      32 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   47 20.5      32 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 17.0      32 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   42 18.9      34 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   46 20.2      35 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   46 20.2      35 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 20.2      35 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.9      36 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   40 18.2      37 
gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen ( 367)   46 20.2      37 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.9      38 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.9      38 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   45 19.8      38 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 20.5      40 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   39 17.9      44 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   45 19.8      44 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 19.5      45 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.5      46 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.8      46 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.8      46 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 16.3      47 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   41 18.5      47 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   46 20.1      48 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   44 19.5      48 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   43 19.2      50 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   44 19.5      51 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.8      51 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 18.2      51 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 16.3      52 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   46 20.1      53 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   40 18.2      54 
gi|4587985|gb|AAD25927.1|AF084828_1 major allergen ( 342)   44 19.5      55 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.6      56 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   51 21.7      56 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   40 18.2      56 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 18.5      57 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   40 18.2      57 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   40 18.2      57 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 18.5      57 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 18.5      57 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.8      57 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.4      58 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.6      58 
gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen ( 367)   44 19.5      59 
gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen ( 367)   44 19.5      59 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   44 19.5      59 
gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen ( 367)   44 19.5      59 
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gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen ( 367)   44 19.5      59 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 18.5      60 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   44 19.5      61 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   44 19.5      61 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   44 19.5      61 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.6      61 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   43 19.1      62 
gi|69552|pir||MEHB2 melittin, minor - honeybee     (  27)   32 15.6      63 
gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-t (  34)   33 15.9      64 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   44 19.5      64 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   45 19.8      65 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 15.0      66 
gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia m ( 284)   42 18.8      72 
gi|289064179|gb|ADC80503.1| non-specific lipid tra ( 118)   38 17.5      73 
gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Th (  20)   30 14.9      74 
gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} (  20)   30 14.9      74 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   37 17.2      75 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   40 18.1      82 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   43 19.1      83 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   40 18.1      84 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   41 18.5      86 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   37 17.2      87 
gi|190684057|gb|ACE82289.1| glutathione transferas ( 222)   40 18.1      89 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   39 17.8      89 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   39 17.8      94 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   37 17.2      94 
gi|14424466|sp|P35778.2|VA3_SOLIN RecName: Full=Ve ( 234)   40 18.1      94 
gi|9087152|sp|P81294.1|MPAJ1_JUNAS RecName: Full=M ( 367)   42 18.8      95 
gi|8843917|gb|AAF80164.1| pollen major allergen 1- ( 367)   42 18.8      95 
gi|8843921|gb|AAF80166.1| pollen major allergen 1- ( 367)   42 18.8      95 
gi|19069497|emb|CAC37790.2| putative allergen Cup  ( 367)   42 18.8      95 
gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Heve ( 374)   42 18.8      97 
gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hev ( 374)   42 18.8      97 
gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [He ( 374)   42 18.8      97 
gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [He ( 374)   42 18.8      97 
gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betu (  21)   29 14.6      98 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   26 13.6   1e 
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  73 init1:  73 opt:  73  Z-score: 123.2  bits: 29.5 E(): 0.07 
Smith-Waterman score: 73; 35.5% identity (54.8% similar) in 31 aa overlap (44-74:246-276) 
 
            20        30        40        50        60        70    
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:: :   . :     .: . 
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
 
            80                                                      
AAD-12 GDVVVWD                                                      
       :                                                            
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 115.4  bits: 26.5 E(): 0.19 
Smith-Waterman score: 64; 32.8% identity (50.8% similar) in 61 aa overlap (24-80:79-133) 
 
                      10        20        30            40          
AAD-12        AGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHA--HAIPGMDAAES 
                                     .::. ::.:  ::   :  :   :.. :.  
gi|121 DLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPEN-RPALKTLIDGLASSHKARGIEKAQF 
       50        60        70        80         90       100        
 
      50        60        70        80                   
AAD-12 ERFLEGLVDWACQAPRVHAHQWAAGDVVVWD                   
       :.:  .:::.       :  .:      .::                   
gi|121 EEFRASLVDYLS-----HHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
       110            120       130       140       150  
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
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 initn:  66 init1:  66 opt:  66  Z-score: 110.1  bits: 27.1 E(): 0.37 
Smith-Waterman score: 66; 32.3% identity (54.8% similar) in 31 aa overlap (44-74:247-277) 
 
            20        30        40        50        60        70    
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:  :   . :.    .: . 
gi|232 APDIKTPKEALDLIMDAIDKAGYKGKVGIAMDVASSEFYKDGKYDLDFKNPESDPSKWLS 
        220       230       240       250       260       270       
 
            80                                                      
AAD-12 GDVVVWD                                                      
       :                                                            
gi|232 GPQLADLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKT 
        280       290       300       310       320       330       
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  62 init1:  62 opt:  62  Z-score: 108.2  bits: 25.8 E(): 0.48 
Smith-Waterman score: 62; 21.2% identity (52.5% similar) in 80 aa overlap (1-80:74-153) 
 
                                             10        20        30 
AAD-12                               AGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     :..:. .:: . . .   :  :   :  .  
gi|383 SPDAEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEEEE 
            50        60        70        80        90       100    
 
               40        50        60        70        80           
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD           
       .:. .      :.. : ... . :     : ..:.  :.. .. .:  ::           
gi|383 DLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEELEA 
           110       120       130       140       150       160    
 
gi|383 NVRAIEMDGLVWGASKFVAVGFGIKKLQINLVVEDEKVSTDELQAQIEEDEDHVQSTDVA 
           170       180       190       200       210       220    
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 102.7  bits: 23.8 E(): 0.97 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (55-71:68-86) 
 
           30        40        50        60          70        80   
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWD   
                                     : .:..:  :: ... :.:            
gi|219 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
gi|219 SFDSDRSGLLLKQKVSDE 
       100       110      
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 100.1  bits: 23.7 E():  1.4 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (55-71:68-86) 
 
           30        40        50        60          70        80   
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWD   
                                     : .:..:  :: ... :.:            
gi|184 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
gi|184 SFDSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 100.1  bits: 23.7 E():  1.4 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (55-71:68-86) 
 
           30        40        50        60          70        80   
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWD   
                                     : .:..:  :: ... :.:            
gi|456 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNF 
        40        50        60        70        80        90        
 
gi|456 SFGSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
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       100       110       120       130       140       150        
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  47 init1:  47 opt:  52  Z-score: 95.6  bits: 22.4 E():  2.4 
Smith-Waterman score: 52; 26.5% identity (50.0% similar) in 68 aa overlap (9-75:19-84) 
 
                         10        20        30        40        50 
AAD-12           AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
                         :.: ::  :. :.:.        .     :.:. : :.  .. 
gi|135 MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDV--KD 
               10        20        30        40        50           
 
                60        70        80                      
AAD-12 RFLE-GLVDWACQAPRVHAHQWAAGDVVVWD                      
        .:. :    :   :..   .: :.:                           
gi|135 LLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD 
       60        70        80        90       100       110 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 93.6  bits: 23.6 E():  3.1 
Smith-Waterman score: 56; 29.6% identity (53.7% similar) in 54 aa overlap (3-54:25-73) 
 
                                     10        20         30        
AAD-12                       AGSAYIGYGMDTTATPLRPLVKVHPET-GRPSLLIGRH 
                               .:  ::.  : :::  : . . : : . :.       
gi|249 MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPAT----- 
               10        20        30        40        50           
 
        40         50        60        70        80                 
AAD-12 AHAIP-GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD                 
         :.: :  ..: ....:                                           
gi|249 PAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGLA 
          60        70        80        90       100       110      
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 91.2  bits: 23.6 E():  4.2 
Smith-Waterman score: 56; 27.0% identity (55.6% similar) in 63 aa overlap (15-69:46-108) 
 
                               10        20           30            
AAD-12                 AGSAYIGYGMDTTATPLRPL---VKVHPETGRPSLL--IGRH-- 
                                     :::::    ...: ....:  :  .: .   
gi|253 IEEPEMIAPTPPGQFPHQQPISSPNRTSRNTPLRPESTEIETHHHANHPPALPVLGMQLP 
          20        30        40        50        60        70      
 
         40        50        60        70        80                 
AAD-12 -AHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD                 
          ..:  . :.:.  :.  .:   .::   .:                            
gi|253 VPGTVPESSRAQSRASLNLDIDLDLHAPSHPSHLSHGAPHEQEHAHEIQRHRAHSAQSSA 
          80        90       100       110       120       130      
 
gi|253 GLPPTGFASHLPPASSGPVSLGWNMYHVPPNLHLNANQFNFEVPGHMNVSGHPTHLEHSS 
         140       150       160       170       180       190      
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 89.3  bits: 22.6 E():  5.4 
Smith-Waterman score: 53; 43.8% identity (62.5% similar) in 16 aa overlap (55-70:27-42) 
 
           30        40        50        60        70        80     
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD     
                                     : :.:  : : .. ::               
gi|170     MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQ 
                   10        20        30        40        50       
 
gi|170 QTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQP 
         60        70        80        90       100       110       
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 86.7  bits: 22.6 E():  7.6 
Smith-Waterman score: 53; 24.4% identity (53.3% similar) in 45 aa overlap (2-43:349-393) 
 
                                            10        20        30  

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 6277



 

 

AAD-12                              AGSAYIGYGMDTTATPLRPLVKVHPETGRPS 
                                     :. ... :.: . :: .    .  : :. . 
gi|113 SKKNVLGRHGEAAAESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEPGESA 
      320       330       340       350       360       370         
 
              40           50        60        70        80 
AAD-12 LLIGRHAHAI---PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD 
       : .   : ..   ::                                      
gi|113 LSLTSSAGVLSCQPGAPC                                   
      380       390                                         
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 86.1  bits: 22.2 E():  8.2 
Smith-Waterman score: 52; 28.1% identity (59.4% similar) in 32 aa overlap (44-75:66-97) 
 
            20        30        40        50        60        70    
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     .:. . . : :: .. .   ::.  ::..  
gi|729 STLSLVTKADGKIDMTVDLISPVTKRASLKIDSKKYNLFHEGELSASIVNPRLSWHQYTK 
          40        50        60        70        80        90      
 
            80                                                      
AAD-12 GDVVVWD                                                      
        :                                                           
gi|729 RDSREYKSDVELSLRSSDIALKITMPDYNSKIHYSRQGDQINMDIDGTLIEGHAQGTIRE 
         100       110       120       130       140       150      
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 85.7  bits: 22.6 E():  8.6 
Smith-Waterman score: 53; 27.3% identity (54.5% similar) in 44 aa overlap (35-77:241-284) 
 
           10        20        30        40        50         60    
AAD-12 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF-LEGLVDWACQA 
                                     :  .... :::.: :: .  .   :   .  
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDKTYDLNFKE 
              220       230       240       250       260       270 
 
            70        80                                            
AAD-12 PRVHAHQWAAGDVVVWD                                            
          .. :  .:::.                                               
gi|144 ENNNGSQKISGDVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 84.9  bits: 21.9 E():  9.5 
Smith-Waterman score: 51; 36.1% identity (55.6% similar) in 36 aa overlap (1-31:21-56) 
 
                                     10           20        30      
AAD-12                     AGS--AYIGYGMDTTATP---LRPLVKVHPETGRPSLLIG 
                           :::  : .:::  : :.:     : . . :  ..:.     
gi|330 MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKAT 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD                
                                                                    
gi|330 TEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESS 
               70        80        90       100       110       120 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 84.8  bits: 22.5 E():  9.7 
Smith-Waterman score: 53; 27.0% identity (56.8% similar) in 37 aa overlap (43-78:441-477) 
 
             20        30        40        50         60        70  
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG-LVDWACQAPRVHAHQW 
                                     :. :.    .. : :.:  : .  .:. .  
gi|505 YQIAFSRGNRAFIAINLQKNQQNLQQKLHTGLPAGTYCDIISGNLIDNKCTGKSIHVDKN 
              420       430       440       450       460       470 
 
              80                  
AAD-12 AAGDVVVWD                  
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       . .:: :                    
gi|505 GQADVYVGHDEFDAFVAYHIGARIVS 
              480       490       
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 84.5  bits: 20.9 E():   10 
Smith-Waterman score: 48; 25.6% identity (53.5% similar) in 43 aa overlap (8-50:23-65) 
 
                              10        20        30        40      
AAD-12                AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                             ...:  ..::  :.:   :. .    .     :::. : 
gi|344 MTGVKTHLQHELKRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPD 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 AAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD                          
         ..:                                                        
gi|344 EFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDS 
               70        80        90       100       110       120 
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.9  bits: 21.6 E():   11 
Smith-Waterman score: 50; 32.1% identity (57.1% similar) in 28 aa overlap (4-31:1-28) 
 
               10        20        30        40        50        60 
AAD-12 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
          : .:::  : :.:    . . :  ..:.                              
gi|295    ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQKLIEKINAGFKAALAAAAGVP 
                  10        20        30        40        50        
 
               70        80                                         
AAD-12 CQAPRVHAHQWAAGDVVVWD                                         
                                                                    
gi|295 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
        60        70        80        90       100       110        
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.8  bits: 21.6 E():   11 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (4-54:1-43) 
 
               10        20        30        40        50        60 
AAD-12 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
          : .:::    :::  : .   : :  :.   :  :    :  ..: ....:       
gi|109    ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA---AGKATTEEQKLIEKINAGF 
                     10        20          30           40          
 
               70        80                                         
AAD-12 CQAPRVHAHQWAAGDVVVWD                                         
                                                                    
gi|109 KAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKL 
      50        60        70        80        90       100          
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.8  bits: 21.6 E():   11 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (4-54:1-43) 
 
               10        20        30        40        50        60 
AAD-12 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
          : .:::    :::  : .   : :  :.   :  :    :  ..: ....:       
gi|239    ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA---AGKATTEEQKLIEKINAGF 
                     10        20          30           40          
 
               70        80                                         
AAD-12 CQAPRVHAHQWAAGDVVVWD                                         
                                                                    
gi|239 KAALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKL 
      50        60        70        80        90       100          
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 83.1  bits: 21.6 E():   12 
Smith-Waterman score: 50; 32.1% identity (52.8% similar) in 53 aa overlap (3-54:25-68) 
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                                     10        20        30         
AAD-12                       AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                               .: .:::    :::  : .   : :  :.      : 
gi|398 MAVHQYTVALFLAVALVAGPAASYAADLGYG---PATPAAPAAGYTPAT--PA----APA 
               10        20        30           40              50  
 
       40         50        60        70        80                  
AAD-12 HAIP-GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD                  
       .: : :  ..: ....:                                            
gi|398 EAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGAASNKAFAEGLSG 
              60        70        80        90       100       110  
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 82.6  bits: 21.9 E():   13 
Smith-Waterman score: 51; 28.3% identity (51.7% similar) in 60 aa overlap (9-63:2-60) 
 
               10        20        30        40             50      
AAD-12 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG-----MDAAESERFLEG 
               :. : : :.  :. .   .:   :  : ::.:::.     :    :.. ... 
gi|581        MGFITKAIPIV-LAALSTVNGARILEAGPHAEAIPNKYIVVMKREVSDEAFNA 
                      10         20        30        40        50   
 
          60        70        80                                    
AAD-12 LVDWACQAPRVHAHQWAAGDVVVWD                                    
        . :  :.                                                     
gi|581 HTTWLSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRAYSGEFDDAMIKDISSHDDVDFI 
             60        70        80        90       100       110   
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 82.4  bits: 17.1 E():   13 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (37-42:8-13) 
 
         10        20        30        40        50        60       
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::: .:                         
gi|131                        GPVGGVVHAHMMPLL                       
                                      10                            
 
         70        80 
AAD-12 HAHQWAAGDVVVWD 
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 82.3  bits: 20.3 E():   13 
Smith-Waterman score: 46; 26.8% identity (58.5% similar) in 41 aa overlap (31-69:100-140) 
 
               10        20        30        40         50          
AAD-12 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
      60         70        80 
AAD-12 A-CQAPRVHAHQWAAGDVVVWD 
       . : . . : :            
gi|100 GYCGSHHHHHH            
     130       140            
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 82.1  bits: 21.2 E():   14 
Smith-Waterman score: 49; 43.8% identity (56.2% similar) in 16 aa overlap (55-70:8-23) 
 
           30        40        50        60        70        80     
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD     
                                     : :.:  : :  . ::               
gi|106                        NIQVDPSGQVQWPQQQPFPQPHQPFSQQPQQTFPQPQ 
                                      10        20        30        
 
gi|106 QTFPHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQP 
        40        50        60        70        80        90        
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>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 81.5  bits: 20.3 E():   15 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (34-76:1-44) 
 
            10        20        30        40        50         60   
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQ 
                                     .: ..:..   ... .:... :.: :     
gi|215                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
             70        80                                           
AAD-12 APRVHAHQWAAGDVVVWD                                           
        :..    . . ::                                               
gi|215 IPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 81.5  bits: 20.3 E():   15 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (34-76:1-44) 
 
            10        20        30        40        50         60   
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQ 
                                     .: ..:..   ... .:... :.: :     
gi|166                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
             70        80                                           
AAD-12 APRVHAHQWAAGDVVVWD                                           
        :..    . . ::                                               
gi|166 IPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Globin  (162 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 81.1  bits: 20.3 E():   15 
Smith-Waterman score: 46; 25.6% identity (62.8% similar) in 43 aa overlap (39-80:111-147) 
 
       10        20        30        40        50        60         
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                     :   :..::.  .:  .::..      ..: 
gi|121 VSFFTEVISLSGNQANLSAVYALVSKLGVDHKARGISAAQFGEFRTALVSY------LQA 
               90       100       110       120       130           
 
        70        80                
AAD-12 H-QWAAGDVVVWD                
       : .:. . ...:.                
gi|121 HVSWGDNVAAAWNHALDNTYAVALKSLE 
          140       150       160   
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 81.1  bits: 19.9 E():   15 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (6-23:24-41) 
 
                                 10        20        30        40   
AAD-12                   AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|144 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD                       
                                                                    
gi|144 IKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTASVGD 
               70        80        90       100       110       120 
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 81.1  bits: 19.9 E():   15 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (6-23:24-41) 
 
                                 10        20        30        40   
AAD-12                   AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
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gi|379 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD                       
                                                                    
gi|379 IKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTATVGD 
               70        80        90       100       110       120 
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 81.1  bits: 19.9 E():   15 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (6-23:24-41) 
 
                                 10        20        30        40   
AAD-12                   AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|121 MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSLSTFKNTE 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD                       
                                                                    
gi|121 IKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDG 
               70        80        90       100       110       120 
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 80.8  bits: 20.6 E():   16 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (38-75:156-194) 
 
        10        20        30        40        50        60        
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|833 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
         130       140       150       160       170       180      
 
         70        80            
AAD-12 HAHQWAAGDVVVWD            
       .. .:: ..                 
gi|833 NVINWAEAENRYIAGDKGGHPFMKL 
         190       200       210 
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.6  bits: 21.2 E():   16 
Smith-Waterman score: 49; 41.2% identity (70.6% similar) in 17 aa overlap (1-17:200-216) 
 
                                             10        20        30 
AAD-12                               AGSAYIGYGMDTTATPLRPLVKVHPETGRP 
                                     .:   .::..: :: :.              
gi|237 KNFHVIGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIY 
     170       180       190       200       210       220          
 
               40        50        60        70        80           
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD           
                                                                    
gi|237 TSIEYYGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAI 
     230       240       250       260       270       280          
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 80.4  bits: 20.6 E():   17 
Smith-Waterman score: 47; 21.7% identity (52.2% similar) in 46 aa overlap (2-44:62-107) 
 
                                            10        20            
AAD-12                              AGSAYIGYGMDTTATPLRPLVKVHPE---TG 
                                     :..:.: . .. :     . . . .   .: 
gi|201 DATPVLDVAGKELDSRLSYRIISTFWGALGGDVYLGKSPNSDAPCANGIFRYNSDVGPSG 
              40        50        60        70        80        90  
 
       30        40        50        60        70        80         
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD         
        :  .::  .:   :.                                             
gi|201 TPVRFIGSSSHFGQGIFENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTI 
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             100       110       120       130       140       150  
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 80.4  bits: 20.6 E():   17 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (38-75:167-205) 
 
        10        20        30        40        50        60        
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|164 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
        140       150       160       170       180       190       
 
         70        80            
AAD-12 HAHQWAAGDVVVWD            
       .. .:: ..                 
gi|164 NVINWAEAENRYIAGDKGGHPFMKL 
        200       210       220  
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 79.7  bits: 21.2 E():   19 
Smith-Waterman score: 49; 27.1% identity (55.9% similar) in 59 aa overlap (22-77:119-174) 
 
                        10        20        30        40         50 
AAD-12          AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESE 
                                     .::  .: : :..   .:.:  :..    . 
gi|908 LWIIFSKNLNIKLNMPLYIAGNKTIDGRGAEVHIGNGGPCLFMRTVSHVILHGLNIHGCN 
       90       100       110       120       130       140         
 
                 60        70        80                             
AAD-12 RFLEG--LVDWACQAPRVHAHQWAAGDVVVWD                             
         . :  :.. :  .  :::..   ::..                                
gi|908 TSVSGNVLISEASGVVPVHAQD---GDAITMRNVTDVWIDHNSLSDSSDGLVDVTLASTG 
      150       160       170          180       190       200      
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 79.2  bits: 19.6 E():   20 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (6-26:25-45) 
 
                                  10        20        30        40  
AAD-12                    AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                               .:. . :.:  :.:  .:  :                
gi|990 MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD                      
                                                                    
gi|990 EAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVVVTASCD 
               70        80        90       100       110       120 
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 78.8  bits: 19.3 E():   21 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (43-55:5-17) 
 
             20        30        40        50        60        70   
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA 
                                     :.:::: .  :.:                  
gi|208                           MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACG 
                                         10        20        30     
 
             80                                                     
AAD-12 AGDVVVWD                                                     
                                                                    
gi|208 LAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAGDVDGD 
           40        50        60        70        80        90     
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.7  bits: 20.2 E():   21 
Smith-Waterman score: 46; 21.0% identity (43.5% similar) in 62 aa overlap (3-64:39-100) 
 
                                           10        20        30   
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AAD-12                             AGSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                                     :::..::  .     . ::    . :  .  
gi|616 DLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCASQHGCHGD 
       10        20        30        40        50        60         
 
             40        50        60        70        80             
AAD-12 LIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD             
        : :  . :    ...   .     . .:. :                             
gi|616 TIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQT 
       70        80        90       100       110       120         
 
gi|616 HSAIAVIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
      130       140       150       160       170       180         
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.2  bits: 20.5 E():   22 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (4-31:1-31) 
 
               10           20        30        40        50        
AAD-12 AGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
          : .:::  : :.:     : . . :  ..:.                           
gi|217    ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAA 
                  10        20        30        40        50        
 
        60        70        80                                      
AAD-12 DWACQAPRVHAHQWAAGDVVVWD                                      
                                                                    
gi|217 GVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEG 
        60        70        80        90       100       110        
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.2  bits: 20.5 E():   22 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (4-31:1-31) 
 
               10           20        30        40        50        
AAD-12 AGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
          : .:::  : :.:     : . . :  ..:.                           
gi|217    ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAA 
                  10        20        30        40        50        
 
        60        70        80                                      
AAD-12 DWACQAPRVHAHQWAAGDVVVWD                                      
                                                                    
gi|217 GVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEG 
        60        70        80        90       100       110        
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.2  bits: 20.5 E():   22 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (4-31:1-31) 
 
               10           20        30        40        50        
AAD-12 AGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
          : .:::  : :.:     : . . :  ..:.                           
gi|217    ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAA 
                  10        20        30        40        50        
 
        60        70        80                                      
AAD-12 DWACQAPRVHAHQWAAGDVVVWD                                      
                                                                    
gi|217 GVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEG 
        60        70        80        90       100       110        
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.2  bits: 20.5 E():   22 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (4-31:1-31) 
 
               10           20        30        40        50        
AAD-12 AGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
          : .:::  : :.:     : . . :  ..:.                           
gi|217    ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAA 
                  10        20        30        40        50        
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        60        70        80                                      
AAD-12 DWACQAPRVHAHQWAAGDVVVWD                                      
                                                                    
gi|217 GVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEG 
        60        70        80        90       100       110        
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.2  bits: 20.5 E():   22 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (4-31:1-31) 
 
               10           20        30        40        50        
AAD-12 AGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
          : .:::  : :.:     : . . :  ..:.                           
gi|217    ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAA 
                  10        20        30        40        50        
 
        60        70        80                                      
AAD-12 DWACQAPRVHAHQWAAGDVVVWD                                      
                                                                    
gi|217 GVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEG 
        60        70        80        90       100       110        
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.2  bits: 20.5 E():   22 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (4-31:1-31) 
 
               10           20        30        40        50        
AAD-12 AGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
          : .:::  : :.:     : . . :  ..:.                           
gi|217    ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAA 
                  10        20        30        40        50        
 
        60        70        80                                      
AAD-12 DWACQAPRVHAHQWAAGDVVVWD                                      
                                                                    
gi|217 GVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEG 
        60        70        80        90       100       110        
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.2  bits: 20.5 E():   22 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (4-31:1-31) 
 
               10           20        30        40        50        
AAD-12 AGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
          : .:::  : :.:     : . . :  ..:.                           
gi|217    ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINAGFKAALAAAA 
                  10        20        30        40        50        
 
        60        70        80                                      
AAD-12 DWACQAPRVHAHQWAAGDVVVWD                                      
                                                                    
gi|217 GVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEG 
        60        70        80        90       100       110        
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.2  bits: 20.5 E():   22 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (4-31:1-31) 
 
               10           20        30        40        50        
AAD-12 AGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
          : .:::  : :.:     : . . :  ..:.                           
gi|217    ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINAGFKAALAAAA 
                  10        20        30        40        50        
 
        60        70        80                                      
AAD-12 DWACQAPRVHAHQWAAGDVVVWD                                      
                                                                    
gi|217 GVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEG 
        60        70        80        90       100       110        
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 6285



 

 

>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.2  bits: 20.5 E():   22 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (4-31:1-31) 
 
               10           20        30        40        50        
AAD-12 AGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
          : .:::  : :.:     : . . :  ..:.                           
gi|217    ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAA 
                  10        20        30        40        50        
 
        60        70        80                                      
AAD-12 DWACQAPRVHAHQWAAGDVVVWD                                      
                                                                    
gi|217 GVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEG 
        60        70        80        90       100       110        
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.2  bits: 20.5 E():   22 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (4-31:1-31) 
 
               10           20        30        40        50        
AAD-12 AGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
          : .:::  : :.:     : . . :  ..:.                           
gi|217    ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAA 
                  10        20        30        40        50        
 
        60        70        80                                      
AAD-12 DWACQAPRVHAHQWAAGDVVVWD                                      
                                                                    
gi|217 GVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEG 
        60        70        80        90       100       110        
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.2  bits: 20.5 E():   22 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (4-31:1-31) 
 
               10           20        30        40        50        
AAD-12 AGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
          : .:::  : :.:     : . . :  ..:.                           
gi|217    ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAA 
                  10        20        30        40        50        
 
        60        70        80                                      
AAD-12 DWACQAPRVHAHQWAAGDVVVWD                                      
                                                                    
gi|217 GVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEG 
        60        70        80        90       100       110        
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.2  bits: 20.5 E():   22 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (4-31:1-31) 
 
               10           20        30        40        50        
AAD-12 AGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
          : .:::  : :.:     : . . :  ..:.                           
gi|217    ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINAGFKAALAAAA 
                  10        20        30        40        50        
 
        60        70        80                                      
AAD-12 DWACQAPRVHAHQWAAGDVVVWD                                      
                                                                    
gi|217 GVPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEG 
        60        70        80        90       100       110        
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.2  bits: 20.5 E():   22 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (4-31:1-31) 
 
               10           20        30        40        50        
AAD-12 AGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
          : .:::  : :.:     : . . :  ..:.                           
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gi|217    ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAA 
                  10        20        30        40        50        
 
        60        70        80                                      
AAD-12 DWACQAPRVHAHQWAAGDVVVWD                                      
                                                                    
gi|217 GVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEG 
        60        70        80        90       100       110        
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 78.2  bits: 20.5 E():   22 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (4-31:1-31) 
 
               10           20        30        40        50        
AAD-12 AGSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
          : .:::  : :.:     : . . :  ..:.                           
gi|217    ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAA 
                  10        20        30        40        50        
 
        60        70        80                                      
AAD-12 DWACQAPRVHAHQWAAGDVVVWD                                      
                                                                    
gi|217 GVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEG 
        60        70        80        90       100       110        
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.0  bits: 21.2 E():   23 
Smith-Waterman score: 49; 33.3% identity (46.7% similar) in 30 aa overlap (7-36:90-119) 
 
                                       10        20        30       
AAD-12                         AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     : ::   . :  : .   :. :: .   :: 
gi|259 GVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGR 
      60        70        80        90       100       110          
 
         40        50        60        70        80                 
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD                 
                                                                    
gi|259 FQDRHQKIRRFRRGDIIAIPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLA 
     120       130       140       150       160       170          
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 77.0  bits: 21.5 E():   26 
Smith-Waterman score: 50; 29.4% identity (67.6% similar) in 34 aa overlap (10-42:598-629) 
 
                                    10        20         30         
AAD-12                      AGSAYIGYGMDTTATPLRPLVKVH-PETGRPSLLIGRHA 
                                     ....:.:.  ..:..  : : :. . :. : 
gi|729 TLTGAIDKTVAWIDENQTATKEEYEAEQKQLESVANPV--MMKIYGAEGGAPGGMPGQGA 
       570       580       590       600         610       620      
 
       40        50        60        70        80 
AAD-12 HAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD 
        : :                                       
gi|729 GAPPPGAGDDGPTVEEVD                         
         630       640                            
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 76.8  bits: 19.2 E():   27 
Smith-Waterman score: 43; 29.6% identity (66.7% similar) in 27 aa overlap (3-29:9-35) 
 
                     10        20        30        40        50     
AAD-12       AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
               ::.    . ..:.  : .:.:. ..::                          
gi|244 MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQSCQRQFEEQQRFRNCQRYVKQEV 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWD                                   
                                                                    
gi|244 QRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASEL 
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               70        80        90       100       110       120 
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 76.7  bits: 18.9 E():   27 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (37-74:20-57) 
 
         10        20        30        40        50        60       
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::  . . : :. :    :..:   .:  : 
gi|730            MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
         70        80                                               
AAD-12 HAHQWAAGDVVVWD                                               
          .  ::                                                     
gi|730 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 76.7  bits: 18.9 E():   27 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (37-74:20-57) 
 
         10        20        30        40        50        60       
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::  . . : :. :    :..:   .:  : 
gi|191            MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
         70        80                                               
AAD-12 HAHQWAAGDVVVWD                                               
          .  ::                                                     
gi|191 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 76.0  bits: 17.0 E():   29 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (42-59:8-25) 
 
              20        30        40        50        60        70  
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :. ....:..   :             
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA      
                                      10        20        30        
 
              80 
AAD-12 AAGDVVVWD 
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 75.5  bits: 20.5 E():   31 
Smith-Waterman score: 47; 24.4% identity (48.9% similar) in 45 aa overlap (2-43:345-389) 
 
                                            10        20        30  
AAD-12                              AGSAYIGYGMDTTATPLRPLVKVHPETGRPS 
                                     :. ..  :.: . :: .    .  : :.   
gi|113 KKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMIPAEPGEAV 
          320       330       340       350       360       370     
 
              40           50        60        70        80 
AAD-12 LLIGRHAHAI---PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD 
       : .   : ..   ::                                      
gi|113 LRLTSSAGVLSCQPGAPC                                   
          380       390                                     
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.4  bits: 20.5 E():   32 
Smith-Waterman score: 47; 22.6% identity (54.8% similar) in 31 aa overlap (2-32:350-380) 
 
                                            10        20        30  
AAD-12                              AGSAYIGYGMDTTATPLRPLVKVHPETGRPS 
                                     :. ..  : : . ::..    .  : :. . 
gi|166 IKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAA 
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     320       330       340       350       360       370          
 
              40        50        60        70        80 
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD 
       .                                                 
gi|166 IKLTSSAGVFSCRPGAPC                                
     380       390                                       
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 75.4  bits: 20.5 E():   32 
Smith-Waterman score: 47; 22.6% identity (54.8% similar) in 31 aa overlap (2-32:350-380) 
 
                                            10        20        30  
AAD-12                              AGSAYIGYGMDTTATPLRPLVKVHPETGRPS 
                                     :. ..  : : . ::..    .  : :. . 
gi|113 IKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAA 
     320       330       340       350       360       370          
 
              40        50        60        70        80 
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD 
       .                                                 
gi|113 IKLTSSAGVFSCHPGAPC                                
     380       390                                       
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 75.3  bits: 17.0 E():   32 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (42-59:8-25) 
 
              20        30        40        50        60        70  
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :. ....:..   :             
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK   
                                      10        20        30        
 
              80 
AAD-12 AAGDVVVWD 
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 74.8  bits: 18.9 E():   34 
Smith-Waterman score: 42; 24.4% identity (56.1% similar) in 41 aa overlap (31-70:100-140) 
 
               10        20        30        40         50          
AAD-12 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
      60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWD 
       .  .   : :.           
gi|100 GYYVGSHHHHHH          
     130       140           
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 74.7  bits: 20.2 E():   35 
Smith-Waterman score: 46; 27.6% identity (55.2% similar) in 58 aa overlap (23-77:99-153) 
 
                       10        20        30        40         50  
AAD-12         AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
                60        70        80                              
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWD                              
        . :  ::. .  .  :::..   ::..                                 
gi|908 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
      130       140          150       160       170       180      
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  46  Z-score: 74.7  bits: 20.2 E():   35 
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Smith-Waterman score: 46; 27.6% identity (55.2% similar) in 58 aa overlap (23-77:100-154) 
 
                       10        20        30        40         50  
AAD-12         AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
                60        70        80                              
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWD                              
        . :  ::. .  .  :::..   ::..                                 
gi|118 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     130       140       150          160       170       180       
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.6  bits: 20.2 E():   35 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (6-15:284-293) 
 
                                        10        20        30      
AAD-12                          AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
          40        50        60        70        80 
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD 
                                                     
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET        
           320       330       340       350         
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 74.4  bits: 18.9 E():   36 
Smith-Waterman score: 42; 27.8% identity (66.7% similar) in 36 aa overlap (38-73:28-62) 
 
        10        20        30        40        50        60        
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     :.: :...: : ... .:  : .    ... 
gi|157    MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQA-EFRQLANGAPDKTEAEIEAQ 
                  10        20        30         40        50       
 
        70        80                                                
AAD-12 AHQWAAGDVVVWD                                                
        .::.:                                                       
gi|157 IEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPAAKAADARLSAIASNRA 
         60        70        80        90       100       110       
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 74.3  bits: 18.2 E():   37 
Smith-Waterman score: 40; 30.0% identity (50.0% similar) in 30 aa overlap (30-59:13-42) 
 
               10        20        30        40        50        60 
AAD-12 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
                                    :. :.    .. ::   :: :   .:  .:  
gi|144                  VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWE 
                                10        20        30        40    
 
               70        80                                  
AAD-12 CQAPRVHAHQWAAGDVVVWD                                  
                                                             
gi|144 PLTKKGNLWEVKSSKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
            50        60        70        80        90       
 
>>gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 74.2  bits: 20.2 E():   37 
Smith-Waterman score: 46; 27.6% identity (55.2% similar) in 58 aa overlap (23-77:120-174) 
 
                       10        20        30        40         50  
AAD-12         AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHSCNT 
      90       100       110       120       130       140          
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                60        70        80                              
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWD                              
        . :  ::. .  .  :::..   ::..                                 
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLPDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.0  bits: 18.9 E():   38 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (34-57:1-24) 
 
            10        20        30        40        50        60    
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|892                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
            70        80                                            
AAD-12 PRVHAHQWAAGDVVVWD                                            
                                                                    
gi|892 IPKAAPGAYKSVEVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.0  bits: 18.9 E():   38 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (34-57:1-24) 
 
            10        20        30        40        50        60    
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|215                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
            70        80                                            
AAD-12 PRVHAHQWAAGDVVVWD                                            
                                                                    
gi|215 IPKAATGAYKSVEVKGDGGAGTVRIITLPEGSPITTMTVRTDAVNKEALSYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 74.0  bits: 19.8 E():   38 
Smith-Waterman score: 45; 46.7% identity (80.0% similar) in 15 aa overlap (62-75:207-221) 
 
              40        50        60         70        80           
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAP-RVHAHQWAAGDVVVWD           
                                     :.: :..  .::.::                
gi|287 WTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAGGDPSNPKGTIEWAGGLT 
        180       190       200       210       220       230       
 
gi|287 DYSAGPYTMYVKSVRIENANPAESYTYSDNSGSWQSIKFDGSVDISSSSSVTSSTTSTAS 
        240       250       260       270       280       290       
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.5  bits: 20.5 E():   40 
Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (28-50:344-366) 
 
                  10        20        30        40        50        
AAD-12    AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
           320       330       340       350       360       370    
 
        60        70        80                                      
AAD-12 DWACQAPRVHAHQWAAGDVVVWD                                      
                                                                    
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 72.9  bits: 17.9 E():   44 
Smith-Waterman score: 39; 22.7% identity (40.9% similar) in 22 aa overlap (58-79:45-66) 
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        30        40        50        60        70        80        
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD        
                                     .:  .:  ..   : :     :         
gi|323 QYGYCGTTADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFC 
           20        30        40        50        60        70     
 
gi|323 GPAGPRCLRTNAAVTVR 
           80        90  
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 72.8  bits: 19.8 E():   44 
Smith-Waterman score: 45; 28.6% identity (51.4% similar) in 35 aa overlap (37-71:258-291) 
 
         10        20        30        40        50        60       
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     :...:    .  : :  .  : :. :  :. 
gi|510 IGENIIGHLLIVFDGGKSQPACSWYDVPCSHSESIVYATGMVSGRCQHLAVPWTAQQ-RI 
       230       240       250       260       270       280        
 
         70        80                                               
AAD-12 HAHQWAAGDVVVWD                                               
       .  ::                                                        
gi|510 NPIQWKFWRVFTSNIPAYPTSDTTNCVVLNTNVFKNDNTFEGEYHAFPDCARNLFKCRQQ 
        290       300       310       320       330       340       
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 72.8  bits: 19.5 E():   45 
Smith-Waterman score: 44; 27.8% identity (52.8% similar) in 36 aa overlap (14-49:64-96) 
 
                                10        20        30        40    
AAD-12                  AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                                     :  .. .  . :.  ::   . . :  .:  
gi|481 AGKATTEEQKLIEDINVGFKAAVAARQRPAADKFKTFEAASPRHPRP---LRQGAGLVPK 
            40        50        60        70        80           90 
 
            50        60        70        80                        
AAD-12 MDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD                        
       .::: :                                                       
gi|481 LDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGE 
              100       110       120       130       140       150 
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.5  bits: 18.5 E():   46 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (13-20:34-41) 
 
                                 10        20        30        40   
AAD-12                   AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
             50        60        70        80                       
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD                       
                                                                    
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.4  bits: 19.8 E():   46 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (27-43:225-240) 
 
                   10        20        30        40        50       
AAD-12     AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
         60        70        80                                     
AAD-12 VDWACQAPRVHAHQWAAGDVVVWD                                     
                                                                    

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 6292



 

 

gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 72.4  bits: 19.8 E():   46 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (27-43:225-240) 
 
                   10        20        30        40        50       
AAD-12     AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
         60        70        80                                     
AAD-12 VDWACQAPRVHAHQWAAGDVVVWD                                     
                                                                    
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 72.3  bits: 16.3 E():   47 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (42-59:8-25) 
 
              20        30        40        50        60        70  
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :  ....:..   :             
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA      
                                      10        20        30        
 
              80 
AAD-12 AAGDVVVWD 
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 72.3  bits: 18.5 E():   47 
Smith-Waterman score: 46; 25.7% identity (48.6% similar) in 70 aa overlap (9-78:55-118) 
 
                                     10        20        30         
AAD-12                       AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :  .:.  . :. : :   :  .    ::: 
gi|160 DGPTTVTGNLSGLKPGLHGFHAHALGDTTNGCMSTGPHFNPVGKEHGAPGDEN----RHA 
           30        40        50        60        70            80 
 
       40        50        60        70        80                   
AAD-12 HAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD                   
         . .. ..:.     ..::   : : .  :.  .  :::                     
gi|160 GDLGNITVGEDGTAAINIVD--KQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGN 
               90       100         110       120       130         
 
gi|160 AGGRVACGIIGLQG 
      140       150   
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 72.2  bits: 20.1 E():   48 
Smith-Waterman score: 46; 57.1% identity (78.6% similar) in 14 aa overlap (6-18:229-242) 
 
                                        10         20        30     
AAD-12                          AGSAYIGYGMDT-TATPLRPLVKVHPETGRPSLLI 
                                     .:.:::: ::  .:                 
gi|303 RGERYGLRGGQQILADNVFKGFNMEALADVLGFGMDTETARKVRGEDDQRGHIVRVEQGL 
      200       210       220       230       240       250         
 
           40        50        60        70        80               
AAD-12 GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD               
                                                                    
gi|303 KVIRPPRIREELEQQEGGGYNGLEETICSATFIQNIDNPAEADFYNPRAGRLTTVNSLKV 
      260       270       280       290       300       310         
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 72.1  bits: 19.5 E():   48 
Smith-Waterman score: 44; 47.4% identity (63.2% similar) in 19 aa overlap (48-63:72-90) 
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        20        30        40        50           60        70     
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW---ACQAPRVHAHQWAAG 
                                     :.. ::   :::   ::.:            
gi|144 TISKQVVFLIHGFLSTGNNENFVAMSKALIEKDDFLVISVDWKKGACNAFASTKDALGYS 
              50        60        70        80        90       100  
 
           80                                                       
AAD-12 DVVVWD                                                       
                                                                    
gi|144 KAVGNTRHVGKFVADFTKLLVEKYKVLISNIRLIGHSLGAHTSGFAGKEVQKLKLGKYKE 
             110       120       130       140       150       160  
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.8  bits: 19.2 E():   50 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (57-70:29-42) 
 
         30        40        50        60        70        80       
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD       
                                     :.:  : :  . ::                 
gi|170   MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQT 
                 10        20        30        40        50         
 
gi|170 FPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQ 
       60        70        80        90       100       110         
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 71.7  bits: 19.5 E():   51 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (26-69:254-299) 
 
                    10        20        30          40        50    
AAD-12      AGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
            60        70        80       
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWD       
        .. :   . :.:. :                  
gi|261 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFS 
           290       300       310       
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 71.7  bits: 19.8 E():   51 
Smith-Waterman score: 45; 46.7% identity (80.0% similar) in 15 aa overlap (62-75:197-211) 
 
              40        50        60         70        80           
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAP-RVHAHQWAAGDVVVWD           
                                     :.: :..  .::.::                
gi|855 WTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAGGDPSNPKGTIEWAGGLT 
        170       180       190       200       210       220       
 
gi|855 DYSAGPYTMYVKSVRIENANPAESYTYSDNSGSWQSIKFDGSVDISSSSSVTSSTTSTAS 
        230       240       250       260       270       280       
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.7  bits: 18.2 E():   51 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (6-23:25-42) 
 
                                  10        20        30        40  
AAD-12                    AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                               .:. . :.:  ..: ..:                   
gi|144 MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD                      
                                                                    
gi|144 EIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVEVTASVD 
               70        80        90       100       110       120 
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
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 initn:  34 init1:  34 opt:  34  Z-score: 71.5  bits: 16.3 E():   52 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (42-59:8-25) 
 
              20        30        40        50        60        70  
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :  ....:..   :             
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK   
                                      10        20        30        
 
              80 
AAD-12 AAGDVVVWD 
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 71.3  bits: 20.1 E():   53 
Smith-Waterman score: 46; 22.4% identity (57.1% similar) in 49 aa overlap (27-71:15-63) 
 
               10        20        30        40        50           
AAD-12 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV--- 
                                 :. : :. . :  : : ..:...... .. .    
gi|601             MRGALAGLSLATLATASPVLVNSIHNDAAPIISASNAKEIADNYMIKF 
                           10        20        30        40         
 
         60        70        80                                     
AAD-12 -DWACQAPRVHAHQWAAGDVVVWD                                     
        : . :   .. : :                                              
gi|601 KDHVTQNLAAEHHGWVQDLHEKTQVAKTELRKRSQSPMVDDIFNGLKHTYNIAGGLMGYA 
       50        60        70        80        90       100         
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 71.2  bits: 18.2 E():   54 
Smith-Waterman score: 40; 25.7% identity (60.0% similar) in 35 aa overlap (31-64:100-134) 
 
               10        20        30        40         50          
AAD-12 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|105 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
      60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWD 
       .  .:                 
gi|105 GYWVPSSNS             
     130                     
 
>>gi|4587985|gb|AAD25927.1|AF084828_1 major allergenic p  (342 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 71.1  bits: 19.5 E():   55 
Smith-Waterman score: 49; 24.1% identity (56.9% similar) in 58 aa overlap (1-56:134-186) 
 
                                             10        20           
AAD-12                               AGSAYIGYGMDTTATPLRPLVKVHPETG-- 
                                     : .::::   . . . .  ...:  ..:   
gi|458 MPRKPGMTRDDLFNSNASIVRDLAKVVAKVAPKAYIGVISNPVNSTVPIVAEVFKKAGVY 
           110       120       130       140       150       160    
 
       30        40        50        60        70        80         
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD         
        :. :.:     .  .:....  :: :.                                 
gi|458 DPKRLFG-----VTTLDTTRAATFLSGIAGSDPQTTNVPVIGGHSGVTIVPLISQAAQGD 
           170            180       190       200       210         
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 71.0  bits: 15.6 E():   56 
Smith-Waterman score: 34; 47.4% identity (52.6% similar) in 19 aa overlap (1-19:7-24) 
 
                     10        20        30        40        50     
AAD-12       AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
             :  :  : :. : :::  :                                    
gi|751 DLGYAPATPAAPGAGY-TPATPAAP                                    
               10         20                                        
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
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 initn:  51 init1:  51 opt:  51  Z-score: 70.9  bits: 21.7 E():   56 
Smith-Waterman score: 52; 25.5% identity (52.9% similar) in 51 aa overlap (6-56:798-844) 
 
                                        10        20        30      
AAD-12                          AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:: .:. :.   :.. .. .  . :::.  
gi|203 GEKGDRNIRMNGGVVAGLYGKMKLMVKDHKMGYEYDAKAS-YTPMIDMNVQKQEHSLLV- 
       770       780       790       800        810       820       
 
          40        50        60        70        80                
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD                
            .  ::     :: ..:                                        
gi|203 --RFNMKDMDQHTVMRFKQSLREKRATGEEKDYENEITPDARSDRCFSFFLLDYCRKASH 
           830       840       850       860       870       880    
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.9  bits: 18.2 E():   56 
Smith-Waterman score: 43; 25.9% identity (46.3% similar) in 54 aa overlap (29-74:88-141) 
 
                 10        20        30        40               50  
AAD-12   AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-------IPGMDAAESER 
                                     :   .:::..:        .::     ..  
gi|189 AGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRD 
        60        70        80        90       100       110        
 
              60         70        80 
AAD-12 FLEGLVDWA-CQAPRVHAHQWAAGDVVVWD 
       : . ::  . :..  ::   .  :       
gi|189 FAKVLVTPGQCNVLTVHNAPYCLGLDI    
       120       130       140        
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.8  bits: 18.5 E():   57 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (36-52:17-30) 
 
          10        20        30        40        50        60      
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|212               VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                             10        20           30        40    
 
          70        80                                              
AAD-12 VHAHQWAAGDVVVWD                                              
                                                                    
gi|212 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
            50        60        70        80        90       100    
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.8  bits: 18.2 E():   57 
Smith-Waterman score: 40; 26.7% identity (60.0% similar) in 30 aa overlap (16-45:115-144) 
 
                              10        20        30        40      
AAD-12                AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::   .:. ...  ..:    :.: 
gi|217 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
          50        60        70        80 
AAD-12 AAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD 
                                           
gi|217 I                                   
                                           
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.8  bits: 18.2 E():   57 
Smith-Waterman score: 41; 26.0% identity (48.0% similar) in 50 aa overlap (33-74:93-142) 
 
             10        20        30        40               50      
AAD-12 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-------IPGMDAAESERFLEG 
                                     .:::..:        .::     .. : .  
gi|439 SSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKV 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 6296



 

 

             70        80        90       100       110       120   
 
          60         70        80 
AAD-12 LVDWA-CQAPRVHAHQWAAGDVVVWD 
       ::  . :..  ::   .  :       
gi|439 LVTPGQCNVLTVHNAPYCLGLDI    
            130       140         
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.8  bits: 18.5 E():   57 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (36-52:18-31) 
 
          10        20        30        40        50        60      
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|144              AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
          70        80                                              
AAD-12 VHAHQWAAGDVVVWD                                              
                                                                    
gi|144 LTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.8  bits: 18.5 E():   57 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (36-52:18-31) 
 
          10        20        30        40        50        60      
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|116              AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
          70        80                                              
AAD-12 VHAHQWAAGDVVVWD                                              
                                                                    
gi|116 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.7  bits: 19.8 E():   57 
Smith-Waterman score: 45; 38.9% identity (72.2% similar) in 18 aa overlap (35-52:241-258) 
 
           10        20        30        40        50        60     
AAD-12 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                     :  .... :::.: :: .             
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDQTYDLNFKE 
              220       230       240       250       260       270 
 
           70        80                                             
AAD-12 RVHAHQWAAGDVVVWD                                             
                                                                    
gi|144 ENNNGSQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.7  bits: 21.4 E():   58 
Smith-Waterman score: 50; 44.4% identity (63.0% similar) in 27 aa overlap (30-55:636-662) 
 
                10        20        30         40        50         
AAD-12  AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVD 
                                     :: : : : : .:::  . ..:  :.:    
gi|278 SRGPSGPPGPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIG 
         610       620       630       640       650       660      
 
       60        70        80                                       
AAD-12 WACQAPRVHAHQWAAGDVVVWD                                       
                                                                    
gi|278 SPGRDGARGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAG 
         670       680       690       700       710       720      
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>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.6  bits: 15.6 E():   58 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (13-19:5-11) 
 
               10        20        30        40        50        60 
AAD-12 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
                   : .:.::                                          
gi|751         TKSQTHVPIRPNKLVLKVQKDRATN                            
                       10        20                                 
 
>>gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.5  bits: 19.5 E():   59 
Smith-Waterman score: 44; 27.6% identity (55.2% similar) in 58 aa overlap (23-77:120-174) 
 
                       10        20        30        40         50  
AAD-12         AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
                60        70        80                              
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWD                              
        . :  ::. .  .  :::..   ::..                                 
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
>>gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.5  bits: 19.5 E():   59 
Smith-Waterman score: 44; 27.6% identity (55.2% similar) in 58 aa overlap (23-77:120-174) 
 
                       10        20        30        40         50  
AAD-12         AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
                60        70        80                              
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWD                              
        . :  ::. .  .  :::..   ::..                                 
gi|810 SVLGNVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.5  bits: 19.5 E():   59 
Smith-Waterman score: 44; 27.6% identity (55.2% similar) in 58 aa overlap (23-77:120-174) 
 
                       10        20        30        40         50  
AAD-12         AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|151 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
                60        70        80                              
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWD                              
        . :  ::. .  .  :::..   ::..                                 
gi|151 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
>>gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.5  bits: 19.5 E():   59 
Smith-Waterman score: 44; 27.6% identity (55.2% similar) in 58 aa overlap (23-77:120-174) 
 
                       10        20        30        40         50  
AAD-12         AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLEMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
                60        70        80                              
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWD                              

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 6298



 

 

        . :  ::. .  .  :::..   ::..                                 
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
>>gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 70.5  bits: 19.5 E():   59 
Smith-Waterman score: 44; 27.6% identity (55.2% similar) in 58 aa overlap (23-77:120-174) 
 
                       10        20        30        40         50  
AAD-12         AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
                60        70        80                              
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWD                              
        . :  ::. .  .  :::..   ::..                                 
gi|810 SVLGNVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.4  bits: 18.5 E():   60 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (36-52:27-40) 
 
          10        20        30        40        50        60      
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|194     MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEA 
                   10        20        30           40        50    
 
          70        80                                              
AAD-12 VHAHQWAAGDVVVWD                                              
                                                                    
gi|194 LTQYKCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVL 
            60        70        80        90       100       110    
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.3  bits: 19.5 E():   61 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (26-69:290-335) 
 
                    10        20        30          40        50    
AAD-12      AGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
            60        70        80                             
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWD                             
        .. :   . :.:. :                                        
gi|124 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.3  bits: 19.5 E():   61 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (26-69:290-335) 
 
                    10        20        30          40        50    
AAD-12      AGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
            60        70        80                             
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWD                             
        .. :   . :.:. :                                        
gi|268 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.3  bits: 19.5 E():   61 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (26-69:290-335) 
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                    10        20        30          40        50    
AAD-12      AGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
            60        70        80                             
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWD                             
        .. :   . :.:. :                                        
gi|124 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.3  bits: 15.6 E():   61 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (25-35:10-20) 
 
               10        20        30        40        50        60 
AAD-12 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
                               :.:  :..: :                          
gi|147                AKITFTNNXPNTVWPGILTGFGQKPQ                    
                              10        20                          
 
               70        80 
AAD-12 CQAPRVHAHQWAAGDVVVWD 
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.1  bits: 19.1 E():   62 
Smith-Waterman score: 43; 27.8% identity (55.6% similar) in 36 aa overlap (6-41:234-269) 
 
                                        10        20        30      
AAD-12                          AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::  ..   .: . :.:   :.. :  .:  
gi|324 DPRTLNKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVIL 
           210       220       230       240       250       260    
 
          40        50        60        70        80 
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD 
         .::.                                        
gi|324 SISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV 
           270       280       290       300         
 
>>gi|69552|pir||MEHB2 melittin, minor - honeybee          (27 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.0  bits: 15.6 E():   63 
Smith-Waterman score: 32; 30.8% identity (61.5% similar) in 13 aa overlap (53-65:13-25) 
 
             30        40        50        60        70        80 
AAD-12 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD 
                                     : .:..:  .  :                
gi|695                   GIGAVLKVLTTGLPALISWISRKKRQQ              
                                 10        20                     
 
>>gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-termi  (34 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 69.9  bits: 15.9 E():   64 
Smith-Waterman score: 33; 25.0% identity (58.3% similar) in 24 aa overlap (42-65:8-31) 
 
              20        30        40        50        60        70  
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     : . :.   ..::. . .  . ::       
gi|691                        AIGDKPGPKITATYXXKWLEAKATFYGSNPRGAA    
                                      10        20        30        
 
              80 
AAD-12 AAGDVVVWD 
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.8  bits: 19.5 E():   64 
Smith-Waterman score: 44; 24.4% identity (44.4% similar) in 45 aa overlap (2-43:349-393) 
 
                                            10        20        30  
AAD-12                              AGSAYIGYGMDTTATPLRPLVKVHPETGRPS 
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                                     :. ... : :   :: .    .  : :    
gi|625 MKKNVLVRADAPHTESMKWNWRSEKDLLENGAIFVASGCDPHLTPEQKSHLIPAEPGSAV 
      320       330       340       350       360       370         
 
                 40        50        60        70        80 
AAD-12 LLIGRHA---HAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD 
       : .   :   . .::                                      
gi|625 LQLTSCAGTLKCVPGKPC                                   
      380       390                                         
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 69.7  bits: 19.8 E():   65 
Smith-Waterman score: 45; 23.5% identity (58.8% similar) in 51 aa overlap (4-51:265-315) 
 
                                          10        20         30   
AAD-12                            AGSAYIGYGMDTTATPLRPLVKVHPETG-RPSL 
                                     : .. :..:..  . ::.: .     . :  
gi|144 AVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGGVMTPLIKRNTTIPTKKSE 
          240       250       260       270       280       290     
 
             40          50        60        70        80           
AAD-12 LIGRHAHAIPG--MDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD           
        .. ..   ::  ... :.::                                        
gi|144 TFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAPRGVPQIEVTFDLDANGIM 
          300       310       320       330       340       350     
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 69.7  bits: 15.0 E():   66 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (10-17:10-17) 
 
               10        20        30        40        50        60 
AAD-12 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
                :.:  :::                                            
gi|244 IGNEDCTPWMSTLITPLP                                           
               10                                                   
 
>>gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia mutic  (284 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 68.9  bits: 18.8 E():   72 
Smith-Waterman score: 42; 36.8% identity (73.7% similar) in 19 aa overlap (36-54:63-80) 
 
          10        20        30        40        50        60      
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     .:: ..  ..::: .:. :            
gi|219 EDSKAKIEEDLTSLQKKYTNLENEFDQVNEKHADSVAKLEAAE-KRLTETEDEIKGYTRK 
             40        50        60        70         80        90  
 
          70        80                                              
AAD-12 VHAHQWAAGDVVVWD                                              
                                                                    
gi|219 IQLLEDDLERTQTKLDEATGKLEEATKSADESERGRKVLESRSLADDDRIDGLEKQVKDA 
             100       110       120       130       140       150  
 
>>gi|289064179|gb|ADC80503.1| non-specific lipid transfe  (118 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.8  bits: 17.5 E():   73 
Smith-Waterman score: 38; 66.7% identity (88.9% similar) in 9 aa overlap (38-46:81-89) 
 
        10        20        30        40        50        60        
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     : ::::..:                      
gi|289 ASCCSGVRSLNAAAKTTPDRQAVCNCLKSAAGAIPGFNANNAGILPGKCGVSIPYKISTS 
               60        70        80        90       100       110 
 
        70        80 
AAD-12 AHQWAAGDVVVWD 
                     
gi|289 TNCATIKF      
                     
 
>>gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Thauma  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 68.8  bits: 14.9 E():   74 
Smith-Waterman score: 30; 66.7% identity (83.3% similar) in 6 aa overlap (38-43:15-20) 
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        10        20        30        40        50        60        
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     : :.::                         
gi|680                 ATFNFINNCPFTVWAAAVPG                         
                               10        20                         
 
        70        80 
AAD-12 AHQWAAGDVVVWD 
 
>>gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} [De  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 68.8  bits: 14.9 E():   74 
Smith-Waterman score: 30; 45.5% identity (72.7% similar) in 11 aa overlap (40-50:1-11) 
 
      10        20        30        40        50        60          
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                     :. :.::  .:                    
gi|404                               AVGGQDADLAEAPFQISLLK           
                                             10        20           
 
      70        80 
AAD-12 QWAAGDVVVWD 
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 68.6  bits: 17.2 E():   75 
Smith-Waterman score: 37; 38.9% identity (50.0% similar) in 18 aa overlap (42-59:25-42) 
 
              20        30        40        50        60        70  
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     ::   :: :   .:  .:             
gi|126       TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTKKGNLWEV 
                     10        20        30        40        50     
 
              80                                   
AAD-12 AAGDVVVWD                                   
                                                   
gi|126 KSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
           60        70        80        90        
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.9  bits: 18.1 E():   82 
Smith-Waterman score: 40; 34.5% identity (51.7% similar) in 29 aa overlap (2-30:139-165) 
 
                                            10        20        30  
AAD-12                              AGSAYIGYGMDTTATPLRPLVKVHPETGRPS 
                                     :  :.  :. :. . :  : .::   : :  
gi|116 KYAGVFVSTGTLGGGQETTAITSMSTLVDHGFIYVPLGYKTAFSMLANLDEVH--GGSPW 
      110       120       130       140       150       160         
 
              40        50        60        70        80 
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD 
                                                         
gi|116 GAGTFSAGDGSRQPSELELNIAQAQGKAFYEAVAKAHQ            
        170       180       190       200                
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.8  bits: 19.1 E():   83 
Smith-Waterman score: 43; 35.5% identity (54.8% similar) in 31 aa overlap (12-42:3-32) 
 
               10        20        30        40        50        60 
AAD-12 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
                  : : :.  :. .   .:   :  : ::..::                   
gi|238          FITKAIPIV-LAALSAVNGAKILEAGPHAETIPNKYIVVMKKDVSDEAFST 
                         10        20        30        40        50 
 
               70        80                                         
AAD-12 CQAPRVHAHQWAAGDVVVWD                                         
                                                                    
gi|238 HTTWLSQNLNRRLMRRSGSSKAMAGMQNKYSLGGIFRAYSGEFDDAMIKDISNHDDVDYI 
               60        70        80        90       100       110 
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>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 18.1 E():   84 
Smith-Waterman score: 40; 38.5% identity (42.3% similar) in 26 aa overlap (7-32:60-85) 
 
                                       10        20        30       
AAD-12                         AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     :  :  :  :  : ::.   :  : :     
gi|613 CLEYSNVGFTDAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIA 
      30        40        50        60        70        80          
 
         40        50        60        70        80                 
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD                 
                                                                    
gi|613 QRWANQCTFEHDACRNVERFAVGQNIAATSSSGKNKSTLSDMILLWYNEVKDFDNRWISS 
      90       100       110       120       130       140          
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.5  bits: 18.5 E():   86 
Smith-Waterman score: 41; 37.5% identity (81.2% similar) in 16 aa overlap (41-56:1-16) 
 
               20        30        40        50        60        70 
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                     .::..:.. : .:. :               
gi|857                               MPGQQATKHESLLDQLSLKGKVVVVTGASG 
                                             10        20        30 
 
               80                                                   
AAD-12 WAAGDVVVWD                                                   
                                                                    
gi|857 PKGMGIEAARGCAEMGAAVAITYASRAQGAEENVKELEKTYGIKAKAYKCQVDSYESCEK 
               40        50        60        70        80        90 
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.4  bits: 17.2 E():   87 
Smith-Waterman score: 37; 41.2% identity (58.8% similar) in 17 aa overlap (35-51:82-98) 
 
           10        20        30        40        50        60     
AAD-12 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                     :  :.: :  . :: :.              
gi|215 NELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMGFGLFD 
              60        70        80        90       100       110  
 
           70        80 
AAD-12 RVHAHQWAAGDVVVWD 
 
>>gi|190684057|gb|ACE82289.1| glutathione transferase [T  (222 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 67.2  bits: 18.1 E():   89 
Smith-Waterman score: 40; 32.4% identity (59.5% similar) in 37 aa overlap (14-46:50-86) 
 
                                10        20        30              
AAD-12                  AGSAYIGYGMDTTATPLRPLVKVHPETGRP---SLLIGRHAH- 
                                     :.:..  . :  . :::   ::.: .. .  
gi|190 RVRIALAEKGLPYEYAEEDLMAGKSDRLLRANPVHKKIPVLLHDGRPVNESLIILQYLED 
      20        30        40        50        60        70          
 
      40        50        60        70        80                    
AAD-12 AIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD                    
       :.:   :                                                      
gi|190 AFPDAPALLPSDPYARAQARFWADYVDKKVYDCGSRLWKLKGEPQAQARAEMLDILKTLD 
      80        90       100       110       120       130          
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.8 E():   89 
Smith-Waterman score: 39; 35.3% identity (70.6% similar) in 17 aa overlap (5-21:118-134) 
 
                                         10        20        30     
AAD-12                           AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI 
                                     :. . :...: : . ::              
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
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           40        50        60        70        80 
AAD-12 GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD 
                                                      
gi|195 ALEKFDKALKALPMHIRLSFNPTQLEEQCHI                
       150       160       170                        
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.8 E():   94 
Smith-Waterman score: 39; 23.8% identity (42.9% similar) in 21 aa overlap (59-79:70-90) 
 
       30        40        50        60        70        80         
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD         
                                     :  .:  ..   : :.    :          
gi|283 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
      40        50        60        70        80        90          
 
gi|283 CGPVGAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
     100       110       120       130       140       150          
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.8  bits: 17.2 E():   94 
Smith-Waterman score: 37; 26.7% identity (56.7% similar) in 30 aa overlap (16-45:90-119) 
 
                              10        20        30        40      
AAD-12                AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ...  ..:    :.: 
gi|253 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNAPYCLGLD 
      60        70        80        90       100       110          
 
          50        60        70        80 
AAD-12 AAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD 
                                           
gi|253 I                                   
     120                                   
 
>>gi|14424466|sp|P35778.2|VA3_SOLIN RecName: Full=Venom   (234 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 18.1 E():   94 
Smith-Waterman score: 40; 38.5% identity (42.3% similar) in 26 aa overlap (7-32:82-107) 
 
                                       10        20        30       
AAD-12                         AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     :  :  :  :  : ::.   :  : :     
gi|144 CLEYSNVGFTDAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIA 
              60        70        80        90       100       110  
 
         40        50        60        70        80                 
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD                 
                                                                    
gi|144 QRWANQCTFEHDACRNVERFAVGQNIAATSSSGKNKSTPNEMILLWYNEVKDFDNRWISS 
             120       130       140       150       160       170  
 
>>gi|9087152|sp|P81294.1|MPAJ1_JUNAS RecName: Full=Major  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 18.8 E():   95 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (23-41:120-138) 
 
                       10        20        30        40        50   
AAD-12         AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|908 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHSLHIHGCNT 
      90       100       110       120       130       140          
 
             60        70        80                                 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWD                                 
                                                                    
gi|908 SVLGDVLVSESIGVEPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     150       160       170       180       190       200          
 
>>gi|8843917|gb|AAF80164.1| pollen major allergen 1-2 [J  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 18.8 E():   95 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (23-41:120-138) 
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                       10        20        30        40        50   
AAD-12         AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
             60        70        80                                 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWD                                 
                                                                    
gi|884 SVLGDVLVSESIGVVPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIF 
     150       160       170       180       190       200          
 
>>gi|8843921|gb|AAF80166.1| pollen major allergen 1-1 [J  (367 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 66.7  bits: 18.8 E():   95 
Smith-Waterman score: 42; 36.8% identity (68.4% similar) in 19 aa overlap (23-41:120-138) 
 
                       10        20        30        40        50   
AAD-12         AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     ::  .: : :.. . .:.:            
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
             60        70        80                                 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWD                                 
                                                                    
gi|884 SVLGDVLVSESIGVVPVHAQDGDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGITIS 
     150       160       170       180       190       200          
 
>>gi|19069497|emb|CAC37790.2| putative allergen Cup a 1   (367 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 66.7  bits: 18.8 E():   95 
Smith-Waterman score: 42; 27.6% identity (53.4% similar) in 58 aa overlap (23-77:120-174) 
 
                       10        20        30        40         50  
AAD-12         AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :..   .:.:  :.     .  
gi|190 WIIFSQNMNIKLQMPLYVAGYKTIDGRGADVHLGNGGPCLFMRTASHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
                60        70        80                              
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWD                              
        . :  ::. .  .  :::..   ::..                                 
gi|190 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
>>gi|1184668|gb|AAA87456.1| beta-1,3-glucanase [Hevea br  (374 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 66.6  bits: 18.8 E():   97 
Smith-Waterman score: 42; 26.1% identity (47.8% similar) in 46 aa overlap (26-69:290-335) 
 
                    10        20        30          40        50    
AAD-12      AGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .   . :       : .: 
gi|118 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
            60        70        80                             
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWD                             
        .. :   . :.:. :                                        
gi|118 FAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|32765543|gb|AAP87281.1| beta-1,3-glucanase [Hevea b  (374 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 66.6  bits: 18.8 E():   97 
Smith-Waterman score: 42; 26.1% identity (47.8% similar) in 46 aa overlap (26-69:290-335) 
 
                    10        20        30          40        50    
AAD-12      AGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .   . :       : .: 
gi|327 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
            60        70        80                             
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AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWD                             
        .. :   . :.:. :                                        
gi|327 FAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|124365251|gb|ABN09654.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 66.6  bits: 18.8 E():   97 
Smith-Waterman score: 42; 26.1% identity (47.8% similar) in 46 aa overlap (26-69:290-335) 
 
                    10        20        30          40        50    
AAD-12      AGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .   . :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
            60        70        80                             
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWD                             
        .. :   . :.:. :                                        
gi|124 FAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|124294783|gb|ABN03965.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 66.6  bits: 18.8 E():   97 
Smith-Waterman score: 42; 26.1% identity (47.8% similar) in 46 aa overlap (26-69:290-335) 
 
                    10        20        30          40        50    
AAD-12      AGSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .   . :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKGGTPKRPNRAIETYL 
     260       270       280       290       300       310          
 
            60        70        80                             
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWD                             
        .. :   . :.:. :                                        
gi|124 FAMFDENKKQPEVEKHFGLFFPDKRPKYNLNFGAEKNWDISTEHDATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betula p  (21 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 66.5  bits: 14.6 E():   98 
Smith-Waterman score: 29; 42.9% identity (50.0% similar) in 14 aa overlap (9-22:8-21) 
 
               10        20        30        40        50        60 
AAD-12 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
               :  :.  ::  : :                                       
gi|309  MRVFNYKGETTSLIPLARLFK                                       
                10        20                                        
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 66.3  bits: 13.6 E(): 1e 
Smith-Waterman score: 26; 50.0% identity (83.3% similar) in 6 aa overlap (30-35:1-6) 
 
               10        20        30        40        50        60 
AAD-12 AGSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
                                    :.. ::                          
gi|250                              PTITIGGPEYR                     
                                            10                      
 
               70        80 
AAD-12 CQAPRVHAHQWAAGDVVVWD 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:03:00 2011 done: Fri Jan 21 00:03:00 2011 
 Total Scan time:  0.060 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
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FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 179  - 258 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     0     2:* 
  32     2     8:= * 
  34    17    22:====== * 
  36    22    44:========      * 
  38    49    73:=================       * 
  40    62   102:=====================            * 
  42   114   125:======================================   * 
  44   108   137:====================================         * 
  46   155   140:==============================================*===== 
  48   165   134:============================================*========== 
  50   101   122:==================================      * 
  52   127   107:===================================*======= 
  54   102    92:==============================*=== 
  56   125    77:=========================*================ 
  58    73    63:====================*==== 
  60    50    51:================* 
  62    34    41:============ * 
  64    31    33:==========* 
  66    22    26:========* 
  68    11    20:====  * 
  70    26    16:=====*=== 
  72    14    12:===*= 
  74    12    10:===* 
  76    14     8:==*== 
  78    16     6:=*==== 
  80    12     5:=*== 
  82     9     3:*== 
  84     2     3:* 
  86     2     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     2     0:=         *== 
 100     2     0:=         *== 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     1     0:=         *= 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.54060.0032; mu= 6.2841 0.167 
 mean_var=29.9380 7.951, 0's: 2 Z-trim: 5  B-trim: 71 in 1/43 
 Lambda= 0.234403 
 Kolmogorov-Smirnov  statistic: 0.0927 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
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The best scores are:                                      opt bits E(1491) 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   73 29.2   0.088 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   64 26.2    0.23 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   66 26.8    0.45 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   56 23.5     1.1 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   59 24.5     1.2 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   56 23.5     1.6 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   56 23.5     1.6 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   52 22.2     2.8 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   56 23.4     3.6 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   56 23.4     4.8 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   53 22.4     6.2 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   53 22.4     8.1 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   53 22.4     8.5 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   52 22.1     9.2 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   53 22.4     9.7 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   53 22.4      11 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   48 20.8      11 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 21.4      12 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   50 21.4      12 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   50 21.4      12 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   50 21.4      13 
gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Gl ( 162)   47 20.5      13 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 17.0      14 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   51 21.7      14 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   46 20.1      15 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   50 21.4      15 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   50 21.4      15 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   49 21.1      15 
gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen ( 367)   50 21.4      16 
gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   46 20.1      16 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   46 20.1      16 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.8      17 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.8      17 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.8      17 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   47 20.4      18 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   47 20.4      19 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   47 20.4      19 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   48 20.7      21 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 19.5      22 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 19.1      22 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   48 20.7      23 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   46 20.1      23 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 20.4      25 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   49 21.0      25 
gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen ( 367)   48 20.7      25 
gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen ( 367)   48 20.7      25 
gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen ( 367)   48 20.7      25 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   48 20.7      25 
gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen ( 367)   48 20.7      25 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   50 21.3      29 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   43 19.1      29 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   42 18.8      29 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   42 18.8      29 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 16.9      31 
gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Po ( 392)   47 20.4      34 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 16.9      34 
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gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   47 20.4      35 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   47 20.4      35 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   42 18.8      37 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 20.0      38 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.8      39 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   40 18.1      39 
gi|19069497|emb|CAC37790.2| putative allergen Cup  ( 367)   46 20.0      40 
gi|8843917|gb|AAF80164.1| pollen major allergen 1- ( 367)   46 20.0      40 
gi|8843921|gb|AAF80166.1| pollen major allergen 1- ( 367)   46 20.0      40 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.8      41 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.8      41 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   45 19.7      41 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 20.3      44 
gi|2181180|emb|CAB06417.1| xylosidase [Aspergillus ( 804)   49 21.0      46 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   39 17.8      47 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   45 19.7      48 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 19.4      48 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.4      49 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 16.2      50 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.7      50 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.7      50 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   46 20.0      51 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   44 19.4      52 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   43 19.1      54 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   44 19.4      54 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 18.1      54 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 16.2      55 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.7      55 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   40 18.1      57 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   46 20.0      58 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.6      58 
gi|4587985|gb|AAD25927.1|AF084828_1 major allergen ( 342)   44 19.4      59 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   40 18.1      60 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   40 18.1      61 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   40 18.1      61 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 18.4      61 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.6      61 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 18.4      61 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 18.4      61 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   51 21.6      62 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.7      62 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.3      63 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.5      63 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   40 18.1      64 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 18.4      64 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   44 19.4      65 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   44 19.4      65 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   44 19.4      65 
gi|69552|pir||MEHB2 melittin, minor - honeybee     (  27)   32 15.5      66 
gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-t (  34)   33 15.9      67 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   43 19.0      67 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 14.9      68 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   44 19.4      69 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   45 19.7      70 
gi|4235093|gb|AAD13106.1| beta-xylosidase [Aspergi ( 804)   47 20.3      72 
gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} (  20)   30 14.9      76 
gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Th (  20)   30 14.9      76 
gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia m ( 284)   42 18.7      77 
gi|289064179|gb|ADC80503.1| non-specific lipid tra ( 118)   38 17.4      77 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   37 17.1      79 
gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=M ( 204)   40 18.1      86 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   43 19.0      88 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   40 18.1      89 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   41 18.4      91 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   37 17.1      91 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   39 17.7      94 
gi|190684057|gb|ACE82289.1| glutathione transferas ( 222)   40 18.1      94 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   37 17.1      99 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   39 17.7      99 
gi|14424466|sp|P35778.2|VA3_SOLIN RecName: Full=Ve ( 234)   40 18.1      99 
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>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  73 init1:  73 opt:  73  Z-score: 121.4  bits: 29.2 E(): 0.088 
Smith-Waterman score: 73; 35.5% identity (54.8% similar) in 31 aa overlap (43-73:246-276) 
 
             20        30        40        50        60        70   
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:: :   . :     .: . 
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
 
             80                                                     
AAD-12 GDVVVWDN                                                     
       :                                                            
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 113.8  bits: 26.2 E(): 0.23 
Smith-Waterman score: 64; 32.8% identity (50.8% similar) in 61 aa overlap (23-79:79-133) 
 
                       10        20        30            40         
AAD-12         GSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHA--HAIPGMDAAES 
                                     .::. ::.:  ::   :  :   :.. :.  
gi|121 DLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPEN-RPALKTLIDGLASSHKARGIEKAQF 
       50        60        70        80         90       100        
 
       50        60        70        80                  
AAD-12 ERFLEGLVDWACQAPRVHAHQWAAGDVVVWDN                  
       :.:  .:::.       :  .:      .::                   
gi|121 EEFRASLVDYLS-----HHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
       110            120       130       140       150  
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  66 init1:  66 opt:  66  Z-score: 108.6  bits: 26.8 E(): 0.45 
Smith-Waterman score: 66; 32.3% identity (54.8% similar) in 31 aa overlap (43-73:247-277) 
 
             20        30        40        50        60        70   
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:  :   . :.    .: . 
gi|232 APDIKTPKEALDLIMDAIDKAGYKGKVGIAMDVASSEFYKDGKYDLDFKNPESDPSKWLS 
        220       230       240       250       260       270       
 
             80                                                     
AAD-12 GDVVVWDN                                                     
       :                                                            
gi|232 GPQLADLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKT 
        280       290       300       310       320       330       
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 101.5  bits: 23.5 E():  1.1 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (54-70:68-86) 
 
            30        40        50        60          70        80  
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDN  
                                     : .:..:  :: ... :.:            
gi|219 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
gi|219 SFDSDRSGLLLKQKVSDE 
       100       110      
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 101.3  bits: 24.5 E():  1.2 
Smith-Waterman score: 59; 20.5% identity (51.3% similar) in 78 aa overlap (3-80:77-154) 
 
                                           10        20        30   
AAD-12                             GSAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     :. .:: . . .   :  :   :  . .:. 
gi|383 AEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEEEEDLF 
         50        60        70        80        90       100       
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             40        50        60        70        80             
AAD-12 IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDN             
        .      :.. : ... . :     : ..:.  :.. .. .:  ::.             
gi|383 ASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEELEANVR 
        110       120       130       140       150       160       
 
gi|383 AIEMDGLVWGASKFVAVGFGIKKLQINLVVEDEKVSTDELQAQIEEDEDHVQSTDVAAMQ 
        170       180       190       200       210       220       
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 98.9  bits: 23.5 E():  1.6 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (54-70:68-86) 
 
            30        40        50        60          70        80  
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDN  
                                     : .:..:  :: ... :.:            
gi|184 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
gi|184 SFDSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 98.9  bits: 23.5 E():  1.6 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (54-70:68-86) 
 
            30        40        50        60          70        80  
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDN  
                                     : .:..:  :: ... :.:            
gi|456 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNF 
        40        50        60        70        80        90        
 
gi|456 SFGSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  47 init1:  47 opt:  52  Z-score: 94.5  bits: 22.2 E():  2.8 
Smith-Waterman score: 52; 26.5% identity (50.0% similar) in 68 aa overlap (8-74:19-84) 
 
                          10        20        30        40          
AAD-12            GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
                         :.: ::  :. :.:.        .     :.:. : :.  .. 
gi|135 MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDV--KD 
               10        20        30        40        50           
 
      50         60        70        80                     
AAD-12 RFLE-GLVDWACQAPRVHAHQWAAGDVVVWDN                     
        .:. :    :   :..   .: :.:                           
gi|135 LLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD 
       60        70        80        90       100       110 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 92.5  bits: 23.4 E():  3.6 
Smith-Waterman score: 56; 29.6% identity (53.7% similar) in 54 aa overlap (2-53:25-73) 
 
                                      10        20         30       
AAD-12                        GSAYIGYGMDTTATPLRPLVKVHPET-GRPSLLIGRH 
                               .:  ::.  : :::  : . . : : . :.       
gi|249 MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPAT----- 
               10        20        30        40        50           
 
         40         50        60        70        80                
AAD-12 AHAIP-GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDN                
         :.: :  ..: ....:                                           
gi|249 PAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGLA 
          60        70        80        90       100       110      
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 90.2  bits: 23.4 E():  4.8 
Smith-Waterman score: 56; 27.0% identity (55.6% similar) in 63 aa overlap (14-68:46-108) 
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                                10           20        30           
AAD-12                  GSAYIGYGMDTTATPLRPL---VKVHPETGRPSLL--IGRH-- 
                                     :::::    ...: ....:  :  .: .   
gi|253 IEEPEMIAPTPPGQFPHQQPISSPNRTSRNTPLRPESTEIETHHHANHPPALPVLGMQLP 
          20        30        40        50        60        70      
 
          40        50        60        70        80                
AAD-12 -AHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDN                
          ..:  . :.:.  :.  .:   .::   .:                            
gi|253 VPGTVPESSRAQSRASLNLDIDLDLHAPSHPSHLSHGAPHEQEHAHEIQRHRAHSAQSSA 
          80        90       100       110       120       130      
 
gi|253 GLPPTGFASHLPPASSGPVSLGWNMYHVPPNLHLNANQFNFEVPGHMNVSGHPTHLEHSS 
         140       150       160       170       180       190      
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 88.3  bits: 22.4 E():  6.2 
Smith-Waterman score: 53; 43.8% identity (62.5% similar) in 16 aa overlap (54-69:27-42) 
 
            30        40        50        60        70        80    
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDN    
                                     : :.:  : : .. ::               
gi|170     MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQ 
                   10        20        30        40        50       
 
gi|170 QTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQP 
         60        70        80        90       100       110       
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  53  Z-score: 86.2  bits: 22.4 E():  8.1 
Smith-Waterman score: 53; 27.0% identity (55.6% similar) in 63 aa overlap (21-80:119-178) 
 
                         10        20        30        40           
AAD-12           GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESE 
                                     .::  .: : :..   .:.:  :..    . 
gi|908 LWIIFSKNLNIKLNMPLYIAGNKTIDGRGAEVHIGNGGPCLFMRTVSHVILHGLNIHGCN 
       90       100       110       120       130       140         
 
      50          60        70        80                            
AAD-12 RFLEG--LVDWACQAPRVHAHQWAAGDVVVWDN                            
         . :  :.. :  .  :::..   ::...  :                            
gi|908 TSVSGNVLISEASGVVPVHAQD---GDAITMRNVTDVWIDHNSLSDSSDGLVDVTLASTG 
      150       160       170          180       190       200      
 
gi|908 VTISNNHFFNHHKVMLLGHSDIYSDDKSMKVTVAFNQFGPNAGQRMPRARYGLIHVANNN 
         210       220       230       240       250       260      
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  51 init1:  51 opt:  53  Z-score: 85.7  bits: 22.4 E():  8.5 
Smith-Waterman score: 53; 24.4% identity (53.3% similar) in 45 aa overlap (1-42:349-393) 
 
                                             10        20        30 
AAD-12                               GSAYIGYGMDTTATPLRPLVKVHPETGRPS 
                                     :. ... :.: . :: .    .  : :. . 
gi|113 SKKNVLGRHGEAAAESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEPGESA 
      320       330       340       350       360       370         
 
               40           50        60        70        80 
AAD-12 LLIGRHAHAI---PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDN 
       : .   : ..   ::                                       
gi|113 LSLTSSAGVLSCQPGAPC                                    
      380       390                                          
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 85.2  bits: 22.1 E():  9.2 
Smith-Waterman score: 52; 28.1% identity (59.4% similar) in 32 aa overlap (43-74:66-97) 
 
             20        30        40        50        60        70   
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     .:. . . : :: .. .   ::.  ::..  
gi|729 STLSLVTKADGKIDMTVDLISPVTKRASLKIDSKKYNLFHEGELSASIVNPRLSWHQYTK 
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          40        50        60        70        80        90      
 
             80                                                     
AAD-12 GDVVVWDN                                                     
        :                                                           
gi|729 RDSREYKSDVELSLRSSDIALKITMPDYNSKIHYSRQGDQINMDIDGTLIEGHAQGTIRE 
         100       110       120       130       140       150      
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 84.8  bits: 22.4 E():  9.7 
Smith-Waterman score: 53; 27.3% identity (54.5% similar) in 44 aa overlap (34-76:241-284) 
 
            10        20        30        40        50         60   
AAD-12 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF-LEGLVDWACQA 
                                     :  .... :::.: :: .  .   :   .  
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDKTYDLNFKE 
              220       230       240       250       260       270 
 
             70        80                                           
AAD-12 PRVHAHQWAAGDVVVWDN                                           
          .. :  .:::.                                               
gi|144 ENNNGSQKISGDVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 83.9  bits: 22.4 E():   11 
Smith-Waterman score: 53; 27.0% identity (56.8% similar) in 37 aa overlap (42-77:441-477) 
 
              20        30        40        50         60        70 
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG-LVDWACQAPRVHAHQW 
                                     :. :.    .. : :.:  : .  .:. .  
gi|505 YQIAFSRGNRAFIAINLQKNQQNLQQKLHTGLPAGTYCDIISGNLIDNKCTGKSIHVDKN 
              420       430       440       450       460       470 
 
               80                 
AAD-12 AAGDVVVWDN                 
       . .:: :                    
gi|505 GQADVYVGHDEFDAFVAYHIGARIVS 
              480       490       
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.7  bits: 20.8 E():   11 
Smith-Waterman score: 48; 25.6% identity (53.5% similar) in 43 aa overlap (7-49:23-65) 
 
                               10        20        30        40     
AAD-12                 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                             ...:  ..::  :.:   :. .    .     :::. : 
gi|344 MTGVKTHLQHELKRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPD 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 AAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDN                         
         ..:                                                        
gi|344 EFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDS 
               70        80        90       100       110       120 
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.0  bits: 21.4 E():   12 
Smith-Waterman score: 50; 32.1% identity (57.1% similar) in 28 aa overlap (3-30:1-28) 
 
               10        20        30        40        50        60 
AAD-12 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC 
         : .:::  : :.:    . . :  ..:.                               
gi|295   ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQKLIEKINAGFKAALAAAAGVPP 
                 10        20        30        40        50         
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.0  bits: 21.4 E():   12 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (3-53:1-43) 
 
               10        20        30        40        50        60 
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AAD-12 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC 
         : .:::    :::  : .   : :  :.   :  :    :  ..: ....:        
gi|109   ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA---AGKATTEEQKLIEKINAGFK 
                    10        20          30           40        50 
 
               70        80                                         
AAD-12 QAPRVHAHQWAAGDVVVWDN                                         
                                                                    
gi|109 AALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
               60        70        80        90       100       110 
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.0  bits: 21.4 E():   12 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (3-53:1-43) 
 
               10        20        30        40        50        60 
AAD-12 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC 
         : .:::    :::  : .   : :  :.   :  :    :  ..: ....:        
gi|239   ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA---AGKATTEEQKLIEKINAGFK 
                    10        20          30           40        50 
 
               70        80                                         
AAD-12 QAPRVHAHQWAAGDVVVWDN                                         
                                                                    
gi|239 AALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLA 
               60        70        80        90       100       110 
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 82.2  bits: 21.4 E():   13 
Smith-Waterman score: 50; 32.1% identity (52.8% similar) in 53 aa overlap (2-53:25-68) 
 
                                      10        20        30        
AAD-12                        GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                               .: .:::    :::  : .   : :  :.      : 
gi|398 MAVHQYTVALFLAVALVAGPAASYAADLGYG---PATPAAPAAGYTPAT--PA----APA 
               10        20        30           40              50  
 
        40         50        60        70        80                 
AAD-12 HAIP-GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDN                 
       .: : :  ..: ....:                                            
gi|398 EAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGAASNKAFAEGLSG 
              60        70        80        90       100       110  
 
>>gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Globin  (162 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 82.2  bits: 20.5 E():   13 
Smith-Waterman score: 47; 25.0% identity (63.6% similar) in 44 aa overlap (38-80:111-148) 
 
        10        20        30        40        50        60        
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                     :   :..::.  .:  .::..      ..: 
gi|121 VSFFTEVISLSGNQANLSAVYALVSKLGVDHKARGISAAQFGEFRTALVSY------LQA 
               90       100       110       120       130           
 
         70        80               
AAD-12 H-QWAAGDVVVWDN               
       : .:. . ...:..               
gi|121 HVSWGDNVAAAWNHALDNTYAVALKSLE 
          140       150       160   
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 81.8  bits: 17.0 E():   14 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (36-41:8-13) 
 
          10        20        30        40        50        60      
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::: .:                         
gi|131                        GPVGGVVHAHMMPLL                       
                                      10                            
 
          70        80 
AAD-12 HAHQWAAGDVVVWDN 
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>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 81.8  bits: 21.7 E():   14 
Smith-Waterman score: 51; 28.3% identity (51.7% similar) in 60 aa overlap (8-62:2-60) 
 
               10        20        30        40             50      
AAD-12 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG-----MDAAESERFLEGL 
              :. : : :.  :. .   .:   :  : ::.:::.     :    :.. ...  
gi|581       MGFITKAIPIV-LAALSTVNGARILEAGPHAEAIPNKYIVVMKREVSDEAFNAH 
                     10         20        30        40        50    
 
          60        70        80                                    
AAD-12 VDWACQAPRVHAHQWAAGDVVVWDN                                    
       . :  :.                                                      
gi|581 TTWLSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRAYSGEFDDAMIKDISSHDDVDFIE 
            60        70        80        90       100       110    
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 81.6  bits: 20.1 E():   15 
Smith-Waterman score: 46; 26.8% identity (58.5% similar) in 41 aa overlap (30-68:100-140) 
 
                10        20        30        40         50         
AAD-12  GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
        60        70        80 
AAD-12 A-CQAPRVHAHQWAAGDVVVWDN 
       . : . . : :             
gi|100 GYCGSHHHHHH             
     130       140             
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 81.4  bits: 21.4 E():   15 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (22-80:99-157) 
 
                        10        20        30        40         50 
AAD-12          GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
                 60        70        80                             
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDN                             
        . :  ::. .  .  :::..   ::...  :                             
gi|908 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
      130       140          150       160       170       180      
 
gi|908 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
         190       200       210       220       230       240      
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 81.4  bits: 21.4 E():   15 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (22-80:100-158) 
 
                        10        20        30        40         50 
AAD-12          GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
                 60        70        80                             
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDN                             
        . :  ::. .  .  :::..   ::...  :                             
gi|118 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     130       140       150          160       170       180       
 
gi|118 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        190       200       210       220       230       240       
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>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.3  bits: 21.1 E():   15 
Smith-Waterman score: 49; 43.8% identity (56.2% similar) in 16 aa overlap (54-69:8-23) 
 
            30        40        50        60        70        80    
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDN    
                                     : :.:  : :  . ::               
gi|106                        NIQVDPSGQVQWPQQQPFPQPHQPFSQQPQQTFPQPQ 
                                      10        20        30        
 
gi|106 QTFPHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQP 
        40        50        60        70        80        90        
 
>>gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 80.9  bits: 21.4 E():   16 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (22-80:120-178) 
 
                        10        20        30        40         50 
AAD-12          GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHSCNT 
      90       100       110       120       130       140          
 
                 60        70        80                             
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDN                             
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLPDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 80.8  bits: 20.1 E():   16 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (33-75:1-44) 
 
             10        20        30        40        50         60  
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQ 
                                     .: ..:..   ... .:... :.: :     
gi|215                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
              70        80                                          
AAD-12 APRVHAHQWAAGDVVVWDN                                          
        :..    . . ::                                               
gi|215 IPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 80.8  bits: 20.1 E():   16 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (33-75:1-44) 
 
             10        20        30        40        50         60  
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQ 
                                     .: ..:..   ... .:... :.: :     
gi|166                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
              70        80                                          
AAD-12 APRVHAHQWAAGDVVVWDN                                          
        :..    . . ::                                               
gi|166 IPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 80.4  bits: 19.8 E():   17 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (5-22:24-41) 
 
                                  10        20        30        40  
AAD-12                    GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
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gi|144 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDN                      
                                                                    
gi|144 IKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTASVGD 
               70        80        90       100       110       120 
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 80.4  bits: 19.8 E():   17 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (5-22:24-41) 
 
                                  10        20        30        40  
AAD-12                    GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|121 MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSLSTFKNTE 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDN                      
                                                                    
gi|121 IKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDG 
               70        80        90       100       110       120 
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 80.4  bits: 19.8 E():   17 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (5-22:24-41) 
 
                                  10        20        30        40  
AAD-12                    GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|379 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDN                      
                                                                    
gi|379 IKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTATVGD 
               70        80        90       100       110       120 
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 80.0  bits: 20.4 E():   18 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (37-74:156-194) 
 
         10        20        30        40        50        60       
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|833 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
         130       140       150       160       170       180      
 
          70        80           
AAD-12 HAHQWAAGDVVVWDN           
       .. .:: ..                 
gi|833 NVINWAEAENRYIAGDKGGHPFMKL 
         190       200       210 
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 79.6  bits: 20.4 E():   19 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (37-74:167-205) 
 
         10        20        30        40        50        60       
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|164 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
        140       150       160       170       180       190       
 
          70        80           
AAD-12 HAHQWAAGDVVVWDN           
       .. .:: ..                 
gi|164 NVINWAEAENRYIAGDKGGHPFMKL 
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        200       210       220  
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  39 init1:  39 opt:  47  Z-score: 79.6  bits: 20.4 E():   19 
Smith-Waterman score: 47; 21.7% identity (52.2% similar) in 46 aa overlap (1-43:62-107) 
 
                                             10        20           
AAD-12                               GSAYIGYGMDTTATPLRPLVKVHPE---TG 
                                     :..:.: . .. :     . . . .   .: 
gi|201 DATPVLDVAGKELDSRLSYRIISTFWGALGGDVYLGKSPNSDAPCANGIFRYNSDVGPSG 
              40        50        60        70        80        90  
 
        30        40        50        60        70        80        
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDN        
        :  .::  .:   :.                                             
gi|201 TPVRFIGSSSHFGQGIFENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTI 
             100       110       120       130       140       150  
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 78.6  bits: 20.7 E():   21 
Smith-Waterman score: 48; 31.2% identity (56.2% similar) in 32 aa overlap (2-30:25-56) 
 
                                      10           20        30     
AAD-12                        GSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIG 
                               .: .:::  : :.:     : . . :  ..:.     
gi|330 MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKAT 
               10        20        30        40        50        60 
 
           40        50        60        70        80               
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDN               
                                                                    
gi|330 TEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESS 
               70        80        90       100       110       120 
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.5  bits: 19.5 E():   22 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (5-25:25-45) 
 
                                   10        20        30        40 
AAD-12                     GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                               .:. . :.:  :.:  .:  :                
gi|990 MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDN                     
                                                                    
gi|990 EAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVVVTASCD 
               70        80        90       100       110       120 
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 78.2  bits: 19.1 E():   22 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (42-54:5-17) 
 
              20        30        40        50        60        70  
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA 
                                     :.:::: .  :.:                  
gi|208                           MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACG 
                                         10        20        30     
 
              80                                                    
AAD-12 AGDVVVWDN                                                    
                                                                    
gi|208 LAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAGDVDGD 
           40        50        60        70        80        90     
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.0  bits: 20.7 E():   23 
Smith-Waterman score: 48; 50.0% identity (83.3% similar) in 12 aa overlap (5-16:205-216) 
 
                                         10        20        30     
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AAD-12                           GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .::..: :: :.                   
gi|237 IGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIYTSIEY 
          180       190       200       210       220       230     
 
           40        50        60        70        80               
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDN               
                                                                    
gi|237 YGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAIRCDNY 
          240       250       260       270       280       290     
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.0  bits: 20.1 E():   23 
Smith-Waterman score: 46; 21.0% identity (43.5% similar) in 62 aa overlap (2-63:39-100) 
 
                                            10        20        30  
AAD-12                              GSAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                                     :::..::  .     . ::    . :  .  
gi|616 DLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCASQHGCHGD 
       10        20        30        40        50        60         
 
              40        50        60        70        80            
AAD-12 LIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDN            
        : :  . :    ...   .     . .:. :                             
gi|616 TIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQT 
       70        80        90       100       110       120         
 
gi|616 HSAIAVIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
      130       140       150       160       170       180         
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (3-30:1-31) 
 
               10           20        30        40        50        
AAD-12 GSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 
         : .:::  : :.:     : . . :  ..:.                            
gi|217   ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAG 
                 10        20        30        40        50         
 
        60        70        80                                      
AAD-12 WACQAPRVHAHQWAAGDVVVWDN                                      
                                                                    
gi|217 VPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGA 
       60        70        80        90       100       110         
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (3-30:1-31) 
 
               10           20        30        40        50        
AAD-12 GSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 
         : .:::  : :.:     : . . :  ..:.                            
gi|217   ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAG 
                 10        20        30        40        50         
 
        60        70        80                                      
AAD-12 WACQAPRVHAHQWAAGDVVVWDN                                      
                                                                    
gi|217 VPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGA 
       60        70        80        90       100       110         
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (3-30:1-31) 
 
               10           20        30        40        50        
AAD-12 GSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 
         : .:::  : :.:     : . . :  ..:.                            
gi|217   ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAG 
                 10        20        30        40        50         
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        60        70        80                                      
AAD-12 WACQAPRVHAHQWAAGDVVVWDN                                      
                                                                    
gi|217 VPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGA 
       60        70        80        90       100       110         
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (3-30:1-31) 
 
               10           20        30        40        50        
AAD-12 GSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 
         : .:::  : :.:     : . . :  ..:.                            
gi|217   ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAG 
                 10        20        30        40        50         
 
        60        70        80                                      
AAD-12 WACQAPRVHAHQWAAGDVVVWDN                                      
                                                                    
gi|217 VPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGA 
       60        70        80        90       100       110         
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (3-30:1-31) 
 
               10           20        30        40        50        
AAD-12 GSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 
         : .:::  : :.:     : . . :  ..:.                            
gi|217   ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINAGFKAALAAAAG 
                 10        20        30        40        50         
 
        60        70        80                                      
AAD-12 WACQAPRVHAHQWAAGDVVVWDN                                      
                                                                    
gi|217 VPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGA 
       60        70        80        90       100       110         
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (3-30:1-31) 
 
               10           20        30        40        50        
AAD-12 GSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 
         : .:::  : :.:     : . . :  ..:.                            
gi|217   ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAG 
                 10        20        30        40        50         
 
        60        70        80                                      
AAD-12 WACQAPRVHAHQWAAGDVVVWDN                                      
                                                                    
gi|217 VPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGA 
       60        70        80        90       100       110         
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (3-30:1-31) 
 
               10           20        30        40        50        
AAD-12 GSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 
         : .:::  : :.:     : . . :  ..:.                            
gi|217   ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAG 
                 10        20        30        40        50         
 
        60        70        80                                      
AAD-12 WACQAPRVHAHQWAAGDVVVWDN                                      
                                                                    
gi|217 VPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGA 
       60        70        80        90       100       110         
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>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (3-30:1-31) 
 
               10           20        30        40        50        
AAD-12 GSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 
         : .:::  : :.:     : . . :  ..:.                            
gi|217   ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAG 
                 10        20        30        40        50         
 
        60        70        80                                      
AAD-12 WACQAPRVHAHQWAAGDVVVWDN                                      
                                                                    
gi|217 VPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGA 
       60        70        80        90       100       110         
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (3-30:1-31) 
 
               10           20        30        40        50        
AAD-12 GSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 
         : .:::  : :.:     : . . :  ..:.                            
gi|217   ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINAGFKAALAAAAG 
                 10        20        30        40        50         
 
        60        70        80                                      
AAD-12 WACQAPRVHAHQWAAGDVVVWDN                                      
                                                                    
gi|217 VPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGA 
       60        70        80        90       100       110         
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (3-30:1-31) 
 
               10           20        30        40        50        
AAD-12 GSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 
         : .:::  : :.:     : . . :  ..:.                            
gi|217   ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAG 
                 10        20        30        40        50         
 
        60        70        80                                      
AAD-12 WACQAPRVHAHQWAAGDVVVWDN                                      
                                                                    
gi|217 VPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGA 
       60        70        80        90       100       110         
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (3-30:1-31) 
 
               10           20        30        40        50        
AAD-12 GSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 
         : .:::  : :.:     : . . :  ..:.                            
gi|217   ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAG 
                 10        20        30        40        50         
 
        60        70        80                                      
AAD-12 WACQAPRVHAHQWAAGDVVVWDN                                      
                                                                    
gi|217 VPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGA 
       60        70        80        90       100       110         
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (3-30:1-31) 
 
               10           20        30        40        50        
AAD-12 GSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 
         : .:::  : :.:     : . . :  ..:.                            
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gi|217   ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINAGFKAALAAAAG 
                 10        20        30        40        50         
 
        60        70        80                                      
AAD-12 WACQAPRVHAHQWAAGDVVVWDN                                      
                                                                    
gi|217 VPPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGA 
       60        70        80        90       100       110         
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (3-30:1-31) 
 
               10           20        30        40        50        
AAD-12 GSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 
         : .:::  : :.:     : . . :  ..:.                            
gi|217   ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAG 
                 10        20        30        40        50         
 
        60        70        80                                      
AAD-12 WACQAPRVHAHQWAAGDVVVWDN                                      
                                                                    
gi|217 VPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGA 
       60        70        80        90       100       110         
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (3-30:1-31) 
 
               10           20        30        40        50        
AAD-12 GSAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 
         : .:::  : :.:     : . . :  ..:.                            
gi|217   ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAG 
                 10        20        30        40        50         
 
        60        70        80                                      
AAD-12 WACQAPRVHAHQWAAGDVVVWDN                                      
                                                                    
gi|217 VPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGA 
       60        70        80        90       100       110         
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.2  bits: 21.0 E():   25 
Smith-Waterman score: 49; 33.3% identity (46.7% similar) in 30 aa overlap (6-35:90-119) 
 
                                        10        20        30      
AAD-12                          GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     : ::   . :  : .   :. :: .   :: 
gi|259 GVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGR 
      60        70        80        90       100       110          
 
          40        50        60        70        80                
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDN                
                                                                    
gi|259 FQDRHQKIRRFRRGDIIAIPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLA 
     120       130       140       150       160       170          
 
>>gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 77.2  bits: 20.7 E():   25 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (22-80:120-178) 
 
                        10        20        30        40         50 
AAD-12          GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
                 60        70        80                             
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDN                             
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGNVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
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     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 77.2  bits: 20.7 E():   25 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (22-80:120-178) 
 
                        10        20        30        40         50 
AAD-12          GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
                 60        70        80                             
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDN                             
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGNVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 77.2  bits: 20.7 E():   25 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (22-80:120-178) 
 
                        10        20        30        40         50 
AAD-12          GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLEMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
                 60        70        80                             
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDN                             
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 77.2  bits: 20.7 E():   25 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (22-80:120-178) 
 
                        10        20        30        40         50 
AAD-12          GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|151 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
                 60        70        80                             
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDN                             
        . :  ::. .  .  :::..   ::...  :                             
gi|151 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|151 TISNNHFFNHHKVMLLGHDDTYDNDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 77.2  bits: 20.7 E():   25 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (22-80:120-178) 
 
                        10        20        30        40         50 
AAD-12          GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
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                 60        70        80                             
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDN                             
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 76.2  bits: 21.3 E():   29 
Smith-Waterman score: 50; 29.4% identity (67.6% similar) in 34 aa overlap (9-41:598-629) 
 
                                     10        20         30        
AAD-12                       GSAYIGYGMDTTATPLRPLVKVH-PETGRPSLLIGRHA 
                                     ....:.:.  ..:..  : : :. . :. : 
gi|729 TLTGAIDKTVAWIDENQTATKEEYEAEQKQLESVANPV--MMKIYGAEGGAPGGMPGQGA 
       570       580       590       600         610       620      
 
        40        50        60        70        80 
AAD-12 HAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDN 
        : :                                        
gi|729 GAPPPGAGDDGPTVEEVD                          
         630       640                             
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 76.2  bits: 19.1 E():   29 
Smith-Waterman score: 43; 29.6% identity (66.7% similar) in 27 aa overlap (2-28:9-35) 
 
                      10        20        30        40        50    
AAD-12        GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
               ::.    . ..:.  : .:.:. ..::                          
gi|244 MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQSCQRQFEEQQRFRNCQRYVKQEV 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDN                                  
                                                                    
gi|244 QRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASEL 
               70        80        90       100       110       120 
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 76.1  bits: 18.8 E():   29 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (36-73:20-57) 
 
          10        20        30        40        50        60      
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::  . . : :. :    :..:   .:  : 
gi|730            MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
          70        80                                              
AAD-12 HAHQWAAGDVVVWDN                                              
          .  ::                                                     
gi|730 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 76.1  bits: 18.8 E():   29 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (36-73:20-57) 
 
          10        20        30        40        50        60      
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::  . . : :. :    :..:   .:  : 
gi|191            MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
          70        80                                              
AAD-12 HAHQWAAGDVVVWDN                                              
          .  ::                                                     
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gi|191 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 75.5  bits: 16.9 E():   31 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (41-58:8-25) 
 
               20        30        40        50        60        70 
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :. ....:..   :             
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA      
                                      10        20        30        
 
               80 
AAD-12 AAGDVVVWDN 
 
>>gi|113478|sp|P28744.1|MPA14_AMBAR RecName: Full=Pollen  (392 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 74.9  bits: 20.4 E():   34 
Smith-Waterman score: 47; 24.4% identity (48.9% similar) in 45 aa overlap (1-42:345-389) 
 
                                             10        20        30 
AAD-12                               GSAYIGYGMDTTATPLRPLVKVHPETGRPS 
                                     :. ..  :.: . :: .    .  : :.   
gi|113 KKEVVGRYGESAMSESINWNWRSYMDVFENGAIFVPSGVDPVLTPEQNAGMIPAEPGEAV 
          320       330       340       350       360       370     
 
               40           50        60        70        80 
AAD-12 LLIGRHAHAI---PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDN 
       : .   : ..   ::                                       
gi|113 LRLTSSAGVLSCQPGAPC                                    
          380       390                                      
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 74.8  bits: 16.9 E():   34 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (41-58:8-25) 
 
               20        30        40        50        60        70 
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :. ....:..   :             
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK   
                                      10        20        30        
 
               80 
AAD-12 AAGDVVVWDN 
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.8  bits: 20.4 E():   35 
Smith-Waterman score: 47; 22.6% identity (54.8% similar) in 31 aa overlap (1-31:350-380) 
 
                                             10        20        30 
AAD-12                               GSAYIGYGMDTTATPLRPLVKVHPETGRPS 
                                     :. ..  : : . ::..    .  : :. . 
gi|113 IKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAA 
     320       330       340       350       360       370          
 
               40        50        60        70        80 
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDN 
       .                                                  
gi|113 IKLTSSAGVFSCHPGAPC                                 
     380       390                                        
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.8  bits: 20.4 E():   35 
Smith-Waterman score: 47; 22.6% identity (54.8% similar) in 31 aa overlap (1-31:350-380) 
 
                                             10        20        30 
AAD-12                               GSAYIGYGMDTTATPLRPLVKVHPETGRPS 
                                     :. ..  : : . ::..    .  : :. . 
gi|166 IKKNVLARTGTGAAESMAWNWRSDKDLLENGAIFVTSGSDPVLTPVQSAGMIPAEPGEAA 
     320       330       340       350       360       370          
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 6325



 

 

               40        50        60        70        80 
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDN 
       .                                                  
gi|166 IKLTSSAGVFSCRPGAPC                                 
     380       390                                        
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 74.2  bits: 18.8 E():   37 
Smith-Waterman score: 42; 24.4% identity (56.1% similar) in 41 aa overlap (30-69:100-140) 
 
                10        20        30        40         50         
AAD-12  GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
       60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDN 
       .  .   : :.            
gi|100 GYYVGSHHHHHH           
     130       140            
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.9  bits: 20.0 E():   38 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (5-14:284-293) 
 
                                         10        20        30     
AAD-12                           GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
           40        50        60        70        80 
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDN 
                                                      
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET         
           320       330       340       350          
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 73.9  bits: 18.8 E():   39 
Smith-Waterman score: 42; 27.8% identity (66.7% similar) in 36 aa overlap (37-72:28-62) 
 
         10        20        30        40        50        60       
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     :.: :...: : ... .:  : .    ... 
gi|157    MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQA-EFRQLANGAPDKTEAEIEAQ 
                  10        20        30         40        50       
 
         70        80                                               
AAD-12 AHQWAAGDVVVWDN                                               
        .::.:                                                       
gi|157 IEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPAAKAADARLSAIASNRA 
         60        70        80        90       100       110       
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.7  bits: 18.1 E():   39 
Smith-Waterman score: 40; 30.0% identity (50.0% similar) in 30 aa overlap (29-58:13-42) 
 
               10        20        30        40        50        60 
AAD-12 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC 
                                   :. :.    .. ::   :: :   .:  .:   
gi|144                 VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEP 
                               10        20        30        40     
 
               70        80                                 
AAD-12 QAPRVHAHQWAAGDVVVWDN                                 
                                                            
gi|144 LTKKGNLWEVKSSKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
           50        60        70        80        90       
 
>>gi|19069497|emb|CAC37790.2| putative allergen Cup a 1   (367 aa) 
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 initn:  40 init1:  40 opt:  46  Z-score: 73.6  bits: 20.0 E():   40 
Smith-Waterman score: 46; 27.4% identity (53.2% similar) in 62 aa overlap (22-80:120-178) 
 
                        10        20        30        40         50 
AAD-12          GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :..   .:.:  :.     .  
gi|190 WIIFSQNMNIKLQMPLYVAGYKTIDGRGADVHLGNGGPCLFMRTASHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
                 60        70        80                             
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDN                             
        . :  ::. .  .  :::..   ::...  :                             
gi|190 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|190 TISNNHFFNHHKVMLLGHDDTYDDDISMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8843917|gb|AAF80164.1| pollen major allergen 1-2 [J  (367 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 73.6  bits: 20.0 E():   40 
Smith-Waterman score: 46; 27.4% identity (54.8% similar) in 62 aa overlap (22-80:120-178) 
 
                        10        20        30        40         50 
AAD-12          GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
                 60        70        80                             
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDN                             
        . :  ::. .  .  :::..   ::...  :                             
gi|884 SVLGDVLVSESIGVVPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|884 TIFNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8843921|gb|AAF80166.1| pollen major allergen 1-1 [J  (367 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 73.6  bits: 20.0 E():   40 
Smith-Waterman score: 46; 27.4% identity (54.8% similar) in 62 aa overlap (22-80:120-178) 
 
                        10        20        30        40         50 
AAD-12          GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
                 60        70        80                             
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDN                             
        . :  ::. .  .  :::..   ::...  :                             
gi|884 SVLGDVLVSESIGVVPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|884 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.5  bits: 18.8 E():   41 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (33-56:1-24) 
 
             10        20        30        40        50        60   
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|215                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
             70        80                                           
AAD-12 PRVHAHQWAAGDVVVWDN                                           
                                                                    
gi|215 IPKAATGAYKSVEVKGDGGAGTVRIITLPEGSPITTMTVRTDAVNKEALSYDSTVIDGDI 
               40        50        60        70        80        90 
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>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.5  bits: 18.8 E():   41 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (33-56:1-24) 
 
             10        20        30        40        50        60   
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|892                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
             70        80                                           
AAD-12 PRVHAHQWAAGDVVVWDN                                           
                                                                    
gi|892 IPKAAPGAYKSVEVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 73.4  bits: 19.7 E():   41 
Smith-Waterman score: 45; 46.7% identity (80.0% similar) in 15 aa overlap (61-74:207-221) 
 
               40        50        60         70        80          
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAP-RVHAHQWAAGDVVVWDN          
                                     :.: :..  .::.::                
gi|287 WTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAGGDPSNPKGTIEWAGGLT 
        180       190       200       210       220       230       
 
gi|287 DYSAGPYTMYVKSVRIENANPAESYTYSDNSGSWQSIKFDGSVDISSSSSVTSSTTSTAS 
        240       250       260       270       280       290       
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.9  bits: 20.3 E():   44 
Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (27-49:344-366) 
 
                   10        20        30        40        50       
AAD-12     GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
           320       330       340       350       360       370    
 
         60        70        80                                     
AAD-12 DWACQAPRVHAHQWAAGDVVVWDN                                     
                                                                    
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
 
>>gi|2181180|emb|CAB06417.1| xylosidase [Aspergillus nig  (804 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 72.6  bits: 21.0 E():   46 
Smith-Waterman score: 49; 23.0% identity (50.0% similar) in 74 aa overlap (7-80:172-242) 
 
                                       10        20        30       
AAD-12                         GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                                     ::.:. :  .  .   ::  :: .   :.  
gi|218 LTTAALNRTLIHQIASIISTQGRAFNNAGRYGLDVYAPNINTF--RHPVWGRGQETPGED 
             150       160       170       180         190          
 
         40        50        60        70        80                 
AAD-12 AHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDN                 
       . .. .. : :    ..:    .     . :...:. :.  : :                 
gi|218 V-SLAAVYAYEYITGIQGPDPESNLKLAATAKHYAGYDIENWHNHSRLGNDMNITQQDLS 
     200        210       220       230       240       250         
 
gi|218 EYYTPQFHVAARDAKVQSVMCAYNAVNGVPACADSYFLQTLLRDTFGFVDHGYVSSDCDA 
      260       270       280       290       300       310         
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 72.4  bits: 17.8 E():   47 
Smith-Waterman score: 39; 22.7% identity (40.9% similar) in 22 aa overlap (57-78:45-66) 
 
         30        40        50        60        70        80       
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDN       
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                                     .:  .:  ..   : :     :         
gi|323 QYGYCGTTADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFC 
           20        30        40        50        60        70     
 
gi|323 GPAGPRCLRTNAAVTVR 
           80        90  
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 72.2  bits: 19.7 E():   48 
Smith-Waterman score: 45; 28.6% identity (51.4% similar) in 35 aa overlap (36-70:258-291) 
 
          10        20        30        40        50        60      
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     :...:    .  : :  .  : :. :  :. 
gi|510 IGENIIGHLLIVFDGGKSQPACSWYDVPCSHSESIVYATGMVSGRCQHLAVPWTAQQ-RI 
       230       240       250       260       270       280        
 
          70        80                                              
AAD-12 HAHQWAAGDVVVWDN                                              
       .  ::                                                        
gi|510 NPIQWKFWRVFTSNIPAYPTSDTTNCVVLNTNVFKNDNTFEGEYHAFPDCARNLFKCRQQ 
        290       300       310       320       330       340       
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 72.2  bits: 19.4 E():   48 
Smith-Waterman score: 44; 27.8% identity (52.8% similar) in 36 aa overlap (13-48:64-96) 
 
                                 10        20        30        40   
AAD-12                   GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                                     :  .. .  . :.  ::   . . :  .:  
gi|481 AGKATTEEQKLIEDINVGFKAAVAARQRPAADKFKTFEAASPRHPRP---LRQGAGLVPK 
            40        50        60        70        80           90 
 
             50        60        70        80                       
AAD-12 MDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDN                       
       .::: :                                                       
gi|481 LDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGE 
              100       110       120       130       140       150 
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.9  bits: 18.4 E():   49 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (12-19:34-41) 
 
                                  10        20        30        40  
AAD-12                    GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
              50        60        70        80                      
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDN                      
                                                                    
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 71.9  bits: 16.2 E():   50 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (41-58:8-25) 
 
               20        30        40        50        60        70 
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :  ....:..   :             
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA      
                                      10        20        30        
 
               80 
AAD-12 AAGDVVVWDN 
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 71.8  bits: 19.7 E():   50 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (26-42:225-240) 
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                    10        20        30        40        50      
AAD-12      GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
          60        70        80                                    
AAD-12 VDWACQAPRVHAHQWAAGDVVVWDN                                    
                                                                    
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 71.8  bits: 19.7 E():   50 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (26-42:225-240) 
 
                    10        20        30        40        50      
AAD-12      GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
          60        70        80                                    
AAD-12 VDWACQAPRVHAHQWAAGDVVVWDN                                    
                                                                    
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 71.6  bits: 20.0 E():   51 
Smith-Waterman score: 46; 57.1% identity (78.6% similar) in 14 aa overlap (5-17:229-242) 
 
                                         10         20        30    
AAD-12                           GSAYIGYGMDT-TATPLRPLVKVHPETGRPSLLI 
                                     .:.:::: ::  .:                 
gi|303 RGERYGLRGGQQILADNVFKGFNMEALADVLGFGMDTETARKVRGEDDQRGHIVRVEQGL 
      200       210       220       230       240       250         
 
            40        50        60        70        80              
AAD-12 GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDN              
                                                                    
gi|303 KVIRPPRIREELEQQEGGGYNGLEETICSATFIQNIDNPAEADFYNPRAGRLTTVNSLKV 
      260       270       280       290       300       310         
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 71.6  bits: 19.4 E():   52 
Smith-Waterman score: 44; 47.4% identity (63.2% similar) in 19 aa overlap (47-62:72-90) 
 
         20        30        40        50           60        70    
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW---ACQAPRVHAHQWAAG 
                                     :.. ::   :::   ::.:            
gi|144 TISKQVVFLIHGFLSTGNNENFVAMSKALIEKDDFLVISVDWKKGACNAFASTKDALGYS 
              50        60        70        80        90       100  
 
            80                                                      
AAD-12 DVVVWDN                                                      
                                                                    
gi|144 KAVGNTRHVGKFVADFTKLLVEKYKVLISNIRLIGHSLGAHTSGFAGKEVQKLKLGKYKE 
             110       120       130       140       150       160  
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.2  bits: 19.1 E():   54 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (56-69:29-42) 
 
          30        40        50        60        70        80      
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDN      
                                     :.:  : :  . ::                 
gi|170   MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQT 
                 10        20        30        40        50         
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gi|170 FPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQ 
       60        70        80        90       100       110         
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 71.2  bits: 19.4 E():   54 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (25-68:254-299) 
 
                     10        20        30          40        50   
AAD-12       GSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
             60        70        80      
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDN      
        .. :   . :.:. :                  
gi|261 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFS 
           290       300       310       
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.2  bits: 18.1 E():   54 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (5-22:25-42) 
 
                                   10        20        30        40 
AAD-12                     GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                               .:. . :.:  ..: ..:                   
gi|144 MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDN                     
                                                                    
gi|144 EIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVEVTASVD 
               70        80        90       100       110       120 
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 71.2  bits: 16.2 E():   55 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (41-58:8-25) 
 
               20        30        40        50        60        70 
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :  ....:..   :             
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK   
                                      10        20        30        
 
               80 
AAD-12 AAGDVVVWDN 
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 71.1  bits: 19.7 E():   55 
Smith-Waterman score: 45; 46.7% identity (80.0% similar) in 15 aa overlap (61-74:197-211) 
 
               40        50        60         70        80          
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAP-RVHAHQWAAGDVVVWDN          
                                     :.: :..  .::.::                
gi|855 WTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAGGDPSNPKGTIEWAGGLT 
        170       180       190       200       210       220       
 
gi|855 DYSAGPYTMYVKSVRIENANPAESYTYSDNSGSWQSIKFDGSVDISSSSSVTSSTTSTAS 
        230       240       250       260       270       280       
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 70.7  bits: 18.1 E():   57 
Smith-Waterman score: 40; 25.7% identity (60.0% similar) in 35 aa overlap (30-63:100-134) 
 
                10        20        30        40         50         
AAD-12  GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|105 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
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       60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDN 
       .  .:                  
gi|105 GYWVPSSNS              
     130                      
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 70.7  bits: 20.0 E():   58 
Smith-Waterman score: 46; 22.4% identity (57.1% similar) in 49 aa overlap (26-70:15-63) 
 
               10        20        30        40        50           
AAD-12 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV---- 
                                :. : :. . :  : : ..:...... .. .     
gi|601            MRGALAGLSLATLATASPVLVNSIHNDAAPIISASNAKEIADNYMIKFK 
                          10        20        30        40          
 
         60        70        80                                     
AAD-12 DWACQAPRVHAHQWAAGDVVVWDN                                     
       : . :   .. : :                                               
gi|601 DHVTQNLAAEHHGWVQDLHEKTQVAKTELRKRSQSPMVDDIFNGLKHTYNIAGGLMGYAG 
      50        60        70        80        90       100          
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.6  bits: 15.6 E():   58 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (5-15:2-12) 
 
               10        20        30        40        50        60 
AAD-12 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC 
           .::.  : :.:                                              
gi|751    DLGYAPATPAAPGAGYTPATPAAP                                  
                  10        20                                      
 
>>gi|4587985|gb|AAD25927.1|AF084828_1 major allergenic p  (342 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 70.5  bits: 19.4 E():   59 
Smith-Waterman score: 46; 23.6% identity (56.4% similar) in 55 aa overlap (3-55:137-186) 
 
                                           10        20          30 
AAD-12                             GSAYIGYGMDTTATPLRPLVKVHPETG--RPS 
                                     ::::   . . . .  ...:  ..:   :. 
gi|458 KPGMTRDDLFNSNASIVRDLAKVVAKVAPKAYIGVISNPVNSTVPIVAEVFKKAGVYDPK 
        110       120       130       140       150       160       
 
               40        50        60        70        80           
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDN           
        :.:     .  .:....  :: :.                                    
gi|458 RLFG-----VTTLDTTRAATFLSGIAGSDPQTTNVPVIGGHSGVTIVPLISQAAQGDKVQ 
        170            180       190       200       210       220  
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.4  bits: 18.1 E():   60 
Smith-Waterman score: 43; 25.9% identity (46.3% similar) in 54 aa overlap (28-73:88-141) 
 
                  10        20        30               40        50 
AAD-12    GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-------IPGMDAAESER 
                                     :   .:::..:        .::     ..  
gi|189 AGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRD 
        60        70        80        90       100       110        
 
                60        70        80 
AAD-12 FLEGLVDWA-CQAPRVHAHQWAAGDVVVWDN 
       : . ::  . :..  ::   .  :        
gi|189 FAKVLVTPGQCNVLTVHNAPYCLGLDI     
       120       130       140         
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.3  bits: 18.1 E():   61 
Smith-Waterman score: 41; 26.0% identity (48.0% similar) in 50 aa overlap (32-73:93-142) 
 
              10        20        30               40        50     
AAD-12 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-------IPGMDAAESERFLEG 
                                     .:::..:        .::     .. : .  
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gi|439 SSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKV 
             70        80        90       100       110       120   
 
            60        70        80 
AAD-12 LVDWA-CQAPRVHAHQWAAGDVVVWDN 
       ::  . :..  ::   .  :        
gi|439 LVTPGQCNVLTVHNAPYCLGLDI     
            130       140          
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.3  bits: 18.1 E():   61 
Smith-Waterman score: 40; 26.7% identity (60.0% similar) in 30 aa overlap (15-44:115-144) 
 
                               10        20        30        40     
AAD-12                 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::   .:. ...  ..:    :.: 
gi|217 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
           50        60        70        80 
AAD-12 AAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDN 
                                            
gi|217 I                                    
                                            
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.3  bits: 18.4 E():   61 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (35-51:17-30) 
 
           10        20        30        40        50        60     
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|212               VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                             10        20           30        40    
 
           70        80                                             
AAD-12 VHAHQWAAGDVVVWDN                                             
                                                                    
gi|212 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
            50        60        70        80        90       100    
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.3  bits: 15.6 E():   61 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (12-18:5-11) 
 
               10        20        30        40        50        60 
AAD-12 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC 
                  : .:.::                                           
gi|751        TKSQTHVPIRPNKLVLKVQKDRATN                             
                      10        20                                  
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.3  bits: 18.4 E():   61 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (35-51:18-31) 
 
           10        20        30        40        50        60     
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|144              AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
           70        80                                             
AAD-12 VHAHQWAAGDVVVWDN                                             
                                                                    
gi|144 LTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.3  bits: 18.4 E():   61 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (35-51:18-31) 
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           10        20        30        40        50        60     
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|116              AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
           70        80                                             
AAD-12 VHAHQWAAGDVVVWDN                                             
                                                                    
gi|116 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 70.2  bits: 21.6 E():   62 
Smith-Waterman score: 52; 25.5% identity (52.9% similar) in 51 aa overlap (5-55:798-844) 
 
                                         10        20        30     
AAD-12                           GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:: .:. :.   :.. .. .  . :::.  
gi|203 GEKGDRNIRMNGGVVAGLYGKMKLMVKDHKMGYEYDAKAS-YTPMIDMNVQKQEHSLLV- 
       770       780       790       800        810       820       
 
           40        50        60        70        80               
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDN               
            .  ::     :: ..:                                        
gi|203 --RFNMKDMDQHTVMRFKQSLREKRATGEEKDYENEITPDARSDRCFSFFLLDYCRKASH 
           830       840       850       860       870       880    
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.2  bits: 19.7 E():   62 
Smith-Waterman score: 45; 38.9% identity (72.2% similar) in 18 aa overlap (34-51:241-258) 
 
            10        20        30        40        50        60    
AAD-12 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                     :  .... :::.: :: .             
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDQTYDLNFKE 
              220       230       240       250       260       270 
 
            70        80                                            
AAD-12 RVHAHQWAAGDVVVWDN                                            
                                                                    
gi|144 ENNNGSQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 70.0  bits: 21.3 E():   63 
Smith-Waterman score: 50; 44.4% identity (63.0% similar) in 27 aa overlap (29-54:636-662) 
 
                 10        20        30         40        50        
AAD-12   GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVD 
                                     :: : : : : .:::  . ..:  :.:    
gi|278 SRGPSGPPGPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIG 
         610       620       630       640       650       660      
 
        60        70        80                                      
AAD-12 WACQAPRVHAHQWAAGDVVVWDN                                      
                                                                    
gi|278 SPGRDGARGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAG 
         670       680       690       700       710       720      
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.0  bits: 15.5 E():   63 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (24-34:10-20) 
 
               10        20        30        40        50        60 
AAD-12 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC 
                              :.:  :..: :                           
gi|147               AKITFTNNXPNTVWPGILTGFGQKPQ                     
                             10        20                           
 
               70        80 
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AAD-12 QAPRVHAHQWAAGDVVVWDN 
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 69.9  bits: 18.1 E():   64 
Smith-Waterman score: 46; 25.7% identity (48.6% similar) in 70 aa overlap (8-77:55-118) 
 
                                      10        20        30        
AAD-12                        GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :  .:.  . :. : :   :  .    ::: 
gi|160 DGPTTVTGNLSGLKPGLHGFHAHALGDTTNGCMSTGPHFNPVGKEHGAPGDEN----RHA 
           30        40        50        60        70            80 
 
        40        50        60        70        80                  
AAD-12 HAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDN                  
         . .. ..:.     ..::   : : .  :.  .  :::                     
gi|160 GDLGNITVGEDGTAAINIVD--KQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGN 
               90       100         110       120       130         
 
gi|160 AGGRVACGIIGLQG 
      140       150   
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.9  bits: 18.4 E():   64 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (35-51:27-40) 
 
           10        20        30        40        50        60     
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|194     MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEA 
                   10        20        30           40        50    
 
           70        80                                             
AAD-12 VHAHQWAAGDVVVWDN                                             
                                                                    
gi|194 LTQYKCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVL 
            60        70        80        90       100       110    
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.8  bits: 19.4 E():   65 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (25-68:290-335) 
 
                     10        20        30          40        50   
AAD-12       GSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
             60        70        80                            
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDN                            
        .. :   . :.:. :                                        
gi|268 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.8  bits: 19.4 E():   65 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (25-68:290-335) 
 
                     10        20        30          40        50   
AAD-12       GSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
             60        70        80                            
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDN                            
        .. :   . :.:. :                                        
gi|124 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.8  bits: 19.4 E():   65 
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Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (25-68:290-335) 
 
                     10        20        30          40        50   
AAD-12       GSAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
             60        70        80                            
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDN                            
        .. :   . :.:. :                                        
gi|124 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|69552|pir||MEHB2 melittin, minor - honeybee          (27 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 69.6  bits: 15.5 E():   66 
Smith-Waterman score: 32; 30.8% identity (61.5% similar) in 13 aa overlap (52-64:13-25) 
 
              30        40        50        60        70        80 
AAD-12 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDN 
                                     : .:..:  .  :                 
gi|695                   GIGAVLKVLTTGLPALISWISRKKRQQ               
                                 10        20                      
 
>>gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-termi  (34 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 69.6  bits: 15.9 E():   67 
Smith-Waterman score: 33; 25.0% identity (58.3% similar) in 24 aa overlap (41-64:8-31) 
 
               20        30        40        50        60        70 
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     : . :.   ..::. . .  . ::       
gi|691                        AIGDKPGPKITATYXXKWLEAKATFYGSNPRGAA    
                                      10        20        30        
 
               80 
AAD-12 AAGDVVVWDN 
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.6  bits: 19.0 E():   67 
Smith-Waterman score: 43; 27.8% identity (55.6% similar) in 36 aa overlap (5-40:234-269) 
 
                                         10        20        30     
AAD-12                           GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::  ..   .: . :.:   :.. :  .:  
gi|324 DPRTLNKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVIL 
           210       220       230       240       250       260    
 
           40        50        60        70        80 
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDN 
         .::.                                         
gi|324 SISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV  
           270       280       290       300          
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 69.4  bits: 14.9 E():   68 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (9-16:10-17) 
 
                10        20        30        40        50          
AAD-12  GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
                :.:  :::                                            
gi|244 IGNEDCTPWMSTLITPLP                                           
               10                                                   
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.3  bits: 19.4 E():   69 
Smith-Waterman score: 44; 24.4% identity (44.4% similar) in 45 aa overlap (1-42:349-393) 
 
                                             10        20        30 
AAD-12                               GSAYIGYGMDTTATPLRPLVKVHPETGRPS 
                                     :. ... : :   :: .    .  : :    
gi|625 MKKNVLVRADAPHTESMKWNWRSEKDLLENGAIFVASGCDPHLTPEQKSHLIPAEPGSAV 
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      320       330       340       350       360       370         
 
                  40        50        60        70        80 
AAD-12 LLIGRHA---HAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDN 
       : .   :   . .::                                       
gi|625 LQLTSCAGTLKCVPGKPC                                    
      380       390                                          
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 69.1  bits: 19.7 E():   70 
Smith-Waterman score: 45; 23.5% identity (58.8% similar) in 51 aa overlap (3-50:265-315) 
 
                                           10        20         30  
AAD-12                             GSAYIGYGMDTTATPLRPLVKVHPETG-RPSL 
                                     : .. :..:..  . ::.: .     . :  
gi|144 AVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGGVMTPLIKRNTTIPTKKSE 
          240       250       260       270       280       290     
 
              40          50        60        70        80          
AAD-12 LIGRHAHAIPG--MDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDN          
        .. ..   ::  ... :.::                                        
gi|144 TFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAPRGVPQIEVTFDLDANGIM 
          300       310       320       330       340       350     
 
>>gi|4235093|gb|AAD13106.1| beta-xylosidase [Aspergillus  (804 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 68.9  bits: 20.3 E():   72 
Smith-Waterman score: 47; 23.0% identity (50.0% similar) in 74 aa overlap (7-80:172-242) 
 
                                       10        20        30       
AAD-12                         GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                                     ::.:. :  .  .   ::  :: .   :.  
gi|423 LTTAALNRTLIHQIASIISTQGRAFNNAGRYGLDVYAPNINTF--RHPVWGRGQETPGED 
             150       160       170       180         190          
 
         40        50        60        70        80                 
AAD-12 AHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDN                 
       . .. .. : :    ..:    .     . :...:. :.  : :                 
gi|423 V-SLAAVYAYEYITGIQGPDPDSNLKLAATAKHYAGYDIENWHNHSRLGNDMNITQQDLS 
     200        210       220       230       240       250         
 
gi|423 EYYTPQFHVAARDAKVHSVMCAYNAVDGVPACADSYFLQTLLRDTFGFVDHGYVSSDCDA 
      260       270       280       290       300       310         
 
>>gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} [De  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 68.5  bits: 14.9 E():   76 
Smith-Waterman score: 30; 45.5% identity (72.7% similar) in 11 aa overlap (39-49:1-11) 
 
       10        20        30        40        50        60         
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                     :. :.::  .:                    
gi|404                               AVGGQDADLAEAPFQISLLK           
                                             10        20           
 
       70        80 
AAD-12 QWAAGDVVVWDN 
 
>>gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Thauma  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 68.5  bits: 14.9 E():   76 
Smith-Waterman score: 30; 66.7% identity (83.3% similar) in 6 aa overlap (37-42:15-20) 
 
         10        20        30        40        50        60       
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     : :.::                         
gi|680                 ATFNFINNCPFTVWAAAVPG                         
                               10        20                         
 
         70        80 
AAD-12 AHQWAAGDVVVWDN 
 
>>gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia mutic  (284 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 68.4  bits: 18.7 E():   77 
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Smith-Waterman score: 42; 36.8% identity (73.7% similar) in 19 aa overlap (35-53:63-80) 
 
           10        20        30        40        50        60     
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     .:: ..  ..::: .:. :            
gi|219 EDSKAKIEEDLTSLQKKYTNLENEFDQVNEKHADSVAKLEAAE-KRLTETEDEIKGYTRK 
             40        50        60        70         80        90  
 
           70        80                                             
AAD-12 VHAHQWAAGDVVVWDN                                             
                                                                    
gi|219 IQLLEDDLERTQTKLDEATGKLEEATKSADESERGRKVLESRSLADDDRIDGLEKQVKDA 
             100       110       120       130       140       150  
 
>>gi|289064179|gb|ADC80503.1| non-specific lipid transfe  (118 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.4  bits: 17.4 E():   77 
Smith-Waterman score: 38; 66.7% identity (88.9% similar) in 9 aa overlap (37-45:81-89) 
 
         10        20        30        40        50        60       
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     : ::::..:                      
gi|289 ASCCSGVRSLNAAAKTTPDRQAVCNCLKSAAGAIPGFNANNAGILPGKCGVSIPYKISTS 
               60        70        80        90       100       110 
 
         70        80 
AAD-12 AHQWAAGDVVVWDN 
                      
gi|289 TNCATIKF       
                      
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 68.2  bits: 17.1 E():   79 
Smith-Waterman score: 37; 38.9% identity (50.0% similar) in 18 aa overlap (41-58:25-42) 
 
               20        30        40        50        60        70 
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     ::   :: :   .:  .:             
gi|126       TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTKKGNLWEV 
                     10        20        30        40        50     
 
               80                                  
AAD-12 AAGDVVVWDN                                  
                                                   
gi|126 KSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
           60        70        80        90        
 
>>gi|1168402|sp|P42058.1|ALTA7_ALTAL RecName: Full=Minor  (204 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.5  bits: 18.1 E():   86 
Smith-Waterman score: 40; 34.5% identity (51.7% similar) in 29 aa overlap (1-29:139-165) 
 
                                             10        20        30 
AAD-12                               GSAYIGYGMDTTATPLRPLVKVHPETGRPS 
                                     :  :.  :. :. . :  : .::   : :  
gi|116 KYAGVFVSTGTLGGGQETTAITSMSTLVDHGFIYVPLGYKTAFSMLANLDEVH--GGSPW 
      110       120       130       140       150       160         
 
               40        50        60        70        80 
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDN 
                                                          
gi|116 GAGTFSAGDGSRQPSELELNIAQAQGKAFYEAVAKAHQ             
        170       180       190       200                 
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.3  bits: 19.0 E():   88 
Smith-Waterman score: 43; 35.5% identity (54.8% similar) in 31 aa overlap (11-41:3-32) 
 
               10        20        30        40        50        60 
AAD-12 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC 
                 : : :.  :. .   .:   :  : ::..::                    
gi|238         FITKAIPIV-LAALSAVNGAKILEAGPHAETIPNKYIVVMKKDVSDEAFSTH 
                        10        20        30        40        50  
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               70        80                                         
AAD-12 QAPRVHAHQWAAGDVVVWDN                                         
                                                                    
gi|238 TTWLSQNLNRRLMRRSGSSKAMAGMQNKYSLGGIFRAYSGEFDDAMIKDISNHDDVDYIE 
              60        70        80        90       100       110  
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.2  bits: 18.1 E():   89 
Smith-Waterman score: 40; 38.5% identity (42.3% similar) in 26 aa overlap (6-31:60-85) 
 
                                        10        20        30      
AAD-12                          GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     :  :  :  :  : ::.   :  : :     
gi|613 CLEYSNVGFTDAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIA 
      30        40        50        60        70        80          
 
          40        50        60        70        80                
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDN                
                                                                    
gi|613 QRWANQCTFEHDACRNVERFAVGQNIAATSSSGKNKSTLSDMILLWYNEVKDFDNRWISS 
      90       100       110       120       130       140          
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.1  bits: 18.4 E():   91 
Smith-Waterman score: 41; 37.5% identity (81.2% similar) in 16 aa overlap (40-55:1-16) 
 
      10        20        30        40        50        60          
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                     .::..:.. : .:. :               
gi|857                               MPGQQATKHESLLDQLSLKGKVVVVTGASG 
                                             10        20        30 
 
      70        80                                                  
AAD-12 WAAGDVVVWDN                                                  
                                                                    
gi|857 PKGMGIEAARGCAEMGAAVAITYASRAQGAEENVKELEKTYGIKAKAYKCQVDSYESCEK 
               40        50        60        70        80        90 
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.1  bits: 17.1 E():   91 
Smith-Waterman score: 37; 41.2% identity (58.8% similar) in 17 aa overlap (34-50:82-98) 
 
            10        20        30        40        50        60    
AAD-12 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                     :  :.: :  . :: :.              
gi|215 NELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMGFGLFD 
              60        70        80        90       100       110  
 
            70        80 
AAD-12 RVHAHQWAAGDVVVWDN 
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.7 E():   94 
Smith-Waterman score: 39; 35.3% identity (70.6% similar) in 17 aa overlap (4-20:118-134) 
 
                                          10        20        30    
AAD-12                            GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLI 
                                     :. . :...: : . ::              
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
            40        50        60        70        80 
AAD-12 GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDN 
                                                       
gi|195 ALEKFDKALKALPMHIRLSFNPTQLEEQCHI                 
       150       160       170                         
 
>>gi|190684057|gb|ACE82289.1| glutathione transferase [T  (222 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 66.8  bits: 18.1 E():   94 
Smith-Waterman score: 40; 32.4% identity (59.5% similar) in 37 aa overlap (13-45:50-86) 
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                                 10        20           30          
AAD-12                   GSAYIGYGMDTTATPLRPLVKVHPETGRP---SLLIGRHAH- 
                                     :.:..  . :  . :::   ::.: .. .  
gi|190 RVRIALAEKGLPYEYAEEDLMAGKSDRLLRANPVHKKIPVLLHDGRPVNESLIILQYLED 
      20        30        40        50        60        70          
 
       40        50        60        70        80                   
AAD-12 AIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDN                   
       :.:   :                                                      
gi|190 AFPDAPALLPSDPYARAQARFWADYVDKKVYDCGSRLWKLKGEPQAQARAEMLDILKTLD 
      80        90       100       110       120       130          
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.4  bits: 17.1 E():   99 
Smith-Waterman score: 37; 26.7% identity (56.7% similar) in 30 aa overlap (15-44:90-119) 
 
                               10        20        30        40     
AAD-12                 GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ...  ..:    :.: 
gi|253 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNAPYCLGLD 
      60        70        80        90       100       110          
 
           50        60        70        80 
AAD-12 AAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDN 
                                            
gi|253 I                                    
     120                                    
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.7 E():   99 
Smith-Waterman score: 39; 23.8% identity (42.9% similar) in 21 aa overlap (58-78:70-90) 
 
        30        40        50        60        70        80        
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDN        
                                     :  .:  ..   : :.    :          
gi|283 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
      40        50        60        70        80        90          
 
gi|283 CGPVGAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
     100       110       120       130       140       150          
 
>>gi|14424466|sp|P35778.2|VA3_SOLIN RecName: Full=Venom   (234 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.3  bits: 18.1 E():   99 
Smith-Waterman score: 40; 38.5% identity (42.3% similar) in 26 aa overlap (6-31:82-107) 
 
                                        10        20        30      
AAD-12                          GSAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     :  :  :  :  : ::.   :  : :     
gi|144 CLEYSNVGFTDAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIA 
              60        70        80        90       100       110  
 
          40        50        60        70        80                
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDN                
                                                                    
gi|144 QRWANQCTFEHDACRNVERFAVGQNIAATSSSGKNKSTPNEMILLWYNEVKDFDNRWISS 
             120       130       140       150       160       170  
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:03:00 2011 done: Fri Jan 21 00:03:01 2011 
 Total Scan time:  0.070 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
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Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 180  - 259 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     0     2:* 
  32     3     8:= * 
  34    18    22:====== * 
  36    20    44:=======       * 
  38    49    73:=================       * 
  40    67   102:=======================          * 
  42   112   125:======================================   * 
  44   100   137:==================================           * 
  46   164   140:==============================================*======== 
  48   164   134:============================================*========== 
  50    98   122:=================================       * 
  52   126   107:===================================*====== 
  54    92    92:==============================* 
  56   128    77:=========================*================= 
  58    72    63:====================*=== 
  60    67    51:================*====== 
  62    36    41:============ * 
  64    25    33:========= * 
  66    19    26:======= * 
  68    10    20:====  * 
  70    29    16:=====*==== 
  72    15    12:===*= 
  74     9    10:===* 
  76    11     8:==*= 
  78    19     6:=*===== 
  80    10     5:=*== 
  82    10     3:*=== 
  84     3     3:* 
  86     1     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     1     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     2     0:=         *== 
 100     0     0:          * 
 102     2     0:=         *== 
 104     0     0:          * 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     1     0:=         *= 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.66870.00306; mu= 5.6398 0.160 
 mean_var=29.3264 7.799, 0's: 2 Z-trim: 5  B-trim: 71 in 1/43 
 Lambda= 0.236834 
 Kolmogorov-Smirnov  statistic: 0.0961 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
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gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   73 29.2   0.082 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   64 26.3    0.21 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   66 26.9    0.43 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   56 23.6     1.1 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   59 24.6     1.1 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   56 23.6     1.5 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   56 23.6     1.5 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   52 22.3     2.6 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   56 23.5     3.5 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   56 23.4     4.7 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   53 22.5       6 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   53 22.4     7.9 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   52 22.1       9 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   53 22.4     9.5 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   48 20.8      11 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   53 22.4      11 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 21.5      12 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   50 21.4      12 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   50 21.4      12 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 17.1      13 
gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Gl ( 162)   47 20.5      13 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   50 21.4      13 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   46 20.2      14 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   51 21.7      14 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   49 21.1      15 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   50 21.4      15 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   50 21.4      15 
gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   46 20.2      15 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   46 20.2      15 
gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen ( 367)   50 21.4      16 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.9      16 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.9      16 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.9      16 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   47 20.5      17 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   47 20.5      18 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 19.5      21 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   48 20.8      21 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 19.2      21 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   46 20.1      22 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   48 20.7      23 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 20.4      24 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 20.4      24 
gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen ( 367)   48 20.7      25 
gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen ( 367)   48 20.7      25 
gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen ( 367)   48 20.7      25 
gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen ( 367)   48 20.7      25 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   48 20.7      25 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   49 21.0      25 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   43 19.2      28 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   42 18.9      28 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   42 18.9      28 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 17.0      29 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   50 21.3      29 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 17.0      32 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   42 18.8      36 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.8      37 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   40 18.2      38 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 20.1      38 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.8      39 
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gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.8      39 
gi|19069497|emb|CAC37790.2| putative allergen Cup  ( 367)   46 20.0      40 
gi|8843917|gb|AAF80164.1| pollen major allergen 1- ( 367)   46 20.0      40 
gi|8843921|gb|AAF80166.1| pollen major allergen 1- ( 367)   46 20.0      40 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   45 19.7      41 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 20.3      44 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   39 17.9      45 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 16.3      46 
gi|2181180|emb|CAB06417.1| xylosidase [Aspergillus ( 804)   49 20.9      47 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   45 19.7      47 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 19.4      47 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.5      48 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.7      50 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.7      50 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 16.3      51 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   44 19.4      51 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   46 20.0      52 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 18.2      53 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   43 19.1      53 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.7      54 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   44 19.4      54 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.7      55 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   45 19.7      55 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   40 18.1      56 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.7      56 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   46 20.0      58 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   40 18.1      58 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.7      59 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   40 18.1      59 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   40 18.1      59 
gi|4587985|gb|AAD25927.1|AF084828_1 major allergen ( 342)   44 19.4      59 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 18.4      59 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 18.4      60 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 18.4      60 
gi|69552|pir||MEHB2 melittin, minor - honeybee     (  27)   32 15.7      61 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   45 19.7      61 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   41 18.4      61 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   40 18.1      62 
gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-t (  34)   33 16.0      62 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.7      62 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 15.0      63 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 18.4      63 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   51 21.5      64 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   44 19.4      65 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   44 19.4      65 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   44 19.4      65 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.2      66 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   43 19.0      66 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   41 18.4      68 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   41 18.4      68 
gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Th (  20)   30 15.0      70 
gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} (  20)   30 15.0      70 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   45 19.7      71 
gi|4235093|gb|AAD13106.1| beta-xylosidase [Aspergi ( 804)   47 20.3      74 
gi|289064179|gb|ADC80503.1| non-specific lipid tra ( 118)   38 17.5      75 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   37 17.2      76 
gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia m ( 284)   42 18.7      77 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   40 18.1      88 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   37 17.2      88 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   43 19.0      89 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   41 18.4      90 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   39 17.8      92 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   26 13.7      93 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   40 18.1      93 
gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betu (  21)   29 14.7      93 
gi|190684057|gb|ACE82289.1| glutathione transferas ( 222)   40 18.1      93 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   37 17.1      96 
gi|14424466|sp|P35778.2|VA3_SOLIN RecName: Full=Ve ( 234)   40 18.1      99 
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  73 init1:  73 opt:  73  Z-score: 121.9  bits: 29.2 E(): 0.082 
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Smith-Waterman score: 73; 35.5% identity (54.8% similar) in 31 aa overlap (42-72:246-276) 
 
              20        30        40        50        60        70  
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:: :   . :     .: . 
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
 
              80                                                    
AAD-12 GDVVVWDNR                                                    
       :                                                            
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 114.5  bits: 26.3 E(): 0.21 
Smith-Waterman score: 64; 32.8% identity (50.8% similar) in 61 aa overlap (22-78:79-133) 
 
                        10        20        30            40        
AAD-12          SAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHA--HAIPGMDAAES 
                                     .::. ::.:  ::   :  :   :.. :.  
gi|121 DLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPEN-RPALKTLIDGLASSHKARGIEKAQF 
       50        60        70        80         90       100        
 
        50        60        70        80                 
AAD-12 ERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR                 
       :.:  .:::.       :  .:      .::                   
gi|121 EEFRASLVDYLS-----HHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
       110            120       130       140       150  
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  66 init1:  66 opt:  66  Z-score: 109.0  bits: 26.9 E(): 0.43 
Smith-Waterman score: 66; 32.3% identity (54.8% similar) in 31 aa overlap (42-72:247-277) 
 
              20        30        40        50        60        70  
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:  :   . :.    .: . 
gi|232 APDIKTPKEALDLIMDAIDKAGYKGKVGIAMDVASSEFYKDGKYDLDFKNPESDPSKWLS 
        220       230       240       250       260       270       
 
              80                                                    
AAD-12 GDVVVWDNR                                                    
       :                                                            
gi|232 GPQLADLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKT 
        280       290       300       310       320       330       
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 102.1  bits: 23.6 E():  1.1 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (53-69:68-86) 
 
             30        40        50          60        70        80 
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|219 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
gi|219 SFDSDRSGLLLKQKVSDE 
       100       110      
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 101.7  bits: 24.6 E():  1.1 
Smith-Waterman score: 59; 20.5% identity (51.3% similar) in 78 aa overlap (2-79:77-154) 
 
                                            10        20        30  
AAD-12                              SAYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     :. .:: . . .   :  :   :  . .:. 
gi|383 AEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEEEEDLF 
         50        60        70        80        90       100       
 
              40        50        60        70        80            
AAD-12 IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR            
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        .      :.. : ... . :     : ..:.  :.. .. .:  ::.             
gi|383 ASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEELEANVR 
        110       120       130       140       150       160       
 
gi|383 AIEMDGLVWGASKFVAVGFGIKKLQINLVVEDEKVSTDELQAQIEEDEDHVQSTDVAAMQ 
        170       180       190       200       210       220       
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 99.4  bits: 23.6 E():  1.5 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (53-69:68-86) 
 
             30        40        50          60        70        80 
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|184 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
gi|184 SFDSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 99.4  bits: 23.6 E():  1.5 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (53-69:68-86) 
 
             30        40        50          60        70        80 
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|456 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNF 
        40        50        60        70        80        90        
 
gi|456 SFGSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  47 init1:  47 opt:  52  Z-score: 95.1  bits: 22.3 E():  2.6 
Smith-Waterman score: 52; 26.5% identity (50.0% similar) in 68 aa overlap (7-73:19-84) 
 
                           10        20        30        40         
AAD-12             SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
                         :.: ::  :. :.:.        .     :.:. : :.  .. 
gi|135 MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDV--KD 
               10        20        30        40        50           
 
       50         60        70        80                    
AAD-12 RFLE-GLVDWACQAPRVHAHQWAAGDVVVWDNR                    
        .:. :    :   :..   .: :.:                           
gi|135 LLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD 
       60        70        80        90       100       110 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  52 init1:  52 opt:  56  Z-score: 92.8  bits: 23.5 E():  3.5 
Smith-Waterman score: 56; 29.6% identity (53.7% similar) in 54 aa overlap (1-52:25-73) 
 
                                       10        20         30      
AAD-12                         SAYIGYGMDTTATPLRPLVKVHPET-GRPSLLIGRH 
                               .:  ::.  : :::  : . . : : . :.       
gi|249 MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPAT----- 
               10        20        30        40        50           
 
          40         50        60        70        80               
AAD-12 AHAIP-GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR               
         :.: :  ..: ....:                                           
gi|249 PAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGLA 
          60        70        80        90       100       110      
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 90.3  bits: 23.4 E():  4.7 
Smith-Waterman score: 56; 27.0% identity (55.6% similar) in 63 aa overlap (13-67:46-108) 
 
                                 10           20        30          
AAD-12                   SAYIGYGMDTTATPLRPL---VKVHPETGRPSLL--IGRH-- 
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                                     :::::    ...: ....:  :  .: .   
gi|253 IEEPEMIAPTPPGQFPHQQPISSPNRTSRNTPLRPESTEIETHHHANHPPALPVLGMQLP 
          20        30        40        50        60        70      
 
           40        50        60        70        80               
AAD-12 -AHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR               
          ..:  . :.:.  :.  .:   .::   .:                            
gi|253 VPGTVPESSRAQSRASLNLDIDLDLHAPSHPSHLSHGAPHEQEHAHEIQRHRAHSAQSSA 
          80        90       100       110       120       130      
 
gi|253 GLPPTGFASHLPPASSGPVSLGWNMYHVPPNLHLNANQFNFEVPGHMNVSGHPTHLEHSS 
         140       150       160       170       180       190      
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 88.5  bits: 22.5 E():    6 
Smith-Waterman score: 53; 43.8% identity (62.5% similar) in 16 aa overlap (53-68:27-42) 
 
             30        40        50        60        70        80   
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR   
                                     : :.:  : : .. ::               
gi|170     MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQ 
                   10        20        30        40        50       
 
gi|170 QTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQP 
         60        70        80        90       100       110       
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  53  Z-score: 86.4  bits: 22.4 E():  7.9 
Smith-Waterman score: 53; 27.0% identity (55.6% similar) in 63 aa overlap (20-79:119-178) 
 
                          10        20        30         40         
AAD-12            SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESE 
                                     .::  .: : :..   .:.:  :..    . 
gi|908 LWIIFSKNLNIKLNMPLYIAGNKTIDGRGAEVHIGNGGPCLFMRTVSHVILHGLNIHGCN 
       90       100       110       120       130       140         
 
       50          60        70        80                           
AAD-12 RFLEG--LVDWACQAPRVHAHQWAAGDVVVWDNR                           
         . :  :.. :  .  :::..   ::...  :                            
gi|908 TSVSGNVLISEASGVVPVHAQD---GDAITMRNVTDVWIDHNSLSDSSDGLVDVTLASTG 
      150       160       170          180       190       200      
 
gi|908 VTISNNHFFNHHKVMLLGHSDIYSDDKSMKVTVAFNQFGPNAGQRMPRARYGLIHVANNN 
         210       220       230       240       250       260      
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 85.3  bits: 22.1 E():    9 
Smith-Waterman score: 52; 28.1% identity (59.4% similar) in 32 aa overlap (42-73:66-97) 
 
              20        30        40        50        60        70  
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     .:. . . : :: .. .   ::.  ::..  
gi|729 STLSLVTKADGKIDMTVDLISPVTKRASLKIDSKKYNLFHEGELSASIVNPRLSWHQYTK 
          40        50        60        70        80        90      
 
              80                                                    
AAD-12 GDVVVWDNR                                                    
        :                                                           
gi|729 RDSREYKSDVELSLRSSDIALKITMPDYNSKIHYSRQGDQINMDIDGTLIEGHAQGTIRE 
         100       110       120       130       140       150      
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 84.9  bits: 22.4 E():  9.5 
Smith-Waterman score: 53; 27.3% identity (54.5% similar) in 44 aa overlap (33-75:241-284) 
 
             10        20        30        40        50         60  
AAD-12 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF-LEGLVDWACQA 
                                     :  .... :::.: :: .  .   :   .  
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDKTYDLNFKE 
              220       230       240       250       260       270 
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              70        80                                          
AAD-12 PRVHAHQWAAGDVVVWDNR                                          
          .. :  .:::.                                               
gi|144 ENNNGSQKISGDVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 84.0  bits: 20.8 E():   11 
Smith-Waterman score: 48; 25.6% identity (53.5% similar) in 43 aa overlap (6-48:23-65) 
 
                                10        20        30        40    
AAD-12                  SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                             ...:  ..::  :.:   :. .    .     :::. : 
gi|344 MTGVKTHLQHELKRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPD 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 AAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR                        
         ..:                                                        
gi|344 EFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDS 
               70        80        90       100       110       120 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 83.9  bits: 22.4 E():   11 
Smith-Waterman score: 53; 27.0% identity (56.8% similar) in 37 aa overlap (41-76:441-477) 
 
               20        30        40        50         60          
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG-LVDWACQAPRVHAHQW 
                                     :. :.    .. : :.:  : .  .:. .  
gi|505 YQIAFSRGNRAFIAINLQKNQQNLQQKLHTGLPAGTYCDIISGNLIDNKCTGKSIHVDKN 
              420       430       440       450       460       470 
 
      70        80                
AAD-12 AAGDVVVWDNR                
       . .:: :                    
gi|505 GQADVYVGHDEFDAFVAYHIGARIVS 
              480       490       
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.2  bits: 21.5 E():   12 
Smith-Waterman score: 50; 32.1% identity (57.1% similar) in 28 aa overlap (2-29:1-28) 
 
               10        20        30        40        50        60 
AAD-12 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ 
        : .:::  : :.:    . . :  ..:.                                
gi|295  ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQKLIEKINAGFKAALAAAAGVPPA 
                10        20        30        40        50          
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.2  bits: 21.4 E():   12 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (2-52:1-43) 
 
               10        20        30        40        50        60 
AAD-12 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ 
        : .:::    :::  : .   : :  :.   :  :    :  ..: ....:         
gi|109  ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA---AGKATTEEQKLIEKINAGFKA 
                   10        20          30           40        50  
 
               70        80                                         
AAD-12 APRVHAHQWAAGDVVVWDNR                                         
                                                                    
gi|109 ALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAY 
              60        70        80        90       100       110  
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 83.2  bits: 21.4 E():   12 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (2-52:1-43) 
 
               10        20        30        40        50        60 
AAD-12 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ 
        : .:::    :::  : .   : :  :.   :  :    :  ..: ....:         
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gi|239  ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA---AGKATTEEQKLIEKINAGFKA 
                   10        20          30           40        50  
 
               70        80                                         
AAD-12 APRVHAHQWAAGDVVVWDNR                                         
                                                                    
gi|239 ALAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAY 
              60        70        80        90       100       110  
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 82.7  bits: 17.1 E():   13 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (35-40:8-13) 
 
           10        20        30        40        50        60     
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::: .:                         
gi|131                        GPVGGVVHAHMMPLL                       
                                      10                            
 
           70        80 
AAD-12 HAHQWAAGDVVVWDNR 
 
>>gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Globin  (162 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 82.5  bits: 20.5 E():   13 
Smith-Waterman score: 47; 25.0% identity (63.6% similar) in 44 aa overlap (37-79:111-148) 
 
         10        20        30        40        50        60       
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                     :   :..::.  .:  .::..      ..: 
gi|121 VSFFTEVISLSGNQANLSAVYALVSKLGVDHKARGISAAQFGEFRTALVSY------LQA 
               90       100       110       120       130           
 
          70        80              
AAD-12 H-QWAAGDVVVWDNR              
       : .:. . ...:..               
gi|121 HVSWGDNVAAAWNHALDNTYAVALKSLE 
          140       150       160   
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  43 init1:  43 opt:  50  Z-score: 82.4  bits: 21.4 E():   13 
Smith-Waterman score: 50; 32.1% identity (52.8% similar) in 53 aa overlap (1-52:25-68) 
 
                                       10        20        30       
AAD-12                         SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                               .: .:::    :::  : .   : :  :.      : 
gi|398 MAVHQYTVALFLAVALVAGPAASYAADLGYG---PATPAAPAAGYTPAT--PA----APA 
               10        20        30           40              50  
 
         40         50        60        70        80                
AAD-12 HAIP-GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR                
       .: : :  ..: ....:                                            
gi|398 EAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGAASNKAFAEGLSG 
              60        70        80        90       100       110  
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 81.9  bits: 20.2 E():   14 
Smith-Waterman score: 46; 26.8% identity (58.5% similar) in 41 aa overlap (29-67:100-140) 
 
                 10        20        30         40        50        
AAD-12   SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
         60        70        80 
AAD-12 A-CQAPRVHAHQWAAGDVVVWDNR 
       . : . . : :              
gi|100 GYCGSHHHHHH              
     130       140              
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
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 initn:  41 init1:  41 opt:  51  Z-score: 81.9  bits: 21.7 E():   14 
Smith-Waterman score: 51; 28.3% identity (51.7% similar) in 60 aa overlap (7-61:2-60) 
 
               10        20        30        40             50      
AAD-12 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG-----MDAAESERFLEGLV 
             :. : : :.  :. .   .:   :  : ::.:::.     :    :.. ... . 
gi|581      MGFITKAIPIV-LAALSTVNGARILEAGPHAEAIPNKYIVVMKREVSDEAFNAHT 
                    10         20        30        40        50     
 
          60        70        80                                    
AAD-12 DWACQAPRVHAHQWAAGDVVVWDNR                                    
        :  :.                                                       
gi|581 TWLSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRAYSGEFDDAMIKDISSHDDVDFIEP 
           60        70        80        90       100       110     
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.5  bits: 21.1 E():   15 
Smith-Waterman score: 49; 43.8% identity (56.2% similar) in 16 aa overlap (53-68:8-23) 
 
             30        40        50        60        70        80   
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR   
                                     : :.:  : :  . ::               
gi|106                        NIQVDPSGQVQWPQQQPFPQPHQPFSQQPQQTFPQPQ 
                                      10        20        30        
 
gi|106 QTFPHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQP 
        40        50        60        70        80        90        
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 81.5  bits: 21.4 E():   15 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (21-79:99-157) 
 
                         10        20        30         40          
AAD-12           SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
      50          60        70        80                            
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNR                            
        . :  ::. .  .  :::..   ::...  :                             
gi|908 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
      130       140          150       160       170       180      
 
gi|908 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
         190       200       210       220       230       240      
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 81.5  bits: 21.4 E():   15 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (21-79:100-158) 
 
                         10        20        30         40          
AAD-12           SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
      50          60        70        80                            
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNR                            
        . :  ::. .  .  :::..   ::...  :                             
gi|118 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     130       140       150          160       170       180       
 
gi|118 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        190       200       210       220       230       240       
 
>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 81.1  bits: 20.2 E():   15 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (32-74:1-44) 
 
              10        20        30        40        50         60 
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AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQ 
                                     .: ..:..   ... .:... :.: :     
gi|215                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
               70        80                                         
AAD-12 APRVHAHQWAAGDVVVWDNR                                         
        :..    . . ::                                               
gi|215 IPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 81.1  bits: 20.2 E():   15 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (32-74:1-44) 
 
              10        20        30        40        50         60 
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQ 
                                     .: ..:..   ... .:... :.: :     
gi|166                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
               70        80                                         
AAD-12 APRVHAHQWAAGDVVVWDNR                                         
        :..    . . ::                                               
gi|166 IPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 81.0  bits: 21.4 E():   16 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (21-79:120-178) 
 
                         10        20        30         40          
AAD-12           SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHSCNT 
      90       100       110       120       130       140          
 
      50          60        70        80                            
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNR                            
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLPDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 80.7  bits: 19.9 E():   16 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (4-21:24-41) 
 
                                   10        20        30        40 
AAD-12                     SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|144 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR                     
                                                                    
gi|144 IKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTASVGD 
               70        80        90       100       110       120 
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 80.7  bits: 19.9 E():   16 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (4-21:24-41) 
 
                                   10        20        30        40 
AAD-12                     SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|379 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
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               50        60        70        80                     
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR                     
                                                                    
gi|379 IKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTATVGD 
               70        80        90       100       110       120 
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 80.7  bits: 19.9 E():   16 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (4-21:24-41) 
 
                                   10        20        30        40 
AAD-12                     SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|121 MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSLSTFKNTE 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR                     
                                                                    
gi|121 IKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDG 
               70        80        90       100       110       120 
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 80.3  bits: 20.5 E():   17 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (36-73:156-194) 
 
          10        20        30        40        50        60      
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|833 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
         130       140       150       160       170       180      
 
           70        80          
AAD-12 HAHQWAAGDVVVWDNR          
       .. .:: ..                 
gi|833 NVINWAEAENRYIAGDKGGHPFMKL 
         190       200       210 
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 79.8  bits: 20.5 E():   18 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (36-73:167-205) 
 
          10        20        30        40        50        60      
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|164 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
        140       150       160       170       180       190       
 
           70        80          
AAD-12 HAHQWAAGDVVVWDNR          
       .. .:: ..                 
gi|164 NVINWAEAENRYIAGDKGGHPFMKL 
        200       210       220  
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.8  bits: 19.5 E():   21 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (4-24:25-45) 
 
                                    10        20        30          
AAD-12                      SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                               .:. . :.:  :.:  .:  :                
gi|990 MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR                    
                                                                    
gi|990 EAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVVVTASCD 
               70        80        90       100       110       120 
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>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  43 init1:  43 opt:  48  Z-score: 78.7  bits: 20.8 E():   21 
Smith-Waterman score: 48; 31.2% identity (56.2% similar) in 32 aa overlap (1-29:25-56) 
 
                                       10           20        30    
AAD-12                         SAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIG 
                               .: .:::  : :.:     : . . :  ..:.     
gi|330 MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKAT 
               10        20        30        40        50        60 
 
            40        50        60        70        80              
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR              
                                                                    
gi|330 TEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESS 
               70        80        90       100       110       120 
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 78.5  bits: 19.2 E():   21 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (41-53:5-17) 
 
               20        30        40        50        60        70 
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA 
                                     :.:::: .  :.:                  
gi|208                           MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACG 
                                         10        20        30     
 
               80                                                   
AAD-12 AGDVVVWDNR                                                   
                                                                    
gi|208 LAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAGDVDGD 
           40        50        60        70        80        90     
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.2  bits: 20.1 E():   22 
Smith-Waterman score: 46; 21.0% identity (43.5% similar) in 62 aa overlap (1-62:39-100) 
 
                                             10        20        30 
AAD-12                               SAYIGYGMDTTATPLRPLVKVHPETGRPSL 
                                     :::..::  .     . ::    . :  .  
gi|616 DLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCASQHGCHGD 
       10        20        30        40        50        60         
 
               40        50        60        70        80           
AAD-12 LIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR           
        : :  . :    ...   .     . .:. :                             
gi|616 TIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQT 
       70        80        90       100       110       120         
 
gi|616 HSAIAVIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDT 
      130       140       150       160       170       180         
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.1  bits: 20.7 E():   23 
Smith-Waterman score: 48; 50.0% identity (83.3% similar) in 12 aa overlap (4-15:205-216) 
 
                                          10        20        30    
AAD-12                            SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .::..: :: :.                   
gi|237 IGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIYTSIEY 
          180       190       200       210       220       230     
 
            40        50        60        70        80              
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR              
                                                                    
gi|237 YGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAIRCDNY 
          240       250       260       270       280       290     
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (2-29:1-31) 
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               10           20        30        40        50        
AAD-12 SAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 
        : .:::  : :.:     : . . :  ..:.                             
gi|217  ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAGV 
                10        20        30        40        50          
 
        60        70        80                                      
AAD-12 ACQAPRVHAHQWAAGDVVVWDNR                                      
                                                                    
gi|217 PPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGAT 
      60        70        80        90       100       110          
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (2-29:1-31) 
 
               10           20        30        40        50        
AAD-12 SAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 
        : .:::  : :.:     : . . :  ..:.                             
gi|217  ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAGV 
                10        20        30        40        50          
 
        60        70        80                                      
AAD-12 ACQAPRVHAHQWAAGDVVVWDNR                                      
                                                                    
gi|217 PPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGAT 
      60        70        80        90       100       110          
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (2-29:1-31) 
 
               10           20        30        40        50        
AAD-12 SAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 
        : .:::  : :.:     : . . :  ..:.                             
gi|217  ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAGV 
                10        20        30        40        50          
 
        60        70        80                                      
AAD-12 ACQAPRVHAHQWAAGDVVVWDNR                                      
                                                                    
gi|217 PPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGAT 
      60        70        80        90       100       110          
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (2-29:1-31) 
 
               10           20        30        40        50        
AAD-12 SAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 
        : .:::  : :.:     : . . :  ..:.                             
gi|217  ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAGV 
                10        20        30        40        50          
 
        60        70        80                                      
AAD-12 ACQAPRVHAHQWAAGDVVVWDNR                                      
                                                                    
gi|217 PPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGAT 
      60        70        80        90       100       110          
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (2-29:1-31) 
 
               10           20        30        40        50        
AAD-12 SAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 
        : .:::  : :.:     : . . :  ..:.                             
gi|217  ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAGV 
                10        20        30        40        50          
 
        60        70        80                                      
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AAD-12 ACQAPRVHAHQWAAGDVVVWDNR                                      
                                                                    
gi|217 PPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGAT 
      60        70        80        90       100       110          
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (2-29:1-31) 
 
               10           20        30        40        50        
AAD-12 SAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 
        : .:::  : :.:     : . . :  ..:.                             
gi|217  ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINAGFKAALAAAAGV 
                10        20        30        40        50          
 
        60        70        80                                      
AAD-12 ACQAPRVHAHQWAAGDVVVWDNR                                      
                                                                    
gi|217 PPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGAT 
      60        70        80        90       100       110          
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (2-29:1-31) 
 
               10           20        30        40        50        
AAD-12 SAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 
        : .:::  : :.:     : . . :  ..:.                             
gi|217  ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINAGFKAALAAAAGV 
                10        20        30        40        50          
 
        60        70        80                                      
AAD-12 ACQAPRVHAHQWAAGDVVVWDNR                                      
                                                                    
gi|217 PPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGAT 
      60        70        80        90       100       110          
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (2-29:1-31) 
 
               10           20        30        40        50        
AAD-12 SAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 
        : .:::  : :.:     : . . :  ..:.                             
gi|217  ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAGV 
                10        20        30        40        50          
 
        60        70        80                                      
AAD-12 ACQAPRVHAHQWAAGDVVVWDNR                                      
                                                                    
gi|217 PPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGAT 
      60        70        80        90       100       110          
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (2-29:1-31) 
 
               10           20        30        40        50        
AAD-12 SAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 
        : .:::  : :.:     : . . :  ..:.                             
gi|217  ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAGV 
                10        20        30        40        50          
 
        60        70        80                                      
AAD-12 ACQAPRVHAHQWAAGDVVVWDNR                                      
                                                                    
gi|217 PPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGAT 
      60        70        80        90       100       110          
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
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Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (2-29:1-31) 
 
               10           20        30        40        50        
AAD-12 SAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 
        : .:::  : :.:     : . . :  ..:.                             
gi|217  ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAGV 
                10        20        30        40        50          
 
        60        70        80                                      
AAD-12 ACQAPRVHAHQWAAGDVVVWDNR                                      
                                                                    
gi|217 PPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGAT 
      60        70        80        90       100       110          
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (2-29:1-31) 
 
               10           20        30        40        50        
AAD-12 SAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 
        : .:::  : :.:     : . . :  ..:.                             
gi|217  ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAGV 
                10        20        30        40        50          
 
        60        70        80                                      
AAD-12 ACQAPRVHAHQWAAGDVVVWDNR                                      
                                                                    
gi|217 PPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGAT 
      60        70        80        90       100       110          
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (2-29:1-31) 
 
               10           20        30        40        50        
AAD-12 SAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 
        : .:::  : :.:     : . . :  ..:.                             
gi|217  ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAGV 
                10        20        30        40        50          
 
        60        70        80                                      
AAD-12 ACQAPRVHAHQWAAGDVVVWDNR                                      
                                                                    
gi|217 PPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGAT 
      60        70        80        90       100       110          
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (2-29:1-31) 
 
               10           20        30        40        50        
AAD-12 SAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 
        : .:::  : :.:     : . . :  ..:.                             
gi|217  ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAGV 
                10        20        30        40        50          
 
        60        70        80                                      
AAD-12 ACQAPRVHAHQWAAGDVVVWDNR                                      
                                                                    
gi|217 PPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGAT 
      60        70        80        90       100       110          
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (2-29:1-31) 
 
               10           20        30        40        50        
AAD-12 SAYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW 
        : .:::  : :.:     : . . :  ..:.                             
gi|217  ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINAGFKAALAAAAGV 
                10        20        30        40        50          
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        60        70        80                                      
AAD-12 ACQAPRVHAHQWAAGDVVVWDNR                                      
                                                                    
gi|217 PPADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGAT 
      60        70        80        90       100       110          
 
>>gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 77.3  bits: 20.7 E():   25 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (21-79:120-178) 
 
                         10        20        30         40          
AAD-12           SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
      50          60        70        80                            
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNR                            
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGNVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 77.3  bits: 20.7 E():   25 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (21-79:120-178) 
 
                         10        20        30         40          
AAD-12           SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLEMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
      50          60        70        80                            
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNR                            
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 77.3  bits: 20.7 E():   25 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (21-79:120-178) 
 
                         10        20        30         40          
AAD-12           SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
      50          60        70        80                            
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNR                            
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 77.3  bits: 20.7 E():   25 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (21-79:120-178) 
 
                         10        20        30         40          
AAD-12           SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
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gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
      50          60        70        80                            
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNR                            
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGNVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 77.3  bits: 20.7 E():   25 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (21-79:120-178) 
 
                         10        20        30         40          
AAD-12           SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|151 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
      50          60        70        80                            
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNR                            
        . :  ::. .  .  :::..   ::...  :                             
gi|151 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|151 TISNNHFFNHHKVMLLGHDDTYDNDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.3  bits: 21.0 E():   25 
Smith-Waterman score: 49; 33.3% identity (46.7% similar) in 30 aa overlap (5-34:90-119) 
 
                                         10        20        30     
AAD-12                           SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     : ::   . :  : .   :. :: .   :: 
gi|259 GVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGR 
      60        70        80        90       100       110          
 
           40        50        60        70        80               
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR               
                                                                    
gi|259 FQDRHQKIRRFRRGDIIAIPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLA 
     120       130       140       150       160       170          
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 76.5  bits: 19.2 E():   28 
Smith-Waterman score: 43; 29.6% identity (66.7% similar) in 27 aa overlap (1-27:9-35) 
 
                       10        20        30        40        50   
AAD-12         SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
               ::.    . ..:.  : .:.:. ..::                          
gi|244 MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQSCQRQFEEQQRFRNCQRYVKQEV 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNR                                 
                                                                    
gi|244 QRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASEL 
               70        80        90       100       110       120 
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 76.5  bits: 18.9 E():   28 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (35-72:20-57) 
 
           10        20        30        40        50        60     
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::  . . : :. :    :..:   .:  : 
gi|730            MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
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                          10        20        30        40          
 
           70        80                                             
AAD-12 HAHQWAAGDVVVWDNR                                             
          .  ::                                                     
gi|730 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 76.5  bits: 18.9 E():   28 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (35-72:20-57) 
 
           10        20        30        40        50        60     
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::  . . : :. :    :..:   .:  : 
gi|191            MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
           70        80                                             
AAD-12 HAHQWAAGDVVVWDNR                                             
          .  ::                                                     
gi|191 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 76.2  bits: 17.0 E():   29 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (40-57:8-25) 
 
      10        20        30        40        50        60          
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :. ....:..   :             
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA      
                                      10        20        30        
 
      70        80 
AAD-12 AAGDVVVWDNR 
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 76.2  bits: 21.3 E():   29 
Smith-Waterman score: 50; 29.4% identity (67.6% similar) in 34 aa overlap (8-40:598-629) 
 
                                      10        20         30       
AAD-12                        SAYIGYGMDTTATPLRPLVKVH-PETGRPSLLIGRHA 
                                     ....:.:.  ..:..  : : :. . :. : 
gi|729 TLTGAIDKTVAWIDENQTATKEEYEAEQKQLESVANPV--MMKIYGAEGGAPGGMPGQGA 
       570       580       590       600         610       620      
 
         40        50        60        70        80 
AAD-12 HAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR 
        : :                                         
gi|729 GAPPPGAGDDGPTVEEVD                           
         630       640                              
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 75.4  bits: 17.0 E():   32 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (40-57:8-25) 
 
      10        20        30        40        50        60          
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :. ....:..   :             
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK   
                                      10        20        30        
 
      70        80 
AAD-12 AAGDVVVWDNR 
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 74.5  bits: 18.8 E():   36 
Smith-Waterman score: 42; 24.4% identity (56.1% similar) in 41 aa overlap (29-68:100-140) 
 
                 10        20        30         40        50        
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AAD-12   SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
        60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNR 
       .  .   : :.             
gi|100 GYYVGSHHHHHH            
     130       140             
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 74.1  bits: 18.8 E():   37 
Smith-Waterman score: 42; 27.8% identity (66.7% similar) in 36 aa overlap (36-71:28-62) 
 
          10        20        30        40        50        60      
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     :.: :...: : ... .:  : .    ... 
gi|157    MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQA-EFRQLANGAPDKTEAEIEAQ 
                  10        20        30         40        50       
 
          70        80                                              
AAD-12 AHQWAAGDVVVWDNR                                              
        .::.:                                                       
gi|157 IEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPAAKAADARLSAIASNRA 
         60        70        80        90       100       110       
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 74.1  bits: 18.2 E():   38 
Smith-Waterman score: 40; 30.0% identity (50.0% similar) in 30 aa overlap (28-57:13-42) 
 
               10        20        30        40        50        60 
AAD-12 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ 
                                  :. :.    .. ::   :: :   .:  .:    
gi|144                VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPL 
                              10        20        30        40      
 
               70        80                                
AAD-12 APRVHAHQWAAGDVVVWDNR                                
                                                           
gi|144 TKKGNLWEVKSSKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
          50        60        70        80        90       
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.0  bits: 20.1 E():   38 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (4-13:284-293) 
 
                                          10        20        30    
AAD-12                            SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
            40        50        60        70        80 
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR 
                                                       
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET          
           320       330       340       350           
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.7  bits: 18.8 E():   39 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (32-55:1-24) 
 
              10        20        30        40        50        60  
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|215                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
              70        80                                          
AAD-12 PRVHAHQWAAGDVVVWDNR                                          
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gi|215 IPKAATGAYKSVEVKGDGGAGTVRIITLPEGSPITTMTVRTDAVNKEALSYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.7  bits: 18.8 E():   39 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (32-55:1-24) 
 
              10        20        30        40        50        60  
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|892                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
              70        80                                          
AAD-12 PRVHAHQWAAGDVVVWDNR                                          
                                                                    
gi|892 IPKAAPGAYKSVEVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|19069497|emb|CAC37790.2| putative allergen Cup a 1   (367 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 73.6  bits: 20.0 E():   40 
Smith-Waterman score: 46; 27.4% identity (53.2% similar) in 62 aa overlap (21-79:120-178) 
 
                         10        20        30         40          
AAD-12           SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :..   .:.:  :.     .  
gi|190 WIIFSQNMNIKLQMPLYVAGYKTIDGRGADVHLGNGGPCLFMRTASHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
      50          60        70        80                            
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNR                            
        . :  ::. .  .  :::..   ::...  :                             
gi|190 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|190 TISNNHFFNHHKVMLLGHDDTYDDDISMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8843917|gb|AAF80164.1| pollen major allergen 1-2 [J  (367 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 73.6  bits: 20.0 E():   40 
Smith-Waterman score: 46; 27.4% identity (54.8% similar) in 62 aa overlap (21-79:120-178) 
 
                         10        20        30         40          
AAD-12           SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
      50          60        70        80                            
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNR                            
        . :  ::. .  .  :::..   ::...  :                             
gi|884 SVLGDVLVSESIGVVPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|884 TIFNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8843921|gb|AAF80166.1| pollen major allergen 1-1 [J  (367 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 73.6  bits: 20.0 E():   40 
Smith-Waterman score: 46; 27.4% identity (54.8% similar) in 62 aa overlap (21-79:120-178) 
 
                         10        20        30         40          
AAD-12           SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
      50          60        70        80                            
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNR                            
        . :  ::. .  .  :::..   ::...  :                             
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gi|884 SVLGDVLVSESIGVVPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|884 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 73.5  bits: 19.7 E():   41 
Smith-Waterman score: 45; 46.7% identity (80.0% similar) in 15 aa overlap (60-73:207-221) 
 
      30        40        50        60         70        80         
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAP-RVHAHQWAAGDVVVWDNR         
                                     :.: :..  .::.::                
gi|287 WTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAGGDPSNPKGTIEWAGGLT 
        180       190       200       210       220       230       
 
gi|287 DYSAGPYTMYVKSVRIENANPAESYTYSDNSGSWQSIKFDGSVDISSSSSVTSSTTSTAS 
        240       250       260       270       280       290       
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.8  bits: 20.3 E():   44 
Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (26-48:344-366) 
 
                    10        20        30        40        50      
AAD-12      SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
           320       330       340       350       360       370    
 
          60        70        80                                    
AAD-12 DWACQAPRVHAHQWAAGDVVVWDNR                                    
                                                                    
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 72.7  bits: 17.9 E():   45 
Smith-Waterman score: 39; 22.7% identity (40.9% similar) in 22 aa overlap (56-77:45-66) 
 
          30        40        50        60        70        80      
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR      
                                     .:  .:  ..   : :     :         
gi|323 QYGYCGTTADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFC 
           20        30        40        50        60        70     
 
gi|323 GPAGPRCLRTNAAVTVR 
           80        90  
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 72.5  bits: 16.3 E():   46 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (40-57:8-25) 
 
      10        20        30        40        50        60          
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :  ....:..   :             
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA      
                                      10        20        30        
 
      70        80 
AAD-12 AAGDVVVWDNR 
 
>>gi|2181180|emb|CAB06417.1| xylosidase [Aspergillus nig  (804 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 72.4  bits: 20.9 E():   47 
Smith-Waterman score: 49; 23.0% identity (50.0% similar) in 74 aa overlap (6-79:172-242) 
 
                                        10        20        30      
AAD-12                          SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                                     ::.:. :  .  .   ::  :: .   :.  
gi|218 LTTAALNRTLIHQIASIISTQGRAFNNAGRYGLDVYAPNINTF--RHPVWGRGQETPGED 
             150       160       170       180         190          
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          40        50        60        70        80                
AAD-12 AHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR                
       . .. .. : :    ..:    .     . :...:. :.  : :                 
gi|218 V-SLAAVYAYEYITGIQGPDPESNLKLAATAKHYAGYDIENWHNHSRLGNDMNITQQDLS 
     200        210       220       230       240       250         
 
gi|218 EYYTPQFHVAARDAKVQSVMCAYNAVNGVPACADSYFLQTLLRDTFGFVDHGYVSSDCDA 
      260       270       280       290       300       310         
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 72.3  bits: 19.7 E():   47 
Smith-Waterman score: 45; 28.6% identity (51.4% similar) in 35 aa overlap (35-69:258-291) 
 
           10        20        30        40        50        60     
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     :...:    .  : :  .  : :. :  :. 
gi|510 IGENIIGHLLIVFDGGKSQPACSWYDVPCSHSESIVYATGMVSGRCQHLAVPWTAQQ-RI 
       230       240       250       260       270       280        
 
           70        80                                             
AAD-12 HAHQWAAGDVVVWDNR                                             
       .  ::                                                        
gi|510 NPIQWKFWRVFTSNIPAYPTSDTTNCVVLNTNVFKNDNTFEGEYHAFPDCARNLFKCRQQ 
        290       300       310       320       330       340       
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 72.3  bits: 19.4 E():   47 
Smith-Waterman score: 44; 27.8% identity (52.8% similar) in 36 aa overlap (12-47:64-96) 
 
                                  10        20        30        40  
AAD-12                    SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                                     :  .. .  . :.  ::   . . :  .:  
gi|481 AGKATTEEQKLIEDINVGFKAAVAARQRPAADKFKTFEAASPRHPRP---LRQGAGLVPK 
            40        50        60        70        80           90 
 
              50        60        70        80                      
AAD-12 MDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR                      
       .::: :                                                       
gi|481 LDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGE 
              100       110       120       130       140       150 
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.2  bits: 18.5 E():   48 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (11-18:34-41) 
 
                                   10        20        30        40 
AAD-12                     SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
               50        60        70        80                     
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR                     
                                                                    
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 71.8  bits: 19.7 E():   50 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (25-41:225-240) 
 
                     10        20        30        40        50     
AAD-12       SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
           60        70        80                                   
AAD-12 VDWACQAPRVHAHQWAAGDVVVWDNR                                   
                                                                    
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
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           260       270       280       290       300       310    
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 71.8  bits: 19.7 E():   50 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (25-41:225-240) 
 
                     10        20        30        40        50     
AAD-12       SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
           60        70        80                                   
AAD-12 VDWACQAPRVHAHQWAAGDVVVWDNR                                   
                                                                    
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 71.7  bits: 16.3 E():   51 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (40-57:8-25) 
 
      10        20        30        40        50        60          
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :  ....:..   :             
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK   
                                      10        20        30        
 
      70        80 
AAD-12 AAGDVVVWDNR 
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 71.6  bits: 19.4 E():   51 
Smith-Waterman score: 44; 47.4% identity (63.2% similar) in 19 aa overlap (46-61:72-90) 
 
          20        30        40        50           60        70   
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW---ACQAPRVHAHQWAAG 
                                     :.. ::   :::   ::.:            
gi|144 TISKQVVFLIHGFLSTGNNENFVAMSKALIEKDDFLVISVDWKKGACNAFASTKDALGYS 
              50        60        70        80        90       100  
 
             80                                                     
AAD-12 DVVVWDNR                                                     
                                                                    
gi|144 KAVGNTRHVGKFVADFTKLLVEKYKVLISNIRLIGHSLGAHTSGFAGKEVQKLKLGKYKE 
             110       120       130       140       150       160  
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 71.6  bits: 20.0 E():   52 
Smith-Waterman score: 46; 57.1% identity (78.6% similar) in 14 aa overlap (4-16:229-242) 
 
                                          10         20        30   
AAD-12                            SAYIGYGMDT-TATPLRPLVKVHPETGRPSLLI 
                                     .:.:::: ::  .:                 
gi|303 RGERYGLRGGQQILADNVFKGFNMEALADVLGFGMDTETARKVRGEDDQRGHIVRVEQGL 
      200       210       220       230       240       250         
 
             40        50        60        70        80             
AAD-12 GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR             
                                                                    
gi|303 KVIRPPRIREELEQQEGGGYNGLEETICSATFIQNIDNPAEADFYNPRAGRLTTVNSLKV 
      260       270       280       290       300       310         
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.4  bits: 18.2 E():   53 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (4-21:25-42) 
 
                                    10        20        30          
AAD-12                      SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                               .:. . :.:  ..: ..:                   
gi|144 MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSLSTFKNT 
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               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR                    
                                                                    
gi|144 EIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVEVTASVD 
               70        80        90       100       110       120 
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.4  bits: 19.1 E():   53 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (55-68:29-42) 
 
           30        40        50        60        70        80     
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR     
                                     :.:  : :  . ::                 
gi|170   MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQT 
                 10        20        30        40        50         
 
gi|170 FPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQ 
       60        70        80        90       100       110         
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 71.3  bits: 15.7 E():   54 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (4-14:2-12) 
 
               10        20        30        40        50        60 
AAD-12 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ 
          .::.  : :.:                                               
gi|751   DLGYAPATPAAPGAGYTPATPAAP                                   
                 10        20                                       
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 71.2  bits: 19.4 E():   54 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (24-67:254-299) 
 
                      10        20        30          40        50  
AAD-12        SAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
              60        70        80     
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNR     
        .. :   . :.:. :                  
gi|261 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFS 
           290       300       310       
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 71.1  bits: 19.7 E():   55 
Smith-Waterman score: 45; 46.7% identity (80.0% similar) in 15 aa overlap (60-73:197-211) 
 
      30        40        50        60         70        80         
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAP-RVHAHQWAAGDVVVWDNR         
                                     :.: :..  .::.::                
gi|855 WTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAGGDPSNPKGTIEWAGGLT 
        170       180       190       200       210       220       
 
gi|855 DYSAGPYTMYVKSVRIENANPAESYTYSDNSGSWQSIKFDGSVDISSSSSVTSSTTSTAS 
        230       240       250       260       270       280       
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 71.1  bits: 19.7 E():   55 
Smith-Waterman score: 45; 23.8% identity (52.4% similar) in 42 aa overlap (3-41:352-393) 
 
                                           10        20        30   
AAD-12                             SAYIGYGMDTTATPLRPLVKVHPETGRPSLLI 
                                     ... :.: . :: .    .  : :. .: . 
gi|113 NVLGRHGEAAAESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEPGESALSL 
             330       340       350       360       370       380  
 
                40        50        60        70        80 
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AAD-12 GRHAHAI---PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR 
          : ..   ::                                        
gi|113 TSSAGVLSCQPGAPC                                     
             390                                           
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 71.0  bits: 18.1 E():   56 
Smith-Waterman score: 40; 25.7% identity (60.0% similar) in 35 aa overlap (29-62:100-134) 
 
                 10        20        30         40        50        
AAD-12   SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|105 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
        60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNR 
       .  .:                   
gi|105 GYWVPSSNS               
     130                       
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.9  bits: 15.7 E():   56 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (11-17:5-11) 
 
               10        20        30        40        50        60 
AAD-12 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ 
                 : .:.::                                            
gi|751       TKSQTHVPIRPNKLVLKVQKDRATN                              
                     10        20                                   
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 70.6  bits: 20.0 E():   58 
Smith-Waterman score: 46; 22.4% identity (57.1% similar) in 49 aa overlap (25-69:15-63) 
 
               10        20        30        40        50           
AAD-12 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV----D 
                               :. : :. . :  : : ..:...... .. .    : 
gi|601           MRGALAGLSLATLATASPVLVNSIHNDAAPIISASNAKEIADNYMIKFKD 
                         10        20        30        40        50 
 
         60        70        80                                     
AAD-12 WACQAPRVHAHQWAAGDVVVWDNR                                     
        . :   .. : :                                                
gi|601 HVTQNLAAEHHGWVQDLHEKTQVAKTELRKRSQSPMVDDIFNGLKHTYNIAGGLMGYAGH 
               60        70        80        90       100       110 
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.6  bits: 18.1 E():   58 
Smith-Waterman score: 43; 25.9% identity (46.3% similar) in 54 aa overlap (27-72:88-141) 
 
                   10        20        30               40          
AAD-12     SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-------IPGMDAAESER 
                                     :   .:::..:        .::     ..  
gi|189 AGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRD 
        60        70        80        90       100       110        
 
      50         60        70        80 
AAD-12 FLEGLVDWA-CQAPRVHAHQWAAGDVVVWDNR 
       : . ::  . :..  ::   .  :         
gi|189 FAKVLVTPGQCNVLTVHNAPYCLGLDI      
       120       130       140          
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.6  bits: 15.7 E():   59 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (23-33:10-20) 
 
               10        20        30        40        50        60 
AAD-12 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ 
                             :.:  :..: :                            
gi|147              AKITFTNNXPNTVWPGILTGFGQKPQ                      
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                            10        20                            
 
               70        80 
AAD-12 APRVHAHQWAAGDVVVWDNR 
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.5  bits: 18.1 E():   59 
Smith-Waterman score: 41; 26.0% identity (48.0% similar) in 50 aa overlap (31-72:93-142) 
 
               10        20        30               40        50    
AAD-12 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-------IPGMDAAESERFLEG 
                                     .:::..:        .::     .. : .  
gi|439 SSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKV 
             70        80        90       100       110       120   
 
             60        70        80 
AAD-12 LVDWA-CQAPRVHAHQWAAGDVVVWDNR 
       ::  . :..  ::   .  :         
gi|439 LVTPGQCNVLTVHNAPYCLGLDI      
            130       140           
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.5  bits: 18.1 E():   59 
Smith-Waterman score: 40; 26.7% identity (60.0% similar) in 30 aa overlap (14-43:115-144) 
 
                                10        20        30        40    
AAD-12                  SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::   .:. ...  ..:    :.: 
gi|217 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
            50        60        70        80 
AAD-12 AAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR 
                                             
gi|217 I                                     
                                             
 
>>gi|4587985|gb|AAD25927.1|AF084828_1 major allergenic p  (342 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 70.5  bits: 19.4 E():   59 
Smith-Waterman score: 46; 23.6% identity (56.4% similar) in 55 aa overlap (2-54:137-186) 
 
                                            10        20            
AAD-12                              SAYIGYGMDTTATPLRPLVKVHPETG--RPS 
                                     ::::   . . . .  ...:  ..:   :. 
gi|458 KPGMTRDDLFNSNASIVRDLAKVVAKVAPKAYIGVISNPVNSTVPIVAEVFKKAGVYDPK 
        110       120       130       140       150       160       
 
      30        40        50        60        70        80          
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR          
        :.:     .  .:....  :: :.                                    
gi|458 RLFG-----VTTLDTTRAATFLSGIAGSDPQTTNVPVIGGHSGVTIVPLISQAAQGDKVQ 
        170            180       190       200       210       220  
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.5  bits: 18.4 E():   59 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (34-50:17-30) 
 
            10        20        30        40        50        60    
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|212               VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                             10        20           30        40    
 
            70        80                                            
AAD-12 VHAHQWAAGDVVVWDNR                                            
                                                                    
gi|212 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
            50        60        70        80        90       100    
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.4  bits: 18.4 E():   60 
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Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (34-50:18-31) 
 
            10        20        30        40        50        60    
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|116              AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
            70        80                                            
AAD-12 VHAHQWAAGDVVVWDNR                                            
                                                                    
gi|116 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.4  bits: 18.4 E():   60 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (34-50:18-31) 
 
            10        20        30        40        50        60    
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|144              AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
            70        80                                            
AAD-12 VHAHQWAAGDVVVWDNR                                            
                                                                    
gi|144 LTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|69552|pir||MEHB2 melittin, minor - honeybee          (27 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.3  bits: 15.7 E():   61 
Smith-Waterman score: 32; 30.8% identity (61.5% similar) in 13 aa overlap (51-63:13-25) 
 
               30        40        50        60        70        80 
AAD-12 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  .  :                  
gi|695                   GIGAVLKVLTTGLPALISWISRKKRQQ                
                                 10        20                       
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 70.2  bits: 19.7 E():   61 
Smith-Waterman score: 45; 20.3% identity (54.7% similar) in 64 aa overlap (17-80:2-60) 
 
               10        20        30        40        50        60 
AAD-12 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ 
                       :. :.: .    :.  .:   ..  .:.:    . ...:  . . 
gi|139                MPISKIHAR----SVYDSRGNPTVE-VDVATETGLHRAIVPSGAS 
                                  10        20         30        40 
 
               70        80                                         
AAD-12 APRVHAHQWAAGDVVVWDNR                                         
       . . .::.   :: . : ..                                         
gi|139 TGQHEAHELRDGDKTQWGGKGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGT 
               50        60        70        80        90       100 
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.2  bits: 18.4 E():   61 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (57-80:70-93) 
 
         30        40        50        60        70        80       
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR       
                                     :  .:  ..   : :.    : ..       
gi|283 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
      40        50        60        70        80        90          
 
gi|283 CGPVGAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
     100       110       120       130       140       150          
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 70.1  bits: 18.1 E():   62 
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Smith-Waterman score: 46; 25.7% identity (48.6% similar) in 70 aa overlap (7-76:55-118) 
 
                                       10        20        30       
AAD-12                         SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :  .:.  . :. : :   :  .    ::: 
gi|160 DGPTTVTGNLSGLKPGLHGFHAHALGDTTNGCMSTGPHFNPVGKEHGAPGDEN----RHA 
           30        40        50        60        70            80 
 
         40        50        60        70        80                 
AAD-12 HAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR                 
         . .. ..:.     ..::   : : .  :.  .  :::                     
gi|160 GDLGNITVGEDGTAAINIVD--KQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGN 
               90       100         110       120       130         
 
gi|160 AGGRVACGIIGLQG 
      140       150   
 
>>gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-termi  (34 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 70.1  bits: 16.0 E():   62 
Smith-Waterman score: 33; 25.0% identity (58.3% similar) in 24 aa overlap (40-63:8-31) 
 
      10        20        30        40        50        60          
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     : . :.   ..::. . .  . ::       
gi|691                        AIGDKPGPKITATYXXKWLEAKATFYGSNPRGAA    
                                      10        20        30        
 
      70        80 
AAD-12 AAGDVVVWDNR 
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 70.1  bits: 19.7 E():   62 
Smith-Waterman score: 45; 38.9% identity (72.2% similar) in 18 aa overlap (33-50:241-258) 
 
             10        20        30        40        50        60   
AAD-12 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                     :  .... :::.: :: .             
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDQTYDLNFKE 
              220       230       240       250       260       270 
 
             70        80                                           
AAD-12 RVHAHQWAAGDVVVWDNR                                           
                                                                    
gi|144 ENNNGSQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 70.1  bits: 15.0 E():   63 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (8-15:10-17) 
 
                 10        20        30        40        50         
AAD-12   SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
                :.:  :::                                            
gi|244 IGNEDCTPWMSTLITPLP                                           
               10                                                   
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.1  bits: 18.4 E():   63 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (34-50:27-40) 
 
            10        20        30        40        50        60    
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|194     MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEA 
                   10        20        30           40        50    
 
            70        80                                            
AAD-12 VHAHQWAAGDVVVWDNR                                            
                                                                    
gi|194 LTQYKCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVL 
            60        70        80        90       100       110    
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>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.8  bits: 21.5 E():   64 
Smith-Waterman score: 52; 25.5% identity (52.9% similar) in 51 aa overlap (4-54:798-844) 
 
                                          10        20        30    
AAD-12                            SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:: .:. :.   :.. .. .  . :::.  
gi|203 GEKGDRNIRMNGGVVAGLYGKMKLMVKDHKMGYEYDAKAS-YTPMIDMNVQKQEHSLLV- 
       770       780       790       800        810       820       
 
            40        50        60        70        80              
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR              
            .  ::     :: ..:                                        
gi|203 --RFNMKDMDQHTVMRFKQSLREKRATGEEKDYENEITPDARSDRCFSFFLLDYCRKASH 
           830       840       850       860       870       880    
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.8  bits: 19.4 E():   65 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (24-67:290-335) 
 
                      10        20        30          40        50  
AAD-12        SAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
              60        70        80                           
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNR                           
        .. :   . :.:. :                                        
gi|124 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.8  bits: 19.4 E():   65 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (24-67:290-335) 
 
                      10        20        30          40        50  
AAD-12        SAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
              60        70        80                           
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNR                           
        .. :   . :.:. :                                        
gi|268 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.8  bits: 19.4 E():   65 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (24-67:290-335) 
 
                      10        20        30          40        50  
AAD-12        SAYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
              60        70        80                           
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNR                           
        .. :   . :.:. :                                        
gi|124 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 69.7  bits: 21.2 E():   66 
Smith-Waterman score: 50; 44.4% identity (63.0% similar) in 27 aa overlap (28-53:636-662) 
 
                  10        20        30         40        50       
AAD-12    SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVD 
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                                     :: : : : : .:::  . ..:  :.:    
gi|278 SRGPSGPPGPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIG 
         610       620       630       640       650       660      
 
         60        70        80                                     
AAD-12 WACQAPRVHAHQWAAGDVVVWDNR                                     
                                                                    
gi|278 SPGRDGARGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAG 
         670       680       690       700       710       720      
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.6  bits: 19.0 E():   66 
Smith-Waterman score: 43; 27.8% identity (55.6% similar) in 36 aa overlap (4-39:234-269) 
 
                                          10        20        30    
AAD-12                            SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::  ..   .: . :.:   :.. :  .:  
gi|324 DPRTLNKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVIL 
           210       220       230       240       250       260    
 
            40        50        60        70        80 
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR 
         .::.                                          
gi|324 SISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV   
           270       280       290       300           
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.4  bits: 18.4 E():   68 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (57-80:87-110) 
 
         30        40        50        60        70        80       
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR       
                                     :  .:  ..   : :.    : ..       
gi|158 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
gi|158 CGPVGAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.4  bits: 18.4 E():   68 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (57-80:87-110) 
 
         30        40        50        60        70        80       
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR       
                                     :  .:  ..   : :.    : ..       
gi|123 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
gi|123 CGPVGAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Thauma  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 69.2  bits: 15.0 E():   70 
Smith-Waterman score: 30; 66.7% identity (83.3% similar) in 6 aa overlap (36-41:15-20) 
 
          10        20        30        40        50        60      
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     : :.::                         
gi|680                 ATFNFINNCPFTVWAAAVPG                         
                               10        20                         
 
          70        80 
AAD-12 AHQWAAGDVVVWDNR 
 
>>gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} [De  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 69.2  bits: 15.0 E():   70 
Smith-Waterman score: 30; 45.5% identity (72.7% similar) in 11 aa overlap (38-48:1-11) 
 
        10        20        30        40        50        60        
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
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                                     :. :.::  .:                    
gi|404                               AVGGQDADLAEAPFQISLLK           
                                             10        20           
 
        70        80 
AAD-12 QWAAGDVVVWDNR 
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 69.1  bits: 19.7 E():   71 
Smith-Waterman score: 45; 23.5% identity (58.8% similar) in 51 aa overlap (2-49:265-315) 
 
                                            10        20         30 
AAD-12                              SAYIGYGMDTTATPLRPLVKVHPETG-RPSL 
                                     : .. :..:..  . ::.: .     . :  
gi|144 AVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGGVMTPLIKRNTTIPTKKSE 
          240       250       260       270       280       290     
 
               40          50        60        70        80         
AAD-12 LIGRHAHAIPG--MDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR         
        .. ..   ::  ... :.::                                        
gi|144 TFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAPRGVPQIEVTFDLDANGIM 
          300       310       320       330       340       350     
 
>>gi|4235093|gb|AAD13106.1| beta-xylosidase [Aspergillus  (804 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 68.7  bits: 20.3 E():   74 
Smith-Waterman score: 47; 23.0% identity (50.0% similar) in 74 aa overlap (6-79:172-242) 
 
                                        10        20        30      
AAD-12                          SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                                     ::.:. :  .  .   ::  :: .   :.  
gi|423 LTTAALNRTLIHQIASIISTQGRAFNNAGRYGLDVYAPNINTF--RHPVWGRGQETPGED 
             150       160       170       180         190          
 
          40        50        60        70        80                
AAD-12 AHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR                
       . .. .. : :    ..:    .     . :...:. :.  : :                 
gi|423 V-SLAAVYAYEYITGIQGPDPDSNLKLAATAKHYAGYDIENWHNHSRLGNDMNITQQDLS 
     200        210       220       230       240       250         
 
gi|423 EYYTPQFHVAARDAKVHSVMCAYNAVDGVPACADSYFLQTLLRDTFGFVDHGYVSSDCDA 
      260       270       280       290       300       310         
 
>>gi|289064179|gb|ADC80503.1| non-specific lipid transfe  (118 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.6  bits: 17.5 E():   75 
Smith-Waterman score: 38; 66.7% identity (88.9% similar) in 9 aa overlap (36-44:81-89) 
 
          10        20        30        40        50        60      
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     : ::::..:                      
gi|289 ASCCSGVRSLNAAAKTTPDRQAVCNCLKSAAGAIPGFNANNAGILPGKCGVSIPYKISTS 
               60        70        80        90       100       110 
 
          70        80 
AAD-12 AHQWAAGDVVVWDNR 
                       
gi|289 TNCATIKF        
                       
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 68.5  bits: 17.2 E():   76 
Smith-Waterman score: 37; 38.9% identity (50.0% similar) in 18 aa overlap (40-57:25-42) 
 
      10        20        30        40        50        60          
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     ::   :: :   .:  .:             
gi|126       TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTKKGNLWEV 
                     10        20        30        40        50     
 
      70        80                                 
AAD-12 AAGDVVVWDNR                                 
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gi|126 KSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
           60        70        80        90        
 
>>gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia mutic  (284 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 68.4  bits: 18.7 E():   77 
Smith-Waterman score: 42; 36.8% identity (73.7% similar) in 19 aa overlap (34-52:63-80) 
 
            10        20        30        40        50        60    
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     .:: ..  ..::: .:. :            
gi|219 EDSKAKIEEDLTSLQKKYTNLENEFDQVNEKHADSVAKLEAAE-KRLTETEDEIKGYTRK 
             40        50        60        70         80        90  
 
            70        80                                            
AAD-12 VHAHQWAAGDVVVWDNR                                            
                                                                    
gi|219 IQLLEDDLERTQTKLDEATGKLEEATKSADESERGRKVLESRSLADDDRIDGLEKQVKDA 
             100       110       120       130       140       150  
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 18.1 E():   88 
Smith-Waterman score: 40; 38.5% identity (42.3% similar) in 26 aa overlap (5-30:60-85) 
 
                                         10        20        30     
AAD-12                           SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     :  :  :  :  : ::.   :  : :     
gi|613 CLEYSNVGFTDAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIA 
      30        40        50        60        70        80          
 
           40        50        60        70        80               
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR               
                                                                    
gi|613 QRWANQCTFEHDACRNVERFAVGQNIAATSSSGKNKSTLSDMILLWYNEVKDFDNRWISS 
      90       100       110       120       130       140          
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.3  bits: 17.2 E():   88 
Smith-Waterman score: 37; 41.2% identity (58.8% similar) in 17 aa overlap (33-49:82-98) 
 
             10        20        30        40        50        60   
AAD-12 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                     :  :.: :  . :: :.              
gi|215 NELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMGFGLFD 
              60        70        80        90       100       110  
 
             70        80 
AAD-12 RVHAHQWAAGDVVVWDNR 
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.2  bits: 19.0 E():   89 
Smith-Waterman score: 43; 35.5% identity (54.8% similar) in 31 aa overlap (10-40:3-32) 
 
               10        20        30        40        50        60 
AAD-12 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ 
                : : :.  :. .   .:   :  : ::..::                     
gi|238        FITKAIPIV-LAALSAVNGAKILEAGPHAETIPNKYIVVMKKDVSDEAFSTHT 
                       10        20        30        40        50   
 
               70        80                                         
AAD-12 APRVHAHQWAAGDVVVWDNR                                         
                                                                    
gi|238 TWLSQNLNRRLMRRSGSSKAMAGMQNKYSLGGIFRAYSGEFDDAMIKDISNHDDVDYIEP 
             60        70        80        90       100       110   
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.1  bits: 18.4 E():   90 
Smith-Waterman score: 41; 37.5% identity (81.2% similar) in 16 aa overlap (39-54:1-16) 
 
       10        20        30        40        50        60         
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                     .::..:.. : .:. :               
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gi|857                               MPGQQATKHESLLDQLSLKGKVVVVTGASG 
                                             10        20        30 
 
       70        80                                                 
AAD-12 WAAGDVVVWDNR                                                 
                                                                    
gi|857 PKGMGIEAARGCAEMGAAVAITYASRAQGAEENVKELEKTYGIKAKAYKCQVDSYESCEK 
               40        50        60        70        80        90 
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.8 E():   92 
Smith-Waterman score: 39; 35.3% identity (70.6% similar) in 17 aa overlap (3-19:118-134) 
 
                                           10        20        30   
AAD-12                             SAYIGYGMDTTATPLRPLVKVHPETGRPSLLI 
                                     :. . :...: : . ::              
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
             40        50        60        70        80 
AAD-12 GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR 
                                                        
gi|195 ALEKFDKALKALPMHIRLSFNPTQLEEQCHI                  
       150       160       170                          
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 66.9  bits: 13.7 E():   93 
Smith-Waterman score: 26; 50.0% identity (83.3% similar) in 6 aa overlap (28-33:1-6) 
 
               10        20        30        40        50        60 
AAD-12 SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ 
                                  :.. ::                            
gi|250                            PTITIGGPEYR                       
                                          10                        
 
               70        80 
AAD-12 APRVHAHQWAAGDVVVWDNR 
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.9  bits: 18.1 E():   93 
Smith-Waterman score: 40; 36.4% identity (54.5% similar) in 22 aa overlap (21-42:87-107) 
 
                         10        20        30        40        50 
AAD-12           SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     : : .: :  .::  .:   :.         
gi|201 WGALGGDVYLGKSPNSDAPCANGIFRYNSDVGP-SGTPVRFIGSSSHFGQGIFENELLNI 
         60        70        80         90       100       110      
 
               60        70        80                               
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR                               
                                                                    
gi|201 QFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTIGQADSSWFKIVKSSQFGYNLLYCP 
         120       130       140       150       160       170      
 
>>gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betula p  (21 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 66.9  bits: 14.7 E():   93 
Smith-Waterman score: 29; 42.9% identity (50.0% similar) in 14 aa overlap (7-20:8-21) 
 
                10        20        30        40        50          
AAD-12  SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC 
              :  :.  ::  : :                                        
gi|309 MRVFNYKGETTSLIPLARLFK                                        
               10        20                                         
 
>>gi|190684057|gb|ACE82289.1| glutathione transferase [T  (222 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 66.9  bits: 18.1 E():   93 
Smith-Waterman score: 40; 32.4% identity (59.5% similar) in 37 aa overlap (12-44:50-86) 
 
                                  10        20           30         
AAD-12                    SAYIGYGMDTTATPLRPLVKVHPETGRP---SLLIGRHAH- 
                                     :.:..  . :  . :::   ::.: .. .  
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gi|190 RVRIALAEKGLPYEYAEEDLMAGKSDRLLRANPVHKKIPVLLHDGRPVNESLIILQYLED 
      20        30        40        50        60        70          
 
        40        50        60        70        80                  
AAD-12 AIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR                  
       :.:   :                                                      
gi|190 AFPDAPALLPSDPYARAQARFWADYVDKKVYDCGSRLWKLKGEPQAQARAEMLDILKTLD 
      80        90       100       110       120       130          
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.6  bits: 17.1 E():   96 
Smith-Waterman score: 37; 26.7% identity (56.7% similar) in 30 aa overlap (14-43:90-119) 
 
                                10        20        30        40    
AAD-12                  SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ...  ..:    :.: 
gi|253 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNAPYCLGLD 
      60        70        80        90       100       110          
 
            50        60        70        80 
AAD-12 AAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR 
                                             
gi|253 I                                     
     120                                     
 
>>gi|14424466|sp|P35778.2|VA3_SOLIN RecName: Full=Venom   (234 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 18.1 E():   99 
Smith-Waterman score: 40; 38.5% identity (42.3% similar) in 26 aa overlap (5-30:82-107) 
 
                                         10        20        30     
AAD-12                           SAYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     :  :  :  :  : ::.   :  : :     
gi|144 CLEYSNVGFTDAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIA 
              60        70        80        90       100       110  
 
           40        50        60        70        80               
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR               
                                                                    
gi|144 QRWANQCTFEHDACRNVERFAVGQNIAATSSSGKNKSTPNEMILLWYNEVKDFDNRWISS 
             120       130       140       150       160       170  
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:03:01 2011 done: Fri Jan 21 00:03:01 2011 
 Total Scan time:  0.060 Total Display time:  0.030 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 181  - 260 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     0     2:* 
  32     3     8:= * 
  34    18    22:====== * 
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  36    22    44:========      * 
  38    46    73:================        * 
  40    65   102:======================           * 
  42    98   125:=================================        * 
  44   112   137:======================================       * 
  46   179   140:==============================================*============= 
  48   154   134:============================================*======= 
  50   102   122:==================================      * 
  52   113   107:===================================*== 
  54   105    92:==============================*==== 
  56   124    77:=========================*================ 
  58    71    63:====================*=== 
  60    55    51:================*== 
  62    37    41:=============* 
  64    34    33:==========*= 
  66    19    26:======= * 
  68    15    20:===== * 
  70    32    16:=====*===== 
  72    13    12:===*= 
  74     6    10:== * 
  76    24     8:==*===== 
  78     7     6:=*= 
  80    13     5:=*=== 
  82     7     3:*== 
  84     2     3:* 
  86     1     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     2     0:=         *== 
 100     2     0:=         *== 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     1     0:=         *= 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.64630.00306; mu= 5.8766 0.160 
 mean_var=29.7332 7.862, 0's: 2 Z-trim: 5  B-trim: 71 in 1/43 
 Lambda= 0.235209 
 Kolmogorov-Smirnov  statistic: 0.0994 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   73 29.1    0.09 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   64 26.2    0.23 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   66 26.7    0.47 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   56 23.5     1.1 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   59 24.5     1.2 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   56 23.5     1.6 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   56 23.5     1.6 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   52 22.2     2.8 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   55 23.0     4.7 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   56 23.3       5 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   53 22.4     6.3 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   53 22.4     8.4 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   52 22.0     9.5 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   53 22.3      10 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   48 20.8      11 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   53 22.3      11 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   50 21.4      12 
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gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   50 21.4      13 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   50 21.4      13 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 17.0      14 
gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Gl ( 162)   47 20.4      14 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   46 20.1      15 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   51 21.7      15 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   49 21.0      15 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   50 21.3      15 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   50 21.3      15 
gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   46 20.1      16 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   46 20.1      16 
gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen ( 367)   50 21.3      16 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.8      17 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.8      17 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.8      17 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   49 21.0      17 
gi|212279|gb|AAA48944.1| lysozyme protein [Gallus  (  24)   37 17.3      18 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   47 20.4      18 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   47 20.4      19 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   45 19.8      20 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 19.4      22 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 19.1      23 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   48 20.7      24 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   47 20.4      25 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   47 20.4      25 
gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen ( 367)   48 20.7      26 
gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen ( 367)   48 20.7      26 
gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen ( 367)   48 20.7      26 
gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen ( 367)   48 20.7      26 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   48 20.7      26 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   49 21.0      26 
gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Sc ( 129)   43 19.1      27 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   47 20.3      28 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   42 18.8      29 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   42 18.8      29 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   50 21.3      30 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 16.9      31 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 16.9      34 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   42 18.7      38 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.7      39 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   40 18.1      40 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 20.0      40 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.7      41 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.7      41 
gi|8843921|gb|AAF80166.1| pollen major allergen 1- ( 367)   46 20.0      42 
gi|19069497|emb|CAC37790.2| putative allergen Cup  ( 367)   46 20.0      42 
gi|8843917|gb|AAF80164.1| pollen major allergen 1- ( 367)   46 20.0      42 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   45 19.7      43 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 20.3      46 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   39 17.8      47 
gi|2181180|emb|CAB06417.1| xylosidase [Aspergillus ( 804)   49 20.9      48 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 16.2      49 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   45 19.6      49 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 19.3      50 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.4      50 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.6      52 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.6      52 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   44 19.3      54 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 16.2      54 
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gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   46 19.9      54 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 18.1      55 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   43 19.0      56 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   44 19.3      56 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.6      57 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.6      57 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   45 19.6      57 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   40 18.1      58 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   40 18.1      58 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.6      59 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   46 19.9      60 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   40 18.1      61 
gi|4587985|gb|AAD25927.1|AF084828_1 major allergen ( 342)   44 19.3      61 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   40 18.1      62 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   40 18.1      62 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.6      62 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 18.4      62 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 18.4      62 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 18.4      62 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   45 19.6      64 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   41 18.4      64 
gi|69552|pir||MEHB2 melittin, minor - honeybee     (  27)   32 15.6      64 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.6      65 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   40 18.1      65 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 18.4      65 
gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-t (  34)   33 15.9      65 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 15.0      66 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   51 21.5      67 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   44 19.3      68 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   44 19.3      68 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   44 19.3      68 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.2      68 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   43 19.0      69 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   41 18.4      71 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   41 18.4      71 
gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full= ( 503)   45 19.6      74 
gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Th (  20)   30 14.9      74 
gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} (  20)   30 14.9      74 
gi|61608445|gb|AAX47076.1| Der p 1 allergen [Derma ( 216)   41 18.4      75 
gi|4235093|gb|AAD13106.1| beta-xylosidase [Aspergi ( 804)   47 20.2      77 
gi|289064179|gb|ADC80503.1| non-specific lipid tra ( 118)   38 17.4      78 
gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia m ( 284)   42 18.7      80 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   37 17.1      80 
gi|114152864|sp|Q01883.2|RAG1_ORYSJ RecName: Full= ( 163)   39 17.7      88 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   40 18.0      92 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   37 17.1      92 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   43 18.9      92 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   41 18.3      94 
gi|195957138|gb|ACG59280.1| major allergen beta-la ( 178)   39 17.7      96 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   40 18.0      97 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   26 13.7      98 
gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betu (  21)   29 14.6      98 
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  73 init1:  73 opt:  73  Z-score: 121.3  bits: 29.1 E(): 0.09 
Smith-Waterman score: 73; 35.5% identity (54.8% similar) in 31 aa overlap (41-71:246-276) 
 
               20        30        40        50        60        70 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:: :   . :     .: . 
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
 
               80                                                   
AAD-12 GDVVVWDNRC                                                   
       :                                                            
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 113.8  bits: 26.2 E(): 0.23 
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Smith-Waterman score: 64; 32.8% identity (50.8% similar) in 61 aa overlap (21-77:79-133) 
 
                         10        20          30          40       
AAD-12           AYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHA--HAIPGMDAAES 
                                     .::. ::.:  ::   :  :   :.. :.  
gi|121 DLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPEN-RPALKTLIDGLASSHKARGIEKAQF 
       50        60        70        80         90       100        
 
         50        60        70        80                
AAD-12 ERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRC                
       :.:  .:::.       :  .:      .::                   
gi|121 EEFRASLVDYLS-----HHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
       110            120       130       140       150  
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  66 init1:  66 opt:  66  Z-score: 108.4  bits: 26.7 E(): 0.47 
Smith-Waterman score: 66; 32.3% identity (54.8% similar) in 31 aa overlap (41-71:247-277) 
 
               20        30        40        50        60        70 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:  :   . :.    .: . 
gi|232 APDIKTPKEALDLIMDAIDKAGYKGKVGIAMDVASSEFYKDGKYDLDFKNPESDPSKWLS 
        220       230       240       250       260       270       
 
               80                                                   
AAD-12 GDVVVWDNRC                                                   
       :                                                            
gi|232 GPQLADLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKT 
        280       290       300       310       320       330       
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 101.5  bits: 23.5 E():  1.1 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (52-68:68-86) 
 
              30        40        50          60        70          
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|219 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
      80                  
AAD-12 C                  
                          
gi|219 SFDSDRSGLLLKQKVSDE 
       100       110      
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 101.2  bits: 24.5 E():  1.2 
Smith-Waterman score: 59; 20.5% identity (51.3% similar) in 78 aa overlap (1-78:77-154) 
 
                                             10        20        30 
AAD-12                               AYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     :. .:: . . .   :  :   :  . .:. 
gi|383 AEKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEEEEDLF 
         50        60        70        80        90       100       
 
               40        50        60        70        80           
AAD-12 IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRC           
        .      :.. : ... . :     : ..:.  :.. .. .:  ::.             
gi|383 ASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEELEANVR 
        110       120       130       140       150       160       
 
gi|383 AIEMDGLVWGASKFVAVGFGIKKLQINLVVEDEKVSTDELQAQIEEDEDHVQSTDVAAMQ 
        170       180       190       200       210       220       
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 98.8  bits: 23.5 E():  1.6 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (52-68:68-86) 
 
              30        40        50          60        70          
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
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                                     : .:..:  :: ... :.:            
gi|184 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
      80                                                            
AAD-12 C                                                            
                                                                    
gi|184 SFDSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 98.8  bits: 23.5 E():  1.6 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (52-68:68-86) 
 
              30        40        50          60        70          
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|456 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNF 
        40        50        60        70        80        90        
 
      80                                                            
AAD-12 C                                                            
                                                                    
gi|456 SFGSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  47 init1:  47 opt:  52  Z-score: 94.5  bits: 22.2 E():  2.8 
Smith-Waterman score: 52; 26.5% identity (50.0% similar) in 68 aa overlap (6-72:19-84) 
 
                            10        20        30        40        
AAD-12              AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
                         :.: ::  :. :.:.        .     :.:. : :.  .. 
gi|135 MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDV--KD 
               10        20        30        40        50           
 
        50         60        70        80                   
AAD-12 RFLE-GLVDWACQAPRVHAHQWAAGDVVVWDNRC                   
        .:. :    :   :..   .: :.:                           
gi|135 LLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD 
       60        70        80        90       100       110 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  51 init1:  51 opt:  55  Z-score: 90.4  bits: 23.0 E():  4.7 
Smith-Waterman score: 55; 30.2% identity (52.8% similar) in 53 aa overlap (1-51:26-73) 
 
                                        10        20         30     
AAD-12                          AYIGYGMDTTATPLRPLVKVHPET-GRPSLLIGRH 
                                :  ::.  : :::  : . . : : . :.       
gi|249 MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPAT----- 
               10        20        30        40        50           
 
            40        50        60        70        80              
AAD-12 AHAIP-GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRC              
         :.: :  ..: ....:                                           
gi|249 PAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGLA 
          60        70        80        90       100       110      
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 89.9  bits: 23.3 E():    5 
Smith-Waterman score: 56; 27.0% identity (55.6% similar) in 63 aa overlap (12-66:46-108) 
 
                                  10           20        30         
AAD-12                    AYIGYGMDTTATPLRPL---VKVHPETGRPSLL--IGRH-- 
                                     :::::    ...: ....:  :  .: .   
gi|253 IEEPEMIAPTPPGQFPHQQPISSPNRTSRNTPLRPESTEIETHHHANHPPALPVLGMQLP 
          20        30        40        50        60        70      
 
            40        50        60        70        80              
AAD-12 -AHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRC              
          ..:  . :.:.  :.  .:   .::   .:                            
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gi|253 VPGTVPESSRAQSRASLNLDIDLDLHAPSHPSHLSHGAPHEQEHAHEIQRHRAHSAQSSA 
          80        90       100       110       120       130      
 
gi|253 GLPPTGFASHLPPASSGPVSLGWNMYHVPPNLHLNANQFNFEVPGHMNVSGHPTHLEHSS 
         140       150       160       170       180       190      
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 88.1  bits: 22.4 E():  6.3 
Smith-Waterman score: 53; 43.8% identity (62.5% similar) in 16 aa overlap (52-67:27-42) 
 
              30        40        50        60        70        80  
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRC  
                                     : :.:  : : .. ::               
gi|170     MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQ 
                   10        20        30        40        50       
 
gi|170 QTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQP 
         60        70        80        90       100       110       
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  53  Z-score: 85.9  bits: 22.4 E():  8.4 
Smith-Waterman score: 53; 27.0% identity (55.6% similar) in 63 aa overlap (19-78:119-178) 
 
                           10        20        30         40        
AAD-12             AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESE 
                                     .::  .: : :..   .:.:  :..    . 
gi|908 LWIIFSKNLNIKLNMPLYIAGNKTIDGRGAEVHIGNGGPCLFMRTVSHVILHGLNIHGCN 
       90       100       110       120       130       140         
 
        50          60        70        80                          
AAD-12 RFLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRC                          
         . :  :.. :  .  :::..   ::...  :                            
gi|908 TSVSGNVLISEASGVVPVHAQD---GDAITMRNVTDVWIDHNSLSDSSDGLVDVTLASTG 
      150       160       170          180       190       200      
 
gi|908 VTISNNHFFNHHKVMLLGHSDIYSDDKSMKVTVAFNQFGPNAGQRMPRARYGLIHVANNN 
         210       220       230       240       250       260      
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 84.9  bits: 22.0 E():  9.5 
Smith-Waterman score: 52; 28.1% identity (59.4% similar) in 32 aa overlap (41-72:66-97) 
 
               20        30        40        50        60        70 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     .:. . . : :: .. .   ::.  ::..  
gi|729 STLSLVTKADGKIDMTVDLISPVTKRASLKIDSKKYNLFHEGELSASIVNPRLSWHQYTK 
          40        50        60        70        80        90      
 
               80                                                   
AAD-12 GDVVVWDNRC                                                   
        :                                                           
gi|729 RDSREYKSDVELSLRSSDIALKITMPDYNSKIHYSRQGDQINMDIDGTLIEGHAQGTIRE 
         100       110       120       130       140       150      
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 84.5  bits: 22.3 E():   10 
Smith-Waterman score: 53; 27.3% identity (54.5% similar) in 44 aa overlap (32-74:241-284) 
 
              10        20        30        40         50        60 
AAD-12 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF-LEGLVDWACQA 
                                     :  .... :::.: :: .  .   :   .  
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDKTYDLNFKE 
              220       230       240       250       260       270 
 
               70        80                                         
AAD-12 PRVHAHQWAAGDVVVWDNRC                                         
          .. :  .:::.                                               
gi|144 ENNNGSQKISGDVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
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 initn:  48 init1:  48 opt:  48  Z-score: 83.5  bits: 20.8 E():   11 
Smith-Waterman score: 48; 25.6% identity (53.5% similar) in 43 aa overlap (5-47:23-65) 
 
                                 10        20        30        40   
AAD-12                   AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                             ...:  ..::  :.:   :. .    .     :::. : 
gi|344 MTGVKTHLQHELKRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPD 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 AAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRC                       
         ..:                                                        
gi|344 EFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDS 
               70        80        90       100       110       120 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 83.5  bits: 22.3 E():   11 
Smith-Waterman score: 53; 27.0% identity (56.8% similar) in 37 aa overlap (40-75:441-477) 
 
      10        20        30        40        50         60         
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG-LVDWACQAPRVHAHQW 
                                     :. :.    .. : :.:  : .  .:. .  
gi|505 YQIAFSRGNRAFIAINLQKNQQNLQQKLHTGLPAGTYCDIISGNLIDNKCTGKSIHVDKN 
              420       430       440       450       460       470 
 
       70        80               
AAD-12 AAGDVVVWDNRC               
       . .:: :                    
gi|505 GQADVYVGHDEFDAFVAYHIGARIVS 
              480       490       
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 82.8  bits: 21.4 E():   12 
Smith-Waterman score: 50; 32.1% identity (57.1% similar) in 28 aa overlap (1-28:1-28) 
 
               10        20        30        40        50        60 
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
       : .:::  : :.:    . . :  ..:.                                 
gi|295 ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQKLIEKINAGFKAALAAAAGVPPAD 
               10        20        30        40        50        60 
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.8  bits: 21.4 E():   13 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (1-51:1-43) 
 
               10        20        30        40        50        60 
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
       : .:::    :::  : .   : :  :.   :  :    :  ..: ....:          
gi|109 ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA---AGKATTEEQKLIEKINAGFKAA 
                  10        20          30           40        50   
 
               70        80                                         
AAD-12 PRVHAHQWAAGDVVVWDNRC                                         
                                                                    
gi|109 LAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYK 
             60        70        80        90       100       110   
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 82.7  bits: 21.4 E():   13 
Smith-Waterman score: 50; 31.4% identity (49.0% similar) in 51 aa overlap (1-51:1-43) 
 
               10        20        30        40        50        60 
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
       : .:::    :::  : .   : :  :.   :  :    :  ..: ....:          
gi|239 ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA---AGKATTEEQKLIEKINAGFKAA 
                  10        20          30           40        50   
 
               70        80                                         
AAD-12 PRVHAHQWAAGDVVVWDNRC                                         
                                                                    
gi|239 LAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYK 
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             60        70        80        90       100       110   
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 82.2  bits: 17.0 E():   14 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (34-39:8-13) 
 
            10        20        30        40        50        60    
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::: .:                         
gi|131                        GPVGGVVHAHMMPLL                       
                                      10                            
 
            70        80 
AAD-12 HAHQWAAGDVVVWDNRC 
 
>>gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Globin  (162 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 82.1  bits: 20.4 E():   14 
Smith-Waterman score: 47; 25.0% identity (63.6% similar) in 44 aa overlap (36-78:111-148) 
 
          10        20        30        40        50        60      
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                     :   :..::.  .:  .::..      ..: 
gi|121 VSFFTEVISLSGNQANLSAVYALVSKLGVDHKARGISAAQFGEFRTALVSY------LQA 
               90       100       110       120       130           
 
           70        80             
AAD-12 H-QWAAGDVVVWDNRC             
       : .:. . ...:..               
gi|121 HVSWGDNVAAAWNHALDNTYAVALKSLE 
          140       150       160   
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 81.5  bits: 20.1 E():   15 
Smith-Waterman score: 46; 26.8% identity (58.5% similar) in 41 aa overlap (28-66:100-140) 
 
                  10        20        30         40        50       
AAD-12    AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
          60        70        80 
AAD-12 A-CQAPRVHAHQWAAGDVVVWDNRC 
       . : . . : :               
gi|100 GYCGSHHHHHH               
     130       140               
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 81.4  bits: 21.7 E():   15 
Smith-Waterman score: 51; 28.3% identity (51.7% similar) in 60 aa overlap (6-60:2-60) 
 
               10        20        30        40             50      
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG-----MDAAESERFLEGLVD 
            :. : : :.  :. .   .:   :  : ::.:::.     :    :.. ... .  
gi|581     MGFITKAIPIV-LAALSTVNGARILEAGPHAEAIPNKYIVVMKREVSDEAFNAHTT 
                   10         20        30        40        50      
 
          60        70        80                                    
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRC                                    
       :  :.                                                        
gi|581 WLSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRAYSGEFDDAMIKDISSHDDVDFIEPD 
          60        70        80        90       100       110      
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.1  bits: 21.0 E():   15 
Smith-Waterman score: 49; 43.8% identity (56.2% similar) in 16 aa overlap (52-67:8-23) 
 
              30        40        50        60        70        80  
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRC  
                                     : :.:  : :  . ::               
gi|106                        NIQVDPSGQVQWPQQQPFPQPHQPFSQQPQQTFPQPQ 
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                                      10        20        30        
 
gi|106 QTFPHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQP 
        40        50        60        70        80        90        
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 81.1  bits: 21.3 E():   15 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (20-78:99-157) 
 
                          10        20        30         40         
AAD-12            AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
       50          60        70        80                           
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRC                           
        . :  ::. .  .  :::..   ::...  :                             
gi|908 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
      130       140          150       160       170       180      
 
gi|908 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
         190       200       210       220       230       240      
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 81.1  bits: 21.3 E():   15 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (20-78:100-158) 
 
                          10        20        30         40         
AAD-12            AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
       50          60        70        80                           
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRC                           
        . :  ::. .  .  :::..   ::...  :                             
gi|118 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     130       140       150          160       170       180       
 
gi|118 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        190       200       210       220       230       240       
 
>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 80.7  bits: 20.1 E():   16 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (31-73:1-44) 
 
               10        20        30        40        50           
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQ 
                                     .: ..:..   ... .:... :.: :     
gi|215                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
      60        70        80                                        
AAD-12 APRVHAHQWAAGDVVVWDNRC                                        
        :..    . . ::                                               
gi|215 IPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 80.7  bits: 20.1 E():   16 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (31-73:1-44) 
 
               10        20        30        40        50           
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQ 
                                     .: ..:..   ... .:... :.: :     
gi|166                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
      60        70        80                                        
AAD-12 APRVHAHQWAAGDVVVWDNRC                                        
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        :..    . . ::                                               
gi|166 IPKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 80.6  bits: 21.3 E():   16 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (20-78:120-178) 
 
                          10        20        30         40         
AAD-12            AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHSCNT 
      90       100       110       120       130       140          
 
       50          60        70        80                           
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRC                           
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLPDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 80.3  bits: 19.8 E():   17 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (3-20:24-41) 
 
                                    10        20        30          
AAD-12                      AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|121 MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSLSTFKNTE 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRC                    
                                                                    
gi|121 IKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDG 
               70        80        90       100       110       120 
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 80.3  bits: 19.8 E():   17 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (3-20:24-41) 
 
                                    10        20        30          
AAD-12                      AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|379 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRC                    
                                                                    
gi|379 IKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTATVGD 
               70        80        90       100       110       120 
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 80.3  bits: 19.8 E():   17 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (3-20:24-41) 
 
                                    10        20        30          
AAD-12                      AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|144 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRC                    
                                                                    
gi|144 IKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTASVGD 
               70        80        90       100       110       120 
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>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 80.1  bits: 21.0 E():   17 
Smith-Waterman score: 49; 32.7% identity (51.9% similar) in 52 aa overlap (1-51:26-68) 
 
                                        10        20        30      
AAD-12                          AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                : .:::    :::  : .   : :  :.      : 
gi|398 MAVHQYTVALFLAVALVAGPAASYAADLGYG---PATPAAPAAGYTPAT--PA----APA 
               10        20        30           40              50  
 
           40        50        60        70        80               
AAD-12 HAIP-GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRC               
       .: : :  ..: ....:                                            
gi|398 EAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGAASNKAFAEGLSG 
              60        70        80        90       100       110  
 
>>gi|212279|gb|AAA48944.1| lysozyme protein [Gallus gall  (24 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 80.0  bits: 17.3 E():   18 
Smith-Waterman score: 37; 57.1% identity (71.4% similar) in 7 aa overlap (74-80:5-11) 
 
            50        60        70        80              
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRC              
                                     :.: : :              
gi|212                           MNAWVAWRNSCKGTDVQAWIRGCR 
                                         10        20     
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 79.9  bits: 20.4 E():   18 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (35-72:156-194) 
 
           10        20        30        40        50        60     
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|833 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
         130       140       150       160       170       180      
 
            70        80         
AAD-12 HAHQWAAGDVVVWDNRC         
       .. .:: ..                 
gi|833 NVINWAEAENRYIAGDKGGHPFMKL 
         190       200       210 
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 79.4  bits: 20.4 E():   19 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (35-72:167-205) 
 
           10        20        30        40        50        60     
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|164 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
        140       150       160       170       180       190       
 
            70        80         
AAD-12 HAHQWAAGDVVVWDNRC         
       .. .:: ..                 
gi|164 NVINWAEAENRYIAGDKGGHPFMKL 
        200       210       220  
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.2  bits: 19.8 E():   20 
Smith-Waterman score: 45; 71.4% identity (85.7% similar) in 7 aa overlap (74-80:127-133) 
 
            50        60        70        80               
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRC               
                                     :.: :::               
gi|126 PCSALLSSDITASVNCAKKIVSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL 
        100       110       120       130       140        
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 78.4  bits: 19.4 E():   22 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (3-23:25-45) 
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                                     10        20        30         
AAD-12                       AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                               .:. . :.:  :.:  .:  :                
gi|990 MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRC                   
                                                                    
gi|990 EAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVVVTASCD 
               70        80        90       100       110       120 
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 78.1  bits: 19.1 E():   23 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (40-52:5-17) 
 
      10        20        30        40        50        60          
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA 
                                     :.:::: .  :.:                  
gi|208                           MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACG 
                                         10        20        30     
 
      70        80                                                  
AAD-12 AGDVVVWDNRC                                                  
                                                                    
gi|208 LAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAGDVDGD 
           40        50        60        70        80        90     
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 77.7  bits: 20.7 E():   24 
Smith-Waterman score: 48; 50.0% identity (83.3% similar) in 12 aa overlap (3-14:205-216) 
 
                                           10        20        30   
AAD-12                             AYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .::..: :: :.                   
gi|237 IGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIYTSIEY 
          180       190       200       210       220       230     
 
             40        50        60        70        80             
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRC             
                                                                    
gi|237 YGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAIRCDNY 
          240       250       260       270       280       290     
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (1-28:1-31) 
 
               10           20        30        40        50        
AAD-12 AYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
       : .:::  : :.:     : . . :  ..:.                              
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAGVP 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 CQAPRVHAHQWAAGDVVVWDNRC                                      
                                                                    
gi|217 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
               70        80        90       100       110       120 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (1-28:1-31) 
 
               10           20        30        40        50        
AAD-12 AYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
       : .:::  : :.:     : . . :  ..:.                              
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAGVP 
               10        20        30        40        50        60 
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        60        70        80                                      
AAD-12 CQAPRVHAHQWAAGDVVVWDNRC                                      
                                                                    
gi|217 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
               70        80        90       100       110       120 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (1-28:1-31) 
 
               10           20        30        40        50        
AAD-12 AYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
       : .:::  : :.:     : . . :  ..:.                              
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINAGFKAALAAAAGVP 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 CQAPRVHAHQWAAGDVVVWDNRC                                      
                                                                    
gi|217 PADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
               70        80        90       100       110       120 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (1-28:1-31) 
 
               10           20        30        40        50        
AAD-12 AYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
       : .:::  : :.:     : . . :  ..:.                              
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAGVP 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 CQAPRVHAHQWAAGDVVVWDNRC                                      
                                                                    
gi|217 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
               70        80        90       100       110       120 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (1-28:1-31) 
 
               10           20        30        40        50        
AAD-12 AYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
       : .:::  : :.:     : . . :  ..:.                              
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAGVP 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 CQAPRVHAHQWAAGDVVVWDNRC                                      
                                                                    
gi|217 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
               70        80        90       100       110       120 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (1-28:1-31) 
 
               10           20        30        40        50        
AAD-12 AYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
       : .:::  : :.:     : . . :  ..:.                              
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAGVP 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 CQAPRVHAHQWAAGDVVVWDNRC                                      
                                                                    
gi|217 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
               70        80        90       100       110       120 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
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 initn:  42 init1:  42 opt:  47  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (1-28:1-31) 
 
               10           20        30        40        50        
AAD-12 AYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
       : .:::  : :.:     : . . :  ..:.                              
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINAGFKAALAAAAGVP 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 CQAPRVHAHQWAAGDVVVWDNRC                                      
                                                                    
gi|217 PADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
               70        80        90       100       110       120 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (1-28:1-31) 
 
               10           20        30        40        50        
AAD-12 AYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
       : .:::  : :.:     : . . :  ..:.                              
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINAGFKAALAAAAGVP 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 CQAPRVHAHQWAAGDVVVWDNRC                                      
                                                                    
gi|217 PADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
               70        80        90       100       110       120 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (1-28:1-31) 
 
               10           20        30        40        50        
AAD-12 AYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
       : .:::  : :.:     : . . :  ..:.                              
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAGVP 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 CQAPRVHAHQWAAGDVVVWDNRC                                      
                                                                    
gi|217 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
               70        80        90       100       110       120 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (1-28:1-31) 
 
               10           20        30        40        50        
AAD-12 AYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
       : .:::  : :.:     : . . :  ..:.                              
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAGVP 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 CQAPRVHAHQWAAGDVVVWDNRC                                      
                                                                    
gi|217 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
               70        80        90       100       110       120 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (1-28:1-31) 
 
               10           20        30        40        50        
AAD-12 AYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
       : .:::  : :.:     : . . :  ..:.                              
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAGVP 
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               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 CQAPRVHAHQWAAGDVVVWDNRC                                      
                                                                    
gi|217 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
               70        80        90       100       110       120 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (1-28:1-31) 
 
               10           20        30        40        50        
AAD-12 AYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
       : .:::  : :.:     : . . :  ..:.                              
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAGVP 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 CQAPRVHAHQWAAGDVVVWDNRC                                      
                                                                    
gi|217 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
               70        80        90       100       110       120 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (1-28:1-31) 
 
               10           20        30        40        50        
AAD-12 AYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
       : .:::  : :.:     : . . :  ..:.                              
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAGVP 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 CQAPRVHAHQWAAGDVVVWDNRC                                      
                                                                    
gi|217 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
               70        80        90       100       110       120 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 77.2  bits: 20.4 E():   25 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (1-28:1-31) 
 
               10           20        30        40        50        
AAD-12 AYIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
       : .:::  : :.:     : . . :  ..:.                              
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAGVP 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 CQAPRVHAHQWAAGDVVVWDNRC                                      
                                                                    
gi|217 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
               70        80        90       100       110       120 
 
>>gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 76.9  bits: 20.7 E():   26 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (20-78:120-178) 
 
                          10        20        30         40         
AAD-12            AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
       50          60        70        80                           
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRC                           
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGNVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
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gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 76.9  bits: 20.7 E():   26 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (20-78:120-178) 
 
                          10        20        30         40         
AAD-12            AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
       50          60        70        80                           
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRC                           
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGNVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 76.9  bits: 20.7 E():   26 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (20-78:120-178) 
 
                          10        20        30         40         
AAD-12            AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
       50          60        70        80                           
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRC                           
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 76.9  bits: 20.7 E():   26 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (20-78:120-178) 
 
                          10        20        30         40         
AAD-12            AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLEMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
       50          60        70        80                           
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRC                           
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 76.9  bits: 20.7 E():   26 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (20-78:120-178) 
 
                          10        20        30         40         
AAD-12            AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|151 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
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       50          60        70        80                           
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRC                           
        . :  ::. .  .  :::..   ::...  :                             
gi|151 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|151 TISNNHFFNHHKVMLLGHDDTYDNDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 76.9  bits: 21.0 E():   26 
Smith-Waterman score: 49; 33.3% identity (46.7% similar) in 30 aa overlap (4-33:90-119) 
 
                                          10        20        30    
AAD-12                            AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     : ::   . :  : .   :. :: .   :: 
gi|259 GVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGR 
      60        70        80        90       100       110          
 
            40        50        60        70        80              
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRC              
                                                                    
gi|259 FQDRHQKIRRFRRGDIIAIPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLA 
     120       130       140       150       160       170          
 
>>gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Schist  (129 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 76.7  bits: 19.1 E():   27 
Smith-Waterman score: 43; 80.0% identity (100.0% similar) in 5 aa overlap (76-80:6-10) 
 
          50        60        70        80                          
AAD-12 SERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRC                          
                                     :::.:                          
gi|298                          MSADSWDNHCVTYVANNKCLKNLCMTAIDGSHLGT 
                                        10        20        30      
 
gi|298 SNPDFRIPPELILQLKSILDGGLDTSIFFMGEKYIVLQHDSSCLVSRCGKKSLIFYATGK 
          40        50        60        70        80        90      
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 76.5  bits: 20.3 E():   28 
Smith-Waterman score: 47; 32.3% identity (54.8% similar) in 31 aa overlap (1-28:26-56) 
 
                                        10           20        30   
AAD-12                          AYIGYGMDTTATP---LRPLVKVHPETGRPSLLIG 
                                : .:::  : :.:     : . . :  ..:.     
gi|330 MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKAT 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRC             
                                                                    
gi|330 TEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESS 
               70        80        90       100       110       120 
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 76.0  bits: 18.8 E():   29 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (34-71:20-57) 
 
            10        20        30        40        50        60    
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::  . . : :. :    :..:   .:  : 
gi|730            MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
            70        80                                            
AAD-12 HAHQWAAGDVVVWDNRC                                            
          .  ::                                                     
gi|730 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 76.0  bits: 18.8 E():   29 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (34-71:20-57) 
 
            10        20        30        40        50        60    
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::  . . : :. :    :..:   .:  : 
gi|191            MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
            70        80                                            
AAD-12 HAHQWAAGDVVVWDNRC                                            
          .  ::                                                     
gi|191 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 75.8  bits: 21.3 E():   30 
Smith-Waterman score: 50; 29.4% identity (67.6% similar) in 34 aa overlap (7-39:598-629) 
 
                                       10        20         30      
AAD-12                         AYIGYGMDTTATPLRPLVKVH-PETGRPSLLIGRHA 
                                     ....:.:.  ..:..  : : :. . :. : 
gi|729 TLTGAIDKTVAWIDENQTATKEEYEAEQKQLESVANPV--MMKIYGAEGGAPGGMPGQGA 
       570       580       590       600         610       620      
 
          40        50        60        70        80 
AAD-12 HAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRC 
        : :                                          
gi|729 GAPPPGAGDDGPTVEEVD                            
         630       640                               
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 75.7  bits: 16.9 E():   31 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (39-56:8-25) 
 
       10        20        30        40        50        60         
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :. ....:..   :             
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA      
                                      10        20        30        
 
       70        80 
AAD-12 AAGDVVVWDNRC 
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 74.9  bits: 16.9 E():   34 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (39-56:8-25) 
 
       10        20        30        40        50        60         
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :. ....:..   :             
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK   
                                      10        20        30        
 
       70        80 
AAD-12 AAGDVVVWDNRC 
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 74.1  bits: 18.7 E():   38 
Smith-Waterman score: 42; 24.4% identity (56.1% similar) in 41 aa overlap (28-67:100-140) 
 
                  10        20        30         40        50       
AAD-12    AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
         60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRC 
       .  .   : :.              
gi|100 GYYVGSHHHHHH             
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     130       140              
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 73.7  bits: 18.7 E():   39 
Smith-Waterman score: 42; 27.8% identity (66.7% similar) in 36 aa overlap (35-70:28-62) 
 
           10        20        30        40        50        60     
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     :.: :...: : ... .:  : .    ... 
gi|157    MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQA-EFRQLANGAPDKTEAEIEAQ 
                  10        20        30         40        50       
 
           70        80                                             
AAD-12 AHQWAAGDVVVWDNRC                                             
        .::.:                                                       
gi|157 IEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPAAKAADARLSAIASNRA 
         60        70        80        90       100       110       
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.7  bits: 18.1 E():   40 
Smith-Waterman score: 40; 30.0% identity (50.0% similar) in 30 aa overlap (27-56:13-42) 
 
               10        20        30        40        50        60 
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                 :. :.    .. ::   :: :   .:  .:     
gi|144               VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLT 
                             10        20        30        40       
 
               70        80                               
AAD-12 PRVHAHQWAAGDVVVWDNRC                               
                                                          
gi|144 KKGNLWEVKSSKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
         50        60        70        80        90       
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.6  bits: 20.0 E():   40 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (3-12:284-293) 
 
                                           10        20        30   
AAD-12                             AYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
             40        50        60        70        80 
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRC 
                                                        
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET           
           320       330       340       350            
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.3  bits: 18.7 E():   41 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (31-54:1-24) 
 
               10        20        30        40        50        60 
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|215                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
               70        80                                         
AAD-12 PRVHAHQWAAGDVVVWDNRC                                         
                                                                    
gi|215 IPKAATGAYKSVEVKGDGGAGTVRIITLPEGSPITTMTVRTDAVNKEALSYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.3  bits: 18.7 E():   41 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (31-54:1-24) 
 
               10        20        30        40        50        60 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 6393



 

 

AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                     .: ..:..   ... .:... :.:       
gi|892                               MGAQSHSLEITSSVSAEKIFSGIVLDVDTV 
                                             10        20        30 
 
               70        80                                         
AAD-12 PRVHAHQWAAGDVVVWDNRC                                         
                                                                    
gi|892 IPKAAPGAYKSVEVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDI 
               40        50        60        70        80        90 
 
>>gi|8843921|gb|AAF80166.1| pollen major allergen 1-1 [J  (367 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 73.3  bits: 20.0 E():   42 
Smith-Waterman score: 46; 27.4% identity (54.8% similar) in 62 aa overlap (20-78:120-178) 
 
                          10        20        30         40         
AAD-12            AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
       50          60        70        80                           
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRC                           
        . :  ::. .  .  :::..   ::...  :                             
gi|884 SVLGDVLVSESIGVVPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|884 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|19069497|emb|CAC37790.2| putative allergen Cup a 1   (367 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 73.3  bits: 20.0 E():   42 
Smith-Waterman score: 46; 27.4% identity (53.2% similar) in 62 aa overlap (20-78:120-178) 
 
                          10        20        30         40         
AAD-12            AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :..   .:.:  :.     .  
gi|190 WIIFSQNMNIKLQMPLYVAGYKTIDGRGADVHLGNGGPCLFMRTASHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
       50          60        70        80                           
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRC                           
        . :  ::. .  .  :::..   ::...  :                             
gi|190 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|190 TISNNHFFNHHKVMLLGHDDTYDDDISMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8843917|gb|AAF80164.1| pollen major allergen 1-2 [J  (367 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 73.3  bits: 20.0 E():   42 
Smith-Waterman score: 46; 27.4% identity (54.8% similar) in 62 aa overlap (20-78:120-178) 
 
                          10        20        30         40         
AAD-12            AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
       50          60        70        80                           
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRC                           
        . :  ::. .  .  :::..   ::...  :                             
gi|884 SVLGDVLVSESIGVVPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|884 TIFNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 73.1  bits: 19.7 E():   43 
Smith-Waterman score: 45; 46.7% identity (80.0% similar) in 15 aa overlap (59-72:207-221) 
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       30        40        50        60         70        80        
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAP-RVHAHQWAAGDVVVWDNRC        
                                     :.: :..  .::.::                
gi|287 WTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAGGDPSNPKGTIEWAGGLT 
        180       190       200       210       220       230       
 
gi|287 DYSAGPYTMYVKSVRIENANPAESYTYSDNSGSWQSIKFDGSVDISSSSSVTSSTTSTAS 
        240       250       260       270       280       290       
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.5  bits: 20.3 E():   46 
Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (25-47:344-366) 
 
                     10        20        30        40        50     
AAD-12       AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
           320       330       340       350       360       370    
 
           60        70        80                                   
AAD-12 DWACQAPRVHAHQWAAGDVVVWDNRC                                   
                                                                    
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 72.3  bits: 17.8 E():   47 
Smith-Waterman score: 39; 22.7% identity (40.9% similar) in 22 aa overlap (55-76:45-66) 
 
           30        40        50        60        70        80     
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRC     
                                     .:  .:  ..   : :     :         
gi|323 QYGYCGTTADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFC 
           20        30        40        50        60        70     
 
gi|323 GPAGPRCLRTNAAVTVR 
           80        90  
 
>>gi|2181180|emb|CAB06417.1| xylosidase [Aspergillus nig  (804 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 72.1  bits: 20.9 E():   48 
Smith-Waterman score: 49; 23.0% identity (50.0% similar) in 74 aa overlap (5-78:172-242) 
 
                                         10        20        30     
AAD-12                           AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                                     ::.:. :  .  .   ::  :: .   :.  
gi|218 LTTAALNRTLIHQIASIISTQGRAFNNAGRYGLDVYAPNINTF--RHPVWGRGQETPGED 
             150       160       170       180         190          
 
           40        50        60        70        80               
AAD-12 AHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRC               
       . .. .. : :    ..:    .     . :...:. :.  : :                 
gi|218 V-SLAAVYAYEYITGIQGPDPESNLKLAATAKHYAGYDIENWHNHSRLGNDMNITQQDLS 
     200        210       220       230       240       250         
 
gi|218 EYYTPQFHVAARDAKVQSVMCAYNAVNGVPACADSYFLQTLLRDTFGFVDHGYVSSDCDA 
      260       270       280       290       300       310         
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 72.0  bits: 16.2 E():   49 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (39-56:8-25) 
 
       10        20        30        40        50        60         
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :  ....:..   :             
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA      
                                      10        20        30        
 
       70        80 
AAD-12 AAGDVVVWDNRC 
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>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.9  bits: 19.6 E():   49 
Smith-Waterman score: 45; 28.6% identity (51.4% similar) in 35 aa overlap (34-68:258-291) 
 
            10        20        30        40        50        60    
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     :...:    .  : :  .  : :. :  :. 
gi|510 IGENIIGHLLIVFDGGKSQPACSWYDVPCSHSESIVYATGMVSGRCQHLAVPWTAQQ-RI 
       230       240       250       260       270       280        
 
            70        80                                            
AAD-12 HAHQWAAGDVVVWDNRC                                            
       .  ::                                                        
gi|510 NPIQWKFWRVFTSNIPAYPTSDTTNCVVLNTNVFKNDNTFEGEYHAFPDCARNLFKCRQQ 
        290       300       310       320       330       340       
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 71.9  bits: 19.3 E():   50 
Smith-Waterman score: 44; 27.8% identity (52.8% similar) in 36 aa overlap (11-46:64-96) 
 
                                   10        20        30        40 
AAD-12                     AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                                     :  .. .  . :.  ::   . . :  .:  
gi|481 AGKATTEEQKLIEDINVGFKAAVAARQRPAADKFKTFEAASPRHPRP---LRQGAGLVPK 
            40        50        60        70        80           90 
 
               50        60        70        80                     
AAD-12 MDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRC                     
       .::: :                                                       
gi|481 LDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGE 
              100       110       120       130       140       150 
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.8  bits: 18.4 E():   50 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (10-17:34-41) 
 
                                    10        20        30          
AAD-12                      AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
      40        50        60        70        80                    
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRC                    
                                                                    
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 71.5  bits: 19.6 E():   52 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (24-40:225-240) 
 
                      10        20        30        40        50    
AAD-12        AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
            60        70        80                                  
AAD-12 VDWACQAPRVHAHQWAAGDVVVWDNRC                                  
                                                                    
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 71.5  bits: 19.6 E():   52 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (24-40:225-240) 
 
                      10        20        30        40        50    
AAD-12        AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 6396



 

 

gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
            60        70        80                                  
AAD-12 VDWACQAPRVHAHQWAAGDVVVWDNRC                                  
                                                                    
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 71.3  bits: 19.3 E():   54 
Smith-Waterman score: 44; 47.4% identity (63.2% similar) in 19 aa overlap (45-60:72-90) 
 
           20        30        40        50           60        70  
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW---ACQAPRVHAHQWAAG 
                                     :.. ::   :::   ::.:            
gi|144 TISKQVVFLIHGFLSTGNNENFVAMSKALIEKDDFLVISVDWKKGACNAFASTKDALGYS 
              50        60        70        80        90       100  
 
              80                                                    
AAD-12 DVVVWDNRC                                                    
                                                                    
gi|144 KAVGNTRHVGKFVADFTKLLVEKYKVLISNIRLIGHSLGAHTSGFAGKEVQKLKLGKYKE 
             110       120       130       140       150       160  
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 71.3  bits: 16.2 E():   54 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (39-56:8-25) 
 
       10        20        30        40        50        60         
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :  ....:..   :             
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK   
                                      10        20        30        
 
       70        80 
AAD-12 AAGDVVVWDNRC 
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 71.2  bits: 19.9 E():   54 
Smith-Waterman score: 46; 57.1% identity (78.6% similar) in 14 aa overlap (3-15:229-242) 
 
                                            10        20        30  
AAD-12                             AYIGYGMDT-TATPLRPLVKVHPETGRPSLLI 
                                     .:.:::: ::  .:                 
gi|303 RGERYGLRGGQQILADNVFKGFNMEALADVLGFGMDTETARKVRGEDDQRGHIVRVEQGL 
      200       210       220       230       240       250         
 
              40        50        60        70        80            
AAD-12 GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRC            
                                                                    
gi|303 KVIRPPRIREELEQQEGGGYNGLEETICSATFIQNIDNPAEADFYNPRAGRLTTVNSLKV 
      260       270       280       290       300       310         
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.0  bits: 18.1 E():   55 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (3-20:25-42) 
 
                                     10        20        30         
AAD-12                       AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                               .:. . :.:  ..: ..:                   
gi|144 MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRC                   
                                                                    
gi|144 EIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVEVTASVD 
               70        80        90       100       110       120 
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
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 initn:  43 init1:  43 opt:  43  Z-score: 71.0  bits: 19.0 E():   56 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (54-67:29-42) 
 
            30        40        50        60        70        80    
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRC    
                                     :.:  : :  . ::                 
gi|170   MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQT 
                 10        20        30        40        50         
 
gi|170 FPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQ 
       60        70        80        90       100       110         
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.9  bits: 19.3 E():   56 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (23-66:254-299) 
 
                       10        20          30        40        50 
AAD-12         AYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
               60        70        80    
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRC    
        .. :   . :.:. :                  
gi|261 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFS 
           290       300       310       
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.8  bits: 15.6 E():   57 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (3-13:2-12) 
 
               10        20        30        40        50        60 
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
         .::.  : :.:                                                
gi|751  DLGYAPATPAAPGAGYTPATPAAP                                    
                10        20                                        
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 70.8  bits: 19.6 E():   57 
Smith-Waterman score: 45; 46.7% identity (80.0% similar) in 15 aa overlap (59-72:197-211) 
 
       30        40        50        60         70        80        
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAP-RVHAHQWAAGDVVVWDNRC        
                                     :.: :..  .::.::                
gi|855 WTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAGGDPSNPKGTIEWAGGLT 
        170       180       190       200       210       220       
 
gi|855 DYSAGPYTMYVKSVRIENANPAESYTYSDNSGSWQSIKFDGSVDISSSSSVTSSTTSTAS 
        230       240       250       260       270       280       
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 70.8  bits: 19.6 E():   57 
Smith-Waterman score: 45; 23.8% identity (52.4% similar) in 42 aa overlap (2-40:352-393) 
 
                                            10        20        30  
AAD-12                              AYIGYGMDTTATPLRPLVKVHPETGRPSLLI 
                                     ... :.: . :: .    .  : :. .: . 
gi|113 NVLGRHGEAAAESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEPGESALSL 
             330       340       350       360       370       380  
 
                 40        50        60        70        80 
AAD-12 GRHAHAI---PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRC 
          : ..   ::                                         
gi|113 TSSAGVLSCQPGAPC                                      
             390                                            
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 70.6  bits: 18.1 E():   58 
Smith-Waterman score: 40; 25.7% identity (60.0% similar) in 35 aa overlap (28-61:100-134) 
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                  10        20        30         40        50       
AAD-12    AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|105 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
         60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRC 
       .  .:                    
gi|105 GYWVPSSNS                
     130                        
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.6  bits: 18.1 E():   58 
Smith-Waterman score: 40; 37.5% identity (75.0% similar) in 16 aa overlap (11-26:20-35) 
 
                        10        20        30        40        50  
AAD-12          AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
                          :.  : .:.:. ..::                          
gi|244 MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQSCQRQFEEQQRFRNCQRYVKQEV 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNRC                                
                                                                    
gi|244 QRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASEL 
               70        80        90       100       110       120 
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.5  bits: 15.6 E():   59 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (10-16:5-11) 
 
               10        20        30        40        50        60 
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                : .:.::                                             
gi|751      TKSQTHVPIRPNKLVLKVQKDRATN                               
                    10        20                                    
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 70.3  bits: 19.9 E():   60 
Smith-Waterman score: 46; 22.4% identity (57.1% similar) in 49 aa overlap (24-68:15-63) 
 
               10        20        30        40        50           
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV----DW 
                              :. : :. . :  : : ..:...... .. .    :  
gi|601          MRGALAGLSLATLATASPVLVNSIHNDAAPIISASNAKEIADNYMIKFKDH 
                        10        20        30        40        50  
 
         60        70        80                                     
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRC                                     
       . :   .. : :                                                 
gi|601 VTQNLAAEHHGWVQDLHEKTQVAKTELRKRSQSPMVDDIFNGLKHTYNIAGGLMGYAGHF 
              60        70        80        90       100       110  
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.2  bits: 18.1 E():   61 
Smith-Waterman score: 43; 25.9% identity (46.3% similar) in 54 aa overlap (26-71:88-141) 
 
                    10        20        30               40         
AAD-12      AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-------IPGMDAAESER 
                                     :   .:::..:        .::     ..  
gi|189 AGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRD 
        60        70        80        90       100       110        
 
       50         60        70        80 
AAD-12 FLEGLVDWA-CQAPRVHAHQWAAGDVVVWDNRC 
       : . ::  . :..  ::   .  :          
gi|189 FAKVLVTPGQCNVLTVHNAPYCLGLDI       
       120       130       140           
 
>>gi|4587985|gb|AAD25927.1|AF084828_1 major allergenic p  (342 aa) 
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 initn:  37 init1:  37 opt:  44  Z-score: 70.2  bits: 19.3 E():   61 
Smith-Waterman score: 46; 23.6% identity (56.4% similar) in 55 aa overlap (1-53:137-186) 
 
                                             10        20           
AAD-12                               AYIGYGMDTTATPLRPLVKVHPETG--RPS 
                                     ::::   . . . .  ...:  ..:   :. 
gi|458 KPGMTRDDLFNSNASIVRDLAKVVAKVAPKAYIGVISNPVNSTVPIVAEVFKKAGVYDPK 
        110       120       130       140       150       160       
 
       30        40        50        60        70        80         
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRC         
        :.:     .  .:....  :: :.                                    
gi|458 RLFG-----VTTLDTTRAATFLSGIAGSDPQTTNVPVIGGHSGVTIVPLISQAAQGDKVQ 
        170            180       190       200       210       220  
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.2  bits: 18.1 E():   62 
Smith-Waterman score: 41; 26.0% identity (48.0% similar) in 50 aa overlap (30-71:93-142) 
 
                10        20        30               40        50   
AAD-12  AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-------IPGMDAAESERFLEG 
                                     .:::..:        .::     .. : .  
gi|439 SSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKV 
             70        80        90       100       110       120   
 
              60        70        80 
AAD-12 LVDWA-CQAPRVHAHQWAAGDVVVWDNRC 
       ::  . :..  ::   .  :          
gi|439 LVTPGQCNVLTVHNAPYCLGLDI       
            130       140            
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.2  bits: 18.1 E():   62 
Smith-Waterman score: 40; 26.7% identity (60.0% similar) in 30 aa overlap (13-42:115-144) 
 
                                 10        20        30        40   
AAD-12                   AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::   .:. ...  ..:    :.: 
gi|217 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
             50        60        70        80 
AAD-12 AAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRC 
                                              
gi|217 I                                      
                                              
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.1  bits: 15.6 E():   62 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (22-32:10-20) 
 
               10        20        30        40        50        60 
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                            :.:  :..: :                             
gi|147             AKITFTNNXPNTVWPGILTGFGQKPQ                       
                           10        20                             
 
               70        80 
AAD-12 PRVHAHQWAAGDVVVWDNRC 
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.1  bits: 18.4 E():   62 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (33-49:17-30) 
 
             10        20        30        40        50        60   
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|212               VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                             10        20           30        40    
 
             70        80                                           
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AAD-12 VHAHQWAAGDVVVWDNRC                                           
                                                                    
gi|212 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
            50        60        70        80        90       100    
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.1  bits: 18.4 E():   62 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (33-49:18-31) 
 
             10        20        30        40        50        60   
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|116              AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
             70        80                                           
AAD-12 VHAHQWAAGDVVVWDNRC                                           
                                                                    
gi|116 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.1  bits: 18.4 E():   62 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (33-49:18-31) 
 
             10        20        30        40        50        60   
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|144              AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
             70        80                                           
AAD-12 VHAHQWAAGDVVVWDNRC                                           
                                                                    
gi|144 LTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 69.9  bits: 19.6 E():   64 
Smith-Waterman score: 45; 20.3% identity (54.7% similar) in 64 aa overlap (16-79:2-60) 
 
               10        20        30        40        50        60 
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                      :. :.: .    :.  .:   ..  .:.:    . ...:  . .. 
gi|139               MPISKIHAR----SVYDSRGNPTVE-VDVATETGLHRAIVPSGAST 
                                 10        20         30        40  
 
               70        80                                         
AAD-12 PRVHAHQWAAGDVVVWDNRC                                         
        . .::.   :: . : ..                                          
gi|139 GQHEAHELRDGDKTQWGGKGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTA 
              50        60        70        80        90       100  
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.8  bits: 18.4 E():   64 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (56-79:70-93) 
 
          30        40        50        60        70        80      
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRC      
                                     :  .:  ..   : :.    : ..       
gi|283 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
      40        50        60        70        80        90          
 
gi|283 CGPVGAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
     100       110       120       130       140       150          
 
>>gi|69552|pir||MEHB2 melittin, minor - honeybee          (27 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 69.8  bits: 15.6 E():   64 
Smith-Waterman score: 32; 30.8% identity (61.5% similar) in 13 aa overlap (50-62:13-25) 
 
      20        30        40        50        60        70          
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AAD-12 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  .  :                  
gi|695                   GIGAVLKVLTTGLPALISWISRKKRQQ                
                                 10        20                       
 
      80 
AAD-12 C 
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.8  bits: 19.6 E():   65 
Smith-Waterman score: 45; 38.9% identity (72.2% similar) in 18 aa overlap (32-49:241-258) 
 
              10        20        30        40        50        60  
AAD-12 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                     :  .... :::.: :: .             
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDQTYDLNFKE 
              220       230       240       250       260       270 
 
              70        80                                          
AAD-12 RVHAHQWAAGDVVVWDNRC                                          
                                                                    
gi|144 ENNNGSQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 69.8  bits: 18.1 E():   65 
Smith-Waterman score: 46; 25.7% identity (48.6% similar) in 70 aa overlap (6-75:55-118) 
 
                                        10        20        30      
AAD-12                          AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :  .:.  . :. : :   :  .    ::: 
gi|160 DGPTTVTGNLSGLKPGLHGFHAHALGDTTNGCMSTGPHFNPVGKEHGAPGDEN----RHA 
           30        40        50        60        70            80 
 
          40        50        60        70        80                
AAD-12 HAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRC                
         . .. ..:.     ..::   : : .  :.  .  :::                     
gi|160 GDLGNITVGEDGTAAINIVD--KQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGN 
               90       100         110       120       130         
 
gi|160 AGGRVACGIIGLQG 
      140       150   
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.7  bits: 18.4 E():   65 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (33-49:27-40) 
 
             10        20        30        40        50        60   
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|194     MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEA 
                   10        20        30           40        50    
 
             70        80                                           
AAD-12 VHAHQWAAGDVVVWDNRC                                           
                                                                    
gi|194 LTQYKCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVL 
            60        70        80        90       100       110    
 
>>gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-termi  (34 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 69.7  bits: 15.9 E():   65 
Smith-Waterman score: 33; 25.0% identity (58.3% similar) in 24 aa overlap (39-62:8-31) 
 
       10        20        30        40        50        60         
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     : . :.   ..::. . .  . ::       
gi|691                        AIGDKPGPKITATYXXKWLEAKATFYGSNPRGAA    
                                      10        20        30        
 
       70        80 
AAD-12 AAGDVVVWDNRC 
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>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 69.6  bits: 15.0 E():   66 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (7-14:10-17) 
 
                  10        20        30        40        50        
AAD-12    AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
                :.:  :::                                            
gi|244 IGNEDCTPWMSTLITPLP                                           
               10                                                   
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.6  bits: 21.5 E():   67 
Smith-Waterman score: 52; 25.5% identity (52.9% similar) in 51 aa overlap (3-53:798-844) 
 
                                           10        20        30   
AAD-12                             AYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:: .:. :.   :.. .. .  . :::.  
gi|203 GEKGDRNIRMNGGVVAGLYGKMKLMVKDHKMGYEYDAKAS-YTPMIDMNVQKQEHSLLV- 
       770       780       790       800        810       820       
 
             40        50        60        70        80             
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRC             
            .  ::     :: ..:                                        
gi|203 --RFNMKDMDQHTVMRFKQSLREKRATGEEKDYENEITPDARSDRCFSFFLLDYCRKASH 
           830       840       850       860       870       880    
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.4  bits: 19.3 E():   68 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (23-66:290-335) 
 
                       10        20          30        40        50 
AAD-12         AYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
               60        70        80                          
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRC                          
        .. :   . :.:. :                                        
gi|124 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.4  bits: 19.3 E():   68 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (23-66:290-335) 
 
                       10        20          30        40        50 
AAD-12         AYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
               60        70        80                          
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRC                          
        .. :   . :.:. :                                        
gi|268 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.4  bits: 19.3 E():   68 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (23-66:290-335) 
 
                       10        20          30        40        50 
AAD-12         AYIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
               60        70        80                          
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRC                          

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 6403



 

 

        .. :   . :.:. :                                        
gi|124 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 69.4  bits: 21.2 E():   68 
Smith-Waterman score: 50; 44.4% identity (63.0% similar) in 27 aa overlap (27-52:636-662) 
 
                   10        20        30         40        50      
AAD-12     AYIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVD 
                                     :: : : : : .:::  . ..:  :.:    
gi|278 SRGPSGPPGPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIG 
         610       620       630       640       650       660      
 
          60        70        80                                    
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRC                                    
                                                                    
gi|278 SPGRDGARGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAG 
         670       680       690       700       710       720      
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.3  bits: 19.0 E():   69 
Smith-Waterman score: 43; 27.8% identity (55.6% similar) in 36 aa overlap (3-38:234-269) 
 
                                           10        20        30   
AAD-12                             AYIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::  ..   .: . :.:   :.. :  .:  
gi|324 DPRTLNKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVIL 
           210       220       230       240       250       260    
 
             40        50        60        70        80 
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRC 
         .::.                                           
gi|324 SISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV    
           270       280       290       300            
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.1  bits: 18.4 E():   71 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (56-79:87-110) 
 
          30        40        50        60        70        80      
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRC      
                                     :  .:  ..   : :.    : ..       
gi|158 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
gi|158 CGPVGAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.1  bits: 18.4 E():   71 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (56-79:87-110) 
 
          30        40        50        60        70        80      
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRC      
                                     :  .:  ..   : :.    : ..       
gi|123 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
gi|123 CGPVGAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|14423733|sp|Q92260.1|HSP70_PENCI RecName: Full=Heat  (503 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 68.7  bits: 19.6 E():   74 
Smith-Waterman score: 45; 23.5% identity (58.8% similar) in 51 aa overlap (1-48:265-315) 
 
                                             10        20           
AAD-12                               AYIGYGMDTTATPLRPLVKVHPETG-RPSL 
                                     : .. :..:..  . ::.: .     . :  
gi|144 AVAYGAAVQAAILSGDTSSKSTNEILLLDVAPLSLGIETAGGVMTPLIKRNTTIPTKKSE 
          240       250       260       270       280       290     
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      30        40          50        60        70        80        
AAD-12 LIGRHAHAIPG--MDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRC        
        .. ..   ::  ... :.::                                        
gi|144 TFSTYSDNQPGVLIQVFEGERARTKDNNLLGKFELTGIPPAPRGVPQIEVTFDLDANGIM 
          300       310       320       330       340       350     
 
>>gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Thauma  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 68.7  bits: 14.9 E():   74 
Smith-Waterman score: 30; 66.7% identity (83.3% similar) in 6 aa overlap (35-40:15-20) 
 
           10        20        30        40        50        60     
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     : :.::                         
gi|680                 ATFNFINNCPFTVWAAAVPG                         
                               10        20                         
 
           70        80 
AAD-12 AHQWAAGDVVVWDNRC 
 
>>gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} [De  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 68.7  bits: 14.9 E():   74 
Smith-Waterman score: 30; 45.5% identity (72.7% similar) in 11 aa overlap (37-47:1-11) 
 
         10        20        30        40        50        60       
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                     :. :.::  .:                    
gi|404                               AVGGQDADLAEAPFQISLLK           
                                             10        20           
 
         70        80 
AAD-12 QWAAGDVVVWDNRC 
 
>>gi|61608445|gb|AAX47076.1| Der p 1 allergen [Dermatoph  (216 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.6  bits: 18.4 E():   75 
Smith-Waterman score: 41; 19.7% identity (42.6% similar) in 61 aa overlap (1-61:40-100) 
 
                                             10        20        30 
AAD-12                               AYIGYGMDTTATPLRPLVKVHPETGRPSLL 
                                     ::..::  .     . ::    . :  .   
gi|616 LRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCASQHGCHGDT 
      10        20        30        40        50        60          
 
               40        50        60        70        80           
AAD-12 IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRC           
       : :  . :    ...   .     . .:. :                              
gi|616 IPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTH 
      70        80        90       100       110       120          
 
gi|616 SAIAVIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTN 
     130       140       150       160       170       180          
 
>>gi|4235093|gb|AAD13106.1| beta-xylosidase [Aspergillus  (804 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 68.4  bits: 20.2 E():   77 
Smith-Waterman score: 47; 23.0% identity (50.0% similar) in 74 aa overlap (5-78:172-242) 
 
                                         10        20        30     
AAD-12                           AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                                     ::.:. :  .  .   ::  :: .   :.  
gi|423 LTTAALNRTLIHQIASIISTQGRAFNNAGRYGLDVYAPNINTF--RHPVWGRGQETPGED 
             150       160       170       180         190          
 
           40        50        60        70        80               
AAD-12 AHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRC               
       . .. .. : :    ..:    .     . :...:. :.  : :                 
gi|423 V-SLAAVYAYEYITGIQGPDPDSNLKLAATAKHYAGYDIENWHNHSRLGNDMNITQQDLS 
     200        210       220       230       240       250         
 
gi|423 EYYTPQFHVAARDAKVHSVMCAYNAVDGVPACADSYFLQTLLRDTFGFVDHGYVSSDCDA 
      260       270       280       290       300       310         
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>>gi|289064179|gb|ADC80503.1| non-specific lipid transfe  (118 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.3  bits: 17.4 E():   78 
Smith-Waterman score: 38; 66.7% identity (88.9% similar) in 9 aa overlap (35-43:81-89) 
 
           10        20        30        40        50        60     
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     : ::::..:                      
gi|289 ASCCSGVRSLNAAAKTTPDRQAVCNCLKSAAGAIPGFNANNAGILPGKCGVSIPYKISTS 
               60        70        80        90       100       110 
 
           70        80 
AAD-12 AHQWAAGDVVVWDNRC 
                        
gi|289 TNCATIKF         
                        
 
>>gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia mutic  (284 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 68.1  bits: 18.7 E():   80 
Smith-Waterman score: 42; 36.8% identity (73.7% similar) in 19 aa overlap (33-51:63-80) 
 
             10        20        30        40        50        60   
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     .:: ..  ..::: .:. :            
gi|219 EDSKAKIEEDLTSLQKKYTNLENEFDQVNEKHADSVAKLEAAE-KRLTETEDEIKGYTRK 
             40        50        60        70         80        90  
 
             70        80                                           
AAD-12 VHAHQWAAGDVVVWDNRC                                           
                                                                    
gi|219 IQLLEDDLERTQTKLDEATGKLEEATKSADESERGRKVLESRSLADDDRIDGLEKQVKDA 
             100       110       120       130       140       150  
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 68.1  bits: 17.1 E():   80 
Smith-Waterman score: 37; 38.9% identity (50.0% similar) in 18 aa overlap (39-56:25-42) 
 
       10        20        30        40        50        60         
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     ::   :: :   .:  .:             
gi|126       TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTKKGNLWEV 
                     10        20        30        40        50     
 
       70        80                                
AAD-12 AAGDVVVWDNRC                                
                                                   
gi|126 KSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
           60        70        80        90        
 
>>gi|114152864|sp|Q01883.2|RAG1_ORYSJ RecName: Full=Seed  (163 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.3  bits: 17.7 E():   88 
Smith-Waterman score: 39; 41.7% identity (75.0% similar) in 12 aa overlap (69-80:68-79) 
 
       40        50        60        70        80                   
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRC                   
                                     .:.:  ::.. :                   
gi|114 QCRPGISYPTYSLPQCRTLVRRQCVGRGAASAADEQVWQDCCRQLAAVDDGWCRCGALDH 
        40        50        60        70        80        90        
 
gi|114 MLSGIYRELGATEAGHPMAEVFPGCRRGDLERAAASLPAFCNVDIPNGPGGVCYWLGYPR 
       100       110       120       130       140       150        
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 18.0 E():   92 
Smith-Waterman score: 40; 38.5% identity (42.3% similar) in 26 aa overlap (4-29:60-85) 
 
                                          10        20        30    
AAD-12                            AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     :  :  :  :  : ::.   :  : :     
gi|613 CLEYSNVGFTDAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIA 
      30        40        50        60        70        80          
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            40        50        60        70        80              
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRC              
                                                                    
gi|613 QRWANQCTFEHDACRNVERFAVGQNIAATSSSGKNKSTLSDMILLWYNEVKDFDNRWISS 
      90       100       110       120       130       140          
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.9  bits: 17.1 E():   92 
Smith-Waterman score: 37; 41.2% identity (58.8% similar) in 17 aa overlap (32-48:82-98) 
 
              10        20        30        40        50        60  
AAD-12 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                     :  :.: :  . :: :.              
gi|215 NELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMGFGLFD 
              60        70        80        90       100       110  
 
              70        80 
AAD-12 RVHAHQWAAGDVVVWDNRC 
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.9  bits: 18.9 E():   92 
Smith-Waterman score: 43; 35.5% identity (54.8% similar) in 31 aa overlap (9-39:3-32) 
 
               10        20        30        40        50        60 
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
               : : :.  :. .   .:   :  : ::..::                      
gi|238       FITKAIPIV-LAALSAVNGAKILEAGPHAETIPNKYIVVMKKDVSDEAFSTHTT 
                      10        20        30        40        50    
 
               70        80                                         
AAD-12 PRVHAHQWAAGDVVVWDNRC                                         
                                                                    
gi|238 WLSQNLNRRLMRRSGSSKAMAGMQNKYSLGGIFRAYSGEFDDAMIKDISNHDDVDYIEPD 
            60        70        80        90       100       110    
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.8  bits: 18.3 E():   94 
Smith-Waterman score: 41; 37.5% identity (81.2% similar) in 16 aa overlap (38-53:1-16) 
 
        10        20        30        40        50        60        
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                     .::..:.. : .:. :               
gi|857                               MPGQQATKHESLLDQLSLKGKVVVVTGASG 
                                             10        20        30 
 
        70        80                                                
AAD-12 WAAGDVVVWDNRC                                                
                                                                    
gi|857 PKGMGIEAARGCAEMGAAVAITYASRAQGAEENVKELEKTYGIKAKAYKCQVDSYESCEK 
               40        50        60        70        80        90 
 
>>gi|195957138|gb|ACG59280.1| major allergen beta-lactog  (178 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.7 E():   96 
Smith-Waterman score: 39; 35.3% identity (70.6% similar) in 17 aa overlap (2-18:118-134) 
 
                                            10        20        30  
AAD-12                              AYIGYGMDTTATPLRPLVKVHPETGRPSLLI 
                                     :. . :...: : . ::              
gi|195 IAEKTKIPAVFKIDALNENKVLVLDTDYKKYLLFCMENSAEPEQSLVCQCLVRTPEVDDE 
        90       100       110       120       130       140        
 
              40        50        60        70        80 
AAD-12 GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRC 
                                                         
gi|195 ALEKFDKALKALPMHIRLSFNPTQLEEQCHI                   
       150       160       170                           
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.6  bits: 18.0 E():   97 
Smith-Waterman score: 40; 36.4% identity (54.5% similar) in 22 aa overlap (20-41:87-107) 
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                          10        20        30        40          
AAD-12            AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     : : .: :  .::  .:   :.         
gi|201 WGALGGDVYLGKSPNSDAPCANGIFRYNSDVGP-SGTPVRFIGSSSHFGQGIFENELLNI 
         60        70        80         90       100       110      
 
      50        60        70        80                              
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRC                              
                                                                    
gi|201 QFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTIGQADSSWFKIVKSSQFGYNLLYCP 
         120       130       140       150       160       170      
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 66.5  bits: 13.7 E():   98 
Smith-Waterman score: 26; 50.0% identity (83.3% similar) in 6 aa overlap (27-32:1-6) 
 
               10        20        30        40        50        60 
AAD-12 AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
                                 :.. ::                             
gi|250                           PTITIGGPEYR                        
                                         10                         
 
               70        80 
AAD-12 PRVHAHQWAAGDVVVWDNRC 
 
>>gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betula p  (21 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 66.5  bits: 14.6 E():   98 
Smith-Waterman score: 29; 42.9% identity (50.0% similar) in 14 aa overlap (6-19:8-21) 
 
                 10        20        30        40        50         
AAD-12   AYIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC 
              :  :.  ::  : :                                        
gi|309 MRVFNYKGETTSLIPLARLFK                                        
               10        20                                         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:03:01 2011 done: Fri Jan 21 00:03:01 2011 
 Total Scan time:  0.070 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 182  - 261 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     0     2:* 
  32     3     8:=* 
  34    18    22:=====* 
  36    18    44:=====     * 
  38    50    73:=============     * 
  40    61   102:================         * 
  42   105   125:===========================    * 
  44   110   138:============================      * 
  46   187   140:==================================*============ 
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  48   162   134:=================================*======= 
  50    99   122:=========================     * 
  52   128   108:==========================*===== 
  54   101    92:======================*=== 
  56   104    77:===================*====== 
  58    76    63:===============*=== 
  60    56    51:============*= 
  62    33    41:========= * 
  64    32    33:========* 
  66    15    26:====  * 
  68    22    20:====*= 
  70    25    16:===*=== 
  72    30    12:==*===== 
  74     5    10:==* 
  76    11     8:=*= 
  78     9     6:=*= 
  80    11     5:=*= 
  82     4     3:* 
  84     2     3:* 
  86     1     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     2     0:=         *== 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     1     0:=         *= 
 108     0     0:          * 
 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.9277 0.003; mu= 4.5087 0.157 
 mean_var=31.0126 7.981, 0's: 2 Z-trim: 5  B-trim: 0 in 0/44 
 Lambda= 0.230306 
 Kolmogorov-Smirnov  statistic: 0.0990 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   73 28.7    0.12 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   64 25.9    0.28 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   66 26.4    0.59 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   56 23.3     1.3 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   56 23.3     1.8 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   56 23.3     1.8 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   52 22.0     3.1 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   54 22.5     4.5 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   56 23.1     6.1 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   54 22.5       7 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   53 22.2     7.4 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   53 22.1     9.9 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   52 21.8      11 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   53 22.1      12 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   48 20.6      13 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 17.1      13 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   53 22.1      14 
gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Gl ( 162)   47 20.3      15 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   46 20.0      16 
gi|212279|gb|AAA48944.1| lysozyme protein [Gallus  (  24)   37 17.3      17 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   51 21.4      17 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   49 20.8      18 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   50 21.1      18 
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gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   46 20.0      18 
gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   46 20.0      18 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   50 21.1      18 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.7      19 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.7      19 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.7      19 
gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen ( 367)   50 21.1      19 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   47 20.2      20 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   45 19.6      21 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   47 20.2      21 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   48 20.5      23 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   48 20.5      23 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   48 20.5      23 
gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Sc ( 129)   44 19.3      23 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 19.3      24 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 19.0      24 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   48 20.5      27 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 16.9      30 
gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen ( 367)   48 20.5      30 
gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen ( 367)   48 20.5      30 
gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen ( 367)   48 20.5      30 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   48 20.5      30 
gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen ( 367)   48 20.5      30 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   49 20.7      31 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   42 18.7      31 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   42 18.7      31 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   47 20.2      32 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 16.9      33 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   50 21.0      36 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   44 19.2      40 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   44 19.2      40 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   44 19.2      40 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   42 18.6      40 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   40 18.1      41 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.6      42 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.6      45 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.6      45 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 19.8      45 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   45 19.5      45 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   45 19.5      45 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   45 19.5      45 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   45 19.5      45 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   45 19.5      45 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   45 19.5      45 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   45 19.5      45 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   45 19.5      45 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   45 19.5      45 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   45 19.5      45 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   45 19.5      45 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   45 19.5      45 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   45 19.5      45 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   45 19.5      45 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 16.3      47 
gi|19069497|emb|CAC37790.2| putative allergen Cup  ( 367)   46 19.8      47 
gi|8843917|gb|AAF80164.1| pollen major allergen 1- ( 367)   46 19.8      47 
gi|8843921|gb|AAF80166.1| pollen major allergen 1- ( 367)   46 19.8      47 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   45 19.5      48 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   39 17.7      49 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   45 19.5      50 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 16.3      52 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 20.1      53 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.3      54 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.7      54 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 19.2      55 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   45 19.5      56 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.7      56 
gi|2181180|emb|CAB06417.1| xylosidase [Aspergillus ( 804)   49 20.6      58 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 18.0      58 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.7      59 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.5      59 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.5      59 
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gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   44 19.2      60 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   43 18.9      61 
gi|69552|pir||MEHB2 melittin, minor - honeybee     (  27)   32 15.6      61 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 15.1      61 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   46 19.7      62 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   40 18.0      62 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   40 18.0      62 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   44 19.2      63 
gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-t (  34)   33 15.9      63 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.4      65 
gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Po ( 396)   45 19.4      65 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   40 18.0      65 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   40 18.0      65 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   40 18.0      65 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 18.3      67 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 18.3      67 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 18.3      67 
gi|4587985|gb|AAD25927.1|AF084828_1 major allergen ( 342)   44 19.1      69 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   40 18.0      69 
gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Th (  20)   30 15.0      69 
gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} (  20)   30 15.0      69 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   41 18.3      69 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   46 19.7      70 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 18.3      71 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   45 19.4      72 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.4      74 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   44 19.1      76 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   44 19.1      76 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   44 19.1      76 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   41 18.2      76 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   41 18.2      76 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   43 18.8      77 
gi|289064179|gb|ADC80503.1| non-specific lipid tra ( 118)   38 17.4      82 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   37 17.1      82 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   51 21.2      82 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 20.9      83 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   26 13.8      88 
gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia m ( 284)   42 18.5      88 
gi|4235093|gb|AAD13106.1| beta-xylosidase [Aspergi ( 804)   47 20.0      90 
gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betu (  21)   29 14.7      91 
gi|114152864|sp|Q01883.2|RAG1_ORYSJ RecName: Full= ( 163)   39 17.6      93 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   37 17.0      95 
gi|1311510|gb|AAB36009.1| mAb 8C7-reactive major a (  15)   27 14.1      98 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   40 17.9      99 
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  73 init1:  73 opt:  73  Z-score: 119.1  bits: 28.7 E(): 0.12 
Smith-Waterman score: 73; 35.5% identity (54.8% similar) in 31 aa overlap (40-70:246-276) 
 
      10        20        30        40        50        60          
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:: :   . :     .: . 
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
 
      70        80                                                  
AAD-12 GDVVVWDNRCL                                                  
       :                                                            
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 112.4  bits: 25.9 E(): 0.28 
Smith-Waterman score: 64; 32.8% identity (50.8% similar) in 61 aa overlap (20-76:79-133) 
 
                          10        20          30          40      
AAD-12            YIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHA--HAIPGMDAAES 
                                     .::. ::.:  ::   :  :   :.. :.  
gi|121 DLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPEN-RPALKTLIDGLASSHKARGIEKAQF 
       50        60        70        80         90       100        
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          50        60        70        80               
AAD-12 ERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL               
       :.:  .:::.       :  .:      .::                   
gi|121 EEFRASLVDYLS-----HHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
       110            120       130       140       150  
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  66 init1:  66 opt:  66  Z-score: 106.6  bits: 26.4 E(): 0.59 
Smith-Waterman score: 66; 32.3% identity (54.8% similar) in 31 aa overlap (40-70:247-277) 
 
      10        20        30        40        50        60          
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:  :   . :.    .: . 
gi|232 APDIKTPKEALDLIMDAIDKAGYKGKVGIAMDVASSEFYKDGKYDLDFKNPESDPSKWLS 
        220       230       240       250       260       270       
 
      70        80                                                  
AAD-12 GDVVVWDNRCL                                                  
       :                                                            
gi|232 GPQLADLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKT 
        280       290       300       310       320       330       
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 100.5  bits: 23.3 E():  1.3 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (51-67:68-86) 
 
               30        40        50          60        70         
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|219 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
       80                 
AAD-12 CL                 
                          
gi|219 SFDSDRSGLLLKQKVSDE 
       100       110      
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 97.7  bits: 23.3 E():  1.8 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (51-67:68-86) 
 
               30        40        50          60        70         
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|184 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
       80                                                           
AAD-12 CL                                                           
                                                                    
gi|184 SFDSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 97.7  bits: 23.3 E():  1.8 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (51-67:68-86) 
 
               30        40        50          60        70         
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|456 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNF 
        40        50        60        70        80        90        
 
       80                                                           
AAD-12 CL                                                           
                                                                    
gi|456 SFGSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
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 initn:  47 init1:  47 opt:  52  Z-score: 93.7  bits: 22.0 E():  3.1 
Smith-Waterman score: 52; 26.5% identity (50.0% similar) in 68 aa overlap (5-71:19-84) 
 
                             10        20        30        40       
AAD-12               YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
                         :.: ::  :. :.:.        .     :.:. : :.  .. 
gi|135 MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDV--KD 
               10        20        30        40        50           
 
         50         60        70        80                  
AAD-12 RFLE-GLVDWACQAPRVHAHQWAAGDVVVWDNRCL                  
        .:. :    :   :..   .: :.:                           
gi|135 LLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD 
       60        70        80        90       100       110 
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  51 init1:  51 opt:  54  Z-score: 90.8  bits: 22.5 E():  4.5 
Smith-Waterman score: 54; 19.5% identity (50.6% similar) in 77 aa overlap (1-77:78-154) 
 
                                             10        20        30 
AAD-12                               YIGYGMDTTATPLRPLVKVHPETGRPSLLI 
                                     . .:: . . .   :  :   :  . .:.  
gi|383 EKYPHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEEEEDLFA 
        50        60        70        80        90       100        
 
               40        50        60        70        80           
AAD-12 GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL           
       .      :.. : ... . :     : ..:.  :.. .. .:  ::.              
gi|383 SDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEELEANVRA 
       110       120       130       140       150       160        
 
gi|383 IEMDGLVWGASKFVAVGFGIKKLQINLVVEDEKVSTDELQAQIEEDEDHVQSTDVAAMQK 
       170       180       190       200       210       220        
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 88.4  bits: 23.1 E():  6.1 
Smith-Waterman score: 56; 27.0% identity (55.6% similar) in 63 aa overlap (11-65:46-108) 
 
                                   10           20          30      
AAD-12                     YIGYGMDTTATPLRPL---VKVHPETGRPSLL--IGRH-- 
                                     :::::    ...: ....:  :  .: .   
gi|253 IEEPEMIAPTPPGQFPHQQPISSPNRTSRNTPLRPESTEIETHHHANHPPALPVLGMQLP 
          20        30        40        50        60        70      
 
             40        50        60        70        80             
AAD-12 -AHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL             
          ..:  . :.:.  :.  .:   .::   .:                            
gi|253 VPGTVPESSRAQSRASLNLDIDLDLHAPSHPSHLSHGAPHEQEHAHEIQRHRAHSAQSSA 
          80        90       100       110       120       130      
 
gi|253 GLPPTGFASHLPPASSGPVSLGWNMYHVPPNLHLNANQFNFEVPGHMNVSGHPTHLEHSS 
         140       150       160       170       180       190      
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 87.3  bits: 22.5 E():    7 
Smith-Waterman score: 54; 30.0% identity (54.0% similar) in 50 aa overlap (3-50:29-73) 
 
                                         10        20         30    
AAD-12                           YIGYGMDTTATPLRPLVKVHPET-GRPSLLIGRH 
                                   ::.  : :::  : . . : : . :.       
gi|249 MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPAT----- 
               10        20        30        40        50           
 
             40        50        60        70        80             
AAD-12 AHAIP-GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL             
         :.: :  ..: ....:                                           
gi|249 PAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGLA 
          60        70        80        90       100       110      
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 86.9  bits: 22.2 E():  7.4 
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Smith-Waterman score: 53; 43.8% identity (62.5% similar) in 16 aa overlap (51-66:27-42) 
 
               30        40        50        60        70        80 
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     : :.:  : : .. ::               
gi|170     MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQ 
                   10        20        30        40        50       
 
gi|170 QTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQP 
         60        70        80        90       100       110       
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  53  Z-score: 84.6  bits: 22.1 E():  9.9 
Smith-Waterman score: 53; 27.0% identity (55.6% similar) in 63 aa overlap (18-77:119-178) 
 
                            10        20        30         40       
AAD-12              YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESE 
                                     .::  .: : :..   .:.:  :..    . 
gi|908 LWIIFSKNLNIKLNMPLYIAGNKTIDGRGAEVHIGNGGPCLFMRTVSHVILHGLNIHGCN 
       90       100       110       120       130       140         
 
         50          60        70        80                         
AAD-12 RFLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCL                         
         . :  :.. :  .  :::..   ::...  :                            
gi|908 TSVSGNVLISEASGVVPVHAQD---GDAITMRNVTDVWIDHNSLSDSSDGLVDVTLASTG 
      150       160       170          180       190       200      
 
gi|908 VTISNNHFFNHHKVMLLGHSDIYSDDKSMKVTVAFNQFGPNAGQRMPRARYGLIHVANNN 
         210       220       230       240       250       260      
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.7  bits: 21.8 E():   11 
Smith-Waterman score: 52; 28.1% identity (59.4% similar) in 32 aa overlap (40-71:66-97) 
 
      10        20        30        40        50        60          
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     .:. . . : :: .. .   ::.  ::..  
gi|729 STLSLVTKADGKIDMTVDLISPVTKRASLKIDSKKYNLFHEGELSASIVNPRLSWHQYTK 
          40        50        60        70        80        90      
 
      70        80                                                  
AAD-12 GDVVVWDNRCL                                                  
        :                                                           
gi|729 RDSREYKSDVELSLRSSDIALKITMPDYNSKIHYSRQGDQINMDIDGTLIEGHAQGTIRE 
         100       110       120       130       140       150      
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 83.1  bits: 22.1 E():   12 
Smith-Waterman score: 53; 27.3% identity (54.5% similar) in 44 aa overlap (31-73:241-284) 
 
               10        20        30        40         50          
AAD-12 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF-LEGLVDWACQA 
                                     :  .... :::.: :: .  .   :   .  
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDKTYDLNFKE 
              220       230       240       250       260       270 
 
      60        70        80                                        
AAD-12 PRVHAHQWAAGDVVVWDNRCL                                        
          .. :  .:::.                                               
gi|144 ENNNGSQKISGDVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.7  bits: 20.6 E():   13 
Smith-Waterman score: 48; 25.6% identity (53.5% similar) in 43 aa overlap (4-46:23-65) 
 
                                  10        20        30        40  
AAD-12                    YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                             ...:  ..::  :.:   :. .    .     :::. : 
gi|344 MTGVKTHLQHELKRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPD 
               10        20        30        40        50        60 
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              50        60        70        80                      
AAD-12 AAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL                      
         ..:                                                        
gi|344 EFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDS 
               70        80        90       100       110       120 
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 82.6  bits: 17.1 E():   13 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (33-38:8-13) 
 
             10        20        30        40        50        60   
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::: .:                         
gi|131                        GPVGGVVHAHMMPLL                       
                                      10                            
 
             70        80 
AAD-12 HAHQWAAGDVVVWDNRCL 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 82.2  bits: 22.1 E():   14 
Smith-Waterman score: 53; 27.0% identity (56.8% similar) in 37 aa overlap (39-74:441-477) 
 
       10        20        30        40        50         60        
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG-LVDWACQAPRVHAHQW 
                                     :. :.    .. : :.:  : .  .:. .  
gi|505 YQIAFSRGNRAFIAINLQKNQQNLQQKLHTGLPAGTYCDIISGNLIDNKCTGKSIHVDKN 
              420       430       440       450       460       470 
 
        70        80              
AAD-12 AAGDVVVWDNRCL              
       . .:: :                    
gi|505 GQADVYVGHDEFDAFVAYHIGARIVS 
              480       490       
 
>>gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Globin  (162 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 81.3  bits: 20.3 E():   15 
Smith-Waterman score: 47; 25.0% identity (63.6% similar) in 44 aa overlap (35-77:111-148) 
 
           10        20        30        40        50        60     
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                     :   :..::.  .:  .::..      ..: 
gi|121 VSFFTEVISLSGNQANLSAVYALVSKLGVDHKARGISAAQFGEFRTALVSY------LQA 
               90       100       110       120       130           
 
            70        80            
AAD-12 H-QWAAGDVVVWDNRCL            
       : .:. . ...:..               
gi|121 HVSWGDNVAAAWNHALDNTYAVALKSLE 
          140       150       160   
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 80.8  bits: 20.0 E():   16 
Smith-Waterman score: 46; 26.8% identity (58.5% similar) in 41 aa overlap (27-65:100-140) 
 
                   10        20        30         40        50      
AAD-12     YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
           60        70        80 
AAD-12 A-CQAPRVHAHQWAAGDVVVWDNRCL 
       . : . . : :                
gi|100 GYCGSHHHHHH                
     130       140                
 
>>gi|212279|gb|AAA48944.1| lysozyme protein [Gallus gall  (24 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 80.2  bits: 17.3 E():   17 
Smith-Waterman score: 37; 57.1% identity (71.4% similar) in 7 aa overlap (73-79:5-11) 
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             50        60        70        80             
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL             
                                     :.: : :              
gi|212                           MNAWVAWRNSCKGTDVQAWIRGCR 
                                         10        20     
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 80.2  bits: 21.4 E():   17 
Smith-Waterman score: 51; 28.3% identity (51.7% similar) in 60 aa overlap (5-59:2-60) 
 
               10        20        30             40        50      
AAD-12 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG-----MDAAESERFLEGLVDW 
           :. : : :.  :. .   .:   :  : ::.:::.     :    :.. ... . : 
gi|581    MGFITKAIPIV-LAALSTVNGARILEAGPHAEAIPNKYIVVMKREVSDEAFNAHTTW 
                  10         20        30        40        50       
 
          60        70        80                                    
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCL                                    
         :.                                                         
gi|581 LSQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRAYSGEFDDAMIKDISSHDDVDFIEPDF 
         60        70        80        90       100       110       
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.1  bits: 20.8 E():   18 
Smith-Waterman score: 49; 43.8% identity (56.2% similar) in 16 aa overlap (51-66:8-23) 
 
               30        40        50        60        70        80 
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     : :.:  : :  . ::               
gi|106                        NIQVDPSGQVQWPQQQPFPQPHQPFSQQPQQTFPQPQ 
                                      10        20        30        
 
gi|106 QTFPHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQP 
        40        50        60        70        80        90        
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 80.0  bits: 21.1 E():   18 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (19-77:99-157) 
 
                           10        20        30         40        
AAD-12             YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
        50          60        70        80                          
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCL                          
        . :  ::. .  .  :::..   ::...  :                             
gi|908 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
      130       140          150       160       170       180      
 
gi|908 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
         190       200       210       220       230       240      
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 79.9  bits: 20.0 E():   18 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (30-72:1-44) 
 
               10        20        30        40        50           
AAD-12 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQA 
                                    .: ..:..   ... .:... :.: :      
gi|166                              MGAQSHSLEITSSVSAEKIFSGIVLDVDTVI 
                                            10        20        30  
 
      60        70        80                                        
AAD-12 PRVHAHQWAAGDVVVWDNRCL                                        
       :..    . . ::                                                
gi|166 PKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDIL 
              40        50        60        70        80        90  
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>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 79.9  bits: 20.0 E():   18 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (30-72:1-44) 
 
               10        20        30        40        50           
AAD-12 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQA 
                                    .: ..:..   ... .:... :.: :      
gi|215                              MGAQSHSLEITSSVSAEKIFSGIVLDVDTVI 
                                            10        20        30  
 
      60        70        80                                        
AAD-12 PRVHAHQWAAGDVVVWDNRCL                                        
       :..    . . ::                                                
gi|215 PKAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDIL 
              40        50        60        70        80        90  
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 79.9  bits: 21.1 E():   18 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (19-77:100-158) 
 
                           10        20        30         40        
AAD-12             YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
        50          60        70        80                          
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCL                          
        . :  ::. .  .  :::..   ::...  :                             
gi|118 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     130       140       150          160       170       180       
 
gi|118 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        190       200       210       220       230       240       
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.6  bits: 19.7 E():   19 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (2-19:24-41) 
 
                                     10        20        30         
AAD-12                       YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|379 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL                   
                                                                    
gi|379 IKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTATVGD 
               70        80        90       100       110       120 
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.6  bits: 19.7 E():   19 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (2-19:24-41) 
 
                                     10        20        30         
AAD-12                       YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|121 MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSLSTFKNTE 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL                   
                                                                    
gi|121 IKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDG 
               70        80        90       100       110       120 
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.6  bits: 19.7 E():   19 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (2-19:24-41) 
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                                     10        20        30         
AAD-12                       YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|144 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
       40        50        60        70        80                   
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL                   
                                                                    
gi|144 IKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTASVGD 
               70        80        90       100       110       120 
 
>>gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 79.4  bits: 21.1 E():   19 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (19-77:120-178) 
 
                           10        20        30         40        
AAD-12             YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHSCNT 
      90       100       110       120       130       140          
 
        50          60        70        80                          
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCL                          
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLPDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 79.0  bits: 20.2 E():   20 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (34-71:156-194) 
 
            10        20        30        40        50        60    
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|833 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
         130       140       150       160       170       180      
 
             70        80        
AAD-12 HAHQWAAGDVVVWDNRCL        
       .. .:: ..                 
gi|833 NVINWAEAENRYIAGDKGGHPFMKL 
         190       200       210 
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.6  bits: 19.6 E():   21 
Smith-Waterman score: 45; 71.4% identity (85.7% similar) in 7 aa overlap (73-79:127-133) 
 
             50        60        70        80              
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL              
                                     :.: :::               
gi|126 PCSALLSSDITASVNCAKKIVSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL 
        100       110       120       130       140        
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 78.5  bits: 20.2 E():   21 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (34-71:167-205) 
 
            10        20        30        40        50        60    
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|164 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
        140       150       160       170       180       190       
 
             70        80        
AAD-12 HAHQWAAGDVVVWDNRCL        
       .. .:: ..                 
gi|164 NVINWAEAENRYIAGDKGGHPFMKL 
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        200       210       220  
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.1  bits: 20.5 E():   23 
Smith-Waterman score: 48; 30.8% identity (57.7% similar) in 26 aa overlap (2-27:3-28) 
 
                10        20        30        40        50          
AAD-12  YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
         .:::  : :.:    . . :  ..:.                                 
gi|295 ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQKLIEKINAGFKAALAAAAGVPPAD 
               10        20        30        40        50        60 
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 78.1  bits: 20.5 E():   23 
Smith-Waterman score: 48; 30.6% identity (49.0% similar) in 49 aa overlap (2-50:3-43) 
 
                10        20        30        40        50          
AAD-12  YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
         .:::    :::  : .   : :  :.   :  :    :  ..: ....:          
gi|109 ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA---AGKATTEEQKLIEKINAGFKAA 
                  10        20          30           40        50   
 
      60        70        80                                        
AAD-12 PRVHAHQWAAGDVVVWDNRCL                                        
                                                                    
gi|109 LAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYK 
             60        70        80        90       100       110   
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 78.0  bits: 20.5 E():   23 
Smith-Waterman score: 48; 30.6% identity (49.0% similar) in 49 aa overlap (2-50:3-43) 
 
                10        20        30        40        50          
AAD-12  YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
         .:::    :::  : .   : :  :.   :  :    :  ..: ....:          
gi|239 ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA---AGKATTEEQKLIEKINAGFKAA 
                  10        20          30           40        50   
 
      60        70        80                                        
AAD-12 PRVHAHQWAAGDVVVWDNRCL                                        
                                                                    
gi|239 LAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYK 
             60        70        80        90       100       110   
 
>>gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Schist  (129 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.9  bits: 19.3 E():   23 
Smith-Waterman score: 44; 66.7% identity (100.0% similar) in 6 aa overlap (75-80:6-11) 
 
           50        60        70        80                         
AAD-12 SERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL                         
                                     :::.:.                         
gi|298                          MSADSWDNHCVTYVANNKCLKNLCMTAIDGSHLGT 
                                        10        20        30      
 
gi|298 SNPDFRIPPELILQLKSILDGGLDTSIFFMGEKYIVLQHDSSCLVSRCGKKSLIFYATGK 
          40        50        60        70        80        90      
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.8  bits: 19.3 E():   24 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (2-22:25-45) 
 
                                      10        20        30        
AAD-12                        YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                               .:. . :.:  :.:  .:  :                
gi|990 MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL                  
                                                                    
gi|990 EAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVVVTASCD 
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               70        80        90       100       110       120 
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 77.6  bits: 19.0 E():   24 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (39-51:5-17) 
 
       10        20        30        40        50        60         
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA 
                                     :.:::: .  :.:                  
gi|208                           MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACG 
                                         10        20        30     
 
       70        80                                                 
AAD-12 AGDVVVWDNRCL                                                 
                                                                    
gi|208 LAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAGDVDGD 
           40        50        60        70        80        90     
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.6  bits: 20.5 E():   27 
Smith-Waterman score: 48; 50.0% identity (83.3% similar) in 12 aa overlap (2-13:205-216) 
 
                                            10        20        30  
AAD-12                              YIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .::..: :: :.                   
gi|237 IGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIYTSIEY 
          180       190       200       210       220       230     
 
              40        50        60        70        80            
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL            
                                                                    
gi|237 YGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAIRCDNY 
          240       250       260       270       280       290     
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 75.9  bits: 16.9 E():   30 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (38-55:8-25) 
 
        10        20        30        40        50        60        
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :. ....:..   :             
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA      
                                      10        20        30        
 
        70        80 
AAD-12 AAGDVVVWDNRCL 
 
>>gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 75.8  bits: 20.5 E():   30 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (19-77:120-178) 
 
                           10        20        30         40        
AAD-12             YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
        50          60        70        80                          
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCL                          
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGNVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 75.8  bits: 20.5 E():   30 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (19-77:120-178) 
 
                           10        20        30         40        
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AAD-12             YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
        50          60        70        80                          
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCL                          
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGNVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 75.8  bits: 20.5 E():   30 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (19-77:120-178) 
 
                           10        20        30         40        
AAD-12             YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
        50          60        70        80                          
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCL                          
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 75.8  bits: 20.5 E():   30 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (19-77:120-178) 
 
                           10        20        30         40        
AAD-12             YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|151 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
        50          60        70        80                          
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCL                          
        . :  ::. .  .  :::..   ::...  :                             
gi|151 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|151 TISNNHFFNHHKVMLLGHDDTYDNDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 75.8  bits: 20.5 E():   30 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (19-77:120-178) 
 
                           10        20        30         40        
AAD-12             YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLEMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
        50          60        70        80                          
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCL                          
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
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>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.7  bits: 20.7 E():   31 
Smith-Waterman score: 49; 33.3% identity (46.7% similar) in 30 aa overlap (3-32:90-119) 
 
                                           10        20        30   
AAD-12                             YIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     : ::   . :  : .   :. :: .   :: 
gi|259 GVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGR 
      60        70        80        90       100       110          
 
             40        50        60        70        80             
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL             
                                                                    
gi|259 FQDRHQKIRRFRRGDIIAIPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLA 
     120       130       140       150       160       170          
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.6  bits: 18.7 E():   31 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (33-70:20-57) 
 
             10        20        30        40        50        60   
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::  . . : :. :    :..:   .:  : 
gi|730            MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
             70        80                                           
AAD-12 HAHQWAAGDVVVWDNRCL                                           
          .  ::                                                     
gi|730 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.6  bits: 18.7 E():   31 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (33-70:20-57) 
 
             10        20        30        40        50        60   
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::  . . : :. :    :..:   .:  : 
gi|191            MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
             70        80                                           
AAD-12 HAHQWAAGDVVVWDNRCL                                           
          .  ::                                                     
gi|191 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 75.5  bits: 20.2 E():   32 
Smith-Waterman score: 47; 32.0% identity (52.0% similar) in 50 aa overlap (2-50:28-68) 
 
                                         10        20        30     
AAD-12                           YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                  .:::    :::  : .   : :  :.      : 
gi|398 MAVHQYTVALFLAVALVAGPAASYAADLGYG---PATPAAPAAGYTPAT--PA----APA 
               10        20        30           40              50  
 
            40        50        60        70        80              
AAD-12 HAIP-GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL              
       .: : :  ..: ....:                                            
gi|398 EAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGAASNKAFAEGLSG 
              60        70        80        90       100       110  
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 75.1  bits: 16.9 E():   33 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (38-55:8-25) 
 
        10        20        30        40        50        60        
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :. ....:..   :             
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gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK   
                                      10        20        30        
 
        70        80 
AAD-12 AAGDVVVWDNRCL 
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 74.5  bits: 21.0 E():   36 
Smith-Waterman score: 50; 29.4% identity (67.6% similar) in 34 aa overlap (6-38:598-629) 
 
                                        10        20         30     
AAD-12                          YIGYGMDTTATPLRPLVKVH-PETGRPSLLIGRHA 
                                     ....:.:.  ..:..  : : :. . :. : 
gi|729 TLTGAIDKTVAWIDENQTATKEEYEAEQKQLESVANPV--MMKIYGAEGGAPGGMPGQGA 
       570       580       590       600         610       620      
 
           40        50        60        70        80 
AAD-12 HAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
        : :                                           
gi|729 GAPPPGAGDDGPTVEEVD                             
         630       640                                
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.7  bits: 19.2 E():   40 
Smith-Waterman score: 44; 60.0% identity (90.0% similar) in 10 aa overlap (71-80:122-131) 
 
               50        60        70        80                     
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL                     
                                     : :..::.::                     
gi|162 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
gi|162 RKELAAVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200         
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.6  bits: 19.2 E():   40 
Smith-Waterman score: 44; 60.0% identity (90.0% similar) in 10 aa overlap (71-80:122-131) 
 
               50        60        70        80                     
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL                     
                                     : :..::.::                     
gi|124 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
gi|124 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 73.6  bits: 19.2 E():   40 
Smith-Waterman score: 44; 60.0% identity (90.0% similar) in 10 aa overlap (71-80:122-131) 
 
               50        60        70        80                     
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL                     
                                     : :..::.::                     
gi|209 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
gi|209 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 73.5  bits: 18.6 E():   40 
Smith-Waterman score: 42; 24.4% identity (56.1% similar) in 41 aa overlap (27-66:100-140) 
 
                   10        20        30         40        50      
AAD-12     YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
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          60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCL 
       .  .   : :.               
gi|100 GYYVGSHHHHHH              
     130       140               
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.3  bits: 18.1 E():   41 
Smith-Waterman score: 40; 30.0% identity (50.0% similar) in 30 aa overlap (26-55:13-42) 
 
               10        20        30        40        50        60 
AAD-12 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                :. :.    .. ::   :: :   .:  .:      
gi|144              VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTK 
                            10        20        30        40        
 
               70        80                              
AAD-12 RVHAHQWAAGDVVVWDNRCL                              
                                                         
gi|144 KGNLWEVKSSKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
        50        60        70        80        90       
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 73.2  bits: 18.6 E():   42 
Smith-Waterman score: 42; 27.8% identity (66.7% similar) in 36 aa overlap (34-69:28-62) 
 
            10        20        30        40        50        60    
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     :.: :...: : ... .:  : .    ... 
gi|157    MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQA-EFRQLANGAPDKTEAEIEAQ 
                  10        20        30         40        50       
 
            70        80                                            
AAD-12 AHQWAAGDVVVWDNRCL                                            
        .::.:                                                       
gi|157 IEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPAAKAADARLSAIASNRA 
         60        70        80        90       100       110       
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.8  bits: 18.6 E():   45 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (30-53:1-24) 
 
               10        20        30        40        50        60 
AAD-12 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                    .: ..:..   ... .:... :.:        
gi|215                              MGAQSHSLEITSSVSAEKIFSGIVLDVDTVI 
                                            10        20        30  
 
               70        80                                         
AAD-12 RVHAHQWAAGDVVVWDNRCL                                         
                                                                    
gi|215 PKAATGAYKSVEVKGDGGAGTVRIITLPEGSPITTMTVRTDAVNKEALSYDSTVIDGDIL 
              40        50        60        70        80        90  
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.8  bits: 18.6 E():   45 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (30-53:1-24) 
 
               10        20        30        40        50        60 
AAD-12 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                    .: ..:..   ... .:... :.:        
gi|892                              MGAQSHSLEITSSVSAEKIFSGIVLDVDTVI 
                                            10        20        30  
 
               70        80                                         
AAD-12 RVHAHQWAAGDVVVWDNRCL                                         
                                                                    
gi|892 PKAAPGAYKSVEVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDIL 
              40        50        60        70        80        90  
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
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 initn:  46 init1:  46 opt:  46  Z-score: 72.6  bits: 19.8 E():   45 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (2-11:284-293) 
 
                                            10        20        30  
AAD-12                              YIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
              40        50        60        70        80 
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                                         
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET            
           320       330       340       350             
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 72.6  bits: 19.5 E():   45 
Smith-Waterman score: 45; 31.0% identity (55.2% similar) in 29 aa overlap (2-27:3-31) 
 
                10           20        30        40        50       
AAD-12  YIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
         .:::  : :.:     : . . :  ..:.                              
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINAGFKAALAAAAGVP 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 CQAPRVHAHQWAAGDVVVWDNRCL                                     
                                                                    
gi|217 PADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
               70        80        90       100       110       120 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 72.6  bits: 19.5 E():   45 
Smith-Waterman score: 45; 31.0% identity (55.2% similar) in 29 aa overlap (2-27:3-31) 
 
                10           20        30        40        50       
AAD-12  YIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
         .:::  : :.:     : . . :  ..:.                              
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAGVP 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 CQAPRVHAHQWAAGDVVVWDNRCL                                     
                                                                    
gi|217 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
               70        80        90       100       110       120 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 72.6  bits: 19.5 E():   45 
Smith-Waterman score: 45; 31.0% identity (55.2% similar) in 29 aa overlap (2-27:3-31) 
 
                10           20        30        40        50       
AAD-12  YIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
         .:::  : :.:     : . . :  ..:.                              
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINAGFKAALAAAAGVP 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 CQAPRVHAHQWAAGDVVVWDNRCL                                     
                                                                    
gi|217 PADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
               70        80        90       100       110       120 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 72.6  bits: 19.5 E():   45 
Smith-Waterman score: 45; 31.0% identity (55.2% similar) in 29 aa overlap (2-27:3-31) 
 
                10           20        30        40        50       
AAD-12  YIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
         .:::  : :.:     : . . :  ..:.                              
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAGVP 
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               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 CQAPRVHAHQWAAGDVVVWDNRCL                                     
                                                                    
gi|217 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
               70        80        90       100       110       120 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 72.6  bits: 19.5 E():   45 
Smith-Waterman score: 45; 31.0% identity (55.2% similar) in 29 aa overlap (2-27:3-31) 
 
                10           20        30        40        50       
AAD-12  YIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
         .:::  : :.:     : . . :  ..:.                              
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAGVP 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 CQAPRVHAHQWAAGDVVVWDNRCL                                     
                                                                    
gi|217 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
               70        80        90       100       110       120 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 72.6  bits: 19.5 E():   45 
Smith-Waterman score: 45; 31.0% identity (55.2% similar) in 29 aa overlap (2-27:3-31) 
 
                10           20        30        40        50       
AAD-12  YIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
         .:::  : :.:     : . . :  ..:.                              
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAGVP 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 CQAPRVHAHQWAAGDVVVWDNRCL                                     
                                                                    
gi|217 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
               70        80        90       100       110       120 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 72.6  bits: 19.5 E():   45 
Smith-Waterman score: 45; 31.0% identity (55.2% similar) in 29 aa overlap (2-27:3-31) 
 
                10           20        30        40        50       
AAD-12  YIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
         .:::  : :.:     : . . :  ..:.                              
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINAGFKAALAAAAGVP 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 CQAPRVHAHQWAAGDVVVWDNRCL                                     
                                                                    
gi|217 PADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
               70        80        90       100       110       120 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 72.6  bits: 19.5 E():   45 
Smith-Waterman score: 45; 31.0% identity (55.2% similar) in 29 aa overlap (2-27:3-31) 
 
                10           20        30        40        50       
AAD-12  YIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
         .:::  : :.:     : . . :  ..:.                              
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAGVP 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 CQAPRVHAHQWAAGDVVVWDNRCL                                     
                                                                    
gi|217 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
               70        80        90       100       110       120 
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>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 72.6  bits: 19.5 E():   45 
Smith-Waterman score: 45; 31.0% identity (55.2% similar) in 29 aa overlap (2-27:3-31) 
 
                10           20        30        40        50       
AAD-12  YIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
         .:::  : :.:     : . . :  ..:.                              
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAGVP 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 CQAPRVHAHQWAAGDVVVWDNRCL                                     
                                                                    
gi|217 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
               70        80        90       100       110       120 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 72.6  bits: 19.5 E():   45 
Smith-Waterman score: 45; 31.0% identity (55.2% similar) in 29 aa overlap (2-27:3-31) 
 
                10           20        30        40        50       
AAD-12  YIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
         .:::  : :.:     : . . :  ..:.                              
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAGVP 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 CQAPRVHAHQWAAGDVVVWDNRCL                                     
                                                                    
gi|217 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
               70        80        90       100       110       120 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 72.6  bits: 19.5 E():   45 
Smith-Waterman score: 45; 31.0% identity (55.2% similar) in 29 aa overlap (2-27:3-31) 
 
                10           20        30        40        50       
AAD-12  YIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
         .:::  : :.:     : . . :  ..:.                              
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAGVP 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 CQAPRVHAHQWAAGDVVVWDNRCL                                     
                                                                    
gi|217 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
               70        80        90       100       110       120 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 72.6  bits: 19.5 E():   45 
Smith-Waterman score: 45; 31.0% identity (55.2% similar) in 29 aa overlap (2-27:3-31) 
 
                10           20        30        40        50       
AAD-12  YIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
         .:::  : :.:     : . . :  ..:.                              
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAGVP 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 CQAPRVHAHQWAAGDVVVWDNRCL                                     
                                                                    
gi|217 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
               70        80        90       100       110       120 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 72.6  bits: 19.5 E():   45 
Smith-Waterman score: 45; 31.0% identity (55.2% similar) in 29 aa overlap (2-27:3-31) 
 
                10           20        30        40        50       
AAD-12  YIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
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         .:::  : :.:     : . . :  ..:.                              
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAGVP 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 CQAPRVHAHQWAAGDVVVWDNRCL                                     
                                                                    
gi|217 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
               70        80        90       100       110       120 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 72.6  bits: 19.5 E():   45 
Smith-Waterman score: 45; 31.0% identity (55.2% similar) in 29 aa overlap (2-27:3-31) 
 
                10           20        30        40        50       
AAD-12  YIGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
         .:::  : :.:     : . . :  ..:.                              
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAGVP 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 CQAPRVHAHQWAAGDVVVWDNRCL                                     
                                                                    
gi|217 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
               70        80        90       100       110       120 
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 72.3  bits: 16.3 E():   47 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (38-55:8-25) 
 
        10        20        30        40        50        60        
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :  ....:..   :             
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA      
                                      10        20        30        
 
        70        80 
AAD-12 AAGDVVVWDNRCL 
 
>>gi|19069497|emb|CAC37790.2| putative allergen Cup a 1   (367 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 72.3  bits: 19.8 E():   47 
Smith-Waterman score: 46; 27.4% identity (53.2% similar) in 62 aa overlap (19-77:120-178) 
 
                           10        20        30         40        
AAD-12             YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :..   .:.:  :.     .  
gi|190 WIIFSQNMNIKLQMPLYVAGYKTIDGRGADVHLGNGGPCLFMRTASHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
        50          60        70        80                          
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCL                          
        . :  ::. .  .  :::..   ::...  :                             
gi|190 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|190 TISNNHFFNHHKVMLLGHDDTYDDDISMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8843917|gb|AAF80164.1| pollen major allergen 1-2 [J  (367 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 72.3  bits: 19.8 E():   47 
Smith-Waterman score: 46; 27.4% identity (54.8% similar) in 62 aa overlap (19-77:120-178) 
 
                           10        20        30         40        
AAD-12             YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
        50          60        70        80                          
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCL                          
        . :  ::. .  .  :::..   ::...  :                             
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gi|884 SVLGDVLVSESIGVVPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|884 TIFNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8843921|gb|AAF80166.1| pollen major allergen 1-1 [J  (367 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 72.3  bits: 19.8 E():   47 
Smith-Waterman score: 46; 27.4% identity (54.8% similar) in 62 aa overlap (19-77:120-178) 
 
                           10        20        30         40        
AAD-12             YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
        50          60        70        80                          
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCL                          
        . :  ::. .  .  :::..   ::...  :                             
gi|884 SVLGDVLVSESIGVVPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|884 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 72.2  bits: 19.5 E():   48 
Smith-Waterman score: 45; 46.7% identity (80.0% similar) in 15 aa overlap (58-71:207-221) 
 
        30        40        50        60         70        80       
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAP-RVHAHQWAAGDVVVWDNRCL       
                                     :.: :..  .::.::                
gi|287 WTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAGGDPSNPKGTIEWAGGLT 
        180       190       200       210       220       230       
 
gi|287 DYSAGPYTMYVKSVRIENANPAESYTYSDNSGSWQSIKFDGSVDISSSSSVTSSTTSTAS 
        240       250       260       270       280       290       
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 72.0  bits: 17.7 E():   49 
Smith-Waterman score: 39; 22.7% identity (40.9% similar) in 22 aa overlap (54-75:45-66) 
 
            30        40        50        60        70        80    
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL    
                                     .:  .:  ..   : :     :         
gi|323 QYGYCGTTADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFC 
           20        30        40        50        60        70     
 
gi|323 GPAGPRCLRTNAAVTVR 
           80        90  
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 71.9  bits: 19.5 E():   50 
Smith-Waterman score: 45; 31.0% identity (55.2% similar) in 29 aa overlap (2-27:28-56) 
 
                                         10           20        30  
AAD-12                           YIGYGMDTTATP---LRPLVKVHPETGRPSLLIG 
                                  .:::  : :.:     : . . :  ..:.     
gi|330 MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKAT 
               10        20        30        40        50        60 
 
              40        50        60        70        80            
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL            
                                                                    
gi|330 TEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESS 
               70        80        90       100       110       120 
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 71.5  bits: 16.3 E():   52 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (38-55:8-25) 
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        10        20        30        40        50        60        
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :  ....:..   :             
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK   
                                      10        20        30        
 
        70        80 
AAD-12 AAGDVVVWDNRCL 
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.3  bits: 20.1 E():   53 
Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (24-46:344-366) 
 
                      10        20        30        40        50    
AAD-12        YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
           320       330       340       350       360       370    
 
            60        70        80                                  
AAD-12 DWACQAPRVHAHQWAAGDVVVWDNRCL                                  
                                                                    
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.2  bits: 18.3 E():   54 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (9-16:34-41) 
 
                                     10        20        30         
AAD-12                       YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
       40        50        60        70        80                   
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL                   
                                                                    
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 71.2  bits: 15.7 E():   54 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (2-12:2-12) 
 
               10        20        30        40        50        60 
AAD-12 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
        .::.  : :.:                                                 
gi|751 DLGYAPATPAAPGAGYTPATPAAP                                     
               10        20                                         
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 71.1  bits: 19.2 E():   55 
Smith-Waterman score: 44; 27.8% identity (52.8% similar) in 36 aa overlap (10-45:64-96) 
 
                                    10        20        30          
AAD-12                      YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                                     :  .. .  . :.  ::   . . :  .:  
gi|481 AGKATTEEQKLIEDINVGFKAAVAARQRPAADKFKTFEAASPRHPRP---LRQGAGLVPK 
            40        50        60        70        80           90 
 
      40        50        60        70        80                    
AAD-12 MDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL                    
       .::: :                                                       
gi|481 LDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGE 
              100       110       120       130       140       150 
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.0  bits: 19.5 E():   56 
Smith-Waterman score: 45; 28.6% identity (51.4% similar) in 35 aa overlap (33-67:258-291) 
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             10        20        30        40        50        60   
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     :...:    .  : :  .  : :. :  :. 
gi|510 IGENIIGHLLIVFDGGKSQPACSWYDVPCSHSESIVYATGMVSGRCQHLAVPWTAQQ-RI 
       230       240       250       260       270       280        
 
             70        80                                           
AAD-12 HAHQWAAGDVVVWDNRCL                                           
       .  ::                                                        
gi|510 NPIQWKFWRVFTSNIPAYPTSDTTNCVVLNTNVFKNDNTFEGEYHAFPDCARNLFKCRQQ 
        290       300       310       320       330       340       
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.9  bits: 15.7 E():   56 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (9-15:5-11) 
 
               10        20        30        40        50        60 
AAD-12 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
               : .:.::                                              
gi|751     TKSQTHVPIRPNKLVLKVQKDRATN                                
                   10        20                                     
 
>>gi|2181180|emb|CAB06417.1| xylosidase [Aspergillus nig  (804 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 70.7  bits: 20.6 E():   58 
Smith-Waterman score: 49; 23.0% identity (50.0% similar) in 74 aa overlap (4-77:172-242) 
 
                                          10        20        30    
AAD-12                            YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                                     ::.:. :  .  .   ::  :: .   :.  
gi|218 LTTAALNRTLIHQIASIISTQGRAFNNAGRYGLDVYAPNINTF--RHPVWGRGQETPGED 
             150       160       170       180         190          
 
            40        50        60        70        80              
AAD-12 AHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL              
       . .. .. : :    ..:    .     . :...:. :.  : :                 
gi|218 V-SLAAVYAYEYITGIQGPDPESNLKLAATAKHYAGYDIENWHNHSRLGNDMNITQQDLS 
     200        210       220       230       240       250         
 
gi|218 EYYTPQFHVAARDAKVQSVMCAYNAVNGVPACADSYFLQTLLRDTFGFVDHGYVSSDCDA 
      260       270       280       290       300       310         
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.6  bits: 18.0 E():   58 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (2-19:25-42) 
 
                                      10        20        30        
AAD-12                        YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                               .:. . :.:  ..: ..:                   
gi|144 MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL                  
                                                                    
gi|144 EIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVEVTASVD 
               70        80        90       100       110       120 
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.5  bits: 15.7 E():   59 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (21-31:10-20) 
 
               10        20        30        40        50        60 
AAD-12 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                           :.:  :..: :                              
gi|147            AKITFTNNXPNTVWPGILTGFGQKPQ                        
                          10        20                              
 
               70        80 
AAD-12 RVHAHQWAAGDVVVWDNRCL 
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
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 initn:  44 init1:  44 opt:  45  Z-score: 70.5  bits: 19.5 E():   59 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (23-39:225-240) 
 
                       10        20        30        40        50   
AAD-12         YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
             60        70        80                                 
AAD-12 VDWACQAPRVHAHQWAAGDVVVWDNRCL                                 
                                                                    
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.5  bits: 19.5 E():   59 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (23-39:225-240) 
 
                       10        20        30        40        50   
AAD-12         YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
             60        70        80                                 
AAD-12 VDWACQAPRVHAHQWAAGDVVVWDNRCL                                 
                                                                    
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 70.4  bits: 19.2 E():   60 
Smith-Waterman score: 44; 47.4% identity (63.2% similar) in 19 aa overlap (44-59:72-90) 
 
            20        30        40        50           60        70 
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW---ACQAPRVHAHQWAAG 
                                     :.. ::   :::   ::.:            
gi|144 TISKQVVFLIHGFLSTGNNENFVAMSKALIEKDDFLVISVDWKKGACNAFASTKDALGYS 
              50        60        70        80        90       100  
 
               80                                                   
AAD-12 DVVVWDNRCL                                                   
                                                                    
gi|144 KAVGNTRHVGKFVADFTKLLVEKYKVLISNIRLIGHSLGAHTSGFAGKEVQKLKLGKYKE 
             110       120       130       140       150       160  
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.2  bits: 18.9 E():   61 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (53-66:29-42) 
 
             30        40        50        60        70        80   
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL   
                                     :.:  : :  . ::                 
gi|170   MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQT 
                 10        20        30        40        50         
 
gi|170 FPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQ 
       60        70        80        90       100       110         
 
>>gi|69552|pir||MEHB2 melittin, minor - honeybee          (27 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.2  bits: 15.6 E():   61 
Smith-Waterman score: 32; 30.8% identity (61.5% similar) in 13 aa overlap (49-61:13-25) 
 
       20        30        40        50        60        70         
AAD-12 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  .  :                  
gi|695                   GIGAVLKVLTTGLPALISWISRKKRQQ                
                                 10        20                       
 
       80 
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AAD-12 CL 
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 70.2  bits: 15.1 E():   61 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (6-13:10-17) 
 
                   10        20        30        40        50       
AAD-12     YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
                :.:  :::                                            
gi|244 IGNEDCTPWMSTLITPLP                                           
               10                                                   
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 70.2  bits: 19.7 E():   62 
Smith-Waterman score: 46; 57.1% identity (78.6% similar) in 14 aa overlap (2-14:229-242) 
 
                                             10        20        30 
AAD-12                              YIGYGMDT-TATPLRPLVKVHPETGRPSLLI 
                                     .:.:::: ::  .:                 
gi|303 RGERYGLRGGQQILADNVFKGFNMEALADVLGFGMDTETARKVRGEDDQRGHIVRVEQGL 
      200       210       220       230       240       250         
 
               40        50        60        70        80           
AAD-12 GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL           
                                                                    
gi|303 KVIRPPRIREELEQQEGGGYNGLEETICSATFIQNIDNPAEADFYNPRAGRLTTVNSLKV 
      260       270       280       290       300       310         
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 70.1  bits: 18.0 E():   62 
Smith-Waterman score: 40; 25.7% identity (60.0% similar) in 35 aa overlap (27-60:100-134) 
 
                   10        20        30         40        50      
AAD-12     YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|105 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
          60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCL 
       .  .:                     
gi|105 GYWVPSSNS                 
     130                         
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.1  bits: 18.0 E():   62 
Smith-Waterman score: 40; 37.5% identity (75.0% similar) in 16 aa overlap (10-25:20-35) 
 
                         10        20        30        40        50 
AAD-12           YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
                          :.  : .:.:. ..::                          
gi|244 MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQSCQRQFEEQQRFRNCQRYVKQEV 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNRCL                               
                                                                    
gi|244 QRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASEL 
               70        80        90       100       110       120 
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.0  bits: 19.2 E():   63 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (22-65:254-299) 
 
                        10        20          30        40          
AAD-12          YIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
      50        60        70        80   
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AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCL   
        .. :   . :.:. :                  
gi|261 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFS 
           290       300       310       
 
>>gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-termi  (34 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 70.0  bits: 15.9 E():   63 
Smith-Waterman score: 33; 25.0% identity (58.3% similar) in 24 aa overlap (38-61:8-31) 
 
        10        20        30        40        50        60        
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     : . :.   ..::. . .  . ::       
gi|691                        AIGDKPGPKITATYXXKWLEAKATFYGSNPRGAA    
                                      10        20        30        
 
        70        80 
AAD-12 AAGDVVVWDNRCL 
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.8  bits: 19.4 E():   65 
Smith-Waterman score: 45; 46.7% identity (80.0% similar) in 15 aa overlap (58-71:197-211) 
 
        30        40        50        60         70        80       
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAP-RVHAHQWAAGDVVVWDNRCL       
                                     :.: :..  .::.::                
gi|855 WTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAGGDPSNPKGTIEWAGGLT 
        170       180       190       200       210       220       
 
gi|855 DYSAGPYTMYVKSVRIENANPAESYTYSDNSGSWQSIKFDGSVDISSSSSVTSSTTSTAS 
        230       240       250       260       270       280       
 
>>gi|113475|sp|P27759.1|MPA11_AMBAR RecName: Full=Pollen  (396 aa) 
 initn:  43 init1:  43 opt:  45  Z-score: 69.8  bits: 19.4 E():   65 
Smith-Waterman score: 45; 23.8% identity (52.4% similar) in 42 aa overlap (1-39:352-393) 
 
                                             10        20        30 
AAD-12                               YIGYGMDTTATPLRPLVKVHPETGRPSLLI 
                                     ... :.: . :: .    .  : :. .: . 
gi|113 NVLGRHGEAAAESMKWNWRTNKDVLENGAIFVASGVDPVLTPEQSAGMIPAEPGESALSL 
             330       340       350       360       370       380  
 
                  40        50        60        70        80 
AAD-12 GRHAHAI---PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
          : ..   ::                                          
gi|113 TSSAGVLSCQPGAPC                                       
             390                                             
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.8  bits: 18.0 E():   65 
Smith-Waterman score: 43; 25.9% identity (46.3% similar) in 54 aa overlap (25-70:88-141) 
 
                     10        20        30               40        
AAD-12       YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-------IPGMDAAESER 
                                     :   .:::..:        .::     ..  
gi|189 AGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRD 
        60        70        80        90       100       110        
 
        50         60        70        80 
AAD-12 FLEGLVDWA-CQAPRVHAHQWAAGDVVVWDNRCL 
       : . ::  . :..  ::   .  :           
gi|189 FAKVLVTPGQCNVLTVHNAPYCLGLDI        
       120       130       140            
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.7  bits: 18.0 E():   65 
Smith-Waterman score: 41; 26.0% identity (48.0% similar) in 50 aa overlap (29-70:93-142) 
 
                 10        20        30               40        50  
AAD-12   YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-------IPGMDAAESERFLEG 
                                     .:::..:        .::     .. : .  
gi|439 SSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKV 
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             70        80        90       100       110       120   
 
               60        70        80 
AAD-12 LVDWA-CQAPRVHAHQWAAGDVVVWDNRCL 
       ::  . :..  ::   .  :           
gi|439 LVTPGQCNVLTVHNAPYCLGLDI        
            130       140             
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.7  bits: 18.0 E():   65 
Smith-Waterman score: 40; 26.7% identity (60.0% similar) in 30 aa overlap (12-41:115-144) 
 
                                  10        20        30        40  
AAD-12                    YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::   .:. ...  ..:    :.: 
gi|217 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
              50        60        70        80 
AAD-12 AAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                               
gi|217 I                                       
                                               
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.5  bits: 18.3 E():   67 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (32-48:17-30) 
 
              10        20        30        40        50        60  
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|212               VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                             10        20           30        40    
 
              70        80                                          
AAD-12 VHAHQWAAGDVVVWDNRCL                                          
                                                                    
gi|212 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
            50        60        70        80        90       100    
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.5  bits: 18.3 E():   67 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (32-48:18-31) 
 
              10        20        30        40        50        60  
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|116              AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
              70        80                                          
AAD-12 VHAHQWAAGDVVVWDNRCL                                          
                                                                    
gi|116 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.5  bits: 18.3 E():   67 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (32-48:18-31) 
 
              10        20        30        40        50        60  
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|144              AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
              70        80                                          
AAD-12 VHAHQWAAGDVVVWDNRCL                                          
                                                                    
gi|144 LTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
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>>gi|4587985|gb|AAD25927.1|AF084828_1 major allergenic p  (342 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 69.3  bits: 19.1 E():   69 
Smith-Waterman score: 44; 27.8% identity (53.7% similar) in 54 aa overlap (12-56:42-95) 
 
                                  10        20        30            
AAD-12                    YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI---- 
                                     ::  :.:..:.. .  :   : : ..     
gi|458 RAPASARYFSQTAAANRKVAVLGASGGIGQPLSLLMKLNPKVTELRLYDIRLAPGVAADL 
              20        30        40        50        60        70  
 
             40        50        60        70        80             
AAD-12 -----PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL             
            :.. .. ..  ::: :: :                                     
gi|458 SHINTPAVTSGYAQDDLEGAVDGAEIVLIPAGMPRKPGMTRDDLFNSNASIVRDLAKVVA 
              80        90       100       110       120       130  
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 46; 25.7% identity (48.6% similar) in 70 aa overlap (5-74:55-118) 
 
                                         10        20        30     
AAD-12                           YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :  .:.  . :. : :   :  .    ::: 
gi|160 DGPTTVTGNLSGLKPGLHGFHAHALGDTTNGCMSTGPHFNPVGKEHGAPGDEN----RHA 
           30        40        50        60        70            80 
 
           40        50        60        70        80               
AAD-12 HAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL               
         . .. ..:.     ..::   : : .  :.  .  :::                     
gi|160 GDLGNITVGEDGTAAINIVD--KQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGN 
               90       100         110       120       130         
 
gi|160 AGGRVACGIIGLQG 
      140       150   
 
>>gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Thauma  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 69.3  bits: 15.0 E():   69 
Smith-Waterman score: 30; 66.7% identity (83.3% similar) in 6 aa overlap (34-39:15-20) 
 
            10        20        30        40        50        60    
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     : :.::                         
gi|680                 ATFNFINNCPFTVWAAAVPG                         
                               10        20                         
 
            70        80 
AAD-12 AHQWAAGDVVVWDNRCL 
 
>>gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} [De  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 69.3  bits: 15.0 E():   69 
Smith-Waterman score: 30; 45.5% identity (72.7% similar) in 11 aa overlap (36-46:1-11) 
 
          10        20        30        40        50        60      
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                     :. :.::  .:                    
gi|404                               AVGGQDADLAEAPFQISLLK           
                                             10        20           
 
          70        80 
AAD-12 QWAAGDVVVWDNRCL 
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 18.3 E():   69 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (55-78:70-93) 
 
           30        40        50        60        70        80     
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL     
                                     :  .:  ..   : :.    : ..       
gi|283 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
      40        50        60        70        80        90          
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gi|283 CGPVGAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
     100       110       120       130       140       150          
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.2  bits: 19.7 E():   70 
Smith-Waterman score: 46; 22.4% identity (57.1% similar) in 49 aa overlap (23-67:15-63) 
 
               10        20        30        40        50           
AAD-12 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV----DWA 
                             :. : :. . :  : : ..:...... .. .    : . 
gi|601         MRGALAGLSLATLATASPVLVNSIHNDAAPIISASNAKEIADNYMIKFKDHV 
                       10        20        30        40        50   
 
         60        70        80                                     
AAD-12 CQAPRVHAHQWAAGDVVVWDNRCL                                     
        :   .. : :                                                  
gi|601 TQNLAAEHHGWVQDLHEKTQVAKTELRKRSQSPMVDDIFNGLKHTYNIAGGLMGYAGHFD 
             60        70        80        90       100       110   
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.1  bits: 18.3 E():   71 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (32-48:27-40) 
 
              10        20        30        40        50        60  
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|194     MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEA 
                   10        20        30           40        50    
 
              70        80                                          
AAD-12 VHAHQWAAGDVVVWDNRCL                                          
                                                                    
gi|194 LTQYKCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVL 
            60        70        80        90       100       110    
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 68.9  bits: 19.4 E():   72 
Smith-Waterman score: 45; 20.3% identity (54.7% similar) in 64 aa overlap (15-78:2-60) 
 
               10        20        30        40        50        60 
AAD-12 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                     :. :.: .    :.  .:   ..  .:.:    . ...:  . ..  
gi|139              MPISKIHAR----SVYDSRGNPTVE-VDVATETGLHRAIVPSGASTG 
                                10        20         30        40   
 
               70        80                                         
AAD-12 RVHAHQWAAGDVVVWDNRCL                                         
       . .::.   :: . : ..                                           
gi|139 QHEAHELRDGDKTQWGGKGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTAN 
             50        60        70        80        90       100   
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.7  bits: 19.4 E():   74 
Smith-Waterman score: 45; 38.9% identity (72.2% similar) in 18 aa overlap (31-48:241-258) 
 
               10        20        30        40        50        60 
AAD-12 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                     :  .... :::.: :: .             
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDQTYDLNFKE 
              220       230       240       250       260       270 
 
               70        80                                         
AAD-12 RVHAHQWAAGDVVVWDNRCL                                         
                                                                    
gi|144 ENNNGSQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.5  bits: 19.1 E():   76 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (22-65:290-335) 
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                        10        20          30        40          
AAD-12          YIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
      50        60        70        80                         
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCL                         
        .. :   . :.:. :                                        
gi|124 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.5  bits: 19.1 E():   76 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (22-65:290-335) 
 
                        10        20          30        40          
AAD-12          YIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
      50        60        70        80                         
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCL                         
        .. :   . :.:. :                                        
gi|124 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.5  bits: 19.1 E():   76 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (22-65:290-335) 
 
                        10        20          30        40          
AAD-12          YIGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
      50        60        70        80                         
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCL                         
        .. :   . :.:. :                                        
gi|268 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.5  bits: 18.2 E():   76 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (55-78:87-110) 
 
           30        40        50        60        70        80     
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL     
                                     :  .:  ..   : :.    : ..       
gi|158 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
gi|158 CGPVGAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.5  bits: 18.2 E():   76 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (55-78:87-110) 
 
           30        40        50        60        70        80     
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL     
                                     :  .:  ..   : :.    : ..       
gi|123 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
gi|123 CGPVGAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
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>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 18.8 E():   77 
Smith-Waterman score: 43; 27.8% identity (55.6% similar) in 36 aa overlap (2-37:234-269) 
 
                                            10        20        30  
AAD-12                              YIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::  ..   .: . :.:   :.. :  .:  
gi|324 DPRTLNKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVIL 
           210       220       230       240       250       260    
 
              40        50        60        70        80 
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
         .::.                                            
gi|324 SISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV     
           270       280       290       300             
 
>>gi|289064179|gb|ADC80503.1| non-specific lipid transfe  (118 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.9  bits: 17.4 E():   82 
Smith-Waterman score: 38; 66.7% identity (88.9% similar) in 9 aa overlap (34-42:81-89) 
 
            10        20        30        40        50        60    
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     : ::::..:                      
gi|289 ASCCSGVRSLNAAAKTTPDRQAVCNCLKSAAGAIPGFNANNAGILPGKCGVSIPYKISTS 
               60        70        80        90       100       110 
 
            70        80 
AAD-12 AHQWAAGDVVVWDNRCL 
                         
gi|289 TNCATIKF          
                         
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.9  bits: 17.1 E():   82 
Smith-Waterman score: 37; 38.9% identity (50.0% similar) in 18 aa overlap (38-55:25-42) 
 
        10        20        30        40        50        60        
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     ::   :: :   .:  .:             
gi|126       TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTKKGNLWEV 
                     10        20        30        40        50     
 
        70        80                               
AAD-12 AAGDVVVWDNRCL                               
                                                   
gi|126 KSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
           60        70        80        90        
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 67.9  bits: 21.2 E():   82 
Smith-Waterman score: 52; 25.5% identity (52.9% similar) in 51 aa overlap (2-52:798-844) 
 
                                            10        20        30  
AAD-12                              YIGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:: .:. :.   :.. .. .  . :::.  
gi|203 GEKGDRNIRMNGGVVAGLYGKMKLMVKDHKMGYEYDAKAS-YTPMIDMNVQKQEHSLLV- 
       770       780       790       800        810       820       
 
              40        50        60        70        80            
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL            
            .  ::     :: ..:                                        
gi|203 --RFNMKDMDQHTVMRFKQSLREKRATGEEKDYENEITPDARSDRCFSFFLLDYCRKASH 
           830       840       850       860       870       880    
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 67.8  bits: 20.9 E():   83 
Smith-Waterman score: 50; 44.4% identity (63.0% similar) in 27 aa overlap (26-51:636-662) 
 
                    10        20        30         40        50     
AAD-12      YIGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVD 
                                     :: : : : : .:::  . ..:  :.:    
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gi|278 SRGPSGPPGPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIG 
         610       620       630       640       650       660      
 
           60        70        80                                   
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCL                                   
                                                                    
gi|278 SPGRDGARGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAG 
         670       680       690       700       710       720      
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 67.4  bits: 13.8 E():   88 
Smith-Waterman score: 26; 50.0% identity (83.3% similar) in 6 aa overlap (26-31:1-6) 
 
               10        20        30        40        50        60 
AAD-12 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                :.. ::                              
gi|250                          PTITIGGPEYR                         
                                        10                          
 
               70        80 
AAD-12 RVHAHQWAAGDVVVWDNRCL 
 
>>gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia mutic  (284 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 67.3  bits: 18.5 E():   88 
Smith-Waterman score: 42; 36.8% identity (73.7% similar) in 19 aa overlap (32-50:63-80) 
 
              10        20        30        40        50        60  
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     .:: ..  ..::: .:. :            
gi|219 EDSKAKIEEDLTSLQKKYTNLENEFDQVNEKHADSVAKLEAAE-KRLTETEDEIKGYTRK 
             40        50        60        70         80        90  
 
              70        80                                          
AAD-12 VHAHQWAAGDVVVWDNRCL                                          
                                                                    
gi|219 IQLLEDDLERTQTKLDEATGKLEEATKSADESERGRKVLESRSLADDDRIDGLEKQVKDA 
             100       110       120       130       140       150  
 
>>gi|4235093|gb|AAD13106.1| beta-xylosidase [Aspergillus  (804 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 67.1  bits: 20.0 E():   90 
Smith-Waterman score: 47; 23.0% identity (50.0% similar) in 74 aa overlap (4-77:172-242) 
 
                                          10        20        30    
AAD-12                            YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                                     ::.:. :  .  .   ::  :: .   :.  
gi|423 LTTAALNRTLIHQIASIISTQGRAFNNAGRYGLDVYAPNINTF--RHPVWGRGQETPGED 
             150       160       170       180         190          
 
            40        50        60        70        80              
AAD-12 AHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL              
       . .. .. : :    ..:    .     . :...:. :.  : :                 
gi|423 V-SLAAVYAYEYITGIQGPDPDSNLKLAATAKHYAGYDIENWHNHSRLGNDMNITQQDLS 
     200        210       220       230       240       250         
 
gi|423 EYYTPQFHVAARDAKVHSVMCAYNAVDGVPACADSYFLQTLLRDTFGFVDHGYVSSDCDA 
      260       270       280       290       300       310         
 
>>gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betula p  (21 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 67.0  bits: 14.7 E():   91 
Smith-Waterman score: 29; 42.9% identity (50.0% similar) in 14 aa overlap (5-18:8-21) 
 
                  10        20        30        40        50        
AAD-12    YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC 
              :  :.  ::  : :                                        
gi|309 MRVFNYKGETTSLIPLARLFK                                        
               10        20                                         
 
>>gi|114152864|sp|Q01883.2|RAG1_ORYSJ RecName: Full=Seed  (163 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 39; 41.7% identity (75.0% similar) in 12 aa overlap (68-79:68-79) 
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        40        50        60        70        80                  
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL                  
                                     .:.:  ::.. :                   
gi|114 QCRPGISYPTYSLPQCRTLVRRQCVGRGAASAADEQVWQDCCRQLAAVDDGWCRCGALDH 
        40        50        60        70        80        90        
 
gi|114 MLSGIYRELGATEAGHPMAEVFPGCRRGDLERAAASLPAFCNVDIPNGPGGVCYWLGYPR 
       100       110       120       130       140       150        
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.7  bits: 17.0 E():   95 
Smith-Waterman score: 37; 41.2% identity (58.8% similar) in 17 aa overlap (31-47:82-98) 
 
               10        20        30        40        50        60 
AAD-12 YIGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                     :  :.: :  . :: :.              
gi|215 NELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMGFGLFD 
              60        70        80        90       100       110  
 
               70        80 
AAD-12 RVHAHQWAAGDVVVWDNRCL 
 
>>gi|1311510|gb|AAB36009.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  27 init1:  27 opt:  27  Z-score: 66.4  bits: 14.1 E():   98 
Smith-Waterman score: 27; 83.3% identity (83.3% similar) in 6 aa overlap (69-74:3-8) 
 
       40        50        60        70        80  
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL  
                                     :: :::        
gi|131                             APAGGVVVAAMPPPL 
                                           10      
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.4  bits: 17.9 E():   99 
Smith-Waterman score: 40; 38.5% identity (42.3% similar) in 26 aa overlap (3-28:60-85) 
 
                                           10        20        30   
AAD-12                             YIGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     :  :  :  :  : ::.   :  : :     
gi|613 CLEYSNVGFTDAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIA 
      30        40        50        60        70        80          
 
             40        50        60        70        80             
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL             
                                                                    
gi|613 QRWANQCTFEHDACRNVERFAVGQNIAATSSSGKNKSTLSDMILLWYNEVKDFDNRWISS 
      90       100       110       120       130       140          
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:03:01 2011 done: Fri Jan 21 00:03:01 2011 
 Total Scan time:  0.060 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 183  - 262 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
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  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     0     2:* 
  32     3     8:=* 
  34    18    22:=====* 
  36    18    44:=====     * 
  38    36    73:=========         * 
  40    59   102:===============          * 
  42   124   125:===============================* 
  44   109   138:============================      * 
  46   184   140:==================================*=========== 
  48   164   134:=================================*======= 
  50   103   122:==========================    * 
  52   132   108:==========================*====== 
  54    98    92:======================*== 
  56   103    77:===================*====== 
  58    70    63:===============*== 
  60    56    51:============*= 
  62    34    41:========= * 
  64    30    33:========* 
  66    14    26:====  * 
  68    22    20:====*= 
  70    25    16:===*=== 
  72    29    12:==*===== 
  74     6    10:==* 
  76    11     8:=*= 
  78     9     6:=*= 
  80    12     5:=*= 
  82     6     3:*= 
  84     3     3:* 
  86     1     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     1     1:*         :* 
  98     1     0:=         *= 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     1     0:=         *= 
 108     0     0:          * 
 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
 116     0     0:          * 
 118     1     0:=         *= 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.95420.00299; mu= 4.3803 0.157 
 mean_var=31.0494 7.919, 0's: 2 Z-trim: 5  B-trim: 0 in 0/44 
 Lambda= 0.230169 
 Kolmogorov-Smirnov  statistic: 0.0976 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   73 28.7    0.12 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   64 25.9    0.28 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   66 26.4     0.6 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   56 23.3     1.3 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   56 23.3     1.8 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   56 23.3     1.8 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   52 22.0     3.1 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   56 23.1     6.1 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   54 22.5       7 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   53 22.2     7.5 
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gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   51 21.5     8.9 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   53 22.1      10 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   52 21.8      11 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   53 22.1      12 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   48 20.6      13 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 17.1      13 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   49 20.9      13 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   49 20.9      13 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   49 20.9      13 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   53 22.0      14 
gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Gl ( 162)   47 20.3      15 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   46 20.0      16 
gi|212279|gb|AAA48944.1| lysozyme protein [Gallus  (  24)   37 17.3      17 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   51 21.4      17 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   49 20.8      18 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   46 20.0      18 
gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   46 20.0      18 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   50 21.1      18 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   50 21.1      18 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   45 19.7      19 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   45 19.7      19 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   45 19.7      19 
gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen ( 367)   50 21.1      19 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   47 20.2      20 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   45 19.6      21 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   47 20.2      22 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   48 20.5      23 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   48 20.5      23 
gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   48 20.5      23 
gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Sc ( 129)   44 19.3      23 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   44 19.3      24 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 19.0      24 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   48 20.5      27 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 17.0      30 
gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen ( 367)   48 20.4      30 
gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen ( 367)   48 20.4      30 
gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen ( 367)   48 20.4      30 
gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen ( 367)   48 20.4      30 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   48 20.4      30 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   49 20.7      31 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   42 18.7      31 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   42 18.7      31 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   47 20.1      32 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 16.9      33 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   50 21.0      36 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   48 20.4      37 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   42 18.6      40 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   40 18.1      41 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.6      42 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.6      45 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.6      45 
gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full= ( 351)   46 19.8      46 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   45 19.5      46 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   45 19.5      46 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   45 19.5      46 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   45 19.5      46 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   45 19.5      46 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   45 19.5      46 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   45 19.5      46 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   45 19.5      46 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   45 19.5      46 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   45 19.5      46 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   45 19.5      46 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   45 19.5      46 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   45 19.5      46 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   45 19.5      46 
gi|2181180|emb|CAB06417.1| xylosidase [Aspergillus ( 804)   50 20.9      47 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 16.3      47 
gi|8843917|gb|AAF80164.1| pollen major allergen 1- ( 367)   46 19.8      48 
gi|8843921|gb|AAF80166.1| pollen major allergen 1- ( 367)   46 19.8      48 
gi|19069497|emb|CAC37790.2| putative allergen Cup  ( 367)   46 19.8      48 
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gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   45 19.5      48 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   39 17.7      49 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   45 19.5      50 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 16.3      52 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   32 15.7      53 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 20.0      54 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.3      54 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 19.2      56 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.7      56 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   41 18.3      56 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   45 19.5      56 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.7      58 
gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=F ( 131)   40 18.0      59 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.4      59 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.4      59 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   44 19.2      60 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 15.1      61 
gi|69552|pir||MEHB2 melittin, minor - honeybee     (  27)   32 15.7      61 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   43 18.9      62 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   40 18.0      62 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   40 18.0      62 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   46 19.7      62 
gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-t (  34)   33 15.9      63 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   44 19.1      64 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.4      65 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   40 18.0      65 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.4      65 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   40 18.0      66 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   40 18.0      66 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 18.3      67 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 18.3      68 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 18.3      68 
gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} (  20)   30 15.1      68 
gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Th (  20)   30 15.1      68 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   40 18.0      69 
gi|4587985|gb|AAD25927.1|AF084828_1 major allergen ( 342)   44 19.1      69 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   41 18.3      70 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   46 19.7      70 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 18.3      71 
gi|4235093|gb|AAD13106.1| beta-xylosidase [Aspergi ( 804)   48 20.3      73 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.4      74 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   41 18.2      77 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   41 18.2      77 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   44 19.1      77 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   44 19.1      77 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   44 19.1      77 
gi|3243234|gb|AAC24001.1| isoflavone reductase rel ( 308)   43 18.8      77 
gi|289064179|gb|ADC80503.1| non-specific lipid tra ( 118)   38 17.4      82 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   37 17.1      82 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   51 21.1      84 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 20.8      84 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   26 13.8      86 
gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia m ( 284)   42 18.5      88 
gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betu (  21)   29 14.7      90 
gi|114152864|sp|Q01883.2|RAG1_ORYSJ RecName: Full= ( 163)   39 17.6      93 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   37 17.0      96 
gi|1311510|gb|AAB36009.1| mAb 8C7-reactive major a (  15)   27 14.1      97 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   40 17.9      99 
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  73 init1:  73 opt:  73  Z-score: 119.1  bits: 28.7 E(): 0.12 
Smith-Waterman score: 73; 35.5% identity (54.8% similar) in 31 aa overlap (39-69:246-276) 
 
       10        20        30        40        50        60         
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:: :   . :     .: . 
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
 
       70        80                                                 
AAD-12 GDVVVWDNRCLL                                                 
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       :                                                            
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 112.4  bits: 25.9 E(): 0.28 
Smith-Waterman score: 64; 32.8% identity (50.8% similar) in 61 aa overlap (19-75:79-133) 
 
                           10        20          30          40     
AAD-12             IGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHA--HAIPGMDAAES 
                                     .::. ::.:  ::   :  :   :.. :.  
gi|121 DLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPEN-RPALKTLIDGLASSHKARGIEKAQF 
       50        60        70        80         90       100        
 
           50        60        70        80              
AAD-12 ERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL              
       :.:  .:::.       :  .:      .::                   
gi|121 EEFRASLVDYLS-----HHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
       110            120       130       140       150  
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  66 init1:  66 opt:  66  Z-score: 106.5  bits: 26.4 E():  0.6 
Smith-Waterman score: 66; 32.3% identity (54.8% similar) in 31 aa overlap (39-69:247-277) 
 
       10        20        30        40        50        60         
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:  :   . :.    .: . 
gi|232 APDIKTPKEALDLIMDAIDKAGYKGKVGIAMDVASSEFYKDGKYDLDFKNPESDPSKWLS 
        220       230       240       250       260       270       
 
       70        80                                                 
AAD-12 GDVVVWDNRCLL                                                 
       :                                                            
gi|232 GPQLADLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKT 
        280       290       300       310       320       330       
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 100.5  bits: 23.3 E():  1.3 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (50-66:68-86) 
 
      20        30        40        50          60        70        
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|219 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
        80                
AAD-12 CLL                
                          
gi|219 SFDSDRSGLLLKQKVSDE 
       100       110      
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 97.7  bits: 23.3 E():  1.8 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (50-66:68-86) 
 
      20        30        40        50          60        70        
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|184 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
        80                                                          
AAD-12 CLL                                                          
                                                                    
gi|184 SFDSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 97.7  bits: 23.3 E():  1.8 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (50-66:68-86) 
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      20        30        40        50          60        70        
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|456 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNF 
        40        50        60        70        80        90        
 
        80                                                          
AAD-12 CLL                                                          
                                                                    
gi|456 SFGSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  47 init1:  47 opt:  52  Z-score: 93.7  bits: 22.0 E():  3.1 
Smith-Waterman score: 52; 26.5% identity (50.0% similar) in 68 aa overlap (4-70:19-84) 
 
                              10        20        30        40      
AAD-12                IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
                         :.: ::  :. :.:.        .     :.:. : :.  .. 
gi|135 MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDV--KD 
               10        20        30        40        50           
 
           50        60        70        80                 
AAD-12 RFLE-GLVDWACQAPRVHAHQWAAGDVVVWDNRCLL                 
        .:. :    :   :..   .: :.:                           
gi|135 LLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD 
       60        70        80        90       100       110 
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 88.3  bits: 23.1 E():  6.1 
Smith-Waterman score: 56; 27.0% identity (55.6% similar) in 63 aa overlap (10-64:46-108) 
 
                                    10           20          30     
AAD-12                      IGYGMDTTATPLRPL---VKVHPETGRPSLL--IGRH-- 
                                     :::::    ...: ....:  :  .: .   
gi|253 IEEPEMIAPTPPGQFPHQQPISSPNRTSRNTPLRPESTEIETHHHANHPPALPVLGMQLP 
          20        30        40        50        60        70      
 
              40        50        60        70        80            
AAD-12 -AHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL            
          ..:  . :.:.  :.  .:   .::   .:                            
gi|253 VPGTVPESSRAQSRASLNLDIDLDLHAPSHPSHLSHGAPHEQEHAHEIQRHRAHSAQSSA 
          80        90       100       110       120       130      
 
gi|253 GLPPTGFASHLPPASSGPVSLGWNMYHVPPNLHLNANQFNFEVPGHMNVSGHPTHLEHSS 
         140       150       160       170       180       190      
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 87.3  bits: 22.5 E():    7 
Smith-Waterman score: 54; 30.0% identity (54.0% similar) in 50 aa overlap (2-49:29-73) 
 
                                          10        20         30   
AAD-12                            IGYGMDTTATPLRPLVKVHPET-GRPSLLIGRH 
                                   ::.  : :::  : . . : : . :.       
gi|249 MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPAT----- 
               10        20        30        40        50           
 
              40        50        60        70        80            
AAD-12 AHAIP-GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL            
         :.: :  ..: ....:                                           
gi|249 PAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGLA 
          60        70        80        90       100       110      
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 86.8  bits: 22.2 E():  7.5 
Smith-Waterman score: 53; 43.8% identity (62.5% similar) in 16 aa overlap (50-65:27-42) 
 
      20        30        40        50        60        70          
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     : :.:  : : .. ::               
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gi|170     MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQ 
                   10        20        30        40        50       
 
      80                                                            
AAD-12 L                                                            
                                                                    
gi|170 QTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQP 
         60        70        80        90       100       110       
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.4  bits: 21.5 E():  8.9 
Smith-Waterman score: 51; 20.3% identity (50.0% similar) in 74 aa overlap (3-76:81-154) 
 
                                           10        20        30   
AAD-12                             IGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                                     :: . . .   :  :   :  . .:. .   
gi|383 PHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEEEEDLFASDS 
               60        70        80        90       100       110 
 
             40        50        60        70        80             
AAD-12 AHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL             
           :.. : ... . :     : ..:.  :.. .. .:  ::.                 
gi|383 EDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEELEANVRAIEM 
              120       130       140       150       160       170 
 
gi|383 DGLVWGASKFVAVGFGIKKLQINLVVEDEKVSTDELQAQIEEDEDHVQSTDVAAMQKL 
              180       190       200       210       220         
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  53  Z-score: 84.6  bits: 22.1 E():   10 
Smith-Waterman score: 53; 27.0% identity (55.6% similar) in 63 aa overlap (17-76:119-178) 
 
                             10        20        30         40      
AAD-12               IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESE 
                                     .::  .: : :..   .:.:  :..    . 
gi|908 LWIIFSKNLNIKLNMPLYIAGNKTIDGRGAEVHIGNGGPCLFMRTVSHVILHGLNIHGCN 
       90       100       110       120       130       140         
 
          50          60        70        80                        
AAD-12 RFLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLL                        
         . :  :.. :  .  :::..   ::...  :                            
gi|908 TSVSGNVLISEASGVVPVHAQD---GDAITMRNVTDVWIDHNSLSDSSDGLVDVTLASTG 
      150       160       170          180       190       200      
 
gi|908 VTISNNHFFNHHKVMLLGHSDIYSDDKSMKVTVAFNQFGPNAGQRMPRARYGLIHVANNN 
         210       220       230       240       250       260      
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.6  bits: 21.8 E():   11 
Smith-Waterman score: 52; 28.1% identity (59.4% similar) in 32 aa overlap (39-70:66-97) 
 
       10        20        30        40        50        60         
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     .:. . . : :: .. .   ::.  ::..  
gi|729 STLSLVTKADGKIDMTVDLISPVTKRASLKIDSKKYNLFHEGELSASIVNPRLSWHQYTK 
          40        50        60        70        80        90      
 
       70        80                                                 
AAD-12 GDVVVWDNRCLL                                                 
        :                                                           
gi|729 RDSREYKSDVELSLRSSDIALKITMPDYNSKIHYSRQGDQINMDIDGTLIEGHAQGTIRE 
         100       110       120       130       140       150      
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 83.0  bits: 22.1 E():   12 
Smith-Waterman score: 53; 27.3% identity (54.5% similar) in 44 aa overlap (30-72:241-284) 
 
                10        20        30        40         50         
AAD-12  IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF-LEGLVDWACQA 
                                     :  .... :::.: :: .  .   :   .  
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDKTYDLNFKE 
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              220       230       240       250       260       270 
 
       60        70        80                                       
AAD-12 PRVHAHQWAAGDVVVWDNRCLL                                       
          .. :  .:::.                                               
gi|144 ENNNGSQKISGDVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.7  bits: 20.6 E():   13 
Smith-Waterman score: 48; 25.6% identity (53.5% similar) in 43 aa overlap (3-45:23-65) 
 
                                   10        20        30        40 
AAD-12                     IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                             ...:  ..::  :.:   :. .    .     :::. : 
gi|344 MTGVKTHLQHELKRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPD 
               10        20        30        40        50        60 
 
               50        60        70        80                     
AAD-12 AAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL                     
         ..:                                                        
gi|344 EFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDS 
               70        80        90       100       110       120 
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 82.7  bits: 17.1 E():   13 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (32-37:8-13) 
 
              10        20        30        40        50        60  
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::: .:                         
gi|131                        GPVGGVVHAHMMPLL                       
                                      10                            
 
              70        80 
AAD-12 HAHQWAAGDVVVWDNRCLL 
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 82.6  bits: 20.9 E():   13 
Smith-Waterman score: 49; 63.6% identity (90.9% similar) in 11 aa overlap (70-80:122-132) 
 
      40        50        60        70        80                    
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL                    
                                     : :..::.:::                    
gi|162 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
gi|162 RKELAAVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200         
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 82.5  bits: 20.9 E():   13 
Smith-Waterman score: 49; 63.6% identity (90.9% similar) in 11 aa overlap (70-80:122-132) 
 
      40        50        60        70        80                    
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL                    
                                     : :..::.:::                    
gi|124 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
gi|124 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 82.5  bits: 20.9 E():   13 
Smith-Waterman score: 49; 63.6% identity (90.9% similar) in 11 aa overlap (70-80:122-132) 
 
      40        50        60        70        80                    
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL                    
                                     : :..::.:::                    
gi|209 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
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             100       110       120       130       140       150  
 
gi|209 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 82.1  bits: 22.0 E():   14 
Smith-Waterman score: 53; 27.0% identity (56.8% similar) in 37 aa overlap (38-73:441-477) 
 
        10        20        30        40        50         60       
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG-LVDWACQAPRVHAHQW 
                                     :. :.    .. : :.:  : .  .:. .  
gi|505 YQIAFSRGNRAFIAINLQKNQQNLQQKLHTGLPAGTYCDIISGNLIDNKCTGKSIHVDKN 
              420       430       440       450       460       470 
 
         70        80             
AAD-12 AAGDVVVWDNRCLL             
       . .:: :                    
gi|505 GQADVYVGHDEFDAFVAYHIGARIVS 
              480       490       
 
>>gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Globin  (162 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 81.3  bits: 20.3 E():   15 
Smith-Waterman score: 47; 25.0% identity (63.6% similar) in 44 aa overlap (34-76:111-148) 
 
            10        20        30        40        50        60    
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                     :   :..::.  .:  .::..      ..: 
gi|121 VSFFTEVISLSGNQANLSAVYALVSKLGVDHKARGISAAQFGEFRTALVSY------LQA 
               90       100       110       120       130           
 
             70        80           
AAD-12 H-QWAAGDVVVWDNRCLL           
       : .:. . ...:..               
gi|121 HVSWGDNVAAAWNHALDNTYAVALKSLE 
          140       150       160   
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 80.8  bits: 20.0 E():   16 
Smith-Waterman score: 46; 26.8% identity (58.5% similar) in 41 aa overlap (26-64:100-140) 
 
                    10        20        30         40        50     
AAD-12      IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
            60        70        80 
AAD-12 A-CQAPRVHAHQWAAGDVVVWDNRCLL 
       . : . . : :                 
gi|100 GYCGSHHHHHH                 
     130       140                 
 
>>gi|212279|gb|AAA48944.1| lysozyme protein [Gallus gall  (24 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 80.3  bits: 17.3 E():   17 
Smith-Waterman score: 37; 57.1% identity (71.4% similar) in 7 aa overlap (72-78:5-11) 
 
              50        60        70        80            
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL            
                                     :.: : :              
gi|212                           MNAWVAWRNSCKGTDVQAWIRGCR 
                                         10        20     
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 80.1  bits: 21.4 E():   17 
Smith-Waterman score: 51; 28.3% identity (51.7% similar) in 60 aa overlap (4-58:2-60) 
 
               10        20        30             40        50      
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG-----MDAAESERFLEGLVDWA 
          :. : : :.  :. .   .:   :  : ::.:::.     :    :.. ... . :  
gi|581   MGFITKAIPIV-LAALSTVNGARILEAGPHAEAIPNKYIVVMKREVSDEAFNAHTTWL 
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                 10         20        30        40        50        
 
          60        70        80                                    
AAD-12 CQAPRVHAHQWAAGDVVVWDNRCLL                                    
        :.                                                          
gi|581 SQSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRAYSGEFDDAMIKDISSHDDVDFIEPDFV 
        60        70        80        90       100       110        
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.0  bits: 20.8 E():   18 
Smith-Waterman score: 49; 43.8% identity (56.2% similar) in 16 aa overlap (50-65:8-23) 
 
      20        30        40        50        60        70          
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     : :.:  : :  . ::               
gi|106                        NIQVDPSGQVQWPQQQPFPQPHQPFSQQPQQTFPQPQ 
                                      10        20        30        
 
      80                                                            
AAD-12 L                                                            
                                                                    
gi|106 QTFPHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQP 
        40        50        60        70        80        90        
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 79.9  bits: 20.0 E():   18 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (29-71:1-44) 
 
               10        20        30        40        50           
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQAP 
                                   .: ..:..   ... .:... :.: :     : 
gi|166                             MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIP 
                                           10        20        30   
 
      60        70        80                                        
AAD-12 RVHAHQWAAGDVVVWDNRCLL                                        
       ..    . . ::                                                 
gi|166 KAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILL 
             40        50        60        70        80        90   
 
>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 79.9  bits: 20.0 E():   18 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (29-71:1-44) 
 
               10        20        30        40        50           
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQAP 
                                   .: ..:..   ... .:... :.: :     : 
gi|215                             MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIP 
                                           10        20        30   
 
      60        70        80                                        
AAD-12 RVHAHQWAAGDVVVWDNRCLL                                        
       ..    . . ::                                                 
gi|215 KAAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILL 
             40        50        60        70        80        90   
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 79.9  bits: 21.1 E():   18 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (18-76:99-157) 
 
                            10        20        30         40       
AAD-12              IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
         50          60        70        80                         
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLL                         
        . :  ::. .  .  :::..   ::...  :                             
gi|908 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
      130       140          150       160       170       180      
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gi|908 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
         190       200       210       220       230       240      
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 79.9  bits: 21.1 E():   18 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (18-76:100-158) 
 
                            10        20        30         40       
AAD-12              IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
         50          60        70        80                         
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLL                         
        . :  ::. .  .  :::..   ::...  :                             
gi|118 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     130       140       150          160       170       180       
 
gi|118 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        190       200       210       220       230       240       
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.6  bits: 19.7 E():   19 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (1-18:24-41) 
 
                                      10        20        30        
AAD-12                        IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|379 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL                  
                                                                    
gi|379 IKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTATVGD 
               70        80        90       100       110       120 
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.6  bits: 19.7 E():   19 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (1-18:24-41) 
 
                                      10        20        30        
AAD-12                        IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|144 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL                  
                                                                    
gi|144 IKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTASVGD 
               70        80        90       100       110       120 
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.6  bits: 19.7 E():   19 
Smith-Waterman score: 45; 33.3% identity (72.2% similar) in 18 aa overlap (1-18:24-41) 
 
                                      10        20        30        
AAD-12                        IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                              .:. . :.:  :.: ..:                    
gi|121 MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSLSTFKNTE 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL                  
                                                                    
gi|121 IKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDG 
               70        80        90       100       110       120 
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 6451



 

 

>>gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 79.4  bits: 21.1 E():   19 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (18-76:120-178) 
 
                            10        20        30         40       
AAD-12              IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHSCNT 
      90       100       110       120       130       140          
 
         50          60        70        80                         
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLL                         
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLPDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 78.9  bits: 20.2 E():   20 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (33-70:156-194) 
 
             10        20        30        40        50        60   
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|833 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
         130       140       150       160       170       180      
 
              70        80       
AAD-12 HAHQWAAGDVVVWDNRCLL       
       .. .:: ..                 
gi|833 NVINWAEAENRYIAGDKGGHPFMKL 
         190       200       210 
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.5  bits: 19.6 E():   21 
Smith-Waterman score: 45; 71.4% identity (85.7% similar) in 7 aa overlap (72-78:127-133) 
 
              50        60        70        80             
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL             
                                     :.: :::               
gi|126 PCSALLSSDITASVNCAKKIVSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL 
        100       110       120       130       140        
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 78.5  bits: 20.2 E():   22 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (33-70:167-205) 
 
             10        20        30        40        50        60   
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|164 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
        140       150       160       170       180       190       
 
              70        80       
AAD-12 HAHQWAAGDVVVWDNRCLL       
       .. .:: ..                 
gi|164 NVINWAEAENRYIAGDKGGHPFMKL 
        200       210       220  
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 78.1  bits: 20.5 E():   23 
Smith-Waterman score: 48; 30.8% identity (57.7% similar) in 26 aa overlap (1-26:3-28) 
 
                 10        20        30        40        50         
AAD-12   IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
         .:::  : :.:    . . :  ..:.                                 
gi|295 ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQKLIEKINAGFKAALAAAAGVPPAD 
               10        20        30        40        50        60 
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 6452



 

 

>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 78.0  bits: 20.5 E():   23 
Smith-Waterman score: 48; 30.6% identity (49.0% similar) in 49 aa overlap (1-49:3-43) 
 
                 10        20        30        40        50         
AAD-12   IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
         .:::    :::  : .   : :  :.   :  :    :  ..: ....:          
gi|109 ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA---AGKATTEEQKLIEKINAGFKAA 
                  10        20          30           40        50   
 
       60        70        80                                       
AAD-12 PRVHAHQWAAGDVVVWDNRCLL                                       
                                                                    
gi|109 LAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYK 
             60        70        80        90       100       110   
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 78.0  bits: 20.5 E():   23 
Smith-Waterman score: 48; 30.6% identity (49.0% similar) in 49 aa overlap (1-49:3-43) 
 
                 10        20        30        40        50         
AAD-12   IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
         .:::    :::  : .   : :  :.   :  :    :  ..: ....:          
gi|239 ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA---AGKATTEEQKLIEKINAGFKAA 
                  10        20          30           40        50   
 
       60        70        80                                       
AAD-12 PRVHAHQWAAGDVVVWDNRCLL                                       
                                                                    
gi|239 LAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYK 
             60        70        80        90       100       110   
 
>>gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Schist  (129 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.9  bits: 19.3 E():   23 
Smith-Waterman score: 44; 66.7% identity (100.0% similar) in 6 aa overlap (74-79:6-11) 
 
            50        60        70        80                        
AAD-12 SERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL                        
                                     :::.:.                         
gi|298                          MSADSWDNHCVTYVANNKCLKNLCMTAIDGSHLGT 
                                        10        20        30      
 
gi|298 SNPDFRIPPELILQLKSILDGGLDTSIFFMGEKYIVLQHDSSCLVSRCGKKSLIFYATGK 
          40        50        60        70        80        90      
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 77.8  bits: 19.3 E():   24 
Smith-Waterman score: 44; 33.3% identity (61.9% similar) in 21 aa overlap (1-21:25-45) 
 
                                       10        20        30       
AAD-12                         IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                               .:. . :.:  :.:  .:  :                
gi|990 MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL                 
                                                                    
gi|990 EAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVVVTASCD 
               70        80        90       100       110       120 
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 77.6  bits: 19.0 E():   24 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (38-50:5-17) 
 
        10        20        30        40        50        60        
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA 
                                     :.:::: .  :.:                  
gi|208                           MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACG 
                                         10        20        30     
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        70        80                                                
AAD-12 AGDVVVWDNRCLL                                                
                                                                    
gi|208 LAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAGDVDGD 
           40        50        60        70        80        90     
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 76.6  bits: 20.5 E():   27 
Smith-Waterman score: 48; 50.0% identity (83.3% similar) in 12 aa overlap (1-12:205-216) 
 
                                             10        20        30 
AAD-12                               IGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .::..: :: :.                   
gi|237 IGFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIYTSIEY 
          180       190       200       210       220       230     
 
               40        50        60        70        80           
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL           
                                                                    
gi|237 YGTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAIRCDNY 
          240       250       260       270       280       290     
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 75.9  bits: 17.0 E():   30 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (37-54:8-25) 
 
         10        20        30        40        50        60       
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :. ....:..   :             
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA      
                                      10        20        30        
 
         70        80 
AAD-12 AAGDVVVWDNRCLL 
 
>>gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 75.8  bits: 20.4 E():   30 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (18-76:120-178) 
 
                            10        20        30         40       
AAD-12              IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
         50          60        70        80                         
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLL                         
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 75.8  bits: 20.4 E():   30 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (18-76:120-178) 
 
                            10        20        30         40       
AAD-12              IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
         50          60        70        80                         
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLL                         
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGNVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
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        210       220       230       240       250       260       
 
>>gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 75.8  bits: 20.4 E():   30 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (18-76:120-178) 
 
                            10        20        30         40       
AAD-12              IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
         50          60        70        80                         
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLL                         
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGNVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 75.8  bits: 20.4 E():   30 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (18-76:120-178) 
 
                            10        20        30         40       
AAD-12              IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLEMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
         50          60        70        80                         
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLL                         
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 75.8  bits: 20.4 E():   30 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (18-76:120-178) 
 
                            10        20        30         40       
AAD-12              IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|151 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
         50          60        70        80                         
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLL                         
        . :  ::. .  .  :::..   ::...  :                             
gi|151 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|151 TISNNHFFNHHKVMLLGHDDTYDNDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.6  bits: 20.7 E():   31 
Smith-Waterman score: 49; 33.3% identity (46.7% similar) in 30 aa overlap (2-31:90-119) 
 
                                            10        20        30  
AAD-12                              IGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     : ::   . :  : .   :. :: .   :: 
gi|259 GVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGR 
      60        70        80        90       100       110          
 
              40        50        60        70        80            
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL            
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gi|259 FQDRHQKIRRFRRGDIIAIPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLA 
     120       130       140       150       160       170          
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.6  bits: 18.7 E():   31 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (32-69:20-57) 
 
              10        20        30        40        50        60  
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::  . . : :. :    :..:   .:  : 
gi|730            MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
              70        80                                          
AAD-12 HAHQWAAGDVVVWDNRCLL                                          
          .  ::                                                     
gi|730 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.6  bits: 18.7 E():   31 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (32-69:20-57) 
 
              10        20        30        40        50        60  
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::  . . : :. :    :..:   .:  : 
gi|191            MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
              70        80                                          
AAD-12 HAHQWAAGDVVVWDNRCLL                                          
          .  ::                                                     
gi|191 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 75.4  bits: 20.1 E():   32 
Smith-Waterman score: 47; 32.0% identity (52.0% similar) in 50 aa overlap (1-49:28-68) 
 
                                          10        20        30    
AAD-12                            IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                  .:::    :::  : .   : :  :.      : 
gi|398 MAVHQYTVALFLAVALVAGPAASYAADLGYG---PATPAAPAAGYTPAT--PA----APA 
               10        20        30           40              50  
 
             40        50        60        70        80             
AAD-12 HAIP-GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL             
       .: : :  ..: ....:                                            
gi|398 EAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGAASNKAFAEGLSG 
              60        70        80        90       100       110  
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 75.1  bits: 16.9 E():   33 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (37-54:8-25) 
 
         10        20        30        40        50        60       
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :. ....:..   :             
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK   
                                      10        20        30        
 
         70        80 
AAD-12 AAGDVVVWDNRCLL 
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 74.4  bits: 21.0 E():   36 
Smith-Waterman score: 50; 29.4% identity (67.6% similar) in 34 aa overlap (5-37:598-629) 
 
                                         10         20        30    
AAD-12                           IGYGMDTTATPLRPLVKVH-PETGRPSLLIGRHA 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 6456



 

 

                                     ....:.:.  ..:..  : : :. . :. : 
gi|729 TLTGAIDKTVAWIDENQTATKEEYEAEQKQLESVANPV--MMKIYGAEGGAPGGMPGQGA 
       570       580       590       600         610       620      
 
            40        50        60        70        80 
AAD-12 HAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL 
        : :                                            
gi|729 GAPPPGAGDDGPTVEEVD                              
         630       640                                 
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 74.2  bits: 20.4 E():   37 
Smith-Waterman score: 48; 20.9% identity (55.2% similar) in 67 aa overlap (14-80:2-63) 
 
               10        20        30        40        50        60 
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                    :. :.: .    :.  .:   ..  .:.:    . ...:  . .. . 
gi|139             MPISKIHAR----SVYDSRGNPTVE-VDVATETGLHRAIVPSGASTGQ 
                               10        20         30        40    
 
               70        80                                         
AAD-12 VHAHQWAAGDVVVWDNRCLL                                         
        .::.   :: . : .. .:                                         
gi|139 HEAHELRDGDKTQWGGKGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANK 
            50        60        70        80        90       100    
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 73.5  bits: 18.6 E():   40 
Smith-Waterman score: 42; 24.4% identity (56.1% similar) in 41 aa overlap (26-65:100-140) 
 
                    10        20        30         40        50     
AAD-12      IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
           60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLL 
       .  .   : :.                
gi|100 GYYVGSHHHHHH               
     130       140                
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.3  bits: 18.1 E():   41 
Smith-Waterman score: 40; 30.0% identity (50.0% similar) in 30 aa overlap (25-54:13-42) 
 
               10        20        30        40        50        60 
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                               :. :.    .. ::   :: :   .:  .:       
gi|144             VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKK 
                           10        20        30        40         
 
               70        80                             
AAD-12 VHAHQWAAGDVVVWDNRCLL                             
                                                        
gi|144 GNLWEVKSSKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
       50        60        70        80        90       
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 73.1  bits: 18.6 E():   42 
Smith-Waterman score: 42; 27.8% identity (66.7% similar) in 36 aa overlap (33-68:28-62) 
 
             10        20        30        40        50        60   
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     :.: :...: : ... .:  : .    ... 
gi|157    MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQA-EFRQLANGAPDKTEAEIEAQ 
                  10        20        30         40        50       
 
             70        80                                           
AAD-12 AHQWAAGDVVVWDNRCLL                                           
        .::.:                                                       
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gi|157 IEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPAAKAADARLSAIASNRA 
         60        70        80        90       100       110       
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.7  bits: 18.6 E():   45 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (29-52:1-24) 
 
               10        20        30        40        50        60 
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                   .: ..:..   ... .:... :.:         
gi|215                             MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIP 
                                           10        20        30   
 
               70        80                                         
AAD-12 VHAHQWAAGDVVVWDNRCLL                                         
                                                                    
gi|215 KAATGAYKSVEVKGDGGAGTVRIITLPEGSPITTMTVRTDAVNKEALSYDSTVIDGDILL 
             40        50        60        70        80        90   
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.7  bits: 18.6 E():   45 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (29-52:1-24) 
 
               10        20        30        40        50        60 
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                   .: ..:..   ... .:... :.:         
gi|892                             MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIP 
                                           10        20        30   
 
               70        80                                         
AAD-12 VHAHQWAAGDVVVWDNRCLL                                         
                                                                    
gi|892 KAAPGAYKSVEVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILL 
             40        50        60        70        80        90   
 
>>gi|75277440|sp|O23791.1|BROM1_ANACO RecName: Full=Frui  (351 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.6  bits: 19.8 E():   46 
Smith-Waterman score: 46; 60.0% identity (100.0% similar) in 10 aa overlap (1-10:284-293) 
 
                                             10        20        30 
AAD-12                               IGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::::.:...:                     
gi|752 LIDASENFQYYNGGVFSGPCGTSLNHAITIIGYGQDSSGTKYWIVRNSWGSSWGEGGYVR 
           260       270       280       290       300       310    
 
               40        50        60        70        80 
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL 
                                                          
gi|752 MARGVSSSSGVCGIAMAPLFPTLQSGANAEVIKMVSET             
           320       330       340       350              
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 72.6  bits: 19.5 E():   46 
Smith-Waterman score: 45; 31.0% identity (55.2% similar) in 29 aa overlap (1-26:3-31) 
 
                 10           20        30        40        50      
AAD-12   IGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
         .:::  : :.:     : . . :  ..:.                              
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAGVP 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 CQAPRVHAHQWAAGDVVVWDNRCLL                                    
                                                                    
gi|217 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
               70        80        90       100       110       120 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 72.6  bits: 19.5 E():   46 
Smith-Waterman score: 45; 31.0% identity (55.2% similar) in 29 aa overlap (1-26:3-31) 
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                 10           20        30        40        50      
AAD-12   IGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
         .:::  : :.:     : . . :  ..:.                              
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINAGFKAALAAAAGVP 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 CQAPRVHAHQWAAGDVVVWDNRCLL                                    
                                                                    
gi|217 PADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
               70        80        90       100       110       120 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 72.6  bits: 19.5 E():   46 
Smith-Waterman score: 45; 31.0% identity (55.2% similar) in 29 aa overlap (1-26:3-31) 
 
                 10           20        30        40        50      
AAD-12   IGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
         .:::  : :.:     : . . :  ..:.                              
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAGVP 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 CQAPRVHAHQWAAGDVVVWDNRCLL                                    
                                                                    
gi|217 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
               70        80        90       100       110       120 
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 72.6  bits: 19.5 E():   46 
Smith-Waterman score: 45; 31.0% identity (55.2% similar) in 29 aa overlap (1-26:3-31) 
 
                 10           20        30        40        50      
AAD-12   IGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
         .:::  : :.:     : . . :  ..:.                              
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAGVP 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 CQAPRVHAHQWAAGDVVVWDNRCLL                                    
                                                                    
gi|217 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
               70        80        90       100       110       120 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 72.6  bits: 19.5 E():   46 
Smith-Waterman score: 45; 31.0% identity (55.2% similar) in 29 aa overlap (1-26:3-31) 
 
                 10           20        30        40        50      
AAD-12   IGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
         .:::  : :.:     : . . :  ..:.                              
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINAGFKAALAAAAGVP 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 CQAPRVHAHQWAAGDVVVWDNRCLL                                    
                                                                    
gi|217 PADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
               70        80        90       100       110       120 
 
>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 72.6  bits: 19.5 E():   46 
Smith-Waterman score: 45; 31.0% identity (55.2% similar) in 29 aa overlap (1-26:3-31) 
 
                 10           20        30        40        50      
AAD-12   IGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
         .:::  : :.:     : . . :  ..:.                              
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINAGFKAALAAAAGVP 
               10        20        30        40        50        60 
 
          60        70        80                                    
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AAD-12 CQAPRVHAHQWAAGDVVVWDNRCLL                                    
                                                                    
gi|217 PADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
               70        80        90       100       110       120 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 72.6  bits: 19.5 E():   46 
Smith-Waterman score: 45; 31.0% identity (55.2% similar) in 29 aa overlap (1-26:3-31) 
 
                 10           20        30        40        50      
AAD-12   IGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
         .:::  : :.:     : . . :  ..:.                              
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAGVP 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 CQAPRVHAHQWAAGDVVVWDNRCLL                                    
                                                                    
gi|217 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
               70        80        90       100       110       120 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 72.6  bits: 19.5 E():   46 
Smith-Waterman score: 45; 31.0% identity (55.2% similar) in 29 aa overlap (1-26:3-31) 
 
                 10           20        30        40        50      
AAD-12   IGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
         .:::  : :.:     : . . :  ..:.                              
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAGVP 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 CQAPRVHAHQWAAGDVVVWDNRCLL                                    
                                                                    
gi|217 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
               70        80        90       100       110       120 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 72.6  bits: 19.5 E():   46 
Smith-Waterman score: 45; 31.0% identity (55.2% similar) in 29 aa overlap (1-26:3-31) 
 
                 10           20        30        40        50      
AAD-12   IGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
         .:::  : :.:     : . . :  ..:.                              
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAGVP 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 CQAPRVHAHQWAAGDVVVWDNRCLL                                    
                                                                    
gi|217 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
               70        80        90       100       110       120 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 72.6  bits: 19.5 E():   46 
Smith-Waterman score: 45; 31.0% identity (55.2% similar) in 29 aa overlap (1-26:3-31) 
 
                 10           20        30        40        50      
AAD-12   IGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
         .:::  : :.:     : . . :  ..:.                              
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAGVP 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 CQAPRVHAHQWAAGDVVVWDNRCLL                                    
                                                                    
gi|217 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
               70        80        90       100       110       120 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 72.6  bits: 19.5 E():   46 
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Smith-Waterman score: 45; 31.0% identity (55.2% similar) in 29 aa overlap (1-26:3-31) 
 
                 10           20        30        40        50      
AAD-12   IGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
         .:::  : :.:     : . . :  ..:.                              
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAGVP 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 CQAPRVHAHQWAAGDVVVWDNRCLL                                    
                                                                    
gi|217 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
               70        80        90       100       110       120 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 72.6  bits: 19.5 E():   46 
Smith-Waterman score: 45; 31.0% identity (55.2% similar) in 29 aa overlap (1-26:3-31) 
 
                 10           20        30        40        50      
AAD-12   IGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
         .:::  : :.:     : . . :  ..:.                              
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAGVP 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 CQAPRVHAHQWAAGDVVVWDNRCLL                                    
                                                                    
gi|217 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
               70        80        90       100       110       120 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 72.6  bits: 19.5 E():   46 
Smith-Waterman score: 45; 31.0% identity (55.2% similar) in 29 aa overlap (1-26:3-31) 
 
                 10           20        30        40        50      
AAD-12   IGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
         .:::  : :.:     : . . :  ..:.                              
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAGVP 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 CQAPRVHAHQWAAGDVVVWDNRCLL                                    
                                                                    
gi|217 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
               70        80        90       100       110       120 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 72.6  bits: 19.5 E():   46 
Smith-Waterman score: 45; 31.0% identity (55.2% similar) in 29 aa overlap (1-26:3-31) 
 
                 10           20        30        40        50      
AAD-12   IGYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
         .:::  : :.:     : . . :  ..:.                              
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAGVP 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 CQAPRVHAHQWAAGDVVVWDNRCLL                                    
                                                                    
gi|217 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
               70        80        90       100       110       120 
 
>>gi|2181180|emb|CAB06417.1| xylosidase [Aspergillus nig  (804 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 72.4  bits: 20.9 E():   47 
Smith-Waterman score: 50; 23.1% identity (50.0% similar) in 78 aa overlap (3-80:172-246) 
 
                                           10        20        30   
AAD-12                             IGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                                     ::.:. :  .  .   ::  :: .   :.  
gi|218 LTTAALNRTLIHQIASIISTQGRAFNNAGRYGLDVYAPNINTFR--HPVWGRGQETPGED 
             150       160       170       180         190          
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             40        50        60        70        80             
AAD-12 AHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL             
       . .. .. : :    ..:    .     . :...:. :.  : :.  :             
gi|218 V-SLAAVYAYEYITGIQGPDPESNLKLAATAKHYAGYDIENWHNHSRLGNDMNITQQDLS 
     200        210       220       230       240       250         
 
gi|218 EYYTPQFHVAARDAKVQSVMCAYNAVNGVPACADSYFLQTLLRDTFGFVDHGYVSSDCDA 
      260       270       280       290       300       310         
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 72.3  bits: 16.3 E():   47 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (37-54:8-25) 
 
         10        20        30        40        50        60       
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :  ....:..   :             
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA      
                                      10        20        30        
 
         70        80 
AAD-12 AAGDVVVWDNRCLL 
 
>>gi|8843917|gb|AAF80164.1| pollen major allergen 1-2 [J  (367 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 72.2  bits: 19.8 E():   48 
Smith-Waterman score: 46; 27.4% identity (54.8% similar) in 62 aa overlap (18-76:120-178) 
 
                            10        20        30         40       
AAD-12              IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
         50          60        70        80                         
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLL                         
        . :  ::. .  .  :::..   ::...  :                             
gi|884 SVLGDVLVSESIGVVPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|884 TIFNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8843921|gb|AAF80166.1| pollen major allergen 1-1 [J  (367 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 72.2  bits: 19.8 E():   48 
Smith-Waterman score: 46; 27.4% identity (54.8% similar) in 62 aa overlap (18-76:120-178) 
 
                            10        20        30         40       
AAD-12              IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
         50          60        70        80                         
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLL                         
        . :  ::. .  .  :::..   ::...  :                             
gi|884 SVLGDVLVSESIGVVPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|884 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|19069497|emb|CAC37790.2| putative allergen Cup a 1   (367 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 72.2  bits: 19.8 E():   48 
Smith-Waterman score: 46; 27.4% identity (53.2% similar) in 62 aa overlap (18-76:120-178) 
 
                            10        20        30         40       
AAD-12              IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :..   .:.:  :.     .  
gi|190 WIIFSQNMNIKLQMPLYVAGYKTIDGRGADVHLGNGGPCLFMRTASHVILHGLHIHGCNT 
      90       100       110       120       130       140          
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         50          60        70        80                         
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLL                         
        . :  ::. .  .  :::..   ::...  :                             
gi|190 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|190 TISNNHFFNHHKVMLLGHDDTYDDDISMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 72.1  bits: 19.5 E():   48 
Smith-Waterman score: 45; 46.7% identity (80.0% similar) in 15 aa overlap (57-70:207-221) 
 
         30        40        50         60        70        80      
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAP-RVHAHQWAAGDVVVWDNRCLL      
                                     :.: :..  .::.::                
gi|287 WTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAGGDPSNPKGTIEWAGGLT 
        180       190       200       210       220       230       
 
gi|287 DYSAGPYTMYVKSVRIENANPAESYTYSDNSGSWQSIKFDGSVDISSSSSVTSSTTSTAS 
        240       250       260       270       280       290       
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 72.0  bits: 17.7 E():   49 
Smith-Waterman score: 39; 22.7% identity (40.9% similar) in 22 aa overlap (53-74:45-66) 
 
             30        40        50        60        70        80   
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL   
                                     .:  .:  ..   : :     :         
gi|323 QYGYCGTTADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFC 
           20        30        40        50        60        70     
 
gi|323 GPAGPRCLRTNAAVTVR 
           80        90  
 
>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 71.8  bits: 19.5 E():   50 
Smith-Waterman score: 45; 31.0% identity (55.2% similar) in 29 aa overlap (1-26:28-56) 
 
                                          10           20        30 
AAD-12                            IGYGMDTTATP---LRPLVKVHPETGRPSLLIG 
                                  .:::  : :.:     : . . :  ..:.     
gi|330 MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKAT 
               10        20        30        40        50        60 
 
               40        50        60        70        80           
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL           
                                                                    
gi|330 TEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESS 
               70        80        90       100       110       120 
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 71.5  bits: 16.3 E():   52 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (37-54:8-25) 
 
         10        20        30        40        50        60       
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :  ....:..   :             
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK   
                                      10        20        30        
 
         70        80 
AAD-12 AAGDVVVWDNRCLL 
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 71.3  bits: 15.7 E():   53 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (1-11:2-12) 
 
                10        20        30        40        50          
AAD-12  IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
        .::.  : :.:                                                 
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gi|751 DLGYAPATPAAPGAGYTPATPAAP                                     
               10        20                                         
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.3  bits: 20.0 E():   54 
Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (23-45:344-366) 
 
                       10        20        30        40        50   
AAD-12         IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
           320       330       340       350       360       370    
 
             60        70        80                                 
AAD-12 DWACQAPRVHAHQWAAGDVVVWDNRCLL                                 
                                                                    
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.2  bits: 18.3 E():   54 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (8-15:34-41) 
 
                                      10        20        30        
AAD-12                        IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
        40        50        60        70        80                  
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL                  
                                                                    
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 71.0  bits: 19.2 E():   56 
Smith-Waterman score: 44; 27.8% identity (52.8% similar) in 36 aa overlap (9-44:64-96) 
 
                                     10        20        30         
AAD-12                       IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                                     :  .. .  . :.  ::   . . :  .:  
gi|481 AGKATTEEQKLIEDINVGFKAAVAARQRPAADKFKTFEAASPRHPRP---LRQGAGLVPK 
            40        50        60        70        80           90 
 
       40        50        60        70        80                   
AAD-12 MDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL                   
       .::: :                                                       
gi|481 LDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGE 
              100       110       120       130       140       150 
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.9  bits: 15.7 E():   56 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (8-14:5-11) 
 
               10        20        30        40        50        60 
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
              : .:.::                                               
gi|751    TKSQTHVPIRPNKLVLKVQKDRATN                                 
                  10        20                                      
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.9  bits: 18.3 E():   56 
Smith-Waterman score: 41; 20.8% identity (79.2% similar) in 24 aa overlap (29-52:1-24) 
 
               10        20        30        40        50        60 
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                   .: ..:..   ... .:....:.:         
gi|134                             MGVQTHVLELTSSVSAEKIFQGFVIDVDTVLP 
                                           10        20        30   
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               70        80                                         
AAD-12 VHAHQWAAGDVVVWDNRCLL                                         
                                                                    
gi|134 KAAPGAYKSVEIKGDGGPGTLKIITLPDGGPITTMTLRIDGVNKEALTFDYSVIDGDILL 
             40        50        60        70        80        90   
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.9  bits: 19.5 E():   56 
Smith-Waterman score: 45; 28.6% identity (51.4% similar) in 35 aa overlap (32-66:258-291) 
 
              10        20        30        40        50        60  
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     :...:    .  : :  .  : :. :  :. 
gi|510 IGENIIGHLLIVFDGGKSQPACSWYDVPCSHSESIVYATGMVSGRCQHLAVPWTAQQ-RI 
       230       240       250       260       270       280        
 
              70        80                                          
AAD-12 HAHQWAAGDVVVWDNRCLL                                          
       .  ::                                                        
gi|510 NPIQWKFWRVFTSNIPAYPTSDTTNCVVLNTNVFKNDNTFEGEYHAFPDCARNLFKCRQQ 
        290       300       310       320       330       340       
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.6  bits: 15.7 E():   58 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (20-30:10-20) 
 
               10        20        30        40        50        60 
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                          :.:  :..: :                               
gi|147           AKITFTNNXPNTVWPGILTGFGQKPQ                         
                         10        20                               
 
>>gi|14423714|sp|Q9U5P1.1|FABP_LEPDS RecName: Full=Fatty  (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.6  bits: 18.0 E():   59 
Smith-Waterman score: 40; 27.8% identity (72.2% similar) in 18 aa overlap (1-18:25-42) 
 
                                       10        20        30       
AAD-12                         IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                               .:. . :.:  ..: ..:                   
gi|144 MANIAGQYKLDKSENFDQFLDKLGVGFLVKTAAKTVKPTLEVAVDGDTYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL                 
                                                                    
gi|144 EIKFKLGEEFEEDRADGKRVKTVIVKDGDNKFVQTQYGDKEVKVVREFKGDEVEVTASVD 
               70        80        90       100       110       120 
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.5  bits: 19.4 E():   59 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (22-38:225-240) 
 
                        10        20        30        40        50  
AAD-12          IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
              60        70        80                                
AAD-12 VDWACQAPRVHAHQWAAGDVVVWDNRCLL                                
                                                                    
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.5  bits: 19.4 E():   59 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (22-38:225-240) 
 
                        10        20        30        40        50  
AAD-12          IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
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gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
              60        70        80                                
AAD-12 VDWACQAPRVHAHQWAAGDVVVWDNRCLL                                
                                                                    
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 70.4  bits: 19.2 E():   60 
Smith-Waterman score: 44; 47.4% identity (63.2% similar) in 19 aa overlap (43-58:72-90) 
 
             20        30        40        50           60          
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW---ACQAPRVHAHQWAAG 
                                     :.. ::   :::   ::.:            
gi|144 TISKQVVFLIHGFLSTGNNENFVAMSKALIEKDDFLVISVDWKKGACNAFASTKDALGYS 
              50        60        70        80        90       100  
 
      70        80                                                  
AAD-12 DVVVWDNRCLL                                                  
                                                                    
gi|144 KAVGNTRHVGKFVADFTKLLVEKYKVLISNIRLIGHSLGAHTSGFAGKEVQKLKLGKYKE 
             110       120       130       140       150       160  
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 70.3  bits: 15.1 E():   61 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (5-12:10-17) 
 
                    10        20        30        40        50      
AAD-12      IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
                :.:  :::                                            
gi|244 IGNEDCTPWMSTLITPLP                                           
               10                                                   
 
>>gi|69552|pir||MEHB2 melittin, minor - honeybee          (27 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.3  bits: 15.7 E():   61 
Smith-Waterman score: 32; 30.8% identity (61.5% similar) in 13 aa overlap (48-60:13-25) 
 
        20        30        40        50        60        70        
AAD-12 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  .  :                  
gi|695                   GIGAVLKVLTTGLPALISWISRKKRQQ                
                                 10        20                       
 
        80 
AAD-12 CLL 
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.2  bits: 18.9 E():   62 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (52-65:29-42) 
 
              30        40        50        60        70        80  
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL  
                                     :.:  : :  . ::                 
gi|170   MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQT 
                 10        20        30        40        50         
 
gi|170 FPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQ 
       60        70        80        90       100       110         
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 70.1  bits: 18.0 E():   62 
Smith-Waterman score: 40; 25.7% identity (60.0% similar) in 35 aa overlap (26-59:100-134) 
 
                    10        20        30         40        50     
AAD-12      IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|105 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
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           60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLL 
       .  .:                      
gi|105 GYWVPSSNS                  
     130                          
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.1  bits: 18.0 E():   62 
Smith-Waterman score: 40; 37.5% identity (75.0% similar) in 16 aa overlap (9-24:20-35) 
 
                          10        20        30        40          
AAD-12            IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
                          :.  : .:.:. ..::                          
gi|244 MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQSCQRQFEEQQRFRNCQRYVKQEV 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLL                              
                                                                    
gi|244 QRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASEL 
               70        80        90       100       110       120 
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 70.1  bits: 19.7 E():   62 
Smith-Waterman score: 46; 57.1% identity (78.6% similar) in 14 aa overlap (1-13:229-242) 
 
                                              10        20          
AAD-12                               IGYGMDT-TATPLRPLVKVHPETGRPSLLI 
                                     .:.:::: ::  .:                 
gi|303 RGERYGLRGGQQILADNVFKGFNMEALADVLGFGMDTETARKVRGEDDQRGHIVRVEQGL 
      200       210       220       230       240       250         
 
      30        40        50        60        70        80          
AAD-12 GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL          
                                                                    
gi|303 KVIRPPRIREELEQQEGGGYNGLEETICSATFIQNIDNPAEADFYNPRAGRLTTVNSLKV 
      260       270       280       290       300       310         
 
>>gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-termi  (34 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 70.0  bits: 15.9 E():   63 
Smith-Waterman score: 33; 25.0% identity (58.3% similar) in 24 aa overlap (37-60:8-31) 
 
         10        20        30        40        50        60       
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     : . :.   ..::. . .  . ::       
gi|691                        AIGDKPGPKITATYXXKWLEAKATFYGSNPRGAA    
                                      10        20        30        
 
         70        80 
AAD-12 AAGDVVVWDNRCLL 
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.9  bits: 19.1 E():   64 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (21-64:254-299) 
 
                         10        20          30        40         
AAD-12           IGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
       50        60        70        80  
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL  
        .. :   . :.:. :                  
gi|261 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFS 
           290       300       310       
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.7  bits: 19.4 E():   65 
Smith-Waterman score: 45; 46.7% identity (80.0% similar) in 15 aa overlap (57-70:197-211) 
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         30        40        50         60        70        80      
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAP-RVHAHQWAAGDVVVWDNRCLL      
                                     :.: :..  .::.::                
gi|855 WTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAGGDPSNPKGTIEWAGGLT 
        170       180       190       200       210       220       
 
gi|855 DYSAGPYTMYVKSVRIENANPAESYTYSDNSGSWQSIKFDGSVDISSSSSVTSSTTSTAS 
        230       240       250       260       270       280       
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.7  bits: 18.0 E():   65 
Smith-Waterman score: 43; 25.9% identity (46.3% similar) in 54 aa overlap (24-69:88-141) 
 
                      10        20        30               40       
AAD-12        IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-------IPGMDAAESER 
                                     :   .:::..:        .::     ..  
gi|189 AGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRD 
        60        70        80        90       100       110        
 
         50         60        70        80 
AAD-12 FLEGLVDWA-CQAPRVHAHQWAAGDVVVWDNRCLL 
       : . ::  . :..  ::   .  :            
gi|189 FAKVLVTPGQCNVLTVHNAPYCLGLDI         
       120       130       140             
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 69.7  bits: 19.4 E():   65 
Smith-Waterman score: 45; 26.8% identity (48.8% similar) in 41 aa overlap (46-80:172-212) 
 
          20        30        40        50        60                
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW------AAG 
                                     .  :: .  : .:   : :.       .:: 
gi|625 RGANVEITCGGLTIHNVCNVIIHNIHIHDIKVTEGGIIKATDAKPGHRHKSDGDGICVAG 
             150       160       170       180       190       200  
 
      70        80                                                  
AAD-12 DVVVWDNRCLL                                                  
       .  .: ..: :                                                  
gi|625 SSKIWIDHCTLSHGPDGLIDVTLGSTAVTISNCKFSHHQKILLLGADNSHVDDKKMHVTV 
             210       220       230       240       250       260  
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.7  bits: 18.0 E():   66 
Smith-Waterman score: 41; 26.0% identity (48.0% similar) in 50 aa overlap (28-69:93-142) 
 
                  10        20        30               40        50 
AAD-12    IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-------IPGMDAAESERFLEG 
                                     .:::..:        .::     .. : .  
gi|439 SSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKV 
             70        80        90       100       110       120   
 
                60        70        80 
AAD-12 LVDWA-CQAPRVHAHQWAAGDVVVWDNRCLL 
       ::  . :..  ::   .  :            
gi|439 LVTPGQCNVLTVHNAPYCLGLDI         
            130       140              
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.7  bits: 18.0 E():   66 
Smith-Waterman score: 40; 26.7% identity (60.0% similar) in 30 aa overlap (11-40:115-144) 
 
                                   10        20        30        40 
AAD-12                     IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::   .:. ...  ..:    :.: 
gi|217 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
               50        60        70        80 
AAD-12 AAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL 
                                                
gi|217 I                                        
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>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.5  bits: 18.3 E():   67 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (31-47:17-30) 
 
               10        20        30        40        50        60 
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|212               VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                             10        20           30        40    
 
               70        80                                         
AAD-12 VHAHQWAAGDVVVWDNRCLL                                         
                                                                    
gi|212 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
            50        60        70        80        90       100    
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.5  bits: 18.3 E():   68 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (31-47:18-31) 
 
               10        20        30        40        50        60 
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|144              AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
               70        80                                         
AAD-12 VHAHQWAAGDVVVWDNRCLL                                         
                                                                    
gi|144 LTQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.5  bits: 18.3 E():   68 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (31-47:18-31) 
 
               10        20        30        40        50        60 
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|116              AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEA 
                            10        20           30        40     
 
               70        80                                         
AAD-12 VHAHQWAAGDVVVWDNRCLL                                         
                                                                    
gi|116 LTQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSV 
           50        60        70        80        90       100     
 
>>gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} [De  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 69.3  bits: 15.1 E():   68 
Smith-Waterman score: 30; 45.5% identity (72.7% similar) in 11 aa overlap (35-45:1-11) 
 
           10        20        30        40        50        60     
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                     :. :.::  .:                    
gi|404                               AVGGQDADLAEAPFQISLLK           
                                             10        20           
 
           70        80 
AAD-12 QWAAGDVVVWDNRCLL 
 
>>gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Thauma  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 69.3  bits: 15.1 E():   68 
Smith-Waterman score: 30; 66.7% identity (83.3% similar) in 6 aa overlap (33-38:15-20) 
 
             10        20        30        40        50        60   
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     : :.::                         
gi|680                 ATFNFINNCPFTVWAAAVPG                         
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                               10        20                         
 
             70        80 
AAD-12 AHQWAAGDVVVWDNRCLL 
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 69.3  bits: 18.0 E():   69 
Smith-Waterman score: 46; 25.7% identity (48.6% similar) in 70 aa overlap (4-73:55-118) 
 
                                          10        20        30    
AAD-12                            IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :  .:.  . :. : :   :  .    ::: 
gi|160 DGPTTVTGNLSGLKPGLHGFHAHALGDTTNGCMSTGPHFNPVGKEHGAPGDEN----RHA 
           30        40        50        60        70            80 
 
            40        50        60        70        80              
AAD-12 HAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL              
         . .. ..:.     ..::   : : .  :.  .  :::                     
gi|160 GDLGNITVGEDGTAAINIVD--KQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGN 
               90       100         110       120       130         
 
gi|160 AGGRVACGIIGLQG 
      140       150   
 
>>gi|4587985|gb|AAD25927.1|AF084828_1 major allergenic p  (342 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 69.2  bits: 19.1 E():   69 
Smith-Waterman score: 44; 27.8% identity (53.7% similar) in 54 aa overlap (11-55:42-95) 
 
                                   10        20        30           
AAD-12                     IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI---- 
                                     ::  :.:..:.. .  :   : : ..     
gi|458 RAPASARYFSQTAAANRKVAVLGASGGIGQPLSLLMKLNPKVTELRLYDIRLAPGVAADL 
              20        30        40        50        60        70  
 
              40        50        60        70        80            
AAD-12 -----PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL            
            :.. .. ..  ::: :: :                                     
gi|458 SHINTPAVTSGYAQDDLEGAVDGAEIVLIPAGMPRKPGMTRDDLFNSNASIVRDLAKVVA 
              80        90       100       110       120       130  
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 18.3 E():   70 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (54-77:70-93) 
 
            30        40        50        60        70        80    
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL    
                                     :  .:  ..   : :.    : ..       
gi|283 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
      40        50        60        70        80        90          
 
gi|283 CGPVGAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
     100       110       120       130       140       150          
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.1  bits: 19.7 E():   70 
Smith-Waterman score: 46; 22.4% identity (57.1% similar) in 49 aa overlap (22-66:15-63) 
 
               10        20        30        40        50           
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV----DWAC 
                            :. : :. . :  : : ..:...... .. .    : .  
gi|601        MRGALAGLSLATLATASPVLVNSIHNDAAPIISASNAKEIADNYMIKFKDHVT 
                      10        20        30        40        50    
 
         60        70        80                                     
AAD-12 QAPRVHAHQWAAGDVVVWDNRCLL                                     
       :   .. : :                                                   
gi|601 QNLAAEHHGWVQDLHEKTQVAKTELRKRSQSPMVDDIFNGLKHTYNIAGGLMGYAGHFDE 
            60        70        80        90       100       110    
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.1  bits: 18.3 E():   71 
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Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (31-47:27-40) 
 
               10        20        30        40        50        60 
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     ::   .:..:    :::              
gi|194     MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEA 
                   10        20        30           40        50    
 
               70        80                                         
AAD-12 VHAHQWAAGDVVVWDNRCLL                                         
                                                                    
gi|194 LTQYKCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVL 
            60        70        80        90       100       110    
 
>>gi|4235093|gb|AAD13106.1| beta-xylosidase [Aspergillus  (804 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 68.8  bits: 20.3 E():   73 
Smith-Waterman score: 48; 23.1% identity (50.0% similar) in 78 aa overlap (3-80:172-246) 
 
                                           10        20        30   
AAD-12                             IGYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                                     ::.:. :  .  .   ::  :: .   :.  
gi|423 LTTAALNRTLIHQIASIISTQGRAFNNAGRYGLDVYAPNINTFR--HPVWGRGQETPGED 
             150       160       170       180         190          
 
             40        50        60        70        80             
AAD-12 AHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL             
       . .. .. : :    ..:    .     . :...:. :.  : :.  :             
gi|423 V-SLAAVYAYEYITGIQGPDPDSNLKLAATAKHYAGYDIENWHNHSRLGNDMNITQQDLS 
     200        210       220       230       240       250         
 
gi|423 EYYTPQFHVAARDAKVHSVMCAYNAVDGVPACADSYFLQTLLRDTFGFVDHGYVSSDCDA 
      260       270       280       290       300       310         
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.7  bits: 19.4 E():   74 
Smith-Waterman score: 45; 38.9% identity (72.2% similar) in 18 aa overlap (30-47:241-258) 
 
                10        20        30        40        50          
AAD-12  IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                     :  .... :::.: :: .             
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDQTYDLNFKE 
              220       230       240       250       260       270 
 
      60        70        80                                        
AAD-12 RVHAHQWAAGDVVVWDNRCLL                                        
                                                                    
gi|144 ENNNGSQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 18.2 E():   77 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (54-77:87-110) 
 
            30        40        50        60        70        80    
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL    
                                     :  .:  ..   : :.    : ..       
gi|158 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
gi|158 CGPVGAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 18.2 E():   77 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (54-77:87-110) 
 
            30        40        50        60        70        80    
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL    
                                     :  .:  ..   : :.    : ..       
gi|123 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
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gi|123 CGPVGAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.4  bits: 19.1 E():   77 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (21-64:290-335) 
 
                         10        20          30        40         
AAD-12           IGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
       50        60        70        80                        
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL                        
        .. :   . :.:. :                                        
gi|124 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.4  bits: 19.1 E():   77 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (21-64:290-335) 
 
                         10        20          30        40         
AAD-12           IGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
       50        60        70        80                        
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL                        
        .. :   . :.:. :                                        
gi|124 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.4  bits: 19.1 E():   77 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (21-64:290-335) 
 
                         10        20          30        40         
AAD-12           IGYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
       50        60        70        80                        
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL                        
        .. :   . :.:. :                                        
gi|268 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|3243234|gb|AAC24001.1| isoflavone reductase related  (308 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 18.8 E():   77 
Smith-Waterman score: 43; 27.8% identity (55.6% similar) in 36 aa overlap (1-36:234-269) 
 
                                             10        20        30 
AAD-12                               IGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     ::  ..   .: . :.:   :.. :  .:  
gi|324 DPRTLNKVLYIRPPANTISFNELVSLWEKKIGKTLERIYVPEEQLLKNIQEAAVPLNVIL 
           210       220       230       240       250       260    
 
               40        50        60        70        80 
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL 
         .::.                                             
gi|324 SISHAVFVKGDHTNFEIEPSFGVEATALYPDVKYTTVDEYLNQFV      
           270       280       290       300              
 
>>gi|289064179|gb|ADC80503.1| non-specific lipid transfe  (118 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 67.9  bits: 17.4 E():   82 
Smith-Waterman score: 38; 66.7% identity (88.9% similar) in 9 aa overlap (33-41:81-89) 
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             10        20        30        40        50        60   
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     : ::::..:                      
gi|289 ASCCSGVRSLNAAAKTTPDRQAVCNCLKSAAGAIPGFNANNAGILPGKCGVSIPYKISTS 
               60        70        80        90       100       110 
 
             70        80 
AAD-12 AHQWAAGDVVVWDNRCLL 
                          
gi|289 TNCATIKF           
                          
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.9  bits: 17.1 E():   82 
Smith-Waterman score: 37; 38.9% identity (50.0% similar) in 18 aa overlap (37-54:25-42) 
 
         10        20        30        40        50        60       
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     ::   :: :   .:  .:             
gi|126       TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTKKGNLWEV 
                     10        20        30        40        50     
 
         70        80                              
AAD-12 AAGDVVVWDNRCLL                              
                                                   
gi|126 KSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
           60        70        80        90        
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 67.7  bits: 21.1 E():   84 
Smith-Waterman score: 52; 25.5% identity (52.9% similar) in 51 aa overlap (1-51:798-844) 
 
                                             10        20        30 
AAD-12                               IGYGMDTTATPLRPLVKVHPETGRPSLLIG 
                                     .:: .:. :.   :.. .. .  . :::.  
gi|203 GEKGDRNIRMNGGVVAGLYGKMKLMVKDHKMGYEYDAKAS-YTPMIDMNVQKQEHSLLV- 
       770       780       790       800        810       820       
 
               40        50        60        70        80           
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL           
            .  ::     :: ..:                                        
gi|203 --RFNMKDMDQHTVMRFKQSLREKRATGEEKDYENEITPDARSDRCFSFFLLDYCRKASH 
           830       840       850       860       870       880    
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 67.7  bits: 20.8 E():   84 
Smith-Waterman score: 50; 44.4% identity (63.0% similar) in 27 aa overlap (25-50:636-662) 
 
                     10        20        30         40        50    
AAD-12       IGYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVD 
                                     :: : : : : .:::  . ..:  :.:    
gi|278 SRGPSGPPGPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIG 
         610       620       630       640       650       660      
 
            60        70        80                                  
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLL                                  
                                                                    
gi|278 SPGRDGARGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAG 
         670       680       690       700       710       720      
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 67.5  bits: 13.8 E():   86 
Smith-Waterman score: 26; 50.0% identity (83.3% similar) in 6 aa overlap (25-30:1-6) 
 
               10        20        30        40        50        60 
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                               :.. ::                               
gi|250                         PTITIGGPEYR                          
                                       10                           
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>>gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia mutic  (284 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 67.3  bits: 18.5 E():   88 
Smith-Waterman score: 42; 36.8% identity (73.7% similar) in 19 aa overlap (31-49:63-80) 
 
               10        20        30        40        50        60 
AAD-12 IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     .:: ..  ..::: .:. :            
gi|219 EDSKAKIEEDLTSLQKKYTNLENEFDQVNEKHADSVAKLEAAE-KRLTETEDEIKGYTRK 
             40        50        60        70         80        90  
 
               70        80                                         
AAD-12 VHAHQWAAGDVVVWDNRCLL                                         
                                                                    
gi|219 IQLLEDDLERTQTKLDEATGKLEEATKSADESERGRKVLESRSLADDDRIDGLEKQVKDA 
             100       110       120       130       140       150  
 
>>gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betula p  (21 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 67.1  bits: 14.7 E():   90 
Smith-Waterman score: 29; 42.9% identity (50.0% similar) in 14 aa overlap (4-17:8-21) 
 
                   10        20        30        40        50       
AAD-12     IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC 
              :  :.  ::  : :                                        
gi|309 MRVFNYKGETTSLIPLARLFK                                        
               10        20                                         
 
>>gi|114152864|sp|Q01883.2|RAG1_ORYSJ RecName: Full=Seed  (163 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.6 E():   93 
Smith-Waterman score: 39; 41.7% identity (75.0% similar) in 12 aa overlap (67-78:68-79) 
 
         40        50        60        70        80                 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL                 
                                     .:.:  ::.. :                   
gi|114 QCRPGISYPTYSLPQCRTLVRRQCVGRGAASAADEQVWQDCCRQLAAVDDGWCRCGALDH 
        40        50        60        70        80        90        
 
gi|114 MLSGIYRELGATEAGHPMAEVFPGCRRGDLERAAASLPAFCNVDIPNGPGGVCYWLGYPR 
       100       110       120       130       140       150        
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.7  bits: 17.0 E():   96 
Smith-Waterman score: 37; 41.2% identity (58.8% similar) in 17 aa overlap (30-46:82-98) 
 
                10        20        30        40        50          
AAD-12  IGYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                     :  :.: :  . :: :.              
gi|215 NELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMGFGLFD 
              60        70        80        90       100       110  
 
      60        70        80 
AAD-12 RVHAHQWAAGDVVVWDNRCLL 
 
>>gi|1311510|gb|AAB36009.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  27 init1:  27 opt:  27  Z-score: 66.5  bits: 14.1 E():   97 
Smith-Waterman score: 27; 83.3% identity (83.3% similar) in 6 aa overlap (68-73:3-8) 
 
        40        50        60        70        80 
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL 
                                     :: :::        
gi|131                             APAGGVVVAAMPPPL 
                                           10      
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.3  bits: 17.9 E():   99 
Smith-Waterman score: 40; 38.5% identity (42.3% similar) in 26 aa overlap (2-27:60-85) 
 
                                            10        20        30  
AAD-12                              IGYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     :  :  :  :  : ::.   :  : :     
gi|613 CLEYSNVGFTDAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIA 
      30        40        50        60        70        80          
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              40        50        60        70        80            
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL            
                                                                    
gi|613 QRWANQCTFEHDACRNVERFAVGQNIAATSSSGKNKSTLSDMILLWYNEVKDFDNRWISS 
      90       100       110       120       130       140          
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:03:01 2011 done: Fri Jan 21 00:03:01 2011 
 Total Scan time:  0.060 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 184  - 263 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     1     2:* 
  32     2     8:=* 
  34    19    22:=====* 
  36    20    44:=====     * 
  38    35    73:=========         * 
  40    65   102:=================        * 
  42   118   125:============================== * 
  44    99   138:=========================         * 
  46   186   140:==================================*============ 
  48   174   134:=================================*========== 
  50    99   122:=========================     * 
  52   126   108:==========================*===== 
  54    94    92:======================*= 
  56   107    77:===================*======= 
  58    75    63:===============*=== 
  60    54    51:============*= 
  62    36    41:========= * 
  64    28    33:======= * 
  66    16    26:====  * 
  68    33    20:====*==== 
  70    30    16:===*==== 
  72    15    12:==*= 
  74     8    10:==* 
  76    11     8:=*= 
  78     8     6:=* 
  80     8     5:=* 
  82     8     3:*= 
  84     2     3:* 
  86     2     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     2     0:=         *== 
 100     1     0:=         *= 
 102     0     0:          * 
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 104     0     0:          * 
 106     1     0:=         *= 
 108     0     0:          * 
 110     0     0:          * 
 112     1     0:=         *= 
 114     0     0:          * 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.98160.00297; mu= 4.2435 0.156 
 mean_var=30.3552 7.516, 0's: 2 Z-trim: 5  B-trim: 0 in 0/44 
 Lambda= 0.232787 
 Kolmogorov-Smirnov  statistic: 0.1030 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.050 
 
The best scores are:                                      opt bits E(1491) 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   73 28.8    0.11 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   64 26.1    0.26 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   66 26.5    0.56 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   56 23.4     1.2 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   56 23.4     1.7 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   56 23.4     1.7 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   52 22.1     2.9 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   56 23.1     5.8 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   54 22.5     6.7 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   53 22.2     7.1 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   51 21.6     8.5 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   53 22.2     9.5 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   52 21.8      11 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   53 22.1      12 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 17.2      12 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   48 20.7      12 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   49 21.0      12 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   49 21.0      12 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   49 21.0      12 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   53 22.1      13 
gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Gl ( 162)   47 20.3      15 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   46 20.0      15 
gi|212279|gb|AAA48944.1| lysozyme protein [Gallus  (  24)   37 17.4      16 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   51 21.5      17 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   49 20.9      17 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   46 20.0      17 
gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   46 20.0      17 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   50 21.2      17 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   50 21.2      17 
gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Sc ( 129)   45 19.7      18 
gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen ( 367)   50 21.2      19 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   47 20.3      20 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   53 22.0      20 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   45 19.7      21 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   47 20.3      21 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 19.1      23 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   52 21.7      26 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   52 21.7      26 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 21.7      26 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 17.0      28 
gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen ( 367)   48 20.5      29 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   48 20.5      29 
gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen ( 367)   48 20.5      29 
gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen ( 367)   48 20.5      29 
gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen ( 367)   48 20.5      29 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   42 18.7      30 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   42 18.7      30 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   49 20.8      30 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 17.0      31 
gi|29500897|emb|CAD87529.1| phl p5a allergen precu ( 284)   46 19.9      35 
gi|1092249|prf||2023228A major allergen Phl p Va   ( 285)   46 19.9      35 
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gi|2398757|emb|CAA50281.1| Major Pollen Allergen P ( 286)   46 19.9      35 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   50 21.0      35 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   48 20.4      36 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   42 18.7      39 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   40 18.1      40 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.7      41 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.7      43 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.7      43 
gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blom ( 130)   41 18.4      45 
gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=F ( 130)   41 18.4      45 
gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 ( 130)   41 18.4      45 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 16.3      45 
gi|2181180|emb|CAB06417.1| xylosidase [Aspergillus ( 804)   50 21.0      46 
gi|8843917|gb|AAF80164.1| pollen major allergen 1- ( 367)   46 19.8      47 
gi|19069497|emb|CAC37790.2| putative allergen Cup  ( 367)   46 19.8      47 
gi|8843921|gb|AAF80166.1| pollen major allergen 1- ( 367)   46 19.8      47 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   45 19.5      47 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   39 17.8      47 
gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]  ( 312)   45 19.5      49 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 16.3      50 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.3      52 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 20.1      53 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.7      54 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 19.2      54 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   41 18.3      54 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   45 19.5      55 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.7      56 
gi|99031759|pdb|2A0A|A Chain A, Solution Structure ( 131)   40 18.0      57 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.5      58 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.5      58 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 15.1      58 
gi|69552|pir||MEHB2 melittin, minor - honeybee     (  27)   32 15.7      59 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   44 19.2      59 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   43 18.9      60 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   40 18.0      60 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   40 18.0      60 
gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-t (  34)   33 16.0      61 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   44 19.2      62 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   40 18.0      63 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.5      64 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   40 18.0      64 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   40 18.0      64 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.5      64 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   31 15.4      64 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 18.3      65 
gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} (  20)   30 15.1      66 
gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Th (  20)   30 15.1      66 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 18.3      66 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 18.3      66 
gi|237769615|dbj|BAH59276.1| cochineal major aller ( 335)   44 19.2      66 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   40 18.0      67 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   41 18.3      68 
gi|4587985|gb|AAD25927.1|AF084828_1 major allergen ( 342)   44 19.2      68 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   46 19.7      69 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 18.3      69 
gi|21725618|emb|CAD38390.1| unnamed protein produc ( 287)   43 18.9      70 
gi|21725630|emb|CAD38396.1| unnamed protein produc ( 287)   43 18.9      70 
gi|21725616|emb|CAD38389.1| unnamed protein produc ( 287)   43 18.9      70 
gi|21725606|emb|CAD38384.1| unnamed protein produc ( 287)   43 18.9      70 
gi|21725614|emb|CAD38388.1| unnamed protein produc ( 287)   43 18.9      70 
gi|21725624|emb|CAD38393.1| unnamed protein produc ( 287)   43 18.9      70 
gi|21725628|emb|CAD38395.1| unnamed protein produc ( 287)   43 18.9      70 
gi|21725632|emb|CAD38397.1| unnamed protein produc ( 287)   43 18.9      70 
gi|21725626|emb|CAD38394.1| unnamed protein produc ( 287)   43 18.9      70 
gi|21725610|emb|CAD38386.1| unnamed protein produc ( 287)   43 18.9      70 
gi|21725612|emb|CAD38387.1| unnamed protein produc ( 287)   43 18.9      70 
gi|21725620|emb|CAD38391.1| unnamed protein produc ( 287)   43 18.9      70 
gi|21725622|emb|CAD38392.1| unnamed protein produc ( 287)   43 18.9      70 
gi|21725608|emb|CAD38385.1| unnamed protein produc ( 287)   43 18.9      70 
gi|4235093|gb|AAD13106.1| beta-xylosidase [Aspergi ( 804)   48 20.3      72 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.4      73 
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gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   41 18.3      75 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   41 18.3      75 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   44 19.1      75 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   44 19.1      75 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   44 19.1      75 
gi|3309039|gb|AAC25994.1| group V allergen Phl p 5 ( 312)   43 18.8      77 
gi|289064179|gb|ADC80503.1| non-specific lipid tra ( 118)   38 17.4      80 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   37 17.1      80 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   51 21.1      83 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   26 13.9      83 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 20.9      83 
gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia m ( 284)   42 18.5      87 
gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betu (  21)   29 14.8      87 
gi|114152864|sp|Q01883.2|RAG1_ORYSJ RecName: Full= ( 163)   39 17.7      91 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   37 17.1      93 
gi|1311510|gb|AAB36009.1| mAb 8C7-reactive major a (  15)   27 14.2      94 
gi|30313867|gb|AAO38859.1| 11S globulin [Bertholle ( 465)   44 19.1      96 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   40 17.9      97 
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  73 init1:  73 opt:  73  Z-score: 119.8  bits: 28.8 E(): 0.11 
Smith-Waterman score: 73; 35.5% identity (54.8% similar) in 31 aa overlap (38-68:246-276) 
 
        10        20        30        40        50        60        
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:: :   . :     .: . 
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
 
        70        80                                                
AAD-12 GDVVVWDNRCLLH                                                
       :                                                            
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 113.1  bits: 26.1 E(): 0.26 
Smith-Waterman score: 64; 32.8% identity (50.8% similar) in 61 aa overlap (18-74:79-133) 
 
                            10        20          30          40    
AAD-12              GYGMDTTATPLRPLVKVHPETGRPSL--LIGRHA--HAIPGMDAAES 
                                     .::. ::.:  ::   :  :   :.. :.  
gi|121 DLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPEN-RPALKTLIDGLASSHKARGIEKAQF 
       50        60        70        80         90       100        
 
            50        60        70        80             
AAD-12 ERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH             
       :.:  .:::.       :  .:      .::                   
gi|121 EEFRASLVDYLS-----HHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
       110            120       130       140       150  
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  66 init1:  66 opt:  66  Z-score: 107.1  bits: 26.5 E(): 0.56 
Smith-Waterman score: 66; 32.3% identity (54.8% similar) in 31 aa overlap (38-68:247-277) 
 
        10        20        30        40        50        60        
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:  :   . :.    .: . 
gi|232 APDIKTPKEALDLIMDAIDKAGYKGKVGIAMDVASSEFYKDGKYDLDFKNPESDPSKWLS 
        220       230       240       250       260       270       
 
        70        80                                                
AAD-12 GDVVVWDNRCLLH                                                
       :                                                            
gi|232 GPQLADLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKT 
        280       290       300       310       320       330       
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 101.0  bits: 23.4 E():  1.2 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (49-65:68-86) 
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       20        30        40        50          60        70       
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|219 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
         80               
AAD-12 CLLH               
                          
gi|219 SFDSDRSGLLLKQKVSDE 
       100       110      
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 98.2  bits: 23.4 E():  1.7 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (49-65:68-86) 
 
       20        30        40        50          60        70       
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|184 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
         80                                                         
AAD-12 CLLH                                                         
                                                                    
gi|184 SFDSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 98.2  bits: 23.4 E():  1.7 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (49-65:68-86) 
 
       20        30        40        50          60        70       
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|456 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNF 
        40        50        60        70        80        90        
 
         80                                                         
AAD-12 CLLH                                                         
                                                                    
gi|456 SFGSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  47 init1:  47 opt:  52  Z-score: 94.2  bits: 22.1 E():  2.9 
Smith-Waterman score: 52; 26.5% identity (50.0% similar) in 68 aa overlap (3-69:19-84) 
 
                               10        20        30        40     
AAD-12                 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
                         :.: ::  :. :.:.        .     :.:. : :.  .. 
gi|135 MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDV--KD 
               10        20        30        40        50           
 
            50        60        70        80                
AAD-12 RFLE-GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH                
        .:. :    :   :..   .: :.:                           
gi|135 LLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD 
       60        70        80        90       100       110 
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 88.7  bits: 23.1 E():  5.8 
Smith-Waterman score: 56; 27.0% identity (55.6% similar) in 63 aa overlap (9-63:46-108) 
 
                                     10           20          30    
AAD-12                       GYGMDTTATPLRPL---VKVHPETGRPSLL--IGRH-- 
                                     :::::    ...: ....:  :  .: .   
gi|253 IEEPEMIAPTPPGQFPHQQPISSPNRTSRNTPLRPESTEIETHHHANHPPALPVLGMQLP 
          20        30        40        50        60        70      
 
               40        50        60        70        80           
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AAD-12 -AHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH           
          ..:  . :.:.  :.  .:   .::   .:                            
gi|253 VPGTVPESSRAQSRASLNLDIDLDLHAPSHPSHLSHGAPHEQEHAHEIQRHRAHSAQSSA 
          80        90       100       110       120       130      
 
gi|253 GLPPTGFASHLPPASSGPVSLGWNMYHVPPNLHLNANQFNFEVPGHMNVSGHPTHLEHSS 
         140       150       160       170       180       190      
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  50 init1:  50 opt:  54  Z-score: 87.6  bits: 22.5 E():  6.7 
Smith-Waterman score: 54; 30.0% identity (54.0% similar) in 50 aa overlap (1-48:29-73) 
 
                                           10        20         30  
AAD-12                             GYGMDTTATPLRPLVKVHPET-GRPSLLIGRH 
                                   ::.  : :::  : . . : : . :.       
gi|249 MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPAT----- 
               10        20        30        40        50           
 
               40        50        60        70        80           
AAD-12 AHAIP-GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH           
         :.: :  ..: ....:                                           
gi|249 PAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGLA 
          60        70        80        90       100       110      
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 87.2  bits: 22.2 E():  7.1 
Smith-Waterman score: 53; 43.8% identity (62.5% similar) in 16 aa overlap (49-64:27-42) 
 
       20        30        40        50        60        70         
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     : :.:  : : .. ::               
gi|170     MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQ 
                   10        20        30        40        50       
 
       80                                                           
AAD-12 LH                                                           
                                                                    
gi|170 QTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQP 
         60        70        80        90       100       110       
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 85.8  bits: 21.6 E():  8.5 
Smith-Waterman score: 51; 20.3% identity (50.0% similar) in 74 aa overlap (2-75:81-154) 
 
                                            10        20        30  
AAD-12                              GYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                                     :: . . .   :  :   :  . .:. .   
gi|383 PHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEEEEDLFASDS 
               60        70        80        90       100       110 
 
              40        50        60        70        80            
AAD-12 AHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH            
           :.. : ... . :     : ..:.  :.. .. .:  ::.                 
gi|383 EDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEELEANVRAIEM 
              120       130       140       150       160       170 
 
gi|383 DGLVWGASKFVAVGFGIKKLQINLVVEDEKVSTDELQAQIEEDEDHVQSTDVAAMQKL 
              180       190       200       210       220         
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  53  Z-score: 84.9  bits: 22.2 E():  9.5 
Smith-Waterman score: 53; 27.0% identity (55.6% similar) in 63 aa overlap (16-75:119-178) 
 
                              10        20        30         40     
AAD-12                GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESE 
                                     .::  .: : :..   .:.:  :..    . 
gi|908 LWIIFSKNLNIKLNMPLYIAGNKTIDGRGAEVHIGNGGPCLFMRTVSHVILHGLNIHGCN 
       90       100       110       120       130       140         
 
             50        60        70        80                       
AAD-12 RFLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLH                       
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         . :  :.. :  .  :::..   ::...  :                            
gi|908 TSVSGNVLISEASGVVPVHAQD---GDAITMRNVTDVWIDHNSLSDSSDGLVDVTLASTG 
      150       160       170          180       190       200      
 
gi|908 VTISNNHFFNHHKVMLLGHSDIYSDDKSMKVTVAFNQFGPNAGQRMPRARYGLIHVANNN 
         210       220       230       240       250       260      
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.9  bits: 21.8 E():   11 
Smith-Waterman score: 52; 28.1% identity (59.4% similar) in 32 aa overlap (38-69:66-97) 
 
        10        20        30        40        50        60        
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     .:. . . : :: .. .   ::.  ::..  
gi|729 STLSLVTKADGKIDMTVDLISPVTKRASLKIDSKKYNLFHEGELSASIVNPRLSWHQYTK 
          40        50        60        70        80        90      
 
        70        80                                                
AAD-12 GDVVVWDNRCLLH                                                
        :                                                           
gi|729 RDSREYKSDVELSLRSSDIALKITMPDYNSKIHYSRQGDQINMDIDGTLIEGHAQGTIRE 
         100       110       120       130       140       150      
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 83.4  bits: 22.1 E():   12 
Smith-Waterman score: 53; 27.3% identity (54.5% similar) in 44 aa overlap (29-71:241-284) 
 
                 10        20        30        40         50        
AAD-12   GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF-LEGLVDWACQA 
                                     :  .... :::.: :: .  .   :   .  
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDKTYDLNFKE 
              220       230       240       250       260       270 
 
        60        70        80                                      
AAD-12 PRVHAHQWAAGDVVVWDNRCLLH                                      
          .. :  .:::.                                               
gi|144 ENNNGSQKISGDVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 83.2  bits: 17.2 E():   12 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (31-36:8-13) 
 
               10        20        30        40        50        60 
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::: .:                         
gi|131                        GPVGGVVHAHMMPLL                       
                                      10                            
 
               70        80 
AAD-12 HAHQWAAGDVVVWDNRCLLH 
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.0  bits: 20.7 E():   12 
Smith-Waterman score: 48; 25.6% identity (53.5% similar) in 43 aa overlap (2-44:23-65) 
 
                                    10        20        30          
AAD-12                      GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                             ...:  ..::  :.:   :. .    .     :::. : 
gi|344 MTGVKTHLQHELKRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPD 
               10        20        30        40        50        60 
 
      40        50        60        70        80                    
AAD-12 AAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH                    
         ..:                                                        
gi|344 EFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDS 
               70        80        90       100       110       120 
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 83.0  bits: 21.0 E():   12 
Smith-Waterman score: 49; 63.6% identity (90.9% similar) in 11 aa overlap (69-79:122-132) 
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       40        50        60        70        80                   
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH                   
                                     : :..::.:::                    
gi|162 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
gi|162 RKELAAVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200         
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 82.9  bits: 21.0 E():   12 
Smith-Waterman score: 49; 63.6% identity (90.9% similar) in 11 aa overlap (69-79:122-132) 
 
       40        50        60        70        80                   
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH                   
                                     : :..::.:::                    
gi|124 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
gi|124 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 82.9  bits: 21.0 E():   12 
Smith-Waterman score: 49; 63.6% identity (90.9% similar) in 11 aa overlap (69-79:122-132) 
 
       40        50        60        70        80                   
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH                   
                                     : :..::.:::                    
gi|209 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
gi|209 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 82.4  bits: 22.1 E():   13 
Smith-Waterman score: 53; 27.0% identity (56.8% similar) in 37 aa overlap (37-72:441-477) 
 
         10        20        30        40         50        60      
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG-LVDWACQAPRVHAHQW 
                                     :. :.    .. : :.:  : .  .:. .  
gi|505 YQIAFSRGNRAFIAINLQKNQQNLQQKLHTGLPAGTYCDIISGNLIDNKCTGKSIHVDKN 
              420       430       440       450       460       470 
 
          70        80            
AAD-12 AAGDVVVWDNRCLLH            
       . .:: :                    
gi|505 GQADVYVGHDEFDAFVAYHIGARIVS 
              480       490       
 
>>gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Globin  (162 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 81.6  bits: 20.3 E():   15 
Smith-Waterman score: 47; 25.0% identity (63.6% similar) in 44 aa overlap (33-75:111-148) 
 
             10        20        30        40        50        60   
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                     :   :..::.  .:  .::..      ..: 
gi|121 VSFFTEVISLSGNQANLSAVYALVSKLGVDHKARGISAAQFGEFRTALVSY------LQA 
               90       100       110       120       130           
 
              70        80          
AAD-12 H-QWAAGDVVVWDNRCLLH          
       : .:. . ...:..               
gi|121 HVSWGDNVAAAWNHALDNTYAVALKSLE 
          140       150       160   
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 81.1  bits: 20.0 E():   15 
Smith-Waterman score: 46; 26.8% identity (58.5% similar) in 41 aa overlap (25-63:100-140) 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 6482



 

 

 
                     10        20        30         40        50    
AAD-12       GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
             60        70        80 
AAD-12 A-CQAPRVHAHQWAAGDVVVWDNRCLLH 
       . : . . : :                  
gi|100 GYCGSHHHHHH                  
     130       140                  
 
>>gi|212279|gb|AAA48944.1| lysozyme protein [Gallus gall  (24 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 80.7  bits: 17.4 E():   16 
Smith-Waterman score: 37; 57.1% identity (71.4% similar) in 7 aa overlap (71-77:5-11) 
 
               50        60        70        80           
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH           
                                     :.: : :              
gi|212                           MNAWVAWRNSCKGTDVQAWIRGCR 
                                         10        20     
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 80.4  bits: 21.5 E():   17 
Smith-Waterman score: 51; 28.3% identity (51.7% similar) in 60 aa overlap (3-57:2-60) 
 
               10        20        30             40        50      
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG-----MDAAESERFLEGLVDWAC 
         :. : : :.  :. .   .:   :  : ::.:::.     :    :.. ... . :   
gi|581  MGFITKAIPIV-LAALSTVNGARILEAGPHAEAIPNKYIVVMKREVSDEAFNAHTTWLS 
                10         20        30        40        50         
 
          60        70        80                                    
AAD-12 QAPRVHAHQWAAGDVVVWDNRCLLH                                    
       :.                                                           
gi|581 QSLNSRIMRRAGSSKPMAGMQDKYSLGGIFRAYSGEFDDAMIKDISSHDDVDFIEPDFVV 
       60        70        80        90       100       110         
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.3  bits: 20.9 E():   17 
Smith-Waterman score: 49; 43.8% identity (56.2% similar) in 16 aa overlap (49-64:8-23) 
 
       20        30        40        50        60        70         
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     : :.:  : :  . ::               
gi|106                        NIQVDPSGQVQWPQQQPFPQPHQPFSQQPQQTFPQPQ 
                                      10        20        30        
 
       80                                                           
AAD-12 LH                                                           
                                                                    
gi|106 QTFPHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQP 
        40        50        60        70        80        90        
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 80.2  bits: 20.0 E():   17 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (28-70:1-44) 
 
               10        20        30        40        50           
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQAPR 
                                  .: ..:..   ... .:... :.: :     :. 
gi|166                            MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPK 
                                          10        20        30    
 
      60        70        80                                        
AAD-12 VHAHQWAAGDVVVWDNRCLLH                                        
       .    . . ::                                                  
gi|166 AAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLE 
            40        50        60        70        80        90    
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>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 80.2  bits: 20.0 E():   17 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (28-70:1-44) 
 
               10        20        30        40        50           
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQAPR 
                                  .: ..:..   ... .:... :.: :     :. 
gi|215                            MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPK 
                                          10        20        30    
 
      60        70        80                                        
AAD-12 VHAHQWAAGDVVVWDNRCLLH                                        
       .    . . ::                                                  
gi|215 AAPGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLG 
            40        50        60        70        80        90    
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 80.2  bits: 21.2 E():   17 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (17-75:99-157) 
 
                             10        20        30         40      
AAD-12               GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
            50        60        70        80                        
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLH                        
        . :  ::. .  .  :::..   ::...  :                             
gi|908 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
      130       140          150       160       170       180      
 
gi|908 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
         190       200       210       220       230       240      
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 80.2  bits: 21.2 E():   17 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (17-75:100-158) 
 
                             10        20        30         40      
AAD-12               GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
            50        60        70        80                        
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLH                        
        . :  ::. .  .  :::..   ::...  :                             
gi|118 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     130       140       150          160       170       180       
 
gi|118 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        190       200       210       220       230       240       
 
>>gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Schist  (129 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 80.0  bits: 19.7 E():   18 
Smith-Waterman score: 45; 50.0% identity (87.5% similar) in 8 aa overlap (73-80:6-13) 
 
             50        60        70        80                       
AAD-12 SERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH                       
                                     :::.:. .                       
gi|298                          MSADSWDNHCVTYVANNKCLKNLCMTAIDGSHLGT 
                                        10        20        30      
 
gi|298 SNPDFRIPPELILQLKSILDGGLDTSIFFMGEKYIVLQHDSSCLVSRCGKKSLIFYATGK 
          40        50        60        70        80        90      
 
>>gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 79.7  bits: 21.2 E():   19 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (17-75:120-178) 
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                             10        20        30         40      
AAD-12               GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHSCNT 
      90       100       110       120       130       140          
 
            50        60        70        80                        
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLH                        
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLPDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 79.3  bits: 20.3 E():   20 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (32-69:156-194) 
 
              10        20        30        40        50        60  
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|833 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
         130       140       150       160       170       180      
 
               70        80      
AAD-12 HAHQWAAGDVVVWDNRCLLH      
       .. .:: ..                 
gi|833 NVINWAEAENRYIAGDKGGHPFMKL 
         190       200       210 
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 78.9  bits: 22.0 E():   20 
Smith-Waterman score: 53; 30.4% identity (73.9% similar) in 23 aa overlap (53-75:618-639) 
 
             30        40        50        60        70        80   
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH   
                                     : :. :.. : .:.. ..:: ..        
gi|581 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVVHNDFDFRLSV 
       590       600       610       620        630       640       
 
gi|581 AEGVGLFNVLQEKGVPSRFLNFPDETHWVTKPENSLVWHQQVLGWVNKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.9  bits: 19.7 E():   21 
Smith-Waterman score: 45; 71.4% identity (85.7% similar) in 7 aa overlap (71-77:127-133) 
 
               50        60        70        80            
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH            
                                     :.: :::               
gi|126 PCSALLSSDITASVNCAKKIVSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL 
        100       110       120       130       140        
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 78.8  bits: 20.3 E():   21 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (32-69:167-205) 
 
              10        20        30        40        50        60  
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|164 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
        140       150       160       170       180       190       
 
               70        80      
AAD-12 HAHQWAAGDVVVWDNRCLLH      
       .. .:: ..                 
gi|164 NVINWAEAENRYIAGDKGGHPFMKL 
        200       210       220  
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
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 initn:  43 init1:  43 opt:  43  Z-score: 77.9  bits: 19.1 E():   23 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (37-49:5-17) 
 
         10        20        30        40        50        60       
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA 
                                     :.:::: .  :.:                  
gi|208                           MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACG 
                                         10        20        30     
 
         70        80                                               
AAD-12 AGDVVVWDNRCLLH                                               
                                                                    
gi|208 LAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAGDVDGD 
           40        50        60        70        80        90     
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 77.1  bits: 21.7 E():   26 
Smith-Waterman score: 52; 26.1% identity (73.9% similar) in 23 aa overlap (53-75:618-639) 
 
             30        40        50        60        70        80   
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH   
                                     : :. :.. : .:.. ..:. ..        
gi|238 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVIHNDSDFRLSV 
       590       600       610       620        630       640       
 
gi|238 AEGVGLFNVLQEKGIPSRFLNFPDETHWVTKPENSLVWHQQVLGWINKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 77.1  bits: 21.7 E():   26 
Smith-Waterman score: 52; 26.1% identity (73.9% similar) in 23 aa overlap (53-75:618-639) 
 
             30        40        50        60        70        80   
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH   
                                     : :. :.. : .:.. ..:. ..        
gi|238 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVIHNDFDFRLSV 
       590       600       610       620        630       640       
 
gi|238 AEGVGLFNVLQEKGIPSRFLNFPDETHWVTKPENSLVWHQQVLGWINKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 77.1  bits: 21.7 E():   26 
Smith-Waterman score: 52; 26.1% identity (73.9% similar) in 23 aa overlap (53-75:618-639) 
 
             30        40        50        60        70        80   
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH   
                                     : :. :.. : .:.. ..:. ..        
gi|219 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVIHNDFDFRLSV 
       590       600       610       620        630       640       
 
gi|219 AEGVGLFNVLQEKGIPSRFLNFPDETHWVTKPENSLVWHQQVLGWINKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 76.3  bits: 17.0 E():   28 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (36-53:8-25) 
 
          10        20        30        40        50        60      
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :. ....:..   :             
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA      
                                      10        20        30        
 
          70        80 
AAD-12 AAGDVVVWDNRCLLH 
 
>>gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 76.0  bits: 20.5 E():   29 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (17-75:120-178) 
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                             10        20        30         40      
AAD-12               GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
            50        60        70        80                        
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLH                        
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGNVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 76.0  bits: 20.5 E():   29 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (17-75:120-178) 
 
                             10        20        30         40      
AAD-12               GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|151 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
            50        60        70        80                        
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLH                        
        . :  ::. .  .  :::..   ::...  :                             
gi|151 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|151 TISNNHFFNHHKVMLLGHDDTYDNDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 76.0  bits: 20.5 E():   29 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (17-75:120-178) 
 
                             10        20        30         40      
AAD-12               GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLEMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
            50        60        70        80                        
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLH                        
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 76.0  bits: 20.5 E():   29 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (17-75:120-178) 
 
                             10        20        30         40      
AAD-12               GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
            50        60        70        80                        
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLH                        
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGNVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
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>>gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 76.0  bits: 20.5 E():   29 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (17-75:120-178) 
 
                             10        20        30         40      
AAD-12               GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
            50        60        70        80                        
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLH                        
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.9  bits: 18.7 E():   30 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (31-68:20-57) 
 
               10        20        30        40        50        60 
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::  . . : :. :    :..:   .:  : 
gi|191            MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
               70        80                                         
AAD-12 HAHQWAAGDVVVWDNRCLLH                                         
          .  ::                                                     
gi|191 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.9  bits: 18.7 E():   30 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (31-68:20-57) 
 
               10        20        30        40        50        60 
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     ::  . . : :. :    :..:   .:  : 
gi|730            MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAV 
                          10        20        30        40          
 
               70        80                                         
AAD-12 HAHQWAAGDVVVWDNRCLLH                                         
          .  ::                                                     
gi|730 GEADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQ 
      50        60        70        80        90       100          
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 75.9  bits: 20.8 E():   30 
Smith-Waterman score: 49; 33.3% identity (46.7% similar) in 30 aa overlap (1-30:90-119) 
 
                                             10        20        30 
AAD-12                               GYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     : ::   . :  : .   :. :: .   :: 
gi|259 GVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGR 
      60        70        80        90       100       110          
 
               40        50        60        70        80           
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH           
                                                                    
gi|259 FQDRHQKIRRFRRGDIIAIPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLA 
     120       130       140       150       160       170          
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 75.5  bits: 17.0 E():   31 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (36-53:8-25) 
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          10        20        30        40        50        60      
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :. ....:..   :             
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK   
                                      10        20        30        
 
          70        80 
AAD-12 AAGDVVVWDNRCLLH 
 
>>gi|29500897|emb|CAD87529.1| phl p5a allergen precursor  (284 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.7  bits: 19.9 E():   35 
Smith-Waterman score: 46; 32.0% identity (56.0% similar) in 25 aa overlap (1-25:4-28) 
 
                  10        20        30        40        50        
AAD-12    GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
          :::  : :.:    . . :  ..:.                                 
gi|295 ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQKLIEKINAGFKAALAAAAGVPPAD 
               10        20        30        40        50        60 
 
>>gi|1092249|prf||2023228A major allergen Phl p Va        (285 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 74.7  bits: 19.9 E():   35 
Smith-Waterman score: 46; 31.2% identity (47.9% similar) in 48 aa overlap (1-48:4-43) 
 
                  10        20        30        40        50        
AAD-12    GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
          :::    :::  : .   : :  :.   :  :    :  ..: ....:          
gi|109 ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA---AGKATTEEQKLIEKINAGFKAA 
                  10        20          30           40        50   
 
        60        70        80                                      
AAD-12 PRVHAHQWAAGDVVVWDNRCLLH                                      
                                                                    
gi|109 LAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYK 
             60        70        80        90       100       110   
 
>>gi|2398757|emb|CAA50281.1| Major Pollen Allergen Phl p  (286 aa) 
 initn:  38 init1:  38 opt:  46  Z-score: 74.6  bits: 19.9 E():   35 
Smith-Waterman score: 46; 31.2% identity (47.9% similar) in 48 aa overlap (1-48:4-43) 
 
                  10        20        30        40        50        
AAD-12    GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQA 
          :::    :::  : .   : :  :.   :  :    :  ..: ....:          
gi|239 ADLGYG---PATPAAPAAGYTPAT--PAAPAGADA---AGKATTEEQKLIEKINAGFKAA 
                  10        20          30           40        50   
 
        60        70        80                                      
AAD-12 PRVHAHQWAAGDVVVWDNRCLLH                                      
                                                                    
gi|239 LAGAGVQPADKYRTFVATFGPASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYK 
             60        70        80        90       100       110   
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 74.6  bits: 21.0 E():   35 
Smith-Waterman score: 50; 29.4% identity (67.6% similar) in 34 aa overlap (4-36:598-629) 
 
                                          10         20        30   
AAD-12                            GYGMDTTATPLRPLVKVH-PETGRPSLLIGRHA 
                                     ....:.:.  ..:..  : : :. . :. : 
gi|729 TLTGAIDKTVAWIDENQTATKEEYEAEQKQLESVANPV--MMKIYGAEGGAPGGMPGQGA 
       570       580       590       600         610       620      
 
             40        50        60        70        80 
AAD-12 HAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH 
        : :                                             
gi|729 GAPPPGAGDDGPTVEEVD                               
         630       640                                  
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 74.4  bits: 20.4 E():   36 
Smith-Waterman score: 48; 20.9% identity (55.2% similar) in 67 aa overlap (13-79:2-63) 
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               10        20        30        40        50        60 
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                   :. :.: .    :.  .:   ..  .:.:    . ...:  . .. .  
gi|139            MPISKIHAR----SVYDSRGNPTVE-VDVATETGLHRAIVPSGASTGQH 
                              10        20         30        40     
 
               70        80                                         
AAD-12 HAHQWAAGDVVVWDNRCLLH                                         
       .::.   :: . : .. .:                                          
gi|139 EAHELRDGDKTQWGGKGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKS 
           50        60        70        80        90       100     
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 73.8  bits: 18.7 E():   39 
Smith-Waterman score: 42; 24.4% identity (56.1% similar) in 41 aa overlap (25-64:100-140) 
 
                     10        20        30         40        50    
AAD-12       GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
            60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLH 
       .  .   : :.                 
gi|100 GYYVGSHHHHHH                
     130       140                 
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.6  bits: 18.1 E():   40 
Smith-Waterman score: 40; 30.0% identity (50.0% similar) in 30 aa overlap (24-53:13-42) 
 
               10        20        30        40        50        60 
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                              :. :.    .. ::   :: :   .:  .:        
gi|144            VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKKG 
                          10        20        30        40          
 
               70        80                            
AAD-12 HAHQWAAGDVVVWDNRCLLH                            
                                                       
gi|144 NLWEVKSSKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
      50        60        70        80        90       
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 73.4  bits: 18.7 E():   41 
Smith-Waterman score: 42; 27.8% identity (66.7% similar) in 36 aa overlap (32-67:28-62) 
 
              10        20        30        40        50        60  
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     :.: :...: : ... .:  : .    ... 
gi|157    MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQA-EFRQLANGAPDKTEAEIEAQ 
                  10        20        30         40        50       
 
              70        80                                          
AAD-12 AHQWAAGDVVVWDNRCLLH                                          
        .::.:                                                       
gi|157 IEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPAAKAADARLSAIASNRA 
         60        70        80        90       100       110       
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (28-51:1-24) 
 
               10        20        30        40        50        60 
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                  .: ..:..   ... .:... :.:          
gi|892                            MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPK 
                                          10        20        30    
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               70        80                                         
AAD-12 HAHQWAAGDVVVWDNRCLLH                                         
                                                                    
gi|892 AAPGAYKSVEVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLG 
            40        50        60        70        80        90    
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.0  bits: 18.7 E():   43 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (28-51:1-24) 
 
               10        20        30        40        50        60 
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                  .: ..:..   ... .:... :.:          
gi|215                            MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPK 
                                          10        20        30    
 
               70        80                                         
AAD-12 HAHQWAAGDVVVWDNRCLLH                                         
                                                                    
gi|215 AATGAYKSVEVKGDGGAGTVRIITLPEGSPITTMTVRTDAVNKEALSYDSTVIDGDILLG 
            40        50        60        70        80        90    
 
>>gi|37958153|gb|AAP35071.1| Blo t 13 allergen [Blomia t  (130 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.7  bits: 18.4 E():   45 
Smith-Waterman score: 41; 35.3% identity (70.6% similar) in 17 aa overlap (1-17:25-41) 
 
                                       10        20        30       
AAD-12                         GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                               :. . :.:  :.: ..:                    
gi|379 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH                 
                                                                    
gi|379 IKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTATVGD 
               70        80        90       100       110       120 
 
>>gi|14423698|sp|Q17284.1|FABP_BLOTA RecName: Full=Fatty  (130 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.7  bits: 18.4 E():   45 
Smith-Waterman score: 41; 35.3% identity (70.6% similar) in 17 aa overlap (1-17:25-41) 
 
                                       10        20        30       
AAD-12                         GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                               :. . :.:  :.: ..:                    
gi|144 MPIEGKYKLEKSDNFDKFLDELGVGFMVKTAAKTLKPTLEVDVQGDTYVFRSLSTFKNTE 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH                 
                                                                    
gi|144 IKFKLGEEFEEDRADGKRVKTVVNKEGDNKFIQTQYGDKEVKIVRDFQGDDVVVTASVGD 
               70        80        90       100       110       120 
 
>>gi|121296500|gb|ABM53751.1| mite allergen Tyr p 13 [Ty  (130 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 72.7  bits: 18.4 E():   45 
Smith-Waterman score: 41; 35.3% identity (70.6% similar) in 17 aa overlap (1-17:25-41) 
 
                                       10        20        30       
AAD-12                         GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                               :. . :.:  :.: ..:                    
gi|121 MTIEGKYKLEKSENFDAFLDKLGVGFMVKTAAKTLKPTLEVEVAGDTYTLRSLSTFKNTE 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH                 
                                                                    
gi|121 IKFKLGEEFEEDRADGKKVKTVVNKEGDNKLVQTQFGDKEVKIIREFNGDDVVVTASVDG 
               70        80        90       100       110       120 
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
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 initn:  34 init1:  34 opt:  34  Z-score: 72.7  bits: 16.3 E():   45 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (36-53:8-25) 
 
          10        20        30        40        50        60      
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :  ....:..   :             
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA      
                                      10        20        30        
 
          70        80 
AAD-12 AAGDVVVWDNRCLLH 
 
>>gi|2181180|emb|CAB06417.1| xylosidase [Aspergillus nig  (804 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 72.6  bits: 21.0 E():   46 
Smith-Waterman score: 50; 23.1% identity (50.0% similar) in 78 aa overlap (2-79:172-246) 
 
                                            10        20        30  
AAD-12                              GYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                                     ::.:. :  .  .   ::  :: .   :.  
gi|218 LTTAALNRTLIHQIASIISTQGRAFNNAGRYGLDVYAPNINTFR--HPVWGRGQETPGED 
             150       160       170       180         190          
 
              40        50        60        70        80            
AAD-12 AHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH            
       . .. .. : :    ..:    .     . :...:. :.  : :.  :             
gi|218 V-SLAAVYAYEYITGIQGPDPESNLKLAATAKHYAGYDIENWHNHSRLGNDMNITQQDLS 
     200        210       220       230       240       250         
 
gi|218 EYYTPQFHVAARDAKVQSVMCAYNAVNGVPACADSYFLQTLLRDTFGFVDHGYVSSDCDA 
      260       270       280       290       300       310         
 
>>gi|8843917|gb|AAF80164.1| pollen major allergen 1-2 [J  (367 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 72.4  bits: 19.8 E():   47 
Smith-Waterman score: 46; 27.4% identity (54.8% similar) in 62 aa overlap (17-75:120-178) 
 
                             10        20        30         40      
AAD-12               GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
            50        60        70        80                        
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLH                        
        . :  ::. .  .  :::..   ::...  :                             
gi|884 SVLGDVLVSESIGVVPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|884 TIFNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|19069497|emb|CAC37790.2| putative allergen Cup a 1   (367 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 72.4  bits: 19.8 E():   47 
Smith-Waterman score: 46; 27.4% identity (53.2% similar) in 62 aa overlap (17-75:120-178) 
 
                             10        20        30         40      
AAD-12               GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :..   .:.:  :.     .  
gi|190 WIIFSQNMNIKLQMPLYVAGYKTIDGRGADVHLGNGGPCLFMRTASHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
            50        60        70        80                        
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLH                        
        . :  ::. .  .  :::..   ::...  :                             
gi|190 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|190 TISNNHFFNHHKVMLLGHDDTYDDDISMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8843921|gb|AAF80166.1| pollen major allergen 1-1 [J  (367 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 72.4  bits: 19.8 E():   47 
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Smith-Waterman score: 46; 27.4% identity (54.8% similar) in 62 aa overlap (17-75:120-178) 
 
                             10        20        30         40      
AAD-12               GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
            50        60        70        80                        
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLH                        
        . :  ::. .  .  :::..   ::...  :                             
gi|884 SVLGDVLVSESIGVVPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|884 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 72.3  bits: 19.5 E():   47 
Smith-Waterman score: 45; 46.7% identity (80.0% similar) in 15 aa overlap (56-69:207-221) 
 
          30        40        50         60        70        80     
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAP-RVHAHQWAAGDVVVWDNRCLLH     
                                     :.: :..  .::.::                
gi|287 WTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAGGDPSNPKGTIEWAGGLT 
        180       190       200       210       220       230       
 
gi|287 DYSAGPYTMYVKSVRIENANPAESYTYSDNSGSWQSIKFDGSVDISSSSSVTSSTTSTAS 
        240       250       260       270       280       290       
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 72.3  bits: 17.8 E():   47 
Smith-Waterman score: 39; 22.7% identity (40.9% similar) in 22 aa overlap (52-73:45-66) 
 
              30        40        50        60        70        80  
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH  
                                     .:  .:  ..   : :     :         
gi|323 QYGYCGTTADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFC 
           20        30        40        50        60        70     
 
gi|323 GPAGPRCLRTNAAVTVR 
           80        90  
 
>>gi|398830|emb|CAA52753.1| Phlp5 [Phleum pratense]       (312 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 72.0  bits: 19.5 E():   49 
Smith-Waterman score: 45; 32.7% identity (51.0% similar) in 49 aa overlap (1-48:29-68) 
 
                                           10        20        30   
AAD-12                             GYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                   :::    :::  : .   : :  :.      : 
gi|398 MAVHQYTVALFLAVALVAGPAASYAADLGYG---PATPAAPAAGYTPAT--PAA----PA 
               10        20        30           40              50  
 
              40        50        60        70        80            
AAD-12 HAIP-GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH            
       .: : :  ..: ....:                                            
gi|398 EAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGAASNKAFAEGLSG 
              60        70        80        90       100       110  
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 71.9  bits: 16.3 E():   50 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (36-53:8-25) 
 
          10        20        30        40        50        60      
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :  ....:..   :             
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK   
                                      10        20        30        
 
          70        80 
AAD-12 AAGDVVVWDNRCLLH 
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>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.5  bits: 18.3 E():   52 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (7-14:34-41) 
 
                                       10        20        30       
AAD-12                         GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
         40        50        60        70        80                 
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH                 
                                                                    
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.4  bits: 20.1 E():   53 
Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (22-44:344-366) 
 
                        10        20        30        40        50  
AAD-12          GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
           320       330       340       350       360       370    
 
              60        70        80                                
AAD-12 DWACQAPRVHAHQWAAGDVVVWDNRCLLH                                
                                                                    
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 71.3  bits: 15.7 E():   54 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (7-13:5-11) 
 
               10        20        30        40        50        60 
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
             : .:.::                                                
gi|751   TKSQTHVPIRPNKLVLKVQKDRATN                                  
                 10        20                                       
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 71.2  bits: 19.2 E():   54 
Smith-Waterman score: 44; 27.8% identity (52.8% similar) in 36 aa overlap (8-43:64-96) 
 
                                      10        20        30        
AAD-12                        GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                                     :  .. .  . :.  ::   . . :  .:  
gi|481 AGKATTEEQKLIEDINVGFKAAVAARQRPAADKFKTFEAASPRHPRP---LRQGAGLVPK 
            40        50        60        70        80           90 
 
        40        50        60        70        80                  
AAD-12 MDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH                  
       .::: :                                                       
gi|481 LDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGE 
              100       110       120       130       140       150 
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.2  bits: 18.3 E():   54 
Smith-Waterman score: 41; 20.8% identity (79.2% similar) in 24 aa overlap (28-51:1-24) 
 
               10        20        30        40        50        60 
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                  .: ..:..   ... .:....:.:          
gi|134                            MGVQTHVLELTSSVSAEKIFQGFVIDVDTVLPK 
                                          10        20        30    
 
               70        80                                         
AAD-12 HAHQWAAGDVVVWDNRCLLH                                         
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gi|134 AAPGAYKSVEIKGDGGPGTLKIITLPDGGPITTMTLRIDGVNKEALTFDYSVIDGDILLG 
            40        50        60        70        80        90    
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.1  bits: 19.5 E():   55 
Smith-Waterman score: 45; 28.6% identity (51.4% similar) in 35 aa overlap (31-65:258-291) 
 
               10        20        30        40        50        60 
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     :...:    .  : :  .  : :. :  :. 
gi|510 IGENIIGHLLIVFDGGKSQPACSWYDVPCSHSESIVYATGMVSGRCQHLAVPWTAQQ-RI 
       230       240       250       260       270       280        
 
               70        80                                         
AAD-12 HAHQWAAGDVVVWDNRCLLH                                         
       .  ::                                                        
gi|510 NPIQWKFWRVFTSNIPAYPTSDTTNCVVLNTNVFKNDNTFEGEYHAFPDCARNLFKCRQQ 
        290       300       310       320       330       340       
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.9  bits: 15.7 E():   56 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (19-29:10-20) 
 
               10        20        30        40        50        60 
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                         :.:  :..: :                                
gi|147          AKITFTNNXPNTVWPGILTGFGQKPQ                          
                        10        20                                
 
>>gi|99031759|pdb|2A0A|A Chain A, Solution Structure Of   (131 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.8  bits: 18.0 E():   57 
Smith-Waterman score: 40; 35.0% identity (60.0% similar) in 20 aa overlap (1-20:26-45) 
 
                                        10        20        30      
AAD-12                          GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                                :. . :.:  :.:  .:  :                
gi|990 MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH                
                                                                    
gi|990 EAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVVVTASCD 
               70        80        90       100       110       120 
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.7  bits: 19.5 E():   58 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (21-37:225-240) 
 
                         10        20        30        40        50 
AAD-12           GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
               60        70        80                               
AAD-12 VDWACQAPRVHAHQWAAGDVVVWDNRCLLH                               
                                                                    
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.7  bits: 19.5 E():   58 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (21-37:225-240) 
 
                         10        20        30        40        50 
AAD-12           GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 6495



 

 

 
               60        70        80                               
AAD-12 VDWACQAPRVHAHQWAAGDVVVWDNRCLLH                               
                                                                    
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 70.6  bits: 15.1 E():   58 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (4-11:10-17) 
 
                     10        20        30        40        50     
AAD-12       GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
                :.:  :::                                            
gi|244 IGNEDCTPWMSTLITPLP                                           
               10                                                   
 
>>gi|69552|pir||MEHB2 melittin, minor - honeybee          (27 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.6  bits: 15.7 E():   59 
Smith-Waterman score: 32; 30.8% identity (61.5% similar) in 13 aa overlap (47-59:13-25) 
 
         20        30        40        50        60        70       
AAD-12 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  .  :                  
gi|695                   GIGAVLKVLTTGLPALISWISRKKRQQ                
                                 10        20                       
 
         80 
AAD-12 CLLH 
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 70.6  bits: 19.2 E():   59 
Smith-Waterman score: 44; 47.4% identity (63.2% similar) in 19 aa overlap (42-57:72-90) 
 
              20        30        40        50           60         
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW---ACQAPRVHAHQWAAG 
                                     :.. ::   :::   ::.:            
gi|144 TISKQVVFLIHGFLSTGNNENFVAMSKALIEKDDFLVISVDWKKGACNAFASTKDALGYS 
              50        60        70        80        90       100  
 
       70        80                                                 
AAD-12 DVVVWDNRCLLH                                                 
                                                                    
gi|144 KAVGNTRHVGKFVADFTKLLVEKYKVLISNIRLIGHSLGAHTSGFAGKEVQKLKLGKYKE 
             110       120       130       140       150       160  
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.4  bits: 18.9 E():   60 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (51-64:29-42) 
 
               30        40        50        60        70        80 
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH 
                                     :.:  : :  . ::                 
gi|170   MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQT 
                 10        20        30        40        50         
 
gi|170 FPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQ 
       60        70        80        90       100       110         
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 70.3  bits: 18.0 E():   60 
Smith-Waterman score: 40; 25.7% identity (60.0% similar) in 35 aa overlap (25-58:100-134) 
 
                     10        20        30         40        50    
AAD-12       GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|105 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
            60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLH 
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       .  .:                       
gi|105 GYWVPSSNS                   
     130                           
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.3  bits: 18.0 E():   60 
Smith-Waterman score: 40; 37.5% identity (75.0% similar) in 16 aa overlap (8-23:20-35) 
 
                           10        20        30        40         
AAD-12             GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
                          :.  : .:.:. ..::                          
gi|244 MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQSCQRQFEEQQRFRNCQRYVKQEV 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH                             
                                                                    
gi|244 QRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASEL 
               70        80        90       100       110       120 
 
>>gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-termi  (34 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 70.3  bits: 16.0 E():   61 
Smith-Waterman score: 33; 25.0% identity (58.3% similar) in 24 aa overlap (36-59:8-31) 
 
          10        20        30        40        50        60      
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     : . :.   ..::. . .  . ::       
gi|691                        AIGDKPGPKITATYXXKWLEAKATFYGSNPRGAA    
                                      10        20        30        
 
          70        80 
AAD-12 AAGDVVVWDNRCLLH 
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.1  bits: 19.2 E():   62 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (20-63:254-299) 
 
                          10        20          30        40        
AAD-12            GYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
        50        60        70        80 
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH 
        .. :   . :.:. :                  
gi|261 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFS 
           290       300       310       
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 43; 25.9% identity (46.3% similar) in 54 aa overlap (23-68:88-141) 
 
                       10        20        30               40      
AAD-12         GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-------IPGMDAAESER 
                                     :   .:::..:        .::     ..  
gi|189 AGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRD 
        60        70        80        90       100       110        
 
          50         60        70        80 
AAD-12 FLEGLVDWA-CQAPRVHAHQWAAGDVVVWDNRCLLH 
       : . ::  . :..  ::   .  :             
gi|189 FAKVLVTPGQCNVLTVHNAPYCLGLDI          
       120       130       140              
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.9  bits: 19.5 E():   64 
Smith-Waterman score: 45; 46.7% identity (80.0% similar) in 15 aa overlap (56-69:197-211) 
 
          30        40        50         60        70        80     
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAP-RVHAHQWAAGDVVVWDNRCLLH     
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                                     :.: :..  .::.::                
gi|855 WTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAGGDPSNPKGTIEWAGGLT 
        170       180       190       200       210       220       
 
gi|855 DYSAGPYTMYVKSVRIENANPAESYTYSDNSGSWQSIKFDGSVDISSSSSVTSSTTSTAS 
        230       240       250       260       270       280       
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.9  bits: 18.0 E():   64 
Smith-Waterman score: 40; 26.7% identity (60.0% similar) in 30 aa overlap (10-39:115-144) 
 
                                    10        20        30          
AAD-12                      GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::   .:. ...  ..:    :.: 
gi|217 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
      40        50        60        70        80 
AAD-12 AAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH 
                                                 
gi|217 I                                         
                                                 
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.9  bits: 18.0 E():   64 
Smith-Waterman score: 41; 26.0% identity (48.0% similar) in 50 aa overlap (27-68:93-142) 
 
                   10        20        30               40          
AAD-12     GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-------IPGMDAAESERFLEG 
                                     .:::..:        .::     .. : .  
gi|439 SSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKV 
             70        80        90       100       110       120   
 
      50         60        70        80 
AAD-12 LVDWA-CQAPRVHAHQWAAGDVVVWDNRCLLH 
       ::  . :..  ::   .  :             
gi|439 LVTPGQCNVLTVHNAPYCLGLDI          
            130       140               
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 69.9  bits: 19.5 E():   64 
Smith-Waterman score: 45; 26.8% identity (48.8% similar) in 41 aa overlap (45-79:172-212) 
 
           20        30        40        50        60               
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW------AAG 
                                     .  :: .  : .:   : :.       .:: 
gi|625 RGANVEITCGGLTIHNVCNVIIHNIHIHDIKVTEGGIIKATDAKPGHRHKSDGDGICVAG 
             150       160       170       180       190       200  
 
       70        80                                                 
AAD-12 DVVVWDNRCLLH                                                 
       .  .: ..: :                                                  
gi|625 SSKIWIDHCTLSHGPDGLIDVTLGSTAVTISNCKFSHHQKILLLGADNSHVDDKKMHVTV 
             210       220       230       240       250       260  
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 69.8  bits: 15.4 E():   64 
Smith-Waterman score: 32; 53.8% identity (61.5% similar) in 13 aa overlap (1-13:13-24) 
 
                           10        20        30        40         
AAD-12             GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
                   : :. : :::  :                                    
gi|751 DLGYAPATPAAPGAGY-TPATPAAP                                    
               10         20                                        
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.7  bits: 18.3 E():   65 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (30-46:17-30) 
 
               10        20        30        40        50        60 
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
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                                    ::   .:..:    :::               
gi|212              VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEAL 
                            10        20           30        40     
 
               70        80                                         
AAD-12 HAHQWAAGDVVVWDNRCLLH                                         
                                                                    
gi|212 TQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVL 
           50        60        70        80        90       100     
 
>>gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} [De  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 69.7  bits: 15.1 E():   66 
Smith-Waterman score: 30; 45.5% identity (72.7% similar) in 11 aa overlap (34-44:1-11) 
 
            10        20        30        40        50        60    
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                     :. :.::  .:                    
gi|404                               AVGGQDADLAEAPFQISLLK           
                                             10        20           
 
            70        80 
AAD-12 QWAAGDVVVWDNRCLLH 
 
>>gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Thauma  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 69.7  bits: 15.1 E():   66 
Smith-Waterman score: 30; 66.7% identity (83.3% similar) in 6 aa overlap (32-37:15-20) 
 
              10        20        30        40        50        60  
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     : :.::                         
gi|680                 ATFNFINNCPFTVWAAAVPG                         
                               10        20                         
 
              70        80 
AAD-12 AHQWAAGDVVVWDNRCLLH 
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.7  bits: 18.3 E():   66 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (30-46:18-31) 
 
               10        20        30        40        50        60 
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                    ::   .:..:    :::               
gi|144             AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEAL 
                           10        20           30        40      
 
               70        80                                         
AAD-12 HAHQWAAGDVVVWDNRCLLH                                         
                                                                    
gi|144 TQYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSVL 
          50        60        70        80        90       100      
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.7  bits: 18.3 E():   66 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (30-46:18-31) 
 
               10        20        30        40        50        60 
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                    ::   .:..:    :::               
gi|116             AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEAL 
                           10        20           30        40      
 
               70        80                                         
AAD-12 HAHQWAAGDVVVWDNRCLLH                                         
                                                                    
gi|116 TQYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVL 
          50        60        70        80        90       100      
 
>>gi|237769615|dbj|BAH59276.1| cochineal major allergen   (335 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 69.6  bits: 19.2 E():   66 
Smith-Waterman score: 44; 54.5% identity (81.8% similar) in 11 aa overlap (1-11:206-216) 
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                                             10        20        30 
AAD-12                               GYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     ::..: :: :.                    
gi|237 GFLHGAHIAGIAGKYISPLRISRISGLDPVGYNIDGTALPVLQNGDADFIDVIYTSIEYY 
         180       190       200       210       220       230      
 
               40        50        60        70        80           
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH           
                                                                    
gi|237 GTQRQIGDLSFYPDRGTHPQKQCPPDPNEWVCSALASIKYWRESITSPTAFSAIRCDNYV 
         240       250       260       270       280       290      
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 69.5  bits: 18.0 E():   67 
Smith-Waterman score: 46; 25.7% identity (48.6% similar) in 70 aa overlap (3-72:55-118) 
 
                                           10        20        30   
AAD-12                             GYGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :  .:.  . :. : :   :  .    ::: 
gi|160 DGPTTVTGNLSGLKPGLHGFHAHALGDTTNGCMSTGPHFNPVGKEHGAPGDEN----RHA 
           30        40        50        60        70            80 
 
             40        50        60        70        80             
AAD-12 HAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH             
         . .. ..:.     ..::   : : .  :.  .  :::                     
gi|160 GDLGNITVGEDGTAAINIVD--KQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGN 
               90       100         110       120       130         
 
gi|160 AGGRVACGIIGLQG 
      140       150   
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.4  bits: 18.3 E():   68 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (53-76:70-93) 
 
             30        40        50        60        70        80   
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH   
                                     :  .:  ..   : :.    : ..       
gi|283 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
      40        50        60        70        80        90          
 
gi|283 CGPVGAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
     100       110       120       130       140       150          
 
>>gi|4587985|gb|AAD25927.1|AF084828_1 major allergenic p  (342 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 69.4  bits: 19.2 E():   68 
Smith-Waterman score: 44; 27.8% identity (53.7% similar) in 54 aa overlap (10-54:42-95) 
 
                                    10        20        30          
AAD-12                      GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI---- 
                                     ::  :.:..:.. .  :   : : ..     
gi|458 RAPASARYFSQTAAANRKVAVLGASGGIGQPLSLLMKLNPKVTELRLYDIRLAPGVAADL 
              20        30        40        50        60        70  
 
               40        50        60        70        80           
AAD-12 -----PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH           
            :.. .. ..  ::: :: :                                     
gi|458 SHINTPAVTSGYAQDDLEGAVDGAEIVLIPAGMPRKPGMTRDDLFNSNASIVRDLAKVVA 
              80        90       100       110       120       130  
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.3  bits: 19.7 E():   69 
Smith-Waterman score: 46; 22.4% identity (57.1% similar) in 49 aa overlap (21-65:15-63) 
 
               10        20        30        40        50           
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV----DWACQ 
                           :. : :. . :  : : ..:...... .. .    : . : 
gi|601       MRGALAGLSLATLATASPVLVNSIHNDAAPIISASNAKEIADNYMIKFKDHVTQ 
                     10        20        30        40        50     
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         60        70        80                                     
AAD-12 APRVHAHQWAAGDVVVWDNRCLLH                                     
          .. : :                                                    
gi|601 NLAAEHHGWVQDLHEKTQVAKTELRKRSQSPMVDDIFNGLKHTYNIAGGLMGYAGHFDED 
           60        70        80        90       100       110     
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.3  bits: 18.3 E():   69 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (30-46:27-40) 
 
               10        20        30        40        50        60 
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                    ::   .:..:    :::               
gi|194    MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEAL 
                  10        20        30           40        50     
 
               70        80                                         
AAD-12 HAHQWAAGDVVVWDNRCLLH                                         
                                                                    
gi|194 TQYKCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLA 
           60        70        80        90       100       110     
 
>>gi|21725618|emb|CAD38390.1| unnamed protein product [P  (287 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.2  bits: 18.9 E():   70 
Smith-Waterman score: 43; 32.1% identity (53.6% similar) in 28 aa overlap (1-25:4-31) 
 
                  10           20        30        40        50     
AAD-12    GYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
          :::  : :.:     : . . :  ..:.                              
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAGVP 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 CQAPRVHAHQWAAGDVVVWDNRCLLH                                   
                                                                    
gi|217 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
               70        80        90       100       110       120 
 
>>gi|21725630|emb|CAD38396.1| unnamed protein product [P  (287 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.2  bits: 18.9 E():   70 
Smith-Waterman score: 43; 32.1% identity (53.6% similar) in 28 aa overlap (1-25:4-31) 
 
                  10           20        30        40        50     
AAD-12    GYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
          :::  : :.:     : . . :  ..:.                              
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAGVP 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 CQAPRVHAHQWAAGDVVVWDNRCLLH                                   
                                                                    
gi|217 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
               70        80        90       100       110       120 
 
>>gi|21725616|emb|CAD38389.1| unnamed protein product [P  (287 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.2  bits: 18.9 E():   70 
Smith-Waterman score: 43; 32.1% identity (53.6% similar) in 28 aa overlap (1-25:4-31) 
 
                  10           20        30        40        50     
AAD-12    GYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
          :::  : :.:     : . . :  ..:.                              
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAGVP 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 CQAPRVHAHQWAAGDVVVWDNRCLLH                                   
                                                                    
gi|217 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
               70        80        90       100       110       120 
 
>>gi|21725606|emb|CAD38384.1| unnamed protein product [P  (287 aa) 
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 initn:  38 init1:  38 opt:  43  Z-score: 69.2  bits: 18.9 E():   70 
Smith-Waterman score: 43; 32.1% identity (53.6% similar) in 28 aa overlap (1-25:4-31) 
 
                  10           20        30        40        50     
AAD-12    GYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
          :::  : :.:     : . . :  ..:.                              
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAGVP 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 CQAPRVHAHQWAAGDVVVWDNRCLLH                                   
                                                                    
gi|217 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
               70        80        90       100       110       120 
 
>>gi|21725614|emb|CAD38388.1| unnamed protein product [P  (287 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.2  bits: 18.9 E():   70 
Smith-Waterman score: 43; 32.1% identity (53.6% similar) in 28 aa overlap (1-25:4-31) 
 
                  10           20        30        40        50     
AAD-12    GYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
          :::  : :.:     : . . :  ..:.                              
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAGVP 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 CQAPRVHAHQWAAGDVVVWDNRCLLH                                   
                                                                    
gi|217 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
               70        80        90       100       110       120 
 
>>gi|21725624|emb|CAD38393.1| unnamed protein product [P  (287 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.2  bits: 18.9 E():   70 
Smith-Waterman score: 43; 32.1% identity (53.6% similar) in 28 aa overlap (1-25:4-31) 
 
                  10           20        30        40        50     
AAD-12    GYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
          :::  : :.:     : . . :  ..:.                              
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINAGFKAALAAAAGVP 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 CQAPRVHAHQWAAGDVVVWDNRCLLH                                   
                                                                    
gi|217 PADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
               70        80        90       100       110       120 
 
>>gi|21725628|emb|CAD38395.1| unnamed protein product [P  (287 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.2  bits: 18.9 E():   70 
Smith-Waterman score: 43; 32.1% identity (53.6% similar) in 28 aa overlap (1-25:4-31) 
 
                  10           20        30        40        50     
AAD-12    GYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
          :::  : :.:     : . . :  ..:.                              
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAGVP 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 CQAPRVHAHQWAAGDVVVWDNRCLLH                                   
                                                                    
gi|217 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
               70        80        90       100       110       120 
 
>>gi|21725632|emb|CAD38397.1| unnamed protein product [P  (287 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.2  bits: 18.9 E():   70 
Smith-Waterman score: 43; 32.1% identity (53.6% similar) in 28 aa overlap (1-25:4-31) 
 
                  10           20        30        40        50     
AAD-12    GYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
          :::  : :.:     : . . :  ..:.                              
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAGVP 
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               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 CQAPRVHAHQWAAGDVVVWDNRCLLH                                   
                                                                    
gi|217 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
               70        80        90       100       110       120 
 
>>gi|21725626|emb|CAD38394.1| unnamed protein product [P  (287 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.2  bits: 18.9 E():   70 
Smith-Waterman score: 43; 32.1% identity (53.6% similar) in 28 aa overlap (1-25:4-31) 
 
                  10           20        30        40        50     
AAD-12    GYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
          :::  : :.:     : . . :  ..:.                              
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAGVP 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 CQAPRVHAHQWAAGDVVVWDNRCLLH                                   
                                                                    
gi|217 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
               70        80        90       100       110       120 
 
>>gi|21725610|emb|CAD38386.1| unnamed protein product [P  (287 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.2  bits: 18.9 E():   70 
Smith-Waterman score: 43; 32.1% identity (53.6% similar) in 28 aa overlap (1-25:4-31) 
 
                  10           20        30        40        50     
AAD-12    GYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
          :::  : :.:     : . . :  ..:.                              
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAGVP 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 CQAPRVHAHQWAAGDVVVWDNRCLLH                                   
                                                                    
gi|217 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
               70        80        90       100       110       120 
 
>>gi|21725612|emb|CAD38387.1| unnamed protein product [P  (287 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.2  bits: 18.9 E():   70 
Smith-Waterman score: 43; 32.1% identity (53.6% similar) in 28 aa overlap (1-25:4-31) 
 
                  10           20        30        40        50     
AAD-12    GYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
          :::  : :.:     : . . :  ..:.                              
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAGVP 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 CQAPRVHAHQWAAGDVVVWDNRCLLH                                   
                                                                    
gi|217 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
               70        80        90       100       110       120 
 
>>gi|21725620|emb|CAD38391.1| unnamed protein product [P  (287 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.2  bits: 18.9 E():   70 
Smith-Waterman score: 43; 32.1% identity (53.6% similar) in 28 aa overlap (1-25:4-31) 
 
                  10           20        30        40        50     
AAD-12    GYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
          :::  : :.:     : . . :  ..:.                              
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKKNAGFKAALAAAAGVP 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 CQAPRVHAHQWAAGDVVVWDNRCLLH                                   
                                                                    
gi|217 PADKYRTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
               70        80        90       100       110       120 
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>>gi|21725622|emb|CAD38392.1| unnamed protein product [P  (287 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.2  bits: 18.9 E():   70 
Smith-Waterman score: 43; 32.1% identity (53.6% similar) in 28 aa overlap (1-25:4-31) 
 
                  10           20        30        40        50     
AAD-12    GYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
          :::  : :.:     : . . :  ..:.                              
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINAGFKAALAAAAGVP 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 CQAPRVHAHQWAAGDVVVWDNRCLLH                                   
                                                                    
gi|217 PADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
               70        80        90       100       110       120 
 
>>gi|21725608|emb|CAD38385.1| unnamed protein product [P  (287 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 69.2  bits: 18.9 E():   70 
Smith-Waterman score: 43; 32.1% identity (53.6% similar) in 28 aa overlap (1-25:4-31) 
 
                  10           20        30        40        50     
AAD-12    GYGMDTTATP---LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
          :::  : :.:     : . . :  ..:.                              
gi|217 ADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKATTEEQKLIEKINAGFKAALAAAAGVP 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 CQAPRVHAHQWAAGDVVVWDNRCLLH                                   
                                                                    
gi|217 PADKYNTFVATFGAASNKAFAEGLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATP 
               70        80        90       100       110       120 
 
>>gi|4235093|gb|AAD13106.1| beta-xylosidase [Aspergillus  (804 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 68.9  bits: 20.3 E():   72 
Smith-Waterman score: 48; 23.1% identity (50.0% similar) in 78 aa overlap (2-79:172-246) 
 
                                            10        20        30  
AAD-12                              GYGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                                     ::.:. :  .  .   ::  :: .   :.  
gi|423 LTTAALNRTLIHQIASIISTQGRAFNNAGRYGLDVYAPNINTFR--HPVWGRGQETPGED 
             150       160       170       180         190          
 
              40        50        60        70        80            
AAD-12 AHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH            
       . .. .. : :    ..:    .     . :...:. :.  : :.  :             
gi|423 V-SLAAVYAYEYITGIQGPDPDSNLKLAATAKHYAGYDIENWHNHSRLGNDMNITQQDLS 
     200        210       220       230       240       250         
 
gi|423 EYYTPQFHVAARDAKVHSVMCAYNAVDGVPACADSYFLQTLLRDTFGFVDHGYVSSDCDA 
      260       270       280       290       300       310         
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.8  bits: 19.4 E():   73 
Smith-Waterman score: 45; 38.9% identity (72.2% similar) in 18 aa overlap (29-46:241-258) 
 
                 10        20        30        40        50         
AAD-12   GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                     :  .... :::.: :: .             
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDQTYDLNFKE 
              220       230       240       250       260       270 
 
       60        70        80                                       
AAD-12 RVHAHQWAAGDVVVWDNRCLLH                                       
                                                                    
gi|144 ENNNGSQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.6  bits: 18.3 E():   75 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (53-76:87-110) 
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             30        40        50        60        70        80   
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH   
                                     :  .:  ..   : :.    : ..       
gi|158 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
gi|158 CGPVGAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.6  bits: 18.3 E():   75 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (53-76:87-110) 
 
             30        40        50        60        70        80   
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH   
                                     :  .:  ..   : :.    : ..       
gi|123 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
gi|123 CGPVGAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.6  bits: 19.1 E():   75 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (20-63:290-335) 
 
                          10        20          30        40        
AAD-12            GYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
        50        60        70        80                       
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH                       
        .. :   . :.:. :                                        
gi|124 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.6  bits: 19.1 E():   75 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (20-63:290-335) 
 
                          10        20          30        40        
AAD-12            GYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
        50        60        70        80                       
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH                       
        .. :   . :.:. :                                        
gi|124 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.6  bits: 19.1 E():   75 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (20-63:290-335) 
 
                          10        20          30        40        
AAD-12            GYGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
        50        60        70        80                       
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH                       
        .. :   . :.:. :                                        
gi|268 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
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>>gi|3309039|gb|AAC25994.1| group V allergen Phl p 5.010  (312 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 68.4  bits: 18.8 E():   77 
Smith-Waterman score: 43; 32.1% identity (53.6% similar) in 28 aa overlap (1-25:29-56) 
 
                                           10           20          
AAD-12                             GYGMDTTATP---LRPLVKVHPETGRPSLLIG 
                                   :::  : :.:     : . . :  ..:.     
gi|330 MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPAAPAGAEPAGKAT 
               10        20        30        40        50        60 
 
      30        40        50        60        70        80          
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH          
                                                                    
gi|330 TEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEGLSGEPKGAAESS 
               70        80        90       100       110       120 
 
>>gi|289064179|gb|ADC80503.1| non-specific lipid transfe  (118 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.1  bits: 17.4 E():   80 
Smith-Waterman score: 38; 66.7% identity (88.9% similar) in 9 aa overlap (32-40:81-89) 
 
              10        20        30        40        50        60  
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     : ::::..:                      
gi|289 ASCCSGVRSLNAAAKTTPDRQAVCNCLKSAAGAIPGFNANNAGILPGKCGVSIPYKISTS 
               60        70        80        90       100       110 
 
              70        80 
AAD-12 AHQWAAGDVVVWDNRCLLH 
                           
gi|289 TNCATIKF            
                           
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 68.1  bits: 17.1 E():   80 
Smith-Waterman score: 37; 38.9% identity (50.0% similar) in 18 aa overlap (36-53:25-42) 
 
          10        20        30        40        50        60      
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     ::   :: :   .:  .:             
gi|126       TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTKKGNLWEV 
                     10        20        30        40        50     
 
          70        80                             
AAD-12 AAGDVVVWDNRCLLH                             
                                                   
gi|126 KSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
           60        70        80        90        
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 67.8  bits: 21.1 E():   83 
Smith-Waterman score: 51; 28.1% identity (59.4% similar) in 32 aa overlap (38-69:1387-1418) 
 
        10        20        30        40        50        60        
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     .:. . . : :: .. .   ::.  ::..  
gi|203 STLSLVTKADGQIDMTVDLISPITKRASLKVDSKKYNLFHEGELSASLVNPRLSWHQYTK 
       1360      1370      1380      1390      1400      1410       
 
        70        80                                                
AAD-12 GDVVVWDNRCLLH                                                
        :                                                           
gi|203 RDSREYKTDVDLSLRSSDIAVKITMPDYNSKIHYSRQNDQISMDIDGTLIEGHAKGTIKE 
       1420      1430      1440      1450      1460      1470       
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 67.8  bits: 13.9 E():   83 
Smith-Waterman score: 26; 50.0% identity (83.3% similar) in 6 aa overlap (24-29:1-6) 
 
               10        20        30        40        50        60 
AAD-12 GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                              :.. ::                                
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gi|250                        PTITIGGPEYR                           
                                      10                            
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 67.8  bits: 20.9 E():   83 
Smith-Waterman score: 50; 44.4% identity (63.0% similar) in 27 aa overlap (24-49:636-662) 
 
                      10        20         30        40        50   
AAD-12        GYGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVD 
                                     :: : : : : .:::  . ..:  :.:    
gi|278 SRGPSGPPGPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIG 
         610       620       630       640       650       660      
 
             60        70        80                                 
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLH                                 
                                                                    
gi|278 SPGRDGARGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAG 
         670       680       690       700       710       720      
 
>>gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia mutic  (284 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 67.5  bits: 18.5 E():   87 
Smith-Waterman score: 42; 36.8% identity (73.7% similar) in 19 aa overlap (30-48:63-80) 
 
                10        20        30        40        50          
AAD-12  GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     .:: ..  ..::: .:. :            
gi|219 EDSKAKIEEDLTSLQKKYTNLENEFDQVNEKHADSVAKLEAAE-KRLTETEDEIKGYTRK 
             40        50        60        70         80        90  
 
      60        70        80                                        
AAD-12 VHAHQWAAGDVVVWDNRCLLH                                        
                                                                    
gi|219 IQLLEDDLERTQTKLDEATGKLEEATKSADESERGRKVLESRSLADDDRIDGLEKQVKDA 
             100       110       120       130       140       150  
 
>>gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betula p  (21 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 67.4  bits: 14.8 E():   87 
Smith-Waterman score: 29; 42.9% identity (50.0% similar) in 14 aa overlap (3-16:8-21) 
 
                    10        20        30        40        50      
AAD-12      GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC 
              :  :.  ::  : :                                        
gi|309 MRVFNYKGETTSLIPLARLFK                                        
               10        20                                         
 
>>gi|114152864|sp|Q01883.2|RAG1_ORYSJ RecName: Full=Seed  (163 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.0  bits: 17.7 E():   91 
Smith-Waterman score: 39; 41.7% identity (75.0% similar) in 12 aa overlap (66-77:68-79) 
 
          40        50        60        70        80                
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH                
                                     .:.:  ::.. :                   
gi|114 QCRPGISYPTYSLPQCRTLVRRQCVGRGAASAADEQVWQDCCRQLAAVDDGWCRCGALDH 
        40        50        60        70        80        90        
 
gi|114 MLSGIYRELGATEAGHPMAEVFPGCRRGDLERAAASLPAFCNVDIPNGPGGVCYWLGYPR 
       100       110       120       130       140       150        
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.9  bits: 17.1 E():   93 
Smith-Waterman score: 37; 41.2% identity (58.8% similar) in 17 aa overlap (29-45:82-98) 
 
                 10        20        30        40        50         
AAD-12   GYGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                     :  :.: :  . :: :.              
gi|215 NELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMGFGLFD 
              60        70        80        90       100       110  
 
       60        70        80 
AAD-12 RVHAHQWAAGDVVVWDNRCLLH 
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>>gi|1311510|gb|AAB36009.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  27 init1:  27 opt:  27  Z-score: 66.8  bits: 14.2 E():   94 
Smith-Waterman score: 27; 83.3% identity (83.3% similar) in 6 aa overlap (67-72:3-8) 
 
         40        50        60        70        80 
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH 
                                     :: :::         
gi|131                             APAGGVVVAAMPPPL  
                                           10       
 
>>gi|30313867|gb|AAO38859.1| 11S globulin [Bertholletia   (465 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 66.6  bits: 19.1 E():   96 
Smith-Waterman score: 44; 61.5% identity (76.9% similar) in 13 aa overlap (1-12:230-242) 
 
                                              10        20          
AAD-12                               GYGMDT-TATPLRPLVKVHPETGRPSLLIG 
                                     :.:::: ::  .:                  
gi|303 GERYGLRGGQQILADNVFKGFNMEALADVLGFGMDTETARKVRGEDDQRGHIVRVEQGLK 
     200       210       220       230       240       250          
 
      30        40        50        60        70        80          
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH          
                                                                    
gi|303 VIRPPRIREELEQQEGGGYNGLEETICSATFIQNIDNPAEADFYNPRAGRLTTVNSLKVP 
     260       270       280       290       300       310          
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.5  bits: 17.9 E():   97 
Smith-Waterman score: 40; 38.5% identity (42.3% similar) in 26 aa overlap (1-26:60-85) 
 
                                             10        20        30 
AAD-12                               GYGMDTTATPLRPLVKVHPETGRPSLLIGR 
                                     :  :  :  :  : ::.   :  : :     
gi|613 CLEYSNVGFTDAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIA 
      30        40        50        60        70        80          
 
               40        50        60        70        80           
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH           
                                                                    
gi|613 QRWANQCTFEHDACRNVERFAVGQNIAATSSSGKNKSTLSDMILLWYNEVKDFDNRWISS 
      90       100       110       120       130       140          
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:03:01 2011 done: Fri Jan 21 00:03:01 2011 
 Total Scan time:  0.050 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 185  - 264 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     1     0:= 
  30     2     2:* 
  32     4     8:==* 
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  34    22    22:=======* 
  36    24    44:========      * 
  38    30    73:==========              * 
  40    99   102:=================================* 
  42    96   125:================================         * 
  44   118   137:========================================     * 
  46   169   140:==============================================*========== 
  48   167   134:============================================*=========== 
  50   106   122:====================================    * 
  52   122   107:===================================*===== 
  54    78    92:==========================    * 
  56    99    77:=========================*======= 
  58    79    63:====================*====== 
  60    70    51:================*======= 
  62    40    41:=============* 
  64    37    33:==========*== 
  66    16    26:======  * 
  68    15    20:===== * 
  70    29    16:=====*==== 
  72    12    12:===* 
  74     7    10:===* 
  76     9     8:==* 
  78     6     6:=* 
  80    12     5:=*== 
  82     7     3:*== 
  84     2     3:* 
  86     2     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     2     0:=         *== 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     1     0:=         *= 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.62680.00292; mu= 6.1971 0.154 
 mean_var=28.8894 7.336, 0's: 2 Z-trim: 5  B-trim: 0 in 0/44 
 Lambda= 0.238619 
 Kolmogorov-Smirnov  statistic: 0.0786 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   73 29.2   0.083 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   64 26.3    0.22 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   66 26.8    0.44 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   56 23.6     1.1 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   56 23.5     1.5 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   56 23.5     1.5 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   52 22.2     2.7 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   56 23.4     4.9 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   53 22.4     6.2 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   51 21.8     7.6 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   53 22.4     8.2 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   52 22.0     9.4 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   53 22.4     9.9 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   49 21.1      11 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   53 22.3      11 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   48 20.8      11 
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gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   49 21.1      11 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   49 21.1      11 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 17.0      14 
gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Gl ( 162)   47 20.4      14 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   51 21.7      15 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   46 20.1      15 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   50 21.4      15 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   49 21.0      15 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   50 21.4      15 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   46 20.1      16 
gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   46 20.1      16 
gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen ( 367)   50 21.3      16 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   53 22.3      17 
gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Sc ( 129)   45 19.8      17 
gi|212279|gb|AAA48944.1| lysozyme protein [Gallus  (  24)   37 17.3      18 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   47 20.4      18 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   47 20.4      19 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   45 19.8      20 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   52 21.9      21 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 21.9      21 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   52 21.9      21 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 19.1      23 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   48 20.7      26 
gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen ( 367)   48 20.7      26 
gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen ( 367)   48 20.7      26 
gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen ( 367)   48 20.7      26 
gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen ( 367)   48 20.7      26 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   42 18.8      30 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   42 18.8      30 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   50 21.3      30 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 16.9      31 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   48 20.6      32 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 16.9      34 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   42 18.7      38 
gi|2181180|emb|CAB06417.1| xylosidase [Aspergillus ( 804)   50 21.2      38 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   46 20.0      39 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.7      40 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   40 18.1      40 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.7      42 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.7      42 
gi|8843917|gb|AAF80164.1| pollen major allergen 1- ( 367)   46 20.0      42 
gi|8843921|gb|AAF80166.1| pollen major allergen 1- ( 367)   46 20.0      42 
gi|19069497|emb|CAC37790.2| putative allergen Cup  ( 367)   46 20.0      42 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   45 19.7      43 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 20.3      46 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   39 17.8      48 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 16.2      50 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   45 19.6      50 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 19.3      50 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.4      51 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.6      53 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.6      53 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   41 18.4      53 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   44 19.3      54 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 16.2      55 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   43 19.0      56 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   44 19.3      57 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.6      58 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.6      58 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   45 19.6      58 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   40 18.1      59 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   40 18.1      59 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.6      61 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   46 19.9      61 
gi|4235093|gb|AAD13106.1| beta-xylosidase [Aspergi ( 804)   48 20.5      62 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   40 18.0      62 
gi|4587985|gb|AAD25927.1|AF084828_1 major allergen ( 342)   44 19.3      62 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   40 18.0      63 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   40 18.0      63 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 18.4      63 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.5      63 
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gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 18.4      63 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 18.4      63 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   41 18.4      65 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.6      65 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   40 18.0      66 
gi|69552|pir||MEHB2 melittin, minor - honeybee     (  27)   32 15.5      66 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 18.3      66 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   51 21.5      67 
gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-t (  34)   33 15.9      67 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 14.9      68 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.2      68 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   44 19.3      68 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   44 19.3      68 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   44 19.3      68 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   39 17.7      69 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   41 18.3      72 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   41 18.3      72 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   31 15.2      73 
gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} (  20)   30 14.9      76 
gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Th (  20)   30 14.9      76 
gi|289064179|gb|ADC80503.1| non-specific lipid tra ( 118)   38 17.4      80 
gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia m ( 284)   42 18.6      81 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   37 17.1      82 
gi|114152864|sp|Q01883.2|RAG1_ORYSJ RecName: Full= ( 163)   39 17.7      90 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   43 18.9      94 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   37 17.1      94 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   41 18.3      96 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   40 18.0      98 
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  73 init1:  73 opt:  73  Z-score: 121.9  bits: 29.2 E(): 0.083 
Smith-Waterman score: 73; 35.5% identity (54.8% similar) in 31 aa overlap (37-67:246-276) 
 
         10        20        30        40        50        60       
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:: :   . :     .: . 
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
 
         70        80                                               
AAD-12 GDVVVWDNRCLLHR                                               
       :                                                            
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 114.4  bits: 26.3 E(): 0.22 
Smith-Waterman score: 64; 32.8% identity (50.8% similar) in 61 aa overlap (17-73:79-133) 
 
                             10        20          30          40   
AAD-12               YGMDTTATPLRPLVKVHPETGRPSL--LIGRHA--HAIPGMDAAES 
                                     .::. ::.:  ::   :  :   :.. :.  
gi|121 DLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPEN-RPALKTLIDGLASSHKARGIEKAQF 
       50        60        70        80         90       100        
 
             50        60        70        80            
AAD-12 ERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR            
       :.:  .:::.       :  .:      .::                   
gi|121 EEFRASLVDYLS-----HHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
       110            120       130       140       150  
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  66 init1:  66 opt:  66  Z-score: 108.9  bits: 26.8 E(): 0.44 
Smith-Waterman score: 66; 32.3% identity (54.8% similar) in 31 aa overlap (37-67:247-277) 
 
         10        20        30        40        50        60       
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:  :   . :.    .: . 
gi|232 APDIKTPKEALDLIMDAIDKAGYKGKVGIAMDVASSEFYKDGKYDLDFKNPESDPSKWLS 
        220       230       240       250       260       270       
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         70        80                                               
AAD-12 GDVVVWDNRCLLHR                                               
       :                                                            
gi|232 GPQLADLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKT 
        280       290       300       310       320       330       
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 101.8  bits: 23.6 E():  1.1 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (48-64:68-86) 
 
        20        30        40        50          60        70      
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|219 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
          80              
AAD-12 CLLHR              
                          
gi|219 SFDSDRSGLLLKQKVSDE 
       100       110      
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 99.1  bits: 23.5 E():  1.5 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (48-64:68-86) 
 
        20        30        40        50          60        70      
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|184 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
          80                                                        
AAD-12 CLLHR                                                        
                                                                    
gi|184 SFDSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 99.1  bits: 23.5 E():  1.5 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (48-64:68-86) 
 
        20        30        40        50          60        70      
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|456 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNF 
        40        50        60        70        80        90        
 
          80                                                        
AAD-12 CLLHR                                                        
                                                                    
gi|456 SFGSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  47 init1:  47 opt:  52  Z-score: 94.8  bits: 22.2 E():  2.7 
Smith-Waterman score: 52; 26.5% identity (50.0% similar) in 68 aa overlap (2-68:19-84) 
 
                                10        20        30        40    
AAD-12                  YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
                         :.: ::  :. :.:.        .     :.:. : :.  .. 
gi|135 MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDV--KD 
               10        20        30        40        50           
 
             50        60        70        80               
AAD-12 RFLE-GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR               
        .:. :    :   :..   .: :.:                           
gi|135 LLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD 
       60        70        80        90       100       110 
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
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 initn:  37 init1:  37 opt:  56  Z-score: 90.1  bits: 23.4 E():  4.9 
Smith-Waterman score: 56; 27.0% identity (55.6% similar) in 63 aa overlap (8-62:46-108) 
 
                                      10           20          30   
AAD-12                        YGMDTTATPLRPL---VKVHPETGRPSLL--IGRH-- 
                                     :::::    ...: ....:  :  .: .   
gi|253 IEEPEMIAPTPPGQFPHQQPISSPNRTSRNTPLRPESTEIETHHHANHPPALPVLGMQLP 
          20        30        40        50        60        70      
 
                40        50        60        70        80          
AAD-12 -AHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR          
          ..:  . :.:.  :.  .:   .::   .:                            
gi|253 VPGTVPESSRAQSRASLNLDIDLDLHAPSHPSHLSHGAPHEQEHAHEIQRHRAHSAQSSA 
          80        90       100       110       120       130      
 
gi|253 GLPPTGFASHLPPASSGPVSLGWNMYHVPPNLHLNANQFNFEVPGHMNVSGHPTHLEHSS 
         140       150       160       170       180       190      
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 88.2  bits: 22.4 E():  6.2 
Smith-Waterman score: 53; 43.8% identity (62.5% similar) in 16 aa overlap (48-63:27-42) 
 
        20        30        40        50        60        70        
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     : :.:  : : .. ::               
gi|170     MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQ 
                   10        20        30        40        50       
 
        80                                                          
AAD-12 LHR                                                          
                                                                    
gi|170 QTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQP 
         60        70        80        90       100       110       
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.6  bits: 21.8 E():  7.6 
Smith-Waterman score: 51; 20.3% identity (50.0% similar) in 74 aa overlap (1-74:81-154) 
 
                                             10        20        30 
AAD-12                               YGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                                     :: . . .   :  :   :  . .:. .   
gi|383 PHVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEEEEDLFASDS 
               60        70        80        90       100       110 
 
               40        50        60        70        80           
AAD-12 AHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR           
           :.. : ... . :     : ..:.  :.. .. .:  ::.                 
gi|383 EDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEELEANVRAIEM 
              120       130       140       150       160       170 
 
gi|383 DGLVWGASKFVAVGFGIKKLQINLVVEDEKVSTDELQAQIEEDEDHVQSTDVAAMQKL 
              180       190       200       210       220         
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  53  Z-score: 86.1  bits: 22.4 E():  8.2 
Smith-Waterman score: 53; 27.0% identity (55.6% similar) in 63 aa overlap (15-74:119-178) 
 
                               10        20        30         40    
AAD-12                 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESE 
                                     .::  .: : :..   .:.:  :..    . 
gi|908 LWIIFSKNLNIKLNMPLYIAGNKTIDGRGAEVHIGNGGPCLFMRTVSHVILHGLNIHGCN 
       90       100       110       120       130       140         
 
              50        60        70        80                      
AAD-12 RFLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR                      
         . :  :.. :  .  :::..   ::...  :                            
gi|908 TSVSGNVLISEASGVVPVHAQD---GDAITMRNVTDVWIDHNSLSDSSDGLVDVTLASTG 
      150       160       170          180       190       200      
 
gi|908 VTISNNHFFNHHKVMLLGHSDIYSDDKSMKVTVAFNQFGPNAGQRMPRARYGLIHVANNN 
         210       220       230       240       250       260      
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>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 85.0  bits: 22.0 E():  9.4 
Smith-Waterman score: 52; 28.1% identity (59.4% similar) in 32 aa overlap (37-68:66-97) 
 
         10        20        30        40        50        60       
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     .:. . . : :: .. .   ::.  ::..  
gi|729 STLSLVTKADGKIDMTVDLISPVTKRASLKIDSKKYNLFHEGELSASIVNPRLSWHQYTK 
          40        50        60        70        80        90      
 
         70        80                                               
AAD-12 GDVVVWDNRCLLHR                                               
        :                                                           
gi|729 RDSREYKSDVELSLRSSDIALKITMPDYNSKIHYSRQGDQINMDIDGTLIEGHAQGTIRE 
         100       110       120       130       140       150      
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 84.6  bits: 22.4 E():  9.9 
Smith-Waterman score: 53; 27.3% identity (54.5% similar) in 44 aa overlap (28-70:241-284) 
 
                  10        20        30        40         50       
AAD-12    YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF-LEGLVDWACQA 
                                     :  .... :::.: :: .  .   :   .  
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDKTYDLNFKE 
              220       230       240       250       260       270 
 
         60        70        80                                     
AAD-12 PRVHAHQWAAGDVVVWDNRCLLHR                                     
          .. :  .:::.                                               
gi|144 ENNNGSQKISGDVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 83.7  bits: 21.1 E():   11 
Smith-Waterman score: 49; 63.6% identity (90.9% similar) in 11 aa overlap (68-78:122-132) 
 
        40        50        60        70        80                  
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR                  
                                     : :..::.:::                    
gi|162 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
gi|162 RKELAAVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200         
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 83.6  bits: 22.3 E():   11 
Smith-Waterman score: 53; 27.0% identity (56.8% similar) in 37 aa overlap (36-71:441-477) 
 
          10        20        30        40         50        60     
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG-LVDWACQAPRVHAHQW 
                                     :. :.    .. : :.:  : .  .:. .  
gi|505 YQIAFSRGNRAFIAINLQKNQQNLQQKLHTGLPAGTYCDIISGNLIDNKCTGKSIHVDKN 
              420       430       440       450       460       470 
 
           70        80           
AAD-12 AAGDVVVWDNRCLLHR           
       . .:: :                    
gi|505 GQADVYVGHDEFDAFVAYHIGARIVS 
              480       490       
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 83.6  bits: 20.8 E():   11 
Smith-Waterman score: 48; 25.6% identity (53.5% similar) in 43 aa overlap (1-43:23-65) 
 
                                     10        20        30         
AAD-12                       YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                             ...:  ..::  :.:   :. .    .     :::. : 
gi|344 MTGVKTHLQHELKRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPD 
               10        20        30        40        50        60 
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       40        50        60        70        80                   
AAD-12 AAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR                   
         ..:                                                        
gi|344 EFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDS 
               70        80        90       100       110       120 
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 83.6  bits: 21.1 E():   11 
Smith-Waterman score: 49; 63.6% identity (90.9% similar) in 11 aa overlap (68-78:122-132) 
 
        40        50        60        70        80                  
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR                  
                                     : :..::.:::                    
gi|124 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
gi|124 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 83.6  bits: 21.1 E():   11 
Smith-Waterman score: 49; 63.6% identity (90.9% similar) in 11 aa overlap (68-78:122-132) 
 
        40        50        60        70        80                  
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR                  
                                     : :..::.:::                    
gi|209 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
gi|209 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 82.1  bits: 17.0 E():   14 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (30-35:8-13) 
 
               10        20        30        40        50        60 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                    ::: .:                          
gi|131                       GPVGGVVHAHMMPLL                        
                                     10                             
 
               70        80 
AAD-12 AHQWAAGDVVVWDNRCLLHR 
 
>>gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Globin  (162 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 82.1  bits: 20.4 E():   14 
Smith-Waterman score: 47; 25.0% identity (63.6% similar) in 44 aa overlap (32-74:111-148) 
 
              10        20        30        40        50        60  
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                     :   :..::.  .:  .::..      ..: 
gi|121 VSFFTEVISLSGNQANLSAVYALVSKLGVDHKARGISAAQFGEFRTALVSY------LQA 
               90       100       110       120       130           
 
               70        80         
AAD-12 H-QWAAGDVVVWDNRCLLHR         
       : .:. . ...:..               
gi|121 HVSWGDNVAAAWNHALDNTYAVALKSLE 
          140       150       160   
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 81.5  bits: 21.7 E():   15 
Smith-Waterman score: 51; 28.3% identity (51.7% similar) in 60 aa overlap (2-56:2-60) 
 
               10        20        30             40        50      
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG-----MDAAESERFLEGLVDWACQ 
        :. : : :.  :. .   .:   :  : ::.:::.     :    :.. ... . :  : 
gi|581 MGFITKAIPIV-LAALSTVNGARILEAGPHAEAIPNKYIVVMKREVSDEAFNAHTTWLSQ 
               10         20        30        40        50          
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          60        70        80                                    
AAD-12 APRVHAHQWAAGDVVVWDNRCLLHR                                    
       .                                                            
gi|581 SLNSRIMRRAGSSKPMAGMQDKYSLGGIFRAYSGEFDDAMIKDISSHDDVDFIEPDFVVR 
      60        70        80        90       100       110          
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 81.5  bits: 20.1 E():   15 
Smith-Waterman score: 46; 26.8% identity (58.5% similar) in 41 aa overlap (24-62:100-140) 
 
                      10        20        30         40        50   
AAD-12        YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
              60        70        80 
AAD-12 A-CQAPRVHAHQWAAGDVVVWDNRCLLHR 
       . : . . : :                   
gi|100 GYCGSHHHHHH                   
     130       140                   
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 81.2  bits: 21.4 E():   15 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (16-74:99-157) 
 
                              10        20        30         40     
AAD-12                YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
             50        60        70        80                       
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR                       
        . :  ::. .  .  :::..   ::...  :                             
gi|908 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
      130       140          150       160       170       180      
 
gi|908 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
         190       200       210       220       230       240      
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.2  bits: 21.0 E():   15 
Smith-Waterman score: 49; 43.8% identity (56.2% similar) in 16 aa overlap (48-63:8-23) 
 
        20        30        40        50        60        70        
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     : :.:  : :  . ::               
gi|106                        NIQVDPSGQVQWPQQQPFPQPHQPFSQQPQQTFPQPQ 
                                      10        20        30        
 
        80                                                          
AAD-12 LHR                                                          
                                                                    
gi|106 QTFPHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQP 
        40        50        60        70        80        90        
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 81.1  bits: 21.4 E():   15 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (16-74:100-158) 
 
                              10        20        30         40     
AAD-12                YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
             50        60        70        80                       
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR                       
        . :  ::. .  .  :::..   ::...  :                             
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gi|118 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     130       140       150          160       170       180       
 
gi|118 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        190       200       210       220       230       240       
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 80.7  bits: 20.1 E():   16 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (27-69:1-44) 
 
               10        20        30        40        50           
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQAPRV 
                                 .: ..:..   ... .:... :.: :     :.. 
gi|166                           MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKA 
                                         10        20        30     
 
      60        70        80                                        
AAD-12 HAHQWAAGDVVVWDNRCLLHR                                        
           . . ::                                                   
gi|166 APGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLEF 
           40        50        60        70        80        90     
 
>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 80.7  bits: 20.1 E():   16 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (27-69:1-44) 
 
               10        20        30        40        50           
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQAPRV 
                                 .: ..:..   ... .:... :.: :     :.. 
gi|215                           MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKA 
                                         10        20        30     
 
      60        70        80                                        
AAD-12 HAHQWAAGDVVVWDNRCLLHR                                        
           . . ::                                                   
gi|215 APGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLGF 
           40        50        60        70        80        90     
 
>>gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 80.7  bits: 21.3 E():   16 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (16-74:120-178) 
 
                              10        20        30         40     
AAD-12                YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHSCNT 
      90       100       110       120       130       140          
 
             50        60        70        80                       
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR                       
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLPDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 80.4  bits: 22.3 E():   17 
Smith-Waterman score: 53; 30.4% identity (73.9% similar) in 23 aa overlap (52-74:618-639) 
 
              30        40        50        60        70        80  
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR  
                                     : :. :.. : .:.. ..:: ..        
gi|581 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVVHNDFDFRLSV 
       590       600       610       620        630       640       
 
gi|581 AEGVGLFNVLQEKGVPSRFLNFPDETHWVTKPENSLVWHQQVLGWVNKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Schist  (129 aa) 
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 initn:  45 init1:  45 opt:  45  Z-score: 80.4  bits: 19.8 E():   17 
Smith-Waterman score: 45; 50.0% identity (87.5% similar) in 8 aa overlap (72-79:6-13) 
 
              50        60        70        80                      
AAD-12 SERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR                      
                                     :::.:. .                       
gi|298                          MSADSWDNHCVTYVANNKCLKNLCMTAIDGSHLGT 
                                        10        20        30      
 
gi|298 SNPDFRIPPELILQLKSILDGGLDTSIFFMGEKYIVLQHDSSCLVSRCGKKSLIFYATGK 
          40        50        60        70        80        90      
 
>>gi|212279|gb|AAA48944.1| lysozyme protein [Gallus gall  (24 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 80.0  bits: 17.3 E():   18 
Smith-Waterman score: 37; 57.1% identity (71.4% similar) in 7 aa overlap (70-76:5-11) 
 
      40        50        60        70        80          
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR          
                                     :.: : :              
gi|212                           MNAWVAWRNSCKGTDVQAWIRGCR 
                                         10        20     
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 79.9  bits: 20.4 E():   18 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (31-68:156-194) 
 
               10        20        30        40        50           
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|833 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
         130       140       150       160       170       180      
 
      60        70        80     
AAD-12 HAHQWAAGDVVVWDNRCLLHR     
       .. .:: ..                 
gi|833 NVINWAEAENRYIAGDKGGHPFMKL 
         190       200       210 
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 79.4  bits: 20.4 E():   19 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (31-68:167-205) 
 
               10        20        30        40        50           
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|164 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
        140       150       160       170       180       190       
 
      60        70        80     
AAD-12 HAHQWAAGDVVVWDNRCLLHR     
       .. .:: ..                 
gi|164 NVINWAEAENRYIAGDKGGHPFMKL 
        200       210       220  
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.2  bits: 19.8 E():   20 
Smith-Waterman score: 45; 71.4% identity (85.7% similar) in 7 aa overlap (70-76:127-133) 
 
      40        50        60        70        80           
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR           
                                     :.: :::               
gi|126 PCSALLSSDITASVNCAKKIVSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL 
        100       110       120       130       140        
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 78.5  bits: 21.9 E():   21 
Smith-Waterman score: 52; 26.1% identity (73.9% similar) in 23 aa overlap (52-74:618-639) 
 
              30        40        50        60        70        80  
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR  
                                     : :. :.. : .:.. ..:. ..        
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gi|238 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVIHNDFDFRLSV 
       590       600       610       620        630       640       
 
gi|238 AEGVGLFNVLQEKGIPSRFLNFPDETHWVTKPENSLVWHQQVLGWINKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 78.5  bits: 21.9 E():   21 
Smith-Waterman score: 52; 26.1% identity (73.9% similar) in 23 aa overlap (52-74:618-639) 
 
              30        40        50        60        70        80  
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR  
                                     : :. :.. : .:.. ..:. ..        
gi|219 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVIHNDFDFRLSV 
       590       600       610       620        630       640       
 
gi|219 AEGVGLFNVLQEKGIPSRFLNFPDETHWVTKPENSLVWHQQVLGWINKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 78.5  bits: 21.9 E():   21 
Smith-Waterman score: 52; 26.1% identity (73.9% similar) in 23 aa overlap (52-74:618-639) 
 
              30        40        50        60        70        80  
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR  
                                     : :. :.. : .:.. ..:. ..        
gi|238 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVIHNDSDFRLSV 
       590       600       610       620        630       640       
 
gi|238 AEGVGLFNVLQEKGIPSRFLNFPDETHWVTKPENSLVWHQQVLGWINKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 78.1  bits: 19.1 E():   23 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (36-48:5-17) 
 
          10        20        30        40        50        60      
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA 
                                     :.:::: .  :.:                  
gi|208                           MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACG 
                                         10        20        30     
 
          70        80                                              
AAD-12 AGDVVVWDNRCLLHR                                              
                                                                    
gi|208 LAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAGDVDGD 
           40        50        60        70        80        90     
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 76.9  bits: 20.7 E():   26 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (16-74:120-178) 
 
                              10        20        30         40     
AAD-12                YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|151 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
             50        60        70        80                       
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR                       
        . :  ::. .  .  :::..   ::...  :                             
gi|151 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|151 TISNNHFFNHHKVMLLGHDDTYDNDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 76.9  bits: 20.7 E():   26 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (16-74:120-178) 
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                              10        20        30         40     
AAD-12                YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
             50        60        70        80                       
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR                       
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGNVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 76.9  bits: 20.7 E():   26 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (16-74:120-178) 
 
                              10        20        30         40     
AAD-12                YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
             50        60        70        80                       
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR                       
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGNVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 76.9  bits: 20.7 E():   26 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (16-74:120-178) 
 
                              10        20        30         40     
AAD-12                YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
             50        60        70        80                       
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR                       
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 76.9  bits: 20.7 E():   26 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (16-74:120-178) 
 
                              10        20        30         40     
AAD-12                YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLEMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
             50        60        70        80                       
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR                       
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
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>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 76.0  bits: 18.8 E():   30 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (30-67:20-57) 
 
               10        20        30        40        50        60 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                    ::  . . : :. :    :..:   .:  :  
gi|730           MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG 
                         10        20        30        40        50 
 
               70        80                                         
AAD-12 AHQWAAGDVVVWDNRCLLHR                                         
         .  ::                                                      
gi|730 EADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQ 
               60        70        80        90       100       110 
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 76.0  bits: 18.8 E():   30 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (30-67:20-57) 
 
               10        20        30        40        50        60 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                    ::  . . : :. :    :..:   .:  :  
gi|191           MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVG 
                         10        20        30        40        50 
 
               70        80                                         
AAD-12 AHQWAAGDVVVWDNRCLLHR                                         
         .  ::                                                      
gi|191 EADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQ 
               60        70        80        90       100       110 
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 75.8  bits: 21.3 E():   30 
Smith-Waterman score: 50; 29.4% identity (67.6% similar) in 34 aa overlap (3-35:598-629) 
 
                                           10         20        30  
AAD-12                             YGMDTTATPLRPLVKVH-PETGRPSLLIGRHA 
                                     ....:.:.  ..:..  : : :. . :. : 
gi|729 TLTGAIDKTVAWIDENQTATKEEYEAEQKQLESVANPV--MMKIYGAEGGAPGGMPGQGA 
       570       580       590       600         610       620      
 
              40        50        60        70        80 
AAD-12 HAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 
        : :                                              
gi|729 GAPPPGAGDDGPTVEEVD                                
         630       640                                   
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 75.6  bits: 16.9 E():   31 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (35-52:8-25) 
 
           10        20        30        40        50        60     
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :. ....:..   :             
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA      
                                      10        20        30        
 
           70        80 
AAD-12 AAGDVVVWDNRCLLHR 
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 75.4  bits: 20.6 E():   32 
Smith-Waterman score: 48; 20.9% identity (55.2% similar) in 67 aa overlap (12-78:2-63) 
 
               10        20        30        40        50        60 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                  :. :.: .    :.  .:   ..  .:.:    . ...:  . .. . . 
gi|139           MPISKIHAR----SVYDSRGNPTVE-VDVATETGLHRAIVPSGASTGQHE 
                             10        20         30        40      
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               70        80                                         
AAD-12 AHQWAAGDVVVWDNRCLLHR                                         
       ::.   :: . : .. .:                                           
gi|139 AHELRDGDKTQWGGKGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSN 
          50        60        70        80        90       100      
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 74.8  bits: 16.9 E():   34 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (35-52:8-25) 
 
           10        20        30        40        50        60     
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :. ....:..   :             
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK   
                                      10        20        30        
 
           70        80 
AAD-12 AAGDVVVWDNRCLLHR 
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 74.0  bits: 18.7 E():   38 
Smith-Waterman score: 42; 24.4% identity (56.1% similar) in 41 aa overlap (24-63:100-140) 
 
                      10        20        30         40        50   
AAD-12        YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
             60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHR 
       .  .   : :.                  
gi|100 GYYVGSHHHHHH                 
     130       140                  
 
>>gi|2181180|emb|CAB06417.1| xylosidase [Aspergillus nig  (804 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 73.9  bits: 21.2 E():   38 
Smith-Waterman score: 50; 23.1% identity (50.0% similar) in 78 aa overlap (1-78:172-246) 
 
                                             10        20        30 
AAD-12                               YGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                                     ::.:. :  .  .   ::  :: .   :.  
gi|218 LTTAALNRTLIHQIASIISTQGRAFNNAGRYGLDVYAPNINTFR--HPVWGRGQETPGED 
             150       160       170       180         190          
 
               40        50        60        70        80           
AAD-12 AHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR           
       . .. .. : :    ..:    .     . :...:. :.  : :.  :             
gi|218 V-SLAAVYAYEYITGIQGPDPESNLKLAATAKHYAGYDIENWHNHSRLGNDMNITQQDLS 
     200        210       220       230       240       250         
 
gi|218 EYYTPQFHVAARDAKVQSVMCAYNAVNGVPACADSYFLQTLLRDTFGFVDHGYVSSDCDA 
      260       270       280       290       300       310         
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 73.9  bits: 20.0 E():   39 
Smith-Waterman score: 46; 28.6% identity (53.1% similar) in 49 aa overlap (1-47:30-73) 
 
                                            10        20         30 
AAD-12                              YGMDTTATPLRPLVKVHPET-GRPSLLIGRH 
                                    :.  : :::  : . . : : . :.       
gi|249 MAVQKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPAT----- 
               10        20        30        40        50           
 
                40        50        60        70        80          
AAD-12 AHAIP-GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR          
         :.: :  ..: ....:                                           
gi|249 PAAVPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGLA 
          60        70        80        90       100       110      
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>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 73.7  bits: 18.7 E():   40 
Smith-Waterman score: 42; 27.8% identity (66.7% similar) in 36 aa overlap (31-66:28-62) 
 
               10        20        30        40        50        60 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     :.: :...: : ... .:  : .    ... 
gi|157    MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQA-EFRQLANGAPDKTEAEIEAQ 
                  10        20        30         40        50       
 
               70        80                                         
AAD-12 AHQWAAGDVVVWDNRCLLHR                                         
        .::.:                                                       
gi|157 IEQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPAAKAADARLSAIASNRA 
         60        70        80        90       100       110       
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.6  bits: 18.1 E():   40 
Smith-Waterman score: 40; 30.0% identity (50.0% similar) in 30 aa overlap (23-52:13-42) 
 
               10        20        30        40        50        60 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                             :. :.    .. ::   :: :   .:  .:         
gi|144           VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKKGN 
                         10        20        30        40        50 
 
               70        80                           
AAD-12 AHQWAAGDVVVWDNRCLLHR                           
                                                      
gi|144 LWEVKSSKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
               60        70        80        90       
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.3  bits: 18.7 E():   42 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (27-50:1-24) 
 
               10        20        30        40        50        60 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                 .: ..:..   ... .:... :.:           
gi|215                           MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKA 
                                         10        20        30     
 
               70        80                                         
AAD-12 AHQWAAGDVVVWDNRCLLHR                                         
                                                                    
gi|215 ATGAYKSVEVKGDGGAGTVRIITLPEGSPITTMTVRTDAVNKEALSYDSTVIDGDILLGF 
           40        50        60        70        80        90     
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.3  bits: 18.7 E():   42 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (27-50:1-24) 
 
               10        20        30        40        50        60 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                 .: ..:..   ... .:... :.:           
gi|892                           MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKA 
                                         10        20        30     
 
               70        80                                         
AAD-12 AHQWAAGDVVVWDNRCLLHR                                         
                                                                    
gi|892 APGAYKSVEVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLGF 
           40        50        60        70        80        90     
 
>>gi|8843917|gb|AAF80164.1| pollen major allergen 1-2 [J  (367 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 73.2  bits: 20.0 E():   42 
Smith-Waterman score: 46; 27.4% identity (54.8% similar) in 62 aa overlap (16-74:120-178) 
 
                              10        20        30         40     
AAD-12                YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
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gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
             50        60        70        80                       
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR                       
        . :  ::. .  .  :::..   ::...  :                             
gi|884 SVLGDVLVSESIGVVPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|884 TIFNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8843921|gb|AAF80166.1| pollen major allergen 1-1 [J  (367 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 73.2  bits: 20.0 E():   42 
Smith-Waterman score: 46; 27.4% identity (54.8% similar) in 62 aa overlap (16-74:120-178) 
 
                              10        20        30         40     
AAD-12                YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
             50        60        70        80                       
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR                       
        . :  ::. .  .  :::..   ::...  :                             
gi|884 SVLGDVLVSESIGVVPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|884 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|19069497|emb|CAC37790.2| putative allergen Cup a 1   (367 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 73.2  bits: 20.0 E():   42 
Smith-Waterman score: 46; 27.4% identity (53.2% similar) in 62 aa overlap (16-74:120-178) 
 
                              10        20        30         40     
AAD-12                YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :..   .:.:  :.     .  
gi|190 WIIFSQNMNIKLQMPLYVAGYKTIDGRGADVHLGNGGPCLFMRTASHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
             50        60        70        80                       
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR                       
        . :  ::. .  .  :::..   ::...  :                             
gi|190 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|190 TISNNHFFNHHKVMLLGHDDTYDDDISMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 73.0  bits: 19.7 E():   43 
Smith-Waterman score: 45; 46.7% identity (80.0% similar) in 15 aa overlap (55-68:207-221) 
 
           30        40        50         60        70        80    
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAP-RVHAHQWAAGDVVVWDNRCLLHR    
                                     :.: :..  .::.::                
gi|287 WTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAGGDPSNPKGTIEWAGGLT 
        180       190       200       210       220       230       
 
gi|287 DYSAGPYTMYVKSVRIENANPAESYTYSDNSGSWQSIKFDGSVDISSSSSVTSSTTSTAS 
        240       250       260       270       280       290       
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.4  bits: 20.3 E():   46 
Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (21-43:344-366) 
 
                         10        20        30        40        50 
AAD-12           YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
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           320       330       340       350       360       370    
 
               60        70        80                               
AAD-12 DWACQAPRVHAHQWAAGDVVVWDNRCLLHR                               
                                                                    
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 72.2  bits: 17.8 E():   48 
Smith-Waterman score: 39; 22.7% identity (40.9% similar) in 22 aa overlap (51-72:45-66) 
 
               30        40        50        60        70        80 
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 
                                     .:  .:  ..   : :     :         
gi|323 QYGYCGTTADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFC 
           20        30        40        50        60        70     
 
gi|323 GPAGPRCLRTNAAVTVR 
           80        90  
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 71.9  bits: 16.2 E():   50 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (35-52:8-25) 
 
           10        20        30        40        50        60     
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :  ....:..   :             
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA      
                                      10        20        30        
 
           70        80 
AAD-12 AAGDVVVWDNRCLLHR 
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.9  bits: 19.6 E():   50 
Smith-Waterman score: 45; 28.6% identity (51.4% similar) in 35 aa overlap (30-64:258-291) 
 
                10        20        30        40        50          
AAD-12  YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     :...:    .  : :  .  : :. :  :. 
gi|510 IGENIIGHLLIVFDGGKSQPACSWYDVPCSHSESIVYATGMVSGRCQHLAVPWTAQQ-RI 
       230       240       250       260       270       280        
 
      60        70        80                                        
AAD-12 HAHQWAAGDVVVWDNRCLLHR                                        
       .  ::                                                        
gi|510 NPIQWKFWRVFTSNIPAYPTSDTTNCVVLNTNVFKNDNTFEGEYHAFPDCARNLFKCRQQ 
        290       300       310       320       330       340       
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 71.8  bits: 19.3 E():   50 
Smith-Waterman score: 44; 27.8% identity (52.8% similar) in 36 aa overlap (7-42:64-96) 
 
                                       10        20        30       
AAD-12                         YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                                     :  .. .  . :.  ::   . . :  .:  
gi|481 AGKATTEEQKLIEDINVGFKAAVAARQRPAADKFKTFEAASPRHPRP---LRQGAGLVPK 
            40        50        60        70        80           90 
 
         40        50        60        70        80                 
AAD-12 MDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR                 
       .::: :                                                       
gi|481 LDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGE 
              100       110       120       130       140       150 
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.7  bits: 18.4 E():   51 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (6-13:34-41) 
 
                                        10        20        30      

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 6525



 

 

AAD-12                          YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
          40        50        60        70        80                
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR                
                                                                    
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 71.4  bits: 19.6 E():   53 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (20-36:225-240) 
 
                          10        20        30        40          
AAD-12            YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
      50        60        70        80                              
AAD-12 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHR                              
                                                                    
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 71.4  bits: 19.6 E():   53 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (20-36:225-240) 
 
                          10        20        30        40          
AAD-12            YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
      50        60        70        80                              
AAD-12 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHR                              
                                                                    
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.4  bits: 18.4 E():   53 
Smith-Waterman score: 41; 20.8% identity (79.2% similar) in 24 aa overlap (27-50:1-24) 
 
               10        20        30        40        50        60 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                 .: ..:..   ... .:....:.:           
gi|134                           MGVQTHVLELTSSVSAEKIFQGFVIDVDTVLPKA 
                                         10        20        30     
 
               70        80                                         
AAD-12 AHQWAAGDVVVWDNRCLLHR                                         
                                                                    
gi|134 APGAYKSVEIKGDGGPGTLKIITLPDGGPITTMTLRIDGVNKEALTFDYSVIDGDILLGF 
           40        50        60        70        80        90     
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 71.2  bits: 19.3 E():   54 
Smith-Waterman score: 44; 47.4% identity (63.2% similar) in 19 aa overlap (41-56:72-90) 
 
               20        30        40        50           60        
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW---ACQAPRVHAHQWAAG 
                                     :.. ::   :::   ::.:            
gi|144 TISKQVVFLIHGFLSTGNNENFVAMSKALIEKDDFLVISVDWKKGACNAFASTKDALGYS 
              50        60        70        80        90       100  
 
        70        80                                                
AAD-12 DVVVWDNRCLLHR                                                
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gi|144 KAVGNTRHVGKFVADFTKLLVEKYKVLISNIRLIGHSLGAHTSGFAGKEVQKLKLGKYKE 
             110       120       130       140       150       160  
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 71.1  bits: 16.2 E():   55 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (35-52:8-25) 
 
           10        20        30        40        50        60     
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :  ....:..   :             
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK   
                                      10        20        30        
 
           70        80 
AAD-12 AAGDVVVWDNRCLLHR 
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.9  bits: 19.0 E():   56 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (50-63:29-42) 
 
      20        30        40        50        60        70          
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH 
                                     :.:  : :  . ::                 
gi|170   MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQT 
                 10        20        30        40        50         
 
      80                                                            
AAD-12 R                                                            
                                                                    
gi|170 FPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQ 
       60        70        80        90       100       110         
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.8  bits: 19.3 E():   57 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (19-62:254-299) 
 
                           10        20          30        40       
AAD-12             YGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
         50        60        70        80 
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 
        .. :   . :.:. :                   
gi|261 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFS  
           290       300       310        
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 70.7  bits: 19.6 E():   58 
Smith-Waterman score: 45; 46.7% identity (80.0% similar) in 15 aa overlap (55-68:197-211) 
 
           30        40        50         60        70        80    
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAP-RVHAHQWAAGDVVVWDNRCLLHR    
                                     :.: :..  .::.::                
gi|855 WTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAGGDPSNPKGTIEWAGGLT 
        170       180       190       200       210       220       
 
gi|855 DYSAGPYTMYVKSVRIENANPAESYTYSDNSGSWQSIKFDGSVDISSSSSVTSSTTSTAS 
        230       240       250       260       270       280       
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 70.7  bits: 19.6 E():   58 
Smith-Waterman score: 45; 26.8% identity (48.8% similar) in 41 aa overlap (44-78:172-212) 
 
            20        30        40        50        60              
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW------AAG 
                                     .  :: .  : .:   : :.       .:: 
gi|625 RGANVEITCGGLTIHNVCNVIIHNIHIHDIKVTEGGIIKATDAKPGHRHKSDGDGICVAG 
             150       160       170       180       190       200  
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        70        80                                                
AAD-12 DVVVWDNRCLLHR                                                
       .  .: ..: :                                                  
gi|625 SSKIWIDHCTLSHGPDGLIDVTLGSTAVTISNCKFSHHQKILLLGADNSHVDDKKMHVTV 
             210       220       230       240       250       260  
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  38 init1:  38 opt:  45  Z-score: 70.7  bits: 19.6 E():   58 
Smith-Waterman score: 45; 25.0% identity (47.7% similar) in 44 aa overlap (44-80:173-215) 
 
            20        30        40        50        60        70    
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV--- 
                                     : : :    .  .: .  :: . ::..    
gi|113 RGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQ-SDGDAIHVT 
            150       160       170       180       190        200  
 
                   80                                               
AAD-12 ----VWDNRCLLHR                                               
           .: ..: : .                                               
gi|113 GSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDLKMHVT 
             210       220       230       240       250       260  
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.5  bits: 18.1 E():   59 
Smith-Waterman score: 40; 37.5% identity (75.0% similar) in 16 aa overlap (7-22:20-35) 
 
                            10        20        30        40        
AAD-12              YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
                          :.  : .:.:. ..::                          
gi|244 MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQSCQRQFEEQQRFRNCQRYVKQEV 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR                            
                                                                    
gi|244 QRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASEL 
               70        80        90       100       110       120 
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 70.5  bits: 18.1 E():   59 
Smith-Waterman score: 40; 25.7% identity (60.0% similar) in 35 aa overlap (24-57:100-134) 
 
                      10        20        30         40        50   
AAD-12        YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|105 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
             60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHR 
       .  .:                        
gi|105 GYWVPSSNS                    
     130                            
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.3  bits: 15.6 E():   61 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (6-12:5-11) 
 
               10        20        30        40        50        60 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
            : .:.::                                                 
gi|751  TKSQTHVPIRPNKLVLKVQKDRATN                                   
                10        20                                        
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 70.3  bits: 19.9 E():   61 
Smith-Waterman score: 46; 22.4% identity (57.1% similar) in 49 aa overlap (20-64:15-63) 
 
               10        20        30        40        50           
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV----DWACQA 
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                          :. : :. . :  : : ..:...... .. .    : . :  
gi|601      MRGALAGLSLATLATASPVLVNSIHNDAAPIISASNAKEIADNYMIKFKDHVTQN 
                    10        20        30        40        50      
 
         60        70        80                                     
AAD-12 PRVHAHQWAAGDVVVWDNRCLLHR                                     
         .. : :                                                     
gi|601 LAAEHHGWVQDLHEKTQVAKTELRKRSQSPMVDDIFNGLKHTYNIAGGLMGYAGHFDEDV 
          60        70        80        90       100       110      
 
>>gi|4235093|gb|AAD13106.1| beta-xylosidase [Aspergillus  (804 aa) 
 initn:  38 init1:  38 opt:  48  Z-score: 70.2  bits: 20.5 E():   62 
Smith-Waterman score: 48; 23.1% identity (50.0% similar) in 78 aa overlap (1-78:172-246) 
 
                                             10        20        30 
AAD-12                               YGMDTTATPLRPLVKVHPETGRPSLLIGRH 
                                     ::.:. :  .  .   ::  :: .   :.  
gi|423 LTTAALNRTLIHQIASIISTQGRAFNNAGRYGLDVYAPNINTFR--HPVWGRGQETPGED 
             150       160       170       180         190          
 
               40        50        60        70        80           
AAD-12 AHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR           
       . .. .. : :    ..:    .     . :...:. :.  : :.  :             
gi|423 V-SLAAVYAYEYITGIQGPDPDSNLKLAATAKHYAGYDIENWHNHSRLGNDMNITQQDLS 
     200        210       220       230       240       250         
 
gi|423 EYYTPQFHVAARDAKVHSVMCAYNAVDGVPACADSYFLQTLLRDTFGFVDHGYVSSDCDA 
      260       270       280       290       300       310         
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.1  bits: 18.0 E():   62 
Smith-Waterman score: 43; 25.9% identity (46.3% similar) in 54 aa overlap (22-67:88-141) 
 
                        10        20        30               40     
AAD-12          YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-------IPGMDAAESER 
                                     :   .:::..:        .::     ..  
gi|189 AGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRD 
        60        70        80        90       100       110        
 
           50         60        70        80 
AAD-12 FLEGLVDWA-CQAPRVHAHQWAAGDVVVWDNRCLLHR 
       : . ::  . :..  ::   .  :              
gi|189 FAKVLVTPGQCNVLTVHNAPYCLGLDI           
       120       130       140               
 
>>gi|4587985|gb|AAD25927.1|AF084828_1 major allergenic p  (342 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 70.1  bits: 19.3 E():   62 
Smith-Waterman score: 44; 27.8% identity (53.7% similar) in 54 aa overlap (9-53:42-95) 
 
                                     10        20        30         
AAD-12                       YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI---- 
                                     ::  :.:..:.. .  :   : : ..     
gi|458 RAPASARYFSQTAAANRKVAVLGASGGIGQPLSLLMKLNPKVTELRLYDIRLAPGVAADL 
              20        30        40        50        60        70  
 
                40        50        60        70        80          
AAD-12 -----PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR          
            :.. .. ..  ::: :: :                                     
gi|458 SHINTPAVTSGYAQDDLEGAVDGAEIVLIPAGMPRKPGMTRDDLFNSNASIVRDLAKVVA 
              80        90       100       110       120       130  
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 41; 26.0% identity (48.0% similar) in 50 aa overlap (26-67:93-142) 
 
                    10        20        30               40         
AAD-12      YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-------IPGMDAAESERFLEG 
                                     .:::..:        .::     .. : .  
gi|439 SSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKV 
             70        80        90       100       110       120   
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       50         60        70        80 
AAD-12 LVDWA-CQAPRVHAHQWAAGDVVVWDNRCLLHR 
       ::  . :..  ::   .  :              
gi|439 LVTPGQCNVLTVHNAPYCLGLDI           
            130       140                
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 40; 26.7% identity (60.0% similar) in 30 aa overlap (9-38:115-144) 
 
                                     10        20        30         
AAD-12                       YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::   .:. ...  ..:    :.: 
gi|217 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
       40        50        60        70        80 
AAD-12 AAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 
                                                  
gi|217 I                                          
                                                  
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.0  bits: 18.4 E():   63 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (29-45:17-30) 
 
               10        20        30        40        50        60 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                   ::   .:..:    :::                
gi|212             VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALT 
                           10        20           30        40      
 
               70        80                                         
AAD-12 AHQWAAGDVVVWDNRCLLHR                                         
                                                                    
gi|212 QYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLA 
          50        60        70        80        90       100      
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.0  bits: 15.5 E():   63 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (18-28:10-20) 
 
               10        20        30        40        50        60 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                        :.:  :..: :                                 
gi|147         AKITFTNNXPNTVWPGILTGFGQKPQ                           
                       10        20                                 
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.0  bits: 18.4 E():   63 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (29-45:18-31) 
 
               10        20        30        40        50        60 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                   ::   .:..:    :::                
gi|144            AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALT 
                          10        20           30        40       
 
               70        80                                         
AAD-12 AHQWAAGDVVVWDNRCLLHR                                         
                                                                    
gi|144 QYKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLA 
         50        60        70        80        90       100       
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.0  bits: 18.4 E():   63 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (29-45:18-31) 
 
               10        20        30        40        50        60 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                   ::   .:..:    :::                
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gi|116            AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALT 
                          10        20           30        40       
 
               70        80                                         
AAD-12 AHQWAAGDVVVWDNRCLLHR                                         
                                                                    
gi|116 QYKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLA 
         50        60        70        80        90       100       
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.7  bits: 18.4 E():   65 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (52-75:70-93) 
 
              30        40        50        60        70        80  
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR  
                                     :  .:  ..   : :.    : ..       
gi|283 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
      40        50        60        70        80        90          
 
gi|283 CGPVGAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
     100       110       120       130       140       150          
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.7  bits: 19.6 E():   65 
Smith-Waterman score: 45; 38.9% identity (72.2% similar) in 18 aa overlap (28-45:241-258) 
 
                  10        20        30        40        50        
AAD-12    YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                     :  .... :::.: :: .             
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDQTYDLNFKE 
              220       230       240       250       260       270 
 
        60        70        80                                      
AAD-12 RVHAHQWAAGDVVVWDNRCLLHR                                      
                                                                    
gi|144 ENNNGSQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 69.6  bits: 18.0 E():   66 
Smith-Waterman score: 46; 25.7% identity (48.6% similar) in 70 aa overlap (2-71:55-118) 
 
                                            10        20        30  
AAD-12                              YGMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :  .:.  . :. : :   :  .    ::: 
gi|160 DGPTTVTGNLSGLKPGLHGFHAHALGDTTNGCMSTGPHFNPVGKEHGAPGDEN----RHA 
           30        40        50        60        70            80 
 
              40        50        60        70        80            
AAD-12 HAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR            
         . .. ..:.     ..::   : : .  :.  .  :::                     
gi|160 GDLGNITVGEDGTAAINIVD--KQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGN 
               90       100         110       120       130         
 
gi|160 AGGRVACGIIGLQG 
      140       150   
 
>>gi|69552|pir||MEHB2 melittin, minor - honeybee          (27 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 69.6  bits: 15.5 E():   66 
Smith-Waterman score: 32; 30.8% identity (61.5% similar) in 13 aa overlap (46-58:13-25) 
 
          20        30        40        50        60        70      
AAD-12 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  .  :                  
gi|695                   GIGAVLKVLTTGLPALISWISRKKRQQ                
                                 10        20                       
 
          80 
AAD-12 CLLHR 
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
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 initn:  38 init1:  38 opt:  41  Z-score: 69.6  bits: 18.3 E():   66 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (29-45:27-40) 
 
               10        20        30        40        50        60 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                   ::   .:..:    :::                
gi|194   MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEALT 
                 10        20        30           40        50      
 
               70        80                                         
AAD-12 AHQWAAGDVVVWDNRCLLHR                                         
                                                                    
gi|194 QYKCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLAT 
          60        70        80        90       100       110      
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.5  bits: 21.5 E():   67 
Smith-Waterman score: 51; 28.1% identity (59.4% similar) in 32 aa overlap (37-68:1387-1418) 
 
         10        20        30        40        50        60       
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     .:. . . : :: .. .   ::.  ::..  
gi|203 STLSLVTKADGQIDMTVDLISPITKRASLKVDSKKYNLFHEGELSASLVNPRLSWHQYTK 
       1360      1370      1380      1390      1400      1410       
 
         70        80                                               
AAD-12 GDVVVWDNRCLLHR                                               
        :                                                           
gi|203 RDSREYKTDVDLSLRSSDIAVKITMPDYNSKIHYSRQNDQISMDIDGTLIEGHAKGTIKE 
       1420      1430      1440      1450      1460      1470       
 
>>gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-termi  (34 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 69.5  bits: 15.9 E():   67 
Smith-Waterman score: 33; 25.0% identity (58.3% similar) in 24 aa overlap (35-58:8-31) 
 
           10        20        30        40        50        60     
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     : . :.   ..::. . .  . ::       
gi|691                        AIGDKPGPKITATYXXKWLEAKATFYGSNPRGAA    
                                      10        20        30        
 
           70        80 
AAD-12 AAGDVVVWDNRCLLHR 
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 69.4  bits: 14.9 E():   68 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (3-10:10-17) 
 
                      10        20        30        40        50    
AAD-12        YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
                :.:  :::                                            
gi|244 IGNEDCTPWMSTLITPLP                                           
               10                                                   
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 69.4  bits: 21.2 E():   68 
Smith-Waterman score: 50; 44.4% identity (63.0% similar) in 27 aa overlap (23-48:636-662) 
 
                       10        20         30        40        50  
AAD-12         YGMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVD 
                                     :: : : : : .:::  . ..:  :.:    
gi|278 SRGPSGPPGPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIG 
         610       620       630       640       650       660      
 
              60        70        80                                
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHR                                
                                                                    
gi|278 SPGRDGARGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAG 
         670       680       690       700       710       720      
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
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 initn:  40 init1:  40 opt:  44  Z-score: 69.3  bits: 19.3 E():   68 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (19-62:290-335) 
 
                           10        20          30        40       
AAD-12             YGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
         50        60        70        80                      
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR                      
        .. :   . :.:. :                                        
gi|124 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.3  bits: 19.3 E():   68 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (19-62:290-335) 
 
                           10        20          30        40       
AAD-12             YGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
         50        60        70        80                      
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR                      
        .. :   . :.:. :                                        
gi|124 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.3  bits: 19.3 E():   68 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (19-62:290-335) 
 
                           10        20          30        40       
AAD-12             YGMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
         50        60        70        80                      
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR                      
        .. :   . :.:. :                                        
gi|268 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.3  bits: 17.7 E():   69 
Smith-Waterman score: 39; 57.1% identity (85.7% similar) in 7 aa overlap (74-80:24-30) 
 
            50        60        70        80                        
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR                        
                                     : :..::                        
gi|484        GKMNFTDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVL 
                      10        20        30        40        50    
 
gi|484 TAIIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGE 
            60        70        80        90       100       110    
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.0  bits: 18.3 E():   72 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (52-75:87-110) 
 
              30        40        50        60        70        80  
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR  
                                     :  .:  ..   : :.    : ..       
gi|158 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
gi|158 CGPVGAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
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        120       130       140       150       160       170       
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.0  bits: 18.3 E():   72 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (52-75:87-110) 
 
              30        40        50        60        70        80  
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR  
                                     :  .:  ..   : :.    : ..       
gi|123 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
gi|123 CGPVGAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 68.8  bits: 15.2 E():   73 
Smith-Waterman score: 31; 42.9% identity (50.0% similar) in 14 aa overlap (7-20:7-20) 
 
               10        20        30        40        50        60 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
             :::  : .   : :                                         
gi|751 DLGYAPATPAAPGAGYTPATPAAP                                     
               10        20                                         
 
>>gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} [De  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 68.5  bits: 14.9 E():   76 
Smith-Waterman score: 30; 45.5% identity (72.7% similar) in 11 aa overlap (33-43:1-11) 
 
             10        20        30        40        50        60   
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                     :. :.::  .:                    
gi|404                               AVGGQDADLAEAPFQISLLK           
                                             10        20           
 
             70        80 
AAD-12 QWAAGDVVVWDNRCLLHR 
 
>>gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Thauma  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 68.5  bits: 14.9 E():   76 
Smith-Waterman score: 30; 66.7% identity (83.3% similar) in 6 aa overlap (31-36:15-20) 
 
               10        20        30        40        50        60 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     : :.::                         
gi|680                 ATFNFINNCPFTVWAAAVPG                         
                               10        20                         
 
               70        80 
AAD-12 AHQWAAGDVVVWDNRCLLHR 
 
>>gi|289064179|gb|ADC80503.1| non-specific lipid transfe  (118 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.1  bits: 17.4 E():   80 
Smith-Waterman score: 38; 66.7% identity (88.9% similar) in 9 aa overlap (31-39:81-89) 
 
               10        20        30        40        50        60 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     : ::::..:                      
gi|289 ASCCSGVRSLNAAAKTTPDRQAVCNCLKSAAGAIPGFNANNAGILPGKCGVSIPYKISTS 
               60        70        80        90       100       110 
 
               70        80 
AAD-12 AHQWAAGDVVVWDNRCLLHR 
                            
gi|289 TNCATIKF             
                            
 
>>gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia mutic  (284 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 68.0  bits: 18.6 E():   81 
Smith-Waterman score: 42; 36.8% identity (73.7% similar) in 19 aa overlap (29-47:63-80) 
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                 10        20        30        40        50         
AAD-12   YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     .:: ..  ..::: .:. :            
gi|219 EDSKAKIEEDLTSLQKKYTNLENEFDQVNEKHADSVAKLEAAE-KRLTETEDEIKGYTRK 
             40        50        60        70         80        90  
 
       60        70        80                                       
AAD-12 VHAHQWAAGDVVVWDNRCLLHR                                       
                                                                    
gi|219 IQLLEDDLERTQTKLDEATGKLEEATKSADESERGRKVLESRSLADDDRIDGLEKQVKDA 
             100       110       120       130       140       150  
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.9  bits: 17.1 E():   82 
Smith-Waterman score: 37; 38.9% identity (50.0% similar) in 18 aa overlap (35-52:25-42) 
 
           10        20        30        40        50        60     
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     ::   :: :   .:  .:             
gi|126       TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTKKGNLWEV 
                     10        20        30        40        50     
 
           70        80                            
AAD-12 AAGDVVVWDNRCLLHR                            
                                                   
gi|126 KSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
           60        70        80        90        
 
>>gi|114152864|sp|Q01883.2|RAG1_ORYSJ RecName: Full=Seed  (163 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.2  bits: 17.7 E():   90 
Smith-Waterman score: 39; 41.7% identity (75.0% similar) in 12 aa overlap (65-76:68-79) 
 
           40        50        60        70        80               
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR               
                                     .:.:  ::.. :                   
gi|114 QCRPGISYPTYSLPQCRTLVRRQCVGRGAASAADEQVWQDCCRQLAAVDDGWCRCGALDH 
        40        50        60        70        80        90        
 
gi|114 MLSGIYRELGATEAGHPMAEVFPGCRRGDLERAAASLPAFCNVDIPNGPGGVCYWLGYPR 
       100       110       120       130       140       150        
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.8  bits: 18.9 E():   94 
Smith-Waterman score: 43; 35.5% identity (54.8% similar) in 31 aa overlap (5-35:3-32) 
 
               10        20        30        40        50        60 
AAD-12 YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
           : : :.  :. .   .:   :  : ::..::                          
gi|238   FITKAIPIV-LAALSAVNGAKILEAGPHAETIPNKYIVVMKKDVSDEAFSTHTTWLSQ 
                  10        20        30        40        50        
 
               70        80                                         
AAD-12 AHQWAAGDVVVWDNRCLLHR                                         
                                                                    
gi|238 NLNRRLMRRSGSSKAMAGMQNKYSLGGIFRAYSGEFDDAMIKDISNHDDVDYIEPDFVVR 
        60        70        80        90       100       110        
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.8  bits: 17.1 E():   94 
Smith-Waterman score: 37; 41.2% identity (58.8% similar) in 17 aa overlap (28-44:82-98) 
 
                  10        20        30        40        50        
AAD-12    YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                     :  :.: :  . :: :.              
gi|215 NELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMGFGLFD 
              60        70        80        90       100       110  
 
        60        70        80 
AAD-12 RVHAHQWAAGDVVVWDNRCLLHR 
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
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 initn:  41 init1:  41 opt:  41  Z-score: 66.7  bits: 18.3 E():   96 
Smith-Waterman score: 41; 37.5% identity (81.2% similar) in 16 aa overlap (34-49:1-16) 
 
            10        20        30        40        50        60    
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                     .::..:.. : .:. :               
gi|857                               MPGQQATKHESLLDQLSLKGKVVVVTGASG 
                                             10        20        30 
 
            70        80                                            
AAD-12 WAAGDVVVWDNRCLLHR                                            
                                                                    
gi|857 PKGMGIEAARGCAEMGAAVAITYASRAQGAEENVKELEKTYGIKAKAYKCQVDSYESCEK 
               40        50        60        70        80        90 
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.4  bits: 18.0 E():   98 
Smith-Waterman score: 40; 36.4% identity (54.5% similar) in 22 aa overlap (16-37:87-107) 
 
                              10        20        30        40      
AAD-12                YGMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     : : .: :  .::  .:   :.         
gi|201 WGALGGDVYLGKSPNSDAPCANGIFRYNSDVGP-SGTPVRFIGSSSHFGQGIFENELLNI 
         60        70        80         90       100       110      
 
          50        60        70        80                          
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR                          
                                                                    
gi|201 QFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTIGQADSSWFKIVKSSQFGYNLLYCP 
         120       130       140       150       160       170      
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:03:02 2011 done: Fri Jan 21 00:03:02 2011 
 Total Scan time:  0.070 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 186  - 265 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     2     2:* 
  32     5     8:==* 
  34    18    22:====== * 
  36    26    44:=========     * 
  38    37    73:=============           * 
  40    83   102:============================     * 
  42   103   125:===================================      * 
  44   107   137:====================================         * 
  46   178   140:==============================================*============= 
  48   171   134:============================================*============ 
  50   103   122:===================================     * 
  52   118   107:===================================*==== 
  54    83    92:============================  * 
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  56   105    77:=========================*========= 
  58    83    63:====================*======= 
  60    59    51:================*=== 
  62    41    41:=============* 
  64    31    33:==========* 
  66    24    26:========* 
  68    14    20:===== * 
  70    27    16:=====*=== 
  72    17    12:===*== 
  74     7    10:===* 
  76    10     8:==*= 
  78     7     6:=*= 
  80    10     5:=*== 
  82     5     3:*= 
  84     5     3:*= 
  86     1     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     2     0:=         *== 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     1     0:=         *= 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.66500.00292; mu= 5.8857 0.154 
 mean_var=28.8235 7.338, 0's: 2 Z-trim: 5  B-trim: 0 in 0/44 
 Lambda= 0.238892 
 Kolmogorov-Smirnov  statistic: 0.0887 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   73 29.3    0.08 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   64 26.4    0.21 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   66 26.9    0.43 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   56 23.6       1 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   56 23.6     1.5 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   56 23.6     1.5 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   52 22.3     2.6 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   56 23.4     4.8 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   53 22.5       6 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   53 22.4       8 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   52 22.1     9.1 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   53 22.4     9.7 
gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Sc ( 129)   47 20.5      10 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   49 21.1      11 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   49 21.1      11 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   49 21.1      11 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   53 22.4      11 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 17.1      13 
gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Gl ( 162)   47 20.5      13 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   46 20.2      14 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   51 21.7      14 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   49 21.1      15 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   50 21.4      15 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   50 21.4      15 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   46 20.1      16 
gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   46 20.1      16 
gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen ( 367)   50 21.4      16 
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gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   53 22.3      17 
gi|212279|gb|AAA48944.1| lysozyme protein [Gallus  (  24)   37 17.4      17 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   47 20.4      17 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   47 20.4      18 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   45 19.8      19 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   52 22.0      21 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 22.0      21 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   52 22.0      21 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 19.2      22 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   48 20.7      26 
gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen ( 367)   48 20.7      26 
gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen ( 367)   48 20.7      26 
gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen ( 367)   48 20.7      26 
gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen ( 367)   48 20.7      26 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   44 19.4      28 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   42 18.8      29 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   42 18.8      29 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   50 21.3      30 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 17.0      30 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   48 20.7      31 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 16.9      33 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   47 20.3      35 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   42 18.8      37 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.8      39 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   40 18.2      39 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.8      41 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.8      41 
gi|8843921|gb|AAF80166.1| pollen major allergen 1- ( 367)   46 20.0      41 
gi|8843917|gb|AAF80164.1| pollen major allergen 1- ( 367)   46 20.0      41 
gi|19069497|emb|CAC37790.2| putative allergen Cup  ( 367)   46 20.0      41 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   45 19.7      42 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   46 20.0      43 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   46 20.0      45 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 20.3      45 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   39 17.8      46 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 16.3      47 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   45 19.7      49 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 19.4      49 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   43 19.0      49 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.4      49 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   41 18.4      51 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.7      51 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.7      51 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 16.3      52 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   44 19.3      53 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   43 19.0      55 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   44 19.3      56 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.6      56 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.6      56 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   40 18.1      58 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   40 18.1      58 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.6      58 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   46 19.9      60 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   40 18.1      60 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.6      60 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   40 18.1      61 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   40 18.1      61 
gi|4587985|gb|AAD25927.1|AF084828_1 major allergen ( 342)   44 19.3      61 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 18.4      61 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 18.4      62 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 18.4      62 
gi|69552|pir||MEHB2 melittin, minor - honeybee     (  27)   32 15.6      63 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   41 18.4      63 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   40 18.1      64 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.6      64 
gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-t (  34)   33 15.9      64 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 18.4      65 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 15.0      65 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   51 21.5      66 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   39 17.8      67 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   44 19.3      67 
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gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   44 19.3      67 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   44 19.3      67 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.2      68 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   27 14.1      69 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   41 18.4      70 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   41 18.4      70 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   31 15.3      70 
gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} (  20)   30 15.0      72 
gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Th (  20)   30 15.0      72 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   43 19.0      76 
gi|289064179|gb|ADC80503.1| non-specific lipid tra ( 118)   38 17.4      77 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   37 17.1      79 
gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia m ( 284)   42 18.7      79 
gi|114152864|sp|Q01883.2|RAG1_ORYSJ RecName: Full= ( 163)   39 17.7      87 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   43 19.0      90 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   43 19.0      90 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   37 17.1      91 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   43 19.0      92 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   41 18.3      93 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   40 18.0      96 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   26 13.7      96 
gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betu (  21)   29 14.6      96 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   36 16.8      98 
gi|253783731|emb|CAZ76052.1| alpha amylase inhibit ( 120)   37 17.1      99 
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  73 init1:  73 opt:  73  Z-score: 122.1  bits: 29.3 E(): 0.08 
Smith-Waterman score: 73; 35.5% identity (54.8% similar) in 31 aa overlap (36-66:246-276) 
 
          10        20        30        40        50        60      
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:: :   . :     .: . 
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
 
          70        80                                              
AAD-12 GDVVVWDNRCLLHRA                                              
       :                                                            
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 114.6  bits: 26.4 E(): 0.21 
Smith-Waterman score: 64; 32.8% identity (50.8% similar) in 61 aa overlap (16-72:79-133) 
 
                              10        20          30          40  
AAD-12                GMDTTATPLRPLVKVHPETGRPSL--LIGRHA--HAIPGMDAAES 
                                     .::. ::.:  ::   :  :   :.. :.  
gi|121 DLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPEN-RPALKTLIDGLASSHKARGIEKAQF 
       50        60        70        80         90       100        
 
              50        60        70        80           
AAD-12 ERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA           
       :.:  .:::.       :  .:      .::                   
gi|121 EEFRASLVDYLS-----HHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
       110            120       130       140       150  
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  66 init1:  66 opt:  66  Z-score: 109.1  bits: 26.9 E(): 0.43 
Smith-Waterman score: 66; 32.3% identity (54.8% similar) in 31 aa overlap (36-66:247-277) 
 
          10        20        30        40        50        60      
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:  :   . :.    .: . 
gi|232 APDIKTPKEALDLIMDAIDKAGYKGKVGIAMDVASSEFYKDGKYDLDFKNPESDPSKWLS 
        220       230       240       250       260       270       
 
          70        80                                              
AAD-12 GDVVVWDNRCLLHRA                                              
       :                                                            
gi|232 GPQLADLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKT 
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        280       290       300       310       320       330       
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 102.1  bits: 23.6 E():    1 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (47-63:68-86) 
 
         20        30        40        50          60        70     
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|219 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
           80             
AAD-12 CLLHRA             
                          
gi|219 SFDSDRSGLLLKQKVSDE 
       100       110      
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 99.4  bits: 23.6 E():  1.5 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (47-63:68-86) 
 
         20        30        40        50          60        70     
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|184 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
           80                                                       
AAD-12 CLLHRA                                                       
                                                                    
gi|184 SFDSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 99.4  bits: 23.6 E():  1.5 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (47-63:68-86) 
 
         20        30        40        50          60        70     
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|456 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNF 
        40        50        60        70        80        90        
 
           80                                                       
AAD-12 CLLHRA                                                       
                                                                    
gi|456 SFGSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  47 init1:  47 opt:  52  Z-score: 95.1  bits: 22.3 E():  2.6 
Smith-Waterman score: 52; 26.5% identity (50.0% similar) in 68 aa overlap (1-67:19-84) 
 
                                 10        20        30        40   
AAD-12                   GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
                         :.: ::  :. :.:.        .     :.:. : :.  .. 
gi|135 MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDV--KD 
               10        20        30        40        50           
 
              50        60        70        80              
AAD-12 RFLE-GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA              
        .:. :    :   :..   .: :.:                           
gi|135 LLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD 
       60        70        80        90       100       110 
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 90.3  bits: 23.4 E():  4.8 
Smith-Waterman score: 56; 27.0% identity (55.6% similar) in 63 aa overlap (7-61:46-108) 
 
                                       10           20              
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AAD-12                         GMDTTATPLRPL---VKVHPETGRPSLL--IGRH-- 
                                     :::::    ...: ....:  :  .: .   
gi|253 IEEPEMIAPTPPGQFPHQQPISSPNRTSRNTPLRPESTEIETHHHANHPPALPVLGMQLP 
          20        30        40        50        60        70      
 
       30        40        50        60        70        80         
AAD-12 -AHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA         
          ..:  . :.:.  :.  .:   .::   .:                            
gi|253 VPGTVPESSRAQSRASLNLDIDLDLHAPSHPSHLSHGAPHEQEHAHEIQRHRAHSAQSSA 
          80        90       100       110       120       130      
 
gi|253 GLPPTGFASHLPPASSGPVSLGWNMYHVPPNLHLNANQFNFEVPGHMNVSGHPTHLEHSS 
         140       150       160       170       180       190      
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 88.5  bits: 22.5 E():    6 
Smith-Waterman score: 53; 43.8% identity (62.5% similar) in 16 aa overlap (47-62:27-42) 
 
         20        30        40        50        60        70       
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     : :.:  : : .. ::               
gi|170     MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQ 
                   10        20        30        40        50       
 
         80                                                         
AAD-12 LHRA                                                         
                                                                    
gi|170 QTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQP 
         60        70        80        90       100       110       
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  53  Z-score: 86.3  bits: 22.4 E():    8 
Smith-Waterman score: 53; 27.0% identity (55.6% similar) in 63 aa overlap (14-73:119-178) 
 
                                10        20        30         40   
AAD-12                  GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESE 
                                     .::  .: : :..   .:.:  :..    . 
gi|908 LWIIFSKNLNIKLNMPLYIAGNKTIDGRGAEVHIGNGGPCLFMRTVSHVILHGLNIHGCN 
       90       100       110       120       130       140         
 
               50        60        70        80                     
AAD-12 RFLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA                     
         . :  :.. :  .  :::..   ::...  :                            
gi|908 TSVSGNVLISEASGVVPVHAQD---GDAITMRNVTDVWIDHNSLSDSSDGLVDVTLASTG 
      150       160       170          180       190       200      
 
gi|908 VTISNNHFFNHHKVMLLGHSDIYSDDKSMKVTVAFNQFGPNAGQRMPRARYGLIHVANNN 
         210       220       230       240       250       260      
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 85.2  bits: 22.1 E():  9.1 
Smith-Waterman score: 52; 28.1% identity (59.4% similar) in 32 aa overlap (36-67:66-97) 
 
          10        20        30        40        50        60      
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     .:. . . : :: .. .   ::.  ::..  
gi|729 STLSLVTKADGKIDMTVDLISPVTKRASLKIDSKKYNLFHEGELSASIVNPRLSWHQYTK 
          40        50        60        70        80        90      
 
          70        80                                              
AAD-12 GDVVVWDNRCLLHRA                                              
        :                                                           
gi|729 RDSREYKSDVELSLRSSDIALKITMPDYNSKIHYSRQGDQINMDIDGTLIEGHAQGTIRE 
         100       110       120       130       140       150      
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 84.8  bits: 22.4 E():  9.7 
Smith-Waterman score: 53; 27.3% identity (54.5% similar) in 44 aa overlap (27-69:241-284) 
 
                   10        20        30        40         50      
AAD-12     GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF-LEGLVDWACQA 
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                                     :  .... :::.: :: .  .   :   .  
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDKTYDLNFKE 
              220       230       240       250       260       270 
 
          60        70        80                                    
AAD-12 PRVHAHQWAAGDVVVWDNRCLLHRA                                    
          .. :  .:::.                                               
gi|144 ENNNGSQKISGDVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Schist  (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 84.4  bits: 20.5 E():   10 
Smith-Waterman score: 47; 50.0% identity (80.0% similar) in 10 aa overlap (71-80:6-15) 
 
               50        60        70        80                     
AAD-12 SERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA                     
                                     :::.:. . :                     
gi|298                          MSADSWDNHCVTYVANNKCLKNLCMTAIDGSHLGT 
                                        10        20        30      
 
gi|298 SNPDFRIPPELILQLKSILDGGLDTSIFFMGEKYIVLQHDSSCLVSRCGKKSLIFYATGK 
          40        50        60        70        80        90      
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 83.9  bits: 21.1 E():   11 
Smith-Waterman score: 49; 63.6% identity (90.9% similar) in 11 aa overlap (67-77:122-132) 
 
         40        50        60        70        80                 
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA                 
                                     : :..::.:::                    
gi|162 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
gi|162 RKELAAVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200         
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 83.8  bits: 21.1 E():   11 
Smith-Waterman score: 49; 63.6% identity (90.9% similar) in 11 aa overlap (67-77:122-132) 
 
         40        50        60        70        80                 
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA                 
                                     : :..::.:::                    
gi|209 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
gi|209 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 83.8  bits: 21.1 E():   11 
Smith-Waterman score: 49; 63.6% identity (90.9% similar) in 11 aa overlap (67-77:122-132) 
 
         40        50        60        70        80                 
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA                 
                                     : :..::.:::                    
gi|124 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
gi|124 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 83.8  bits: 22.4 E():   11 
Smith-Waterman score: 53; 27.0% identity (56.8% similar) in 37 aa overlap (35-70:441-477) 
 
           10        20        30        40         50        60    
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG-LVDWACQAPRVHAHQW 
                                     :. :.    .. : :.:  : .  .:. .  
gi|505 YQIAFSRGNRAFIAINLQKNQQNLQQKLHTGLPAGTYCDIISGNLIDNKCTGKSIHVDKN 
              420       430       440       450       460       470 
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            70        80          
AAD-12 AAGDVVVWDNRCLLHRA          
       . .:: :                    
gi|505 GQADVYVGHDEFDAFVAYHIGARIVS 
              480       490       
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 82.6  bits: 17.1 E():   13 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (29-34:8-13) 
 
               10        20        30        40        50        60 
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                   ::: .:                           
gi|131                      GPVGGVVHAHMMPLL                         
                                    10                              
 
               70        80 
AAD-12 HQWAAGDVVVWDNRCLLHRA 
 
>>gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Globin  (162 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 82.4  bits: 20.5 E():   13 
Smith-Waterman score: 47; 25.0% identity (63.6% similar) in 44 aa overlap (31-73:111-148) 
 
               10        20        30        40        50        60 
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                     :   :..::.  .:  .::..      ..: 
gi|121 VSFFTEVISLSGNQANLSAVYALVSKLGVDHKARGISAAQFGEFRTALVSY------LQA 
               90       100       110       120       130           
 
                70        80        
AAD-12 H-QWAAGDVVVWDNRCLLHRA        
       : .:. . ...:..               
gi|121 HVSWGDNVAAAWNHALDNTYAVALKSLE 
          140       150       160   
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 81.8  bits: 20.2 E():   14 
Smith-Waterman score: 46; 26.8% identity (58.5% similar) in 41 aa overlap (23-61:100-140) 
 
                       10        20        30         40        50  
AAD-12         GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
               60        70        80 
AAD-12 A-CQAPRVHAHQWAAGDVVVWDNRCLLHRA 
       . : . . : :                    
gi|100 GYCGSHHHHHH                    
     130       140                    
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 81.7  bits: 21.7 E():   14 
Smith-Waterman score: 51; 28.3% identity (51.7% similar) in 60 aa overlap (1-55:2-60) 
 
                10        20        30             40        50     
AAD-12  GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG-----MDAAESERFLEGLVDWACQ 
        :. : : :.  :. .   .:   :  : ::.:::.     :    :.. ... . :  : 
gi|581 MGFITKAIPIV-LAALSTVNGARILEAGPHAEAIPNKYIVVMKREVSDEAFNAHTTWLSQ 
               10         20        30        40        50          
 
           60        70        80                                   
AAD-12 APRVHAHQWAAGDVVVWDNRCLLHRA                                   
       .                                                            
gi|581 SLNSRIMRRAGSSKPMAGMQDKYSLGGIFRAYSGEFDDAMIKDISSHDDVDFIEPDFVVR 
      60        70        80        90       100       110          
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 81.4  bits: 21.1 E():   15 
Smith-Waterman score: 49; 43.8% identity (56.2% similar) in 16 aa overlap (47-62:8-23) 
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         20        30        40        50        60        70       
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     : :.:  : :  . ::               
gi|106                        NIQVDPSGQVQWPQQQPFPQPHQPFSQQPQQTFPQPQ 
                                      10        20        30        
 
         80                                                         
AAD-12 LHRA                                                         
                                                                    
gi|106 QTFPHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQP 
        40        50        60        70        80        90        
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 81.4  bits: 21.4 E():   15 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (15-73:99-157) 
 
                               10        20        30         40    
AAD-12                 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
              50        60        70        80                      
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA                      
        . :  ::. .  .  :::..   ::...  :                             
gi|908 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
      130       140          150       160       170       180      
 
gi|908 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
         190       200       210       220       230       240      
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 81.3  bits: 21.4 E():   15 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (15-73:100-158) 
 
                               10        20        30         40    
AAD-12                 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
              50        60        70        80                      
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA                      
        . :  ::. .  .  :::..   ::...  :                             
gi|118 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     130       140       150          160       170       180       
 
gi|118 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        190       200       210       220       230       240       
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 81.0  bits: 20.1 E():   16 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (26-68:1-44) 
 
               10        20        30        40         50          
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQAPRVH 
                                .: ..:..   ... .:... :.: :     :..  
gi|166                          MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAA 
                                        10        20        30      
 
      60        70        80                                        
AAD-12 AHQWAAGDVVVWDNRCLLHRA                                        
          . . ::                                                    
gi|166 PGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFI 
          40        50        60        70        80        90      
 
>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 81.0  bits: 20.1 E():   16 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (26-68:1-44) 
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               10        20        30        40         50          
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQAPRVH 
                                .: ..:..   ... .:... :.: :     :..  
gi|215                          MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAA 
                                        10        20        30      
 
      60        70        80                                        
AAD-12 AHQWAAGDVVVWDNRCLLHRA                                        
          . . ::                                                    
gi|215 PGAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFI 
          40        50        60        70        80        90      
 
>>gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 80.9  bits: 21.4 E():   16 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (15-73:120-178) 
 
                               10        20        30         40    
AAD-12                 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHSCNT 
      90       100       110       120       130       140          
 
              50        60        70        80                      
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA                      
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLPDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 80.5  bits: 22.3 E():   17 
Smith-Waterman score: 53; 30.4% identity (73.9% similar) in 23 aa overlap (51-73:618-639) 
 
               30        40        50        60        70        80 
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     : :. :.. : .:.. ..:: ..        
gi|581 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVVHNDFDFRLSV 
       590       600       610       620        630       640       
 
gi|581 AEGVGLFNVLQEKGVPSRFLNFPDETHWVTKPENSLVWHQQVLGWVNKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|212279|gb|AAA48944.1| lysozyme protein [Gallus gall  (24 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 80.3  bits: 17.4 E():   17 
Smith-Waterman score: 37; 57.1% identity (71.4% similar) in 7 aa overlap (69-75:5-11) 
 
       40        50        60        70        80         
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA         
                                     :.: : :              
gi|212                           MNAWVAWRNSCKGTDVQAWIRGCR 
                                         10        20     
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 80.1  bits: 20.4 E():   17 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (30-67:156-194) 
 
                10        20        30        40        50          
AAD-12  GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|833 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
         130       140       150       160       170       180      
 
       60        70        80    
AAD-12 HAHQWAAGDVVVWDNRCLLHRA    
       .. .:: ..                 
gi|833 NVINWAEAENRYIAGDKGGHPFMKL 
         190       200       210 
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
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 initn:  41 init1:  41 opt:  47  Z-score: 79.7  bits: 20.4 E():   18 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (30-67:167-205) 
 
                10        20        30        40        50          
AAD-12  GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|164 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
        140       150       160       170       180       190       
 
       60        70        80    
AAD-12 HAHQWAAGDVVVWDNRCLLHRA    
       .. .:: ..                 
gi|164 NVINWAEAENRYIAGDKGGHPFMKL 
        200       210       220  
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.5  bits: 19.8 E():   19 
Smith-Waterman score: 45; 71.4% identity (85.7% similar) in 7 aa overlap (69-75:127-133) 
 
       40        50        60        70        80          
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA          
                                     :.: :::               
gi|126 PCSALLSSDITASVNCAKKIVSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL 
        100       110       120       130       140        
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 78.7  bits: 22.0 E():   21 
Smith-Waterman score: 52; 26.1% identity (73.9% similar) in 23 aa overlap (51-73:618-639) 
 
               30        40        50        60        70        80 
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     : :. :.. : .:.. ..:. ..        
gi|238 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVIHNDFDFRLSV 
       590       600       610       620        630       640       
 
gi|238 AEGVGLFNVLQEKGIPSRFLNFPDETHWVTKPENSLVWHQQVLGWINKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 78.7  bits: 22.0 E():   21 
Smith-Waterman score: 52; 26.1% identity (73.9% similar) in 23 aa overlap (51-73:618-639) 
 
               30        40        50        60        70        80 
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     : :. :.. : .:.. ..:. ..        
gi|219 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVIHNDFDFRLSV 
       590       600       610       620        630       640       
 
gi|219 AEGVGLFNVLQEKGIPSRFLNFPDETHWVTKPENSLVWHQQVLGWINKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 78.7  bits: 22.0 E():   21 
Smith-Waterman score: 52; 26.1% identity (73.9% similar) in 23 aa overlap (51-73:618-639) 
 
               30        40        50        60        70        80 
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     : :. :.. : .:.. ..:. ..        
gi|238 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVIHNDSDFRLSV 
       590       600       610       620        630       640       
 
gi|238 AEGVGLFNVLQEKGIPSRFLNFPDETHWVTKPENSLVWHQQVLGWINKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 78.4  bits: 19.2 E():   22 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (35-47:5-17) 
 
           10        20        30        40        50        60     
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA 
                                     :.:::: .  :.:                  
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gi|208                           MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACG 
                                         10        20        30     
 
           70        80                                             
AAD-12 AGDVVVWDNRCLLHRA                                             
                                                                    
gi|208 LAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAGDVDGD 
           40        50        60        70        80        90     
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 77.1  bits: 20.7 E():   26 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (15-73:120-178) 
 
                               10        20        30         40    
AAD-12                 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|151 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
              50        60        70        80                      
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA                      
        . :  ::. .  .  :::..   ::...  :                             
gi|151 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|151 TISNNHFFNHHKVMLLGHDDTYDNDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 77.1  bits: 20.7 E():   26 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (15-73:120-178) 
 
                               10        20        30         40    
AAD-12                 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
              50        60        70        80                      
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA                      
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGNVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 77.1  bits: 20.7 E():   26 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (15-73:120-178) 
 
                               10        20        30         40    
AAD-12                 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
              50        60        70        80                      
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA                      
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGNVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 77.1  bits: 20.7 E():   26 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (15-73:120-178) 
 
                               10        20        30         40    
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AAD-12                 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLEMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
              50        60        70        80                      
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA                      
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 77.1  bits: 20.7 E():   26 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (15-73:120-178) 
 
                               10        20        30         40    
AAD-12                 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
              50        60        70        80                      
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA                      
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.4  bits: 19.4 E():   28 
Smith-Waterman score: 44; 26.8% identity (51.2% similar) in 41 aa overlap (2-42:25-65) 
 
                                      10        20        30        
AAD-12                        GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                               .:  ..::  :.:   :. .    .     :::. : 
gi|344 MTGVKTHLQHELKRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPD 
               10        20        30        40        50        60 
 
        40        50        60        70        80                  
AAD-12 AAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA                  
         ..:                                                        
gi|344 EFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDS 
               70        80        90       100       110       120 
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 76.3  bits: 18.8 E():   29 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (29-66:20-57) 
 
               10        20        30        40        50        60 
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                   ::  . . : :. :    :..:   .:  :   
gi|191          MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGE 
                        10        20        30        40        50  
 
               70        80                                         
AAD-12 HQWAAGDVVVWDNRCLLHRA                                         
        .  ::                                                       
gi|191 ADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQP 
              60        70        80        90       100       110  
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 76.3  bits: 18.8 E():   29 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (29-66:20-57) 
 
               10        20        30        40        50        60 
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
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                                   ::  . . : :. :    :..:   .:  :   
gi|730          MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGE 
                        10        20        30        40        50  
 
               70        80                                         
AAD-12 HQWAAGDVVVWDNRCLLHRA                                         
        .  ::                                                       
gi|730 ADPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQP 
              60        70        80        90       100       110  
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 76.0  bits: 21.3 E():   30 
Smith-Waterman score: 50; 29.4% identity (67.6% similar) in 34 aa overlap (2-34:598-629) 
 
                                            10         20        30 
AAD-12                              GMDTTATPLRPLVKVH-PETGRPSLLIGRHA 
                                     ....:.:.  ..:..  : : :. . :. : 
gi|729 TLTGAIDKTVAWIDENQTATKEEYEAEQKQLESVANPV--MMKIYGAEGGAPGGMPGQGA 
       570       580       590       600         610       620      
 
               40        50        60        70        80 
AAD-12 HAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
        : :                                               
gi|729 GAPPPGAGDDGPTVEEVD                                 
         630       640                                    
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 76.0  bits: 17.0 E():   30 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (34-51:8-25) 
 
            10        20        30        40        50        60    
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :. ....:..   :             
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA      
                                      10        20        30        
 
            70        80 
AAD-12 AAGDVVVWDNRCLLHRA 
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 75.6  bits: 20.7 E():   31 
Smith-Waterman score: 48; 20.9% identity (55.2% similar) in 67 aa overlap (11-77:2-63) 
 
               10        20        30        40        50        60 
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                 :. :.: .    :.  .:   ..  .:.:    . ...:  . .. . .: 
gi|139          MPISKIHAR----SVYDSRGNPTVE-VDVATETGLHRAIVPSGASTGQHEA 
                            10        20         30        40       
 
               70        80                                         
AAD-12 HQWAAGDVVVWDNRCLLHRA                                         
       :.   :: . : .. .:                                            
gi|139 HELRDGDKTQWGGKGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNL 
         50        60        70        80        90       100       
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 75.2  bits: 16.9 E():   33 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (34-51:8-25) 
 
            10        20        30        40        50        60    
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :. ....:..   :             
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK   
                                      10        20        30        
 
            70        80 
AAD-12 AAGDVVVWDNRCLLHRA 
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.6  bits: 20.3 E():   35 
Smith-Waterman score: 47; 37.5% identity (68.8% similar) in 16 aa overlap (65-80:202-217) 
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           40        50        60        70        80               
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA               
                                     ::.  .: ..: : .:               
gi|113 DIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWIDHCSLSKASDGLLDITLGSSHV 
             180       190       200       210       220       230  
 
gi|113 TVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQRMPRCRFGFFQVVNNNY 
             240       250       260       270       280       290  
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 74.3  bits: 18.8 E():   37 
Smith-Waterman score: 42; 24.4% identity (56.1% similar) in 41 aa overlap (23-62:100-140) 
 
                       10        20        30         40        50  
AAD-12         GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
              60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
       .  .   : :.                   
gi|100 GYYVGSHHHHHH                  
     130       140                   
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 73.9  bits: 18.8 E():   39 
Smith-Waterman score: 42; 27.8% identity (66.7% similar) in 36 aa overlap (30-65:28-62) 
 
               10        20        30        40        50        60 
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                    :.: :...: : ... .:  : .    ...  
gi|157   MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQA-EFRQLANGAPDKTEAEIEAQI 
                 10        20        30         40        50        
 
               70        80                                         
AAD-12 HQWAAGDVVVWDNRCLLHRA                                         
       .::.:                                                        
gi|157 EQWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPAAKAADARLSAIASNRAL 
        60        70        80        90       100       110        
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.9  bits: 18.2 E():   39 
Smith-Waterman score: 40; 30.0% identity (50.0% similar) in 30 aa overlap (22-51:13-42) 
 
               10        20        30        40        50        60 
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                            :. :.    .. ::   :: :   .:  .:          
gi|144          VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKKGNL 
                        10        20        30        40        50  
 
               70        80                          
AAD-12 HQWAAGDVVVWDNRCLLHRA                          
                                                     
gi|144 WEVKSSKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
              60        70        80        90       
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.5  bits: 18.8 E():   41 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (26-49:1-24) 
 
               10        20        30        40        50        60 
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                .: ..:..   ... .:... :.:            
gi|215                          MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAA 
                                        10        20        30      
 
               70        80                                         
AAD-12 HQWAAGDVVVWDNRCLLHRA                                         
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gi|215 TGAYKSVEVKGDGGAGTVRIITLPEGSPITTMTVRTDAVNKEALSYDSTVIDGDILLGFI 
          40        50        60        70        80        90      
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.5  bits: 18.8 E():   41 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (26-49:1-24) 
 
               10        20        30        40        50        60 
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                .: ..:..   ... .:... :.:            
gi|892                          MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAA 
                                        10        20        30      
 
               70        80                                         
AAD-12 HQWAAGDVVVWDNRCLLHRA                                         
                                                                    
gi|892 PGAYKSVEVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFI 
          40        50        60        70        80        90      
 
>>gi|8843921|gb|AAF80166.1| pollen major allergen 1-1 [J  (367 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 73.4  bits: 20.0 E():   41 
Smith-Waterman score: 46; 27.4% identity (54.8% similar) in 62 aa overlap (15-73:120-178) 
 
                               10        20        30         40    
AAD-12                 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
              50        60        70        80                      
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA                      
        . :  ::. .  .  :::..   ::...  :                             
gi|884 SVLGDVLVSESIGVVPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|884 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8843917|gb|AAF80164.1| pollen major allergen 1-2 [J  (367 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 73.4  bits: 20.0 E():   41 
Smith-Waterman score: 46; 27.4% identity (54.8% similar) in 62 aa overlap (15-73:120-178) 
 
                               10        20        30         40    
AAD-12                 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
              50        60        70        80                      
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA                      
        . :  ::. .  .  :::..   ::...  :                             
gi|884 SVLGDVLVSESIGVVPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|884 TIFNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|19069497|emb|CAC37790.2| putative allergen Cup a 1   (367 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 73.4  bits: 20.0 E():   41 
Smith-Waterman score: 46; 27.4% identity (53.2% similar) in 62 aa overlap (15-73:120-178) 
 
                               10        20        30         40    
AAD-12                 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :..   .:.:  :.     .  
gi|190 WIIFSQNMNIKLQMPLYVAGYKTIDGRGADVHLGNGGPCLFMRTASHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
              50        60        70        80                      
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA                      
        . :  ::. .  .  :::..   ::...  :                             
gi|190 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
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     150       160       170          180       190       200       
 
gi|190 TISNNHFFNHHKVMLLGHDDTYDDDISMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 73.2  bits: 19.7 E():   42 
Smith-Waterman score: 45; 46.7% identity (80.0% similar) in 15 aa overlap (54-67:207-221) 
 
            30        40        50         60        70        80   
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAP-RVHAHQWAAGDVVVWDNRCLLHRA   
                                     :.: :..  .::.::                
gi|287 WTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAGGDPSNPKGTIEWAGGLT 
        180       190       200       210       220       230       
 
gi|287 DYSAGPYTMYVKSVRIENANPAESYTYSDNSGSWQSIKFDGSVDISSSSSVTSSTTSTAS 
        240       250       260       270       280       290       
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.0  bits: 20.0 E():   43 
Smith-Waterman score: 46; 28.0% identity (52.0% similar) in 25 aa overlap (56-80:351-375) 
 
          30        40        50        60        70        80      
AAD-12 IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA      
                                     :   .. :  ::: . .   .. ::      
gi|118 INGVQYPLSPSAYILQDDDSCTSGFEGMDVPTSSGELWILGDVFIRQYYTVFDRANNKVG 
              330       340       350       360       370       380 
 
gi|118 LAPVA 
             
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 72.7  bits: 20.0 E():   45 
Smith-Waterman score: 46; 24.4% identity (48.9% similar) in 45 aa overlap (43-80:173-216) 
 
             20        30        40        50        60             
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV--- 
                                     : : :    .  .: .  :: . ::..    
gi|113 RGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQ-SDGDAIHVT 
            150       160       170       180       190        200  
 
          70        80                                              
AAD-12 ----VWDNRCLLHRA                                              
           .: ..: : ..                                              
gi|113 GSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDLKMHVT 
             210       220       230       240       250       260  
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.6  bits: 20.3 E():   45 
Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (20-42:344-366) 
 
                          10        20        30        40          
AAD-12            GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
           320       330       340       350       360       370    
 
      50        60        70        80                              
AAD-12 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRA                              
                                                                    
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 72.5  bits: 17.8 E():   46 
Smith-Waterman score: 39; 22.7% identity (40.9% similar) in 22 aa overlap (50-71:45-66) 
 
      20        30        40        50        60        70          
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 
                                     .:  .:  ..   : :     :         
gi|323 QYGYCGTTADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFC 
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           20        30        40        50        60        70     
 
      80                 
AAD-12 A                 
                         
gi|323 GPAGPRCLRTNAAVTVR 
           80        90  
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 72.3  bits: 16.3 E():   47 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (34-51:8-25) 
 
            10        20        30        40        50        60    
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :  ....:..   :             
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA      
                                      10        20        30        
 
            70        80 
AAD-12 AAGDVVVWDNRCLLHRA 
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 72.1  bits: 19.7 E():   49 
Smith-Waterman score: 45; 28.6% identity (51.4% similar) in 35 aa overlap (29-63:258-291) 
 
                 10        20        30        40        50         
AAD-12   GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     :...:    .  : :  .  : :. :  :. 
gi|510 IGENIIGHLLIVFDGGKSQPACSWYDVPCSHSESIVYATGMVSGRCQHLAVPWTAQQ-RI 
       230       240       250       260       270       280        
 
       60        70        80                                       
AAD-12 HAHQWAAGDVVVWDNRCLLHRA                                       
       .  ::                                                        
gi|510 NPIQWKFWRVFTSNIPAYPTSDTTNCVVLNTNVFKNDNTFEGEYHAFPDCARNLFKCRQQ 
        290       300       310       320       330       340       
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 72.0  bits: 19.4 E():   49 
Smith-Waterman score: 44; 27.8% identity (52.8% similar) in 36 aa overlap (6-41:64-96) 
 
                                        10        20        30      
AAD-12                          GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                                     :  .. .  . :.  ::   . . :  .:  
gi|481 AGKATTEEQKLIEDINVGFKAAVAARQRPAADKFKTFEAASPRHPRP---LRQGAGLVPK 
            40        50        60        70        80           90 
 
          40        50        60        70        80                
AAD-12 MDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA                
       .::: :                                                       
gi|481 LDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGE 
              100       110       120       130       140       150 
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 72.0  bits: 19.0 E():   49 
Smith-Waterman score: 43; 19.2% identity (49.3% similar) in 73 aa overlap (1-73:82-154) 
 
                                             10        20        30 
AAD-12                               GMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     : . . .   :  :   :  . .:. .    
gi|383 HVARWYKHIASYESEFPTLPGDASKAFTAYGPEGSEASANPKDKPAEEEEEEDLFASDSE 
              60        70        80        90       100       110  
 
               40        50        60        70        80           
AAD-12 HAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA           
          :.. : ... . :     : ..:.  :.. .. .:  ::.                  
gi|383 DEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSLVTLEVKPWDDETNLEELEANVRAIEMD 
             120       130       140       150       160       170  
 
gi|383 GLVWGASKFVAVGFGIKKLQINLVVEDEKVSTDELQAQIEEDEDHVQSTDVAAMQKL 
             180       190       200       210       220         
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>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.9  bits: 18.4 E():   49 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (5-12:34-41) 
 
                                         10        20        30     
AAD-12                           GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
           40        50        60        70        80               
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA               
                                                                    
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.6  bits: 18.4 E():   51 
Smith-Waterman score: 41; 20.8% identity (79.2% similar) in 24 aa overlap (26-49:1-24) 
 
               10        20        30        40        50        60 
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                .: ..:..   ... .:....:.:            
gi|134                          MGVQTHVLELTSSVSAEKIFQGFVIDVDTVLPKAA 
                                        10        20        30      
 
               70        80                                         
AAD-12 HQWAAGDVVVWDNRCLLHRA                                         
                                                                    
gi|134 PGAYKSVEIKGDGGPGTLKIITLPDGGPITTMTLRIDGVNKEALTFDYSVIDGDILLGFI 
          40        50        60        70        80        90      
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 71.6  bits: 19.7 E():   51 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (19-35:225-240) 
 
                           10        20        30        40         
AAD-12             GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
       50        60        70        80                             
AAD-12 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA                             
                                                                    
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 71.6  bits: 19.7 E():   51 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (19-35:225-240) 
 
                           10        20        30        40         
AAD-12             GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
       50        60        70        80                             
AAD-12 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA                             
                                                                    
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 71.5  bits: 16.3 E():   52 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (34-51:8-25) 
 
            10        20        30        40        50        60    
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
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                                     :.. :  ....:..   :             
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK   
                                      10        20        30        
 
            70        80 
AAD-12 AAGDVVVWDNRCLLHRA 
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 71.4  bits: 19.3 E():   53 
Smith-Waterman score: 44; 47.4% identity (63.2% similar) in 19 aa overlap (40-55:72-90) 
 
      10        20        30        40        50           60       
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW---ACQAPRVHAHQWAAG 
                                     :.. ::   :::   ::.:            
gi|144 TISKQVVFLIHGFLSTGNNENFVAMSKALIEKDDFLVISVDWKKGACNAFASTKDALGYS 
              50        60        70        80        90       100  
 
         70        80                                               
AAD-12 DVVVWDNRCLLHRA                                               
                                                                    
gi|144 KAVGNTRHVGKFVADFTKLLVEKYKVLISNIRLIGHSLGAHTSGFAGKEVQKLKLGKYKE 
             110       120       130       140       150       160  
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 71.1  bits: 19.0 E():   55 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (49-62:29-42) 
 
       20        30        40        50        60        70         
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH 
                                     :.:  : :  . ::                 
gi|170   MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQT 
                 10        20        30        40        50         
 
       80                                                           
AAD-12 RA                                                           
                                                                    
gi|170 FPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQ 
       60        70        80        90       100       110         
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 71.0  bits: 19.3 E():   56 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (18-61:254-299) 
 
                            10        20          30        40      
AAD-12              GMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
          50        60        70        80 
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
        .. :   . :.:. :                    
gi|261 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFS   
           290       300       310         
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 70.9  bits: 19.6 E():   56 
Smith-Waterman score: 45; 46.7% identity (80.0% similar) in 15 aa overlap (54-67:197-211) 
 
            30        40        50         60        70        80   
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAP-RVHAHQWAAGDVVVWDNRCLLHRA   
                                     :.: :..  .::.::                
gi|855 WTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAGGDPSNPKGTIEWAGGLT 
        170       180       190       200       210       220       
 
gi|855 DYSAGPYTMYVKSVRIENANPAESYTYSDNSGSWQSIKFDGSVDISSSSSVTSSTTSTAS 
        230       240       250       260       270       280       
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 70.9  bits: 19.6 E():   56 
Smith-Waterman score: 45; 26.8% identity (48.8% similar) in 41 aa overlap (43-77:172-212) 
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             20        30        40        50        60             
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW------AAG 
                                     .  :: .  : .:   : :.       .:: 
gi|625 RGANVEITCGGLTIHNVCNVIIHNIHIHDIKVTEGGIIKATDAKPGHRHKSDGDGICVAG 
             150       160       170       180       190       200  
 
         70        80                                               
AAD-12 DVVVWDNRCLLHRA                                               
       .  .: ..: :                                                  
gi|625 SSKIWIDHCTLSHGPDGLIDVTLGSTAVTISNCKFSHHQKILLLGADNSHVDDKKMHVTV 
             210       220       230       240       250       260  
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 70.7  bits: 18.1 E():   58 
Smith-Waterman score: 40; 25.7% identity (60.0% similar) in 35 aa overlap (23-56:100-134) 
 
                       10        20        30         40        50  
AAD-12         GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|105 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
              60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
       .  .:                         
gi|105 GYWVPSSNS                     
     130                             
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.7  bits: 18.1 E():   58 
Smith-Waterman score: 40; 37.5% identity (75.0% similar) in 16 aa overlap (6-21:20-35) 
 
                             10        20        30        40       
AAD-12               GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
                          :.  : .:.:. ..::                          
gi|244 MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQSCQRQFEEQQRFRNCQRYVKQEV 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA                           
                                                                    
gi|244 QRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASEL 
               70        80        90       100       110       120 
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.7  bits: 15.6 E():   58 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (5-11:5-11) 
 
               10        20        30        40        50        60 
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
           : .:.::                                                  
gi|751 TKSQTHVPIRPNKLVLKVQKDRATN                                    
               10        20                                         
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 70.4  bits: 19.9 E():   60 
Smith-Waterman score: 46; 22.4% identity (57.1% similar) in 49 aa overlap (19-63:15-63) 
 
               10        20        30        40            50       
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV----DWACQAP 
                         :. : :. . :  : : ..:...... .. .    : . :   
gi|601     MRGALAGLSLATLATASPVLVNSIHNDAAPIISASNAKEIADNYMIKFKDHVTQNL 
                   10        20        30        40        50       
 
         60        70        80                                     
AAD-12 RVHAHQWAAGDVVVWDNRCLLHRA                                     
        .. : :                                                      
gi|601 AAEHHGWVQDLHEKTQVAKTELRKRSQSPMVDDIFNGLKHTYNIAGGLMGYAGHFDEDVI 
         60        70        80        90       100       110       
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>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.4  bits: 18.1 E():   60 
Smith-Waterman score: 43; 25.9% identity (46.3% similar) in 54 aa overlap (21-66:88-141) 
 
                         10        20        30               40    
AAD-12           GMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-------IPGMDAAESER 
                                     :   .:::..:        .::     ..  
gi|189 AGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRD 
        60        70        80        90       100       110        
 
            50         60        70        80 
AAD-12 FLEGLVDWA-CQAPRVHAHQWAAGDVVVWDNRCLLHRA 
       : . ::  . :..  ::   .  :               
gi|189 FAKVLVTPGQCNVLTVHNAPYCLGLDI            
       120       130       140                
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.3  bits: 15.6 E():   60 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (17-27:10-20) 
 
               10        20        30        40        50        60 
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                       :.:  :..: :                                  
gi|147        AKITFTNNXPNTVWPGILTGFGQKPQ                            
                      10        20                                  
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.3  bits: 18.1 E():   61 
Smith-Waterman score: 41; 26.0% identity (48.0% similar) in 50 aa overlap (25-66:93-142) 
 
                     10        20        30               40        
AAD-12       GMDTTATPLRPLVKVHPETGRPSLLIGRHAHA-------IPGMDAAESERFLEG 
                                     .:::..:        .::     .. : .  
gi|439 SSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKV 
             70        80        90       100       110       120   
 
        50         60        70        80 
AAD-12 LVDWA-CQAPRVHAHQWAAGDVVVWDNRCLLHRA 
       ::  . :..  ::   .  :               
gi|439 LVTPGQCNVLTVHNAPYCLGLDI            
            130       140                 
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.3  bits: 18.1 E():   61 
Smith-Waterman score: 40; 26.7% identity (60.0% similar) in 30 aa overlap (8-37:115-144) 
 
                                      10        20        30        
AAD-12                        GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::   .:. ...  ..:    :.: 
gi|217 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
        40        50        60        70        80 
AAD-12 AAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                                   
gi|217 I                                           
                                                   
 
>>gi|4587985|gb|AAD25927.1|AF084828_1 major allergenic p  (342 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 70.3  bits: 19.3 E():   61 
Smith-Waterman score: 44; 27.8% identity (53.7% similar) in 54 aa overlap (8-52:42-95) 
 
                                      10        20        30        
AAD-12                        GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAI---- 
                                     ::  :.:..:.. .  :   : : ..     
gi|458 RAPASARYFSQTAAANRKVAVLGASGGIGQPLSLLMKLNPKVTELRLYDIRLAPGVAADL 
              20        30        40        50        60        70  
 
                 40        50        60        70        80         
AAD-12 -----PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA         
            :.. .. ..  ::: :: :                                     
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gi|458 SHINTPAVTSGYAQDDLEGAVDGAEIVLIPAGMPRKPGMTRDDLFNSNASIVRDLAKVVA 
              80        90       100       110       120       130  
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.2  bits: 18.4 E():   61 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (28-44:17-30) 
 
               10        20        30        40        50        60 
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                  ::   .:..:    :::                 
gi|212            VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQ 
                          10        20           30        40       
 
               70        80                                         
AAD-12 HQWAAGDVVVWDNRCLLHRA                                         
                                                                    
gi|212 YKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLAT 
         50        60        70        80        90       100       
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.2  bits: 18.4 E():   62 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (28-44:18-31) 
 
               10        20        30        40        50        60 
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                  ::   .:..:    :::                 
gi|116           AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQ 
                         10        20           30        40        
 
               70        80                                         
AAD-12 HQWAAGDVVVWDNRCLLHRA                                         
                                                                    
gi|116 YKCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLAT 
        50        60        70        80        90       100        
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 70.2  bits: 18.4 E():   62 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (28-44:18-31) 
 
               10        20        30        40        50        60 
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                  ::   .:..:    :::                 
gi|144           AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQ 
                         10        20           30        40        
 
               70        80                                         
AAD-12 HQWAAGDVVVWDNRCLLHRA                                         
                                                                    
gi|144 YKCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLAT 
        50        60        70        80        90       100        
 
>>gi|69552|pir||MEHB2 melittin, minor - honeybee          (27 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.0  bits: 15.6 E():   63 
Smith-Waterman score: 32; 30.8% identity (61.5% similar) in 13 aa overlap (45-57:13-25) 
 
           20        30        40        50        60        70     
AAD-12 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  .  :                  
gi|695                   GIGAVLKVLTTGLPALISWISRKKRQQ                
                                 10        20                       
 
           80 
AAD-12 CLLHRA 
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.0  bits: 18.4 E():   63 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (51-74:70-93) 
 
               30        40        50        60        70        80 
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
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gi|283 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
      40        50        60        70        80        90          
 
gi|283 CGPVGAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
     100       110       120       130       140       150          
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 69.9  bits: 18.1 E():   64 
Smith-Waterman score: 46; 25.7% identity (48.6% similar) in 70 aa overlap (1-70:55-118) 
 
                                             10        20        30 
AAD-12                               GMDTTATPLRPLVKVHPETGRPSLLIGRHA 
                                     :  .:.  . :. : :   :  .    ::: 
gi|160 DGPTTVTGNLSGLKPGLHGFHAHALGDTTNGCMSTGPHFNPVGKEHGAPGDEN----RHA 
           30        40        50        60        70            80 
 
               40        50        60        70        80           
AAD-12 HAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA           
         . .. ..:.     ..::   : : .  :.  .  :::                     
gi|160 GDLGNITVGEDGTAAINIVD--KQIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGN 
               90       100         110       120       130         
 
gi|160 AGGRVACGIIGLQG 
      140       150   
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.9  bits: 19.6 E():   64 
Smith-Waterman score: 45; 38.9% identity (72.2% similar) in 18 aa overlap (27-44:241-258) 
 
                   10        20        30        40        50       
AAD-12     GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                     :  .... :::.: :: .             
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDQTYDLNFKE 
              220       230       240       250       260       270 
 
         60        70        80                                     
AAD-12 RVHAHQWAAGDVVVWDNRCLLHRA                                     
                                                                    
gi|144 ENNNGSQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-termi  (34 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 69.9  bits: 15.9 E():   64 
Smith-Waterman score: 33; 25.0% identity (58.3% similar) in 24 aa overlap (34-57:8-31) 
 
            10        20        30        40        50        60    
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     : . :.   ..::. . .  . ::       
gi|691                        AIGDKPGPKITATYXXKWLEAKATFYGSNPRGAA    
                                      10        20        30        
 
            70        80 
AAD-12 AAGDVVVWDNRCLLHRA 
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.8  bits: 18.4 E():   65 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (28-44:27-40) 
 
               10        20        30        40        50        60 
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                  ::   .:..:    :::                 
gi|194  MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEALTQ 
                10        20        30           40        50       
 
               70        80                                         
AAD-12 HQWAAGDVVVWDNRCLLHRA                                         
                                                                    
gi|194 YKCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATD 
         60        70        80        90       100       110       
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
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 initn:  30 init1:  30 opt:  30  Z-score: 69.8  bits: 15.0 E():   65 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (2-9:10-17) 
 
                       10        20        30        40        50   
AAD-12         GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
                :.:  :::                                            
gi|244 IGNEDCTPWMSTLITPLP                                           
               10                                                   
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.6  bits: 21.5 E():   66 
Smith-Waterman score: 51; 28.1% identity (59.4% similar) in 32 aa overlap (36-67:1387-1418) 
 
          10        20        30        40        50        60      
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     .:. . . : :: .. .   ::.  ::..  
gi|203 STLSLVTKADGQIDMTVDLISPITKRASLKVDSKKYNLFHEGELSASLVNPRLSWHQYTK 
       1360      1370      1380      1390      1400      1410       
 
          70        80                                              
AAD-12 GDVVVWDNRCLLHRA                                              
        :                                                           
gi|203 RDSREYKTDVDLSLRSSDIAVKITMPDYNSKIHYSRQNDQISMDIDGTLIEGHAKGTIKE 
       1420      1430      1440      1450      1460      1470       
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.5  bits: 17.8 E():   67 
Smith-Waterman score: 39; 57.1% identity (85.7% similar) in 7 aa overlap (73-79:24-30) 
 
             50        60        70        80                       
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA                       
                                     : :..::                        
gi|484        GKMNFTDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVL 
                      10        20        30        40        50    
 
gi|484 TAIIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGE 
            60        70        80        90       100       110    
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.5  bits: 19.3 E():   67 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (18-61:290-335) 
 
                            10        20          30        40      
AAD-12              GMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
          50        60        70        80                     
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA                     
        .. :   . :.:. :                                        
gi|124 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.5  bits: 19.3 E():   67 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (18-61:290-335) 
 
                            10        20          30        40      
AAD-12              GMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
          50        60        70        80                     
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA                     
        .. :   . :.:. :                                        
gi|124 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
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 initn:  40 init1:  40 opt:  44  Z-score: 69.5  bits: 19.3 E():   67 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (18-61:290-335) 
 
                            10        20          30        40      
AAD-12              GMDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
          50        60        70        80                     
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA                     
        .. :   . :.:. :                                        
gi|268 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 69.4  bits: 21.2 E():   68 
Smith-Waterman score: 50; 44.4% identity (63.0% similar) in 27 aa overlap (22-47:636-662) 
 
                        10        20         30        40        50 
AAD-12          GMDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVD 
                                     :: : : : : .:::  . ..:  :.:    
gi|278 SRGPSGPPGPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIG 
         610       620       630       640       650       660      
 
               60        70        80                               
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRA                               
                                                                    
gi|278 SPGRDGARGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAG 
         670       680       690       700       710       720      
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  27 init1:  27 opt:  27  Z-score: 69.3  bits: 14.1 E():   69 
Smith-Waterman score: 27; 50.0% identity (75.0% similar) in 8 aa overlap (73-80:1-8) 
 
             50        60        70        80   
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA   
                                     .: :.: :   
gi|463                               DRNLVHSATR 
                                             10 
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 18.4 E():   70 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (51-74:87-110) 
 
               30        40        50        60        70        80 
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|123 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
gi|123 CGPVGAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 18.4 E():   70 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (51-74:87-110) 
 
               30        40        50        60        70        80 
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|158 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
gi|158 CGPVGAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 69.2  bits: 15.3 E():   70 
Smith-Waterman score: 31; 42.9% identity (50.0% similar) in 14 aa overlap (6-19:7-20) 
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                10        20        30        40        50          
AAD-12  GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
             :::  : .   : :                                         
gi|751 DLGYAPATPAAPGAGYTPATPAAP                                     
               10        20                                         
 
>>gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} [De  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 68.9  bits: 15.0 E():   72 
Smith-Waterman score: 30; 45.5% identity (72.7% similar) in 11 aa overlap (32-42:1-11) 
 
              10        20        30        40        50        60  
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                     :. :.::  .:                    
gi|404                               AVGGQDADLAEAPFQISLLK           
                                             10        20           
 
              70        80 
AAD-12 QWAAGDVVVWDNRCLLHRA 
 
>>gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Thauma  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 68.9  bits: 15.0 E():   72 
Smith-Waterman score: 30; 66.7% identity (83.3% similar) in 6 aa overlap (30-35:15-20) 
 
               10        20        30        40        50        60 
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                    : :.::                          
gi|680                ATFNFINNCPFTVWAAAVPG                          
                              10        20                          
 
               70        80 
AAD-12 HQWAAGDVVVWDNRCLLHRA 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.5  bits: 19.0 E():   76 
Smith-Waterman score: 43; 28.9% identity (53.3% similar) in 45 aa overlap (4-46:34-73) 
 
                                          10         20        30   
AAD-12                            GMDTTATPLRPLVKVHPET-GRPSLLIGRHAHA 
                                     : :::  : . . : : . :.        : 
gi|249 QKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPAT-----PAA 
            10        20        30        40        50              
 
              40        50        60        70        80            
AAD-12 IP-GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA            
       .: :  ..: ....:                                              
gi|249 VPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGLASGY 
       60        70        80        90       100       110         
 
>>gi|289064179|gb|ADC80503.1| non-specific lipid transfe  (118 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.4  bits: 17.4 E():   77 
Smith-Waterman score: 38; 66.7% identity (88.9% similar) in 9 aa overlap (30-38:81-89) 
 
                10        20        30        40        50          
AAD-12  GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     : ::::..:                      
gi|289 ASCCSGVRSLNAAAKTTPDRQAVCNCLKSAAGAIPGFNANNAGILPGKCGVSIPYKISTS 
               60        70        80        90       100       110 
 
      60        70        80 
AAD-12 AHQWAAGDVVVWDNRCLLHRA 
                             
gi|289 TNCATIKF              
                             
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 68.2  bits: 17.1 E():   79 
Smith-Waterman score: 37; 38.9% identity (50.0% similar) in 18 aa overlap (34-51:25-42) 
 
            10        20        30        40        50        60    
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     ::   :: :   .:  .:             
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gi|126       TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTKKGNLWEV 
                     10        20        30        40        50     
 
            70        80                           
AAD-12 AAGDVVVWDNRCLLHRA                           
                                                   
gi|126 KSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
           60        70        80        90        
 
>>gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia mutic  (284 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 68.2  bits: 18.7 E():   79 
Smith-Waterman score: 42; 36.8% identity (73.7% similar) in 19 aa overlap (28-46:63-80) 
 
                  10        20        30        40        50        
AAD-12    GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     .:: ..  ..::: .:. :            
gi|219 EDSKAKIEEDLTSLQKKYTNLENEFDQVNEKHADSVAKLEAAE-KRLTETEDEIKGYTRK 
             40        50        60        70         80        90  
 
        60        70        80                                      
AAD-12 VHAHQWAAGDVVVWDNRCLLHRA                                      
                                                                    
gi|219 IQLLEDDLERTQTKLDEATGKLEEATKSADESERGRKVLESRSLADDDRIDGLEKQVKDA 
             100       110       120       130       140       150  
 
>>gi|114152864|sp|Q01883.2|RAG1_ORYSJ RecName: Full=Seed  (163 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.4  bits: 17.7 E():   87 
Smith-Waterman score: 39; 41.7% identity (75.0% similar) in 12 aa overlap (64-75:68-79) 
 
            40        50        60        70        80              
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA              
                                     .:.:  ::.. :                   
gi|114 QCRPGISYPTYSLPQCRTLVRRQCVGRGAASAADEQVWQDCCRQLAAVDDGWCRCGALDH 
        40        50        60        70        80        90        
 
gi|114 MLSGIYRELGATEAGHPMAEVFPGCRRGDLERAAASLPAFCNVDIPNGPGGVCYWLGYPR 
       100       110       120       130       140       150        
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 19.0 E():   90 
Smith-Waterman score: 43; 31.2% identity (68.8% similar) in 16 aa overlap (65-80:201-216) 
 
           40        50        60        70        80               
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA               
                                     ::.  .: ..: : ..               
gi|166 DVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWIDHCSLSKSFDGLVDVTLGSTHV 
              180       190       200       210       220       230 
 
gi|166 TISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVDQRMPRCRFGFFQVVNNNY 
              240       250       260       270       280       290 
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 67.1  bits: 19.0 E():   90 
Smith-Waterman score: 43; 31.2% identity (68.8% similar) in 16 aa overlap (65-80:201-216) 
 
           40        50        60        70        80               
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA               
                                     ::.  .: ..: : ..               
gi|113 DVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWIDHCSLSKSFDGLVDVTLGSTHV 
              180       190       200       210       220       230 
 
gi|113 TISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVDQRMPRCRFGFFQVVNNNY 
              240       250       260       270       280       290 
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.0  bits: 17.1 E():   91 
Smith-Waterman score: 37; 41.2% identity (58.8% similar) in 17 aa overlap (27-43:82-98) 
 
                   10        20        30        40        50       
AAD-12     GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                     :  :.: :  . :: :.              
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gi|215 NELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMGFGLFD 
              60        70        80        90       100       110  
 
         60        70        80 
AAD-12 RVHAHQWAAGDVVVWDNRCLLHRA 
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 67.0  bits: 19.0 E():   92 
Smith-Waterman score: 43; 35.5% identity (54.8% similar) in 31 aa overlap (4-34:3-32) 
 
               10        20        30        40        50        60 
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
          : : :.  :. .   .:   :  : ::..::                           
gi|238  FITKAIPIV-LAALSAVNGAKILEAGPHAETIPNKYIVVMKKDVSDEAFSTHTTWLSQN 
                 10        20        30        40        50         
 
               70        80                                         
AAD-12 HQWAAGDVVVWDNRCLLHRA                                         
                                                                    
gi|238 LNRRLMRRSGSSKAMAGMQNKYSLGGIFRAYSGEFDDAMIKDISNHDDVDYIEPDFVVRT 
       60        70        80        90       100       110         
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.9  bits: 18.3 E():   93 
Smith-Waterman score: 41; 37.5% identity (81.2% similar) in 16 aa overlap (33-48:1-16) 
 
             10        20        30        40        50        60   
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                     .::..:.. : .:. :               
gi|857                               MPGQQATKHESLLDQLSLKGKVVVVTGASG 
                                             10        20        30 
 
             70        80                                           
AAD-12 WAAGDVVVWDNRCLLHRA                                           
                                                                    
gi|857 PKGMGIEAARGCAEMGAAVAITYASRAQGAEENVKELEKTYGIKAKAYKCQVDSYESCEK 
               40        50        60        70        80        90 
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.6  bits: 18.0 E():   96 
Smith-Waterman score: 40; 36.4% identity (54.5% similar) in 22 aa overlap (15-36:87-107) 
 
                               10        20        30        40     
AAD-12                 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     : : .: :  .::  .:   :.         
gi|201 WGALGGDVYLGKSPNSDAPCANGIFRYNSDVGP-SGTPVRFIGSSSHFGQGIFENELLNI 
         60        70        80         90       100       110      
 
           50        60        70        80                         
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA                         
                                                                    
gi|201 QFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTIGQADSSWFKIVKSSQFGYNLLYCP 
         120       130       140       150       160       170      
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 66.6  bits: 13.7 E():   96 
Smith-Waterman score: 26; 50.0% identity (83.3% similar) in 6 aa overlap (22-27:1-6) 
 
               10        20        30        40        50        60 
AAD-12 GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                            :.. ::                                  
gi|250                      PTITIGGPEYR                             
                                    10                              
 
>>gi|30908931|gb|AAP37482.1| allergen Bet v 1x [Betula p  (21 aa) 
 initn:  29 init1:  29 opt:  29  Z-score: 66.6  bits: 14.6 E():   96 
Smith-Waterman score: 29; 42.9% identity (50.0% similar) in 14 aa overlap (1-14:8-21) 
 
                      10        20        30        40        50    
AAD-12        GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC 
              :  :.  ::  : :                                        
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gi|309 MRVFNYKGETTSLIPLARLFK                                        
               10        20                                         
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 66.4  bits: 16.8 E():   98 
Smith-Waterman score: 39; 44.0% identity (56.0% similar) in 25 aa overlap (30-54:67-86) 
 
                10        20        30        40        50          
AAD-12  GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     ::   ..: ::.:     ::: : :      
gi|387 MRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQE-----LVDCASQHGCHG 
         40        50        60        70             80        90  
 
      60        70        80 
AAD-12 AHQWAAGDVVVWDNRCLLHRA 
                             
gi|387 DTIPR                 
                             
 
>>gi|253783731|emb|CAZ76052.1| alpha amylase inhibitor C  (120 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.4  bits: 17.1 E():   99 
Smith-Waterman score: 37; 26.7% identity (56.7% similar) in 30 aa overlap (8-37:90-119) 
 
                                      10        20        30        
AAD-12                        GMDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::    :. ...  ..:    :.: 
gi|253 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNAPYCLGLD 
      60        70        80        90       100       110          
 
        40        50        60        70        80 
AAD-12 AAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                                   
gi|253 I                                           
     120                                           
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:03:02 2011 done: Fri Jan 21 00:03:02 2011 
 Total Scan time:  0.060 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 187  - 266 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     1     2:* 
  32     3     8:= * 
  34    20    22:=======* 
  36    21    44:=======       * 
  38    52    73:==================      * 
  40    81   102:===========================      * 
  42    92   125:===============================          * 
  44   109   137:=====================================        * 
  46   180   140:==============================================*============= 
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  48   170   134:============================================*============ 
  50   109   122:=====================================   * 
  52   120   107:===================================*==== 
  54    88    92:==============================* 
  56   105    77:=========================*========= 
  58    56    63:=================== * 
  60    72    51:================*======= 
  62    37    41:=============* 
  64    38    33:==========*== 
  66    14    26:=====   * 
  68    24    20:======*= 
  70    31    16:=====*===== 
  72    15    12:===*= 
  74     6    10:== * 
  76    10     8:==*= 
  78     6     6:=* 
  80    11     5:=*== 
  82     4     3:*= 
  84     3     3:* 
  86     1     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     3     1:*         :*== 
  94     0     1:*         :* 
  96     0     1:*         :* 
  98     2     0:=         *== 
 100     1     0:=         *= 
 102     0     0:          * 
 104     0     0:          * 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     1     0:=         *= 
 116     0     0:          * 
 118     0     0:          * 
>120     1     0:=         *= 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.68050.00292; mu= 5.8218 0.154 
 mean_var=29.7970 7.722, 0's: 2 Z-trim: 5  B-trim: 0 in 0/44 
 Lambda= 0.234957 
 Kolmogorov-Smirnov  statistic: 0.0900 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   73 29.1   0.094 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   64 26.2    0.24 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   66 26.7    0.49 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   56 23.5     1.2 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   56 23.4     1.6 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   56 23.4     1.6 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   54 22.7     3.6 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   54 22.7     3.6 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   54 22.7     3.6 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   56 23.3     5.3 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   53 22.3     6.6 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   53 22.3     8.7 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   52 22.0     9.9 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   53 22.3      10 
gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Sc ( 129)   47 20.4      11 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   53 22.3      12 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 17.0      14 
gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Gl ( 162)   47 20.4      14 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   46 20.1      15 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   49 21.0      16 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   50 21.3      16 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   50 21.3      16 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   46 20.0      17 
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gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   46 20.0      17 
gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen ( 367)   50 21.3      17 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   53 22.2      18 
gi|212279|gb|AAA48944.1| lysozyme protein [Gallus  (  24)   37 17.3      18 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   44 19.4      19 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   47 20.3      19 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   47 20.3      20 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   45 19.7      20 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 21.9      23 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   52 21.9      23 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   52 21.9      23 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 19.1      23 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   46 20.0      26 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   48 20.6      27 
gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen ( 367)   48 20.6      27 
gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen ( 367)   48 20.6      27 
gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen ( 367)   48 20.6      27 
gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen ( 367)   48 20.6      27 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   44 19.4      30 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   42 18.7      30 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   42 18.7      30 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 16.9      31 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   50 21.2      32 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   48 20.6      33 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 16.9      34 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   47 20.3      38 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   42 18.7      39 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   47 20.2      39 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.7      41 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   40 18.1      41 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.7      43 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.7      43 
gi|8843921|gb|AAF80166.1| pollen major allergen 1- ( 367)   46 19.9      43 
gi|8843917|gb|AAF80164.1| pollen major allergen 1- ( 367)   46 19.9      43 
gi|19069497|emb|CAC37790.2| putative allergen Cup  ( 367)   46 19.9      43 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   45 19.6      44 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   46 19.9      46 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   46 19.9      47 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 20.2      48 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   39 17.8      48 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 16.2      50 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   45 19.6      51 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 19.3      51 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.4      52 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   41 18.4      54 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.6      54 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.6      54 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 16.2      55 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   40 18.0      56 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   44 19.3      56 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   43 19.0      57 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   44 19.3      59 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.6      59 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.6      59 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   40 18.0      60 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   40 18.0      60 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.6      60 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   40 18.0      62 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   40 18.0      62 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   40 18.0      62 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.6      63 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   46 19.9      63 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   40 18.0      63 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   40 18.0      63 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   40 18.0      63 
gi|4587985|gb|AAD25927.1|AF084828_1 major allergen ( 342)   44 19.3      64 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 18.3      64 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 18.3      64 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 18.3      64 
gi|69552|pir||MEHB2 melittin, minor - honeybee     (  27)   32 15.6      65 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   41 18.3      66 
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gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-t (  34)   33 15.9      67 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   40 18.0      67 
gi|244610|gb|AAB21323.1| tetrameric alpha-amylase  (  18)   30 14.9      67 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.6      67 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 18.3      67 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   45 19.6      69 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   51 21.4      70 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   44 19.2      70 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   44 19.2      70 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   44 19.2      70 
gi|111120428|gb|ABH06348.1| Blo t 21 allergen [Blo ( 129)   39 17.7      70 
gi|111120420|gb|ABH06344.1| Blo t 21 allergen [Blo ( 129)   39 17.7      70 
gi|111494253|gb|ABH06347.1| Blo t 21 allergen [Blo ( 129)   39 17.7      70 
gi|111120432|gb|ABH06350.1| Blo t 21 allergen [Blo ( 129)   39 17.7      70 
gi|111120424|gb|ABH06346.1| Blo t 21 allergen [Blo ( 129)   39 17.7      70 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   27 14.0      71 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.1      71 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   31 15.2      73 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   41 18.3      73 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   41 18.3      73 
gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Th (  20)   30 14.9      75 
gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} (  20)   30 14.9      75 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   43 18.9      79 
gi|289064179|gb|ADC80503.1| non-specific lipid tra ( 118)   38 17.4      81 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   37 17.1      81 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   37 17.1      82 
gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia m ( 284)   42 18.6      83 
gi|114152864|sp|Q01883.2|RAG1_ORYSJ RecName: Full= ( 163)   39 17.7      90 
gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Po ( 397)   43 18.9      94 
gi|166443|gb|AAA32669.1| antigen E [Ambrosia artem ( 397)   43 18.9      94 
gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=6 ( 111)   37 17.0      95 
gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arth ( 404)   43 18.9      96 
gi|34495280|gb|AAQ73487.1| type 2 allergen Lep d 2 ( 140)   38 17.4      97 
gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=P ( 267)   41 18.3      97 
gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen a (  11)   26 13.6      99 
gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=S ( 221)   40 18.0   1e 
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  73 init1:  73 opt:  73  Z-score: 120.9  bits: 29.1 E(): 0.094 
Smith-Waterman score: 73; 35.5% identity (54.8% similar) in 31 aa overlap (35-65:246-276) 
 
           10        20        30        40        50        60     
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:: :   . :     .: . 
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
 
           70        80                                             
AAD-12 GDVVVWDNRCLLHRAE                                             
       :                                                            
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 113.6  bits: 26.2 E(): 0.24 
Smith-Waterman score: 64; 32.8% identity (50.8% similar) in 61 aa overlap (15-71:79-133) 
 
                               10        20            30        40 
AAD-12                 MDTTATPLRPLVKVHPETGRPSL--LIGRHA--HAIPGMDAAES 
                                     .::. ::.:  ::   :  :   :.. :.  
gi|121 DLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPEN-RPALKTLIDGLASSHKARGIEKAQF 
       50        60        70        80         90       100        
 
               50        60        70        80          
AAD-12 ERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE          
       :.:  .:::.       :  .:      .::                   
gi|121 EEFRASLVDYLS-----HHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
       110            120       130       140       150  
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  66 init1:  66 opt:  66  Z-score: 108.1  bits: 26.7 E(): 0.49 
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Smith-Waterman score: 66; 32.3% identity (54.8% similar) in 31 aa overlap (35-65:247-277) 
 
           10        20        30        40        50        60     
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:  :   . :.    .: . 
gi|232 APDIKTPKEALDLIMDAIDKAGYKGKVGIAMDVASSEFYKDGKYDLDFKNPESDPSKWLS 
        220       230       240       250       260       270       
 
           70        80                                             
AAD-12 GDVVVWDNRCLLHRAE                                             
       :                                                            
gi|232 GPQLADLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKT 
        280       290       300       310       320       330       
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 101.2  bits: 23.5 E():  1.2 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (46-62:68-86) 
 
          20        30        40        50          60        70    
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|219 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
            80            
AAD-12 CLLHRAE            
                          
gi|219 SFDSDRSGLLLKQKVSDE 
       100       110      
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 98.6  bits: 23.4 E():  1.6 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (46-62:68-86) 
 
          20        30        40        50          60        70    
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|184 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
            80                                                      
AAD-12 CLLHRAE                                                      
                                                                    
gi|184 SFDSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 98.6  bits: 23.4 E():  1.6 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (46-62:68-86) 
 
          20        30        40        50          60        70    
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|456 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNF 
        40        50        60        70        80        90        
 
            80                                                      
AAD-12 CLLHRAE                                                      
                                                                    
gi|456 SFGSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 92.5  bits: 22.7 E():  3.6 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (66-80:122-138) 
 
          40        50        60        70          80              
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAE              
                                     : :..::.:::  :..:              
gi|162 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
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gi|162 RKELAAVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200         
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 92.4  bits: 22.7 E():  3.6 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (66-80:122-138) 
 
          40        50        60        70          80              
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAE              
                                     : :..::.:::  :..:              
gi|124 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
gi|124 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 92.4  bits: 22.7 E():  3.6 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (66-80:122-138) 
 
          40        50        60        70          80              
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAE              
                                     : :..::.:::  :..:              
gi|209 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
gi|209 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 89.5  bits: 23.3 E():  5.3 
Smith-Waterman score: 56; 27.0% identity (55.6% similar) in 63 aa overlap (6-60:46-108) 
 
                                        10           20             
AAD-12                          MDTTATPLRPL---VKVHPETGRPSLL--IGRH-- 
                                     :::::    ...: ....:  :  .: .   
gi|253 IEEPEMIAPTPPGQFPHQQPISSPNRTSRNTPLRPESTEIETHHHANHPPALPVLGMQLP 
          20        30        40        50        60        70      
 
        30        40        50        60        70        80        
AAD-12 -AHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE        
          ..:  . :.:.  :.  .:   .::   .:                            
gi|253 VPGTVPESSRAQSRASLNLDIDLDLHAPSHPSHLSHGAPHEQEHAHEIQRHRAHSAQSSA 
          80        90       100       110       120       130      
 
gi|253 GLPPTGFASHLPPASSGPVSLGWNMYHVPPNLHLNANQFNFEVPGHMNVSGHPTHLEHSS 
         140       150       160       170       180       190      
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 87.8  bits: 22.3 E():  6.6 
Smith-Waterman score: 53; 43.8% identity (62.5% similar) in 16 aa overlap (46-61:27-42) 
 
          20        30        40        50        60        70      
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     : :.:  : : .. ::               
gi|170     MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQ 
                   10        20        30        40        50       
 
          80                                                        
AAD-12 LHRAE                                                        
                                                                    
gi|170 QTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQP 
         60        70        80        90       100       110       
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  53  Z-score: 85.6  bits: 22.3 E():  8.7 
Smith-Waterman score: 53; 27.0% identity (55.6% similar) in 63 aa overlap (13-72:119-178) 
 
                                 10        20        30         40  
AAD-12                   MDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESE 
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                                     .::  .: : :..   .:.:  :..    . 
gi|908 LWIIFSKNLNIKLNMPLYIAGNKTIDGRGAEVHIGNGGPCLFMRTVSHVILHGLNIHGCN 
       90       100       110       120       130       140         
 
                50        60        70        80                    
AAD-12 RFLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE                    
         . :  :.. :  .  :::..   ::...  :                            
gi|908 TSVSGNVLISEASGVVPVHAQD---GDAITMRNVTDVWIDHNSLSDSSDGLVDVTLASTG 
      150       160       170          180       190       200      
 
gi|908 VTISNNHFFNHHKVMLLGHSDIYSDDKSMKVTVAFNQFGPNAGQRMPRARYGLIHVANNN 
         210       220       230       240       250       260      
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 84.6  bits: 22.0 E():  9.9 
Smith-Waterman score: 52; 28.1% identity (59.4% similar) in 32 aa overlap (35-66:66-97) 
 
           10        20        30        40        50        60     
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     .:. . . : :: .. .   ::.  ::..  
gi|729 STLSLVTKADGKIDMTVDLISPVTKRASLKIDSKKYNLFHEGELSASIVNPRLSWHQYTK 
          40        50        60        70        80        90      
 
           70        80                                             
AAD-12 GDVVVWDNRCLLHRAE                                             
        :                                                           
gi|729 RDSREYKSDVELSLRSSDIALKITMPDYNSKIHYSRQGDQINMDIDGTLIEGHAQGTIRE 
         100       110       120       130       140       150      
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 84.1  bits: 22.3 E():   10 
Smith-Waterman score: 53; 27.3% identity (54.5% similar) in 44 aa overlap (26-68:241-284) 
 
                    10        20        30        40         50     
AAD-12      MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF-LEGLVDWACQA 
                                     :  .... :::.: :: .  .   :   .  
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDKTYDLNFKE 
              220       230       240       250       260       270 
 
           60        70        80                                   
AAD-12 PRVHAHQWAAGDVVVWDNRCLLHRAE                                   
          .. :  .:::.                                               
gi|144 ENNNGSQKISGDVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Schist  (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 83.8  bits: 20.4 E():   11 
Smith-Waterman score: 47; 50.0% identity (80.0% similar) in 10 aa overlap (70-79:6-15) 
 
      40        50        60        70        80                    
AAD-12 SERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE                    
                                     :::.:. . :                     
gi|298                          MSADSWDNHCVTYVANNKCLKNLCMTAIDGSHLGT 
                                        10        20        30      
 
gi|298 SNPDFRIPPELILQLKSILDGGLDTSIFFMGEKYIVLQHDSSCLVSRCGKKSLIFYATGK 
          40        50        60        70        80        90      
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 83.2  bits: 22.3 E():   12 
Smith-Waterman score: 53; 27.0% identity (56.8% similar) in 37 aa overlap (34-69:441-477) 
 
            10        20        30        40         50        60   
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG-LVDWACQAPRVHAHQW 
                                     :. :.    .. : :.:  : .  .:. .  
gi|505 YQIAFSRGNRAFIAINLQKNQQNLQQKLHTGLPAGTYCDIISGNLIDNKCTGKSIHVDKN 
              420       430       440       450       460       470 
 
             70        80         
AAD-12 AAGDVVVWDNRCLLHRAE         
       . .:: :                    
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gi|505 GQADVYVGHDEFDAFVAYHIGARIVS 
              480       490       
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 82.1  bits: 17.0 E():   14 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (28-33:8-13) 
 
               10        20        30        40        50        60 
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                  ::: .:                            
gi|131                     GPVGGVVHAHMMPLL                          
                                   10                               
 
               70        80 
AAD-12 QWAAGDVVVWDNRCLLHRAE 
 
>>gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Globin  (162 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 81.8  bits: 20.4 E():   14 
Smith-Waterman score: 47; 25.0% identity (63.6% similar) in 44 aa overlap (30-72:111-148) 
 
                10        20        30        40        50          
AAD-12  MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                     :   :..::.  .:  .::..      ..: 
gi|121 VSFFTEVISLSGNQANLSAVYALVSKLGVDHKARGISAAQFGEFRTALVSY------LQA 
               90       100       110       120       130           
 
      60         70        80       
AAD-12 H-QWAAGDVVVWDNRCLLHRAE       
       : .:. . ...:..               
gi|121 HVSWGDNVAAAWNHALDNTYAVALKSLE 
          140       150       160   
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 81.2  bits: 20.1 E():   15 
Smith-Waterman score: 46; 26.8% identity (58.5% similar) in 41 aa overlap (22-60:100-140) 
 
                        10        20        30         40        50 
AAD-12          MDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
                60        70        80 
AAD-12 A-CQAPRVHAHQWAAGDVVVWDNRCLLHRAE 
       . : . . : :                     
gi|100 GYCGSHHHHHH                     
     130       140                     
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 80.8  bits: 21.0 E():   16 
Smith-Waterman score: 49; 43.8% identity (56.2% similar) in 16 aa overlap (46-61:8-23) 
 
          20        30        40        50        60        70      
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     : :.:  : :  . ::               
gi|106                        NIQVDPSGQVQWPQQQPFPQPHQPFSQQPQQTFPQPQ 
                                      10        20        30        
 
          80                                                        
AAD-12 LHRAE                                                        
                                                                    
gi|106 QTFPHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQP 
        40        50        60        70        80        90        
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 80.8  bits: 21.3 E():   16 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (14-72:99-157) 
 
                                10        20        30         40   
AAD-12                  MDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
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gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
               50        60        70        80                     
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE                     
        . :  ::. .  .  :::..   ::...  :                             
gi|908 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
      130       140          150       160       170       180      
 
gi|908 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
         190       200       210       220       230       240      
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 80.8  bits: 21.3 E():   16 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (14-72:100-158) 
 
                                10        20        30         40   
AAD-12                  MDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
               50        60        70        80                     
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE                     
        . :  ::. .  .  :::..   ::...  :                             
gi|118 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     130       140       150          160       170       180       
 
gi|118 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        190       200       210       220       230       240       
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 80.4  bits: 20.0 E():   17 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (25-67:1-44) 
 
               10        20        30        40         50          
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQAPRVHA 
                               .: ..:..   ... .:... :.: :     :..   
gi|166                         MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAP 
                                       10        20        30       
 
      60        70        80                                        
AAD-12 HQWAAGDVVVWDNRCLLHRAE                                        
         . . ::                                                     
gi|166 GAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIE 
         40        50        60        70        80        90       
 
>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 80.4  bits: 20.0 E():   17 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (25-67:1-44) 
 
               10        20        30        40         50          
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQAPRVHA 
                               .: ..:..   ... .:... :.: :     :..   
gi|215                         MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAP 
                                       10        20        30       
 
      60        70        80                                        
AAD-12 HQWAAGDVVVWDNRCLLHRAE                                        
         . . ::                                                     
gi|215 GAYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIE 
         40        50        60        70        80        90       
 
>>gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 80.3  bits: 21.3 E():   17 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (14-72:120-178) 
 
                                10        20        30         40   
AAD-12                  MDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHSCNT 
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      90       100       110       120       130       140          
 
               50        60        70        80                     
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE                     
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLPDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 79.9  bits: 22.2 E():   18 
Smith-Waterman score: 53; 30.4% identity (73.9% similar) in 23 aa overlap (50-72:618-639) 
 
      20        30        40        50        60        70          
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     : :. :.. : .:.. ..:: ..        
gi|581 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVVHNDFDFRLSV 
       590       600       610       620        630       640       
 
      80                                                            
AAD-12 E                                                            
                                                                    
gi|581 AEGVGLFNVLQEKGVPSRFLNFPDETHWVTKPENSLVWHQQVLGWVNKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|212279|gb|AAA48944.1| lysozyme protein [Gallus gall  (24 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 79.9  bits: 17.3 E():   18 
Smith-Waterman score: 37; 57.1% identity (71.4% similar) in 7 aa overlap (68-74:5-11) 
 
        40        50        60        70        80        
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE        
                                     :.: : :              
gi|212                           MNAWVAWRNSCKGTDVQAWIRGCR 
                                         10        20     
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 79.6  bits: 19.4 E():   19 
Smith-Waterman score: 44; 25.4% identity (49.3% similar) in 67 aa overlap (1-66:20-84) 
 
                                  10        20        30        40  
AAD-12                    MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
                          .: ::  :. :.:.        .     :.:. : :.  .. 
gi|135 MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDV--KD 
               10        20        30        40        50           
 
               50        60        70        80             
AAD-12 RFLE-GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE             
        .:. :    :   :..   .: :.:                           
gi|135 LLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD 
       60        70        80        90       100       110 
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 79.6  bits: 20.3 E():   19 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (29-66:156-194) 
 
                 10        20        30        40        50         
AAD-12   MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|833 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
         130       140       150       160       170       180      
 
        60        70        80   
AAD-12 HAHQWAAGDVVVWDNRCLLHRAE   
       .. .:: ..                 
gi|833 NVINWAEAENRYIAGDKGGHPFMKL 
         190       200       210 
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 79.2  bits: 20.3 E():   20 
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Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (29-66:167-205) 
 
                 10        20        30        40        50         
AAD-12   MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|164 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
        140       150       160       170       180       190       
 
        60        70        80   
AAD-12 HAHQWAAGDVVVWDNRCLLHRAE   
       .. .:: ..                 
gi|164 NVINWAEAENRYIAGDKGGHPFMKL 
        200       210       220  
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 79.0  bits: 19.7 E():   20 
Smith-Waterman score: 45; 71.4% identity (85.7% similar) in 7 aa overlap (68-74:127-133) 
 
        40        50        60        70        80         
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE         
                                     :.: :::               
gi|126 PCSALLSSDITASVNCAKKIVSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL 
        100       110       120       130       140        
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 78.1  bits: 21.9 E():   23 
Smith-Waterman score: 52; 26.1% identity (73.9% similar) in 23 aa overlap (50-72:618-639) 
 
      20        30        40        50        60        70          
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     : :. :.. : .:.. ..:. ..        
gi|219 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVIHNDFDFRLSV 
       590       600       610       620        630       640       
 
      80                                                            
AAD-12 E                                                            
                                                                    
gi|219 AEGVGLFNVLQEKGIPSRFLNFPDETHWVTKPENSLVWHQQVLGWINKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 78.1  bits: 21.9 E():   23 
Smith-Waterman score: 52; 26.1% identity (73.9% similar) in 23 aa overlap (50-72:618-639) 
 
      20        30        40        50        60        70          
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     : :. :.. : .:.. ..:. ..        
gi|238 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVIHNDFDFRLSV 
       590       600       610       620        630       640       
 
      80                                                            
AAD-12 E                                                            
                                                                    
gi|238 AEGVGLFNVLQEKGIPSRFLNFPDETHWVTKPENSLVWHQQVLGWINKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 78.1  bits: 21.9 E():   23 
Smith-Waterman score: 52; 26.1% identity (73.9% similar) in 23 aa overlap (50-72:618-639) 
 
      20        30        40        50        60        70          
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     : :. :.. : .:.. ..:. ..        
gi|238 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVIHNDSDFRLSV 
       590       600       610       620        630       640       
 
      80                                                            
AAD-12 E                                                            
                                                                    
gi|238 AEGVGLFNVLQEKGIPSRFLNFPDETHWVTKPENSLVWHQQVLGWINKWSGINKSNPKSI 
        650       660       670       680       690       700       
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>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 77.9  bits: 19.1 E():   23 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (34-46:5-17) 
 
            10        20        30        40        50        60    
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA 
                                     :.:::: .  :.:                  
gi|208                           MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACG 
                                         10        20        30     
 
            70        80                                            
AAD-12 AGDVVVWDNRCLLHRAE                                            
                                                                    
gi|208 LAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAGDVDGD 
           40        50        60        70        80        90     
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.1  bits: 20.0 E():   26 
Smith-Waterman score: 46; 22.9% identity (60.4% similar) in 48 aa overlap (33-80:115-162) 
 
             10        20        30        40        50        60   
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. : ... . :     : ..:.  :..  
gi|383 GSEASANPKDKPAEEEEEEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSL 
           90       100       110       120       130       140     
 
             70        80                                           
AAD-12 AAGDVVVWDNRCLLHRAE                                           
       .. .:  ::..  :.. :                                           
gi|383 VTLEVKPWDDETNLEELEANVRAIEMDGLVWGASKFVAVGFGIKKLQINLVVEDEKVSTD 
          150       160       170       180       190       200     
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 76.6  bits: 20.6 E():   27 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (14-72:120-178) 
 
                                10        20        30         40   
AAD-12                  MDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|151 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
               50        60        70        80                     
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE                     
        . :  ::. .  .  :::..   ::...  :                             
gi|151 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|151 TISNNHFFNHHKVMLLGHDDTYDNDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 76.6  bits: 20.6 E():   27 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (14-72:120-178) 
 
                                10        20        30         40   
AAD-12                  MDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
               50        60        70        80                     
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE                     
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGNVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
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>>gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 76.6  bits: 20.6 E():   27 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (14-72:120-178) 
 
                                10        20        30         40   
AAD-12                  MDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
               50        60        70        80                     
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE                     
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 76.6  bits: 20.6 E():   27 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (14-72:120-178) 
 
                                10        20        30         40   
AAD-12                  MDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLEMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
               50        60        70        80                     
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE                     
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 76.6  bits: 20.6 E():   27 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (14-72:120-178) 
 
                                10        20        30         40   
AAD-12                  MDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
               50        60        70        80                     
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE                     
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGNVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.0  bits: 19.4 E():   30 
Smith-Waterman score: 44; 26.8% identity (51.2% similar) in 41 aa overlap (1-41:25-65) 
 
                                       10        20        30       
AAD-12                         MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                               .:  ..::  :.:   :. .    .     :::. : 
gi|344 MTGVKTHLQHELKRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPD 
               10        20        30        40        50        60 
 
         40        50        60        70        80                 
AAD-12 AAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE                 
         ..:                                                        
gi|344 EFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDS 
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               70        80        90       100       110       120 
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.8  bits: 18.7 E():   30 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (28-65:20-57) 
 
               10        20        30        40        50        60 
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                  ::  . . : :. :    :..:   .:  :    
gi|730         MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEA 
                       10        20        30        40        50   
 
               70        80                                         
AAD-12 QWAAGDVVVWDNRCLLHRAE                                         
       .  ::                                                        
gi|730 DPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
             60        70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 75.8  bits: 18.7 E():   30 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (28-65:20-57) 
 
               10        20        30        40        50        60 
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                  ::  . . : :. :    :..:   .:  :    
gi|191         MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEA 
                       10        20        30        40        50   
 
               70        80                                         
AAD-12 QWAAGDVVVWDNRCLLHRAE                                         
       .  ::                                                        
gi|191 DPNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
             60        70        80        90       100       110   
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 75.6  bits: 16.9 E():   31 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (33-50:8-25) 
 
             10        20        30        40        50        60   
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :. ....:..   :             
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA      
                                      10        20        30        
 
             70        80 
AAD-12 AAGDVVVWDNRCLLHRAE 
 
>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  38 init1:  38 opt:  50  Z-score: 75.5  bits: 21.2 E():   32 
Smith-Waterman score: 50; 29.4% identity (67.6% similar) in 34 aa overlap (1-33:598-629) 
 
                                             10         20          
AAD-12                               MDTTATPLRPLVKVH-PETGRPSLLIGRHA 
                                     ....:.:.  ..:..  : : :. . :. : 
gi|729 TLTGAIDKTVAWIDENQTATKEEYEAEQKQLESVANPV--MMKIYGAEGGAPGGMPGQGA 
       570       580       590       600         610       620      
 
      30        40        50        60        70        80 
AAD-12 HAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE 
        : :                                                
gi|729 GAPPPGAGDDGPTVEEVD                                  
         630       640                                     
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 75.1  bits: 20.6 E():   33 
Smith-Waterman score: 48; 20.9% identity (55.2% similar) in 67 aa overlap (10-76:2-63) 
 
               10        20        30        40        50        60 
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                :. :.: .    :.  .:   ..  .:.:    . ...:  . .. . .:: 
gi|139         MPISKIHAR----SVYDSRGNPTVE-VDVATETGLHRAIVPSGASTGQHEAH 
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                           10        20         30        40        
 
               70        80                                         
AAD-12 QWAAGDVVVWDNRCLLHRAE                                         
       .   :: . : .. .:                                             
gi|139 ELRDGDKTQWGGKGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLG 
        50        60        70        80        90       100        
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 74.8  bits: 16.9 E():   34 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (33-50:8-25) 
 
             10        20        30        40        50        60   
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :. ....:..   :             
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK   
                                      10        20        30        
 
             70        80 
AAD-12 AAGDVVVWDNRCLLHRAE 
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 74.1  bits: 20.3 E():   38 
Smith-Waterman score: 47; 37.5% identity (68.8% similar) in 16 aa overlap (64-79:202-217) 
 
            40        50        60        70        80              
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE              
                                     ::.  .: ..: : .:               
gi|113 DIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWIDHCSLSKASDGLLDITLGSSHV 
             180       190       200       210       220       230  
 
gi|113 TVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQRMPRCRFGFFQVVNNNY 
             240       250       260       270       280       290  
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 73.8  bits: 18.7 E():   39 
Smith-Waterman score: 42; 24.4% identity (56.1% similar) in 41 aa overlap (22-61:100-140) 
 
                        10        20        30         40        50 
AAD-12          MDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
               60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAE 
       .  .   : :.                    
gi|100 GYYVGSHHHHHH                   
     130       140                    
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 73.8  bits: 20.2 E():   39 
Smith-Waterman score: 47; 28.1% identity (50.9% similar) in 57 aa overlap (3-54:5-60) 
 
                 10        20        30             40        50    
AAD-12   MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG-----MDAAESERFLEGLVDWACQ 
           : : :.  :. .   .:   :  : ::.:::.     :    :.. ... . :  : 
gi|581 MGFITKAIPIV-LAALSTVNGARILEAGPHAEAIPNKYIVVMKREVSDEAFNAHTTWLSQ 
               10         20        30        40        50          
 
            60        70        80                                  
AAD-12 APRVHAHQWAAGDVVVWDNRCLLHRAE                                  
       .                                                            
gi|581 SLNSRIMRRAGSSKPMAGMQDKYSLGGIFRAYSGEFDDAMIKDISSHDDVDFIEPDFVVR 
      60        70        80        90       100       110          
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 73.5  bits: 18.7 E():   41 
Smith-Waterman score: 42; 27.8% identity (66.7% similar) in 36 aa overlap (29-64:28-62) 
 
               10        20        30        40        50        60 
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AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                   :.: :...: : ... .:  : .    ... . 
gi|157  MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQA-EFRQLANGAPDKTEAEIEAQIE 
                10        20        30         40        50         
 
               70        80                                         
AAD-12 QWAAGDVVVWDNRCLLHRAE                                         
       ::.:                                                         
gi|157 QWVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPAAKAADARLSAIASNRALK 
       60        70        80        90       100       110         
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 73.5  bits: 18.1 E():   41 
Smith-Waterman score: 40; 30.0% identity (50.0% similar) in 30 aa overlap (21-50:13-42) 
 
               10        20        30        40        50        60 
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                           :. :.    .. ::   :: :   .:  .:           
gi|144         VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKKGNLW 
                       10        20        30        40        50   
 
               70        80                         
AAD-12 QWAAGDVVVWDNRCLLHRAE                         
                                                    
gi|144 EVKSSKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
             60        70        80        90       
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.1  bits: 18.7 E():   43 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (25-48:1-24) 
 
               10        20        30        40        50        60 
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                               .: ..:..   ... .:... :.:             
gi|215                         MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAT 
                                       10        20        30       
 
               70        80                                         
AAD-12 QWAAGDVVVWDNRCLLHRAE                                         
                                                                    
gi|215 GAYKSVEVKGDGGAGTVRIITLPEGSPITTMTVRTDAVNKEALSYDSTVIDGDILLGFIE 
         40        50        60        70        80        90       
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.1  bits: 18.7 E():   43 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (25-48:1-24) 
 
               10        20        30        40        50        60 
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                               .: ..:..   ... .:... :.:             
gi|892                         MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAP 
                                       10        20        30       
 
               70        80                                         
AAD-12 QWAAGDVVVWDNRCLLHRAE                                         
                                                                    
gi|892 GAYKSVEVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIE 
         40        50        60        70        80        90       
 
>>gi|8843921|gb|AAF80166.1| pollen major allergen 1-1 [J  (367 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 73.0  bits: 19.9 E():   43 
Smith-Waterman score: 46; 27.4% identity (54.8% similar) in 62 aa overlap (14-72:120-178) 
 
                                10        20        30         40   
AAD-12                  MDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
               50        60        70        80                     
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE                     
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        . :  ::. .  .  :::..   ::...  :                             
gi|884 SVLGDVLVSESIGVVPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|884 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8843917|gb|AAF80164.1| pollen major allergen 1-2 [J  (367 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 73.0  bits: 19.9 E():   43 
Smith-Waterman score: 46; 27.4% identity (54.8% similar) in 62 aa overlap (14-72:120-178) 
 
                                10        20        30         40   
AAD-12                  MDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
               50        60        70        80                     
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE                     
        . :  ::. .  .  :::..   ::...  :                             
gi|884 SVLGDVLVSESIGVVPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|884 TIFNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|19069497|emb|CAC37790.2| putative allergen Cup a 1   (367 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 73.0  bits: 19.9 E():   43 
Smith-Waterman score: 46; 27.4% identity (53.2% similar) in 62 aa overlap (14-72:120-178) 
 
                                10        20        30         40   
AAD-12                  MDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :..   .:.:  :.     .  
gi|190 WIIFSQNMNIKLQMPLYVAGYKTIDGRGADVHLGNGGPCLFMRTASHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
               50        60        70        80                     
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE                     
        . :  ::. .  .  :::..   ::...  :                             
gi|190 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|190 TISNNHFFNHHKVMLLGHDDTYDDDISMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 72.8  bits: 19.6 E():   44 
Smith-Waterman score: 45; 46.7% identity (80.0% similar) in 15 aa overlap (53-66:207-221) 
 
             30        40        50         60        70        80  
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAP-RVHAHQWAAGDVVVWDNRCLLHRAE  
                                     :.: :..  .::.::                
gi|287 WTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAGGDPSNPKGTIEWAGGLT 
        180       190       200       210       220       230       
 
gi|287 DYSAGPYTMYVKSVRIENANPAESYTYSDNSGSWQSIKFDGSVDISSSSSVTSSTTSTAS 
        240       250       260       270       280       290       
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 72.6  bits: 19.9 E():   46 
Smith-Waterman score: 46; 28.0% identity (52.0% similar) in 25 aa overlap (55-79:351-375) 
 
           30        40        50        60        70        80     
AAD-12 IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE     
                                     :   .. :  ::: . .   .. ::      
gi|118 INGVQYPLSPSAYILQDDDSCTSGFEGMDVPTSSGELWILGDVFIRQYYTVFDRANNKVG 
              330       340       350       360       370       380 
 
gi|118 LAPVA 
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>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 72.3  bits: 19.9 E():   47 
Smith-Waterman score: 46; 24.4% identity (48.9% similar) in 45 aa overlap (42-79:173-216) 
 
              20        30        40        50        60            
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV--- 
                                     : : :    .  .: .  :: . ::..    
gi|113 RGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQ-SDGDAIHVT 
            150       160       170       180       190        200  
 
           70        80                                             
AAD-12 ----VWDNRCLLHRAE                                             
           .: ..: : ..                                              
gi|113 GSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDLKMHVT 
             210       220       230       240       250       260  
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.2  bits: 20.2 E():   48 
Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (19-41:344-366) 
 
                           10        20        30        40         
AAD-12             MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
           320       330       340       350       360       370    
 
       50        60        70        80                             
AAD-12 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE                             
                                                                    
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 72.1  bits: 17.8 E():   48 
Smith-Waterman score: 39; 22.7% identity (40.9% similar) in 22 aa overlap (49-70:45-66) 
 
       20        30        40        50        60        70         
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 
                                     .:  .:  ..   : :     :         
gi|323 QYGYCGTTADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFC 
           20        30        40        50        60        70     
 
       80                
AAD-12 AE                
                         
gi|323 GPAGPRCLRTNAAVTVR 
           80        90  
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 71.9  bits: 16.2 E():   50 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (33-50:8-25) 
 
             10        20        30        40        50        60   
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :  ....:..   :             
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA      
                                      10        20        30        
 
             70        80 
AAD-12 AAGDVVVWDNRCLLHRAE 
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 71.6  bits: 19.6 E():   51 
Smith-Waterman score: 45; 28.6% identity (51.4% similar) in 35 aa overlap (28-62:258-291) 
 
                  10        20        30        40        50        
AAD-12    MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     :...:    .  : :  .  : :. :  :. 
gi|510 IGENIIGHLLIVFDGGKSQPACSWYDVPCSHSESIVYATGMVSGRCQHLAVPWTAQQ-RI 
       230       240       250       260       270       280        
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        60        70        80                                      
AAD-12 HAHQWAAGDVVVWDNRCLLHRAE                                      
       .  ::                                                        
gi|510 NPIQWKFWRVFTSNIPAYPTSDTTNCVVLNTNVFKNDNTFEGEYHAFPDCARNLFKCRQQ 
        290       300       310       320       330       340       
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 71.6  bits: 19.3 E():   51 
Smith-Waterman score: 44; 27.8% identity (52.8% similar) in 36 aa overlap (5-40:64-96) 
 
                                         10        20        30     
AAD-12                           MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                                     :  .. .  . :.  ::   . . :  .:  
gi|481 AGKATTEEQKLIEDINVGFKAAVAARQRPAADKFKTFEAASPRHPRP---LRQGAGLVPK 
            40        50        60        70        80           90 
 
           40        50        60        70        80               
AAD-12 MDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE               
       .::: :                                                       
gi|481 LDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGE 
              100       110       120       130       140       150 
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.5  bits: 18.4 E():   52 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (4-11:34-41) 
 
                                          10        20        30    
AAD-12                            MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
            40        50        60        70        80              
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE              
                                                                    
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 71.3  bits: 18.4 E():   54 
Smith-Waterman score: 41; 20.8% identity (79.2% similar) in 24 aa overlap (25-48:1-24) 
 
               10        20        30        40        50        60 
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                               .: ..:..   ... .:....:.:             
gi|134                         MGVQTHVLELTSSVSAEKIFQGFVIDVDTVLPKAAP 
                                       10        20        30       
 
               70        80                                         
AAD-12 QWAAGDVVVWDNRCLLHRAE                                         
                                                                    
gi|134 GAYKSVEIKGDGGPGTLKIITLPDGGPITTMTLRIDGVNKEALTFDYSVIDGDILLGFIE 
         40        50        60        70        80        90       
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 71.2  bits: 19.6 E():   54 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (18-34:225-240) 
 
                            10        20        30        40        
AAD-12              MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
        50        60        70        80                            
AAD-12 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE                            
                                                                    
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
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 initn:  44 init1:  44 opt:  45  Z-score: 71.2  bits: 19.6 E():   54 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (18-34:225-240) 
 
                            10        20        30        40        
AAD-12              MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
        50        60        70        80                            
AAD-12 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE                            
                                                                    
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 71.1  bits: 16.2 E():   55 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (33-50:8-25) 
 
             10        20        30        40        50        60   
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :  ....:..   :             
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK   
                                      10        20        30        
 
             70        80 
AAD-12 AAGDVVVWDNRCLLHRAE 
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.0  bits: 18.0 E():   56 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (72-80:24-32) 
 
              50        60        70        80                      
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE                      
                                     : :..::..                      
gi|484        GKMNFTDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVL 
                      10        20        30        40        50    
 
gi|484 TAIIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGE 
            60        70        80        90       100       110    
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 71.0  bits: 19.3 E():   56 
Smith-Waterman score: 44; 47.4% identity (63.2% similar) in 19 aa overlap (39-54:72-90) 
 
       10        20        30        40        50           60      
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW---ACQAPRVHAHQWAAG 
                                     :.. ::   :::   ::.:            
gi|144 TISKQVVFLIHGFLSTGNNENFVAMSKALIEKDDFLVISVDWKKGACNAFASTKDALGYS 
              50        60        70        80        90       100  
 
          70        80                                              
AAD-12 DVVVWDNRCLLHRAE                                              
                                                                    
gi|144 KAVGNTRHVGKFVADFTKLLVEKYKVLISNIRLIGHSLGAHTSGFAGKEVQKLKLGKYKE 
             110       120       130       140       150       160  
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 70.7  bits: 19.0 E():   57 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (48-61:29-42) 
 
        20        30        40        50        60        70        
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH 
                                     :.:  : :  . ::                 
gi|170   MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQT 
                 10        20        30        40        50         
 
        80                                                          
AAD-12 RAE                                                          
                                                                    
gi|170 FPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQ 
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       60        70        80        90       100       110         
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 70.6  bits: 19.3 E():   59 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (17-60:254-299) 
 
                             10        20          30        40     
AAD-12               MDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
           50        60        70        80 
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE 
        .. :   . :.:. :                     
gi|261 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFS    
           290       300       310          
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 70.5  bits: 19.6 E():   59 
Smith-Waterman score: 45; 46.7% identity (80.0% similar) in 15 aa overlap (53-66:197-211) 
 
             30        40        50         60        70        80  
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAP-RVHAHQWAAGDVVVWDNRCLLHRAE  
                                     :.: :..  .::.::                
gi|855 WTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAGGDPSNPKGTIEWAGGLT 
        170       180       190       200       210       220       
 
gi|855 DYSAGPYTMYVKSVRIENANPAESYTYSDNSGSWQSIKFDGSVDISSSSSVTSSTTSTAS 
        230       240       250       260       270       280       
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 70.5  bits: 19.6 E():   59 
Smith-Waterman score: 45; 26.8% identity (48.8% similar) in 41 aa overlap (42-76:172-212) 
 
              20        30        40        50        60            
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW------AAG 
                                     .  :: .  : .:   : :.       .:: 
gi|625 RGANVEITCGGLTIHNVCNVIIHNIHIHDIKVTEGGIIKATDAKPGHRHKSDGDGICVAG 
             150       160       170       180       190       200  
 
          70        80                                              
AAD-12 DVVVWDNRCLLHRAE                                              
       .  .: ..: :                                                  
gi|625 SSKIWIDHCTLSHGPDGLIDVTLGSTAVTISNCKFSHHQKILLLGADNSHVDDKKMHVTV 
             210       220       230       240       250       260  
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 70.4  bits: 18.0 E():   60 
Smith-Waterman score: 40; 25.7% identity (60.0% similar) in 35 aa overlap (22-55:100-134) 
 
                        10        20        30         40        50 
AAD-12          MDTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|105 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
               60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAE 
       .  .:                          
gi|105 GYWVPSSNS                      
     130                              
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.4  bits: 18.0 E():   60 
Smith-Waterman score: 40; 37.5% identity (75.0% similar) in 16 aa overlap (5-20:20-35) 
 
                              10        20        30        40      
AAD-12                MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
                          :.  : .:.:. ..::                          
gi|244 MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQSCQRQFEEQQRFRNCQRYVKQEV 
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               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE                          
                                                                    
gi|244 QRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASEL 
               70        80        90       100       110       120 
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.4  bits: 15.6 E():   60 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (4-10:5-11) 
 
                10        20        30        40        50          
AAD-12  MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
           : .:.::                                                  
gi|751 TKSQTHVPIRPNKLVLKVQKDRATN                                    
               10        20                                         
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.2  bits: 18.0 E():   62 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (72-80:40-48) 
 
              50        60        70        80                      
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE                      
                                     . :..::.:                      
gi|158 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|158 LAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.2  bits: 18.0 E():   62 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (72-80:40-48) 
 
              50        60        70        80                      
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE                      
                                     . :..::.:                      
gi|212 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|212 LTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.2  bits: 18.0 E():   62 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (72-80:40-48) 
 
              50        60        70        80                      
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE                      
                                     . :..::.:                      
gi|170 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|170 LAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 70.0  bits: 15.6 E():   63 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (16-26:10-20) 
 
               10        20        30        40        50        60 
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                      :.:  :..: :                                   
gi|147       AKITFTNNXPNTVWPGILTGFGQKPQ                             
                     10        20                                   
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 70.0  bits: 19.9 E():   63 
Smith-Waterman score: 46; 22.4% identity (57.1% similar) in 49 aa overlap (18-62:15-63) 
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               10        20        30        40            50       
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV----DWACQAPR 
                        :. : :. . :  : : ..:...... .. .    : . :    
gi|601    MRGALAGLSLATLATASPVLVNSIHNDAAPIISASNAKEIADNYMIKFKDHVTQNLA 
                  10        20        30        40        50        
 
         60        70        80                                     
AAD-12 VHAHQWAAGDVVVWDNRCLLHRAE                                     
       .. : :                                                       
gi|601 AEHHGWVQDLHEKTQVAKTELRKRSQSPMVDDIFNGLKHTYNIAGGLMGYAGHFDEDVIE 
        60        70        80        90       100       110        
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.0  bits: 18.0 E():   63 
Smith-Waterman score: 43; 25.9% identity (46.3% similar) in 54 aa overlap (20-65:88-141) 
 
                          10        20        30               40   
AAD-12            MDTTATPLRPLVKVHPETGRPSLLIGRHAHA-------IPGMDAAESER 
                                     :   .:::..:        .::     ..  
gi|189 AGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRD 
        60        70        80        90       100       110        
 
             50         60        70        80 
AAD-12 FLEGLVDWA-CQAPRVHAHQWAAGDVVVWDNRCLLHRAE 
       : . ::  . :..  ::   .  :                
gi|189 FAKVLVTPGQCNVLTVHNAPYCLGLDI             
       120       130       140                 
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.9  bits: 18.0 E():   63 
Smith-Waterman score: 40; 26.7% identity (60.0% similar) in 30 aa overlap (7-36:115-144) 
 
                                       10        20        30       
AAD-12                         MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::   .:. ...  ..:    :.: 
gi|217 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
         40        50        60        70        80 
AAD-12 AAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE 
                                                    
gi|217 I                                            
                                                    
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.9  bits: 18.0 E():   63 
Smith-Waterman score: 41; 26.0% identity (48.0% similar) in 50 aa overlap (24-65:93-142) 
 
                      10        20        30               40       
AAD-12        MDTTATPLRPLVKVHPETGRPSLLIGRHAHA-------IPGMDAAESERFLEG 
                                     .:::..:        .::     .. : .  
gi|439 SSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKV 
             70        80        90       100       110       120   
 
         50         60        70        80 
AAD-12 LVDWA-CQAPRVHAHQWAAGDVVVWDNRCLLHRAE 
       ::  . :..  ::   .  :                
gi|439 LVTPGQCNVLTVHNAPYCLGLDI             
            130       140                  
 
>>gi|4587985|gb|AAD25927.1|AF084828_1 major allergenic p  (342 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 69.9  bits: 19.3 E():   64 
Smith-Waterman score: 44; 27.8% identity (53.7% similar) in 54 aa overlap (7-51:42-95) 
 
                                       10        20        30       
AAD-12                         MDTTATPLRPLVKVHPETGRPSLLIGRHAHAI---- 
                                     ::  :.:..:.. .  :   : : ..     
gi|458 RAPASARYFSQTAAANRKVAVLGASGGIGQPLSLLMKLNPKVTELRLYDIRLAPGVAADL 
              20        30        40        50        60        70  
 
                  40        50        60        70        80        
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AAD-12 -----PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE        
            :.. .. ..  ::: :: :                                     
gi|458 SHINTPAVTSGYAQDDLEGAVDGAEIVLIPAGMPRKPGMTRDDLFNSNASIVRDLAKVVA 
              80        90       100       110       120       130  
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.9  bits: 18.3 E():   64 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (27-43:17-30) 
 
               10        20        30        40        50        60 
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                 ::   .:..:    :::                  
gi|212           VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQY 
                         10        20           30        40        
 
               70        80                                         
AAD-12 QWAAGDVVVWDNRCLLHRAE                                         
                                                                    
gi|212 KCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATD 
        50        60        70        80        90       100        
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.8  bits: 18.3 E():   64 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (27-43:18-31) 
 
               10        20        30        40        50        60 
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                 ::   .:..:    :::                  
gi|144          AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQY 
                        10        20           30        40         
 
               70        80                                         
AAD-12 QWAAGDVVVWDNRCLLHRAE                                         
                                                                    
gi|144 KCWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATD 
       50        60        70        80        90       100         
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.8  bits: 18.3 E():   64 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (27-43:18-31) 
 
               10        20        30        40        50        60 
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                 ::   .:..:    :::                  
gi|116          AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQY 
                        10        20           30        40         
 
               70        80                                         
AAD-12 QWAAGDVVVWDNRCLLHRAE                                         
                                                                    
gi|116 KCWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATD 
       50        60        70        80        90       100         
 
>>gi|69552|pir||MEHB2 melittin, minor - honeybee          (27 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 69.7  bits: 15.6 E():   65 
Smith-Waterman score: 32; 30.8% identity (61.5% similar) in 13 aa overlap (44-56:13-25) 
 
            20        30        40        50        60        70    
AAD-12 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  .  :                  
gi|695                   GIGAVLKVLTTGLPALISWISRKKRQQ                
                                 10        20                       
 
            80 
AAD-12 CLLHRAE 
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.6  bits: 18.3 E():   66 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (50-73:70-93) 
 
      20        30        40        50        60        70          
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AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|283 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
      40        50        60        70        80        90          
 
      80                                                            
AAD-12 E                                                            
                                                                    
gi|283 CGPVGAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
     100       110       120       130       140       150          
 
>>gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-termi  (34 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 69.6  bits: 15.9 E():   67 
Smith-Waterman score: 33; 25.0% identity (58.3% similar) in 24 aa overlap (33-56:8-31) 
 
             10        20        30        40        50        60   
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     : . :.   ..::. . .  . ::       
gi|691                        AIGDKPGPKITATYXXKWLEAKATFYGSNPRGAA    
                                      10        20        30        
 
             70        80 
AAD-12 AAGDVVVWDNRCLLHRAE 
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 69.5  bits: 18.0 E():   67 
Smith-Waterman score: 44; 25.4% identity (49.3% similar) in 67 aa overlap (3-69:58-118) 
 
                                           10        20        30   
AAD-12                             MDTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                                     .:.  . :. : :   :  .    :::  . 
gi|160 TTVTGNLSGLKPGLHGFHAHALGDTTNGCMSTGPHFNPVGKEHGAPGDEN----RHAGDL 
        30        40        50        60        70            80    
 
             40        50        60        70        80             
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE             
        .. ..:.     ..::   : : .  :.  .  :::                        
gi|160 GNITVGEDGTAAINIVDK--QIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGG 
            90       100         110       120       130       140  
 
gi|160 RVACGIIGLQG 
             150   
 
>>gi|244610|gb|AAB21323.1| tetrameric alpha-amylase inhi  (18 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 69.5  bits: 14.9 E():   67 
Smith-Waterman score: 30; 62.5% identity (75.0% similar) in 8 aa overlap (1-8:10-17) 
 
                        10        20        30        40        50  
AAD-12          MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
                :.:  :::                                            
gi|244 IGNEDCTPWMSTLITPLP                                           
               10                                                   
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 69.5  bits: 19.6 E():   67 
Smith-Waterman score: 45; 38.9% identity (72.2% similar) in 18 aa overlap (26-43:241-258) 
 
                    10        20        30        40        50      
AAD-12      MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                     :  .... :::.: :: .             
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDQTYDLNFKE 
              220       230       240       250       260       270 
 
          60        70        80                                    
AAD-12 RVHAHQWAAGDVVVWDNRCLLHRAE                                    
                                                                    
gi|144 ENNNGSQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 69.5  bits: 18.3 E():   67 
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Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (27-43:27-40) 
 
               10        20        30        40        50        60 
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                 ::   .:..:    :::                  
gi|194 MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEALTQY 
               10        20        30           40        50        
 
               70        80                                         
AAD-12 QWAAGDVVVWDNRCLLHRAE                                         
                                                                    
gi|194 KCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDY 
        60        70        80        90       100       110        
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.3  bits: 19.6 E():   69 
Smith-Waterman score: 45; 34.6% identity (50.0% similar) in 26 aa overlap (52-71:25-50) 
 
              30        40        50        60              70      
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ------WAAGDVVVWDNRCL 
                                     ::  :. : .      . :: : .::     
gi|259       LSVCFLILFHGCLASRQEWQQQDECQIDRLDALEPDNRVEYEAGTVEAWDPNHE 
                     10        20        30        40        50     
 
          80                                                        
AAD-12 LHRAE                                                        
                                                                    
gi|259 QFRCAGVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQ 
           60        70        80        90       100       110     
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.2  bits: 21.4 E():   70 
Smith-Waterman score: 51; 28.1% identity (59.4% similar) in 32 aa overlap (35-66:1387-1418) 
 
           10        20        30        40        50        60     
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     .:. . . : :: .. .   ::.  ::..  
gi|203 STLSLVTKADGQIDMTVDLISPITKRASLKVDSKKYNLFHEGELSASLVNPRLSWHQYTK 
       1360      1370      1380      1390      1400      1410       
 
           70        80                                             
AAD-12 GDVVVWDNRCLLHRAE                                             
        :                                                           
gi|203 RDSREYKTDVDLSLRSSDIAVKITMPDYNSKIHYSRQNDQISMDIDGTLIEGHAKGTIKE 
       1420      1430      1440      1450      1460      1470       
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.1  bits: 19.2 E():   70 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (17-60:290-335) 
 
                             10        20          30        40     
AAD-12               MDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
           50        60        70        80                    
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE                    
        .. :   . :.:. :                                        
gi|268 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.1  bits: 19.2 E():   70 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (17-60:290-335) 
 
                             10        20          30        40     
AAD-12               MDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
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           50        60        70        80                    
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE                    
        .. :   . :.:. :                                        
gi|124 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.1  bits: 19.2 E():   70 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (17-60:290-335) 
 
                             10        20          30        40     
AAD-12               MDTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
           50        60        70        80                    
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE                    
        .. :   . :.:. :                                        
gi|124 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|111120428|gb|ABH06348.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.1  bits: 17.7 E():   70 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (63-80:109-126) 
 
             40        50        60        70        80    
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE    
                                     :.::... : . : .:..    
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE 
       80        90       100       110       120          
 
>>gi|111120420|gb|ABH06344.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.1  bits: 17.7 E():   70 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (63-80:109-126) 
 
             40        50        60        70        80    
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE    
                                     :.::... : . : .:..    
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE 
       80        90       100       110       120          
 
>>gi|111494253|gb|ABH06347.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.1  bits: 17.7 E():   70 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (63-80:109-126) 
 
             40        50        60        70        80    
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE    
                                     :.::... : . : .:..    
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE 
       80        90       100       110       120          
 
>>gi|111120432|gb|ABH06350.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.1  bits: 17.7 E():   70 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (63-80:109-126) 
 
             40        50        60        70        80    
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE    
                                     :.::... : . : .:..    
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE 
       80        90       100       110       120          
 
>>gi|111120424|gb|ABH06346.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 69.1  bits: 17.7 E():   70 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (63-80:109-126) 
 
             40        50        60        70        80    
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE    
                                     :.::... : . : .:..    
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE 
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       80        90       100       110       120          
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  27 init1:  27 opt:  27  Z-score: 69.1  bits: 14.0 E():   71 
Smith-Waterman score: 27; 50.0% identity (75.0% similar) in 8 aa overlap (72-79:1-8) 
 
              50        60        70        80  
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE  
                                     .: :.: :   
gi|463                               DRNLVHSATR 
                                             10 
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 69.0  bits: 21.1 E():   71 
Smith-Waterman score: 50; 44.4% identity (63.0% similar) in 27 aa overlap (21-46:636-662) 
 
                         10        20         30        40          
AAD-12           MDTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVD 
                                     :: : : : : .:::  . ..:  :.:    
gi|278 SRGPSGPPGPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIG 
         610       620       630       640       650       660      
 
      50        60        70        80                              
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAE                              
                                                                    
gi|278 SPGRDGARGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAG 
         670       680       690       700       710       720      
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 68.9  bits: 15.2 E():   73 
Smith-Waterman score: 31; 42.9% identity (50.0% similar) in 14 aa overlap (5-18:7-20) 
 
                 10        20        30        40        50         
AAD-12   MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
             :::  : .   : :                                         
gi|751 DLGYAPATPAAPGAGYTPATPAAP                                     
               10        20                                         
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.8  bits: 18.3 E():   73 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (50-73:87-110) 
 
      20        30        40        50        60        70          
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|158 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
      80                                                            
AAD-12 E                                                            
                                                                    
gi|158 CGPVGAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.8  bits: 18.3 E():   73 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (50-73:87-110) 
 
      20        30        40        50        60        70          
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|123 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
      80                                                            
AAD-12 E                                                            
                                                                    
gi|123 CGPVGAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Thauma  (20 aa) 
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 initn:  30 init1:  30 opt:  30  Z-score: 68.6  bits: 14.9 E():   75 
Smith-Waterman score: 30; 66.7% identity (83.3% similar) in 6 aa overlap (29-34:15-20) 
 
               10        20        30        40        50        60 
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                   : :.::                           
gi|680               ATFNFINNCPFTVWAAAVPG                           
                             10        20                           
 
               70        80 
AAD-12 QWAAGDVVVWDNRCLLHRAE 
 
>>gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} [De  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 68.6  bits: 14.9 E():   75 
Smith-Waterman score: 30; 45.5% identity (72.7% similar) in 11 aa overlap (31-41:1-11) 
 
               10        20        30        40        50        60 
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                     :. :.::  .:                    
gi|404                               AVGGQDADLAEAPFQISLLK           
                                             10        20           
 
               70        80 
AAD-12 QWAAGDVVVWDNRCLLHRAE 
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 68.2  bits: 18.9 E():   79 
Smith-Waterman score: 43; 28.9% identity (53.3% similar) in 45 aa overlap (3-45:34-73) 
 
                                           10         20        30  
AAD-12                             MDTTATPLRPLVKVHPET-GRPSLLIGRHAHA 
                                     : :::  : . . : : . :.        : 
gi|249 QKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPAT-----PAA 
            10        20        30        40        50              
 
               40        50        60        70        80           
AAD-12 IP-GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE           
       .: :  ..: ....:                                              
gi|249 VPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGLASGY 
       60        70        80        90       100       110         
 
>>gi|289064179|gb|ADC80503.1| non-specific lipid transfe  (118 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 68.0  bits: 17.4 E():   81 
Smith-Waterman score: 38; 66.7% identity (88.9% similar) in 9 aa overlap (29-37:81-89) 
 
                 10        20        30        40        50         
AAD-12   MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     : ::::..:                      
gi|289 ASCCSGVRSLNAAAKTTPDRQAVCNCLKSAAGAIPGFNANNAGILPGKCGVSIPYKISTS 
               60        70        80        90       100       110 
 
       60        70        80 
AAD-12 AHQWAAGDVVVWDNRCLLHRAE 
                              
gi|289 TNCATIKF               
                              
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 68.0  bits: 17.1 E():   81 
Smith-Waterman score: 39; 44.0% identity (56.0% similar) in 25 aa overlap (29-53:67-86) 
 
                 10        20        30        40        50         
AAD-12   MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     ::   ..: ::.:     ::: : :      
gi|387 MRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQE-----LVDCASQHGCHG 
         40        50        60        70             80        90  
 
       60        70        80 
AAD-12 AHQWAAGDVVVWDNRCLLHRAE 
                              
gi|387 DTIPR                  
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>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 67.9  bits: 17.1 E():   82 
Smith-Waterman score: 37; 38.9% identity (50.0% similar) in 18 aa overlap (33-50:25-42) 
 
             10        20        30        40        50        60   
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     ::   :: :   .:  .:             
gi|126       TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTKKGNLWEV 
                     10        20        30        40        50     
 
             70        80                          
AAD-12 AAGDVVVWDNRCLLHRAE                          
                                                   
gi|126 KSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
           60        70        80        90        
 
>>gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia mutic  (284 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 67.8  bits: 18.6 E():   83 
Smith-Waterman score: 42; 36.8% identity (73.7% similar) in 19 aa overlap (27-45:63-80) 
 
                   10        20        30        40        50       
AAD-12     MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     .:: ..  ..::: .:. :            
gi|219 EDSKAKIEEDLTSLQKKYTNLENEFDQVNEKHADSVAKLEAAE-KRLTETEDEIKGYTRK 
             40        50        60        70         80        90  
 
         60        70        80                                     
AAD-12 VHAHQWAAGDVVVWDNRCLLHRAE                                     
                                                                    
gi|219 IQLLEDDLERTQTKLDEATGKLEEATKSADESERGRKVLESRSLADDDRIDGLEKQVKDA 
             100       110       120       130       140       150  
 
>>gi|114152864|sp|Q01883.2|RAG1_ORYSJ RecName: Full=Seed  (163 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.1  bits: 17.7 E():   90 
Smith-Waterman score: 39; 41.7% identity (75.0% similar) in 12 aa overlap (63-74:68-79) 
 
             40        50        60        70        80             
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE             
                                     .:.:  ::.. :                   
gi|114 QCRPGISYPTYSLPQCRTLVRRQCVGRGAASAADEQVWQDCCRQLAAVDDGWCRCGALDH 
        40        50        60        70        80        90        
 
gi|114 MLSGIYRELGATEAGHPMAEVFPGCRRGDLERAAASLPAFCNVDIPNGPGGVCYWLGYPR 
       100       110       120       130       140       150        
 
>>gi|113477|sp|P27761.1|MPA13_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 18.9 E():   94 
Smith-Waterman score: 43; 31.2% identity (68.8% similar) in 16 aa overlap (64-79:201-216) 
 
            40        50        60        70        80              
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE              
                                     ::.  .: ..: : ..               
gi|113 DVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWIDHCSLSKSFDGLVDVTLGSTHV 
              180       190       200       210       220       230 
 
gi|113 TISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVDQRMPRCRFGFFQVVNNNY 
              240       250       260       270       280       290 
 
>>gi|166443|gb|AAA32669.1| antigen E [Ambrosia artemisii  (397 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 66.8  bits: 18.9 E():   94 
Smith-Waterman score: 43; 31.2% identity (68.8% similar) in 16 aa overlap (64-79:201-216) 
 
            40        50        60        70        80              
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE              
                                     ::.  .: ..: : ..               
gi|166 DVKVLPGGMIKSNDGPPILRQASDGDTINVAGSSQIWIDHCSLSKSFDGLVDVTLGSTHV 
              180       190       200       210       220       230 
 
gi|166 TISNCKFTQQSKAILLGADDTHVQDKGMLATVAFNMFTDNVDQRMPRCRFGFFQVVNNNY 
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              240       250       260       270       280       290 
 
>>gi|21542440|sp|P42039.3|RLA2_CLAHE RecName: Full=60S a  (111 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.7  bits: 17.0 E():   95 
Smith-Waterman score: 37; 41.2% identity (58.8% similar) in 17 aa overlap (26-42:82-98) 
 
                    10        20        30        40        50      
AAD-12      MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                     :  :.: :  . :: :.              
gi|215 NELISSGSEKLASVPSGGAGAASAGGAAAAGGAAEAAPEAERAEEEKEESDDDMGFGLFD 
              60        70        80        90       100       110  
 
          60        70        80 
AAD-12 RVHAHQWAAGDVVVWDNRCLLHRAE 
 
>>gi|23894244|emb|CAD23614.1| tri m 2 allergen [Arthrode  (404 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 66.6  bits: 18.9 E():   96 
Smith-Waterman score: 43; 35.5% identity (54.8% similar) in 31 aa overlap (3-33:3-32) 
 
               10        20        30        40        50        60 
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
         : : :.  :. .   .:   :  : ::..::                            
gi|238 FITKAIPIV-LAALSAVNGAKILEAGPHAETIPNKYIVVMKKDVSDEAFSTHTTWLSQNL 
                10        20        30        40        50          
 
               70        80                                         
AAD-12 QWAAGDVVVWDNRCLLHRAE                                         
                                                                    
gi|238 NRRLMRRSGSSKAMAGMQNKYSLGGIFRAYSGEFDDAMIKDISNHDDVDYIEPDFVVRTS 
      60        70        80        90       100       110          
 
>>gi|34495280|gb|AAQ73487.1| type 2 allergen Lep d 2.024  (140 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.6  bits: 17.4 E():   97 
Smith-Waterman score: 38; 57.1% identity (100.0% similar) in 7 aa overlap (74-80:41-47) 
 
            50        60        70        80                        
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE                        
                                     :.:::..                        
gi|344 AVASAGKMKFKDCGKGEVTELDITDCSGDFCVLHRGQSVTLDAKFVANQDSAKATIKVLA 
               20        30        40        50        60        70 
 
gi|344 KVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVTAELIGDHGIL 
               80        90       100       110       120       130 
 
>>gi|85701146|sp|P0C0Y5.1|MTDH_CLAHE RecName: Full=Proba  (267 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.5  bits: 18.3 E():   97 
Smith-Waterman score: 41; 37.5% identity (81.2% similar) in 16 aa overlap (32-47:1-16) 
 
              10        20        30        40        50        60  
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                     .::..:.. : .:. :               
gi|857                               MPGQQATKHESLLDQLSLKGKVVVVTGASG 
                                             10        20        30 
 
              70        80                                          
AAD-12 WAAGDVVVWDNRCLLHRAE                                          
                                                                    
gi|857 PKGMGIEAARGCAEMGAAVAITYASRAQGAEENVKELEKTYGIKAKAYKCQVDSYESCEK 
               40        50        60        70        80        90 
 
>>gi|25090948|sp||P83181_1 [Segment 1 of 4] Pollen aller  (11 aa) 
 initn:  26 init1:  26 opt:  26  Z-score: 66.4  bits: 13.6 E():   99 
Smith-Waterman score: 26; 50.0% identity (83.3% similar) in 6 aa overlap (21-26:1-6) 
 
               10        20        30        40        50        60 
AAD-12 MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                           :.. ::                                   
gi|250                     PTITIGGPEYR                              
                                   10                               
 
>>gi|20141714|sp|P30941.2|SPI7_SOLTU RecName: Full=Serin  (221 aa) 
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 initn:  39 init1:  39 opt:  40  Z-score: 66.3  bits: 18.0 E(): 1e 
Smith-Waterman score: 40; 36.4% identity (54.5% similar) in 22 aa overlap (14-35:87-107) 
 
                                10        20        30        40    
AAD-12                  MDTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF 
                                     : : .: :  .::  .:   :.         
gi|201 WGALGGDVYLGKSPNSDAPCANGIFRYNSDVGP-SGTPVRFIGSSSHFGQGIFENELLNI 
         60        70        80         90       100       110      
 
            50        60        70        80                        
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE                        
                                                                    
gi|201 QFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTIGQADSSWFKIVKSSQFGYNLLYCP 
         120       130       140       150       160       170      
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:03:02 2011 done: Fri Jan 21 00:03:02 2011 
 Total Scan time:  0.060 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 188  - 267 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     2     8:=* 
  34    16    22:==== * 
  36    21    44:======    * 
  38    54    73:==============    * 
  40    76   102:===================      * 
  42    94   125:========================       * 
  44   122   138:===============================   * 
  46   170   140:==================================*======== 
  48   185   134:=================================*============= 
  50   107   122:===========================   * 
  52   132   108:==========================*====== 
  54    88    92:======================* 
  56   100    77:===================*===== 
  58    52    63:=============  * 
  60    47    51:============* 
  62    33    41:========= * 
  64    36    33:========* 
  66    21    26:======* 
  68    35    20:====*==== 
  70    15    16:===* 
  72    13    12:==*= 
  74     5    10:==* 
  76    23     8:=*==== 
  78    19     6:=*=== 
  80     3     5:=* 
  82     4     3:* 
  84     3     3:* 
  86     2     2:* 
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  88     1     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     0     1:*         :* 
  94     1     1:*         :* 
  96     2     1:*         :*= 
  98     1     0:=         *= 
 100     0     0:          * 
 102     0     0:          * 
 104     0     0:          * 
 106     1     0:=         *= 
 108     0     0:          * 
 110     1     0:=         *= 
 112     0     0:          * 
 114     0     0:          * 
 116     0     0:          * 
 118     1     0:=         *= 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.38610.00307; mu= 7.4946 0.163 
 mean_var=32.9568 9.177, 0's: 2 Z-trim: 5  B-trim: 15 in 1/43 
 Lambda= 0.223410 
 Kolmogorov-Smirnov  statistic: 0.0862 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   73 28.4    0.14 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   64 25.5    0.38 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   66 26.2    0.69 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   56 22.9     1.7 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   56 22.9     2.3 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   56 22.9     2.3 
gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Se ( 608)   61 24.6     2.9 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   54 22.3     4.8 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   54 22.3     4.9 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   54 22.3     4.9 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   56 23.0     6.6 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   50 21.0     7.3 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   53 22.0     8.4 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   56 23.0     8.8 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   55 22.7      11 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   53 22.0      11 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   52 21.7      12 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   53 22.0      13 
gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Se ( 607)   54 22.3      14 
gi|3336842|emb|CAA76847.1| bovine serum albumin [B ( 607)   54 22.3      14 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   53 22.0      14 
gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Sc ( 129)   47 20.0      14 
gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Gl ( 162)   47 20.0      18 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   50 21.0      19 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   50 21.0      19 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   46 19.7      19 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   49 20.7      19 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 16.4      20 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   53 22.0      20 
gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen ( 367)   50 21.0      20 
gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   46 19.7      21 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   46 19.7      21 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   45 19.4      22 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   45 19.4      22 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   45 19.4      22 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   45 19.4      22 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   45 19.4      22 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   45 19.4      22 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   45 19.4      22 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   47 20.0      23 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   45 19.4      24 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   47 20.0      24 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   45 19.4      25 
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gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   45 19.4      25 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   45 19.4      25 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   45 19.4      25 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   45 19.4      25 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   45 19.4      25 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   45 19.4      25 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   45 19.4      25 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   45 19.4      25 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   45 19.4      25 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   45 19.4      25 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   52 21.7      25 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 21.7      25 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   52 21.7      25 
gi|212279|gb|AAA48944.1| lysozyme protein [Gallus  (  24)   37 16.8      26 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   44 19.1      27 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 18.7      30 
gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60 ( 110)   43 18.7      30 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   45 19.4      30 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   46 19.7      31 
gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen ( 367)   48 20.4      32 
gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen ( 367)   48 20.4      32 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   48 20.4      32 
gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen ( 367)   48 20.4      32 
gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen ( 367)   48 20.4      32 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   48 20.4      38 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   42 18.4      38 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   42 18.4      38 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 16.4      42 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   47 20.1      43 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   47 20.1      44 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 16.4      46 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   42 18.4      47 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.4      49 
gi|8843917|gb|AAF80164.1| pollen major allergen 1- ( 367)   46 19.7      49 
gi|19069497|emb|CAC37790.2| putative allergen Cup  ( 367)   46 19.7      49 
gi|8843921|gb|AAF80166.1| pollen major allergen 1- ( 367)   46 19.7      49 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   40 17.8      51 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   45 19.4      51 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.4      51 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.4      51 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   46 19.7      52 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   46 19.7      53 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 20.1      53 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   45 19.4      58 
gi|3182907|sp|O02380.1|ALL2_TYRPU RecName: Full=Mi ( 141)   41 18.1      59 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 19.1      59 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   39 17.4      60 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.4      61 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.4      61 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.1      62 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   44 19.1      63 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 15.8      66 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.4      66 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.4      66 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   43 18.8      66 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   44 19.1      66 
gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=He ( 643)   47 20.1      68 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   46 19.7      69 
gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5 ( 169)   41 18.1      70 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   51 21.4      70 
gi|4587985|gb|AAD25927.1|AF084828_1 major allergen ( 342)   44 19.1      71 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 15.8      71 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   40 17.8      72 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   40 17.8      72 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.1      72 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   40 17.8      73 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   40 17.8      73 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   40 17.8      73 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.4      74 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   40 17.8      75 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 18.1      75 
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gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 18.1      75 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 18.1      75 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   40 17.8      75 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   40 17.8      75 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   45 19.4      76 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   41 18.1      77 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   44 19.1      78 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   44 19.1      78 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   44 19.1      78 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 18.1      78 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   40 17.8      79 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.1      80 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.1      83 
gi|111120428|gb|ABH06348.1| Blo t 21 allergen [Blo ( 129)   39 17.5      84 
gi|111120424|gb|ABH06346.1| Blo t 21 allergen [Blo ( 129)   39 17.5      84 
gi|111120432|gb|ABH06350.1| Blo t 21 allergen [Blo ( 129)   39 17.5      84 
gi|111120420|gb|ABH06344.1| Blo t 21 allergen [Blo ( 129)   39 17.5      84 
gi|111494253|gb|ABH06347.1| Blo t 21 allergen [Blo ( 129)   39 17.5      84 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   41 18.1      84 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   41 18.1      84 
gi|69552|pir||MEHB2 melittin, minor - honeybee     (  27)   32 15.1      86 
gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-t (  34)   33 15.5      86 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   44 19.1      87 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   43 18.8      88 
gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia m ( 284)   42 18.4      92 
gi|289064179|gb|ADC80503.1| non-specific lipid tra ( 118)   38 17.1      95 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   31 14.8      96 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   37 16.8      97 
gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Po (  97)   37 16.8      98 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   27 13.5      99 
gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} (  20)   30 14.5   1e 
gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Th (  20)   30 14.5   1e 
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  73 init1:  73 opt:  73  Z-score: 117.6  bits: 28.4 E(): 0.14 
Smith-Waterman score: 73; 35.5% identity (54.8% similar) in 31 aa overlap (34-64:246-276) 
 
            10        20        30        40        50        60    
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:: :   . :     .: . 
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
 
            70        80                                            
AAD-12 GDVVVWDNRCLLHRAEP                                            
       :                                                            
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 110.1  bits: 25.5 E(): 0.38 
Smith-Waterman score: 64; 32.8% identity (50.8% similar) in 61 aa overlap (14-70:79-133) 
 
                                10        20            30          
AAD-12                  DTTATPLRPLVKVHPETGRPSL--LIGRHA--HAIPGMDAAES 
                                     .::. ::.:  ::   :  :   :.. :.  
gi|121 DLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPEN-RPALKTLIDGLASSHKARGIEKAQF 
       50        60        70        80         90       100        
 
      40        50        60        70        80         
AAD-12 ERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP         
       :.:  .:::.       :  .:      .::                   
gi|121 EEFRASLVDYLS-----HHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
       110            120       130       140       150  
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  66 init1:  66 opt:  66  Z-score: 105.4  bits: 26.2 E(): 0.69 
Smith-Waterman score: 66; 32.3% identity (54.8% similar) in 31 aa overlap (34-64:247-277) 
 
            10        20        30        40        50        60    
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
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                                     ::.: :: . .:  :   . :.    .: . 
gi|232 APDIKTPKEALDLIMDAIDKAGYKGKVGIAMDVASSEFYKDGKYDLDFKNPESDPSKWLS 
        220       230       240       250       260       270       
 
            70        80                                            
AAD-12 GDVVVWDNRCLLHRAEP                                            
       :                                                            
gi|232 GPQLADLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKT 
        280       290       300       310       320       330       
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 98.2  bits: 22.9 E():  1.7 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (45-61:68-86) 
 
           20        30        40        50          60        70   
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|219 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
             80           
AAD-12 CLLHRAEP           
                          
gi|219 SFDSDRSGLLLKQKVSDE 
       100       110      
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (45-61:68-86) 
 
           20        30        40        50          60        70   
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|184 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
             80                                                     
AAD-12 CLLHRAEP                                                     
                                                                    
gi|184 SFDSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 95.9  bits: 22.9 E():  2.3 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (45-61:68-86) 
 
           20        30        40        50          60        70   
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|456 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNF 
        40        50        60        70        80        90        
 
             80                                                     
AAD-12 CLLHRAEP                                                     
                                                                    
gi|456 SFGSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Serum   (608 aa) 
 initn:  43 init1:  43 opt:  61  Z-score: 94.2  bits: 24.6 E():  2.9 
Smith-Waterman score: 61; 26.1% identity (53.6% similar) in 69 aa overlap (16-80:424-492) 
 
                              10        20        30           40   
AAD-12                DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :. :... .: ...   .:  :  
gi|135 YAHVFDEFKPLVEEPHNLVKTNCELFEKLGEYGFQNALLVRYTKKVPQVSTPTLVEVSRS 
           400       410       420       430       440       450    
 
             50        60        70         80                      
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEP                      
       :  . .  :  :...  . :   . :  :: :.::.  :                      
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gi|135 LGKVGSKCCTHPEAERLSCAEDYLSVVLNRLCVLHEKTPVSERVTKCCTESLVNRRPCFS 
           460       470       480       490       500       510    
 
gi|135 ALQVDETYVPKEFSAETFTFHADLCTLPEAEKQIKKQSALVELLKHKPKATEEQLKTVMG 
           520       530       540       550       560       570    
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 90.2  bits: 22.3 E():  4.8 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (65-79:122-138) 
 
           40        50        60        70          80             
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEP             
                                     : :..::.:::  :..:              
gi|162 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
gi|162 RKELAAVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200         
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 90.2  bits: 22.3 E():  4.9 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (65-79:122-138) 
 
           40        50        60        70          80             
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEP             
                                     : :..::.:::  :..:              
gi|209 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
gi|209 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 90.2  bits: 22.3 E():  4.9 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (65-79:122-138) 
 
           40        50        60        70          80             
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEP             
                                     : :..::.:::  :..:              
gi|124 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
gi|124 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 87.8  bits: 23.0 E():  6.6 
Smith-Waterman score: 56; 27.0% identity (55.6% similar) in 63 aa overlap (5-59:46-108) 
 
                                         10           20            
AAD-12                           DTTATPLRPL---VKVHPETGRPSLL--IGRH-- 
                                     :::::    ...: ....:  :  .: .   
gi|253 IEEPEMIAPTPPGQFPHQQPISSPNRTSRNTPLRPESTEIETHHHANHPPALPVLGMQLP 
          20        30        40        50        60        70      
 
         30        40        50        60        70        80       
AAD-12 -AHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP       
          ..:  . :.:.  :.  .:   .::   .:                            
gi|253 VPGTVPESSRAQSRASLNLDIDLDLHAPSHPSHLSHGAPHEQEHAHEIQRHRAHSAQSSA 
          80        90       100       110       120       130      
 
gi|253 GLPPTGFASHLPPASSGPVSLGWNMYHVPPNLHLNANQFNFEVPGHMNVSGHPTHLEHSS 
         140       150       160       170       180       190      
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 87.0  bits: 21.0 E():  7.3 
Smith-Waterman score: 50; 50.0% identity (90.0% similar) in 10 aa overlap (71-80:24-33) 
 
               50        60        70        80                     
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP                     
                                     : :..::..:                     
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gi|484        GKMNFTDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVL 
                      10        20        30        40        50    
 
gi|484 TAIIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGE 
            60        70        80        90       100       110    
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 85.9  bits: 22.0 E():  8.4 
Smith-Waterman score: 53; 43.8% identity (62.5% similar) in 16 aa overlap (45-60:27-42) 
 
           20        30        40        50        60        70     
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     : :.:  : : .. ::               
gi|170     MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQ 
                   10        20        30        40        50       
 
           80                                                       
AAD-12 LHRAEP                                                       
                                                                    
gi|170 QTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQP 
         60        70        80        90       100       110       
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 85.5  bits: 23.0 E():  8.8 
Smith-Waterman score: 56; 26.1% identity (50.7% similar) in 69 aa overlap (16-80:424-492) 
 
                              10        20        30           40   
AAD-12                DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :. :...  : ...   .:  :  
gi|668 YAKVLDEFKPLVDEPQNLVKTNCELFEKLGEYGFQNALLVRYTKKAPQVSTPTLVEVSRK 
           400       410       420       430       440       450    
 
             50        60        70         80                      
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEP                      
       :  .    :. :. .  . :   . :  :: :.::.  :                      
gi|668 LGKVGTKCCKKPESERMSCAEDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFS 
           460       470       480       490       500       510    
 
gi|668 GLEVDETYVPKEFNAETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMG 
           520       530       540       550       560       570    
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 84.1  bits: 22.7 E():   11 
Smith-Waterman score: 55; 26.1% identity (50.7% similar) in 69 aa overlap (16-80:401-469) 
 
                              10        20        30           40   
AAD-12                DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :. :...  : ...   .:  :  
gi|331 YAKVLDEFKPLVDEPQNLVKTNCELFEKLGEYGFQNALLVRYTKKAPQVSTPTLVEVSRK 
              380       390       400       410       420       430 
 
             50        60        70         80                      
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEP                      
       :  .    :. :. .  . :   . :  :: :.::.  :                      
gi|331 LGKVGTKCCKKPESERMSCADDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFS 
              440       450       460       470       480       490 
 
gi|331 GLEVDETYVPKEFNAETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMG 
              500       510       520       530       540       550 
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  53  Z-score: 84.0  bits: 22.0 E():   11 
Smith-Waterman score: 53; 27.0% identity (55.6% similar) in 63 aa overlap (12-71:119-178) 
 
                                  10        20        30         40 
AAD-12                    DTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESE 
                                     .::  .: : :..   .:.:  :..    . 
gi|908 LWIIFSKNLNIKLNMPLYIAGNKTIDGRGAEVHIGNGGPCLFMRTVSHVILHGLNIHGCN 
       90       100       110       120       130       140         
 
                 50        60        70        80                   
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AAD-12 RFLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP                   
         . :  :.. :  .  :::..   ::...  :                            
gi|908 TSVSGNVLISEASGVVPVHAQD---GDAITMRNVTDVWIDHNSLSDSSDGLVDVTLASTG 
      150       160       170          180       190       200      
 
gi|908 VTISNNHFFNHHKVMLLGHSDIYSDDKSMKVTVAFNQFGPNAGQRMPRARYGLIHVANNN 
         210       220       230       240       250       260      
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 83.0  bits: 21.7 E():   12 
Smith-Waterman score: 52; 28.1% identity (59.4% similar) in 32 aa overlap (34-65:66-97) 
 
            10        20        30        40        50        60    
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     .:. . . : :: .. .   ::.  ::..  
gi|729 STLSLVTKADGKIDMTVDLISPVTKRASLKIDSKKYNLFHEGELSASIVNPRLSWHQYTK 
          40        50        60        70        80        90      
 
            70        80                                            
AAD-12 GDVVVWDNRCLLHRAEP                                            
        :                                                           
gi|729 RDSREYKSDVELSLRSSDIALKITMPDYNSKIHYSRQGDQINMDIDGTLIEGHAQGTIRE 
         100       110       120       130       140       150      
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 82.7  bits: 22.0 E():   13 
Smith-Waterman score: 53; 27.3% identity (54.5% similar) in 44 aa overlap (25-67:241-284) 
 
                     10        20        30        40         50    
AAD-12       DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF-LEGLVDWACQA 
                                     :  .... :::.: :: .  .   :   .  
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDKTYDLNFKE 
              220       230       240       250       260       270 
 
            60        70        80                                  
AAD-12 PRVHAHQWAAGDVVVWDNRCLLHRAEP                                  
          .. :  .:::.                                               
gi|144 ENNNGSQKISGDVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Serum   (607 aa) 
 initn:  38 init1:  38 opt:  54  Z-score: 82.0  bits: 22.3 E():   14 
Smith-Waterman score: 54; 24.6% identity (49.3% similar) in 69 aa overlap (16-80:423-491) 
 
                              10        20        30           40   
AAD-12                DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :: :... .: ...   .:  :  
gi|135 YSTVFDKLKHLVDEPQNLIKQNCDQFEKLGEYGFQNALIVRYTRKVPQVSTPTLVEVSRS 
            400       410       420       430       440       450   
 
             50        60        70         80                      
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEP                      
       :  .    :  :. .    .   . .  :: :.::.  :                      
gi|135 LGKVGTRCCTKPESERMPCTEDYLSLILNRLCVLHEKTPVSEKVTKCCTESLVNRRPCFS 
            460       470       480       490       500       510   
 
gi|135 ALTPDETYVPKAFDEKLFTFHADICTLPDTEKQIKKQTALVELLKHKPKATEEQLKTVME 
            520       530       540       550       560       570   
 
>>gi|3336842|emb|CAA76847.1| bovine serum albumin [Bos t  (607 aa) 
 initn:  38 init1:  38 opt:  54  Z-score: 82.0  bits: 22.3 E():   14 
Smith-Waterman score: 54; 24.6% identity (49.3% similar) in 69 aa overlap (16-80:423-491) 
 
                              10        20        30           40   
AAD-12                DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :: :... .: ...   .:  :  
gi|333 YSTVFDKLKHLVDEPQNLIKQNCDQFEKLGEYGFQNALIVRYTRKVPQVSTPTLVEVSRS 
            400       410       420       430       440       450   
 
             50        60        70         80                      
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEP                      
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       :  .    :  :. .    .   . .  :: :.::.  :                      
gi|333 LGKVGTRCCTKPESERMPCTEDYLSLILNRLCVLHEKTPVSEKVTKCCTESLVNRRPCFS 
            460       470       480       490       500       510   
 
gi|333 ALTPDETYVPKAFDEKLFTFHADICTLPDTEKQIKKQTALVELLKHKPKATEEQLKTVME 
            520       530       540       550       560       570   
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 81.8  bits: 22.0 E():   14 
Smith-Waterman score: 53; 27.0% identity (56.8% similar) in 37 aa overlap (33-68:441-477) 
 
             10        20        30        40         50        60  
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG-LVDWACQAPRVHAHQW 
                                     :. :.    .. : :.:  : .  .:. .  
gi|505 YQIAFSRGNRAFIAINLQKNQQNLQQKLHTGLPAGTYCDIISGNLIDNKCTGKSIHVDKN 
              420       430       440       450       460       470 
 
              70        80        
AAD-12 AAGDVVVWDNRCLLHRAEP        
       . .:: :                    
gi|505 GQADVYVGHDEFDAFVAYHIGARIVS 
              480       490       
 
>>gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Schist  (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 81.7  bits: 20.0 E():   14 
Smith-Waterman score: 47; 50.0% identity (80.0% similar) in 10 aa overlap (69-78:6-15) 
 
       40        50        60        70        80                   
AAD-12 SERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP                   
                                     :::.:. . :                     
gi|298                          MSADSWDNHCVTYVANNKCLKNLCMTAIDGSHLGT 
                                        10        20        30      
 
gi|298 SNPDFRIPPELILQLKSILDGGLDTSIFFMGEKYIVLQHDSSCLVSRCGKKSLIFYATGK 
          40        50        60        70        80        90      
 
>>gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Globin  (162 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 79.9  bits: 20.0 E():   18 
Smith-Waterman score: 47; 25.0% identity (63.6% similar) in 44 aa overlap (29-71:111-148) 
 
                 10        20        30        40        50         
AAD-12   DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                     :   :..::.  .:  .::..      ..: 
gi|121 VSFFTEVISLSGNQANLSAVYALVSKLGVDHKARGISAAQFGEFRTALVSY------LQA 
               90       100       110       120       130           
 
        60        70        80      
AAD-12 H-QWAAGDVVVWDNRCLLHRAEP      
       : .:. . ...:..               
gi|121 HVSWGDNVAAAWNHALDNTYAVALKSLE 
          140       150       160   
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 79.4  bits: 21.0 E():   19 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (13-71:99-157) 
 
                                 10        20        30         40  
AAD-12                   DTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
                50        60        70        80                    
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP                    
        . :  ::. .  .  :::..   ::...  :                             
gi|908 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
      130       140          150       160       170       180      
 
gi|908 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
         190       200       210       220       230       240      
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>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 79.4  bits: 21.0 E():   19 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (13-71:100-158) 
 
                                 10        20        30         40  
AAD-12                   DTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
                50        60        70        80                    
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP                    
        . :  ::. .  .  :::..   ::...  :                             
gi|118 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     130       140       150          160       170       180       
 
gi|118 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        190       200       210       220       230       240       
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 79.3  bits: 19.7 E():   19 
Smith-Waterman score: 46; 26.8% identity (58.5% similar) in 41 aa overlap (21-59:100-140) 
 
                         10        20        30         40          
AAD-12           DTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
      50         60        70        80 
AAD-12 A-CQAPRVHAHQWAAGDVVVWDNRCLLHRAEP 
       . : . . : :                      
gi|100 GYCGSHHHHHH                      
     130       140                      
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 79.3  bits: 20.7 E():   19 
Smith-Waterman score: 49; 43.8% identity (56.2% similar) in 16 aa overlap (45-60:8-23) 
 
           20        30        40        50        60        70     
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     : :.:  : :  . ::               
gi|106                        NIQVDPSGQVQWPQQQPFPQPHQPFSQQPQQTFPQPQ 
                                      10        20        30        
 
           80                                                       
AAD-12 LHRAEP                                                       
                                                                    
gi|106 QTFPHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQP 
        40        50        60        70        80        90        
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 79.0  bits: 16.4 E():   20 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (27-32:8-13) 
 
               10        20        30        40        50        60 
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                 ::: .:                             
gi|131                    GPVGGVVHAHMMPLL                           
                                  10                                
 
               70        80 
AAD-12 WAAGDVVVWDNRCLLHRAEP 
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 78.9  bits: 22.0 E():   20 
Smith-Waterman score: 53; 30.4% identity (73.9% similar) in 23 aa overlap (49-71:618-639) 
 
       20        30        40        50        60        70         
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     : :. :.. : .:.. ..:: ..        

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 6605



 

 

gi|581 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVVHNDFDFRLSV 
       590       600       610       620        630       640       
 
       80                                                           
AAD-12 EP                                                           
                                                                    
gi|581 AEGVGLFNVLQEKGVPSRFLNFPDETHWVTKPENSLVWHQQVLGWVNKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 78.9  bits: 21.0 E():   20 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (13-71:120-178) 
 
                                 10        20        30         40  
AAD-12                   DTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHSCNT 
      90       100       110       120       130       140          
 
                50        60        70        80                    
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP                    
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLPDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 78.6  bits: 19.7 E():   21 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (24-66:1-44) 
 
               10        20        30        40         50          
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQAPRVHAH 
                              .: ..:..   ... .:... :.: :     :..    
gi|215                        MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPG 
                                      10        20        30        
 
      60        70        80                                        
AAD-12 QWAAGDVVVWDNRCLLHRAEP                                        
        . . ::                                                      
gi|215 AYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIES 
        40        50        60        70        80        90        
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 78.6  bits: 19.7 E():   21 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (24-66:1-44) 
 
               10        20        30        40         50          
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQAPRVHAH 
                              .: ..:..   ... .:... :.: :     :..    
gi|166                        MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPG 
                                      10        20        30        
 
      60        70        80                                        
AAD-12 QWAAGDVVVWDNRCLLHRAEP                                        
        . . ::                                                      
gi|166 AYKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIES 
        40        50        60        70        80        90        
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.2  bits: 19.4 E():   22 
Smith-Waterman score: 45; 50.0% identity (100.0% similar) in 8 aa overlap (73-80:27-34) 
 
             50        60        70        80                       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP                       
                                     :..::..:                       
gi|157     SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|157 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
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         60        70        80        90       100       110       
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.2  bits: 19.4 E():   22 
Smith-Waterman score: 45; 50.0% identity (100.0% similar) in 8 aa overlap (73-80:27-34) 
 
             50        60        70        80                       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP                       
                                     :..::..:                       
gi|214     SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|214 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
         60        70        80        90       100       110       
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.2  bits: 19.4 E():   22 
Smith-Waterman score: 45; 50.0% identity (100.0% similar) in 8 aa overlap (73-80:27-34) 
 
             50        60        70        80                       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP                       
                                     :..::..:                       
gi|179     DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|179 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENVVVTVKLVGDNGV 
         60        70        80        90       100       110       
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.2  bits: 19.4 E():   22 
Smith-Waterman score: 45; 50.0% identity (100.0% similar) in 8 aa overlap (73-80:27-34) 
 
             50        60        70        80                       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP                       
                                     :..::..:                       
gi|760     DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|760 NINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
         60        70        80        90       100       110       
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.2  bits: 19.4 E():   22 
Smith-Waterman score: 45; 50.0% identity (100.0% similar) in 8 aa overlap (73-80:27-34) 
 
             50        60        70        80                       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP                       
                                     :..::..:                       
gi|256     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKA 
                   10        20        30        40        50       
 
gi|256 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNGV 
         60        70        80        90       100       110       
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.2  bits: 19.4 E():   22 
Smith-Waterman score: 45; 50.0% identity (100.0% similar) in 8 aa overlap (73-80:27-34) 
 
             50        60        70        80                       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP                       
                                     :..::..:                       
gi|760     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKA 
                   10        20        30        40        50       
 
gi|760 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 78.1  bits: 19.4 E():   22 
Smith-Waterman score: 45; 50.0% identity (100.0% similar) in 8 aa overlap (73-80:28-35) 
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             50        60        70        80                       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP                       
                                     :..::..:                       
gi|110    RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNSKTAKIEIKA 
                  10        20        30        40        50        
 
gi|110 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNGV 
        60        70        80        90       100       110        
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 78.0  bits: 20.0 E():   23 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (28-65:156-194) 
 
                  10        20        30        40        50        
AAD-12    DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|833 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
         130       140       150       160       170       180      
 
         60        70        80  
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEP  
       .. .:: ..                 
gi|833 NVINWAEAENRYIAGDKGGHPFMKL 
         190       200       210 
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.7  bits: 19.4 E():   24 
Smith-Waterman score: 45; 50.0% identity (100.0% similar) in 8 aa overlap (73-80:36-43) 
 
             50        60        70        80                       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP                       
                                     :..::..:                       
gi|217 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
          10        20        30        40        50        60      
 
gi|217 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
          70        80        90       100       110       120      
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 77.6  bits: 20.0 E():   24 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (28-65:167-205) 
 
                  10        20        30        40        50        
AAD-12    DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|164 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
        140       150       160       170       180       190       
 
         60        70        80  
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEP  
       .. .:: ..                 
gi|164 NVINWAEAENRYIAGDKGGHPFMKL 
        200       210       220  
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.5  bits: 19.4 E():   25 
Smith-Waterman score: 45; 50.0% identity (100.0% similar) in 8 aa overlap (73-80:40-47) 
 
             50        60        70        80                       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP                       
                                     :..::..:                       
gi|546 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
      10        20        30        40        50        60          
 
gi|546 SLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
      70        80        90       100       110       120          
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.3  bits: 19.4 E():   25 
Smith-Waterman score: 45; 50.0% identity (100.0% similar) in 8 aa overlap (73-80:43-50) 
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             50        60        70        80                       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP                       
                                     :..::..:                       
gi|164 AVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEANQNRKTAKIEIKA 
             20        30        40        50        60        70   
 
gi|164 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
             80        90       100       110       120       130   
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.3  bits: 19.4 E():   25 
Smith-Waterman score: 45; 50.0% identity (100.0% similar) in 8 aa overlap (73-80:44-51) 
 
             50        60        70        80                       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP                       
                                     :..::..:                       
gi|558 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.3  bits: 19.4 E():   25 
Smith-Waterman score: 45; 50.0% identity (100.0% similar) in 8 aa overlap (73-80:44-51) 
 
             50        60        70        80                       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP                       
                                     :..::..:                       
gi|864 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|864 NIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.3  bits: 19.4 E():   25 
Smith-Waterman score: 45; 50.0% identity (100.0% similar) in 8 aa overlap (73-80:44-51) 
 
             50        60        70        80                       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP                       
                                     :..::..:                       
gi|256 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|256 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.3  bits: 19.4 E():   25 
Smith-Waterman score: 45; 50.0% identity (100.0% similar) in 8 aa overlap (73-80:44-51) 
 
             50        60        70        80                       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP                       
                                     :..::..:                       
gi|558 AVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.3  bits: 19.4 E():   25 
Smith-Waterman score: 45; 50.0% identity (100.0% similar) in 8 aa overlap (73-80:44-51) 
 
             50        60        70        80                       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP                       
                                     :..::..:                       
gi|996 AVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNTKNAKIEIKA 
            20        30        40        50        60        70    
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gi|996 SIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
            80        90       100       110       120       130    
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.3  bits: 19.4 E():   25 
Smith-Waterman score: 45; 50.0% identity (100.0% similar) in 8 aa overlap (73-80:44-51) 
 
             50        60        70        80                       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP                       
                                     :..::..:                       
gi|135 AVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|135 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
            80        90       100       110       120       130    
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.3  bits: 19.4 E():   25 
Smith-Waterman score: 45; 50.0% identity (100.0% similar) in 8 aa overlap (73-80:44-51) 
 
             50        60        70        80                       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP                       
                                     :..::..:                       
gi|558 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.3  bits: 19.4 E():   25 
Smith-Waterman score: 45; 50.0% identity (100.0% similar) in 8 aa overlap (73-80:44-51) 
 
             50        60        70        80                       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP                       
                                     :..::..:                       
gi|218 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|218 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 77.2  bits: 19.4 E():   25 
Smith-Waterman score: 45; 71.4% identity (85.7% similar) in 7 aa overlap (67-73:127-133) 
 
         40        50        60        70        80        
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP        
                                     :.: :::               
gi|126 PCSALLSSDITASVNCAKKIVSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL 
        100       110       120       130       140        
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 77.2  bits: 21.7 E():   25 
Smith-Waterman score: 52; 26.1% identity (73.9% similar) in 23 aa overlap (49-71:618-639) 
 
       20        30        40        50        60        70         
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     : :. :.. : .:.. ..:. ..        
gi|238 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVIHNDSDFRLSV 
       590       600       610       620        630       640       
 
       80                                                           
AAD-12 EP                                                           
                                                                    
gi|238 AEGVGLFNVLQEKGIPSRFLNFPDETHWVTKPENSLVWHQQVLGWINKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 77.2  bits: 21.7 E():   25 
Smith-Waterman score: 52; 26.1% identity (73.9% similar) in 23 aa overlap (49-71:618-639) 
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       20        30        40        50        60        70         
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     : :. :.. : .:.. ..:. ..        
gi|219 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVIHNDFDFRLSV 
       590       600       610       620        630       640       
 
       80                                                           
AAD-12 EP                                                           
                                                                    
gi|219 AEGVGLFNVLQEKGIPSRFLNFPDETHWVTKPENSLVWHQQVLGWINKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 77.2  bits: 21.7 E():   25 
Smith-Waterman score: 52; 26.1% identity (73.9% similar) in 23 aa overlap (49-71:618-639) 
 
       20        30        40        50        60        70         
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     : :. :.. : .:.. ..:. ..        
gi|238 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVIHNDFDFRLSV 
       590       600       610       620        630       640       
 
       80                                                           
AAD-12 EP                                                           
                                                                    
gi|238 AEGVGLFNVLQEKGIPSRFLNFPDETHWVTKPENSLVWHQQVLGWINKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|212279|gb|AAA48944.1| lysozyme protein [Gallus gall  (24 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 77.1  bits: 16.8 E():   26 
Smith-Waterman score: 37; 57.1% identity (71.4% similar) in 7 aa overlap (67-73:5-11) 
 
         40        50        60        70        80       
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP       
                                     :.: : :              
gi|212                           MNAWVAWRNSCKGTDVQAWIRGCR 
                                         10        20     
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.7  bits: 19.1 E():   27 
Smith-Waterman score: 44; 50.0% identity (100.0% similar) in 8 aa overlap (73-80:26-33) 
 
             50        60        70        80                       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP                       
                                     :..::..:                       
gi|484      GKMKFKDCGKGEVTELDITDCSGDFCVIHRGKPLTLEAKFAANQDTTKATIKVLA 
                    10        20        30        40        50      
 
gi|484 KVAGTPIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILPKVKAEVTAELVGDHGVL 
          60        70        80        90       100       110      
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 76.0  bits: 18.7 E():   30 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (33-45:5-17) 
 
             10        20        30        40        50        60   
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA 
                                     :.:::: .  :.:                  
gi|208                           MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACG 
                                         10        20        30     
 
             70        80                                           
AAD-12 AGDVVVWDNRCLLHRAEP                                           
                                                                    
gi|208 LAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAGDVDGD 
           40        50        60        70        80        90     
 
>>gi|1350779|sp|P49148.1|RLA1_ALTAL RecName: Full=60S ac  (110 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 75.9  bits: 18.7 E():   30 
Smith-Waterman score: 43; 25.8% identity (48.5% similar) in 66 aa overlap (1-65:21-84) 
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                                   10        20        30        40 
AAD-12                     DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESE 
                           : ::  :. :.:.        .     :.:. : :.  .. 
gi|135 MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDV--KD 
               10        20        30        40        50           
 
                50        60        70        80            
AAD-12 RFLE-GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP            
        .:. :    :   :..   .: :.:                           
gi|135 LLLNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD 
       60        70        80        90       100       110 
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 75.9  bits: 19.4 E():   30 
Smith-Waterman score: 45; 50.0% identity (100.0% similar) in 8 aa overlap (73-80:73-80) 
 
             50        60        70        80                       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP                       
                                     :..::..:                       
gi|156 KHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
             50        60        70        80        90       100   
 
gi|156 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            110       120       130       140       150       160   
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.6  bits: 19.7 E():   31 
Smith-Waterman score: 46; 22.9% identity (60.4% similar) in 48 aa overlap (32-79:115-162) 
 
              10        20        30        40        50        60  
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. : ... . :     : ..:.  :..  
gi|383 GSEASANPKDKPAEEEEEEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSL 
           90       100       110       120       130       140     
 
              70        80                                          
AAD-12 AAGDVVVWDNRCLLHRAEP                                          
       .. .:  ::..  :.. :                                           
gi|383 VTLEVKPWDDETNLEELEANVRAIEMDGLVWGASKFVAVGFGIKKLQINLVVEDEKVSTD 
          150       160       170       180       190       200     
 
>>gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 75.4  bits: 20.4 E():   32 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (13-71:120-178) 
 
                                 10        20        30         40  
AAD-12                   DTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLEMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
                50        60        70        80                    
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP                    
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 75.4  bits: 20.4 E():   32 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (13-71:120-178) 
 
                                 10        20        30         40  
AAD-12                   DTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
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                50        60        70        80                    
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP                    
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 75.4  bits: 20.4 E():   32 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (13-71:120-178) 
 
                                 10        20        30         40  
AAD-12                   DTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|151 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
                50        60        70        80                    
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP                    
        . :  ::. .  .  :::..   ::...  :                             
gi|151 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|151 TISNNHFFNHHKVMLLGHDDTYDNDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 75.4  bits: 20.4 E():   32 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (13-71:120-178) 
 
                                 10        20        30         40  
AAD-12                   DTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
                50        60        70        80                    
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP                    
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGNVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 75.4  bits: 20.4 E():   32 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (13-71:120-178) 
 
                                 10        20        30         40  
AAD-12                   DTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
                50        60        70        80                    
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP                    
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGNVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 74.1  bits: 20.4 E():   38 
Smith-Waterman score: 48; 20.9% identity (55.2% similar) in 67 aa overlap (9-75:2-63) 
 
               10        20        30        40        50        60 
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AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
               :. :.: .    :.  .:   ..  .:.:    . ...:  . .. . .::. 
gi|139        MPISKIHAR----SVYDSRGNPTVE-VDVATETGLHRAIVPSGASTGQHEAHE 
                          10        20         30        40         
 
               70        80                                         
AAD-12 WAAGDVVVWDNRCLLHRAEP                                         
          :: . : .. .:                                              
gi|139 LRDGDKTQWGGKGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGA 
       50        60        70        80        90       100         
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.1  bits: 18.4 E():   38 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (27-64:20-57) 
 
               10        20        30        40        50        60 
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                 ::  . . : :. :    :..:   .:  :   . 
gi|730        MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEAD 
                      10        20        30        40        50    
 
               70        80                                        
AAD-12 WAAGDVVVWDNRCLLHRAEP                                        
         ::                                                        
gi|730 PNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            60        70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.1  bits: 18.4 E():   38 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (27-64:20-57) 
 
               10        20        30        40        50        60 
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                 ::  . . : :. :    :..:   .:  :   . 
gi|191        MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEAD 
                      10        20        30        40        50    
 
               70        80                                        
AAD-12 WAAGDVVVWDNRCLLHRAEP                                        
         ::                                                        
gi|191 PNAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
            60        70        80        90       100       110   
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 73.2  bits: 16.4 E():   42 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (32-49:8-25) 
 
              10        20        30        40        50        60  
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :. ....:..   :             
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA      
                                      10        20        30        
 
              70        80 
AAD-12 AAGDVVVWDNRCLLHRAEP 
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 73.1  bits: 20.1 E():   43 
Smith-Waterman score: 47; 37.5% identity (68.8% similar) in 16 aa overlap (63-78:202-217) 
 
             40        50        60        70        80             
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP             
                                     ::.  .: ..: : .:               
gi|113 DIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWIDHCSLSKASDGLLDITLGSSHV 
             180       190       200       210       220       230  
 
gi|113 TVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQRMPRCRFGFFQVVNNNY 
             240       250       260       270       280       290  
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 72.8  bits: 20.1 E():   44 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 6614



 

 

Smith-Waterman score: 47; 28.1% identity (50.9% similar) in 57 aa overlap (2-53:5-60) 
 
                  10        20        30             40        50   
AAD-12    DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG-----MDAAESERFLEGLVDWACQ 
           : : :.  :. .   .:   :  : ::.:::.     :    :.. ... . :  : 
gi|581 MGFITKAIPIV-LAALSTVNGARILEAGPHAEAIPNKYIVVMKREVSDEAFNAHTTWLSQ 
               10         20        30        40        50          
 
             60        70        80                                 
AAD-12 APRVHAHQWAAGDVVVWDNRCLLHRAEP                                 
       .                                                            
gi|581 SLNSRIMRRAGSSKPMAGMQDKYSLGGIFRAYSGEFDDAMIKDISSHDDVDFIEPDFVVR 
      60        70        80        90       100       110          
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 72.5  bits: 16.4 E():   46 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (32-49:8-25) 
 
              10        20        30        40        50        60  
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :. ....:..   :             
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK   
                                      10        20        30        
 
              70        80 
AAD-12 AAGDVVVWDNRCLLHRAEP 
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 72.3  bits: 18.4 E():   47 
Smith-Waterman score: 42; 24.4% identity (56.1% similar) in 41 aa overlap (21-60:100-140) 
 
                         10        20        30         40          
AAD-12           DTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
      50        60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP 
       .  .   : :.                     
gi|100 GYYVGSHHHHHH                    
     130       140                     
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 72.0  bits: 18.4 E():   49 
Smith-Waterman score: 42; 27.8% identity (66.7% similar) in 36 aa overlap (28-63:28-62) 
 
               10        20        30        40        50        60 
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                  :.: :...: : ... .:  : .    ... .: 
gi|157 MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQA-EFRQLANGAPDKTEAEIEAQIEQ 
               10        20        30         40        50          
 
               70        80                                         
AAD-12 WAAGDVVVWDNRCLLHRAEP                                         
       :.:                                                          
gi|157 WVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPAAKAADARLSAIASNRALKV 
      60        70        80        90       100       110          
 
>>gi|8843917|gb|AAF80164.1| pollen major allergen 1-2 [J  (367 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 72.0  bits: 19.7 E():   49 
Smith-Waterman score: 46; 27.4% identity (54.8% similar) in 62 aa overlap (13-71:120-178) 
 
                                 10        20        30         40  
AAD-12                   DTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
                50        60        70        80                    
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP                    
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        . :  ::. .  .  :::..   ::...  :                             
gi|884 SVLGDVLVSESIGVVPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|884 TIFNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|19069497|emb|CAC37790.2| putative allergen Cup a 1   (367 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 72.0  bits: 19.7 E():   49 
Smith-Waterman score: 46; 27.4% identity (53.2% similar) in 62 aa overlap (13-71:120-178) 
 
                                 10        20        30         40  
AAD-12                   DTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :..   .:.:  :.     .  
gi|190 WIIFSQNMNIKLQMPLYVAGYKTIDGRGADVHLGNGGPCLFMRTASHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
                50        60        70        80                    
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP                    
        . :  ::. .  .  :::..   ::...  :                             
gi|190 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|190 TISNNHFFNHHKVMLLGHDDTYDDDISMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8843921|gb|AAF80166.1| pollen major allergen 1-1 [J  (367 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 72.0  bits: 19.7 E():   49 
Smith-Waterman score: 46; 27.4% identity (54.8% similar) in 62 aa overlap (13-71:120-178) 
 
                                 10        20        30         40  
AAD-12                   DTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
                50        60        70        80                    
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP                    
        . :  ::. .  .  :::..   ::...  :                             
gi|884 SVLGDVLVSESIGVVPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|884 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.7  bits: 17.8 E():   51 
Smith-Waterman score: 40; 30.0% identity (50.0% similar) in 30 aa overlap (20-49:13-42) 
 
               10        20        30        40        50        60 
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                          :. :.    .. ::   :: :   .:  .:            
gi|144        VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKKGNLWE 
                      10        20        30        40        50    
 
               70        80                        
AAD-12 WAAGDVVVWDNRCLLHRAEP                        
                                                   
gi|144 VKSSKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
            60        70        80        90       
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 71.7  bits: 19.4 E():   51 
Smith-Waterman score: 46; 24.3% identity (59.5% similar) in 37 aa overlap (47-80:130-166) 
 
         20        30        40        50           60        70    
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC---QAPRVHAHQWAAGDVVVWDNRC 
                                     :::     .. .:... .. ::....:    
gi|287 FFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGT 
     100       110       120       130       140       150          
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            80                                                      
AAD-12 LLHRAEP                                                      
        .  : :                                                      
gi|287 YVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAG 
     160       170       180       190       200       210          
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.4 E():   51 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (24-47:1-24) 
 
               10        20        30        40        50        60 
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                              .: ..:..   ... .:... :.:              
gi|892                        MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPG 
                                      10        20        30        
 
               70        80                                         
AAD-12 WAAGDVVVWDNRCLLHRAEP                                         
                                                                    
gi|892 AYKSVEVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIES 
        40        50        60        70        80        90        
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.6  bits: 18.4 E():   51 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (24-47:1-24) 
 
               10        20        30        40        50        60 
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                              .: ..:..   ... .:... :.:              
gi|215                        MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAATG 
                                      10        20        30        
 
               70        80                                         
AAD-12 WAAGDVVVWDNRCLLHRAEP                                         
                                                                    
gi|215 AYKSVEVKGDGGAGTVRIITLPEGSPITTMTVRTDAVNKEALSYDSTVIDGDILLGFIES 
        40        50        60        70        80        90        
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.6  bits: 19.7 E():   52 
Smith-Waterman score: 46; 28.0% identity (52.0% similar) in 25 aa overlap (54-78:351-375) 
 
            30        40        50        60        70        80    
AAD-12 IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP    
                                     :   .. :  ::: . .   .. ::      
gi|118 INGVQYPLSPSAYILQDDDSCTSGFEGMDVPTSSGELWILGDVFIRQYYTVFDRANNKVG 
              330       340       350       360       370       380 
 
gi|118 LAPVA 
             
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 71.4  bits: 19.7 E():   53 
Smith-Waterman score: 46; 24.4% identity (48.9% similar) in 45 aa overlap (41-78:173-216) 
 
               20        30        40        50        60           
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV--- 
                                     : : :    .  .: .  :: . ::..    
gi|113 RGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQ-SDGDAIHVT 
            150       160       170       180       190        200  
 
            70        80                                            
AAD-12 ----VWDNRCLLHRAEP                                            
           .: ..: : ..                                              
gi|113 GSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDLKMHVT 
             210       220       230       240       250       260  
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.3  bits: 20.1 E():   53 
Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (18-40:344-366) 
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                            10        20        30        40        
AAD-12              DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
           320       330       340       350       360       370    
 
        50        60        70        80                            
AAD-12 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP                            
                                                                    
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.7  bits: 19.4 E():   58 
Smith-Waterman score: 45; 28.6% identity (51.4% similar) in 35 aa overlap (27-61:258-291) 
 
                   10        20        30        40        50       
AAD-12     DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     :...:    .  : :  .  : :. :  :. 
gi|510 IGENIIGHLLIVFDGGKSQPACSWYDVPCSHSESIVYATGMVSGRCQHLAVPWTAQQ-RI 
       230       240       250       260       270       280        
 
         60        70        80                                     
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEP                                     
       .  ::                                                        
gi|510 NPIQWKFWRVFTSNIPAYPTSDTTNCVVLNTNVFKNDNTFEGEYHAFPDCARNLFKCRQQ 
        290       300       310       320       330       340       
 
>>gi|3182907|sp|O02380.1|ALL2_TYRPU RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.6  bits: 18.1 E():   59 
Smith-Waterman score: 41; 37.5% identity (100.0% similar) in 8 aa overlap (73-80:41-48) 
 
             50        60        70        80                       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP                       
                                     :..:...:                       
gi|318 AVAAAGQVKFTDCGKKEIASVAVDGCEGDLCVIHKSKPVHVIAEFTANQDTCKIEVKVTG 
               20        30        40        50        60        70 
 
gi|318 QLNGLEVPIPGIETDGCKVLKCPLKKGTKYTMNYSVNVPSVVPNIKTVVKLLATGEHGVL 
               80        90       100       110       120       130 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 70.5  bits: 19.1 E():   59 
Smith-Waterman score: 44; 27.8% identity (52.8% similar) in 36 aa overlap (4-39:64-96) 
 
                                          10        20        30    
AAD-12                            DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                                     :  .. .  . :.  ::   . . :  .:  
gi|481 AGKATTEEQKLIEDINVGFKAAVAARQRPAADKFKTFEAASPRHPRP---LRQGAGLVPK 
            40        50        60        70        80           90 
 
            40        50        60        70        80              
AAD-12 MDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP              
       .::: :                                                       
gi|481 LDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGE 
              100       110       120       130       140       150 
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 70.4  bits: 17.4 E():   60 
Smith-Waterman score: 39; 22.7% identity (40.9% similar) in 22 aa overlap (48-69:45-66) 
 
        20        30        40        50        60        70        
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 
                                     .:  .:  ..   : :     :         
gi|323 QYGYCGTTADYCSPDNNCQATYHYYNPAQNNWDLRAVSAYCSTWDADKPYSWRYGWTAFC 
           20        30        40        50        60        70     
 
        80               
AAD-12 AEP               
                         
gi|323 GPAGPRCLRTNAAVTVR 
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           80        90  
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.3  bits: 19.4 E():   61 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (17-33:225-240) 
 
                             10        20        30        40       
AAD-12               DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
         50        60        70        80                           
AAD-12 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP                           
                                                                    
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 70.3  bits: 19.4 E():   61 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (17-33:225-240) 
 
                             10        20        30        40       
AAD-12               DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
         50        60        70        80                           
AAD-12 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP                           
                                                                    
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.1  bits: 18.1 E():   62 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (3-10:34-41) 
 
                                           10        20        30   
AAD-12                             DTTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
             40        50        60        70        80             
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP             
                                                                    
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 70.0  bits: 19.1 E():   63 
Smith-Waterman score: 44; 47.4% identity (63.2% similar) in 19 aa overlap (38-53:72-90) 
 
        10        20        30        40           50        60     
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW---ACQAPRVHAHQWAAG 
                                     :.. ::   :::   ::.:            
gi|144 TISKQVVFLIHGFLSTGNNENFVAMSKALIEKDDFLVISVDWKKGACNAFASTKDALGYS 
              50        60        70        80        90       100  
 
           70        80                                             
AAD-12 DVVVWDNRCLLHRAEP                                             
                                                                    
gi|144 KAVGNTRHVGKFVADFTKLLVEKYKVLISNIRLIGHSLGAHTSGFAGKEVQKLKLGKYKE 
             110       120       130       140       150       160  
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 69.7  bits: 15.8 E():   66 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (32-49:8-25) 
 
              10        20        30        40        50        60  
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AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :  ....:..   :             
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA      
                                      10        20        30        
 
              70        80 
AAD-12 AAGDVVVWDNRCLLHRAEP 
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.7  bits: 19.4 E():   66 
Smith-Waterman score: 46; 24.3% identity (59.5% similar) in 37 aa overlap (47-80:120-156) 
 
         20        30        40        50           60        70    
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC---QAPRVHAHQWAAGDVVVWDNRC 
                                     :::     .. .:... .. ::....:    
gi|855 FFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGT 
      90       100       110       120       130       140          
 
            80                                                      
AAD-12 LLHRAEP                                                      
        .  : :                                                      
gi|855 YVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAG 
     150       160       170       180       190       200          
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 69.6  bits: 19.4 E():   66 
Smith-Waterman score: 45; 26.8% identity (48.8% similar) in 41 aa overlap (41-75:172-212) 
 
               20        30        40        50        60           
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW------AAG 
                                     .  :: .  : .:   : :.       .:: 
gi|625 RGANVEITCGGLTIHNVCNVIIHNIHIHDIKVTEGGIIKATDAKPGHRHKSDGDGICVAG 
             150       160       170       180       190       200  
 
           70        80                                             
AAD-12 DVVVWDNRCLLHRAEP                                             
       .  .: ..: :                                                  
gi|625 SSKIWIDHCTLSHGPDGLIDVTLGSTAVTISNCKFSHHQKILLLGADNSHVDDKKMHVTV 
             210       220       230       240       250       260  
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.6  bits: 18.8 E():   66 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (47-60:29-42) 
 
         20        30        40        50        60        70       
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH 
                                     :.:  : :  . ::                 
gi|170   MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQT 
                 10        20        30        40        50         
 
         80                                                         
AAD-12 RAEP                                                         
                                                                    
gi|170 FPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQ 
       60        70        80        90       100       110         
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.6  bits: 19.1 E():   66 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (16-59:254-299) 
 
                              10        20          30        40    
AAD-12                DTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
            50        60        70        80 
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP 
        .. :   . :.:. :                      
gi|261 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFS     
           290       300       310           
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>>gi|729764|sp|P40918.1|HSP70_CLAHE RecName: Full=Heat s  (643 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 69.4  bits: 20.1 E():   68 
Smith-Waterman score: 47; 30.3% identity (66.7% similar) in 33 aa overlap (1-32:599-629) 
 
                                             10         20          
AAD-12                               DTTATPLRPLVKVH-PETGRPSLLIGRHAH 
                                     ...:.:.  ..:..  : : :. . :. :  
gi|729 LTGAIDKTVAWIDENQTATKEEYEAEQKQLESVANPV--MMKIYGAEGGAPGGMPGQGAG 
      570       580       590       600         610       620       
 
      30        40        50        60        70        80 
AAD-12 AIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP 
       : :                                                 
gi|729 APPPGAGDDGPTVEEVD                                   
        630       640                                      
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.3  bits: 19.7 E():   69 
Smith-Waterman score: 46; 22.4% identity (57.1% similar) in 49 aa overlap (17-61:15-63) 
 
               10        20        30        40            50       
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV----DWACQAPRV 
                       :. : :. . :  : : ..:...... .. .    : . :   . 
gi|601   MRGALAGLSLATLATASPVLVNSIHNDAAPIISASNAKEIADNYMIKFKDHVTQNLAA 
                 10        20        30        40        50         
 
         60        70        80                                     
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEP                                     
       . : :                                                        
gi|601 EHHGWVQDLHEKTQVAKTELRKRSQSPMVDDIFNGLKHTYNIAGGLMGYAGHFDEDVIEQ 
       60        70        80        90       100       110         
 
>>gi|34495294|gb|AAQ73494.1| type 2 allergen Lep d 5.04   (169 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 18.1 E():   70 
Smith-Waterman score: 41; 27.5% identity (50.0% similar) in 40 aa overlap (1-40:26-65) 
 
                                        10        20        30      
AAD-12                          DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                :  ..::  :.:   :. .    .     :::. : 
gi|344 MTGVKTHLQHELKRTDLNFLEKFNLDEITAPLNVLTKELTEVQKHVKAVESDEVAIPNPD 
               10        20        30        40        50        60 
 
          40        50        60        70        80                
AAD-12 AAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP                
         ..:                                                        
gi|344 EFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELEKSKSKELKAQILREISIGLDFIDS 
               70        80        90       100       110       120 
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.1  bits: 21.4 E():   70 
Smith-Waterman score: 56; 26.5% identity (54.2% similar) in 83 aa overlap (7-80:1122-1198) 
 
                                       10        20        30       
AAD-12                         DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD- 
                                     :.   : . . : :  :     . . : :  
gi|203 QMEVEEVRPFKMHGNSDIKLMANDLDIDYDLKSEFKYESNKGTPIEL----QYKVSGKDR 
            1100      1110      1120      1130          1140        
 
              40        50            60        70        80        
AAD-12 ---AAE-SERFLEGLVDWACQ-AP---RVHAHQWAAGDVVVWDNRCLLHRAEP        
          ::: . . .::..:.  . .:   ..:::  . :.   .:..  :...::        
gi|203 SKRAAEMNAEDVEGVIDYKNSGSPIDSKMHAHLKVKGNNYGYDSE--LKQTEPQQYEGKM 
      1150      1160      1170      1180      1190        1200      
 
gi|203 TLSKNDKKIFITHKTEMTKPTSTFLLKTDADVSYSESDMKKHYHMEFKKENDIYTLRSTV 
        1210      1220      1230      1240      1250      1260      
 
>>gi|4587985|gb|AAD25927.1|AF084828_1 major allergenic p  (342 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 69.0  bits: 19.1 E():   71 
Smith-Waterman score: 44; 27.8% identity (53.7% similar) in 54 aa overlap (6-50:42-95) 
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                                        10        20        30      
AAD-12                          DTTATPLRPLVKVHPETGRPSLLIGRHAHAI---- 
                                     ::  :.:..:.. .  :   : : ..     
gi|458 RAPASARYFSQTAAANRKVAVLGASGGIGQPLSLLMKLNPKVTELRLYDIRLAPGVAADL 
              20        30        40        50        60        70  
 
                   40        50        60        70        80       
AAD-12 -----PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP       
            :.. .. ..  ::: :: :                                     
gi|458 SHINTPAVTSGYAQDDLEGAVDGAEIVLIPAGMPRKPGMTRDDLFNSNASIVRDLAKVVA 
              80        90       100       110       120       130  
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 69.0  bits: 15.8 E():   71 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (32-49:8-25) 
 
              10        20        30        40        50        60  
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :  ....:..   :             
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK   
                                      10        20        30        
 
              70        80 
AAD-12 AAGDVVVWDNRCLLHRAEP 
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 69.0  bits: 17.8 E():   72 
Smith-Waterman score: 40; 25.7% identity (60.0% similar) in 35 aa overlap (21-54:100-134) 
 
                         10        20        30         40          
AAD-12           DTTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|105 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
      50        60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP 
       .  .:                           
gi|105 GYWVPSSNS                       
     130                               
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.0  bits: 17.8 E():   72 
Smith-Waterman score: 40; 37.5% identity (75.0% similar) in 16 aa overlap (4-19:20-35) 
 
                               10        20        30        40     
AAD-12                 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
                          :.  : .:.:. ..::                          
gi|244 MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQSCQRQFEEQQRFRNCQRYVKQEV 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP                         
                                                                    
gi|244 QRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASEL 
               70        80        90       100       110       120 
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 68.9  bits: 21.1 E():   72 
Smith-Waterman score: 50; 44.4% identity (63.0% similar) in 27 aa overlap (20-45:636-662) 
 
                          10        20         30        40         
AAD-12            DTTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVD 
                                     :: : : : : .:::  . ..:  :.:    
gi|278 SRGPSGPPGPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIG 
         610       620       630       640       650       660      
 
       50        60        70        80                             
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP                             
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gi|278 SPGRDGARGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAG 
         670       680       690       700       710       720      
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.8  bits: 17.8 E():   73 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (71-79:40-48) 
 
               50        60        70        80                     
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP                     
                                     . :..::.:                      
gi|170 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|170 LAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.8  bits: 17.8 E():   73 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (71-79:40-48) 
 
               50        60        70        80                     
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP                     
                                     . :..::.:                      
gi|212 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|212 LTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.8  bits: 17.8 E():   73 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (71-79:40-48) 
 
               50        60        70        80                     
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP                     
                                     . :..::.:                      
gi|158 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|158 LAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.7  bits: 19.4 E():   74 
Smith-Waterman score: 45; 38.9% identity (72.2% similar) in 18 aa overlap (25-42:241-258) 
 
                     10        20        30        40        50     
AAD-12       DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                     :  .... :::.: :: .             
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDQTYDLNFKE 
              220       230       240       250       260       270 
 
           60        70        80                                   
AAD-12 RVHAHQWAAGDVVVWDNRCLLHRAEP                                   
                                                                    
gi|144 ENNNGSQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.7  bits: 17.8 E():   75 
Smith-Waterman score: 43; 25.9% identity (46.3% similar) in 54 aa overlap (19-64:88-141) 
 
                           10        20        30               40  
AAD-12             DTTATPLRPLVKVHPETGRPSLLIGRHAHA-------IPGMDAAESER 
                                     :   .:::..:        .::     ..  
gi|189 AGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRD 
        60        70        80        90       100       110        
 
              50         60        70        80 
AAD-12 FLEGLVDWA-CQAPRVHAHQWAAGDVVVWDNRCLLHRAEP 
       : . ::  . :..  ::   .  :                 
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gi|189 FAKVLVTPGQCNVLTVHNAPYCLGLDI              
       120       130       140                  
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 68.6  bits: 18.1 E():   75 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (26-42:17-30) 
 
               10        20        30        40        50        60 
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                ::   .:..:    :::                   
gi|212          VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYK 
                        10        20           30        40         
 
               70        80                                         
AAD-12 WAAGDVVVWDNRCLLHRAEP                                         
                                                                    
gi|212 CWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDY 
       50        60        70        80        90       100         
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 68.6  bits: 18.1 E():   75 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (26-42:18-31) 
 
               10        20        30        40        50        60 
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                ::   .:..:    :::                   
gi|144         AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYK 
                       10        20           30        40          
 
               70        80                                         
AAD-12 WAAGDVVVWDNRCLLHRAEP                                         
                                                                    
gi|144 CWIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDY 
      50        60        70        80        90       100          
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 68.6  bits: 18.1 E():   75 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (26-42:18-31) 
 
               10        20        30        40        50        60 
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                ::   .:..:    :::                   
gi|116         AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYK 
                       10        20           30        40          
 
               70        80                                         
AAD-12 WAAGDVVVWDNRCLLHRAEP                                         
                                                                    
gi|116 CWIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDY 
      50        60        70        80        90       100          
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 41; 26.0% identity (48.0% similar) in 50 aa overlap (23-64:93-142) 
 
                       10        20        30               40      
AAD-12         DTTATPLRPLVKVHPETGRPSLLIGRHAHA-------IPGMDAAESERFLEG 
                                     .:::..:        .::     .. : .  
gi|439 SSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKV 
             70        80        90       100       110       120   
 
          50         60        70        80 
AAD-12 LVDWA-CQAPRVHAHQWAAGDVVVWDNRCLLHRAEP 
       ::  . :..  ::   .  :                 
gi|439 LVTPGQCNVLTVHNAPYCLGLDI              
            130       140                   
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.6  bits: 17.8 E():   75 
Smith-Waterman score: 40; 26.7% identity (60.0% similar) in 30 aa overlap (6-35:115-144) 
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                                        10        20        30      
AAD-12                          DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::   .:. ...  ..:    :.: 
gi|217 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
          40        50        60        70        80 
AAD-12 AAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP 
                                                     
gi|217 I                                             
                                                     
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.5  bits: 19.4 E():   76 
Smith-Waterman score: 45; 34.6% identity (50.0% similar) in 26 aa overlap (51-70:25-50) 
 
               30        40        50        60              70     
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ------WAAGDVVVWDNRCL 
                                     ::  :. : .      . :: : .::     
gi|259       LSVCFLILFHGCLASRQEWQQQDECQIDRLDALEPDNRVEYEAGTVEAWDPNHE 
                     10        20        30        40        50     
 
           80                                                       
AAD-12 LHRAEP                                                       
                                                                    
gi|259 QFRCAGVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQ 
           60        70        80        90       100       110     
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 18.1 E():   77 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (49-72:70-93) 
 
       20        30        40        50        60        70         
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|283 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
      40        50        60        70        80        90          
 
       80                                                           
AAD-12 EP                                                           
                                                                    
gi|283 CGPVGAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
     100       110       120       130       140       150          
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.3  bits: 19.1 E():   78 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (16-59:290-335) 
 
                              10        20          30        40    
AAD-12                DTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
            50        60        70        80                   
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP                   
        .. :   . :.:. :                                        
gi|124 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.3  bits: 19.1 E():   78 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (16-59:290-335) 
 
                              10        20          30        40    
AAD-12                DTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
            50        60        70        80                   
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AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP                   
        .. :   . :.:. :                                        
gi|268 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.3  bits: 19.1 E():   78 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (16-59:290-335) 
 
                              10        20          30        40    
AAD-12                DTTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
            50        60        70        80                   
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP                   
        .. :   . :.:. :                                        
gi|124 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 68.3  bits: 18.1 E():   78 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (26-42:27-40) 
 
                10        20        30        40        50          
AAD-12  DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                 ::   .:..:    :::                  
gi|194 MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEALTQY 
               10        20        30           40        50        
 
      60        70        80                                        
AAD-12 QWAAGDVVVWDNRCLLHRAEP                                        
                                                                    
gi|194 KCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDY 
        60        70        80        90       100       110        
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 68.2  bits: 17.8 E():   79 
Smith-Waterman score: 44; 25.4% identity (49.3% similar) in 67 aa overlap (2-68:58-118) 
 
                                            10        20        30  
AAD-12                              DTTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                                     .:.  . :. : :   :  .    :::  . 
gi|160 TTVTGNLSGLKPGLHGFHAHALGDTTNGCMSTGPHFNPVGKEHGAPGDEN----RHAGDL 
        30        40        50        60        70            80    
 
              40        50        60        70        80            
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP            
        .. ..:.     ..::   : : .  :.  .  :::                        
gi|160 GNITVGEDGTAAINIVDK--QIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGG 
            90       100         110       120       130       140  
 
gi|160 RVACGIIGLQG 
             150   
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 68.1  bits: 15.1 E():   80 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (3-9:5-11) 
 
                 10        20        30        40        50         
AAD-12   DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
           : .:.::                                                  
gi|751 TKSQTHVPIRPNKLVLKVQKDRATN                                    
               10        20                                         
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.8  bits: 15.1 E():   83 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (15-25:10-20) 
 
               10        20        30        40        50        60 
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AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                     :.:  :..: :                                    
gi|147      AKITFTNNXPNTVWPGILTGFGQKPQ                              
                    10        20                                    
 
>>gi|111120428|gb|ABH06348.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.7  bits: 17.5 E():   84 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (62-79:109-126) 
 
              40        50        60        70        80   
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP   
                                     :.::... : . : .:..    
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE 
       80        90       100       110       120          
 
>>gi|111120424|gb|ABH06346.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.7  bits: 17.5 E():   84 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (62-79:109-126) 
 
              40        50        60        70        80   
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP   
                                     :.::... : . : .:..    
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE 
       80        90       100       110       120          
 
>>gi|111120432|gb|ABH06350.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.7  bits: 17.5 E():   84 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (62-79:109-126) 
 
              40        50        60        70        80   
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP   
                                     :.::... : . : .:..    
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE 
       80        90       100       110       120          
 
>>gi|111120420|gb|ABH06344.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.7  bits: 17.5 E():   84 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (62-79:109-126) 
 
              40        50        60        70        80   
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP   
                                     :.::... : . : .:..    
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE 
       80        90       100       110       120          
 
>>gi|111494253|gb|ABH06347.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.7  bits: 17.5 E():   84 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (62-79:109-126) 
 
              40        50        60        70        80   
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP   
                                     :.::... : . : .:..    
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE 
       80        90       100       110       120          
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.7  bits: 18.1 E():   84 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (49-72:87-110) 
 
       20        30        40        50        60        70         
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|158 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
       80                                                           
AAD-12 EP                                                           
                                                                    
gi|158 CGPVGAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
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>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.7  bits: 18.1 E():   84 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (49-72:87-110) 
 
       20        30        40        50        60        70         
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|123 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
       80                                                           
AAD-12 EP                                                           
                                                                    
gi|123 CGPVGAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|69552|pir||MEHB2 melittin, minor - honeybee          (27 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.5  bits: 15.1 E():   86 
Smith-Waterman score: 32; 30.8% identity (61.5% similar) in 13 aa overlap (43-55:13-25) 
 
             20        30        40        50        60        70   
AAD-12 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  .  :                  
gi|695                   GIGAVLKVLTTGLPALISWISRKKRQQ                
                                 10        20                       
 
             80 
AAD-12 CLLHRAEP 
 
>>gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-termi  (34 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 67.5  bits: 15.5 E():   86 
Smith-Waterman score: 33; 25.0% identity (58.3% similar) in 24 aa overlap (32-55:8-31) 
 
              10        20        30        40        50        60  
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     : . :.   ..::. . .  . ::       
gi|691                        AIGDKPGPKITATYXXKWLEAKATFYGSNPRGAA    
                                      10        20        30        
 
              70        80 
AAD-12 AAGDVVVWDNRCLLHRAEP 
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.5  bits: 19.1 E():   87 
Smith-Waterman score: 44; 32.0% identity (68.0% similar) in 25 aa overlap (57-80:129-153) 
 
         30        40        50        60        70         80      
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEP      
                                     ...:: ::.  : ..: . . : .:      
gi|114 DPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKI 
      100       110       120       130       140       150         
 
gi|114 DYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEK 
      160       170       180       190       200       210         
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 67.3  bits: 18.8 E():   88 
Smith-Waterman score: 43; 28.9% identity (53.3% similar) in 45 aa overlap (2-44:34-73) 
 
                                            10         20        30 
AAD-12                              DTTATPLRPLVKVHPET-GRPSLLIGRHAHA 
                                     : :::  : . . : : . :.        : 
gi|249 QKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPAT-----PAA 
            10        20        30        40        50              
 
                40        50        60        70        80          
AAD-12 IP-GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP          
       .: :  ..: ....:                                              
gi|249 VPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGLASGY 
       60        70        80        90       100       110         
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>>gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia mutic  (284 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 66.9  bits: 18.4 E():   92 
Smith-Waterman score: 42; 36.8% identity (73.7% similar) in 19 aa overlap (26-44:63-80) 
 
                    10        20        30        40        50      
AAD-12      DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     .:: ..  ..::: .:. :            
gi|219 EDSKAKIEEDLTSLQKKYTNLENEFDQVNEKHADSVAKLEAAE-KRLTETEDEIKGYTRK 
             40        50        60        70         80        90  
 
          60        70        80                                    
AAD-12 VHAHQWAAGDVVVWDNRCLLHRAEP                                    
                                                                    
gi|219 IQLLEDDLERTQTKLDEATGKLEEATKSADESERGRKVLESRSLADDDRIDGLEKQVKDA 
             100       110       120       130       140       150  
 
>>gi|289064179|gb|ADC80503.1| non-specific lipid transfe  (118 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.7  bits: 17.1 E():   95 
Smith-Waterman score: 38; 66.7% identity (88.9% similar) in 9 aa overlap (28-36:81-89) 
 
                  10        20        30        40        50        
AAD-12    DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     : ::::..:                      
gi|289 ASCCSGVRSLNAAAKTTPDRQAVCNCLKSAAGAIPGFNANNAGILPGKCGVSIPYKISTS 
               60        70        80        90       100       110 
 
        60        70        80 
AAD-12 AHQWAAGDVVVWDNRCLLHRAEP 
                               
gi|289 TNCATIKF                
                               
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 66.7  bits: 14.8 E():   96 
Smith-Waterman score: 31; 42.9% identity (50.0% similar) in 14 aa overlap (4-17:7-20) 
 
                  10        20        30        40        50        
AAD-12    DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
             :::  : .   : :                                         
gi|751 DLGYAPATPAAPGAGYTPATPAAP                                     
               10        20                                         
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.5  bits: 16.8 E():   97 
Smith-Waterman score: 39; 44.0% identity (56.0% similar) in 25 aa overlap (28-52:67-86) 
 
                  10        20        30        40        50        
AAD-12    DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     ::   ..: ::.:     ::: : :      
gi|387 MRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQE-----LVDCASQHGCHG 
         40        50        60        70             80        90  
 
        60        70        80 
AAD-12 AHQWAAGDVVVWDNRCLLHRAEP 
                               
gi|387 DTIPR                   
                               
 
>>gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: Full=Pollen  (97 aa) 
 initn:  37 init1:  37 opt:  37  Z-score: 66.4  bits: 16.8 E():   98 
Smith-Waterman score: 37; 38.9% identity (50.0% similar) in 18 aa overlap (32-49:25-42) 
 
              10        20        30        40        50        60  
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     ::   :: :   .:  .:             
gi|126       TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTKKGNLWEV 
                     10        20        30        40        50     
 
              70        80                         
AAD-12 AAGDVVVWDNRCLLHRAEP                         
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gi|126 KSAKPLTGPMNFRFLSKGGMKNVFDEVIPTAFTVGKTYTPEYN 
           60        70        80        90        
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  27 init1:  27 opt:  27  Z-score: 66.4  bits: 13.5 E():   99 
Smith-Waterman score: 27; 50.0% identity (75.0% similar) in 8 aa overlap (71-78:1-8) 
 
               50        60        70        80 
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP 
                                     .: :.: :   
gi|463                               DRNLVHSATR 
                                             10 
 
>>gi|404371|gb|AAB27594.1| DF5=allergen {N-terminal} [De  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 66.3  bits: 14.5 E(): 1e 
Smith-Waterman score: 30; 45.5% identity (72.7% similar) in 11 aa overlap (30-40:1-11) 
 
               10        20        30        40        50        60 
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                    :. :.::  .:                     
gi|404                              AVGGQDADLAEAPFQISLLK            
                                            10        20            
 
               70        80 
AAD-12 WAAGDVVVWDNRCLLHRAEP 
 
>>gi|68064399|sp|P83958.1|TLP_ACTCH RecName: Full=Thauma  (20 aa) 
 initn:  30 init1:  30 opt:  30  Z-score: 66.3  bits: 14.5 E(): 1e 
Smith-Waterman score: 30; 66.7% identity (83.3% similar) in 6 aa overlap (28-33:15-20) 
 
               10        20        30        40        50        60 
AAD-12 DTTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                  : :.::                            
gi|680              ATFNFINNCPFTVWAAAVPG                            
                            10        20                            
 
               70        80 
AAD-12 WAAGDVVVWDNRCLLHRAEP 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:03:02 2011 done: Fri Jan 21 00:03:02 2011 
 Total Scan time:  0.060 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 189  - 268 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     2     8:=* 
  34    15    22:==== * 
  36    22    44:======    * 
  38    44    73:===========       * 
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  40    75   102:===================      * 
  42   103   125:==========================     * 
  44   117   138:==============================    * 
  46   167   140:==================================*======= 
  48   186   134:=================================*============= 
  50   120   122:==============================* 
  52   130   108:==========================*====== 
  54    98    92:======================*== 
  56    86    77:===================*== 
  58    59    63:===============* 
  60    44    51:=========== * 
  62    33    41:========= * 
  64    36    33:========* 
  66    27    26:======* 
  68    33    20:====*==== 
  70    16    16:===* 
  72     7    12:==* 
  74     9    10:==* 
  76     6     8:=* 
  78    27     6:=*===== 
  80     5     5:=* 
  82     6     3:*= 
  84     3     3:* 
  86     3     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     1     1:*         :* 
  94     2     1:*         :*= 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     1     0:=         *= 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.44190.00304; mu= 7.2248 0.161 
 mean_var=34.0698 9.524, 0's: 2 Z-trim: 4  B-trim: 15 in 1/43 
 Lambda= 0.219730 
 Kolmogorov-Smirnov  statistic: 0.0909 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   73 28.2    0.17 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   64 25.3    0.43 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   66 26.0    0.78 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   56 22.8     1.9 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   56 22.8     2.6 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   56 22.8     2.6 
gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Se ( 608)   61 24.4     3.2 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   54 22.2     5.3 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   54 22.2     5.3 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   54 22.2     5.3 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   56 22.8     7.2 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   50 20.9     7.9 
gi|212279|gb|AAA48944.1| lysozyme protein [Gallus  (  24)   42 18.3     8.9 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   50 20.9       9 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   53 21.9     9.1 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   56 22.8     9.7 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   55 22.5      12 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   53 21.9      12 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   52 21.6      13 
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gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   53 21.9      14 
gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Se ( 607)   54 22.2      15 
gi|3336842|emb|CAA76847.1| bovine serum albumin [B ( 607)   54 22.2      15 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   53 21.9      15 
gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Sc ( 129)   47 19.9      15 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   46 19.6      19 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   46 19.6      19 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   46 19.6      19 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   46 19.6      19 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   46 19.6      19 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   46 19.6      19 
gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Gl ( 162)   47 19.9      19 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   46 19.6      19 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   46 19.6      20 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   46 19.6      21 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   50 20.9      21 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   50 20.9      21 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   46 19.6      21 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   49 20.6      21 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 16.4      21 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   46 19.6      21 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   46 19.6      21 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   46 19.6      21 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   46 19.6      21 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   46 19.6      21 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   46 19.6      21 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   46 19.6      21 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   46 19.6      21 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   46 19.6      21 
gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen ( 367)   50 20.9      22 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   53 21.9      22 
gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   46 19.6      23 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   46 19.6      23 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   47 19.9      25 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   46 19.6      26 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   47 20.0      26 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   52 21.6      27 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 21.6      27 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   52 21.6      27 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   44 19.0      29 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 18.7      31 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   46 19.6      33 
gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen ( 367)   48 20.3      34 
gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen ( 367)   48 20.3      34 
gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen ( 367)   48 20.3      34 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   48 20.3      34 
gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen ( 367)   48 20.3      34 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   42 18.3      40 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   42 18.3      40 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   48 20.3      40 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 16.4      44 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   47 20.0      45 
gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allerg ( 412)   47 20.0      47 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 16.4      48 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   42 18.3      50 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.4      52 
gi|8843917|gb|AAF80164.1| pollen major allergen 1- ( 367)   46 19.7      52 
gi|19069497|emb|CAC37790.2| putative allergen Cup  ( 367)   46 19.7      52 
gi|8843921|gb|AAF80166.1| pollen major allergen 1- ( 367)   46 19.7      52 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   40 17.7      53 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   45 19.3      54 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.4      54 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.4      54 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   46 19.7      55 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   46 19.7      56 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 20.0      57 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   45 19.3      61 
gi|3182907|sp|O02380.1|ALL2_TYRPU RecName: Full=Mi ( 141)   41 18.0      61 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 19.0      62 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   39 17.4      62 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.3      64 
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gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.3      64 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.0      65 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   44 19.0      66 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 15.8      67 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   43 18.7      69 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.3      70 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   44 19.0      70 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.3      70 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   46 19.7      73 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 15.8      73 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   40 17.7      75 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   40 17.7      75 
gi|4587985|gb|AAD25927.1|AF084828_1 major allergen ( 342)   44 19.0      75 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   51 21.3      75 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   40 17.7      76 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   40 17.7      76 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   40 17.7      76 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.0      77 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   40 17.7      78 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.3      78 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 18.0      78 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   40 17.7      78 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   40 17.7      78 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 18.0      78 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 18.0      78 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   45 19.3      80 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   41 18.0      80 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.1      81 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 18.0      82 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   44 19.0      82 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   44 19.0      82 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   44 19.0      82 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   40 17.7      82 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.1      85 
gi|111120432|gb|ABH06350.1| Blo t 21 allergen [Blo ( 129)   39 17.4      87 
gi|111120428|gb|ABH06348.1| Blo t 21 allergen [Blo ( 129)   39 17.4      87 
gi|111494253|gb|ABH06347.1| Blo t 21 allergen [Blo ( 129)   39 17.4      87 
gi|111120424|gb|ABH06346.1| Blo t 21 allergen [Blo ( 129)   39 17.4      87 
gi|111120420|gb|ABH06344.1| Blo t 21 allergen [Blo ( 129)   39 17.4      87 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   41 18.0      87 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   41 18.0      87 
gi|69552|pir||MEHB2 melittin, minor - honeybee     (  27)   32 15.1      88 
gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-t (  34)   33 15.4      88 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   44 19.0      91 
gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=M ( 339)   43 18.7      92 
gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia m ( 284)   42 18.4      96 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   31 14.8      97 
gi|289064179|gb|ADC80503.1| non-specific lipid tra ( 118)   38 17.1      99 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   27 13.5      99 
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  73 init1:  73 opt:  73  Z-score: 116.4  bits: 28.2 E(): 0.17 
Smith-Waterman score: 73; 35.5% identity (54.8% similar) in 31 aa overlap (33-63:246-276) 
 
             10        20        30        40        50        60   
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:: :   . :     .: . 
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
 
             70        80                                           
AAD-12 GDVVVWDNRCLLHRAEPW                                           
       :                                                            
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 109.1  bits: 25.3 E(): 0.43 
Smith-Waterman score: 64; 32.8% identity (50.8% similar) in 61 aa overlap (13-69:79-133) 
 
                                 10        20            30         
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AAD-12                   TTATPLRPLVKVHPETGRPSL--LIGRHA--HAIPGMDAAES 
                                     .::. ::.:  ::   :  :   :.. :.  
gi|121 DLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPEN-RPALKTLIDGLASSHKARGIEKAQF 
       50        60        70        80         90       100        
 
       40        50        60        70        80        
AAD-12 ERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW        
       :.:  .:::.       :  .:      .::                   
gi|121 EEFRASLVDYLS-----HHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
       110            120       130       140       150  
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  66 init1:  66 opt:  66  Z-score: 104.4  bits: 26.0 E(): 0.78 
Smith-Waterman score: 66; 32.3% identity (54.8% similar) in 31 aa overlap (33-63:247-277) 
 
             10        20        30        40        50        60   
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:  :   . :.    .: . 
gi|232 APDIKTPKEALDLIMDAIDKAGYKGKVGIAMDVASSEFYKDGKYDLDFKNPESDPSKWLS 
        220       230       240       250       260       270       
 
             70        80                                           
AAD-12 GDVVVWDNRCLLHRAEPW                                           
       :                                                            
gi|232 GPQLADLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKT 
        280       290       300       310       320       330       
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 97.5  bits: 22.8 E():  1.9 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (44-60:68-86) 
 
            20        30        40        50          60        70  
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|219 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
              80          
AAD-12 CLLHRAEPW          
                          
gi|219 SFDSDRSGLLLKQKVSDE 
       100       110      
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 95.1  bits: 22.8 E():  2.6 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (44-60:68-86) 
 
            20        30        40        50          60        70  
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|184 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
              80                                                    
AAD-12 CLLHRAEPW                                                    
                                                                    
gi|184 SFDSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 95.1  bits: 22.8 E():  2.6 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (44-60:68-86) 
 
            20        30        40        50          60        70  
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|456 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNF 
        40        50        60        70        80        90        
 
              80                                                    
AAD-12 CLLHRAEPW                                                    
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gi|456 SFGSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Serum   (608 aa) 
 initn:  43 init1:  43 opt:  61  Z-score: 93.3  bits: 24.4 E():  3.2 
Smith-Waterman score: 61; 26.1% identity (53.6% similar) in 69 aa overlap (15-79:424-492) 
 
                               10        20        30           40  
AAD-12                 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :. :... .: ...   .:  :  
gi|135 YAHVFDEFKPLVEEPHNLVKTNCELFEKLGEYGFQNALLVRYTKKVPQVSTPTLVEVSRS 
           400       410       420       430       440       450    
 
              50        60        70         80                     
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPW                     
       :  . .  :  :...  . :   . :  :: :.::.  :                      
gi|135 LGKVGSKCCTHPEAERLSCAEDYLSVVLNRLCVLHEKTPVSERVTKCCTESLVNRRPCFS 
           460       470       480       490       500       510    
 
gi|135 ALQVDETYVPKEFSAETFTFHADLCTLPEAEKQIKKQSALVELLKHKPKATEEQLKTVMG 
           520       530       540       550       560       570    
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 89.5  bits: 22.2 E():  5.3 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (64-78:122-138) 
 
            40        50        60        70          80            
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPW            
                                     : :..::.:::  :..:              
gi|162 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
gi|162 RKELAAVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200         
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 89.4  bits: 22.2 E():  5.3 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (64-78:122-138) 
 
            40        50        60        70          80            
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPW            
                                     : :..::.:::  :..:              
gi|209 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
gi|209 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 89.4  bits: 22.2 E():  5.3 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (64-78:122-138) 
 
            40        50        60        70          80            
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPW            
                                     : :..::.:::  :..:              
gi|124 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
gi|124 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 87.1  bits: 22.8 E():  7.2 
Smith-Waterman score: 56; 27.0% identity (55.6% similar) in 63 aa overlap (4-58:46-108) 
 
                                             10        20           
AAD-12                            TTATPLRPL---VKVHPETGRPSLL--IGRH-- 
                                     :::::    ...: ....:  :  .: .   
gi|253 IEEPEMIAPTPPGQFPHQQPISSPNRTSRNTPLRPESTEIETHHHANHPPALPVLGMQLP 
          20        30        40        50        60        70      
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          30        40        50        60        70        80      
AAD-12 -AHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW      
          ..:  . :.:.  :.  .:   .::   .:                            
gi|253 VPGTVPESSRAQSRASLNLDIDLDLHAPSHPSHLSHGAPHEQEHAHEIQRHRAHSAQSSA 
          80        90       100       110       120       130      
 
gi|253 GLPPTGFASHLPPASSGPVSLGWNMYHVPPNLHLNANQFNFEVPGHMNVSGHPTHLEHSS 
         140       150       160       170       180       190      
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 86.4  bits: 20.9 E():  7.9 
Smith-Waterman score: 50; 50.0% identity (90.0% similar) in 10 aa overlap (70-79:24-33) 
 
      40        50        60        70        80                    
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW                    
                                     : :..::..:                     
gi|484        GKMNFTDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVL 
                      10        20        30        40        50    
 
gi|484 TAIIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGE 
            60        70        80        90       100       110    
 
>>gi|212279|gb|AAA48944.1| lysozyme protein [Gallus gall  (24 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 85.4  bits: 18.3 E():  8.9 
Smith-Waterman score: 42; 33.3% identity (53.3% similar) in 15 aa overlap (66-80:5-19) 
 
          40        50        60        70        80      
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW      
                                     :.: : :    .. :      
gi|212                           MNAWVAWRNSCKGTDVQAWIRGCR 
                                         10        20     
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 85.3  bits: 20.9 E():    9 
Smith-Waterman score: 50; 40.0% identity (60.0% similar) in 15 aa overlap (66-80:127-141) 
 
          40        50        60        70        80       
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW       
                                     :.: :::    .. :       
gi|126 PCSALLSSDITASVNCAKKIVSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL 
        100       110       120       130       140        
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 85.2  bits: 21.9 E():  9.1 
Smith-Waterman score: 53; 43.8% identity (62.5% similar) in 16 aa overlap (44-59:27-42) 
 
            20        30        40        50        60        70    
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     : :.:  : : .. ::               
gi|170     MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQ 
                   10        20        30        40        50       
 
            80                                                      
AAD-12 LHRAEPW                                                      
                                                                    
gi|170 QTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQP 
         60        70        80        90       100       110       
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 84.8  bits: 22.8 E():  9.7 
Smith-Waterman score: 56; 26.1% identity (50.7% similar) in 69 aa overlap (15-79:424-492) 
 
                               10        20        30           40  
AAD-12                 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :. :...  : ...   .:  :  
gi|668 YAKVLDEFKPLVDEPQNLVKTNCELFEKLGEYGFQNALLVRYTKKAPQVSTPTLVEVSRK 
           400       410       420       430       440       450    
 
              50        60        70         80                     
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPW                     
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       :  .    :. :. .  . :   . :  :: :.::.  :                      
gi|668 LGKVGTKCCKKPESERMSCAEDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFS 
           460       470       480       490       500       510    
 
gi|668 GLEVDETYVPKEFNAETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMG 
           520       530       540       550       560       570    
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 83.4  bits: 22.5 E():   12 
Smith-Waterman score: 55; 26.1% identity (50.7% similar) in 69 aa overlap (15-79:401-469) 
 
                               10        20        30           40  
AAD-12                 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :. :...  : ...   .:  :  
gi|331 YAKVLDEFKPLVDEPQNLVKTNCELFEKLGEYGFQNALLVRYTKKAPQVSTPTLVEVSRK 
              380       390       400       410       420       430 
 
              50        60        70         80                     
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPW                     
       :  .    :. :. .  . :   . :  :: :.::.  :                      
gi|331 LGKVGTKCCKKPESERMSCADDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFS 
              440       450       460       470       480       490 
 
gi|331 GLEVDETYVPKEFNAETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMG 
              500       510       520       530       540       550 
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  53  Z-score: 83.3  bits: 21.9 E():   12 
Smith-Waterman score: 53; 27.0% identity (55.6% similar) in 63 aa overlap (11-70:119-178) 
 
                                   10        20        30           
AAD-12                     TTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESE 
                                     .::  .: : :..   .:.:  :..    . 
gi|908 LWIIFSKNLNIKLNMPLYIAGNKTIDGRGAEVHIGNGGPCLFMRTVSHVILHGLNIHGCN 
       90       100       110       120       130       140         
 
      40          50        60        70        80                  
AAD-12 RFLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW                  
         . :  :.. :  .  :::..   ::...  :                            
gi|908 TSVSGNVLISEASGVVPVHAQD---GDAITMRNVTDVWIDHNSLSDSSDGLVDVTLASTG 
      150       160       170          180       190       200      
 
gi|908 VTISNNHFFNHHKVMLLGHSDIYSDDKSMKVTVAFNQFGPNAGQRMPRARYGLIHVANNN 
         210       220       230       240       250       260      
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.3  bits: 21.6 E():   13 
Smith-Waterman score: 52; 28.1% identity (59.4% similar) in 32 aa overlap (33-64:66-97) 
 
             10        20        30        40        50        60   
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     .:. . . : :: .. .   ::.  ::..  
gi|729 STLSLVTKADGKIDMTVDLISPVTKRASLKIDSKKYNLFHEGELSASIVNPRLSWHQYTK 
          40        50        60        70        80        90      
 
             70        80                                           
AAD-12 GDVVVWDNRCLLHRAEPW                                           
        :                                                           
gi|729 RDSREYKSDVELSLRSSDIALKITMPDYNSKIHYSRQGDQINMDIDGTLIEGHAQGTIRE 
         100       110       120       130       140       150      
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 82.0  bits: 21.9 E():   14 
Smith-Waterman score: 53; 27.3% identity (54.5% similar) in 44 aa overlap (24-66:241-284) 
 
                      10        20        30        40         50   
AAD-12        TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF-LEGLVDWACQA 
                                     :  .... :::.: :: .  .   :   .  
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDKTYDLNFKE 
              220       230       240       250       260       270 
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             60        70        80                                 
AAD-12 PRVHAHQWAAGDVVVWDNRCLLHRAEPW                                 
          .. :  .:::.                                               
gi|144 ENNNGSQKISGDVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Serum   (607 aa) 
 initn:  38 init1:  38 opt:  54  Z-score: 81.4  bits: 22.2 E():   15 
Smith-Waterman score: 54; 24.6% identity (49.3% similar) in 69 aa overlap (15-79:423-491) 
 
                               10        20        30           40  
AAD-12                 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :: :... .: ...   .:  :  
gi|135 YSTVFDKLKHLVDEPQNLIKQNCDQFEKLGEYGFQNALIVRYTRKVPQVSTPTLVEVSRS 
            400       410       420       430       440       450   
 
              50        60        70         80                     
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPW                     
       :  .    :  :. .    .   . .  :: :.::.  :                      
gi|135 LGKVGTRCCTKPESERMPCTEDYLSLILNRLCVLHEKTPVSEKVTKCCTESLVNRRPCFS 
            460       470       480       490       500       510   
 
gi|135 ALTPDETYVPKAFDEKLFTFHADICTLPDTEKQIKKQTALVELLKHKPKATEEQLKTVME 
            520       530       540       550       560       570   
 
>>gi|3336842|emb|CAA76847.1| bovine serum albumin [Bos t  (607 aa) 
 initn:  38 init1:  38 opt:  54  Z-score: 81.4  bits: 22.2 E():   15 
Smith-Waterman score: 54; 24.6% identity (49.3% similar) in 69 aa overlap (15-79:423-491) 
 
                               10        20        30           40  
AAD-12                 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :: :... .: ...   .:  :  
gi|333 YSTVFDKLKHLVDEPQNLIKQNCDQFEKLGEYGFQNALIVRYTRKVPQVSTPTLVEVSRS 
            400       410       420       430       440       450   
 
              50        60        70         80                     
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPW                     
       :  .    :  :. .    .   . .  :: :.::.  :                      
gi|333 LGKVGTRCCTKPESERMPCTEDYLSLILNRLCVLHEKTPVSEKVTKCCTESLVNRRPCFS 
            460       470       480       490       500       510   
 
gi|333 ALTPDETYVPKAFDEKLFTFHADICTLPDTEKQIKKQTALVELLKHKPKATEEQLKTVME 
            520       530       540       550       560       570   
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 81.2  bits: 21.9 E():   15 
Smith-Waterman score: 53; 27.0% identity (56.8% similar) in 37 aa overlap (32-67:441-477) 
 
              10        20        30        40         50        60 
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG-LVDWACQAPRVHAHQW 
                                     :. :.    .. : :.:  : .  .:. .  
gi|505 YQIAFSRGNRAFIAINLQKNQQNLQQKLHTGLPAGTYCDIISGNLIDNKCTGKSIHVDKN 
              420       430       440       450       460       470 
 
               70        80       
AAD-12 AAGDVVVWDNRCLLHRAEPW       
       . .:: :                    
gi|505 GQADVYVGHDEFDAFVAYHIGARIVS 
              480       490       
 
>>gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Schist  (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 81.2  bits: 19.9 E():   15 
Smith-Waterman score: 47; 50.0% identity (80.0% similar) in 10 aa overlap (68-77:6-15) 
 
        40        50        60        70        80                  
AAD-12 SERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW                  
                                     :::.:. . :                     
gi|298                          MSADSWDNHCVTYVANNKCLKNLCMTAIDGSHLGT 
                                        10        20        30      
 
gi|298 SNPDFRIPPELILQLKSILDGGLDTSIFFMGEKYIVLQHDSSCLVSRCGKKSLIFYATGK 
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          40        50        60        70        80        90      
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 79.4  bits: 19.6 E():   19 
Smith-Waterman score: 46; 44.4% identity (100.0% similar) in 9 aa overlap (72-80:27-35) 
 
              50        60        70        80                      
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW                      
                                     :..::..:.                      
gi|256     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKA 
                   10        20        30        40        50       
 
gi|256 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNGV 
         60        70        80        90       100       110       
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 79.4  bits: 19.6 E():   19 
Smith-Waterman score: 46; 44.4% identity (100.0% similar) in 9 aa overlap (72-80:27-35) 
 
              50        60        70        80                      
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW                      
                                     :..::..:.                      
gi|214     SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|214 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
         60        70        80        90       100       110       
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 79.4  bits: 19.6 E():   19 
Smith-Waterman score: 46; 44.4% identity (100.0% similar) in 9 aa overlap (72-80:27-35) 
 
              50        60        70        80                      
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW                      
                                     :..::..:.                      
gi|760     DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|760 NINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
         60        70        80        90       100       110       
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 79.4  bits: 19.6 E():   19 
Smith-Waterman score: 46; 44.4% identity (100.0% similar) in 9 aa overlap (72-80:27-35) 
 
              50        60        70        80                      
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW                      
                                     :..::..:.                      
gi|179     DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|179 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENVVVTVKLVGDNGV 
         60        70        80        90       100       110       
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 79.4  bits: 19.6 E():   19 
Smith-Waterman score: 46; 44.4% identity (100.0% similar) in 9 aa overlap (72-80:27-35) 
 
              50        60        70        80                      
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW                      
                                     :..::..:.                      
gi|157     SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|157 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
         60        70        80        90       100       110       
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 79.4  bits: 19.6 E():   19 
Smith-Waterman score: 46; 44.4% identity (100.0% similar) in 9 aa overlap (72-80:27-35) 
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              50        60        70        80                      
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW                      
                                     :..::..:.                      
gi|760     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKA 
                   10        20        30        40        50       
 
gi|760 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Globin  (162 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 79.4  bits: 19.9 E():   19 
Smith-Waterman score: 47; 25.0% identity (63.6% similar) in 44 aa overlap (28-70:111-148) 
 
                  10        20        30        40        50        
AAD-12    TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                     :   :..::.  .:  .::..      ..: 
gi|121 VSFFTEVISLSGNQANLSAVYALVSKLGVDHKARGISAAQFGEFRTALVSY------LQA 
               90       100       110       120       130           
 
         60        70        80     
AAD-12 H-QWAAGDVVVWDNRCLLHRAEPW     
       : .:. . ...:..               
gi|121 HVSWGDNVAAAWNHALDNTYAVALKSLE 
          140       150       160   
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 79.4  bits: 19.6 E():   19 
Smith-Waterman score: 46; 44.4% identity (100.0% similar) in 9 aa overlap (72-80:28-36) 
 
              50        60        70        80                      
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW                      
                                     :..::..:.                      
gi|110    RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNSKTAKIEIKA 
                  10        20        30        40        50        
 
gi|110 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNGV 
        60        70        80        90       100       110        
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.9  bits: 19.6 E():   20 
Smith-Waterman score: 46; 44.4% identity (100.0% similar) in 9 aa overlap (72-80:36-44) 
 
              50        60        70        80                      
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW                      
                                     :..::..:.                      
gi|217 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
          10        20        30        40        50        60      
 
gi|217 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
          70        80        90       100       110       120      
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 78.8  bits: 19.6 E():   21 
Smith-Waterman score: 46; 26.8% identity (58.5% similar) in 41 aa overlap (20-58:100-140) 
 
                          10        20        30         40         
AAD-12            TTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
        50        60        70        80 
AAD-12 A-CQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW 
       . : . . : :                       
gi|100 GYCGSHHHHHH                       
     130       140                       
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 78.8  bits: 20.9 E():   21 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (12-70:99-157) 
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                                  10        20        30         40 
AAD-12                    TTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
                 50        60        70        80                   
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW                   
        . :  ::. .  .  :::..   ::...  :                             
gi|908 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
      130       140          150       160       170       180      
 
gi|908 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
         190       200       210       220       230       240      
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 78.8  bits: 20.9 E():   21 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (12-70:100-158) 
 
                                  10        20        30         40 
AAD-12                    TTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
                 50        60        70        80                   
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW                   
        . :  ::. .  .  :::..   ::...  :                             
gi|118 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     130       140       150          160       170       180       
 
gi|118 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        190       200       210       220       230       240       
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.7  bits: 19.6 E():   21 
Smith-Waterman score: 46; 44.4% identity (100.0% similar) in 9 aa overlap (72-80:40-48) 
 
              50        60        70        80                      
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW                      
                                     :..::..:.                      
gi|546 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
      10        20        30        40        50        60          
 
gi|546 SLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
      70        80        90       100       110       120          
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.7  bits: 20.6 E():   21 
Smith-Waterman score: 49; 43.8% identity (56.2% similar) in 16 aa overlap (44-59:8-23) 
 
            20        30        40        50        60        70    
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     : :.:  : :  . ::               
gi|106                        NIQVDPSGQVQWPQQQPFPQPHQPFSQQPQQTFPQPQ 
                                      10        20        30        
 
            80                                                      
AAD-12 LHRAEPW                                                      
                                                                    
gi|106 QTFPHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQP 
        40        50        60        70        80        90        
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 78.7  bits: 16.4 E():   21 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (26-31:8-13) 
 
               10        20        30        40        50        60 
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                ::: .:                              
gi|131                   GPVGGVVHAHMMPLL                            
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                                 10                                 
 
               70        80 
AAD-12 AAGDVVVWDNRCLLHRAEPW 
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.6  bits: 19.6 E():   21 
Smith-Waterman score: 46; 44.4% identity (100.0% similar) in 9 aa overlap (72-80:43-51) 
 
              50        60        70        80                      
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW                      
                                     :..::..:.                      
gi|164 AVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEANQNRKTAKIEIKA 
             20        30        40        50        60        70   
 
gi|164 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
             80        90       100       110       120       130   
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.5  bits: 19.6 E():   21 
Smith-Waterman score: 46; 44.4% identity (100.0% similar) in 9 aa overlap (72-80:44-52) 
 
              50        60        70        80                      
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW                      
                                     :..::..:.                      
gi|558 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.5  bits: 19.6 E():   21 
Smith-Waterman score: 46; 44.4% identity (100.0% similar) in 9 aa overlap (72-80:44-52) 
 
              50        60        70        80                      
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW                      
                                     :..::..:.                      
gi|558 AVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.5  bits: 19.6 E():   21 
Smith-Waterman score: 46; 44.4% identity (100.0% similar) in 9 aa overlap (72-80:44-52) 
 
              50        60        70        80                      
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW                      
                                     :..::..:.                      
gi|558 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.5  bits: 19.6 E():   21 
Smith-Waterman score: 46; 44.4% identity (100.0% similar) in 9 aa overlap (72-80:44-52) 
 
              50        60        70        80                      
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW                      
                                     :..::..:.                      
gi|256 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|256 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
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 initn:  46 init1:  46 opt:  46  Z-score: 78.5  bits: 19.6 E():   21 
Smith-Waterman score: 46; 44.4% identity (100.0% similar) in 9 aa overlap (72-80:44-52) 
 
              50        60        70        80                      
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW                      
                                     :..::..:.                      
gi|996 AVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNTKNAKIEIKA 
            20        30        40        50        60        70    
 
gi|996 SIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
            80        90       100       110       120       130    
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.5  bits: 19.6 E():   21 
Smith-Waterman score: 46; 44.4% identity (100.0% similar) in 9 aa overlap (72-80:44-52) 
 
              50        60        70        80                      
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW                      
                                     :..::..:.                      
gi|864 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|864 NIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.5  bits: 19.6 E():   21 
Smith-Waterman score: 46; 44.4% identity (100.0% similar) in 9 aa overlap (72-80:44-52) 
 
              50        60        70        80                      
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW                      
                                     :..::..:.                      
gi|135 AVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|135 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
            80        90       100       110       120       130    
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.5  bits: 19.6 E():   21 
Smith-Waterman score: 46; 44.4% identity (100.0% similar) in 9 aa overlap (72-80:44-52) 
 
              50        60        70        80                      
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW                      
                                     :..::..:.                      
gi|218 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|218 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 78.3  bits: 20.9 E():   22 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (12-70:120-178) 
 
                                  10        20        30         40 
AAD-12                    TTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHSCNT 
      90       100       110       120       130       140          
 
                 50        60        70        80                   
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW                   
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLPDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
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 initn:  37 init1:  37 opt:  53  Z-score: 78.3  bits: 21.9 E():   22 
Smith-Waterman score: 53; 30.4% identity (73.9% similar) in 23 aa overlap (48-70:618-639) 
 
        20        30        40        50        60        70        
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     : :. :.. : .:.. ..:: ..        
gi|581 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVVHNDFDFRLSV 
       590       600       610       620        630       640       
 
        80                                                          
AAD-12 EPW                                                          
                                                                    
gi|581 AEGVGLFNVLQEKGVPSRFLNFPDETHWVTKPENSLVWHQQVLGWVNKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 78.1  bits: 19.6 E():   23 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (23-65:1-44) 
 
               10        20        30        40         50          
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQAPRVHAHQ 
                             .: ..:..   ... .:... :.: :     :..     
gi|215                       MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGA 
                                     10        20        30         
 
      60        70        80                                        
AAD-12 WAAGDVVVWDNRCLLHRAEPW                                        
       . . ::                                                       
gi|215 YKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESI 
       40        50        60        70        80        90         
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 78.1  bits: 19.6 E():   23 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (23-65:1-44) 
 
               10        20        30        40         50          
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQAPRVHAHQ 
                             .: ..:..   ... .:... :.: :     :..     
gi|166                       MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGA 
                                     10        20        30         
 
      60        70        80                                        
AAD-12 WAAGDVVVWDNRCLLHRAEPW                                        
       . . ::                                                       
gi|166 YKSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESI 
       40        50        60        70        80        90         
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 77.5  bits: 19.9 E():   25 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (27-64:156-194) 
 
                   10        20        30        40        50       
AAD-12     TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|833 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
         130       140       150       160       170       180      
 
          60        70        80 
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPW 
       .. .:: ..                 
gi|833 NVINWAEAENRYIAGDKGGHPFMKL 
         190       200       210 
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.1  bits: 19.6 E():   26 
Smith-Waterman score: 46; 44.4% identity (100.0% similar) in 9 aa overlap (72-80:73-81) 
 
              50        60        70        80                      
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW                      
                                     :..::..:.                      
gi|156 KHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
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             50        60        70        80        90       100   
 
gi|156 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            110       120       130       140       150       160   
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 77.1  bits: 20.0 E():   26 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (27-64:167-205) 
 
                   10        20        30        40        50       
AAD-12     TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|164 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
        140       150       160       170       180       190       
 
          60        70        80 
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPW 
       .. .:: ..                 
gi|164 NVINWAEAENRYIAGDKGGHPFMKL 
        200       210       220  
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 76.6  bits: 21.6 E():   27 
Smith-Waterman score: 52; 26.1% identity (73.9% similar) in 23 aa overlap (48-70:618-639) 
 
        20        30        40        50        60        70        
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     : :. :.. : .:.. ..:. ..        
gi|238 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVIHNDSDFRLSV 
       590       600       610       620        630       640       
 
        80                                                          
AAD-12 EPW                                                          
                                                                    
gi|238 AEGVGLFNVLQEKGIPSRFLNFPDETHWVTKPENSLVWHQQVLGWINKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 76.6  bits: 21.6 E():   27 
Smith-Waterman score: 52; 26.1% identity (73.9% similar) in 23 aa overlap (48-70:618-639) 
 
        20        30        40        50        60        70        
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     : :. :.. : .:.. ..:. ..        
gi|219 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVIHNDFDFRLSV 
       590       600       610       620        630       640       
 
        80                                                          
AAD-12 EPW                                                          
                                                                    
gi|219 AEGVGLFNVLQEKGIPSRFLNFPDETHWVTKPENSLVWHQQVLGWINKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 76.6  bits: 21.6 E():   27 
Smith-Waterman score: 52; 26.1% identity (73.9% similar) in 23 aa overlap (48-70:618-639) 
 
        20        30        40        50        60        70        
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     : :. :.. : .:.. ..:. ..        
gi|238 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVIHNDFDFRLSV 
       590       600       610       620        630       640       
 
        80                                                          
AAD-12 EPW                                                          
                                                                    
gi|238 AEGVGLFNVLQEKGIPSRFLNFPDETHWVTKPENSLVWHQQVLGWINKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.3  bits: 19.0 E():   29 
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Smith-Waterman score: 44; 50.0% identity (100.0% similar) in 8 aa overlap (72-79:26-33) 
 
              50        60        70        80                      
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW                      
                                     :..::..:                       
gi|484      GKMKFKDCGKGEVTELDITDCSGDFCVIHRGKPLTLEAKFAANQDTTKATIKVLA 
                    10        20        30        40        50      
 
gi|484 KVAGTPIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILPKVKAEVTAELVGDHGVL 
          60        70        80        90       100       110      
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.6  bits: 18.7 E():   31 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (32-44:5-17) 
 
              10        20        30        40        50        60  
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA 
                                     :.:::: .  :.:                  
gi|208                           MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACG 
                                         10        20        30     
 
              70        80                                          
AAD-12 AGDVVVWDNRCLLHRAEPW                                          
                                                                    
gi|208 LAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAGDVDGD 
           40        50        60        70        80        90     
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.1  bits: 19.6 E():   33 
Smith-Waterman score: 46; 22.9% identity (60.4% similar) in 48 aa overlap (31-78:115-162) 
 
               10        20        30        40        50        60 
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. : ... . :     : ..:.  :..  
gi|383 GSEASANPKDKPAEEEEEEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSL 
           90       100       110       120       130       140     
 
               70        80                                         
AAD-12 AAGDVVVWDNRCLLHRAEPW                                         
       .. .:  ::..  :.. :                                           
gi|383 VTLEVKPWDDETNLEELEANVRAIEMDGLVWGASKFVAVGFGIKKLQINLVVEDEKVSTD 
          150       160       170       180       190       200     
 
>>gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 74.9  bits: 20.3 E():   34 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (12-70:120-178) 
 
                                  10        20        30         40 
AAD-12                    TTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
                 50        60        70        80                   
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW                   
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 74.9  bits: 20.3 E():   34 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (12-70:120-178) 
 
                                  10        20        30         40 
AAD-12                    TTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLEMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
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                 50        60        70        80                   
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW                   
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 74.9  bits: 20.3 E():   34 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (12-70:120-178) 
 
                                  10        20        30         40 
AAD-12                    TTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
                 50        60        70        80                   
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW                   
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGNVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 74.9  bits: 20.3 E():   34 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (12-70:120-178) 
 
                                  10        20        30         40 
AAD-12                    TTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|151 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
                 50        60        70        80                   
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW                   
        . :  ::. .  .  :::..   ::...  :                             
gi|151 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|151 TISNNHFFNHHKVMLLGHDDTYDNDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 74.9  bits: 20.3 E():   34 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (12-70:120-178) 
 
                                  10        20        30         40 
AAD-12                    TTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
                 50        60        70        80                   
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW                   
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGNVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.7  bits: 18.3 E():   40 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (26-63:20-57) 
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               10        20        30        40        50        60 
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                ::  . . : :. :    :..:   .:  :   .  
gi|191       MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADP 
                     10        20        30        40        50     
 
               70        80                                       
AAD-12 AAGDVVVWDNRCLLHRAEPW                                       
        ::                                                        
gi|191 NAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           60        70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.7  bits: 18.3 E():   40 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (26-63:20-57) 
 
               10        20        30        40        50        60 
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                ::  . . : :. :    :..:   .:  :   .  
gi|730       MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADP 
                     10        20        30        40        50     
 
               70        80                                       
AAD-12 AAGDVVVWDNRCLLHRAEPW                                       
        ::                                                        
gi|730 NAGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
           60        70        80        90       100       110   
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 73.6  bits: 20.3 E():   40 
Smith-Waterman score: 48; 20.9% identity (55.2% similar) in 67 aa overlap (8-74:2-63) 
 
               10        20        30        40        50        60 
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
              :. :.: .    :.  .:   ..  .:.:    . ...:  . .. . .::.  
gi|139       MPISKIHAR----SVYDSRGNPTVE-VDVATETGLHRAIVPSGASTGQHEAHEL 
                         10        20         30        40          
 
               70        80                                         
AAD-12 AAGDVVVWDNRCLLHRAEPW                                         
         :: . : .. .:                                               
gi|139 RDGDKTQWGGKGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGAN 
      50        60        70        80        90       100          
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 72.9  bits: 16.4 E():   44 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (31-48:8-25) 
 
               10        20        30        40        50        60 
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :. ....:..   :             
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA      
                                      10        20        30        
 
               70        80 
AAD-12 AAGDVVVWDNRCLLHRAEPW 
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.6  bits: 20.0 E():   45 
Smith-Waterman score: 47; 37.5% identity (68.8% similar) in 16 aa overlap (62-77:202-217) 
 
              40        50        60        70        80            
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW            
                                     ::.  .: ..: : .:               
gi|113 DIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWIDHCSLSKASDGLLDITLGSSHV 
             180       190       200       210       220       230  
 
gi|113 TVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQRMPRCRFGFFQVVNNNY 
             240       250       260       270       280       290  
 
>>gi|5813790|gb|AAD52013.1|AF082515_1 Tri r 2 allergen [  (412 aa) 
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 initn:  41 init1:  41 opt:  47  Z-score: 72.3  bits: 20.0 E():   47 
Smith-Waterman score: 47; 28.1% identity (50.9% similar) in 57 aa overlap (1-52:5-60) 
 
                   10        20        30             40        50  
AAD-12     TTATPLRPLVKVHPETGRPSLLIGRHAHAIPG-----MDAAESERFLEGLVDWACQ 
           : : :.  :. .   .:   :  : ::.:::.     :    :.. ... . :  : 
gi|581 MGFITKAIPIV-LAALSTVNGARILEAGPHAEAIPNKYIVVMKREVSDEAFNAHTTWLSQ 
               10         20        30        40        50          
 
              60        70        80                                
AAD-12 APRVHAHQWAAGDVVVWDNRCLLHRAEPW                                
       .                                                            
gi|581 SLNSRIMRRAGSSKPMAGMQDKYSLGGIFRAYSGEFDDAMIKDISSHDDVDFIEPDFVVR 
      60        70        80        90       100       110          
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 72.2  bits: 16.4 E():   48 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (31-48:8-25) 
 
               10        20        30        40        50        60 
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :. ....:..   :             
gi|751                        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK   
                                      10        20        30        
 
               70        80 
AAD-12 AAGDVVVWDNRCLLHRAEPW 
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.9  bits: 18.3 E():   50 
Smith-Waterman score: 42; 24.4% identity (56.1% similar) in 41 aa overlap (20-59:100-140) 
 
                          10        20        30         40         
AAD-12            TTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
       50        60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW 
       .  .   : :.                      
gi|100 GYYVGSHHHHHH                     
     130       140                      
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 71.6  bits: 18.4 E():   52 
Smith-Waterman score: 42; 27.8% identity (66.7% similar) in 36 aa overlap (27-62:28-62) 
 
                10        20        30        40        50          
AAD-12  TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                  :.: :...: : ... .:  : .    ... .: 
gi|157 MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQA-EFRQLANGAPDKTEAEIEAQIEQ 
               10        20        30         40        50          
 
      60        70        80                                        
AAD-12 WAAGDVVVWDNRCLLHRAEPW                                        
       :.:                                                          
gi|157 WVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPAAKAADARLSAIASNRALKV 
      60        70        80        90       100       110          
 
>>gi|8843917|gb|AAF80164.1| pollen major allergen 1-2 [J  (367 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 71.5  bits: 19.7 E():   52 
Smith-Waterman score: 46; 27.4% identity (54.8% similar) in 62 aa overlap (12-70:120-178) 
 
                                  10        20        30         40 
AAD-12                    TTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
                 50        60        70        80                   
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AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW                   
        . :  ::. .  .  :::..   ::...  :                             
gi|884 SVLGDVLVSESIGVVPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|884 TIFNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|19069497|emb|CAC37790.2| putative allergen Cup a 1   (367 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 71.5  bits: 19.7 E():   52 
Smith-Waterman score: 46; 27.4% identity (53.2% similar) in 62 aa overlap (12-70:120-178) 
 
                                  10        20        30         40 
AAD-12                    TTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :..   .:.:  :.     .  
gi|190 WIIFSQNMNIKLQMPLYVAGYKTIDGRGADVHLGNGGPCLFMRTASHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
                 50        60        70        80                   
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW                   
        . :  ::. .  .  :::..   ::...  :                             
gi|190 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|190 TISNNHFFNHHKVMLLGHDDTYDDDISMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8843921|gb|AAF80166.1| pollen major allergen 1-1 [J  (367 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 71.5  bits: 19.7 E():   52 
Smith-Waterman score: 46; 27.4% identity (54.8% similar) in 62 aa overlap (12-70:120-178) 
 
                                  10        20        30         40 
AAD-12                    TTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
                 50        60        70        80                   
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW                   
        . :  ::. .  .  :::..   ::...  :                             
gi|884 SVLGDVLVSESIGVVPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|884 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.4  bits: 17.7 E():   53 
Smith-Waterman score: 40; 30.0% identity (50.0% similar) in 30 aa overlap (19-48:13-42) 
 
               10        20        30        40        50        60 
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                         :. :.    .. ::   :: :   .:  .:             
gi|144       VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKKGNLWEV 
                     10        20        30        40        50     
 
               70        80                       
AAD-12 AAGDVVVWDNRCLLHRAEPW                       
                                                  
gi|144 KSSKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
           60        70        80        90       
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 71.3  bits: 19.3 E():   54 
Smith-Waterman score: 46; 24.3% identity (59.5% similar) in 37 aa overlap (46-79:130-166) 
 
          20        30        40        50           60        70   
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC---QAPRVHAHQWAAGDVVVWDNRC 
                                     :::     .. .:... .. ::....:    
gi|287 FFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGT 
     100       110       120       130       140       150          
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             80                                                     
AAD-12 LLHRAEPW                                                     
        .  : :                                                      
gi|287 YVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAG 
     160       170       180       190       200       210          
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (23-46:1-24) 
 
               10        20        30        40        50        60 
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                             .: ..:..   ... .:... :.:               
gi|892                       MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGA 
                                     10        20        30         
 
               70        80                                         
AAD-12 AAGDVVVWDNRCLLHRAEPW                                         
                                                                    
gi|892 YKSVEVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESI 
       40        50        60        70        80        90         
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.2  bits: 18.4 E():   54 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (23-46:1-24) 
 
               10        20        30        40        50        60 
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                             .: ..:..   ... .:... :.:               
gi|215                       MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAATGA 
                                     10        20        30         
 
               70        80                                         
AAD-12 AAGDVVVWDNRCLLHRAEPW                                         
                                                                    
gi|215 YKSVEVKGDGGAGTVRIITLPEGSPITTMTVRTDAVNKEALSYDSTVIDGDILLGFIESI 
       40        50        60        70        80        90         
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.1  bits: 19.7 E():   55 
Smith-Waterman score: 46; 28.0% identity (52.0% similar) in 25 aa overlap (53-77:351-375) 
 
             30        40        50        60        70        80   
AAD-12 IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW   
                                     :   .. :  ::: . .   .. ::      
gi|118 INGVQYPLSPSAYILQDDDSCTSGFEGMDVPTSSGELWILGDVFIRQYYTVFDRANNKVG 
              330       340       350       360       370       380 
 
gi|118 LAPVA 
             
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 70.9  bits: 19.7 E():   56 
Smith-Waterman score: 46; 24.4% identity (48.9% similar) in 45 aa overlap (40-77:173-216) 
 
      10        20        30        40        50        60          
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV--- 
                                     : : :    .  .: .  :: . ::..    
gi|113 RGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQ-SDGDAIHVT 
            150       160       170       180       190        200  
 
             70        80                                           
AAD-12 ----VWDNRCLLHRAEPW                                           
           .: ..: : ..                                              
gi|113 GSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDLKMHVT 
             210       220       230       240       250       260  
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.9  bits: 20.0 E():   57 
Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (17-39:344-366) 
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                             10        20        30        40       
AAD-12               TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
           320       330       340       350       360       370    
 
         50        60        70        80                           
AAD-12 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW                           
                                                                    
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.2  bits: 19.3 E():   61 
Smith-Waterman score: 45; 28.6% identity (51.4% similar) in 35 aa overlap (26-60:258-291) 
 
                    10        20        30        40        50      
AAD-12      TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     :...:    .  : :  .  : :. :  :. 
gi|510 IGENIIGHLLIVFDGGKSQPACSWYDVPCSHSESIVYATGMVSGRCQHLAVPWTAQQ-RI 
       230       240       250       260       270       280        
 
          60        70        80                                    
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPW                                    
       .  ::                                                        
gi|510 NPIQWKFWRVFTSNIPAYPTSDTTNCVVLNTNVFKNDNTFEGEYHAFPDCARNLFKCRQQ 
        290       300       310       320       330       340       
 
>>gi|3182907|sp|O02380.1|ALL2_TYRPU RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.2  bits: 18.0 E():   61 
Smith-Waterman score: 41; 37.5% identity (100.0% similar) in 8 aa overlap (72-79:41-48) 
 
              50        60        70        80                      
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW                      
                                     :..:...:                       
gi|318 AVAAAGQVKFTDCGKKEIASVAVDGCEGDLCVIHKSKPVHVIAEFTANQDTCKIEVKVTG 
               20        30        40        50        60        70 
 
gi|318 QLNGLEVPIPGIETDGCKVLKCPLKKGTKYTMNYSVNVPSVVPNIKTVVKLLATGEHGVL 
               80        90       100       110       120       130 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 70.1  bits: 19.0 E():   62 
Smith-Waterman score: 44; 27.8% identity (52.8% similar) in 36 aa overlap (3-38:64-96) 
 
                                           10        20        30   
AAD-12                             TTATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                                     :  .. .  . :.  ::   . . :  .:  
gi|481 AGKATTEEQKLIEDINVGFKAAVAARQRPAADKFKTFEAASPRHPRP---LRQGAGLVPK 
            40        50        60        70        80           90 
 
             40        50        60        70        80             
AAD-12 MDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW             
       .::: :                                                       
gi|481 LDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGE 
              100       110       120       130       140       150 
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 70.1  bits: 17.4 E():   62 
Smith-Waterman score: 42; 29.4% identity (44.1% similar) in 34 aa overlap (47-80:29-58) 
 
         20        30        40        50        60        70       
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 
                                     :  :::   : .. : ..   :: : .    
gi|323   QAGGQTCAGNICCSQYGYCGTTADYCSPDNNCQATY-HYYNPAQNN---WDLRAVSAY 
                 10        20        30         40           50     
 
         80                                  
AAD-12 AEPW                                  
          :                                  
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gi|323 CSTWDADKPYSWRYGWTAFCGPAGPRCLRTNAAVTVR 
           60        70        80        90  
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.8  bits: 19.3 E():   64 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (16-32:225-240) 
 
                              10        20        30        40      
AAD-12                TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
          50        60        70        80                          
AAD-12 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW                          
                                                                    
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.8  bits: 19.3 E():   64 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (16-32:225-240) 
 
                              10        20        30        40      
AAD-12                TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
          50        60        70        80                          
AAD-12 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW                          
                                                                    
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.8  bits: 18.0 E():   65 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (2-9:34-41) 
 
                                            10        20        30  
AAD-12                              TTATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
              40        50        60        70        80            
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW            
                                                                    
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 69.6  bits: 19.0 E():   66 
Smith-Waterman score: 44; 47.4% identity (63.2% similar) in 19 aa overlap (37-52:72-90) 
 
         10        20        30        40           50        60    
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW---ACQAPRVHAHQWAAG 
                                     :.. ::   :::   ::.:            
gi|144 TISKQVVFLIHGFLSTGNNENFVAMSKALIEKDDFLVISVDWKKGACNAFASTKDALGYS 
              50        60        70        80        90       100  
 
            70        80                                            
AAD-12 DVVVWDNRCLLHRAEPW                                            
                                                                    
gi|144 KAVGNTRHVGKFVADFTKLLVEKYKVLISNIRLIGHSLGAHTSGFAGKEVQKLKLGKYKE 
             110       120       130       140       150       160  
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 69.5  bits: 15.8 E():   67 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (31-48:8-25) 
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 6653



 

 

               10        20        30        40        50        60 
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :  ....:..   :             
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA      
                                      10        20        30        
 
               70        80 
AAD-12 AAGDVVVWDNRCLLHRAEPW 
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.2  bits: 18.7 E():   69 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (46-59:29-42) 
 
          20        30        40        50        60        70      
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH 
                                     :.:  : :  . ::                 
gi|170   MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQT 
                 10        20        30        40        50         
 
          80                                                        
AAD-12 RAEPW                                                        
                                                                    
gi|170 FPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQ 
       60        70        80        90       100       110         
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.2  bits: 19.3 E():   70 
Smith-Waterman score: 46; 24.3% identity (59.5% similar) in 37 aa overlap (46-79:120-156) 
 
          20        30        40        50           60        70   
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC---QAPRVHAHQWAAGDVVVWDNRC 
                                     :::     .. .:... .. ::....:    
gi|855 FFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGT 
      90       100       110       120       130       140          
 
             80                                                     
AAD-12 LLHRAEPW                                                     
        .  : :                                                      
gi|855 YVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAG 
     150       160       170       180       190       200          
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.2  bits: 19.0 E():   70 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (15-58:254-299) 
 
                               10        20          30        40   
AAD-12                 TTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
             50        60        70        80 
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW 
        .. :   . :.:. :                       
gi|261 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFS      
           290       300       310            
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 69.2  bits: 19.3 E():   70 
Smith-Waterman score: 45; 26.8% identity (48.8% similar) in 41 aa overlap (40-74:172-212) 
 
      10        20        30        40        50        60          
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW------AAG 
                                     .  :: .  : .:   : :.       .:: 
gi|625 RGANVEITCGGLTIHNVCNVIIHNIHIHDIKVTEGGIIKATDAKPGHRHKSDGDGICVAG 
             150       160       170       180       190       200  
 
            70        80                                            
AAD-12 DVVVWDNRCLLHRAEPW                                            
       .  .: ..: :                                                  
gi|625 SSKIWIDHCTLSHGPDGLIDVTLGSTAVTISNCKFSHHQKILLLGADNSHVDDKKMHVTV 
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             210       220       230       240       250       260  
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.9  bits: 19.7 E():   73 
Smith-Waterman score: 46; 22.4% identity (57.1% similar) in 49 aa overlap (16-60:15-63) 
 
               10        20        30        40            50       
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV----DWACQAPRVH 
                      :. : :. . :  : : ..:...... .. .    : . :   .. 
gi|601  MRGALAGLSLATLATASPVLVNSIHNDAAPIISASNAKEIADNYMIKFKDHVTQNLAAE 
                10        20        30        40        50          
 
         60        70        80                                     
AAD-12 AHQWAAGDVVVWDNRCLLHRAEPW                                     
        : :                                                         
gi|601 HHGWVQDLHEKTQVAKTELRKRSQSPMVDDIFNGLKHTYNIAGGLMGYAGHFDEDVIEQI 
      60        70        80        90       100       110          
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 68.8  bits: 15.8 E():   73 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (31-48:8-25) 
 
               10        20        30        40        50        60 
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. :  ....:..   :             
gi|751                        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK   
                                      10        20        30        
 
               70        80 
AAD-12 AAGDVVVWDNRCLLHRAEPW 
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 68.7  bits: 17.7 E():   75 
Smith-Waterman score: 40; 25.7% identity (60.0% similar) in 35 aa overlap (20-53:100-134) 
 
                          10        20        30         40         
AAD-12            TTATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|105 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
       50        60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW 
       .  .:                            
gi|105 GYWVPSSNS                        
     130                                
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.7  bits: 17.7 E():   75 
Smith-Waterman score: 40; 37.5% identity (75.0% similar) in 16 aa overlap (3-18:20-35) 
 
                                10        20        30        40    
AAD-12                  TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
                          :.  : .:.:. ..::                          
gi|244 MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQSCQRQFEEQQRFRNCQRYVKQEV 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW                        
                                                                    
gi|244 QRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASEL 
               70        80        90       100       110       120 
 
>>gi|4587985|gb|AAD25927.1|AF084828_1 major allergenic p  (342 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 68.6  bits: 19.0 E():   75 
Smith-Waterman score: 44; 27.8% identity (53.7% similar) in 54 aa overlap (5-49:42-95) 
 
                                         10        20        30     
AAD-12                           TTATPLRPLVKVHPETGRPSLLIGRHAHAI---- 
                                     ::  :.:..:.. .  :   : : ..     
gi|458 RAPASARYFSQTAAANRKVAVLGASGGIGQPLSLLMKLNPKVTELRLYDIRLAPGVAADL 
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              20        30        40        50        60        70  
 
                    40        50        60        70        80      
AAD-12 -----PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW      
            :.. .. ..  ::: :: :                                     
gi|458 SHINTPAVTSGYAQDDLEGAVDGAEIVLIPAGMPRKPGMTRDDLFNSNASIVRDLAKVVA 
              80        90       100       110       120       130  
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 68.6  bits: 21.3 E():   75 
Smith-Waterman score: 56; 26.5% identity (54.2% similar) in 83 aa overlap (6-79:1122-1198) 
 
                                        10        20        30      
AAD-12                          TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD- 
                                     :.   : . . : :  :     . . : :  
gi|203 QMEVEEVRPFKMHGNSDIKLMANDLDIDYDLKSEFKYESNKGTPIEL----QYKVSGKDR 
            1100      1110      1120      1130          1140        
 
               40        50            60        70        80       
AAD-12 ---AAE-SERFLEGLVDWACQ-AP---RVHAHQWAAGDVVVWDNRCLLHRAEPW       
          ::: . . .::..:.  . .:   ..:::  . :.   .:..  :...::        
gi|203 SKRAAEMNAEDVEGVIDYKNSGSPIDSKMHAHLKVKGNNYGYDSE--LKQTEPQQYEGKM 
      1150      1160      1170      1180      1190        1200      
 
gi|203 TLSKNDKKIFITHKTEMTKPTSTFLLKTDADVSYSESDMKKHYHMEFKKENDIYTLRSTV 
        1210      1220      1230      1240      1250      1260      
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.5  bits: 17.7 E():   76 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (70-78:40-48) 
 
      40        50        60        70        80                    
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW                    
                                     . :..::.:                      
gi|212 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|212 LTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.5  bits: 17.7 E():   76 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (70-78:40-48) 
 
      40        50        60        70        80                    
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW                    
                                     . :..::.:                      
gi|170 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|170 LAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.5  bits: 17.7 E():   76 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (70-78:40-48) 
 
      40        50        60        70        80                    
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW                    
                                     . :..::.:                      
gi|158 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|158 LAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 68.4  bits: 21.0 E():   77 
Smith-Waterman score: 50; 44.4% identity (63.0% similar) in 27 aa overlap (19-44:636-662) 
 
                           10        20         30        40        
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AAD-12             TTATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVD 
                                     :: : : : : .:::  . ..:  :.:    
gi|278 SRGPSGPPGPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIG 
         610       620       630       640       650       660      
 
        50        60        70        80                            
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW                            
                                                                    
gi|278 SPGRDGARGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAG 
         670       680       690       700       710       720      
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.3  bits: 17.7 E():   78 
Smith-Waterman score: 43; 25.9% identity (46.3% similar) in 54 aa overlap (18-63:88-141) 
 
                            10        20               30        40 
AAD-12              TTATPLRPLVKVHPETGRPSLLIGRHAHA-------IPGMDAAESER 
                                     :   .:::..:        .::     ..  
gi|189 AGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRD 
        60        70        80        90       100       110        
 
                50        60        70        80 
AAD-12 FLEGLVDWA-CQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW 
       : . ::  . :..  ::   .  :                  
gi|189 FAKVLVTPGQCNVLTVHNAPYCLGLDI               
       120       130       140                   
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.3  bits: 19.3 E():   78 
Smith-Waterman score: 45; 38.9% identity (72.2% similar) in 18 aa overlap (24-41:241-258) 
 
                      10        20        30        40        50    
AAD-12        TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                     :  .... :::.: :: .             
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDQTYDLNFKE 
              220       230       240       250       260       270 
 
            60        70        80                                  
AAD-12 RVHAHQWAAGDVVVWDNRCLLHRAEPW                                  
                                                                    
gi|144 ENNNGSQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 68.3  bits: 18.0 E():   78 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (25-41:17-30) 
 
               10        20        30        40        50        60 
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                               ::   .:..:    :::                    
gi|212         VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKC 
                       10        20           30        40          
 
               70        80                                         
AAD-12 AAGDVVVWDNRCLLHRAEPW                                         
                                                                    
gi|212 WIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYE 
      50        60        70        80        90       100          
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.3  bits: 17.7 E():   78 
Smith-Waterman score: 40; 26.7% identity (60.0% similar) in 30 aa overlap (5-34:115-144) 
 
                                         10        20        30     
AAD-12                           TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::   .:. ...  ..:    :.: 
gi|217 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
           40        50        60        70        80 
AAD-12 AAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW 
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gi|217 I                                              
                                                      
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.3  bits: 17.7 E():   78 
Smith-Waterman score: 41; 26.0% identity (48.0% similar) in 50 aa overlap (22-63:93-142) 
 
                        10        20               30        40     
AAD-12          TTATPLRPLVKVHPETGRPSLLIGRHAHA-------IPGMDAAESERFLEG 
                                     .:::..:        .::     .. : .  
gi|439 SSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKV 
             70        80        90       100       110       120   
 
            50        60        70        80 
AAD-12 LVDWA-CQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW 
       ::  . :..  ::   .  :                  
gi|439 LVTPGQCNVLTVHNAPYCLGLDI               
            130       140                    
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 68.3  bits: 18.0 E():   78 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (25-41:18-31) 
 
               10        20        30        40        50        60 
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                               ::   .:..:    :::                    
gi|116        AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKC 
                      10        20           30        40        50 
 
               70        80                                         
AAD-12 AAGDVVVWDNRCLLHRAEPW                                         
                                                                    
gi|116 WIDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYE 
               60        70        80        90       100       110 
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 68.3  bits: 18.0 E():   78 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (25-41:18-31) 
 
               10        20        30        40        50        60 
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                               ::   .:..:    :::                    
gi|144        AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKC 
                      10        20           30        40        50 
 
               70        80                                         
AAD-12 AAGDVVVWDNRCLLHRAEPW                                         
                                                                    
gi|144 WIDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYD 
               60        70        80        90       100       110 
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.1  bits: 19.3 E():   80 
Smith-Waterman score: 45; 34.6% identity (50.0% similar) in 26 aa overlap (50-69:25-50) 
 
      20        30        40        50              60        70    
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ------WAAGDVVVWDNRCL 
                                     ::  :. : .      . :: : .::     
gi|259       LSVCFLILFHGCLASRQEWQQQDECQIDRLDALEPDNRVEYEAGTVEAWDPNHE 
                     10        20        30        40        50     
 
            80                                                      
AAD-12 LHRAEPW                                                      
                                                                    
gi|259 QFRCAGVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQ 
           60        70        80        90       100       110     
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.1  bits: 18.0 E():   80 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (48-71:70-93) 
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        20        30        40        50        60        70        
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|283 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
      40        50        60        70        80        90          
 
        80                                                          
AAD-12 EPW                                                          
                                                                    
gi|283 CGPVGAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
     100       110       120       130       140       150          
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.9  bits: 15.1 E():   81 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (2-8:5-11) 
 
                  10        20        30        40        50        
AAD-12    TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
           : .:.::                                                  
gi|751 TKSQTHVPIRPNKLVLKVQKDRATN                                    
               10        20                                         
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.9  bits: 18.0 E():   82 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (25-41:27-40) 
 
                 10        20        30        40        50         
AAD-12   TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                 ::   .:..:    :::                  
gi|194 MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEALTQY 
               10        20        30           40        50        
 
       60        70        80                                       
AAD-12 QWAAGDVVVWDNRCLLHRAEPW                                       
                                                                    
gi|194 KCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDY 
        60        70        80        90       100       110        
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 67.9  bits: 19.0 E():   82 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (15-58:290-335) 
 
                               10        20          30        40   
AAD-12                 TTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
             50        60        70        80                  
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW                  
        .. :   . :.:. :                                        
gi|124 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 67.9  bits: 19.0 E():   82 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (15-58:290-335) 
 
                               10        20          30        40   
AAD-12                 TTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
             50        60        70        80                  
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW                  
        .. :   . :.:. :                                        
gi|124 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
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>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 67.9  bits: 19.0 E():   82 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (15-58:290-335) 
 
                               10        20          30        40   
AAD-12                 TTATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
             50        60        70        80                  
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW                  
        .. :   . :.:. :                                        
gi|268 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330       340       350       360       370     
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.9  bits: 17.7 E():   82 
Smith-Waterman score: 44; 25.4% identity (49.3% similar) in 67 aa overlap (1-67:58-118) 
 
                                             10        20        30 
AAD-12                               TTATPLRPLVKVHPETGRPSLLIGRHAHAI 
                                     .:.  . :. : :   :  .    :::  . 
gi|160 TTVTGNLSGLKPGLHGFHAHALGDTTNGCMSTGPHFNPVGKEHGAPGDEN----RHAGDL 
        30        40        50        60        70            80    
 
               40        50        60        70        80           
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW           
        .. ..:.     ..::   : : .  :.  .  :::                        
gi|160 GNITVGEDGTAAINIVDK--QIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGG 
            90       100         110       120       130       140  
 
gi|160 RVACGIIGLQG 
             150   
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.7  bits: 15.1 E():   85 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (14-24:10-20) 
 
               10        20        30        40        50        60 
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                    :.:  :..: :                                     
gi|147     AKITFTNNXPNTVWPGILTGFGQKPQ                               
                   10        20                                     
 
>>gi|111120432|gb|ABH06350.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.4 E():   87 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (61-78:109-126) 
 
               40        50        60        70        80  
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW  
                                     :.::... : . : .:..    
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE 
       80        90       100       110       120          
 
>>gi|111120428|gb|ABH06348.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.4 E():   87 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (61-78:109-126) 
 
               40        50        60        70        80  
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW  
                                     :.::... : . : .:..    
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE 
       80        90       100       110       120          
 
>>gi|111494253|gb|ABH06347.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.4 E():   87 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (61-78:109-126) 
 
               40        50        60        70        80  
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW  
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                                     :.::... : . : .:..    
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE 
       80        90       100       110       120          
 
>>gi|111120424|gb|ABH06346.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.4 E():   87 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (61-78:109-126) 
 
               40        50        60        70        80  
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW  
                                     :.::... : . : .:..    
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE 
       80        90       100       110       120          
 
>>gi|111120420|gb|ABH06344.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.4 E():   87 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (61-78:109-126) 
 
               40        50        60        70        80  
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW  
                                     :.::... : . : .:..    
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE 
       80        90       100       110       120          
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 18.0 E():   87 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (48-71:87-110) 
 
        20        30        40        50        60        70        
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|123 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
        80                                                          
AAD-12 EPW                                                          
                                                                    
gi|123 CGPVGAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 18.0 E():   87 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (48-71:87-110) 
 
        20        30        40        50        60        70        
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|158 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
        80                                                          
AAD-12 EPW                                                          
                                                                    
gi|158 CGPVGAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|69552|pir||MEHB2 melittin, minor - honeybee          (27 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.4  bits: 15.1 E():   88 
Smith-Waterman score: 32; 30.8% identity (61.5% similar) in 13 aa overlap (42-54:13-25) 
 
              20        30        40        50        60        70  
AAD-12 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  .  :                  
gi|695                   GIGAVLKVLTTGLPALISWISRKKRQQ                
                                 10        20                       
 
              80 
AAD-12 CLLHRAEPW 
 
>>gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-termi  (34 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 67.3  bits: 15.4 E():   88 
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Smith-Waterman score: 33; 25.0% identity (58.3% similar) in 24 aa overlap (31-54:8-31) 
 
               10        20        30        40        50        60 
AAD-12 TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     : . :.   ..::. . .  . ::       
gi|691                        AIGDKPGPKITATYXXKWLEAKATFYGSNPRGAA    
                                      10        20        30        
 
               70        80 
AAD-12 AAGDVVVWDNRCLLHRAEPW 
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 67.1  bits: 19.0 E():   91 
Smith-Waterman score: 44; 32.0% identity (68.0% similar) in 25 aa overlap (56-79:129-153) 
 
          30        40        50        60        70         80     
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEPW     
                                     ...:: ::.  : ..: . . : .:      
gi|114 DPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKI 
      100       110       120       130       140       150         
 
gi|114 DYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEK 
      160       170       180       190       200       210         
 
>>gi|2498582|sp|Q40237.1|MPA5B_LOLPR RecName: Full=Major  (339 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 67.0  bits: 18.7 E():   92 
Smith-Waterman score: 43; 28.9% identity (53.3% similar) in 45 aa overlap (1-43:34-73) 
 
                                             10         20          
AAD-12                               TTATPLRPLVKVHPET-GRPSLLIGRHAHA 
                                     : :::  : . . : : . :.        : 
gi|249 QKHTVALFLAVALVAGPAASYAADAGYAPATPATPAAPATAATPATPATPAT-----PAA 
            10        20        30        40        50              
 
      30         40        50        60        70        80         
AAD-12 IP-GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW         
       .: :  ..: ....:                                              
gi|249 VPSGKATTEEQKLIEKINAGFKAAVAAAAVVPPADKYKTFVETFGTATNKAFVEGLASGY 
       60        70        80        90       100       110         
 
>>gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia mutic  (284 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 66.6  bits: 18.4 E():   96 
Smith-Waterman score: 42; 36.8% identity (73.7% similar) in 19 aa overlap (25-43:63-80) 
 
                     10        20        30        40        50     
AAD-12       TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     .:: ..  ..::: .:. :            
gi|219 EDSKAKIEEDLTSLQKKYTNLENEFDQVNEKHADSVAKLEAAE-KRLTETEDEIKGYTRK 
             40        50        60        70         80        90  
 
           60        70        80                                   
AAD-12 VHAHQWAAGDVVVWDNRCLLHRAEPW                                   
                                                                    
gi|219 IQLLEDDLERTQTKLDEATGKLEEATKSADESERGRKVLESRSLADDDRIDGLEKQVKDA 
             100       110       120       130       140       150  
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 66.5  bits: 14.8 E():   97 
Smith-Waterman score: 31; 42.9% identity (50.0% similar) in 14 aa overlap (3-16:7-20) 
 
                   10        20        30        40        50       
AAD-12     TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
             :::  : .   : :                                         
gi|751 DLGYAPATPAAPGAGYTPATPAAP                                     
               10        20                                         
 
>>gi|289064179|gb|ADC80503.1| non-specific lipid transfe  (118 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.4  bits: 17.1 E():   99 
Smith-Waterman score: 38; 66.7% identity (88.9% similar) in 9 aa overlap (27-35:81-89) 
 
                   10        20        30        40        50       
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AAD-12     TTATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     : ::::..:                      
gi|289 ASCCSGVRSLNAAAKTTPDRQAVCNCLKSAAGAIPGFNANNAGILPGKCGVSIPYKISTS 
               60        70        80        90       100       110 
 
         60        70        80 
AAD-12 AHQWAAGDVVVWDNRCLLHRAEPW 
                                
gi|289 TNCATIKF                 
                                
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  27 init1:  27 opt:  27  Z-score: 66.4  bits: 13.5 E():   99 
Smith-Waterman score: 27; 50.0% identity (75.0% similar) in 8 aa overlap (70-77:1-8) 
 
      40        50        60        70        80 
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW 
                                     .: :.: :    
gi|463                               DRNLVHSATR  
                                             10  
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:03:02 2011 done: Fri Jan 21 00:03:02 2011 
 Total Scan time:  0.070 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 190  - 269 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     1     8:= * 
  34    17    22:====== * 
  36    20    44:=======       * 
  38    44    73:===============         * 
  40    82   102:============================     * 
  42    97   125:=================================        * 
  44   106   138:====================================         * 
  46   175   140:==============================================*============ 
  48   180   134:============================================*=============== 
  50   121   122:========================================* 
  52   137   108:===================================*========== 
  54   104    92:==============================*==== 
  56    84    77:=========================*== 
  58    61    63:====================* 
  60    41    51:==============  * 
  62    37    41:=============* 
  64    33    33:==========* 
  66    24    26:========* 
  68    31    20:======*==== 
  70    18    16:=====* 
  72     6    12:== * 
  74     9    10:===* 
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  76     7     8:==* 
  78    26     6:=*======= 
  80     5     5:=* 
  82     6     3:*= 
  84     3     3:* 
  86     3     2:* 
  88     4     2:*=         inset = represents 1 library sequences 
  90     0     1:* 
  92     1     1:*         :* 
  94     2     1:*         :*= 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     1     0:=         *= 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.48940.00304; mu= 7.0247 0.161 
 mean_var=34.2334 9.563, 0's: 2 Z-trim: 4  B-trim: 15 in 1/43 
 Lambda= 0.219204 
 Kolmogorov-Smirnov  statistic: 0.0983 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   73 28.2    0.17 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   64 25.3    0.44 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   66 25.9    0.81 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   56 22.8     1.9 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   56 22.8     2.6 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   56 22.8     2.6 
gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Se ( 608)   61 24.4     3.3 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   54 22.1     5.4 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   54 22.1     5.4 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   54 22.1     5.4 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 20.8     5.7 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   56 22.8     7.4 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   50 20.9       8 
gi|212279|gb|AAA48944.1| lysozyme protein [Gallus  (  24)   42 18.3     8.9 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   50 20.9     9.2 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   53 21.8     9.3 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   56 22.8      10 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   55 22.5      12 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   53 21.8      12 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   52 21.5      14 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   48 20.2      14 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   53 21.8      14 
gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Se ( 607)   54 22.2      15 
gi|3336842|emb|CAA76847.1| bovine serum albumin [B ( 607)   54 22.2      15 
gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Sc ( 129)   47 19.9      16 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   53 21.8      16 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   46 19.6      19 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   46 19.6      19 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   46 19.6      19 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   46 19.6      19 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   46 19.6      19 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   46 19.6      19 
gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Gl ( 162)   47 19.9      19 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   46 19.6      19 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   46 19.6      21 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 16.4      21 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   46 19.6      21 
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gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   50 20.9      21 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   46 19.6      21 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   50 20.9      21 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   49 20.6      21 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   46 19.6      22 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   46 19.6      22 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   46 19.6      22 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   46 19.6      22 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   46 19.6      22 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   46 19.6      22 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   46 19.6      22 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   46 19.6      22 
gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen ( 367)   50 20.9      22 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   53 21.8      23 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   46 19.6      23 
gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   46 19.6      23 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   47 19.9      25 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   46 19.6      26 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   47 19.9      26 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 21.5      28 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   52 21.5      28 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   52 21.5      28 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   44 19.0      29 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 18.6      32 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   46 19.6      34 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   42 18.3      35 
gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen ( 367)   48 20.2      35 
gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen ( 367)   48 20.2      35 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   48 20.2      35 
gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen ( 367)   48 20.2      35 
gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen ( 367)   48 20.2      35 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   42 18.3      40 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   42 18.3      40 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   48 20.3      41 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 16.4      44 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   47 19.9      47 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 16.4      48 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   42 18.3      50 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.3      52 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   40 17.7      53 
gi|8843921|gb|AAF80166.1| pollen major allergen 1- ( 367)   46 19.6      54 
gi|8843917|gb|AAF80164.1| pollen major allergen 1- ( 367)   46 19.6      54 
gi|19069497|emb|CAC37790.2| putative allergen Cup  ( 367)   46 19.6      54 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.3      55 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.3      55 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   45 19.3      55 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   46 19.6      56 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   46 19.6      58 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 19.9      58 
gi|3182907|sp|O02380.1|ALL2_TYRPU RecName: Full=Mi ( 141)   41 18.0      62 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   45 19.3      63 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 19.0      63 
gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alp ( 149)   41 18.0      66 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.3      66 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.3      66 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 15.8      67 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   45 19.3      68 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   45 19.3      68 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   45 19.3      68 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   41 18.0      68 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   44 19.0      68 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   43 18.7      71 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   44 19.0      71 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.3      71 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.3      71 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 15.8      73 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   46 19.6      75 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   40 17.7      76 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   40 17.7      76 
gi|4587985|gb|AAD25927.1|AF084828_1 major allergen ( 342)   44 19.0      77 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   40 17.7      77 
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gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   40 17.7      77 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   40 17.7      77 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   51 21.2      78 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   40 17.7      79 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 18.0      79 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   40 17.7      79 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   40 17.7      79 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 18.0      80 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 18.0      80 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.3      80 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 20.9      80 
gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=S (  25)   32 15.1      81 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   41 18.0      82 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   45 19.3      82 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   40 17.7      83 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 18.0      83 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.1      84 
gi|69552|pir||MEHB2 melittin, minor - honeybee     (  27)   32 15.1      87 
gi|111120424|gb|ABH06346.1| Blo t 21 allergen [Blo ( 129)   39 17.4      88 
gi|111120432|gb|ABH06350.1| Blo t 21 allergen [Blo ( 129)   39 17.4      88 
gi|111494253|gb|ABH06347.1| Blo t 21 allergen [Blo ( 129)   39 17.4      88 
gi|111120428|gb|ABH06348.1| Blo t 21 allergen [Blo ( 129)   39 17.4      88 
gi|111120420|gb|ABH06344.1| Blo t 21 allergen [Blo ( 129)   39 17.4      88 
gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-t (  34)   33 15.5      88 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   41 18.0      89 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   41 18.0      89 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   44 19.0      93 
gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen (  24)   31 14.8      96 
gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogen (  10)   27 13.5      98 
gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia m ( 284)   42 18.3      98 
gi|289064179|gb|ADC80503.1| non-specific lipid tra ( 118)   38 17.1   1e 
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  73 init1:  73 opt:  73  Z-score: 116.1  bits: 28.2 E(): 0.17 
Smith-Waterman score: 73; 35.5% identity (54.8% similar) in 31 aa overlap (32-62:246-276) 
 
              10        20        30        40        50        60  
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:: :   . :     .: . 
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
 
              70        80                                          
AAD-12 GDVVVWDNRCLLHRAEPWD                                          
       :                                                            
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 108.9  bits: 25.3 E(): 0.44 
Smith-Waterman score: 64; 32.8% identity (50.8% similar) in 61 aa overlap (12-68:79-133) 
 
                                  10        20            30        
AAD-12                    TATPLRPLVKVHPETGRPSL--LIGRHA--HAIPGMDAAES 
                                     .::. ::.:  ::   :  :   :.. :.  
gi|121 DLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPEN-RPALKTLIDGLASSHKARGIEKAQF 
       50        60        70        80         90       100        
 
        40        50        60        70        80       
AAD-12 ERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD       
       :.:  .:::.       :  .:      .::                   
gi|121 EEFRASLVDYLS-----HHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
       110            120       130       140       150  
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  66 init1:  66 opt:  66  Z-score: 104.1  bits: 25.9 E(): 0.81 
Smith-Waterman score: 66; 32.3% identity (54.8% similar) in 31 aa overlap (32-62:247-277) 
 
              10        20        30        40        50        60  
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:  :   . :.    .: . 
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gi|232 APDIKTPKEALDLIMDAIDKAGYKGKVGIAMDVASSEFYKDGKYDLDFKNPESDPSKWLS 
        220       230       240       250       260       270       
 
              70        80                                          
AAD-12 GDVVVWDNRCLLHRAEPWD                                          
       :                                                            
gi|232 GPQLADLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKT 
        280       290       300       310       320       330       
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 97.3  bits: 22.8 E():  1.9 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (43-59:68-86) 
 
             20        30        40          50        60        70 
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|219 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
               80         
AAD-12 CLLHRAEPWD         
                          
gi|219 SFDSDRSGLLLKQKVSDE 
       100       110      
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 94.9  bits: 22.8 E():  2.6 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (43-59:68-86) 
 
             20        30        40          50        60        70 
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|184 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
               80                                                   
AAD-12 CLLHRAEPWD                                                   
                                                                    
gi|184 SFDSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 94.9  bits: 22.8 E():  2.6 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (43-59:68-86) 
 
             20        30        40          50        60        70 
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|456 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNF 
        40        50        60        70        80        90        
 
               80                                                   
AAD-12 CLLHRAEPWD                                                   
                                                                    
gi|456 SFGSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Serum   (608 aa) 
 initn:  43 init1:  43 opt:  61  Z-score: 93.1  bits: 24.4 E():  3.3 
Smith-Waterman score: 61; 26.1% identity (53.6% similar) in 69 aa overlap (14-78:424-492) 
 
                                10        20        30           40 
AAD-12                  TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :. :... .: ...   .:  :  
gi|135 YAHVFDEFKPLVEEPHNLVKTNCELFEKLGEYGFQNALLVRYTKKVPQVSTPTLVEVSRS 
           400       410       420       430       440       450    
 
               50        60        70         80                    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWD                    
       :  . .  :  :...  . :   . :  :: :.::.  :                      
gi|135 LGKVGSKCCTHPEAERLSCAEDYLSVVLNRLCVLHEKTPVSERVTKCCTESLVNRRPCFS 
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           460       470       480       490       500       510    
 
gi|135 ALQVDETYVPKEFSAETFTFHADLCTLPEAEKQIKKQSALVELLKHKPKATEEQLKTVMG 
           520       530       540       550       560       570    
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 89.3  bits: 22.1 E():  5.4 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (63-77:122-138) 
 
             40        50        60        70          80           
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWD           
                                     : :..::.:::  :..:              
gi|162 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
gi|162 RKELAAVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200         
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 89.3  bits: 22.1 E():  5.4 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (63-77:122-138) 
 
             40        50        60        70          80           
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWD           
                                     : :..::.:::  :..:              
gi|209 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
gi|209 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 89.3  bits: 22.1 E():  5.4 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (63-77:122-138) 
 
             40        50        60        70          80           
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWD           
                                     : :..::.:::  :..:              
gi|124 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
gi|124 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 88.8  bits: 20.8 E():  5.7 
Smith-Waterman score: 50; 31.4% identity (45.7% similar) in 35 aa overlap (46-80:29-59) 
 
          20        30        40        50        60        70      
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 
                                     :  :::   : .. : ..   :: : .    
gi|323   QAGGQTCAGNICCSQYGYCGTTADYCSPDNNCQATY-HYYNPAQNN---WDLRAVSAY 
                 10        20        30         40           50     
 
          80                                 
AAD-12 AEPWD                                 
          ::                                 
gi|323 CSTWDADKPYSWRYGWTAFCGPAGPRCLRTNAAVTVR 
           60        70        80        90  
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 86.8  bits: 22.8 E():  7.4 
Smith-Waterman score: 56; 27.0% identity (55.6% similar) in 63 aa overlap (3-57:46-108) 
 
                                              10        20          
AAD-12                             TATPLRPL---VKVHPETGRPSLL--IGRH-- 
                                     :::::    ...: ....:  :  .: .   
gi|253 IEEPEMIAPTPPGQFPHQQPISSPNRTSRNTPLRPESTEIETHHHANHPPALPVLGMQLP 
          20        30        40        50        60        70      
 
           30        40        50        60        70        80     
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AAD-12 -AHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD     
          ..:  . :.:.  :.  .:   .::   .:                            
gi|253 VPGTVPESSRAQSRASLNLDIDLDLHAPSHPSHLSHGAPHEQEHAHEIQRHRAHSAQSSA 
          80        90       100       110       120       130      
 
gi|253 GLPPTGFASHLPPASSGPVSLGWNMYHVPPNLHLNANQFNFEVPGHMNVSGHPTHLEHSS 
         140       150       160       170       180       190      
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 86.2  bits: 20.9 E():    8 
Smith-Waterman score: 50; 50.0% identity (90.0% similar) in 10 aa overlap (69-78:24-33) 
 
       40        50        60        70        80                   
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD                   
                                     : :..::..:                     
gi|484        GKMNFTDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVL 
                      10        20        30        40        50    
 
gi|484 TAIIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGE 
            60        70        80        90       100       110    
 
>>gi|212279|gb|AAA48944.1| lysozyme protein [Gallus gall  (24 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 85.4  bits: 18.3 E():  8.9 
Smith-Waterman score: 42; 33.3% identity (53.3% similar) in 15 aa overlap (65-79:5-19) 
 
           40        50        60        70        80     
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD     
                                     :.: : :    .. :      
gi|212                           MNAWVAWRNSCKGTDVQAWIRGCR 
                                         10        20     
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 85.2  bits: 20.9 E():  9.2 
Smith-Waterman score: 50; 40.0% identity (60.0% similar) in 15 aa overlap (65-79:127-141) 
 
           40        50        60        70        80      
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD      
                                     :.: :::    .. :       
gi|126 PCSALLSSDITASVNCAKKIVSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL 
        100       110       120       130       140        
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 85.0  bits: 21.8 E():  9.3 
Smith-Waterman score: 53; 43.8% identity (62.5% similar) in 16 aa overlap (43-58:27-42) 
 
             20        30        40        50        60        70   
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     : :.:  : : .. ::               
gi|170     MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQ 
                   10        20        30        40        50       
 
             80                                                     
AAD-12 LHRAEPWD                                                     
                                                                    
gi|170 QTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQP 
         60        70        80        90       100       110       
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 84.5  bits: 22.8 E():   10 
Smith-Waterman score: 56; 26.1% identity (50.7% similar) in 69 aa overlap (14-78:424-492) 
 
                                10        20        30           40 
AAD-12                  TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :. :...  : ...   .:  :  
gi|668 YAKVLDEFKPLVDEPQNLVKTNCELFEKLGEYGFQNALLVRYTKKAPQVSTPTLVEVSRK 
           400       410       420       430       440       450    
 
               50        60        70         80                    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWD                    
       :  .    :. :. .  . :   . :  :: :.::.  :                      
gi|668 LGKVGTKCCKKPESERMSCAEDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFS 
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           460       470       480       490       500       510    
 
gi|668 GLEVDETYVPKEFNAETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMG 
           520       530       540       550       560       570    
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 83.1  bits: 22.5 E():   12 
Smith-Waterman score: 55; 26.1% identity (50.7% similar) in 69 aa overlap (14-78:401-469) 
 
                                10        20        30           40 
AAD-12                  TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :. :...  : ...   .:  :  
gi|331 YAKVLDEFKPLVDEPQNLVKTNCELFEKLGEYGFQNALLVRYTKKAPQVSTPTLVEVSRK 
              380       390       400       410       420       430 
 
               50        60        70         80                    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWD                    
       :  .    :. :. .  . :   . :  :: :.::.  :                      
gi|331 LGKVGTKCCKKPESERMSCADDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFS 
              440       450       460       470       480       490 
 
gi|331 GLEVDETYVPKEFNAETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMG 
              500       510       520       530       540       550 
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  53  Z-score: 83.1  bits: 21.8 E():   12 
Smith-Waterman score: 53; 27.0% identity (55.6% similar) in 63 aa overlap (10-69:119-178) 
 
                                    10        20         30         
AAD-12                      TATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESE 
                                     .::  .: : :..   .:.:  :..    . 
gi|908 LWIIFSKNLNIKLNMPLYIAGNKTIDGRGAEVHIGNGGPCLFMRTVSHVILHGLNIHGCN 
       90       100       110       120       130       140         
 
       40          50        60        70        80                 
AAD-12 RFLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD                 
         . :  :.. :  .  :::..   ::...  :                            
gi|908 TSVSGNVLISEASGVVPVHAQD---GDAITMRNVTDVWIDHNSLSDSSDGLVDVTLASTG 
      150       160       170          180       190       200      
 
gi|908 VTISNNHFFNHHKVMLLGHSDIYSDDKSMKVTVAFNQFGPNAGQRMPRARYGLIHVANNN 
         210       220       230       240       250       260      
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.1  bits: 21.5 E():   14 
Smith-Waterman score: 52; 28.1% identity (59.4% similar) in 32 aa overlap (32-63:66-97) 
 
              10        20        30        40        50        60  
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     .:. . . : :: .. .   ::.  ::..  
gi|729 STLSLVTKADGKIDMTVDLISPVTKRASLKIDSKKYNLFHEGELSASIVNPRLSWHQYTK 
          40        50        60        70        80        90      
 
              70        80                                          
AAD-12 GDVVVWDNRCLLHRAEPWD                                          
        :                                                           
gi|729 RDSREYKSDVELSLRSSDIALKITMPDYNSKIHYSRQGDQINMDIDGTLIEGHAQGTIRE 
         100       110       120       130       140       150      
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.8  bits: 20.2 E():   14 
Smith-Waterman score: 48; 40.0% identity (100.0% similar) in 10 aa overlap (71-80:44-53) 
 
               50        60        70        80                     
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD                     
                                     :..::..:..                     
gi|558 AVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
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>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 81.8  bits: 21.8 E():   14 
Smith-Waterman score: 53; 27.3% identity (54.5% similar) in 44 aa overlap (23-65:241-284) 
 
                       10        20        30        40         50  
AAD-12         TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF-LEGLVDWACQA 
                                     :  .... :::.: :: .  .   :   .  
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDKTYDLNFKE 
              220       230       240       250       260       270 
 
              60        70        80                                
AAD-12 PRVHAHQWAAGDVVVWDNRCLLHRAEPWD                                
          .. :  .:::.                                               
gi|144 ENNNGSQKISGDVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Serum   (607 aa) 
 initn:  38 init1:  38 opt:  54  Z-score: 81.1  bits: 22.2 E():   15 
Smith-Waterman score: 54; 24.6% identity (49.3% similar) in 69 aa overlap (14-78:423-491) 
 
                                10        20        30           40 
AAD-12                  TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :: :... .: ...   .:  :  
gi|135 YSTVFDKLKHLVDEPQNLIKQNCDQFEKLGEYGFQNALIVRYTRKVPQVSTPTLVEVSRS 
            400       410       420       430       440       450   
 
               50        60        70         80                    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWD                    
       :  .    :  :. .    .   . .  :: :.::.  :                      
gi|135 LGKVGTRCCTKPESERMPCTEDYLSLILNRLCVLHEKTPVSEKVTKCCTESLVNRRPCFS 
            460       470       480       490       500       510   
 
gi|135 ALTPDETYVPKAFDEKLFTFHADICTLPDTEKQIKKQTALVELLKHKPKATEEQLKTVME 
            520       530       540       550       560       570   
 
>>gi|3336842|emb|CAA76847.1| bovine serum albumin [Bos t  (607 aa) 
 initn:  38 init1:  38 opt:  54  Z-score: 81.1  bits: 22.2 E():   15 
Smith-Waterman score: 54; 24.6% identity (49.3% similar) in 69 aa overlap (14-78:423-491) 
 
                                10        20        30           40 
AAD-12                  TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :: :... .: ...   .:  :  
gi|333 YSTVFDKLKHLVDEPQNLIKQNCDQFEKLGEYGFQNALIVRYTRKVPQVSTPTLVEVSRS 
            400       410       420       430       440       450   
 
               50        60        70         80                    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWD                    
       :  .    :  :. .    .   . .  :: :.::.  :                      
gi|333 LGKVGTRCCTKPESERMPCTEDYLSLILNRLCVLHEKTPVSEKVTKCCTESLVNRRPCFS 
            460       470       480       490       500       510   
 
gi|333 ALTPDETYVPKAFDEKLFTFHADICTLPDTEKQIKKQTALVELLKHKPKATEEQLKTVME 
            520       530       540       550       560       570   
 
>>gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Schist  (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 47; 50.0% identity (80.0% similar) in 10 aa overlap (67-76:6-15) 
 
         40        50        60        70        80                 
AAD-12 SERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD                 
                                     :::.:. . :                     
gi|298                          MSADSWDNHCVTYVANNKCLKNLCMTAIDGSHLGT 
                                        10        20        30      
 
gi|298 SNPDFRIPPELILQLKSILDGGLDTSIFFMGEKYIVLQHDSSCLVSRCGKKSLIFYATGK 
          40        50        60        70        80        90      
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 81.0  bits: 21.8 E():   16 
Smith-Waterman score: 53; 27.0% identity (56.8% similar) in 37 aa overlap (31-66:441-477) 
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               10        20        30        40         50          
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG-LVDWACQAPRVHAHQW 
                                     :. :.    .. : :.:  : .  .:. .  
gi|505 YQIAFSRGNRAFIAINLQKNQQNLQQKLHTGLPAGTYCDIISGNLIDNKCTGKSIHVDKN 
              420       430       440       450       460       470 
 
      60        70        80      
AAD-12 AAGDVVVWDNRCLLHRAEPWD      
       . .:: :                    
gi|505 GQADVYVGHDEFDAFVAYHIGARIVS 
              480       490       
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 79.3  bits: 19.6 E():   19 
Smith-Waterman score: 46; 44.4% identity (100.0% similar) in 9 aa overlap (71-79:27-35) 
 
               50        60        70        80                     
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD                     
                                     :..::..:.                      
gi|256     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKA 
                   10        20        30        40        50       
 
gi|256 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNGV 
         60        70        80        90       100       110       
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 79.3  bits: 19.6 E():   19 
Smith-Waterman score: 46; 44.4% identity (100.0% similar) in 9 aa overlap (71-79:27-35) 
 
               50        60        70        80                     
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD                     
                                     :..::..:.                      
gi|214     SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|214 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
         60        70        80        90       100       110       
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 79.3  bits: 19.6 E():   19 
Smith-Waterman score: 46; 44.4% identity (100.0% similar) in 9 aa overlap (71-79:27-35) 
 
               50        60        70        80                     
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD                     
                                     :..::..:.                      
gi|157     SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|157 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
         60        70        80        90       100       110       
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 79.3  bits: 19.6 E():   19 
Smith-Waterman score: 46; 44.4% identity (100.0% similar) in 9 aa overlap (71-79:27-35) 
 
               50        60        70        80                     
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD                     
                                     :..::..:.                      
gi|760     DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|760 NINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
         60        70        80        90       100       110       
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 79.3  bits: 19.6 E():   19 
Smith-Waterman score: 46; 44.4% identity (100.0% similar) in 9 aa overlap (71-79:27-35) 
 
               50        60        70        80                     
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD                     
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                                     :..::..:.                      
gi|179     DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|179 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENVVVTVKLVGDNGV 
         60        70        80        90       100       110       
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 79.3  bits: 19.6 E():   19 
Smith-Waterman score: 46; 44.4% identity (100.0% similar) in 9 aa overlap (71-79:27-35) 
 
               50        60        70        80                     
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD                     
                                     :..::..:.                      
gi|760     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKA 
                   10        20        30        40        50       
 
gi|760 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Globin  (162 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 79.3  bits: 19.9 E():   19 
Smith-Waterman score: 47; 25.0% identity (63.6% similar) in 44 aa overlap (27-69:111-148) 
 
                   10        20        30        40        50       
AAD-12     TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                     :   :..::.  .:  .::..      ..: 
gi|121 VSFFTEVISLSGNQANLSAVYALVSKLGVDHKARGISAAQFGEFRTALVSY------LQA 
               90       100       110       120       130           
 
          60        70        80    
AAD-12 H-QWAAGDVVVWDNRCLLHRAEPWD    
       : .:. . ...:..               
gi|121 HVSWGDNVAAAWNHALDNTYAVALKSLE 
          140       150       160   
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 79.3  bits: 19.6 E():   19 
Smith-Waterman score: 46; 44.4% identity (100.0% similar) in 9 aa overlap (71-79:28-36) 
 
               50        60        70        80                     
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD                     
                                     :..::..:.                      
gi|110    RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNSKTAKIEIKA 
                  10        20        30        40        50        
 
gi|110 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNGV 
        60        70        80        90       100       110        
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.8  bits: 19.6 E():   21 
Smith-Waterman score: 46; 44.4% identity (100.0% similar) in 9 aa overlap (71-79:36-44) 
 
               50        60        70        80                     
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD                     
                                     :..::..:.                      
gi|217 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
          10        20        30        40        50        60      
 
gi|217 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
          70        80        90       100       110       120      
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 78.7  bits: 16.4 E():   21 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (25-30:8-13) 
 
               10        20        30        40        50        60 
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA 
                               ::: .:                               
gi|131                  GPVGGVVHAHMMPLL                             
                                10                                  
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>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 78.7  bits: 19.6 E():   21 
Smith-Waterman score: 46; 26.8% identity (58.5% similar) in 41 aa overlap (19-57:100-140) 
 
                           10        20         30        40        
AAD-12             TATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
         50        60        70        80 
AAD-12 A-CQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD 
       . : . . : :                        
gi|100 GYCGSHHHHHH                        
     130       140                        
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 78.6  bits: 20.9 E():   21 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (11-69:99-157) 
 
                                   10        20         30          
AAD-12                     TATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
      40          50        60        70        80                  
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD                  
        . :  ::. .  .  :::..   ::...  :                             
gi|908 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
      130       140          150       160       170       180      
 
gi|908 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
         190       200       210       220       230       240      
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.6  bits: 19.6 E():   21 
Smith-Waterman score: 46; 44.4% identity (100.0% similar) in 9 aa overlap (71-79:40-48) 
 
               50        60        70        80                     
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD                     
                                     :..::..:.                      
gi|546 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
      10        20        30        40        50        60          
 
gi|546 SLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
      70        80        90       100       110       120          
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 78.6  bits: 20.9 E():   21 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (11-69:100-158) 
 
                                   10        20         30          
AAD-12                     TATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
      40          50        60        70        80                  
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD                  
        . :  ::. .  .  :::..   ::...  :                             
gi|118 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     130       140       150          160       170       180       
 
gi|118 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        190       200       210       220       230       240       
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.5  bits: 20.6 E():   21 
Smith-Waterman score: 49; 43.8% identity (56.2% similar) in 16 aa overlap (43-58:8-23) 
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             20        30        40        50        60        70   
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     : :.:  : :  . ::               
gi|106                        NIQVDPSGQVQWPQQQPFPQPHQPFSQQPQQTFPQPQ 
                                      10        20        30        
 
             80                                                     
AAD-12 LHRAEPWD                                                     
                                                                    
gi|106 QTFPHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQP 
        40        50        60        70        80        90        
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.4  bits: 19.6 E():   22 
Smith-Waterman score: 46; 44.4% identity (100.0% similar) in 9 aa overlap (71-79:43-51) 
 
               50        60        70        80                     
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD                     
                                     :..::..:.                      
gi|164 AVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEANQNRKTAKIEIKA 
             20        30        40        50        60        70   
 
gi|164 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
             80        90       100       110       120       130   
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.4  bits: 19.6 E():   22 
Smith-Waterman score: 46; 44.4% identity (100.0% similar) in 9 aa overlap (71-79:44-52) 
 
               50        60        70        80                     
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD                     
                                     :..::..:.                      
gi|558 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.4  bits: 19.6 E():   22 
Smith-Waterman score: 46; 44.4% identity (100.0% similar) in 9 aa overlap (71-79:44-52) 
 
               50        60        70        80                     
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD                     
                                     :..::..:.                      
gi|256 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|256 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.4  bits: 19.6 E():   22 
Smith-Waterman score: 46; 44.4% identity (100.0% similar) in 9 aa overlap (71-79:44-52) 
 
               50        60        70        80                     
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD                     
                                     :..::..:.                      
gi|558 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.4  bits: 19.6 E():   22 
Smith-Waterman score: 46; 44.4% identity (100.0% similar) in 9 aa overlap (71-79:44-52) 
 
               50        60        70        80                     
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD                     
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                                     :..::..:.                      
gi|864 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|864 NIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.4  bits: 19.6 E():   22 
Smith-Waterman score: 46; 44.4% identity (100.0% similar) in 9 aa overlap (71-79:44-52) 
 
               50        60        70        80                     
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD                     
                                     :..::..:.                      
gi|218 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|218 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.4  bits: 19.6 E():   22 
Smith-Waterman score: 46; 44.4% identity (100.0% similar) in 9 aa overlap (71-79:44-52) 
 
               50        60        70        80                     
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD                     
                                     :..::..:.                      
gi|996 AVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNTKNAKIEIKA 
            20        30        40        50        60        70    
 
gi|996 SIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
            80        90       100       110       120       130    
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.4  bits: 19.6 E():   22 
Smith-Waterman score: 46; 44.4% identity (100.0% similar) in 9 aa overlap (71-79:44-52) 
 
               50        60        70        80                     
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD                     
                                     :..::..:.                      
gi|135 AVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|135 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
            80        90       100       110       120       130    
 
>>gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 78.1  bits: 20.9 E():   22 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (11-69:120-178) 
 
                                   10        20         30          
AAD-12                     TATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHSCNT 
      90       100       110       120       130       140          
 
      40          50        60        70        80                  
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD                  
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLPDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 78.0  bits: 21.8 E():   23 
Smith-Waterman score: 53; 30.4% identity (73.9% similar) in 23 aa overlap (47-69:618-639) 
 
         20        30        40        50        60        70       
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
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                                     : :. :.. : .:.. ..:: ..        
gi|581 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVVHNDFDFRLSV 
       590       600       610       620        630       640       
 
         80                                                         
AAD-12 EPWD                                                         
                                                                    
gi|581 AEGVGLFNVLQEKGVPSRFLNFPDETHWVTKPENSLVWHQQVLGWVNKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 78.0  bits: 19.6 E():   23 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (22-64:1-44) 
 
               10        20        30        40         50          
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQAPRVHAHQW 
                            .: ..:..   ... .:... :.: :     :..    . 
gi|166                      MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAY 
                                    10        20        30          
 
      60        70        80                                        
AAD-12 AAGDVVVWDNRCLLHRAEPWD                                        
        . ::                                                        
gi|166 KSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIE 
      40        50        60        70        80        90          
 
>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 78.0  bits: 19.6 E():   23 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (22-64:1-44) 
 
               10        20        30        40         50          
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQAPRVHAHQW 
                            .: ..:..   ... .:... :.: :     :..    . 
gi|215                      MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAY 
                                    10        20        30          
 
      60        70        80                                        
AAD-12 AAGDVVVWDNRCLLHRAEPWD                                        
        . ::                                                        
gi|215 KSVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIE 
      40        50        60        70        80        90          
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 77.3  bits: 19.9 E():   25 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (26-63:156-194) 
 
                    10        20        30        40        50      
AAD-12      TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|833 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
         130       140       150       160       170       180      
 
           60        70        80 
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWD 
       .. .:: ..                  
gi|833 NVINWAEAENRYIAGDKGGHPFMKL  
         190       200       210  
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.0  bits: 19.6 E():   26 
Smith-Waterman score: 46; 44.4% identity (100.0% similar) in 9 aa overlap (71-79:73-81) 
 
               50        60        70        80                     
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD                     
                                     :..::..:.                      
gi|156 KHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
             50        60        70        80        90       100   
 
gi|156 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            110       120       130       140       150       160   
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>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.9  bits: 19.9 E():   26 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (26-63:167-205) 
 
                    10        20        30        40        50      
AAD-12      TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|164 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
        140       150       160       170       180       190       
 
           60        70        80 
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWD 
       .. .:: ..                  
gi|164 NVINWAEAENRYIAGDKGGHPFMKL  
        200       210       220   
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 76.3  bits: 21.5 E():   28 
Smith-Waterman score: 52; 26.1% identity (73.9% similar) in 23 aa overlap (47-69:618-639) 
 
         20        30        40        50        60        70       
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     : :. :.. : .:.. ..:. ..        
gi|219 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVIHNDFDFRLSV 
       590       600       610       620        630       640       
 
         80                                                         
AAD-12 EPWD                                                         
                                                                    
gi|219 AEGVGLFNVLQEKGIPSRFLNFPDETHWVTKPENSLVWHQQVLGWINKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 76.3  bits: 21.5 E():   28 
Smith-Waterman score: 52; 26.1% identity (73.9% similar) in 23 aa overlap (47-69:618-639) 
 
         20        30        40        50        60        70       
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     : :. :.. : .:.. ..:. ..        
gi|238 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVIHNDSDFRLSV 
       590       600       610       620        630       640       
 
         80                                                         
AAD-12 EPWD                                                         
                                                                    
gi|238 AEGVGLFNVLQEKGIPSRFLNFPDETHWVTKPENSLVWHQQVLGWINKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 76.3  bits: 21.5 E():   28 
Smith-Waterman score: 52; 26.1% identity (73.9% similar) in 23 aa overlap (47-69:618-639) 
 
         20        30        40        50        60        70       
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     : :. :.. : .:.. ..:. ..        
gi|238 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVIHNDFDFRLSV 
       590       600       610       620        630       640       
 
         80                                                         
AAD-12 EPWD                                                         
                                                                    
gi|238 AEGVGLFNVLQEKGIPSRFLNFPDETHWVTKPENSLVWHQQVLGWINKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 76.1  bits: 19.0 E():   29 
Smith-Waterman score: 44; 50.0% identity (100.0% similar) in 8 aa overlap (71-78:26-33) 
 
               50        60        70        80                     
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD                     
                                     :..::..:                       
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gi|484      GKMKFKDCGKGEVTELDITDCSGDFCVIHRGKPLTLEAKFAANQDTTKATIKVLA 
                    10        20        30        40        50      
 
gi|484 KVAGTPIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILPKVKAEVTAELVGDHGVL 
          60        70        80        90       100       110      
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.5  bits: 18.6 E():   32 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (31-43:5-17) 
 
               10        20        30        40        50        60 
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA 
                                     :.:::: .  :.:                  
gi|208                           MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACG 
                                         10        20        30     
 
               70        80                                         
AAD-12 AGDVVVWDNRCLLHRAEPWD                                         
                                                                    
gi|208 LAKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAGDVDGD 
           40        50        60        70        80        90     
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.0  bits: 19.6 E():   34 
Smith-Waterman score: 46; 22.9% identity (60.4% similar) in 48 aa overlap (30-77:115-162) 
 
                10        20        30        40        50          
AAD-12  TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. : ... . :     : ..:.  :..  
gi|383 GSEASANPKDKPAEEEEEEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSL 
           90       100       110       120       130       140     
 
      60        70        80                                        
AAD-12 AAGDVVVWDNRCLLHRAEPWD                                        
       .. .:  ::..  :.. :                                           
gi|383 VTLEVKPWDDETNLEELEANVRAIEMDGLVWGASKFVAVGFGIKKLQINLVVEDEKVSTD 
          150       160       170       180       190       200     
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 74.8  bits: 18.3 E():   35 
Smith-Waterman score: 42; 31.8% identity (59.1% similar) in 22 aa overlap (59-80:53-74) 
 
       30        40        50        60        70        80         
AAD-12 IPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD         
                                     :: . :.. ..  : :: .  :         
gi|387 SINGNAPAEIDLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVD 
             30        40        50        60        70        80   
 
gi|387 CASQHGCHGDTIPR 
             90       
 
>>gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 74.7  bits: 20.2 E():   35 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (11-69:120-178) 
 
                                   10        20         30          
AAD-12                     TATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLEMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
      40          50        60        70        80                  
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD                  
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen all  (367 aa) 
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 initn:  42 init1:  42 opt:  48  Z-score: 74.7  bits: 20.2 E():   35 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (11-69:120-178) 
 
                                   10        20         30          
AAD-12                     TATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
      40          50        60        70        80                  
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD                  
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGNVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 74.7  bits: 20.2 E():   35 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (11-69:120-178) 
 
                                   10        20         30          
AAD-12                     TATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|151 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
      40          50        60        70        80                  
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD                  
        . :  ::. .  .  :::..   ::...  :                             
gi|151 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|151 TISNNHFFNHHKVMLLGHDDTYDNDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 74.7  bits: 20.2 E():   35 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (11-69:120-178) 
 
                                   10        20         30          
AAD-12                     TATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
      40          50        60        70        80                  
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD                  
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 74.7  bits: 20.2 E():   35 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (11-69:120-178) 
 
                                   10        20         30          
AAD-12                     TATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
      40          50        60        70        80                  
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD                  
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGNVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
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gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.6  bits: 18.3 E():   40 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (25-62:20-57) 
 
               10        20        30        40        50        60 
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA 
                               ::  . . : :. :    :..:   .:  :   .   
gi|730      MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPN 
                    10        20        30        40        50      
 
               70        80                                      
AAD-12 AGDVVVWDNRCLLHRAEPWD                                      
       ::                                                        
gi|730 AGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
          60        70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.6  bits: 18.3 E():   40 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (25-62:20-57) 
 
               10        20        30        40        50        60 
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA 
                               ::  . . : :. :    :..:   .:  :   .   
gi|191      MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPN 
                    10        20        30        40        50      
 
               70        80                                      
AAD-12 AGDVVVWDNRCLLHRAEPWD                                      
       ::                                                        
gi|191 AGLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
          60        70        80        90       100       110   
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 73.4  bits: 20.3 E():   41 
Smith-Waterman score: 48; 20.9% identity (55.2% similar) in 67 aa overlap (7-73:2-63) 
 
               10        20        30        40        50        60 
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA 
             :. :.: .    :.  .:   ..  .:.:    . ...:  . .. . .::.   
gi|139      MPISKIHAR----SVYDSRGNPTVE-VDVATETGLHRAIVPSGASTGQHEAHELR 
                        10        20         30        40        50 
 
               70        80                                         
AAD-12 AGDVVVWDNRCLLHRAEPWD                                         
        :: . : .. .:                                                
gi|139 DGDKTQWGGKGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANA 
               60        70        80        90       100       110 
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 72.9  bits: 16.4 E():   44 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (30-47:8-25) 
 
               10        20        30        40        50        60 
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA 
                                    :.. :. ....:..   :              
gi|751                       IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA       
                                     10        20        30         
 
               70        80 
AAD-12 AGDVVVWDNRCLLHRAEPWD 
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.4  bits: 19.9 E():   47 
Smith-Waterman score: 47; 37.5% identity (68.8% similar) in 16 aa overlap (61-76:202-217) 
 
               40        50        60        70        80           
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD           
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                                     ::.  .: ..: : .:               
gi|113 DIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWIDHCSLSKASDGLLDITLGSSHV 
             180       190       200       210       220       230  
 
gi|113 TVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQRMPRCRFGFFQVVNNNY 
             240       250       260       270       280       290  
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 72.2  bits: 16.4 E():   48 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (30-47:8-25) 
 
               10        20        30        40        50        60 
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA 
                                    :.. :. ....:..   :              
gi|751                       IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK    
                                     10        20        30         
 
               70        80 
AAD-12 AGDVVVWDNRCLLHRAEPWD 
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.8  bits: 18.3 E():   50 
Smith-Waterman score: 42; 24.4% identity (56.1% similar) in 41 aa overlap (19-58:100-140) 
 
                           10        20         30        40        
AAD-12             TATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
        50        60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD 
       .  .   : :.                       
gi|100 GYYVGSHHHHHH                      
     130       140                       
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 71.5  bits: 18.3 E():   52 
Smith-Waterman score: 42; 27.8% identity (66.7% similar) in 36 aa overlap (26-61:28-62) 
 
                 10        20        30        40        50         
AAD-12   TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                  :.: :...: : ... .:  : .    ... .: 
gi|157 MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQA-EFRQLANGAPDKTEAEIEAQIEQ 
               10        20        30         40        50          
 
       60        70        80                                       
AAD-12 WAAGDVVVWDNRCLLHRAEPWD                                       
       :.:                                                          
gi|157 WVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPAAKAADARLSAIASNRALKV 
      60        70        80        90       100       110          
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 71.3  bits: 17.7 E():   53 
Smith-Waterman score: 40; 30.0% identity (50.0% similar) in 30 aa overlap (18-47:13-42) 
 
               10        20        30        40        50        60 
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA 
                        :. :.    .. ::   :: :   .:  .:              
gi|144      VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKKGNLWEVK 
                    10        20        30        40        50      
 
               70        80                      
AAD-12 AGDVVVWDNRCLLHRAEPWD                      
                                                 
gi|144 SSKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
          60        70        80        90       
 
>>gi|8843921|gb|AAF80166.1| pollen major allergen 1-1 [J  (367 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 71.3  bits: 19.6 E():   54 
Smith-Waterman score: 46; 27.4% identity (54.8% similar) in 62 aa overlap (11-69:120-178) 
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                                   10        20         30          
AAD-12                     TATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
      40          50        60        70        80                  
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD                  
        . :  ::. .  .  :::..   ::...  :                             
gi|884 SVLGDVLVSESIGVVPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|884 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8843917|gb|AAF80164.1| pollen major allergen 1-2 [J  (367 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 71.3  bits: 19.6 E():   54 
Smith-Waterman score: 46; 27.4% identity (54.8% similar) in 62 aa overlap (11-69:120-178) 
 
                                   10        20         30          
AAD-12                     TATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
      40          50        60        70        80                  
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD                  
        . :  ::. .  .  :::..   ::...  :                             
gi|884 SVLGDVLVSESIGVVPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|884 TIFNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|19069497|emb|CAC37790.2| putative allergen Cup a 1   (367 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 71.3  bits: 19.6 E():   54 
Smith-Waterman score: 46; 27.4% identity (53.2% similar) in 62 aa overlap (11-69:120-178) 
 
                                   10        20         30          
AAD-12                     TATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :..   .:.:  :.     .  
gi|190 WIIFSQNMNIKLQMPLYVAGYKTIDGRGADVHLGNGGPCLFMRTASHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
      40          50        60        70        80                  
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD                  
        . :  ::. .  .  :::..   ::...  :                             
gi|190 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|190 TISNNHFFNHHKVMLLGHDDTYDDDISMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.1  bits: 18.3 E():   55 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (22-45:1-24) 
 
               10        20        30        40        50        60 
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA 
                            .: ..:..   ... .:... :.:                
gi|892                      MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAY 
                                    10        20        30          
 
               70        80                                         
AAD-12 AGDVVVWDNRCLLHRAEPWD                                         
                                                                    
gi|892 KSVEVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIE 
      40        50        60        70        80        90          
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 71.1  bits: 18.3 E():   55 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (22-45:1-24) 
 
               10        20        30        40        50        60 
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA 
                            .: ..:..   ... .:... :.:                
gi|215                      MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAATGAY 
                                    10        20        30          
 
               70        80                                         
AAD-12 AGDVVVWDNRCLLHRAEPWD                                         
                                                                    
gi|215 KSVEVKGDGGAGTVRIITLPEGSPITTMTVRTDAVNKEALSYDSTVIDGDILLGFIESIE 
      40        50        60        70        80        90          
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 71.1  bits: 19.3 E():   55 
Smith-Waterman score: 47; 23.1% identity (59.0% similar) in 39 aa overlap (45-80:130-168) 
 
           20        30        40           50        60        70  
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC---QAPRVHAHQWAAGDVVVWDNRC 
                                     :::     .. .:... .. ::....:    
gi|287 FFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGT 
     100       110       120       130       140       150          
 
              80                                                    
AAD-12 LLHRAEPWD                                                    
        .  : : .                                                    
gi|287 YVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAG 
     160       170       180       190       200       210          
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.9  bits: 19.6 E():   56 
Smith-Waterman score: 46; 28.0% identity (52.0% similar) in 25 aa overlap (52-76:351-375) 
 
              30        40        50        60        70        80  
AAD-12 IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD  
                                     :   .. :  ::: . .   .. ::      
gi|118 INGVQYPLSPSAYILQDDDSCTSGFEGMDVPTSSGELWILGDVFIRQYYTVFDRANNKVG 
              330       340       350       360       370       380 
 
gi|118 LAPVA 
             
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 70.7  bits: 19.6 E():   58 
Smith-Waterman score: 46; 24.4% identity (48.9% similar) in 45 aa overlap (39-76:173-216) 
 
       10        20        30        40        50        60         
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV--- 
                                     : : :    .  .: .  :: . ::..    
gi|113 RGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQ-SDGDAIHVT 
            150       160       170       180       190        200  
 
              70        80                                          
AAD-12 ----VWDNRCLLHRAEPWD                                          
           .: ..: : ..                                              
gi|113 GSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDLKMHVT 
             210       220       230       240       250       260  
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.7  bits: 19.9 E():   58 
Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (16-38:344-366) 
 
                              10        20        30        40      
AAD-12                TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
           320       330       340       350       360       370    
 
          50        60        70        80                          
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AAD-12 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD                          
                                                                    
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
 
>>gi|3182907|sp|O02380.1|ALL2_TYRPU RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 70.1  bits: 18.0 E():   62 
Smith-Waterman score: 41; 37.5% identity (100.0% similar) in 8 aa overlap (71-78:41-48) 
 
               50        60        70        80                     
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD                     
                                     :..:...:                       
gi|318 AVAAAGQVKFTDCGKKEIASVAVDGCEGDLCVIHKSKPVHVIAEFTANQDTCKIEVKVTG 
               20        30        40        50        60        70 
 
gi|318 QLNGLEVPIPGIETDGCKVLKCPLKKGTKYTMNYSVNVPSVVPNIKTVVKLLATGEHGVL 
               80        90       100       110       120       130 
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.0  bits: 19.3 E():   63 
Smith-Waterman score: 45; 28.6% identity (51.4% similar) in 35 aa overlap (25-59:258-291) 
 
                     10        20        30        40        50     
AAD-12       TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     :...:    .  : :  .  : :. :  :. 
gi|510 IGENIIGHLLIVFDGGKSQPACSWYDVPCSHSESIVYATGMVSGRCQHLAVPWTAQQ-RI 
       230       240       250       260       270       280        
 
           60        70        80                                   
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWD                                   
       .  ::                                                        
gi|510 NPIQWKFWRVFTSNIPAYPTSDTTNCVVLNTNVFKNDNTFEGEYHAFPDCARNLFKCRQQ 
        290       300       310       320       330       340       
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 70.0  bits: 19.0 E():   63 
Smith-Waterman score: 44; 27.8% identity (52.8% similar) in 36 aa overlap (2-37:64-96) 
 
                                            10        20        30  
AAD-12                              TATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
                                     :  .. .  . :.  ::   . . :  .:  
gi|481 AGKATTEEQKLIEDINVGFKAAVAARQRPAADKFKTFEAASPRHPRP---LRQGAGLVPK 
            40        50        60        70        80           90 
 
              40        50        60        70        80            
AAD-12 MDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD            
       .::: :                                                       
gi|481 LDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGE 
              100       110       120       130       140       150 
 
>>gi|585290|sp|P32936.2|IAAB_HORVU RecName: Full=Alpha-a  (149 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.7  bits: 18.0 E():   66 
Smith-Waterman score: 41; 75.0% identity (87.5% similar) in 8 aa overlap (1-8:34-41) 
 
                                             10        20        30 
AAD-12                               TATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     ::::. ::                       
gi|585 KSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATPITPLPSCRDYVEQQACRIETPGPPYL 
            10        20        30        40        50        60    
 
               40        50        60        70        80           
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD           
                                                                    
gi|585 AKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVQMDFVRILVTPGFC 
            70        80        90       100       110       120    
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.7  bits: 19.3 E():   66 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (15-31:225-240) 
 
                               10        20        30        40     
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AAD-12                 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
           50        60        70        80                         
AAD-12 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD                         
                                                                    
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.7  bits: 19.3 E():   66 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (15-31:225-240) 
 
                               10        20        30        40     
AAD-12                 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
           50        60        70        80                         
AAD-12 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD                         
                                                                    
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 69.5  bits: 15.8 E():   67 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (30-47:8-25) 
 
               10        20        30        40        50        60 
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA 
                                    :.. :  ....:..   :              
gi|751                       IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA       
                                     10        20        30         
 
               70        80 
AAD-12 AGDVVVWDNRCLLHRAEPWD 
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.4  bits: 19.3 E():   68 
Smith-Waterman score: 45; 25.7% identity (47.1% similar) in 70 aa overlap (14-80:290-358) 
 
                                10        20          30        40  
AAD-12                  TATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
              50        60        70         80                 
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP-WD                 
        .. :   . :.:. : ..      :..  :   ::  ::                 
gi|124 FAMFDENKKQPEVEKH-FGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330        340       350       360       370     
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.4  bits: 19.3 E():   68 
Smith-Waterman score: 45; 25.7% identity (47.1% similar) in 70 aa overlap (14-80:290-358) 
 
                                10        20          30        40  
AAD-12                  TATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
              50        60        70         80                 
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP-WD                 
        .. :   . :.:. : ..      :..  :   ::  ::                 
gi|268 FAMFDENKKQPEVEKH-FGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330        340       350       360       370     
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>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.4  bits: 19.3 E():   68 
Smith-Waterman score: 45; 25.7% identity (47.1% similar) in 70 aa overlap (14-80:290-358) 
 
                                10        20          30        40  
AAD-12                  TATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
              50        60        70         80                 
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP-WD                 
        .. :   . :.:. : ..      :..  :   ::  ::                 
gi|124 FAMFDENKKQPEVEKH-FGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330        340       350       360       370     
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.4  bits: 18.0 E():   68 
Smith-Waterman score: 41; 20.8% identity (79.2% similar) in 24 aa overlap (22-45:1-24) 
 
               10        20        30        40        50        60 
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA 
                            .: ..:..   ... .:....:.:                
gi|134                      MGVQTHVLELTSSVSAEKIFQGFVIDVDTVLPKAAPGAY 
                                    10        20        30          
 
               70        80                                         
AAD-12 AGDVVVWDNRCLLHRAEPWD                                         
                                                                    
gi|134 KSVEIKGDGGPGTLKIITLPDGGPITTMTLRIDGVNKEALTFDYSVIDGDILLGFIESIE 
      40        50        60        70        80        90          
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 69.4  bits: 19.0 E():   68 
Smith-Waterman score: 44; 47.4% identity (63.2% similar) in 19 aa overlap (36-51:72-90) 
 
          10        20        30        40           50        60   
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW---ACQAPRVHAHQWAAG 
                                     :.. ::   :::   ::.:            
gi|144 TISKQVVFLIHGFLSTGNNENFVAMSKALIEKDDFLVISVDWKKGACNAFASTKDALGYS 
              50        60        70        80        90       100  
 
             70        80                                           
AAD-12 DVVVWDNRCLLHRAEPWD                                           
                                                                    
gi|144 KAVGNTRHVGKFVADFTKLLVEKYKVLISNIRLIGHSLGAHTSGFAGKEVQKLKLGKYKE 
             110       120       130       140       150       160  
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.1  bits: 18.7 E():   71 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (45-58:29-42) 
 
           20        30        40        50        60        70     
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH 
                                     :.:  : :  . ::                 
gi|170   MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQT 
                 10        20        30        40        50         
 
           80                                                       
AAD-12 RAEPWD                                                       
                                                                    
gi|170 FPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQ 
       60        70        80        90       100       110         
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 69.0  bits: 19.0 E():   71 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (14-57:254-299) 
 
                                10        20          30        40  
AAD-12                  TATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
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                                     ..::  :  :: .  .. :       : .: 
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
              50        60        70        80 
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD 
        .. :   . :.:. :                        
gi|261 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFS       
           290       300       310             
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.0  bits: 19.3 E():   71 
Smith-Waterman score: 47; 23.1% identity (59.0% similar) in 39 aa overlap (45-80:120-158) 
 
           20        30        40           50        60        70  
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC---QAPRVHAHQWAAGDVVVWDNRC 
                                     :::     .. .:... .. ::....:    
gi|855 FFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGT 
      90       100       110       120       130       140          
 
              80                                                    
AAD-12 LLHRAEPWD                                                    
        .  : : .                                                    
gi|855 YVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAG 
     150       160       170       180       190       200          
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 69.0  bits: 19.3 E():   71 
Smith-Waterman score: 45; 26.8% identity (48.8% similar) in 41 aa overlap (39-73:172-212) 
 
       10        20        30        40        50              60   
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW------AAG 
                                     .  :: .  : .:   : :.       .:: 
gi|625 RGANVEITCGGLTIHNVCNVIIHNIHIHDIKVTEGGIIKATDAKPGHRHKSDGDGICVAG 
             150       160       170       180       190       200  
 
             70        80                                           
AAD-12 DVVVWDNRCLLHRAEPWD                                           
       .  .: ..: :                                                  
gi|625 SSKIWIDHCTLSHGPDGLIDVTLGSTAVTISNCKFSHHQKILLLGADNSHVDDKKMHVTV 
             210       220       230       240       250       260  
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 68.8  bits: 15.8 E():   73 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (30-47:8-25) 
 
               10        20        30        40        50        60 
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA 
                                    :.. :  ....:..   :              
gi|751                       IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK    
                                     10        20        30         
 
               70        80 
AAD-12 AGDVVVWDNRCLLHRAEPWD 
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.7  bits: 19.6 E():   75 
Smith-Waterman score: 46; 22.4% identity (57.1% similar) in 49 aa overlap (15-59:15-63) 
 
               10        20        30        40            50       
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV----DWACQAPRVHA 
                     :. : :. . :  : : ..:...... .. .    : . :   ..  
gi|601 MRGALAGLSLATLATASPVLVNSIHNDAAPIISASNAKEIADNYMIKFKDHVTQNLAAEH 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 HQWAAGDVVVWDNRCLLHRAEPWD                                     
       : :                                                          
gi|601 HGWVQDLHEKTQVAKTELRKRSQSPMVDDIFNGLKHTYNIAGGLMGYAGHFDEDVIEQIR 
               70        80        90       100       110       120 
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>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.6  bits: 17.7 E():   76 
Smith-Waterman score: 40; 37.5% identity (75.0% similar) in 16 aa overlap (2-17:20-35) 
 
                                 10        20        30        40   
AAD-12                   TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
                          :.  : .:.:. ..::                          
gi|244 MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQSCQRQFEEQQRFRNCQRYVKQEV 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD                       
                                                                    
gi|244 QRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASEL 
               70        80        90       100       110       120 
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 68.6  bits: 17.7 E():   76 
Smith-Waterman score: 40; 25.7% identity (60.0% similar) in 35 aa overlap (19-52:100-134) 
 
                           10        20         30        40        
AAD-12             TATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|105 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
        50        60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD 
       .  .:                             
gi|105 GYWVPSSNS                         
     130                                 
 
>>gi|4587985|gb|AAD25927.1|AF084828_1 major allergenic p  (342 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 68.4  bits: 19.0 E():   77 
Smith-Waterman score: 44; 27.8% identity (53.7% similar) in 54 aa overlap (4-48:42-95) 
 
                                          10        20              
AAD-12                            TATPLRPLVKVHPETGRPSLLIGRHAHAI---- 
                                     ::  :.:..:.. .  :   : : ..     
gi|458 RAPASARYFSQTAAANRKVAVLGASGGIGQPLSLLMKLNPKVTELRLYDIRLAPGVAADL 
              20        30        40        50        60        70  
 
           30        40        50        60        70        80     
AAD-12 -----PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD     
            :.. .. ..  ::: :: :                                     
gi|458 SHINTPAVTSGYAQDDLEGAVDGAEIVLIPAGMPRKPGMTRDDLFNSNASIVRDLAKVVA 
              80        90       100       110       120       130  
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 17.7 E():   77 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (69-77:40-48) 
 
       40        50        60        70        80                   
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD                   
                                     . :..::.:                      
gi|170 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|170 LAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 17.7 E():   77 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (69-77:40-48) 
 
       40        50        60        70        80                   
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD                   
                                     . :..::.:                      
gi|158 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
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gi|158 LAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 17.7 E():   77 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (69-77:40-48) 
 
       40        50        60        70        80                   
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD                   
                                     . :..::.:                      
gi|212 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|212 LTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 68.3  bits: 21.2 E():   78 
Smith-Waterman score: 56; 26.5% identity (54.2% similar) in 83 aa overlap (5-78:1122-1198) 
 
                                         10        20        30     
AAD-12                           TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD- 
                                     :.   : . . : :  :     . . : :  
gi|203 QMEVEEVRPFKMHGNSDIKLMANDLDIDYDLKSEFKYESNKGTPIEL----QYKVSGKDR 
            1100      1110      1120      1130          1140        
 
                40        50            60        70        80      
AAD-12 ---AAE-SERFLEGLVDWACQ-AP---RVHAHQWAAGDVVVWDNRCLLHRAEPWD      
          ::: . . .::..:.  . .:   ..:::  . :.   .:..  :...::        
gi|203 SKRAAEMNAEDVEGVIDYKNSGSPIDSKMHAHLKVKGNNYGYDSE--LKQTEPQQYEGKM 
      1150      1160      1170      1180      1190        1200      
 
gi|203 TLSKNDKKIFITHKTEMTKPTSTFLLKTDADVSYSESDMKKHYHMEFKKENDIYTLRSTV 
        1210      1220      1230      1240      1250      1260      
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.7 E():   79 
Smith-Waterman score: 43; 25.9% identity (46.3% similar) in 54 aa overlap (17-62:88-141) 
 
                             10        20               30          
AAD-12               TATPLRPLVKVHPETGRPSLLIGRHAHA-------IPGMDAAESER 
                                     :   .:::..:        .::     ..  
gi|189 AGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRD 
        60        70        80        90       100       110        
 
      40         50        60        70        80 
AAD-12 FLEGLVDWA-CQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD 
       : . ::  . :..  ::   .  :                   
gi|189 FAKVLVTPGQCNVLTVHNAPYCLGLDI                
       120       130       140                    
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 68.2  bits: 18.0 E():   79 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (24-40:17-30) 
 
               10        20        30        40        50        60 
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA 
                              ::   .:..:    :::                     
gi|212        VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCW 
                      10        20           30        40        50 
 
               70        80                                         
AAD-12 AGDVVVWDNRCLLHRAEPWD                                         
                                                                    
gi|212 IDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYEN 
               60        70        80        90       100       110 
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.7 E():   79 
Smith-Waterman score: 40; 26.7% identity (60.0% similar) in 30 aa overlap (4-33:115-144) 
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                                          10        20        30    
AAD-12                            TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::   .:. ...  ..:    :.: 
gi|217 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
            40        50        60        70        80 
AAD-12 AAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD 
                                                       
gi|217 I                                               
                                                       
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.7 E():   79 
Smith-Waterman score: 41; 26.0% identity (48.0% similar) in 50 aa overlap (21-62:93-142) 
 
                         10        20               30        40    
AAD-12           TATPLRPLVKVHPETGRPSLLIGRHAHA-------IPGMDAAESERFLEG 
                                     .:::..:        .::     .. : .  
gi|439 SSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKV 
             70        80        90       100       110       120   
 
             50        60        70        80 
AAD-12 LVDWA-CQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD 
       ::  . :..  ::   .  :                   
gi|439 LVTPGQCNVLTVHNAPYCLGLDI                
            130       140                     
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 68.1  bits: 18.0 E():   80 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (24-40:18-31) 
 
               10        20        30        40        50        60 
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA 
                              ::   .:..:    :::                     
gi|116       AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCW 
                     10        20           30        40        50  
 
               70        80                                         
AAD-12 AGDVVVWDNRCLLHRAEPWD                                         
                                                                    
gi|116 IDRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYEN 
              60        70        80        90       100       110  
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 68.1  bits: 18.0 E():   80 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (24-40:18-31) 
 
               10        20        30        40        50        60 
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA 
                              ::   .:..:    :::                     
gi|144       AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCW 
                     10        20           30        40        50  
 
               70        80                                         
AAD-12 AGDVVVWDNRCLLHRAEPWD                                         
                                                                    
gi|144 IDRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYDN 
              60        70        80        90       100       110  
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.1  bits: 19.3 E():   80 
Smith-Waterman score: 45; 38.9% identity (72.2% similar) in 18 aa overlap (23-40:241-258) 
 
                       10        20        30        40        50   
AAD-12         TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                     :  .... :::.: :: .             
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDQTYDLNFKE 
              220       230       240       250       260       270 
 
             60        70        80                                 
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AAD-12 RVHAHQWAAGDVVVWDNRCLLHRAEPWD                                 
                                                                    
gi|144 ENNNGSQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 68.1  bits: 20.9 E():   80 
Smith-Waterman score: 50; 44.4% identity (63.0% similar) in 27 aa overlap (18-43:636-662) 
 
                            10        20         30        40       
AAD-12              TATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVD 
                                     :: : : : : .:::  . ..:  :.:    
gi|278 SRGPSGPPGPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIG 
         610       620       630       640       650       660      
 
         50        60        70        80                           
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD                           
                                                                    
gi|278 SPGRDGARGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAG 
         670       680       690       700       710       720      
 
>>gi|75107131|sp|P82952.1|ALL2_PRUDU RecName: Full=Seed   (25 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 68.0  bits: 15.1 E():   81 
Smith-Waterman score: 32; 57.1% identity (85.7% similar) in 7 aa overlap (1-7:5-11) 
 
                   10        20        30        40        50       
AAD-12     TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
           : .:.::                                                  
gi|751 TKSQTHVPIRPNKLVLKVQKDRATN                                    
               10        20                                         
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.9  bits: 18.0 E():   82 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (47-70:70-93) 
 
         20        30        40        50        60        70       
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|283 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
      40        50        60        70        80        90          
 
         80                                                         
AAD-12 EPWD                                                         
                                                                    
gi|283 CGPVGAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
     100       110       120       130       140       150          
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 67.9  bits: 19.3 E():   82 
Smith-Waterman score: 45; 34.6% identity (50.0% similar) in 26 aa overlap (49-68:25-50) 
 
       20        30        40        50              60        70   
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ------WAAGDVVVWDNRCL 
                                     ::  :. : .      . :: : .::     
gi|259       LSVCFLILFHGCLASRQEWQQQDECQIDRLDALEPDNRVEYEAGTVEAWDPNHE 
                     10        20        30        40        50     
 
             80                                                     
AAD-12 LHRAEPWD                                                     
                                                                    
gi|259 QFRCAGVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQ 
           60        70        80        90       100       110     
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.8  bits: 17.7 E():   83 
Smith-Waterman score: 42; 25.8% identity (48.5% similar) in 66 aa overlap (1-66:59-118) 
 
                                             10        20        30 
AAD-12                               TATPLRPLVKVHPETGRPSLLIGRHAHAIP 
                                     :.  . :. : :   :  .    :::  .  
gi|160 TVTGNLSGLKPGLHGFHAHALGDTTNGCMSTGPHFNPVGKEHGAPGDEN----RHAGDLG 
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       30        40        50        60        70            80     
 
               40        50        60        70        80           
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD           
       .. ..:.     ..::   : : .  :.  .  :::                         
gi|160 NITVGEDGTAAINIVDK--QIPLTGPHSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGR 
           90       100         110       120       130       140   
 
gi|160 VACGIIGLQG 
            150   
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.8  bits: 18.0 E():   83 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (24-40:27-40) 
 
                  10        20        30        40        50        
AAD-12    TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                 ::   .:..:    :::                  
gi|194 MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEALTQY 
               10        20        30           40        50        
 
        60        70        80                                      
AAD-12 QWAAGDVVVWDNRCLLHRAEPWD                                      
                                                                    
gi|194 KCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDY 
        60        70        80        90       100       110        
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.7  bits: 15.1 E():   84 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (13-23:10-20) 
 
               10        20        30        40        50        60 
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA 
                   :.:  :..: :                                      
gi|147    AKITFTNNXPNTVWPGILTGFGQKPQ                                
                  10        20                                      
 
>>gi|69552|pir||MEHB2 melittin, minor - honeybee          (27 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.4  bits: 15.1 E():   87 
Smith-Waterman score: 32; 30.8% identity (61.5% similar) in 13 aa overlap (41-53:13-25) 
 
               20        30        40        50        60        70 
AAD-12 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  .  :                  
gi|695                   GIGAVLKVLTTGLPALISWISRKKRQQ                
                                 10        20                       
 
               80 
AAD-12 CLLHRAEPWD 
 
>>gi|111120424|gb|ABH06346.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.4  bits: 17.4 E():   88 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (60-77:109-126) 
 
      30        40        50        60        70        80 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD 
                                     :.::... : . : .:..    
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE 
       80        90       100       110       120          
 
>>gi|111120432|gb|ABH06350.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.4  bits: 17.4 E():   88 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (60-77:109-126) 
 
      30        40        50        60        70        80 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD 
                                     :.::... : . : .:..    
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE 
       80        90       100       110       120          
 
>>gi|111494253|gb|ABH06347.1| Blo t 21 allergen [Blomia   (129 aa) 
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 initn:  39 init1:  39 opt:  39  Z-score: 67.4  bits: 17.4 E():   88 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (60-77:109-126) 
 
      30        40        50        60        70        80 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD 
                                     :.::... : . : .:..    
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE 
       80        90       100       110       120          
 
>>gi|111120428|gb|ABH06348.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.4  bits: 17.4 E():   88 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (60-77:109-126) 
 
      30        40        50        60        70        80 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD 
                                     :.::... : . : .:..    
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE 
       80        90       100       110       120          
 
>>gi|111120420|gb|ABH06344.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.4  bits: 17.4 E():   88 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (60-77:109-126) 
 
      30        40        50        60        70        80 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD 
                                     :.::... : . : .:..    
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE 
       80        90       100       110       120          
 
>>gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-termi  (34 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 67.3  bits: 15.5 E():   88 
Smith-Waterman score: 33; 25.0% identity (58.3% similar) in 24 aa overlap (30-53:8-31) 
 
               10        20        30        40        50        60 
AAD-12 TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWA 
                                    : . :.   ..::. . .  . ::        
gi|691                       AIGDKPGPKITATYXXKWLEAKATFYGSNPRGAA     
                                     10        20        30         
 
               70        80 
AAD-12 AGDVVVWDNRCLLHRAEPWD 
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 18.0 E():   89 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (47-70:87-110) 
 
         20        30        40        50        60        70       
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|123 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
         80                                                         
AAD-12 EPWD                                                         
                                                                    
gi|123 CGPVGAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 18.0 E():   89 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (47-70:87-110) 
 
         20        30        40        50        60        70       
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|158 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
         80                                                         
AAD-12 EPWD                                                         
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gi|158 CGPVGAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.9  bits: 19.0 E():   93 
Smith-Waterman score: 44; 32.0% identity (68.0% similar) in 25 aa overlap (55-78:129-153) 
 
           30        40        50        60        70         80    
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEPWD    
                                     ...:: ::.  : ..: . . : .:      
gi|114 DPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKI 
      100       110       120       130       140       150         
 
gi|114 DYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEK 
      160       170       180       190       200       210         
 
>>gi|75139900|sp|Q7M1L8|Q7M1L8_PHLPR Pollen allergen Phl  (24 aa) 
 initn:  31 init1:  31 opt:  31  Z-score: 66.6  bits: 14.8 E():   96 
Smith-Waterman score: 31; 42.9% identity (50.0% similar) in 14 aa overlap (2-15:7-20) 
 
                    10        20        30        40        50      
AAD-12      TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
             :::  : .   : :                                         
gi|751 DLGYAPATPAAPGAGYTPATPAAP                                     
               10        20                                         
 
>>gi|46396598|sp||P83834_3 [Segment 3 of 3] Pathogenesis  (10 aa) 
 initn:  27 init1:  27 opt:  27  Z-score: 66.5  bits: 13.5 E():   98 
Smith-Waterman score: 27; 50.0% identity (75.0% similar) in 8 aa overlap (69-76:1-8) 
 
       40        50        60        70        80 
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD 
                                     .: :.: :     
gi|463                               DRNLVHSATR   
                                             10   
 
>>gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia mutic  (284 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 66.4  bits: 18.3 E():   98 
Smith-Waterman score: 42; 36.8% identity (73.7% similar) in 19 aa overlap (24-42:63-80) 
 
                      10        20        30        40        50    
AAD-12        TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     .:: ..  ..::: .:. :            
gi|219 EDSKAKIEEDLTSLQKKYTNLENEFDQVNEKHADSVAKLEAAE-KRLTETEDEIKGYTRK 
             40        50        60        70         80        90  
 
            60        70        80                                  
AAD-12 VHAHQWAAGDVVVWDNRCLLHRAEPWD                                  
                                                                    
gi|219 IQLLEDDLERTQTKLDEATGKLEEATKSADESERGRKVLESRSLADDDRIDGLEKQVKDA 
             100       110       120       130       140       150  
 
>>gi|289064179|gb|ADC80503.1| non-specific lipid transfe  (118 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 66.3  bits: 17.1 E(): 1e 
Smith-Waterman score: 38; 66.7% identity (88.9% similar) in 9 aa overlap (26-34:81-89) 
 
                    10        20        30        40        50      
AAD-12      TATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     : ::::..:                      
gi|289 ASCCSGVRSLNAAAKTTPDRQAVCNCLKSAAGAIPGFNANNAGILPGKCGVSIPYKISTS 
               60        70        80        90       100       110 
 
          60        70        80 
AAD-12 AHQWAAGDVVVWDNRCLLHRAEPWD 
                                 
gi|289 TNCATIKF                  
                                 
 
 
 
80 residues in 1 query   sequences 
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339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:03:02 2011 done: Fri Jan 21 00:03:02 2011 
 Total Scan time:  0.060 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 191  - 270 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     1     8:=* 
  34    17    22:=====* 
  36    19    44:=====     * 
  38    52    73:=============     * 
  40    76   102:===================      * 
  42    89   125:=======================        * 
  44   110   138:============================      * 
  46   182   140:==================================*=========== 
  48   184   134:=================================*============ 
  50   126   122:==============================*= 
  52   128   108:==========================*===== 
  54   103    92:======================*=== 
  56    88    77:===================*== 
  58    56    63:============== * 
  60    40    51:==========  * 
  62    36    41:========= * 
  64    25    33:======= * 
  66    27    26:======* 
  68    31    20:====*=== 
  70    20    16:===*= 
  72    11    12:==* 
  74     7    10:==* 
  76    12     8:=*= 
  78    15     6:=*== 
  80    13     5:=*== 
  82     4     3:* 
  84     4     3:* 
  86     2     2:* 
  88     4     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     1     1:*         :* 
  94     2     1:*         :*= 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     1     0:=         *= 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     1     0:=         *= 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
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Statistics:  Expectation_n fit: rho(ln(x))= 4.43700.00306; mu= 7.3874 0.163 
 mean_var=35.068210.137, 0's: 2 Z-trim: 4  B-trim: 15 in 1/43 
 Lambda= 0.216580 
 Kolmogorov-Smirnov  statistic: 0.1003 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   73 28.0     0.2 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   64 25.1    0.49 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   66 25.8    0.89 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   56 22.6     2.1 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   56 22.6     2.9 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   56 22.6     2.9 
gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Se ( 608)   61 24.3     3.6 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   54 22.0     5.8 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   54 22.0     5.9 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   54 22.0     5.9 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 20.7     6.3 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   56 22.7     7.9 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   50 20.7     8.7 
gi|212279|gb|AAA48944.1| lysozyme protein [Gallus  (  24)   42 18.1     9.9 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   50 20.8     9.9 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   53 21.7      10 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   56 22.7      11 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   49 20.4      12 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   55 22.4      13 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   53 21.7      13 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   52 21.4      14 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   53 21.8      15 
gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Se ( 607)   54 22.1      16 
gi|3336842|emb|CAA76847.1| bovine serum albumin [B ( 607)   54 22.1      16 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   53 21.8      17 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   47 19.8      17 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   47 19.8      17 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   47 19.8      17 
gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Sc ( 129)   47 19.8      17 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   47 19.8      17 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   47 19.8      17 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   47 19.8      19 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   47 19.8      19 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   47 19.8      19 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   46 19.5      21 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   46 19.5      21 
gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Gl ( 162)   47 19.8      21 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   46 19.5      22 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   46 19.5      22 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   50 20.8      22 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   50 20.8      23 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   49 20.5      23 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   46 19.5      23 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 16.2      23 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   46 19.5      23 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   46 19.5      23 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   46 19.5      23 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   46 19.5      23 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   46 19.5      23 
gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen ( 367)   50 20.8      24 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   53 21.8      24 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   46 19.5      25 
gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   46 19.5      25 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   47 19.8      27 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   46 19.5      28 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   47 19.8      28 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 21.5      30 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   52 21.5      30 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   52 21.5      30 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   43 18.5      30 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   44 18.9      31 
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gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 18.5      34 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   46 19.5      36 
gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen ( 367)   48 20.2      36 
gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen ( 367)   48 20.2      36 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   48 20.2      36 
gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen ( 367)   48 20.2      36 
gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen ( 367)   48 20.2      36 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   42 18.2      43 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   42 18.2      43 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   48 20.2      43 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 16.3      47 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   47 19.9      49 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 16.3      51 
gi|34495280|gb|AAQ73487.1| type 2 allergen Lep d 2 ( 140)   42 18.2      53 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   42 18.2      53 
gi|34495274|gb|AAQ73484.1| type 2 allergen Lep d 2 ( 141)   42 18.2      53 
gi|33772588|gb|AAQ54603.1| Gly d 2.03 [Glycyphagus ( 141)   42 18.2      53 
gi|34495290|gb|AAQ73492.1| type 2 allergen Lep d 2 ( 141)   42 18.2      53 
gi|34495284|gb|AAQ73489.1| type 2 allergen Lep d 2 ( 141)   42 18.2      53 
gi|34495282|gb|AAQ73488.1| type 2 allergen Lep d 2 ( 141)   42 18.2      53 
gi|34495278|gb|AAQ73486.1| type 2 allergen Lep d 2 ( 141)   42 18.2      53 
gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2 ( 141)   42 18.2      53 
gi|34495288|gb|AAQ73491.1| type 2 allergen Lep d 2 ( 141)   42 18.2      53 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.3      55 
gi|8843917|gb|AAF80164.1| pollen major allergen 1- ( 367)   46 19.6      56 
gi|19069497|emb|CAC37790.2| putative allergen Cup  ( 367)   46 19.6      56 
gi|8843921|gb|AAF80166.1| pollen major allergen 1- ( 367)   46 19.6      56 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   40 17.6      56 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   45 19.2      58 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.3      58 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.3      58 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   46 19.6      58 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   46 19.6      60 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 19.9      60 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   45 19.2      65 
gi|3182907|sp|O02380.1|ALL2_TYRPU RecName: Full=Mi ( 141)   41 17.9      66 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   44 18.9      66 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.2      69 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.2      69 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   45 19.2      70 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   45 19.2      70 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   45 19.2      70 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   44 18.9      71 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   41 17.9      71 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 15.7      72 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   43 18.6      74 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.2      74 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   44 18.9      74 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.2      74 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   46 19.6      77 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 15.7      78 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   40 17.6      78 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   40 17.6      79 
gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium  ( 138)   40 17.6      79 
gi|4587985|gb|AAD25927.1|AF084828_1 major allergen ( 342)   44 18.9      80 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   51 21.2      80 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   40 17.6      81 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   40 17.6      81 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   40 17.6      81 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 20.9      82 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   40 17.6      83 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.3      83 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 17.9      83 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   40 17.6      83 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   40 17.6      83 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 18.0      83 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 18.0      83 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   45 19.3      85 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   41 18.0      85 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 18.0      87 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   40 17.6      87 
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gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.0      90 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   39 17.3      92 
gi|111120432|gb|ABH06350.1| Blo t 21 allergen [Blo ( 129)   39 17.3      92 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   39 17.3      92 
gi|111494253|gb|ABH06347.1| Blo t 21 allergen [Blo ( 129)   39 17.3      92 
gi|111120420|gb|ABH06344.1| Blo t 21 allergen [Blo ( 129)   39 17.3      92 
gi|111120428|gb|ABH06348.1| Blo t 21 allergen [Blo ( 129)   39 17.3      92 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   39 17.3      92 
gi|111120424|gb|ABH06346.1| Blo t 21 allergen [Blo ( 129)   39 17.3      92 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   39 17.3      92 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   39 17.3      92 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   41 18.0      93 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   41 18.0      93 
gi|69552|pir||MEHB2 melittin, minor - honeybee     (  27)   32 15.0      93 
gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-t (  34)   33 15.4      94 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   44 18.9      96 
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  73 init1:  73 opt:  73  Z-score: 115.2  bits: 28.0 E():  0.2 
Smith-Waterman score: 73; 35.5% identity (54.8% similar) in 31 aa overlap (31-61:246-276) 
 
               10        20        30        40        50        60 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:: :   . :     .: . 
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
 
               70        80                                         
AAD-12 GDVVVWDNRCLLHRAEPWDF                                         
       :                                                            
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 108.0  bits: 25.1 E(): 0.49 
Smith-Waterman score: 64; 32.8% identity (50.8% similar) in 61 aa overlap (11-67:79-133) 
 
                                   10          20          30       
AAD-12                     ATPLRPLVKVHPETGRPSL--LIGRHA--HAIPGMDAAES 
                                     .::. ::.:  ::   :  :   :.. :.  
gi|121 DLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPEN-RPALKTLIDGLASSHKARGIEKAQF 
       50        60        70        80         90       100        
 
         40        50        60        70        80      
AAD-12 ERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF      
       :.:  .:::.       :  .:      .::                   
gi|121 EEFRASLVDYLS-----HHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
       110            120       130       140       150  
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  66 init1:  66 opt:  66  Z-score: 103.4  bits: 25.8 E(): 0.89 
Smith-Waterman score: 66; 32.3% identity (54.8% similar) in 31 aa overlap (31-61:247-277) 
 
               10        20        30        40        50        60 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:  :   . :.    .: . 
gi|232 APDIKTPKEALDLIMDAIDKAGYKGKVGIAMDVASSEFYKDGKYDLDFKNPESDPSKWLS 
        220       230       240       250       260       270       
 
               70        80                                         
AAD-12 GDVVVWDNRCLLHRAEPWDF                                         
       :                                                            
gi|232 GPQLADLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKT 
        280       290       300       310       320       330       
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 96.5  bits: 22.6 E():  2.1 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (42-58:68-86) 
 
              20        30        40          50        60          
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
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                                     : .:..:  :: ... :.:            
gi|219 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
      70        80        
AAD-12 CLLHRAEPWDF        
                          
gi|219 SFDSDRSGLLLKQKVSDE 
       100       110      
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 94.2  bits: 22.6 E():  2.9 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (42-58:68-86) 
 
              20        30        40          50        60          
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|184 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
      70        80                                                  
AAD-12 CLLHRAEPWDF                                                  
                                                                    
gi|184 SFDSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 94.2  bits: 22.6 E():  2.9 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (42-58:68-86) 
 
              20        30        40          50        60          
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|456 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNF 
        40        50        60        70        80        90        
 
      70        80                                                  
AAD-12 CLLHRAEPWDF                                                  
                                                                    
gi|456 SFGSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Serum   (608 aa) 
 initn:  43 init1:  43 opt:  61  Z-score: 92.5  bits: 24.3 E():  3.6 
Smith-Waterman score: 61; 26.1% identity (53.6% similar) in 69 aa overlap (13-77:424-492) 
 
                                 10        20        30             
AAD-12                   ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :. :... .: ...   .:  :  
gi|135 YAHVFDEFKPLVEEPHNLVKTNCELFEKLGEYGFQNALLVRYTKKVPQVSTPTLVEVSRS 
           400       410       420       430       440       450    
 
      40        50        60         70        80                   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDF                   
       :  . .  :  :...  . :   . :  :: :.::.  :                      
gi|135 LGKVGSKCCTHPEAERLSCAEDYLSVVLNRLCVLHEKTPVSERVTKCCTESLVNRRPCFS 
           460       470       480       490       500       510    
 
gi|135 ALQVDETYVPKEFSAETFTFHADLCTLPEAEKQIKKQSALVELLKHKPKATEEQLKTVMG 
           520       530       540       550       560       570    
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 88.7  bits: 22.0 E():  5.8 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (62-76:122-138) 
 
              40        50        60        70          80          
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDF          
                                     : :..::.:::  :..:              
gi|162 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
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gi|162 RKELAAVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200         
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 88.6  bits: 22.0 E():  5.9 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (62-76:122-138) 
 
              40        50        60        70          80          
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDF          
                                     : :..::.:::  :..:              
gi|209 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
gi|209 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 88.6  bits: 22.0 E():  5.9 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (62-76:122-138) 
 
              40        50        60        70          80          
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDF          
                                     : :..::.:::  :..:              
gi|124 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
gi|124 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 88.2  bits: 20.7 E():  6.3 
Smith-Waterman score: 50; 31.4% identity (45.7% similar) in 35 aa overlap (45-79:29-59) 
 
           20        30        40        50        60        70     
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 
                                     :  :::   : .. : ..   :: : .    
gi|323   QAGGQTCAGNICCSQYGYCGTTADYCSPDNNCQATY-HYYNPAQNN---WDLRAVSAY 
                 10        20        30         40           50     
 
           80                                
AAD-12 AEPWDF                                
          ::                                 
gi|323 CSTWDADKPYSWRYGWTAFCGPAGPRCLRTNAAVTVR 
           60        70        80        90  
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 86.3  bits: 22.7 E():  7.9 
Smith-Waterman score: 56; 27.0% identity (55.6% similar) in 63 aa overlap (2-56:46-108) 
 
                                               10        20         
AAD-12                              ATPLRPL---VKVHPETGRPSLL--IGRH-- 
                                     :::::    ...: ....:  :  .: .   
gi|253 IEEPEMIAPTPPGQFPHQQPISSPNRTSRNTPLRPESTEIETHHHANHPPALPVLGMQLP 
          20        30        40        50        60        70      
 
            30        40        50        60        70        80    
AAD-12 -AHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF    
          ..:  . :.:.  :.  .:   .::   .:                            
gi|253 VPGTVPESSRAQSRASLNLDIDLDLHAPSHPSHLSHGAPHEQEHAHEIQRHRAHSAQSSA 
          80        90       100       110       120       130      
 
gi|253 GLPPTGFASHLPPASSGPVSLGWNMYHVPPNLHLNANQFNFEVPGHMNVSGHPTHLEHSS 
         140       150       160       170       180       190      
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 85.6  bits: 20.7 E():  8.7 
Smith-Waterman score: 50; 50.0% identity (90.0% similar) in 10 aa overlap (68-77:24-33) 
 
        40        50        60        70        80                  
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                  
                                     : :..::..:                     
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gi|484        GKMNFTDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVL 
                      10        20        30        40        50    
 
gi|484 TAIIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGE 
            60        70        80        90       100       110    
 
>>gi|212279|gb|AAA48944.1| lysozyme protein [Gallus gall  (24 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 84.6  bits: 18.1 E():  9.9 
Smith-Waterman score: 42; 33.3% identity (53.3% similar) in 15 aa overlap (64-78:5-19) 
 
            40        50        60        70        80    
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF    
                                     :.: : :    .. :      
gi|212                           MNAWVAWRNSCKGTDVQAWIRGCR 
                                         10        20     
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.6  bits: 20.8 E():  9.9 
Smith-Waterman score: 50; 40.0% identity (60.0% similar) in 15 aa overlap (64-78:127-141) 
 
            40        50        60        70        80     
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF     
                                     :.: :::    .. :       
gi|126 PCSALLSSDITASVNCAKKIVSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL 
        100       110       120       130       140        
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.5  bits: 21.7 E():   10 
Smith-Waterman score: 53; 43.8% identity (62.5% similar) in 16 aa overlap (42-57:27-42) 
 
              20        30        40        50        60        70  
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     : :.:  : : .. ::               
gi|170     MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQ 
                   10        20        30        40        50       
 
              80                                                    
AAD-12 LHRAEPWDF                                                    
                                                                    
gi|170 QTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQP 
         60        70        80        90       100       110       
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 84.1  bits: 22.7 E():   11 
Smith-Waterman score: 56; 26.1% identity (50.7% similar) in 69 aa overlap (13-77:424-492) 
 
                                 10        20        30             
AAD-12                   ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :. :...  : ...   .:  :  
gi|668 YAKVLDEFKPLVDEPQNLVKTNCELFEKLGEYGFQNALLVRYTKKAPQVSTPTLVEVSRK 
           400       410       420       430       440       450    
 
      40        50        60         70        80                   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDF                   
       :  .    :. :. .  . :   . :  :: :.::.  :                      
gi|668 LGKVGTKCCKKPESERMSCAEDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFS 
           460       470       480       490       500       510    
 
gi|668 GLEVDETYVPKEFNAETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMG 
           520       530       540       550       560       570    
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 82.9  bits: 20.4 E():   12 
Smith-Waterman score: 49; 36.4% identity (100.0% similar) in 11 aa overlap (70-80:44-54) 
 
      40        50        60        70        80                    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                    
                                     :..::..:...                    
gi|558 AVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
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gi|558 NIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 82.7  bits: 22.4 E():   13 
Smith-Waterman score: 55; 26.1% identity (50.7% similar) in 69 aa overlap (13-77:401-469) 
 
                                 10        20        30             
AAD-12                   ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :. :...  : ...   .:  :  
gi|331 YAKVLDEFKPLVDEPQNLVKTNCELFEKLGEYGFQNALLVRYTKKAPQVSTPTLVEVSRK 
              380       390       400       410       420       430 
 
      40        50        60         70        80                   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDF                   
       :  .    :. :. .  . :   . :  :: :.::.  :                      
gi|331 LGKVGTKCCKKPESERMSCADDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFS 
              440       450       460       470       480       490 
 
gi|331 GLEVDETYVPKEFNAETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMG 
              500       510       520       530       540       550 
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  53  Z-score: 82.6  bits: 21.7 E():   13 
Smith-Waterman score: 53; 27.0% identity (55.6% similar) in 63 aa overlap (9-68:119-178) 
 
                                     10        20         30        
AAD-12                       ATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESE 
                                     .::  .: : :..   .:.:  :..    . 
gi|908 LWIIFSKNLNIKLNMPLYIAGNKTIDGRGAEVHIGNGGPCLFMRTVSHVILHGLNIHGCN 
       90       100       110       120       130       140         
 
        40          50        60        70        80                
AAD-12 RFLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                
         . :  :.. :  .  :::..   ::...  :                            
gi|908 TSVSGNVLISEASGVVPVHAQD---GDAITMRNVTDVWIDHNSLSDSSDGLVDVTLASTG 
      150       160       170          180       190       200      
 
gi|908 VTISNNHFFNHHKVMLLGHSDIYSDDKSMKVTVAFNQFGPNAGQRMPRARYGLIHVANNN 
         210       220       230       240       250       260      
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.6  bits: 21.4 E():   14 
Smith-Waterman score: 52; 28.1% identity (59.4% similar) in 32 aa overlap (31-62:66-97) 
 
               10        20        30        40        50        60 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     .:. . . : :: .. .   ::.  ::..  
gi|729 STLSLVTKADGKIDMTVDLISPVTKRASLKIDSKKYNLFHEGELSASIVNPRLSWHQYTK 
          40        50        60        70        80        90      
 
               70        80                                         
AAD-12 GDVVVWDNRCLLHRAEPWDF                                         
        :                                                           
gi|729 RDSREYKSDVELSLRSSDIALKITMPDYNSKIHYSRQGDQINMDIDGTLIEGHAQGTIRE 
         100       110       120       130       140       150      
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 81.3  bits: 21.8 E():   15 
Smith-Waterman score: 53; 27.3% identity (54.5% similar) in 44 aa overlap (22-64:241-284) 
 
                        10        20        30         40        50 
AAD-12          ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF-LEGLVDWACQA 
                                     :  .... :::.: :: .  .   :   .  
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDKTYDLNFKE 
              220       230       240       250       260       270 
 
               60        70        80                               
AAD-12 PRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                               
          .. :  .:::.                                               
gi|144 ENNNGSQKISGDVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDL 
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              280       290       300       310       320       330 
 
>>gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Serum   (607 aa) 
 initn:  38 init1:  38 opt:  54  Z-score: 80.7  bits: 22.1 E():   16 
Smith-Waterman score: 54; 24.6% identity (49.3% similar) in 69 aa overlap (13-77:423-491) 
 
                                 10        20        30             
AAD-12                   ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :: :... .: ...   .:  :  
gi|135 YSTVFDKLKHLVDEPQNLIKQNCDQFEKLGEYGFQNALIVRYTRKVPQVSTPTLVEVSRS 
            400       410       420       430       440       450   
 
      40        50        60         70        80                   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDF                   
       :  .    :  :. .    .   . .  :: :.::.  :                      
gi|135 LGKVGTRCCTKPESERMPCTEDYLSLILNRLCVLHEKTPVSEKVTKCCTESLVNRRPCFS 
            460       470       480       490       500       510   
 
gi|135 ALTPDETYVPKAFDEKLFTFHADICTLPDTEKQIKKQTALVELLKHKPKATEEQLKTVME 
            520       530       540       550       560       570   
 
>>gi|3336842|emb|CAA76847.1| bovine serum albumin [Bos t  (607 aa) 
 initn:  38 init1:  38 opt:  54  Z-score: 80.7  bits: 22.1 E():   16 
Smith-Waterman score: 54; 24.6% identity (49.3% similar) in 69 aa overlap (13-77:423-491) 
 
                                 10        20        30             
AAD-12                   ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :: :... .: ...   .:  :  
gi|333 YSTVFDKLKHLVDEPQNLIKQNCDQFEKLGEYGFQNALIVRYTRKVPQVSTPTLVEVSRS 
            400       410       420       430       440       450   
 
      40        50        60         70        80                   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDF                   
       :  .    :  :. .    .   . .  :: :.::.  :                      
gi|333 LGKVGTRCCTKPESERMPCTEDYLSLILNRLCVLHEKTPVSEKVTKCCTESLVNRRPCFS 
            460       470       480       490       500       510   
 
gi|333 ALTPDETYVPKAFDEKLFTFHADICTLPDTEKQIKKQTALVELLKHKPKATEEQLKTVME 
            520       530       540       550       560       570   
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 80.5  bits: 21.8 E():   17 
Smith-Waterman score: 53; 27.0% identity (56.8% similar) in 37 aa overlap (30-65:441-477) 
 
                10        20        30        40         50         
AAD-12  ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG-LVDWACQAPRVHAHQW 
                                     :. :.    .. : :.:  : .  .:. .  
gi|505 YQIAFSRGNRAFIAINLQKNQQNLQQKLHTGLPAGTYCDIISGNLIDNKCTGKSIHVDKN 
              420       430       440       450       460       470 
 
       60        70        80     
AAD-12 AAGDVVVWDNRCLLHRAEPWDF     
       . .:: :                    
gi|505 GQADVYVGHDEFDAFVAYHIGARIVS 
              480       490       
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.5  bits: 19.8 E():   17 
Smith-Waterman score: 47; 36.4% identity (100.0% similar) in 11 aa overlap (70-80:27-37) 
 
      40        50        60        70        80                    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                    
                                     :..::..:...                    
gi|157     SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|157 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
         60        70        80        90       100       110       
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.5  bits: 19.8 E():   17 
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Smith-Waterman score: 47; 36.4% identity (100.0% similar) in 11 aa overlap (70-80:27-37) 
 
      40        50        60        70        80                    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                    
                                     :..::..:...                    
gi|256     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKA 
                   10        20        30        40        50       
 
gi|256 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNGV 
         60        70        80        90       100       110       
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.5  bits: 19.8 E():   17 
Smith-Waterman score: 47; 36.4% identity (100.0% similar) in 11 aa overlap (70-80:27-37) 
 
      40        50        60        70        80                    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                    
                                     :..::..:...                    
gi|214     SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|214 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
         60        70        80        90       100       110       
 
>>gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Schist  (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.5  bits: 19.8 E():   17 
Smith-Waterman score: 47; 50.0% identity (80.0% similar) in 10 aa overlap (66-75:6-15) 
 
          40        50        60        70        80                
AAD-12 SERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                
                                     :::.:. . :                     
gi|298                          MSADSWDNHCVTYVANNKCLKNLCMTAIDGSHLGT 
                                        10        20        30      
 
gi|298 SNPDFRIPPELILQLKSILDGGLDTSIFFMGEKYIVLQHDSSCLVSRCGKKSLIFYATGK 
          40        50        60        70        80        90      
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.5  bits: 19.8 E():   17 
Smith-Waterman score: 47; 36.4% identity (100.0% similar) in 11 aa overlap (70-80:27-37) 
 
      40        50        60        70        80                    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                    
                                     :..::..:...                    
gi|760     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKA 
                   10        20        30        40        50       
 
gi|760 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.4  bits: 19.8 E():   17 
Smith-Waterman score: 47; 36.4% identity (100.0% similar) in 11 aa overlap (70-80:28-38) 
 
      40        50        60        70        80                    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                    
                                     :..::..:...                    
gi|110    RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNSKTAKIEIKA 
                  10        20        30        40        50        
 
gi|110 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNGV 
        60        70        80        90       100       110        
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.6  bits: 19.8 E():   19 
Smith-Waterman score: 47; 36.4% identity (100.0% similar) in 11 aa overlap (70-80:43-53) 
 
      40        50        60        70        80                    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                    
                                     :..::..:...                    
gi|164 AVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEANQNRKTAKIEIKA 
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             20        30        40        50        60        70   
 
gi|164 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
             80        90       100       110       120       130   
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.6  bits: 19.8 E():   19 
Smith-Waterman score: 47; 36.4% identity (100.0% similar) in 11 aa overlap (70-80:44-54) 
 
      40        50        60        70        80                    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                    
                                     :..::..:...                    
gi|996 AVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNTKNAKIEIKA 
            20        30        40        50        60        70    
 
gi|996 SIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
            80        90       100       110       120       130    
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.6  bits: 19.8 E():   19 
Smith-Waterman score: 47; 36.4% identity (100.0% similar) in 11 aa overlap (70-80:44-54) 
 
      40        50        60        70        80                    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                    
                                     :..::..:...                    
gi|135 AVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|135 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
            80        90       100       110       120       130    
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.8  bits: 19.5 E():   21 
Smith-Waterman score: 46; 44.4% identity (100.0% similar) in 9 aa overlap (70-78:27-35) 
 
      40        50        60        70        80                    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                    
                                     :..::..:.                      
gi|760     DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|760 NINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
         60        70        80        90       100       110       
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.8  bits: 19.5 E():   21 
Smith-Waterman score: 46; 44.4% identity (100.0% similar) in 9 aa overlap (70-78:27-35) 
 
      40        50        60        70        80                    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                    
                                     :..::..:.                      
gi|179     DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|179 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENVVVTVKLVGDNGV 
         60        70        80        90       100       110       
 
>>gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Globin  (162 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 78.8  bits: 19.8 E():   21 
Smith-Waterman score: 47; 25.0% identity (63.6% similar) in 44 aa overlap (26-68:111-148) 
 
                    10        20        30        40        50      
AAD-12      ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                     :   :..::.  .:  .::..      ..: 
gi|121 VSFFTEVISLSGNQANLSAVYALVSKLGVDHKARGISAAQFGEFRTALVSY------LQA 
               90       100       110       120       130           
 
           60        70        80   
AAD-12 H-QWAAGDVVVWDNRCLLHRAEPWDF   
       : .:. . ...:..               
gi|121 HVSWGDNVAAAWNHALDNTYAVALKSLE 
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          140       150       160   
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.3  bits: 19.5 E():   22 
Smith-Waterman score: 46; 44.4% identity (100.0% similar) in 9 aa overlap (70-78:36-44) 
 
      40        50        60        70        80                    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                    
                                     :..::..:.                      
gi|217 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
          10        20        30        40        50        60      
 
gi|217 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
          70        80        90       100       110       120      
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 78.2  bits: 19.5 E():   22 
Smith-Waterman score: 46; 26.8% identity (58.5% similar) in 41 aa overlap (18-56:100-140) 
 
                            10        20         30        40       
AAD-12              ATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
          50        60        70        80 
AAD-12 A-CQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF 
       . : . . : :                         
gi|100 GYCGSHHHHHH                         
     130       140                         
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 78.2  bits: 20.8 E():   22 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (10-68:99-157) 
 
                                    10        20         30         
AAD-12                      ATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
       40          50        60        70        80                 
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                 
        . :  ::. .  .  :::..   ::...  :                             
gi|908 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
      130       140          150       160       170       180      
 
gi|908 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
         190       200       210       220       230       240      
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 78.1  bits: 20.8 E():   23 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (10-68:100-158) 
 
                                    10        20         30         
AAD-12                      ATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
       40          50        60        70        80                 
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                 
        . :  ::. .  .  :::..   ::...  :                             
gi|118 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     130       140       150          160       170       180       
 
gi|118 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        190       200       210       220       230       240       
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.1  bits: 20.5 E():   23 
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Smith-Waterman score: 49; 43.8% identity (56.2% similar) in 16 aa overlap (42-57:8-23) 
 
              20        30        40        50        60        70  
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     : :.:  : :  . ::               
gi|106                        NIQVDPSGQVQWPQQQPFPQPHQPFSQQPQQTFPQPQ 
                                      10        20        30        
 
              80                                                    
AAD-12 LHRAEPWDF                                                    
                                                                    
gi|106 QTFPHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQP 
        40        50        60        70        80        90        
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 78.1  bits: 19.5 E():   23 
Smith-Waterman score: 46; 44.4% identity (100.0% similar) in 9 aa overlap (70-78:40-48) 
 
      40        50        60        70        80                    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                    
                                     :..::..:.                      
gi|546 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
      10        20        30        40        50        60          
 
gi|546 SLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
      70        80        90       100       110       120          
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 78.0  bits: 16.2 E():   23 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (24-29:8-13) 
 
               10        20        30        40        50        60 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                              ::: .:                                
gi|131                 GPVGGVVHAHMMPLL                              
                               10                                   
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.9  bits: 19.5 E():   23 
Smith-Waterman score: 46; 44.4% identity (100.0% similar) in 9 aa overlap (70-78:44-52) 
 
      40        50        60        70        80                    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                    
                                     :..::..:.                      
gi|256 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|256 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.9  bits: 19.5 E():   23 
Smith-Waterman score: 46; 44.4% identity (100.0% similar) in 9 aa overlap (70-78:44-52) 
 
      40        50        60        70        80                    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                    
                                     :..::..:.                      
gi|558 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.9  bits: 19.5 E():   23 
Smith-Waterman score: 46; 44.4% identity (100.0% similar) in 9 aa overlap (70-78:44-52) 
 
      40        50        60        70        80                    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                    
                                     :..::..:.                      
gi|218 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
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            20        30        40        50        60        70    
 
gi|218 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.9  bits: 19.5 E():   23 
Smith-Waterman score: 46; 44.4% identity (100.0% similar) in 9 aa overlap (70-78:44-52) 
 
      40        50        60        70        80                    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                    
                                     :..::..:.                      
gi|558 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 77.9  bits: 19.5 E():   23 
Smith-Waterman score: 46; 44.4% identity (100.0% similar) in 9 aa overlap (70-78:44-52) 
 
      40        50        60        70        80                    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                    
                                     :..::..:.                      
gi|864 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|864 NIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 77.7  bits: 20.8 E():   24 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (10-68:120-178) 
 
                                    10        20         30         
AAD-12                      ATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHSCNT 
      90       100       110       120       130       140          
 
       40          50        60        70        80                 
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                 
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLPDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 77.7  bits: 21.8 E():   24 
Smith-Waterman score: 53; 30.4% identity (73.9% similar) in 23 aa overlap (46-68:618-639) 
 
          20        30        40        50        60        70      
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     : :. :.. : .:.. ..:: ..        
gi|581 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVVHNDFDFRLSV 
       590       600       610       620        630       640       
 
          80                                                        
AAD-12 EPWDF                                                        
                                                                    
gi|581 AEGVGLFNVLQEKGVPSRFLNFPDETHWVTKPENSLVWHQQVLGWVNKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 77.5  bits: 19.5 E():   25 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (21-63:1-44) 
 
               10        20        30        40         50          
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AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQAPRVHAHQWA 
                           .: ..:..   ... .:... :.: :     :..    .  
gi|166                     MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYK 
                                   10        20        30        40 
 
      60        70        80                                        
AAD-12 AGDVVVWDNRCLLHRAEPWDF                                        
       . ::                                                         
gi|166 SVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIET 
               50        60        70        80        90       100 
 
>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 77.5  bits: 19.5 E():   25 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (21-63:1-44) 
 
               10        20        30        40         50          
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQAPRVHAHQWA 
                           .: ..:..   ... .:... :.: :     :..    .  
gi|215                     MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYK 
                                   10        20        30        40 
 
      60        70        80                                        
AAD-12 AGDVVVWDNRCLLHRAEPWDF                                        
       . ::                                                         
gi|215 SVDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIET 
               50        60        70        80        90       100 
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.8  bits: 19.8 E():   27 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (25-62:156-194) 
 
                     10        20        30        40        50     
AAD-12       ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|833 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
         130       140       150       160       170       180      
 
            60        70        80 
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDF 
       .. .:: ..                   
gi|833 NVINWAEAENRYIAGDKGGHPFMKL   
         190       200       210   
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 76.5  bits: 19.5 E():   28 
Smith-Waterman score: 46; 44.4% identity (100.0% similar) in 9 aa overlap (70-78:73-81) 
 
      40        50        60        70        80                    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                    
                                     :..::..:.                      
gi|156 KHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
             50        60        70        80        90       100   
 
gi|156 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            110       120       130       140       150       160   
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.4  bits: 19.8 E():   28 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (25-62:167-205) 
 
                     10        20        30        40        50     
AAD-12       ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|164 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
        140       150       160       170       180       190       
 
            60        70        80 
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDF 
       .. .:: ..                   
gi|164 NVINWAEAENRYIAGDKGGHPFMKL   
        200       210       220    
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>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 76.0  bits: 21.5 E():   30 
Smith-Waterman score: 52; 26.1% identity (73.9% similar) in 23 aa overlap (46-68:618-639) 
 
          20        30        40        50        60        70      
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     : :. :.. : .:.. ..:. ..        
gi|219 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVIHNDFDFRLSV 
       590       600       610       620        630       640       
 
          80                                                        
AAD-12 EPWDF                                                        
                                                                    
gi|219 AEGVGLFNVLQEKGIPSRFLNFPDETHWVTKPENSLVWHQQVLGWINKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 76.0  bits: 21.5 E():   30 
Smith-Waterman score: 52; 26.1% identity (73.9% similar) in 23 aa overlap (46-68:618-639) 
 
          20        30        40        50        60        70      
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     : :. :.. : .:.. ..:. ..        
gi|238 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVIHNDSDFRLSV 
       590       600       610       620        630       640       
 
          80                                                        
AAD-12 EPWDF                                                        
                                                                    
gi|238 AEGVGLFNVLQEKGIPSRFLNFPDETHWVTKPENSLVWHQQVLGWINKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 76.0  bits: 21.5 E():   30 
Smith-Waterman score: 52; 26.1% identity (73.9% similar) in 23 aa overlap (46-68:618-639) 
 
          20        30        40        50        60        70      
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     : :. :.. : .:.. ..:. ..        
gi|238 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVIHNDFDFRLSV 
       590       600       610       620        630       640       
 
          80                                                        
AAD-12 EPWDF                                                        
                                                                    
gi|238 AEGVGLFNVLQEKGIPSRFLNFPDETHWVTKPENSLVWHQQVLGWINKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.9  bits: 18.5 E():   30 
Smith-Waterman score: 43; 30.4% identity (60.9% similar) in 23 aa overlap (58-80:53-75) 
 
        30        40        50        60        70        80        
AAD-12 IPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF        
                                     :: . :.. ..  : :: .  :.        
gi|387 SINGNAPAEIDLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVD 
             30        40        50        60        70        80   
 
gi|387 CASQHGCHGDTIPR 
             90       
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 75.6  bits: 18.9 E():   31 
Smith-Waterman score: 44; 50.0% identity (100.0% similar) in 8 aa overlap (70-77:26-33) 
 
      40        50        60        70        80                    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                    
                                     :..::..:                       
gi|484      GKMKFKDCGKGEVTELDITDCSGDFCVIHRGKPLTLEAKFAANQDTTKATIKVLA 
                    10        20        30        40        50      
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gi|484 KVAGTPIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILPKVKAEVTAELVGDHGVL 
          60        70        80        90       100       110      
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.0  bits: 18.5 E():   34 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (30-42:5-17) 
 
               10        20        30        40        50        60 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                    :.:::: .  :.:                   
gi|208                          MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACGL 
                                        10        20        30      
 
               70        80                                         
AAD-12 GDVVVWDNRCLLHRAEPWDF                                         
                                                                    
gi|208 AKKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAGDVDGDG 
          40        50        60        70        80        90      
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.5  bits: 19.5 E():   36 
Smith-Waterman score: 46; 22.9% identity (60.4% similar) in 48 aa overlap (29-76:115-162) 
 
                 10        20        30        40        50         
AAD-12   ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. : ... . :     : ..:.  :..  
gi|383 GSEASANPKDKPAEEEEEEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSL 
           90       100       110       120       130       140     
 
       60        70        80                                       
AAD-12 AAGDVVVWDNRCLLHRAEPWDF                                       
       .. .:  ::..  :.. :                                           
gi|383 VTLEVKPWDDETNLEELEANVRAIEMDGLVWGASKFVAVGFGIKKLQINLVVEDEKVSTD 
          150       160       170       180       190       200     
 
>>gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 74.3  bits: 20.2 E():   36 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (10-68:120-178) 
 
                                    10        20         30         
AAD-12                      ATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLEMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
       40          50        60        70        80                 
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                 
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 74.3  bits: 20.2 E():   36 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (10-68:120-178) 
 
                                    10        20         30         
AAD-12                      ATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
       40          50        60        70        80                 
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                 
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGNVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
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gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 74.3  bits: 20.2 E():   36 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (10-68:120-178) 
 
                                    10        20         30         
AAD-12                      ATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|151 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
       40          50        60        70        80                 
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                 
        . :  ::. .  .  :::..   ::...  :                             
gi|151 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|151 TISNNHFFNHHKVMLLGHDDTYDNDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 74.3  bits: 20.2 E():   36 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (10-68:120-178) 
 
                                    10        20         30         
AAD-12                      ATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
       40          50        60        70        80                 
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                 
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 74.3  bits: 20.2 E():   36 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (10-68:120-178) 
 
                                    10        20         30         
AAD-12                      ATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
       40          50        60        70        80                 
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                 
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGNVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.1  bits: 18.2 E():   43 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (24-61:20-57) 
 
               10        20        30        40        50        60 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                              ::  . . : :. :    :..:   .:  :   .  : 
gi|730     MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNA 
                   10        20        30        40        50       
 
               70        80                                     

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 6713



 

 

AAD-12 GDVVVWDNRCLLHRAEPWDF                                     
       :                                                        
gi|730 GLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
         60        70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 73.1  bits: 18.2 E():   43 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (24-61:20-57) 
 
               10        20        30        40        50        60 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                              ::  . . : :. :    :..:   .:  :   .  : 
gi|191     MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNA 
                   10        20        30        40        50       
 
               70        80                                     
AAD-12 GDVVVWDNRCLLHRAEPWDF                                     
       :                                                        
gi|191 GLGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
         60        70        80        90       100       110   
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 73.0  bits: 20.2 E():   43 
Smith-Waterman score: 48; 20.9% identity (55.2% similar) in 67 aa overlap (6-72:2-63) 
 
               10        20        30        40        50        60 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
            :. :.: .    :.  .:   ..  .:.:    . ...:  . .. . .::.    
gi|139     MPISKIHAR----SVYDSRGNPTVE-VDVATETGLHRAIVPSGASTGQHEAHELRD 
                       10        20         30        40        50  
 
               70        80                                         
AAD-12 GDVVVWDNRCLLHRAEPWDF                                         
       :: . : .. .:                                                 
gi|139 GDKTQWGGKGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAI 
              60        70        80        90       100       110  
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 72.3  bits: 16.3 E():   47 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (29-46:8-25) 
 
               10        20        30        40        50        60 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                   :.. :. ....:..   :               
gi|751                      IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA        
                                    10        20        30          
 
               70        80 
AAD-12 GDVVVWDNRCLLHRAEPWDF 
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.0  bits: 19.9 E():   49 
Smith-Waterman score: 47; 37.5% identity (68.8% similar) in 16 aa overlap (60-75:202-217) 
 
      30        40        50        60        70        80          
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF          
                                     ::.  .: ..: : .:               
gi|113 DIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWIDHCSLSKASDGLLDITLGSSHV 
             180       190       200       210       220       230  
 
gi|113 TVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQRMPRCRFGFFQVVNNNY 
             240       250       260       270       280       290  
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 71.7  bits: 16.3 E():   51 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (29-46:8-25) 
 
               10        20        30        40        50        60 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                   :.. :. ....:..   :               
gi|751                      IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK     
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                                    10        20        30          
 
               70        80 
AAD-12 GDVVVWDNRCLLHRAEPWDF 
 
>>gi|34495280|gb|AAQ73487.1| type 2 allergen Lep d 2.024  (140 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.2 E():   53 
Smith-Waterman score: 42; 33.3% identity (83.3% similar) in 12 aa overlap (69-80:91-102) 
 
       40        50        60        70        80                   
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                   
                                     .: .....: ::                   
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
               70        80        90       100       110       120 
 
gi|344 AELIGDHGILACGTVNGQVE 
              130       140 
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.4  bits: 18.2 E():   53 
Smith-Waterman score: 42; 24.4% identity (56.1% similar) in 41 aa overlap (18-57:100-140) 
 
                            10        20         30        40       
AAD-12              ATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
         50        60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF 
       .  .   : :.                        
gi|100 GYYVGSHHHHHH                       
     130       140                        
 
>>gi|34495274|gb|AAQ73484.1| type 2 allergen Lep d 2.013  (141 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.2 E():   53 
Smith-Waterman score: 42; 33.3% identity (83.3% similar) in 12 aa overlap (69-80:92-103) 
 
       40        50        60        70        80                   
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                   
                                     .: .....: ::                   
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|33772588|gb|AAQ54603.1| Gly d 2.03 [Glycyphagus dom  (141 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.2 E():   53 
Smith-Waterman score: 42; 33.3% identity (83.3% similar) in 12 aa overlap (69-80:92-103) 
 
       40        50        60        70        80                   
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                   
                                     .: .....: ::                   
gi|337 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|337 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495290|gb|AAQ73492.1| type 2 allergen Lep d 2.042  (141 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.2 E():   53 
Smith-Waterman score: 42; 33.3% identity (83.3% similar) in 12 aa overlap (69-80:92-103) 
 
       40        50        60        70        80                   
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                   
                                     .: .....: ::                   
gi|344 SAKATIKVLAKVVGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGTVE 
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             130       140  
 
>>gi|34495284|gb|AAQ73489.1| type 2 allergen Lep d 2.031  (141 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.2 E():   53 
Smith-Waterman score: 42; 33.3% identity (83.3% similar) in 12 aa overlap (69-80:92-103) 
 
       40        50        60        70        80                   
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                   
                                     .: .....: ::                   
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495282|gb|AAQ73488.1| type 2 allergen Lep d 2.025  (141 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.2 E():   53 
Smith-Waterman score: 42; 33.3% identity (83.3% similar) in 12 aa overlap (69-80:92-103) 
 
       40        50        60        70        80                   
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                   
                                     .: .....: ::                   
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495278|gb|AAQ73486.1| type 2 allergen Lep d 2.023  (141 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.2 E():   53 
Smith-Waterman score: 42; 33.3% identity (83.3% similar) in 12 aa overlap (69-80:92-103) 
 
       40        50        60        70        80                   
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                   
                                     .: .....: ::                   
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2.035  (141 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.2 E():   53 
Smith-Waterman score: 42; 33.3% identity (83.3% similar) in 12 aa overlap (69-80:92-103) 
 
       40        50        60        70        80                   
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                   
                                     .: .....: ::                   
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495288|gb|AAQ73491.1| type 2 allergen Lep d 2.039  (141 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 71.4  bits: 18.2 E():   53 
Smith-Waterman score: 42; 33.3% identity (83.3% similar) in 12 aa overlap (69-80:92-103) 
 
       40        50        60        70        80                   
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                   
                                     .: .....: ::                   
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 71.1  bits: 18.3 E():   55 
Smith-Waterman score: 42; 27.8% identity (66.7% similar) in 36 aa overlap (25-60:28-62) 
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                  10        20        30        40        50        
AAD-12    ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                  :.: :...: : ... .:  : .    ... .: 
gi|157 MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQA-EFRQLANGAPDKTEAEIEAQIEQ 
               10        20        30         40        50          
 
        60        70        80                                      
AAD-12 WAAGDVVVWDNRCLLHRAEPWDF                                      
       :.:                                                          
gi|157 WVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPAAKAADARLSAIASNRALKV 
      60        70        80        90       100       110          
 
>>gi|8843917|gb|AAF80164.1| pollen major allergen 1-2 [J  (367 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 71.0  bits: 19.6 E():   56 
Smith-Waterman score: 46; 27.4% identity (54.8% similar) in 62 aa overlap (10-68:120-178) 
 
                                    10        20         30         
AAD-12                      ATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
       40          50        60        70        80                 
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                 
        . :  ::. .  .  :::..   ::...  :                             
gi|884 SVLGDVLVSESIGVVPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|884 TIFNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|19069497|emb|CAC37790.2| putative allergen Cup a 1   (367 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 71.0  bits: 19.6 E():   56 
Smith-Waterman score: 46; 27.4% identity (53.2% similar) in 62 aa overlap (10-68:120-178) 
 
                                    10        20         30         
AAD-12                      ATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :..   .:.:  :.     .  
gi|190 WIIFSQNMNIKLQMPLYVAGYKTIDGRGADVHLGNGGPCLFMRTASHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
       40          50        60        70        80                 
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                 
        . :  ::. .  .  :::..   ::...  :                             
gi|190 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|190 TISNNHFFNHHKVMLLGHDDTYDDDISMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8843921|gb|AAF80166.1| pollen major allergen 1-1 [J  (367 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 71.0  bits: 19.6 E():   56 
Smith-Waterman score: 46; 27.4% identity (54.8% similar) in 62 aa overlap (10-68:120-178) 
 
                                    10        20         30         
AAD-12                      ATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
       40          50        60        70        80                 
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                 
        . :  ::. .  .  :::..   ::...  :                             
gi|884 SVLGDVLVSESIGVVPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|884 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.9  bits: 17.6 E():   56 
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Smith-Waterman score: 40; 30.0% identity (50.0% similar) in 30 aa overlap (17-46:13-42) 
 
               10        20        30        40        50        60 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                       :. :.    .. ::   :: :   .:  .:               
gi|144     VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKKGNLWEVKS 
                   10        20        30        40        50       
 
               70        80                     
AAD-12 GDVVVWDNRCLLHRAEPWDF                     
                                                
gi|144 SKPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
         60        70        80        90       
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 70.7  bits: 19.2 E():   58 
Smith-Waterman score: 47; 23.1% identity (59.0% similar) in 39 aa overlap (44-79:130-168) 
 
            20        30        40           50        60        70 
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC---QAPRVHAHQWAAGDVVVWDNRC 
                                     :::     .. .:... .. ::....:    
gi|287 FFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGT 
     100       110       120       130       140       150          
 
               80                                                   
AAD-12 LLHRAEPWDF                                                   
        .  : : .                                                    
gi|287 YVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAG 
     160       170       180       190       200       210          
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (21-44:1-24) 
 
               10        20        30        40        50        60 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                           .: ..:..   ... .:... :.:                 
gi|892                     MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYK 
                                   10        20        30        40 
 
               70        80                                         
AAD-12 GDVVVWDNRCLLHRAEPWDF                                         
                                                                    
gi|892 SVEVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIET 
               50        60        70        80        90       100 
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.3 E():   58 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (21-44:1-24) 
 
               10        20        30        40        50        60 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                           .: ..:..   ... .:... :.:                 
gi|215                     MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAATGAYK 
                                   10        20        30        40 
 
               70        80                                         
AAD-12 GDVVVWDNRCLLHRAEPWDF                                         
                                                                    
gi|215 SVEVKGDGGAGTVRIITLPEGSPITTMTVRTDAVNKEALSYDSTVIDGDILLGFIESIET 
               50        60        70        80        90       100 
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.6  bits: 19.6 E():   58 
Smith-Waterman score: 46; 28.0% identity (52.0% similar) in 25 aa overlap (51-75:351-375) 
 
               30        40        50        60        70        80 
AAD-12 IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF 
                                     :   .. :  ::: . .   .. ::      
gi|118 INGVQYPLSPSAYILQDDDSCTSGFEGMDVPTSSGELWILGDVFIRQYYTVFDRANNKVG 
              330       340       350       360       370       380 
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gi|118 LAPVA 
             
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 70.4  bits: 19.6 E():   60 
Smith-Waterman score: 46; 24.4% identity (48.9% similar) in 45 aa overlap (38-75:173-216) 
 
        10        20        30        40        50        60        
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV--- 
                                     : : :    .  .: .  :: . ::..    
gi|113 RGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQ-SDGDAIHVT 
            150       160       170       180       190        200  
 
               70        80                                         
AAD-12 ----VWDNRCLLHRAEPWDF                                         
           .: ..: : ..                                              
gi|113 GSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDLKMHVT 
             210       220       230       240       250       260  
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.9 E():   60 
Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (15-37:344-366) 
 
                               10        20        30        40     
AAD-12                 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
           320       330       340       350       360       370    
 
           50        60        70        80                         
AAD-12 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                         
                                                                    
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.7  bits: 19.2 E():   65 
Smith-Waterman score: 45; 28.6% identity (51.4% similar) in 35 aa overlap (24-58:258-291) 
 
                      10        20        30        40        50    
AAD-12        ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     :...:    .  : :  .  : :. :  :. 
gi|510 IGENIIGHLLIVFDGGKSQPACSWYDVPCSHSESIVYATGMVSGRCQHLAVPWTAQQ-RI 
       230       240       250       260       270       280        
 
            60        70        80                                  
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDF                                  
       .  ::                                                        
gi|510 NPIQWKFWRVFTSNIPAYPTSDTTNCVVLNTNVFKNDNTFEGEYHAFPDCARNLFKCRQQ 
        290       300       310       320       330       340       
 
>>gi|3182907|sp|O02380.1|ALL2_TYRPU RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.7  bits: 17.9 E():   66 
Smith-Waterman score: 41; 37.5% identity (100.0% similar) in 8 aa overlap (70-77:41-48) 
 
      40        50        60        70        80                    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                    
                                     :..:...:                       
gi|318 AVAAAGQVKFTDCGKKEIASVAVDGCEGDLCVIHKSKPVHVIAEFTANQDTCKIEVKVTG 
               20        30        40        50        60        70 
 
gi|318 QLNGLEVPIPGIETDGCKVLKCPLKKGTKYTMNYSVNVPSVVPNIKTVVKLLATGEHGVL 
               80        90       100       110       120       130 
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 69.6  bits: 18.9 E():   66 
Smith-Waterman score: 44; 27.8% identity (52.8% similar) in 36 aa overlap (1-36:64-96) 
 
                                             10        20        30 
AAD-12                               ATPLRPLVKVHPETGRPSLLIGRHAHAIPG 
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                                     :  .. .  . :.  ::   . . :  .:  
gi|481 AGKATTEEQKLIEDINVGFKAAVAARQRPAADKFKTFEAASPRHPRP---LRQGAGLVPK 
            40        50        60        70        80           90 
 
               40        50        60        70        80           
AAD-12 MDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF           
       .::: :                                                       
gi|481 LDAAYSVAYKAAVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGE 
              100       110       120       130       140       150 
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.3  bits: 19.2 E():   69 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (14-30:225-240) 
 
                                10        20        30        40    
AAD-12                  ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
            50        60        70        80                        
AAD-12 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                        
                                                                    
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.3  bits: 19.2 E():   69 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (14-30:225-240) 
 
                                10        20        30        40    
AAD-12                  ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
            50        60        70        80                        
AAD-12 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                        
                                                                    
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.1  bits: 19.2 E():   70 
Smith-Waterman score: 45; 25.7% identity (47.1% similar) in 70 aa overlap (13-79:290-358) 
 
                                 10          20        30        40 
AAD-12                   ATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
               50        60        70         80                
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP-WDF                
        .. :   . :.:. : ..      :..  :   ::  ::                 
gi|124 FAMFDENKKQPEVEKH-FGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330        340       350       360       370     
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.1  bits: 19.2 E():   70 
Smith-Waterman score: 45; 25.7% identity (47.1% similar) in 70 aa overlap (13-79:290-358) 
 
                                 10          20        30        40 
AAD-12                   ATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
               50        60        70         80                
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP-WDF                
        .. :   . :.:. : ..      :..  :   ::  ::                 
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gi|124 FAMFDENKKQPEVEKH-FGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330        340       350       360       370     
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.1  bits: 19.2 E():   70 
Smith-Waterman score: 45; 25.7% identity (47.1% similar) in 70 aa overlap (13-79:290-358) 
 
                                 10          20        30        40 
AAD-12                   ATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
               50        60        70         80                
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP-WDF                
        .. :   . :.:. : ..      :..  :   ::  ::                 
gi|268 FAMFDENKKQPEVEKH-FGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330        340       350       360       370     
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 69.1  bits: 18.9 E():   71 
Smith-Waterman score: 44; 47.4% identity (63.2% similar) in 19 aa overlap (35-50:72-90) 
 
           10        20        30        40           50        60  
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW---ACQAPRVHAHQWAAG 
                                     :.. ::   :::   ::.:            
gi|144 TISKQVVFLIHGFLSTGNNENFVAMSKALIEKDDFLVISVDWKKGACNAFASTKDALGYS 
              50        60        70        80        90       100  
 
              70        80                                          
AAD-12 DVVVWDNRCLLHRAEPWDF                                          
                                                                    
gi|144 KAVGNTRHVGKFVADFTKLLVEKYKVLISNIRLIGHSLGAHTSGFAGKEVQKLKLGKYKE 
             110       120       130       140       150       160  
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.0  bits: 17.9 E():   71 
Smith-Waterman score: 41; 20.8% identity (79.2% similar) in 24 aa overlap (21-44:1-24) 
 
               10        20        30        40        50        60 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                           .: ..:..   ... .:....:.:                 
gi|134                     MGVQTHVLELTSSVSAEKIFQGFVIDVDTVLPKAAPGAYK 
                                   10        20        30        40 
 
               70        80                                         
AAD-12 GDVVVWDNRCLLHRAEPWDF                                         
                                                                    
gi|134 SVEIKGDGGPGTLKIITLPDGGPITTMTLRIDGVNKEALTFDYSVIDGDILLGFIESIEN 
               50        60        70        80        90       100 
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 69.0  bits: 15.7 E():   72 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (29-46:8-25) 
 
               10        20        30        40        50        60 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                   :.. :  ....:..   :               
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA        
                                    10        20        30          
 
               70        80 
AAD-12 GDVVVWDNRCLLHRAEPWDF 
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 18.6 E():   74 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (44-57:29-42) 
 
            20        30        40        50        60        70    
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH 
                                     :.:  : :  . ::                 
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gi|170   MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQT 
                 10        20        30        40        50         
 
            80                                                      
AAD-12 RAEPWDF                                                      
                                                                    
gi|170 FPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQ 
       60        70        80        90       100       110         
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.7  bits: 19.2 E():   74 
Smith-Waterman score: 47; 23.1% identity (59.0% similar) in 39 aa overlap (44-79:120-158) 
 
            20        30        40           50        60        70 
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC---QAPRVHAHQWAAGDVVVWDNRC 
                                     :::     .. .:... .. ::....:    
gi|855 FFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGT 
      90       100       110       120       130       140          
 
               80                                                   
AAD-12 LLHRAEPWDF                                                   
        .  : : .                                                    
gi|855 YVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAG 
     150       160       170       180       190       200          
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.7  bits: 18.9 E():   74 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (13-56:254-299) 
 
                                 10          20        30        40 
AAD-12                   ATPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
               50        60        70        80 
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF 
        .. :   . :.:. :                         
gi|261 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFS        
           290       300       310              
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 68.7  bits: 19.2 E():   74 
Smith-Waterman score: 45; 26.8% identity (48.8% similar) in 41 aa overlap (38-72:172-212) 
 
        10        20        30        40        50              60  
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW------AAG 
                                     .  :: .  : .:   : :.       .:: 
gi|625 RGANVEITCGGLTIHNVCNVIIHNIHIHDIKVTEGGIIKATDAKPGHRHKSDGDGICVAG 
             150       160       170       180       190       200  
 
              70        80                                          
AAD-12 DVVVWDNRCLLHRAEPWDF                                          
       .  .: ..: :                                                  
gi|625 SSKIWIDHCTLSHGPDGLIDVTLGSTAVTISNCKFSHHQKILLLGADNSHVDDKKMHVTV 
             210       220       230       240       250       260  
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 46; 22.4% identity (57.1% similar) in 49 aa overlap (14-58:15-63) 
 
                10        20        30        40            50      
AAD-12  ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV----DWACQAPRVHA 
                     :. : :. . :  : : ..:...... .. .    : . :   ..  
gi|601 MRGALAGLSLATLATASPVLVNSIHNDAAPIISASNAKEIADNYMIKFKDHVTQNLAAEH 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 HQWAAGDVVVWDNRCLLHRAEPWDF                                    
       : :                                                          
gi|601 HGWVQDLHEKTQVAKTELRKRSQSPMVDDIFNGLKHTYNIAGGLMGYAGHFDEDVIEQIR 
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               70        80        90       100       110       120 
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 68.3  bits: 15.7 E():   78 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (29-46:8-25) 
 
               10        20        30        40        50        60 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                   :.. :  ....:..   :               
gi|751                      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK     
                                    10        20        30          
 
               70        80 
AAD-12 GDVVVWDNRCLLHRAEPWDF 
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 40; 50.0% identity (90.0% similar) in 10 aa overlap (71-80:111-120) 
 
               50        60        70        80                 
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                 
                                     .:::.. .::                 
gi|144 GFVGRTYFTVLHTQCFRLDYPIVKCKVKSTILHRSKCYDFETFAPKKYQWFDVLQY 
               90       100       110       120       130       
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 40; 25.7% identity (60.0% similar) in 35 aa overlap (18-51:100-134) 
 
                            10        20         30        40       
AAD-12              ATPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|105 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
         50        60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF 
       .  .:                              
gi|105 GYWVPSSNS                          
     130                                  
 
>>gi|24473800|gb|AAL91665.1| 2s albumin [Anacardium occi  (138 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.6 E():   79 
Smith-Waterman score: 40; 37.5% identity (75.0% similar) in 16 aa overlap (1-16:20-35) 
 
                                  10        20        30        40  
AAD-12                    ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLE 
                          :.  : .:.:. ..::                          
gi|244 MAKFLLLLSAFAVLLLVANASIYRAIVEVEEDSGREQSCQRQFEEQQRFRNCQRYVKQEV 
               10        20        30        40        50        60 
 
              50        60        70        80                      
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                      
                                                                    
gi|244 QRGGRYNQRQESLRECCQELQEVDRRCRCQNLEQMVRQLQQQEQIKGEEVRELYETASEL 
               70        80        90       100       110       120 
 
>>gi|4587985|gb|AAD25927.1|AF084828_1 major allergenic p  (342 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 68.1  bits: 18.9 E():   80 
Smith-Waterman score: 44; 27.8% identity (53.7% similar) in 54 aa overlap (3-47:42-95) 
 
                                           10        20             
AAD-12                             ATPLRPLVKVHPETGRPSLLIGRHAHAI---- 
                                     ::  :.:..:.. .  :   : : ..     
gi|458 RAPASARYFSQTAAANRKVAVLGASGGIGQPLSLLMKLNPKVTELRLYDIRLAPGVAADL 
              20        30        40        50        60        70  
 
            30        40        50        60        70        80    
AAD-12 -----PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF    
            :.. .. ..  ::: :: :                                     
gi|458 SHINTPAVTSGYAQDDLEGAVDGAEIVLIPAGMPRKPGMTRDDLFNSNASIVRDLAKVVA 
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              80        90       100       110       120       130  
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 68.1  bits: 21.2 E():   80 
Smith-Waterman score: 59; 25.6% identity (54.7% similar) in 86 aa overlap (4-80:1122-1201) 
 
                                          10        20        30    
AAD-12                            ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD- 
                                     :.   : . . : :  :     . . : :  
gi|203 QMEVEEVRPFKMHGNSDIKLMANDLDIDYDLKSEFKYESNKGTPIEL----QYKVSGKDR 
            1100      1110      1120      1130          1140        
 
                 40         50           60        70        80     
AAD-12 ---AAE-SERFLEGLVDWACQ-AP---RVHAHQWAAGDVVVWDNRCLLHRAEPWDF     
          ::: . . .::..:.  . .:   ..:::  . :.   .:..  :...:: ..     
gi|203 SKRAAEMNAEDVEGVIDYKNSGSPIDSKMHAHLKVKGNNYGYDSE--LKQTEPQQYEGKM 
      1150      1160      1170      1180      1190        1200      
 
gi|203 TLSKNDKKIFITHKTEMTKPTSTFLLKTDADVSYSESDMKKHYHMEFKKENDIYTLRSTV 
        1210      1220      1230      1240      1250      1260      
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 17.6 E():   81 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (68-76:40-48) 
 
        40        50        60        70        80                  
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                  
                                     . :..::.:                      
gi|212 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|212 LTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 17.6 E():   81 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (68-76:40-48) 
 
        40        50        60        70        80                  
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                  
                                     . :..::.:                      
gi|170 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|170 LAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 17.6 E():   81 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (68-76:40-48) 
 
        40        50        60        70        80                  
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                  
                                     . :..::.:                      
gi|158 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|158 LAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 67.9  bits: 20.9 E():   82 
Smith-Waterman score: 50; 44.4% identity (63.0% similar) in 27 aa overlap (17-42:636-662) 
 
                             10        20         30        40      
AAD-12               ATPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVD 
                                     :: : : : : .:::  . ..:  :.:    
gi|278 SRGPSGPPGPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIG 
         610       620       630       640       650       660      
 
          50        60        70        80                          
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AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                          
                                                                    
gi|278 SPGRDGARGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAG 
         670       680       690       700       710       720      
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.6 E():   83 
Smith-Waterman score: 43; 25.9% identity (46.3% similar) in 54 aa overlap (16-61:88-141) 
 
                              10        20               30         
AAD-12                ATPLRPLVKVHPETGRPSLLIGRHAHA-------IPGMDAAESER 
                                     :   .:::..:        .::     ..  
gi|189 AGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRD 
        60        70        80        90       100       110        
 
       40         50        60        70        80 
AAD-12 FLEGLVDWA-CQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF 
       : . ::  . :..  ::   .  :                    
gi|189 FAKVLVTPGQCNVLTVHNAPYCLGLDI                 
       120       130       140                     
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.8  bits: 19.3 E():   83 
Smith-Waterman score: 45; 38.9% identity (72.2% similar) in 18 aa overlap (22-39:241-258) 
 
                        10        20        30        40        50  
AAD-12          ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                     :  .... :::.: :: .             
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDQTYDLNFKE 
              220       230       240       250       260       270 
 
              60        70        80                                
AAD-12 RVHAHQWAAGDVVVWDNRCLLHRAEPWDF                                
                                                                    
gi|144 ENNNGSQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.8  bits: 17.9 E():   83 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (23-39:17-30) 
 
               10        20        30        40        50        60 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                             ::   .:..:    :::                      
gi|212       VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWI 
                     10        20           30        40        50  
 
               70        80                                         
AAD-12 GDVVVWDNRCLLHRAEPWDF                                         
                                                                    
gi|212 DRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYENY 
              60        70        80        90       100       110  
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.6 E():   83 
Smith-Waterman score: 41; 26.0% identity (48.0% similar) in 50 aa overlap (20-61:93-142) 
 
                          10        20               30        40   
AAD-12            ATPLRPLVKVHPETGRPSLLIGRHAHA-------IPGMDAAESERFLEG 
                                     .:::..:        .::     .. : .  
gi|439 SSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKV 
             70        80        90       100       110       120   
 
              50        60        70        80 
AAD-12 LVDWA-CQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF 
       ::  . :..  ::   .  :                    
gi|439 LVTPGQCNVLTVHNAPYCLGLDI                 
            130       140                      
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.6 E():   83 
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Smith-Waterman score: 40; 26.7% identity (60.0% similar) in 30 aa overlap (3-32:115-144) 
 
                                           10        20        30   
AAD-12                             ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::   .:. ...  ..:    :.: 
gi|217 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
             40        50        60        70        80 
AAD-12 AAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF 
                                                        
gi|217 I                                                
                                                        
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.8  bits: 18.0 E():   83 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (23-39:18-31) 
 
               10        20        30        40        50        60 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                             ::   .:..:    :::                      
gi|116      AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWI 
                    10        20           30        40        50   
 
               70        80                                         
AAD-12 GDVVVWDNRCLLHRAEPWDF                                         
                                                                    
gi|116 DRFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYENY 
             60        70        80        90       100       110   
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.8  bits: 18.0 E():   83 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (23-39:18-31) 
 
               10        20        30        40        50        60 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                             ::   .:..:    :::                      
gi|144      AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWI 
                    10        20           30        40        50   
 
               70        80                                         
AAD-12 GDVVVWDNRCLLHRAEPWDF                                         
                                                                    
gi|144 DRFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYDNY 
             60        70        80        90       100       110   
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 67.6  bits: 19.3 E():   85 
Smith-Waterman score: 45; 34.6% identity (50.0% similar) in 26 aa overlap (48-67:25-50) 
 
        20        30        40        50              60        70  
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ------WAAGDVVVWDNRCL 
                                     ::  :. : .      . :: : .::     
gi|259       LSVCFLILFHGCLASRQEWQQQDECQIDRLDALEPDNRVEYEAGTVEAWDPNHE 
                     10        20        30        40        50     
 
              80                                                    
AAD-12 LHRAEPWDF                                                    
                                                                    
gi|259 QFRCAGVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQ 
           60        70        80        90       100       110     
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 18.0 E():   85 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (46-69:70-93) 
 
          20        30        40        50        60        70      
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|283 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
      40        50        60        70        80        90          

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 6726



 

 

 
          80                                                        
AAD-12 EPWDF                                                        
                                                                    
gi|283 CGPVGAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
     100       110       120       130       140       150          
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.4  bits: 18.0 E():   87 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (23-39:27-40) 
 
                   10        20        30        40        50       
AAD-12     ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                 ::   .:..:    :::                  
gi|194 MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEALTQY 
               10        20        30           40        50        
 
         60        70        80                                     
AAD-12 QWAAGDVVVWDNRCLLHRAEPWDF                                     
                                                                    
gi|194 KCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDY 
        60        70        80        90       100       110        
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.4  bits: 17.6 E():   87 
Smith-Waterman score: 40; 53.8% identity (76.9% similar) in 13 aa overlap (16-28:38-49) 
 
                              10        20        30        40      
AAD-12                ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 
                                     .:.:  : ::::.                  
gi|160 LNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKPGLH-GFHAHALGDTTNGCMSTGPHFNPV 
        10        20        30        40         50        60       
 
          50        60        70        80                          
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                          
                                                                    
gi|160 GKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLG 
         70        80        90       100       110       120       
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.2  bits: 15.0 E():   90 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (12-22:10-20) 
 
               10        20        30        40        50        60 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                  :.:  :..: :                                       
gi|147   AKITFTNNXPNTVWPGILTGFGQKPQ                                 
                 10        20                                       
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 39; 27.3% identity (90.9% similar) in 11 aa overlap (70-80:27-37) 
 
      40        50        60        70        80                    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                    
                                     :..: ..:...                    
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|111120432|gb|ABH06350.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (59-76:109-126) 
 
       30        40        50        60        70        80 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF 
                                     :.::... : . : .:..     
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE  
       80        90       100       110       120           
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>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 39; 27.3% identity (90.9% similar) in 11 aa overlap (70-80:27-37) 
 
      40        50        60        70        80                    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                    
                                     :..: ..:...                    
gi|217     DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|111494253|gb|ABH06347.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (59-76:109-126) 
 
       30        40        50        60        70        80 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF 
                                     :.::... : . : .:..     
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE  
       80        90       100       110       120           
 
>>gi|111120420|gb|ABH06344.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (59-76:109-126) 
 
       30        40        50        60        70        80 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF 
                                     :.::... : . : .:..     
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE  
       80        90       100       110       120           
 
>>gi|111120428|gb|ABH06348.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (59-76:109-126) 
 
       30        40        50        60        70        80 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF 
                                     :.::... : . : .:..     
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE  
       80        90       100       110       120           
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 39; 27.3% identity (90.9% similar) in 11 aa overlap (70-80:27-37) 
 
      40        50        60        70        80                    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                    
                                     :..: ..:...                    
gi|217     DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|111120424|gb|ABH06346.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (59-76:109-126) 
 
       30        40        50        60        70        80 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF 
                                     :.::... : . : .:..     
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE  
       80        90       100       110       120           
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 39; 27.3% identity (90.9% similar) in 11 aa overlap (70-80:27-37) 
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      40        50        60        70        80                    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                    
                                     :..: ..:...                    
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.0  bits: 17.3 E():   92 
Smith-Waterman score: 39; 27.3% identity (90.9% similar) in 11 aa overlap (70-80:27-37) 
 
      40        50        60        70        80                    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF                    
                                     :..: ..:...                    
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.9  bits: 18.0 E():   93 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (46-69:87-110) 
 
          20        30        40        50        60        70      
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|123 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
          80                                                        
AAD-12 EPWDF                                                        
                                                                    
gi|123 CGPVGAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.9  bits: 18.0 E():   93 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (46-69:87-110) 
 
          20        30        40        50        60        70      
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|158 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
          80                                                        
AAD-12 EPWDF                                                        
                                                                    
gi|158 CGPVGAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|69552|pir||MEHB2 melittin, minor - honeybee          (27 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 66.9  bits: 15.0 E():   93 
Smith-Waterman score: 32; 30.8% identity (61.5% similar) in 13 aa overlap (40-52:13-25) 
 
      10        20        30        40        50        60          
AAD-12 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  .  :                  
gi|695                   GIGAVLKVLTTGLPALISWISRKKRQQ                
                                 10        20                       
 
      70        80 
AAD-12 CLLHRAEPWDF 
 
>>gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-termi  (34 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.8  bits: 15.4 E():   94 
Smith-Waterman score: 33; 25.0% identity (58.3% similar) in 24 aa overlap (29-52:8-31) 
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               10        20        30        40        50        60 
AAD-12 ATPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                   : . :.   ..::. . .  . ::         
gi|691                      AIGDKPGPKITATYXXKWLEAKATFYGSNPRGAA      
                                    10        20        30          
 
               70        80 
AAD-12 GDVVVWDNRCLLHRAEPWDF 
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  41 init1:  41 opt:  44  Z-score: 66.6  bits: 18.9 E():   96 
Smith-Waterman score: 44; 32.0% identity (68.0% similar) in 25 aa overlap (54-77:129-153) 
 
            30        40        50        60        70         80   
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEPWDF   
                                     ...:: ::.  : ..: . . : .:      
gi|114 DPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKI 
      100       110       120       130       140       150         
 
gi|114 DYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEK 
      160       170       180       190       200       210         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:03:03 2011 done: Fri Jan 21 00:03:03 2011 
 Total Scan time:  0.060 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 192  - 271 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     1     8:=* 
  34    16    22:==== * 
  36    19    44:=====     * 
  38    45    73:============      * 
  40    78   102:====================     * 
  42    89   125:=======================        * 
  44   118   138:==============================    * 
  46   182   140:==================================*=========== 
  48   185   134:=================================*============= 
  50   125   122:==============================*= 
  52   136   108:==========================*======= 
  54   100    92:======================*== 
  56    90    77:===================*=== 
  58    58    63:===============* 
  60    34    51:=========   * 
  62    41    41:==========* 
  64    23    33:======  * 
  66    23    26:======* 
  68    32    20:====*=== 
  70    14    16:===* 
  72     3    12:= * 
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  74     9    10:==* 
  76    12     8:=*= 
  78    12     6:=*= 
  80    22     5:=*==== 
  82     6     3:*= 
  84     4     3:* 
  86     4     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     2     1:*         :*= 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     1     0:=         *= 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     1     0:=         *= 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.35920.00313; mu= 7.8665 0.167 
 mean_var=36.491711.105, 0's: 2 Z-trim: 4  B-trim: 15 in 1/43 
 Lambda= 0.212313 
 Kolmogorov-Smirnov  statistic: 0.0990 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   73 27.8    0.23 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   64 24.9    0.58 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   66 25.6       1 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   56 22.4     2.5 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   56 22.4     3.3 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   56 22.4     3.3 
gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Se ( 608)   61 24.1       4 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   54 21.9     6.5 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   54 21.9     6.6 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   54 21.9     6.6 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 20.5     7.1 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   56 22.6     8.7 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   50 20.6     9.7 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   50 20.6      11 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   53 21.6      11 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   50 20.6      11 
gi|212279|gb|AAA48944.1| lysozyme protein [Gallus  (  24)   42 18.0      11 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   56 22.6      12 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   55 22.3      14 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   53 21.6      14 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   48 20.0      15 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   48 20.0      15 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   48 20.0      15 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   48 20.0      15 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   48 20.0      15 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   48 20.0      15 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   52 21.3      16 
gi|34495280|gb|AAQ73487.1| type 2 allergen Lep d 2 ( 140)   48 20.0      16 
gi|33772588|gb|AAQ54603.1| Gly d 2.03 [Glycyphagus ( 141)   48 20.0      16 
gi|34495274|gb|AAQ73484.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495290|gb|AAQ73492.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495288|gb|AAQ73491.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495278|gb|AAQ73486.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495282|gb|AAQ73488.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495284|gb|AAQ73489.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
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gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   53 21.6      16 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   48 20.0      17 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   48 20.0      17 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   48 20.0      17 
gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Se ( 607)   54 22.0      17 
gi|3336842|emb|CAA76847.1| bovine serum albumin [B ( 607)   54 22.0      17 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   53 21.6      18 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   47 19.7      18 
gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Sc ( 129)   47 19.7      18 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   47 19.7      18 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   47 19.7      20 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   47 19.7      20 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   47 19.7      21 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   47 19.7      21 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   47 19.7      21 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   47 19.7      21 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   47 19.7      21 
gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Gl ( 162)   47 19.7      23 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   50 20.7      24 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   50 20.7      24 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   47 19.7      24 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   46 19.4      25 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   49 20.4      25 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   53 21.7      25 
gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen ( 367)   50 20.7      26 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 16.1      26 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   46 19.4      27 
gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   46 19.4      27 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   47 19.7      29 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   47 19.7      30 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   52 21.4      31 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 21.4      31 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   52 21.4      31 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   43 18.4      33 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 18.4      37 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   46 19.4      38 
gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen ( 367)   48 20.1      39 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   48 20.1      39 
gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen ( 367)   48 20.1      39 
gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen ( 367)   48 20.1      39 
gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen ( 367)   48 20.1      39 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   48 20.1      46 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   42 18.1      46 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   42 18.1      46 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   47 19.8      52 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 16.1      52 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 16.2      56 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   42 18.1      57 
gi|8843917|gb|AAF80164.1| pollen major allergen 1- ( 367)   46 19.5      59 
gi|8843921|gb|AAF80166.1| pollen major allergen 1- ( 367)   46 19.5      59 
gi|19069497|emb|CAC37790.2| putative allergen Cup  ( 367)   46 19.5      59 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.1      59 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   45 19.1      61 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   40 17.5      61 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   46 19.5      62 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.2      62 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.2      62 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 19.8      63 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   46 19.5      63 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   41 17.8      68 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   45 19.2      69 
gi|3182907|sp|O02380.1|ALL2_TYRPU RecName: Full=Mi ( 141)   41 17.8      70 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.2      72 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.2      72 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   45 19.2      74 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   45 19.2      74 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   45 19.2      74 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   44 18.8      75 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   41 17.8      76 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.2      78 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.2      78 
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gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   43 18.5      78 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   44 18.8      78 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 15.5      78 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   40 17.5      80 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   40 17.5      80 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   40 17.5      80 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   40 17.5      80 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   40 17.5      80 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   46 19.5      81 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   45 19.2      82 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   51 21.2      82 
gi|4587985|gb|AAD25927.1|AF084828_1 major allergen ( 342)   44 18.8      84 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 20.8      84 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   40 17.5      85 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 15.5      85 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   40 17.5      86 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   40 17.5      86 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   40 17.5      86 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.2      87 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 17.9      88 
gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   40 17.5      88 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 17.9      88 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 17.9      88 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   40 17.5      89 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   40 17.5      89 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   45 19.2      89 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   41 17.9      91 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 17.9      92 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   40 17.5      92 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   41 17.9      98 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   41 17.9      98 
gi|111494253|gb|ABH06347.1| Blo t 21 allergen [Blo ( 129)   39 17.2      98 
gi|111120428|gb|ABH06348.1| Blo t 21 allergen [Blo ( 129)   39 17.2      98 
gi|111120432|gb|ABH06350.1| Blo t 21 allergen [Blo ( 129)   39 17.2      98 
gi|111120420|gb|ABH06344.1| Blo t 21 allergen [Blo ( 129)   39 17.2      98 
gi|111120424|gb|ABH06346.1| Blo t 21 allergen [Blo ( 129)   39 17.2      98 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 14.9      98 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   45 19.2      98 
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  73 init1:  73 opt:  73  Z-score: 113.9  bits: 27.8 E(): 0.23 
Smith-Waterman score: 73; 35.5% identity (54.8% similar) in 31 aa overlap (30-60:246-276) 
 
                10        20        30        40        50          
AAD-12  TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:: :   . :     .: . 
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
 
      60        70        80                                        
AAD-12 GDVVVWDNRCLLHRAEPWDFK                                        
       :                                                            
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 106.7  bits: 24.9 E(): 0.58 
Smith-Waterman score: 64; 32.8% identity (50.8% similar) in 61 aa overlap (10-66:79-133) 
 
                                    10          20          30      
AAD-12                      TPLRPLVKVHPETGRPSL--LIGRHA--HAIPGMDAAES 
                                     .::. ::.:  ::   :  :   :.. :.  
gi|121 DLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPEN-RPALKTLIDGLASSHKARGIEKAQF 
       50        60        70        80         90       100        
 
          40        50        60        70        80     
AAD-12 ERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK     
       :.:  .:::.       :  .:      .::                   
gi|121 EEFRASLVDYLS-----HHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
       110            120       130       140       150  
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>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  66 init1:  66 opt:  66  Z-score: 102.3  bits: 25.6 E():    1 
Smith-Waterman score: 66; 32.3% identity (54.8% similar) in 31 aa overlap (30-60:247-277) 
 
                10        20        30        40        50          
AAD-12  TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:  :   . :.    .: . 
gi|232 APDIKTPKEALDLIMDAIDKAGYKGKVGIAMDVASSEFYKDGKYDLDFKNPESDPSKWLS 
        220       230       240       250       260       270       
 
      60        70        80                                        
AAD-12 GDVVVWDNRCLLHRAEPWDFK                                        
       :                                                            
gi|232 GPQLADLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKT 
        280       290       300       310       320       330       
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 95.4  bits: 22.4 E():  2.5 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (41-57:68-86) 
 
               20        30        40          50        60         
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|219 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
       70        80       
AAD-12 CLLHRAEPWDFK       
                          
gi|219 SFDSDRSGLLLKQKVSDE 
       100       110      
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 93.2  bits: 22.4 E():  3.3 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (41-57:68-86) 
 
               20        30        40          50        60         
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|184 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
       70        80                                                 
AAD-12 CLLHRAEPWDFK                                                 
                                                                    
gi|184 SFDSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 93.2  bits: 22.4 E():  3.3 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (41-57:68-86) 
 
               20        30        40          50        60         
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|456 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNF 
        40        50        60        70        80        90        
 
       70        80                                                 
AAD-12 CLLHRAEPWDFK                                                 
                                                                    
gi|456 SFGSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Serum   (608 aa) 
 initn:  43 init1:  43 opt:  61  Z-score: 91.7  bits: 24.1 E():    4 
Smith-Waterman score: 61; 26.1% identity (53.6% similar) in 69 aa overlap (12-76:424-492) 
 
                                  10        20        30            
AAD-12                    TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :. :... .: ...   .:  :  
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gi|135 YAHVFDEFKPLVEEPHNLVKTNCELFEKLGEYGFQNALLVRYTKKVPQVSTPTLVEVSRS 
           400       410       420       430       440       450    
 
       40        50        60         70        80                  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFK                  
       :  . .  :  :...  . :   . :  :: :.::.  :                      
gi|135 LGKVGSKCCTHPEAERLSCAEDYLSVVLNRLCVLHEKTPVSERVTKCCTESLVNRRPCFS 
           460       470       480       490       500       510    
 
gi|135 ALQVDETYVPKEFSAETFTFHADLCTLPEAEKQIKKQSALVELLKHKPKATEEQLKTVMG 
           520       530       540       550       560       570    
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 87.9  bits: 21.9 E():  6.5 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (61-75:122-138) 
 
               40        50        60        70          80         
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFK         
                                     : :..::.:::  :..:              
gi|162 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
gi|162 RKELAAVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200         
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 87.8  bits: 21.9 E():  6.6 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (61-75:122-138) 
 
               40        50        60        70          80         
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFK         
                                     : :..::.:::  :..:              
gi|209 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
gi|209 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 87.8  bits: 21.9 E():  6.6 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (61-75:122-138) 
 
               40        50        60        70          80         
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFK         
                                     : :..::.:::  :..:              
gi|124 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
gi|124 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 87.2  bits: 20.5 E():  7.1 
Smith-Waterman score: 50; 31.4% identity (45.7% similar) in 35 aa overlap (44-78:29-59) 
 
            20        30        40        50        60        70    
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 
                                     :  :::   : .. : ..   :: : .    
gi|323   QAGGQTCAGNICCSQYGYCGTTADYCSPDNNCQATY-HYYNPAQNN---WDLRAVSAY 
                 10        20        30         40           50     
 
            80                               
AAD-12 AEPWDFK                               
          ::                                 
gi|323 CSTWDADKPYSWRYGWTAFCGPAGPRCLRTNAAVTVR 
           60        70        80        90  
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  37 init1:  37 opt:  56  Z-score: 85.6  bits: 22.6 E():  8.7 
Smith-Waterman score: 56; 27.0% identity (55.6% similar) in 63 aa overlap (1-55:46-108) 
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                                                10          20      
AAD-12                               TPLRPL---VKVHPETGRPSLL--IGRH-- 
                                     :::::    ...: ....:  :  .: .   
gi|253 IEEPEMIAPTPPGQFPHQQPISSPNRTSRNTPLRPESTEIETHHHANHPPALPVLGMQLP 
          20        30        40        50        60        70      
 
             30        40        50        60        70        80   
AAD-12 -AHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK   
          ..:  . :.:.  :.  .:   .::   .:                            
gi|253 VPGTVPESSRAQSRASLNLDIDLDLHAPSHPSHLSHGAPHEQEHAHEIQRHRAHSAQSSA 
          80        90       100       110       120       130      
 
gi|253 GLPPTGFASHLPPASSGPVSLGWNMYHVPPNLHLNANQFNFEVPGHMNVSGHPTHLEHSS 
         140       150       160       170       180       190      
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.7  bits: 20.6 E():  9.7 
Smith-Waterman score: 50; 50.0% identity (90.0% similar) in 10 aa overlap (67-76:24-33) 
 
         40        50        60        70        80                 
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                 
                                     : :..::..:                     
gi|484        GKMNFTDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVL 
                      10        20        30        40        50    
 
gi|484 TAIIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGE 
            60        70        80        90       100       110    
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.8  bits: 20.6 E():   11 
Smith-Waterman score: 50; 33.3% identity (100.0% similar) in 12 aa overlap (69-80:44-55) 
 
       40        50        60        70        80                   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                   
                                     :..::..:....                   
gi|558 AVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.8  bits: 21.6 E():   11 
Smith-Waterman score: 53; 43.8% identity (62.5% similar) in 16 aa overlap (41-56:27-42) 
 
               20        30        40        50        60        70 
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     : :.:  : : .. ::               
gi|170     MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQ 
                   10        20        30        40        50       
 
               80                                                   
AAD-12 LHRAEPWDFK                                                   
                                                                    
gi|170 QTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQP 
         60        70        80        90       100       110       
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.7  bits: 20.6 E():   11 
Smith-Waterman score: 50; 40.0% identity (60.0% similar) in 15 aa overlap (63-77:127-141) 
 
             40        50        60        70        80    
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK    
                                     :.: :::    .. :       
gi|126 PCSALLSSDITASVNCAKKIVSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL 
        100       110       120       130       140        
 
>>gi|212279|gb|AAA48944.1| lysozyme protein [Gallus gall  (24 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 83.6  bits: 18.0 E():   11 
Smith-Waterman score: 42; 33.3% identity (53.3% similar) in 15 aa overlap (63-77:5-19) 
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             40        50        60        70        80   
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK   
                                     :.: : :    .. :      
gi|212                           MNAWVAWRNSCKGTDVQAWIRGCR 
                                         10        20     
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 83.4  bits: 22.6 E():   12 
Smith-Waterman score: 56; 26.1% identity (50.7% similar) in 69 aa overlap (12-76:424-492) 
 
                                  10        20        30            
AAD-12                    TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :. :...  : ...   .:  :  
gi|668 YAKVLDEFKPLVDEPQNLVKTNCELFEKLGEYGFQNALLVRYTKKAPQVSTPTLVEVSRK 
           400       410       420       430       440       450    
 
       40        50        60         70        80                  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFK                  
       :  .    :. :. .  . :   . :  :: :.::.  :                      
gi|668 LGKVGTKCCKKPESERMSCAEDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFS 
           460       470       480       490       500       510    
 
gi|668 GLEVDETYVPKEFNAETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMG 
           520       530       540       550       560       570    
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 82.0  bits: 22.3 E():   14 
Smith-Waterman score: 55; 26.1% identity (50.7% similar) in 69 aa overlap (12-76:401-469) 
 
                                  10        20        30            
AAD-12                    TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :. :...  : ...   .:  :  
gi|331 YAKVLDEFKPLVDEPQNLVKTNCELFEKLGEYGFQNALLVRYTKKAPQVSTPTLVEVSRK 
              380       390       400       410       420       430 
 
       40        50        60         70        80                  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFK                  
       :  .    :. :. .  . :   . :  :: :.::.  :                      
gi|331 LGKVGTKCCKKPESERMSCADDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFS 
              440       450       460       470       480       490 
 
gi|331 GLEVDETYVPKEFNAETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMG 
              500       510       520       530       540       550 
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  53  Z-score: 81.9  bits: 21.6 E():   14 
Smith-Waterman score: 53; 27.0% identity (55.6% similar) in 63 aa overlap (8-67:119-178) 
 
                                      10        20         30       
AAD-12                        TPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESE 
                                     .::  .: : :..   .:.:  :..    . 
gi|908 LWIIFSKNLNIKLNMPLYIAGNKTIDGRGAEVHIGNGGPCLFMRTVSHVILHGLNIHGCN 
       90       100       110       120       130       140         
 
         40          50        60        70        80               
AAD-12 RFLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK               
         . :  :.. :  .  :::..   ::...  :                            
gi|908 TSVSGNVLISEASGVVPVHAQD---GDAITMRNVTDVWIDHNSLSDSSDGLVDVTLASTG 
      150       160       170          180       190       200      
 
gi|908 VTISNNHFFNHHKVMLLGHSDIYSDDKSMKVTVAFNQFGPNAGQRMPRARYGLIHVANNN 
         210       220       230       240       250       260      
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.6  bits: 20.0 E():   15 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (68-80:76-88) 
 
        40        50        60        70        80                  
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                  
                                     .: .....: :::                  
gi|484 TTKATIKVLAKVAGTPIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILPKVKAEVT 
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          50        60        70        80        90       100      
 
gi|484 AELVGDHGVLACGRFGRQVE 
         110       120      
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.4  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (69-80:27-38) 
 
       40        50        60        70        80                   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                   
                                     :..::..:....                   
gi|214     SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|214 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
         60        70        80        90       100       110       
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.4  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (69-80:27-38) 
 
       40        50        60        70        80                   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                   
                                     :..::..:....                   
gi|256     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKA 
                   10        20        30        40        50       
 
gi|256 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNGV 
         60        70        80        90       100       110       
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.4  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (69-80:27-38) 
 
       40        50        60        70        80                   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                   
                                     :..::..:....                   
gi|760     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKA 
                   10        20        30        40        50       
 
gi|760 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.4  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (69-80:27-38) 
 
       40        50        60        70        80                   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                   
                                     :..::..:....                   
gi|157     SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|157 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
         60        70        80        90       100       110       
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.3  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (69-80:28-39) 
 
       40        50        60        70        80                   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                   
                                     :..::..:....                   
gi|110    RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNSKTAKIEIKA 
                  10        20        30        40        50        
 
gi|110 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNGV 
        60        70        80        90       100       110        
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
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 initn:  52 init1:  52 opt:  52  Z-score: 81.0  bits: 21.3 E():   16 
Smith-Waterman score: 52; 28.1% identity (59.4% similar) in 32 aa overlap (30-61:66-97) 
 
                10        20        30        40        50          
AAD-12  TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     .:. . . : :: .. .   ::.  ::..  
gi|729 STLSLVTKADGKIDMTVDLISPVTKRASLKIDSKKYNLFHEGELSASIVNPRLSWHQYTK 
          40        50        60        70        80        90      
 
      60        70        80                                        
AAD-12 GDVVVWDNRCLLHRAEPWDFK                                        
        :                                                           
gi|729 RDSREYKSDVELSLRSSDIALKITMPDYNSKIHYSRQGDQINMDIDGTLIEGHAQGTIRE 
         100       110       120       130       140       150      
 
>>gi|34495280|gb|AAQ73487.1| type 2 allergen Lep d 2.024  (140 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (68-80:91-103) 
 
        40        50        60        70        80                  
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                  
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
               70        80        90       100       110       120 
 
gi|344 AELIGDHGILACGTVNGQVE 
              130       140 
 
>>gi|33772588|gb|AAQ54603.1| Gly d 2.03 [Glycyphagus dom  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.7  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (68-80:92-104) 
 
        40        50        60        70        80                  
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                  
                                     .: .....: :::                  
gi|337 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|337 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495274|gb|AAQ73484.1| type 2 allergen Lep d 2.013  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.7  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (68-80:92-104) 
 
        40        50        60        70        80                  
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                  
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495290|gb|AAQ73492.1| type 2 allergen Lep d 2.042  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.7  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (68-80:92-104) 
 
        40        50        60        70        80                  
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                  
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVVGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGTVE 
             130       140  
 
>>gi|34495288|gb|AAQ73491.1| type 2 allergen Lep d 2.039  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.7  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (68-80:92-104) 
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        40        50        60        70        80                  
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                  
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495278|gb|AAQ73486.1| type 2 allergen Lep d 2.023  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.7  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (68-80:92-104) 
 
        40        50        60        70        80                  
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                  
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495282|gb|AAQ73488.1| type 2 allergen Lep d 2.025  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.7  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (68-80:92-104) 
 
        40        50        60        70        80                  
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                  
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2.035  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.7  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (68-80:92-104) 
 
        40        50        60        70        80                  
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                  
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495284|gb|AAQ73489.1| type 2 allergen Lep d 2.031  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.7  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (68-80:92-104) 
 
        40        50        60        70        80                  
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                  
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 80.7  bits: 21.6 E():   16 
Smith-Waterman score: 53; 27.3% identity (54.5% similar) in 44 aa overlap (21-63:241-284) 
 
                         10        20        30         40          
AAD-12           TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF-LEGLVDWACQA 
                                     :  .... :::.: :: .  .   :   .  
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDKTYDLNFKE 
              220       230       240       250       260       270 
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      50        60        70        80                              
AAD-12 PRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                              
          .. :  .:::.                                               
gi|144 ENNNGSQKISGDVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.5  bits: 20.0 E():   17 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (69-80:43-54) 
 
       40        50        60        70        80                   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                   
                                     :..::..:....                   
gi|164 AVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEANQNRKTAKIEIKA 
             20        30        40        50        60        70   
 
gi|164 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
             80        90       100       110       120       130   
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.5  bits: 20.0 E():   17 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (69-80:44-55) 
 
       40        50        60        70        80                   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                   
                                     :..::..:....                   
gi|135 AVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|135 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
            80        90       100       110       120       130    
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.5  bits: 20.0 E():   17 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (69-80:44-55) 
 
       40        50        60        70        80                   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                   
                                     :..::..:....                   
gi|996 AVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNTKNAKIEIKA 
            20        30        40        50        60        70    
 
gi|996 SIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
            80        90       100       110       120       130    
 
>>gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Serum   (607 aa) 
 initn:  38 init1:  38 opt:  54  Z-score: 80.1  bits: 22.0 E():   17 
Smith-Waterman score: 54; 24.6% identity (49.3% similar) in 69 aa overlap (12-76:423-491) 
 
                                  10        20        30            
AAD-12                    TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :: :... .: ...   .:  :  
gi|135 YSTVFDKLKHLVDEPQNLIKQNCDQFEKLGEYGFQNALIVRYTRKVPQVSTPTLVEVSRS 
            400       410       420       430       440       450   
 
       40        50        60         70        80                  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFK                  
       :  .    :  :. .    .   . .  :: :.::.  :                      
gi|135 LGKVGTRCCTKPESERMPCTEDYLSLILNRLCVLHEKTPVSEKVTKCCTESLVNRRPCFS 
            460       470       480       490       500       510   
 
gi|135 ALTPDETYVPKAFDEKLFTFHADICTLPDTEKQIKKQTALVELLKHKPKATEEQLKTVME 
            520       530       540       550       560       570   
 
>>gi|3336842|emb|CAA76847.1| bovine serum albumin [Bos t  (607 aa) 
 initn:  38 init1:  38 opt:  54  Z-score: 80.1  bits: 22.0 E():   17 
Smith-Waterman score: 54; 24.6% identity (49.3% similar) in 69 aa overlap (12-76:423-491) 
 
                                  10        20        30            
AAD-12                    TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :: :... .: ...   .:  :  
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gi|333 YSTVFDKLKHLVDEPQNLIKQNCDQFEKLGEYGFQNALIVRYTRKVPQVSTPTLVEVSRS 
            400       410       420       430       440       450   
 
       40        50        60         70        80                  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFK                  
       :  .    :  :. .    .   . .  :: :.::.  :                      
gi|333 LGKVGTRCCTKPESERMPCTEDYLSLILNRLCVLHEKTPVSEKVTKCCTESLVNRRPCFS 
            460       470       480       490       500       510   
 
gi|333 ALTPDETYVPKAFDEKLFTFHADICTLPDTEKQIKKQTALVELLKHKPKATEEQLKTVME 
            520       530       540       550       560       570   
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 79.9  bits: 21.6 E():   18 
Smith-Waterman score: 53; 27.0% identity (56.8% similar) in 37 aa overlap (29-64:441-477) 
 
                 10        20        30        40         50        
AAD-12   TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG-LVDWACQAPRVHAHQW 
                                     :. :.    .. : :.:  : .  .:. .  
gi|505 YQIAFSRGNRAFIAINLQKNQQNLQQKLHTGLPAGTYCDIISGNLIDNKCTGKSIHVDKN 
              420       430       440       450       460       470 
 
        60        70        80    
AAD-12 AAGDVVVWDNRCLLHRAEPWDFK    
       . .:: :                    
gi|505 GQADVYVGHDEFDAFVAYHIGARIVS 
              480       490       
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.7  bits: 19.7 E():   18 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (69-80:27-38) 
 
       40        50        60        70        80                   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                   
                                     :..::..:. ..                   
gi|760     DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|760 NINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
         60        70        80        90       100       110       
 
>>gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Schist  (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.7  bits: 19.7 E():   18 
Smith-Waterman score: 47; 50.0% identity (80.0% similar) in 10 aa overlap (65-74:6-15) 
 
           40        50        60        70        80               
AAD-12 SERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK               
                                     :::.:. . :                     
gi|298                          MSADSWDNHCVTYVANNKCLKNLCMTAIDGSHLGT 
                                        10        20        30      
 
gi|298 SNPDFRIPPELILQLKSILDGGLDTSIFFMGEKYIVLQHDSSCLVSRCGKKSLIFYATGK 
          40        50        60        70        80        90      
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.7  bits: 19.7 E():   18 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (69-80:27-38) 
 
       40        50        60        70        80                   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                   
                                     :..::..:. ..                   
gi|179     DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|179 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENVVVTVKLVGDNGV 
         60        70        80        90       100       110       
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.2  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (69-80:36-47) 
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       40        50        60        70        80                   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                   
                                     :..::..:. ..                   
gi|217 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
          10        20        30        40        50        60      
 
gi|217 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
          70        80        90       100       110       120      
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.0  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (69-80:40-51) 
 
       40        50        60        70        80                   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                   
                                     :..::..:. ..                   
gi|546 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
      10        20        30        40        50        60          
 
gi|546 SLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
      70        80        90       100       110       120          
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.8  bits: 19.7 E():   21 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (69-80:44-55) 
 
       40        50        60        70        80                   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                   
                                     :..::..:. ..                   
gi|864 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|864 NIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.8  bits: 19.7 E():   21 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (69-80:44-55) 
 
       40        50        60        70        80                   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                   
                                     :..::..:. ..                   
gi|256 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|256 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.8  bits: 19.7 E():   21 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (69-80:44-55) 
 
       40        50        60        70        80                   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                   
                                     :..::..:. ..                   
gi|558 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.8  bits: 19.7 E():   21 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (69-80:44-55) 
 
       40        50        60        70        80                   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                   
                                     :..::..:. ..                   
gi|218 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
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gi|218 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.8  bits: 19.7 E():   21 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (69-80:44-55) 
 
       40        50        60        70        80                   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                   
                                     :..::..:. ..                   
gi|558 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Globin  (162 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 78.1  bits: 19.7 E():   23 
Smith-Waterman score: 47; 25.0% identity (63.6% similar) in 44 aa overlap (25-67:111-148) 
 
                     10        20        30        40        50     
AAD-12       TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                     :   :..::.  .:  .::..      ..: 
gi|121 VSFFTEVISLSGNQANLSAVYALVSKLGVDHKARGISAAQFGEFRTALVSY------LQA 
               90       100       110       120       130           
 
            60        70        80  
AAD-12 H-QWAAGDVVVWDNRCLLHRAEPWDFK  
       : .:. . ...:..               
gi|121 HVSWGDNVAAAWNHALDNTYAVALKSLE 
          140       150       160   
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 77.6  bits: 20.7 E():   24 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (9-67:99-157) 
 
                                     10        20         30        
AAD-12                       TPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
        40          50        60        70        80                
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                
        . :  ::. .  .  :::..   ::...  :                             
gi|908 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
      130       140          150       160       170       180      
 
gi|908 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
         190       200       210       220       230       240      
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 77.5  bits: 20.7 E():   24 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (9-67:100-158) 
 
                                     10        20         30        
AAD-12                       TPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
        40          50        60        70        80                
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                
        . :  ::. .  .  :::..   ::...  :                             
gi|118 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     130       140       150          160       170       180       
 
gi|118 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        190       200       210       220       230       240       
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
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 initn:  47 init1:  47 opt:  47  Z-score: 77.5  bits: 19.7 E():   24 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (69-80:73-84) 
 
       40        50        60        70        80                   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                   
                                     :..::..:. ..                   
gi|156 KHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
             50        60        70        80        90       100   
 
gi|156 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            110       120       130       140       150       160   
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 77.5  bits: 19.4 E():   25 
Smith-Waterman score: 46; 26.8% identity (58.5% similar) in 41 aa overlap (17-55:100-140) 
 
                             10        20         30        40      
AAD-12               TPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
           50        60        70        80 
AAD-12 A-CQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK 
       . : . . : :                          
gi|100 GYCGSHHHHHH                          
     130       140                          
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.5  bits: 20.4 E():   25 
Smith-Waterman score: 49; 43.8% identity (56.2% similar) in 16 aa overlap (41-56:8-23) 
 
               20        30        40        50        60        70 
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     : :.:  : :  . ::               
gi|106                        NIQVDPSGQVQWPQQQPFPQPHQPFSQQPQQTFPQPQ 
                                      10        20        30        
 
               80                                                   
AAD-12 LHRAEPWDFK                                                   
                                                                    
gi|106 QTFPHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQP 
        40        50        60        70        80        90        
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 77.2  bits: 21.7 E():   25 
Smith-Waterman score: 53; 30.4% identity (73.9% similar) in 23 aa overlap (45-67:618-639) 
 
           20        30        40        50        60        70     
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     : :. :.. : .:.. ..:: ..        
gi|581 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVVHNDFDFRLSV 
       590       600       610       620        630       640       
 
           80                                                       
AAD-12 EPWDFK                                                       
                                                                    
gi|581 AEGVGLFNVLQEKGVPSRFLNFPDETHWVTKPENSLVWHQQVLGWVNKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 77.1  bits: 20.7 E():   26 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (9-67:120-178) 
 
                                     10        20         30        
AAD-12                       TPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHSCNT 
      90       100       110       120       130       140          
 
        40          50        60        70        80                
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AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLPDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 77.0  bits: 16.1 E():   26 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (23-28:8-13) 
 
               10        20        30        40        50        60 
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG 
                             ::: .:                                 
gi|131                GPVGGVVHAHMMPLL                               
                              10                                    
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.8  bits: 19.4 E():   27 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (20-62:1-44) 
 
               10        20        30        40         50          
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQAPRVHAHQWAA 
                          .: ..:..   ... .:... :.: :     :..    . . 
gi|166                    MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKS 
                                  10        20        30        40  
 
      60        70        80                                        
AAD-12 GDVVVWDNRCLLHRAEPWDFK                                        
        ::                                                          
gi|166 VDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETH 
              50        60        70        80        90       100  
 
>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.8  bits: 19.4 E():   27 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (20-62:1-44) 
 
               10        20        30        40         50          
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQAPRVHAHQWAA 
                          .: ..:..   ... .:... :.: :     :..    . . 
gi|215                    MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKS 
                                  10        20        30        40  
 
      60        70        80                                        
AAD-12 GDVVVWDNRCLLHRAEPWDFK                                        
        ::                                                          
gi|215 VDVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETH 
              50        60        70        80        90       100  
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.2  bits: 19.7 E():   29 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (24-61:156-194) 
 
                      10        20        30        40        50    
AAD-12        TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|833 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
         130       140       150       160       170       180      
 
             60        70        80 
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFK 
       .. .:: ..                    
gi|833 NVINWAEAENRYIAGDKGGHPFMKL    
         190       200       210    
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 75.8  bits: 19.7 E():   30 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (24-61:167-205) 
 
                      10        20        30        40        50    
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AAD-12        TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|164 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
        140       150       160       170       180       190       
 
             60        70        80 
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFK 
       .. .:: ..                    
gi|164 NVINWAEAENRYIAGDKGGHPFMKL    
        200       210       220     
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 75.5  bits: 21.4 E():   31 
Smith-Waterman score: 52; 26.1% identity (73.9% similar) in 23 aa overlap (45-67:618-639) 
 
           20        30        40        50        60        70     
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     : :. :.. : .:.. ..:. ..        
gi|238 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVIHNDSDFRLSV 
       590       600       610       620        630       640       
 
           80                                                       
AAD-12 EPWDFK                                                       
                                                                    
gi|238 AEGVGLFNVLQEKGIPSRFLNFPDETHWVTKPENSLVWHQQVLGWINKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 75.5  bits: 21.4 E():   31 
Smith-Waterman score: 52; 26.1% identity (73.9% similar) in 23 aa overlap (45-67:618-639) 
 
           20        30        40        50        60        70     
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     : :. :.. : .:.. ..:. ..        
gi|219 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVIHNDFDFRLSV 
       590       600       610       620        630       640       
 
           80                                                       
AAD-12 EPWDFK                                                       
                                                                    
gi|219 AEGVGLFNVLQEKGIPSRFLNFPDETHWVTKPENSLVWHQQVLGWINKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 75.5  bits: 21.4 E():   31 
Smith-Waterman score: 52; 26.1% identity (73.9% similar) in 23 aa overlap (45-67:618-639) 
 
           20        30        40        50        60        70     
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     : :. :.. : .:.. ..:. ..        
gi|238 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVIHNDFDFRLSV 
       590       600       610       620        630       640       
 
           80                                                       
AAD-12 EPWDFK                                                       
                                                                    
gi|238 AEGVGLFNVLQEKGIPSRFLNFPDETHWVTKPENSLVWHQQVLGWINKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.2  bits: 18.4 E():   33 
Smith-Waterman score: 43; 30.4% identity (60.9% similar) in 23 aa overlap (57-79:53-75) 
 
         30        40        50        60        70        80       
AAD-12 IPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK       
                                     :: . :.. ..  : :: .  :.        
gi|387 SINGNAPAEIDLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVD 
             30        40        50        60        70        80   
 
gi|387 CASQHGCHGDTIPR 
             90       
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>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.3  bits: 18.4 E():   37 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (29-41:5-17) 
 
               10        20        30        40        50        60 
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG 
                                   :.:::: .  :.:                    
gi|208                         MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACGLA 
                                       10        20        30       
 
               70        80                                         
AAD-12 DVVVWDNRCLLHRAEPWDFK                                         
                                                                    
gi|208 KKSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAGDVDGDGK 
         40        50        60        70        80        90       
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.9  bits: 19.4 E():   38 
Smith-Waterman score: 46; 22.9% identity (60.4% similar) in 48 aa overlap (28-75:115-162) 
 
                  10        20        30        40        50        
AAD-12    TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. : ... . :     : ..:.  :..  
gi|383 GSEASANPKDKPAEEEEEEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSL 
           90       100       110       120       130       140     
 
        60        70        80                                      
AAD-12 AAGDVVVWDNRCLLHRAEPWDFK                                      
       .. .:  ::..  :.. :                                           
gi|383 VTLEVKPWDDETNLEELEANVRAIEMDGLVWGASKFVAVGFGIKKLQINLVVEDEKVSTD 
          150       160       170       180       190       200     
 
>>gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 73.8  bits: 20.1 E():   39 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (9-67:120-178) 
 
                                     10        20         30        
AAD-12                       TPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLEMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
        40          50        60        70        80                
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 73.8  bits: 20.1 E():   39 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (9-67:120-178) 
 
                                     10        20         30        
AAD-12                       TPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|151 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
        40          50        60        70        80                
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                
        . :  ::. .  .  :::..   ::...  :                             
gi|151 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|151 TISNNHFFNHHKVMLLGHDDTYDNDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 6748



 

 

>>gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 73.8  bits: 20.1 E():   39 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (9-67:120-178) 
 
                                     10        20         30        
AAD-12                       TPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
        40          50        60        70        80                
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGNVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 73.8  bits: 20.1 E():   39 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (9-67:120-178) 
 
                                     10        20         30        
AAD-12                       TPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
        40          50        60        70        80                
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 73.8  bits: 20.1 E():   39 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (9-67:120-178) 
 
                                     10        20         30        
AAD-12                       TPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
        40          50        60        70        80                
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGNVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 72.5  bits: 20.1 E():   46 
Smith-Waterman score: 48; 20.9% identity (55.2% similar) in 67 aa overlap (5-71:2-63) 
 
               10        20        30        40        50        60 
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG 
           :. :.: .    :.  .:   ..  .:.:    . ...:  . .. . .::.   : 
gi|139    MPISKIHAR----SVYDSRGNPTVE-VDVATETGLHRAIVPSGASTGQHEAHELRDG 
                      10        20         30        40        50   
 
               70        80                                         
AAD-12 DVVVWDNRCLLHRAEPWDFK                                         
       : . : .. .:                                                  
gi|139 DKTQWGGKGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAIL 
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             60        70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.5  bits: 18.1 E():   46 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (23-60:20-57) 
 
               10        20        30        40        50        60 
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG 
                             ::  . . : :. :    :..:   .:  :   .  :: 
gi|730    MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAG 
                  10        20        30        40        50        
 
               70        80                                    
AAD-12 DVVVWDNRCLLHRAEPWDFK                                    
                                                               
gi|730 LGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
        60        70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.5  bits: 18.1 E():   46 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (23-60:20-57) 
 
               10        20        30        40        50        60 
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG 
                             ::  . . : :. :    :..:   .:  :   .  :: 
gi|191    MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAG 
                  10        20        30        40        50        
 
               70        80                                    
AAD-12 DVVVWDNRCLLHRAEPWDFK                                    
                                                               
gi|191 LGSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
        60        70        80        90       100       110   
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.6  bits: 19.8 E():   52 
Smith-Waterman score: 47; 37.5% identity (68.8% similar) in 16 aa overlap (59-74:202-217) 
 
       30        40        50        60        70        80         
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK         
                                     ::.  .: ..: : .:               
gi|113 DIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWIDHCSLSKASDGLLDITLGSSHV 
             180       190       200       210       220       230  
 
gi|113 TVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQRMPRCRFGFFQVVNNNY 
             240       250       260       270       280       290  
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 71.6  bits: 16.1 E():   52 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (28-45:8-25) 
 
               10        20        30        40        50        60 
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG 
                                  :.. :. ....:..   :                
gi|751                     IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA         
                                   10        20        30           
 
               70        80 
AAD-12 DVVVWDNRCLLHRAEPWDFK 
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 70.9  bits: 16.2 E():   56 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (28-45:8-25) 
 
               10        20        30        40        50        60 
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG 
                                  :.. :. ....:..   :                
gi|751                     IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK      
                                   10        20        30           
 
               70        80 
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AAD-12 DVVVWDNRCLLHRAEPWDFK 
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 70.8  bits: 18.1 E():   57 
Smith-Waterman score: 42; 24.4% identity (56.1% similar) in 41 aa overlap (17-56:100-140) 
 
                             10        20         30        40      
AAD-12               TPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
          50        60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK 
       .  .   : :.                         
gi|100 GYYVGSHHHHHH                        
     130       140                         
 
>>gi|8843917|gb|AAF80164.1| pollen major allergen 1-2 [J  (367 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 70.5  bits: 19.5 E():   59 
Smith-Waterman score: 46; 27.4% identity (54.8% similar) in 62 aa overlap (9-67:120-178) 
 
                                     10        20         30        
AAD-12                       TPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
        40          50        60        70        80                
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                
        . :  ::. .  .  :::..   ::...  :                             
gi|884 SVLGDVLVSESIGVVPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|884 TIFNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8843921|gb|AAF80166.1| pollen major allergen 1-1 [J  (367 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 70.5  bits: 19.5 E():   59 
Smith-Waterman score: 46; 27.4% identity (54.8% similar) in 62 aa overlap (9-67:120-178) 
 
                                     10        20         30        
AAD-12                       TPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
        40          50        60        70        80                
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                
        . :  ::. .  .  :::..   ::...  :                             
gi|884 SVLGDVLVSESIGVVPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|884 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|19069497|emb|CAC37790.2| putative allergen Cup a 1   (367 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 70.5  bits: 19.5 E():   59 
Smith-Waterman score: 46; 27.4% identity (53.2% similar) in 62 aa overlap (9-67:120-178) 
 
                                     10        20         30        
AAD-12                       TPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :..   .:.:  :.     .  
gi|190 WIIFSQNMNIKLQMPLYVAGYKTIDGRGADVHLGNGGPCLFMRTASHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
        40          50        60        70        80                
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                
        . :  ::. .  .  :::..   ::...  :                             
gi|190 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
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gi|190 TISNNHFFNHHKVMLLGHDDTYDDDISMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 70.5  bits: 18.1 E():   59 
Smith-Waterman score: 42; 27.8% identity (66.7% similar) in 36 aa overlap (24-59:28-62) 
 
                   10        20        30        40        50       
AAD-12     TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                  :.: :...: : ... .:  : .    ... .: 
gi|157 MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQA-EFRQLANGAPDKTEAEIEAQIEQ 
               10        20        30         40        50          
 
         60        70        80                                     
AAD-12 WAAGDVVVWDNRCLLHRAEPWDFK                                     
       :.:                                                          
gi|157 WVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPAAKAADARLSAIASNRALKV 
      60        70        80        90       100       110          
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 70.3  bits: 19.1 E():   61 
Smith-Waterman score: 47; 23.1% identity (59.0% similar) in 39 aa overlap (43-78:130-168) 
 
             20        30        40           50        60          
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC---QAPRVHAHQWAAGDVVVWDNRC 
                                     :::     .. .:... .. ::....:    
gi|287 FFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGT 
     100       110       120       130       140       150          
 
      70        80                                                  
AAD-12 LLHRAEPWDFK                                                  
        .  : : .                                                    
gi|287 YVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAG 
     160       170       180       190       200       210          
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.3  bits: 17.5 E():   61 
Smith-Waterman score: 40; 30.0% identity (50.0% similar) in 30 aa overlap (16-45:13-42) 
 
               10        20        30        40        50        60 
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG 
                      :. :.    .. ::   :: :   .:  .:                
gi|144    VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKKGNLWEVKSS 
                  10        20        30        40        50        
 
               70        80                    
AAD-12 DVVVWDNRCLLHRAEPWDFK                    
                                               
gi|144 KPLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
        60        70        80        90       
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.2  bits: 19.5 E():   62 
Smith-Waterman score: 46; 28.0% identity (52.0% similar) in 25 aa overlap (50-74:351-375) 
 
      20        30        40        50        60        70          
AAD-12 IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF 
                                     :   .. :  ::: . .   .. ::      
gi|118 INGVQYPLSPSAYILQDDDSCTSGFEGMDVPTSSGELWILGDVFIRQYYTVFDRANNKVG 
              330       340       350       360       370       380 
 
      80     
AAD-12 K     
             
gi|118 LAPVA 
             
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (20-43:1-24) 
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               10        20        30        40        50        60 
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG 
                          .: ..:..   ... .:... :.:                  
gi|215                    MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAATGAYKS 
                                  10        20        30        40  
 
               70        80                                         
AAD-12 DVVVWDNRCLLHRAEPWDFK                                         
                                                                    
gi|215 VEVKGDGGAGTVRIITLPEGSPITTMTVRTDAVNKEALSYDSTVIDGDILLGFIESIETH 
              50        60        70        80        90       100  
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (20-43:1-24) 
 
               10        20        30        40        50        60 
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG 
                          .: ..:..   ... .:... :.:                  
gi|892                    MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKS 
                                  10        20        30        40  
 
               70        80                                         
AAD-12 DVVVWDNRCLLHRAEPWDFK                                         
                                                                    
gi|892 VEVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETH 
              50        60        70        80        90       100  
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.0  bits: 19.8 E():   63 
Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (14-36:344-366) 
 
                                10        20        30        40    
AAD-12                  TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
           320       330       340       350       360       370    
 
            50        60        70        80                        
AAD-12 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                        
                                                                    
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.9  bits: 19.5 E():   63 
Smith-Waterman score: 46; 24.4% identity (48.9% similar) in 45 aa overlap (37-74:173-216) 
 
         10        20        30        40        50        60       
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV--- 
                                     : : :    .  .: .  :: . ::..    
gi|113 RGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQ-SDGDAIHVT 
            150       160       170       180       190        200  
 
                70        80                                        
AAD-12 ----VWDNRCLLHRAEPWDFK                                        
           .: ..: : ..                                              
gi|113 GSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDLKMHVT 
             210       220       230       240       250       260  
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 69.4  bits: 17.8 E():   68 
Smith-Waterman score: 41; 45.5% identity (90.9% similar) in 11 aa overlap (70-80:111-121) 
 
      40        50        60        70        80                
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                
                                     .:::.. .::.                
gi|144 GFVGRTYFTVLHTQCFRLDYPIVKCKVKSTILHRSKCYDFETFAPKKYQWFDVLQY 
               90       100       110       120       130       
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>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.3  bits: 19.2 E():   69 
Smith-Waterman score: 45; 28.6% identity (51.4% similar) in 35 aa overlap (23-57:258-291) 
 
                       10        20        30        40        50   
AAD-12         TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     :...:    .  : :  .  : :. :  :. 
gi|510 IGENIIGHLLIVFDGGKSQPACSWYDVPCSHSESIVYATGMVSGRCQHLAVPWTAQQ-RI 
       230       240       250       260       270       280        
 
             60        70        80                                 
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFK                                 
       .  ::                                                        
gi|510 NPIQWKFWRVFTSNIPAYPTSDTTNCVVLNTNVFKNDNTFEGEYHAFPDCARNLFKCRQQ 
        290       300       310       320       330       340       
 
>>gi|3182907|sp|O02380.1|ALL2_TYRPU RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.1  bits: 17.8 E():   70 
Smith-Waterman score: 41; 37.5% identity (100.0% similar) in 8 aa overlap (69-76:41-48) 
 
       40        50        60        70        80                   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                   
                                     :..:...:                       
gi|318 AVAAAGQVKFTDCGKKEIASVAVDGCEGDLCVIHKSKPVHVIAEFTANQDTCKIEVKVTG 
               20        30        40        50        60        70 
 
gi|318 QLNGLEVPIPGIETDGCKVLKCPLKKGTKYTMNYSVNVPSVVPNIKTVVKLLATGEHGVL 
               80        90       100       110       120       130 
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.9  bits: 19.2 E():   72 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (13-29:225-240) 
 
                                 10        20        30        40   
AAD-12                   TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
             50        60        70        80                       
AAD-12 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                       
                                                                    
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.9  bits: 19.2 E():   72 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (13-29:225-240) 
 
                                 10        20        30        40   
AAD-12                   TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
             50        60        70        80                       
AAD-12 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                       
                                                                    
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.7  bits: 19.2 E():   74 
Smith-Waterman score: 45; 25.7% identity (47.1% similar) in 70 aa overlap (12-78:290-358) 
 
                                  10          20        30          
AAD-12                    TPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
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      40        50        60        70         80               
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP-WDFK               
        .. :   . :.:. : ..      :..  :   ::  ::                 
gi|124 FAMFDENKKQPEVEKH-FGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330        340       350       360       370     
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.7  bits: 19.2 E():   74 
Smith-Waterman score: 45; 25.7% identity (47.1% similar) in 70 aa overlap (12-78:290-358) 
 
                                  10          20        30          
AAD-12                    TPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
      40        50        60        70         80               
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP-WDFK               
        .. :   . :.:. : ..      :..  :   ::  ::                 
gi|124 FAMFDENKKQPEVEKH-FGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330        340       350       360       370     
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.7  bits: 19.2 E():   74 
Smith-Waterman score: 45; 25.7% identity (47.1% similar) in 70 aa overlap (12-78:290-358) 
 
                                  10          20        30          
AAD-12                    TPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
      40        50        60        70         80               
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP-WDFK               
        .. :   . :.:. : ..      :..  :   ::  ::                 
gi|268 FAMFDENKKQPEVEKH-FGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330        340       350       360       370     
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 68.6  bits: 18.8 E():   75 
Smith-Waterman score: 44; 47.4% identity (63.2% similar) in 19 aa overlap (34-49:72-90) 
 
            10        20        30        40           50        60 
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW---ACQAPRVHAHQWAAG 
                                     :.. ::   :::   ::.:            
gi|144 TISKQVVFLIHGFLSTGNNENFVAMSKALIEKDDFLVISVDWKKGACNAFASTKDALGYS 
              50        60        70        80        90       100  
 
               70        80                                         
AAD-12 DVVVWDNRCLLHRAEPWDFK                                         
                                                                    
gi|144 KAVGNTRHVGKFVADFTKLLVEKYKVLISNIRLIGHSLGAHTSGFAGKEVQKLKLGKYKE 
             110       120       130       140       150       160  
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 41; 20.8% identity (79.2% similar) in 24 aa overlap (20-43:1-24) 
 
               10        20        30        40        50        60 
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG 
                          .: ..:..   ... .:....:.:                  
gi|134                    MGVQTHVLELTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKS 
                                  10        20        30        40  
 
               70        80                                         
AAD-12 DVVVWDNRCLLHRAEPWDFK                                         
                                                                    
gi|134 VEIKGDGGPGTLKIITLPDGGPITTMTLRIDGVNKEALTFDYSVIDGDILLGFIESIENH 
              50        60        70        80        90       100  
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
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 initn:  40 init1:  40 opt:  45  Z-score: 68.3  bits: 19.2 E():   78 
Smith-Waterman score: 47; 23.1% identity (59.0% similar) in 39 aa overlap (43-78:120-158) 
 
             20        30        40           50        60          
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC---QAPRVHAHQWAAGDVVVWDNRC 
                                     :::     .. .:... .. ::....:    
gi|855 FFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGT 
      90       100       110       120       130       140          
 
      70        80                                                  
AAD-12 LLHRAEPWDFK                                                  
        .  : : .                                                    
gi|855 YVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAG 
     150       160       170       180       190       200          
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 68.3  bits: 19.2 E():   78 
Smith-Waterman score: 45; 26.8% identity (48.8% similar) in 41 aa overlap (37-71:172-212) 
 
         10        20        30        40        50              60 
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW------AAG 
                                     .  :: .  : .:   : :.       .:: 
gi|625 RGANVEITCGGLTIHNVCNVIIHNIHIHDIKVTEGGIIKATDAKPGHRHKSDGDGICVAG 
             150       160       170       180       190       200  
 
               70        80                                         
AAD-12 DVVVWDNRCLLHRAEPWDFK                                         
       .  .: ..: :                                                  
gi|625 SSKIWIDHCTLSHGPDGLIDVTLGSTAVTISNCKFSHHQKILLLGADNSHVDDKKMHVTV 
             210       220       230       240       250       260  
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 18.5 E():   78 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (43-56:29-42) 
 
             20        30        40        50        60        70   
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH 
                                     :.:  : :  . ::                 
gi|170   MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQT 
                 10        20        30        40        50         
 
             80                                                     
AAD-12 RAEPWDFK                                                     
                                                                    
gi|170 FPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQ 
       60        70        80        90       100       110         
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.3  bits: 18.8 E():   78 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (12-55:254-299) 
 
                                  10          20        30          
AAD-12                    TPLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
      40        50        60        70        80 
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK 
        .. :   . :.:. :                          
gi|261 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFS         
           290       300       310               
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 68.3  bits: 15.5 E():   78 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (28-45:8-25) 
 
               10        20        30        40        50        60 
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG 
                                  :.. :  ....:..   :                
gi|751                     IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA         
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                                   10        20        30           
 
               70        80 
AAD-12 DVVVWDNRCLLHRAEPWDFK 
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (69-80:27-38) 
 
       40        50        60        70        80                   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                   
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (69-80:27-38) 
 
       40        50        60        70        80                   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                   
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (69-80:27-38) 
 
       40        50        60        70        80                   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                   
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (69-80:27-38) 
 
       40        50        60        70        80                   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                   
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (69-80:27-38) 
 
       40        50        60        70        80                   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                   
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
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 initn:  39 init1:  39 opt:  46  Z-score: 68.0  bits: 19.5 E():   81 
Smith-Waterman score: 46; 22.4% identity (57.1% similar) in 49 aa overlap (13-57:15-63) 
 
                 10        20        30        40            50     
AAD-12   TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV----DWACQAPRVHA 
                     :. : :. . :  : : ..:...... .. .    : . :   ..  
gi|601 MRGALAGLSLATLATASPVLVNSIHNDAAPIISASNAKEIADNYMIKFKDHVTQNLAAEH 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 HQWAAGDVVVWDNRCLLHRAEPWDFK                                   
       : :                                                          
gi|601 HGWVQDLHEKTQVAKTELRKRSQSPMVDDIFNGLKHTYNIAGGLMGYAGHFDEDVIEQIR 
               70        80        90       100       110       120 
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 67.9  bits: 19.2 E():   82 
Smith-Waterman score: 45; 31.0% identity (65.5% similar) in 29 aa overlap (53-80:129-157) 
 
             30        40        50        60        70         80  
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEPWDFK  
                                     ...:: ::.  : ..: . . : .:  .:  
gi|114 DPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKI 
      100       110       120       130       140       150         
 
gi|114 DYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEK 
      160       170       180       190       200       210         
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 67.9  bits: 21.2 E():   82 
Smith-Waterman score: 60; 25.3% identity (55.2% similar) in 87 aa overlap (3-80:1122-1202) 
 
                                           10        20        30   
AAD-12                             TPLRPLVKVHPETGRPSLLIGRHAHAIPGMD- 
                                     :.   : . . : :  :     . . : :  
gi|203 QMEVEEVRPFKMHGNSDIKLMANDLDIDYDLKSEFKYESNKGTPIEL----QYKVSGKDR 
            1100      1110      1120      1130          1140        
 
                  40         50           60        70        80    
AAD-12 ---AAE-SERFLEGLVDWACQ-AP---RVHAHQWAAGDVVVWDNRCLLHRAEPWDFK    
          ::: . . .::..:.  . .:   ..:::  . :.   .:..  :...:: ...    
gi|203 SKRAAEMNAEDVEGVIDYKNSGSPIDSKMHAHLKVKGNNYGYDSE--LKQTEPQQYEGKM 
      1150      1160      1170      1180      1190        1200      
 
gi|203 TLSKNDKKIFITHKTEMTKPTSTFLLKTDADVSYSESDMKKHYHMEFKKENDIYTLRSTV 
        1210      1220      1230      1240      1250      1260      
 
>>gi|4587985|gb|AAD25927.1|AF084828_1 major allergenic p  (342 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 67.7  bits: 18.8 E():   84 
Smith-Waterman score: 44; 27.8% identity (53.7% similar) in 54 aa overlap (2-46:42-95) 
 
                                            10        20            
AAD-12                              TPLRPLVKVHPETGRPSLLIGRHAHAI---- 
                                     ::  :.:..:.. .  :   : : ..     
gi|458 RAPASARYFSQTAAANRKVAVLGASGGIGQPLSLLMKLNPKVTELRLYDIRLAPGVAADL 
              20        30        40        50        60        70  
 
             30        40        50        60        70        80   
AAD-12 -----PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK   
            :.. .. ..  ::: :: :                                     
gi|458 SHINTPAVTSGYAQDDLEGAVDGAEIVLIPAGMPRKPGMTRDDLFNSNASIVRDLAKVVA 
              80        90       100       110       120       130  
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 67.7  bits: 20.8 E():   84 
Smith-Waterman score: 50; 44.4% identity (63.0% similar) in 27 aa overlap (16-41:636-662) 
 
                              10        20         30        40     
AAD-12                TPLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVD 
                                     :: : : : : .:::  . ..:  :.:    
gi|278 SRGPSGPPGPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIG 
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         610       620       630       640       650       660      
 
           50        60        70        80                         
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                         
                                                                    
gi|278 SPGRDGARGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAG 
         670       680       690       700       710       720      
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 67.6  bits: 17.5 E():   85 
Smith-Waterman score: 40; 25.7% identity (60.0% similar) in 35 aa overlap (17-50:100-134) 
 
                             10        20         30        40      
AAD-12               TPLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|105 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
          50        60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK 
       .  .:                               
gi|105 GYWVPSSNS                           
     130                                   
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 67.6  bits: 15.5 E():   85 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (28-45:8-25) 
 
               10        20        30        40        50        60 
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG 
                                  :.. :  ....:..   :                
gi|751                     IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK      
                                   10        20        30           
 
               70        80 
AAD-12 DVVVWDNRCLLHRAEPWDFK 
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.5 E():   86 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (67-75:40-48) 
 
         40        50        60        70        80                 
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                 
                                     . :..::.:                      
gi|212 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|212 LTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.5 E():   86 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (67-75:40-48) 
 
         40        50        60        70        80                 
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                 
                                     . :..::.:                      
gi|170 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|170 LAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.5 E():   86 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (67-75:40-48) 
 
         40        50        60        70        80                 
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                 
                                     . :..::.:                      
gi|158 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
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      10        20        30        40        50        60          
 
gi|158 LAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.5  bits: 19.2 E():   87 
Smith-Waterman score: 45; 38.9% identity (72.2% similar) in 18 aa overlap (21-38:241-258) 
 
                         10        20        30        40        50 
AAD-12           TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                     :  .... :::.: :: .             
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDQTYDLNFKE 
              220       230       240       250       260       270 
 
               60        70        80                               
AAD-12 RVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                               
                                                                    
gi|144 ENNNGSQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.3  bits: 17.9 E():   88 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (22-38:17-30) 
 
               10        20        30        40        50        60 
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG 
                            ::   .:..:    :::                       
gi|212      VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWID 
                    10        20           30        40        50   
 
               70        80                                         
AAD-12 DVVVWDNRCLLHRAEPWDFK                                         
                                                                    
gi|212 RFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYENYA 
             60        70        80        90       100       110   
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.5 E():   88 
Smith-Waterman score: 43; 25.9% identity (46.3% similar) in 54 aa overlap (15-60:88-141) 
 
                               10        20               30        
AAD-12                 TPLRPLVKVHPETGRPSLLIGRHAHA-------IPGMDAAESER 
                                     :   .:::..:        .::     ..  
gi|189 AGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRD 
        60        70        80        90       100       110        
 
        40         50        60        70        80 
AAD-12 FLEGLVDWA-CQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK 
       : . ::  . :..  ::   .  :                     
gi|189 FAKVLVTPGQCNVLTVHNAPYCLGLDI                  
       120       130       140                      
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.3  bits: 17.9 E():   88 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (22-38:18-31) 
 
               10        20        30        40        50        60 
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG 
                            ::   .:..:    :::                       
gi|116     AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWID 
                   10        20           30        40        50    
 
               70        80                                         
AAD-12 DVVVWDNRCLLHRAEPWDFK                                         
                                                                    
gi|116 RFSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYENYA 
            60        70        80        90       100       110    
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.3  bits: 17.9 E():   88 
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Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (22-38:18-31) 
 
               10        20        30        40        50        60 
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG 
                            ::   .:..:    :::                       
gi|144     AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWID 
                   10        20           30        40        50    
 
               70        80                                         
AAD-12 DVVVWDNRCLLHRAEPWDFK                                         
                                                                    
gi|144 RFSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYDNYA 
            60        70        80        90       100       110    
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.5 E():   89 
Smith-Waterman score: 41; 26.0% identity (48.0% similar) in 50 aa overlap (19-60:93-142) 
 
                           10        20               30        40  
AAD-12             TPLRPLVKVHPETGRPSLLIGRHAHA-------IPGMDAAESERFLEG 
                                     .:::..:        .::     .. : .  
gi|439 SSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKV 
             70        80        90       100       110       120   
 
               50        60        70        80 
AAD-12 LVDWA-CQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK 
       ::  . :..  ::   .  :                     
gi|439 LVTPGQCNVLTVHNAPYCLGLDI                  
            130       140                       
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.5 E():   89 
Smith-Waterman score: 40; 26.7% identity (60.0% similar) in 30 aa overlap (2-31:115-144) 
 
                                            10        20        30  
AAD-12                              TPLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::   .:. ...  ..:    :.: 
gi|217 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
              40        50        60        70        80 
AAD-12 AAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK 
                                                         
gi|217 I                                                 
                                                         
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 67.3  bits: 19.2 E():   89 
Smith-Waterman score: 45; 34.6% identity (50.0% similar) in 26 aa overlap (47-66:25-50) 
 
         20        30        40        50              60        70 
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ------WAAGDVVVWDNRCL 
                                     ::  :. : .      . :: : .::     
gi|259       LSVCFLILFHGCLASRQEWQQQDECQIDRLDALEPDNRVEYEAGTVEAWDPNHE 
                     10        20        30        40        50     
 
               80                                                   
AAD-12 LHRAEPWDFK                                                   
                                                                    
gi|259 QFRCAGVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQ 
           60        70        80        90       100       110     
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.1  bits: 17.9 E():   91 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (45-68:70-93) 
 
           20        30        40        50        60        70     
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|283 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
      40        50        60        70        80        90          
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           80                                                       
AAD-12 EPWDFK                                                       
                                                                    
gi|283 CGPVGAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
     100       110       120       130       140       150          
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.0  bits: 17.9 E():   92 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (22-38:27-40) 
 
                    10        20        30        40        50      
AAD-12      TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                 ::   .:..:    :::                  
gi|194 MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEALTQY 
               10        20        30           40        50        
 
          60        70        80                                    
AAD-12 QWAAGDVVVWDNRCLLHRAEPWDFK                                    
                                                                    
gi|194 KCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDY 
        60        70        80        90       100       110        
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.9  bits: 17.5 E():   92 
Smith-Waterman score: 40; 53.8% identity (76.9% similar) in 13 aa overlap (15-27:38-49) 
 
                               10        20        30        40     
AAD-12                 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 
                                     .:.:  : ::::.                  
gi|160 LNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKPGLH-GFHAHALGDTTNGCMSTGPHFNPV 
        10        20        30        40         50        60       
 
           50        60        70        80                         
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK                         
                                                                    
gi|160 GKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLG 
         70        80        90       100       110       120       
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.5  bits: 17.9 E():   98 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (45-68:87-110) 
 
           20        30        40        50        60        70     
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|123 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
           80                                                       
AAD-12 EPWDFK                                                       
                                                                    
gi|123 CGPVGAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.5  bits: 17.9 E():   98 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (45-68:87-110) 
 
           20        30        40        50        60        70     
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|158 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
           80                                                       
AAD-12 EPWDFK                                                       
                                                                    
gi|158 CGPVGAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
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>>gi|111494253|gb|ABH06347.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.2 E():   98 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (58-75:109-126) 
 
        30        40        50        60        70        80 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK 
                                     :.::... : . : .:..      
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE   
       80        90       100       110       120            
 
>>gi|111120428|gb|ABH06348.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.2 E():   98 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (58-75:109-126) 
 
        30        40        50        60        70        80 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK 
                                     :.::... : . : .:..      
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE   
       80        90       100       110       120            
 
>>gi|111120432|gb|ABH06350.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.2 E():   98 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (58-75:109-126) 
 
        30        40        50        60        70        80 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK 
                                     :.::... : . : .:..      
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE   
       80        90       100       110       120            
 
>>gi|111120420|gb|ABH06344.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.2 E():   98 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (58-75:109-126) 
 
        30        40        50        60        70        80 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK 
                                     :.::... : . : .:..      
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE   
       80        90       100       110       120            
 
>>gi|111120424|gb|ABH06346.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.2 E():   98 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (58-75:109-126) 
 
        30        40        50        60        70        80 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK 
                                     :.::... : . : .:..      
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE   
       80        90       100       110       120            
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 66.4  bits: 14.9 E():   98 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (11-21:10-20) 
 
               10        20        30        40        50        60 
AAD-12 TPLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAG 
                 :.:  :..: :                                        
gi|147  AKITFTNNXPNTVWPGILTGFGQKPQ                                  
                10        20                                        
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  41 init1:  41 opt:  45  Z-score: 66.4  bits: 19.2 E():   98 
Smith-Waterman score: 45; 31.0% identity (65.5% similar) in 29 aa overlap (53-80:159-187) 
 
             30        40        50        60        70         80  
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEPWDFK  
                                     ...:: ::.  : ..: . . : .:  .:  
gi|476 DPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKI 
      130       140       150       160       170       180         
 
gi|476 DYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEK 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 6763



 

 

      190       200       210       220       230       240         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:03:03 2011 done: Fri Jan 21 00:03:03 2011 
 Total Scan time:  0.070 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 193  - 272 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 3 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     1     8:= * 
  34    17    22:====== * 
  36    21    44:=======       * 
  38    45    73:===============         * 
  40    76   102:==========================       * 
  42    90   125:==============================           * 
  44   122   138:=========================================    * 
  46   180   140:==============================================*============= 
  48   179   134:============================================*=============== 
  50   128   122:========================================*== 
  52   136   108:===================================*========== 
  54   105    92:==============================*==== 
  56    86    77:=========================*=== 
  58    55    63:=================== * 
  60    36    51:============    * 
  62    44    41:=============*= 
  64    19    33:=======   * 
  66    22    26:========* 
  68    31    20:======*==== 
  70    16    16:=====* 
  72     3    12:=  * 
  74     9    10:===* 
  76    13     8:==*== 
  78    12     6:=*== 
  80    20     5:=*===== 
  82     8     3:*== 
  84     4     3:*= 
  86     3     2:* 
  88     1     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     2     1:*         :*= 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     1     0:=         *= 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
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 114     1     0:=         *= 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.37870.00313; mu= 7.7889 0.167 
 mean_var=36.438111.098, 0's: 2 Z-trim: 4  B-trim: 15 in 1/43 
 Lambda= 0.212470 
 Kolmogorov-Smirnov  statistic: 0.0950 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.080 
 
The best scores are:                                      opt bits E(1491) 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   73 27.8    0.23 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   64 24.9    0.58 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   66 25.6       1 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   56 22.4     2.5 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   56 22.4     3.3 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   56 22.4     3.3 
gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Se ( 608)   61 24.1       4 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   54 21.9     6.5 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   54 21.9     6.6 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   54 21.9     6.6 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   50 20.5     7.1 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   50 20.6     9.7 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   50 20.6      11 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   53 21.6      11 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   50 20.6      11 
gi|212279|gb|AAA48944.1| lysozyme protein [Gallus  (  24)   42 18.0      11 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   56 22.6      12 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   55 22.3      14 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   53 21.6      14 
gi|3336842|emb|CAA76847.1| bovine serum albumin [B ( 607)   55 22.3      14 
gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Se ( 607)   55 22.3      14 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   48 20.0      15 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   48 20.0      15 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   48 20.0      15 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   48 20.0      15 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   48 20.0      15 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   48 20.0      15 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   52 21.3      16 
gi|34495280|gb|AAQ73487.1| type 2 allergen Lep d 2 ( 140)   48 20.0      16 
gi|34495274|gb|AAQ73484.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|33772588|gb|AAQ54603.1| Gly d 2.03 [Glycyphagus ( 141)   48 20.0      16 
gi|34495282|gb|AAQ73488.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495284|gb|AAQ73489.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495290|gb|AAQ73492.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495288|gb|AAQ73491.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495278|gb|AAQ73486.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   53 21.6      16 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   48 20.0      17 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   48 20.0      17 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   48 20.0      17 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   53 21.6      18 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   47 19.7      18 
gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Sc ( 129)   47 19.7      18 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   47 19.7      18 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   47 19.7      20 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   47 19.7      20 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   47 19.7      21 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   47 19.7      21 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   47 19.7      21 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   47 19.7      21 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   47 19.7      21 
gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Gl ( 162)   47 19.7      23 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   50 20.7      24 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   50 20.7      24 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   47 19.7      24 
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gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   46 19.4      25 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   49 20.4      25 
gi|25361513|gb|AAN73248.1| helix-loop-helix protei ( 450)   51 21.0      25 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   53 21.7      26 
gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen ( 367)   50 20.7      26 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 16.1      26 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   46 19.4      27 
gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   46 19.4      27 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   47 19.7      29 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   47 19.7      30 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   52 21.4      32 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 21.4      32 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   52 21.4      32 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   43 18.4      33 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 18.4      37 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   46 19.4      38 
gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen ( 367)   48 20.1      39 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   48 20.1      39 
gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen ( 367)   48 20.1      39 
gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen ( 367)   48 20.1      39 
gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen ( 367)   48 20.1      39 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   48 20.1      46 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   42 18.1      46 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   42 18.1      46 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 16.2      52 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   47 19.8      52 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   47 19.8      54 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 16.2      56 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   42 18.1      57 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.1      59 
gi|8843917|gb|AAF80164.1| pollen major allergen 1- ( 367)   46 19.5      59 
gi|8843921|gb|AAF80166.1| pollen major allergen 1- ( 367)   46 19.5      59 
gi|19069497|emb|CAC37790.2| putative allergen Cup  ( 367)   46 19.5      59 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   40 17.5      61 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   45 19.1      61 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.1      62 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.1      62 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   46 19.5      62 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   46 19.5      64 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 19.8      64 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   47 19.8      66 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   41 17.8      68 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   45 19.1      69 
gi|3182907|sp|O02380.1|ALL2_TYRPU RecName: Full=Mi ( 141)   41 17.8      70 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.2      73 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.2      73 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   45 19.2      74 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   45 19.2      74 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   45 19.2      74 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   44 18.8      75 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   41 17.8      76 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 15.5      78 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.2      78 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.2      78 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   43 18.5      78 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   44 18.8      79 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   40 17.5      80 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   40 17.5      80 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   40 17.5      80 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   40 17.5      80 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   40 17.5      80 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   46 19.5      81 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   51 21.1      83 
gi|4587985|gb|AAD25927.1|AF084828_1 major allergen ( 342)   44 18.8      84 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 15.5      85 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   40 17.5      85 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 20.8      85 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   40 17.5      87 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   40 17.5      87 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   40 17.5      87 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.2      87 
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gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [ ( 144)   40 17.5      88 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 17.9      88 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 17.9      89 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 17.9      89 
gi|439275|emb|CAA49555.1| CMa, component of tetram ( 145)   40 17.5      89 
gi|21701|emb|CAA35598.1| unnamed protein product [ ( 145)   40 17.5      89 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   45 19.2      89 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   41 17.9      91 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 17.9      92 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   40 17.5      93 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 14.9      98 
gi|111120432|gb|ABH06350.1| Blo t 21 allergen [Blo ( 129)   39 17.2      98 
gi|111120428|gb|ABH06348.1| Blo t 21 allergen [Blo ( 129)   39 17.2      98 
gi|111120420|gb|ABH06344.1| Blo t 21 allergen [Blo ( 129)   39 17.2      98 
gi|111120424|gb|ABH06346.1| Blo t 21 allergen [Blo ( 129)   39 17.2      98 
gi|111494253|gb|ABH06347.1| Blo t 21 allergen [Blo ( 129)   39 17.2      98 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   41 17.9      98 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   41 17.9      98 
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  73 init1:  73 opt:  73  Z-score: 113.9  bits: 27.8 E(): 0.23 
Smith-Waterman score: 73; 35.5% identity (54.8% similar) in 31 aa overlap (29-59:246-276) 
 
                 10        20        30        40        50         
AAD-12   PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:: :   . :     .: . 
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
 
       60        70        80                                       
AAD-12 GDVVVWDNRCLLHRAEPWDFKL                                       
       :                                                            
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 106.7  bits: 24.9 E(): 0.58 
Smith-Waterman score: 64; 32.8% identity (50.8% similar) in 61 aa overlap (9-65:79-133) 
 
                                     10          20          30     
AAD-12                       PLRPLVKVHPETGRPSL--LIGRHA--HAIPGMDAAES 
                                     .::. ::.:  ::   :  :   :.. :.  
gi|121 DLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPEN-RPALKTLIDGLASSHKARGIEKAQF 
       50        60        70        80         90       100        
 
           40        50        60        70        80    
AAD-12 ERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL    
       :.:  .:::.       :  .:      .::                   
gi|121 EEFRASLVDYLS-----HHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
       110            120       130       140       150  
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  66 init1:  66 opt:  66  Z-score: 102.3  bits: 25.6 E():    1 
Smith-Waterman score: 66; 32.3% identity (54.8% similar) in 31 aa overlap (29-59:247-277) 
 
                 10        20        30        40        50         
AAD-12   PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:  :   . :.    .: . 
gi|232 APDIKTPKEALDLIMDAIDKAGYKGKVGIAMDVASSEFYKDGKYDLDFKNPESDPSKWLS 
        220       230       240       250       260       270       
 
       60        70        80                                       
AAD-12 GDVVVWDNRCLLHRAEPWDFKL                                       
       :                                                            
gi|232 GPQLADLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKT 
        280       290       300       310       320       330       
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 95.4  bits: 22.4 E():  2.5 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (40-56:68-86) 
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      10        20        30        40          50        60        
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|219 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
        70        80      
AAD-12 CLLHRAEPWDFKL      
                          
gi|219 SFDSDRSGLLLKQKVSDE 
       100       110      
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 93.2  bits: 22.4 E():  3.3 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (40-56:68-86) 
 
      10        20        30        40          50        60        
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|184 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
        70        80                                                
AAD-12 CLLHRAEPWDFKL                                                
                                                                    
gi|184 SFDSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 93.2  bits: 22.4 E():  3.3 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (40-56:68-86) 
 
      10        20        30        40          50        60        
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|456 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNF 
        40        50        60        70        80        90        
 
        70        80                                                
AAD-12 CLLHRAEPWDFKL                                                
                                                                    
gi|456 SFGSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Serum   (608 aa) 
 initn:  43 init1:  43 opt:  61  Z-score: 91.7  bits: 24.1 E():    4 
Smith-Waterman score: 61; 26.1% identity (53.6% similar) in 69 aa overlap (11-75:424-492) 
 
                                   10        20        30           
AAD-12                     PLRPLVKVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :. :... .: ...   .:  :  
gi|135 YAHVFDEFKPLVEEPHNLVKTNCELFEKLGEYGFQNALLVRYTKKVPQVSTPTLVEVSRS 
           400       410       420       430       440       450    
 
        40        50        60         70        80                 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKL                 
       :  . .  :  :...  . :   . :  :: :.::.  :                      
gi|135 LGKVGSKCCTHPEAERLSCAEDYLSVVLNRLCVLHEKTPVSERVTKCCTESLVNRRPCFS 
           460       470       480       490       500       510    
 
gi|135 ALQVDETYVPKEFSAETFTFHADLCTLPEAEKQIKKQSALVELLKHKPKATEEQLKTVMG 
           520       530       540       550       560       570    
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 87.8  bits: 21.9 E():  6.5 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (60-74:122-138) 
 
      30        40        50        60        70          80        
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKL        
                                     : :..::.:::  :..:              
gi|162 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
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             100       110       120       130       140       150  
 
gi|162 RKELAAVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200         
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 87.8  bits: 21.9 E():  6.6 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (60-74:122-138) 
 
      30        40        50        60        70          80        
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKL        
                                     : :..::.:::  :..:              
gi|209 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
gi|209 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 87.8  bits: 21.9 E():  6.6 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (60-74:122-138) 
 
      30        40        50        60        70          80        
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKL        
                                     : :..::.:::  :..:              
gi|124 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
gi|124 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 87.2  bits: 20.5 E():  7.1 
Smith-Waterman score: 50; 31.4% identity (45.7% similar) in 35 aa overlap (43-77:29-59) 
 
             20        30        40        50        60        70   
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 
                                     :  :::   : .. : ..   :: : .    
gi|323   QAGGQTCAGNICCSQYGYCGTTADYCSPDNNCQATY-HYYNPAQNN---WDLRAVSAY 
                 10        20        30         40           50     
 
             80                              
AAD-12 AEPWDFKL                              
          ::                                 
gi|323 CSTWDADKPYSWRYGWTAFCGPAGPRCLRTNAAVTVR 
           60        70        80        90  
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.7  bits: 20.6 E():  9.7 
Smith-Waterman score: 50; 50.0% identity (90.0% similar) in 10 aa overlap (66-75:24-33) 
 
          40        50        60        70        80                
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL                
                                     : :..::..:                     
gi|484        GKMNFTDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVL 
                      10        20        30        40        50    
 
gi|484 TAIIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGE 
            60        70        80        90       100       110    
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.8  bits: 20.6 E():   11 
Smith-Waterman score: 50; 33.3% identity (100.0% similar) in 12 aa overlap (68-79:44-55) 
 
        40        50        60        70        80                  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL                  
                                     :..::..:....                   
gi|558 AVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
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            80        90       100       110       120       130    
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.7  bits: 21.6 E():   11 
Smith-Waterman score: 53; 43.8% identity (62.5% similar) in 16 aa overlap (40-55:27-42) 
 
      10        20        30        40        50        60          
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     : :.:  : : .. ::               
gi|170     MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQ 
                   10        20        30        40        50       
 
      70        80                                                  
AAD-12 LHRAEPWDFKL                                                  
                                                                    
gi|170 QTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQP 
         60        70        80        90       100       110       
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.7  bits: 20.6 E():   11 
Smith-Waterman score: 50; 40.0% identity (60.0% similar) in 15 aa overlap (62-76:127-141) 
 
              40        50        60        70        80   
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL   
                                     :.: :::    .. :       
gi|126 PCSALLSSDITASVNCAKKIVSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL 
        100       110       120       130       140        
 
>>gi|212279|gb|AAA48944.1| lysozyme protein [Gallus gall  (24 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 83.6  bits: 18.0 E():   11 
Smith-Waterman score: 42; 33.3% identity (53.3% similar) in 15 aa overlap (62-76:5-19) 
 
              40        50        60        70        80  
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL  
                                     :.: : :    .. :      
gi|212                           MNAWVAWRNSCKGTDVQAWIRGCR 
                                         10        20     
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 83.4  bits: 22.6 E():   12 
Smith-Waterman score: 56; 26.1% identity (50.7% similar) in 69 aa overlap (11-75:424-492) 
 
                                   10        20        30           
AAD-12                     PLRPLVKVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :. :...  : ...   .:  :  
gi|668 YAKVLDEFKPLVDEPQNLVKTNCELFEKLGEYGFQNALLVRYTKKAPQVSTPTLVEVSRK 
           400       410       420       430       440       450    
 
        40        50        60         70        80                 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKL                 
       :  .    :. :. .  . :   . :  :: :.::.  :                      
gi|668 LGKVGTKCCKKPESERMSCAEDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFS 
           460       470       480       490       500       510    
 
gi|668 GLEVDETYVPKEFNAETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMG 
           520       530       540       550       560       570    
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 82.0  bits: 22.3 E():   14 
Smith-Waterman score: 55; 26.1% identity (50.7% similar) in 69 aa overlap (11-75:401-469) 
 
                                   10        20        30           
AAD-12                     PLRPLVKVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :. :...  : ...   .:  :  
gi|331 YAKVLDEFKPLVDEPQNLVKTNCELFEKLGEYGFQNALLVRYTKKAPQVSTPTLVEVSRK 
              380       390       400       410       420       430 
 
        40        50        60         70        80                 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKL                 
       :  .    :. :. .  . :   . :  :: :.::.  :                      
gi|331 LGKVGTKCCKKPESERMSCADDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFS 
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              440       450       460       470       480       490 
 
gi|331 GLEVDETYVPKEFNAETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMG 
              500       510       520       530       540       550 
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  53  Z-score: 81.9  bits: 21.6 E():   14 
Smith-Waterman score: 53; 27.0% identity (55.6% similar) in 63 aa overlap (7-66:119-178) 
 
                                       10        20         30      
AAD-12                         PLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESE 
                                     .::  .: : :..   .:.:  :..    . 
gi|908 LWIIFSKNLNIKLNMPLYIAGNKTIDGRGAEVHIGNGGPCLFMRTVSHVILHGLNIHGCN 
       90       100       110       120       130       140         
 
          40          50        60        70        80              
AAD-12 RFLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL              
         . :  :.. :  .  :::..   ::...  :                            
gi|908 TSVSGNVLISEASGVVPVHAQD---GDAITMRNVTDVWIDHNSLSDSSDGLVDVTLASTG 
      150       160       170          180       190       200      
 
gi|908 VTISNNHFFNHHKVMLLGHSDIYSDDKSMKVTVAFNQFGPNAGQRMPRARYGLIHVANNN 
         210       220       230       240       250       260      
 
>>gi|3336842|emb|CAA76847.1| bovine serum albumin [Bos t  (607 aa) 
 initn:  38 init1:  38 opt:  55  Z-score: 81.7  bits: 22.3 E():   14 
Smith-Waterman score: 55; 24.3% identity (50.0% similar) in 74 aa overlap (11-80:423-496) 
 
                                   10        20        30           
AAD-12                     PLRPLVKVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :: :... .: ...   .:  :  
gi|333 YSTVFDKLKHLVDEPQNLIKQNCDQFEKLGEYGFQNALIVRYTRKVPQVSTPTLVEVSRS 
            400       410       420       430       440       450   
 
        40        50        60         70        80                 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKL                 
       :  .    :  :. .    .   . .  :: :.::.  : . :.                 
gi|333 LGKVGTRCCTKPESERMPCTEDYLSLILNRLCVLHEKTPVSEKVTKCCTESLVNRRPCFS 
            460       470       480       490       500       510   
 
gi|333 ALTPDETYVPKAFDEKLFTFHADICTLPDTEKQIKKQTALVELLKHKPKATEEQLKTVME 
            520       530       540       550       560       570   
 
>>gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Serum   (607 aa) 
 initn:  38 init1:  38 opt:  55  Z-score: 81.7  bits: 22.3 E():   14 
Smith-Waterman score: 55; 24.3% identity (50.0% similar) in 74 aa overlap (11-80:423-496) 
 
                                   10        20        30           
AAD-12                     PLRPLVKVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :: :... .: ...   .:  :  
gi|135 YSTVFDKLKHLVDEPQNLIKQNCDQFEKLGEYGFQNALIVRYTRKVPQVSTPTLVEVSRS 
            400       410       420       430       440       450   
 
        40        50        60         70        80                 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKL                 
       :  .    :  :. .    .   . .  :: :.::.  : . :.                 
gi|135 LGKVGTRCCTKPESERMPCTEDYLSLILNRLCVLHEKTPVSEKVTKCCTESLVNRRPCFS 
            460       470       480       490       500       510   
 
gi|135 ALTPDETYVPKAFDEKLFTFHADICTLPDTEKQIKKQTALVELLKHKPKATEEQLKTVME 
            520       530       540       550       560       570   
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.6  bits: 20.0 E():   15 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (67-79:76-88) 
 
         40        50        60        70        80                 
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL                 
                                     .: .....: :::                  
gi|484 TTKATIKVLAKVAGTPIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILPKVKAEVT 
          50        60        70        80        90       100      
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gi|484 AELVGDHGVLACGRFGRQVE 
         110       120      
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.4  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (68-79:27-38) 
 
        40        50        60        70        80                  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL                  
                                     :..::..:....                   
gi|157     SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|157 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
         60        70        80        90       100       110       
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.4  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (68-79:27-38) 
 
        40        50        60        70        80                  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL                  
                                     :..::..:....                   
gi|760     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKA 
                   10        20        30        40        50       
 
gi|760 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.4  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (68-79:27-38) 
 
        40        50        60        70        80                  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL                  
                                     :..::..:....                   
gi|214     SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|214 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
         60        70        80        90       100       110       
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.4  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (68-79:27-38) 
 
        40        50        60        70        80                  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL                  
                                     :..::..:....                   
gi|256     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKA 
                   10        20        30        40        50       
 
gi|256 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNGV 
         60        70        80        90       100       110       
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.3  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (68-79:28-39) 
 
        40        50        60        70        80                  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL                  
                                     :..::..:....                   
gi|110    RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNSKTAKIEIKA 
                  10        20        30        40        50        
 
gi|110 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNGV 
        60        70        80        90       100       110        
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.9  bits: 21.3 E():   16 
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Smith-Waterman score: 52; 28.1% identity (59.4% similar) in 32 aa overlap (29-60:66-97) 
 
                 10        20        30        40        50         
AAD-12   PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     .:. . . : :: .. .   ::.  ::..  
gi|729 STLSLVTKADGKIDMTVDLISPVTKRASLKIDSKKYNLFHEGELSASIVNPRLSWHQYTK 
          40        50        60        70        80        90      
 
       60        70        80                                       
AAD-12 GDVVVWDNRCLLHRAEPWDFKL                                       
        :                                                           
gi|729 RDSREYKSDVELSLRSSDIALKITMPDYNSKIHYSRQGDQINMDIDGTLIEGHAQGTIRE 
         100       110       120       130       140       150      
 
>>gi|34495280|gb|AAQ73487.1| type 2 allergen Lep d 2.024  (140 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (67-79:91-103) 
 
         40        50        60        70        80                 
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL                 
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
               70        80        90       100       110       120 
 
gi|344 AELIGDHGILACGTVNGQVE 
              130       140 
 
>>gi|34495274|gb|AAQ73484.1| type 2 allergen Lep d 2.013  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.7  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (67-79:92-104) 
 
         40        50        60        70        80                 
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL                 
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|33772588|gb|AAQ54603.1| Gly d 2.03 [Glycyphagus dom  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.7  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (67-79:92-104) 
 
         40        50        60        70        80                 
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL                 
                                     .: .....: :::                  
gi|337 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|337 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495282|gb|AAQ73488.1| type 2 allergen Lep d 2.025  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.7  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (67-79:92-104) 
 
         40        50        60        70        80                 
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL                 
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495284|gb|AAQ73489.1| type 2 allergen Lep d 2.031  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.7  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (67-79:92-104) 
 
         40        50        60        70        80                 
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AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL                 
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495290|gb|AAQ73492.1| type 2 allergen Lep d 2.042  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.7  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (67-79:92-104) 
 
         40        50        60        70        80                 
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL                 
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVVGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGTVE 
             130       140  
 
>>gi|34495288|gb|AAQ73491.1| type 2 allergen Lep d 2.039  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.7  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (67-79:92-104) 
 
         40        50        60        70        80                 
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL                 
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495278|gb|AAQ73486.1| type 2 allergen Lep d 2.023  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.7  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (67-79:92-104) 
 
         40        50        60        70        80                 
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL                 
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2.035  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.7  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (67-79:92-104) 
 
         40        50        60        70        80                 
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL                 
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 80.7  bits: 21.6 E():   16 
Smith-Waterman score: 53; 27.3% identity (54.5% similar) in 44 aa overlap (20-62:241-284) 
 
                          10        20        30         40         
AAD-12            PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF-LEGLVDWACQA 
                                     :  .... :::.: :: .  .   :   .  
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDKTYDLNFKE 
              220       230       240       250       260       270 
 
       50        60        70        80                             
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AAD-12 PRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL                             
          .. :  .:::.                                               
gi|144 ENNNGSQKISGDVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.5  bits: 20.0 E():   17 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (68-79:43-54) 
 
        40        50        60        70        80                  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL                  
                                     :..::..:....                   
gi|164 AVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEANQNRKTAKIEIKA 
             20        30        40        50        60        70   
 
gi|164 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
             80        90       100       110       120       130   
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.5  bits: 20.0 E():   17 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (68-79:44-55) 
 
        40        50        60        70        80                  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL                  
                                     :..::..:....                   
gi|996 AVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNTKNAKIEIKA 
            20        30        40        50        60        70    
 
gi|996 SIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
            80        90       100       110       120       130    
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.5  bits: 20.0 E():   17 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (68-79:44-55) 
 
        40        50        60        70        80                  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL                  
                                     :..::..:....                   
gi|135 AVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|135 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
            80        90       100       110       120       130    
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 79.9  bits: 21.6 E():   18 
Smith-Waterman score: 53; 27.0% identity (56.8% similar) in 37 aa overlap (28-63:441-477) 
 
                  10        20        30        40         50       
AAD-12    PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG-LVDWACQAPRVHAHQW 
                                     :. :.    .. : :.:  : .  .:. .  
gi|505 YQIAFSRGNRAFIAINLQKNQQNLQQKLHTGLPAGTYCDIISGNLIDNKCTGKSIHVDKN 
              420       430       440       450       460       470 
 
         60        70        80   
AAD-12 AAGDVVVWDNRCLLHRAEPWDFKL   
       . .:: :                    
gi|505 GQADVYVGHDEFDAFVAYHIGARIVS 
              480       490       
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.7  bits: 19.7 E():   18 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (68-79:27-38) 
 
        40        50        60        70        80                  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL                  
                                     :..::..:. ..                   
gi|760     DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|760 NINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
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         60        70        80        90       100       110       
 
>>gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Schist  (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.7  bits: 19.7 E():   18 
Smith-Waterman score: 47; 50.0% identity (80.0% similar) in 10 aa overlap (64-73:6-15) 
 
            40        50        60        70        80              
AAD-12 SERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL              
                                     :::.:. . :                     
gi|298                          MSADSWDNHCVTYVANNKCLKNLCMTAIDGSHLGT 
                                        10        20        30      
 
gi|298 SNPDFRIPPELILQLKSILDGGLDTSIFFMGEKYIVLQHDSSCLVSRCGKKSLIFYATGK 
          40        50        60        70        80        90      
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.7  bits: 19.7 E():   18 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (68-79:27-38) 
 
        40        50        60        70        80                  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL                  
                                     :..::..:. ..                   
gi|179     DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|179 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENVVVTVKLVGDNGV 
         60        70        80        90       100       110       
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.2  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (68-79:36-47) 
 
        40        50        60        70        80                  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL                  
                                     :..::..:. ..                   
gi|217 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
          10        20        30        40        50        60      
 
gi|217 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
          70        80        90       100       110       120      
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.0  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (68-79:40-51) 
 
        40        50        60        70        80                  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL                  
                                     :..::..:. ..                   
gi|546 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
      10        20        30        40        50        60          
 
gi|546 SLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
      70        80        90       100       110       120          
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.8  bits: 19.7 E():   21 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (68-79:44-55) 
 
        40        50        60        70        80                  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL                  
                                     :..::..:. ..                   
gi|864 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|864 NIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.8  bits: 19.7 E():   21 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (68-79:44-55) 
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        40        50        60        70        80                  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL                  
                                     :..::..:. ..                   
gi|558 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.8  bits: 19.7 E():   21 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (68-79:44-55) 
 
        40        50        60        70        80                  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL                  
                                     :..::..:. ..                   
gi|256 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|256 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.8  bits: 19.7 E():   21 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (68-79:44-55) 
 
        40        50        60        70        80                  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL                  
                                     :..::..:. ..                   
gi|558 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.8  bits: 19.7 E():   21 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (68-79:44-55) 
 
        40        50        60        70        80                  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL                  
                                     :..::..:. ..                   
gi|218 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|218 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Globin  (162 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 78.1  bits: 19.7 E():   23 
Smith-Waterman score: 47; 25.0% identity (63.6% similar) in 44 aa overlap (24-66:111-148) 
 
                      10        20        30        40        50    
AAD-12        PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                     :   :..::.  .:  .::..      ..: 
gi|121 VSFFTEVISLSGNQANLSAVYALVSKLGVDHKARGISAAQFGEFRTALVSY------LQA 
               90       100       110       120       130           
 
             60        70        80 
AAD-12 H-QWAAGDVVVWDNRCLLHRAEPWDFKL 
       : .:. . ...:..               
gi|121 HVSWGDNVAAAWNHALDNTYAVALKSLE 
          140       150       160   
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 77.5  bits: 20.7 E():   24 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (8-66:99-157) 
 
                                      10        20         30       
AAD-12                        PLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
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gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
         40          50        60        70        80               
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL               
        . :  ::. .  .  :::..   ::...  :                             
gi|908 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
      130       140          150       160       170       180      
 
gi|908 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
         190       200       210       220       230       240      
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 77.5  bits: 20.7 E():   24 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (8-66:100-158) 
 
                                      10        20         30       
AAD-12                        PLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
         40          50        60        70        80               
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL               
        . :  ::. .  .  :::..   ::...  :                             
gi|118 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     130       140       150          160       170       180       
 
gi|118 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        190       200       210       220       230       240       
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.5  bits: 19.7 E():   24 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (68-79:73-84) 
 
        40        50        60        70        80                  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL                  
                                     :..::..:. ..                   
gi|156 KHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
             50        60        70        80        90       100   
 
gi|156 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            110       120       130       140       150       160   
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 77.5  bits: 19.4 E():   25 
Smith-Waterman score: 46; 26.8% identity (58.5% similar) in 41 aa overlap (16-54:100-140) 
 
                              10        20         30        40     
AAD-12                PLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
            50        60        70        80 
AAD-12 A-CQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL 
       . : . . : :                           
gi|100 GYCGSHHHHHH                           
     130       140                           
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 49; 43.8% identity (56.2% similar) in 16 aa overlap (40-55:8-23) 
 
      10        20        30        40        50        60          
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     : :.:  : :  . ::               
gi|106                        NIQVDPSGQVQWPQQQPFPQPHQPFSQQPQQTFPQPQ 
                                      10        20        30        
 
      70        80                                                  
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AAD-12 LHRAEPWDFKL                                                  
                                                                    
gi|106 QTFPHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQP 
        40        50        60        70        80        90        
 
>>gi|25361513|gb|AAN73248.1| helix-loop-helix protein [F  (450 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 77.3  bits: 21.0 E():   25 
Smith-Waterman score: 51; 25.8% identity (54.8% similar) in 62 aa overlap (1-54:47-108) 
 
                                                10          20      
AAD-12                               PLRPL---VKVHPETGRPSLL--IGRH--- 
                                     ::::    ...: ....:  :  .: .    
gi|253 EEPEMIAPTPPGQFPHQQPISSPNRTSRNTPLRPESTEIETHHHANHPPALPVLGMQLPV 
         20        30        40        50        60        70       
 
             30        40        50        60        70        80   
AAD-12 AHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL   
         ..:  . :.:.  :.  .:   .::   .:                             
gi|253 PGTVPESSRAQSRASLNLDIDLDLHAPSHPSHLSHGAPHEQEHAHEIQRHRAHSAQSSAG 
         80        90       100       110       120       130       
 
gi|253 LPPTGFASHLPPASSGPVSLGWNMYHVPPNLHLNANQFNFEVPGHMNVSGHPTHLEHSST 
        140       150       160       170       180       190       
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 77.1  bits: 21.7 E():   26 
Smith-Waterman score: 53; 30.4% identity (73.9% similar) in 23 aa overlap (44-66:618-639) 
 
            20        30        40        50        60        70    
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     : :. :.. : .:.. ..:: ..        
gi|581 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVVHNDFDFRLSV 
       590       600       610       620        630       640       
 
            80                                                      
AAD-12 EPWDFKL                                                      
                                                                    
gi|581 AEGVGLFNVLQEKGVPSRFLNFPDETHWVTKPENSLVWHQQVLGWVNKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 77.1  bits: 20.7 E():   26 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (8-66:120-178) 
 
                                      10        20         30       
AAD-12                        PLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHSCNT 
      90       100       110       120       130       140          
 
         40          50        60        70        80               
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL               
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLPDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 77.1  bits: 16.1 E():   26 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (22-27:8-13) 
 
               10        20        30        40        50        60 
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 
                            ::: .:                                  
gi|131               GPVGGVVHAHMMPLL                                
                             10                                     
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.8  bits: 19.4 E():   27 
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Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (19-61:1-44) 
 
               10        20        30        40         50          
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQAPRVHAHQWAAG 
                         .: ..:..   ... .:... :.: :     :..    . .  
gi|166                   MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSV 
                                 10        20        30        40   
 
      60        70        80                                        
AAD-12 DVVVWDNRCLLHRAEPWDFKL                                        
       ::                                                           
gi|166 DVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHM 
             50        60        70        80        90       100   
 
>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.8  bits: 19.4 E():   27 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (19-61:1-44) 
 
               10        20        30        40         50          
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQAPRVHAHQWAAG 
                         .: ..:..   ... .:... :.: :     :..    . .  
gi|215                   MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSV 
                                 10        20        30        40   
 
      60        70        80                                        
AAD-12 DVVVWDNRCLLHRAEPWDFKL                                        
       ::                                                           
gi|215 DVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHL 
             50        60        70        80        90       100   
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.2  bits: 19.7 E():   29 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (23-60:156-194) 
 
                       10        20        30        40        50   
AAD-12         PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|833 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
         130       140       150       160       170       180      
 
              60        70        80 
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKL 
       .. .:: ..                     
gi|833 NVINWAEAENRYIAGDKGGHPFMKL     
         190       200       210     
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 75.8  bits: 19.7 E():   30 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (23-60:167-205) 
 
                       10        20        30        40        50   
AAD-12         PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|164 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
        140       150       160       170       180       190       
 
              60        70        80 
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKL 
       .. .:: ..                     
gi|164 NVINWAEAENRYIAGDKGGHPFMKL     
        200       210       220      
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 75.5  bits: 21.4 E():   32 
Smith-Waterman score: 52; 26.1% identity (73.9% similar) in 23 aa overlap (44-66:618-639) 
 
            20        30        40        50        60        70    
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     : :. :.. : .:.. ..:. ..        
gi|238 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVIHNDSDFRLSV 
       590       600       610       620        630       640       
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            80                                                      
AAD-12 EPWDFKL                                                      
                                                                    
gi|238 AEGVGLFNVLQEKGIPSRFLNFPDETHWVTKPENSLVWHQQVLGWINKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 75.5  bits: 21.4 E():   32 
Smith-Waterman score: 52; 26.1% identity (73.9% similar) in 23 aa overlap (44-66:618-639) 
 
            20        30        40        50        60        70    
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     : :. :.. : .:.. ..:. ..        
gi|219 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVIHNDFDFRLSV 
       590       600       610       620        630       640       
 
            80                                                      
AAD-12 EPWDFKL                                                      
                                                                    
gi|219 AEGVGLFNVLQEKGIPSRFLNFPDETHWVTKPENSLVWHQQVLGWINKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 75.5  bits: 21.4 E():   32 
Smith-Waterman score: 52; 26.1% identity (73.9% similar) in 23 aa overlap (44-66:618-639) 
 
            20        30        40        50        60        70    
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     : :. :.. : .:.. ..:. ..        
gi|238 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVIHNDFDFRLSV 
       590       600       610       620        630       640       
 
            80                                                      
AAD-12 EPWDFKL                                                      
                                                                    
gi|238 AEGVGLFNVLQEKGIPSRFLNFPDETHWVTKPENSLVWHQQVLGWINKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.2  bits: 18.4 E():   33 
Smith-Waterman score: 43; 30.4% identity (60.9% similar) in 23 aa overlap (56-78:53-75) 
 
          30        40        50        60        70        80      
AAD-12 IPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL      
                                     :: . :.. ..  : :: .  :.        
gi|387 SINGNAPAEIDLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVD 
             30        40        50        60        70        80   
 
gi|387 CASQHGCHGDTIPR 
             90       
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.3  bits: 18.4 E():   37 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (28-40:5-17) 
 
               10        20        30        40        50        60 
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 
                                  :.:::: .  :.:                     
gi|208                        MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACGLAK 
                                      10        20        30        
 
               70        80                                         
AAD-12 VVVWDNRCLLHRAEPWDFKL                                         
                                                                    
gi|208 KSAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAGDVDGDGKI 
        40        50        60        70        80        90        
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.9  bits: 19.4 E():   38 
Smith-Waterman score: 46; 22.9% identity (60.4% similar) in 48 aa overlap (27-74:115-162) 
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                   10        20        30        40        50       
AAD-12     PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. : ... . :     : ..:.  :..  
gi|383 GSEASANPKDKPAEEEEEEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSL 
           90       100       110       120       130       140     
 
         60        70        80                                     
AAD-12 AAGDVVVWDNRCLLHRAEPWDFKL                                     
       .. .:  ::..  :.. :                                           
gi|383 VTLEVKPWDDETNLEELEANVRAIEMDGLVWGASKFVAVGFGIKKLQINLVVEDEKVSTD 
          150       160       170       180       190       200     
 
>>gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 73.8  bits: 20.1 E():   39 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (8-66:120-178) 
 
                                      10        20         30       
AAD-12                        PLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLEMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
         40          50        60        70        80               
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL               
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 73.8  bits: 20.1 E():   39 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (8-66:120-178) 
 
                                      10        20         30       
AAD-12                        PLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|151 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
         40          50        60        70        80               
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL               
        . :  ::. .  .  :::..   ::...  :                             
gi|151 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|151 TISNNHFFNHHKVMLLGHDDTYDNDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 73.8  bits: 20.1 E():   39 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (8-66:120-178) 
 
                                      10        20         30       
AAD-12                        PLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
         40          50        60        70        80               
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL               
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGNVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen all  (367 aa) 
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 initn:  42 init1:  42 opt:  48  Z-score: 73.8  bits: 20.1 E():   39 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (8-66:120-178) 
 
                                      10        20         30       
AAD-12                        PLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
         40          50        60        70        80               
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL               
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 73.8  bits: 20.1 E():   39 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (8-66:120-178) 
 
                                      10        20         30       
AAD-12                        PLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
         40          50        60        70        80               
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL               
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGNVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 72.5  bits: 20.1 E():   46 
Smith-Waterman score: 48; 20.9% identity (55.2% similar) in 67 aa overlap (4-70:2-63) 
 
               10        20        30        40        50        60 
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 
          :. :.: .    :.  .:   ..  .:.:    . ...:  . .. . .::.   :: 
gi|139   MPISKIHAR----SVYDSRGNPTVE-VDVATETGLHRAIVPSGASTGQHEAHELRDGD 
                     10        20         30        40        50    
 
               70        80                                         
AAD-12 VVVWDNRCLLHRAEPWDFKL                                         
        . : .. .:                                                   
gi|139 KTQWGGKGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILG 
            60        70        80        90       100       110    
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.4  bits: 18.1 E():   46 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (22-59:20-57) 
 
               10        20        30        40        50        60 
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 
                            ::  . . : :. :    :..:   .:  :   .  ::  
gi|730   MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGL 
                 10        20        30        40        50         
 
               70        80                                   
AAD-12 VVVWDNRCLLHRAEPWDFKL                                   
                                                              
gi|730 GSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       60        70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.4  bits: 18.1 E():   46 
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Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (22-59:20-57) 
 
               10        20        30        40        50        60 
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 
                            ::  . . : :. :    :..:   .:  :   .  ::  
gi|191   MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGL 
                 10        20        30        40        50         
 
               70        80                                   
AAD-12 VVVWDNRCLLHRAEPWDFKL                                   
                                                              
gi|191 GSVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
       60        70        80        90       100       110   
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 71.6  bits: 16.2 E():   52 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (27-44:8-25) 
 
               10        20        30        40        50        60 
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 
                                 :.. :. ....:..   :                 
gi|751                    IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA          
                                  10        20        30            
 
               70        80 
AAD-12 VVVWDNRCLLHRAEPWDFKL 
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.5  bits: 19.8 E():   52 
Smith-Waterman score: 47; 37.5% identity (68.8% similar) in 16 aa overlap (58-73:202-217) 
 
        30        40        50        60        70        80        
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL        
                                     ::.  .: ..: : .:               
gi|113 DIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWIDHCSLSKASDGLLDITLGSSHV 
             180       190       200       210       220       230  
 
gi|113 TVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQRMPRCRFGFFQVVNNNY 
             240       250       260       270       280       290  
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 71.2  bits: 19.8 E():   54 
Smith-Waterman score: 47; 30.0% identity (66.7% similar) in 30 aa overlap (52-80:129-158) 
 
              30        40        50        60        70         80 
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEPWDFKL 
                                     ...:: ::.  : ..: . . : .:  .:. 
gi|114 DPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKI 
      100       110       120       130       140       150         
 
gi|114 DYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEK 
      160       170       180       190       200       210         
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 70.9  bits: 16.2 E():   56 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (27-44:8-25) 
 
               10        20        30        40        50        60 
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 
                                 :.. :. ....:..   :                 
gi|751                    IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK       
                                  10        20        30            
 
               70        80 
AAD-12 VVVWDNRCLLHRAEPWDFKL 
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 70.8  bits: 18.1 E():   57 
Smith-Waterman score: 42; 24.4% identity (56.1% similar) in 41 aa overlap (16-55:100-140) 
 
                              10        20         30        40     
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AAD-12                PLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
           50        60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL 
       .  .   : :.                          
gi|100 GYYVGSHHHHHH                         
     130       140                          
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 70.5  bits: 18.1 E():   59 
Smith-Waterman score: 42; 27.8% identity (66.7% similar) in 36 aa overlap (23-58:28-62) 
 
                    10        20        30        40        50      
AAD-12      PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                  :.: :...: : ... .:  : .    ... .: 
gi|157 MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQA-EFRQLANGAPDKTEAEIEAQIEQ 
               10        20        30         40        50          
 
          60        70        80                                    
AAD-12 WAAGDVVVWDNRCLLHRAEPWDFKL                                    
       :.:                                                          
gi|157 WVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPAAKAADARLSAIASNRALKV 
      60        70        80        90       100       110          
 
>>gi|8843917|gb|AAF80164.1| pollen major allergen 1-2 [J  (367 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 70.5  bits: 19.5 E():   59 
Smith-Waterman score: 46; 27.4% identity (54.8% similar) in 62 aa overlap (8-66:120-178) 
 
                                      10        20         30       
AAD-12                        PLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
         40          50        60        70        80               
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL               
        . :  ::. .  .  :::..   ::...  :                             
gi|884 SVLGDVLVSESIGVVPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|884 TIFNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8843921|gb|AAF80166.1| pollen major allergen 1-1 [J  (367 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 70.5  bits: 19.5 E():   59 
Smith-Waterman score: 46; 27.4% identity (54.8% similar) in 62 aa overlap (8-66:120-178) 
 
                                      10        20         30       
AAD-12                        PLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
         40          50        60        70        80               
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL               
        . :  ::. .  .  :::..   ::...  :                             
gi|884 SVLGDVLVSESIGVVPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|884 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|19069497|emb|CAC37790.2| putative allergen Cup a 1   (367 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 70.5  bits: 19.5 E():   59 
Smith-Waterman score: 46; 27.4% identity (53.2% similar) in 62 aa overlap (8-66:120-178) 
 
                                      10        20         30       
AAD-12                        PLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
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                                     ::  .: : :..   .:.:  :.     .  
gi|190 WIIFSQNMNIKLQMPLYVAGYKTIDGRGADVHLGNGGPCLFMRTASHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
         40          50        60        70        80               
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL               
        . :  ::. .  .  :::..   ::...  :                             
gi|190 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|190 TISNNHFFNHHKVMLLGHDDTYDDDISMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.3  bits: 17.5 E():   61 
Smith-Waterman score: 40; 30.0% identity (50.0% similar) in 30 aa overlap (15-44:13-42) 
 
               10        20        30        40        50        60 
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 
                     :. :.    .. ::   :: :   .:  .:                 
gi|144   VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKKGNLWEVKSSK 
                 10        20        30        40        50         
 
               70        80                   
AAD-12 VVVWDNRCLLHRAEPWDFKL                   
                                              
gi|144 PLTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
       60        70        80        90       
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 70.2  bits: 19.1 E():   61 
Smith-Waterman score: 47; 23.1% identity (59.0% similar) in 39 aa overlap (42-77:130-168) 
 
              20        30        40           50        60         
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC---QAPRVHAHQWAAGDVVVWDNRC 
                                     :::     .. .:... .. ::....:    
gi|287 FFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGT 
     100       110       120       130       140       150          
 
       70        80                                                 
AAD-12 LLHRAEPWDFKL                                                 
        .  : : .                                                    
gi|287 YVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAG 
     160       170       180       190       200       210          
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.1 E():   62 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (19-42:1-24) 
 
               10        20        30        40        50        60 
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 
                         .: ..:..   ... .:... :.:                   
gi|892                   MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSV 
                                 10        20        30        40   
 
               70        80                                         
AAD-12 VVVWDNRCLLHRAEPWDFKL                                         
                                                                    
gi|892 EVKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHL 
             50        60        70        80        90       100   
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.1 E():   62 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (19-42:1-24) 
 
               10        20        30        40        50        60 
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 
                         .: ..:..   ... .:... :.:                   
gi|215                   MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAATGAYKSV 
                                 10        20        30        40   
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               70        80                                         
AAD-12 VVVWDNRCLLHRAEPWDFKL                                         
                                                                    
gi|215 EVKGDGGAGTVRIITLPEGSPITTMTVRTDAVNKEALSYDSTVIDGDILLGFIESIETHM 
             50        60        70        80        90       100   
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.1  bits: 19.5 E():   62 
Smith-Waterman score: 46; 28.0% identity (52.0% similar) in 25 aa overlap (49-73:351-375) 
 
       20        30        40        50        60        70         
AAD-12 IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF 
                                     :   .. :  ::: . .   .. ::      
gi|118 INGVQYPLSPSAYILQDDDSCTSGFEGMDVPTSSGELWILGDVFIRQYYTVFDRANNKVG 
              330       340       350       360       370       380 
 
       80    
AAD-12 KL    
             
gi|118 LAPVA 
             
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.9  bits: 19.5 E():   64 
Smith-Waterman score: 46; 24.4% identity (48.9% similar) in 45 aa overlap (36-73:173-216) 
 
          10        20        30        40        50        60      
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV--- 
                                     : : :    .  .: .  :: . ::..    
gi|113 RGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQ-SDGDAIHVT 
            150       160       170       180       190        200  
 
                 70        80                                       
AAD-12 ----VWDNRCLLHRAEPWDFKL                                       
           .: ..: : ..                                              
gi|113 GSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDLKMHVT 
             210       220       230       240       250       260  
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.8 E():   64 
Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (13-35:344-366) 
 
                                 10        20        30        40   
AAD-12                   PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
           320       330       340       350       360       370    
 
             50        60        70        80                       
AAD-12 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL                       
                                                                    
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 69.7  bits: 19.8 E():   66 
Smith-Waterman score: 47; 30.0% identity (66.7% similar) in 30 aa overlap (52-80:159-188) 
 
              30        40        50        60        70         80 
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEPWDFKL 
                                     ...:: ::.  : ..: . . : .:  .:. 
gi|476 DPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKI 
      130       140       150       160       170       180         
 
gi|476 DYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEK 
      190       200       210       220       230       240         
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 69.4  bits: 17.8 E():   68 
Smith-Waterman score: 41; 45.5% identity (90.9% similar) in 11 aa overlap (69-79:111-121) 
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       40        50        60        70        80               
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL               
                                     .:::.. .::.                
gi|144 GFVGRTYFTVLHTQCFRLDYPIVKCKVKSTILHRSKCYDFETFAPKKYQWFDVLQY 
               90       100       110       120       130       
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.2  bits: 19.1 E():   69 
Smith-Waterman score: 45; 28.6% identity (51.4% similar) in 35 aa overlap (22-56:258-291) 
 
                        10        20        30        40        50  
AAD-12          PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     :...:    .  : :  .  : :. :  :. 
gi|510 IGENIIGHLLIVFDGGKSQPACSWYDVPCSHSESIVYATGMVSGRCQHLAVPWTAQQ-RI 
       230       240       250       260       270       280        
 
              60        70        80                                
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKL                                
       .  ::                                                        
gi|510 NPIQWKFWRVFTSNIPAYPTSDTTNCVVLNTNVFKNDNTFEGEYHAFPDCARNLFKCRQQ 
        290       300       310       320       330       340       
 
>>gi|3182907|sp|O02380.1|ALL2_TYRPU RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.1  bits: 17.8 E():   70 
Smith-Waterman score: 41; 37.5% identity (100.0% similar) in 8 aa overlap (68-75:41-48) 
 
        40        50        60        70        80                  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL                  
                                     :..:...:                       
gi|318 AVAAAGQVKFTDCGKKEIASVAVDGCEGDLCVIHKSKPVHVIAEFTANQDTCKIEVKVTG 
               20        30        40        50        60        70 
 
gi|318 QLNGLEVPIPGIETDGCKVLKCPLKKGTKYTMNYSVNVPSVVPNIKTVVKLLATGEHGVL 
               80        90       100       110       120       130 
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.9  bits: 19.2 E():   73 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (12-28:225-240) 
 
                                  10        20        30        40  
AAD-12                    PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
              50        60        70        80                      
AAD-12 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL                      
                                                                    
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.9  bits: 19.2 E():   73 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (12-28:225-240) 
 
                                  10        20        30        40  
AAD-12                    PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
              50        60        70        80                      
AAD-12 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL                      
                                                                    
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.7  bits: 19.2 E():   74 
Smith-Waterman score: 45; 25.7% identity (47.1% similar) in 70 aa overlap (11-77:290-358) 
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 6788



 

 

                                   10          20        30         
AAD-12                     PLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
       40        50        60        70         80              
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP-WDFKL              
        .. :   . :.:. : ..      :..  :   ::  ::                 
gi|124 FAMFDENKKQPEVEKH-FGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330        340       350       360       370     
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.7  bits: 19.2 E():   74 
Smith-Waterman score: 45; 25.7% identity (47.1% similar) in 70 aa overlap (11-77:290-358) 
 
                                   10          20        30         
AAD-12                     PLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
       40        50        60        70         80              
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP-WDFKL              
        .. :   . :.:. : ..      :..  :   ::  ::                 
gi|268 FAMFDENKKQPEVEKH-FGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330        340       350       360       370     
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.7  bits: 19.2 E():   74 
Smith-Waterman score: 45; 25.7% identity (47.1% similar) in 70 aa overlap (11-77:290-358) 
 
                                   10          20        30         
AAD-12                     PLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
       40        50        60        70         80              
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP-WDFKL              
        .. :   . :.:. : ..      :..  :   ::  ::                 
gi|124 FAMFDENKKQPEVEKH-FGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330        340       350       360       370     
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 68.6  bits: 18.8 E():   75 
Smith-Waterman score: 44; 47.4% identity (63.2% similar) in 19 aa overlap (33-48:72-90) 
 
             10        20        30        40           50          
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW---ACQAPRVHAHQWAAG 
                                     :.. ::   :::   ::.:            
gi|144 TISKQVVFLIHGFLSTGNNENFVAMSKALIEKDDFLVISVDWKKGACNAFASTKDALGYS 
              50        60        70        80        90       100  
 
      60        70        80                                        
AAD-12 DVVVWDNRCLLHRAEPWDFKL                                        
                                                                    
gi|144 KAVGNTRHVGKFVADFTKLLVEKYKVLISNIRLIGHSLGAHTSGFAGKEVQKLKLGKYKE 
             110       120       130       140       150       160  
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 41; 20.8% identity (79.2% similar) in 24 aa overlap (19-42:1-24) 
 
               10        20        30        40        50        60 
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 
                         .: ..:..   ... .:....:.:                   
gi|134                   MGVQTHVLELTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSV 
                                 10        20        30        40   
 
               70        80                                         
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AAD-12 VVVWDNRCLLHRAEPWDFKL                                         
                                                                    
gi|134 EIKGDGGPGTLKIITLPDGGPITTMTLRIDGVNKEALTFDYSVIDGDILLGFIESIENHV 
             50        60        70        80        90       100   
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 68.3  bits: 15.5 E():   78 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (27-44:8-25) 
 
               10        20        30        40        50        60 
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 
                                 :.. :  ....:..   :                 
gi|751                    IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA          
                                  10        20        30            
 
               70        80 
AAD-12 VVVWDNRCLLHRAEPWDFKL 
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.3  bits: 19.2 E():   78 
Smith-Waterman score: 47; 23.1% identity (59.0% similar) in 39 aa overlap (42-77:120-158) 
 
              20        30        40           50        60         
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC---QAPRVHAHQWAAGDVVVWDNRC 
                                     :::     .. .:... .. ::....:    
gi|855 FFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGT 
      90       100       110       120       130       140          
 
       70        80                                                 
AAD-12 LLHRAEPWDFKL                                                 
        .  : : .                                                    
gi|855 YVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAG 
     150       160       170       180       190       200          
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 68.3  bits: 19.2 E():   78 
Smith-Waterman score: 45; 26.8% identity (48.8% similar) in 41 aa overlap (36-70:172-212) 
 
          10        20        30        40        50                
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW------AAG 
                                     .  :: .  : .:   : :.       .:: 
gi|625 RGANVEITCGGLTIHNVCNVIIHNIHIHDIKVTEGGIIKATDAKPGHRHKSDGDGICVAG 
             150       160       170       180       190       200  
 
      60        70        80                                        
AAD-12 DVVVWDNRCLLHRAEPWDFKL                                        
       .  .: ..: :                                                  
gi|625 SSKIWIDHCTLSHGPDGLIDVTLGSTAVTISNCKFSHHQKILLLGADNSHVDDKKMHVTV 
             210       220       230       240       250       260  
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 18.5 E():   78 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (42-55:29-42) 
 
              20        30        40        50        60        70  
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH 
                                     :.:  : :  . ::                 
gi|170   MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQT 
                 10        20        30        40        50         
 
              80                                                    
AAD-12 RAEPWDFKL                                                    
                                                                    
gi|170 FPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQ 
       60        70        80        90       100       110         
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.2  bits: 18.8 E():   79 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (11-54:254-299) 
 
                                   10          20        30         
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AAD-12                     PLRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
       40        50        60        70        80 
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL 
        .. :   . :.:. :                           
gi|261 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFS          
           290       300       310                
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (68-79:27-38) 
 
        40        50        60        70        80                  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL                  
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (68-79:27-38) 
 
        40        50        60        70        80                  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL                  
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (68-79:27-38) 
 
        40        50        60        70        80                  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL                  
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (68-79:27-38) 
 
        40        50        60        70        80                  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL                  
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (68-79:27-38) 
 
        40        50        60        70        80                  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL                  
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
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                   10        20        30        40        50       
 
gi|217 SIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.0  bits: 19.5 E():   81 
Smith-Waterman score: 46; 22.4% identity (57.1% similar) in 49 aa overlap (12-56:15-63) 
 
                  10        20        30        40            50    
AAD-12    PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV----DWACQAPRVHA 
                     :. : :. . :  : : ..:...... .. .    : . :   ..  
gi|601 MRGALAGLSLATLATASPVLVNSIHNDAAPIISASNAKEIADNYMIKFKDHVTQNLAAEH 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 HQWAAGDVVVWDNRCLLHRAEPWDFKL                                  
       : :                                                          
gi|601 HGWVQDLHEKTQVAKTELRKRSQSPMVDDIFNGLKHTYNIAGGLMGYAGHFDEDVIEQIR 
               70        80        90       100       110       120 
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 67.8  bits: 21.1 E():   83 
Smith-Waterman score: 60; 25.3% identity (55.2% similar) in 87 aa overlap (2-79:1122-1202) 
 
                                            10        20        30  
AAD-12                              PLRPLVKVHPETGRPSLLIGRHAHAIPGMD- 
                                     :.   : . . : :  :     . . : :  
gi|203 QMEVEEVRPFKMHGNSDIKLMANDLDIDYDLKSEFKYESNKGTPIEL----QYKVSGKDR 
            1100      1110      1120      1130          1140        
 
                   40            50        60        70        80   
AAD-12 ---AAE-SERFLEGLVDWACQ-AP---RVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL   
          ::: . . .::..:.  . .:   ..:::  . :.   .:..  :...:: ...    
gi|203 SKRAAEMNAEDVEGVIDYKNSGSPIDSKMHAHLKVKGNNYGYDSE--LKQTEPQQYEGKM 
      1150      1160      1170      1180      1190        1200      
 
gi|203 TLSKNDKKIFITHKTEMTKPTSTFLLKTDADVSYSESDMKKHYHMEFKKENDIYTLRSTV 
        1210      1220      1230      1240      1250      1260      
 
>>gi|4587985|gb|AAD25927.1|AF084828_1 major allergenic p  (342 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 67.7  bits: 18.8 E():   84 
Smith-Waterman score: 44; 27.8% identity (53.7% similar) in 54 aa overlap (1-45:42-95) 
 
                                             10        20           
AAD-12                               PLRPLVKVHPETGRPSLLIGRHAHAI---- 
                                     ::  :.:..:.. .  :   : : ..     
gi|458 RAPASARYFSQTAAANRKVAVLGASGGIGQPLSLLMKLNPKVTELRLYDIRLAPGVAADL 
              20        30        40        50        60        70  
 
              30        40        50        60        70        80  
AAD-12 -----PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL  
            :.. .. ..  ::: :: :                                     
gi|458 SHINTPAVTSGYAQDDLEGAVDGAEIVLIPAGMPRKPGMTRDDLFNSNASIVRDLAKVVA 
              80        90       100       110       120       130  
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 67.6  bits: 15.5 E():   85 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (27-44:8-25) 
 
               10        20        30        40        50        60 
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 
                                 :.. :  ....:..   :                 
gi|751                    IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK       
                                  10        20        30            
 
               70        80 
AAD-12 VVVWDNRCLLHRAEPWDFKL 
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 67.6  bits: 17.5 E():   85 
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Smith-Waterman score: 40; 25.7% identity (60.0% similar) in 35 aa overlap (16-49:100-134) 
 
                              10        20         30        40     
AAD-12                PLRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|105 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
           50        60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL 
       .  .:                                
gi|105 GYWVPSSNS                            
     130                                    
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 67.6  bits: 20.8 E():   85 
Smith-Waterman score: 50; 44.4% identity (63.0% similar) in 27 aa overlap (15-40:636-662) 
 
                               10        20         30        40    
AAD-12                 PLRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVD 
                                     :: : : : : .:::  . ..:  :.:    
gi|278 SRGPSGPPGPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIG 
         610       620       630       640       650       660      
 
            50        60        70        80                        
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL                        
                                                                    
gi|278 SPGRDGARGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAG 
         670       680       690       700       710       720      
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.5 E():   87 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (66-74:40-48) 
 
          40        50        60        70        80                
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL                
                                     . :..::.:                      
gi|212 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|212 LTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.5 E():   87 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (66-74:40-48) 
 
          40        50        60        70        80                
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL                
                                     . :..::.:                      
gi|170 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|170 LAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.5 E():   87 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (66-74:40-48) 
 
          40        50        60        70        80                
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL                
                                     . :..::.:                      
gi|158 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|158 LAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.4  bits: 19.2 E():   87 
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Smith-Waterman score: 45; 38.9% identity (72.2% similar) in 18 aa overlap (20-37:241-258) 
 
                          10        20        30        40          
AAD-12            PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                     :  .... :::.: :: .             
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDQTYDLNFKE 
              220       230       240       250       260       270 
 
      50        60        70        80                              
AAD-12 RVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL                              
                                                                    
gi|144 ENNNGSQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|18955|emb|CAA41956.1| alpha-amylase inhibitor [Hord  (144 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.5 E():   88 
Smith-Waterman score: 43; 25.9% identity (46.3% similar) in 54 aa overlap (14-59:88-141) 
 
                                10        20               30       
AAD-12                  PLRPLVKVHPETGRPSLLIGRHAHA-------IPGMDAAESER 
                                     :   .:::..:        .::     ..  
gi|189 AGSPVSSEPGDTPKDRCCQELDEAPQHCRCRVRYFIGRRSHPDWRVLKDLPGCPKEPQRD 
        60        70        80        90       100       110        
 
         40         50        60        70        80 
AAD-12 FLEGLVDWA-CQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL 
       : . ::  . :..  ::   .  :                      
gi|189 FAKVLVTPGQCNVLTVHNAPYCLGLDI                   
       120       130       140                       
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.3  bits: 17.9 E():   88 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (21-37:17-30) 
 
               10        20        30        40        50        60 
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 
                           ::   .:..:    :::                        
gi|212     VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDR 
                   10        20           30        40        50    
 
               70        80                                         
AAD-12 VVVWDNRCLLHRAEPWDFKL                                         
                                                                    
gi|212 FSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYENYAI 
            60        70        80        90       100       110    
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.3  bits: 17.9 E():   89 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (21-37:18-31) 
 
               10        20        30        40        50        60 
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 
                           ::   .:..:    :::                        
gi|144    AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDR 
                  10        20           30        40        50     
 
               70        80                                         
AAD-12 VVVWDNRCLLHRAEPWDFKL                                         
                                                                    
gi|144 FSYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYDNYAI 
           60        70        80        90       100       110     
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.3  bits: 17.9 E():   89 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (21-37:18-31) 
 
               10        20        30        40        50        60 
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 
                           ::   .:..:    :::                        
gi|116    AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDR 
                  10        20           30        40        50     
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               70        80                                         
AAD-12 VVVWDNRCLLHRAEPWDFKL                                         
                                                                    
gi|116 FSYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYENYAI 
           60        70        80        90       100       110     
 
>>gi|439275|emb|CAA49555.1| CMa, component of tetrameric  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.5 E():   89 
Smith-Waterman score: 41; 26.0% identity (48.0% similar) in 50 aa overlap (18-59:93-142) 
 
                            10        20               30        40 
AAD-12              PLRPLVKVHPETGRPSLLIGRHAHA-------IPGMDAAESERFLEG 
                                     .:::..:        .::     .. : .  
gi|439 SSEPGDTPKDRCCQELDEAPQHCRCEAVRYFIGRRSHPDWSVLKDLPGCPKEPQRDFAKV 
             70        80        90       100       110       120   
 
                50        60        70        80 
AAD-12 LVDWA-CQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL 
       ::  . :..  ::   .  :                      
gi|439 LVTPGQCNVLTVHNAPYCLGLDI                   
            130       140                        
 
>>gi|21701|emb|CAA35598.1| unnamed protein product [Trit  (145 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.3  bits: 17.5 E():   89 
Smith-Waterman score: 40; 26.7% identity (60.0% similar) in 30 aa overlap (1-30:115-144) 
 
                                             10        20        30 
AAD-12                               PLRPLVKVHPETGRPSLLIGRHAHAIPGMD 
                                     : : ..::   .:. ...  ..:    :.: 
gi|217 CRCEAVRYFIGRRSDPNSSVLKDLPGCPREPQRDFAKVLVTSGHCNVMTVHNAPYCLGLD 
           90       100       110       120       130       140     
 
               40        50        60        70        80 
AAD-12 AAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL 
                                                          
gi|217 I                                                  
                                                          
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 67.2  bits: 19.2 E():   89 
Smith-Waterman score: 45; 34.6% identity (50.0% similar) in 26 aa overlap (46-65:25-50) 
 
          20        30        40        50              60          
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ------WAAGDVVVWDNRCL 
                                     ::  :. : .      . :: : .::     
gi|259       LSVCFLILFHGCLASRQEWQQQDECQIDRLDALEPDNRVEYEAGTVEAWDPNHE 
                     10        20        30        40        50     
 
      70        80                                                  
AAD-12 LHRAEPWDFKL                                                  
                                                                    
gi|259 QFRCAGVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQ 
           60        70        80        90       100       110     
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.1  bits: 17.9 E():   91 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (44-67:70-93) 
 
            20        30        40        50        60        70    
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|283 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
      40        50        60        70        80        90          
 
            80                                                      
AAD-12 EPWDFKL                                                      
                                                                    
gi|283 CGPVGAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
     100       110       120       130       140       150          
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>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.0  bits: 17.9 E():   92 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (21-37:27-40) 
 
                     10        20        30        40        50     
AAD-12       PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                 ::   .:..:    :::                  
gi|194 MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEALTQY 
               10        20        30           40        50        
 
           60        70        80                                   
AAD-12 QWAAGDVVVWDNRCLLHRAEPWDFKL                                   
                                                                    
gi|194 KCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDY 
        60        70        80        90       100       110        
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 66.9  bits: 17.5 E():   93 
Smith-Waterman score: 40; 53.8% identity (76.9% similar) in 13 aa overlap (14-26:38-49) 
 
                                10        20        30        40    
AAD-12                  PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 
                                     .:.:  : ::::.                  
gi|160 LNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKPGLH-GFHAHALGDTTNGCMSTGPHFNPV 
        10        20        30        40         50        60       
 
            50        60        70        80                        
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL                        
                                                                    
gi|160 GKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLG 
         70        80        90       100       110       120       
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 66.5  bits: 14.9 E():   98 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (10-20:10-20) 
 
               10        20        30        40        50        60 
AAD-12 PLRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 
                :.:  :..: :                                         
gi|147 AKITFTNNXPNTVWPGILTGFGQKPQ                                   
               10        20                                         
 
>>gi|111120432|gb|ABH06350.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.2 E():   98 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (57-74:109-126) 
 
         30        40        50        60        70        80 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL 
                                     :.::... : . : .:..       
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE    
       80        90       100       110       120             
 
>>gi|111120428|gb|ABH06348.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.2 E():   98 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (57-74:109-126) 
 
         30        40        50        60        70        80 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL 
                                     :.::... : . : .:..       
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE    
       80        90       100       110       120             
 
>>gi|111120420|gb|ABH06344.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.2 E():   98 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (57-74:109-126) 
 
         30        40        50        60        70        80 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL 
                                     :.::... : . : .:..       
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE    
       80        90       100       110       120             
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>>gi|111120424|gb|ABH06346.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.2 E():   98 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (57-74:109-126) 
 
         30        40        50        60        70        80 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL 
                                     :.::... : . : .:..       
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE    
       80        90       100       110       120             
 
>>gi|111494253|gb|ABH06347.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.2 E():   98 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (57-74:109-126) 
 
         30        40        50        60        70        80 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL 
                                     :.::... : . : .:..       
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE    
       80        90       100       110       120             
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.4  bits: 17.9 E():   98 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (44-67:87-110) 
 
            20        30        40        50        60        70    
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|158 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
            80                                                      
AAD-12 EPWDFKL                                                      
                                                                    
gi|158 CGPVGAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.4  bits: 17.9 E():   98 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (44-67:87-110) 
 
            20        30        40        50        60        70    
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|123 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
            80                                                      
AAD-12 EPWDFKL                                                      
                                                                    
gi|123 CGPVGAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:03:03 2011 done: Fri Jan 21 00:03:03 2011 
 Total Scan time:  0.080 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 194  - 273 - 80 aa 
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Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     2     8:=* 
  34    15    22:==== * 
  36    18    44:=====     * 
  38    47    73:============      * 
  40    66   102:=================        * 
  42    90   125:=======================        * 
  44   123   138:===============================   * 
  46   178   140:==================================*========== 
  48   190   134:=================================*============== 
  50   119   122:==============================* 
  52   138   108:==========================*======== 
  54   118    92:======================*======= 
  56    83    77:===================*= 
  58    57    63:===============* 
  60    33    51:=========   * 
  62    42    41:==========* 
  64    22    33:======  * 
  66    21    26:======* 
  68    29    20:====*=== 
  70    17    16:===*= 
  72     4    12:= * 
  74     9    10:==* 
  76    12     8:=*= 
  78    12     6:=*= 
  80    19     5:=*=== 
  82     8     3:*= 
  84     6     3:*= 
  86     0     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     4     1:*         :*=== 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     1     0:=         *= 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     1     0:=         *= 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.34450.00312; mu= 7.7992 0.166 
 mean_var=36.437511.087, 0's: 2 Z-trim: 4  B-trim: 15 in 1/43 
 Lambda= 0.212471 
 Kolmogorov-Smirnov  statistic: 0.1023 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   73 27.8    0.22 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   64 24.9    0.56 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   66 25.7    0.98 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   56 22.5     2.4 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   56 22.5     3.2 
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gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   56 22.5     3.2 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   53 21.5     3.6 
gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Se ( 608)   61 24.2     3.8 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   54 21.9     6.3 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   54 21.9     6.4 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   54 21.9     6.4 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   50 20.6     9.4 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   53 21.6      11 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   50 20.6      11 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   50 20.6      11 
gi|212279|gb|AAA48944.1| lysozyme protein [Gallus  (  24)   42 18.0      11 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   56 22.6      11 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   55 22.3      13 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   53 21.7      13 
gi|3336842|emb|CAA76847.1| bovine serum albumin [B ( 607)   55 22.3      14 
gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Se ( 607)   55 22.3      14 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   48 20.0      14 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   48 20.0      15 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   48 20.0      15 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   48 20.0      15 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   48 20.0      15 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   48 20.0      15 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   52 21.4      15 
gi|34495280|gb|AAQ73487.1| type 2 allergen Lep d 2 ( 140)   48 20.0      16 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   53 21.7      16 
gi|33772588|gb|AAQ54603.1| Gly d 2.03 [Glycyphagus ( 141)   48 20.0      16 
gi|34495274|gb|AAQ73484.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495284|gb|AAQ73489.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495290|gb|AAQ73492.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495282|gb|AAQ73488.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495278|gb|AAQ73486.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495288|gb|AAQ73491.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   48 20.0      16 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   48 20.0      16 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   48 20.0      16 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   53 21.7      17 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   47 19.7      18 
gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Sc ( 129)   47 19.7      18 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   47 19.7      18 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   47 19.7      19 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   47 19.7      19 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   47 19.7      20 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   47 19.7      20 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   47 19.7      20 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   47 19.7      20 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   47 19.7      20 
gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Gl ( 162)   47 19.7      22 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   50 20.7      23 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   50 20.7      23 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   47 19.7      24 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   49 20.4      24 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   46 19.4      24 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   53 21.7      24 
gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen ( 367)   50 20.7      25 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 16.1      25 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   46 19.4      26 
gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   46 19.4      26 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   47 19.8      28 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   47 19.8      29 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   52 21.4      30 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 21.4      30 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   52 21.4      30 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   43 18.5      32 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 18.5      35 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   46 19.5      37 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   49 20.5      37 
gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen ( 367)   48 20.1      38 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   48 20.1      38 
gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen ( 367)   48 20.1      38 
gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen ( 367)   48 20.1      38 
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gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen ( 367)   48 20.1      38 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   48 20.2      44 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   42 18.2      45 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   42 18.2      45 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   47 19.8      50 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 16.2      50 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   47 19.8      52 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 16.2      55 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   42 18.2      55 
gi|8843917|gb|AAF80164.1| pollen major allergen 1- ( 367)   46 19.5      57 
gi|19069497|emb|CAC37790.2| putative allergen Cup  ( 367)   46 19.5      57 
gi|8843921|gb|AAF80166.1| pollen major allergen 1- ( 367)   46 19.5      57 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.2      57 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   45 19.2      59 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   40 17.5      59 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   46 19.5      60 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.2      60 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.2      60 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 19.9      61 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   46 19.5      61 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   47 19.9      63 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   41 17.9      66 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   45 19.2      67 
gi|3182907|sp|O02380.1|ALL2_TYRPU RecName: Full=Mi ( 141)   41 17.9      68 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.2      70 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.2      70 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   45 19.2      72 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   45 19.2      72 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   45 19.2      72 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   44 18.9      72 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.2      75 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.2      75 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   43 18.6      76 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   44 18.9      76 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 15.6      76 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   40 17.6      77 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   40 17.6      77 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   40 17.6      77 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   40 17.6      77 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   40 17.6      77 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   46 19.6      78 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   51 21.2      79 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 20.9      81 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   40 17.6      82 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 15.6      83 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.2      84 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   40 17.6      84 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   40 17.6      84 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   40 17.6      84 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 17.9      85 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 17.9      86 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 17.9      86 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   41 17.9      88 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 17.9      89 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   40 17.6      90 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   43 18.6      91 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   44 18.9      92 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   41 17.9      95 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   41 17.9      95 
gi|111494253|gb|ABH06347.1| Blo t 21 allergen [Blo ( 129)   39 17.3      95 
gi|111120432|gb|ABH06350.1| Blo t 21 allergen [Blo ( 129)   39 17.3      95 
gi|111120424|gb|ABH06346.1| Blo t 21 allergen [Blo ( 129)   39 17.3      95 
gi|111120428|gb|ABH06348.1| Blo t 21 allergen [Blo ( 129)   39 17.3      95 
gi|111120420|gb|ABH06344.1| Blo t 21 allergen [Blo ( 129)   39 17.3      95 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 14.9      96 
gi|69552|pir||MEHB2 melittin, minor - honeybee     (  27)   32 14.9      99 
gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-t (  34)   33 15.3      99 
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  73 init1:  73 opt:  73  Z-score: 114.2  bits: 27.8 E(): 0.22 
Smith-Waterman score: 73; 35.5% identity (54.8% similar) in 31 aa overlap (28-58:246-276) 
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                  10        20        30        40        50        
AAD-12    LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:: :   . :     .: . 
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
 
        60        70        80                                      
AAD-12 GDVVVWDNRCLLHRAEPWDFKLP                                      
       :                                                            
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 107.0  bits: 24.9 E(): 0.56 
Smith-Waterman score: 64; 32.8% identity (50.8% similar) in 61 aa overlap (8-64:79-133) 
 
                                      10          20          30    
AAD-12                        LRPLVKVHPETGRPSL--LIGRHA--HAIPGMDAAES 
                                     .::. ::.:  ::   :  :   :.. :.  
gi|121 DLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPEN-RPALKTLIDGLASSHKARGIEKAQF 
       50        60        70        80         90       100        
 
            40        50        60        70        80   
AAD-12 ERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP   
       :.:  .:::.       :  .:      .::                   
gi|121 EEFRASLVDYLS-----HHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
       110            120       130       140       150  
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  66 init1:  66 opt:  66  Z-score: 102.6  bits: 25.7 E(): 0.98 
Smith-Waterman score: 66; 32.3% identity (54.8% similar) in 31 aa overlap (28-58:247-277) 
 
                  10        20        30        40        50        
AAD-12    LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:  :   . :.    .: . 
gi|232 APDIKTPKEALDLIMDAIDKAGYKGKVGIAMDVASSEFYKDGKYDLDFKNPESDPSKWLS 
        220       230       240       250       260       270       
 
        60        70        80                                      
AAD-12 GDVVVWDNRCLLHRAEPWDFKLP                                      
       :                                                            
gi|232 GPQLADLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKT 
        280       290       300       310       320       330       
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 95.7  bits: 22.5 E():  2.4 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (39-55:68-86) 
 
       10        20        30        40          50        60       
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|219 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
         70        80     
AAD-12 CLLHRAEPWDFKLP     
                          
gi|219 SFDSDRSGLLLKQKVSDE 
       100       110      
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 93.5  bits: 22.5 E():  3.2 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (39-55:68-86) 
 
       10        20        30        40          50        60       
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|184 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
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         70        80                                               
AAD-12 CLLHRAEPWDFKLP                                               
                                                                    
gi|184 SFDSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 93.5  bits: 22.5 E():  3.2 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (39-55:68-86) 
 
       10        20        30        40          50        60       
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|456 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNF 
        40        50        60        70        80        90        
 
         70        80                                               
AAD-12 CLLHRAEPWDFKLP                                               
                                                                    
gi|456 SFGSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 92.4  bits: 21.5 E():  3.6 
Smith-Waterman score: 53; 30.8% identity (43.6% similar) in 39 aa overlap (42-80:29-63) 
 
              20        30        40        50        60        70  
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 
                                     :  :::   : .. : ..   :: : .    
gi|323   QAGGQTCAGNICCSQYGYCGTTADYCSPDNNCQATY-HYYNPAQNN---WDLRAVSAY 
                 10        20        30         40           50     
 
              80                             
AAD-12 AEPWDFKLP                             
          ::   :                             
gi|323 CSTWDADKPYSWRYGWTAFCGPAGPRCLRTNAAVTVR 
           60        70        80        90  
 
>>gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Serum   (608 aa) 
 initn:  43 init1:  43 opt:  61  Z-score: 92.0  bits: 24.2 E():  3.8 
Smith-Waterman score: 61; 26.1% identity (53.6% similar) in 69 aa overlap (10-74:424-492) 
 
                                    10        20        30          
AAD-12                      LRPLVKVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :. :... .: ...   .:  :  
gi|135 YAHVFDEFKPLVEEPHNLVKTNCELFEKLGEYGFQNALLVRYTKKVPQVSTPTLVEVSRS 
           400       410       420       430       440       450    
 
         40        50        60         70        80                
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLP                
       :  . .  :  :...  . :   . :  :: :.::.  :                      
gi|135 LGKVGSKCCTHPEAERLSCAEDYLSVVLNRLCVLHEKTPVSERVTKCCTESLVNRRPCFS 
           460       470       480       490       500       510    
 
gi|135 ALQVDETYVPKEFSAETFTFHADLCTLPEAEKQIKKQSALVELLKHKPKATEEQLKTVMG 
           520       530       540       550       560       570    
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 88.1  bits: 21.9 E():  6.3 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (59-73:122-138) 
 
       30        40        50        60          70        80       
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLP       
                                     : :..::.:::  :..:              
gi|162 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
gi|162 RKELAAVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200         
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
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 initn:  49 init1:  49 opt:  54  Z-score: 88.1  bits: 21.9 E():  6.4 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (59-73:122-138) 
 
       30        40        50        60          70        80       
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLP       
                                     : :..::.:::  :..:              
gi|124 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
gi|124 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 88.1  bits: 21.9 E():  6.4 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (59-73:122-138) 
 
       30        40        50        60          70        80       
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLP       
                                     : :..::.:::  :..:              
gi|209 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
gi|209 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 85.0  bits: 20.6 E():  9.4 
Smith-Waterman score: 50; 50.0% identity (90.0% similar) in 10 aa overlap (65-74:24-33) 
 
           40        50        60        70        80               
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP               
                                     : :..::..:                     
gi|484        GKMNFTDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVL 
                      10        20        30        40        50    
 
gi|484 TAIIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGE 
            60        70        80        90       100       110    
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.0  bits: 21.6 E():   11 
Smith-Waterman score: 53; 43.8% identity (62.5% similar) in 16 aa overlap (39-54:27-42) 
 
       10        20        30        40        50        60         
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     : :.:  : : .. ::               
gi|170     MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQ 
                   10        20        30        40        50       
 
       70        80                                                 
AAD-12 LHRAEPWDFKLP                                                 
                                                                    
gi|170 QTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQP 
         60        70        80        90       100       110       
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.0  bits: 20.6 E():   11 
Smith-Waterman score: 50; 33.3% identity (100.0% similar) in 12 aa overlap (67-78:44-55) 
 
         40        50        60        70        80                 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP                 
                                     :..::..:....                   
gi|558 AVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.0  bits: 20.6 E():   11 
Smith-Waterman score: 50; 40.0% identity (60.0% similar) in 15 aa overlap (61-75:127-141) 
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               40        50        60        70        80  
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP  
                                     :.: :::    .. :       
gi|126 PCSALLSSDITASVNCAKKIVSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL 
        100       110       120       130       140        
 
>>gi|212279|gb|AAA48944.1| lysozyme protein [Gallus gall  (24 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 83.8  bits: 18.0 E():   11 
Smith-Waterman score: 42; 33.3% identity (53.3% similar) in 15 aa overlap (61-75:5-19) 
 
               40        50        60        70        80 
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP 
                                     :.: : :    .. :      
gi|212                           MNAWVAWRNSCKGTDVQAWIRGCR 
                                         10        20     
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 83.7  bits: 22.6 E():   11 
Smith-Waterman score: 56; 26.1% identity (50.7% similar) in 69 aa overlap (10-74:424-492) 
 
                                    10        20        30          
AAD-12                      LRPLVKVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :. :...  : ...   .:  :  
gi|668 YAKVLDEFKPLVDEPQNLVKTNCELFEKLGEYGFQNALLVRYTKKAPQVSTPTLVEVSRK 
           400       410       420       430       440       450    
 
         40        50        60         70        80                
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLP                
       :  .    :. :. .  . :   . :  :: :.::.  :                      
gi|668 LGKVGTKCCKKPESERMSCAEDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFS 
           460       470       480       490       500       510    
 
gi|668 GLEVDETYVPKEFNAETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMG 
           520       530       540       550       560       570    
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 82.3  bits: 22.3 E():   13 
Smith-Waterman score: 55; 26.1% identity (50.7% similar) in 69 aa overlap (10-74:401-469) 
 
                                    10        20        30          
AAD-12                      LRPLVKVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :. :...  : ...   .:  :  
gi|331 YAKVLDEFKPLVDEPQNLVKTNCELFEKLGEYGFQNALLVRYTKKAPQVSTPTLVEVSRK 
              380       390       400       410       420       430 
 
         40        50        60         70        80                
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLP                
       :  .    :. :. .  . :   . :  :: :.::.  :                      
gi|331 LGKVGTKCCKKPESERMSCADDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFS 
              440       450       460       470       480       490 
 
gi|331 GLEVDETYVPKEFNAETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMG 
              500       510       520       530       540       550 
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  53  Z-score: 82.2  bits: 21.7 E():   13 
Smith-Waterman score: 53; 27.0% identity (55.6% similar) in 63 aa overlap (6-65:119-178) 
 
                                        10        20         30     
AAD-12                          LRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESE 
                                     .::  .: : :..   .:.:  :..    . 
gi|908 LWIIFSKNLNIKLNMPLYIAGNKTIDGRGAEVHIGNGGPCLFMRTVSHVILHGLNIHGCN 
       90       100       110       120       130       140         
 
             40        50        60        70        80             
AAD-12 RFLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP             
         . :  :.. :  .  :::..   ::...  :                            
gi|908 TSVSGNVLISEASGVVPVHAQD---GDAITMRNVTDVWIDHNSLSDSSDGLVDVTLASTG 
      150       160       170          180       190       200      
 
gi|908 VTISNNHFFNHHKVMLLGHSDIYSDDKSMKVTVAFNQFGPNAGQRMPRARYGLIHVANNN 
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         210       220       230       240       250       260      
 
>>gi|3336842|emb|CAA76847.1| bovine serum albumin [Bos t  (607 aa) 
 initn:  38 init1:  38 opt:  55  Z-score: 82.1  bits: 22.3 E():   14 
Smith-Waterman score: 55; 24.3% identity (50.0% similar) in 74 aa overlap (10-79:423-496) 
 
                                    10        20        30          
AAD-12                      LRPLVKVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :: :... .: ...   .:  :  
gi|333 YSTVFDKLKHLVDEPQNLIKQNCDQFEKLGEYGFQNALIVRYTRKVPQVSTPTLVEVSRS 
            400       410       420       430       440       450   
 
         40        50        60         70        80                
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLP                
       :  .    :  :. .    .   . .  :: :.::.  : . :.                 
gi|333 LGKVGTRCCTKPESERMPCTEDYLSLILNRLCVLHEKTPVSEKVTKCCTESLVNRRPCFS 
            460       470       480       490       500       510   
 
gi|333 ALTPDETYVPKAFDEKLFTFHADICTLPDTEKQIKKQTALVELLKHKPKATEEQLKTVME 
            520       530       540       550       560       570   
 
>>gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Serum   (607 aa) 
 initn:  38 init1:  38 opt:  55  Z-score: 82.1  bits: 22.3 E():   14 
Smith-Waterman score: 55; 24.3% identity (50.0% similar) in 74 aa overlap (10-79:423-496) 
 
                                    10        20        30          
AAD-12                      LRPLVKVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :: :... .: ...   .:  :  
gi|135 YSTVFDKLKHLVDEPQNLIKQNCDQFEKLGEYGFQNALIVRYTRKVPQVSTPTLVEVSRS 
            400       410       420       430       440       450   
 
         40        50        60         70        80                
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLP                
       :  .    :  :. .    .   . .  :: :.::.  : . :.                 
gi|135 LGKVGTRCCTKPESERMPCTEDYLSLILNRLCVLHEKTPVSEKVTKCCTESLVNRRPCFS 
            460       470       480       490       500       510   
 
gi|135 ALTPDETYVPKAFDEKLFTFHADICTLPDTEKQIKKQTALVELLKHKPKATEEQLKTVME 
            520       530       540       550       560       570   
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.8  bits: 20.0 E():   14 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (66-78:76-88) 
 
          40        50        60        70        80                
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP                
                                     .: .....: :::                  
gi|484 TTKATIKVLAKVAGTPIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILPKVKAEVT 
          50        60        70        80        90       100      
 
gi|484 AELVGDHGVLACGRFGRQVE 
         110       120      
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.6  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (67-78:27-38) 
 
         40        50        60        70        80                 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP                 
                                     :..::..:....                   
gi|157     SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|157 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
         60        70        80        90       100       110       
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.6  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (67-78:27-38) 
 
         40        50        60        70        80                 
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AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP                 
                                     :..::..:....                   
gi|760     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKA 
                   10        20        30        40        50       
 
gi|760 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.6  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (67-78:27-38) 
 
         40        50        60        70        80                 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP                 
                                     :..::..:....                   
gi|214     SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|214 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
         60        70        80        90       100       110       
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.6  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (67-78:27-38) 
 
         40        50        60        70        80                 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP                 
                                     :..::..:....                   
gi|256     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKA 
                   10        20        30        40        50       
 
gi|256 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNGV 
         60        70        80        90       100       110       
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.6  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (67-78:28-39) 
 
         40        50        60        70        80                 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP                 
                                     :..::..:....                   
gi|110    RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNSKTAKIEIKA 
                  10        20        30        40        50        
 
gi|110 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNGV 
        60        70        80        90       100       110        
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.3  bits: 21.4 E():   15 
Smith-Waterman score: 52; 28.1% identity (59.4% similar) in 32 aa overlap (28-59:66-97) 
 
                  10        20        30        40        50        
AAD-12    LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     .:. . . : :: .. .   ::.  ::..  
gi|729 STLSLVTKADGKIDMTVDLISPVTKRASLKIDSKKYNLFHEGELSASIVNPRLSWHQYTK 
          40        50        60        70        80        90      
 
        60        70        80                                      
AAD-12 GDVVVWDNRCLLHRAEPWDFKLP                                      
        :                                                           
gi|729 RDSREYKSDVELSLRSSDIALKITMPDYNSKIHYSRQGDQINMDIDGTLIEGHAQGTIRE 
         100       110       120       130       140       150      
 
>>gi|34495280|gb|AAQ73487.1| type 2 allergen Lep d 2.024  (140 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (66-78:91-103) 
 
          40        50        60        70        80                
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP                
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
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               70        80        90       100       110       120 
 
gi|344 AELIGDHGILACGTVNGQVE 
              130       140 
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 81.0  bits: 21.7 E():   16 
Smith-Waterman score: 53; 27.3% identity (54.5% similar) in 44 aa overlap (19-61:241-284) 
 
                           10        20        30         40        
AAD-12             LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF-LEGLVDWACQA 
                                     :  .... :::.: :: .  .   :   .  
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDKTYDLNFKE 
              220       230       240       250       260       270 
 
        50        60        70        80                            
AAD-12 PRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP                            
          .. :  .:::.                                               
gi|144 ENNNGSQKISGDVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|33772588|gb|AAQ54603.1| Gly d 2.03 [Glycyphagus dom  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (66-78:92-104) 
 
          40        50        60        70        80                
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP                
                                     .: .....: :::                  
gi|337 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|337 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495274|gb|AAQ73484.1| type 2 allergen Lep d 2.013  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (66-78:92-104) 
 
          40        50        60        70        80                
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP                
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495284|gb|AAQ73489.1| type 2 allergen Lep d 2.031  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (66-78:92-104) 
 
          40        50        60        70        80                
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP                
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495290|gb|AAQ73492.1| type 2 allergen Lep d 2.042  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (66-78:92-104) 
 
          40        50        60        70        80                
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP                
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVVGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGTVE 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 6807



 

 

             130       140  
 
>>gi|34495282|gb|AAQ73488.1| type 2 allergen Lep d 2.025  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (66-78:92-104) 
 
          40        50        60        70        80                
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP                
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495278|gb|AAQ73486.1| type 2 allergen Lep d 2.023  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (66-78:92-104) 
 
          40        50        60        70        80                
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP                
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495288|gb|AAQ73491.1| type 2 allergen Lep d 2.039  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (66-78:92-104) 
 
          40        50        60        70        80                
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP                
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2.035  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (66-78:92-104) 
 
          40        50        60        70        80                
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP                
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 20.0 E():   16 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (67-78:43-54) 
 
         40        50        60        70        80                 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP                 
                                     :..::..:....                   
gi|164 AVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEANQNRKTAKIEIKA 
             20        30        40        50        60        70   
 
gi|164 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
             80        90       100       110       120       130   
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.7  bits: 20.0 E():   16 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (67-78:44-55) 
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         40        50        60        70        80                 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP                 
                                     :..::..:....                   
gi|996 AVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNTKNAKIEIKA 
            20        30        40        50        60        70    
 
gi|996 SIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
            80        90       100       110       120       130    
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.7  bits: 20.0 E():   16 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (67-78:44-55) 
 
         40        50        60        70        80                 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP                 
                                     :..::..:....                   
gi|135 AVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|135 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
            80        90       100       110       120       130    
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 80.2  bits: 21.7 E():   17 
Smith-Waterman score: 53; 27.0% identity (56.8% similar) in 37 aa overlap (27-62:441-477) 
 
                   10        20        30         40        50      
AAD-12     LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG-LVDWACQAPRVHAHQW 
                                     :. :.    .. : :.:  : .  .:. .  
gi|505 YQIAFSRGNRAFIAINLQKNQQNLQQKLHTGLPAGTYCDIISGNLIDNKCTGKSIHVDKN 
              420       430       440       450       460       470 
 
          60        70        80  
AAD-12 AAGDVVVWDNRCLLHRAEPWDFKLP  
       . .:: :                    
gi|505 GQADVYVGHDEFDAFVAYHIGARIVS 
              480       490       
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.0  bits: 19.7 E():   18 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (67-78:27-38) 
 
         40        50        60        70        80                 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP                 
                                     :..::..:. ..                   
gi|760     DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|760 NINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
         60        70        80        90       100       110       
 
>>gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Schist  (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.0  bits: 19.7 E():   18 
Smith-Waterman score: 47; 50.0% identity (80.0% similar) in 10 aa overlap (63-72:6-15) 
 
             40        50        60        70        80             
AAD-12 SERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP             
                                     :::.:. . :                     
gi|298                          MSADSWDNHCVTYVANNKCLKNLCMTAIDGSHLGT 
                                        10        20        30      
 
gi|298 SNPDFRIPPELILQLKSILDGGLDTSIFFMGEKYIVLQHDSSCLVSRCGKKSLIFYATGK 
          40        50        60        70        80        90      
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.0  bits: 19.7 E():   18 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (67-78:27-38) 
 
         40        50        60        70        80                 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP                 
                                     :..::..:. ..                   

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 6809



 

 

gi|179     DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|179 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENVVVTVKLVGDNGV 
         60        70        80        90       100       110       
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.5  bits: 19.7 E():   19 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (67-78:36-47) 
 
         40        50        60        70        80                 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP                 
                                     :..::..:. ..                   
gi|217 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
          10        20        30        40        50        60      
 
gi|217 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
          70        80        90       100       110       120      
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.3  bits: 19.7 E():   19 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (67-78:40-51) 
 
         40        50        60        70        80                 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP                 
                                     :..::..:. ..                   
gi|546 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
      10        20        30        40        50        60          
 
gi|546 SLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
      70        80        90       100       110       120          
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.1  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (67-78:44-55) 
 
         40        50        60        70        80                 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP                 
                                     :..::..:. ..                   
gi|864 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|864 NIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.1  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (67-78:44-55) 
 
         40        50        60        70        80                 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP                 
                                     :..::..:. ..                   
gi|558 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.1  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (67-78:44-55) 
 
         40        50        60        70        80                 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP                 
                                     :..::..:. ..                   
gi|256 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|256 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
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>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.1  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (67-78:44-55) 
 
         40        50        60        70        80                 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP                 
                                     :..::..:. ..                   
gi|558 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.1  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (67-78:44-55) 
 
         40        50        60        70        80                 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP                 
                                     :..::..:. ..                   
gi|218 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|218 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Globin  (162 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 78.3  bits: 19.7 E():   22 
Smith-Waterman score: 47; 25.0% identity (63.6% similar) in 44 aa overlap (23-65:111-148) 
 
                       10        20        30        40        50   
AAD-12         LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                     :   :..::.  .:  .::..      ..: 
gi|121 VSFFTEVISLSGNQANLSAVYALVSKLGVDHKARGISAAQFGEFRTALVSY------LQA 
               90       100       110       120       130           
 
              60        70        80 
AAD-12 H-QWAAGDVVVWDNRCLLHRAEPWDFKLP 
       : .:. . ...:..                
gi|121 HVSWGDNVAAAWNHALDNTYAVALKSLE  
          140       150       160    
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 77.8  bits: 20.7 E():   23 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (7-65:99-157) 
 
                                       10        20         30      
AAD-12                         LRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
            40        50        60        70        80              
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP              
        . :  ::. .  .  :::..   ::...  :                             
gi|908 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
      130       140          150       160       170       180      
 
gi|908 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
         190       200       210       220       230       240      
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 77.8  bits: 20.7 E():   23 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (7-65:100-158) 
 
                                       10        20         30      
AAD-12                         LRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
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            40        50        60        70        80              
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP              
        . :  ::. .  .  :::..   ::...  :                             
gi|118 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     130       140       150          160       170       180       
 
gi|118 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        190       200       210       220       230       240       
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.8  bits: 19.7 E():   24 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (67-78:73-84) 
 
         40        50        60        70        80                 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP                 
                                     :..::..:. ..                   
gi|156 KHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
             50        60        70        80        90       100   
 
gi|156 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            110       120       130       140       150       160   
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 49; 43.8% identity (56.2% similar) in 16 aa overlap (39-54:8-23) 
 
       10        20        30        40        50        60         
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     : :.:  : :  . ::               
gi|106                        NIQVDPSGQVQWPQQQPFPQPHQPFSQQPQQTFPQPQ 
                                      10        20        30        
 
       70        80                                                 
AAD-12 LHRAEPWDFKLP                                                 
                                                                    
gi|106 QTFPHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQP 
        40        50        60        70        80        90        
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 77.7  bits: 19.4 E():   24 
Smith-Waterman score: 46; 26.8% identity (58.5% similar) in 41 aa overlap (15-53:100-140) 
 
                               10        20         30        40    
AAD-12                 LRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
             50        60        70        80 
AAD-12 A-CQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP 
       . : . . : :                            
gi|100 GYCGSHHHHHH                            
     130       140                            
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 77.5  bits: 21.7 E():   24 
Smith-Waterman score: 53; 30.4% identity (73.9% similar) in 23 aa overlap (43-65:618-639) 
 
             20        30        40        50        60        70   
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     : :. :.. : .:.. ..:: ..        
gi|581 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVVHNDFDFRLSV 
       590       600       610       620        630       640       
 
             80                                                     
AAD-12 EPWDFKLP                                                     
                                                                    
gi|581 AEGVGLFNVLQEKGVPSRFLNFPDETHWVTKPENSLVWHQQVLGWVNKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen all  (367 aa) 
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 initn:  42 init1:  42 opt:  50  Z-score: 77.4  bits: 20.7 E():   25 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (7-65:120-178) 
 
                                       10        20         30      
AAD-12                         LRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHSCNT 
      90       100       110       120       130       140          
 
            40        50        60        70        80              
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP              
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLPDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 77.2  bits: 16.1 E():   25 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (21-26:8-13) 
 
               10        20        30        40        50        60 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 
                           ::: .:                                   
gi|131              GPVGGVVHAHMMPLL                                 
                            10                                      
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 77.0  bits: 19.4 E():   26 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (18-60:1-44) 
 
               10        20        30        40         50          
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQAPRVHAHQWAAGD 
                        .: ..:..   ... .:... :.: :     :..    . . : 
gi|166                  MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVD 
                                10        20        30        40    
 
      60        70        80                                        
AAD-12 VVVWDNRCLLHRAEPWDFKLP                                        
       :                                                            
gi|166 VKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMV 
            50        60        70        80        90       100    
 
>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 77.0  bits: 19.4 E():   26 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (18-60:1-44) 
 
               10        20        30        40         50          
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQAPRVHAHQWAAGD 
                        .: ..:..   ... .:... :.: :     :..    . . : 
gi|215                  MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVD 
                                10        20        30        40    
 
      60        70        80                                        
AAD-12 VVVWDNRCLLHRAEPWDFKLP                                        
       :                                                            
gi|215 VKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLV 
            50        60        70        80        90       100    
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.5  bits: 19.8 E():   28 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (22-59:156-194) 
 
                        10        20        30        40        50  
AAD-12          LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|833 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
         130       140       150       160       170       180      
 
               60        70        80 
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AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLP 
       .. .:: ..                      
gi|833 NVINWAEAENRYIAGDKGGHPFMKL      
         190       200       210      
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.1  bits: 19.8 E():   29 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (22-59:167-205) 
 
                        10        20        30        40        50  
AAD-12          LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|164 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
        140       150       160       170       180       190       
 
               60        70        80 
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLP 
       .. .:: ..                      
gi|164 NVINWAEAENRYIAGDKGGHPFMKL      
        200       210       220       
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 75.8  bits: 21.4 E():   30 
Smith-Waterman score: 52; 26.1% identity (73.9% similar) in 23 aa overlap (43-65:618-639) 
 
             20        30        40        50        60        70   
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     : :. :.. : .:.. ..:. ..        
gi|238 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVIHNDSDFRLSV 
       590       600       610       620        630       640       
 
             80                                                     
AAD-12 EPWDFKLP                                                     
                                                                    
gi|238 AEGVGLFNVLQEKGIPSRFLNFPDETHWVTKPENSLVWHQQVLGWINKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 75.8  bits: 21.4 E():   30 
Smith-Waterman score: 52; 26.1% identity (73.9% similar) in 23 aa overlap (43-65:618-639) 
 
             20        30        40        50        60        70   
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     : :. :.. : .:.. ..:. ..        
gi|219 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVIHNDFDFRLSV 
       590       600       610       620        630       640       
 
             80                                                     
AAD-12 EPWDFKLP                                                     
                                                                    
gi|219 AEGVGLFNVLQEKGIPSRFLNFPDETHWVTKPENSLVWHQQVLGWINKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 75.8  bits: 21.4 E():   30 
Smith-Waterman score: 52; 26.1% identity (73.9% similar) in 23 aa overlap (43-65:618-639) 
 
             20        30        40        50        60        70   
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     : :. :.. : .:.. ..:. ..        
gi|238 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVIHNDFDFRLSV 
       590       600       610       620        630       640       
 
             80                                                     
AAD-12 EPWDFKLP                                                     
                                                                    
gi|238 AEGVGLFNVLQEKGIPSRFLNFPDETHWVTKPENSLVWHQQVLGWINKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.5  bits: 18.5 E():   32 
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Smith-Waterman score: 43; 30.4% identity (60.9% similar) in 23 aa overlap (55-77:53-75) 
 
           30        40        50        60        70        80     
AAD-12 IPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP     
                                     :: . :.. ..  : :: .  :.        
gi|387 SINGNAPAEIDLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVD 
             30        40        50        60        70        80   
 
gi|387 CASQHGCHGDTIPR 
             90       
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.6  bits: 18.5 E():   35 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (27-39:5-17) 
 
               10        20        30        40        50        60 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 
                                 :.:::: .  :.:                      
gi|208                       MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACGLAKK 
                                     10        20        30         
 
               70        80                                         
AAD-12 VVWDNRCLLHRAEPWDFKLP                                         
                                                                    
gi|208 SAEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAGDVDGDGKIG 
       40        50        60        70        80        90         
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.2  bits: 19.5 E():   37 
Smith-Waterman score: 46; 22.9% identity (60.4% similar) in 48 aa overlap (26-73:115-162) 
 
                    10        20        30        40        50      
AAD-12      LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. : ... . :     : ..:.  :..  
gi|383 GSEASANPKDKPAEEEEEEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSL 
           90       100       110       120       130       140     
 
          60        70        80                                    
AAD-12 AAGDVVVWDNRCLLHRAEPWDFKLP                                    
       .. .:  ::..  :.. :                                           
gi|383 VTLEVKPWDDETNLEELEANVRAIEMDGLVWGASKFVAVGFGIKKLQINLVVEDEKVSTD 
          150       160       170       180       190       200     
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 74.2  bits: 20.5 E():   37 
Smith-Waterman score: 49; 28.8% identity (42.3% similar) in 52 aa overlap (45-80:25-76) 
 
           20        30        40        50              60         
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ------WAAGDVVVWDN--- 
                                     ::  :. : .      . :: : .::     
gi|259       LSVCFLILFHGCLASRQEWQQQDECQIDRLDALEPDNRVEYEAGTVEAWDPNHE 
                     10        20        30        40        50     
 
                 70        80                                       
AAD-12 --RC-----LLHRAEPWDFKLP                                       
         ::     . :  .:  . ::                                       
gi|259 QFRCAGVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQ 
           60        70        80        90       100       110     
 
>>gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 74.1  bits: 20.1 E():   38 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (7-65:120-178) 
 
                                       10        20         30      
AAD-12                         LRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
            40        50        60        70        80              
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP              
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        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 74.1  bits: 20.1 E():   38 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (7-65:120-178) 
 
                                       10        20         30      
AAD-12                         LRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|151 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
            40        50        60        70        80              
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP              
        . :  ::. .  .  :::..   ::...  :                             
gi|151 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|151 TISNNHFFNHHKVMLLGHDDTYDNDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 74.1  bits: 20.1 E():   38 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (7-65:120-178) 
 
                                       10        20         30      
AAD-12                         LRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
            40        50        60        70        80              
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP              
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGNVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 74.1  bits: 20.1 E():   38 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (7-65:120-178) 
 
                                       10        20         30      
AAD-12                         LRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLEMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
            40        50        60        70        80              
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP              
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 74.1  bits: 20.1 E():   38 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (7-65:120-178) 
 
                                       10        20         30      
AAD-12                         LRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
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gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
            40        50        60        70        80              
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP              
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGNVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 72.8  bits: 20.2 E():   44 
Smith-Waterman score: 48; 20.9% identity (55.2% similar) in 67 aa overlap (3-69:2-63) 
 
               10        20        30        40        50        60 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 
         :. :.: .    :.  .:   ..  .:.:    . ...:  . .. . .::.   ::  
gi|139  MPISKIHAR----SVYDSRGNPTVE-VDVATETGLHRAIVPSGASTGQHEAHELRDGDK 
                    10        20         30        40        50     
 
               70        80                                         
AAD-12 VVWDNRCLLHRAEPWDFKLP                                         
       . : .. .:                                                    
gi|139 TQWGGKGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGV 
           60        70        80        90       100       110     
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.7  bits: 18.2 E():   45 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (21-58:20-57) 
 
               10        20        30        40        50        60 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 
                           ::  . . : :. :    :..:   .:  :   .  ::   
gi|730  MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLG 
                10        20        30        40        50          
 
               70        80                                  
AAD-12 VVWDNRCLLHRAEPWDFKLP                                  
                                                             
gi|730 SVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
      60        70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.7  bits: 18.2 E():   45 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (21-58:20-57) 
 
               10        20        30        40        50        60 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 
                           ::  . . : :. :    :..:   .:  :   .  ::   
gi|191  MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLG 
                10        20        30        40        50          
 
               70        80                                  
AAD-12 VVWDNRCLLHRAEPWDFKLP                                  
                                                             
gi|191 SVFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
      60        70        80        90       100       110   
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.9  bits: 19.8 E():   50 
Smith-Waterman score: 47; 37.5% identity (68.8% similar) in 16 aa overlap (57-72:202-217) 
 
         30        40        50        60        70        80       
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP       
                                     ::.  .: ..: : .:               
gi|113 DIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWIDHCSLSKASDGLLDITLGSSHV 
             180       190       200       210       220       230  
 
gi|113 TVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQRMPRCRFGFFQVVNNNY 
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             240       250       260       270       280       290  
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 71.8  bits: 16.2 E():   50 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (26-43:8-25) 
 
               10        20        30        40        50        60 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 
                                :.. :. ....:..   :                  
gi|751                   IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA           
                                 10        20        30             
 
               70        80 
AAD-12 VVWDNRCLLHRAEPWDFKLP 
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 71.5  bits: 19.8 E():   52 
Smith-Waterman score: 47; 30.0% identity (66.7% similar) in 30 aa overlap (51-79:129-158) 
 
               30        40        50        60        70           
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEPWDFKL 
                                     ...:: ::.  : ..: . . : .:  .:. 
gi|114 DPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKI 
      100       110       120       130       140       150         
 
      80                                                            
AAD-12 P                                                            
                                                                    
gi|114 DYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEK 
      160       170       180       190       200       210         
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 71.1  bits: 16.2 E():   55 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (26-43:8-25) 
 
               10        20        30        40        50        60 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 
                                :.. :. ....:..   :                  
gi|751                   IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK        
                                 10        20        30             
 
               70        80 
AAD-12 VVWDNRCLLHRAEPWDFKLP 
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.0  bits: 18.2 E():   55 
Smith-Waterman score: 42; 24.4% identity (56.1% similar) in 41 aa overlap (15-54:100-140) 
 
                               10        20         30        40    
AAD-12                 LRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
            50        60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP 
       .  .   : :.                           
gi|100 GYYVGSHHHHHH                          
     130       140                           
 
>>gi|8843917|gb|AAF80164.1| pollen major allergen 1-2 [J  (367 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 70.8  bits: 19.5 E():   57 
Smith-Waterman score: 46; 27.4% identity (54.8% similar) in 62 aa overlap (7-65:120-178) 
 
                                       10        20         30      
AAD-12                         LRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
            40        50        60        70        80              
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AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP              
        . :  ::. .  .  :::..   ::...  :                             
gi|884 SVLGDVLVSESIGVVPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|884 TIFNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|19069497|emb|CAC37790.2| putative allergen Cup a 1   (367 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 70.8  bits: 19.5 E():   57 
Smith-Waterman score: 46; 27.4% identity (53.2% similar) in 62 aa overlap (7-65:120-178) 
 
                                       10        20         30      
AAD-12                         LRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :..   .:.:  :.     .  
gi|190 WIIFSQNMNIKLQMPLYVAGYKTIDGRGADVHLGNGGPCLFMRTASHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
            40        50        60        70        80              
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP              
        . :  ::. .  .  :::..   ::...  :                             
gi|190 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|190 TISNNHFFNHHKVMLLGHDDTYDDDISMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8843921|gb|AAF80166.1| pollen major allergen 1-1 [J  (367 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 70.8  bits: 19.5 E():   57 
Smith-Waterman score: 46; 27.4% identity (54.8% similar) in 62 aa overlap (7-65:120-178) 
 
                                       10        20         30      
AAD-12                         LRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
            40        50        60        70        80              
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP              
        . :  ::. .  .  :::..   ::...  :                             
gi|884 SVLGDVLVSESIGVVPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|884 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 70.7  bits: 18.2 E():   57 
Smith-Waterman score: 42; 27.8% identity (66.7% similar) in 36 aa overlap (22-57:28-62) 
 
                     10        20        30        40        50     
AAD-12       LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                  :.: :...: : ... .:  : .    ... .: 
gi|157 MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQA-EFRQLANGAPDKTEAEIEAQIEQ 
               10        20        30         40        50          
 
           60        70        80                                   
AAD-12 WAAGDVVVWDNRCLLHRAEPWDFKLP                                   
       :.:                                                          
gi|157 WVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPAAKAADARLSAIASNRALKV 
      60        70        80        90       100       110          
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 70.5  bits: 19.2 E():   59 
Smith-Waterman score: 47; 23.1% identity (59.0% similar) in 39 aa overlap (41-76:130-168) 
 
               20        30        40           50        60        
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC---QAPRVHAHQWAAGDVVVWDNRC 
                                     :::     .. .:... .. ::....:    
gi|287 FFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGT 
     100       110       120       130       140       150          
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        70        80                                                
AAD-12 LLHRAEPWDFKLP                                                
        .  : : .                                                    
gi|287 YVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAG 
     160       170       180       190       200       210          
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.5  bits: 17.5 E():   59 
Smith-Waterman score: 40; 30.0% identity (50.0% similar) in 30 aa overlap (14-43:13-42) 
 
               10        20        30        40        50        60 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 
                    :. :.    .. ::   :: :   .:  .:                  
gi|144  VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKKGNLWEVKSSKP 
                10        20        30        40        50          
 
               70        80                  
AAD-12 VVWDNRCLLHRAEPWDFKLP                  
                                             
gi|144 LTGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
      60        70        80        90       
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.4  bits: 19.5 E():   60 
Smith-Waterman score: 46; 28.0% identity (52.0% similar) in 25 aa overlap (48-72:351-375) 
 
        20        30        40        50        60        70        
AAD-12 IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF 
                                     :   .. :  ::: . .   .. ::      
gi|118 INGVQYPLSPSAYILQDDDSCTSGFEGMDVPTSSGELWILGDVFIRQYYTVFDRANNKVG 
              330       340       350       360       370       380 
 
        80   
AAD-12 KLP   
             
gi|118 LAPVA 
             
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (18-41:1-24) 
 
               10        20        30        40        50        60 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 
                        .: ..:..   ... .:... :.:                    
gi|892                  MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVE 
                                10        20        30        40    
 
               70        80                                         
AAD-12 VVWDNRCLLHRAEPWDFKLP                                         
                                                                    
gi|892 VKGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLV 
            50        60        70        80        90       100    
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (18-41:1-24) 
 
               10        20        30        40        50        60 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 
                        .: ..:..   ... .:... :.:                    
gi|215                  MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAATGAYKSVE 
                                10        20        30        40    
 
               70        80                                         
AAD-12 VVWDNRCLLHRAEPWDFKLP                                         
                                                                    
gi|215 VKGDGGAGTVRIITLPEGSPITTMTVRTDAVNKEALSYDSTVIDGDILLGFIESIETHMV 
            50        60        70        80        90       100    
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>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.2  bits: 19.9 E():   61 
Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (12-34:344-366) 
 
                                  10        20        30        40  
AAD-12                    LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
           320       330       340       350       360       370    
 
              50        60        70        80                      
AAD-12 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP                      
                                                                    
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 70.2  bits: 19.5 E():   61 
Smith-Waterman score: 46; 24.4% identity (48.9% similar) in 45 aa overlap (35-72:173-216) 
 
           10        20        30        40        50        60     
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV--- 
                                     : : :    .  .: .  :: . ::..    
gi|113 RGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQ-SDGDAIHVT 
            150       160       170       180       190        200  
 
                  70        80                                      
AAD-12 ----VWDNRCLLHRAEPWDFKLP                                      
           .: ..: : ..                                              
gi|113 GSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDLKMHVT 
             210       220       230       240       250       260  
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 70.0  bits: 19.9 E():   63 
Smith-Waterman score: 47; 30.0% identity (66.7% similar) in 30 aa overlap (51-79:159-188) 
 
               30        40        50        60        70           
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEPWDFKL 
                                     ...:: ::.  : ..: . . : .:  .:. 
gi|476 DPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKI 
      130       140       150       160       170       180         
 
      80                                                            
AAD-12 P                                                            
                                                                    
gi|476 DYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEK 
      190       200       210       220       230       240         
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 69.6  bits: 17.9 E():   66 
Smith-Waterman score: 41; 45.5% identity (90.9% similar) in 11 aa overlap (68-78:111-121) 
 
        40        50        60        70        80              
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP              
                                     .:::.. .::.                
gi|144 GFVGRTYFTVLHTQCFRLDYPIVKCKVKSTILHRSKCYDFETFAPKKYQWFDVLQY 
               90       100       110       120       130       
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.6  bits: 19.2 E():   67 
Smith-Waterman score: 45; 28.6% identity (51.4% similar) in 35 aa overlap (21-55:258-291) 
 
                         10        20        30        40        50 
AAD-12           LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     :...:    .  : :  .  : :. :  :. 
gi|510 IGENIIGHLLIVFDGGKSQPACSWYDVPCSHSESIVYATGMVSGRCQHLAVPWTAQQ-RI 
       230       240       250       260       270       280        
 
               60        70        80                               
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLP                               
       .  ::                                                        
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gi|510 NPIQWKFWRVFTSNIPAYPTSDTTNCVVLNTNVFKNDNTFEGEYHAFPDCARNLFKCRQQ 
        290       300       310       320       330       340       
 
>>gi|3182907|sp|O02380.1|ALL2_TYRPU RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 41; 37.5% identity (100.0% similar) in 8 aa overlap (67-74:41-48) 
 
         40        50        60        70        80                 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP                 
                                     :..:...:                       
gi|318 AVAAAGQVKFTDCGKKEIASVAVDGCEGDLCVIHKSKPVHVIAEFTANQDTCKIEVKVTG 
               20        30        40        50        60        70 
 
gi|318 QLNGLEVPIPGIETDGCKVLKCPLKKGTKYTMNYSVNVPSVVPNIKTVVKLLATGEHGVL 
               80        90       100       110       120       130 
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.2  bits: 19.2 E():   70 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (11-27:225-240) 
 
                                   10        20        30        40 
AAD-12                     LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
               50        60        70        80                     
AAD-12 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP                     
                                                                    
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.2  bits: 19.2 E():   70 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (11-27:225-240) 
 
                                   10        20        30        40 
AAD-12                     LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
               50        60        70        80                     
AAD-12 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP                     
                                                                    
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.0  bits: 19.2 E():   72 
Smith-Waterman score: 45; 25.7% identity (47.1% similar) in 70 aa overlap (10-76:290-358) 
 
                                    10          20        30        
AAD-12                      LRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
        40        50        60        70         80             
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP-WDFKLP             
        .. :   . :.:. : ..      :..  :   ::  ::                 
gi|268 FAMFDENKKQPEVEKH-FGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330        340       350       360       370     
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.0  bits: 19.2 E():   72 
Smith-Waterman score: 45; 25.7% identity (47.1% similar) in 70 aa overlap (10-76:290-358) 
 
                                    10          20        30        
AAD-12                      LRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
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gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
        40        50        60        70         80             
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP-WDFKLP             
        .. :   . :.:. : ..      :..  :   ::  ::                 
gi|124 FAMFDENKKQPEVEKH-FGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330        340       350       360       370     
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.0  bits: 19.2 E():   72 
Smith-Waterman score: 45; 25.7% identity (47.1% similar) in 70 aa overlap (10-76:290-358) 
 
                                    10          20        30        
AAD-12                      LRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
        40        50        60        70         80             
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP-WDFKLP             
        .. :   . :.:. : ..      :..  :   ::  ::                 
gi|124 FAMFDENKKQPEVEKH-FGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330        340       350       360       370     
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 68.9  bits: 18.9 E():   72 
Smith-Waterman score: 44; 47.4% identity (63.2% similar) in 19 aa overlap (32-47:72-90) 
 
              10        20        30        40           50         
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW---ACQAPRVHAHQWAAG 
                                     :.. ::   :::   ::.:            
gi|144 TISKQVVFLIHGFLSTGNNENFVAMSKALIEKDDFLVISVDWKKGACNAFASTKDALGYS 
              50        60        70        80        90       100  
 
       60        70        80                                       
AAD-12 DVVVWDNRCLLHRAEPWDFKLP                                       
                                                                    
gi|144 KAVGNTRHVGKFVADFTKLLVEKYKVLISNIRLIGHSLGAHTSGFAGKEVQKLKLGKYKE 
             110       120       130       140       150       160  
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.6  bits: 19.2 E():   75 
Smith-Waterman score: 47; 23.1% identity (59.0% similar) in 39 aa overlap (41-76:120-158) 
 
               20        30        40           50        60        
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC---QAPRVHAHQWAAGDVVVWDNRC 
                                     :::     .. .:... .. ::....:    
gi|855 FFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGT 
      90       100       110       120       130       140          
 
        70        80                                                
AAD-12 LLHRAEPWDFKLP                                                
        .  : : .                                                    
gi|855 YVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAG 
     150       160       170       180       190       200          
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 68.6  bits: 19.2 E():   75 
Smith-Waterman score: 45; 26.8% identity (48.8% similar) in 41 aa overlap (35-69:172-212) 
 
           10        20        30        40        50               
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW------AAG 
                                     .  :: .  : .:   : :.       .:: 
gi|625 RGANVEITCGGLTIHNVCNVIIHNIHIHDIKVTEGGIIKATDAKPGHRHKSDGDGICVAG 
             150       160       170       180       190       200  
 
       60        70        80                                       
AAD-12 DVVVWDNRCLLHRAEPWDFKLP                                       
       .  .: ..: :                                                  
gi|625 SSKIWIDHCTLSHGPDGLIDVTLGSTAVTISNCKFSHHQKILLLGADNSHVDDKKMHVTV 
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             210       220       230       240       250       260  
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 18.6 E():   76 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (41-54:29-42) 
 
               20        30        40        50        60        70 
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH 
                                     :.:  : :  . ::                 
gi|170   MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQT 
                 10        20        30        40        50         
 
               80                                                   
AAD-12 RAEPWDFKLP                                                   
                                                                    
gi|170 FPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQ 
       60        70        80        90       100       110         
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.5  bits: 18.9 E():   76 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (10-53:254-299) 
 
                                    10          20        30        
AAD-12                      LRPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
        40        50        60        70        80 
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP 
        .. :   . :.:. :                            
gi|261 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFS           
           290       300       310                 
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 68.5  bits: 15.6 E():   76 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (26-43:8-25) 
 
               10        20        30        40        50        60 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 
                                :.. :  ....:..   :                  
gi|751                   IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA           
                                 10        20        30             
 
               70        80 
AAD-12 VVWDNRCLLHRAEPWDFKLP 
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (67-78:27-38) 
 
         40        50        60        70        80                 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP                 
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (67-78:27-38) 
 
         40        50        60        70        80                 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP                 
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
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         60        70        80        90       100       110       
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (67-78:27-38) 
 
         40        50        60        70        80                 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP                 
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (67-78:27-38) 
 
         40        50        60        70        80                 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP                 
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (67-78:27-38) 
 
         40        50        60        70        80                 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP                 
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.3  bits: 19.6 E():   78 
Smith-Waterman score: 46; 22.4% identity (57.1% similar) in 49 aa overlap (11-55:15-63) 
 
                   10        20        30        40            50   
AAD-12     LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV----DWACQAPRVHA 
                     :. : :. . :  : : ..:...... .. .    : . :   ..  
gi|601 MRGALAGLSLATLATASPVLVNSIHNDAAPIISASNAKEIADNYMIKFKDHVTQNLAAEH 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 HQWAAGDVVVWDNRCLLHRAEPWDFKLP                                 
       : :                                                          
gi|601 HGWVQDLHEKTQVAKTELRKRSQSPMVDDIFNGLKHTYNIAGGLMGYAGHFDEDVIEQIR 
               70        80        90       100       110       120 
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 68.2  bits: 21.2 E():   79 
Smith-Waterman score: 60; 25.3% identity (55.2% similar) in 87 aa overlap (1-78:1122-1202) 
 
                                             10        20           
AAD-12                               LRPLVKVHPETGRPSLLIGRHAHAIPGMD- 
                                     :.   : . . : :  :     . . : :  
gi|203 QMEVEEVRPFKMHGNSDIKLMANDLDIDYDLKSEFKYESNKGTPIEL----QYKVSGKDR 
            1100      1110      1120      1130          1140        
 
         30         40            50        60        70        80  
AAD-12 ---AAE-SERFLEGLVDWACQ-AP---RVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP  
          ::: . . .::..:.  . .:   ..:::  . :.   .:..  :...:: ...    
gi|203 SKRAAEMNAEDVEGVIDYKNSGSPIDSKMHAHLKVKGNNYGYDSE--LKQTEPQQYEGKM 
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      1150      1160      1170      1180      1190        1200      
 
gi|203 TLSKNDKKIFITHKTEMTKPTSTFLLKTDADVSYSESDMKKHYHMEFKKENDIYTLRSTV 
        1210      1220      1230      1240      1250      1260      
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 68.0  bits: 20.9 E():   81 
Smith-Waterman score: 50; 44.4% identity (63.0% similar) in 27 aa overlap (14-39:636-662) 
 
                                10         20        30        40   
AAD-12                  LRPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVD 
                                     :: : : : : .:::  . ..:  :.:    
gi|278 SRGPSGPPGPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIG 
         610       620       630       640       650       660      
 
             50        60        70        80                       
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP                       
                                                                    
gi|278 SPGRDGARGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAG 
         670       680       690       700       710       720      
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 67.9  bits: 17.6 E():   82 
Smith-Waterman score: 40; 25.7% identity (60.0% similar) in 35 aa overlap (15-48:100-134) 
 
                               10        20         30        40    
AAD-12                 LRPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|105 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
            50        60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP 
       .  .:                                 
gi|105 GYWVPSSNS                             
     130                                     
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 67.8  bits: 15.6 E():   83 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (26-43:8-25) 
 
               10        20        30        40        50        60 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 
                                :.. :  ....:..   :                  
gi|751                   IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK        
                                 10        20        30             
 
               70        80 
AAD-12 VVWDNRCLLHRAEPWDFKLP 
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.7  bits: 19.2 E():   84 
Smith-Waterman score: 45; 38.9% identity (72.2% similar) in 18 aa overlap (19-36:241-258) 
 
                           10        20        30        40         
AAD-12             LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                     :  .... :::.: :: .             
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDQTYDLNFKE 
              220       230       240       250       260       270 
 
       50        60        70        80                             
AAD-12 RVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP                             
                                                                    
gi|144 ENNNGSQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 17.6 E():   84 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (65-73:40-48) 
 
           40        50        60        70        80               
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AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP               
                                     . :..::.:                      
gi|212 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|212 LTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 17.6 E():   84 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (65-73:40-48) 
 
           40        50        60        70        80               
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP               
                                     . :..::.:                      
gi|170 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|170 LAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 17.6 E():   84 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (65-73:40-48) 
 
           40        50        60        70        80               
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP               
                                     . :..::.:                      
gi|158 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|158 LAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.6  bits: 17.9 E():   85 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (20-36:17-30) 
 
               10        20        30        40        50        60 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 
                          ::   .:..:    :::                         
gi|212    VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRF 
                  10        20           30        40        50     
 
               70        80                                         
AAD-12 VVWDNRCLLHRAEPWDFKLP                                         
                                                                    
gi|212 SYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYENYAIV 
           60        70        80        90       100       110     
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.5  bits: 17.9 E():   86 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (20-36:18-31) 
 
               10        20        30        40        50        60 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 
                          ::   .:..:    :::                         
gi|144   AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRF 
                 10        20           30        40        50      
 
               70        80                                         
AAD-12 VVWDNRCLLHRAEPWDFKLP                                         
                                                                    
gi|144 SYDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYDNYAIV 
          60        70        80        90       100       110      
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.5  bits: 17.9 E():   86 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (20-36:18-31) 
 
               10        20        30        40        50        60 
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AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 
                          ::   .:..:    :::                         
gi|116   AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRF 
                 10        20           30        40        50      
 
               70        80                                         
AAD-12 VVWDNRCLLHRAEPWDFKLP                                         
                                                                    
gi|116 SYDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYENYAIV 
          60        70        80        90       100       110      
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.9 E():   88 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (43-66:70-93) 
 
             20        30        40        50        60        70   
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|283 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
      40        50        60        70        80        90          
 
             80                                                     
AAD-12 EPWDFKLP                                                     
                                                                    
gi|283 CGPVGAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
     100       110       120       130       140       150          
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.2  bits: 17.9 E():   89 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (20-36:27-40) 
 
                      10        20        30        40        50    
AAD-12        LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                 ::   .:..:    :::                  
gi|194 MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEALTQY 
               10        20        30           40        50        
 
            60        70        80                                  
AAD-12 QWAAGDVVVWDNRCLLHRAEPWDFKLP                                  
                                                                    
gi|194 KCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDY 
        60        70        80        90       100       110        
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.2  bits: 17.6 E():   90 
Smith-Waterman score: 40; 53.8% identity (76.9% similar) in 13 aa overlap (13-25:38-49) 
 
                                 10        20        30        40   
AAD-12                   LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 
                                     .:.:  : ::::.                  
gi|160 LNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKPGLH-GFHAHALGDTTNGCMSTGPHFNPV 
        10        20        30        40         50        60       
 
             50        60        70        80                       
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP                       
                                                                    
gi|160 GKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLG 
         70        80        90       100       110       120       
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.1  bits: 18.6 E():   91 
Smith-Waterman score: 43; 26.9% identity (65.4% similar) in 26 aa overlap (56-80:14-39) 
 
          30        40        50        60        70         80     
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK-LP     
                                     :.. ..  ..::.    .::. . ::     
gi|217                  MKTFLVFALLAVAATSAIAQMETRCIPGLERPWQQQPLPPQQT 
                                10        20        30        40    
 
gi|217 FPQQPLFSQQQQQQLFPQQPSFSQQQPPFWQQQPPFSQQQPILPQQPPFSQQQQLVLPQQ 
            50        60        70        80        90       100    
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>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 66.9  bits: 18.9 E():   92 
Smith-Waterman score: 44; 40.9% identity (59.1% similar) in 22 aa overlap (59-80:92-111) 
 
       30        40        50        60        70        80         
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP         
                                     :.: . ::  :: .  ::  .:         
gi|258 QGEEFHKIVFTVEGLQEFGNFVQFLEDHGLDAVGYINR--LHSVFGWDPYVPSSKRKHTR 
              70        80        90         100       110          
 
gi|258 RGVGVDGLIDDIIAILPIDDLKALFQEKLETSPDFKAFYDAVRSPEFQSIVQTLNAMPEY 
     120       130       140       150       160       170          
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.7  bits: 17.9 E():   95 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (43-66:87-110) 
 
             20        30        40        50        60        70   
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|158 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
             80                                                     
AAD-12 EPWDFKLP                                                     
                                                                    
gi|158 CGPVGAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.7  bits: 17.9 E():   95 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (43-66:87-110) 
 
             20        30        40        50        60        70   
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|123 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
             80                                                     
AAD-12 EPWDFKLP                                                     
                                                                    
gi|123 CGPVGAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|111494253|gb|ABH06347.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (56-73:109-126) 
 
          30        40        50        60        70        80 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP 
                                     :.::... : . : .:..        
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE     
       80        90       100       110       120              
 
>>gi|111120432|gb|ABH06350.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (56-73:109-126) 
 
          30        40        50        60        70        80 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP 
                                     :.::... : . : .:..        
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE     
       80        90       100       110       120              
 
>>gi|111120424|gb|ABH06346.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (56-73:109-126) 
 
          30        40        50        60        70        80 
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AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP 
                                     :.::... : . : .:..        
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE     
       80        90       100       110       120              
 
>>gi|111120428|gb|ABH06348.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (56-73:109-126) 
 
          30        40        50        60        70        80 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP 
                                     :.::... : . : .:..        
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE     
       80        90       100       110       120              
 
>>gi|111120420|gb|ABH06344.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (56-73:109-126) 
 
          30        40        50        60        70        80 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP 
                                     :.::... : . : .:..        
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE     
       80        90       100       110       120              
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 66.6  bits: 14.9 E():   96 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (9-19:10-20) 
 
                10        20        30        40        50          
AAD-12  LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 
                :.:  :..: :                                         
gi|147 AKITFTNNXPNTVWPGILTGFGQKPQ                                   
               10        20                                         
 
>>gi|69552|pir||MEHB2 melittin, minor - honeybee          (27 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 66.4  bits: 14.9 E():   99 
Smith-Waterman score: 32; 30.8% identity (61.5% similar) in 13 aa overlap (37-49:13-25) 
 
         10        20        30        40        50        60       
AAD-12 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  .  :                  
gi|695                   GIGAVLKVLTTGLPALISWISRKKRQQ                
                                 10        20                       
 
         70        80 
AAD-12 CLLHRAEPWDFKLP 
 
>>gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-termi  (34 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.4  bits: 15.3 E():   99 
Smith-Waterman score: 33; 25.0% identity (58.3% similar) in 24 aa overlap (26-49:8-31) 
 
               10        20        30        40        50        60 
AAD-12 LRPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDV 
                                : . :.   ..::. . .  . ::            
gi|691                   AIGDKPGPKITATYXXKWLEAKATFYGSNPRGAA         
                                 10        20        30             
 
               70        80 
AAD-12 VVWDNRCLLHRAEPWDFKLP 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:03:03 2011 done: Fri Jan 21 00:03:03 2011 
 Total Scan time:  0.060 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
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# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 195  - 274 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     2     8:=* 
  34    11    22:===  * 
  36    22    44:======    * 
  38    46    73:============      * 
  40    66   102:=================        * 
  42    91   125:=======================        * 
  44   115   138:=============================     * 
  46   193   140:==================================*============== 
  48   181   134:=================================*============ 
  50   113   122:============================= * 
  52   145   108:==========================*========== 
  54   113    92:======================*====== 
  56    82    77:===================*= 
  58    60    63:===============* 
  60    35    51:=========   * 
  62    42    41:==========* 
  64    20    33:=====   * 
  66    26    26:======* 
  68    29    20:====*=== 
  70    15    16:===* 
  72     5    12:==* 
  74     9    10:==* 
  76    11     8:=*= 
  78    14     6:=*== 
  80    19     5:=*=== 
  82     7     3:*= 
  84     5     3:*= 
  86     2     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     3     1:*         :*== 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     1     0:=         *= 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     1     0:=         *= 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.45490.00314; mu= 7.2014 0.167 
 mean_var=36.867411.181, 0's: 2 Z-trim: 4  B-trim: 15 in 1/43 
 Lambda= 0.211229 
 Kolmogorov-Smirnov  statistic: 0.1077 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
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 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   73 27.7    0.24 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   64 24.9    0.58 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   66 25.6       1 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   56 22.4     2.4 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   56 22.5     3.3 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   56 22.5     3.3 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   53 21.5     3.7 
gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Se ( 608)   61 24.1       4 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   54 21.9     6.5 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   54 21.9     6.5 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   54 21.9     6.5 
gi|3336842|emb|CAA76847.1| bovine serum albumin [B ( 607)   57 22.9     9.4 
gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Se ( 607)   57 22.9     9.4 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   50 20.6     9.5 
gi|212279|gb|AAA48944.1| lysozyme protein [Gallus  (  24)   42 18.0      11 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   50 20.6      11 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   50 20.6      11 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   53 21.6      11 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   56 22.6      12 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   55 22.3      14 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   53 21.6      14 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   48 20.0      14 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   48 20.0      15 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   48 20.0      15 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   48 20.0      15 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   48 20.0      15 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   48 20.0      15 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   52 21.3      16 
gi|34495280|gb|AAQ73487.1| type 2 allergen Lep d 2 ( 140)   48 20.0      16 
gi|34495274|gb|AAQ73484.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|33772588|gb|AAQ54603.1| Gly d 2.03 [Glycyphagus ( 141)   48 20.0      16 
gi|34495282|gb|AAQ73488.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495284|gb|AAQ73489.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495290|gb|AAQ73492.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495288|gb|AAQ73491.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495278|gb|AAQ73486.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   53 21.6      16 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   48 20.0      16 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   48 20.0      16 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   48 20.0      16 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   53 21.6      18 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   47 19.7      18 
gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Sc ( 129)   47 19.7      18 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   47 19.7      18 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   47 19.7      19 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   47 19.7      20 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   47 19.7      20 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   47 19.7      20 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   47 19.7      20 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   47 19.7      20 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   47 19.7      20 
gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Gl ( 162)   47 19.7      22 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   47 19.7      24 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   46 19.4      24 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   50 20.7      24 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   50 20.7      24 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 16.2      24 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   49 20.4      24 
gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen ( 367)   50 20.7      25 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   53 21.7      26 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   46 19.4      26 
gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   46 19.4      26 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   47 19.7      28 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   47 19.7      30 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   50 20.7      31 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   43 18.5      32 
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gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 21.4      32 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   52 21.4      32 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   52 21.4      32 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 18.5      36 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   46 19.4      38 
gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen ( 367)   48 20.1      39 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   48 20.1      39 
gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen ( 367)   48 20.1      39 
gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen ( 367)   48 20.1      39 
gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen ( 367)   48 20.1      39 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   42 18.2      45 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   42 18.2      45 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   48 20.1      46 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 16.2      49 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   47 19.8      51 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 16.2      53 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   47 19.8      54 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   42 18.2      56 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.2      58 
gi|8843917|gb|AAF80164.1| pollen major allergen 1- ( 367)   46 19.5      59 
gi|8843921|gb|AAF80166.1| pollen major allergen 1- ( 367)   46 19.5      59 
gi|19069497|emb|CAC37790.2| putative allergen Cup  ( 367)   46 19.5      59 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   40 17.5      59 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.2      60 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.2      60 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   45 19.2      60 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   46 19.5      61 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   46 19.5      63 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 19.8      63 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   47 19.8      65 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   41 17.9      66 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   45 19.2      68 
gi|3182907|sp|O02380.1|ALL2_TYRPU RecName: Full=Mi ( 141)   41 17.9      68 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.2      72 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.2      72 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   45 19.2      73 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   45 19.2      73 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   45 19.2      73 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   44 18.9      74 
gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ( 472)   46 19.5      74 
gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen  ( 472)   46 19.5      74 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 15.6      74 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   43 18.5      77 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.2      77 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   44 18.9      77 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.2      77 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   40 17.6      77 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   40 17.6      77 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   40 17.6      77 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   40 17.6      77 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   40 17.6      77 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 15.6      80 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   46 19.5      80 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   40 17.6      82 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   51 21.1      84 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   40 17.6      84 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   40 17.6      84 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   40 17.6      84 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 20.8      86 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 17.9      86 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.2      86 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 17.9      86 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 17.9      86 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   41 17.9      88 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 17.9      90 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   40 17.6      90 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   43 18.6      92 
gi|1093120|prf||2103117A allergen Dac g II         ( 196)   41 17.9      92 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.0      92 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   44 18.9      95 
gi|111120424|gb|ABH06346.1| Blo t 21 allergen [Blo ( 129)   39 17.3      95 
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gi|111120432|gb|ABH06350.1| Blo t 21 allergen [Blo ( 129)   39 17.3      95 
gi|111494253|gb|ABH06347.1| Blo t 21 allergen [Blo ( 129)   39 17.3      95 
gi|111120428|gb|ABH06348.1| Blo t 21 allergen [Blo ( 129)   39 17.3      95 
gi|111120420|gb|ABH06344.1| Blo t 21 allergen [Blo ( 129)   39 17.3      95 
gi|69552|pir||MEHB2 melittin, minor - honeybee     (  27)   32 15.0      96 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   41 17.9      96 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   41 17.9      96 
gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-t (  34)   33 15.3      96 
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  73 init1:  73 opt:  73  Z-score: 113.7  bits: 27.7 E(): 0.24 
Smith-Waterman score: 73; 35.5% identity (54.8% similar) in 31 aa overlap (27-57:246-276) 
 
                   10        20        30        40        50       
AAD-12     RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:: :   . :     .: . 
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
 
         60        70        80                                     
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPR                                     
       :                                                            
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 106.7  bits: 24.9 E(): 0.58 
Smith-Waterman score: 64; 32.8% identity (50.8% similar) in 61 aa overlap (7-63:79-133) 
 
                                       10          20          30   
AAD-12                         RPLVKVHPETGRPSL--LIGRHA--HAIPGMDAAES 
                                     .::. ::.:  ::   :  :   :.. :.  
gi|121 DLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPEN-RPALKTLIDGLASSHKARGIEKAQF 
       50        60        70        80         90       100        
 
             40        50        60        70        80  
AAD-12 ERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR  
       :.:  .:::.       :  .:      .::                   
gi|121 EEFRASLVDYLS-----HHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
       110            120       130       140       150  
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  66 init1:  66 opt:  66  Z-score: 102.2  bits: 25.6 E():    1 
Smith-Waterman score: 66; 32.3% identity (54.8% similar) in 31 aa overlap (27-57:247-277) 
 
                   10        20        30        40        50       
AAD-12     RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:  :   . :.    .: . 
gi|232 APDIKTPKEALDLIMDAIDKAGYKGKVGIAMDVASSEFYKDGKYDLDFKNPESDPSKWLS 
        220       230       240       250       260       270       
 
         60        70        80                                     
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPR                                     
       :                                                            
gi|232 GPQLADLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKT 
        280       290       300       310       320       330       
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 95.6  bits: 22.4 E():  2.4 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (38-54:68-86) 
 
        10        20        30        40          50        60      
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|219 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
          70        80    
AAD-12 CLLHRAEPWDFKLPR    
                          
gi|219 SFDSDRSGLLLKQKVSDE 
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       100       110      
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 93.3  bits: 22.5 E():  3.3 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (38-54:68-86) 
 
        10        20        30        40          50        60      
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|184 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
          70        80                                              
AAD-12 CLLHRAEPWDFKLPR                                              
                                                                    
gi|184 SFDSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 93.3  bits: 22.5 E():  3.3 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (38-54:68-86) 
 
        10        20        30        40          50        60      
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|456 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNF 
        40        50        60        70        80        90        
 
          70        80                                              
AAD-12 CLLHRAEPWDFKLPR                                              
                                                                    
gi|456 SFGSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 92.3  bits: 21.5 E():  3.7 
Smith-Waterman score: 53; 30.8% identity (43.6% similar) in 39 aa overlap (41-79:29-63) 
 
               20        30        40        50        60        70 
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 
                                     :  :::   : .. : ..   :: : .    
gi|323   QAGGQTCAGNICCSQYGYCGTTADYCSPDNNCQATY-HYYNPAQNN---WDLRAVSAY 
                 10        20        30         40           50     
 
               80                            
AAD-12 AEPWDFKLPR                            
          ::   :                             
gi|323 CSTWDADKPYSWRYGWTAFCGPAGPRCLRTNAAVTVR 
           60        70        80        90  
 
>>gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Serum   (608 aa) 
 initn:  43 init1:  43 opt:  61  Z-score: 91.6  bits: 24.1 E():    4 
Smith-Waterman score: 61; 26.1% identity (53.6% similar) in 69 aa overlap (9-73:424-492) 
 
                                     10        20           30      
AAD-12                       RPLVKVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :. :... .: ...   .:  :  
gi|135 YAHVFDEFKPLVEEPHNLVKTNCELFEKLGEYGFQNALLVRYTKKVPQVSTPTLVEVSRS 
           400       410       420       430       440       450    
 
          40        50        60         70        80               
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPR               
       :  . .  :  :...  . :   . :  :: :.::.  :                      
gi|135 LGKVGSKCCTHPEAERLSCAEDYLSVVLNRLCVLHEKTPVSERVTKCCTESLVNRRPCFS 
           460       470       480       490       500       510    
 
gi|135 ALQVDETYVPKEFSAETFTFHADLCTLPEAEKQIKKQSALVELLKHKPKATEEQLKTVMG 
           520       530       540       550       560       570    
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 87.9  bits: 21.9 E():  6.5 
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Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (58-72:122-138) 
 
        30        40        50        60          70        80      
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPR      
                                     : :..::.:::  :..:              
gi|162 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
gi|162 RKELAAVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200         
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 87.8  bits: 21.9 E():  6.5 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (58-72:122-138) 
 
        30        40        50        60          70        80      
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPR      
                                     : :..::.:::  :..:              
gi|124 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
gi|124 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 87.8  bits: 21.9 E():  6.5 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (58-72:122-138) 
 
        30        40        50        60          70        80      
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPR      
                                     : :..::.:::  :..:              
gi|209 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
gi|209 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|3336842|emb|CAA76847.1| bovine serum albumin [Bos t  (607 aa) 
 initn:  38 init1:  38 opt:  57  Z-score: 85.0  bits: 22.9 E():  9.4 
Smith-Waterman score: 57; 23.7% identity (50.0% similar) in 76 aa overlap (9-80:423-498) 
 
                                     10        20           30      
AAD-12                       RPLVKVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :: :... .: ...   .:  :  
gi|333 YSTVFDKLKHLVDEPQNLIKQNCDQFEKLGEYGFQNALIVRYTRKVPQVSTPTLVEVSRS 
            400       410       420       430       440       450   
 
          40        50        60         70        80               
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPR               
       :  .    :  :. .    .   . .  :: :.::.  : . :. .               
gi|333 LGKVGTRCCTKPESERMPCTEDYLSLILNRLCVLHEKTPVSEKVTKCCTESLVNRRPCFS 
            460       470       480       490       500       510   
 
gi|333 ALTPDETYVPKAFDEKLFTFHADICTLPDTEKQIKKQTALVELLKHKPKATEEQLKTVME 
            520       530       540       550       560       570   
 
>>gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Serum   (607 aa) 
 initn:  38 init1:  38 opt:  57  Z-score: 85.0  bits: 22.9 E():  9.4 
Smith-Waterman score: 57; 23.7% identity (50.0% similar) in 76 aa overlap (9-80:423-498) 
 
                                     10        20           30      
AAD-12                       RPLVKVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :: :... .: ...   .:  :  
gi|135 YSTVFDKLKHLVDEPQNLIKQNCDQFEKLGEYGFQNALIVRYTRKVPQVSTPTLVEVSRS 
            400       410       420       430       440       450   
 
          40        50        60         70        80               
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPR               
       :  .    :  :. .    .   . .  :: :.::.  : . :. .               
gi|135 LGKVGTRCCTKPESERMPCTEDYLSLILNRLCVLHEKTPVSEKVTKCCTESLVNRRPCFS 
            460       470       480       490       500       510   
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gi|135 ALTPDETYVPKAFDEKLFTFHADICTLPDTEKQIKKQTALVELLKHKPKATEEQLKTVME 
            520       530       540       550       560       570   
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.9  bits: 20.6 E():  9.5 
Smith-Waterman score: 50; 50.0% identity (90.0% similar) in 10 aa overlap (64-73:24-33) 
 
            40        50        60        70        80              
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR              
                                     : :..::..:                     
gi|484        GKMNFTDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVL 
                      10        20        30        40        50    
 
gi|484 TAIIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGE 
            60        70        80        90       100       110    
 
>>gi|212279|gb|AAA48944.1| lysozyme protein [Gallus gall  (24 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 84.0  bits: 18.0 E():   11 
Smith-Waterman score: 42; 33.3% identity (53.3% similar) in 15 aa overlap (60-74:5-19) 
 
      30        40        50        60        70        80 
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR 
                                     :.: : :    .. :       
gi|212                           MNAWVAWRNSCKGTDVQAWIRGCR  
                                         10        20      
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.9  bits: 20.6 E():   11 
Smith-Waterman score: 50; 33.3% identity (100.0% similar) in 12 aa overlap (66-77:44-55) 
 
          40        50        60        70        80                
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR                
                                     :..::..:....                   
gi|558 AVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.9  bits: 20.6 E():   11 
Smith-Waterman score: 50; 40.0% identity (60.0% similar) in 15 aa overlap (60-74:127-141) 
 
      30        40        50        60        70        80 
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR 
                                     :.: :::    .. :       
gi|126 PCSALLSSDITASVNCAKKIVSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL 
        100       110       120       130       140        
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.8  bits: 21.6 E():   11 
Smith-Waterman score: 53; 43.8% identity (62.5% similar) in 16 aa overlap (38-53:27-42) 
 
        10        20        30        40        50        60        
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     : :.:  : : .. ::               
gi|170     MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQ 
                   10        20        30        40        50       
 
        70        80                                                
AAD-12 LHRAEPWDFKLPR                                                
                                                                    
gi|170 QTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQP 
         60        70        80        90       100       110       
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 83.3  bits: 22.6 E():   12 
Smith-Waterman score: 56; 26.1% identity (50.7% similar) in 69 aa overlap (9-73:424-492) 
 
                                     10        20           30      
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AAD-12                       RPLVKVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :. :...  : ...   .:  :  
gi|668 YAKVLDEFKPLVDEPQNLVKTNCELFEKLGEYGFQNALLVRYTKKAPQVSTPTLVEVSRK 
           400       410       420       430       440       450    
 
          40        50        60         70        80               
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPR               
       :  .    :. :. .  . :   . :  :: :.::.  :                      
gi|668 LGKVGTKCCKKPESERMSCAEDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFS 
           460       470       480       490       500       510    
 
gi|668 GLEVDETYVPKEFNAETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMG 
           520       530       540       550       560       570    
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 82.0  bits: 22.3 E():   14 
Smith-Waterman score: 55; 26.1% identity (50.7% similar) in 69 aa overlap (9-73:401-469) 
 
                                     10        20           30      
AAD-12                       RPLVKVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :. :...  : ...   .:  :  
gi|331 YAKVLDEFKPLVDEPQNLVKTNCELFEKLGEYGFQNALLVRYTKKAPQVSTPTLVEVSRK 
              380       390       400       410       420       430 
 
          40        50        60         70        80               
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPR               
       :  .    :. :. .  . :   . :  :: :.::.  :                      
gi|331 LGKVGTKCCKKPESERMSCADDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFS 
              440       450       460       470       480       490 
 
gi|331 GLEVDETYVPKEFNAETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMG 
              500       510       520       530       540       550 
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  53  Z-score: 81.9  bits: 21.6 E():   14 
Smith-Waterman score: 53; 27.0% identity (55.6% similar) in 63 aa overlap (5-64:119-178) 
 
                                         10        20         30    
AAD-12                           RPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESE 
                                     .::  .: : :..   .:.:  :..    . 
gi|908 LWIIFSKNLNIKLNMPLYIAGNKTIDGRGAEVHIGNGGPCLFMRTVSHVILHGLNIHGCN 
       90       100       110       120       130       140         
 
              40        50        60        70        80            
AAD-12 RFLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR            
         . :  :.. :  .  :::..   ::...  :                            
gi|908 TSVSGNVLISEASGVVPVHAQD---GDAITMRNVTDVWIDHNSLSDSSDGLVDVTLASTG 
      150       160       170          180       190       200      
 
gi|908 VTISNNHFFNHHKVMLLGHSDIYSDDKSMKVTVAFNQFGPNAGQRMPRARYGLIHVANNN 
         210       220       230       240       250       260      
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.8  bits: 20.0 E():   14 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (65-77:76-88) 
 
           40        50        60        70        80               
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR               
                                     .: .....: :::                  
gi|484 TTKATIKVLAKVAGTPIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILPKVKAEVT 
          50        60        70        80        90       100      
 
gi|484 AELVGDHGVLACGRFGRQVE 
         110       120      
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.5  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (66-77:27-38) 
 
          40        50        60        70        80                
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR                
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                                     :..::..:....                   
gi|157     SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|157 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
         60        70        80        90       100       110       
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.5  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (66-77:27-38) 
 
          40        50        60        70        80                
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR                
                                     :..::..:....                   
gi|760     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKA 
                   10        20        30        40        50       
 
gi|760 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.5  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (66-77:27-38) 
 
          40        50        60        70        80                
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR                
                                     :..::..:....                   
gi|214     SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|214 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
         60        70        80        90       100       110       
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.5  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (66-77:27-38) 
 
          40        50        60        70        80                
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR                
                                     :..::..:....                   
gi|256     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKA 
                   10        20        30        40        50       
 
gi|256 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNGV 
         60        70        80        90       100       110       
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.5  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (66-77:28-39) 
 
          40        50        60        70        80                
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR                
                                     :..::..:....                   
gi|110    RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNSKTAKIEIKA 
                  10        20        30        40        50        
 
gi|110 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNGV 
        60        70        80        90       100       110        
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.0  bits: 21.3 E():   16 
Smith-Waterman score: 52; 28.1% identity (59.4% similar) in 32 aa overlap (27-58:66-97) 
 
                   10        20        30        40        50       
AAD-12     RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     .:. . . : :: .. .   ::.  ::..  
gi|729 STLSLVTKADGKIDMTVDLISPVTKRASLKIDSKKYNLFHEGELSASIVNPRLSWHQYTK 
          40        50        60        70        80        90      
 
         60        70        80                                     
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPR                                     
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        :                                                           
gi|729 RDSREYKSDVELSLRSSDIALKITMPDYNSKIHYSRQGDQINMDIDGTLIEGHAQGTIRE 
         100       110       120       130       140       150      
 
>>gi|34495280|gb|AAQ73487.1| type 2 allergen Lep d 2.024  (140 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (65-77:91-103) 
 
           40        50        60        70        80               
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR               
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
               70        80        90       100       110       120 
 
gi|344 AELIGDHGILACGTVNGQVE 
              130       140 
 
>>gi|34495274|gb|AAQ73484.1| type 2 allergen Lep d 2.013  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (65-77:92-104) 
 
           40        50        60        70        80               
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR               
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|33772588|gb|AAQ54603.1| Gly d 2.03 [Glycyphagus dom  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (65-77:92-104) 
 
           40        50        60        70        80               
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR               
                                     .: .....: :::                  
gi|337 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|337 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495282|gb|AAQ73488.1| type 2 allergen Lep d 2.025  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (65-77:92-104) 
 
           40        50        60        70        80               
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR               
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495284|gb|AAQ73489.1| type 2 allergen Lep d 2.031  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (65-77:92-104) 
 
           40        50        60        70        80               
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR               
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495290|gb|AAQ73492.1| type 2 allergen Lep d 2.042  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 20.0 E():   16 
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Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (65-77:92-104) 
 
           40        50        60        70        80               
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR               
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVVGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGTVE 
             130       140  
 
>>gi|34495288|gb|AAQ73491.1| type 2 allergen Lep d 2.039  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (65-77:92-104) 
 
           40        50        60        70        80               
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR               
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495278|gb|AAQ73486.1| type 2 allergen Lep d 2.023  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (65-77:92-104) 
 
           40        50        60        70        80               
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR               
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2.035  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (65-77:92-104) 
 
           40        50        60        70        80               
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR               
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 80.7  bits: 21.6 E():   16 
Smith-Waterman score: 53; 27.3% identity (54.5% similar) in 44 aa overlap (18-60:241-284) 
 
                            10        20        30         40       
AAD-12              RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF-LEGLVDWACQA 
                                     :  .... :::.: :: .  .   :   .  
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDKTYDLNFKE 
              220       230       240       250       260       270 
 
         50        60        70        80                           
AAD-12 PRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR                           
          .. :  .:::.                                               
gi|144 ENNNGSQKISGDVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.7  bits: 20.0 E():   16 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (66-77:43-54) 
 
          40        50        60        70        80                
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AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR                
                                     :..::..:....                   
gi|164 AVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEANQNRKTAKIEIKA 
             20        30        40        50        60        70   
 
gi|164 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
             80        90       100       110       120       130   
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.6  bits: 20.0 E():   16 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (66-77:44-55) 
 
          40        50        60        70        80                
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR                
                                     :..::..:....                   
gi|996 AVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNTKNAKIEIKA 
            20        30        40        50        60        70    
 
gi|996 SIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
            80        90       100       110       120       130    
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.6  bits: 20.0 E():   16 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (66-77:44-55) 
 
          40        50        60        70        80                
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR                
                                     :..::..:....                   
gi|135 AVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|135 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
            80        90       100       110       120       130    
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 79.9  bits: 21.6 E():   18 
Smith-Waterman score: 53; 27.0% identity (56.8% similar) in 37 aa overlap (26-61:441-477) 
 
                    10        20        30         40        50     
AAD-12      RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG-LVDWACQAPRVHAHQW 
                                     :. :.    .. : :.:  : .  .:. .  
gi|505 YQIAFSRGNRAFIAINLQKNQQNLQQKLHTGLPAGTYCDIISGNLIDNKCTGKSIHVDKN 
              420       430       440       450       460       470 
 
           60        70        80 
AAD-12 AAGDVVVWDNRCLLHRAEPWDFKLPR 
       . .:: :                    
gi|505 GQADVYVGHDEFDAFVAYHIGARIVS 
              480       490       
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.9  bits: 19.7 E():   18 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (66-77:27-38) 
 
          40        50        60        70        80                
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR                
                                     :..::..:. ..                   
gi|760     DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|760 NINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
         60        70        80        90       100       110       
 
>>gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Schist  (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.9  bits: 19.7 E():   18 
Smith-Waterman score: 47; 50.0% identity (80.0% similar) in 10 aa overlap (62-71:6-15) 
 
              40        50        60        70        80            
AAD-12 SERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR            
                                     :::.:. . :                     
gi|298                          MSADSWDNHCVTYVANNKCLKNLCMTAIDGSHLGT 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 6842



 

 

                                        10        20        30      
 
gi|298 SNPDFRIPPELILQLKSILDGGLDTSIFFMGEKYIVLQHDSSCLVSRCGKKSLIFYATGK 
          40        50        60        70        80        90      
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.9  bits: 19.7 E():   18 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (66-77:27-38) 
 
          40        50        60        70        80                
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR                
                                     :..::..:. ..                   
gi|179     DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|179 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENVVVTVKLVGDNGV 
         60        70        80        90       100       110       
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.4  bits: 19.7 E():   19 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (66-77:36-47) 
 
          40        50        60        70        80                
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR                
                                     :..::..:. ..                   
gi|217 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
          10        20        30        40        50        60      
 
gi|217 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
          70        80        90       100       110       120      
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.2  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (66-77:40-51) 
 
          40        50        60        70        80                
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR                
                                     :..::..:. ..                   
gi|546 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
      10        20        30        40        50        60          
 
gi|546 SLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
      70        80        90       100       110       120          
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.0  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (66-77:44-55) 
 
          40        50        60        70        80                
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR                
                                     :..::..:. ..                   
gi|864 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|864 NIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.0  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (66-77:44-55) 
 
          40        50        60        70        80                
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR                
                                     :..::..:. ..                   
gi|558 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 6843



 

 

 initn:  47 init1:  47 opt:  47  Z-score: 79.0  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (66-77:44-55) 
 
          40        50        60        70        80                
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR                
                                     :..::..:. ..                   
gi|256 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|256 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.0  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (66-77:44-55) 
 
          40        50        60        70        80                
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR                
                                     :..::..:. ..                   
gi|558 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.0  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (66-77:44-55) 
 
          40        50        60        70        80                
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR                
                                     :..::..:. ..                   
gi|218 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|218 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Globin  (162 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 78.2  bits: 19.7 E():   22 
Smith-Waterman score: 47; 25.0% identity (63.6% similar) in 44 aa overlap (22-64:111-148) 
 
                        10        20        30        40        50  
AAD-12          RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                     :   :..::.  .:  .::..      ..: 
gi|121 VSFFTEVISLSGNQANLSAVYALVSKLGVDHKARGISAAQFGEFRTALVSY------LQA 
               90       100       110       120       130           
 
               60        70        80 
AAD-12 H-QWAAGDVVVWDNRCLLHRAEPWDFKLPR 
       : .:. . ...:..                 
gi|121 HVSWGDNVAAAWNHALDNTYAVALKSLE   
          140       150       160     
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.7  bits: 19.7 E():   24 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (66-77:73-84) 
 
          40        50        60        70        80                
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR                
                                     :..::..:. ..                   
gi|156 KHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
             50        60        70        80        90       100   
 
gi|156 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            110       120       130       140       150       160   
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 77.6  bits: 19.4 E():   24 
Smith-Waterman score: 46; 26.8% identity (58.5% similar) in 41 aa overlap (14-52:100-140) 
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                                10        20         30        40   
AAD-12                  RPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
              50        60        70        80 
AAD-12 A-CQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR 
       . : . . : :                             
gi|100 GYCGSHHHHHH                             
     130       140                             
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 77.6  bits: 20.7 E():   24 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (6-64:99-157) 
 
                                        10        20         30     
AAD-12                          RPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
             40        50        60        70        80             
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR             
        . :  ::. .  .  :::..   ::...  :                             
gi|908 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
      130       140          150       160       170       180      
 
gi|908 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
         190       200       210       220       230       240      
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 77.6  bits: 20.7 E():   24 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (6-64:100-158) 
 
                                        10        20         30     
AAD-12                          RPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
             40        50        60        70        80             
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR             
        . :  ::. .  .  :::..   ::...  :                             
gi|118 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     130       140       150          160       170       180       
 
gi|118 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        190       200       210       220       230       240       
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 77.6  bits: 16.2 E():   24 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (20-25:8-13) 
 
               10        20        30        40        50        60 
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                          ::: .:                                    
gi|131             GPVGGVVHAHMMPLL                                  
                           10                                       
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 49; 43.8% identity (56.2% similar) in 16 aa overlap (38-53:8-23) 
 
        10        20        30        40        50        60        
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     : :.:  : :  . ::               
gi|106                        NIQVDPSGQVQWPQQQPFPQPHQPFSQQPQQTFPQPQ 
                                      10        20        30        
 
        70        80                                                
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AAD-12 LHRAEPWDFKLPR                                                
                                                                    
gi|106 QTFPHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQP 
        40        50        60        70        80        90        
 
>>gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 77.2  bits: 20.7 E():   25 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (6-64:120-178) 
 
                                        10        20         30     
AAD-12                          RPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHSCNT 
      90       100       110       120       130       140          
 
             40        50        60        70        80             
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR             
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLPDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 77.1  bits: 21.7 E():   26 
Smith-Waterman score: 53; 30.4% identity (73.9% similar) in 23 aa overlap (42-64:618-639) 
 
              20        30        40        50        60        70  
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     : :. :.. : .:.. ..:: ..        
gi|581 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVVHNDFDFRLSV 
       590       600       610       620        630       640       
 
              80                                                    
AAD-12 EPWDFKLPR                                                    
                                                                    
gi|581 AEGVGLFNVLQEKGVPSRFLNFPDETHWVTKPENSLVWHQQVLGWVNKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (17-59:1-44) 
 
               10        20        30        40         50          
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQAPRVHAHQWAAGDV 
                       .: ..:..   ... .:... :.: :     :..    . . :: 
gi|166                 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDV 
                               10        20        30        40     
 
      60        70        80                                        
AAD-12 VVWDNRCLLHRAEPWDFKLPR                                        
                                                                    
gi|166 KGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVV 
           50        60        70        80        90       100     
 
>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (17-59:1-44) 
 
               10        20        30        40         50          
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQAPRVHAHQWAAGDV 
                       .: ..:..   ... .:... :.: :     :..    . . :: 
gi|215                 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDV 
                               10        20        30        40     
 
      60        70        80                                        
AAD-12 VVWDNRCLLHRAEPWDFKLPR                                        
                                                                    
gi|215 KGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVV 
           50        60        70        80        90       100     
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>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.3  bits: 19.7 E():   28 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (21-58:156-194) 
 
                         10        20        30        40           
AAD-12           RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|833 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
         130       140       150       160       170       180      
 
      50        60        70        80 
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR 
       .. .:: ..                       
gi|833 NVINWAEAENRYIAGDKGGHPFMKL       
         190       200       210       
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 75.9  bits: 19.7 E():   30 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (21-58:167-205) 
 
                         10        20        30        40           
AAD-12           RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|164 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
        140       150       160       170       180       190       
 
      50        60        70        80 
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR 
       .. .:: ..                       
gi|164 NVINWAEAENRYIAGDKGGHPFMKL       
        200       210       220        
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 75.6  bits: 20.7 E():   31 
Smith-Waterman score: 50; 28.3% identity (43.4% similar) in 53 aa overlap (44-80:25-77) 
 
            20        30        40        50              60        
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ------WAAGDVVVWDN--- 
                                     ::  :. : .      . :: : .::     
gi|259       LSVCFLILFHGCLASRQEWQQQDECQIDRLDALEPDNRVEYEAGTVEAWDPNHE 
                     10        20        30        40        50     
 
                  70        80                                      
AAD-12 --RC-----LLHRAEPWDFKLPR                                      
         ::     . :  .:  . ::.                                      
gi|259 QFRCAGVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQ 
           60        70        80        90       100       110     
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.5  bits: 18.5 E():   32 
Smith-Waterman score: 43; 30.4% identity (60.9% similar) in 23 aa overlap (54-76:53-75) 
 
            30        40        50        60        70        80    
AAD-12 IPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR    
                                     :: . :.. ..  : :: .  :.        
gi|387 SINGNAPAEIDLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVD 
             30        40        50        60        70        80   
 
gi|387 CASQHGCHGDTIPR 
             90       
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 75.4  bits: 21.4 E():   32 
Smith-Waterman score: 52; 26.1% identity (73.9% similar) in 23 aa overlap (42-64:618-639) 
 
              20        30        40        50        60        70  
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     : :. :.. : .:.. ..:. ..        
gi|219 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVIHNDFDFRLSV 
       590       600       610       620        630       640       
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              80                                                    
AAD-12 EPWDFKLPR                                                    
                                                                    
gi|219 AEGVGLFNVLQEKGIPSRFLNFPDETHWVTKPENSLVWHQQVLGWINKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 75.4  bits: 21.4 E():   32 
Smith-Waterman score: 52; 26.1% identity (73.9% similar) in 23 aa overlap (42-64:618-639) 
 
              20        30        40        50        60        70  
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     : :. :.. : .:.. ..:. ..        
gi|238 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVIHNDFDFRLSV 
       590       600       610       620        630       640       
 
              80                                                    
AAD-12 EPWDFKLPR                                                    
                                                                    
gi|238 AEGVGLFNVLQEKGIPSRFLNFPDETHWVTKPENSLVWHQQVLGWINKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 75.4  bits: 21.4 E():   32 
Smith-Waterman score: 52; 26.1% identity (73.9% similar) in 23 aa overlap (42-64:618-639) 
 
              20        30        40        50        60        70  
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     : :. :.. : .:.. ..:. ..        
gi|238 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVIHNDSDFRLSV 
       590       600       610       620        630       640       
 
              80                                                    
AAD-12 EPWDFKLPR                                                    
                                                                    
gi|238 AEGVGLFNVLQEKGIPSRFLNFPDETHWVTKPENSLVWHQQVLGWINKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.5  bits: 18.5 E():   36 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (26-38:5-17) 
 
               10        20        30        40        50        60 
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                                :.:::: .  :.:                       
gi|208                      MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACGLAKKS 
                                    10        20        30          
 
               70        80                                         
AAD-12 VWDNRCLLHRAEPWDFKLPR                                         
                                                                    
gi|208 AEEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAGDVDGDGKIGI 
      40        50        60        70        80        90          
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.1  bits: 19.4 E():   38 
Smith-Waterman score: 46; 22.9% identity (60.4% similar) in 48 aa overlap (25-72:115-162) 
 
                     10        20        30        40        50     
AAD-12       RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. : ... . :     : ..:.  :..  
gi|383 GSEASANPKDKPAEEEEEEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSL 
           90       100       110       120       130       140     
 
           60        70        80                                   
AAD-12 AAGDVVVWDNRCLLHRAEPWDFKLPR                                   
       .. .:  ::..  :.. :                                           
gi|383 VTLEVKPWDDETNLEELEANVRAIEMDGLVWGASKFVAVGFGIKKLQINLVVEDEKVSTD 
          150       160       170       180       190       200     
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>>gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 73.9  bits: 20.1 E():   39 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (6-64:120-178) 
 
                                        10        20         30     
AAD-12                          RPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
             40        50        60        70        80             
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR             
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 73.9  bits: 20.1 E():   39 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (6-64:120-178) 
 
                                        10        20         30     
AAD-12                          RPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|151 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
             40        50        60        70        80             
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR             
        . :  ::. .  .  :::..   ::...  :                             
gi|151 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|151 TISNNHFFNHHKVMLLGHDDTYDNDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 73.9  bits: 20.1 E():   39 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (6-64:120-178) 
 
                                        10        20         30     
AAD-12                          RPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
             40        50        60        70        80             
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR             
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGNVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 73.9  bits: 20.1 E():   39 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (6-64:120-178) 
 
                                        10        20         30     
AAD-12                          RPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLEMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
             40        50        60        70        80             
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR             
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
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     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 73.9  bits: 20.1 E():   39 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (6-64:120-178) 
 
                                        10        20         30     
AAD-12                          RPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
             40        50        60        70        80             
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR             
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGNVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.7  bits: 18.2 E():   45 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (20-57:20-57) 
 
               10        20        30        40        50        60 
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                          ::  . . : :. :    :..:   .:  :   .  ::    
gi|730 MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGS 
               10        20        30        40        50        60 
 
               70        80                                 
AAD-12 VWDNRCLLHRAEPWDFKLPR                                 
                                                            
gi|730 VFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
               70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.7  bits: 18.2 E():   45 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (20-57:20-57) 
 
               10        20        30        40        50        60 
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                          ::  . . : :. :    :..:   .:  :   .  ::    
gi|191 MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGS 
               10        20        30        40        50        60 
 
               70        80                                 
AAD-12 VWDNRCLLHRAEPWDFKLPR                                 
                                                            
gi|191 VFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
               70        80        90       100       110   
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 72.6  bits: 20.1 E():   46 
Smith-Waterman score: 48; 20.9% identity (55.2% similar) in 67 aa overlap (2-68:2-63) 
 
               10        20        30        40        50        60 
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
        :. :.: .    :.  .:   ..  .:.:    . ...:  . .. . .::.   :: . 
gi|139 MPISKIHAR----SVYDSRGNPTVE-VDVATETGLHRAIVPSGASTGQHEAHELRDGDKT 
                   10        20         30        40        50      
 
               70        80                                         
AAD-12 VWDNRCLLHRAEPWDFKLPR                                         
        : .. .:                                                     
gi|139 QWGGKGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVS 
          60        70        80        90       100       110      
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>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 72.0  bits: 16.2 E():   49 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (25-42:8-25) 
 
               10        20        30        40        50        60 
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                               :.. :. ....:..   :                   
gi|751                  IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA            
                                10        20        30              
 
               70        80 
AAD-12 VWDNRCLLHRAEPWDFKLPR 
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.6  bits: 19.8 E():   51 
Smith-Waterman score: 47; 37.5% identity (68.8% similar) in 16 aa overlap (56-71:202-217) 
 
          30        40        50        60        70        80      
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR      
                                     ::.  .: ..: : .:               
gi|113 DIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWIDHCSLSKASDGLLDITLGSSHV 
             180       190       200       210       220       230  
 
gi|113 TVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQRMPRCRFGFFQVVNNNY 
             240       250       260       270       280       290  
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 71.3  bits: 16.2 E():   53 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (25-42:8-25) 
 
               10        20        30        40        50        60 
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                               :.. :. ....:..   :                   
gi|751                  IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK         
                                10        20        30              
 
               70        80 
AAD-12 VWDNRCLLHRAEPWDFKLPR 
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 71.2  bits: 19.8 E():   54 
Smith-Waterman score: 47; 30.0% identity (66.7% similar) in 30 aa overlap (50-78:129-158) 
 
      20        30        40        50        60         70         
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEPWDFKL 
                                     ...:: ::.  : ..: . . : .:  .:. 
gi|114 DPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKI 
      100       110       120       130       140       150         
 
       80                                                           
AAD-12 PR                                                           
                                                                    
gi|114 DYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEK 
      160       170       180       190       200       210         
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.0  bits: 18.2 E():   56 
Smith-Waterman score: 42; 24.4% identity (56.1% similar) in 41 aa overlap (14-53:100-140) 
 
                                10        20         30        40   
AAD-12                  RPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
             50        60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR 
       .  .   : :.                            
gi|100 GYYVGSHHHHHH                           
     130       140                            
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>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 70.7  bits: 18.2 E():   58 
Smith-Waterman score: 42; 27.8% identity (66.7% similar) in 36 aa overlap (21-56:28-62) 
 
                      10        20        30        40        50    
AAD-12        RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                  :.: :...: : ... .:  : .    ... .: 
gi|157 MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQA-EFRQLANGAPDKTEAEIEAQIEQ 
               10        20        30         40        50          
 
            60        70        80                                  
AAD-12 WAAGDVVVWDNRCLLHRAEPWDFKLPR                                  
       :.:                                                          
gi|157 WVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPAAKAADARLSAIASNRALKV 
      60        70        80        90       100       110          
 
>>gi|8843917|gb|AAF80164.1| pollen major allergen 1-2 [J  (367 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 70.6  bits: 19.5 E():   59 
Smith-Waterman score: 46; 27.4% identity (54.8% similar) in 62 aa overlap (6-64:120-178) 
 
                                        10        20         30     
AAD-12                          RPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
             40        50        60        70        80             
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR             
        . :  ::. .  .  :::..   ::...  :                             
gi|884 SVLGDVLVSESIGVVPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|884 TIFNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8843921|gb|AAF80166.1| pollen major allergen 1-1 [J  (367 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 70.6  bits: 19.5 E():   59 
Smith-Waterman score: 46; 27.4% identity (54.8% similar) in 62 aa overlap (6-64:120-178) 
 
                                        10        20         30     
AAD-12                          RPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
             40        50        60        70        80             
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR             
        . :  ::. .  .  :::..   ::...  :                             
gi|884 SVLGDVLVSESIGVVPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|884 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|19069497|emb|CAC37790.2| putative allergen Cup a 1   (367 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 70.6  bits: 19.5 E():   59 
Smith-Waterman score: 46; 27.4% identity (53.2% similar) in 62 aa overlap (6-64:120-178) 
 
                                        10        20         30     
AAD-12                          RPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :..   .:.:  :.     .  
gi|190 WIIFSQNMNIKLQMPLYVAGYKTIDGRGADVHLGNGGPCLFMRTASHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
             40        50        60        70        80             
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR             
        . :  ::. .  .  :::..   ::...  :                             
gi|190 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
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gi|190 TISNNHFFNHHKVMLLGHDDTYDDDISMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.5  bits: 17.5 E():   59 
Smith-Waterman score: 40; 30.0% identity (50.0% similar) in 30 aa overlap (13-42:13-42) 
 
               10        20        30        40        50        60 
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                   :. :.    .. ::   :: :   .:  .:                   
gi|144 VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKKGNLWEVKSSKPL 
               10        20        30        40        50        60 
 
               70        80                 
AAD-12 VWDNRCLLHRAEPWDFKLPR                 
                                            
gi|144 TGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
               70        80        90       
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (17-40:1-24) 
 
               10        20        30        40        50        60 
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                       .: ..:..   ... .:... :.:                     
gi|892                 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVEV 
                               10        20        30        40     
 
               70        80                                         
AAD-12 VWDNRCLLHRAEPWDFKLPR                                         
                                                                    
gi|892 KGDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVV 
           50        60        70        80        90       100     
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (17-40:1-24) 
 
               10        20        30        40        50        60 
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                       .: ..:..   ... .:... :.:                     
gi|215                 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAATGAYKSVEV 
                               10        20        30        40     
 
               70        80                                         
AAD-12 VWDNRCLLHRAEPWDFKLPR                                         
                                                                    
gi|215 KGDGGAGTVRIITLPEGSPITTMTVRTDAVNKEALSYDSTVIDGDILLGFIESIETHMVV 
           50        60        70        80        90       100     
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 70.4  bits: 19.2 E():   60 
Smith-Waterman score: 47; 23.1% identity (59.0% similar) in 39 aa overlap (40-75:130-168) 
 
      10        20        30        40           50        60       
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC---QAPRVHAHQWAAGDVVVWDNRC 
                                     :::     .. .:... .. ::....:    
gi|287 FFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGT 
     100       110       120       130       140       150          
 
         70        80                                               
AAD-12 LLHRAEPWDFKLPR                                               
        .  : : .                                                    
gi|287 YVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAG 
     160       170       180       190       200       210          
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.2  bits: 19.5 E():   61 
Smith-Waterman score: 46; 28.0% identity (52.0% similar) in 25 aa overlap (47-71:351-375) 
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         20        30        40        50        60        70       
AAD-12 IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF 
                                     :   .. :  ::: . .   .. ::      
gi|118 INGVQYPLSPSAYILQDDDSCTSGFEGMDVPTSSGELWILGDVFIRQYYTVFDRANNKVG 
              330       340       350       360       370       380 
 
         80  
AAD-12 KLPR  
             
gi|118 LAPVA 
             
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 70.0  bits: 19.5 E():   63 
Smith-Waterman score: 46; 24.4% identity (48.9% similar) in 45 aa overlap (34-71:173-216) 
 
            10        20        30        40        50        60    
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV--- 
                                     : : :    .  .: .  :: . ::..    
gi|113 RGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQ-SDGDAIHVT 
            150       160       170       180       190        200  
 
                   70        80                                     
AAD-12 ----VWDNRCLLHRAEPWDFKLPR                                     
           .: ..: : ..                                              
gi|113 GSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDLKMHVT 
             210       220       230       240       250       260  
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.0  bits: 19.8 E():   63 
Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (11-33:344-366) 
 
                                   10        20        30        40 
AAD-12                     RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
           320       330       340       350       360       370    
 
               50        60        70        80                     
AAD-12 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR                     
                                                                    
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 69.7  bits: 19.8 E():   65 
Smith-Waterman score: 47; 30.0% identity (66.7% similar) in 30 aa overlap (50-78:159-188) 
 
      20        30        40        50        60         70         
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEPWDFKL 
                                     ...:: ::.  : ..: . . : .:  .:. 
gi|476 DPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKI 
      130       140       150       160       170       180         
 
       80                                                           
AAD-12 PR                                                           
                                                                    
gi|476 DYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEK 
      190       200       210       220       230       240         
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 69.6  bits: 17.9 E():   66 
Smith-Waterman score: 41; 45.5% identity (90.9% similar) in 11 aa overlap (67-77:111-121) 
 
         40        50        60        70        80             
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR             
                                     .:::.. .::.                
gi|144 GFVGRTYFTVLHTQCFRLDYPIVKCKVKSTILHRSKCYDFETFAPKKYQWFDVLQY 
               90       100       110       120       130       
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
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 initn:  37 init1:  37 opt:  45  Z-score: 69.4  bits: 19.2 E():   68 
Smith-Waterman score: 45; 28.6% identity (51.4% similar) in 35 aa overlap (20-54:258-291) 
 
                          10        20        30        40          
AAD-12            RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     :...:    .  : :  .  : :. :  :. 
gi|510 IGENIIGHLLIVFDGGKSQPACSWYDVPCSHSESIVYATGMVSGRCQHLAVPWTAQQ-RI 
       230       240       250       260       270       280        
 
      50        60        70        80                              
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR                              
       .  ::                                                        
gi|510 NPIQWKFWRVFTSNIPAYPTSDTTNCVVLNTNVFKNDNTFEGEYHAFPDCARNLFKCRQQ 
        290       300       310       320       330       340       
 
>>gi|3182907|sp|O02380.1|ALL2_TYRPU RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 41; 37.5% identity (100.0% similar) in 8 aa overlap (66-73:41-48) 
 
          40        50        60        70        80                
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR                
                                     :..:...:                       
gi|318 AVAAAGQVKFTDCGKKEIASVAVDGCEGDLCVIHKSKPVHVIAEFTANQDTCKIEVKVTG 
               20        30        40        50        60        70 
 
gi|318 QLNGLEVPIPGIETDGCKVLKCPLKKGTKYTMNYSVNVPSVVPNIKTVVKLLATGEHGVL 
               80        90       100       110       120       130 
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.0  bits: 19.2 E():   72 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (10-26:225-240) 
 
                                    10        20        30          
AAD-12                      RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
      40        50        60        70        80                    
AAD-12 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR                    
                                                                    
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.0  bits: 19.2 E():   72 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (10-26:225-240) 
 
                                    10        20        30          
AAD-12                      RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
      40        50        60        70        80                    
AAD-12 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR                    
                                                                    
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.8  bits: 19.2 E():   73 
Smith-Waterman score: 45; 25.7% identity (47.1% similar) in 70 aa overlap (9-75:290-358) 
 
                                     10          20        30       
AAD-12                       RPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
         40        50        60        70         80            
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AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP-WDFKLPR            
        .. :   . :.:. : ..      :..  :   ::  ::                 
gi|268 FAMFDENKKQPEVEKH-FGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330        340       350       360       370     
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.8  bits: 19.2 E():   73 
Smith-Waterman score: 45; 25.7% identity (47.1% similar) in 70 aa overlap (9-75:290-358) 
 
                                     10          20        30       
AAD-12                       RPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
         40        50        60        70         80            
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP-WDFKLPR            
        .. :   . :.:. : ..      :..  :   ::  ::                 
gi|124 FAMFDENKKQPEVEKH-FGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330        340       350       360       370     
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.8  bits: 19.2 E():   73 
Smith-Waterman score: 45; 25.7% identity (47.1% similar) in 70 aa overlap (9-75:290-358) 
 
                                     10          20        30       
AAD-12                       RPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
         40        50        60        70         80            
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP-WDFKLPR            
        .. :   . :.:. : ..      :..  :   ::  ::                 
gi|124 FAMFDENKKQPEVEKH-FGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330        340       350       360       370     
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 68.7  bits: 18.9 E():   74 
Smith-Waterman score: 44; 47.4% identity (63.2% similar) in 19 aa overlap (31-46:72-90) 
 
               10        20        30        40           50        
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW---ACQAPRVHAHQWAAG 
                                     :.. ::   :::   ::.:            
gi|144 TISKQVVFLIHGFLSTGNNENFVAMSKALIEKDDFLVISVDWKKGACNAFASTKDALGYS 
              50        60        70        80        90       100  
 
        60        70        80                                      
AAD-12 DVVVWDNRCLLHRAEPWDFKLPR                                      
                                                                    
gi|144 KAVGNTRHVGKFVADFTKLLVEKYKVLISNIRLIGHSLGAHTSGFAGKEVQKLKLGKYKE 
             110       120       130       140       150       160  
 
>>gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ver  (472 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.7  bits: 19.5 E():   74 
Smith-Waterman score: 46; 25.6% identity (51.2% similar) in 43 aa overlap (38-80:415-455) 
 
        10        20        30        40        50        60        
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     ::.  .  : :. . .    ::.  .:    
gi|156 EGQLVVVPQNFAVVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVI--QNSFD 
          390       400       410       420       430         440   
 
        70        80                  
AAD-12 LHRAEPWDFKLPR                  
       . : . :..:  :                  
gi|156 ISREDAWNLKESRSEMTIFAPGSRSQRQRN 
            450       460       470   
 
>>gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen 11S   (472 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.7  bits: 19.5 E():   74 
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Smith-Waterman score: 46; 25.6% identity (51.2% similar) in 43 aa overlap (38-80:415-455) 
 
        10        20        30        40        50        60        
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     ::.  .  : :. . .    ::.  .:    
gi|110 EGQLVVVPQNFAVVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVI--QNSFD 
          390       400       410       420       430         440   
 
        70        80                  
AAD-12 LHRAEPWDFKLPR                  
       . : . :..:  :                  
gi|110 ISREDAWNLKESRSEMTIFAPGSRSQRQRN 
            450       460       470   
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 68.7  bits: 15.6 E():   74 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (25-42:8-25) 
 
               10        20        30        40        50        60 
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                               :.. :  ....:..   :                   
gi|751                  IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA            
                                10        20        30              
 
               70        80 
AAD-12 VWDNRCLLHRAEPWDFKLPR 
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 18.5 E():   77 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (40-53:29-42) 
 
      10        20        30        40        50        60          
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH 
                                     :.:  : :  . ::                 
gi|170   MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQT 
                 10        20        30        40        50         
 
      70        80                                                  
AAD-12 RAEPWDFKLPR                                                  
                                                                    
gi|170 FPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQ 
       60        70        80        90       100       110         
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.4  bits: 19.2 E():   77 
Smith-Waterman score: 47; 23.1% identity (59.0% similar) in 39 aa overlap (40-75:120-158) 
 
      10        20        30        40           50        60       
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC---QAPRVHAHQWAAGDVVVWDNRC 
                                     :::     .. .:... .. ::....:    
gi|855 FFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGT 
      90       100       110       120       130       140          
 
         70        80                                               
AAD-12 LLHRAEPWDFKLPR                                               
        .  : : .                                                    
gi|855 YVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAG 
     150       160       170       180       190       200          
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.4  bits: 18.9 E():   77 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (9-52:254-299) 
 
                                     10          20        30       
AAD-12                       RPLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
         40        50        60        70        80 
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR 
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        .. :   . :.:. :                             
gi|261 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFS            
           290       300       310                  
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 68.4  bits: 19.2 E():   77 
Smith-Waterman score: 45; 26.8% identity (48.8% similar) in 41 aa overlap (34-68:172-212) 
 
            10        20        30        40        50              
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW------AAG 
                                     .  :: .  : .:   : :.       .:: 
gi|625 RGANVEITCGGLTIHNVCNVIIHNIHIHDIKVTEGGIIKATDAKPGHRHKSDGDGICVAG 
             150       160       170       180       190       200  
 
        60        70        80                                      
AAD-12 DVVVWDNRCLLHRAEPWDFKLPR                                      
       .  .: ..: :                                                  
gi|625 SSKIWIDHCTLSHGPDGLIDVTLGSTAVTISNCKFSHHQKILLLGADNSHVDDKKMHVTV 
             210       220       230       240       250       260  
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (66-77:27-38) 
 
          40        50        60        70        80                
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR                
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (66-77:27-38) 
 
          40        50        60        70        80                
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR                
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (66-77:27-38) 
 
          40        50        60        70        80                
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR                
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (66-77:27-38) 
 
          40        50        60        70        80                
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR                
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
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>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.4  bits: 17.6 E():   77 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (66-77:27-38) 
 
          40        50        60        70        80                
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR                
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 68.1  bits: 15.6 E():   80 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (25-42:8-25) 
 
               10        20        30        40        50        60 
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                               :.. :  ....:..   :                   
gi|751                  IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK         
                                10        20        30              
 
               70        80 
AAD-12 VWDNRCLLHRAEPWDFKLPR 
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.0  bits: 19.5 E():   80 
Smith-Waterman score: 46; 22.4% identity (57.1% similar) in 49 aa overlap (10-54:15-63) 
 
                    10        20        30        40            50  
AAD-12      RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV----DWACQAPRVHA 
                     :. : :. . :  : : ..:...... .. .    : . :   ..  
gi|601 MRGALAGLSLATLATASPVLVNSIHNDAAPIISASNAKEIADNYMIKFKDHVTQNLAAEH 
               10        20        30        40        50        60 
 
              60        70        80                                
AAD-12 HQWAAGDVVVWDNRCLLHRAEPWDFKLPR                                
       : :                                                          
gi|601 HGWVQDLHEKTQVAKTELRKRSQSPMVDDIFNGLKHTYNIAGGLMGYAGHFDEDVIEQIR 
               70        80        90       100       110       120 
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 67.9  bits: 17.6 E():   82 
Smith-Waterman score: 40; 25.7% identity (60.0% similar) in 35 aa overlap (14-47:100-134) 
 
                                10        20         30        40   
AAD-12                  RPLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|105 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
             50        60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR 
       .  .:                                  
gi|105 GYWVPSSNS                              
     130                                      
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 67.7  bits: 21.1 E():   84 
Smith-Waterman score: 58; 26.1% identity (67.4% similar) in 46 aa overlap (36-77:1159-1202) 
 
          10        20        30        40            50        60  
AAD-12 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ-AP---RVHAHQWAAGDVVV 
                                     .::..:.  . .:   ..:::  . :.    
gi|203 ESNKGTPIELQYKVSGKDRSKRAAEMNAEDVEGVIDYKNSGSPIDSKMHAHLKVKGNNYG 
     1130      1140      1150      1160      1170      1180         
 
              70        80                                          
AAD-12 WDNRCLLHRAEPWDFKLPR                                          
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       .:..  :...:: ...                                             
gi|203 YDSE--LKQTEPQQYEGKMTLSKNDKKIFITHKTEMTKPTSTFLLKTDADVSYSESDMKK 
     1190        1200      1210      1220      1230      1240       
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 17.6 E():   84 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (64-72:40-48) 
 
            40        50        60        70        80              
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR              
                                     . :..::.:                      
gi|212 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|212 LTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 17.6 E():   84 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (64-72:40-48) 
 
            40        50        60        70        80              
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR              
                                     . :..::.:                      
gi|158 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|158 LAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 17.6 E():   84 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (64-72:40-48) 
 
            40        50        60        70        80              
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR              
                                     . :..::.:                      
gi|170 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|170 LAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 67.5  bits: 20.8 E():   86 
Smith-Waterman score: 50; 44.4% identity (63.0% similar) in 27 aa overlap (13-38:636-662) 
 
                                 10         20        30        40  
AAD-12                   RPLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVD 
                                     :: : : : : .:::  . ..:  :.:    
gi|278 SRGPSGPPGPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIG 
         610       620       630       640       650       660      
 
              50        60        70        80                      
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR                      
                                                                    
gi|278 SPGRDGARGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAG 
         670       680       690       700       710       720      
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.5  bits: 17.9 E():   86 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (19-35:17-30) 
 
               10        20        30        40        50        60 
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                         ::   .:..:    :::                          
gi|212   VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFS 
                 10        20           30        40        50      
 
               70        80                                         
AAD-12 VWDNRCLLHRAEPWDFKLPR                                         
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gi|212 YDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYENYAIVE 
          60        70        80        90       100       110      
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.5  bits: 19.2 E():   86 
Smith-Waterman score: 45; 38.9% identity (72.2% similar) in 18 aa overlap (18-35:241-258) 
 
                            10        20        30        40        
AAD-12              RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                     :  .... :::.: :: .             
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDQTYDLNFKE 
              220       230       240       250       260       270 
 
        50        60        70        80                            
AAD-12 RVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR                            
                                                                    
gi|144 ENNNGSQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.5  bits: 17.9 E():   86 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (19-35:18-31) 
 
               10        20        30        40        50        60 
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                         ::   .:..:    :::                          
gi|144  AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFS 
                10        20           30        40        50       
 
               70        80                                         
AAD-12 VWDNRCLLHRAEPWDFKLPR                                         
                                                                    
gi|144 YDDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYDNYAIVE 
         60        70        80        90       100       110       
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.5  bits: 17.9 E():   86 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (19-35:18-31) 
 
               10        20        30        40        50        60 
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                         ::   .:..:    :::                          
gi|116  AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFS 
                10        20           30        40        50       
 
               70        80                                         
AAD-12 VWDNRCLLHRAEPWDFKLPR                                         
                                                                    
gi|116 YDDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYENYAIVE 
         60        70        80        90       100       110       
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.9 E():   88 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (42-65:70-93) 
 
              20        30        40        50        60        70  
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|283 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
      40        50        60        70        80        90          
 
              80                                                    
AAD-12 EPWDFKLPR                                                    
                                                                    
gi|283 CGPVGAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
     100       110       120       130       140       150          
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.2  bits: 17.9 E():   90 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (19-35:27-40) 
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                       10        20        30        40        50   
AAD-12         RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                 ::   .:..:    :::                  
gi|194 MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEALTQY 
               10        20        30           40        50        
 
             60        70        80                                 
AAD-12 QWAAGDVVVWDNRCLLHRAEPWDFKLPR                                 
                                                                    
gi|194 KCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDY 
        60        70        80        90       100       110        
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.2  bits: 17.6 E():   90 
Smith-Waterman score: 40; 53.8% identity (76.9% similar) in 13 aa overlap (12-24:38-49) 
 
                                  10        20        30        40  
AAD-12                    RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 
                                     .:.:  : ::::.                  
gi|160 LNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKPGLH-GFHAHALGDTTNGCMSTGPHFNPV 
        10        20        30        40         50        60       
 
              50        60        70        80                      
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR                      
                                                                    
gi|160 GKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLG 
         70        80        90       100       110       120       
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.9  bits: 18.6 E():   92 
Smith-Waterman score: 43; 26.9% identity (65.4% similar) in 26 aa overlap (55-79:14-39) 
 
           30        40        50        60        70         80    
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK-LPR    
                                     :.. ..  ..::.    .::. . ::     
gi|217                  MKTFLVFALLAVAATSAIAQMETRCIPGLERPWQQQPLPPQQT 
                                10        20        30        40    
 
gi|217 FPQQPLFSQQQQQQLFPQQPSFSQQQPPFWQQQPPFSQQQPILPQQPPFSQQQQLVLPQQ 
            50        60        70        80        90       100    
 
>>gi|1093120|prf||2103117A allergen Dac g II              (196 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.9  bits: 17.9 E():   92 
Smith-Waterman score: 41; 18.9% identity (45.9% similar) in 37 aa overlap (44-80:141-177) 
 
            20        30        40        50        60        70    
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP 
                                     :    .  :.  . :   .:.  ....    
gi|109 VFQFLILSCQGRIVNNCEVLICVMRRGNAMCLIASISMHHILTLDRFFFDGLEIIYKIFK 
              120       130       140       150       160       170 
 
            80                    
AAD-12 WDFKLPR                    
         :. ::                    
gi|109 MMFQKPRTRTCIEKDFPRRSSSSIPT 
              180       190       
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 66.9  bits: 15.0 E():   92 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (8-18:10-20) 
 
                 10        20        30        40        50         
AAD-12   RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 
                :.:  :..: :                                         
gi|147 AKITFTNNXPNTVWPGILTGFGQKPQ                                   
               10        20                                         
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 66.7  bits: 18.9 E():   95 
Smith-Waterman score: 44; 40.9% identity (59.1% similar) in 22 aa overlap (58-79:92-111) 
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        30        40        50        60        70        80        
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR        
                                     :.: . ::  :: .  ::  .:         
gi|258 QGEEFHKIVFTVEGLQEFGNFVQFLEDHGLDAVGYINR--LHSVFGWDPYVPSSKRKHTR 
              70        80        90         100       110          
 
gi|258 RGVGVDGLIDDIIAILPIDDLKALFQEKLETSPDFKAFYDAVRSPEFQSIVQTLNAMPEY 
     120       130       140       150       160       170          
 
>>gi|111120424|gb|ABH06346.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (55-72:109-126) 
 
           30        40        50        60        70        80 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR 
                                     :.::... : . : .:..         
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE      
       80        90       100       110       120               
 
>>gi|111120432|gb|ABH06350.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (55-72:109-126) 
 
           30        40        50        60        70        80 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR 
                                     :.::... : . : .:..         
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE      
       80        90       100       110       120               
 
>>gi|111494253|gb|ABH06347.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (55-72:109-126) 
 
           30        40        50        60        70        80 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR 
                                     :.::... : . : .:..         
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE      
       80        90       100       110       120               
 
>>gi|111120428|gb|ABH06348.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (55-72:109-126) 
 
           30        40        50        60        70        80 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR 
                                     :.::... : . : .:..         
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE      
       80        90       100       110       120               
 
>>gi|111120420|gb|ABH06344.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (55-72:109-126) 
 
           30        40        50        60        70        80 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPR 
                                     :.::... : . : .:..         
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE      
       80        90       100       110       120               
 
>>gi|69552|pir||MEHB2 melittin, minor - honeybee          (27 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 66.7  bits: 15.0 E():   96 
Smith-Waterman score: 32; 30.8% identity (61.5% similar) in 13 aa overlap (36-48:13-25) 
 
          10        20        30        40        50        60      
AAD-12 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  .  :                  
gi|695                   GIGAVLKVLTTGLPALISWISRKKRQQ                
                                 10        20                       
 
          70        80 
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AAD-12 CLLHRAEPWDFKLPR 
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 17.9 E():   96 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (42-65:87-110) 
 
              20        30        40        50        60        70  
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|123 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
              80                                                    
AAD-12 EPWDFKLPR                                                    
                                                                    
gi|123 CGPVGAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 17.9 E():   96 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (42-65:87-110) 
 
              20        30        40        50        60        70  
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|158 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
              80                                                    
AAD-12 EPWDFKLPR                                                    
                                                                    
gi|158 CGPVGAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-termi  (34 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.6  bits: 15.3 E():   96 
Smith-Waterman score: 33; 25.0% identity (58.3% similar) in 24 aa overlap (25-48:8-31) 
 
               10        20        30        40        50        60 
AAD-12 RPLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                               : . :.   ..::. . .  . ::             
gi|691                  AIGDKPGPKITATYXXKWLEAKATFYGSNPRGAA          
                                10        20        30              
 
               70        80 
AAD-12 VWDNRCLLHRAEPWDFKLPR 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:03:03 2011 done: Fri Jan 21 00:03:03 2011 
 Total Scan time:  0.060 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 196  - 275 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
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  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     2     8:=* 
  34     8    22:==   * 
  36    22    44:======    * 
  38    43    73:===========       * 
  40    69   102:==================       * 
  42    92   125:=======================        * 
  44   106   138:===========================       * 
  46   204   140:==================================*================ 
  48   189   134:=================================*============== 
  50   108   122:===========================   * 
  52   144   108:==========================*========= 
  54   109    92:======================*===== 
  56    85    77:===================*== 
  58    58    63:===============* 
  60    35    51:=========   * 
  62    41    41:==========* 
  64    21    33:======  * 
  66    26    26:======* 
  68    30    20:====*=== 
  70    15    16:===* 
  72     5    12:==* 
  74     9    10:==* 
  76    11     8:=*= 
  78    14     6:=*== 
  80    17     5:=*=== 
  82     8     3:*= 
  84     6     3:*= 
  86     1     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     3     1:*         :*== 
  94     1     1:*         :* 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     1     0:=         *= 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     1     0:=         *= 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.49260.00315; mu= 6.9720 0.167 
 mean_var=36.784111.152, 0's: 2 Z-trim: 4  B-trim: 15 in 1/43 
 Lambda= 0.211468 
 Kolmogorov-Smirnov  statistic: 0.1151 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   73 27.7    0.23 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   64 24.9    0.57 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   66 25.6       1 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   56 22.5     2.4 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   56 22.5     3.2 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   56 22.5     3.2 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   53 21.5     3.6 
gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Se ( 608)   61 24.1       4 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   54 21.9     6.4 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   54 21.9     6.5 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   54 21.9     6.5 
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gi|3336842|emb|CAA76847.1| bovine serum albumin [B ( 607)   57 22.9     9.4 
gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Se ( 607)   57 22.9     9.4 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   50 20.6     9.4 
gi|212279|gb|AAA48944.1| lysozyme protein [Gallus  (  24)   42 18.1      10 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   50 20.6      11 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   50 20.6      11 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   53 21.6      11 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   56 22.6      12 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   55 22.3      14 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   53 21.6      14 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   48 20.0      14 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   48 20.0      14 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   48 20.0      14 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   48 20.0      14 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   48 20.0      14 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   48 20.0      15 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   52 21.3      16 
gi|34495280|gb|AAQ73487.1| type 2 allergen Lep d 2 ( 140)   48 20.0      16 
gi|34495274|gb|AAQ73484.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|33772588|gb|AAQ54603.1| Gly d 2.03 [Glycyphagus ( 141)   48 20.0      16 
gi|34495282|gb|AAQ73488.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495284|gb|AAQ73489.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495290|gb|AAQ73492.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495288|gb|AAQ73491.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495278|gb|AAQ73486.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   48 20.0      16 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   48 20.0      16 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   48 20.0      16 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   53 21.6      16 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   47 19.7      18 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   47 19.7      18 
gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Sc ( 129)   47 19.7      18 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   53 21.6      18 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   47 19.7      19 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   47 19.7      19 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   47 19.7      20 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   47 19.7      20 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   47 19.7      20 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   47 19.7      20 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   47 19.7      20 
gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Gl ( 162)   47 19.7      22 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 16.2      23 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   46 19.4      24 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   47 19.7      24 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   50 20.7      24 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   50 20.7      24 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   49 20.4      24 
gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen ( 367)   50 20.7      25 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   53 21.7      26 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   46 19.4      26 
gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   46 19.4      26 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   47 19.8      28 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   47 19.8      29 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   43 18.5      31 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   50 20.7      31 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 21.4      32 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   52 21.4      32 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   52 21.4      32 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 18.5      35 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   46 19.5      37 
gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen ( 367)   48 20.1      39 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   48 20.1      39 
gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen ( 367)   48 20.1      39 
gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen ( 367)   48 20.1      39 
gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen ( 367)   48 20.1      39 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   42 18.2      44 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   42 18.2      44 
gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspe ( 438)   48 20.1      45 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 16.3      48 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   47 19.8      51 
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gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 16.3      52 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   47 19.8      54 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   42 18.2      55 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.2      57 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   40 17.6      58 
gi|8843917|gb|AAF80164.1| pollen major allergen 1- ( 367)   46 19.5      58 
gi|8843921|gb|AAF80166.1| pollen major allergen 1- ( 367)   46 19.5      58 
gi|19069497|emb|CAC37790.2| putative allergen Cup  ( 367)   46 19.5      58 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.2      60 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.2      60 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   45 19.2      60 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   46 19.5      61 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   46 19.5      63 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 19.8      63 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   47 19.8      65 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   41 17.9      65 
gi|3182907|sp|O02380.1|ALL2_TYRPU RecName: Full=Mi ( 141)   41 17.9      68 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   45 19.2      68 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.2      71 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.2      71 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 15.7      72 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   45 19.2      73 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   45 19.2      73 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   45 19.2      73 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   44 18.9      73 
gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ( 472)   46 19.5      74 
gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen  ( 472)   46 19.5      74 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   43 18.5      76 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   40 17.6      76 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   40 17.6      76 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   40 17.6      76 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   40 17.6      76 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   40 17.6      76 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   44 18.9      77 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.2      77 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.2      77 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 15.7      79 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   46 19.5      80 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   40 17.6      81 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   40 17.6      83 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   40 17.6      83 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   40 17.6      83 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   51 21.1      84 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 17.9      85 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 17.9      86 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 17.9      86 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.2      86 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 20.8      86 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   41 17.9      88 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   40 17.6      89 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 17.9      89 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.0      90 
gi|1093120|prf||2103117A allergen Dac g II         ( 196)   41 17.9      92 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   43 18.6      92 
gi|69552|pir||MEHB2 melittin, minor - honeybee     (  27)   32 15.0      93 
gi|111120432|gb|ABH06350.1| Blo t 21 allergen [Blo ( 129)   39 17.3      94 
gi|111120424|gb|ABH06346.1| Blo t 21 allergen [Blo ( 129)   39 17.3      94 
gi|111120428|gb|ABH06348.1| Blo t 21 allergen [Blo ( 129)   39 17.3      94 
gi|111120420|gb|ABH06344.1| Blo t 21 allergen [Blo ( 129)   39 17.3      94 
gi|111494253|gb|ABH06347.1| Blo t 21 allergen [Blo ( 129)   39 17.3      94 
gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-t (  34)   33 15.3      94 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   44 18.9      94 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   41 17.9      95 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   41 17.9      95 
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  73 init1:  73 opt:  73  Z-score: 113.8  bits: 27.7 E(): 0.23 
Smith-Waterman score: 73; 35.5% identity (54.8% similar) in 31 aa overlap (26-56:246-276) 
 
                    10        20        30        40        50      
AAD-12      PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
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                                     ::.: :: . .:: :   . :     .: . 
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
 
          60        70        80                                    
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRV                                    
       :                                                            
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 106.9  bits: 24.9 E(): 0.57 
Smith-Waterman score: 64; 32.8% identity (50.8% similar) in 61 aa overlap (6-62:79-133) 
 
                                        10          20          30  
AAD-12                          PLVKVHPETGRPSL--LIGRHA--HAIPGMDAAES 
                                     .::. ::.:  ::   :  :   :.. :.  
gi|121 DLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPEN-RPALKTLIDGLASSHKARGIEKAQF 
       50        60        70        80         90       100        
 
              40        50        60        70        80 
AAD-12 ERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV 
       :.:  .:::.       :  .:      .::                   
gi|121 EEFRASLVDYLS-----HHLDWNDTMKSTWDLALNNMFFYILHALEVAQ 
       110            120       130       140       150  
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  66 init1:  66 opt:  66  Z-score: 102.2  bits: 25.6 E():    1 
Smith-Waterman score: 66; 32.3% identity (54.8% similar) in 31 aa overlap (26-56:247-277) 
 
                    10        20        30        40        50      
AAD-12      PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:  :   . :.    .: . 
gi|232 APDIKTPKEALDLIMDAIDKAGYKGKVGIAMDVASSEFYKDGKYDLDFKNPESDPSKWLS 
        220       230       240       250       260       270       
 
          60        70        80                                    
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRV                                    
       :                                                            
gi|232 GPQLADLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKT 
        280       290       300       310       320       330       
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 95.7  bits: 22.5 E():  2.4 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (37-53:68-86) 
 
         10        20        30        40          50        60     
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|219 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
           70        80   
AAD-12 CLLHRAEPWDFKLPRV   
                          
gi|219 SFDSDRSGLLLKQKVSDE 
       100       110      
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 93.4  bits: 22.5 E():  3.2 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (37-53:68-86) 
 
         10        20        30        40          50        60     
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|184 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
           70        80                                             
AAD-12 CLLHRAEPWDFKLPRV                                             
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gi|184 SFDSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 93.4  bits: 22.5 E():  3.2 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (37-53:68-86) 
 
         10        20        30        40          50        60     
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|456 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNF 
        40        50        60        70        80        90        
 
           70        80                                             
AAD-12 CLLHRAEPWDFKLPRV                                             
                                                                    
gi|456 SFGSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 92.5  bits: 21.5 E():  3.6 
Smith-Waterman score: 53; 30.8% identity (43.6% similar) in 39 aa overlap (40-78:29-63) 
 
      10        20        30        40        50        60          
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 
                                     :  :::   : .. : ..   :: : .    
gi|323   QAGGQTCAGNICCSQYGYCGTTADYCSPDNNCQATY-HYYNPAQNN---WDLRAVSAY 
                 10        20        30         40           50     
 
      70        80                           
AAD-12 AEPWDFKLPRV                           
          ::   :                             
gi|323 CSTWDADKPYSWRYGWTAFCGPAGPRCLRTNAAVTVR 
           60        70        80        90  
 
>>gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Serum   (608 aa) 
 initn:  43 init1:  43 opt:  61  Z-score: 91.6  bits: 24.1 E():    4 
Smith-Waterman score: 61; 26.1% identity (53.6% similar) in 69 aa overlap (8-72:424-492) 
 
                                      10        20           30     
AAD-12                        PLVKVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :. :... .: ...   .:  :  
gi|135 YAHVFDEFKPLVEEPHNLVKTNCELFEKLGEYGFQNALLVRYTKKVPQVSTPTLVEVSRS 
           400       410       420       430       440       450    
 
           40        50        60         70        80              
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRV              
       :  . .  :  :...  . :   . :  :: :.::.  :                      
gi|135 LGKVGSKCCTHPEAERLSCAEDYLSVVLNRLCVLHEKTPVSERVTKCCTESLVNRRPCFS 
           460       470       480       490       500       510    
 
gi|135 ALQVDETYVPKEFSAETFTFHADLCTLPEAEKQIKKQSALVELLKHKPKATEEQLKTVMG 
           520       530       540       550       560       570    
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 88.0  bits: 21.9 E():  6.4 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (57-71:122-138) 
 
         30        40        50        60          70        80     
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRV     
                                     : :..::.:::  :..:              
gi|162 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
gi|162 RKELAAVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200         
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 87.9  bits: 21.9 E():  6.5 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (57-71:122-138) 
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         30        40        50        60          70        80     
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRV     
                                     : :..::.:::  :..:              
gi|124 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
gi|124 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 87.9  bits: 21.9 E():  6.5 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (57-71:122-138) 
 
         30        40        50        60          70        80     
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRV     
                                     : :..::.:::  :..:              
gi|209 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
gi|209 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|3336842|emb|CAA76847.1| bovine serum albumin [Bos t  (607 aa) 
 initn:  38 init1:  38 opt:  57  Z-score: 85.0  bits: 22.9 E():  9.4 
Smith-Waterman score: 57; 23.7% identity (50.0% similar) in 76 aa overlap (8-79:423-498) 
 
                                      10        20           30     
AAD-12                        PLVKVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :: :... .: ...   .:  :  
gi|333 YSTVFDKLKHLVDEPQNLIKQNCDQFEKLGEYGFQNALIVRYTRKVPQVSTPTLVEVSRS 
            400       410       420       430       440       450   
 
           40        50        60         70        80              
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRV              
       :  .    :  :. .    .   . .  :: :.::.  : . :. .               
gi|333 LGKVGTRCCTKPESERMPCTEDYLSLILNRLCVLHEKTPVSEKVTKCCTESLVNRRPCFS 
            460       470       480       490       500       510   
 
gi|333 ALTPDETYVPKAFDEKLFTFHADICTLPDTEKQIKKQTALVELLKHKPKATEEQLKTVME 
            520       530       540       550       560       570   
 
>>gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Serum   (607 aa) 
 initn:  38 init1:  38 opt:  57  Z-score: 85.0  bits: 22.9 E():  9.4 
Smith-Waterman score: 57; 23.7% identity (50.0% similar) in 76 aa overlap (8-79:423-498) 
 
                                      10        20           30     
AAD-12                        PLVKVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :: :... .: ...   .:  :  
gi|135 YSTVFDKLKHLVDEPQNLIKQNCDQFEKLGEYGFQNALIVRYTRKVPQVSTPTLVEVSRS 
            400       410       420       430       440       450   
 
           40        50        60         70        80              
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRV              
       :  .    :  :. .    .   . .  :: :.::.  : . :. .               
gi|135 LGKVGTRCCTKPESERMPCTEDYLSLILNRLCVLHEKTPVSEKVTKCCTESLVNRRPCFS 
            460       470       480       490       500       510   
 
gi|135 ALTPDETYVPKAFDEKLFTFHADICTLPDTEKQIKKQTALVELLKHKPKATEEQLKTVME 
            520       530       540       550       560       570   
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 85.0  bits: 20.6 E():  9.4 
Smith-Waterman score: 50; 50.0% identity (90.0% similar) in 10 aa overlap (63-72:24-33) 
 
             40        50        60        70        80             
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV             
                                     : :..::..:                     
gi|484        GKMNFTDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVL 
                      10        20        30        40        50    
 
gi|484 TAIIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGE 
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            60        70        80        90       100       110    
 
>>gi|212279|gb|AAA48944.1| lysozyme protein [Gallus gall  (24 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 84.2  bits: 18.1 E():   10 
Smith-Waterman score: 42; 33.3% identity (53.3% similar) in 15 aa overlap (59-73:5-19) 
 
       30        40        50        60        70        80 
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV 
                                     :.: : :    .. :        
gi|212                           MNAWVAWRNSCKGTDVQAWIRGCR   
                                         10        20       
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.0  bits: 20.6 E():   11 
Smith-Waterman score: 50; 33.3% identity (100.0% similar) in 12 aa overlap (65-76:44-55) 
 
           40        50        60        70        80               
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV               
                                     :..::..:....                   
gi|558 AVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.0  bits: 20.6 E():   11 
Smith-Waterman score: 50; 40.0% identity (60.0% similar) in 15 aa overlap (59-73:127-141) 
 
       30        40        50        60        70        80 
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV 
                                     :.: :::    .. :        
gi|126 PCSALLSSDITASVNCAKKIVSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL  
        100       110       120       130       140         
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.9  bits: 21.6 E():   11 
Smith-Waterman score: 53; 43.8% identity (62.5% similar) in 16 aa overlap (37-52:27-42) 
 
         10        20        30        40        50        60       
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     : :.:  : : .. ::               
gi|170     MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQ 
                   10        20        30        40        50       
 
         70        80                                               
AAD-12 LHRAEPWDFKLPRV                                               
                                                                    
gi|170 QTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQP 
         60        70        80        90       100       110       
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 83.4  bits: 22.6 E():   12 
Smith-Waterman score: 56; 26.1% identity (50.7% similar) in 69 aa overlap (8-72:424-492) 
 
                                      10        20           30     
AAD-12                        PLVKVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :. :...  : ...   .:  :  
gi|668 YAKVLDEFKPLVDEPQNLVKTNCELFEKLGEYGFQNALLVRYTKKAPQVSTPTLVEVSRK 
           400       410       420       430       440       450    
 
           40        50        60         70        80              
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRV              
       :  .    :. :. .  . :   . :  :: :.::.  :                      
gi|668 LGKVGTKCCKKPESERMSCAEDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFS 
           460       470       480       490       500       510    
 
gi|668 GLEVDETYVPKEFNAETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMG 
           520       530       540       550       560       570    
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
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 initn:  43 init1:  43 opt:  55  Z-score: 82.0  bits: 22.3 E():   14 
Smith-Waterman score: 55; 26.1% identity (50.7% similar) in 69 aa overlap (8-72:401-469) 
 
                                      10        20           30     
AAD-12                        PLVKVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :. :...  : ...   .:  :  
gi|331 YAKVLDEFKPLVDEPQNLVKTNCELFEKLGEYGFQNALLVRYTKKAPQVSTPTLVEVSRK 
              380       390       400       410       420       430 
 
           40        50        60         70        80              
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRV              
       :  .    :. :. .  . :   . :  :: :.::.  :                      
gi|331 LGKVGTKCCKKPESERMSCADDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFS 
              440       450       460       470       480       490 
 
gi|331 GLEVDETYVPKEFNAETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMG 
              500       510       520       530       540       550 
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  53  Z-score: 82.0  bits: 21.6 E():   14 
Smith-Waterman score: 53; 27.0% identity (55.6% similar) in 63 aa overlap (4-63:119-178) 
 
                                          10        20         30   
AAD-12                            PLVKVHPETGRPSLLIGRHAHAI-PGMDAAESE 
                                     .::  .: : :..   .:.:  :..    . 
gi|908 LWIIFSKNLNIKLNMPLYIAGNKTIDGRGAEVHIGNGGPCLFMRTVSHVILHGLNIHGCN 
       90       100       110       120       130       140         
 
               40        50        60        70        80           
AAD-12 RFLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV           
         . :  :.. :  .  :::..   ::...  :                            
gi|908 TSVSGNVLISEASGVVPVHAQD---GDAITMRNVTDVWIDHNSLSDSSDGLVDVTLASTG 
      150       160       170          180       190       200      
 
gi|908 VTISNNHFFNHHKVMLLGHSDIYSDDKSMKVTVAFNQFGPNAGQRMPRARYGLIHVANNN 
         210       220       230       240       250       260      
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.9  bits: 20.0 E():   14 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (64-76:76-88) 
 
            40        50        60        70        80              
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV              
                                     .: .....: :::                  
gi|484 TTKATIKVLAKVAGTPIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILPKVKAEVT 
          50        60        70        80        90       100      
 
gi|484 AELVGDHGVLACGRFGRQVE 
         110       120      
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.6  bits: 20.0 E():   14 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (65-76:27-38) 
 
           40        50        60        70        80               
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV               
                                     :..::..:....                   
gi|157     SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|157 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
         60        70        80        90       100       110       
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.6  bits: 20.0 E():   14 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (65-76:27-38) 
 
           40        50        60        70        80               
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV               
                                     :..::..:....                   
gi|760     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKA 
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                   10        20        30        40        50       
 
gi|760 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.6  bits: 20.0 E():   14 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (65-76:27-38) 
 
           40        50        60        70        80               
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV               
                                     :..::..:....                   
gi|214     SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|214 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
         60        70        80        90       100       110       
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.6  bits: 20.0 E():   14 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (65-76:27-38) 
 
           40        50        60        70        80               
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV               
                                     :..::..:....                   
gi|256     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKA 
                   10        20        30        40        50       
 
gi|256 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNGV 
         60        70        80        90       100       110       
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.6  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (65-76:28-39) 
 
           40        50        60        70        80               
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV               
                                     :..::..:....                   
gi|110    RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNSKTAKIEIKA 
                  10        20        30        40        50        
 
gi|110 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNGV 
        60        70        80        90       100       110        
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.0  bits: 21.3 E():   16 
Smith-Waterman score: 52; 28.1% identity (59.4% similar) in 32 aa overlap (26-57:66-97) 
 
                    10        20        30        40        50      
AAD-12      PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     .:. . . : :: .. .   ::.  ::..  
gi|729 STLSLVTKADGKIDMTVDLISPVTKRASLKIDSKKYNLFHEGELSASIVNPRLSWHQYTK 
          40        50        60        70        80        90      
 
          60        70        80                                    
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRV                                    
        :                                                           
gi|729 RDSREYKSDVELSLRSSDIALKITMPDYNSKIHYSRQGDQINMDIDGTLIEGHAQGTIRE 
         100       110       120       130       140       150      
 
>>gi|34495280|gb|AAQ73487.1| type 2 allergen Lep d 2.024  (140 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (64-76:91-103) 
 
            40        50        60        70        80              
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV              
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
               70        80        90       100       110       120 
 
gi|344 AELIGDHGILACGTVNGQVE 
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              130       140 
 
>>gi|34495274|gb|AAQ73484.1| type 2 allergen Lep d 2.013  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (64-76:92-104) 
 
            40        50        60        70        80              
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV              
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|33772588|gb|AAQ54603.1| Gly d 2.03 [Glycyphagus dom  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (64-76:92-104) 
 
            40        50        60        70        80              
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV              
                                     .: .....: :::                  
gi|337 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|337 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495282|gb|AAQ73488.1| type 2 allergen Lep d 2.025  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (64-76:92-104) 
 
            40        50        60        70        80              
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV              
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495284|gb|AAQ73489.1| type 2 allergen Lep d 2.031  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (64-76:92-104) 
 
            40        50        60        70        80              
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV              
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495290|gb|AAQ73492.1| type 2 allergen Lep d 2.042  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (64-76:92-104) 
 
            40        50        60        70        80              
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV              
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVVGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGTVE 
             130       140  
 
>>gi|34495288|gb|AAQ73491.1| type 2 allergen Lep d 2.039  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (64-76:92-104) 
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            40        50        60        70        80              
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV              
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495278|gb|AAQ73486.1| type 2 allergen Lep d 2.023  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (64-76:92-104) 
 
            40        50        60        70        80              
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV              
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2.035  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (64-76:92-104) 
 
            40        50        60        70        80              
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV              
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 20.0 E():   16 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (65-76:43-54) 
 
           40        50        60        70        80               
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV               
                                     :..::..:....                   
gi|164 AVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEANQNRKTAKIEIKA 
             20        30        40        50        60        70   
 
gi|164 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
             80        90       100       110       120       130   
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.7  bits: 20.0 E():   16 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (65-76:44-55) 
 
           40        50        60        70        80               
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV               
                                     :..::..:....                   
gi|996 AVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNTKNAKIEIKA 
            20        30        40        50        60        70    
 
gi|996 SIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
            80        90       100       110       120       130    
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.7  bits: 20.0 E():   16 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (65-76:44-55) 
 
           40        50        60        70        80               
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV               
                                     :..::..:....                   
gi|135 AVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
            20        30        40        50        60        70    
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gi|135 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
            80        90       100       110       120       130    
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 80.7  bits: 21.6 E():   16 
Smith-Waterman score: 53; 27.3% identity (54.5% similar) in 44 aa overlap (17-59:241-284) 
 
                             10        20        30         40      
AAD-12               PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERF-LEGLVDWACQA 
                                     :  .... :::.: :: .  .   :   .  
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDKTYDLNFKE 
              220       230       240       250       260       270 
 
          50        60        70        80                          
AAD-12 PRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV                          
          .. :  .:::.                                               
gi|144 ENNNGSQKISGDVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.0  bits: 19.7 E():   18 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (65-76:27-38) 
 
           40        50        60        70        80               
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV               
                                     :..::..:. ..                   
gi|760     DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|760 NINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
         60        70        80        90       100       110       
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.0  bits: 19.7 E():   18 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (65-76:27-38) 
 
           40        50        60        70        80               
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV               
                                     :..::..:. ..                   
gi|179     DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|179 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENVVVTVKLVGDNGV 
         60        70        80        90       100       110       
 
>>gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Schist  (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.0  bits: 19.7 E():   18 
Smith-Waterman score: 47; 50.0% identity (80.0% similar) in 10 aa overlap (61-70:6-15) 
 
               40        50        60        70        80           
AAD-12 SERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV           
                                     :::.:. . :                     
gi|298                          MSADSWDNHCVTYVANNKCLKNLCMTAIDGSHLGT 
                                        10        20        30      
 
gi|298 SNPDFRIPPELILQLKSILDGGLDTSIFFMGEKYIVLQHDSSCLVSRCGKKSLIFYATGK 
          40        50        60        70        80        90      
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 79.9  bits: 21.6 E():   18 
Smith-Waterman score: 53; 27.0% identity (56.8% similar) in 37 aa overlap (25-60:441-477) 
 
                     10        20        30         40        50    
AAD-12       PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG-LVDWACQAPRVHAHQW 
                                     :. :.    .. : :.:  : .  .:. .  
gi|505 YQIAFSRGNRAFIAINLQKNQQNLQQKLHTGLPAGTYCDIISGNLIDNKCTGKSIHVDKN 
              420       430       440       450       460       470 
 
            60        70        80 
AAD-12 AAGDVVVWDNRCLLHRAEPWDFKLPRV 
       . .:: :                     
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gi|505 GQADVYVGHDEFDAFVAYHIGARIVS  
              480       490        
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.5  bits: 19.7 E():   19 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (65-76:36-47) 
 
           40        50        60        70        80               
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV               
                                     :..::..:. ..                   
gi|217 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
          10        20        30        40        50        60      
 
gi|217 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
          70        80        90       100       110       120      
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.3  bits: 19.7 E():   19 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (65-76:40-51) 
 
           40        50        60        70        80               
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV               
                                     :..::..:. ..                   
gi|546 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
      10        20        30        40        50        60          
 
gi|546 SLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
      70        80        90       100       110       120          
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.1  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (65-76:44-55) 
 
           40        50        60        70        80               
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV               
                                     :..::..:. ..                   
gi|864 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|864 NIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.1  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (65-76:44-55) 
 
           40        50        60        70        80               
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV               
                                     :..::..:. ..                   
gi|558 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.1  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (65-76:44-55) 
 
           40        50        60        70        80               
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV               
                                     :..::..:. ..                   
gi|256 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|256 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.1  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (65-76:44-55) 
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           40        50        60        70        80               
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV               
                                     :..::..:. ..                   
gi|558 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.1  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (65-76:44-55) 
 
           40        50        60        70        80               
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV               
                                     :..::..:. ..                   
gi|218 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|218 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Globin  (162 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 78.3  bits: 19.7 E():   22 
Smith-Waterman score: 47; 25.0% identity (63.6% similar) in 44 aa overlap (21-63:111-148) 
 
                         10        20        30        40        50 
AAD-12           PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                     :   :..::.  .:  .::..      ..: 
gi|121 VSFFTEVISLSGNQANLSAVYALVSKLGVDHKARGISAAQFGEFRTALVSY------LQA 
               90       100       110       120       130           
 
                60        70        80 
AAD-12 H-QWAAGDVVVWDNRCLLHRAEPWDFKLPRV 
       : .:. . ...:..                  
gi|121 HVSWGDNVAAAWNHALDNTYAVALKSLE    
          140       150       160      
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 77.8  bits: 16.2 E():   23 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (19-24:8-13) 
 
               10        20        30        40        50        60 
AAD-12 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
                         ::: .:                                     
gi|131            GPVGGVVHAHMMPLL                                   
                          10                                        
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 77.7  bits: 19.4 E():   24 
Smith-Waterman score: 46; 26.8% identity (58.5% similar) in 41 aa overlap (13-51:100-140) 
 
                                 10        20         30        40  
AAD-12                   PLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
               50        60        70        80 
AAD-12 A-CQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV 
       . : . . : :                              
gi|100 GYCGSHHHHHH                              
     130       140                              
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.7  bits: 19.7 E():   24 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (65-76:73-84) 
 
           40        50        60        70        80               
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV               
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                                     :..::..:. ..                   
gi|156 KHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
             50        60        70        80        90       100   
 
gi|156 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            110       120       130       140       150       160   
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 77.6  bits: 20.7 E():   24 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (5-63:99-157) 
 
                                         10        20         30    
AAD-12                           PLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
              40        50        60        70        80            
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV            
        . :  ::. .  .  :::..   ::...  :                             
gi|908 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
      130       140          150       160       170       180      
 
gi|908 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
         190       200       210       220       230       240      
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 77.6  bits: 20.7 E():   24 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (5-63:100-158) 
 
                                         10        20         30    
AAD-12                           PLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
              40        50        60        70        80            
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV            
        . :  ::. .  .  :::..   ::...  :                             
gi|118 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     130       140       150          160       170       180       
 
gi|118 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        190       200       210       220       230       240       
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 49; 43.8% identity (56.2% similar) in 16 aa overlap (37-52:8-23) 
 
         10        20        30        40        50        60       
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     : :.:  : :  . ::               
gi|106                        NIQVDPSGQVQWPQQQPFPQPHQPFSQQPQQTFPQPQ 
                                      10        20        30        
 
         70        80                                               
AAD-12 LHRAEPWDFKLPRV                                               
                                                                    
gi|106 QTFPHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQP 
        40        50        60        70        80        90        
 
>>gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 77.2  bits: 20.7 E():   25 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (5-63:120-178) 
 
                                         10        20         30    
AAD-12                           PLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHSCNT 
      90       100       110       120       130       140          
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              40        50        60        70        80            
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV            
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLPDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 77.1  bits: 21.7 E():   26 
Smith-Waterman score: 53; 30.4% identity (73.9% similar) in 23 aa overlap (41-63:618-639) 
 
               20        30        40        50        60        70 
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     : :. :.. : .:.. ..:: ..        
gi|581 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVVHNDFDFRLSV 
       590       600       610       620        630       640       
 
               80                                                   
AAD-12 EPWDFKLPRV                                                   
                                                                    
gi|581 AEGVGLFNVLQEKGVPSRFLNFPDETHWVTKPENSLVWHQQVLGWVNKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 77.0  bits: 19.4 E():   26 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (16-58:1-44) 
 
               10        20        30         40        50          
AAD-12 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQAPRVHAHQWAAGDVV 
                      .: ..:..   ... .:... :.: :     :..    . . ::  
gi|166                MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVK 
                              10        20        30        40      
 
      60        70        80                                        
AAD-12 VWDNRCLLHRAEPWDFKLPRV                                        
                                                                    
gi|166 GDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVV 
          50        60        70        80        90       100      
 
>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 77.0  bits: 19.4 E():   26 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (16-58:1-44) 
 
               10        20        30         40        50          
AAD-12 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQAPRVHAHQWAAGDVV 
                      .: ..:..   ... .:... :.: :     :..    . . ::  
gi|215                MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVK 
                              10        20        30        40      
 
      60        70        80                                        
AAD-12 VWDNRCLLHRAEPWDFKLPRV                                        
                                                                    
gi|215 GDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVV 
          50        60        70        80        90       100      
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.4  bits: 19.8 E():   28 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (20-57:156-194) 
 
                          10        20        30        40          
AAD-12            PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|833 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
         130       140       150       160       170       180      
 
       50        60        70        80 
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV 
       .. .:: ..                        
gi|833 NVINWAEAENRYIAGDKGGHPFMKL        
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         190       200       210        
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.0  bits: 19.8 E():   29 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (20-57:167-205) 
 
                          10        20        30        40          
AAD-12            PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|164 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
        140       150       160       170       180       190       
 
       50        60        70        80 
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV 
       .. .:: ..                        
gi|164 NVINWAEAENRYIAGDKGGHPFMKL        
        200       210       220         
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.6  bits: 18.5 E():   31 
Smith-Waterman score: 43; 30.4% identity (60.9% similar) in 23 aa overlap (53-75:53-75) 
 
             30        40        50        60        70        80   
AAD-12 IPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV   
                                     :: . :.. ..  : :: .  :.        
gi|387 SINGNAPAEIDLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVD 
             30        40        50        60        70        80   
 
gi|387 CASQHGCHGDTIPR 
             90       
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 75.6  bits: 20.7 E():   31 
Smith-Waterman score: 50; 28.3% identity (43.4% similar) in 53 aa overlap (43-79:25-77) 
 
             20        30        40        50              60       
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ------WAAGDVVVWDN--- 
                                     ::  :. : .      . :: : .::     
gi|259       LSVCFLILFHGCLASRQEWQQQDECQIDRLDALEPDNRVEYEAGTVEAWDPNHE 
                     10        20        30        40        50     
 
                   70        80                                     
AAD-12 --RC-----LLHRAEPWDFKLPRV                                     
         ::     . :  .:  . ::.                                      
gi|259 QFRCAGVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQ 
           60        70        80        90       100       110     
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 75.4  bits: 21.4 E():   32 
Smith-Waterman score: 52; 26.1% identity (73.9% similar) in 23 aa overlap (41-63:618-639) 
 
               20        30        40        50        60        70 
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     : :. :.. : .:.. ..:. ..        
gi|219 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVIHNDFDFRLSV 
       590       600       610       620        630       640       
 
               80                                                   
AAD-12 EPWDFKLPRV                                                   
                                                                    
gi|219 AEGVGLFNVLQEKGIPSRFLNFPDETHWVTKPENSLVWHQQVLGWINKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 75.4  bits: 21.4 E():   32 
Smith-Waterman score: 52; 26.1% identity (73.9% similar) in 23 aa overlap (41-63:618-639) 
 
               20        30        40        50        60        70 
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     : :. :.. : .:.. ..:. ..        
gi|238 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVIHNDFDFRLSV 
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       590       600       610       620        630       640       
 
               80                                                   
AAD-12 EPWDFKLPRV                                                   
                                                                    
gi|238 AEGVGLFNVLQEKGIPSRFLNFPDETHWVTKPENSLVWHQQVLGWINKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 75.4  bits: 21.4 E():   32 
Smith-Waterman score: 52; 26.1% identity (73.9% similar) in 23 aa overlap (41-63:618-639) 
 
               20        30        40        50        60        70 
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     : :. :.. : .:.. ..:. ..        
gi|238 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVIHNDSDFRLSV 
       590       600       610       620        630       640       
 
               80                                                   
AAD-12 EPWDFKLPRV                                                   
                                                                    
gi|238 AEGVGLFNVLQEKGIPSRFLNFPDETHWVTKPENSLVWHQQVLGWINKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.7  bits: 18.5 E():   35 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (25-37:5-17) 
 
               10        20        30        40        50        60 
AAD-12 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
                               :.:::: .  :.:                        
gi|208                     MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACGLAKKSA 
                                   10        20        30        40 
 
               70        80                                         
AAD-12 WDNRCLLHRAEPWDFKLPRV                                         
                                                                    
gi|208 EEVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAGDVDGDGKIGIE 
               50        60        70        80        90       100 
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.1  bits: 19.5 E():   37 
Smith-Waterman score: 46; 22.9% identity (60.4% similar) in 48 aa overlap (24-71:115-162) 
 
                      10        20        30        40        50    
AAD-12        PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. : ... . :     : ..:.  :..  
gi|383 GSEASANPKDKPAEEEEEEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSL 
           90       100       110       120       130       140     
 
            60        70        80                                  
AAD-12 AAGDVVVWDNRCLLHRAEPWDFKLPRV                                  
       .. .:  ::..  :.. :                                           
gi|383 VTLEVKPWDDETNLEELEANVRAIEMDGLVWGASKFVAVGFGIKKLQINLVVEDEKVSTD 
          150       160       170       180       190       200     
 
>>gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 73.9  bits: 20.1 E():   39 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (5-63:120-178) 
 
                                         10        20         30    
AAD-12                           PLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
              40        50        60        70        80            
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV            
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
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gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 73.9  bits: 20.1 E():   39 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (5-63:120-178) 
 
                                         10        20         30    
AAD-12                           PLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|151 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
              40        50        60        70        80            
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV            
        . :  ::. .  .  :::..   ::...  :                             
gi|151 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|151 TISNNHFFNHHKVMLLGHDDTYDNDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 73.9  bits: 20.1 E():   39 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (5-63:120-178) 
 
                                         10        20         30    
AAD-12                           PLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
              40        50        60        70        80            
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV            
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGNVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 73.9  bits: 20.1 E():   39 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (5-63:120-178) 
 
                                         10        20         30    
AAD-12                           PLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLEMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
              40        50        60        70        80            
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV            
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 73.9  bits: 20.1 E():   39 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (5-63:120-178) 
 
                                         10        20         30    
AAD-12                           PLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
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              40        50        60        70        80            
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV            
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGNVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.8  bits: 18.2 E():   44 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (19-56:20-57) 
 
                10        20        30        40        50          
AAD-12  PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                          ::  . . : :. :    :..:   .:  :   .  ::    
gi|730 MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGS 
               10        20        30        40        50        60 
 
      60        70        80                                
AAD-12 VWDNRCLLHRAEPWDFKLPRV                                
                                                            
gi|730 VFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
               70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.8  bits: 18.2 E():   44 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (19-56:20-57) 
 
                10        20        30        40        50          
AAD-12  PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                          ::  . . : :. :    :..:   .:  :   .  ::    
gi|191 MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGS 
               10        20        30        40        50        60 
 
      60        70        80                                
AAD-12 VWDNRCLLHRAEPWDFKLPRV                                
                                                            
gi|191 VFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
               70        80        90       100       110   
 
>>gi|13925873|gb|AAK49451.1|AF284645_1 enolase [Aspergil  (438 aa) 
 initn:  41 init1:  41 opt:  48  Z-score: 72.6  bits: 20.1 E():   45 
Smith-Waterman score: 48; 20.9% identity (55.2% similar) in 67 aa overlap (1-67:2-63) 
 
                10        20        30        40        50          
AAD-12  PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
        :. :.: .    :.  .:   ..  .:.:    . ...:  . .. . .::.   :: . 
gi|139 MPISKIHAR----SVYDSRGNPTVE-VDVATETGLHRAIVPSGASTGQHEAHELRDGDKT 
                   10        20         30        40        50      
 
      60        70        80                                        
AAD-12 VWDNRCLLHRAEPWDFKLPRV                                        
        : .. .:                                                     
gi|139 QWGGKGVLKAVKNVNETIGPALIKENIDVKDQSKVDEFLNKLDGTANKSNLGANAILGVS 
          60        70        80        90       100       110      
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 72.2  bits: 16.3 E():   48 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (24-41:8-25) 
 
               10        20        30        40        50        60 
AAD-12 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
                              :.. :. ....:..   :                    
gi|751                 IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA             
                               10        20        30               
 
               70        80 
AAD-12 WDNRCLLHRAEPWDFKLPRV 
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
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 initn:  47 init1:  47 opt:  47  Z-score: 71.7  bits: 19.8 E():   51 
Smith-Waterman score: 47; 37.5% identity (68.8% similar) in 16 aa overlap (55-70:202-217) 
 
           30        40        50        60        70        80     
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV     
                                     ::.  .: ..: : .:               
gi|113 DIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWIDHCSLSKASDGLLDITLGSSHV 
             180       190       200       210       220       230  
 
gi|113 TVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQRMPRCRFGFFQVVNNNY 
             240       250       260       270       280       290  
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 71.5  bits: 16.3 E():   52 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (24-41:8-25) 
 
               10        20        30        40        50        60 
AAD-12 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
                              :.. :. ....:..   :                    
gi|751                 IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK          
                               10        20        30               
 
               70        80 
AAD-12 WDNRCLLHRAEPWDFKLPRV 
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 71.3  bits: 19.8 E():   54 
Smith-Waterman score: 47; 30.0% identity (66.7% similar) in 30 aa overlap (49-77:129-158) 
 
       20        30        40        50        60         70        
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEPWDFKL 
                                     ...:: ::.  : ..: . . : .:  .:. 
gi|114 DPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKI 
      100       110       120       130       140       150         
 
        80                                                          
AAD-12 PRV                                                          
                                                                    
gi|114 DYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEK 
      160       170       180       190       200       210         
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.1  bits: 18.2 E():   55 
Smith-Waterman score: 42; 24.4% identity (56.1% similar) in 41 aa overlap (13-52:100-140) 
 
                                 10        20         30        40  
AAD-12                   PLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
              50        60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV 
       .  .   : :.                             
gi|100 GYYVGSHHHHHH                            
     130       140                             
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 70.8  bits: 18.2 E():   57 
Smith-Waterman score: 42; 27.8% identity (66.7% similar) in 36 aa overlap (20-55:28-62) 
 
                       10        20        30        40        50   
AAD-12         PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                  :.: :...: : ... .:  : .    ... .: 
gi|157 MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQA-EFRQLANGAPDKTEAEIEAQIEQ 
               10        20        30         40        50          
 
             60        70        80                                 
AAD-12 WAAGDVVVWDNRCLLHRAEPWDFKLPRV                                 
       :.:                                                          
gi|157 WVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPAAKAADARLSAIASNRALKV 
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      60        70        80        90       100       110          
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.6  bits: 17.6 E():   58 
Smith-Waterman score: 40; 30.0% identity (50.0% similar) in 30 aa overlap (12-41:13-42) 
 
                10        20        30        40        50          
AAD-12  PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                   :. :.    .. ::   :: :   .:  .:                   
gi|144 VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKKGNLWEVKSSKPL 
               10        20        30        40        50        60 
 
      60        70        80                
AAD-12 VWDNRCLLHRAEPWDFKLPRV                
                                            
gi|144 TGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
               70        80        90       
 
>>gi|8843917|gb|AAF80164.1| pollen major allergen 1-2 [J  (367 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 70.6  bits: 19.5 E():   58 
Smith-Waterman score: 46; 27.4% identity (54.8% similar) in 62 aa overlap (5-63:120-178) 
 
                                         10        20         30    
AAD-12                           PLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
              40        50        60        70        80            
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV            
        . :  ::. .  .  :::..   ::...  :                             
gi|884 SVLGDVLVSESIGVVPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|884 TIFNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8843921|gb|AAF80166.1| pollen major allergen 1-1 [J  (367 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 70.6  bits: 19.5 E():   58 
Smith-Waterman score: 46; 27.4% identity (54.8% similar) in 62 aa overlap (5-63:120-178) 
 
                                         10        20         30    
AAD-12                           PLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
              40        50        60        70        80            
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV            
        . :  ::. .  .  :::..   ::...  :                             
gi|884 SVLGDVLVSESIGVVPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|884 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|19069497|emb|CAC37790.2| putative allergen Cup a 1   (367 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 70.6  bits: 19.5 E():   58 
Smith-Waterman score: 46; 27.4% identity (53.2% similar) in 62 aa overlap (5-63:120-178) 
 
                                         10        20         30    
AAD-12                           PLVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :..   .:.:  :.     .  
gi|190 WIIFSQNMNIKLQMPLYVAGYKTIDGRGADVHLGNGGPCLFMRTASHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
              40        50        60        70        80            
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV            
        . :  ::. .  .  :::..   ::...  :                             
gi|190 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
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gi|190 TISNNHFFNHHKVMLLGHDDTYDDDISMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (16-39:1-24) 
 
               10        20        30        40        50        60 
AAD-12 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
                      .: ..:..   ... .:... :.:                      
gi|892                MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVEVK 
                              10        20        30        40      
 
               70        80                                         
AAD-12 WDNRCLLHRAEPWDFKLPRV                                         
                                                                    
gi|892 GDGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVV 
          50        60        70        80        90       100      
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (16-39:1-24) 
 
               10        20        30        40        50        60 
AAD-12 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
                      .: ..:..   ... .:... :.:                      
gi|215                MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAATGAYKSVEVK 
                              10        20        30        40      
 
               70        80                                         
AAD-12 WDNRCLLHRAEPWDFKLPRV                                         
                                                                    
gi|215 GDGGAGTVRIITLPEGSPITTMTVRTDAVNKEALSYDSTVIDGDILLGFIESIETHMVVV 
          50        60        70        80        90       100      
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 70.4  bits: 19.2 E():   60 
Smith-Waterman score: 47; 23.1% identity (59.0% similar) in 39 aa overlap (39-74:130-168) 
 
       10        20        30        40           50        60      
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC---QAPRVHAHQWAAGDVVVWDNRC 
                                     :::     .. .:... .. ::....:    
gi|287 FFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGT 
     100       110       120       130       140       150          
 
          70        80                                              
AAD-12 LLHRAEPWDFKLPRV                                              
        .  : : .                                                    
gi|287 YVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAG 
     160       170       180       190       200       210          
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.3  bits: 19.5 E():   61 
Smith-Waterman score: 46; 28.0% identity (52.0% similar) in 25 aa overlap (46-70:351-375) 
 
          20        30        40        50        60        70      
AAD-12 IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF 
                                     :   .. :  ::: . .   .. ::      
gi|118 INGVQYPLSPSAYILQDDDSCTSGFEGMDVPTSSGELWILGDVFIRQYYTVFDRANNKVG 
              330       340       350       360       370       380 
 
          80 
AAD-12 KLPRV 
             
gi|118 LAPVA 
             
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 70.0  bits: 19.5 E():   63 
Smith-Waterman score: 46; 24.4% identity (48.9% similar) in 45 aa overlap (33-70:173-216) 
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             10        20        30        40        50             
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV--- 
                                     : : :    .  .: .  :: . ::..    
gi|113 RGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQ-SDGDAIHVT 
            150       160       170       180       190        200  
 
          60        70        80                                    
AAD-12 ----VWDNRCLLHRAEPWDFKLPRV                                    
           .: ..: : ..                                              
gi|113 GSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDLKMHVT 
             210       220       230       240       250       260  
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.0  bits: 19.8 E():   63 
Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (10-32:344-366) 
 
                                    10        20        30          
AAD-12                      PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
           320       330       340       350       360       370    
 
      40        50        60        70        80                    
AAD-12 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV                    
                                                                    
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 69.8  bits: 19.8 E():   65 
Smith-Waterman score: 47; 30.0% identity (66.7% similar) in 30 aa overlap (49-77:159-188) 
 
       20        30        40        50        60         70        
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEPWDFKL 
                                     ...:: ::.  : ..: . . : .:  .:. 
gi|476 DPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKI 
      130       140       150       160       170       180         
 
        80                                                          
AAD-12 PRV                                                          
                                                                    
gi|476 DYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEK 
      190       200       210       220       230       240         
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 69.7  bits: 17.9 E():   65 
Smith-Waterman score: 41; 45.5% identity (90.9% similar) in 11 aa overlap (66-76:111-121) 
 
          40        50        60        70        80            
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV            
                                     .:::.. .::.                
gi|144 GFVGRTYFTVLHTQCFRLDYPIVKCKVKSTILHRSKCYDFETFAPKKYQWFDVLQY 
               90       100       110       120       130       
 
>>gi|3182907|sp|O02380.1|ALL2_TYRPU RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 41; 37.5% identity (100.0% similar) in 8 aa overlap (65-72:41-48) 
 
           40        50        60        70        80               
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV               
                                     :..:...:                       
gi|318 AVAAAGQVKFTDCGKKEIASVAVDGCEGDLCVIHKSKPVHVIAEFTANQDTCKIEVKVTG 
               20        30        40        50        60        70 
 
gi|318 QLNGLEVPIPGIETDGCKVLKCPLKKGTKYTMNYSVNVPSVVPNIKTVVKLLATGEHGVL 
               80        90       100       110       120       130 
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.4  bits: 19.2 E():   68 
Smith-Waterman score: 45; 28.6% identity (51.4% similar) in 35 aa overlap (19-53:258-291) 
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                           10        20        30        40         
AAD-12             PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     :...:    .  : :  .  : :. :  :. 
gi|510 IGENIIGHLLIVFDGGKSQPACSWYDVPCSHSESIVYATGMVSGRCQHLAVPWTAQQ-RI 
       230       240       250       260       270       280        
 
       50        60        70        80                             
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV                             
       .  ::                                                        
gi|510 NPIQWKFWRVFTSNIPAYPTSDTTNCVVLNTNVFKNDNTFEGEYHAFPDCARNLFKCRQQ 
        290       300       310       320       330       340       
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.0  bits: 19.2 E():   71 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (9-25:225-240) 
 
                                     10        20        30         
AAD-12                       PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
       40        50        60        70        80                   
AAD-12 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV                   
                                                                    
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.0  bits: 19.2 E():   71 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (9-25:225-240) 
 
                                     10        20        30         
AAD-12                       PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
       40        50        60        70        80                   
AAD-12 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV                   
                                                                    
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 68.9  bits: 15.7 E():   72 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (24-41:8-25) 
 
               10        20        30        40        50        60 
AAD-12 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
                              :.. :  ....:..   :                    
gi|751                 IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA             
                               10        20        30               
 
               70        80 
AAD-12 WDNRCLLHRAEPWDFKLPRV 
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.8  bits: 19.2 E():   73 
Smith-Waterman score: 45; 25.7% identity (47.1% similar) in 70 aa overlap (8-74:290-358) 
 
                                      10          20        30      
AAD-12                        PLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
          40        50        60        70         80           
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP-WDFKLPRV           
        .. :   . :.:. : ..      :..  :   ::  ::                 
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gi|268 FAMFDENKKQPEVEKH-FGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330        340       350       360       370     
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.8  bits: 19.2 E():   73 
Smith-Waterman score: 45; 25.7% identity (47.1% similar) in 70 aa overlap (8-74:290-358) 
 
                                      10          20        30      
AAD-12                        PLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
          40        50        60        70         80           
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP-WDFKLPRV           
        .. :   . :.:. : ..      :..  :   ::  ::                 
gi|124 FAMFDENKKQPEVEKH-FGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330        340       350       360       370     
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.8  bits: 19.2 E():   73 
Smith-Waterman score: 45; 25.7% identity (47.1% similar) in 70 aa overlap (8-74:290-358) 
 
                                      10          20        30      
AAD-12                        PLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
          40        50        60        70         80           
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP-WDFKLPRV           
        .. :   . :.:. : ..      :..  :   ::  ::                 
gi|124 FAMFDENKKQPEVEKH-FGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330        340       350       360       370     
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 68.8  bits: 18.9 E():   73 
Smith-Waterman score: 44; 47.4% identity (63.2% similar) in 19 aa overlap (30-45:72-90) 
 
                10        20        30        40           50       
AAD-12  PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW---ACQAPRVHAHQWAAG 
                                     :.. ::   :::   ::.:            
gi|144 TISKQVVFLIHGFLSTGNNENFVAMSKALIEKDDFLVISVDWKKGACNAFASTKDALGYS 
              50        60        70        80        90       100  
 
         60        70        80                                     
AAD-12 DVVVWDNRCLLHRAEPWDFKLPRV                                     
                                                                    
gi|144 KAVGNTRHVGKFVADFTKLLVEKYKVLISNIRLIGHSLGAHTSGFAGKEVQKLKLGKYKE 
             110       120       130       140       150       160  
 
>>gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ver  (472 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.7  bits: 19.5 E():   74 
Smith-Waterman score: 46; 25.6% identity (51.2% similar) in 43 aa overlap (37-79:415-455) 
 
         10        20        30        40        50        60       
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     ::.  .  : :. . .    ::.  .:    
gi|156 EGQLVVVPQNFAVVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVI--QNSFD 
          390       400       410       420       430         440   
 
         70        80                 
AAD-12 LHRAEPWDFKLPRV                 
       . : . :..:  :                  
gi|156 ISREDAWNLKESRSEMTIFAPGSRSQRQRN 
            450       460       470   
 
>>gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen 11S   (472 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.7  bits: 19.5 E():   74 
Smith-Waterman score: 46; 25.6% identity (51.2% similar) in 43 aa overlap (37-79:415-455) 
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         10        20        30        40        50        60       
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     ::.  .  : :. . .    ::.  .:    
gi|110 EGQLVVVPQNFAVVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVI--QNSFD 
          390       400       410       420       430         440   
 
         70        80                 
AAD-12 LHRAEPWDFKLPRV                 
       . : . :..:  :                  
gi|110 ISREDAWNLKESRSEMTIFAPGSRSQRQRN 
            450       460       470   
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 18.5 E():   76 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (39-52:29-42) 
 
       10        20        30        40        50        60         
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH 
                                     :.:  : :  . ::                 
gi|170   MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQT 
                 10        20        30        40        50         
 
       70        80                                                 
AAD-12 RAEPWDFKLPRV                                                 
                                                                    
gi|170 FPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQ 
       60        70        80        90       100       110         
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (65-76:27-38) 
 
           40        50        60        70        80               
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV               
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (65-76:27-38) 
 
           40        50        60        70        80               
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV               
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (65-76:27-38) 
 
           40        50        60        70        80               
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV               
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (65-76:27-38) 
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           40        50        60        70        80               
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV               
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (65-76:27-38) 
 
           40        50        60        70        80               
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV               
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.4  bits: 18.9 E():   77 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (8-51:254-299) 
 
                                      10          20        30      
AAD-12                        PLVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
          40        50        60        70        80 
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV 
        .. :   . :.:. :                              
gi|261 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFS             
           290       300       310                   
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.4  bits: 19.2 E():   77 
Smith-Waterman score: 47; 23.1% identity (59.0% similar) in 39 aa overlap (39-74:120-158) 
 
       10        20        30        40           50        60      
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC---QAPRVHAHQWAAGDVVVWDNRC 
                                     :::     .. .:... .. ::....:    
gi|855 FFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGT 
      90       100       110       120       130       140          
 
          70        80                                              
AAD-12 LLHRAEPWDFKLPRV                                              
        .  : : .                                                    
gi|855 YVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAG 
     150       160       170       180       190       200          
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 68.4  bits: 19.2 E():   77 
Smith-Waterman score: 45; 26.8% identity (48.8% similar) in 41 aa overlap (33-67:172-212) 
 
             10        20        30        40        50             
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW------AAG 
                                     .  :: .  : .:   : :.       .:: 
gi|625 RGANVEITCGGLTIHNVCNVIIHNIHIHDIKVTEGGIIKATDAKPGHRHKSDGDGICVAG 
             150       160       170       180       190       200  
 
         60        70        80                                     
AAD-12 DVVVWDNRCLLHRAEPWDFKLPRV                                     
       .  .: ..: :                                                  
gi|625 SSKIWIDHCTLSHGPDGLIDVTLGSTAVTISNCKFSHHQKILLLGADNSHVDDKKMHVTV 
             210       220       230       240       250       260  
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
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 initn:  34 init1:  34 opt:  34  Z-score: 68.2  bits: 15.7 E():   79 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (24-41:8-25) 
 
               10        20        30        40        50        60 
AAD-12 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
                              :.. :  ....:..   :                    
gi|751                 IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK          
                               10        20        30               
 
               70        80 
AAD-12 WDNRCLLHRAEPWDFKLPRV 
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.1  bits: 19.5 E():   80 
Smith-Waterman score: 46; 22.4% identity (57.1% similar) in 49 aa overlap (9-53:15-63) 
 
                     10        20        30            40        50 
AAD-12       PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV----DWACQAPRVHA 
                     :. : :. . :  : : ..:...... .. .    : . :   ..  
gi|601 MRGALAGLSLATLATASPVLVNSIHNDAAPIISASNAKEIADNYMIKFKDHVTQNLAAEH 
               10        20        30        40        50        60 
 
               60        70        80                               
AAD-12 HQWAAGDVVVWDNRCLLHRAEPWDFKLPRV                               
       : :                                                          
gi|601 HGWVQDLHEKTQVAKTELRKRSQSPMVDDIFNGLKHTYNIAGGLMGYAGHFDEDVIEQIR 
               70        80        90       100       110       120 
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 68.0  bits: 17.6 E():   81 
Smith-Waterman score: 40; 25.7% identity (60.0% similar) in 35 aa overlap (13-46:100-134) 
 
                                 10        20         30        40  
AAD-12                   PLVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|105 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
              50        60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV 
       .  .:                                   
gi|105 GYWVPSSNS                               
     130                                       
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.6 E():   83 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (63-71:40-48) 
 
             40        50        60        70        80             
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV             
                                     . :..::.:                      
gi|170 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|170 LAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.6 E():   83 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (63-71:40-48) 
 
             40        50        60        70        80             
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV             
                                     . :..::.:                      
gi|212 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|212 LTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
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 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.6 E():   83 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (63-71:40-48) 
 
             40        50        60        70        80             
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV             
                                     . :..::.:                      
gi|158 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|158 LAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 67.7  bits: 21.1 E():   84 
Smith-Waterman score: 58; 26.1% identity (67.4% similar) in 46 aa overlap (35-76:1159-1202) 
 
           10        20        30        40            50        60 
AAD-12 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ-AP---RVHAHQWAAGDVVV 
                                     .::..:.  . .:   ..:::  . :.    
gi|203 ESNKGTPIELQYKVSGKDRSKRAAEMNAEDVEGVIDYKNSGSPIDSKMHAHLKVKGNNYG 
     1130      1140      1150      1160      1170      1180         
 
               70        80                                         
AAD-12 WDNRCLLHRAEPWDFKLPRV                                         
       .:..  :...:: ...                                             
gi|203 YDSE--LKQTEPQQYEGKMTLSKNDKKIFITHKTEMTKPTSTFLLKTDADVSYSESDMKK 
     1190        1200      1210      1220      1230      1240       
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.6  bits: 17.9 E():   85 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (18-34:17-30) 
 
               10        20        30        40        50        60 
AAD-12 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
                        ::   .:..:    :::                           
gi|212  VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFSY 
                10        20           30        40        50       
 
               70        80                                         
AAD-12 WDNRCLLHRAEPWDFKLPRV                                         
                                                                    
gi|212 DDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYENYAIVEG 
         60        70        80        90       100       110       
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.6  bits: 17.9 E():   86 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (18-34:18-31) 
 
               10        20        30        40        50        60 
AAD-12 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
                        ::   .:..:    :::                           
gi|116 AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFSY 
               10        20           30        40        50        
 
               70        80                                         
AAD-12 WDNRCLLHRAEPWDFKLPRV                                         
                                                                    
gi|116 DDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYENYAIVEG 
        60        70        80        90       100       110        
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.6  bits: 17.9 E():   86 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (18-34:18-31) 
 
               10        20        30        40        50        60 
AAD-12 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
                        ::   .:..:    :::                           
gi|144 AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFSY 
               10        20           30        40        50        
 
               70        80                                         
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AAD-12 WDNRCLLHRAEPWDFKLPRV                                         
                                                                    
gi|144 DDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYDNYAIVEG 
        60        70        80        90       100       110        
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.5  bits: 19.2 E():   86 
Smith-Waterman score: 45; 38.9% identity (72.2% similar) in 18 aa overlap (17-34:241-258) 
 
                             10        20        30        40       
AAD-12               PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                     :  .... :::.: :: .             
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDQTYDLNFKE 
              220       230       240       250       260       270 
 
         50        60        70        80                           
AAD-12 RVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV                           
                                                                    
gi|144 ENNNGSQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 67.5  bits: 20.8 E():   86 
Smith-Waterman score: 50; 44.4% identity (63.0% similar) in 27 aa overlap (12-37:636-662) 
 
                                  10         20        30        40 
AAD-12                    PLVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVD 
                                     :: : : : : .:::  . ..:  :.:    
gi|278 SRGPSGPPGPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIG 
         610       620       630       640       650       660      
 
               50        60        70        80                     
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV                     
                                                                    
gi|278 SPGRDGARGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAG 
         670       680       690       700       710       720      
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.9 E():   88 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (41-64:70-93) 
 
               20        30        40        50        60        70 
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|283 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
      40        50        60        70        80        90          
 
               80                                                   
AAD-12 EPWDFKLPRV                                                   
                                                                    
gi|283 CGPVGAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
     100       110       120       130       140       150          
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  39 init1:  39 opt:  40  Z-score: 67.2  bits: 17.6 E():   89 
Smith-Waterman score: 40; 53.8% identity (76.9% similar) in 13 aa overlap (11-23:38-49) 
 
                                   10        20        30        40 
AAD-12                     PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 
                                     .:.:  : ::::.                  
gi|160 LNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKPGLH-GFHAHALGDTTNGCMSTGPHFNPV 
        10        20        30        40         50        60       
 
               50        60        70        80                     
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV                     
                                                                    
gi|160 GKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLG 
         70        80        90       100       110       120       
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.2  bits: 17.9 E():   89 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 6895



 

 

Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (18-34:27-40) 
 
                        10        20        30        40        50  
AAD-12          PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                 ::   .:..:    :::                  
gi|194 MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEALTQY 
               10        20        30           40        50        
 
              60        70        80                                
AAD-12 QWAAGDVVVWDNRCLLHRAEPWDFKLPRV                                
                                                                    
gi|194 KCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDY 
        60        70        80        90       100       110        
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.1  bits: 15.0 E():   90 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (7-17:10-20) 
 
                  10        20        30        40        50        
AAD-12    PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 
                :.:  :..: :                                         
gi|147 AKITFTNNXPNTVWPGILTGFGQKPQ                                   
               10        20                                         
 
>>gi|1093120|prf||2103117A allergen Dac g II              (196 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.0  bits: 17.9 E():   92 
Smith-Waterman score: 41; 18.9% identity (45.9% similar) in 37 aa overlap (43-79:141-177) 
 
             20        30        40        50        60        70   
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP 
                                     :    .  :.  . :   .:.  ....    
gi|109 VFQFLILSCQGRIVNNCEVLICVMRRGNAMCLIASISMHHILTLDRFFFDGLEIIYKIFK 
              120       130       140       150       160       170 
 
             80                   
AAD-12 WDFKLPRV                   
         :. ::                    
gi|109 MMFQKPRTRTCIEKDFPRRSSSSIPT 
              180       190       
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.0  bits: 18.6 E():   92 
Smith-Waterman score: 43; 26.9% identity (65.4% similar) in 26 aa overlap (54-78:14-39) 
 
            30        40        50        60        70         80   
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK-LPRV   
                                     :.. ..  ..::.    .::. . ::     
gi|217                  MKTFLVFALLAVAATSAIAQMETRCIPGLERPWQQQPLPPQQT 
                                10        20        30        40    
 
gi|217 FPQQPLFSQQQQQQLFPQQPSFSQQQPPFWQQQPPFSQQQPILPQQPPFSQQQQLVLPQQ 
            50        60        70        80        90       100    
 
>>gi|69552|pir||MEHB2 melittin, minor - honeybee          (27 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 66.9  bits: 15.0 E():   93 
Smith-Waterman score: 32; 30.8% identity (61.5% similar) in 13 aa overlap (35-47:13-25) 
 
           10        20        30        40        50        60     
AAD-12 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  .  :                  
gi|695                   GIGAVLKVLTTGLPALISWISRKKRQQ                
                                 10        20                       
 
           70        80 
AAD-12 CLLHRAEPWDFKLPRV 
 
>>gi|111120432|gb|ABH06350.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (54-71:109-126) 
 
            30        40        50        60        70        80 
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AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV 
                                     :.::... : . : .:..          
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE       
       80        90       100       110       120                
 
>>gi|111120424|gb|ABH06346.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (54-71:109-126) 
 
            30        40        50        60        70        80 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV 
                                     :.::... : . : .:..          
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE       
       80        90       100       110       120                
 
>>gi|111120428|gb|ABH06348.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (54-71:109-126) 
 
            30        40        50        60        70        80 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV 
                                     :.::... : . : .:..          
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE       
       80        90       100       110       120                
 
>>gi|111120420|gb|ABH06344.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (54-71:109-126) 
 
            30        40        50        60        70        80 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV 
                                     :.::... : . : .:..          
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE       
       80        90       100       110       120                
 
>>gi|111494253|gb|ABH06347.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (54-71:109-126) 
 
            30        40        50        60        70        80 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV 
                                     :.::... : . : .:..          
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE       
       80        90       100       110       120                
 
>>gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-termi  (34 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.8  bits: 15.3 E():   94 
Smith-Waterman score: 33; 25.0% identity (58.3% similar) in 24 aa overlap (24-47:8-31) 
 
               10        20        30        40        50        60 
AAD-12 PLVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
                              : . :.   ..::. . .  . ::              
gi|691                 AIGDKPGPKITATYXXKWLEAKATFYGSNPRGAA           
                               10        20        30               
 
               70        80 
AAD-12 WDNRCLLHRAEPWDFKLPRV 
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 66.8  bits: 18.9 E():   94 
Smith-Waterman score: 44; 40.9% identity (59.1% similar) in 22 aa overlap (57-78:92-111) 
 
         30        40        50        60        70        80       
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRV       
                                     :.: . ::  :: .  ::  .:         
gi|258 QGEEFHKIVFTVEGLQEFGNFVQFLEDHGLDAVGYINR--LHSVFGWDPYVPSSKRKHTR 
              70        80        90         100       110          
 
gi|258 RGVGVDGLIDDIIAILPIDDLKALFQEKLETSPDFKAFYDAVRSPEFQSIVQTLNAMPEY 
     120       130       140       150       160       170          
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>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.7  bits: 17.9 E():   95 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (41-64:87-110) 
 
               20        30        40        50        60        70 
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|123 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
               80                                                   
AAD-12 EPWDFKLPRV                                                   
                                                                    
gi|123 CGPVGAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.7  bits: 17.9 E():   95 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (41-64:87-110) 
 
               20        30        40        50        60        70 
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|158 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
               80                                                   
AAD-12 EPWDFKLPRV                                                   
                                                                    
gi|158 CGPVGAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:03:03 2011 done: Fri Jan 21 00:03:04 2011 
 Total Scan time:  0.060 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 197  - 276 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     2     8:=* 
  34    12    22:===  * 
  36    20    44:=====     * 
  38    46    73:============      * 
  40    69   102:==================       * 
  42    86   125:======================         * 
  44   116   138:=============================     * 
  46   187   140:==================================*============ 
  48   192   134:=================================*============== 
  50   123   122:==============================* 
  52   143   108:==========================*========= 
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  54   102    92:======================*=== 
  56    89    77:===================*=== 
  58    51    63:=============  * 
  60    38    51:==========  * 
  62    40    41:==========* 
  64    21    33:======  * 
  66    27    26:======* 
  68    29    20:====*=== 
  70    15    16:===* 
  72     5    12:==* 
  74     8    10:==* 
  76    12     8:=*= 
  78    13     6:=*== 
  80    15     5:=*== 
  82    10     3:*== 
  84     6     3:*= 
  86     1     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     3     1:*         :*== 
  94     0     1:*         :* 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     1     0:=         *= 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     1     0:=         *= 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.52510.00312; mu= 6.8426 0.166 
 mean_var=36.386611.035, 0's: 2 Z-trim: 4  B-trim: 15 in 1/43 
 Lambda= 0.212620 
 Kolmogorov-Smirnov  statistic: 0.1091 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.050 
 
The best scores are:                                      opt bits E(1491) 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   73 27.8    0.23 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   64 25.0    0.55 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   66 25.6       1 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   56 22.5     2.3 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   56 22.5     3.1 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   56 22.5     3.1 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   53 21.6     3.5 
gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Se ( 608)   61 24.1       4 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   54 21.9     6.3 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   54 21.9     6.3 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   54 21.9     6.3 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   50 20.7     9.2 
gi|3336842|emb|CAA76847.1| bovine serum albumin [B ( 607)   57 22.9     9.3 
gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Se ( 607)   57 22.9     9.3 
gi|212279|gb|AAA48944.1| lysozyme protein [Gallus  (  24)   42 18.1      10 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   50 20.7      10 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   50 20.7      11 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   53 21.6      11 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   56 22.6      12 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   53 21.6      14 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   55 22.3      14 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   48 20.0      14 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   48 20.0      14 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   48 20.0      14 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   48 20.0      14 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   48 20.0      14 
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gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   48 20.0      14 
gi|34495280|gb|AAQ73487.1| type 2 allergen Lep d 2 ( 140)   48 20.0      15 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   52 21.3      15 
gi|34495274|gb|AAQ73484.1| type 2 allergen Lep d 2 ( 141)   48 20.0      15 
gi|33772588|gb|AAQ54603.1| Gly d 2.03 [Glycyphagus ( 141)   48 20.0      15 
gi|34495282|gb|AAQ73488.1| type 2 allergen Lep d 2 ( 141)   48 20.0      15 
gi|34495284|gb|AAQ73489.1| type 2 allergen Lep d 2 ( 141)   48 20.0      15 
gi|34495290|gb|AAQ73492.1| type 2 allergen Lep d 2 ( 141)   48 20.0      15 
gi|34495288|gb|AAQ73491.1| type 2 allergen Lep d 2 ( 141)   48 20.0      15 
gi|34495278|gb|AAQ73486.1| type 2 allergen Lep d 2 ( 141)   48 20.0      15 
gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2 ( 141)   48 20.0      15 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   48 20.1      16 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   48 20.1      16 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   48 20.1      16 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   53 21.6      16 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   47 19.7      17 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   47 19.7      17 
gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Sc ( 129)   47 19.7      17 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   47 19.7      19 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   47 19.7      19 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   47 19.7      20 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   47 19.7      20 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   47 19.7      20 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   47 19.7      20 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   47 19.7      20 
gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Gl ( 162)   47 19.8      22 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 16.2      23 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   46 19.4      23 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   47 19.8      23 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   50 20.7      24 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   50 20.7      24 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   49 20.4      24 
gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen ( 367)   50 20.7      25 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   46 19.4      26 
gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   46 19.4      26 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   53 21.7      26 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   47 19.8      28 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   47 19.8      29 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   43 18.5      31 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   50 20.7      31 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   52 21.4      32 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 21.4      32 
gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arth ( 726)   52 21.4      32 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 18.5      35 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   46 19.5      37 
gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen ( 367)   48 20.1      38 
gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen ( 367)   48 20.1      38 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   48 20.1      38 
gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen ( 367)   48 20.1      38 
gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen ( 367)   48 20.1      38 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   49 20.4      41 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   42 18.2      44 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   42 18.2      44 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 16.3      47 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 16.3      51 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   47 19.8      51 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   47 19.8      54 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   42 18.2      54 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.2      57 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   40 17.6      58 
gi|8843917|gb|AAF80164.1| pollen major allergen 1- ( 367)   46 19.5      58 
gi|8843921|gb|AAF80166.1| pollen major allergen 1- ( 367)   46 19.5      58 
gi|19069497|emb|CAC37790.2| putative allergen Cup  ( 367)   46 19.5      58 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.2      59 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.2      59 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   45 19.2      60 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   46 19.5      61 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   46 19.5      63 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 19.8      63 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   41 17.9      65 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   47 19.8      65 
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gi|3182907|sp|O02380.1|ALL2_TYRPU RecName: Full=Mi ( 141)   41 17.9      67 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   45 19.2      68 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 15.7      71 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.2      71 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.2      71 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   45 19.2      73 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   45 19.2      73 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   45 19.2      73 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   44 18.9      73 
gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen  ( 472)   46 19.5      74 
gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ( 472)   46 19.5      74 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   40 17.6      76 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   40 17.6      76 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   40 17.6      76 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   40 17.6      76 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   40 17.6      76 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   43 18.5      76 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   44 18.9      77 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.2      77 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.2      77 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 15.7      77 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   46 19.5      81 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   40 17.6      81 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   40 17.6      83 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   40 17.6      83 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   40 17.6      83 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 17.9      85 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 17.9      85 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 17.9      85 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   51 21.1      85 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.2      86 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 20.8      87 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   41 17.9      87 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   40 17.6      89 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.0      89 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 17.9      89 
gi|1093120|prf||2103117A allergen Dac g II         ( 196)   41 17.9      91 
gi|69552|pir||MEHB2 melittin, minor - honeybee     (  27)   32 15.1      92 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   43 18.6      92 
gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-t (  34)   33 15.4      93 
gi|111120432|gb|ABH06350.1| Blo t 21 allergen [Blo ( 129)   39 17.3      93 
gi|111494253|gb|ABH06347.1| Blo t 21 allergen [Blo ( 129)   39 17.3      93 
gi|111120428|gb|ABH06348.1| Blo t 21 allergen [Blo ( 129)   39 17.3      93 
gi|111120424|gb|ABH06346.1| Blo t 21 allergen [Blo ( 129)   39 17.3      93 
gi|111120420|gb|ABH06344.1| Blo t 21 allergen [Blo ( 129)   39 17.3      93 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   44 18.9      95 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   41 17.9      95 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   41 17.9      95 
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  73 init1:  73 opt:  73  Z-score: 114.0  bits: 27.8 E(): 0.23 
Smith-Waterman score: 73; 35.5% identity (54.8% similar) in 31 aa overlap (25-55:246-276) 
 
                     10        20        30        40        50     
AAD-12       LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:: :   . :     .: . 
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
 
           60        70        80                                   
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRVM                                   
       :                                                            
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 107.1  bits: 25.0 E(): 0.55 
Smith-Waterman score: 64; 32.8% identity (50.8% similar) in 61 aa overlap (5-61:79-133) 
 
                                         10            20        30 
AAD-12                           LVKVHPETGRPSL--LIGRHA--HAIPGMDAAES 
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                                     .::. ::.:  ::   :  :   :.. :.  
gi|121 DLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPEN-RPALKTLIDGLASSHKARGIEKAQF 
       50        60        70        80         90       100        
 
               40        50        60        70        80 
AAD-12 ERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM 
       :.:  .:::.       :  .:      .::                    
gi|121 EEFRASLVDYLS-----HHLDWNDTMKSTWDLALNNMFFYILHALEVAQ  
       110            120       130       140       150   
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  66 init1:  66 opt:  66  Z-score: 102.4  bits: 25.6 E():    1 
Smith-Waterman score: 66; 32.3% identity (54.8% similar) in 31 aa overlap (25-55:247-277) 
 
                     10        20        30        40        50     
AAD-12       LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:  :   . :.    .: . 
gi|232 APDIKTPKEALDLIMDAIDKAGYKGKVGIAMDVASSEFYKDGKYDLDFKNPESDPSKWLS 
        220       230       240       250       260       270       
 
           60        70        80                                   
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRVM                                   
       :                                                            
gi|232 GPQLADLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKT 
        280       290       300       310       320       330       
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 95.9  bits: 22.5 E():  2.3 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (36-52:68-86) 
 
          10        20        30        40          50        60    
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|219 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
            70        80  
AAD-12 CLLHRAEPWDFKLPRVM  
                          
gi|219 SFDSDRSGLLLKQKVSDE 
       100       110      
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 93.6  bits: 22.5 E():  3.1 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (36-52:68-86) 
 
          10        20        30        40          50        60    
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|184 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
            70        80                                            
AAD-12 CLLHRAEPWDFKLPRVM                                            
                                                                    
gi|184 SFDSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 93.6  bits: 22.5 E():  3.1 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (36-52:68-86) 
 
          10        20        30        40          50        60    
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|456 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNF 
        40        50        60        70        80        90        
 
            70        80                                            
AAD-12 CLLHRAEPWDFKLPRVM                                            
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gi|456 SFGSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 92.7  bits: 21.6 E():  3.5 
Smith-Waterman score: 53; 30.8% identity (43.6% similar) in 39 aa overlap (39-77:29-63) 
 
       10        20        30        40        50        60         
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 
                                     :  :::   : .. : ..   :: : .    
gi|323   QAGGQTCAGNICCSQYGYCGTTADYCSPDNNCQATY-HYYNPAQNN---WDLRAVSAY 
                 10        20        30         40           50     
 
       70        80                          
AAD-12 AEPWDFKLPRVM                          
          ::   :                             
gi|323 CSTWDADKPYSWRYGWTAFCGPAGPRCLRTNAAVTVR 
           60        70        80        90  
 
>>gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Serum   (608 aa) 
 initn:  43 init1:  43 opt:  61  Z-score: 91.7  bits: 24.1 E():    4 
Smith-Waterman score: 61; 26.1% identity (53.6% similar) in 69 aa overlap (7-71:424-492) 
 
                                       10        20           30    
AAD-12                         LVKVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :. :... .: ...   .:  :  
gi|135 YAHVFDEFKPLVEEPHNLVKTNCELFEKLGEYGFQNALLVRYTKKVPQVSTPTLVEVSRS 
           400       410       420       430       440       450    
 
            40        50        60         70        80             
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVM             
       :  . .  :  :...  . :   . :  :: :.::.  :                      
gi|135 LGKVGSKCCTHPEAERLSCAEDYLSVVLNRLCVLHEKTPVSERVTKCCTESLVNRRPCFS 
           460       470       480       490       500       510    
 
gi|135 ALQVDETYVPKEFSAETFTFHADLCTLPEAEKQIKKQSALVELLKHKPKATEEQLKTVMG 
           520       530       540       550       560       570    
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 88.1  bits: 21.9 E():  6.3 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (56-70:122-138) 
 
          30        40        50        60          70        80    
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRVM    
                                     : :..::.:::  :..:              
gi|162 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
gi|162 RKELAAVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200         
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 88.1  bits: 21.9 E():  6.3 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (56-70:122-138) 
 
          30        40        50        60          70        80    
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRVM    
                                     : :..::.:::  :..:              
gi|124 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
gi|124 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 88.1  bits: 21.9 E():  6.3 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (56-70:122-138) 
 
          30        40        50        60          70        80    
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRVM    
                                     : :..::.:::  :..:              
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gi|209 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
gi|209 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 85.1  bits: 20.7 E():  9.2 
Smith-Waterman score: 50; 50.0% identity (90.0% similar) in 10 aa overlap (62-71:24-33) 
 
              40        50        60        70        80            
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM            
                                     : :..::..:                     
gi|484        GKMNFTDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVL 
                      10        20        30        40        50    
 
gi|484 TAIIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGE 
            60        70        80        90       100       110    
 
>>gi|3336842|emb|CAA76847.1| bovine serum albumin [Bos t  (607 aa) 
 initn:  38 init1:  38 opt:  57  Z-score: 85.1  bits: 22.9 E():  9.3 
Smith-Waterman score: 57; 23.7% identity (50.0% similar) in 76 aa overlap (7-78:423-498) 
 
                                       10        20           30    
AAD-12                         LVKVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :: :... .: ...   .:  :  
gi|333 YSTVFDKLKHLVDEPQNLIKQNCDQFEKLGEYGFQNALIVRYTRKVPQVSTPTLVEVSRS 
            400       410       420       430       440       450   
 
            40        50        60         70        80             
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVM             
       :  .    :  :. .    .   . .  :: :.::.  : . :. .               
gi|333 LGKVGTRCCTKPESERMPCTEDYLSLILNRLCVLHEKTPVSEKVTKCCTESLVNRRPCFS 
            460       470       480       490       500       510   
 
gi|333 ALTPDETYVPKAFDEKLFTFHADICTLPDTEKQIKKQTALVELLKHKPKATEEQLKTVME 
            520       530       540       550       560       570   
 
>>gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Serum   (607 aa) 
 initn:  38 init1:  38 opt:  57  Z-score: 85.1  bits: 22.9 E():  9.3 
Smith-Waterman score: 57; 23.7% identity (50.0% similar) in 76 aa overlap (7-78:423-498) 
 
                                       10        20           30    
AAD-12                         LVKVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :: :... .: ...   .:  :  
gi|135 YSTVFDKLKHLVDEPQNLIKQNCDQFEKLGEYGFQNALIVRYTRKVPQVSTPTLVEVSRS 
            400       410       420       430       440       450   
 
            40        50        60         70        80             
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVM             
       :  .    :  :. .    .   . .  :: :.::.  : . :. .               
gi|135 LGKVGTRCCTKPESERMPCTEDYLSLILNRLCVLHEKTPVSEKVTKCCTESLVNRRPCFS 
            460       470       480       490       500       510   
 
gi|135 ALTPDETYVPKAFDEKLFTFHADICTLPDTEKQIKKQTALVELLKHKPKATEEQLKTVME 
            520       530       540       550       560       570   
 
>>gi|212279|gb|AAA48944.1| lysozyme protein [Gallus gall  (24 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 84.4  bits: 18.1 E():   10 
Smith-Waterman score: 42; 33.3% identity (53.3% similar) in 15 aa overlap (58-72:5-19) 
 
        30        40        50        60        70        80 
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM 
                                     :.: : :    .. :         
gi|212                           MNAWVAWRNSCKGTDVQAWIRGCR    
                                         10        20        
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.2  bits: 20.7 E():   10 
Smith-Waterman score: 50; 33.3% identity (100.0% similar) in 12 aa overlap (64-75:44-55) 
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            40        50        60        70        80              
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM              
                                     :..::..:....                   
gi|558 AVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.1  bits: 20.7 E():   11 
Smith-Waterman score: 50; 40.0% identity (60.0% similar) in 15 aa overlap (58-72:127-141) 
 
        30        40        50        60        70        80 
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM 
                                     :.: :::    .. :         
gi|126 PCSALLSSDITASVNCAKKIVSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL   
        100       110       120       130       140          
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.0  bits: 21.6 E():   11 
Smith-Waterman score: 53; 43.8% identity (62.5% similar) in 16 aa overlap (36-51:27-42) 
 
          10        20        30        40        50        60      
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     : :.:  : : .. ::               
gi|170     MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQ 
                   10        20        30        40        50       
 
          70        80                                              
AAD-12 LHRAEPWDFKLPRVM                                              
                                                                    
gi|170 QTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQP 
         60        70        80        90       100       110       
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 83.4  bits: 22.6 E():   12 
Smith-Waterman score: 56; 26.1% identity (50.7% similar) in 69 aa overlap (7-71:424-492) 
 
                                       10        20           30    
AAD-12                         LVKVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :. :...  : ...   .:  :  
gi|668 YAKVLDEFKPLVDEPQNLVKTNCELFEKLGEYGFQNALLVRYTKKAPQVSTPTLVEVSRK 
           400       410       420       430       440       450    
 
            40        50        60         70        80             
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVM             
       :  .    :. :. .  . :   . :  :: :.::.  :                      
gi|668 LGKVGTKCCKKPESERMSCAEDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFS 
           460       470       480       490       500       510    
 
gi|668 GLEVDETYVPKEFNAETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMG 
           520       530       540       550       560       570    
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  53  Z-score: 82.1  bits: 21.6 E():   14 
Smith-Waterman score: 53; 27.0% identity (55.6% similar) in 63 aa overlap (3-62:119-178) 
 
                                           10        20         30  
AAD-12                             LVKVHPETGRPSLLIGRHAHAI-PGMDAAESE 
                                     .::  .: : :..   .:.:  :..    . 
gi|908 LWIIFSKNLNIKLNMPLYIAGNKTIDGRGAEVHIGNGGPCLFMRTVSHVILHGLNIHGCN 
       90       100       110       120       130       140         
 
                40        50        60        70        80          
AAD-12 RFLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM          
         . :  :.. :  .  :::..   ::...  :                            
gi|908 TSVSGNVLISEASGVVPVHAQD---GDAITMRNVTDVWIDHNSLSDSSDGLVDVTLASTG 
      150       160       170          180       190       200      
 
gi|908 VTISNNHFFNHHKVMLLGHSDIYSDDKSMKVTVAFNQFGPNAGQRMPRARYGLIHVANNN 
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         210       220       230       240       250       260      
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 82.0  bits: 22.3 E():   14 
Smith-Waterman score: 55; 26.1% identity (50.7% similar) in 69 aa overlap (7-71:401-469) 
 
                                       10        20           30    
AAD-12                         LVKVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :. :...  : ...   .:  :  
gi|331 YAKVLDEFKPLVDEPQNLVKTNCELFEKLGEYGFQNALLVRYTKKAPQVSTPTLVEVSRK 
              380       390       400       410       420       430 
 
            40        50        60         70        80             
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVM             
       :  .    :. :. .  . :   . :  :: :.::.  :                      
gi|331 LGKVGTKCCKKPESERMSCADDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFS 
              440       450       460       470       480       490 
 
gi|331 GLEVDETYVPKEFNAETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMG 
              500       510       520       530       540       550 
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.0  bits: 20.0 E():   14 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (63-75:76-88) 
 
             40        50        60        70        80             
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM             
                                     .: .....: :::                  
gi|484 TTKATIKVLAKVAGTPIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILPKVKAEVT 
          50        60        70        80        90       100      
 
gi|484 AELVGDHGVLACGRFGRQVE 
         110       120      
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.8  bits: 20.0 E():   14 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (64-75:27-38) 
 
            40        50        60        70        80              
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM              
                                     :..::..:....                   
gi|157     SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|157 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
         60        70        80        90       100       110       
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.8  bits: 20.0 E():   14 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (64-75:27-38) 
 
            40        50        60        70        80              
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM              
                                     :..::..:....                   
gi|760     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKA 
                   10        20        30        40        50       
 
gi|760 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.8  bits: 20.0 E():   14 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (64-75:27-38) 
 
            40        50        60        70        80              
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM              
                                     :..::..:....                   
gi|214     SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|214 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
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         60        70        80        90       100       110       
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.8  bits: 20.0 E():   14 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (64-75:27-38) 
 
            40        50        60        70        80              
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM              
                                     :..::..:....                   
gi|256     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKA 
                   10        20        30        40        50       
 
gi|256 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNGV 
         60        70        80        90       100       110       
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.7  bits: 20.0 E():   14 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (64-75:28-39) 
 
            40        50        60        70        80              
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM              
                                     :..::..:....                   
gi|110    RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNSKTAKIEIKA 
                  10        20        30        40        50        
 
gi|110 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNGV 
        60        70        80        90       100       110        
 
>>gi|34495280|gb|AAQ73487.1| type 2 allergen Lep d 2.024  (140 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.2  bits: 20.0 E():   15 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (63-75:91-103) 
 
             40        50        60        70        80             
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM             
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
               70        80        90       100       110       120 
 
gi|344 AELIGDHGILACGTVNGQVE 
              130       140 
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.1  bits: 21.3 E():   15 
Smith-Waterman score: 52; 28.1% identity (59.4% similar) in 32 aa overlap (25-56:66-97) 
 
                     10        20        30        40        50     
AAD-12       LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     .:. . . : :: .. .   ::.  ::..  
gi|729 STLSLVTKADGKIDMTVDLISPVTKRASLKIDSKKYNLFHEGELSASIVNPRLSWHQYTK 
          40        50        60        70        80        90      
 
           60        70        80                                   
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRVM                                   
        :                                                           
gi|729 RDSREYKSDVELSLRSSDIALKITMPDYNSKIHYSRQGDQINMDIDGTLIEGHAQGTIRE 
         100       110       120       130       140       150      
 
>>gi|34495274|gb|AAQ73484.1| type 2 allergen Lep d 2.013  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.1  bits: 20.0 E():   15 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (63-75:92-104) 
 
             40        50        60        70        80             
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM             
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|33772588|gb|AAQ54603.1| Gly d 2.03 [Glycyphagus dom  (141 aa) 
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 initn:  48 init1:  48 opt:  48  Z-score: 81.1  bits: 20.0 E():   15 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (63-75:92-104) 
 
             40        50        60        70        80             
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM             
                                     .: .....: :::                  
gi|337 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|337 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495282|gb|AAQ73488.1| type 2 allergen Lep d 2.025  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.1  bits: 20.0 E():   15 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (63-75:92-104) 
 
             40        50        60        70        80             
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM             
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495284|gb|AAQ73489.1| type 2 allergen Lep d 2.031  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.1  bits: 20.0 E():   15 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (63-75:92-104) 
 
             40        50        60        70        80             
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM             
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495290|gb|AAQ73492.1| type 2 allergen Lep d 2.042  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.1  bits: 20.0 E():   15 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (63-75:92-104) 
 
             40        50        60        70        80             
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM             
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVVGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGTVE 
             130       140  
 
>>gi|34495288|gb|AAQ73491.1| type 2 allergen Lep d 2.039  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.1  bits: 20.0 E():   15 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (63-75:92-104) 
 
             40        50        60        70        80             
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM             
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495278|gb|AAQ73486.1| type 2 allergen Lep d 2.023  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.1  bits: 20.0 E():   15 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (63-75:92-104) 
 
             40        50        60        70        80             
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM             
                                     .: .....: :::                  
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gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2.035  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.1  bits: 20.0 E():   15 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (63-75:92-104) 
 
             40        50        60        70        80             
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM             
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 20.1 E():   16 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (64-75:43-54) 
 
            40        50        60        70        80              
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM              
                                     :..::..:....                   
gi|164 AVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEANQNRKTAKIEIKA 
             20        30        40        50        60        70   
 
gi|164 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
             80        90       100       110       120       130   
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 20.1 E():   16 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (64-75:44-55) 
 
            40        50        60        70        80              
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM              
                                     :..::..:....                   
gi|996 AVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNTKNAKIEIKA 
            20        30        40        50        60        70    
 
gi|996 SIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
            80        90       100       110       120       130    
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 20.1 E():   16 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (64-75:44-55) 
 
            40        50        60        70        80              
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM              
                                     :..::..:....                   
gi|135 AVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|135 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
            80        90       100       110       120       130    
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 80.8  bits: 21.6 E():   16 
Smith-Waterman score: 53; 27.3% identity (54.5% similar) in 44 aa overlap (16-58:241-284) 
 
                              10        20        30         40     
AAD-12                LVKVHPETGRPSLLIGRHAHAIPGMDAAESERF-LEGLVDWACQA 
                                     :  .... :::.: :: .  .   :   .  
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDKTYDLNFKE 
              220       230       240       250       260       270 
 
           50        60        70        80                         
AAD-12 PRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM                         
          .. :  .:::.                                               
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gi|144 ENNNGSQKISGDVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.1  bits: 19.7 E():   17 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (64-75:27-38) 
 
            40        50        60        70        80              
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM              
                                     :..::..:. ..                   
gi|760     DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|760 NINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
         60        70        80        90       100       110       
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.1  bits: 19.7 E():   17 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (64-75:27-38) 
 
            40        50        60        70        80              
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM              
                                     :..::..:. ..                   
gi|179     DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|179 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENVVVTVKLVGDNGV 
         60        70        80        90       100       110       
 
>>gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Schist  (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.1  bits: 19.7 E():   17 
Smith-Waterman score: 47; 50.0% identity (80.0% similar) in 10 aa overlap (60-69:6-15) 
 
      30        40        50        60        70        80          
AAD-12 SERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM          
                                     :::.:. . :                     
gi|298                          MSADSWDNHCVTYVANNKCLKNLCMTAIDGSHLGT 
                                        10        20        30      
 
gi|298 SNPDFRIPPELILQLKSILDGGLDTSIFFMGEKYIVLQHDSSCLVSRCGKKSLIFYATGK 
          40        50        60        70        80        90      
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.6  bits: 19.7 E():   19 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (64-75:36-47) 
 
            40        50        60        70        80              
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM              
                                     :..::..:. ..                   
gi|217 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
          10        20        30        40        50        60      
 
gi|217 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
          70        80        90       100       110       120      
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.4  bits: 19.7 E():   19 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (64-75:40-51) 
 
            40        50        60        70        80              
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM              
                                     :..::..:. ..                   
gi|546 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
      10        20        30        40        50        60          
 
gi|546 SLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
      70        80        90       100       110       120          
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.2  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (64-75:44-55) 
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            40        50        60        70        80              
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM              
                                     :..::..:. ..                   
gi|864 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|864 NIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.2  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (64-75:44-55) 
 
            40        50        60        70        80              
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM              
                                     :..::..:. ..                   
gi|558 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.2  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (64-75:44-55) 
 
            40        50        60        70        80              
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM              
                                     :..::..:. ..                   
gi|558 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.2  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (64-75:44-55) 
 
            40        50        60        70        80              
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM              
                                     :..::..:. ..                   
gi|256 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|256 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.2  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (64-75:44-55) 
 
            40        50        60        70        80              
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM              
                                     :..::..:. ..                   
gi|218 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|218 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Globin  (162 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 78.4  bits: 19.8 E():   22 
Smith-Waterman score: 47; 25.0% identity (63.6% similar) in 44 aa overlap (20-62:111-148) 
 
                          10        20        30        40          
AAD-12            LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                     :   :..::.  .:  .::..      ..: 
gi|121 VSFFTEVISLSGNQANLSAVYALVSKLGVDHKARGISAAQFGEFRTALVSY------LQA 
               90       100       110       120       130           
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      50         60        70        80 
AAD-12 H-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVM 
       : .:. . ...:..                   
gi|121 HVSWGDNVAAAWNHALDNTYAVALKSLE     
          140       150       160       
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 78.0  bits: 16.2 E():   23 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (18-23:8-13) 
 
               10        20        30        40        50        60 
AAD-12 LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW 
                        ::: .:                                      
gi|131           GPVGGVVHAHMMPLL                                    
                         10                                         
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 77.8  bits: 19.4 E():   23 
Smith-Waterman score: 46; 26.8% identity (58.5% similar) in 41 aa overlap (12-50:100-140) 
 
                                  10        20         30        40 
AAD-12                    LVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
                50        60        70        80 
AAD-12 A-CQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM 
       . : . . : :                               
gi|100 GYCGSHHHHHH                               
     130       140                               
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.8  bits: 19.8 E():   23 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (64-75:73-84) 
 
            40        50        60        70        80              
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM              
                                     :..::..:. ..                   
gi|156 KHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
             50        60        70        80        90       100   
 
gi|156 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            110       120       130       140       150       160   
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 77.7  bits: 20.7 E():   24 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (4-62:99-157) 
 
                                          10        20         30   
AAD-12                            LVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
               40        50        60        70        80           
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM           
        . :  ::. .  .  :::..   ::...  :                             
gi|908 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
      130       140          150       160       170       180      
 
gi|908 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
         190       200       210       220       230       240      
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 77.7  bits: 20.7 E():   24 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (4-62:100-158) 
 
                                          10        20         30   
AAD-12                            LVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
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                                     ::  .: : :.. . .:.:  :.     .  
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
               40        50        60        70        80           
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM           
        . :  ::. .  .  :::..   ::...  :                             
gi|118 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     130       140       150          160       170       180       
 
gi|118 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        190       200       210       220       230       240       
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 49; 43.8% identity (56.2% similar) in 16 aa overlap (36-51:8-23) 
 
          10        20        30        40        50        60      
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     : :.:  : :  . ::               
gi|106                        NIQVDPSGQVQWPQQQPFPQPHQPFSQQPQQTFPQPQ 
                                      10        20        30        
 
          70        80                                              
AAD-12 LHRAEPWDFKLPRVM                                              
                                                                    
gi|106 QTFPHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQP 
        40        50        60        70        80        90        
 
>>gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 77.2  bits: 20.7 E():   25 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (4-62:120-178) 
 
                                          10        20         30   
AAD-12                            LVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHSCNT 
      90       100       110       120       130       140          
 
               40        50        60        70        80           
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM           
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLPDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 77.1  bits: 19.4 E():   26 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (15-57:1-44) 
 
               10        20        30         40        50          
AAD-12 LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQAPRVHAHQWAAGDVVV 
                     .: ..:..   ... .:... :.: :     :..    . . ::   
gi|166               MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKG 
                             10        20        30        40       
 
      60        70        80                                        
AAD-12 WDNRCLLHRAEPWDFKLPRVM                                        
                                                                    
gi|166 DGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVP 
         50        60        70        80        90       100       
 
>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 77.1  bits: 19.4 E():   26 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (15-57:1-44) 
 
               10        20        30         40        50          
AAD-12 LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQAPRVHAHQWAAGDVVV 
                     .: ..:..   ... .:... :.: :     :..    . . ::   
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gi|215               MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKG 
                             10        20        30        40       
 
      60        70        80                                        
AAD-12 WDNRCLLHRAEPWDFKLPRVM                                        
                                                                    
gi|215 DGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVVP 
         50        60        70        80        90       100       
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 77.1  bits: 21.7 E():   26 
Smith-Waterman score: 53; 30.4% identity (73.9% similar) in 23 aa overlap (40-62:618-639) 
 
      10        20        30        40        50        60          
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     : :. :.. : .:.. ..:: ..        
gi|581 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVVHNDFDFRLSV 
       590       600       610       620        630       640       
 
      70        80                                                  
AAD-12 EPWDFKLPRVM                                                  
                                                                    
gi|581 AEGVGLFNVLQEKGVPSRFLNFPDETHWVTKPENSLVWHQQVLGWVNKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.5  bits: 19.8 E():   28 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (19-56:156-194) 
 
                           10        20        30        40         
AAD-12             LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|833 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
         130       140       150       160       170       180      
 
        50        60        70        80 
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM 
       .. .:: ..                         
gi|833 NVINWAEAENRYIAGDKGGHPFMKL         
         190       200       210         
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.1  bits: 19.8 E():   29 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (19-56:167-205) 
 
                           10        20        30        40         
AAD-12             LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|164 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
        140       150       160       170       180       190       
 
        50        60        70        80 
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM 
       .. .:: ..                         
gi|164 NVINWAEAENRYIAGDKGGHPFMKL         
        200       210       220          
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.7  bits: 18.5 E():   31 
Smith-Waterman score: 43; 30.4% identity (60.9% similar) in 23 aa overlap (52-74:53-75) 
 
              30        40        50        60        70        80  
AAD-12 IPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM  
                                     :: . :.. ..  : :: .  :.        
gi|387 SINGNAPAEIDLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVD 
             30        40        50        60        70        80   
 
gi|387 CASQHGCHGDTIPR 
             90       
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
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 initn:  40 init1:  40 opt:  50  Z-score: 75.6  bits: 20.7 E():   31 
Smith-Waterman score: 50; 28.3% identity (43.4% similar) in 53 aa overlap (42-78:25-77) 
 
              20        30        40        50              60      
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ------WAAGDVVVWDN--- 
                                     ::  :. : .      . :: : .::     
gi|259       LSVCFLILFHGCLASRQEWQQQDECQIDRLDALEPDNRVEYEAGTVEAWDPNHE 
                     10        20        30        40        50     
 
                    70        80                                    
AAD-12 --RC-----LLHRAEPWDFKLPRVM                                    
         ::     . :  .:  . ::.                                      
gi|259 QFRCAGVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQ 
           60        70        80        90       100       110     
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 75.4  bits: 21.4 E():   32 
Smith-Waterman score: 52; 26.1% identity (73.9% similar) in 23 aa overlap (40-62:618-639) 
 
      10        20        30        40        50        60          
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     : :. :.. : .:.. ..:. ..        
gi|238 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVIHNDSDFRLSV 
       590       600       610       620        630       640       
 
      70        80                                                  
AAD-12 EPWDFKLPRVM                                                  
                                                                    
gi|238 AEGVGLFNVLQEKGIPSRFLNFPDETHWVTKPENSLVWHQQVLGWINKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 75.4  bits: 21.4 E():   32 
Smith-Waterman score: 52; 26.1% identity (73.9% similar) in 23 aa overlap (40-62:618-639) 
 
      10        20        30        40        50        60          
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     : :. :.. : .:.. ..:. ..        
gi|219 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVIHNDFDFRLSV 
       590       600       610       620        630       640       
 
      70        80                                                  
AAD-12 EPWDFKLPRVM                                                  
                                                                    
gi|219 AEGVGLFNVLQEKGIPSRFLNFPDETHWVTKPENSLVWHQQVLGWINKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|23894232|emb|CAD23611.1| tri m 4 allergen [Arthrode  (726 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 75.4  bits: 21.4 E():   32 
Smith-Waterman score: 52; 26.1% identity (73.9% similar) in 23 aa overlap (40-62:618-639) 
 
      10        20        30        40        50        60          
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     : :. :.. : .:.. ..:. ..        
gi|238 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVIHNDFDFRLSV 
       590       600       610       620        630       640       
 
      70        80                                                  
AAD-12 EPWDFKLPRVM                                                  
                                                                    
gi|238 AEGVGLFNVLQEKGIPSRFLNFPDETHWVTKPENSLVWHQQVLGWINKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.7  bits: 18.5 E():   35 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (24-36:5-17) 
 
               10        20        30        40        50        60 
AAD-12 LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW 
                              :.:::: .  :.:                         
gi|208                    MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACGLAKKSAE 
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                                  10        20        30        40  
 
               70        80                                         
AAD-12 DNRCLLHRAEPWDFKLPRVM                                         
                                                                    
gi|208 EVKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAGDVDGDGKIGIEE 
              50        60        70        80        90       100  
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.2  bits: 19.5 E():   37 
Smith-Waterman score: 46; 22.9% identity (60.4% similar) in 48 aa overlap (23-70:115-162) 
 
                       10        20        30        40        50   
AAD-12         LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. : ... . :     : ..:.  :..  
gi|383 GSEASANPKDKPAEEEEEEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSL 
           90       100       110       120       130       140     
 
             60        70        80                                 
AAD-12 AAGDVVVWDNRCLLHRAEPWDFKLPRVM                                 
       .. .:  ::..  :.. :                                           
gi|383 VTLEVKPWDDETNLEELEANVRAIEMDGLVWGASKFVAVGFGIKKLQINLVVEDEKVSTD 
          150       160       170       180       190       200     
 
>>gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 73.9  bits: 20.1 E():   38 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (4-62:120-178) 
 
                                          10        20         30   
AAD-12                            LVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLEMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
               40        50        60        70        80           
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM           
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 73.9  bits: 20.1 E():   38 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (4-62:120-178) 
 
                                          10        20         30   
AAD-12                            LVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
               40        50        60        70        80           
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM           
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGNVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 73.9  bits: 20.1 E():   38 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (4-62:120-178) 
 
                                          10        20         30   
AAD-12                            LVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|151 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
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               40        50        60        70        80           
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM           
        . :  ::. .  .  :::..   ::...  :                             
gi|151 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|151 TISNNHFFNHHKVMLLGHDDTYDNDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 73.9  bits: 20.1 E():   38 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (4-62:120-178) 
 
                                          10        20         30   
AAD-12                            LVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
               40        50        60        70        80           
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM           
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 73.9  bits: 20.1 E():   38 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (4-62:120-178) 
 
                                          10        20         30   
AAD-12                            LVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
               40        50        60        70        80           
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM           
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGNVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.3  bits: 20.4 E():   41 
Smith-Waterman score: 53; 27.0% identity (56.8% similar) in 37 aa overlap (24-59:441-477) 
 
                      10        20        30         40        50   
AAD-12        LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG-LVDWACQAPRVHAHQW 
                                     :. :.    .. : :.:  : .  .:. .  
gi|505 YQIAFSRGNRAFIAINLQKNQQNLQQKLHTGLPAGTYCDIISGNLIDNKCTGKSIHVDKN 
              420       430       440       450       460       470 
 
             60        70        80 
AAD-12 AAGDVVVWDNRCLLHRAEPWDFKLPRVM 
       . .:: :                      
gi|505 GQADVYVGHDEFDAFVAYHIGARIVS   
              480       490         
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.9  bits: 18.2 E():   44 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (18-55:20-57) 
 
                 10        20        30        40        50         
AAD-12   LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                          ::  . . : :. :    :..:   .:  :   .  ::    
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gi|730 MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGS 
               10        20        30        40        50        60 
 
       60        70        80                               
AAD-12 VWDNRCLLHRAEPWDFKLPRVM                               
                                                            
gi|730 VFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
               70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.9  bits: 18.2 E():   44 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (18-55:20-57) 
 
                 10        20        30        40        50         
AAD-12   LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                          ::  . . : :. :    :..:   .:  :   .  ::    
gi|191 MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGS 
               10        20        30        40        50        60 
 
       60        70        80                               
AAD-12 VWDNRCLLHRAEPWDFKLPRVM                               
                                                            
gi|191 VFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
               70        80        90       100       110   
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 72.3  bits: 16.3 E():   47 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (23-40:8-25) 
 
               10        20        30        40        50        60 
AAD-12 LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW 
                             :.. :. ....:..   :                     
gi|751                IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA              
                              10        20        30                
 
               70        80 
AAD-12 DNRCLLHRAEPWDFKLPRVM 
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 71.7  bits: 16.3 E():   51 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (23-40:8-25) 
 
               10        20        30        40        50        60 
AAD-12 LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW 
                             :.. :. ....:..   :                     
gi|751                IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK           
                              10        20        30                
 
               70        80 
AAD-12 DNRCLLHRAEPWDFKLPRVM 
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.7  bits: 19.8 E():   51 
Smith-Waterman score: 47; 37.5% identity (68.8% similar) in 16 aa overlap (54-69:202-217) 
 
            30        40        50        60        70        80    
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM    
                                     ::.  .: ..: : .:               
gi|113 DIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWIDHCSLSKASDGLLDITLGSSHV 
             180       190       200       210       220       230  
 
gi|113 TVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQRMPRCRFGFFQVVNNNY 
             240       250       260       270       280       290  
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 71.3  bits: 19.8 E():   54 
Smith-Waterman score: 47; 30.0% identity (66.7% similar) in 30 aa overlap (48-76:129-158) 
 
        20        30        40        50        60         70       
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEPWDFKL 
                                     ...:: ::.  : ..: . . : .:  .:. 
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gi|114 DPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKI 
      100       110       120       130       140       150         
 
         80                                                         
AAD-12 PRVM                                                         
                                                                    
gi|114 DYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEK 
      160       170       180       190       200       210         
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.2  bits: 18.2 E():   54 
Smith-Waterman score: 42; 24.4% identity (56.1% similar) in 41 aa overlap (12-51:100-140) 
 
                                  10        20         30        40 
AAD-12                    LVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
               50        60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM 
       .  .   : :.                              
gi|100 GYYVGSHHHHHH                             
     130       140                              
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 70.8  bits: 18.2 E():   57 
Smith-Waterman score: 42; 27.8% identity (66.7% similar) in 36 aa overlap (19-54:28-62) 
 
                        10        20        30        40        50  
AAD-12          LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                  :.: :...: : ... .:  : .    ... .: 
gi|157 MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQA-EFRQLANGAPDKTEAEIEAQIEQ 
               10        20        30         40        50          
 
              60        70        80                                
AAD-12 WAAGDVVVWDNRCLLHRAEPWDFKLPRVM                                
       :.:                                                          
gi|157 WVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPAAKAADARLSAIASNRALKV 
      60        70        80        90       100       110          
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.7  bits: 17.6 E():   58 
Smith-Waterman score: 40; 30.0% identity (50.0% similar) in 30 aa overlap (11-40:13-42) 
 
                 10        20        30        40        50         
AAD-12   LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                   :. :.    .. ::   :: :   .:  .:                   
gi|144 VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKKGNLWEVKSSKPL 
               10        20        30        40        50        60 
 
       60        70        80               
AAD-12 VWDNRCLLHRAEPWDFKLPRVM               
                                            
gi|144 TGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
               70        80        90       
 
>>gi|8843917|gb|AAF80164.1| pollen major allergen 1-2 [J  (367 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 70.6  bits: 19.5 E():   58 
Smith-Waterman score: 46; 27.4% identity (54.8% similar) in 62 aa overlap (4-62:120-178) 
 
                                          10        20         30   
AAD-12                            LVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
               40        50        60        70        80           
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM           
        . :  ::. .  .  :::..   ::...  :                             
gi|884 SVLGDVLVSESIGVVPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
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     150       160       170          180       190       200       
 
gi|884 TIFNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8843921|gb|AAF80166.1| pollen major allergen 1-1 [J  (367 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 70.6  bits: 19.5 E():   58 
Smith-Waterman score: 46; 27.4% identity (54.8% similar) in 62 aa overlap (4-62:120-178) 
 
                                          10        20         30   
AAD-12                            LVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
               40        50        60        70        80           
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM           
        . :  ::. .  .  :::..   ::...  :                             
gi|884 SVLGDVLVSESIGVVPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|884 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|19069497|emb|CAC37790.2| putative allergen Cup a 1   (367 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 70.6  bits: 19.5 E():   58 
Smith-Waterman score: 46; 27.4% identity (53.2% similar) in 62 aa overlap (4-62:120-178) 
 
                                          10        20         30   
AAD-12                            LVKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :..   .:.:  :.     .  
gi|190 WIIFSQNMNIKLQMPLYVAGYKTIDGRGADVHLGNGGPCLFMRTASHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
               40        50        60        70        80           
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM           
        . :  ::. .  .  :::..   ::...  :                             
gi|190 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|190 TISNNHFFNHHKVMLLGHDDTYDDDISMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.5  bits: 18.2 E():   59 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (15-38:1-24) 
 
               10        20        30        40        50        60 
AAD-12 LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW 
                     .: ..:..   ... .:... :.:                       
gi|892               MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVEVKG 
                             10        20        30        40       
 
               70        80                                         
AAD-12 DNRCLLHRAEPWDFKLPRVM                                         
                                                                    
gi|892 DGGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVVP 
         50        60        70        80        90       100       
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.5  bits: 18.2 E():   59 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (15-38:1-24) 
 
               10        20        30        40        50        60 
AAD-12 LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW 
                     .: ..:..   ... .:... :.:                       
gi|215               MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAATGAYKSVEVKG 
                             10        20        30        40       
 
               70        80                                         
AAD-12 DNRCLLHRAEPWDFKLPRVM                                         
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gi|215 DGGAGTVRIITLPEGSPITTMTVRTDAVNKEALSYDSTVIDGDILLGFIESIETHMVVVP 
         50        60        70        80        90       100       
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 70.4  bits: 19.2 E():   60 
Smith-Waterman score: 47; 23.1% identity (59.0% similar) in 39 aa overlap (38-73:130-168) 
 
        10        20        30        40           50        60     
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC---QAPRVHAHQWAAGDVVVWDNRC 
                                     :::     .. .:... .. ::....:    
gi|287 FFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGT 
     100       110       120       130       140       150          
 
           70        80                                             
AAD-12 LLHRAEPWDFKLPRVM                                             
        .  : : .                                                    
gi|287 YVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAG 
     160       170       180       190       200       210          
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.3  bits: 19.5 E():   61 
Smith-Waterman score: 46; 28.0% identity (52.0% similar) in 25 aa overlap (45-69:351-375) 
 
           20        30        40        50        60        70     
AAD-12 IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF 
                                     :   .. :  ::: . .   .. ::      
gi|118 INGVQYPLSPSAYILQDDDSCTSGFEGMDVPTSSGELWILGDVFIRQYYTVFDRANNKVG 
              330       340       350       360       370       380 
 
           80 
AAD-12 KLPRVM 
              
gi|118 LAPVA  
              
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 70.0  bits: 19.5 E():   63 
Smith-Waterman score: 46; 24.4% identity (48.9% similar) in 45 aa overlap (32-69:173-216) 
 
              10        20        30        40        50            
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV--- 
                                     : : :    .  .: .  :: . ::..    
gi|113 RGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQ-SDGDAIHVT 
            150       160       170       180       190        200  
 
           60        70        80                                   
AAD-12 ----VWDNRCLLHRAEPWDFKLPRVM                                   
           .: ..: : ..                                              
gi|113 GSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDLKMHVT 
             210       220       230       240       250       260  
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.0  bits: 19.8 E():   63 
Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (9-31:344-366) 
 
                                     10        20        30         
AAD-12                       LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
           320       330       340       350       360       370    
 
       40        50        60        70        80                   
AAD-12 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM                   
                                                                    
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 69.8  bits: 17.9 E():   65 
Smith-Waterman score: 41; 45.5% identity (90.9% similar) in 11 aa overlap (65-75:111-121) 
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           40        50        60        70        80           
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM           
                                     .:::.. .::.                
gi|144 GFVGRTYFTVLHTQCFRLDYPIVKCKVKSTILHRSKCYDFETFAPKKYQWFDVLQY 
               90       100       110       120       130       
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 69.7  bits: 19.8 E():   65 
Smith-Waterman score: 47; 30.0% identity (66.7% similar) in 30 aa overlap (48-76:159-188) 
 
        20        30        40        50        60         70       
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEPWDFKL 
                                     ...:: ::.  : ..: . . : .:  .:. 
gi|476 DPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKI 
      130       140       150       160       170       180         
 
         80                                                         
AAD-12 PRVM                                                         
                                                                    
gi|476 DYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEK 
      190       200       210       220       230       240         
 
>>gi|3182907|sp|O02380.1|ALL2_TYRPU RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.5  bits: 17.9 E():   67 
Smith-Waterman score: 41; 37.5% identity (100.0% similar) in 8 aa overlap (64-71:41-48) 
 
            40        50        60        70        80              
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM              
                                     :..:...:                       
gi|318 AVAAAGQVKFTDCGKKEIASVAVDGCEGDLCVIHKSKPVHVIAEFTANQDTCKIEVKVTG 
               20        30        40        50        60        70 
 
gi|318 QLNGLEVPIPGIETDGCKVLKCPLKKGTKYTMNYSVNVPSVVPNIKTVVKLLATGEHGVL 
               80        90       100       110       120       130 
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.4  bits: 19.2 E():   68 
Smith-Waterman score: 45; 28.6% identity (51.4% similar) in 35 aa overlap (18-52:258-291) 
 
                            10        20        30        40        
AAD-12              LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     :...:    .  : :  .  : :. :  :. 
gi|510 IGENIIGHLLIVFDGGKSQPACSWYDVPCSHSESIVYATGMVSGRCQHLAVPWTAQQ-RI 
       230       240       250       260       270       280        
 
        50        60        70        80                            
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM                            
       .  ::                                                        
gi|510 NPIQWKFWRVFTSNIPAYPTSDTTNCVVLNTNVFKNDNTFEGEYHAFPDCARNLFKCRQQ 
        290       300       310       320       330       340       
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 69.0  bits: 15.7 E():   71 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (23-40:8-25) 
 
               10        20        30        40        50        60 
AAD-12 LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW 
                             :.. :  ....:..   :                     
gi|751                IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA              
                              10        20        30                
 
               70        80 
AAD-12 DNRCLLHRAEPWDFKLPRVM 
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.0  bits: 19.2 E():   71 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (8-24:225-240) 
 
                                      10        20        30        
AAD-12                        LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
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                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
        40        50        60        70        80                  
AAD-12 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM                  
                                                                    
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.0  bits: 19.2 E():   71 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (8-24:225-240) 
 
                                      10        20        30        
AAD-12                        LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
        40        50        60        70        80                  
AAD-12 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM                  
                                                                    
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.8  bits: 19.2 E():   73 
Smith-Waterman score: 45; 25.7% identity (47.1% similar) in 70 aa overlap (7-73:290-358) 
 
                                       10          20        30     
AAD-12                         LVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
           40        50        60        70         80          
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP-WDFKLPRVM          
        .. :   . :.:. : ..      :..  :   ::  ::                 
gi|268 FAMFDENKKQPEVEKH-FGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330        340       350       360       370     
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.8  bits: 19.2 E():   73 
Smith-Waterman score: 45; 25.7% identity (47.1% similar) in 70 aa overlap (7-73:290-358) 
 
                                       10          20        30     
AAD-12                         LVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
           40        50        60        70         80          
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP-WDFKLPRVM          
        .. :   . :.:. : ..      :..  :   ::  ::                 
gi|124 FAMFDENKKQPEVEKH-FGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330        340       350       360       370     
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.8  bits: 19.2 E():   73 
Smith-Waterman score: 45; 25.7% identity (47.1% similar) in 70 aa overlap (7-73:290-358) 
 
                                       10          20        30     
AAD-12                         LVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
           40        50        60        70         80          
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP-WDFKLPRVM          
        .. :   . :.:. : ..      :..  :   ::  ::                 
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gi|124 FAMFDENKKQPEVEKH-FGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330        340       350       360       370     
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 68.8  bits: 18.9 E():   73 
Smith-Waterman score: 44; 47.4% identity (63.2% similar) in 19 aa overlap (29-44:72-90) 
 
                 10        20        30        40           50      
AAD-12   LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW---ACQAPRVHAHQWAAG 
                                     :.. ::   :::   ::.:            
gi|144 TISKQVVFLIHGFLSTGNNENFVAMSKALIEKDDFLVISVDWKKGACNAFASTKDALGYS 
              50        60        70        80        90       100  
 
          60        70        80                                    
AAD-12 DVVVWDNRCLLHRAEPWDFKLPRVM                                    
                                                                    
gi|144 KAVGNTRHVGKFVADFTKLLVEKYKVLISNIRLIGHSLGAHTSGFAGKEVQKLKLGKYKE 
             110       120       130       140       150       160  
 
>>gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen 11S   (472 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.7  bits: 19.5 E():   74 
Smith-Waterman score: 46; 25.6% identity (51.2% similar) in 43 aa overlap (36-78:415-455) 
 
          10        20        30        40        50        60      
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     ::.  .  : :. . .    ::.  .:    
gi|110 EGQLVVVPQNFAVVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVI--QNSFD 
          390       400       410       420       430         440   
 
          70        80                
AAD-12 LHRAEPWDFKLPRVM                
       . : . :..:  :                  
gi|110 ISREDAWNLKESRSEMTIFAPGSRSQRQRN 
            450       460       470   
 
>>gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ver  (472 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.7  bits: 19.5 E():   74 
Smith-Waterman score: 46; 25.6% identity (51.2% similar) in 43 aa overlap (36-78:415-455) 
 
          10        20        30        40        50        60      
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     ::.  .  : :. . .    ::.  .:    
gi|156 EGQLVVVPQNFAVVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVI--QNSFD 
          390       400       410       420       430         440   
 
          70        80                
AAD-12 LHRAEPWDFKLPRVM                
       . : . :..:  :                  
gi|156 ISREDAWNLKESRSEMTIFAPGSRSQRQRN 
            450       460       470   
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (64-75:27-38) 
 
            40        50        60        70        80              
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM              
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (64-75:27-38) 
 
            40        50        60        70        80              
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM              
                                     :..: ..:....                   
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gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (64-75:27-38) 
 
            40        50        60        70        80              
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM              
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (64-75:27-38) 
 
            40        50        60        70        80              
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM              
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (64-75:27-38) 
 
            40        50        60        70        80              
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM              
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 18.5 E():   76 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (38-51:29-42) 
 
        10        20        30        40        50        60        
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH 
                                     :.:  : :  . ::                 
gi|170   MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQT 
                 10        20        30        40        50         
 
        70        80                                                
AAD-12 RAEPWDFKLPRVM                                                
                                                                    
gi|170 FPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQ 
       60        70        80        90       100       110         
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.4  bits: 18.9 E():   77 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (7-50:254-299) 
 
                                       10          20        30     
AAD-12                         LVKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
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           40        50        60        70        80 
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM 
        .. :   . :.:. :                               
gi|261 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFS              
           290       300       310                    
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.4  bits: 19.2 E():   77 
Smith-Waterman score: 47; 23.1% identity (59.0% similar) in 39 aa overlap (38-73:120-158) 
 
        10        20        30        40           50        60     
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC---QAPRVHAHQWAAGDVVVWDNRC 
                                     :::     .. .:... .. ::....:    
gi|855 FFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGT 
      90       100       110       120       130       140          
 
           70        80                                             
AAD-12 LLHRAEPWDFKLPRVM                                             
        .  : : .                                                    
gi|855 YVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAG 
     150       160       170       180       190       200          
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 68.4  bits: 19.2 E():   77 
Smith-Waterman score: 45; 26.8% identity (48.8% similar) in 41 aa overlap (32-66:172-212) 
 
              10        20        30        40        50            
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW------AAG 
                                     .  :: .  : .:   : :.       .:: 
gi|625 RGANVEITCGGLTIHNVCNVIIHNIHIHDIKVTEGGIIKATDAKPGHRHKSDGDGICVAG 
             150       160       170       180       190       200  
 
          60        70        80                                    
AAD-12 DVVVWDNRCLLHRAEPWDFKLPRVM                                    
       .  .: ..: :                                                  
gi|625 SSKIWIDHCTLSHGPDGLIDVTLGSTAVTISNCKFSHHQKILLLGADNSHVDDKKMHVTV 
             210       220       230       240       250       260  
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 68.4  bits: 15.7 E():   77 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (23-40:8-25) 
 
               10        20        30        40        50        60 
AAD-12 LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW 
                             :.. :  ....:..   :                     
gi|751                IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK           
                              10        20        30                
 
               70        80 
AAD-12 DNRCLLHRAEPWDFKLPRVM 
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.0  bits: 19.5 E():   81 
Smith-Waterman score: 46; 22.4% identity (57.1% similar) in 49 aa overlap (8-52:15-63) 
 
                      10        20        30            40          
AAD-12        LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV----DWACQAPRVHA 
                     :. : :. . :  : : ..:...... .. .    : . :   ..  
gi|601 MRGALAGLSLATLATASPVLVNSIHNDAAPIISASNAKEIADNYMIKFKDHVTQNLAAEH 
               10        20        30        40        50        60 
 
      50        60        70        80                              
AAD-12 HQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM                              
       : :                                                          
gi|601 HGWVQDLHEKTQVAKTELRKRSQSPMVDDIFNGLKHTYNIAGGLMGYAGHFDEDVIEQIR 
               70        80        90       100       110       120 
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 68.0  bits: 17.6 E():   81 
Smith-Waterman score: 40; 25.7% identity (60.0% similar) in 35 aa overlap (12-45:100-134) 
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                                  10        20         30        40 
AAD-12                    LVKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|105 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
               50        60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM 
       .  .:                                    
gi|105 GYWVPSSNS                                
     130                                        
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.6 E():   83 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (62-70:40-48) 
 
              40        50        60        70        80            
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM            
                                     . :..::.:                      
gi|170 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|170 LAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.6 E():   83 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (62-70:40-48) 
 
              40        50        60        70        80            
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM            
                                     . :..::.:                      
gi|212 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|212 LTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.6 E():   83 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (62-70:40-48) 
 
              40        50        60        70        80            
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM            
                                     . :..::.:                      
gi|158 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|158 LAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.6  bits: 17.9 E():   85 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (17-33:17-30) 
 
               10        20        30        40        50        60 
AAD-12 LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW 
                       ::   .:..:    :::                            
gi|212 VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFSYD 
               10        20           30        40        50        
 
               70        80                                         
AAD-12 DNRCLLHRAEPWDFKLPRVM                                         
                                                                    
gi|212 DALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYENYAIVEGC 
        60        70        80        90       100       110        
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.6  bits: 17.9 E():   85 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (17-33:18-31) 
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                10        20        30        40        50          
AAD-12  LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
                        ::   .:..:    :::                           
gi|116 AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFSY 
               10        20           30        40        50        
 
      60        70        80                                        
AAD-12 WDNRCLLHRAEPWDFKLPRVM                                        
                                                                    
gi|116 DDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYENYAIVEG 
        60        70        80        90       100       110        
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.6  bits: 17.9 E():   85 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (17-33:18-31) 
 
                10        20        30        40        50          
AAD-12  LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
                        ::   .:..:    :::                           
gi|144 AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFSY 
               10        20           30        40        50        
 
      60        70        80                                        
AAD-12 WDNRCLLHRAEPWDFKLPRVM                                        
                                                                    
gi|144 DDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYDNYAIVEG 
        60        70        80        90       100       110        
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 67.6  bits: 21.1 E():   85 
Smith-Waterman score: 58; 26.1% identity (67.4% similar) in 46 aa overlap (34-75:1159-1202) 
 
            10        20        30        40            50          
AAD-12 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ-AP---RVHAHQWAAGDVVV 
                                     .::..:.  . .:   ..:::  . :.    
gi|203 ESNKGTPIELQYKVSGKDRSKRAAEMNAEDVEGVIDYKNSGSPIDSKMHAHLKVKGNNYG 
     1130      1140      1150      1160      1170      1180         
 
      60        70        80                                        
AAD-12 WDNRCLLHRAEPWDFKLPRVM                                        
       .:..  :...:: ...                                             
gi|203 YDSE--LKQTEPQQYEGKMTLSKNDKKIFITHKTEMTKPTSTFLLKTDADVSYSESDMKK 
     1190        1200      1210      1220      1230      1240       
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.5  bits: 19.2 E():   86 
Smith-Waterman score: 45; 38.9% identity (72.2% similar) in 18 aa overlap (16-33:241-258) 
 
                              10        20        30        40      
AAD-12                LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                     :  .... :::.: :: .             
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDQTYDLNFKE 
              220       230       240       250       260       270 
 
          50        60        70        80                          
AAD-12 RVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM                          
                                                                    
gi|144 ENNNGSQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 67.4  bits: 20.8 E():   87 
Smith-Waterman score: 50; 44.4% identity (63.0% similar) in 27 aa overlap (11-36:636-662) 
 
                                   10         20        30          
AAD-12                     LVKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVD 
                                     :: : : : : .:::  . ..:  :.:    
gi|278 SRGPSGPPGPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIG 
         610       620       630       640       650       660      
 
      40        50        60        70        80                    
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AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM                    
                                                                    
gi|278 SPGRDGARGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAG 
         670       680       690       700       710       720      
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.9 E():   87 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (40-63:70-93) 
 
      10        20        30        40        50        60          
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|283 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
      40        50        60        70        80        90          
 
      70        80                                                  
AAD-12 EPWDFKLPRVM                                                  
                                                                    
gi|283 CGPVGAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
     100       110       120       130       140       150          
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.3  bits: 17.6 E():   89 
Smith-Waterman score: 40; 53.8% identity (76.9% similar) in 13 aa overlap (10-22:38-49) 
 
                                    10        20        30          
AAD-12                      LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 
                                     .:.:  : ::::.                  
gi|160 LNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKPGLH-GFHAHALGDTTNGCMSTGPHFNPV 
        10        20        30        40         50        60       
 
      40        50        60        70        80                    
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM                    
                                                                    
gi|160 GKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLG 
         70        80        90       100       110       120       
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.3  bits: 15.0 E():   89 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (6-16:10-20) 
 
                   10        20        30        40        50       
AAD-12     LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 
                :.:  :..: :                                         
gi|147 AKITFTNNXPNTVWPGILTGFGQKPQ                                   
               10        20                                         
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.3  bits: 17.9 E():   89 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (17-33:27-40) 
 
                         10        20        30        40        50 
AAD-12           LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                 ::   .:..:    :::                  
gi|194 MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEALTQY 
               10        20        30           40        50        
 
               60        70        80                               
AAD-12 QWAAGDVVVWDNRCLLHRAEPWDFKLPRVM                               
                                                                    
gi|194 KCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDY 
        60        70        80        90       100       110        
 
>>gi|1093120|prf||2103117A allergen Dac g II              (196 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.0  bits: 17.9 E():   91 
Smith-Waterman score: 41; 18.9% identity (45.9% similar) in 37 aa overlap (42-78:141-177) 
 
              20        30        40        50        60        70  
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP 
                                     :    .  :.  . :   .:.  ....    
gi|109 VFQFLILSCQGRIVNNCEVLICVMRRGNAMCLIASISMHHILTLDRFFFDGLEIIYKIFK 
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              120       130       140       150       160       170 
 
              80                  
AAD-12 WDFKLPRVM                  
         :. ::                    
gi|109 MMFQKPRTRTCIEKDFPRRSSSSIPT 
              180       190       
 
>>gi|69552|pir||MEHB2 melittin, minor - honeybee          (27 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 67.0  bits: 15.1 E():   92 
Smith-Waterman score: 32; 30.8% identity (61.5% similar) in 13 aa overlap (34-46:13-25) 
 
            10        20        30        40        50        60    
AAD-12 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  .  :                  
gi|695                   GIGAVLKVLTTGLPALISWISRKKRQQ                
                                 10        20                       
 
            70        80 
AAD-12 CLLHRAEPWDFKLPRVM 
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.0  bits: 18.6 E():   92 
Smith-Waterman score: 43; 26.9% identity (65.4% similar) in 26 aa overlap (53-77:14-39) 
 
             30        40        50        60        70         80  
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK-LPRVM  
                                     :.. ..  ..::.    .::. . ::     
gi|217                  MKTFLVFALLAVAATSAIAQMETRCIPGLERPWQQQPLPPQQT 
                                10        20        30        40    
 
gi|217 FPQQPLFSQQQQQQLFPQQPSFSQQQPPFWQQQPPFSQQQPILPQQPPFSQQQQLVLPQQ 
            50        60        70        80        90       100    
 
>>gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-termi  (34 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.9  bits: 15.4 E():   93 
Smith-Waterman score: 33; 25.0% identity (58.3% similar) in 24 aa overlap (23-46:8-31) 
 
               10        20        30        40        50        60 
AAD-12 LVKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW 
                             : . :.   ..::. . .  . ::               
gi|691                AIGDKPGPKITATYXXKWLEAKATFYGSNPRGAA            
                              10        20        30                
 
               70        80 
AAD-12 DNRCLLHRAEPWDFKLPRVM 
 
>>gi|111120432|gb|ABH06350.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (53-70:109-126) 
 
             30        40        50        60        70        80 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM 
                                     :.::... : . : .:..           
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE        
       80        90       100       110       120                 
 
>>gi|111494253|gb|ABH06347.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (53-70:109-126) 
 
             30        40        50        60        70        80 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM 
                                     :.::... : . : .:..           
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE        
       80        90       100       110       120                 
 
>>gi|111120428|gb|ABH06348.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (53-70:109-126) 
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             30        40        50        60        70        80 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM 
                                     :.::... : . : .:..           
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE        
       80        90       100       110       120                 
 
>>gi|111120424|gb|ABH06346.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (53-70:109-126) 
 
             30        40        50        60        70        80 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM 
                                     :.::... : . : .:..           
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE        
       80        90       100       110       120                 
 
>>gi|111120420|gb|ABH06344.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (53-70:109-126) 
 
             30        40        50        60        70        80 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM 
                                     :.::... : . : .:..           
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE        
       80        90       100       110       120                 
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 66.7  bits: 18.9 E():   95 
Smith-Waterman score: 44; 40.9% identity (59.1% similar) in 22 aa overlap (56-77:92-111) 
 
          30        40        50        60        70        80      
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM      
                                     :.: . ::  :: .  ::  .:         
gi|258 QGEEFHKIVFTVEGLQEFGNFVQFLEDHGLDAVGYINR--LHSVFGWDPYVPSSKRKHTR 
              70        80        90         100       110          
 
gi|258 RGVGVDGLIDDIIAILPIDDLKALFQEKLETSPDFKAFYDAVRSPEFQSIVQTLNAMPEY 
     120       130       140       150       160       170          
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.7  bits: 17.9 E():   95 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (40-63:87-110) 
 
      10        20        30        40        50        60          
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|158 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
      70        80                                                  
AAD-12 EPWDFKLPRVM                                                  
                                                                    
gi|158 CGPVGAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.7  bits: 17.9 E():   95 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (40-63:87-110) 
 
      10        20        30        40        50        60          
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|123 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
      70        80                                                  
AAD-12 EPWDFKLPRVM                                                  
                                                                    
gi|123 CGPVGAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
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80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:03:04 2011 done: Fri Jan 21 00:03:04 2011 
 Total Scan time:  0.050 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 198  - 277 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     2     8:=* 
  34     8    22:==   * 
  36    24    44:======    * 
  38    47    73:============      * 
  40    68   102:=================        * 
  42    87   125:======================         * 
  44   116   138:=============================     * 
  46   185   140:==================================*============ 
  48   197   134:=================================*================ 
  50   119   122:==============================* 
  52   149   108:==========================*=========== 
  54    98    92:======================*== 
  56    82    77:===================*= 
  58    50    63:=============  * 
  60    39    51:==========  * 
  62    43    41:==========* 
  64    21    33:======  * 
  66    27    26:======* 
  68    28    20:====*== 
  70    16    16:===* 
  72     5    12:==* 
  74    10    10:==* 
  76    12     8:=*= 
  78    12     6:=*= 
  80    19     5:=*=== 
  82     8     3:*= 
  84     5     3:*= 
  86     2     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     2     1:*         :*= 
  94     2     1:*         :*= 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     1     0:=         *= 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     1     0:=         *= 
 116     0     0:          * 
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 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.43080.0031; mu= 7.3194 0.165 
 mean_var=36.965611.116, 0's: 2 Z-trim: 4  B-trim: 15 in 1/43 
 Lambda= 0.210948 
 Kolmogorov-Smirnov  statistic: 0.1084 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   73 27.7    0.24 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   64 24.9    0.58 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   66 25.6       1 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   55 22.1     2.4 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   56 22.4     2.4 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   56 22.4     3.3 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   56 22.4     3.3 
gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Se ( 608)   61 24.1       4 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   54 21.9     6.5 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   54 21.9     6.6 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   54 21.9     6.6 
gi|3336842|emb|CAA76847.1| bovine serum albumin [B ( 607)   57 22.9     9.4 
gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Se ( 607)   57 22.9     9.4 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   50 20.6     9.6 
gi|212279|gb|AAA48944.1| lysozyme protein [Gallus  (  24)   42 18.0      11 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   50 20.6      11 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   50 20.6      11 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   53 21.6      11 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   56 22.6      12 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   53 21.6      12 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   55 22.3      14 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   53 21.6      14 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   48 20.0      14 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   48 20.0      15 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   48 20.0      15 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   48 20.0      15 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   48 20.0      15 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   48 20.0      15 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   52 21.3      16 
gi|34495280|gb|AAQ73487.1| type 2 allergen Lep d 2 ( 140)   48 20.0      16 
gi|34495274|gb|AAQ73484.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|33772588|gb|AAQ54603.1| Gly d 2.03 [Glycyphagus ( 141)   48 20.0      16 
gi|34495284|gb|AAQ73489.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495290|gb|AAQ73492.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495288|gb|AAQ73491.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495282|gb|AAQ73488.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495278|gb|AAQ73486.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   53 21.6      16 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   48 20.0      16 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   48 20.0      16 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   48 20.0      16 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   47 19.7      18 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   47 19.7      18 
gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Sc ( 129)   47 19.7      18 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   47 19.7      19 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   47 19.7      20 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   47 19.7      20 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   47 19.7      20 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   47 19.7      20 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   47 19.7      20 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   47 19.7      20 
gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Gl ( 162)   47 19.7      22 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   47 19.7      24 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   46 19.4      24 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   50 20.7      24 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   50 20.7      24 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   49 20.4      24 
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gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 16.1      25 
gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen ( 367)   50 20.7      25 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   53 21.7      26 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   46 19.4      26 
gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   46 19.4      26 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   51 21.0      27 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   47 19.7      28 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   47 19.7      30 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   50 20.7      31 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   52 21.4      32 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 21.4      32 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   43 18.4      32 
gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Ser ( 607)   51 21.1      33 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 18.5      36 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   46 19.4      38 
gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen ( 367)   48 20.1      39 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   48 20.1      39 
gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen ( 367)   48 20.1      39 
gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen ( 367)   48 20.1      39 
gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen ( 367)   48 20.1      39 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   49 20.4      41 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   42 18.2      45 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   42 18.2      45 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 16.2      50 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   47 19.8      51 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   47 19.8      54 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 16.2      54 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   42 18.2      56 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.2      58 
gi|8843917|gb|AAF80164.1| pollen major allergen 1- ( 367)   46 19.5      59 
gi|19069497|emb|CAC37790.2| putative allergen Cup  ( 367)   46 19.5      59 
gi|8843921|gb|AAF80166.1| pollen major allergen 1- ( 367)   46 19.5      59 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   40 17.5      59 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   45 19.2      60 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.2      60 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.2      60 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   46 19.5      61 
gi|159162378|pdb|1H2O|A Chain A, Solution Structur ( 159)   42 18.2      62 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   46 19.5      63 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 19.8      63 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   47 19.8      65 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   41 17.9      66 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   45 19.2      68 
gi|3182907|sp|O02380.1|ALL2_TYRPU RecName: Full=Mi ( 141)   41 17.9      69 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.2      71 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.2      71 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   45 19.2      73 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   45 19.2      73 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   45 19.2      73 
gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen  ( 472)   46 19.5      74 
gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ( 472)   46 19.5      74 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   44 18.9      74 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 15.6      75 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   43 18.5      77 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.2      77 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.2      77 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   44 18.9      77 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   40 17.6      78 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   40 17.6      78 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   40 17.6      78 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   40 17.6      78 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   40 17.6      78 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   46 19.5      80 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 15.6      81 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   40 17.6      83 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   51 21.1      83 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   40 17.6      84 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   40 17.6      84 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   40 17.6      84 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 20.8      85 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.2      86 
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gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 17.9      86 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 17.9      86 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 17.9      86 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   41 17.9      89 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 17.9      90 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   40 17.6      90 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   43 18.6      92 
gi|1093120|prf||2103117A allergen Dac g II         ( 196)   41 17.9      92 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.0      93 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   44 18.9      94 
gi|111120432|gb|ABH06350.1| Blo t 21 allergen [Blo ( 129)   39 17.3      95 
gi|111120428|gb|ABH06348.1| Blo t 21 allergen [Blo ( 129)   39 17.3      95 
gi|111494253|gb|ABH06347.1| Blo t 21 allergen [Blo ( 129)   39 17.3      95 
gi|111120424|gb|ABH06346.1| Blo t 21 allergen [Blo ( 129)   39 17.3      95 
gi|111120420|gb|ABH06344.1| Blo t 21 allergen [Blo ( 129)   39 17.3      95 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   41 17.9      96 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   41 17.9      96 
gi|69552|pir||MEHB2 melittin, minor - honeybee     (  27)   32 15.0      97 
gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-t (  34)   33 15.3      97 
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  73 init1:  73 opt:  73  Z-score: 113.7  bits: 27.7 E(): 0.24 
Smith-Waterman score: 73; 35.5% identity (54.8% similar) in 31 aa overlap (24-54:246-276) 
 
                      10        20        30        40        50    
AAD-12        VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:: :   . :     .: . 
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
 
            60        70        80                                  
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRVMW                                  
       :                                                            
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 106.7  bits: 24.9 E(): 0.58 
Smith-Waterman score: 64; 32.8% identity (50.8% similar) in 61 aa overlap (4-60:79-133) 
 
                                          10            20          
AAD-12                            VKVHPETGRPSL--LIGRHA--HAIPGMDAAES 
                                     .::. ::.:  ::   :  :   :.. :.  
gi|121 DLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPEN-RPALKTLIDGLASSHKARGIEKAQF 
       50        60        70        80         90       100        
 
      30        40        50        60        70        80 
AAD-12 ERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW 
       :.:  .:::.       :  .:      .::                     
gi|121 EEFRASLVDYLS-----HHLDWNDTMKSTWDLALNNMFFYILHALEVAQ   
       110            120       130       140       150    
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  66 init1:  66 opt:  66  Z-score: 102.2  bits: 25.6 E():    1 
Smith-Waterman score: 66; 32.3% identity (54.8% similar) in 31 aa overlap (24-54:247-277) 
 
                      10        20        30        40        50    
AAD-12        VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:  :   . :.    .: . 
gi|232 APDIKTPKEALDLIMDAIDKAGYKGKVGIAMDVASSEFYKDGKYDLDFKNPESDPSKWLS 
        220       230       240       250       260       270       
 
            60        70        80                                  
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRVMW                                  
       :                                                            
gi|232 GPQLADLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKT 
        280       290       300       310       320       330       
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 95.5  bits: 22.1 E():  2.4 
Smith-Waterman score: 55; 30.4% identity (41.3% similar) in 46 aa overlap (38-80:29-70) 
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        10        20        30        40        50        60        
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 
                                     :  :::   : .. : ..   :: : .    
gi|323   QAGGQTCAGNICCSQYGYCGTTADYCSPDNNCQATY-HYYNPAQNN---WDLRAVSAY 
                 10        20        30         40           50     
 
        70           80                      
AAD-12 AEPWDFKLP---RVMW                      
          ::   :   :  :                      
gi|323 CSTWDADKPYSWRYGWTAFCGPAGPRCLRTNAAVTVR 
           60        70        80        90  
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 95.5  bits: 22.4 E():  2.4 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (35-51:68-86) 
 
           10        20        30        40          50        60   
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|219 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
             70        80 
AAD-12 CLLHRAEPWDFKLPRVMW 
                          
gi|219 SFDSDRSGLLLKQKVSDE 
       100       110      
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 93.2  bits: 22.4 E():  3.3 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (35-51:68-86) 
 
           10        20        30        40          50        60   
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|456 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNF 
        40        50        60        70        80        90        
 
             70        80                                           
AAD-12 CLLHRAEPWDFKLPRVMW                                           
                                                                    
gi|456 SFGSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 93.2  bits: 22.4 E():  3.3 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (35-51:68-86) 
 
           10        20        30        40          50        60   
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|184 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
             70        80                                           
AAD-12 CLLHRAEPWDFKLPRVMW                                           
                                                                    
gi|184 SFDSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Serum   (608 aa) 
 initn:  43 init1:  43 opt:  61  Z-score: 91.6  bits: 24.1 E():    4 
Smith-Waterman score: 61; 26.1% identity (53.6% similar) in 69 aa overlap (6-70:424-492) 
 
                                        10        20           30   
AAD-12                          VKVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :. :... .: ...   .:  :  
gi|135 YAHVFDEFKPLVEEPHNLVKTNCELFEKLGEYGFQNALLVRYTKKVPQVSTPTLVEVSRS 
           400       410       420       430       440       450    
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             40        50        60         70        80            
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMW            
       :  . .  :  :...  . :   . :  :: :.::.  :                      
gi|135 LGKVGSKCCTHPEAERLSCAEDYLSVVLNRLCVLHEKTPVSERVTKCCTESLVNRRPCFS 
           460       470       480       490       500       510    
 
gi|135 ALQVDETYVPKEFSAETFTFHADLCTLPEAEKQIKKQSALVELLKHKPKATEEQLKTVMG 
           520       530       540       550       560       570    
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 87.9  bits: 21.9 E():  6.5 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (55-69:122-138) 
 
           30        40        50        60          70        80   
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRVMW   
                                     : :..::.:::  :..:              
gi|162 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
gi|162 RKELAAVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200         
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 87.8  bits: 21.9 E():  6.6 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (55-69:122-138) 
 
           30        40        50        60          70        80   
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRVMW   
                                     : :..::.:::  :..:              
gi|124 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
gi|124 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 87.8  bits: 21.9 E():  6.6 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (55-69:122-138) 
 
           30        40        50        60          70        80   
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRVMW   
                                     : :..::.:::  :..:              
gi|209 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
gi|209 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|3336842|emb|CAA76847.1| bovine serum albumin [Bos t  (607 aa) 
 initn:  38 init1:  38 opt:  57  Z-score: 85.0  bits: 22.9 E():  9.4 
Smith-Waterman score: 57; 23.7% identity (50.0% similar) in 76 aa overlap (6-77:423-498) 
 
                                        10        20           30   
AAD-12                          VKVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :: :... .: ...   .:  :  
gi|333 YSTVFDKLKHLVDEPQNLIKQNCDQFEKLGEYGFQNALIVRYTRKVPQVSTPTLVEVSRS 
            400       410       420       430       440       450   
 
             40        50        60         70        80            
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMW            
       :  .    :  :. .    .   . .  :: :.::.  : . :. .               
gi|333 LGKVGTRCCTKPESERMPCTEDYLSLILNRLCVLHEKTPVSEKVTKCCTESLVNRRPCFS 
            460       470       480       490       500       510   
 
gi|333 ALTPDETYVPKAFDEKLFTFHADICTLPDTEKQIKKQTALVELLKHKPKATEEQLKTVME 
            520       530       540       550       560       570   
 
>>gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Serum   (607 aa) 
 initn:  38 init1:  38 opt:  57  Z-score: 85.0  bits: 22.9 E():  9.4 
Smith-Waterman score: 57; 23.7% identity (50.0% similar) in 76 aa overlap (6-77:423-498) 
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                                        10        20           30   
AAD-12                          VKVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :: :... .: ...   .:  :  
gi|135 YSTVFDKLKHLVDEPQNLIKQNCDQFEKLGEYGFQNALIVRYTRKVPQVSTPTLVEVSRS 
            400       410       420       430       440       450   
 
             40        50        60         70        80            
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMW            
       :  .    :  :. .    .   . .  :: :.::.  : . :. .               
gi|135 LGKVGTRCCTKPESERMPCTEDYLSLILNRLCVLHEKTPVSEKVTKCCTESLVNRRPCFS 
            460       470       480       490       500       510   
 
gi|135 ALTPDETYVPKAFDEKLFTFHADICTLPDTEKQIKKQTALVELLKHKPKATEEQLKTVME 
            520       530       540       550       560       570   
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.8  bits: 20.6 E():  9.6 
Smith-Waterman score: 50; 50.0% identity (90.0% similar) in 10 aa overlap (61-70:24-33) 
 
               40        50        60        70        80           
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW           
                                     : :..::..:                     
gi|484        GKMNFTDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVL 
                      10        20        30        40        50    
 
gi|484 TAIIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGE 
            60        70        80        90       100       110    
 
>>gi|212279|gb|AAA48944.1| lysozyme protein [Gallus gall  (24 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 83.9  bits: 18.0 E():   11 
Smith-Waterman score: 42; 33.3% identity (53.3% similar) in 15 aa overlap (57-71:5-19) 
 
         30        40        50        60        70        80 
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW 
                                     :.: : :    .. :          
gi|212                           MNAWVAWRNSCKGTDVQAWIRGCR     
                                         10        20         
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.9  bits: 20.6 E():   11 
Smith-Waterman score: 50; 33.3% identity (100.0% similar) in 12 aa overlap (63-74:44-55) 
 
             40        50        60        70        80             
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW             
                                     :..::..:....                   
gi|558 AVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.8  bits: 20.6 E():   11 
Smith-Waterman score: 50; 40.0% identity (60.0% similar) in 15 aa overlap (57-71:127-141) 
 
         30        40        50        60        70        80 
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW 
                                     :.: :::    .. :          
gi|126 PCSALLSSDITASVNCAKKIVSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL    
        100       110       120       130       140           
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.8  bits: 21.6 E():   11 
Smith-Waterman score: 53; 43.8% identity (62.5% similar) in 16 aa overlap (35-50:27-42) 
 
           10        20        30        40        50        60     
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     : :.:  : : .. ::               
gi|170     MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQ 
                   10        20        30        40        50       
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           70        80                                             
AAD-12 LHRAEPWDFKLPRVMW                                             
                                                                    
gi|170 QTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQP 
         60        70        80        90       100       110       
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 83.4  bits: 22.6 E():   12 
Smith-Waterman score: 56; 26.1% identity (50.7% similar) in 69 aa overlap (6-70:424-492) 
 
                                        10        20           30   
AAD-12                          VKVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :. :...  : ...   .:  :  
gi|668 YAKVLDEFKPLVDEPQNLVKTNCELFEKLGEYGFQNALLVRYTKKAPQVSTPTLVEVSRK 
           400       410       420       430       440       450    
 
             40        50        60         70        80            
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMW            
       :  .    :. :. .  . :   . :  :: :.::.  :                      
gi|668 LGKVGTKCCKKPESERMSCAEDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFS 
           460       470       480       490       500       510    
 
gi|668 GLEVDETYVPKEFNAETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMG 
           520       530       540       550       560       570    
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 83.0  bits: 21.6 E():   12 
Smith-Waterman score: 53; 33.3% identity (66.7% similar) in 33 aa overlap (51-80:145-176) 
 
               30        40        50          60         70        
AAD-12 IPGMDAAESERFLEGLVDWACQAPRVHAHQWA-AGD-VVVWDNRCLLH-RAEPWDFKLPR 
                                     :: : :   .: . :.:. ...: :. .:  
gi|320 NGFASVGDTATRKREIAAFLAQTSHETTGGWATAPDGPYAW-GYCFLKEQGNPPDYCVPT 
          120       130       140       150        160       170    
 
        80                                                          
AAD-12 VMW                                                          
       ..:                                                          
gi|320 AQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDPVISFKTALWFWMT 
           180       190       200       210       220       230    
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 82.0  bits: 22.3 E():   14 
Smith-Waterman score: 55; 26.1% identity (50.7% similar) in 69 aa overlap (6-70:401-469) 
 
                                        10        20           30   
AAD-12                          VKVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :. :...  : ...   .:  :  
gi|331 YAKVLDEFKPLVDEPQNLVKTNCELFEKLGEYGFQNALLVRYTKKAPQVSTPTLVEVSRK 
              380       390       400       410       420       430 
 
             40        50        60         70        80            
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMW            
       :  .    :. :. .  . :   . :  :: :.::.  :                      
gi|331 LGKVGTKCCKKPESERMSCADDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFS 
              440       450       460       470       480       490 
 
gi|331 GLEVDETYVPKEFNAETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMG 
              500       510       520       530       540       550 
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  53  Z-score: 81.9  bits: 21.6 E():   14 
Smith-Waterman score: 53; 27.0% identity (55.6% similar) in 63 aa overlap (2-61:119-178) 
 
                                            10        20         30 
AAD-12                              VKVHPETGRPSLLIGRHAHAI-PGMDAAESE 
                                     .::  .: : :..   .:.:  :..    . 
gi|908 LWIIFSKNLNIKLNMPLYIAGNKTIDGRGAEVHIGNGGPCLFMRTVSHVILHGLNIHGCN 
       90       100       110       120       130       140         
 
                 40        50        60        70        80         
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AAD-12 RFLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW         
         . :  :.. :  .  :::..   ::...  :                            
gi|908 TSVSGNVLISEASGVVPVHAQD---GDAITMRNVTDVWIDHNSLSDSSDGLVDVTLASTG 
      150       160       170          180       190       200      
 
gi|908 VTISNNHFFNHHKVMLLGHSDIYSDDKSMKVTVAFNQFGPNAGQRMPRARYGLIHVANNN 
         210       220       230       240       250       260      
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.7  bits: 20.0 E():   14 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (62-74:76-88) 
 
              40        50        60        70        80            
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW            
                                     .: .....: :::                  
gi|484 TTKATIKVLAKVAGTPIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILPKVKAEVT 
          50        60        70        80        90       100      
 
gi|484 AELVGDHGVLACGRFGRQVE 
         110       120      
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.5  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (63-74:27-38) 
 
             40        50        60        70        80             
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW             
                                     :..::..:....                   
gi|760     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKA 
                   10        20        30        40        50       
 
gi|760 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.5  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (63-74:27-38) 
 
             40        50        60        70        80             
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW             
                                     :..::..:....                   
gi|214     SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|214 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
         60        70        80        90       100       110       
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.5  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (63-74:27-38) 
 
             40        50        60        70        80             
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW             
                                     :..::..:....                   
gi|157     SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|157 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
         60        70        80        90       100       110       
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.5  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (63-74:27-38) 
 
             40        50        60        70        80             
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW             
                                     :..::..:....                   
gi|256     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKA 
                   10        20        30        40        50       
 
gi|256 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNGV 
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         60        70        80        90       100       110       
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.4  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (63-74:28-39) 
 
             40        50        60        70        80             
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW             
                                     :..::..:....                   
gi|110    RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNSKTAKIEIKA 
                  10        20        30        40        50        
 
gi|110 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNGV 
        60        70        80        90       100       110        
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.0  bits: 21.3 E():   16 
Smith-Waterman score: 52; 28.1% identity (59.4% similar) in 32 aa overlap (24-55:66-97) 
 
                      10        20        30        40        50    
AAD-12        VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     .:. . . : :: .. .   ::.  ::..  
gi|729 STLSLVTKADGKIDMTVDLISPVTKRASLKIDSKKYNLFHEGELSASIVNPRLSWHQYTK 
          40        50        60        70        80        90      
 
            60        70        80                                  
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRVMW                                  
        :                                                           
gi|729 RDSREYKSDVELSLRSSDIALKITMPDYNSKIHYSRQGDQINMDIDGTLIEGHAQGTIRE 
         100       110       120       130       140       150      
 
>>gi|34495280|gb|AAQ73487.1| type 2 allergen Lep d 2.024  (140 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (62-74:91-103) 
 
              40        50        60        70        80            
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW            
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
               70        80        90       100       110       120 
 
gi|344 AELIGDHGILACGTVNGQVE 
              130       140 
 
>>gi|34495274|gb|AAQ73484.1| type 2 allergen Lep d 2.013  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (62-74:92-104) 
 
              40        50        60        70        80            
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW            
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|33772588|gb|AAQ54603.1| Gly d 2.03 [Glycyphagus dom  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (62-74:92-104) 
 
              40        50        60        70        80            
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW            
                                     .: .....: :::                  
gi|337 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|337 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495284|gb|AAQ73489.1| type 2 allergen Lep d 2.031  (141 aa) 
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 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (62-74:92-104) 
 
              40        50        60        70        80            
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW            
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495290|gb|AAQ73492.1| type 2 allergen Lep d 2.042  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (62-74:92-104) 
 
              40        50        60        70        80            
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW            
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVVGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGTVE 
             130       140  
 
>>gi|34495288|gb|AAQ73491.1| type 2 allergen Lep d 2.039  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (62-74:92-104) 
 
              40        50        60        70        80            
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW            
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495282|gb|AAQ73488.1| type 2 allergen Lep d 2.025  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (62-74:92-104) 
 
              40        50        60        70        80            
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW            
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495278|gb|AAQ73486.1| type 2 allergen Lep d 2.023  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (62-74:92-104) 
 
              40        50        60        70        80            
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW            
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2.035  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (62-74:92-104) 
 
              40        50        60        70        80            
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW            
                                     .: .....: :::                  

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 6942



 

 

gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 80.7  bits: 21.6 E():   16 
Smith-Waterman score: 53; 27.3% identity (54.5% similar) in 44 aa overlap (15-57:241-284) 
 
                               10        20        30         40    
AAD-12                 VKVHPETGRPSLLIGRHAHAIPGMDAAESERF-LEGLVDWACQA 
                                     :  .... :::.: :: .  .   :   .  
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDKTYDLNFKE 
              220       230       240       250       260       270 
 
            50        60        70        80                        
AAD-12 PRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW                        
          .. :  .:::.                                               
gi|144 ENNNGSQKISGDVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.6  bits: 20.0 E():   16 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (63-74:43-54) 
 
             40        50        60        70        80             
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW             
                                     :..::..:....                   
gi|164 AVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEANQNRKTAKIEIKA 
             20        30        40        50        60        70   
 
gi|164 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
             80        90       100       110       120       130   
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.6  bits: 20.0 E():   16 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (63-74:44-55) 
 
             40        50        60        70        80             
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW             
                                     :..::..:....                   
gi|135 AVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|135 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
            80        90       100       110       120       130    
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.6  bits: 20.0 E():   16 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (63-74:44-55) 
 
             40        50        60        70        80             
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW             
                                     :..::..:....                   
gi|996 AVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNTKNAKIEIKA 
            20        30        40        50        60        70    
 
gi|996 SIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
            80        90       100       110       120       130    
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.8  bits: 19.7 E():   18 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (63-74:27-38) 
 
             40        50        60        70        80             
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW             
                                     :..::..:. ..                   
gi|179     DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
                   10        20        30        40        50       
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gi|179 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENVVVTVKLVGDNGV 
         60        70        80        90       100       110       
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.8  bits: 19.7 E():   18 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (63-74:27-38) 
 
             40        50        60        70        80             
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW             
                                     :..::..:. ..                   
gi|760     DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|760 NINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
         60        70        80        90       100       110       
 
>>gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Schist  (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.8  bits: 19.7 E():   18 
Smith-Waterman score: 47; 50.0% identity (80.0% similar) in 10 aa overlap (59-68:6-15) 
 
       30        40        50        60        70        80         
AAD-12 SERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW         
                                     :::.:. . :                     
gi|298                          MSADSWDNHCVTYVANNKCLKNLCMTAIDGSHLGT 
                                        10        20        30      
 
gi|298 SNPDFRIPPELILQLKSILDGGLDTSIFFMGEKYIVLQHDSSCLVSRCGKKSLIFYATGK 
          40        50        60        70        80        90      
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.4  bits: 19.7 E():   19 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (63-74:36-47) 
 
             40        50        60        70        80             
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW             
                                     :..::..:. ..                   
gi|217 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
          10        20        30        40        50        60      
 
gi|217 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
          70        80        90       100       110       120      
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.1  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (63-74:40-51) 
 
             40        50        60        70        80             
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW             
                                     :..::..:. ..                   
gi|546 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
      10        20        30        40        50        60          
 
gi|546 SLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
      70        80        90       100       110       120          
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.9  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (63-74:44-55) 
 
             40        50        60        70        80             
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW             
                                     :..::..:. ..                   
gi|864 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|864 NIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.9  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (63-74:44-55) 
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             40        50        60        70        80             
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW             
                                     :..::..:. ..                   
gi|558 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.9  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (63-74:44-55) 
 
             40        50        60        70        80             
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW             
                                     :..::..:. ..                   
gi|256 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|256 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.9  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (63-74:44-55) 
 
             40        50        60        70        80             
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW             
                                     :..::..:. ..                   
gi|558 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.9  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (63-74:44-55) 
 
             40        50        60        70        80             
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW             
                                     :..::..:. ..                   
gi|218 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|218 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Globin  (162 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 78.2  bits: 19.7 E():   22 
Smith-Waterman score: 47; 25.0% identity (63.6% similar) in 44 aa overlap (19-61:111-148) 
 
                           10        20        30        40         
AAD-12             VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                     :   :..::.  .:  .::..      ..: 
gi|121 VSFFTEVISLSGNQANLSAVYALVSKLGVDHKARGISAAQFGEFRTALVSY------LQA 
               90       100       110       120       130           
 
        50        60        70        80 
AAD-12 H-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW 
       : .:. . ...:..                    
gi|121 HVSWGDNVAAAWNHALDNTYAVALKSLE      
          140       150       160        
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.6  bits: 19.7 E():   24 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (63-74:73-84) 
 
             40        50        60        70        80             
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW             
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                                     :..::..:. ..                   
gi|156 KHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
             50        60        70        80        90       100   
 
gi|156 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            110       120       130       140       150       160   
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 77.6  bits: 19.4 E():   24 
Smith-Waterman score: 46; 26.8% identity (58.5% similar) in 41 aa overlap (11-49:100-140) 
 
                                   10        20         30          
AAD-12                     VKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
      40         50        60        70        80 
AAD-12 A-CQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW 
       . : . . : :                                
gi|100 GYCGSHHHHHH                                
     130       140                                
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 77.6  bits: 20.7 E():   24 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (3-61:99-157) 
 
                                           10        20         30  
AAD-12                             VKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
                40        50        60        70        80          
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW          
        . :  ::. .  .  :::..   ::...  :                             
gi|908 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
      130       140          150       160       170       180      
 
gi|908 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
         190       200       210       220       230       240      
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 77.6  bits: 20.7 E():   24 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (3-61:100-158) 
 
                                           10        20         30  
AAD-12                             VKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
                40        50        60        70        80          
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW          
        . :  ::. .  .  :::..   ::...  :                             
gi|118 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     130       140       150          160       170       180       
 
gi|118 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        190       200       210       220       230       240       
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.5  bits: 20.4 E():   24 
Smith-Waterman score: 49; 43.8% identity (56.2% similar) in 16 aa overlap (35-50:8-23) 
 
           10        20        30        40        50        60     
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     : :.:  : :  . ::               
gi|106                        NIQVDPSGQVQWPQQQPFPQPHQPFSQQPQQTFPQPQ 
                                      10        20        30        
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           70        80                                             
AAD-12 LHRAEPWDFKLPRVMW                                             
                                                                    
gi|106 QTFPHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQP 
        40        50        60        70        80        90        
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 77.4  bits: 16.1 E():   25 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (17-22:8-13) 
 
               10        20        30        40        50        60 
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD 
                       ::: .:                                       
gi|131          GPVGGVVHAHMMPLL                                     
                        10                                          
 
>>gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 77.2  bits: 20.7 E():   25 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (3-61:120-178) 
 
                                           10        20         30  
AAD-12                             VKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHSCNT 
      90       100       110       120       130       140          
 
                40        50        60        70        80          
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW          
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLPDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 77.1  bits: 21.7 E():   26 
Smith-Waterman score: 53; 30.4% identity (73.9% similar) in 23 aa overlap (39-61:618-639) 
 
       10        20        30        40        50        60         
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     : :. :.. : .:.. ..:: ..        
gi|581 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVVHNDFDFRLSV 
       590       600       610       620        630       640       
 
       70        80                                                 
AAD-12 EPWDFKLPRVMW                                                 
                                                                    
gi|581 AEGVGLFNVLQEKGVPSRFLNFPDETHWVTKPENSLVWHQQVLGWVNKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (14-56:1-44) 
 
               10        20        30         40        50          
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQAPRVHAHQWAAGDVVVW 
                    .: ..:..   ... .:... :.: :     :..    . . ::    
gi|166              MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGD 
                            10        20        30        40        
 
      60        70        80                                        
AAD-12 DNRCLLHRAEPWDFKLPRVMW                                        
                                                                    
gi|166 GGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPT 
        50        60        70        80        90       100        
 
>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (14-56:1-44) 
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               10        20        30         40        50          
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQAPRVHAHQWAAGDVVVW 
                    .: ..:..   ... .:... :.: :     :..    . . ::    
gi|215              MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGD 
                            10        20        30        40        
 
      60        70        80                                        
AAD-12 DNRCLLHRAEPWDFKLPRVMW                                        
                                                                    
gi|215 GGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVVPT 
        50        60        70        80        90       100        
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 76.6  bits: 21.0 E():   27 
Smith-Waterman score: 51; 54.5% identity (72.7% similar) in 11 aa overlap (70-80:162-170) 
 
      40        50        60        70        80                    
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW                    
                                     ::.:  : .::                    
gi|108 DKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNF--PLLMWAWKIGPAIACGNTVVLKTA 
             140       150       160         170       180          
 
gi|108 EQTPLGGLVAASLVKEAGFPPGVINVISGFGKVAGAALSSHMDVDKVAFTGSTVVGRTIL 
     190       200       210       220       230       240          
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.3  bits: 19.7 E():   28 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (18-55:156-194) 
 
                            10        20        30        40        
AAD-12              VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|833 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
         130       140       150       160       170       180      
 
         50        60        70        80 
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW 
       .. .:: ..                          
gi|833 NVINWAEAENRYIAGDKGGHPFMKL          
         190       200       210          
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 75.9  bits: 19.7 E():   30 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (18-55:167-205) 
 
                            10        20        30        40        
AAD-12              VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|164 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
        140       150       160       170       180       190       
 
         50        60        70        80 
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW 
       .. .:: ..                          
gi|164 NVINWAEAENRYIAGDKGGHPFMKL          
        200       210       220           
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 75.6  bits: 20.7 E():   31 
Smith-Waterman score: 50; 28.3% identity (43.4% similar) in 53 aa overlap (41-77:25-77) 
 
               20        30        40        50              60     
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ------WAAGDVVVWDN--- 
                                     ::  :. : .      . :: : .::     
gi|259       LSVCFLILFHGCLASRQEWQQQDECQIDRLDALEPDNRVEYEAGTVEAWDPNHE 
                     10        20        30        40        50     
 
                     70        80                                   
AAD-12 --RC-----LLHRAEPWDFKLPRVMW                                   
         ::     . :  .:  . ::.                                      
gi|259 QFRCAGVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQ 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 6948



 

 

           60        70        80        90       100       110     
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 75.5  bits: 21.4 E():   32 
Smith-Waterman score: 52; 26.1% identity (73.9% similar) in 23 aa overlap (39-61:618-639) 
 
       10        20        30        40        50        60         
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     : :. :.. : .:.. ..:. ..        
gi|238 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVIHNDSDFRLSV 
       590       600       610       620        630       640       
 
       70        80                                                 
AAD-12 EPWDFKLPRVMW                                                 
                                                                    
gi|238 AEGVGLFNVLQEKGIPSRFLNFPDETHWVTKPENSLVWHQQVLGWINKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 75.5  bits: 21.4 E():   32 
Smith-Waterman score: 52; 26.1% identity (73.9% similar) in 23 aa overlap (39-61:618-639) 
 
       10        20        30        40        50        60         
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     : :. :.. : .:.. ..:. ..        
gi|219 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVIHNDFDFRLSV 
       590       600       610       620        630       640       
 
       70        80                                                 
AAD-12 EPWDFKLPRVMW                                                 
                                                                    
gi|219 AEGVGLFNVLQEKGIPSRFLNFPDETHWVTKPENSLVWHQQVLGWINKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.4  bits: 18.4 E():   32 
Smith-Waterman score: 43; 30.4% identity (60.9% similar) in 23 aa overlap (51-73:53-75) 
 
               30        40        50        60        70        80 
AAD-12 IPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW 
                                     :: . :.. ..  : :: .  :.        
gi|387 SINGNAPAEIDLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVD 
             30        40        50        60        70        80   
 
gi|387 CASQHGCHGDTIPR 
             90       
 
>>gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Serum a  (607 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 75.1  bits: 21.1 E():   33 
Smith-Waterman score: 51; 23.2% identity (55.1% similar) in 69 aa overlap (13-77:430-498) 
 
                                 10        20           30          
AAD-12                   VKVHPETGRPSLLIGRHAHAIPGMDA---AESERFLEGLVDW 
                                     :: :...  : ...   .:  : :  . .  
gi|543 FTPLVEEPKSLVKKNCDLFEEVGEYDFQNALIVRYTKKAPQVSTPTLVEIGRTLGKVGSR 
     400       410       420       430       440       450          
 
      40        50        60         70        80                   
AAD-12 ACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMW                   
        :. :. .    . . ...  :: :.::.  : . :. .                      
gi|543 CCKLPESERLPCSENHLALALNRLCVLHEKTPVSEKITKCCTDSLAERRPCFSALELDEG 
     460       470       480       490       500       510          
 
gi|543 YVPKEFKAETFTFHADICTLPEDEKQIKKQSALAELVKHKPKATKEQLKTVLGNFSAFVA 
     520       530       540       550       560       570          
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.5  bits: 18.5 E():   36 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (23-35:5-17) 
 
               10        20        30        40        50        60 
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AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD 
                             :.:::: .  :.:                          
gi|208                   MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACGLAKKSAEE 
                                 10        20        30        40   
 
               70        80                                         
AAD-12 NRCLLHRAEPWDFKLPRVMW                                         
                                                                    
gi|208 VKAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAGDVDGDGKIGIEEF 
             50        60        70        80        90       100   
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.1  bits: 19.4 E():   38 
Smith-Waterman score: 46; 22.9% identity (60.4% similar) in 48 aa overlap (22-69:115-162) 
 
                        10        20        30        40        50  
AAD-12          VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. : ... . :     : ..:.  :..  
gi|383 GSEASANPKDKPAEEEEEEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSL 
           90       100       110       120       130       140     
 
              60        70        80                                
AAD-12 AAGDVVVWDNRCLLHRAEPWDFKLPRVMW                                
       .. .:  ::..  :.. :                                           
gi|383 VTLEVKPWDDETNLEELEANVRAIEMDGLVWGASKFVAVGFGIKKLQINLVVEDEKVSTD 
          150       160       170       180       190       200     
 
>>gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 73.9  bits: 20.1 E():   39 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (3-61:120-178) 
 
                                           10        20         30  
AAD-12                             VKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLEMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
                40        50        60        70        80          
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW          
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 73.9  bits: 20.1 E():   39 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (3-61:120-178) 
 
                                           10        20         30  
AAD-12                             VKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|151 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
                40        50        60        70        80          
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW          
        . :  ::. .  .  :::..   ::...  :                             
gi|151 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|151 TISNNHFFNHHKVMLLGHDDTYDNDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 73.9  bits: 20.1 E():   39 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (3-61:120-178) 
 
                                           10        20         30  
AAD-12                             VKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
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                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
                40        50        60        70        80          
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW          
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGNVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 73.9  bits: 20.1 E():   39 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (3-61:120-178) 
 
                                           10        20         30  
AAD-12                             VKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
                40        50        60        70        80          
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW          
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 73.9  bits: 20.1 E():   39 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (3-61:120-178) 
 
                                           10        20         30  
AAD-12                             VKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
                40        50        60        70        80          
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW          
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGNVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.3  bits: 20.4 E():   41 
Smith-Waterman score: 53; 27.0% identity (56.8% similar) in 37 aa overlap (23-58:441-477) 
 
                       10        20        30         40        50  
AAD-12         VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG-LVDWACQAPRVHAHQW 
                                     :. :.    .. : :.:  : .  .:. .  
gi|505 YQIAFSRGNRAFIAINLQKNQQNLQQKLHTGLPAGTYCDIISGNLIDNKCTGKSIHVDKN 
              420       430       440       450       460       470 
 
              60        70        80 
AAD-12 AAGDVVVWDNRCLLHRAEPWDFKLPRVMW 
       . .:: :                       
gi|505 GQADVYVGHDEFDAFVAYHIGARIVS    
              480       490          
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.7  bits: 18.2 E():   45 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (17-54:20-57) 
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                  10        20        30        40        50        
AAD-12    VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                          ::  . . : :. :    :..:   .:  :   .  ::    
gi|730 MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGS 
               10        20        30        40        50        60 
 
        60        70        80                              
AAD-12 VWDNRCLLHRAEPWDFKLPRVMW                              
                                                            
gi|730 VFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
               70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.7  bits: 18.2 E():   45 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (17-54:20-57) 
 
                  10        20        30        40        50        
AAD-12    VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                          ::  . . : :. :    :..:   .:  :   .  ::    
gi|191 MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGS 
               10        20        30        40        50        60 
 
        60        70        80                              
AAD-12 VWDNRCLLHRAEPWDFKLPRVMW                              
                                                            
gi|191 VFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
               70        80        90       100       110   
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 71.9  bits: 16.2 E():   50 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (22-39:8-25) 
 
               10        20        30        40        50        60 
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD 
                            :.. :. ....:..   :                      
gi|751               IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA               
                             10        20        30                 
 
               70        80 
AAD-12 NRCLLHRAEPWDFKLPRVMW 
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.6  bits: 19.8 E():   51 
Smith-Waterman score: 47; 37.5% identity (68.8% similar) in 16 aa overlap (53-68:202-217) 
 
             30        40        50        60        70        80   
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW   
                                     ::.  .: ..: : .:               
gi|113 DIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWIDHCSLSKASDGLLDITLGSSHV 
             180       190       200       210       220       230  
 
gi|113 TVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQRMPRCRFGFFQVVNNNY 
             240       250       260       270       280       290  
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 71.3  bits: 19.8 E():   54 
Smith-Waterman score: 47; 30.0% identity (66.7% similar) in 30 aa overlap (47-75:129-158) 
 
         20        30        40        50        60         70      
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEPWDFKL 
                                     ...:: ::.  : ..: . . : .:  .:. 
gi|114 DPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKI 
      100       110       120       130       140       150         
 
          80                                                        
AAD-12 PRVMW                                                        
                                                                    
gi|114 DYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEK 
      160       170       180       190       200       210         
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
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 initn:  36 init1:  36 opt:  36  Z-score: 71.3  bits: 16.2 E():   54 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (22-39:8-25) 
 
               10        20        30        40        50        60 
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD 
                            :.. :. ....:..   :                      
gi|751               IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK            
                             10        20        30                 
 
               70        80 
AAD-12 NRCLLHRAEPWDFKLPRVMW 
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.0  bits: 18.2 E():   56 
Smith-Waterman score: 42; 24.4% identity (56.1% similar) in 41 aa overlap (11-50:100-140) 
 
                                   10        20         30          
AAD-12                     VKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
      40        50        60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW 
       .  .   : :.                               
gi|100 GYYVGSHHHHHH                              
     130       140                               
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 70.7  bits: 18.2 E():   58 
Smith-Waterman score: 42; 27.8% identity (66.7% similar) in 36 aa overlap (18-53:28-62) 
 
                         10        20        30        40        50 
AAD-12           VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                  :.: :...: : ... .:  : .    ... .: 
gi|157 MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQA-EFRQLANGAPDKTEAEIEAQIEQ 
               10        20        30         40        50          
 
               60        70        80                               
AAD-12 WAAGDVVVWDNRCLLHRAEPWDFKLPRVMW                               
       :.:                                                          
gi|157 WVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPAAKAADARLSAIASNRALKV 
      60        70        80        90       100       110          
 
>>gi|8843917|gb|AAF80164.1| pollen major allergen 1-2 [J  (367 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 70.6  bits: 19.5 E():   59 
Smith-Waterman score: 46; 27.4% identity (54.8% similar) in 62 aa overlap (3-61:120-178) 
 
                                           10        20         30  
AAD-12                             VKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
                40        50        60        70        80          
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW          
        . :  ::. .  .  :::..   ::...  :                             
gi|884 SVLGDVLVSESIGVVPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|884 TIFNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|19069497|emb|CAC37790.2| putative allergen Cup a 1   (367 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 70.6  bits: 19.5 E():   59 
Smith-Waterman score: 46; 27.4% identity (53.2% similar) in 62 aa overlap (3-61:120-178) 
 
                                           10        20         30  
AAD-12                             VKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :..   .:.:  :.     .  
gi|190 WIIFSQNMNIKLQMPLYVAGYKTIDGRGADVHLGNGGPCLFMRTASHVILHGLHIHGCNT 
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      90       100       110       120       130       140          
 
                40        50        60        70        80          
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW          
        . :  ::. .  .  :::..   ::...  :                             
gi|190 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|190 TISNNHFFNHHKVMLLGHDDTYDDDISMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8843921|gb|AAF80166.1| pollen major allergen 1-1 [J  (367 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 70.6  bits: 19.5 E():   59 
Smith-Waterman score: 46; 27.4% identity (54.8% similar) in 62 aa overlap (3-61:120-178) 
 
                                           10        20         30  
AAD-12                             VKVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
                40        50        60        70        80          
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW          
        . :  ::. .  .  :::..   ::...  :                             
gi|884 SVLGDVLVSESIGVVPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|884 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.5  bits: 17.5 E():   59 
Smith-Waterman score: 40; 30.0% identity (50.0% similar) in 30 aa overlap (10-39:13-42) 
 
                  10        20        30        40        50        
AAD-12    VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                   :. :.    .. ::   :: :   .:  .:                   
gi|144 VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKKGNLWEVKSSKPL 
               10        20        30        40        50        60 
 
        60        70        80              
AAD-12 VWDNRCLLHRAEPWDFKLPRVMW              
                                            
gi|144 TGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
               70        80        90       
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 70.4  bits: 19.2 E():   60 
Smith-Waterman score: 53; 22.9% identity (56.2% similar) in 48 aa overlap (37-80:130-177) 
 
         10        20        30        40           50        60    
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC---QAPRVHAHQWAAGDVVVWDNRC 
                                     :::     .. .:... .. ::....:    
gi|287 FFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGT 
     100       110       120       130       140       150          
 
            70         80                                           
AAD-12 LLHRAEPWD-FKLPRVMW                                           
        .  : : . :.   . :                                           
gi|287 YVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAG 
     160       170       180       190       200       210          
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   60 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (14-37:1-24) 
 
               10        20        30        40        50        60 
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD 
                    .: ..:..   ... .:... :.:                        
gi|892              MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVEVKGD 
                            10        20        30        40        
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               70        80                                         
AAD-12 NRCLLHRAEPWDFKLPRVMW                                         
                                                                    
gi|892 GGAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVVPT 
        50        60        70        80        90       100        
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   60 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (14-37:1-24) 
 
               10        20        30        40        50        60 
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD 
                    .: ..:..   ... .:... :.:                        
gi|215              MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAATGAYKSVEVKGD 
                            10        20        30        40        
 
               70        80                                         
AAD-12 NRCLLHRAEPWDFKLPRVMW                                         
                                                                    
gi|215 GGAGTVRIITLPEGSPITTMTVRTDAVNKEALSYDSTVIDGDILLGFIESIETHMVVVPT 
        50        60        70        80        90       100        
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.2  bits: 19.5 E():   61 
Smith-Waterman score: 46; 28.0% identity (52.0% similar) in 25 aa overlap (44-68:351-375) 
 
            20        30        40        50        60        70    
AAD-12 IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF 
                                     :   .. :  ::: . .   .. ::      
gi|118 INGVQYPLSPSAYILQDDDSCTSGFEGMDVPTSSGELWILGDVFIRQYYTVFDRANNKVG 
              330       340       350       360       370       380 
 
            80 
AAD-12 KLPRVMW 
               
gi|118 LAPVA   
               
 
>>gi|159162378|pdb|1H2O|A Chain A, Solution Structure Of  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 26.1% identity (52.2% similar) in 23 aa overlap (58-80:23-45) 
 
        30        40        50        60        70        80        
AAD-12 ESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW        
                                     : :   :. .  :  .:  ...:        
gi|159         GVFTYESEFTSEIPPPRLFKAFVLDADNLVPKIAPQAIKHSEILWGDGGPGT 
                       10        20        30        40        50   
 
gi|159 IKKITFGEGSQYGYVKHKIDSIDKENYSYSYTLIEGDALGDTLEKISYETKLVASPSGGS 
             60        70        80        90       100       110   
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 70.0  bits: 19.5 E():   63 
Smith-Waterman score: 46; 24.4% identity (48.9% similar) in 45 aa overlap (31-68:173-216) 
 
               10        20        30        40        50           
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV--- 
                                     : : :    .  .: .  :: . ::..    
gi|113 RGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQ-SDGDAIHVT 
            150       160       170       180       190        200  
 
            60        70        80                                  
AAD-12 ----VWDNRCLLHRAEPWDFKLPRVMW                                  
           .: ..: : ..                                              
gi|113 GSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDLKMHVT 
             210       220       230       240       250       260  
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.0  bits: 19.8 E():   63 
Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (8-30:344-366) 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 6955



 

 

 
                                      10        20        30        
AAD-12                        VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
           320       330       340       350       360       370    
 
        40        50        60        70        80                  
AAD-12 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW                  
                                                                    
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 69.8  bits: 19.8 E():   65 
Smith-Waterman score: 47; 30.0% identity (66.7% similar) in 30 aa overlap (47-75:159-188) 
 
         20        30        40        50        60         70      
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEPWDFKL 
                                     ...:: ::.  : ..: . . : .:  .:. 
gi|476 DPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKI 
      130       140       150       160       170       180         
 
          80                                                        
AAD-12 PRVMW                                                        
                                                                    
gi|476 DYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEK 
      190       200       210       220       230       240         
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 69.6  bits: 17.9 E():   66 
Smith-Waterman score: 41; 45.5% identity (90.9% similar) in 11 aa overlap (64-74:111-121) 
 
            40        50        60        70        80          
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW          
                                     .:::.. .::.                
gi|144 GFVGRTYFTVLHTQCFRLDYPIVKCKVKSTILHRSKCYDFETFAPKKYQWFDVLQY 
               90       100       110       120       130       
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.4  bits: 19.2 E():   68 
Smith-Waterman score: 45; 28.6% identity (51.4% similar) in 35 aa overlap (17-51:258-291) 
 
                             10        20        30        40       
AAD-12               VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     :...:    .  : :  .  : :. :  :. 
gi|510 IGENIIGHLLIVFDGGKSQPACSWYDVPCSHSESIVYATGMVSGRCQHLAVPWTAQQ-RI 
       230       240       250       260       270       280        
 
         50        60        70        80                           
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW                           
       .  ::                                                        
gi|510 NPIQWKFWRVFTSNIPAYPTSDTTNCVVLNTNVFKNDNTFEGEYHAFPDCARNLFKCRQQ 
        290       300       310       320       330       340       
 
>>gi|3182907|sp|O02380.1|ALL2_TYRPU RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.3  bits: 17.9 E():   69 
Smith-Waterman score: 41; 37.5% identity (100.0% similar) in 8 aa overlap (63-70:41-48) 
 
             40        50        60        70        80             
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW             
                                     :..:...:                       
gi|318 AVAAAGQVKFTDCGKKEIASVAVDGCEGDLCVIHKSKPVHVIAEFTANQDTCKIEVKVTG 
               20        30        40        50        60        70 
 
gi|318 QLNGLEVPIPGIETDGCKVLKCPLKKGTKYTMNYSVNVPSVVPNIKTVVKLLATGEHGVL 
               80        90       100       110       120       130 
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.0  bits: 19.2 E():   71 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (7-23:225-240) 
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                                       10        20        30       
AAD-12                         VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
         40        50        60        70        80                 
AAD-12 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW                 
                                                                    
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.0  bits: 19.2 E():   71 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (7-23:225-240) 
 
                                       10        20        30       
AAD-12                         VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
         40        50        60        70        80                 
AAD-12 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW                 
                                                                    
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.8  bits: 19.2 E():   73 
Smith-Waterman score: 45; 25.7% identity (47.1% similar) in 70 aa overlap (6-72:290-358) 
 
                                        10          20        30    
AAD-12                          VKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
            40        50        60        70         80         
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP-WDFKLPRVMW         
        .. :   . :.:. : ..      :..  :   ::  ::                 
gi|124 FAMFDENKKQPEVEKH-FGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330        340       350       360       370     
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.8  bits: 19.2 E():   73 
Smith-Waterman score: 45; 25.7% identity (47.1% similar) in 70 aa overlap (6-72:290-358) 
 
                                        10          20        30    
AAD-12                          VKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
            40        50        60        70         80         
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP-WDFKLPRVMW         
        .. :   . :.:. : ..      :..  :   ::  ::                 
gi|124 FAMFDENKKQPEVEKH-FGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330        340       350       360       370     
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.8  bits: 19.2 E():   73 
Smith-Waterman score: 45; 25.7% identity (47.1% similar) in 70 aa overlap (6-72:290-358) 
 
                                        10          20        30    
AAD-12                          VKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
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            40        50        60        70         80         
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP-WDFKLPRVMW         
        .. :   . :.:. : ..      :..  :   ::  ::                 
gi|268 FAMFDENKKQPEVEKH-FGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330        340       350       360       370     
 
>>gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen 11S   (472 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.8  bits: 19.5 E():   74 
Smith-Waterman score: 46; 25.6% identity (51.2% similar) in 43 aa overlap (35-77:415-455) 
 
           10        20        30        40        50        60     
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     ::.  .  : :. . .    ::.  .:    
gi|110 EGQLVVVPQNFAVVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVI--QNSFD 
          390       400       410       420       430         440   
 
           70        80               
AAD-12 LHRAEPWDFKLPRVMW               
       . : . :..:  :                  
gi|110 ISREDAWNLKESRSEMTIFAPGSRSQRQRN 
            450       460       470   
 
>>gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ver  (472 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.8  bits: 19.5 E():   74 
Smith-Waterman score: 46; 25.6% identity (51.2% similar) in 43 aa overlap (35-77:415-455) 
 
           10        20        30        40        50        60     
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     ::.  .  : :. . .    ::.  .:    
gi|156 EGQLVVVPQNFAVVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVI--QNSFD 
          390       400       410       420       430         440   
 
           70        80               
AAD-12 LHRAEPWDFKLPRVMW               
       . : . :..:  :                  
gi|156 ISREDAWNLKESRSEMTIFAPGSRSQRQRN 
            450       460       470   
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 68.7  bits: 18.9 E():   74 
Smith-Waterman score: 44; 47.4% identity (63.2% similar) in 19 aa overlap (28-43:72-90) 
 
                  10        20        30           40        50     
AAD-12    VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW---ACQAPRVHAHQWAAG 
                                     :.. ::   :::   ::.:            
gi|144 TISKQVVFLIHGFLSTGNNENFVAMSKALIEKDDFLVISVDWKKGACNAFASTKDALGYS 
              50        60        70        80        90       100  
 
           60        70        80                                   
AAD-12 DVVVWDNRCLLHRAEPWDFKLPRVMW                                   
                                                                    
gi|144 KAVGNTRHVGKFVADFTKLLVEKYKVLISNIRLIGHSLGAHTSGFAGKEVQKLKLGKYKE 
             110       120       130       140       150       160  
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 68.6  bits: 15.6 E():   75 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (22-39:8-25) 
 
               10        20        30        40        50        60 
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD 
                            :.. :  ....:..   :                      
gi|751               IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA               
                             10        20        30                 
 
               70        80 
AAD-12 NRCLLHRAEPWDFKLPRVMW 
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 18.5 E():   77 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (37-50:29-42) 
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         10        20        30        40        50        60       
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH 
                                     :.:  : :  . ::                 
gi|170   MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQT 
                 10        20        30        40        50         
 
         70        80                                               
AAD-12 RAEPWDFKLPRVMW                                               
                                                                    
gi|170 FPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQ 
       60        70        80        90       100       110         
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.4  bits: 19.2 E():   77 
Smith-Waterman score: 53; 22.9% identity (56.2% similar) in 48 aa overlap (37-80:120-167) 
 
         10        20        30        40           50        60    
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC---QAPRVHAHQWAAGDVVVWDNRC 
                                     :::     .. .:... .. ::....:    
gi|855 FFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGT 
      90       100       110       120       130       140          
 
            70         80                                           
AAD-12 LLHRAEPWD-FKLPRVMW                                           
        .  : : . :.   . :                                           
gi|855 YVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAG 
     150       160       170       180       190       200          
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 68.4  bits: 19.2 E():   77 
Smith-Waterman score: 45; 26.8% identity (48.8% similar) in 41 aa overlap (31-65:172-212) 
 
               10        20        30        40        50           
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW------AAG 
                                     .  :: .  : .:   : :.       .:: 
gi|625 RGANVEITCGGLTIHNVCNVIIHNIHIHDIKVTEGGIIKATDAKPGHRHKSDGDGICVAG 
             150       160       170       180       190       200  
 
           60        70        80                                   
AAD-12 DVVVWDNRCLLHRAEPWDFKLPRVMW                                   
       .  .: ..: :                                                  
gi|625 SSKIWIDHCTLSHGPDGLIDVTLGSTAVTISNCKFSHHQKILLLGADNSHVDDKKMHVTV 
             210       220       230       240       250       260  
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.4  bits: 18.9 E():   77 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (6-49:254-299) 
 
                                        10          20        30    
AAD-12                          VKVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
            40        50        60        70        80 
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW 
        .. :   . :.:. :                                
gi|261 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFS               
           290       300       310                     
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (63-74:27-38) 
 
             40        50        60        70        80             
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW             
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
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         60        70        80        90       100       110       
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (63-74:27-38) 
 
             40        50        60        70        80             
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW             
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (63-74:27-38) 
 
             40        50        60        70        80             
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW             
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (63-74:27-38) 
 
             40        50        60        70        80             
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW             
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (63-74:27-38) 
 
             40        50        60        70        80             
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW             
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.1  bits: 19.5 E():   80 
Smith-Waterman score: 46; 22.4% identity (57.1% similar) in 49 aa overlap (7-51:15-63) 
 
                       10        20        30            40         
AAD-12         VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV----DWACQAPRVHA 
                     :. : :. . :  : : ..:...... .. .    : . :   ..  
gi|601 MRGALAGLSLATLATASPVLVNSIHNDAAPIISASNAKEIADNYMIKFKDHVTQNLAAEH 
               10        20        30        40        50        60 
 
       50        60        70        80                             
AAD-12 HQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW                             
       : :                                                          
gi|601 HGWVQDLHEKTQVAKTELRKRSQSPMVDDIFNGLKHTYNIAGGLMGYAGHFDEDVIEQIR 
               70        80        90       100       110       120 
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
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 initn:  34 init1:  34 opt:  34  Z-score: 68.0  bits: 15.6 E():   81 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (22-39:8-25) 
 
               10        20        30        40        50        60 
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD 
                            :.. :  ....:..   :                      
gi|751               IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK            
                             10        20        30                 
 
               70        80 
AAD-12 NRCLLHRAEPWDFKLPRVMW 
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 67.8  bits: 17.6 E():   83 
Smith-Waterman score: 40; 25.7% identity (60.0% similar) in 35 aa overlap (11-44:100-134) 
 
                                   10        20         30          
AAD-12                     VKVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|105 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
      40        50        60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW 
       .  .:                                     
gi|105 GYWVPSSNS                                 
     130                                         
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 67.8  bits: 21.1 E():   83 
Smith-Waterman score: 58; 26.1% identity (67.4% similar) in 46 aa overlap (33-74:1159-1202) 
 
             10        20        30        40            50         
AAD-12 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ-AP---RVHAHQWAAGDVVV 
                                     .::..:.  . .:   ..:::  . :.    
gi|203 ESNKGTPIELQYKVSGKDRSKRAAEMNAEDVEGVIDYKNSGSPIDSKMHAHLKVKGNNYG 
     1130      1140      1150      1160      1170      1180         
 
       60        70        80                                       
AAD-12 WDNRCLLHRAEPWDFKLPRVMW                                       
       .:..  :...:: ...                                             
gi|203 YDSE--LKQTEPQQYEGKMTLSKNDKKIFITHKTEMTKPTSTFLLKTDADVSYSESDMKK 
     1190        1200      1210      1220      1230      1240       
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 17.6 E():   84 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (61-69:40-48) 
 
               40        50        60        70        80           
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW           
                                     . :..::.:                      
gi|158 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|158 LAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 17.6 E():   84 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (61-69:40-48) 
 
               40        50        60        70        80           
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW           
                                     . :..::.:                      
gi|212 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|212 LTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
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 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 17.6 E():   84 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (61-69:40-48) 
 
               40        50        60        70        80           
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW           
                                     . :..::.:                      
gi|170 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|170 LAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 67.6  bits: 20.8 E():   85 
Smith-Waterman score: 50; 44.4% identity (63.0% similar) in 27 aa overlap (10-35:636-662) 
 
                                    10         20        30         
AAD-12                      VKVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVD 
                                     :: : : : : .:::  . ..:  :.:    
gi|278 SRGPSGPPGPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIG 
         610       620       630       640       650       660      
 
       40        50        60        70        80                   
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW                   
                                                                    
gi|278 SPGRDGARGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAG 
         670       680       690       700       710       720      
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.5  bits: 19.2 E():   86 
Smith-Waterman score: 45; 38.9% identity (72.2% similar) in 18 aa overlap (15-32:241-258) 
 
                               10        20        30        40     
AAD-12                 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                     :  .... :::.: :: .             
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDQTYDLNFKE 
              220       230       240       250       260       270 
 
           50        60        70        80                         
AAD-12 RVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW                         
                                                                    
gi|144 ENNNGSQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.5  bits: 17.9 E():   86 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (16-32:17-30) 
 
                10        20        30        40        50          
AAD-12  VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW 
                       ::   .:..:    :::                            
gi|212 VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFSYD 
               10        20           30        40        50        
 
      60        70        80                                        
AAD-12 DNRCLLHRAEPWDFKLPRVMW                                        
                                                                    
gi|212 DALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYENYAIVEGC 
        60        70        80        90       100       110        
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.5  bits: 17.9 E():   86 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (16-32:18-31) 
 
                 10        20        30        40        50         
AAD-12   VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
                        ::   .:..:    :::                           
gi|116 AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFSY 
               10        20           30        40        50        
 
       60        70        80                                       
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AAD-12 WDNRCLLHRAEPWDFKLPRVMW                                       
                                                                    
gi|116 DDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYENYAIVEG 
        60        70        80        90       100       110        
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.5  bits: 17.9 E():   86 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (16-32:18-31) 
 
                 10        20        30        40        50         
AAD-12   VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
                        ::   .:..:    :::                           
gi|144 AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFSY 
               10        20           30        40        50        
 
       60        70        80                                       
AAD-12 WDNRCLLHRAEPWDFKLPRVMW                                       
                                                                    
gi|144 DDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYDNYAIVEG 
        60        70        80        90       100       110        
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.9 E():   89 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (39-62:70-93) 
 
       10        20        30        40        50        60         
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|283 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
      40        50        60        70        80        90          
 
       70        80                                                 
AAD-12 EPWDFKLPRVMW                                                 
                                                                    
gi|283 CGPVGAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
     100       110       120       130       140       150          
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.2  bits: 17.9 E():   90 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (16-32:27-40) 
 
                          10        20        30        40          
AAD-12            VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                 ::   .:..:    :::                  
gi|194 MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEALTQY 
               10        20        30           40        50        
 
      50        60        70        80                              
AAD-12 QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW                              
                                                                    
gi|194 KCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDY 
        60        70        80        90       100       110        
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 40; 53.8% identity (76.9% similar) in 13 aa overlap (9-21:38-49) 
 
                                     10        20        30         
AAD-12                       VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 
                                     .:.:  : ::::.                  
gi|160 LNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKPGLH-GFHAHALGDTTNGCMSTGPHFNPV 
        10        20        30        40         50        60       
 
       40        50        60        70        80                   
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW                   
                                                                    
gi|160 GKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLG 
         70        80        90       100       110       120       
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.0  bits: 18.6 E():   92 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 6963



 

 

Smith-Waterman score: 43; 26.9% identity (65.4% similar) in 26 aa overlap (52-76:14-39) 
 
              30        40        50        60        70         80 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK-LPRVMW 
                                     :.. ..  ..::.    .::. . ::     
gi|217                  MKTFLVFALLAVAATSAIAQMETRCIPGLERPWQQQPLPPQQT 
                                10        20        30        40    
 
gi|217 FPQQPLFSQQQQQQLFPQQPSFSQQQPPFWQQQPPFSQQQPILPQQPPFSQQQQLVLPQQ 
            50        60        70        80        90       100    
 
>>gi|1093120|prf||2103117A allergen Dac g II              (196 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.9  bits: 17.9 E():   92 
Smith-Waterman score: 41; 18.9% identity (45.9% similar) in 37 aa overlap (41-77:141-177) 
 
               20        30        40        50        60        70 
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP 
                                     :    .  :.  . :   .:.  ....    
gi|109 VFQFLILSCQGRIVNNCEVLICVMRRGNAMCLIASISMHHILTLDRFFFDGLEIIYKIFK 
              120       130       140       150       160       170 
 
               80                 
AAD-12 WDFKLPRVMW                 
         :. ::                    
gi|109 MMFQKPRTRTCIEKDFPRRSSSSIPT 
              180       190       
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 66.8  bits: 15.0 E():   93 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (5-15:10-20) 
 
                    10        20        30        40        50      
AAD-12      VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 
                :.:  :..: :                                         
gi|147 AKITFTNNXPNTVWPGILTGFGQKPQ                                   
               10        20                                         
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 66.8  bits: 18.9 E():   94 
Smith-Waterman score: 44; 40.9% identity (59.1% similar) in 22 aa overlap (55-76:92-111) 
 
           30        40        50        60        70        80     
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW     
                                     :.: . ::  :: .  ::  .:         
gi|258 QGEEFHKIVFTVEGLQEFGNFVQFLEDHGLDAVGYINR--LHSVFGWDPYVPSSKRKHTR 
              70        80        90         100       110          
 
gi|258 RGVGVDGLIDDIIAILPIDDLKALFQEKLETSPDFKAFYDAVRSPEFQSIVQTLNAMPEY 
     120       130       140       150       160       170          
 
>>gi|111120432|gb|ABH06350.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (52-69:109-126) 
 
              30        40        50        60        70        80 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW 
                                     :.::... : . : .:..            
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE         
       80        90       100       110       120                  
 
>>gi|111120428|gb|ABH06348.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (52-69:109-126) 
 
              30        40        50        60        70        80 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW 
                                     :.::... : . : .:..            
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE         
       80        90       100       110       120                  
 
>>gi|111494253|gb|ABH06347.1| Blo t 21 allergen [Blomia   (129 aa) 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 6964



 

 

 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (52-69:109-126) 
 
              30        40        50        60        70        80 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW 
                                     :.::... : . : .:..            
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE         
       80        90       100       110       120                  
 
>>gi|111120424|gb|ABH06346.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (52-69:109-126) 
 
              30        40        50        60        70        80 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW 
                                     :.::... : . : .:..            
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE         
       80        90       100       110       120                  
 
>>gi|111120420|gb|ABH06344.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (52-69:109-126) 
 
              30        40        50        60        70        80 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW 
                                     :.::... : . : .:..            
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE         
       80        90       100       110       120                  
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 17.9 E():   96 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (39-62:87-110) 
 
       10        20        30        40        50        60         
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|123 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
       70        80                                                 
AAD-12 EPWDFKLPRVMW                                                 
                                                                    
gi|123 CGPVGAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 17.9 E():   96 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (39-62:87-110) 
 
       10        20        30        40        50        60         
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|158 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
       70        80                                                 
AAD-12 EPWDFKLPRVMW                                                 
                                                                    
gi|158 CGPVGAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|69552|pir||MEHB2 melittin, minor - honeybee          (27 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 66.6  bits: 15.0 E():   97 
Smith-Waterman score: 32; 30.8% identity (61.5% similar) in 13 aa overlap (33-45:13-25) 
 
             10        20        30        40        50        60   
AAD-12 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  .  :                  
gi|695                   GIGAVLKVLTTGLPALISWISRKKRQQ                
                                 10        20                       
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             70        80 
AAD-12 CLLHRAEPWDFKLPRVMW 
 
>>gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-termi  (34 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.5  bits: 15.3 E():   97 
Smith-Waterman score: 33; 25.0% identity (58.3% similar) in 24 aa overlap (22-45:8-31) 
 
               10        20        30        40        50        60 
AAD-12 VKVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWD 
                            : . :.   ..::. . .  . ::                
gi|691               AIGDKPGPKITATYXXKWLEAKATFYGSNPRGAA             
                             10        20        30                 
 
               70        80 
AAD-12 NRCLLHRAEPWDFKLPRVMW 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:03:04 2011 done: Fri Jan 21 00:03:04 2011 
 Total Scan time:  0.060 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 199  - 278 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     1     8:=* 
  34    13    22:==== * 
  36    32    44:========  * 
  38    37    73:==========        * 
  40    67   102:=================        * 
  42    88   125:======================         * 
  44   126   138:================================  * 
  46   178   140:==================================*========== 
  48   202   134:=================================*================= 
  50   115   122:============================= * 
  52   147   108:==========================*========== 
  54    98    92:======================*== 
  56    81    77:===================*= 
  58    49    63:=============  * 
  60    37    51:==========  * 
  62    42    41:==========* 
  64    24    33:======  * 
  66    24    26:======* 
  68    30    20:====*=== 
  70    17    16:===*= 
  72     3    12:= * 
  74    11    10:==* 
  76    13     8:=*== 
  78    10     6:=*= 
  80    21     5:=*==== 
  82     8     3:*= 
  84     4     3:* 
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  86     3     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     2     1:*         :*= 
  94     2     1:*         :*= 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     1     0:=         *= 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     1     0:=         *= 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.40520.00313; mu= 7.4796 0.167 
 mean_var=37.366611.263, 0's: 2 Z-trim: 4  B-trim: 15 in 1/43 
 Lambda= 0.209813 
 Kolmogorov-Smirnov  statistic: 0.1003 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   73 27.7    0.25 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   64 24.8    0.61 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   66 25.5     1.1 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   55 22.0     2.5 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   56 22.4     2.5 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   56 22.4     3.4 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   56 22.4     3.4 
gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Se ( 608)   61 24.1     4.2 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   54 21.8     6.7 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   54 21.8     6.8 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   54 21.8     6.8 
gi|3336842|emb|CAA76847.1| bovine serum albumin [B ( 607)   57 22.8     9.6 
gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Se ( 607)   57 22.8     9.6 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   50 20.6     9.9 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   50 20.6      11 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   50 20.6      11 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   53 21.6      11 
gi|212279|gb|AAA48944.1| lysozyme protein [Gallus  (  24)   42 18.0      11 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   56 22.5      12 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   53 21.6      13 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   55 22.2      14 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   53 21.6      14 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   48 19.9      15 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   48 20.0      15 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   48 20.0      15 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   48 20.0      15 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   48 20.0      15 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   48 20.0      15 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   52 21.3      16 
gi|34495280|gb|AAQ73487.1| type 2 allergen Lep d 2 ( 140)   48 20.0      16 
gi|34495274|gb|AAQ73484.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|33772588|gb|AAQ54603.1| Gly d 2.03 [Glycyphagus ( 141)   48 20.0      16 
gi|34495284|gb|AAQ73489.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495290|gb|AAQ73492.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495288|gb|AAQ73491.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495282|gb|AAQ73488.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495278|gb|AAQ73486.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   53 21.6      17 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   48 20.0      17 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   48 20.0      17 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   48 20.0      17 
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gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   47 19.6      19 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   47 19.6      19 
gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Sc ( 129)   47 19.6      19 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   47 19.7      20 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   47 19.7      20 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   47 19.7      21 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   47 19.7      21 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   47 19.7      21 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   47 19.7      21 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   47 19.7      21 
gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Gl ( 162)   47 19.7      23 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   47 19.7      25 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   50 20.7      25 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   50 20.7      25 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   46 19.4      25 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   49 20.3      25 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 16.1      26 
gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen ( 367)   50 20.7      26 
gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allerg ( 726)   53 21.7      26 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   46 19.4      27 
gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   46 19.4      27 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   51 21.0      28 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   47 19.7      29 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   47 19.7      30 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   50 20.7      32 
gi|23894227|emb|CAD23374.1| tri s 4 allergen [Tric ( 726)   52 21.4      32 
gi|219687753|dbj|BAH09387.1| allergen [Arthroderma ( 726)   52 21.4      32 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   43 18.4      33 
gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Ser ( 607)   51 21.0      33 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 18.4      37 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   46 19.4      39 
gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen ( 367)   48 20.1      39 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   48 20.1      39 
gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen ( 367)   48 20.1      39 
gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen ( 367)   48 20.1      39 
gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen ( 367)   48 20.1      39 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   49 20.4      42 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   42 18.1      46 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   42 18.1      46 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 16.2      51 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   47 19.8      52 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   47 19.8      55 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 16.2      55 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   42 18.1      57 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.1      59 
gi|8843917|gb|AAF80164.1| pollen major allergen 1- ( 367)   46 19.5      59 
gi|19069497|emb|CAC37790.2| putative allergen Cup  ( 367)   46 19.5      59 
gi|8843921|gb|AAF80166.1| pollen major allergen 1- ( 367)   46 19.5      59 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   40 17.5      61 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   45 19.1      61 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.2      62 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.2      62 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   46 19.5      62 
gi|159162378|pdb|1H2O|A Chain A, Solution Structur ( 159)   42 18.2      63 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   46 19.5      64 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 19.8      64 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   47 19.8      66 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   41 17.8      68 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   45 19.2      69 
gi|3182907|sp|O02380.1|ALL2_TYRPU RecName: Full=Mi ( 141)   41 17.8      70 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.2      72 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.2      72 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   45 19.2      74 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   45 19.2      74 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   45 19.2      74 
gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen  ( 472)   46 19.5      75 
gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ( 472)   46 19.5      75 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   44 18.8      75 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 15.6      77 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.2      78 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   43 18.5      78 
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gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.2      78 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   44 18.8      78 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   40 17.5      79 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   40 17.5      79 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   40 17.5      79 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   40 17.5      79 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   40 17.5      79 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   46 19.5      81 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 15.6      83 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   51 21.1      83 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   40 17.5      84 
gi|14423651|sp|Q9U5P2.1|ALL5_LEPDS RecName: Full=M ( 110)   39 17.2      84 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 20.8      86 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   40 17.5      86 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   40 17.5      86 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   40 17.5      86 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.2      87 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 17.9      88 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 17.9      88 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 17.9      88 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   41 17.9      90 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 17.9      91 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   40 17.5      92 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   43 18.5      94 
gi|1093120|prf||2103117A allergen Dac g II         ( 196)   41 17.9      94 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   44 18.9      96 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 14.9      96 
gi|111120432|gb|ABH06350.1| Blo t 21 allergen [Blo ( 129)   39 17.2      97 
gi|111120428|gb|ABH06348.1| Blo t 21 allergen [Blo ( 129)   39 17.2      97 
gi|111120424|gb|ABH06346.1| Blo t 21 allergen [Blo ( 129)   39 17.2      97 
gi|111494253|gb|ABH06347.1| Blo t 21 allergen [Blo ( 129)   39 17.2      97 
gi|111120420|gb|ABH06344.1| Blo t 21 allergen [Blo ( 129)   39 17.2      97 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   41 17.9      97 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   41 17.9      97 
gi|69552|pir||MEHB2 melittin, minor - honeybee     (  27)   32 14.9      99 
gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-t (  34)   33 15.3   1e 
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  73 init1:  73 opt:  73  Z-score: 113.3  bits: 27.7 E(): 0.25 
Smith-Waterman score: 73; 35.5% identity (54.8% similar) in 31 aa overlap (23-53:246-276) 
 
                       10        20        30        40        50   
AAD-12         KVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:: :   . :     .: . 
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
 
             60        70        80                                 
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRVMWH                                 
       :                                                            
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 106.3  bits: 24.8 E(): 0.61 
Smith-Waterman score: 64; 32.8% identity (50.8% similar) in 61 aa overlap (3-59:79-133) 
 
                                           10            20         
AAD-12                             KVHPETGRPSL--LIGRHA--HAIPGMDAAES 
                                     .::. ::.:  ::   :  :   :.. :.  
gi|121 DLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPEN-RPALKTLIDGLASSHKARGIEKAQF 
       50        60        70        80         90       100        
 
       30        40        50        60        70        80 
AAD-12 ERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
       :.:  .:::.       :  .:      .::                      
gi|121 EEFRASLVDYLS-----HHLDWNDTMKSTWDLALNNMFFYILHALEVAQ    
       110            120       130       140       150     
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  66 init1:  66 opt:  66  Z-score: 101.9  bits: 25.5 E():  1.1 
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Smith-Waterman score: 66; 32.3% identity (54.8% similar) in 31 aa overlap (23-53:247-277) 
 
                       10        20        30        40        50   
AAD-12         KVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:  :   . :.    .: . 
gi|232 APDIKTPKEALDLIMDAIDKAGYKGKVGIAMDVASSEFYKDGKYDLDFKNPESDPSKWLS 
        220       230       240       250       260       270       
 
             60        70        80                                 
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRVMWH                                 
       :                                                            
gi|232 GPQLADLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKT 
        280       290       300       310       320       330       
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 95.2  bits: 22.0 E():  2.5 
Smith-Waterman score: 55; 30.4% identity (41.3% similar) in 46 aa overlap (37-79:29-70) 
 
         10        20        30        40        50        60       
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 
                                     :  :::   : .. : ..   :: : .    
gi|323   QAGGQTCAGNICCSQYGYCGTTADYCSPDNNCQATY-HYYNPAQNN---WDLRAVSAY 
                 10        20        30         40           50     
 
         70           80                     
AAD-12 AEPWDFKLP---RVMWH                     
          ::   :   :  :                      
gi|323 CSTWDADKPYSWRYGWTAFCGPAGPRCLRTNAAVTVR 
           60        70        80        90  
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 95.2  bits: 22.4 E():  2.5 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (34-50:68-86) 
 
            10        20        30        40          50        60  
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|219 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
              70        80 
AAD-12 CLLHRAEPWDFKLPRVMWH 
                           
gi|219 SFDSDRSGLLLKQKVSDE  
       100       110       
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 92.9  bits: 22.4 E():  3.4 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (34-50:68-86) 
 
            10        20        30        40          50        60  
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|456 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNF 
        40        50        60        70        80        90        
 
              70        80                                          
AAD-12 CLLHRAEPWDFKLPRVMWH                                          
                                                                    
gi|456 SFGSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 92.9  bits: 22.4 E():  3.4 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (34-50:68-86) 
 
            10        20        30        40          50        60  
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|184 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 6970



 

 

 
              70        80                                          
AAD-12 CLLHRAEPWDFKLPRVMWH                                          
                                                                    
gi|184 SFDSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Serum   (608 aa) 
 initn:  43 init1:  43 opt:  61  Z-score: 91.4  bits: 24.1 E():  4.2 
Smith-Waterman score: 61; 26.1% identity (53.6% similar) in 69 aa overlap (5-69:424-492) 
 
                                         10        20           30  
AAD-12                           KVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :. :... .: ...   .:  :  
gi|135 YAHVFDEFKPLVEEPHNLVKTNCELFEKLGEYGFQNALLVRYTKKVPQVSTPTLVEVSRS 
           400       410       420       430       440       450    
 
              40        50        60         70        80           
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWH           
       :  . .  :  :...  . :   . :  :: :.::.  :                      
gi|135 LGKVGSKCCTHPEAERLSCAEDYLSVVLNRLCVLHEKTPVSERVTKCCTESLVNRRPCFS 
           460       470       480       490       500       510    
 
gi|135 ALQVDETYVPKEFSAETFTFHADLCTLPEAEKQIKKQSALVELLKHKPKATEEQLKTVMG 
           520       530       540       550       560       570    
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 87.6  bits: 21.8 E():  6.7 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (54-68:122-138) 
 
            30        40        50        60          70        80  
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRVMWH  
                                     : :..::.:::  :..:              
gi|162 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
gi|162 RKELAAVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200         
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 87.6  bits: 21.8 E():  6.8 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (54-68:122-138) 
 
            30        40        50        60          70        80  
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRVMWH  
                                     : :..::.:::  :..:              
gi|124 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
gi|124 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 87.6  bits: 21.8 E():  6.8 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (54-68:122-138) 
 
            30        40        50        60          70        80  
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRVMWH  
                                     : :..::.:::  :..:              
gi|209 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
gi|209 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|3336842|emb|CAA76847.1| bovine serum albumin [Bos t  (607 aa) 
 initn:  38 init1:  38 opt:  57  Z-score: 84.8  bits: 22.8 E():  9.6 
Smith-Waterman score: 57; 23.7% identity (50.0% similar) in 76 aa overlap (5-76:423-498) 
 
                                         10        20           30  
AAD-12                           KVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
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                                     : :  . :: :... .: ...   .:  :  
gi|333 YSTVFDKLKHLVDEPQNLIKQNCDQFEKLGEYGFQNALIVRYTRKVPQVSTPTLVEVSRS 
            400       410       420       430       440       450   
 
              40        50        60         70        80           
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWH           
       :  .    :  :. .    .   . .  :: :.::.  : . :. .               
gi|333 LGKVGTRCCTKPESERMPCTEDYLSLILNRLCVLHEKTPVSEKVTKCCTESLVNRRPCFS 
            460       470       480       490       500       510   
 
gi|333 ALTPDETYVPKAFDEKLFTFHADICTLPDTEKQIKKQTALVELLKHKPKATEEQLKTVME 
            520       530       540       550       560       570   
 
>>gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Serum   (607 aa) 
 initn:  38 init1:  38 opt:  57  Z-score: 84.8  bits: 22.8 E():  9.6 
Smith-Waterman score: 57; 23.7% identity (50.0% similar) in 76 aa overlap (5-76:423-498) 
 
                                         10        20           30  
AAD-12                           KVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :: :... .: ...   .:  :  
gi|135 YSTVFDKLKHLVDEPQNLIKQNCDQFEKLGEYGFQNALIVRYTRKVPQVSTPTLVEVSRS 
            400       410       420       430       440       450   
 
              40        50        60         70        80           
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWH           
       :  .    :  :. .    .   . .  :: :.::.  : . :. .               
gi|135 LGKVGTRCCTKPESERMPCTEDYLSLILNRLCVLHEKTPVSEKVTKCCTESLVNRRPCFS 
            460       470       480       490       500       510   
 
gi|135 ALTPDETYVPKAFDEKLFTFHADICTLPDTEKQIKKQTALVELLKHKPKATEEQLKTVME 
            520       530       540       550       560       570   
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.6  bits: 20.6 E():  9.9 
Smith-Waterman score: 50; 50.0% identity (90.0% similar) in 10 aa overlap (60-69:24-33) 
 
      30        40        50        60        70        80          
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH          
                                     : :..::..:                     
gi|484        GKMNFTDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVL 
                      10        20        30        40        50    
 
gi|484 TAIIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGE 
            60        70        80        90       100       110    
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.6  bits: 20.6 E():   11 
Smith-Waterman score: 50; 33.3% identity (100.0% similar) in 12 aa overlap (62-73:44-55) 
 
              40        50        60        70        80            
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH            
                                     :..::..:....                   
gi|558 AVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.6  bits: 20.6 E():   11 
Smith-Waterman score: 50; 40.0% identity (60.0% similar) in 15 aa overlap (56-70:127-141) 
 
          30        40        50        60        70        80 
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.: :::    .. :           
gi|126 PCSALLSSDITASVNCAKKIVSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL     
        100       110       120       130       140            
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.6  bits: 21.6 E():   11 
Smith-Waterman score: 53; 43.8% identity (62.5% similar) in 16 aa overlap (34-49:27-42) 
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            10        20        30        40        50        60    
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     : :.:  : : .. ::               
gi|170     MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQ 
                   10        20        30        40        50       
 
            70        80                                            
AAD-12 LHRAEPWDFKLPRVMWH                                            
                                                                    
gi|170 QTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQP 
         60        70        80        90       100       110       
 
>>gi|212279|gb|AAA48944.1| lysozyme protein [Gallus gall  (24 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 83.6  bits: 18.0 E():   11 
Smith-Waterman score: 42; 33.3% identity (53.3% similar) in 15 aa overlap (56-70:5-19) 
 
          30        40        50        60        70        80 
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.: : :    .. :           
gi|212                           MNAWVAWRNSCKGTDVQAWIRGCR      
                                         10        20          
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 83.2  bits: 22.5 E():   12 
Smith-Waterman score: 56; 26.1% identity (50.7% similar) in 69 aa overlap (5-69:424-492) 
 
                                         10        20           30  
AAD-12                           KVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :. :...  : ...   .:  :  
gi|668 YAKVLDEFKPLVDEPQNLVKTNCELFEKLGEYGFQNALLVRYTKKAPQVSTPTLVEVSRK 
           400       410       420       430       440       450    
 
              40        50        60         70        80           
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWH           
       :  .    :. :. .  . :   . :  :: :.::.  :                      
gi|668 LGKVGTKCCKKPESERMSCAEDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFS 
           460       470       480       490       500       510    
 
gi|668 GLEVDETYVPKEFNAETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMG 
           520       530       540       550       560       570    
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 82.8  bits: 21.6 E():   13 
Smith-Waterman score: 53; 33.3% identity (66.7% similar) in 33 aa overlap (50-79:145-176) 
 
      20        30        40        50          60         70       
AAD-12 IPGMDAAESERFLEGLVDWACQAPRVHAHQWA-AGD-VVVWDNRCLLH-RAEPWDFKLPR 
                                     :: : :   .: . :.:. ...: :. .:  
gi|320 NGFASVGDTATRKREIAAFLAQTSHETTGGWATAPDGPYAW-GYCFLKEQGNPPDYCVPT 
          120       130       140       150        160       170    
 
         80                                                         
AAD-12 VMWH                                                         
       ..:                                                          
gi|320 AQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDPVISFKTALWFWMT 
           180       190       200       210       220       230    
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 81.8  bits: 22.2 E():   14 
Smith-Waterman score: 55; 26.1% identity (50.7% similar) in 69 aa overlap (5-69:401-469) 
 
                                         10        20           30  
AAD-12                           KVHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :. :...  : ...   .:  :  
gi|331 YAKVLDEFKPLVDEPQNLVKTNCELFEKLGEYGFQNALLVRYTKKAPQVSTPTLVEVSRK 
              380       390       400       410       420       430 
 
              40        50        60         70        80           
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWH           
       :  .    :. :. .  . :   . :  :: :.::.  :                      
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gi|331 LGKVGTKCCKKPESERMSCADDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFS 
              440       450       460       470       480       490 
 
gi|331 GLEVDETYVPKEFNAETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMG 
              500       510       520       530       540       550 
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  40 init1:  40 opt:  53  Z-score: 81.8  bits: 21.6 E():   14 
Smith-Waterman score: 53; 27.0% identity (55.6% similar) in 63 aa overlap (1-60:119-178) 
 
                                             10        20           
AAD-12                               KVHPETGRPSLLIGRHAHAI-PGMDAAESE 
                                     .::  .: : :..   .:.:  :..    . 
gi|908 LWIIFSKNLNIKLNMPLYIAGNKTIDGRGAEVHIGNGGPCLFMRTVSHVILHGLNIHGCN 
       90       100       110       120       130       140         
 
      30          40        50        60        70        80        
AAD-12 RFLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH        
         . :  :.. :  .  :::..   ::...  :                            
gi|908 TSVSGNVLISEASGVVPVHAQD---GDAITMRNVTDVWIDHNSLSDSSDGLVDVTLASTG 
      150       160       170          180       190       200      
 
gi|908 VTISNNHFFNHHKVMLLGHSDIYSDDKSMKVTVAFNQFGPNAGQRMPRARYGLIHVANNN 
         210       220       230       240       250       260      
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.5  bits: 19.9 E():   15 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (61-73:76-88) 
 
               40        50        60        70        80           
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH           
                                     .: .....: :::                  
gi|484 TTKATIKVLAKVAGTPIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILPKVKAEVT 
          50        60        70        80        90       100      
 
gi|484 AELVGDHGVLACGRFGRQVE 
         110       120      
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.3  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (62-73:27-38) 
 
              40        50        60        70        80            
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH            
                                     :..::..:....                   
gi|760     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKA 
                   10        20        30        40        50       
 
gi|760 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.3  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (62-73:27-38) 
 
              40        50        60        70        80            
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH            
                                     :..::..:....                   
gi|214     SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|214 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
         60        70        80        90       100       110       
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.3  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (62-73:27-38) 
 
              40        50        60        70        80            
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH            
                                     :..::..:....                   
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gi|157     SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|157 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
         60        70        80        90       100       110       
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.3  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (62-73:27-38) 
 
              40        50        60        70        80            
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH            
                                     :..::..:....                   
gi|256     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKA 
                   10        20        30        40        50       
 
gi|256 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNGV 
         60        70        80        90       100       110       
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.2  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (62-73:28-39) 
 
              40        50        60        70        80            
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH            
                                     :..::..:....                   
gi|110    RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNSKTAKIEIKA 
                  10        20        30        40        50        
 
gi|110 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNGV 
        60        70        80        90       100       110        
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.8  bits: 21.3 E():   16 
Smith-Waterman score: 52; 28.1% identity (59.4% similar) in 32 aa overlap (23-54:66-97) 
 
                       10        20        30        40        50   
AAD-12         KVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     .:. . . : :: .. .   ::.  ::..  
gi|729 STLSLVTKADGKIDMTVDLISPVTKRASLKIDSKKYNLFHEGELSASIVNPRLSWHQYTK 
          40        50        60        70        80        90      
 
             60        70        80                                 
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRVMWH                                 
        :                                                           
gi|729 RDSREYKSDVELSLRSSDIALKITMPDYNSKIHYSRQGDQINMDIDGTLIEGHAQGTIRE 
         100       110       120       130       140       150      
 
>>gi|34495280|gb|AAQ73487.1| type 2 allergen Lep d 2.024  (140 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.7  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (61-73:91-103) 
 
               40        50        60        70        80           
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH           
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
               70        80        90       100       110       120 
 
gi|344 AELIGDHGILACGTVNGQVE 
              130       140 
 
>>gi|34495274|gb|AAQ73484.1| type 2 allergen Lep d 2.013  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.6  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (61-73:92-104) 
 
               40        50        60        70        80           
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH           
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
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gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|33772588|gb|AAQ54603.1| Gly d 2.03 [Glycyphagus dom  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.6  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (61-73:92-104) 
 
               40        50        60        70        80           
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH           
                                     .: .....: :::                  
gi|337 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|337 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495284|gb|AAQ73489.1| type 2 allergen Lep d 2.031  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.6  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (61-73:92-104) 
 
               40        50        60        70        80           
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH           
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495290|gb|AAQ73492.1| type 2 allergen Lep d 2.042  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.6  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (61-73:92-104) 
 
               40        50        60        70        80           
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH           
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVVGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGTVE 
             130       140  
 
>>gi|34495288|gb|AAQ73491.1| type 2 allergen Lep d 2.039  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.6  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (61-73:92-104) 
 
               40        50        60        70        80           
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH           
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495282|gb|AAQ73488.1| type 2 allergen Lep d 2.025  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.6  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (61-73:92-104) 
 
               40        50        60        70        80           
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH           
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495278|gb|AAQ73486.1| type 2 allergen Lep d 2.023  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.6  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (61-73:92-104) 
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               40        50        60        70        80           
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH           
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2.035  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.6  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (61-73:92-104) 
 
               40        50        60        70        80           
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH           
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 80.5  bits: 21.6 E():   17 
Smith-Waterman score: 53; 27.3% identity (54.5% similar) in 44 aa overlap (14-56:241-284) 
 
                                10        20        30         40   
AAD-12                  KVHPETGRPSLLIGRHAHAIPGMDAAESERF-LEGLVDWACQA 
                                     :  .... :::.: :: .  .   :   .  
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDKTYDLNFKE 
              220       230       240       250       260       270 
 
             50        60        70        80                       
AAD-12 PRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH                       
          .. :  .:::.                                               
gi|144 ENNNGSQKISGDVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.4  bits: 20.0 E():   17 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (62-73:43-54) 
 
              40        50        60        70        80            
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH            
                                     :..::..:....                   
gi|164 AVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEANQNRKTAKIEIKA 
             20        30        40        50        60        70   
 
gi|164 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
             80        90       100       110       120       130   
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.4  bits: 20.0 E():   17 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (62-73:44-55) 
 
              40        50        60        70        80            
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH            
                                     :..::..:....                   
gi|135 AVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|135 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
            80        90       100       110       120       130    
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.4  bits: 20.0 E():   17 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (62-73:44-55) 
 
              40        50        60        70        80            
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH            
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                                     :..::..:....                   
gi|996 AVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNTKNAKIEIKA 
            20        30        40        50        60        70    
 
gi|996 SIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
            80        90       100       110       120       130    
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.6  bits: 19.6 E():   19 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (62-73:27-38) 
 
              40        50        60        70        80            
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH            
                                     :..::..:. ..                   
gi|179     DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|179 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENVVVTVKLVGDNGV 
         60        70        80        90       100       110       
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.6  bits: 19.6 E():   19 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (62-73:27-38) 
 
              40        50        60        70        80            
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH            
                                     :..::..:. ..                   
gi|760     DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|760 NINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
         60        70        80        90       100       110       
 
>>gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Schist  (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.6  bits: 19.6 E():   19 
Smith-Waterman score: 47; 50.0% identity (80.0% similar) in 10 aa overlap (58-67:6-15) 
 
        30        40        50        60        70        80        
AAD-12 SERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH        
                                     :::.:. . :                     
gi|298                          MSADSWDNHCVTYVANNKCLKNLCMTAIDGSHLGT 
                                        10        20        30      
 
gi|298 SNPDFRIPPELILQLKSILDGGLDTSIFFMGEKYIVLQHDSSCLVSRCGKKSLIFYATGK 
          40        50        60        70        80        90      
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.1  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (62-73:36-47) 
 
              40        50        60        70        80            
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH            
                                     :..::..:. ..                   
gi|217 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
          10        20        30        40        50        60      
 
gi|217 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
          70        80        90       100       110       120      
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.9  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (62-73:40-51) 
 
              40        50        60        70        80            
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH            
                                     :..::..:. ..                   
gi|546 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
      10        20        30        40        50        60          
 
gi|546 SLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
      70        80        90       100       110       120          
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>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.7  bits: 19.7 E():   21 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (62-73:44-55) 
 
              40        50        60        70        80            
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH            
                                     :..::..:. ..                   
gi|864 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|864 NIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.7  bits: 19.7 E():   21 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (62-73:44-55) 
 
              40        50        60        70        80            
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH            
                                     :..::..:. ..                   
gi|558 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.7  bits: 19.7 E():   21 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (62-73:44-55) 
 
              40        50        60        70        80            
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH            
                                     :..::..:. ..                   
gi|256 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|256 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.7  bits: 19.7 E():   21 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (62-73:44-55) 
 
              40        50        60        70        80            
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH            
                                     :..::..:. ..                   
gi|558 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.7  bits: 19.7 E():   21 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (62-73:44-55) 
 
              40        50        60        70        80            
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH            
                                     :..::..:. ..                   
gi|218 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|218 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Globin  (162 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 78.0  bits: 19.7 E():   23 
Smith-Waterman score: 47; 25.0% identity (63.6% similar) in 44 aa overlap (18-60:111-148) 
 
                            10        20        30        40        
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AAD-12              KVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                     :   :..::.  .:  .::..      ..: 
gi|121 VSFFTEVISLSGNQANLSAVYALVSKLGVDHKARGISAAQFGEFRTALVSY------LQA 
               90       100       110       120       130           
 
         50        60        70        80 
AAD-12 H-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
       : .:. . ...:..                     
gi|121 HVSWGDNVAAAWNHALDNTYAVALKSLE       
          140       150       160         
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.4  bits: 19.7 E():   25 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (62-73:73-84) 
 
              40        50        60        70        80            
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH            
                                     :..::..:. ..                   
gi|156 KHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
             50        60        70        80        90       100   
 
gi|156 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            110       120       130       140       150       160   
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 77.4  bits: 20.7 E():   25 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (2-60:99-157) 
 
                                            10        20         30 
AAD-12                              KVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
                 40        50        60        70        80         
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH         
        . :  ::. .  .  :::..   ::...  :                             
gi|908 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
      130       140          150       160       170       180      
 
gi|908 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
         190       200       210       220       230       240      
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 77.4  bits: 20.7 E():   25 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (2-60:100-158) 
 
                                            10        20         30 
AAD-12                              KVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
 
                 40        50        60        70        80         
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH         
        . :  ::. .  .  :::..   ::...  :                             
gi|118 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     130       140       150          160       170       180       
 
gi|118 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        190       200       210       220       230       240       
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 77.4  bits: 19.4 E():   25 
Smith-Waterman score: 46; 26.8% identity (58.5% similar) in 41 aa overlap (10-48:100-140) 
 
                                    10        20         30         
AAD-12                      KVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
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        40        50        60        70        80 
AAD-12 A-CQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
       . : . . : :                                 
gi|100 GYCGSHHHHHH                                 
     130       140                                 
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.3  bits: 20.3 E():   25 
Smith-Waterman score: 49; 43.8% identity (56.2% similar) in 16 aa overlap (34-49:8-23) 
 
            10        20        30        40        50        60    
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     : :.:  : :  . ::               
gi|106                        NIQVDPSGQVQWPQQQPFPQPHQPFSQQPQQTFPQPQ 
                                      10        20        30        
 
            70        80                                            
AAD-12 LHRAEPWDFKLPRVMWH                                            
                                                                    
gi|106 QTFPHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQP 
        40        50        60        70        80        90        
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 77.1  bits: 16.1 E():   26 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (16-21:8-13) 
 
               10        20        30        40        50        60 
AAD-12 KVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDN 
                      ::: .:                                        
gi|131         GPVGGVVHAHMMPLL                                      
                       10                                           
 
>>gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 77.0  bits: 20.7 E():   26 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (2-60:120-178) 
 
                                            10        20         30 
AAD-12                              KVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHSCNT 
      90       100       110       120       130       140          
 
                 40        50        60        70        80         
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH         
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLPDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|5813788|gb|AAD52012.1|AF082514_1 Tri r 4 allergen [  (726 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 77.0  bits: 21.7 E():   26 
Smith-Waterman score: 53; 30.4% identity (73.9% similar) in 23 aa overlap (38-60:618-639) 
 
        10        20        30        40        50        60        
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     : :. :.. : .:.. ..:: ..        
gi|581 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVVHNDFDFRLSV 
       590       600       610       620        630       640       
 
        70        80                                                
AAD-12 EPWDFKLPRVMWH                                                
                                                                    
gi|581 AEGVGLFNVLQEKGVPSRFLNFPDETHWVTKPENSLVWHQQVLGWVNKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (13-55:1-44) 
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               10        20        30         40        50          
AAD-12 KVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQAPRVHAHQWAAGDVVVWD 
                   .: ..:..   ... .:... :.: :     :..    . . ::     
gi|166             MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDG 
                           10        20        30        40         
 
      60        70        80                                        
AAD-12 NRCLLHRAEPWDFKLPRVMWH                                        
                                                                    
gi|166 GAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTA 
       50        60        70        80        90       100         
 
>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (13-55:1-44) 
 
               10        20        30         40        50          
AAD-12 KVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQAPRVHAHQWAAGDVVVWD 
                   .: ..:..   ... .:... :.: :     :..    . . ::     
gi|215             MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDG 
                           10        20        30        40         
 
      60        70        80                                        
AAD-12 NRCLLHRAEPWDFKLPRVMWH                                        
                                                                    
gi|215 GAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVVPTA 
       50        60        70        80        90       100         
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 76.5  bits: 21.0 E():   28 
Smith-Waterman score: 51; 54.5% identity (72.7% similar) in 11 aa overlap (69-79:162-170) 
 
       40        50        60        70        80                   
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH                   
                                     ::.:  : .::                    
gi|108 DKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNF--PLLMWAWKIGPAIACGNTVVLKTA 
             140       150       160         170       180          
 
gi|108 EQTPLGGLVAASLVKEAGFPPGVINVISGFGKVAGAALSSHMDVDKVAFTGSTVVGRTIL 
     190       200       210       220       230       240          
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.1  bits: 19.7 E():   29 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (17-54:156-194) 
 
                             10        20        30        40       
AAD-12               KVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|833 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
         130       140       150       160       170       180      
 
          50        60        70        80 
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
       .. .:: ..                           
gi|833 NVINWAEAENRYIAGDKGGHPFMKL           
         190       200       210           
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 75.7  bits: 19.7 E():   30 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (17-54:167-205) 
 
                             10        20        30        40       
AAD-12               KVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|164 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
        140       150       160       170       180       190       
 
          50        60        70        80 
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
       .. .:: ..                           
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gi|164 NVINWAEAENRYIAGDKGGHPFMKL           
        200       210       220            
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 75.4  bits: 20.7 E():   32 
Smith-Waterman score: 50; 28.3% identity (43.4% similar) in 53 aa overlap (40-76:25-77) 
 
      10        20        30        40              50        60    
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ------WAAGDVVVWDN--- 
                                     ::  :. : .      . :: : .::     
gi|259       LSVCFLILFHGCLASRQEWQQQDECQIDRLDALEPDNRVEYEAGTVEAWDPNHE 
                     10        20        30        40        50     
 
                      70        80                                  
AAD-12 --RC-----LLHRAEPWDFKLPRVMWH                                  
         ::     . :  .:  . ::.                                      
gi|259 QFRCAGVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQ 
           60        70        80        90       100       110     
 
>>gi|23894227|emb|CAD23374.1| tri s 4 allergen [Trichoph  (726 aa) 
 initn:  40 init1:  40 opt:  52  Z-score: 75.4  bits: 21.4 E():   32 
Smith-Waterman score: 52; 26.1% identity (73.9% similar) in 23 aa overlap (38-60:618-639) 
 
        10        20        30        40        50        60        
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     : :. :.. : .:.. ..:. ..        
gi|238 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVIHNDSDFRLSV 
       590       600       610       620        630       640       
 
        70        80                                                
AAD-12 EPWDFKLPRVMWH                                                
                                                                    
gi|238 AEGVGLFNVLQEKGIPSRFLNFPDETHWVTKPENSLVWHQQVLGWINKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|219687753|dbj|BAH09387.1| allergen [Arthroderma van  (726 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 75.4  bits: 21.4 E():   32 
Smith-Waterman score: 52; 26.1% identity (73.9% similar) in 23 aa overlap (38-60:618-639) 
 
        10        20        30        40        50        60        
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     : :. :.. : .:.. ..:. ..        
gi|219 GSSKIGTDELFFIEHDFNGTFFEARQNYDRWDCSKPELVA-KWSTPQLVIHNDFDFRLSV 
       590       600       610       620        630       640       
 
        70        80                                                
AAD-12 EPWDFKLPRVMWH                                                
                                                                    
gi|219 AEGVGLFNVLQEKGIPSRFLNFPDETHWVTKPENSLVWHQQVLGWINKWSGINKSNPKSI 
        650       660       670       680       690       700       
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.2  bits: 18.4 E():   33 
Smith-Waterman score: 43; 30.4% identity (60.9% similar) in 23 aa overlap (50-72:53-75) 
 
      20        30        40        50        60        70          
AAD-12 IPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW 
                                     :: . :.. ..  : :: .  :.        
gi|387 SINGNAPAEIDLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVD 
             30        40        50        60        70        80   
 
      80              
AAD-12 H              
                      
gi|387 CASQHGCHGDTIPR 
             90       
 
>>gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Serum a  (607 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 75.0  bits: 21.0 E():   33 
Smith-Waterman score: 51; 23.2% identity (55.1% similar) in 69 aa overlap (12-76:430-498) 
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                                  10        20           30         
AAD-12                    KVHPETGRPSLLIGRHAHAIPGMDA---AESERFLEGLVDW 
                                     :: :...  : ...   .:  : :  . .  
gi|543 FTPLVEEPKSLVKKNCDLFEEVGEYDFQNALIVRYTKKAPQVSTPTLVEIGRTLGKVGSR 
     400       410       420       430       440       450          
 
       40        50        60         70        80                  
AAD-12 ACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWH                  
        :. :. .    . . ...  :: :.::.  : . :. .                      
gi|543 CCKLPESERLPCSENHLALALNRLCVLHEKTPVSEKITKCCTDSLAERRPCFSALELDEG 
     460       470       480       490       500       510          
 
gi|543 YVPKEFKAETFTFHADICTLPEDEKQIKKQSALAELVKHKPKATKEQLKTVLGNFSAFVA 
     520       530       540       550       560       570          
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.3  bits: 18.4 E():   37 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (22-34:5-17) 
 
               10        20        30        40        50        60 
AAD-12 KVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDN 
                            :.:::: .  :.:                           
gi|208                  MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACGLAKKSAEEV 
                                10        20        30        40    
 
               70        80                                         
AAD-12 RCLLHRAEPWDFKLPRVMWH                                         
                                                                    
gi|208 KAAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAGDVDGDGKIGIEEFT 
            50        60        70        80        90       100    
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.9  bits: 19.4 E():   39 
Smith-Waterman score: 46; 22.9% identity (60.4% similar) in 48 aa overlap (21-68:115-162) 
 
                         10        20        30        40        50 
AAD-12           KVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. : ... . :     : ..:.  :..  
gi|383 GSEASANPKDKPAEEEEEEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSL 
           90       100       110       120       130       140     
 
               60        70        80                               
AAD-12 AAGDVVVWDNRCLLHRAEPWDFKLPRVMWH                               
       .. .:  ::..  :.. :                                           
gi|383 VTLEVKPWDDETNLEELEANVRAIEMDGLVWGASKFVAVGFGIKKLQINLVVEDEKVSTD 
          150       160       170       180       190       200     
 
>>gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 73.7  bits: 20.1 E():   39 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (2-60:120-178) 
 
                                            10        20         30 
AAD-12                              KVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLEMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
                 40        50        60        70        80         
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH         
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 73.7  bits: 20.1 E():   39 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (2-60:120-178) 
 
                                            10        20         30 
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AAD-12                              KVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|151 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
                 40        50        60        70        80         
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH         
        . :  ::. .  .  :::..   ::...  :                             
gi|151 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|151 TISNNHFFNHHKVMLLGHDDTYDNDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 73.7  bits: 20.1 E():   39 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (2-60:120-178) 
 
                                            10        20         30 
AAD-12                              KVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
                 40        50        60        70        80         
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH         
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGNVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 73.7  bits: 20.1 E():   39 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (2-60:120-178) 
 
                                            10        20         30 
AAD-12                              KVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
                 40        50        60        70        80         
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH         
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 73.7  bits: 20.1 E():   39 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (2-60:120-178) 
 
                                            10        20         30 
AAD-12                              KVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
                 40        50        60        70        80         
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH         
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGNVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
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>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.2  bits: 20.4 E():   42 
Smith-Waterman score: 53; 27.0% identity (56.8% similar) in 37 aa overlap (22-57:441-477) 
 
                        10        20        30         40        50 
AAD-12          KVHPETGRPSLLIGRHAHAIPGMDAAESERFLEG-LVDWACQAPRVHAHQW 
                                     :. :.    .. : :.:  : .  .:. .  
gi|505 YQIAFSRGNRAFIAINLQKNQQNLQQKLHTGLPAGTYCDIISGNLIDNKCTGKSIHVDKN 
              420       430       440       450       460       470 
 
               60        70        80 
AAD-12 AAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
       . .:: :                        
gi|505 GQADVYVGHDEFDAFVAYHIGARIVS     
              480       490           
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.5  bits: 18.1 E():   46 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (16-53:20-57) 
 
                   10        20        30        40        50       
AAD-12     KVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                          ::  . . : :. :    :..:   .:  :   .  ::    
gi|730 MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGS 
               10        20        30        40        50        60 
 
         60        70        80                             
AAD-12 VWDNRCLLHRAEPWDFKLPRVMWH                             
                                                            
gi|730 VFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
               70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.5  bits: 18.1 E():   46 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (16-53:20-57) 
 
                   10        20        30        40        50       
AAD-12     KVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                          ::  . . : :. :    :..:   .:  :   .  ::    
gi|191 MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGS 
               10        20        30        40        50        60 
 
         60        70        80                             
AAD-12 VWDNRCLLHRAEPWDFKLPRVMWH                             
                                                            
gi|191 VFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
               70        80        90       100       110   
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 71.7  bits: 16.2 E():   51 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (21-38:8-25) 
 
               10        20        30        40        50        60 
AAD-12 KVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDN 
                           :.. :. ....:..   :                       
gi|751              IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA                
                            10        20        30                  
 
               70        80 
AAD-12 RCLLHRAEPWDFKLPRVMWH 
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.5  bits: 19.8 E():   52 
Smith-Waterman score: 47; 37.5% identity (68.8% similar) in 16 aa overlap (52-67:202-217) 
 
              30        40        50        60        70        80  
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH  
                                     ::.  .: ..: : .:               
gi|113 DIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWIDHCSLSKASDGLLDITLGSSHV 
             180       190       200       210       220       230  
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gi|113 TVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQRMPRCRFGFFQVVNNNY 
             240       250       260       270       280       290  
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 71.1  bits: 19.8 E():   55 
Smith-Waterman score: 47; 30.0% identity (66.7% similar) in 30 aa overlap (46-74:129-158) 
 
          20        30        40        50        60         70     
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEPWDFKL 
                                     ...:: ::.  : ..: . . : .:  .:. 
gi|114 DPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKI 
      100       110       120       130       140       150         
 
           80                                                       
AAD-12 PRVMWH                                                       
                                                                    
gi|114 DYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEK 
      160       170       180       190       200       210         
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 71.0  bits: 16.2 E():   55 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (21-38:8-25) 
 
               10        20        30        40        50        60 
AAD-12 KVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDN 
                           :.. :. ....:..   :                       
gi|751              IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK             
                            10        20        30                  
 
               70        80 
AAD-12 RCLLHRAEPWDFKLPRVMWH 
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 70.8  bits: 18.1 E():   57 
Smith-Waterman score: 42; 24.4% identity (56.1% similar) in 41 aa overlap (10-49:100-140) 
 
                                    10        20         30         
AAD-12                      KVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
       40        50        60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
       .  .   : :.                                
gi|100 GYYVGSHHHHHH                               
     130       140                                
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 70.5  bits: 18.1 E():   59 
Smith-Waterman score: 42; 27.8% identity (66.7% similar) in 36 aa overlap (17-52:28-62) 
 
                          10        20        30        40          
AAD-12            KVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                  :.: :...: : ... .:  : .    ... .: 
gi|157 MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQA-EFRQLANGAPDKTEAEIEAQIEQ 
               10        20        30         40        50          
 
      50        60        70        80                              
AAD-12 WAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH                              
       :.:                                                          
gi|157 WVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPAAKAADARLSAIASNRALKV 
      60        70        80        90       100       110          
 
>>gi|8843917|gb|AAF80164.1| pollen major allergen 1-2 [J  (367 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 70.5  bits: 19.5 E():   59 
Smith-Waterman score: 46; 27.4% identity (54.8% similar) in 62 aa overlap (2-60:120-178) 
 
                                            10        20         30 
AAD-12                              KVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 6987



 

 

gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
                 40        50        60        70        80         
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH         
        . :  ::. .  .  :::..   ::...  :                             
gi|884 SVLGDVLVSESIGVVPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|884 TIFNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|19069497|emb|CAC37790.2| putative allergen Cup a 1   (367 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 70.5  bits: 19.5 E():   59 
Smith-Waterman score: 46; 27.4% identity (53.2% similar) in 62 aa overlap (2-60:120-178) 
 
                                            10        20         30 
AAD-12                              KVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :..   .:.:  :.     .  
gi|190 WIIFSQNMNIKLQMPLYVAGYKTIDGRGADVHLGNGGPCLFMRTASHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
                 40        50        60        70        80         
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH         
        . :  ::. .  .  :::..   ::...  :                             
gi|190 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|190 TISNNHFFNHHKVMLLGHDDTYDDDISMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8843921|gb|AAF80166.1| pollen major allergen 1-1 [J  (367 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 70.5  bits: 19.5 E():   59 
Smith-Waterman score: 46; 27.4% identity (54.8% similar) in 62 aa overlap (2-60:120-178) 
 
                                            10        20         30 
AAD-12                              KVHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
                 40        50        60        70        80         
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH         
        . :  ::. .  .  :::..   ::...  :                             
gi|884 SVLGDVLVSESIGVVPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|884 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.3  bits: 17.5 E():   61 
Smith-Waterman score: 40; 30.0% identity (50.0% similar) in 30 aa overlap (9-38:13-42) 
 
                   10        20        30        40        50       
AAD-12     KVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                   :. :.    .. ::   :: :   .:  .:                   
gi|144 VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKKGNLWEVKSSKPL 
               10        20        30        40        50        60 
 
         60        70        80             
AAD-12 VWDNRCLLHRAEPWDFKLPRVMWH             
                                            
gi|144 TGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
               70        80        90       
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 70.2  bits: 19.1 E():   61 
Smith-Waterman score: 53; 22.9% identity (56.2% similar) in 48 aa overlap (36-79:130-177) 
 
          10        20        30        40           50        60   
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AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC---QAPRVHAHQWAAGDVVVWDNRC 
                                     :::     .. .:... .. ::....:    
gi|287 FFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGT 
     100       110       120       130       140       150          
 
             70         80                                          
AAD-12 LLHRAEPWD-FKLPRVMWH                                          
        .  : : . :.   . :                                           
gi|287 YVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAG 
     160       170       180       190       200       210          
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (13-36:1-24) 
 
               10        20        30        40        50        60 
AAD-12 KVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDN 
                   .: ..:..   ... .:... :.:                         
gi|892             MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVEVKGDG 
                           10        20        30        40         
 
               70        80                                         
AAD-12 RCLLHRAEPWDFKLPRVMWH                                         
                                                                    
gi|892 GAGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVVPTA 
       50        60        70        80        90       100         
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (13-36:1-24) 
 
               10        20        30        40        50        60 
AAD-12 KVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDN 
                   .: ..:..   ... .:... :.:                         
gi|215             MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAATGAYKSVEVKGDG 
                           10        20        30        40         
 
               70        80                                         
AAD-12 RCLLHRAEPWDFKLPRVMWH                                         
                                                                    
gi|215 GAGTVRIITLPEGSPITTMTVRTDAVNKEALSYDSTVIDGDILLGFIESIETHMVVVPTA 
       50        60        70        80        90       100         
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.1  bits: 19.5 E():   62 
Smith-Waterman score: 46; 28.0% identity (52.0% similar) in 25 aa overlap (43-67:351-375) 
 
             20        30        40        50        60        70   
AAD-12 IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF 
                                     :   .. :  ::: . .   .. ::      
gi|118 INGVQYPLSPSAYILQDDDSCTSGFEGMDVPTSSGELWILGDVFIRQYYTVFDRANNKVG 
              330       340       350       360       370       380 
 
             80 
AAD-12 KLPRVMWH 
                
gi|118 LAPVA    
                
 
>>gi|159162378|pdb|1H2O|A Chain A, Solution Structure Of  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 18.2 E():   63 
Smith-Waterman score: 42; 26.1% identity (52.2% similar) in 23 aa overlap (57-79:23-45) 
 
         30        40        50        60        70        80       
AAD-12 ESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH       
                                     : :   :. .  :  .:  ...:        
gi|159         GVFTYESEFTSEIPPPRLFKAFVLDADNLVPKIAPQAIKHSEILWGDGGPGT 
                       10        20        30        40        50   
 
gi|159 IKKITFGEGSQYGYVKHKIDSIDKENYSYSYTLIEGDALGDTLEKISYETKLVASPSGGS 
             60        70        80        90       100       110   
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>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 69.9  bits: 19.5 E():   64 
Smith-Waterman score: 46; 24.4% identity (48.9% similar) in 45 aa overlap (30-67:173-216) 
 
                10        20        30        40        50          
AAD-12  KVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV--- 
                                     : : :    .  .: .  :: . ::..    
gi|113 RGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQ-SDGDAIHVT 
            150       160       170       180       190        200  
 
             60        70        80                                 
AAD-12 ----VWDNRCLLHRAEPWDFKLPRVMWH                                 
           .: ..: : ..                                              
gi|113 GSSDIWIDHCTLSKSFDGLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDLKMHVT 
             210       220       230       240       250       260  
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 69.9  bits: 19.8 E():   64 
Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (7-29:344-366) 
 
                                       10        20        30       
AAD-12                         KVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
           320       330       340       350       360       370    
 
         40        50        60        70        80                 
AAD-12 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH                 
                                                                    
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 69.7  bits: 19.8 E():   66 
Smith-Waterman score: 47; 30.0% identity (66.7% similar) in 30 aa overlap (46-74:159-188) 
 
          20        30        40        50        60         70     
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEPWDFKL 
                                     ...:: ::.  : ..: . . : .:  .:. 
gi|476 DPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKI 
      130       140       150       160       170       180         
 
           80                                                       
AAD-12 PRVMWH                                                       
                                                                    
gi|476 DYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEK 
      190       200       210       220       230       240         
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 69.4  bits: 17.8 E():   68 
Smith-Waterman score: 41; 45.5% identity (90.9% similar) in 11 aa overlap (63-73:111-121) 
 
             40        50        60        70        80         
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH         
                                     .:::.. .::.                
gi|144 GFVGRTYFTVLHTQCFRLDYPIVKCKVKSTILHRSKCYDFETFAPKKYQWFDVLQY 
               90       100       110       120       130       
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.2  bits: 19.2 E():   69 
Smith-Waterman score: 45; 28.6% identity (51.4% similar) in 35 aa overlap (16-50:258-291) 
 
                              10        20        30        40      
AAD-12                KVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     :...:    .  : :  .  : :. :  :. 
gi|510 IGENIIGHLLIVFDGGKSQPACSWYDVPCSHSESIVYATGMVSGRCQHLAVPWTAQQ-RI 
       230       240       250       260       270       280        
 
          50        60        70        80                          
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH                          
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       .  ::                                                        
gi|510 NPIQWKFWRVFTSNIPAYPTSDTTNCVVLNTNVFKNDNTFEGEYHAFPDCARNLFKCRQQ 
        290       300       310       320       330       340       
 
>>gi|3182907|sp|O02380.1|ALL2_TYRPU RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 17.8 E():   70 
Smith-Waterman score: 41; 37.5% identity (100.0% similar) in 8 aa overlap (62-69:41-48) 
 
              40        50        60        70        80            
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH            
                                     :..:...:                       
gi|318 AVAAAGQVKFTDCGKKEIASVAVDGCEGDLCVIHKSKPVHVIAEFTANQDTCKIEVKVTG 
               20        30        40        50        60        70 
 
gi|318 QLNGLEVPIPGIETDGCKVLKCPLKKGTKYTMNYSVNVPSVVPNIKTVVKLLATGEHGVL 
               80        90       100       110       120       130 
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.9  bits: 19.2 E():   72 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (6-22:225-240) 
 
                                        10        20        30      
AAD-12                          KVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
          40        50        60        70        80                
AAD-12 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH                
                                                                    
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 68.9  bits: 19.2 E():   72 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (6-22:225-240) 
 
                                        10        20        30      
AAD-12                          KVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
          40        50        60        70        80                
AAD-12 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH                
                                                                    
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.7  bits: 19.2 E():   74 
Smith-Waterman score: 45; 25.7% identity (47.1% similar) in 70 aa overlap (5-71:290-358) 
 
                                         10          20        30   
AAD-12                           KVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
             40        50        60         70        80        
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP-WDFKLPRVMWH        
        .. :   . :.:. : ..      :..  :   ::  ::                 
gi|124 FAMFDENKKQPEVEKH-FGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330        340       350       360       370     
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.7  bits: 19.2 E():   74 
Smith-Waterman score: 45; 25.7% identity (47.1% similar) in 70 aa overlap (5-71:290-358) 
 
                                         10          20        30   
AAD-12                           KVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
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                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
             40        50        60         70        80        
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP-WDFKLPRVMWH        
        .. :   . :.:. : ..      :..  :   ::  ::                 
gi|124 FAMFDENKKQPEVEKH-FGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330        340       350       360       370     
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.7  bits: 19.2 E():   74 
Smith-Waterman score: 45; 25.7% identity (47.1% similar) in 70 aa overlap (5-71:290-358) 
 
                                         10          20        30   
AAD-12                           KVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
             40        50        60         70        80        
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP-WDFKLPRVMWH        
        .. :   . :.:. : ..      :..  :   ::  ::                 
gi|268 FAMFDENKKQPEVEKH-FGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330        340       350       360       370     
 
>>gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen 11S   (472 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.6  bits: 19.5 E():   75 
Smith-Waterman score: 46; 25.6% identity (51.2% similar) in 43 aa overlap (34-76:415-455) 
 
            10        20        30        40        50        60    
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     ::.  .  : :. . .    ::.  .:    
gi|110 EGQLVVVPQNFAVVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVI--QNSFD 
          390       400       410       420       430         440   
 
            70        80              
AAD-12 LHRAEPWDFKLPRVMWH              
       . : . :..:  :                  
gi|110 ISREDAWNLKESRSEMTIFAPGSRSQRQRN 
            450       460       470   
 
>>gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ver  (472 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.6  bits: 19.5 E():   75 
Smith-Waterman score: 46; 25.6% identity (51.2% similar) in 43 aa overlap (34-76:415-455) 
 
            10        20        30        40        50        60    
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     ::.  .  : :. . .    ::.  .:    
gi|156 EGQLVVVPQNFAVVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVI--QNSFD 
          390       400       410       420       430         440   
 
            70        80              
AAD-12 LHRAEPWDFKLPRVMWH              
       . : . :..:  :                  
gi|156 ISREDAWNLKESRSEMTIFAPGSRSQRQRN 
            450       460       470   
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 68.6  bits: 18.8 E():   75 
Smith-Waterman score: 44; 47.4% identity (63.2% similar) in 19 aa overlap (27-42:72-90) 
 
                   10        20        30           40        50    
AAD-12     KVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW---ACQAPRVHAHQWAAG 
                                     :.. ::   :::   ::.:            
gi|144 TISKQVVFLIHGFLSTGNNENFVAMSKALIEKDDFLVISVDWKKGACNAFASTKDALGYS 
              50        60        70        80        90       100  
 
            60        70        80                                  
AAD-12 DVVVWDNRCLLHRAEPWDFKLPRVMWH                                  
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gi|144 KAVGNTRHVGKFVADFTKLLVEKYKVLISNIRLIGHSLGAHTSGFAGKEVQKLKLGKYKE 
             110       120       130       140       150       160  
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 68.4  bits: 15.6 E():   77 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (21-38:8-25) 
 
               10        20        30        40        50        60 
AAD-12 KVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDN 
                           :.. :  ....:..   :                       
gi|751              IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA                
                            10        20        30                  
 
               70        80 
AAD-12 RCLLHRAEPWDFKLPRVMWH 
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.3  bits: 19.2 E():   78 
Smith-Waterman score: 53; 22.9% identity (56.2% similar) in 48 aa overlap (36-79:120-167) 
 
          10        20        30        40           50        60   
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC---QAPRVHAHQWAAGDVVVWDNRC 
                                     :::     .. .:... .. ::....:    
gi|855 FFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGT 
      90       100       110       120       130       140          
 
             70         80                                          
AAD-12 LLHRAEPWD-FKLPRVMWH                                          
        .  : : . :.   . :                                           
gi|855 YVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAG 
     150       160       170       180       190       200          
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.3  bits: 18.5 E():   78 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (36-49:29-42) 
 
          10        20        30        40        50        60      
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH 
                                     :.:  : :  . ::                 
gi|170   MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQT 
                 10        20        30        40        50         
 
          70        80                                              
AAD-12 RAEPWDFKLPRVMWH                                              
                                                                    
gi|170 FPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQ 
       60        70        80        90       100       110         
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 68.3  bits: 19.2 E():   78 
Smith-Waterman score: 45; 26.8% identity (48.8% similar) in 41 aa overlap (30-64:172-212) 
 
                10        20        30        40        50          
AAD-12  KVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW------AAG 
                                     .  :: .  : .:   : :.       .:: 
gi|625 RGANVEITCGGLTIHNVCNVIIHNIHIHDIKVTEGGIIKATDAKPGHRHKSDGDGICVAG 
             150       160       170       180       190       200  
 
            60        70        80                                  
AAD-12 DVVVWDNRCLLHRAEPWDFKLPRVMWH                                  
       .  .: ..: :                                                  
gi|625 SSKIWIDHCTLSHGPDGLIDVTLGSTAVTISNCKFSHHQKILLLGADNSHVDDKKMHVTV 
             210       220       230       240       250       260  
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.3  bits: 18.8 E():   78 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (5-48:254-299) 
 
                                         10          20        30   
AAD-12                           KVHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
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gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
             40        50        60        70        80 
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
        .. :   . :.:. :                                 
gi|261 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFS                
           290       300       310                      
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.5 E():   79 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (62-73:27-38) 
 
              40        50        60        70        80            
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH            
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.5 E():   79 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (62-73:27-38) 
 
              40        50        60        70        80            
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH            
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.5 E():   79 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (62-73:27-38) 
 
              40        50        60        70        80            
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH            
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.5 E():   79 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (62-73:27-38) 
 
              40        50        60        70        80            
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH            
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.5 E():   79 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (62-73:27-38) 
 
              40        50        60        70        80            
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH            
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
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gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.0  bits: 19.5 E():   81 
Smith-Waterman score: 46; 22.4% identity (57.1% similar) in 49 aa overlap (6-50:15-63) 
 
                        10        20        30            40        
AAD-12          KVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV----DWACQAPRVHA 
                     :. : :. . :  : : ..:...... .. .    : . :   ..  
gi|601 MRGALAGLSLATLATASPVLVNSIHNDAAPIISASNAKEIADNYMIKFKDHVTQNLAAEH 
               10        20        30        40        50        60 
 
        50        60        70        80                            
AAD-12 HQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH                            
       : :                                                          
gi|601 HGWVQDLHEKTQVAKTELRKRSQSPMVDDIFNGLKHTYNIAGGLMGYAGHFDEDVIEQIR 
               70        80        90       100       110       120 
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 67.8  bits: 15.6 E():   83 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (21-38:8-25) 
 
               10        20        30        40        50        60 
AAD-12 KVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDN 
                           :.. :  ....:..   :                       
gi|751              IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK             
                            10        20        30                  
 
               70        80 
AAD-12 RCLLHRAEPWDFKLPRVMWH 
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 67.8  bits: 21.1 E():   83 
Smith-Waterman score: 58; 26.1% identity (67.4% similar) in 46 aa overlap (32-73:1159-1202) 
 
              10        20        30        40            50        
AAD-12 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ-AP---RVHAHQWAAGDVVV 
                                     .::..:.  . .:   ..:::  . :.    
gi|203 ESNKGTPIELQYKVSGKDRSKRAAEMNAEDVEGVIDYKNSGSPIDSKMHAHLKVKGNNYG 
     1130      1140      1150      1160      1170      1180         
 
        60        70        80                                      
AAD-12 WDNRCLLHRAEPWDFKLPRVMWH                                      
       .:..  :...:: ...                                             
gi|203 YDSE--LKQTEPQQYEGKMTLSKNDKKIFITHKTEMTKPTSTFLLKTDADVSYSESDMKK 
     1190        1200      1210      1220      1230      1240       
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 67.7  bits: 17.5 E():   84 
Smith-Waterman score: 40; 25.7% identity (60.0% similar) in 35 aa overlap (10-43:100-134) 
 
                                    10        20         30         
AAD-12                      KVHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|105 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
       40        50        60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
       .  .:                                      
gi|105 GYWVPSSNS                                  
     130                                          
 
>>gi|14423651|sp|Q9U5P2.1|ALL5_LEPDS RecName: Full=Mite   (110 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.7  bits: 17.2 E():   84 
Smith-Waterman score: 39; 33.3% identity (61.9% similar) in 21 aa overlap (60-80:8-28) 
 
      30        40        50        60        70        80          
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH          
                                     .: :.: .:    :: ... :          
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gi|144                        DDFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELE 
                                      10        20        30        
 
gi|144 KSKSKELKAQILREISIGLDFIDSAKGHFERELKRADLNLAEKFNFESALSTGAVLHKDL 
        40        50        60        70        80        90        
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 67.5  bits: 20.8 E():   86 
Smith-Waterman score: 50; 44.4% identity (63.0% similar) in 27 aa overlap (9-34:636-662) 
 
                                     10         20        30        
AAD-12                       KVHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVD 
                                     :: : : : : .:::  . ..:  :.:    
gi|278 SRGPSGPPGPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIG 
         610       620       630       640       650       660      
 
        40        50        60        70        80                  
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH                  
                                                                    
gi|278 SPGRDGARGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAG 
         670       680       690       700       710       720      
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.5 E():   86 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (60-68:40-48) 
 
      30        40        50        60        70        80          
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH          
                                     . :..::.:                      
gi|212 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|212 LTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.5 E():   86 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (60-68:40-48) 
 
      30        40        50        60        70        80          
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH          
                                     . :..::.:                      
gi|170 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|170 LAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.5 E():   86 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (60-68:40-48) 
 
      30        40        50        60        70        80          
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH          
                                     . :..::.:                      
gi|158 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|158 LAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.4  bits: 19.2 E():   87 
Smith-Waterman score: 45; 38.9% identity (72.2% similar) in 18 aa overlap (14-31:241-258) 
 
                                10        20        30        40    
AAD-12                  KVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                     :  .... :::.: :: .             
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDQTYDLNFKE 
              220       230       240       250       260       270 
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            50        60        70        80                        
AAD-12 RVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH                        
                                                                    
gi|144 ENNNGSQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.4  bits: 17.9 E():   88 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (15-31:17-30) 
 
                 10        20        30        40        50         
AAD-12   KVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW 
                       ::   .:..:    :::                            
gi|212 VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFSYD 
               10        20           30        40        50        
 
       60        70        80                                       
AAD-12 DNRCLLHRAEPWDFKLPRVMWH                                       
                                                                    
gi|212 DALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYENYAIVEGC 
        60        70        80        90       100       110        
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.3  bits: 17.9 E():   88 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (15-31:18-31) 
 
                  10        20        30        40        50        
AAD-12    KVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
                        ::   .:..:    :::                           
gi|116 AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFSY 
               10        20           30        40        50        
 
        60        70        80                                      
AAD-12 WDNRCLLHRAEPWDFKLPRVMWH                                      
                                                                    
gi|116 DDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYENYAIVEG 
        60        70        80        90       100       110        
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.3  bits: 17.9 E():   88 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (15-31:18-31) 
 
                  10        20        30        40        50        
AAD-12    KVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
                        ::   .:..:    :::                           
gi|144 AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFSY 
               10        20           30        40        50        
 
        60        70        80                                      
AAD-12 WDNRCLLHRAEPWDFKLPRVMWH                                      
                                                                    
gi|144 DDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYDNYAIVEG 
        60        70        80        90       100       110        
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.1  bits: 17.9 E():   90 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (38-61:70-93) 
 
        10        20        30        40        50        60        
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|283 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
      40        50        60        70        80        90          
 
        70        80                                                
AAD-12 EPWDFKLPRVMWH                                                
                                                                    
gi|283 CGPVGAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
     100       110       120       130       140       150          
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
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 initn:  38 init1:  38 opt:  41  Z-score: 67.0  bits: 17.9 E():   91 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (15-31:27-40) 
 
                           10        20        30        40         
AAD-12             KVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                 ::   .:..:    :::                  
gi|194 MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEALTQY 
               10        20        30           40        50        
 
       50        60        70        80                             
AAD-12 QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH                             
                                                                    
gi|194 KCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDY 
        60        70        80        90       100       110        
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.0  bits: 17.5 E():   92 
Smith-Waterman score: 40; 53.8% identity (76.9% similar) in 13 aa overlap (8-20:38-49) 
 
                                      10        20        30        
AAD-12                        KVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 
                                     .:.:  : ::::.                  
gi|160 LNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKPGLH-GFHAHALGDTTNGCMSTGPHFNPV 
        10        20        30        40         50        60       
 
        40        50        60        70        80                  
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH                  
                                                                    
gi|160 GKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLG 
         70        80        90       100       110       120       
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 66.8  bits: 18.5 E():   94 
Smith-Waterman score: 43; 26.9% identity (65.4% similar) in 26 aa overlap (51-75:14-39) 
 
               30        40        50        60        70           
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK-LPRVMW 
                                     :.. ..  ..::.    .::. . ::     
gi|217                  MKTFLVFALLAVAATSAIAQMETRCIPGLERPWQQQPLPPQQT 
                                10        20        30        40    
 
      80                                                            
AAD-12 H                                                            
                                                                    
gi|217 FPQQPLFSQQQQQQLFPQQPSFSQQQPPFWQQQPPFSQQQPILPQQPPFSQQQQLVLPQQ 
            50        60        70        80        90       100    
 
>>gi|1093120|prf||2103117A allergen Dac g II              (196 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.8  bits: 17.9 E():   94 
Smith-Waterman score: 41; 18.9% identity (45.9% similar) in 37 aa overlap (40-76:141-177) 
 
      10        20        30        40        50        60          
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP 
                                     :    .  :.  . :   .:.  ....    
gi|109 VFQFLILSCQGRIVNNCEVLICVMRRGNAMCLIASISMHHILTLDRFFFDGLEIIYKIFK 
              120       130       140       150       160       170 
 
      70        80                
AAD-12 WDFKLPRVMWH                
         :. ::                    
gi|109 MMFQKPRTRTCIEKDFPRRSSSSIPT 
              180       190       
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 66.7  bits: 18.9 E():   96 
Smith-Waterman score: 44; 40.9% identity (59.1% similar) in 22 aa overlap (54-75:92-111) 
 
            30        40        50        60        70        80    
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH    
                                     :.: . ::  :: .  ::  .:         
gi|258 QGEEFHKIVFTVEGLQEFGNFVQFLEDHGLDAVGYINR--LHSVFGWDPYVPSSKRKHTR 
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              70        80        90         100       110          
 
gi|258 RGVGVDGLIDDIIAILPIDDLKALFQEKLETSPDFKAFYDAVRSPEFQSIVQTLNAMPEY 
     120       130       140       150       160       170          
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 66.6  bits: 14.9 E():   96 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (4-14:10-20) 
 
                     10        20        30        40        50     
AAD-12       KVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 
                :.:  :..: :                                         
gi|147 AKITFTNNXPNTVWPGILTGFGQKPQ                                   
               10        20                                         
 
>>gi|111120432|gb|ABH06350.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.2 E():   97 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (51-68:109-126) 
 
               30        40        50        60        70        80 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
>>gi|111120428|gb|ABH06348.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.2 E():   97 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (51-68:109-126) 
 
               30        40        50        60        70        80 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
>>gi|111120424|gb|ABH06346.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.2 E():   97 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (51-68:109-126) 
 
               30        40        50        60        70        80 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
>>gi|111494253|gb|ABH06347.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.2 E():   97 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (51-68:109-126) 
 
               30        40        50        60        70        80 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
>>gi|111120420|gb|ABH06344.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.2 E():   97 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (51-68:109-126) 
 
               30        40        50        60        70        80 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.5  bits: 17.9 E():   97 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (38-61:87-110) 
 
        10        20        30        40        50        60        
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
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                                     :  .:  ..   : :.    : ..       
gi|123 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
        70        80                                                
AAD-12 EPWDFKLPRVMWH                                                
                                                                    
gi|123 CGPVGAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.5  bits: 17.9 E():   97 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (38-61:87-110) 
 
        10        20        30        40        50        60        
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|158 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
        70        80                                                
AAD-12 EPWDFKLPRVMWH                                                
                                                                    
gi|158 CGPVGAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|69552|pir||MEHB2 melittin, minor - honeybee          (27 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 66.4  bits: 14.9 E():   99 
Smith-Waterman score: 32; 30.8% identity (61.5% similar) in 13 aa overlap (32-44:13-25) 
 
              10        20        30        40        50        60  
AAD-12 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  .  :                  
gi|695                   GIGAVLKVLTTGLPALISWISRKKRQQ                
                                 10        20                       
 
              70        80 
AAD-12 CLLHRAEPWDFKLPRVMWH 
 
>>gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-termi  (34 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.3  bits: 15.3 E(): 1e 
Smith-Waterman score: 33; 25.0% identity (58.3% similar) in 24 aa overlap (21-44:8-31) 
 
               10        20        30        40        50        60 
AAD-12 KVHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDN 
                           : . :.   ..::. . .  . ::                 
gi|691              AIGDKPGPKITATYXXKWLEAKATFYGSNPRGAA              
                            10        20        30                  
 
               70        80 
AAD-12 RCLLHRAEPWDFKLPRVMWH 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:03:04 2011 done: Fri Jan 21 00:03:04 2011 
 Total Scan time:  0.060 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 200  - 279 - 80 aa 
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Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     1     8:=* 
  34    22    22:=====* 
  36    21    44:======    * 
  38    33    73:=========         * 
  40    71   102:==================       * 
  42   100   125:=========================      * 
  44   107   138:===========================       * 
  46   197   140:==================================*=============== 
  48   200   134:=================================*================ 
  50   105   122:===========================   * 
  52   142   108:==========================*========= 
  54    98    92:======================*== 
  56    88    77:===================*== 
  58    48    63:============   * 
  60    37    51:==========  * 
  62    43    41:==========* 
  64    25    33:======= * 
  66    26    26:======* 
  68    29    20:====*=== 
  70    16    16:===* 
  72     5    12:==* 
  74     9    10:==* 
  76    11     8:=*= 
  78    11     6:=*= 
  80    21     5:=*==== 
  82     8     3:*= 
  84     3     3:* 
  86     4     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     2     1:*         :*= 
  94     2     1:*         :*= 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     1     0:=         *= 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     1     0:=         *= 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.35410.00313; mu= 7.6582 0.167 
 mean_var=37.604511.455, 0's: 2 Z-trim: 4  B-trim: 15 in 1/43 
 Lambda= 0.209148 
 Kolmogorov-Smirnov  statistic: 0.1064 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   73 27.7    0.25 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   64 24.8    0.62 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   66 25.5     1.1 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   55 22.0     2.6 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   56 22.4     2.6 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 7001



 

 

gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   56 22.4     3.4 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   56 22.4     3.4 
gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Se ( 608)   61 24.1     4.1 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   54 21.8     6.7 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   54 21.8     6.7 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   54 21.8     6.7 
gi|3336842|emb|CAA76847.1| bovine serum albumin [B ( 607)   57 22.9     9.5 
gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Se ( 607)   57 22.9     9.5 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   50 20.6     9.9 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   50 20.6      11 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   53 21.6      11 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   50 20.6      11 
gi|212279|gb|AAA48944.1| lysozyme protein [Gallus  (  24)   42 17.9      11 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   56 22.6      12 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   53 21.6      12 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   55 22.3      14 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   48 19.9      15 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   48 20.0      15 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   48 20.0      15 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   48 20.0      15 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   48 20.0      15 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   48 20.0      15 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   52 21.3      16 
gi|34495280|gb|AAQ73487.1| type 2 allergen Lep d 2 ( 140)   48 20.0      16 
gi|34495274|gb|AAQ73484.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495278|gb|AAQ73486.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495290|gb|AAQ73492.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495284|gb|AAQ73489.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495288|gb|AAQ73491.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|33772588|gb|AAQ54603.1| Gly d 2.03 [Glycyphagus ( 141)   48 20.0      16 
gi|34495282|gb|AAQ73488.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   53 21.6      16 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   48 20.0      17 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   48 20.0      17 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   48 20.0      17 
gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=M ( 375)   52 21.3      17 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   47 19.7      19 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   47 19.7      19 
gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Sc ( 129)   47 19.7      19 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   47 19.7      20 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   47 19.7      20 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   47 19.7      21 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   47 19.7      21 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   47 19.7      21 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   47 19.7      21 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   47 19.7      21 
gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Gl ( 162)   47 19.7      23 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   50 20.7      24 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   50 20.7      24 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   47 19.7      24 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   46 19.4      25 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   49 20.4      25 
gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen ( 367)   50 20.7      26 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 16.1      26 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   46 19.4      27 
gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   46 19.4      27 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   51 21.0      27 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   47 19.7      29 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   47 19.7      30 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   50 20.7      31 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   43 18.4      33 
gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Ser ( 607)   51 21.1      33 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 18.4      37 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   46 19.4      38 
gi|15139849|emb|CAC48400.1| putative allergen jun  ( 367)   48 20.1      39 
gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen ( 367)   48 20.1      39 
gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen ( 367)   48 20.1      39 
gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen ( 367)   48 20.1      39 
gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen ( 367)   48 20.1      39 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   49 20.4      41 
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gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   48 20.1      42 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   42 18.1      46 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   42 18.1      46 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   47 19.8      51 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 16.2      51 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   47 19.8      54 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 16.2      56 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   42 18.2      57 
gi|8843921|gb|AAF80166.1| pollen major allergen 1- ( 367)   46 19.5      58 
gi|8843917|gb|AAF80164.1| pollen major allergen 1- ( 367)   46 19.5      58 
gi|19069497|emb|CAC37790.2| putative allergen Cup  ( 367)   46 19.5      58 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.2      59 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   45 19.2      60 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   40 17.5      60 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   46 19.5      61 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.2      61 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.2      61 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 19.8      63 
gi|159162378|pdb|1H2O|A Chain A, Solution Structur ( 159)   42 18.2      63 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   47 19.8      64 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   41 17.8      67 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   45 19.2      68 
gi|3182907|sp|O02380.1|ALL2_TYRPU RecName: Full=Mi ( 141)   41 17.9      69 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.2      71 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.2      71 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   45 19.2      73 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   45 19.2      73 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   45 19.2      73 
gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen  ( 472)   46 19.5      73 
gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ( 472)   46 19.5      73 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   44 18.9      74 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.2      77 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.2      77 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   43 18.5      77 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   44 18.9      77 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 15.5      77 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   40 17.5      79 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   40 17.5      79 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   40 17.5      79 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   40 17.5      79 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   40 17.5      79 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   46 19.5      79 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   51 21.2      81 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 20.9      83 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   40 17.5      83 
gi|14423651|sp|Q9U5P2.1|ALL5_LEPDS RecName: Full=M ( 110)   39 17.2      84 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 15.6      84 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   40 17.6      85 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   40 17.6      85 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   40 17.6      85 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.2      85 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 17.9      87 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 17.9      87 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 17.9      87 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   41 17.9      89 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 17.9      90 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   40 17.6      91 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   43 18.6      92 
gi|1093120|prf||2103117A allergen Dac g II         ( 196)   41 17.9      93 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   44 18.9      94 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   41 17.9      96 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   41 17.9      96 
gi|111120432|gb|ABH06350.1| Blo t 21 allergen [Blo ( 129)   39 17.2      96 
gi|111120424|gb|ABH06346.1| Blo t 21 allergen [Blo ( 129)   39 17.2      96 
gi|111120428|gb|ABH06348.1| Blo t 21 allergen [Blo ( 129)   39 17.2      96 
gi|111120420|gb|ABH06344.1| Blo t 21 allergen [Blo ( 129)   39 17.2      96 
gi|111494253|gb|ABH06347.1| Blo t 21 allergen [Blo ( 129)   39 17.2      96 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 14.9      97 
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  73 init1:  73 opt:  73  Z-score: 113.4  bits: 27.7 E(): 0.25 
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Smith-Waterman score: 73; 35.5% identity (54.8% similar) in 31 aa overlap (22-52:246-276) 
 
                        10        20        30        40        50  
AAD-12          VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:: :   . :     .: . 
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
 
              60        70        80                                
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRVMWHS                                
       :                                                            
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 106.3  bits: 24.8 E(): 0.62 
Smith-Waterman score: 64; 32.8% identity (50.8% similar) in 61 aa overlap (2-58:79-133) 
 
                                            10            20        
AAD-12                              VHPETGRPSL--LIGRHA--HAIPGMDAAES 
                                     .::. ::.:  ::   :  :   :.. :.  
gi|121 DLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPEN-RPALKTLIDGLASSHKARGIEKAQF 
       50        60        70        80         90       100        
 
        30        40        50        60        70        80 
AAD-12 ERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS 
       :.:  .:::.       :  .:      .::                       
gi|121 EEFRASLVDYLS-----HHLDWNDTMKSTWDLALNNMFFYILHALEVAQ     
       110            120       130       140       150      
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  66 init1:  66 opt:  66  Z-score: 101.9  bits: 25.5 E():  1.1 
Smith-Waterman score: 66; 32.3% identity (54.8% similar) in 31 aa overlap (22-52:247-277) 
 
                        10        20        30        40        50  
AAD-12          VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:  :   . :.    .: . 
gi|232 APDIKTPKEALDLIMDAIDKAGYKGKVGIAMDVASSEFYKDGKYDLDFKNPESDPSKWLS 
        220       230       240       250       260       270       
 
              60        70        80                                
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRVMWHS                                
       :                                                            
gi|232 GPQLADLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKT 
        280       290       300       310       320       330       
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 95.2  bits: 22.0 E():  2.6 
Smith-Waterman score: 55; 30.4% identity (41.3% similar) in 46 aa overlap (36-78:29-70) 
 
          10        20        30        40        50        60      
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 
                                     :  :::   : .. : ..   :: : .    
gi|323   QAGGQTCAGNICCSQYGYCGTTADYCSPDNNCQATY-HYYNPAQNN---WDLRAVSAY 
                 10        20        30         40           50     
 
          70           80                    
AAD-12 AEPWDFKLP---RVMWHS                    
          ::   :   :  :                      
gi|323 CSTWDADKPYSWRYGWTAFCGPAGPRCLRTNAAVTVR 
           60        70        80        90  
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 95.1  bits: 22.4 E():  2.6 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (33-49:68-86) 
 
             10        20        30          40        50        60 
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|219 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
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               70        80 
AAD-12 CLLHRAEPWDFKLPRVMWHS 
                            
gi|219 SFDSDRSGLLLKQKVSDE   
       100       110        
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 92.9  bits: 22.4 E():  3.4 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (33-49:68-86) 
 
             10        20        30          40        50        60 
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|456 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNF 
        40        50        60        70        80        90        
 
               70        80                                         
AAD-12 CLLHRAEPWDFKLPRVMWHS                                         
                                                                    
gi|456 SFGSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 92.9  bits: 22.4 E():  3.4 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (33-49:68-86) 
 
             10        20        30          40        50        60 
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|184 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
               70        80                                         
AAD-12 CLLHRAEPWDFKLPRVMWHS                                         
                                                                    
gi|184 SFDSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Serum   (608 aa) 
 initn:  43 init1:  43 opt:  61  Z-score: 91.5  bits: 24.1 E():  4.1 
Smith-Waterman score: 61; 26.1% identity (53.6% similar) in 69 aa overlap (4-68:424-492) 
 
                                          10        20           30 
AAD-12                            VHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :. :... .: ...   .:  :  
gi|135 YAHVFDEFKPLVEEPHNLVKTNCELFEKLGEYGFQNALLVRYTKKVPQVSTPTLVEVSRS 
           400       410       420       430       440       450    
 
               40        50        60         70        80          
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHS          
       :  . .  :  :...  . :   . :  :: :.::.  :                      
gi|135 LGKVGSKCCTHPEAERLSCAEDYLSVVLNRLCVLHEKTPVSERVTKCCTESLVNRRPCFS 
           460       470       480       490       500       510    
 
gi|135 ALQVDETYVPKEFSAETFTFHADLCTLPEAEKQIKKQSALVELLKHKPKATEEQLKTVMG 
           520       530       540       550       560       570    
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 87.7  bits: 21.8 E():  6.7 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (53-67:122-138) 
 
             30        40        50        60          70        80 
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRVMWHS 
                                     : :..::.:::  :..:              
gi|162 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
gi|162 RKELAAVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200         
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 7005



 

 

>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 87.6  bits: 21.8 E():  6.7 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (53-67:122-138) 
 
             30        40        50        60          70        80 
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRVMWHS 
                                     : :..::.:::  :..:              
gi|124 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
gi|124 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 87.6  bits: 21.8 E():  6.7 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (53-67:122-138) 
 
             30        40        50        60          70        80 
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRVMWHS 
                                     : :..::.:::  :..:              
gi|209 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
gi|209 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|3336842|emb|CAA76847.1| bovine serum albumin [Bos t  (607 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 85.0  bits: 22.9 E():  9.5 
Smith-Waterman score: 57; 23.7% identity (50.0% similar) in 76 aa overlap (4-75:423-498) 
 
                                          10        20           30 
AAD-12                            VHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :: :... .: ...   .:  :  
gi|333 YSTVFDKLKHLVDEPQNLIKQNCDQFEKLGEYGFQNALIVRYTRKVPQVSTPTLVEVSRS 
            400       410       420       430       440       450   
 
               40        50        60         70        80          
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHS          
       :  .    :  :. .    .   . .  :: :.::.  : . :. .               
gi|333 LGKVGTRCCTKPESERMPCTEDYLSLILNRLCVLHEKTPVSEKVTKCCTESLVNRRPCFS 
            460       470       480       490       500       510   
 
gi|333 ALTPDETYVPKAFDEKLFTFHADICTLPDTEKQIKKQTALVELLKHKPKATEEQLKTVME 
            520       530       540       550       560       570   
 
>>gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Serum   (607 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 85.0  bits: 22.9 E():  9.5 
Smith-Waterman score: 57; 23.7% identity (50.0% similar) in 76 aa overlap (4-75:423-498) 
 
                                          10        20           30 
AAD-12                            VHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :: :... .: ...   .:  :  
gi|135 YSTVFDKLKHLVDEPQNLIKQNCDQFEKLGEYGFQNALIVRYTRKVPQVSTPTLVEVSRS 
            400       410       420       430       440       450   
 
               40        50        60         70        80          
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHS          
       :  .    :  :. .    .   . .  :: :.::.  : . :. .               
gi|135 LGKVGTRCCTKPESERMPCTEDYLSLILNRLCVLHEKTPVSEKVTKCCTESLVNRRPCFS 
            460       470       480       490       500       510   
 
gi|135 ALTPDETYVPKAFDEKLFTFHADICTLPDTEKQIKKQTALVELLKHKPKATEEQLKTVME 
            520       530       540       550       560       570   
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.6  bits: 20.6 E():  9.9 
Smith-Waterman score: 50; 50.0% identity (90.0% similar) in 10 aa overlap (59-68:24-33) 
 
       30        40        50        60        70        80         
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS         
                                     : :..::..:                     
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gi|484        GKMNFTDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVL 
                      10        20        30        40        50    
 
gi|484 TAIIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGE 
            60        70        80        90       100       110    
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.7  bits: 20.6 E():   11 
Smith-Waterman score: 50; 33.3% identity (100.0% similar) in 12 aa overlap (61-72:44-55) 
 
               40        50        60        70        80           
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS           
                                     :..::..:....                   
gi|558 AVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.7  bits: 21.6 E():   11 
Smith-Waterman score: 53; 43.8% identity (62.5% similar) in 16 aa overlap (33-48:27-42) 
 
             10        20        30        40        50        60   
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     : :.:  : : .. ::               
gi|170     MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQ 
                   10        20        30        40        50       
 
             70        80                                           
AAD-12 LHRAEPWDFKLPRVMWHS                                           
                                                                    
gi|170 QTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQP 
         60        70        80        90       100       110       
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.6  bits: 20.6 E():   11 
Smith-Waterman score: 50; 40.0% identity (60.0% similar) in 15 aa overlap (55-69:127-141) 
 
           30        40        50        60        70        80 
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS 
                                     :.: :::    .. :            
gi|126 PCSALLSSDITASVNCAKKIVSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL      
        100       110       120       130       140             
 
>>gi|212279|gb|AAA48944.1| lysozyme protein [Gallus gall  (24 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 83.4  bits: 17.9 E():   11 
Smith-Waterman score: 42; 33.3% identity (53.3% similar) in 15 aa overlap (55-69:5-19) 
 
           30        40        50        60        70        80 
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS 
                                     :.: : :    .. :            
gi|212                           MNAWVAWRNSCKGTDVQAWIRGCR       
                                         10        20           
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 83.3  bits: 22.6 E():   12 
Smith-Waterman score: 56; 26.1% identity (50.7% similar) in 69 aa overlap (4-68:424-492) 
 
                                          10        20           30 
AAD-12                            VHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :. :...  : ...   .:  :  
gi|668 YAKVLDEFKPLVDEPQNLVKTNCELFEKLGEYGFQNALLVRYTKKAPQVSTPTLVEVSRK 
           400       410       420       430       440       450    
 
               40        50        60         70        80          
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHS          
       :  .    :. :. .  . :   . :  :: :.::.  :                      
gi|668 LGKVGTKCCKKPESERMSCAEDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFS 
           460       470       480       490       500       510    
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 7007



 

 

gi|668 GLEVDETYVPKEFNAETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMG 
           520       530       540       550       560       570    
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 82.9  bits: 21.6 E():   12 
Smith-Waterman score: 53; 33.3% identity (66.7% similar) in 33 aa overlap (49-78:145-176) 
 
       20        30        40        50          60         70      
AAD-12 IPGMDAAESERFLEGLVDWACQAPRVHAHQWA-AGD-VVVWDNRCLLH-RAEPWDFKLPR 
                                     :: : :   .: . :.:. ...: :. .:  
gi|320 NGFASVGDTATRKREIAAFLAQTSHETTGGWATAPDGPYAW-GYCFLKEQGNPPDYCVPT 
          120       130       140       150        160       170    
 
          80                                                        
AAD-12 VMWHS                                                        
       ..:                                                          
gi|320 AQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDPVISFKTALWFWMT 
           180       190       200       210       220       230    
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 82.0  bits: 22.3 E():   14 
Smith-Waterman score: 55; 26.1% identity (50.7% similar) in 69 aa overlap (4-68:401-469) 
 
                                          10        20           30 
AAD-12                            VHPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :. :...  : ...   .:  :  
gi|331 YAKVLDEFKPLVDEPQNLVKTNCELFEKLGEYGFQNALLVRYTKKAPQVSTPTLVEVSRK 
              380       390       400       410       420       430 
 
               40        50        60         70        80          
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHS          
       :  .    :. :. .  . :   . :  :: :.::.  :                      
gi|331 LGKVGTKCCKKPESERMSCADDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFS 
              440       450       460       470       480       490 
 
gi|331 GLEVDETYVPKEFNAETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMG 
              500       510       520       530       540       550 
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.5  bits: 19.9 E():   15 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (60-72:76-88) 
 
      30        40        50        60        70        80          
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS          
                                     .: .....: :::                  
gi|484 TTKATIKVLAKVAGTPIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILPKVKAEVT 
          50        60        70        80        90       100      
 
gi|484 AELVGDHGVLACGRFGRQVE 
         110       120      
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.3  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (61-72:27-38) 
 
               40        50        60        70        80           
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS           
                                     :..::..:....                   
gi|760     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKA 
                   10        20        30        40        50       
 
gi|760 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.3  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (61-72:27-38) 
 
               40        50        60        70        80           
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS           
                                     :..::..:....                   
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gi|214     SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|214 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
         60        70        80        90       100       110       
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.3  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (61-72:27-38) 
 
               40        50        60        70        80           
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS           
                                     :..::..:....                   
gi|157     SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|157 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
         60        70        80        90       100       110       
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.3  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (61-72:27-38) 
 
               40        50        60        70        80           
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS           
                                     :..::..:....                   
gi|256     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKA 
                   10        20        30        40        50       
 
gi|256 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNGV 
         60        70        80        90       100       110       
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.2  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (61-72:28-39) 
 
               40        50        60        70        80           
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS           
                                     :..::..:....                   
gi|110    RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNSKTAKIEIKA 
                  10        20        30        40        50        
 
gi|110 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNGV 
        60        70        80        90       100       110        
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.9  bits: 21.3 E():   16 
Smith-Waterman score: 52; 28.1% identity (59.4% similar) in 32 aa overlap (22-53:66-97) 
 
                        10        20        30        40        50  
AAD-12          VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     .:. . . : :: .. .   ::.  ::..  
gi|729 STLSLVTKADGKIDMTVDLISPVTKRASLKIDSKKYNLFHEGELSASIVNPRLSWHQYTK 
          40        50        60        70        80        90      
 
              60        70        80                                
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRVMWHS                                
        :                                                           
gi|729 RDSREYKSDVELSLRSSDIALKITMPDYNSKIHYSRQGDQINMDIDGTLIEGHAQGTIRE 
         100       110       120       130       140       150      
 
>>gi|34495280|gb|AAQ73487.1| type 2 allergen Lep d 2.024  (140 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.7  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (60-72:91-103) 
 
      30        40        50        60        70        80          
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS          
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
               70        80        90       100       110       120 
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gi|344 AELIGDHGILACGTVNGQVE 
              130       140 
 
>>gi|34495274|gb|AAQ73484.1| type 2 allergen Lep d 2.013  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.6  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (60-72:92-104) 
 
      30        40        50        60        70        80          
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS          
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495278|gb|AAQ73486.1| type 2 allergen Lep d 2.023  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.6  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (60-72:92-104) 
 
      30        40        50        60        70        80          
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS          
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495290|gb|AAQ73492.1| type 2 allergen Lep d 2.042  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.6  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (60-72:92-104) 
 
      30        40        50        60        70        80          
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS          
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVVGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGTVE 
             130       140  
 
>>gi|34495284|gb|AAQ73489.1| type 2 allergen Lep d 2.031  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.6  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (60-72:92-104) 
 
      30        40        50        60        70        80          
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS          
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495288|gb|AAQ73491.1| type 2 allergen Lep d 2.039  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.6  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (60-72:92-104) 
 
      30        40        50        60        70        80          
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS          
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|33772588|gb|AAQ54603.1| Gly d 2.03 [Glycyphagus dom  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.6  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (60-72:92-104) 
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      30        40        50        60        70        80          
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS          
                                     .: .....: :::                  
gi|337 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|337 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495282|gb|AAQ73488.1| type 2 allergen Lep d 2.025  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.6  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (60-72:92-104) 
 
      30        40        50        60        70        80          
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS          
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2.035  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.6  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (60-72:92-104) 
 
      30        40        50        60        70        80          
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS          
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 80.6  bits: 21.6 E():   16 
Smith-Waterman score: 53; 27.3% identity (54.5% similar) in 44 aa overlap (13-55:241-284) 
 
                                 10        20        30         40  
AAD-12                   VHPETGRPSLLIGRHAHAIPGMDAAESERF-LEGLVDWACQA 
                                     :  .... :::.: :: .  .   :   .  
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDKTYDLNFKE 
              220       230       240       250       260       270 
 
              50        60        70        80                      
AAD-12 PRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS                      
          .. :  .:::.                                               
gi|144 ENNNGSQKISGDVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.5  bits: 20.0 E():   17 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (61-72:43-54) 
 
               40        50        60        70        80           
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS           
                                     :..::..:....                   
gi|164 AVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEANQNRKTAKIEIKA 
             20        30        40        50        60        70   
 
gi|164 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
             80        90       100       110       120       130   
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.4  bits: 20.0 E():   17 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (61-72:44-55) 
 
               40        50        60        70        80           
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS           
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                                     :..::..:....                   
gi|135 AVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|135 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
            80        90       100       110       120       130    
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.4  bits: 20.0 E():   17 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (61-72:44-55) 
 
               40        50        60        70        80           
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS           
                                     :..::..:....                   
gi|996 AVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNTKNAKIEIKA 
            20        30        40        50        60        70    
 
gi|996 SIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
            80        90       100       110       120       130    
 
>>gi|9087163|sp|Q96385.1|MPAC1_CHAOB RecName: Full=Major  (375 aa) 
 initn:  39 init1:  39 opt:  52  Z-score: 80.2  bits: 21.3 E():   17 
Smith-Waterman score: 52; 27.4% identity (54.8% similar) in 62 aa overlap (1-59:120-178) 
 
                                             10         20          
AAD-12                               VHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :..   .:.:  :..    .  
gi|908 WIIFSKNLNIKLNMPLYIAGNKTIDGRGAEVHIGNGGPCLFMRTVSHVILHGLNIHGCNT 
      90       100       110       120       130       140          
 
      30          40        50        60        70        80        
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS        
        . :  :.. :  .  :::..   ::...  :                             
gi|908 SVSGNVLISEASGVVPVHAQD---GDAITMRNVTDVWIDHNSLSDSSDGLVDVTLASTGV 
     150       160       170          180       190       200       
 
gi|908 TISNNHFFNHHKVMLLGHSDIYSDDKSMKVTVAFNQFGPNAGQRMPRARYGLIHVANNNY 
        210       220       230       240       250       260       
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.6  bits: 19.7 E():   19 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (61-72:27-38) 
 
               40        50        60        70        80           
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS           
                                     :..::..:. ..                   
gi|179     DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|179 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENVVVTVKLVGDNGV 
         60        70        80        90       100       110       
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.6  bits: 19.7 E():   19 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (61-72:27-38) 
 
               40        50        60        70        80           
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS           
                                     :..::..:. ..                   
gi|760     DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|760 NINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
         60        70        80        90       100       110       
 
>>gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Schist  (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.6  bits: 19.7 E():   19 
Smith-Waterman score: 47; 50.0% identity (80.0% similar) in 10 aa overlap (57-66:6-15) 
 
         30        40        50        60        70        80       
AAD-12 SERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS       
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                                     :::.:. . :                     
gi|298                          MSADSWDNHCVTYVANNKCLKNLCMTAIDGSHLGT 
                                        10        20        30      
 
gi|298 SNPDFRIPPELILQLKSILDGGLDTSIFFMGEKYIVLQHDSSCLVSRCGKKSLIFYATGK 
          40        50        60        70        80        90      
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.2  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (61-72:36-47) 
 
               40        50        60        70        80           
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS           
                                     :..::..:. ..                   
gi|217 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
          10        20        30        40        50        60      
 
gi|217 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
          70        80        90       100       110       120      
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.0  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (61-72:40-51) 
 
               40        50        60        70        80           
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS           
                                     :..::..:. ..                   
gi|546 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
      10        20        30        40        50        60          
 
gi|546 SLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
      70        80        90       100       110       120          
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.8  bits: 19.7 E():   21 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (61-72:44-55) 
 
               40        50        60        70        80           
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS           
                                     :..::..:. ..                   
gi|864 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|864 NIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.8  bits: 19.7 E():   21 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (61-72:44-55) 
 
               40        50        60        70        80           
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS           
                                     :..::..:. ..                   
gi|558 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.8  bits: 19.7 E():   21 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (61-72:44-55) 
 
               40        50        60        70        80           
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS           
                                     :..::..:. ..                   
gi|256 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|256 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
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>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.8  bits: 19.7 E():   21 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (61-72:44-55) 
 
               40        50        60        70        80           
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS           
                                     :..::..:. ..                   
gi|558 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.8  bits: 19.7 E():   21 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (61-72:44-55) 
 
               40        50        60        70        80           
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS           
                                     :..::..:. ..                   
gi|218 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|218 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Globin  (162 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 78.0  bits: 19.7 E():   23 
Smith-Waterman score: 47; 25.0% identity (63.6% similar) in 44 aa overlap (17-59:111-148) 
 
                             10        20        30        40       
AAD-12               VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                     :   :..::.  .:  .::..      ..: 
gi|121 VSFFTEVISLSGNQANLSAVYALVSKLGVDHKARGISAAQFGEFRTALVSY------LQA 
               90       100       110       120       130           
 
          50        60        70        80 
AAD-12 H-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS 
       : .:. . ...:..                      
gi|121 HVSWGDNVAAAWNHALDNTYAVALKSLE        
          140       150       160          
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 77.5  bits: 20.7 E():   24 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (1-59:99-157) 
 
                                             10         20          
AAD-12                               VHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|908 WIIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
       70        80        90       100       110       120         
 
      30          40        50        60        70        80        
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS        
        . :  ::. .  .  :::..   ::...  :                             
gi|908 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
      130       140          150       160       170       180      
 
gi|908 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
         190       200       210       220       230       240      
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 77.5  bits: 20.7 E():   24 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (1-59:100-158) 
 
                                             10         20          
AAD-12                               VHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|118 WIIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNT 
      70        80        90       100       110       120          
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      30          40        50        60        70        80        
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS        
        . :  ::. .  .  :::..   ::...  :                             
gi|118 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     130       140       150          160       170       180       
 
gi|118 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        190       200       210       220       230       240       
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.5  bits: 19.7 E():   24 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (61-72:73-84) 
 
               40        50        60        70        80           
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS           
                                     :..::..:. ..                   
gi|156 KHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
             50        60        70        80        90       100   
 
gi|156 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            110       120       130       140       150       160   
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 77.4  bits: 19.4 E():   25 
Smith-Waterman score: 46; 26.8% identity (58.5% similar) in 41 aa overlap (9-47:100-140) 
 
                                     10         20        30        
AAD-12                       VHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
         40        50        60        70        80 
AAD-12 A-CQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS 
       . : . . : :                                  
gi|100 GYCGSHHHHHH                                  
     130       140                                  
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 49; 43.8% identity (56.2% similar) in 16 aa overlap (33-48:8-23) 
 
             10        20        30        40        50        60   
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     : :.:  : :  . ::               
gi|106                        NIQVDPSGQVQWPQQQPFPQPHQPFSQQPQQTFPQPQ 
                                      10        20        30        
 
             70        80                                           
AAD-12 LHRAEPWDFKLPRVMWHS                                           
                                                                    
gi|106 QTFPHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQP 
        40        50        60        70        80        90        
 
>>gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 77.1  bits: 20.7 E():   26 
Smith-Waterman score: 50; 27.4% identity (54.8% similar) in 62 aa overlap (1-59:120-178) 
 
                                             10         20          
AAD-12                               VHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHSCNT 
      90       100       110       120       130       140          
 
      30          40        50        60        70        80        
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS        
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLPDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
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gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 77.0  bits: 16.1 E():   26 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (15-20:8-13) 
 
               10        20        30        40        50        60 
AAD-12 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR 
                     ::: .:                                         
gi|131        GPVGGVVHAHMMPLL                                       
                      10                                            
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.8  bits: 19.4 E():   27 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (12-54:1-44) 
 
               10        20        30         40        50          
AAD-12 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQAPRVHAHQWAAGDVVVWDN 
                  .: ..:..   ... .:... :.: :     :..    . . ::      
gi|166            MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGG 
                          10        20        30        40          
 
      60        70        80                                        
AAD-12 RCLLHRAEPWDFKLPRVMWHS                                        
                                                                    
gi|166 AGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTAD 
      50        60        70        80        90       100          
 
>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.8  bits: 19.4 E():   27 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (12-54:1-44) 
 
               10        20        30         40        50          
AAD-12 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQAPRVHAHQWAAGDVVVWDN 
                  .: ..:..   ... .:... :.: :     :..    . . ::      
gi|215            MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGG 
                          10        20        30        40          
 
      60        70        80                                        
AAD-12 RCLLHRAEPWDFKLPRVMWHS                                        
                                                                    
gi|215 AGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVVPTAD 
      50        60        70        80        90       100          
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 76.6  bits: 21.0 E():   27 
Smith-Waterman score: 51; 54.5% identity (72.7% similar) in 11 aa overlap (68-78:162-170) 
 
        40        50        60        70        80                  
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS                  
                                     ::.:  : .::                    
gi|108 DKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNF--PLLMWAWKIGPAIACGNTVVLKTA 
             140       150       160         170       180          
 
gi|108 EQTPLGGLVAASLVKEAGFPPGVINVISGFGKVAGAALSSHMDVDKVAFTGSTVVGRTIL 
     190       200       210       220       230       240          
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.2  bits: 19.7 E():   29 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (16-53:156-194) 
 
                              10        20        30        40      
AAD-12                VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|833 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
         130       140       150       160       170       180      
 
           50        60        70        80 
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS 
       .. .:: ..                            
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gi|833 NVINWAEAENRYIAGDKGGHPFMKL            
         190       200       210            
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 75.8  bits: 19.7 E():   30 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (16-53:167-205) 
 
                              10        20        30        40      
AAD-12                VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|164 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
        140       150       160       170       180       190       
 
           50        60        70        80 
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS 
       .. .:: ..                            
gi|164 NVINWAEAENRYIAGDKGGHPFMKL            
        200       210       220             
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 75.6  bits: 20.7 E():   31 
Smith-Waterman score: 50; 28.3% identity (43.4% similar) in 53 aa overlap (39-75:25-77) 
 
       10        20        30        40              50             
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ------WAAGDVVVWDN--- 
                                     ::  :. : .      . :: : .::     
gi|259       LSVCFLILFHGCLASRQEWQQQDECQIDRLDALEPDNRVEYEAGTVEAWDPNHE 
                     10        20        30        40        50     
 
        60             70        80                                 
AAD-12 --RC-----LLHRAEPWDFKLPRVMWHS                                 
         ::     . :  .:  . ::.                                      
gi|259 QFRCAGVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQ 
           60        70        80        90       100       110     
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.2  bits: 18.4 E():   33 
Smith-Waterman score: 43; 30.4% identity (60.9% similar) in 23 aa overlap (49-71:53-75) 
 
       20        30        40        50        60        70         
AAD-12 IPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW 
                                     :: . :.. ..  : :: .  :.        
gi|387 SINGNAPAEIDLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVD 
             30        40        50        60        70        80   
 
       80             
AAD-12 HS             
                      
gi|387 CASQHGCHGDTIPR 
             90       
 
>>gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Serum a  (607 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 75.2  bits: 21.1 E():   33 
Smith-Waterman score: 51; 23.2% identity (55.1% similar) in 69 aa overlap (11-75:430-498) 
 
                                   10        20           30        
AAD-12                     VHPETGRPSLLIGRHAHAIPGMDA---AESERFLEGLVDW 
                                     :: :...  : ...   .:  : :  . .  
gi|543 FTPLVEEPKSLVKKNCDLFEEVGEYDFQNALIVRYTKKAPQVSTPTLVEIGRTLGKVGSR 
     400       410       420       430       440       450          
 
        40        50        60         70        80                 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHS                 
        :. :. .    . . ...  :: :.::.  : . :. .                      
gi|543 CCKLPESERLPCSENHLALALNRLCVLHEKTPVSEKITKCCTDSLAERRPCFSALELDEG 
     460       470       480       490       500       510          
 
gi|543 YVPKEFKAETFTFHADICTLPEDEKQIKKQSALAELVKHKPKATKEQLKTVLGNFSAFVA 
     520       530       540       550       560       570          
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
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 initn:  43 init1:  43 opt:  43  Z-score: 74.3  bits: 18.4 E():   37 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (21-33:5-17) 
 
               10        20        30        40        50        60 
AAD-12 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR 
                           :.:::: .  :.:                            
gi|208                 MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACGLAKKSAEEVK 
                               10        20        30        40     
 
               70        80                                         
AAD-12 CLLHRAEPWDFKLPRVMWHS                                         
                                                                    
gi|208 AAFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAGDVDGDGKIGIEEFTD 
           50        60        70        80        90       100     
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.0  bits: 19.4 E():   38 
Smith-Waterman score: 46; 22.9% identity (60.4% similar) in 48 aa overlap (20-67:115-162) 
 
                          10        20        30        40          
AAD-12            VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. : ... . :     : ..:.  :..  
gi|383 GSEASANPKDKPAEEEEEEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSL 
           90       100       110       120       130       140     
 
      50        60        70        80                              
AAD-12 AAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS                              
       .. .:  ::..  :.. :                                           
gi|383 VTLEVKPWDDETNLEELEANVRAIEMDGLVWGASKFVAVGFGIKKLQINLVVEDEKVSTD 
          150       160       170       180       190       200     
 
>>gi|15139849|emb|CAC48400.1| putative allergen jun o 1   (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 73.9  bits: 20.1 E():   39 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (1-59:120-178) 
 
                                             10         20          
AAD-12                               VHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|151 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
      30          40        50        60        70        80        
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS        
        . :  ::. .  .  :::..   ::...  :                             
gi|151 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|151 TISNNHFFNHHKVMLLGHDDTYDNDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101713|gb|AAF72626.1|AF257492_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 73.9  bits: 20.1 E():   39 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (1-59:120-178) 
 
                                             10         20          
AAD-12                               VHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLEMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
      30          40        50        60        70        80        
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS        
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101719|gb|AAF72629.1|AF257495_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 73.9  bits: 20.1 E():   39 
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Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (1-59:120-178) 
 
                                             10         20          
AAD-12                               VHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
      30          40        50        60        70        80        
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS        
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGNVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101717|gb|AAF72628.1|AF257494_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 73.9  bits: 20.1 E():   39 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (1-59:120-178) 
 
                                             10         20          
AAD-12                               VHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
      30          40        50        60        70        80        
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS        
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGNVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8101711|gb|AAF72625.1|AF257491_1 Cup s 1 pollen all  (367 aa) 
 initn:  42 init1:  42 opt:  48  Z-score: 73.9  bits: 20.1 E():   39 
Smith-Waterman score: 48; 27.4% identity (54.8% similar) in 62 aa overlap (1-59:120-178) 
 
                                             10         20          
AAD-12                               VHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|810 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
      30          40        50        60        70        80        
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS        
        . :  ::. .  .  :::..   ::...  :                             
gi|810 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLSSTGI 
     150       160       170          180       190       200       
 
gi|810 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.3  bits: 20.4 E():   41 
Smith-Waterman score: 53; 27.0% identity (56.8% similar) in 37 aa overlap (21-56:441-477) 
 
                         10        20        30         40          
AAD-12           VHPETGRPSLLIGRHAHAIPGMDAAESERFLEG-LVDWACQAPRVHAHQW 
                                     :. :.    .. : :.:  : .  .:. .  
gi|505 YQIAFSRGNRAFIAINLQKNQQNLQQKLHTGLPAGTYCDIISGNLIDNKCTGKSIHVDKN 
              420       430       440       450       460       470 
 
      50        60        70        80 
AAD-12 AAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS 
       . .:: :                         
gi|505 GQADVYVGHDEFDAFVAYHIGARIVS      
              480       490            
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>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 73.3  bits: 20.1 E():   42 
Smith-Waterman score: 48; 27.1% identity (47.5% similar) in 59 aa overlap (29-80:173-227) 
 
                 10        20        30        40        50         
AAD-12   VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV--- 
                                     : : :    .  .: .  :: . ::..    
gi|113 RGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQ-SDGDAIHVT 
            150       160       170       180       190        200  
 
              60        70        80                                
AAD-12 ----VWDNRCLLHRAEPWDFKLPRVMWHS                                
           .: ..: : ..  .:  :  : : :                                
gi|113 GSSDIWIDHCTLSKS--FD-GLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDLKM 
             210          220       230       240       250         
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.5  bits: 18.1 E():   46 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (15-52:20-57) 
 
                    10        20        30        40        50      
AAD-12      VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                          ::  . . : :. :    :..:   .:  :   .  ::    
gi|730 MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGS 
               10        20        30        40        50        60 
 
          60        70        80                            
AAD-12 VWDNRCLLHRAEPWDFKLPRVMWHS                            
                                                            
gi|730 VFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
               70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.5  bits: 18.1 E():   46 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (15-52:20-57) 
 
                    10        20        30        40        50      
AAD-12      VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                          ::  . . : :. :    :..:   .:  :   .  ::    
gi|191 MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGS 
               10        20        30        40        50        60 
 
          60        70        80                            
AAD-12 VWDNRCLLHRAEPWDFKLPRVMWHS                            
                                                            
gi|191 VFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
               70        80        90       100       110   
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.7  bits: 19.8 E():   51 
Smith-Waterman score: 47; 37.5% identity (68.8% similar) in 16 aa overlap (51-66:202-217) 
 
               30        40        50        60        70        80 
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS 
                                     ::.  .: ..: : .:               
gi|113 DIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWIDHCSLSKASDGLLDITLGSSHV 
             180       190       200       210       220       230  
 
gi|113 TVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQRMPRCRFGFFQVVNNNY 
             240       250       260       270       280       290  
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 71.6  bits: 16.2 E():   51 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (20-37:8-25) 
 
               10        20        30        40        50        60 
AAD-12 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR 
                          :.. :. ....:..   :                        
gi|751             IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA                 
                           10        20        30                   
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               70        80 
AAD-12 CLLHRAEPWDFKLPRVMWHS 
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 71.3  bits: 19.8 E():   54 
Smith-Waterman score: 47; 30.0% identity (66.7% similar) in 30 aa overlap (45-73:129-158) 
 
           20        30        40        50        60         70    
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEPWDFKL 
                                     ...:: ::.  : ..: . . : .:  .:. 
gi|114 DPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKI 
      100       110       120       130       140       150         
 
            80                                                      
AAD-12 PRVMWHS                                                      
                                                                    
gi|114 DYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEK 
      160       170       180       190       200       210         
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 71.0  bits: 16.2 E():   56 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (20-37:8-25) 
 
               10        20        30        40        50        60 
AAD-12 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR 
                          :.. :. ....:..   :                        
gi|751             IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK              
                           10        20        30                   
 
               70        80 
AAD-12 CLLHRAEPWDFKLPRVMWHS 
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 70.9  bits: 18.2 E():   57 
Smith-Waterman score: 42; 24.4% identity (56.1% similar) in 41 aa overlap (9-48:100-140) 
 
                                     10         20        30        
AAD-12                       VHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
        40        50        60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS 
       .  .   : :.                                 
gi|100 GYYVGSHHHHHH                                
     130       140                                 
 
>>gi|8843921|gb|AAF80166.1| pollen major allergen 1-1 [J  (367 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 70.6  bits: 19.5 E():   58 
Smith-Waterman score: 46; 27.4% identity (54.8% similar) in 62 aa overlap (1-59:120-178) 
 
                                             10         20          
AAD-12                               VHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
      30          40        50        60        70        80        
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS        
        . :  ::. .  .  :::..   ::...  :                             
gi|884 SVLGDVLVSESIGVVPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|884 TISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|8843917|gb|AAF80164.1| pollen major allergen 1-2 [J  (367 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 70.6  bits: 19.5 E():   58 
Smith-Waterman score: 46; 27.4% identity (54.8% similar) in 62 aa overlap (1-59:120-178) 
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                                             10         20          
AAD-12                               VHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :.. . .:.:  :.     .  
gi|884 WIIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
      30          40        50        60        70        80        
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS        
        . :  ::. .  .  :::..   ::...  :                             
gi|884 SVLGDVLVSESIGVVPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|884 TIFNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|19069497|emb|CAC37790.2| putative allergen Cup a 1   (367 aa) 
 initn:  40 init1:  40 opt:  46  Z-score: 70.6  bits: 19.5 E():   58 
Smith-Waterman score: 46; 27.4% identity (53.2% similar) in 62 aa overlap (1-59:120-178) 
 
                                             10         20          
AAD-12                               VHPETGRPSLLIGRHAHAI-PGMDAAESER 
                                     ::  .: : :..   .:.:  :.     .  
gi|190 WIIFSQNMNIKLQMPLYVAGYKTIDGRGADVHLGNGGPCLFMRTASHVILHGLHIHGCNT 
      90       100       110       120       130       140          
 
      30          40        50        60        70        80        
AAD-12 FLEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS        
        . :  ::. .  .  :::..   ::...  :                             
gi|190 SVLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGI 
     150       160       170          180       190       200       
 
gi|190 TISNNHFFNHHKVMLLGHDDTYDDDISMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNY 
        210       220       230       240       250       260       
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 70.6  bits: 18.2 E():   59 
Smith-Waterman score: 42; 27.8% identity (66.7% similar) in 36 aa overlap (16-51:28-62) 
 
                           10        20        30        40         
AAD-12             VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                  :.: :...: : ... .:  : .    ... .: 
gi|157 MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQA-EFRQLANGAPDKTEAEIEAQIEQ 
               10        20        30         40        50          
 
       50        60        70        80                             
AAD-12 WAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS                             
       :.:                                                          
gi|157 WVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPAAKAADARLSAIASNRALKV 
      60        70        80        90       100       110          
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 70.3  bits: 19.2 E():   60 
Smith-Waterman score: 53; 22.9% identity (56.2% similar) in 48 aa overlap (35-78:130-177) 
 
           10        20        30           40        50        60  
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC---QAPRVHAHQWAAGDVVVWDNRC 
                                     :::     .. .:... .. ::....:    
gi|287 FFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGT 
     100       110       120       130       140       150          
 
              70         80                                         
AAD-12 LLHRAEPWD-FKLPRVMWHS                                         
        .  : : . :.   . :                                           
gi|287 YVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAG 
     160       170       180       190       200       210          
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.3  bits: 17.5 E():   60 
Smith-Waterman score: 40; 30.0% identity (50.0% similar) in 30 aa overlap (8-37:13-42) 
 
                    10        20        30        40        50      
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AAD-12      VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                   :. :.    .. ::   :: :   .:  .:                   
gi|144 VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKKGNLWEVKSSKPL 
               10        20        30        40        50        60 
 
          60        70        80            
AAD-12 VWDNRCLLHRAEPWDFKLPRVMWHS            
                                            
gi|144 TGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
               70        80        90       
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.3  bits: 19.5 E():   61 
Smith-Waterman score: 46; 28.0% identity (52.0% similar) in 25 aa overlap (42-66:351-375) 
 
              20        30        40        50        60        70  
AAD-12 IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF 
                                     :   .. :  ::: . .   .. ::      
gi|118 INGVQYPLSPSAYILQDDDSCTSGFEGMDVPTSSGELWILGDVFIRQYYTVFDRANNKVG 
              330       340       350       360       370       380 
 
              80 
AAD-12 KLPRVMWHS 
                 
gi|118 LAPVA     
                 
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (12-35:1-24) 
 
               10        20        30        40        50        60 
AAD-12 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR 
                  .: ..:..   ... .:... :.:                          
gi|892            MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVEVKGDGG 
                          10        20        30        40          
 
               70        80                                         
AAD-12 CLLHRAEPWDFKLPRVMWHS                                         
                                                                    
gi|892 AGTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVVPTAD 
      50        60        70        80        90       100          
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.2 E():   61 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (12-35:1-24) 
 
               10        20        30        40        50        60 
AAD-12 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR 
                  .: ..:..   ... .:... :.:                          
gi|215            MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAATGAYKSVEVKGDGG 
                          10        20        30        40          
 
               70        80                                         
AAD-12 CLLHRAEPWDFKLPRVMWHS                                         
                                                                    
gi|215 AGTVRIITLPEGSPITTMTVRTDAVNKEALSYDSTVIDGDILLGFIESIETHMVVVPTAD 
      50        60        70        80        90       100          
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.0  bits: 19.8 E():   63 
Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (6-28:344-366) 
 
                                        10        20        30      
AAD-12                          VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
           320       330       340       350       360       370    
 
          40        50        60        70        80                
AAD-12 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS                
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gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
 
>>gi|159162378|pdb|1H2O|A Chain A, Solution Structure Of  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 26.1% identity (52.2% similar) in 23 aa overlap (56-78:23-45) 
 
          30        40        50        60        70        80      
AAD-12 ESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS      
                                     : :   :. .  :  .:  ...:        
gi|159         GVFTYESEFTSEIPPPRLFKAFVLDADNLVPKIAPQAIKHSEILWGDGGPGT 
                       10        20        30        40        50   
 
gi|159 IKKITFGEGSQYGYVKHKIDSIDKENYSYSYTLIEGDALGDTLEKISYETKLVASPSGGS 
             60        70        80        90       100       110   
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 69.8  bits: 19.8 E():   64 
Smith-Waterman score: 47; 30.0% identity (66.7% similar) in 30 aa overlap (45-73:159-188) 
 
           20        30        40        50        60         70    
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEPWDFKL 
                                     ...:: ::.  : ..: . . : .:  .:. 
gi|476 DPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKI 
      130       140       150       160       170       180         
 
            80                                                      
AAD-12 PRVMWHS                                                      
                                                                    
gi|476 DYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEK 
      190       200       210       220       230       240         
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 69.5  bits: 17.8 E():   67 
Smith-Waterman score: 41; 45.5% identity (90.9% similar) in 11 aa overlap (62-72:111-121) 
 
              40        50        60        70        80        
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS        
                                     .:::.. .::.                
gi|144 GFVGRTYFTVLHTQCFRLDYPIVKCKVKSTILHRSKCYDFETFAPKKYQWFDVLQY 
               90       100       110       120       130       
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.4  bits: 19.2 E():   68 
Smith-Waterman score: 45; 28.6% identity (51.4% similar) in 35 aa overlap (15-49:258-291) 
 
                               10        20        30        40     
AAD-12                 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     :...:    .  : :  .  : :. :  :. 
gi|510 IGENIIGHLLIVFDGGKSQPACSWYDVPCSHSESIVYATGMVSGRCQHLAVPWTAQQ-RI 
       230       240       250       260       270       280        
 
           50        60        70        80                         
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS                         
       .  ::                                                        
gi|510 NPIQWKFWRVFTSNIPAYPTSDTTNCVVLNTNVFKNDNTFEGEYHAFPDCARNLFKCRQQ 
        290       300       310       320       330       340       
 
>>gi|3182907|sp|O02380.1|ALL2_TYRPU RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 17.9 E():   69 
Smith-Waterman score: 41; 37.5% identity (100.0% similar) in 8 aa overlap (61-68:41-48) 
 
               40        50        60        70        80           
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS           
                                     :..:...:                       
gi|318 AVAAAGQVKFTDCGKKEIASVAVDGCEGDLCVIHKSKPVHVIAEFTANQDTCKIEVKVTG 
               20        30        40        50        60        70 
 
gi|318 QLNGLEVPIPGIETDGCKVLKCPLKKGTKYTMNYSVNVPSVVPNIKTVVKLLATGEHGVL 
               80        90       100       110       120       130 
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>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.0  bits: 19.2 E():   71 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (5-21:225-240) 
 
                                         10        20        30     
AAD-12                           VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
           40        50        60        70        80               
AAD-12 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS               
                                                                    
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.0  bits: 19.2 E():   71 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (5-21:225-240) 
 
                                         10        20        30     
AAD-12                           VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
           40        50        60        70        80               
AAD-12 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS               
                                                                    
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.8  bits: 19.2 E():   73 
Smith-Waterman score: 45; 25.7% identity (47.1% similar) in 70 aa overlap (4-70:290-358) 
 
                                          10          20        30  
AAD-12                            VHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
              40        50        60         70        80       
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP-WDFKLPRVMWHS       
        .. :   . :.:. : ..      :..  :   ::  ::                 
gi|268 FAMFDENKKQPEVEKH-FGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330        340       350       360       370     
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.8  bits: 19.2 E():   73 
Smith-Waterman score: 45; 25.7% identity (47.1% similar) in 70 aa overlap (4-70:290-358) 
 
                                          10          20        30  
AAD-12                            VHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
              40        50        60         70        80       
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP-WDFKLPRVMWHS       
        .. :   . :.:. : ..      :..  :   ::  ::                 
gi|124 FAMFDENKKQPEVEKH-FGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330        340       350       360       370     
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.8  bits: 19.2 E():   73 
Smith-Waterman score: 45; 25.7% identity (47.1% similar) in 70 aa overlap (4-70:290-358) 
 
                                          10          20        30  
AAD-12                            VHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
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                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
              40        50        60         70        80       
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP-WDFKLPRVMWHS       
        .. :   . :.:. : ..      :..  :   ::  ::                 
gi|124 FAMFDENKKQPEVEKH-FGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330        340       350       360       370     
 
>>gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen 11S   (472 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.8  bits: 19.5 E():   73 
Smith-Waterman score: 46; 25.6% identity (51.2% similar) in 43 aa overlap (33-75:415-455) 
 
             10        20        30        40        50        60   
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     ::.  .  : :. . .    ::.  .:    
gi|110 EGQLVVVPQNFAVVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVI--QNSFD 
          390       400       410       420       430         440   
 
             70        80             
AAD-12 LHRAEPWDFKLPRVMWHS             
       . : . :..:  :                  
gi|110 ISREDAWNLKESRSEMTIFAPGSRSQRQRN 
            450       460       470   
 
>>gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ver  (472 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 68.8  bits: 19.5 E():   73 
Smith-Waterman score: 46; 25.6% identity (51.2% similar) in 43 aa overlap (33-75:415-455) 
 
             10        20        30        40        50        60   
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     ::.  .  : :. . .    ::.  .:    
gi|156 EGQLVVVPQNFAVVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVI--QNSFD 
          390       400       410       420       430         440   
 
             70        80             
AAD-12 LHRAEPWDFKLPRVMWHS             
       . : . :..:  :                  
gi|156 ISREDAWNLKESRSEMTIFAPGSRSQRQRN 
            450       460       470   
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 68.7  bits: 18.9 E():   74 
Smith-Waterman score: 44; 47.4% identity (63.2% similar) in 19 aa overlap (26-41:72-90) 
 
                    10        20        30           40        50   
AAD-12      VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW---ACQAPRVHAHQWAAG 
                                     :.. ::   :::   ::.:            
gi|144 TISKQVVFLIHGFLSTGNNENFVAMSKALIEKDDFLVISVDWKKGACNAFASTKDALGYS 
              50        60        70        80        90       100  
 
             60        70        80                                 
AAD-12 DVVVWDNRCLLHRAEPWDFKLPRVMWHS                                 
                                                                    
gi|144 KAVGNTRHVGKFVADFTKLLVEKYKVLISNIRLIGHSLGAHTSGFAGKEVQKLKLGKYKE 
             110       120       130       140       150       160  
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.4  bits: 19.2 E():   77 
Smith-Waterman score: 53; 22.9% identity (56.2% similar) in 48 aa overlap (35-78:120-167) 
 
           10        20        30           40        50        60  
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC---QAPRVHAHQWAAGDVVVWDNRC 
                                     :::     .. .:... .. ::....:    
gi|855 FFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGT 
      90       100       110       120       130       140          
 
              70         80                                         
AAD-12 LLHRAEPWD-FKLPRVMWHS                                         
        .  : : . :.   . :                                           
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gi|855 YVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAG 
     150       160       170       180       190       200          
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 68.4  bits: 19.2 E():   77 
Smith-Waterman score: 45; 26.8% identity (48.8% similar) in 41 aa overlap (29-63:172-212) 
 
                 10        20        30        40              50   
AAD-12   VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW------AAG 
                                     .  :: .  : .:   : :.       .:: 
gi|625 RGANVEITCGGLTIHNVCNVIIHNIHIHDIKVTEGGIIKATDAKPGHRHKSDGDGICVAG 
             150       160       170       180       190       200  
 
             60        70        80                                 
AAD-12 DVVVWDNRCLLHRAEPWDFKLPRVMWHS                                 
       .  .: ..: :                                                  
gi|625 SSKIWIDHCTLSHGPDGLIDVTLGSTAVTISNCKFSHHQKILLLGADNSHVDDKKMHVTV 
             210       220       230       240       250       260  
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 18.5 E():   77 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (35-48:29-42) 
 
           10        20        30        40        50        60     
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH 
                                     :.:  : :  . ::                 
gi|170   MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQT 
                 10        20        30        40        50         
 
           70        80                                             
AAD-12 RAEPWDFKLPRVMWHS                                             
                                                                    
gi|170 FPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQ 
       60        70        80        90       100       110         
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.4  bits: 18.9 E():   77 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (4-47:254-299) 
 
                                          10          20        30  
AAD-12                            VHPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
              40        50        60        70        80 
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS 
        .. :   . :.:. :                                  
gi|261 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFS                 
           290       300       310                       
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 68.3  bits: 15.5 E():   77 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (20-37:8-25) 
 
               10        20        30        40        50        60 
AAD-12 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR 
                          :.. :  ....:..   :                        
gi|751             IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA                 
                           10        20        30                   
 
               70        80 
AAD-12 CLLHRAEPWDFKLPRVMWHS 
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.5 E():   79 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (61-72:27-38) 
 
               40        50        60        70        80           
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS           
                                     :..: ..:....                   
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gi|217     DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.5 E():   79 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (61-72:27-38) 
 
               40        50        60        70        80           
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS           
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.5 E():   79 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (61-72:27-38) 
 
               40        50        60        70        80           
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS           
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.5 E():   79 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (61-72:27-38) 
 
               40        50        60        70        80           
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS           
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.5 E():   79 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (61-72:27-38) 
 
               40        50        60        70        80           
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS           
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.1  bits: 19.5 E():   79 
Smith-Waterman score: 46; 22.4% identity (57.1% similar) in 49 aa overlap (5-49:15-63) 
 
                         10        20        30            40       
AAD-12           VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV----DWACQAPRVHA 
                     :. : :. . :  : : ..:...... .. .    : . :   ..  
gi|601 MRGALAGLSLATLATASPVLVNSIHNDAAPIISASNAKEIADNYMIKFKDHVTQNLAAEH 
               10        20        30        40        50        60 
 
         50        60        70        80                           
AAD-12 HQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS                           
       : :                                                          
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gi|601 HGWVQDLHEKTQVAKTELRKRSQSPMVDDIFNGLKHTYNIAGGLMGYAGHFDEDVIEQIR 
               70        80        90       100       110       120 
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 68.0  bits: 21.2 E():   81 
Smith-Waterman score: 58; 26.1% identity (67.4% similar) in 46 aa overlap (31-72:1159-1202) 
 
               10        20        30        40            50       
AAD-12 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ-AP---RVHAHQWAAGDVVV 
                                     .::..:.  . .:   ..:::  . :.    
gi|203 ESNKGTPIELQYKVSGKDRSKRAAEMNAEDVEGVIDYKNSGSPIDSKMHAHLKVKGNNYG 
     1130      1140      1150      1160      1170      1180         
 
         60        70        80                                     
AAD-12 WDNRCLLHRAEPWDFKLPRVMWHS                                     
       .:..  :...:: ...                                             
gi|203 YDSE--LKQTEPQQYEGKMTLSKNDKKIFITHKTEMTKPTSTFLLKTDADVSYSESDMKK 
     1190        1200      1210      1220      1230      1240       
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 67.8  bits: 20.9 E():   83 
Smith-Waterman score: 50; 44.4% identity (63.0% similar) in 27 aa overlap (8-33:636-662) 
 
                                      10         20        30       
AAD-12                        VHPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVD 
                                     :: : : : : .:::  . ..:  :.:    
gi|278 SRGPSGPPGPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIG 
         610       620       630       640       650       660      
 
         40        50        60        70        80                 
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS                 
                                                                    
gi|278 SPGRDGARGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAG 
         670       680       690       700       710       720      
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 67.8  bits: 17.5 E():   83 
Smith-Waterman score: 40; 25.7% identity (60.0% similar) in 35 aa overlap (9-42:100-134) 
 
                                     10         20        30        
AAD-12                       VHPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|105 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
        40        50        60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS 
       .  .:                                       
gi|105 GYWVPSSNS                                   
     130                                           
 
>>gi|14423651|sp|Q9U5P2.1|ALL5_LEPDS RecName: Full=Mite   (110 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.7  bits: 17.2 E():   84 
Smith-Waterman score: 39; 33.3% identity (61.9% similar) in 21 aa overlap (59-79:8-28) 
 
       30        40        50        60        70        80         
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS         
                                     .: :.: .:    :: ... :          
gi|144                        DDFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELE 
                                      10        20        30        
 
gi|144 KSKSKELKAQILREISIGLDFIDSAKGHFERELKRADLNLAEKFNFESALSTGAVLHKDL 
        40        50        60        70        80        90        
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 67.7  bits: 15.6 E():   84 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (20-37:8-25) 
 
               10        20        30        40        50        60 
AAD-12 VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR 
                          :.. :  ....:..   :                        
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gi|751             IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK              
                           10        20        30                   
 
               70        80 
AAD-12 CLLHRAEPWDFKLPRVMWHS 
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.6 E():   85 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (59-67:40-48) 
 
       30        40        50        60        70        80         
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS         
                                     . :..::.:                      
gi|212 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|212 LTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.6 E():   85 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (59-67:40-48) 
 
       30        40        50        60        70        80         
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS         
                                     . :..::.:                      
gi|158 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|158 LAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.6 E():   85 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (59-67:40-48) 
 
       30        40        50        60        70        80         
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS         
                                     . :..::.:                      
gi|170 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|170 LAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.6  bits: 19.2 E():   85 
Smith-Waterman score: 45; 38.9% identity (72.2% similar) in 18 aa overlap (13-30:241-258) 
 
                                 10        20        30        40   
AAD-12                   VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                     :  .... :::.: :: .             
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDQTYDLNFKE 
              220       230       240       250       260       270 
 
             50        60        70        80                       
AAD-12 RVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS                       
                                                                    
gi|144 ENNNGSQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.5  bits: 17.9 E():   87 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (14-30:17-30) 
 
                  10        20        30        40        50        
AAD-12    VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW 
                       ::   .:..:    :::                            
gi|212 VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFSYD 
               10        20           30        40        50        
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        60        70        80                                      
AAD-12 DNRCLLHRAEPWDFKLPRVMWHS                                      
                                                                    
gi|212 DALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYENYAIVEGC 
        60        70        80        90       100       110        
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.4  bits: 17.9 E():   87 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (14-30:18-31) 
 
                   10        20        30        40        50       
AAD-12     VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
                        ::   .:..:    :::                           
gi|116 AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFSY 
               10        20           30        40        50        
 
         60        70        80                                     
AAD-12 WDNRCLLHRAEPWDFKLPRVMWHS                                     
                                                                    
gi|116 DDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYENYAIVEG 
        60        70        80        90       100       110        
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.4  bits: 17.9 E():   87 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (14-30:18-31) 
 
                   10        20        30        40        50       
AAD-12     VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
                        ::   .:..:    :::                           
gi|144 AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFSY 
               10        20           30        40        50        
 
         60        70        80                                     
AAD-12 WDNRCLLHRAEPWDFKLPRVMWHS                                     
                                                                    
gi|144 DDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYDNYAIVEG 
        60        70        80        90       100       110        
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.9 E():   89 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (37-60:70-93) 
 
         10        20        30        40        50        60       
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|283 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
      40        50        60        70        80        90          
 
         70        80                                               
AAD-12 EPWDFKLPRVMWHS                                               
                                                                    
gi|283 CGPVGAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
     100       110       120       130       140       150          
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.1  bits: 17.9 E():   90 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (14-30:27-40) 
 
                            10        20        30        40        
AAD-12              VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                 ::   .:..:    :::                  
gi|194 MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEALTQY 
               10        20        30           40        50        
 
        50        60        70        80                            
AAD-12 QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS                            
                                                                    
gi|194 KCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDY 
        60        70        80        90       100       110        
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
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 initn:  38 init1:  38 opt:  40  Z-score: 67.1  bits: 17.6 E():   91 
Smith-Waterman score: 40; 53.8% identity (76.9% similar) in 13 aa overlap (7-19:38-49) 
 
                                       10        20        30       
AAD-12                         VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 
                                     .:.:  : ::::.                  
gi|160 LNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKPGLH-GFHAHALGDTTNGCMSTGPHFNPV 
        10        20        30        40         50        60       
 
         40        50        60        70        80                 
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS                 
                                                                    
gi|160 GKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLG 
         70        80        90       100       110       120       
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.0  bits: 18.6 E():   92 
Smith-Waterman score: 43; 26.9% identity (65.4% similar) in 26 aa overlap (50-74:14-39) 
 
      20        30        40        50        60        70          
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK-LPRVMW 
                                     :.. ..  ..::.    .::. . ::     
gi|217                  MKTFLVFALLAVAATSAIAQMETRCIPGLERPWQQQPLPPQQT 
                                10        20        30        40    
 
       80                                                           
AAD-12 HS                                                           
                                                                    
gi|217 FPQQPLFSQQQQQQLFPQQPSFSQQQPPFWQQQPPFSQQQPILPQQPPFSQQQQLVLPQQ 
            50        60        70        80        90       100    
 
>>gi|1093120|prf||2103117A allergen Dac g II              (196 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.9  bits: 17.9 E():   93 
Smith-Waterman score: 41; 18.9% identity (45.9% similar) in 37 aa overlap (39-75:141-177) 
 
       10        20        30        40        50        60         
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP 
                                     :    .  :.  . :   .:.  ....    
gi|109 VFQFLILSCQGRIVNNCEVLICVMRRGNAMCLIASISMHHILTLDRFFFDGLEIIYKIFK 
              120       130       140       150       160       170 
 
       70        80               
AAD-12 WDFKLPRVMWHS               
         :. ::                    
gi|109 MMFQKPRTRTCIEKDFPRRSSSSIPT 
              180       190       
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 66.8  bits: 18.9 E():   94 
Smith-Waterman score: 44; 40.9% identity (59.1% similar) in 22 aa overlap (53-74:92-111) 
 
             30        40        50        60        70        80   
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS   
                                     :.: . ::  :: .  ::  .:         
gi|258 QGEEFHKIVFTVEGLQEFGNFVQFLEDHGLDAVGYINR--LHSVFGWDPYVPSSKRKHTR 
              70        80        90         100       110          
 
gi|258 RGVGVDGLIDDIIAILPIDDLKALFQEKLETSPDFKAFYDAVRSPEFQSIVQTLNAMPEY 
     120       130       140       150       160       170          
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 17.9 E():   96 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (37-60:87-110) 
 
         10        20        30        40        50        60       
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|158 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
         70        80                                               
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AAD-12 EPWDFKLPRVMWHS                                               
                                                                    
gi|158 CGPVGAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 17.9 E():   96 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (37-60:87-110) 
 
         10        20        30        40        50        60       
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|123 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
         70        80                                               
AAD-12 EPWDFKLPRVMWHS                                               
                                                                    
gi|123 CGPVGAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|111120432|gb|ABH06350.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.2 E():   96 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (50-67:109-126) 
 
      20        30        40        50        60        70          
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
      80 
AAD-12 S 
 
>>gi|111120424|gb|ABH06346.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.2 E():   96 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (50-67:109-126) 
 
      20        30        40        50        60        70          
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
      80 
AAD-12 S 
 
>>gi|111120428|gb|ABH06348.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.2 E():   96 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (50-67:109-126) 
 
      20        30        40        50        60        70          
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
      80 
AAD-12 S 
 
>>gi|111120420|gb|ABH06344.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.2 E():   96 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (50-67:109-126) 
 
      20        30        40        50        60        70          
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
      80 
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AAD-12 S 
 
>>gi|111494253|gb|ABH06347.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.2 E():   96 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (50-67:109-126) 
 
      20        30        40        50        60        70          
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
      80 
AAD-12 S 
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 66.6  bits: 14.9 E():   97 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (3-13:10-20) 
 
                      10        20        30        40        50    
AAD-12        VHPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 
                :.:  :..: :                                         
gi|147 AKITFTNNXPNTVWPGILTGFGQKPQ                                   
               10        20                                         
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:03:04 2011 done: Fri Jan 21 00:03:04 2011 
 Total Scan time:  0.060 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 201  - 280 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     2     8:=* 
  34    24    22:=====* 
  36    21    44:======    * 
  38    37    73:==========        * 
  40    70   102:==================       * 
  42    99   125:=========================      * 
  44   113   138:=============================     * 
  46   189   140:==================================*============= 
  48   201   134:=================================*================= 
  50   101   122:==========================    * 
  52   140   108:==========================*======== 
  54    96    92:======================*= 
  56    93    77:===================*==== 
  58    47    63:============   * 
  60    35    51:=========   * 
  62    47    41:==========*= 
  64    24    33:======  * 
  66    27    26:======* 
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  68    34    20:====*==== 
  70    16    16:===* 
  72     7    12:==* 
  74     4    10:= * 
  76     8     8:=* 
  78    11     6:=*= 
  80    15     5:=*== 
  82     8     3:*= 
  84     7     3:*= 
  86     2     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     3     1:*         :*== 
  94     1     1:*         :* 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     1     0:=         *= 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     1     0:=         *= 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.34430.00311; mu= 7.7187 0.166 
 mean_var=36.610111.288, 0's: 2 Z-trim: 4  B-trim: 15 in 1/43 
 Lambda= 0.211970 
 Kolmogorov-Smirnov  statistic: 0.0990 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   73 27.8    0.22 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   64 24.9    0.56 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   66 25.7    0.98 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   55 22.1     2.4 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   56 22.5     2.4 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   56 22.5     3.2 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   56 22.5     3.2 
gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Se ( 608)   61 24.2     3.8 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   54 21.9     6.3 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   54 21.9     6.3 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   54 21.9     6.3 
gi|3336842|emb|CAA76847.1| bovine serum albumin [B ( 607)   57 23.0     8.9 
gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Se ( 607)   57 23.0     8.9 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   50 20.6     9.4 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   53 21.6      11 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   50 20.7      11 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   50 20.7      11 
gi|212279|gb|AAA48944.1| lysozyme protein [Gallus  (  24)   42 18.0      11 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   56 22.7      11 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   53 21.7      12 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   55 22.3      13 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   48 20.0      14 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   48 20.0      14 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   48 20.0      14 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   48 20.0      14 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   48 20.0      14 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   48 20.0      14 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   52 21.4      15 
gi|34495280|gb|AAQ73487.1| type 2 allergen Lep d 2 ( 140)   48 20.0      15 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   53 21.7      16 
gi|34495278|gb|AAQ73486.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495290|gb|AAQ73492.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495284|gb|AAQ73489.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
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gi|34495288|gb|AAQ73491.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495274|gb|AAQ73484.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495282|gb|AAQ73488.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|33772588|gb|AAQ54603.1| Gly d 2.03 [Glycyphagus ( 141)   48 20.0      16 
gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   48 20.0      16 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   48 20.0      16 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   48 20.0      16 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   47 19.7      18 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   47 19.7      18 
gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Sc ( 129)   47 19.7      18 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   47 19.7      19 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   47 19.7      19 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   47 19.7      20 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   47 19.7      20 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   47 19.7      20 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   47 19.7      20 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   47 19.7      20 
gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Gl ( 162)   47 19.7      22 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   47 19.8      23 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   49 20.4      24 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   46 19.4      24 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 16.1      25 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   46 19.4      26 
gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   46 19.4      26 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   51 21.1      26 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   47 19.8      28 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   47 19.8      29 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   50 20.8      30 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   43 18.5      31 
gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Ser ( 607)   51 21.1      31 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 18.5      35 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   46 19.5      37 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   49 20.5      40 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   48 20.2      40 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   42 18.2      44 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   42 18.2      44 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   47 19.9      49 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 16.2      50 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   47 19.9      52 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   44 18.9      54 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 16.2      54 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   42 18.2      55 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.2      57 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   45 19.2      58 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   40 17.5      59 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   46 19.5      59 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.2      59 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.2      59 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 19.9      61 
gi|159162378|pdb|1H2O|A Chain A, Solution Structur ( 159)   42 18.2      61 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   47 19.9      62 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   41 17.9      65 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   45 19.2      66 
gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=M ( 346)   45 19.2      66 
gi|118197955|gb|ABK78766.1| major allergen Cup a 1 ( 347)   45 19.2      66 
gi|3182907|sp|O02380.1|ALL2_TYRPU RecName: Full=Mi ( 141)   41 17.9      67 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.2      69 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.2      69 
gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen ( 367)   45 19.2      70 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   45 19.2      71 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   45 19.2      71 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   45 19.2      71 
gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen  ( 472)   46 19.6      71 
gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ( 472)   46 19.6      71 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   44 18.9      72 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   41 17.9      73 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.2      74 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.2      74 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   43 18.6      75 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   44 18.9      75 
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gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 15.6      76 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   40 17.6      76 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   40 17.6      76 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   40 17.6      76 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   40 17.6      76 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   40 17.6      76 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   46 19.6      77 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   51 21.2      78 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 20.9      80 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   40 17.6      81 
gi|14423651|sp|Q9U5P2.1|ALL5_LEPDS RecName: Full=M ( 110)   39 17.3      81 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 15.6      82 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.3      83 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   40 17.6      83 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   40 17.6      83 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   40 17.6      83 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 17.9      84 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 17.9      85 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 17.9      85 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   41 17.9      87 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 17.9      88 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   40 17.6      89 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   43 18.6      90 
gi|1093120|prf||2103117A allergen Dac g II         ( 196)   41 17.9      90 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   44 18.9      91 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   41 17.9      94 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   41 17.9      94 
gi|111120420|gb|ABH06344.1| Blo t 21 allergen [Blo ( 129)   39 17.3      94 
gi|111494253|gb|ABH06347.1| Blo t 21 allergen [Blo ( 129)   39 17.3      94 
gi|111120428|gb|ABH06348.1| Blo t 21 allergen [Blo ( 129)   39 17.3      94 
gi|111120432|gb|ABH06350.1| Blo t 21 allergen [Blo ( 129)   39 17.3      94 
gi|111120424|gb|ABH06346.1| Blo t 21 allergen [Blo ( 129)   39 17.3      94 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 15.0      95 
gi|69552|pir||MEHB2 melittin, minor - honeybee     (  27)   32 15.0      98 
gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-t (  34)   33 15.3      98 
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  73 init1:  73 opt:  73  Z-score: 114.2  bits: 27.8 E(): 0.22 
Smith-Waterman score: 73; 35.5% identity (54.8% similar) in 31 aa overlap (21-51:246-276) 
 
                         10        20        30        40        50 
AAD-12           HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:: :   . :     .: . 
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
 
               60        70        80                               
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRVMWHSR                               
       :                                                            
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  51 init1:  51 opt:  64  Z-score: 107.0  bits: 24.9 E(): 0.56 
Smith-Waterman score: 64; 32.8% identity (50.8% similar) in 61 aa overlap (1-57:79-133) 
 
                                               10          20       
AAD-12                               HPETGRPSL--LIGRHA--HAIPGMDAAES 
                                     .::. ::.:  ::   :  :   :.. :.  
gi|121 DLDSIKDSADFAVHSGRIVGFFSEVIGLIGNPEN-RPALKTLIDGLASSHKARGIEKAQF 
       50        60        70        80         90       100        
 
         30        40        50        60        70        80 
AAD-12 ERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR 
       :.:  .:::.       :  .:      .::                        
gi|121 EEFRASLVDYLS-----HHLDWNDTMKSTWDLALNNMFFYILHALEVAQ      
       110            120       130       140       150       
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  66 init1:  66 opt:  66  Z-score: 102.6  bits: 25.7 E(): 0.98 
Smith-Waterman score: 66; 32.3% identity (54.8% similar) in 31 aa overlap (21-51:247-277) 
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                         10        20        30        40        50 
AAD-12           HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:  :   . :.    .: . 
gi|232 APDIKTPKEALDLIMDAIDKAGYKGKVGIAMDVASSEFYKDGKYDLDFKNPESDPSKWLS 
        220       230       240       250       260       270       
 
               60        70        80                               
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRVMWHSR                               
       :                                                            
gi|232 GPQLADLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKT 
        280       290       300       310       320       330       
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 95.8  bits: 22.1 E():  2.4 
Smith-Waterman score: 55; 30.4% identity (41.3% similar) in 46 aa overlap (35-77:29-70) 
 
           10        20        30        40        50        60     
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 
                                     :  :::   : .. : ..   :: : .    
gi|323   QAGGQTCAGNICCSQYGYCGTTADYCSPDNNCQATY-HYYNPAQNN---WDLRAVSAY 
                 10        20        30         40           50     
 
           70           80                   
AAD-12 AEPWDFKLP---RVMWHSR                   
          ::   :   :  :                      
gi|323 CSTWDADKPYSWRYGWTAFCGPAGPRCLRTNAAVTVR 
           60        70        80        90  
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 95.7  bits: 22.5 E():  2.4 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (32-48:68-86) 
 
              10        20        30          40        50          
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|219 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
      60        70        80 
AAD-12 CLLHRAEPWDFKLPRVMWHSR 
                             
gi|219 SFDSDRSGLLLKQKVSDE    
       100       110         
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 93.5  bits: 22.5 E():  3.2 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (32-48:68-86) 
 
              10        20        30          40        50          
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|456 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNF 
        40        50        60        70        80        90        
 
      60        70        80                                        
AAD-12 CLLHRAEPWDFKLPRVMWHSR                                        
                                                                    
gi|456 SFGSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 93.5  bits: 22.5 E():  3.2 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (32-48:68-86) 
 
              10        20        30          40        50          
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|184 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
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      60        70        80                                        
AAD-12 CLLHRAEPWDFKLPRVMWHSR                                        
                                                                    
gi|184 SFDSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Serum   (608 aa) 
 initn:  43 init1:  43 opt:  61  Z-score: 92.0  bits: 24.2 E():  3.8 
Smith-Waterman score: 61; 26.1% identity (53.6% similar) in 69 aa overlap (3-67:424-492) 
 
                                           10        20             
AAD-12                             HPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :. :... .: ...   .:  :  
gi|135 YAHVFDEFKPLVEEPHNLVKTNCELFEKLGEYGFQNALLVRYTKKVPQVSTPTLVEVSRS 
           400       410       420       430       440       450    
 
      30        40        50         60        70        80         
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSR         
       :  . .  :  :...  . :   . :  :: :.::.  :                      
gi|135 LGKVGSKCCTHPEAERLSCAEDYLSVVLNRLCVLHEKTPVSERVTKCCTESLVNRRPCFS 
           460       470       480       490       500       510    
 
gi|135 ALQVDETYVPKEFSAETFTFHADLCTLPEAEKQIKKQSALVELLKHKPKATEEQLKTVMG 
           520       530       540       550       560       570    
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 88.2  bits: 21.9 E():  6.3 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (52-66:122-138) 
 
              30        40        50        60          70          
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRVMWHS 
                                     : :..::.:::  :..:              
gi|162 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
      80                                                         
AAD-12 R                                                         
                                                                 
gi|162 RKELAAVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200         
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 88.1  bits: 21.9 E():  6.3 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (52-66:122-138) 
 
              30        40        50        60          70          
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRVMWHS 
                                     : :..::.:::  :..:              
gi|124 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
      80                                                           
AAD-12 R                                                           
                                                                   
gi|124 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 88.1  bits: 21.9 E():  6.3 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (52-66:122-138) 
 
              30        40        50        60          70          
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRVMWHS 
                                     : :..::.:::  :..:              
gi|209 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
      80                                                           
AAD-12 R                                                           
                                                                   
gi|209 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
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             160       170       180       190       200       210 
 
>>gi|3336842|emb|CAA76847.1| bovine serum albumin [Bos t  (607 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 85.4  bits: 23.0 E():  8.9 
Smith-Waterman score: 57; 23.7% identity (50.0% similar) in 76 aa overlap (3-74:423-498) 
 
                                           10        20             
AAD-12                             HPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :: :... .: ...   .:  :  
gi|333 YSTVFDKLKHLVDEPQNLIKQNCDQFEKLGEYGFQNALIVRYTRKVPQVSTPTLVEVSRS 
            400       410       420       430       440       450   
 
      30        40        50         60        70        80         
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSR         
       :  .    :  :. .    .   . .  :: :.::.  : . :. .               
gi|333 LGKVGTRCCTKPESERMPCTEDYLSLILNRLCVLHEKTPVSEKVTKCCTESLVNRRPCFS 
            460       470       480       490       500       510   
 
gi|333 ALTPDETYVPKAFDEKLFTFHADICTLPDTEKQIKKQTALVELLKHKPKATEEQLKTVME 
            520       530       540       550       560       570   
 
>>gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Serum   (607 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 85.4  bits: 23.0 E():  8.9 
Smith-Waterman score: 57; 23.7% identity (50.0% similar) in 76 aa overlap (3-74:423-498) 
 
                                           10        20             
AAD-12                             HPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :: :... .: ...   .:  :  
gi|135 YSTVFDKLKHLVDEPQNLIKQNCDQFEKLGEYGFQNALIVRYTRKVPQVSTPTLVEVSRS 
            400       410       420       430       440       450   
 
      30        40        50         60        70        80         
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSR         
       :  .    :  :. .    .   . .  :: :.::.  : . :. .               
gi|135 LGKVGTRCCTKPESERMPCTEDYLSLILNRLCVLHEKTPVSEKVTKCCTESLVNRRPCFS 
            460       470       480       490       500       510   
 
gi|135 ALTPDETYVPKAFDEKLFTFHADICTLPDTEKQIKKQTALVELLKHKPKATEEQLKTVME 
            520       530       540       550       560       570   
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 85.0  bits: 20.6 E():  9.4 
Smith-Waterman score: 50; 50.0% identity (90.0% similar) in 10 aa overlap (58-67:24-33) 
 
        30        40        50        60        70        80        
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR        
                                     : :..::..:                     
gi|484        GKMNFTDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVL 
                      10        20        30        40        50    
 
gi|484 TAIIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGE 
            60        70        80        90       100       110    
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.1  bits: 21.6 E():   11 
Smith-Waterman score: 53; 43.8% identity (62.5% similar) in 16 aa overlap (32-47:27-42) 
 
              10        20        30        40        50        60  
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     : :.:  : : .. ::               
gi|170     MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQ 
                   10        20        30        40        50       
 
              70        80                                          
AAD-12 LHRAEPWDFKLPRVMWHSR                                          
                                                                    
gi|170 QTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQP 
         60        70        80        90       100       110       
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.1  bits: 20.7 E():   11 
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Smith-Waterman score: 50; 33.3% identity (100.0% similar) in 12 aa overlap (60-71:44-55) 
 
      30        40        50        60        70        80          
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR          
                                     :..::..:....                   
gi|558 AVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.0  bits: 20.7 E():   11 
Smith-Waterman score: 50; 40.0% identity (60.0% similar) in 15 aa overlap (54-68:127-141) 
 
            30        40        50        60        70        80 
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR 
                                     :.: :::    .. :             
gi|126 PCSALLSSDITASVNCAKKIVSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL       
        100       110       120       130       140              
 
>>gi|212279|gb|AAA48944.1| lysozyme protein [Gallus gall  (24 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 83.8  bits: 18.0 E():   11 
Smith-Waterman score: 42; 33.3% identity (53.3% similar) in 15 aa overlap (54-68:5-19) 
 
            30        40        50        60        70        80 
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR 
                                     :.: : :    .. :             
gi|212                           MNAWVAWRNSCKGTDVQAWIRGCR        
                                         10        20            
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 83.8  bits: 22.7 E():   11 
Smith-Waterman score: 56; 26.1% identity (50.7% similar) in 69 aa overlap (3-67:424-492) 
 
                                           10        20             
AAD-12                             HPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :. :...  : ...   .:  :  
gi|668 YAKVLDEFKPLVDEPQNLVKTNCELFEKLGEYGFQNALLVRYTKKAPQVSTPTLVEVSRK 
           400       410       420       430       440       450    
 
      30        40        50         60        70        80         
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSR         
       :  .    :. :. .  . :   . :  :: :.::.  :                      
gi|668 LGKVGTKCCKKPESERMSCAEDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFS 
           460       470       480       490       500       510    
 
gi|668 GLEVDETYVPKEFNAETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMG 
           520       530       540       550       560       570    
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 83.3  bits: 21.7 E():   12 
Smith-Waterman score: 53; 33.3% identity (66.7% similar) in 33 aa overlap (48-77:145-176) 
 
        20        30        40         50         60         70     
AAD-12 IPGMDAAESERFLEGLVDWACQAPRVHAHQWA-AGD-VVVWDNRCLLH-RAEPWDFKLPR 
                                     :: : :   .: . :.:. ...: :. .:  
gi|320 NGFASVGDTATRKREIAAFLAQTSHETTGGWATAPDGPYAW-GYCFLKEQGNPPDYCVPT 
          120       130       140       150        160       170    
 
           80                                                       
AAD-12 VMWHSR                                                       
       ..:                                                          
gi|320 AQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDPVISFKTALWFWMT 
           180       190       200       210       220       230    
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 82.4  bits: 22.3 E():   13 
Smith-Waterman score: 55; 26.1% identity (50.7% similar) in 69 aa overlap (3-67:401-469) 
 
                                           10        20             
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AAD-12                             HPETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :. :...  : ...   .:  :  
gi|331 YAKVLDEFKPLVDEPQNLVKTNCELFEKLGEYGFQNALLVRYTKKAPQVSTPTLVEVSRK 
              380       390       400       410       420       430 
 
      30        40        50         60        70        80         
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSR         
       :  .    :. :. .  . :   . :  :: :.::.  :                      
gi|331 LGKVGTKCCKKPESERMSCADDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFS 
              440       450       460       470       480       490 
 
gi|331 GLEVDETYVPKEFNAETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMG 
              500       510       520       530       540       550 
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.9  bits: 20.0 E():   14 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (59-71:76-88) 
 
       30        40        50        60        70        80         
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR         
                                     .: .....: :::                  
gi|484 TTKATIKVLAKVAGTPIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILPKVKAEVT 
          50        60        70        80        90       100      
 
gi|484 AELVGDHGVLACGRFGRQVE 
         110       120      
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.7  bits: 20.0 E():   14 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (60-71:27-38) 
 
      30        40        50        60        70        80          
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR          
                                     :..::..:....                   
gi|760     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKA 
                   10        20        30        40        50       
 
gi|760 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.7  bits: 20.0 E():   14 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (60-71:27-38) 
 
      30        40        50        60        70        80          
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR          
                                     :..::..:....                   
gi|214     SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|214 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
         60        70        80        90       100       110       
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.7  bits: 20.0 E():   14 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (60-71:27-38) 
 
      30        40        50        60        70        80          
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR          
                                     :..::..:....                   
gi|157     SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|157 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
         60        70        80        90       100       110       
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.7  bits: 20.0 E():   14 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (60-71:27-38) 
 
      30        40        50        60        70        80          
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AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR          
                                     :..::..:....                   
gi|256     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKA 
                   10        20        30        40        50       
 
gi|256 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNGV 
         60        70        80        90       100       110       
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.6  bits: 20.0 E():   14 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (60-71:28-39) 
 
      30        40        50        60        70        80          
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR          
                                     :..::..:....                   
gi|110    RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNSKTAKIEIKA 
                  10        20        30        40        50        
 
gi|110 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNGV 
        60        70        80        90       100       110        
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.3  bits: 21.4 E():   15 
Smith-Waterman score: 52; 28.1% identity (59.4% similar) in 32 aa overlap (21-52:66-97) 
 
                         10        20        30        40        50 
AAD-12           HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     .:. . . : :: .. .   ::.  ::..  
gi|729 STLSLVTKADGKIDMTVDLISPVTKRASLKIDSKKYNLFHEGELSASIVNPRLSWHQYTK 
          40        50        60        70        80        90      
 
               60        70        80                               
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRVMWHSR                               
        :                                                           
gi|729 RDSREYKSDVELSLRSSDIALKITMPDYNSKIHYSRQGDQINMDIDGTLIEGHAQGTIRE 
         100       110       120       130       140       150      
 
>>gi|34495280|gb|AAQ73487.1| type 2 allergen Lep d 2.024  (140 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.1  bits: 20.0 E():   15 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (59-71:91-103) 
 
       30        40        50        60        70        80         
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR         
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
               70        80        90       100       110       120 
 
gi|344 AELIGDHGILACGTVNGQVE 
              130       140 
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 81.1  bits: 21.7 E():   16 
Smith-Waterman score: 53; 27.3% identity (54.5% similar) in 44 aa overlap (12-54:241-284) 
 
                                  10        20         30        40 
AAD-12                    HPETGRPSLLIGRHAHAIPGMDAAESERF-LEGLVDWACQA 
                                     :  .... :::.: :: .  .   :   .  
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDKTYDLNFKE 
              220       230       240       250       260       270 
 
               50        60        70        80                     
AAD-12 PRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR                     
          .. :  .:::.                                               
gi|144 ENNNGSQKISGDVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|34495278|gb|AAQ73486.1| type 2 allergen Lep d 2.023  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (59-71:92-104) 
 
       30        40        50        60        70        80         
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AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR         
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495290|gb|AAQ73492.1| type 2 allergen Lep d 2.042  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (59-71:92-104) 
 
       30        40        50        60        70        80         
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR         
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVVGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGTVE 
             130       140  
 
>>gi|34495284|gb|AAQ73489.1| type 2 allergen Lep d 2.031  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (59-71:92-104) 
 
       30        40        50        60        70        80         
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR         
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495288|gb|AAQ73491.1| type 2 allergen Lep d 2.039  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (59-71:92-104) 
 
       30        40        50        60        70        80         
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR         
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495274|gb|AAQ73484.1| type 2 allergen Lep d 2.013  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (59-71:92-104) 
 
       30        40        50        60        70        80         
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR         
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495282|gb|AAQ73488.1| type 2 allergen Lep d 2.025  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (59-71:92-104) 
 
       30        40        50        60        70        80         
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR         
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
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             130       140  
 
>>gi|33772588|gb|AAQ54603.1| Gly d 2.03 [Glycyphagus dom  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (59-71:92-104) 
 
       30        40        50        60        70        80         
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR         
                                     .: .....: :::                  
gi|337 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|337 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2.035  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (59-71:92-104) 
 
       30        40        50        60        70        80         
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR         
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 20.0 E():   16 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (60-71:43-54) 
 
      30        40        50        60        70        80          
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR          
                                     :..::..:....                   
gi|164 AVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEANQNRKTAKIEIKA 
             20        30        40        50        60        70   
 
gi|164 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
             80        90       100       110       120       130   
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 20.0 E():   16 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (60-71:44-55) 
 
      30        40        50        60        70        80          
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR          
                                     :..::..:....                   
gi|135 AVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|135 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
            80        90       100       110       120       130    
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 20.0 E():   16 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (60-71:44-55) 
 
      30        40        50        60        70        80          
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR          
                                     :..::..:....                   
gi|996 AVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNTKNAKIEIKA 
            20        30        40        50        60        70    
 
gi|996 SIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
            80        90       100       110       120       130    
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.0  bits: 19.7 E():   18 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (60-71:27-38) 
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      30        40        50        60        70        80          
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR          
                                     :..::..:. ..                   
gi|179     DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|179 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENVVVTVKLVGDNGV 
         60        70        80        90       100       110       
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.0  bits: 19.7 E():   18 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (60-71:27-38) 
 
      30        40        50        60        70        80          
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR          
                                     :..::..:. ..                   
gi|760     DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|760 NINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
         60        70        80        90       100       110       
 
>>gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Schist  (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.0  bits: 19.7 E():   18 
Smith-Waterman score: 47; 50.0% identity (80.0% similar) in 10 aa overlap (56-65:6-15) 
 
          30        40        50        60        70        80      
AAD-12 SERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR      
                                     :::.:. . :                     
gi|298                          MSADSWDNHCVTYVANNKCLKNLCMTAIDGSHLGT 
                                        10        20        30      
 
gi|298 SNPDFRIPPELILQLKSILDGGLDTSIFFMGEKYIVLQHDSSCLVSRCGKKSLIFYATGK 
          40        50        60        70        80        90      
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.5  bits: 19.7 E():   19 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (60-71:36-47) 
 
      30        40        50        60        70        80          
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR          
                                     :..::..:. ..                   
gi|217 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
          10        20        30        40        50        60      
 
gi|217 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
          70        80        90       100       110       120      
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.3  bits: 19.7 E():   19 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (60-71:40-51) 
 
      30        40        50        60        70        80          
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR          
                                     :..::..:. ..                   
gi|546 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
      10        20        30        40        50        60          
 
gi|546 SLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
      70        80        90       100       110       120          
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.1  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (60-71:44-55) 
 
      30        40        50        60        70        80          
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR          
                                     :..::..:. ..                   
gi|558 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
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gi|558 NIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.1  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (60-71:44-55) 
 
      30        40        50        60        70        80          
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR          
                                     :..::..:. ..                   
gi|864 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|864 NIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.1  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (60-71:44-55) 
 
      30        40        50        60        70        80          
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR          
                                     :..::..:. ..                   
gi|558 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.1  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (60-71:44-55) 
 
      30        40        50        60        70        80          
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR          
                                     :..::..:. ..                   
gi|256 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|256 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.1  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (60-71:44-55) 
 
      30        40        50        60        70        80          
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR          
                                     :..::..:. ..                   
gi|218 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|218 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Globin  (162 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 78.4  bits: 19.7 E():   22 
Smith-Waterman score: 47; 25.0% identity (63.6% similar) in 44 aa overlap (16-58:111-148) 
 
                              10        20        30        40      
AAD-12                HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                     :   :..::.  .:  .::..      ..: 
gi|121 VSFFTEVISLSGNQANLSAVYALVSKLGVDHKARGISAAQFGEFRTALVSY------LQA 
               90       100       110       120       130           
 
           50        60        70        80 
AAD-12 H-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR 
       : .:. . ...:..                       
gi|121 HVSWGDNVAAAWNHALDNTYAVALKSLE         
          140       150       160           
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>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.8  bits: 19.8 E():   23 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (60-71:73-84) 
 
      30        40        50        60        70        80          
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR          
                                     :..::..:. ..                   
gi|156 KHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
             50        60        70        80        90       100   
 
gi|156 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            110       120       130       140       150       160   
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.8  bits: 20.4 E():   24 
Smith-Waterman score: 49; 43.8% identity (56.2% similar) in 16 aa overlap (32-47:8-23) 
 
              10        20        30        40        50        60  
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     : :.:  : :  . ::               
gi|106                        NIQVDPSGQVQWPQQQPFPQPHQPFSQQPQQTFPQPQ 
                                      10        20        30        
 
              70        80                                          
AAD-12 LHRAEPWDFKLPRVMWHSR                                          
                                                                    
gi|106 QTFPHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQP 
        40        50        60        70        80        90        
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 77.8  bits: 19.4 E():   24 
Smith-Waterman score: 46; 26.8% identity (58.5% similar) in 41 aa overlap (8-46:100-140) 
 
                                      10         20        30       
AAD-12                        HPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
          40        50        60        70        80 
AAD-12 A-CQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR 
       . : . . : :                                   
gi|100 GYCGSHHHHHH                                   
     130       140                                   
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 77.3  bits: 16.1 E():   25 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (14-19:8-13) 
 
               10        20        30        40        50        60 
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRC 
                    ::: .:                                          
gi|131       GPVGGVVHAHMMPLL                                        
                     10                                             
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 77.1  bits: 19.4 E():   26 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (11-53:1-44) 
 
               10        20        30         40        50          
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQAPRVHAHQWAAGDVVVWDNR 
                 .: ..:..   ... .:... :.: :     :..    . . ::       
gi|166           MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGA 
                         10        20        30        40        50 
 
      60        70        80                                        
AAD-12 CLLHRAEPWDFKLPRVMWHSR                                        
                                                                    
gi|166 GTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADG 
               60        70        80        90       100       110 
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>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 77.1  bits: 19.4 E():   26 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (11-53:1-44) 
 
               10        20        30         40        50          
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQAPRVHAHQWAAGDVVVWDNR 
                 .: ..:..   ... .:... :.: :     :..    . . ::       
gi|215           MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGA 
                         10        20        30        40        50 
 
      60        70        80                                        
AAD-12 CLLHRAEPWDFKLPRVMWHSR                                        
                                                                    
gi|215 GTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVVPTADG 
               60        70        80        90       100       110 
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 77.0  bits: 21.1 E():   26 
Smith-Waterman score: 51; 54.5% identity (72.7% similar) in 11 aa overlap (67-77:162-170) 
 
         40        50        60        70        80                 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR                 
                                     ::.:  : .::                    
gi|108 DKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNF--PLLMWAWKIGPAIACGNTVVLKTA 
             140       150       160         170       180          
 
gi|108 EQTPLGGLVAASLVKEAGFPPGVINVISGFGKVAGAALSSHMDVDKVAFTGSTVVGRTIL 
     190       200       210       220       230       240          
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.5  bits: 19.8 E():   28 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (15-52:156-194) 
 
                               10        20        30        40     
AAD-12                 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|833 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
         130       140       150       160       170       180      
 
            50        60        70        80 
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR 
       .. .:: ..                             
gi|833 NVINWAEAENRYIAGDKGGHPFMKL             
         190       200       210             
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.2  bits: 19.8 E():   29 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (15-52:167-205) 
 
                               10        20        30        40     
AAD-12                 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|164 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
        140       150       160       170       180       190       
 
            50        60        70        80 
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR 
       .. .:: ..                             
gi|164 NVINWAEAENRYIAGDKGGHPFMKL             
        200       210       220              
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 75.9  bits: 20.8 E():   30 
Smith-Waterman score: 50; 28.3% identity (43.4% similar) in 53 aa overlap (38-74:25-77) 
 
        10        20        30        40              50            
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ------WAAGDVVVWDN--- 
                                     ::  :. : .      . :: : .::     
gi|259       LSVCFLILFHGCLASRQEWQQQDECQIDRLDALEPDNRVEYEAGTVEAWDPNHE 
                     10        20        30        40        50     
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 7049



 

 

         60             70        80                                
AAD-12 --RC-----LLHRAEPWDFKLPRVMWHSR                                
         ::     . :  .:  . ::.                                      
gi|259 QFRCAGVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQ 
           60        70        80        90       100       110     
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.5  bits: 18.5 E():   31 
Smith-Waterman score: 43; 30.4% identity (60.9% similar) in 23 aa overlap (48-70:53-75) 
 
        20        30        40        50        60        70        
AAD-12 IPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW 
                                     :: . :.. ..  : :: .  :.        
gi|387 SINGNAPAEIDLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVD 
             30        40        50        60        70        80   
 
        80            
AAD-12 HSR            
                      
gi|387 CASQHGCHGDTIPR 
             90       
 
>>gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Serum a  (607 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 75.5  bits: 21.1 E():   31 
Smith-Waterman score: 51; 23.2% identity (55.1% similar) in 69 aa overlap (10-74:430-498) 
 
                                    10        20           30       
AAD-12                      HPETGRPSLLIGRHAHAIPGMDA---AESERFLEGLVDW 
                                     :: :...  : ...   .:  : :  . .  
gi|543 FTPLVEEPKSLVKKNCDLFEEVGEYDFQNALIVRYTKKAPQVSTPTLVEIGRTLGKVGSR 
     400       410       420       430       440       450          
 
         40        50         60        70        80                
AAD-12 ACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSR                
        :. :. .    . . ...  :: :.::.  : . :. .                      
gi|543 CCKLPESERLPCSENHLALALNRLCVLHEKTPVSEKITKCCTDSLAERRPCFSALELDEG 
     460       470       480       490       500       510          
 
gi|543 YVPKEFKAETFTFHADICTLPEDEKQIKKQSALAELVKHKPKATKEQLKTVLGNFSAFVA 
     520       530       540       550       560       570          
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.6  bits: 18.5 E():   35 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (20-32:5-17) 
 
               10        20        30        40        50        60 
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRC 
                          :.:::: .  :.:                             
gi|208                MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACGLAKKSAEEVKA 
                              10        20        30        40      
 
               70        80                                         
AAD-12 LLHRAEPWDFKLPRVMWHSR                                         
                                                                    
gi|208 AFNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAGDVDGDGKIGIEEFTDL 
          50        60        70        80        90       100      
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.3  bits: 19.5 E():   37 
Smith-Waterman score: 46; 22.9% identity (60.4% similar) in 48 aa overlap (19-66:115-162) 
 
                           10        20        30        40         
AAD-12             HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. : ... . :     : ..:.  :..  
gi|383 GSEASANPKDKPAEEEEEEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSL 
           90       100       110       120       130       140     
 
       50        60        70        80                             
AAD-12 AAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR                             
       .. .:  ::..  :.. :                                           
gi|383 VTLEVKPWDDETNLEELEANVRAIEMDGLVWGASKFVAVGFGIKKLQINLVVEDEKVSTD 
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          150       160       170       180       190       200     
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.7  bits: 20.5 E():   40 
Smith-Waterman score: 53; 27.0% identity (56.8% similar) in 37 aa overlap (20-55:441-477) 
 
                          10        20        30         40         
AAD-12            HPETGRPSLLIGRHAHAIPGMDAAESERFLEG-LVDWACQAPRVHAHQW 
                                     :. :.    .. : :.:  : .  .:. .  
gi|505 YQIAFSRGNRAFIAINLQKNQQNLQQKLHTGLPAGTYCDIISGNLIDNKCTGKSIHVDKN 
              420       430       440       450       460       470 
 
       50        60        70        80 
AAD-12 AAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR 
       . .:: :                          
gi|505 GQADVYVGHDEFDAFVAYHIGARIVS       
              480       490             
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 73.6  bits: 20.2 E():   40 
Smith-Waterman score: 48; 27.1% identity (47.5% similar) in 59 aa overlap (28-79:173-227) 
 
                  10        20        30        40        50        
AAD-12    HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV--- 
                                     : : :    .  .: .  :: . ::..    
gi|113 RGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQ-SDGDAIHVT 
            150       160       170       180       190        200  
 
               60        70        80                               
AAD-12 ----VWDNRCLLHRAEPWDFKLPRVMWHSR                               
           .: ..: : ..  .:  :  : : :                                
gi|113 GSSDIWIDHCTLSKS--FD-GLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDLKM 
             210          220       230       240       250         
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.8  bits: 18.2 E():   44 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (14-51:20-57) 
 
                     10        20        30        40        50     
AAD-12       HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                          ::  . . : :. :    :..:   .:  :   .  ::    
gi|191 MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGS 
               10        20        30        40        50        60 
 
           60        70        80                           
AAD-12 VWDNRCLLHRAEPWDFKLPRVMWHSR                           
                                                            
gi|191 VFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
               70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.8  bits: 18.2 E():   44 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (14-51:20-57) 
 
                     10        20        30        40        50     
AAD-12       HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                          ::  . . : :. :    :..:   .:  :   .  ::    
gi|730 MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGS 
               10        20        30        40        50        60 
 
           60        70        80                           
AAD-12 VWDNRCLLHRAEPWDFKLPRVMWHSR                           
                                                            
gi|730 VFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
               70        80        90       100       110   
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.9  bits: 19.9 E():   49 
Smith-Waterman score: 47; 37.5% identity (68.8% similar) in 16 aa overlap (50-65:202-217) 
 
      20        30        40        50        60        70          
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AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS 
                                     ::.  .: ..: : .:               
gi|113 DIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWIDHCSLSKASDGLLDITLGSSHV 
             180       190       200       210       220       230  
 
      80                                                            
AAD-12 R                                                            
                                                                    
gi|113 TVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQRMPRCRFGFFQVVNNNY 
             240       250       260       270       280       290  
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 71.9  bits: 16.2 E():   50 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (19-36:8-25) 
 
               10        20        30        40        50        60 
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRC 
                         :.. :. ....:..   :                         
gi|751            IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA                  
                          10        20        30                    
 
               70        80 
AAD-12 LLHRAEPWDFKLPRVMWHSR 
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 71.6  bits: 19.9 E():   52 
Smith-Waterman score: 47; 30.0% identity (66.7% similar) in 30 aa overlap (44-72:129-158) 
 
            20        30        40        50        60         70   
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEPWDFKL 
                                     ...:: ::.  : ..: . . : .:  .:. 
gi|114 DPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKI 
      100       110       120       130       140       150         
 
             80                                                     
AAD-12 PRVMWHSR                                                     
                                                                    
gi|114 DYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEK 
      160       170       180       190       200       210         
 
>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.3  bits: 18.9 E():   54 
Smith-Waterman score: 44; 26.3% identity (68.4% similar) in 19 aa overlap (62-80:200-218) 
 
              40        50        60        70        80  
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR  
                                     ... ::  :. : . :...  
gi|274 KIFAPEIFTKFPNLNSYITRIESMPKISAYIKQQEPQLFNGPMAKWNTKY 
     170       180       190       200       210          
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 71.2  bits: 16.2 E():   54 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (19-36:8-25) 
 
               10        20        30        40        50        60 
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRC 
                         :.. :. ....:..   :                         
gi|751            IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK               
                          10        20        30                    
 
               70        80 
AAD-12 LLHRAEPWDFKLPRVMWHSR 
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.1  bits: 18.2 E():   55 
Smith-Waterman score: 42; 24.4% identity (56.1% similar) in 41 aa overlap (8-47:100-140) 
 
                                      10         20        30       
AAD-12                        HPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
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      70        80        90       100       110       120          
 
         40        50        60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR 
       .  .   : :.                                  
gi|100 GYYVGSHHHHHH                                 
     130       140                                  
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 70.8  bits: 18.2 E():   57 
Smith-Waterman score: 42; 27.8% identity (66.7% similar) in 36 aa overlap (15-50:28-62) 
 
                            10        20        30        40        
AAD-12              HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                  :.: :...: : ... .:  : .    ... .: 
gi|157 MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQA-EFRQLANGAPDKTEAEIEAQIEQ 
               10        20        30         40        50          
 
        50        60        70        80                            
AAD-12 WAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR                            
       :.:                                                          
gi|157 WVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPAAKAADARLSAIASNRALKV 
      60        70        80        90       100       110          
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 70.6  bits: 19.2 E():   58 
Smith-Waterman score: 53; 22.9% identity (56.2% similar) in 48 aa overlap (34-77:130-177) 
 
            10        20        30           40        50        60 
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC---QAPRVHAHQWAAGDVVVWDNRC 
                                     :::     .. .:... .. ::....:    
gi|287 FFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGT 
     100       110       120       130       140       150          
 
                70        80                                        
AAD-12 LLHRAEPWD-FKLPRVMWHSR                                        
        .  : : . :.   . :                                           
gi|287 YVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAG 
     160       170       180       190       200       210          
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.6  bits: 17.5 E():   59 
Smith-Waterman score: 40; 30.0% identity (50.0% similar) in 30 aa overlap (7-36:13-42) 
 
                     10        20        30        40        50     
AAD-12       HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                   :. :.    .. ::   :: :   .:  .:                   
gi|144 VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKKGNLWEVKSSKPL 
               10        20        30        40        50        60 
 
           60        70        80           
AAD-12 VWDNRCLLHRAEPWDFKLPRVMWHSR           
                                            
gi|144 TGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
               70        80        90       
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.5  bits: 19.5 E():   59 
Smith-Waterman score: 46; 28.0% identity (52.0% similar) in 25 aa overlap (41-65:351-375) 
 
               20        30        40        50        60        70 
AAD-12 IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF 
                                     :   .. :  ::: . .   .. ::      
gi|118 INGVQYPLSPSAYILQDDDSCTSGFEGMDVPTSSGELWILGDVFIRQYYTVFDRANNKVG 
              330       340       350       360       370       380 
 
               80 
AAD-12 KLPRVMWHSR 
                  
gi|118 LAPVA      
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>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.5  bits: 18.2 E():   59 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (11-34:1-24) 
 
               10        20        30        40        50        60 
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRC 
                 .: ..:..   ... .:... :.:                           
gi|892           MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVEVKGDGGA 
                         10        20        30        40        50 
 
               70        80                                         
AAD-12 LLHRAEPWDFKLPRVMWHSR                                         
                                                                    
gi|892 GTVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVVPTADG 
               60        70        80        90       100       110 
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.5  bits: 18.2 E():   59 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (11-34:1-24) 
 
               10        20        30        40        50        60 
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRC 
                 .: ..:..   ... .:... :.:                           
gi|215           MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAATGAYKSVEVKGDGGA 
                         10        20        30        40        50 
 
               70        80                                         
AAD-12 LLHRAEPWDFKLPRVMWHSR                                         
                                                                    
gi|215 GTVRIITLPEGSPITTMTVRTDAVNKEALSYDSTVIDGDILLGFIESIETHMVVVPTADG 
               60        70        80        90       100       110 
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.9 E():   61 
Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (5-27:344-366) 
 
                                         10        20        30     
AAD-12                           HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
           320       330       340       350       360       370    
 
           40        50        60        70        80               
AAD-12 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR               
                                                                    
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
 
>>gi|159162378|pdb|1H2O|A Chain A, Solution Structure Of  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 26.1% identity (52.2% similar) in 23 aa overlap (55-77:23-45) 
 
           30        40        50        60        70        80     
AAD-12 ESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR     
                                     : :   :. .  :  .:  ...:        
gi|159         GVFTYESEFTSEIPPPRLFKAFVLDADNLVPKIAPQAIKHSEILWGDGGPGT 
                       10        20        30        40        50   
 
gi|159 IKKITFGEGSQYGYVKHKIDSIDKENYSYSYTLIEGDALGDTLEKISYETKLVASPSGGS 
             60        70        80        90       100       110   
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 70.1  bits: 19.9 E():   62 
Smith-Waterman score: 47; 30.0% identity (66.7% similar) in 30 aa overlap (44-72:159-188) 
 
            20        30        40        50        60         70   
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEPWDFKL 
                                     ...:: ::.  : ..: . . : .:  .:. 
gi|476 DPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKI 
      130       140       150       160       170       180         
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             80                                                     
AAD-12 PRVMWHSR                                                     
                                                                    
gi|476 DYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEK 
      190       200       210       220       230       240         
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 69.7  bits: 17.9 E():   65 
Smith-Waterman score: 41; 45.5% identity (90.9% similar) in 11 aa overlap (61-71:111-121) 
 
               40        50        60        70        80       
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR       
                                     .:::.. .::.                
gi|144 GFVGRTYFTVLHTQCFRLDYPIVKCKVKSTILHRSKCYDFETFAPKKYQWFDVLQY 
               90       100       110       120       130       
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.6  bits: 19.2 E():   66 
Smith-Waterman score: 45; 28.6% identity (51.4% similar) in 35 aa overlap (14-48:258-291) 
 
                                10        20        30        40    
AAD-12                  HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     :...:    .  : :  .  : :. :  :. 
gi|510 IGENIIGHLLIVFDGGKSQPACSWYDVPCSHSESIVYATGMVSGRCQHLAVPWTAQQ-RI 
       230       240       250       260       270       280        
 
            50        60        70        80                        
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR                        
       .  ::                                                        
gi|510 NPIQWKFWRVFTSNIPAYPTSDTTNCVVLNTNVFKNDNTFEGEYHAFPDCARNLFKCRQQ 
        290       300       310       320       330       340       
 
>>gi|9087167|sp|Q9SCG9.1|MPAC1_CUPAR RecName: Full=Major  (346 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.6  bits: 19.2 E():   66 
Smith-Waterman score: 45; 26.2% identity (54.1% similar) in 61 aa overlap (1-58:100-157) 
 
                                             10         20          
AAD-12                               HPETGRPSLLIGRHAHAI-PGMDAAESERF 
                                     :  .: : :.. . .:.:  :.     .   
gi|908 IIFSQNMNIKLQMPLYVAGYKTIDGRGAVVHLGNGGPCLFMRKASHVILHGLHIHGCNTS 
      70        80        90       100       110       120          
 
      30          40        50        60        70        80        
AAD-12 LEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR        
       . :  ::. .  .  :::..   ::...  :                              
gi|908 VLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGIT 
     130       140          150       160       170       180       
 
gi|908 ISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNYD 
        190       200       210       220       230       240       
 
>>gi|118197955|gb|ABK78766.1| major allergen Cup a 1 [He  (347 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 69.6  bits: 19.2 E():   66 
Smith-Waterman score: 45; 26.2% identity (54.1% similar) in 61 aa overlap (1-58:101-158) 
 
                                             10         20          
AAD-12                               HPETGRPSLLIGRHAHAI-PGMDAAESERF 
                                     :  .: : :.. . .:.:  :.     .   
gi|118 IIFSQNMNIKLQMPLYVNGYKTIDGRGADVHLGNGGPCLFMRKASHVILHGLHIHGCNTS 
               80        90       100       110       120       130 
 
      30          40        50        60        70        80        
AAD-12 LEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR        
       . :  ::. .  .  :::..   ::...  :                              
gi|118 VLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLSDCSDGLIDVTLGSTGIT 
              140       150          160       170       180        
 
gi|118 ISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNYD 
       190       200       210       220       230       240        
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>>gi|3182907|sp|O02380.1|ALL2_TYRPU RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.5  bits: 17.9 E():   67 
Smith-Waterman score: 41; 37.5% identity (100.0% similar) in 8 aa overlap (60-67:41-48) 
 
      30        40        50        60        70        80          
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR          
                                     :..:...:                       
gi|318 AVAAAGQVKFTDCGKKEIASVAVDGCEGDLCVIHKSKPVHVIAEFTANQDTCKIEVKVTG 
               20        30        40        50        60        70 
 
gi|318 QLNGLEVPIPGIETDGCKVLKCPLKKGTKYTMNYSVNVPSVVPNIKTVVKLLATGEHGVL 
               80        90       100       110       120       130 
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.3  bits: 19.2 E():   69 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (4-20:225-240) 
 
                                          10        20        30    
AAD-12                            HPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
            40        50        60        70        80              
AAD-12 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR              
                                                                    
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.3  bits: 19.2 E():   69 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (4-20:225-240) 
 
                                          10        20        30    
AAD-12                            HPETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
            40        50        60        70        80              
AAD-12 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR              
                                                                    
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|8101715|gb|AAF72627.1|AF257493_1 Cup s 1 pollen all  (367 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.2  bits: 19.2 E():   70 
Smith-Waterman score: 45; 26.2% identity (54.1% similar) in 61 aa overlap (1-58:121-178) 
 
                                             10         20          
AAD-12                               HPETGRPSLLIGRHAHAI-PGMDAAESERF 
                                     :  .: : :.. . .:.:  :.     .   
gi|810 IIFSQNMNIKLKMPLYVAGHKTIDGRGADVHLGNGGPCLFMRKVSHVILHGLHIHSCNTS 
              100       110       120       130       140       150 
 
      30          40        50        60        70        80        
AAD-12 LEG--LVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR        
       . :  ::. .  .  :::..   ::...  :                              
gi|810 VLGDVLVSESIGVEPVHAQD---GDAITMRNVTNAWIDHNSLPDCSDGLIDVTLSSTGIT 
              160       170          180       190       200        
 
gi|810 ISNNHFFNHHKVMLLGHDDTYDDDKSMKVTVAFNQFGPNAGQRMPRARYGLVHVANNNYD 
       210       220       230       240       250       260        
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.1  bits: 19.2 E():   71 
Smith-Waterman score: 45; 25.7% identity (47.1% similar) in 70 aa overlap (3-69:290-358) 
 
                                             10        20        30 
AAD-12                             HPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
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gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
               40        50        60         70        80      
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP-WDFKLPRVMWHSR      
        .. :   . :.:. : ..      :..  :   ::  ::                 
gi|268 FAMFDENKKQPEVEKH-FGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330        340       350       360       370     
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.1  bits: 19.2 E():   71 
Smith-Waterman score: 45; 25.7% identity (47.1% similar) in 70 aa overlap (3-69:290-358) 
 
                                             10        20        30 
AAD-12                             HPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
               40        50        60         70        80      
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP-WDFKLPRVMWHSR      
        .. :   . :.:. : ..      :..  :   ::  ::                 
gi|124 FAMFDENKKQPEVEKH-FGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330        340       350       360       370     
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.1  bits: 19.2 E():   71 
Smith-Waterman score: 45; 25.7% identity (47.1% similar) in 70 aa overlap (3-69:290-358) 
 
                                             10        20        30 
AAD-12                             HPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
               40        50        60         70        80      
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP-WDFKLPRVMWHSR      
        .. :   . :.:. : ..      :..  :   ::  ::                 
gi|124 FAMFDENKKQPEVEKH-FGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330        340       350       360       370     
 
>>gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen 11S   (472 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 69.1  bits: 19.6 E():   71 
Smith-Waterman score: 46; 25.6% identity (51.2% similar) in 43 aa overlap (32-74:415-455) 
 
              10        20        30        40        50        60  
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     ::.  .  : :. . .    ::.  .:    
gi|110 EGQLVVVPQNFAVVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVI--QNSFD 
          390       400       410       420       430         440   
 
              70        80            
AAD-12 LHRAEPWDFKLPRVMWHSR            
       . : . :..:  :                  
gi|110 ISREDAWNLKESRSEMTIFAPGSRSQRQRN 
            450       460       470   
 
>>gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ver  (472 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 69.1  bits: 19.6 E():   71 
Smith-Waterman score: 46; 25.6% identity (51.2% similar) in 43 aa overlap (32-74:415-455) 
 
              10        20        30        40        50        60  
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     ::.  .  : :. . .    ::.  .:    
gi|156 EGQLVVVPQNFAVVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVI--QNSFD 
          390       400       410       420       430         440   
 
              70        80            
AAD-12 LHRAEPWDFKLPRVMWHSR            
       . : . :..:  :                  
gi|156 ISREDAWNLKESRSEMTIFAPGSRSQRQRN 
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            450       460       470   
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 69.0  bits: 18.9 E():   72 
Smith-Waterman score: 44; 47.4% identity (63.2% similar) in 19 aa overlap (25-40:72-90) 
 
                     10        20        30           40        50  
AAD-12       HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW---ACQAPRVHAHQWAAG 
                                     :.. ::   :::   ::.:            
gi|144 TISKQVVFLIHGFLSTGNNENFVAMSKALIEKDDFLVISVDWKKGACNAFASTKDALGYS 
              50        60        70        80        90       100  
 
              60        70        80                                
AAD-12 DVVVWDNRCLLHRAEPWDFKLPRVMWHSR                                
                                                                    
gi|144 KAVGNTRHVGKFVADFTKLLVEKYKVLISNIRLIGHSLGAHTSGFAGKEVQKLKLGKYKE 
             110       120       130       140       150       160  
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.8  bits: 17.9 E():   73 
Smith-Waterman score: 41; 20.8% identity (79.2% similar) in 24 aa overlap (11-34:1-24) 
 
               10        20        30        40        50        60 
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRC 
                 .: ..:..   ... .:....:.:                           
gi|134           MGVQTHVLELTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGP 
                         10        20        30        40        50 
 
               70        80                                         
AAD-12 LLHRAEPWDFKLPRVMWHSR                                         
                                                                    
gi|134 GTLKIITLPDGGPITTMTLRIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADG 
               60        70        80        90       100       110 
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.7  bits: 19.2 E():   74 
Smith-Waterman score: 53; 22.9% identity (56.2% similar) in 48 aa overlap (34-77:120-167) 
 
            10        20        30           40        50        60 
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC---QAPRVHAHQWAAGDVVVWDNRC 
                                     :::     .. .:... .. ::....:    
gi|855 FFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGT 
      90       100       110       120       130       140          
 
                70        80                                        
AAD-12 LLHRAEPWD-FKLPRVMWHSR                                        
        .  : : . :.   . :                                           
gi|855 YVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAG 
     150       160       170       180       190       200          
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 68.7  bits: 19.2 E():   74 
Smith-Waterman score: 45; 26.8% identity (48.8% similar) in 41 aa overlap (28-62:172-212) 
 
                  10        20        30        40              50  
AAD-12    HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW------AAG 
                                     .  :: .  : .:   : :.       .:: 
gi|625 RGANVEITCGGLTIHNVCNVIIHNIHIHDIKVTEGGIIKATDAKPGHRHKSDGDGICVAG 
             150       160       170       180       190       200  
 
              60        70        80                                
AAD-12 DVVVWDNRCLLHRAEPWDFKLPRVMWHSR                                
       .  .: ..: :                                                  
gi|625 SSKIWIDHCTLSHGPDGLIDVTLGSTAVTISNCKFSHHQKILLLGADNSHVDDKKMHVTV 
             210       220       230       240       250       260  
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 18.6 E():   75 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (34-47:29-42) 
 
            10        20        30        40        50        60    
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AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH 
                                     :.:  : :  . ::                 
gi|170   MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQT 
                 10        20        30        40        50         
 
            70        80                                            
AAD-12 RAEPWDFKLPRVMWHSR                                            
                                                                    
gi|170 FPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQ 
       60        70        80        90       100       110         
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.6  bits: 18.9 E():   75 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (3-46:254-299) 
 
                                             10        20        30 
AAD-12                             HPETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
               40        50        60        70        80 
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR 
        .. :   . :.:. :                                   
gi|261 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFS                  
           290       300       310                        
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 68.6  bits: 15.6 E():   76 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (19-36:8-25) 
 
               10        20        30        40        50        60 
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRC 
                         :.. :  ....:..   :                         
gi|751            IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA                  
                          10        20        30                    
 
               70        80 
AAD-12 LLHRAEPWDFKLPRVMWHSR 
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (60-71:27-38) 
 
      30        40        50        60        70        80          
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR          
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (60-71:27-38) 
 
      30        40        50        60        70        80          
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR          
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (60-71:27-38) 
 
      30        40        50        60        70        80          
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AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR          
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (60-71:27-38) 
 
      30        40        50        60        70        80          
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR          
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.5  bits: 17.6 E():   76 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (60-71:27-38) 
 
      30        40        50        60        70        80          
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR          
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 46; 22.4% identity (57.1% similar) in 49 aa overlap (4-48:15-63) 
 
                          10        20        30            40      
AAD-12            HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLV----DWACQAPRVHA 
                     :. : :. . :  : : ..:...... .. .    : . :   ..  
gi|601 MRGALAGLSLATLATASPVLVNSIHNDAAPIISASNAKEIADNYMIKFKDHVTQNLAAEH 
               10        20        30        40        50        60 
 
          50        60        70        80                          
AAD-12 HQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR                          
       : :                                                          
gi|601 HGWVQDLHEKTQVAKTELRKRSQSPMVDDIFNGLKHTYNIAGGLMGYAGHFDEDVIEQIR 
               70        80        90       100       110       120 
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 68.3  bits: 21.2 E():   78 
Smith-Waterman score: 58; 26.1% identity (67.4% similar) in 46 aa overlap (30-71:1159-1202) 
 
                10        20        30         40           50      
AAD-12  HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ-AP---RVHAHQWAAGDVVV 
                                     .::..:.  . .:   ..:::  . :.    
gi|203 ESNKGTPIELQYKVSGKDRSKRAAEMNAEDVEGVIDYKNSGSPIDSKMHAHLKVKGNNYG 
     1130      1140      1150      1160      1170      1180         
 
          60        70        80                                    
AAD-12 WDNRCLLHRAEPWDFKLPRVMWHSR                                    
       .:..  :...:: ...                                             
gi|203 YDSE--LKQTEPQQYEGKMTLSKNDKKIFITHKTEMTKPTSTFLLKTDADVSYSESDMKK 
     1190        1200      1210      1220      1230      1240       
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 68.1  bits: 20.9 E():   80 
Smith-Waterman score: 50; 44.4% identity (63.0% similar) in 27 aa overlap (7-32:636-662) 
 
                                       10         20        30      
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AAD-12                         HPETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVD 
                                     :: : : : : .:::  . ..:  :.:    
gi|278 SRGPSGPPGPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIG 
         610       620       630       640       650       660      
 
          40        50        60        70        80                
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR                
                                                                    
gi|278 SPGRDGARGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAG 
         670       680       690       700       710       720      
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 68.0  bits: 17.6 E():   81 
Smith-Waterman score: 40; 25.7% identity (60.0% similar) in 35 aa overlap (8-41:100-134) 
 
                                      10         20        30       
AAD-12                        HPETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|105 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
         40        50        60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR 
       .  .:                                        
gi|105 GYWVPSSNS                                    
     130                                            
 
>>gi|14423651|sp|Q9U5P2.1|ALL5_LEPDS RecName: Full=Mite   (110 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.0  bits: 17.3 E():   81 
Smith-Waterman score: 39; 33.3% identity (61.9% similar) in 21 aa overlap (58-78:8-28) 
 
        30        40        50        60        70        80        
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR        
                                     .: :.: .:    :: ... :          
gi|144                        DDFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELE 
                                      10        20        30        
 
gi|144 KSKSKELKAQILREISIGLDFIDSAKGHFERELKRADLNLAEKFNFESALSTGAVLHKDL 
        40        50        60        70        80        90        
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 67.9  bits: 15.6 E():   82 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (19-36:8-25) 
 
               10        20        30        40        50        60 
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRC 
                         :.. :  ....:..   :                         
gi|751            IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK               
                          10        20        30                    
 
               70        80 
AAD-12 LLHRAEPWDFKLPRVMWHSR 
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.8  bits: 19.3 E():   83 
Smith-Waterman score: 45; 38.9% identity (72.2% similar) in 18 aa overlap (12-29:241-258) 
 
                                  10        20        30        40  
AAD-12                    HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                     :  .... :::.: :: .             
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDQTYDLNFKE 
              220       230       240       250       260       270 
 
              50        60        70        80                      
AAD-12 RVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR                      
                                                                    
gi|144 ENNNGSQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.6 E():   83 
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Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (58-66:40-48) 
 
        30        40        50        60        70        80        
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR        
                                     . :..::.:                      
gi|170 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|170 LAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.6 E():   83 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (58-66:40-48) 
 
        30        40        50        60        70        80        
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR        
                                     . :..::.:                      
gi|212 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|212 LTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.6 E():   83 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (58-66:40-48) 
 
        30        40        50        60        70        80        
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR        
                                     . :..::.:                      
gi|158 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|158 LAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.7  bits: 17.9 E():   84 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (13-29:17-30) 
 
                   10        20        30        40        50       
AAD-12     HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW 
                       ::   .:..:    :::                            
gi|212 VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFSYD 
               10        20           30        40        50        
 
         60        70        80                                     
AAD-12 DNRCLLHRAEPWDFKLPRVMWHSR                                     
                                                                    
gi|212 DALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYENYAIVEGC 
        60        70        80        90       100       110        
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.6  bits: 17.9 E():   85 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (13-29:18-31) 
 
                    10        20        30        40        50      
AAD-12      HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
                        ::   .:..:    :::                           
gi|116 AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFSY 
               10        20           30        40        50        
 
          60        70        80                                    
AAD-12 WDNRCLLHRAEPWDFKLPRVMWHSR                                    
                                                                    
gi|116 DDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYENYAIVEG 
        60        70        80        90       100       110        
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.6  bits: 17.9 E():   85 
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Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (13-29:18-31) 
 
                    10        20        30        40        50      
AAD-12      HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
                        ::   .:..:    :::                           
gi|144 AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFSY 
               10        20           30        40        50        
 
          60        70        80                                    
AAD-12 WDNRCLLHRAEPWDFKLPRVMWHSR                                    
                                                                    
gi|144 DDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYDNYAIVEG 
        60        70        80        90       100       110        
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.9 E():   87 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (36-59:70-93) 
 
          10        20        30        40        50        60      
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|283 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
      40        50        60        70        80        90          
 
          70        80                                              
AAD-12 EPWDFKLPRVMWHSR                                              
                                                                    
gi|283 CGPVGAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
     100       110       120       130       140       150          
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.3  bits: 17.9 E():   88 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (13-29:27-40) 
 
                             10        20        30        40       
AAD-12               HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                 ::   .:..:    :::                  
gi|194 MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEALTQY 
               10        20        30           40        50        
 
         50        60        70        80                           
AAD-12 QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR                           
                                                                    
gi|194 KCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDY 
        60        70        80        90       100       110        
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.3  bits: 17.6 E():   89 
Smith-Waterman score: 40; 53.8% identity (76.9% similar) in 13 aa overlap (6-18:38-49) 
 
                                        10        20        30      
AAD-12                          HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 
                                     .:.:  : ::::.                  
gi|160 LNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKPGLH-GFHAHALGDTTNGCMSTGPHFNPV 
        10        20        30        40         50        60       
 
          40        50        60        70        80                
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR                
                                                                    
gi|160 GKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLG 
         70        80        90       100       110       120       
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.2  bits: 18.6 E():   90 
Smith-Waterman score: 43; 26.9% identity (65.4% similar) in 26 aa overlap (49-73:14-39) 
 
       20        30        40        50        60        70         
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK-LPRVMW 
                                     :.. ..  ..::.    .::. . ::     
gi|217                  MKTFLVFALLAVAATSAIAQMETRCIPGLERPWQQQPLPPQQT 
                                10        20        30        40    
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        80                                                          
AAD-12 HSR                                                          
                                                                    
gi|217 FPQQPLFSQQQQQQLFPQQPSFSQQQPPFWQQQPPFSQQQPILPQQPPFSQQQQLVLPQQ 
            50        60        70        80        90       100    
 
>>gi|1093120|prf||2103117A allergen Dac g II              (196 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.1  bits: 17.9 E():   90 
Smith-Waterman score: 41; 18.9% identity (45.9% similar) in 37 aa overlap (38-74:141-177) 
 
        10        20        30        40        50        60        
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP 
                                     :    .  :.  . :   .:.  ....    
gi|109 VFQFLILSCQGRIVNNCEVLICVMRRGNAMCLIASISMHHILTLDRFFFDGLEIIYKIFK 
              120       130       140       150       160       170 
 
        70        80              
AAD-12 WDFKLPRVMWHSR              
         :. ::                    
gi|109 MMFQKPRTRTCIEKDFPRRSSSSIPT 
              180       190       
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 67.0  bits: 18.9 E():   91 
Smith-Waterman score: 44; 40.9% identity (59.1% similar) in 22 aa overlap (52-73:92-111) 
 
              30        40        50        60        70        80  
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSR  
                                     :.: . ::  :: .  ::  .:         
gi|258 QGEEFHKIVFTVEGLQEFGNFVQFLEDHGLDAVGYINR--LHSVFGWDPYVPSSKRKHTR 
              70        80        90         100       110          
 
gi|258 RGVGVDGLIDDIIAILPIDDLKALFQEKLETSPDFKAFYDAVRSPEFQSIVQTLNAMPEY 
     120       130       140       150       160       170          
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.8  bits: 17.9 E():   94 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (36-59:87-110) 
 
          10        20        30        40        50        60      
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|123 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
          70        80                                              
AAD-12 EPWDFKLPRVMWHSR                                              
                                                                    
gi|123 CGPVGAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.8  bits: 17.9 E():   94 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (36-59:87-110) 
 
          10        20        30        40        50        60      
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|158 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
          70        80                                              
AAD-12 EPWDFKLPRVMWHSR                                              
                                                                    
gi|158 CGPVGAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|111120420|gb|ABH06344.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (49-66:109-126) 
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       20        30        40        50        60        70         
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
       80 
AAD-12 SR 
 
>>gi|111494253|gb|ABH06347.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (49-66:109-126) 
 
       20        30        40        50        60        70         
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
       80 
AAD-12 SR 
 
>>gi|111120428|gb|ABH06348.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (49-66:109-126) 
 
       20        30        40        50        60        70         
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
       80 
AAD-12 SR 
 
>>gi|111120432|gb|ABH06350.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (49-66:109-126) 
 
       20        30        40        50        60        70         
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
       80 
AAD-12 SR 
 
>>gi|111120424|gb|ABH06346.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.8  bits: 17.3 E():   94 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (49-66:109-126) 
 
       20        30        40        50        60        70         
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
       80 
AAD-12 SR 
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 66.7  bits: 15.0 E():   95 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (2-12:10-20) 
 
                       10        20        30        40        50   
AAD-12         HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 
                :.:  :..: :                                         
gi|147 AKITFTNNXPNTVWPGILTGFGQKPQ                                   
               10        20                                         
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>>gi|69552|pir||MEHB2 melittin, minor - honeybee          (27 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 66.5  bits: 15.0 E():   98 
Smith-Waterman score: 32; 30.8% identity (61.5% similar) in 13 aa overlap (30-42:13-25) 
 
               10        20        30        40        50        60 
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRC 
                                    : .:..:  .  :                   
gi|695                  GIGAVLKVLTTGLPALISWISRKKRQQ                 
                                10        20                        
 
               70        80 
AAD-12 LLHRAEPWDFKLPRVMWHSR 
 
>>gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-termi  (34 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.5  bits: 15.3 E():   98 
Smith-Waterman score: 33; 25.0% identity (58.3% similar) in 24 aa overlap (19-42:8-31) 
 
               10        20        30        40        50        60 
AAD-12 HPETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRC 
                         : . :.   ..::. . .  . ::                   
gi|691            AIGDKPGPKITATYXXKWLEAKATFYGSNPRGAA                
                          10        20        30                    
 
               70        80 
AAD-12 LLHRAEPWDFKLPRVMWHSR 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:03:04 2011 done: Fri Jan 21 00:03:04 2011 
 Total Scan time:  0.060 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 202  - 281 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     2     8:=* 
  34    26    22:=====*= 
  36    19    44:=====     * 
  38    35    73:=========         * 
  40    71   102:==================       * 
  42    97   125:=========================      * 
  44   126   138:================================  * 
  46   182   140:==================================*=========== 
  48   201   134:=================================*================= 
  50   106   122:===========================   * 
  52   137   108:==========================*======== 
  54    98    92:======================*== 
  56    94    77:===================*==== 
  58    43    63:===========    * 
  60    38    51:==========  * 
  62    40    41:==========* 
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  64    31    33:========* 
  66    19    26:===== * 
  68    34    20:====*==== 
  70    15    16:===* 
  72     9    12:==* 
  74     2    10:= * 
  76     9     8:=*= 
  78    11     6:=*= 
  80    13     5:=*== 
  82    11     3:*== 
  84     7     3:*= 
  86     2     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     1     1:*         :* 
  94     2     1:*         :*= 
  96     2     1:*         :*= 
  98     0     0:          * 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     1     0:=         *= 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     1     0:=         *= 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.26040.00315; mu= 8.1223 0.168 
 mean_var=36.124011.233, 0's: 2 Z-trim: 4  B-trim: 15 in 1/43 
 Lambda= 0.213391 
 Kolmogorov-Smirnov  statistic: 0.0923 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   73 27.9    0.21 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   63 24.7    0.66 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   66 25.8    0.92 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   56 22.5     2.3 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   55 22.2     2.3 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   56 22.6       3 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   56 22.6       3 
gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Se ( 608)   61 24.3     3.6 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   54 22.0       6 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   54 22.0     6.1 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   54 22.0     6.1 
gi|3336842|emb|CAA76847.1| bovine serum albumin [B ( 607)   57 23.0     8.4 
gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Se ( 607)   57 23.0     8.4 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   50 20.7     9.1 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   53 21.7      10 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   50 20.7      10 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   50 20.7      10 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   56 22.7      10 
gi|212279|gb|AAA48944.1| lysozyme protein [Gallus  (  24)   42 18.0      11 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   53 21.7      11 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   55 22.4      12 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   48 20.1      14 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   48 20.1      14 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   48 20.1      14 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   48 20.1      14 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   48 20.1      14 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   48 20.1      14 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   52 21.4      14 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   53 21.8      15 
gi|34495280|gb|AAQ73487.1| type 2 allergen Lep d 2 ( 140)   48 20.1      15 
gi|34495278|gb|AAQ73486.1| type 2 allergen Lep d 2 ( 141)   48 20.1      15 
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gi|34495290|gb|AAQ73492.1| type 2 allergen Lep d 2 ( 141)   48 20.1      15 
gi|34495284|gb|AAQ73489.1| type 2 allergen Lep d 2 ( 141)   48 20.1      15 
gi|34495288|gb|AAQ73491.1| type 2 allergen Lep d 2 ( 141)   48 20.1      15 
gi|34495274|gb|AAQ73484.1| type 2 allergen Lep d 2 ( 141)   48 20.1      15 
gi|34495282|gb|AAQ73488.1| type 2 allergen Lep d 2 ( 141)   48 20.1      15 
gi|33772588|gb|AAQ54603.1| Gly d 2.03 [Glycyphagus ( 141)   48 20.1      15 
gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2 ( 141)   48 20.1      15 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   48 20.1      15 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   48 20.1      16 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   48 20.1      16 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   47 19.8      17 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   47 19.8      17 
gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Sc ( 129)   47 19.8      17 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   47 19.8      18 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   47 19.8      19 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   47 19.8      19 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   47 19.8      19 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   47 19.8      19 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   47 19.8      19 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   47 19.8      19 
gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Gl ( 162)   47 19.8      21 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   49 20.5      23 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   47 19.8      23 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   46 19.5      23 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   51 21.2      25 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   46 19.5      25 
gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   46 19.5      25 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 16.1      25 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   47 19.8      27 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   47 19.8      28 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   50 20.8      29 
gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Ser ( 607)   51 21.2      30 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   43 18.5      31 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 18.5      34 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   46 19.5      36 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   49 20.6      38 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   48 20.2      38 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   42 18.2      44 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   42 18.2      44 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   47 19.9      47 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   47 19.9      50 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 16.2      50 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   42 18.2      52 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   44 18.9      52 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   42 18.2      54 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 16.2      54 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.2      56 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   45 19.3      56 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   46 19.6      57 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   40 17.6      58 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.2      58 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.2      58 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 19.9      58 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   47 19.9      60 
gi|159162378|pdb|1H2O|A Chain A, Solution Structur ( 159)   42 18.2      60 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   45 19.3      64 
gi|3182907|sp|O02380.1|ALL2_TYRPU RecName: Full=Mi ( 141)   41 17.9      66 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.3      67 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.3      67 
gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ( 472)   46 19.6      68 
gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen  ( 472)   46 19.6      68 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   45 19.3      68 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   45 19.3      68 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   45 19.3      68 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   44 18.9      69 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   41 17.9      71 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.3      72 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.3      72 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   44 19.0      72 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   43 18.6      73 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   51 21.3      73 
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gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   46 19.6      74 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   40 17.6      75 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   40 17.6      75 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   40 17.6      75 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   40 17.6      75 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   40 17.6      75 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.0      76 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 15.6      76 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.3      80 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   40 17.6      80 
gi|14423651|sp|Q9U5P2.1|ALL5_LEPDS RecName: Full=M ( 110)   39 17.3      80 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   40 17.6      81 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   40 17.6      81 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   40 17.6      81 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 15.6      82 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 18.0      82 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 18.0      83 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 18.0      83 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   41 18.0      85 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 18.0      86 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   43 18.6      87 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   40 17.6      87 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   44 19.0      88 
gi|1093120|prf||2103117A allergen Dac g II         ( 196)   41 18.0      88 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   41 18.0      92 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   41 18.0      92 
gi|111120420|gb|ABH06344.1| Blo t 21 allergen [Blo ( 129)   39 17.3      93 
gi|111120432|gb|ABH06350.1| Blo t 21 allergen [Blo ( 129)   39 17.3      93 
gi|111494253|gb|ABH06347.1| Blo t 21 allergen [Blo ( 129)   39 17.3      93 
gi|111120428|gb|ABH06348.1| Blo t 21 allergen [Blo ( 129)   39 17.3      93 
gi|111120424|gb|ABH06346.1| Blo t 21 allergen [Blo ( 129)   39 17.3      93 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   41 18.0      94 
gi|1478293|gb|AAB35897.1| 31 kda major allergen/di (  26)   32 14.9      96 
gi|481397|pir||S38584 allergen Phl p Vb - common t ( 280)   42 18.3      98 
gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-t (  34)   33 15.3      99 
gi|69552|pir||MEHB2 melittin, minor - honeybee     (  27)   32 14.9      99 
gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia m ( 284)   42 18.3   1e 
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  73 init1:  73 opt:  73  Z-score: 114.8  bits: 27.9 E(): 0.21 
Smith-Waterman score: 73; 35.5% identity (54.8% similar) in 31 aa overlap (20-50:246-276) 
 
                          10        20        30        40          
AAD-12            PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:: :   . :     .: . 
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
 
      50        60        70        80                              
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL                              
       :                                                            
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  51 init1:  51 opt:  63  Z-score: 105.7  bits: 24.7 E(): 0.66 
Smith-Waterman score: 63; 33.3% identity (50.0% similar) in 60 aa overlap (1-56:80-133) 
 
                                               10          20       
AAD-12                               PETGRPSL--LIGRHA--HAIPGMDAAESE 
                                     ::. ::.:  ::   :  :   :.. :. : 
gi|121 LDSIKDSADFAVHSGRIVGFFSEVIGLIGNPEN-RPALKTLIDGLASSHKARGIEKAQFE 
      50        60        70        80         90       100         
 
         30        40        50        60        70        80 
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL 
       .:  .:::.       :  .:      .::                         
gi|121 EFRASLVDYLS-----HHLDWNDTMKSTWDLALNNMFFYILHALEVAQ       
      110            120       130       140       150        
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
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 initn:  66 init1:  66 opt:  66  Z-score: 103.2  bits: 25.8 E(): 0.92 
Smith-Waterman score: 66; 32.3% identity (54.8% similar) in 31 aa overlap (20-50:247-277) 
 
                          10        20        30        40          
AAD-12            PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:  :   . :.    .: . 
gi|232 APDIKTPKEALDLIMDAIDKAGYKGKVGIAMDVASSEFYKDGKYDLDFKNPESDPSKWLS 
        220       230       240       250       260       270       
 
      50        60        70        80                              
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL                              
       :                                                            
gi|232 GPQLADLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKT 
        280       290       300       310       320       330       
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 96.0  bits: 22.5 E():  2.3 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (31-47:68-86) 
 
               10        20        30          40        50         
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|219 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
       60        70        80 
AAD-12 CLLHRAEPWDFKLPRVMWHSRL 
                              
gi|219 SFDSDRSGLLLKQKVSDE     
       100       110          
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 96.0  bits: 22.2 E():  2.3 
Smith-Waterman score: 55; 30.4% identity (41.3% similar) in 46 aa overlap (34-76:29-70) 
 
            10        20        30        40        50        60    
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 
                                     :  :::   : .. : ..   :: : .    
gi|323   QAGGQTCAGNICCSQYGYCGTTADYCSPDNNCQATY-HYYNPAQNN---WDLRAVSAY 
                 10        20        30         40           50     
 
            70           80                  
AAD-12 AEPWDFKLP---RVMWHSRL                  
          ::   :   :  :                      
gi|323 CSTWDADKPYSWRYGWTAFCGPAGPRCLRTNAAVTVR 
           60        70        80        90  
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 93.8  bits: 22.6 E():    3 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (31-47:68-86) 
 
               10        20        30          40        50         
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|456 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNF 
        40        50        60        70        80        90        
 
       60        70        80                                       
AAD-12 CLLHRAEPWDFKLPRVMWHSRL                                       
                                                                    
gi|456 SFGSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 93.8  bits: 22.6 E():    3 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (31-47:68-86) 
 
               10        20        30          40        50         
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|184 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
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        40        50        60        70        80        90        
 
       60        70        80                                       
AAD-12 CLLHRAEPWDFKLPRVMWHSRL                                       
                                                                    
gi|184 SFDSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Serum   (608 aa) 
 initn:  43 init1:  43 opt:  61  Z-score: 92.5  bits: 24.3 E():  3.6 
Smith-Waterman score: 61; 26.1% identity (53.6% similar) in 69 aa overlap (2-66:424-492) 
 
                                            10        20            
AAD-12                              PETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :. :... .: ...   .:  :  
gi|135 YAHVFDEFKPLVEEPHNLVKTNCELFEKLGEYGFQNALLVRYTKKVPQVSTPTLVEVSRS 
           400       410       420       430       440       450    
 
       30        40        50         60        70        80        
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRL        
       :  . .  :  :...  . :   . :  :: :.::.  :                      
gi|135 LGKVGSKCCTHPEAERLSCAEDYLSVVLNRLCVLHEKTPVSERVTKCCTESLVNRRPCFS 
           460       470       480       490       500       510    
 
gi|135 ALQVDETYVPKEFSAETFTFHADLCTLPEAEKQIKKQSALVELLKHKPKATEEQLKTVMG 
           520       530       540       550       560       570    
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 88.5  bits: 22.0 E():    6 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (51-65:122-138) 
 
               30        40        50        60          70         
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRVMWHS 
                                     : :..::.:::  :..:              
gi|162 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
       80                                                        
AAD-12 RL                                                        
                                                                 
gi|162 RKELAAVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200         
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 88.4  bits: 22.0 E():  6.1 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (51-65:122-138) 
 
               30        40        50        60          70         
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRVMWHS 
                                     : :..::.:::  :..:              
gi|124 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
       80                                                          
AAD-12 RL                                                          
                                                                   
gi|124 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 88.4  bits: 22.0 E():  6.1 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (51-65:122-138) 
 
               30        40        50        60          70         
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRVMWHS 
                                     : :..::.:::  :..:              
gi|209 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
       80                                                          
AAD-12 RL                                                          

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 7071



 

 

                                                                   
gi|209 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|3336842|emb|CAA76847.1| bovine serum albumin [Bos t  (607 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 85.9  bits: 23.0 E():  8.4 
Smith-Waterman score: 57; 23.7% identity (50.0% similar) in 76 aa overlap (2-73:423-498) 
 
                                            10        20            
AAD-12                              PETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :: :... .: ...   .:  :  
gi|333 YSTVFDKLKHLVDEPQNLIKQNCDQFEKLGEYGFQNALIVRYTRKVPQVSTPTLVEVSRS 
            400       410       420       430       440       450   
 
       30        40        50         60        70        80        
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRL        
       :  .    :  :. .    .   . .  :: :.::.  : . :. .               
gi|333 LGKVGTRCCTKPESERMPCTEDYLSLILNRLCVLHEKTPVSEKVTKCCTESLVNRRPCFS 
            460       470       480       490       500       510   
 
gi|333 ALTPDETYVPKAFDEKLFTFHADICTLPDTEKQIKKQTALVELLKHKPKATEEQLKTVME 
            520       530       540       550       560       570   
 
>>gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Serum   (607 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 85.9  bits: 23.0 E():  8.4 
Smith-Waterman score: 57; 23.7% identity (50.0% similar) in 76 aa overlap (2-73:423-498) 
 
                                            10        20            
AAD-12                              PETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :: :... .: ...   .:  :  
gi|135 YSTVFDKLKHLVDEPQNLIKQNCDQFEKLGEYGFQNALIVRYTRKVPQVSTPTLVEVSRS 
            400       410       420       430       440       450   
 
       30        40        50         60        70        80        
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRL        
       :  .    :  :. .    .   . .  :: :.::.  : . :. .               
gi|135 LGKVGTRCCTKPESERMPCTEDYLSLILNRLCVLHEKTPVSEKVTKCCTESLVNRRPCFS 
            460       470       480       490       500       510   
 
gi|135 ALTPDETYVPKAFDEKLFTFHADICTLPDTEKQIKKQTALVELLKHKPKATEEQLKTVME 
            520       530       540       550       560       570   
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 85.3  bits: 20.7 E():  9.1 
Smith-Waterman score: 50; 50.0% identity (90.0% similar) in 10 aa overlap (57-66:24-33) 
 
         30        40        50        60        70        80       
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL       
                                     : :..::..:                     
gi|484        GKMNFTDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVL 
                      10        20        30        40        50    
 
gi|484 TAIIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGE 
            60        70        80        90       100       110    
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.5  bits: 21.7 E():   10 
Smith-Waterman score: 53; 43.8% identity (62.5% similar) in 16 aa overlap (31-46:27-42) 
 
               10        20        30        40        50        60 
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     : :.:  : : .. ::               
gi|170     MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQ 
                   10        20        30        40        50       
 
               70        80                                         
AAD-12 LHRAEPWDFKLPRVMWHSRL                                         
                                                                    
gi|170 QTFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQP 
         60        70        80        90       100       110       
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>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.4  bits: 20.7 E():   10 
Smith-Waterman score: 50; 33.3% identity (100.0% similar) in 12 aa overlap (59-70:44-55) 
 
       30        40        50        60        70        80         
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL         
                                     :..::..:....                   
gi|558 AVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.3  bits: 20.7 E():   10 
Smith-Waterman score: 50; 40.0% identity (60.0% similar) in 15 aa overlap (53-67:127-141) 
 
             30        40        50        60        70        80 
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL 
                                     :.: :::    .. :              
gi|126 PCSALLSSDITASVNCAKKIVSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL        
        100       110       120       130       140               
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 84.2  bits: 22.7 E():   10 
Smith-Waterman score: 56; 26.1% identity (50.7% similar) in 69 aa overlap (2-66:424-492) 
 
                                            10        20            
AAD-12                              PETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :. :...  : ...   .:  :  
gi|668 YAKVLDEFKPLVDEPQNLVKTNCELFEKLGEYGFQNALLVRYTKKAPQVSTPTLVEVSRK 
           400       410       420       430       440       450    
 
       30        40        50         60        70        80        
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRL        
       :  .    :. :. .  . :   . :  :: :.::.  :                      
gi|668 LGKVGTKCCKKPESERMSCAEDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFS 
           460       470       480       490       500       510    
 
gi|668 GLEVDETYVPKEFNAETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMG 
           520       530       540       550       560       570    
 
>>gi|212279|gb|AAA48944.1| lysozyme protein [Gallus gall  (24 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 83.8  bits: 18.0 E():   11 
Smith-Waterman score: 42; 33.3% identity (53.3% similar) in 15 aa overlap (53-67:5-19) 
 
             30        40        50        60        70        80 
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL 
                                     :.: : :    .. :              
gi|212                           MNAWVAWRNSCKGTDVQAWIRGCR         
                                         10        20             
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 83.6  bits: 21.7 E():   11 
Smith-Waterman score: 53; 33.3% identity (66.7% similar) in 33 aa overlap (47-76:145-176) 
 
         20        30        40         50         60         70    
AAD-12 IPGMDAAESERFLEGLVDWACQAPRVHAHQWA-AGD-VVVWDNRCLLH-RAEPWDFKLPR 
                                     :: : :   .: . :.:. ...: :. .:  
gi|320 NGFASVGDTATRKREIAAFLAQTSHETTGGWATAPDGPYAW-GYCFLKEQGNPPDYCVPT 
          120       130       140       150        160       170    
 
            80                                                      
AAD-12 VMWHSRL                                                      
       ..:                                                          
gi|320 AQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDPVISFKTALWFWMT 
           180       190       200       210       220       230    
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 82.8  bits: 22.4 E():   12 
Smith-Waterman score: 55; 26.1% identity (50.7% similar) in 69 aa overlap (2-66:401-469) 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 7073



 

 

 
                                            10        20            
AAD-12                              PETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :. :...  : ...   .:  :  
gi|331 YAKVLDEFKPLVDEPQNLVKTNCELFEKLGEYGFQNALLVRYTKKAPQVSTPTLVEVSRK 
              380       390       400       410       420       430 
 
       30        40        50         60        70        80        
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRL        
       :  .    :. :. .  . :   . :  :: :.::.  :                      
gi|331 LGKVGTKCCKKPESERMSCADDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFS 
              440       450       460       470       480       490 
 
gi|331 GLEVDETYVPKEFNAETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMG 
              500       510       520       530       540       550 
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 82.1  bits: 20.1 E():   14 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (58-70:76-88) 
 
        30        40        50        60        70        80        
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL        
                                     .: .....: :::                  
gi|484 TTKATIKVLAKVAGTPIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILPKVKAEVT 
          50        60        70        80        90       100      
 
gi|484 AELVGDHGVLACGRFGRQVE 
         110       120      
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.9  bits: 20.1 E():   14 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (59-70:27-38) 
 
       30        40        50        60        70        80         
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL         
                                     :..::..:....                   
gi|760     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKA 
                   10        20        30        40        50       
 
gi|760 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.9  bits: 20.1 E():   14 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (59-70:27-38) 
 
       30        40        50        60        70        80         
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL         
                                     :..::..:....                   
gi|214     SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|214 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
         60        70        80        90       100       110       
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.9  bits: 20.1 E():   14 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (59-70:27-38) 
 
       30        40        50        60        70        80         
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL         
                                     :..::..:....                   
gi|157     SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|157 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
         60        70        80        90       100       110       
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.9  bits: 20.1 E():   14 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (59-70:27-38) 
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       30        40        50        60        70        80         
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL         
                                     :..::..:....                   
gi|256     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKA 
                   10        20        30        40        50       
 
gi|256 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNGV 
         60        70        80        90       100       110       
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.8  bits: 20.1 E():   14 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (59-70:28-39) 
 
       30        40        50        60        70        80         
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL         
                                     :..::..:....                   
gi|110    RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNSKTAKIEIKA 
                  10        20        30        40        50        
 
gi|110 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNGV 
        60        70        80        90       100       110        
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.7  bits: 21.4 E():   14 
Smith-Waterman score: 52; 28.1% identity (59.4% similar) in 32 aa overlap (20-51:66-97) 
 
                          10        20        30        40          
AAD-12            PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     .:. . . : :: .. .   ::.  ::..  
gi|729 STLSLVTKADGKIDMTVDLISPVTKRASLKIDSKKYNLFHEGELSASIVNPRLSWHQYTK 
          40        50        60        70        80        90      
 
      50        60        70        80                              
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL                              
        :                                                           
gi|729 RDSREYKSDVELSLRSSDIALKITMPDYNSKIHYSRQGDQINMDIDGTLIEGHAQGTIRE 
         100       110       120       130       140       150      
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 81.4  bits: 21.8 E():   15 
Smith-Waterman score: 53; 27.3% identity (54.5% similar) in 44 aa overlap (11-53:241-284) 
 
                                   10        20         30          
AAD-12                     PETGRPSLLIGRHAHAIPGMDAAESERF-LEGLVDWACQA 
                                     :  .... :::.: :: .  .   :   .  
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDKTYDLNFKE 
              220       230       240       250       260       270 
 
      40        50        60        70        80                    
AAD-12 PRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL                    
          .. :  .:::.                                               
gi|144 ENNNGSQKISGDVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|34495280|gb|AAQ73487.1| type 2 allergen Lep d 2.024  (140 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.3  bits: 20.1 E():   15 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (58-70:91-103) 
 
        30        40        50        60        70        80        
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL        
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
               70        80        90       100       110       120 
 
gi|344 AELIGDHGILACGTVNGQVE 
              130       140 
 
>>gi|34495278|gb|AAQ73486.1| type 2 allergen Lep d 2.023  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.3  bits: 20.1 E():   15 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (58-70:92-104) 
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        30        40        50        60        70        80        
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL        
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495290|gb|AAQ73492.1| type 2 allergen Lep d 2.042  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.3  bits: 20.1 E():   15 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (58-70:92-104) 
 
        30        40        50        60        70        80        
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL        
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVVGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGTVE 
             130       140  
 
>>gi|34495284|gb|AAQ73489.1| type 2 allergen Lep d 2.031  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.3  bits: 20.1 E():   15 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (58-70:92-104) 
 
        30        40        50        60        70        80        
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL        
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495288|gb|AAQ73491.1| type 2 allergen Lep d 2.039  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.3  bits: 20.1 E():   15 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (58-70:92-104) 
 
        30        40        50        60        70        80        
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL        
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495274|gb|AAQ73484.1| type 2 allergen Lep d 2.013  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.3  bits: 20.1 E():   15 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (58-70:92-104) 
 
        30        40        50        60        70        80        
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL        
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495282|gb|AAQ73488.1| type 2 allergen Lep d 2.025  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.3  bits: 20.1 E():   15 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (58-70:92-104) 
 
        30        40        50        60        70        80        
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL        
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
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gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|33772588|gb|AAQ54603.1| Gly d 2.03 [Glycyphagus dom  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.3  bits: 20.1 E():   15 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (58-70:92-104) 
 
        30        40        50        60        70        80        
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL        
                                     .: .....: :::                  
gi|337 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|337 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2.035  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.3  bits: 20.1 E():   15 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (58-70:92-104) 
 
        30        40        50        60        70        80        
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL        
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.1  bits: 20.1 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (59-70:43-54) 
 
       30        40        50        60        70        80         
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL         
                                     :..::..:....                   
gi|164 AVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEANQNRKTAKIEIKA 
             20        30        40        50        60        70   
 
gi|164 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
             80        90       100       110       120       130   
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 20.1 E():   16 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (59-70:44-55) 
 
       30        40        50        60        70        80         
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL         
                                     :..::..:....                   
gi|135 AVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|135 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
            80        90       100       110       120       130    
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 20.1 E():   16 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (59-70:44-55) 
 
       30        40        50        60        70        80         
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL         
                                     :..::..:....                   
gi|996 AVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNTKNAKIEIKA 
            20        30        40        50        60        70    
 
gi|996 SIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
            80        90       100       110       120       130    
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.2  bits: 19.8 E():   17 
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Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (59-70:27-38) 
 
       30        40        50        60        70        80         
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL         
                                     :..::..:. ..                   
gi|179     DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|179 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENVVVTVKLVGDNGV 
         60        70        80        90       100       110       
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.2  bits: 19.8 E():   17 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (59-70:27-38) 
 
       30        40        50        60        70        80         
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL         
                                     :..::..:. ..                   
gi|760     DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|760 NINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
         60        70        80        90       100       110       
 
>>gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Schist  (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.2  bits: 19.8 E():   17 
Smith-Waterman score: 47; 50.0% identity (80.0% similar) in 10 aa overlap (55-64:6-15) 
 
           30        40        50        60        70        80     
AAD-12 SERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL     
                                     :::.:. . :                     
gi|298                          MSADSWDNHCVTYVANNKCLKNLCMTAIDGSHLGT 
                                        10        20        30      
 
gi|298 SNPDFRIPPELILQLKSILDGGLDTSIFFMGEKYIVLQHDSSCLVSRCGKKSLIFYATGK 
          40        50        60        70        80        90      
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.8  bits: 19.8 E():   18 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (59-70:36-47) 
 
       30        40        50        60        70        80         
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL         
                                     :..::..:. ..                   
gi|217 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
          10        20        30        40        50        60      
 
gi|217 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
          70        80        90       100       110       120      
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.6  bits: 19.8 E():   19 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (59-70:40-51) 
 
       30        40        50        60        70        80         
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL         
                                     :..::..:. ..                   
gi|546 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
      10        20        30        40        50        60          
 
gi|546 SLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
      70        80        90       100       110       120          
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.4  bits: 19.8 E():   19 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (59-70:44-55) 
 
       30        40        50        60        70        80         
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL         
                                     :..::..:. ..                   
gi|558 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
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            20        30        40        50        60        70    
 
gi|558 NIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.4  bits: 19.8 E():   19 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (59-70:44-55) 
 
       30        40        50        60        70        80         
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL         
                                     :..::..:. ..                   
gi|864 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|864 NIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.4  bits: 19.8 E():   19 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (59-70:44-55) 
 
       30        40        50        60        70        80         
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL         
                                     :..::..:. ..                   
gi|558 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.4  bits: 19.8 E():   19 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (59-70:44-55) 
 
       30        40        50        60        70        80         
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL         
                                     :..::..:. ..                   
gi|256 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|256 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.4  bits: 19.8 E():   19 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (59-70:44-55) 
 
       30        40        50        60        70        80         
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL         
                                     :..::..:. ..                   
gi|218 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|218 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Globin  (162 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 78.6  bits: 19.8 E():   21 
Smith-Waterman score: 47; 25.0% identity (63.6% similar) in 44 aa overlap (15-57:111-148) 
 
                               10        20        30        40     
AAD-12                 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                     :   :..::.  .:  .::..      ..: 
gi|121 VSFFTEVISLSGNQANLSAVYALVSKLGVDHKARGISAAQFGEFRTALVSY------LQA 
               90       100       110       120       130           
 
            50        60        70        80 
AAD-12 H-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL 
       : .:. . ...:..                        
gi|121 HVSWGDNVAAAWNHALDNTYAVALKSLE          
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          140       150       160            
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.1  bits: 20.5 E():   23 
Smith-Waterman score: 49; 43.8% identity (56.2% similar) in 16 aa overlap (31-46:8-23) 
 
               10        20        30        40        50        60 
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     : :.:  : :  . ::               
gi|106                        NIQVDPSGQVQWPQQQPFPQPHQPFSQQPQQTFPQPQ 
                                      10        20        30        
 
               70        80                                         
AAD-12 LHRAEPWDFKLPRVMWHSRL                                         
                                                                    
gi|106 QTFPHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQP 
        40        50        60        70        80        90        
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.1  bits: 19.8 E():   23 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (59-70:73-84) 
 
       30        40        50        60        70        80         
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL         
                                     :..::..:. ..                   
gi|156 KHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
             50        60        70        80        90       100   
 
gi|156 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            110       120       130       140       150       160   
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 78.0  bits: 19.5 E():   23 
Smith-Waterman score: 46; 26.8% identity (58.5% similar) in 41 aa overlap (7-45:100-140) 
 
                                       10         20        30      
AAD-12                         PETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
           40        50        60        70        80 
AAD-12 A-CQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL 
       . : . . : :                                    
gi|100 GYCGSHHHHHH                                    
     130       140                                    
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 77.3  bits: 21.2 E():   25 
Smith-Waterman score: 51; 54.5% identity (72.7% similar) in 11 aa overlap (66-76:162-170) 
 
          40        50        60        70        80                
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL                
                                     ::.:  : .::                    
gi|108 DKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNF--PLLMWAWKIGPAIACGNTVVLKTA 
             140       150       160         170       180          
 
gi|108 EQTPLGGLVAASLVKEAGFPPGVINVISGFGKVAGAALSSHMDVDKVAFTGSTVVGRTIL 
     190       200       210       220       230       240          
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 77.3  bits: 19.5 E():   25 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (10-52:1-44) 
 
               10        20        30         40        50          
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQAPRVHAHQWAAGDVVVWDNRC 
                .: ..:..   ... .:... :.: :     :..    . . ::        
gi|166          MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAG 
                        10        20        30        40        50  
 
      60        70        80                                        
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AAD-12 LLHRAEPWDFKLPRVMWHSRL                                        
                                                                    
gi|166 TVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGG 
              60        70        80        90       100       110  
 
>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 77.3  bits: 19.5 E():   25 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (10-52:1-44) 
 
               10        20        30         40        50          
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQAPRVHAHQWAAGDVVVWDNRC 
                .: ..:..   ... .:... :.: :     :..    . . ::        
gi|215          MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAG 
                        10        20        30        40        50  
 
      60        70        80                                        
AAD-12 LLHRAEPWDFKLPRVMWHSRL                                        
                                                                    
gi|215 TVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVVPTADGG 
              60        70        80        90       100       110  
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 77.2  bits: 16.1 E():   25 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (13-18:8-13) 
 
               10        20        30        40        50        60 
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                   ::: .:                                           
gi|131      GPVGGVVHAHMMPLL                                         
                    10                                              
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.8  bits: 19.8 E():   27 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (14-51:156-194) 
 
                                10        20        30        40    
AAD-12                  PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|833 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
         130       140       150       160       170       180      
 
             50        60        70        80 
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL 
       .. .:: ..                              
gi|833 NVINWAEAENRYIAGDKGGHPFMKL              
         190       200       210              
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.4  bits: 19.8 E():   28 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (14-51:167-205) 
 
                                10        20        30        40    
AAD-12                  PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|164 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
        140       150       160       170       180       190       
 
             50        60        70        80 
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL 
       .. .:: ..                              
gi|164 NVINWAEAENRYIAGDKGGHPFMKL              
        200       210       220               
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 76.3  bits: 20.8 E():   29 
Smith-Waterman score: 50; 28.3% identity (43.4% similar) in 53 aa overlap (37-73:25-77) 
 
         10        20        30        40              50           
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ------WAAGDVVVWDN--- 
                                     ::  :. : .      . :: : .::     
gi|259       LSVCFLILFHGCLASRQEWQQQDECQIDRLDALEPDNRVEYEAGTVEAWDPNHE 
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                     10        20        30        40        50     
 
               60        70        80                               
AAD-12 --RC-----LLHRAEPWDFKLPRVMWHSRL                               
         ::     . :  .:  . ::.                                      
gi|259 QFRCAGVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQ 
           60        70        80        90       100       110     
 
>>gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Serum a  (607 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 75.9  bits: 21.2 E():   30 
Smith-Waterman score: 51; 23.2% identity (55.1% similar) in 69 aa overlap (9-73:430-498) 
 
                                     10        20           30      
AAD-12                       PETGRPSLLIGRHAHAIPGMDA---AESERFLEGLVDW 
                                     :: :...  : ...   .:  : :  . .  
gi|543 FTPLVEEPKSLVKKNCDLFEEVGEYDFQNALIVRYTKKAPQVSTPTLVEIGRTLGKVGSR 
     400       410       420       430       440       450          
 
          40        50         60        70        80               
AAD-12 ACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRL               
        :. :. .    . . ...  :: :.::.  : . :. .                      
gi|543 CCKLPESERLPCSENHLALALNRLCVLHEKTPVSEKITKCCTDSLAERRPCFSALELDEG 
     460       470       480       490       500       510          
 
gi|543 YVPKEFKAETFTFHADICTLPEDEKQIKKQSALAELVKHKPKATKEQLKTVLGNFSAFVA 
     520       530       540       550       560       570          
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.7  bits: 18.5 E():   31 
Smith-Waterman score: 43; 30.4% identity (60.9% similar) in 23 aa overlap (47-69:53-75) 
 
         20        30        40        50        60        70       
AAD-12 IPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW 
                                     :: . :.. ..  : :: .  :.        
gi|387 SINGNAPAEIDLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVD 
             30        40        50        60        70        80   
 
         80           
AAD-12 HSRL           
                      
gi|387 CASQHGCHGDTIPR 
             90       
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.8  bits: 18.5 E():   34 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (19-31:5-17) 
 
               10        20        30        40        50        60 
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                         :.:::: .  :.:                              
gi|208               MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACGLAKKSAEEVKAA 
                             10        20        30        40       
 
               70        80                                         
AAD-12 LHRAEPWDFKLPRVMWHSRL                                         
                                                                    
gi|208 FNKIDQDESGFIEEDELKLFLQNFSASARALTDKETANFLKAGDVDGDGKIGIEEFTDLV 
         50        60        70        80        90       100       
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.5  bits: 19.5 E():   36 
Smith-Waterman score: 46; 22.9% identity (60.4% similar) in 48 aa overlap (18-65:115-162) 
 
                            10        20        30        40        
AAD-12              PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. : ... . :     : ..:.  :..  
gi|383 GSEASANPKDKPAEEEEEEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSL 
           90       100       110       120       130       140     
 
        50        60        70        80                            
AAD-12 AAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL                            
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       .. .:  ::..  :.. :                                           
gi|383 VTLEVKPWDDETNLEELEANVRAIEMDGLVWGASKFVAVGFGIKKLQINLVVEDEKVSTD 
          150       160       170       180       190       200     
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.0  bits: 20.6 E():   38 
Smith-Waterman score: 53; 27.0% identity (56.8% similar) in 37 aa overlap (19-54:441-477) 
 
                           10        20        30         40        
AAD-12             PETGRPSLLIGRHAHAIPGMDAAESERFLEG-LVDWACQAPRVHAHQW 
                                     :. :.    .. : :.:  : .  .:. .  
gi|505 YQIAFSRGNRAFIAINLQKNQQNLQQKLHTGLPAGTYCDIISGNLIDNKCTGKSIHVDKN 
              420       430       440       450       460       470 
 
        50        60        70        80 
AAD-12 AAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL 
       . .:: :                           
gi|505 GQADVYVGHDEFDAFVAYHIGARIVS        
              480       490              
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 73.9  bits: 20.2 E():   38 
Smith-Waterman score: 48; 27.1% identity (47.5% similar) in 59 aa overlap (27-78:173-227) 
 
                   10        20        30        40        50       
AAD-12     PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV--- 
                                     : : :    .  .: .  :: . ::..    
gi|113 RGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQ-SDGDAIHVT 
            150       160       170       180       190        200  
 
                60        70        80                              
AAD-12 ----VWDNRCLLHRAEPWDFKLPRVMWHSRL                              
           .: ..: : ..  .:  :  : : :                                
gi|113 GSSDIWIDHCTLSKS--FD-GLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDLKM 
             210          220       230       240       250         
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.9  bits: 18.2 E():   44 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (13-50:20-57) 
 
                      10        20        30        40        50    
AAD-12        PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                          ::  . . : :. :    :..:   .:  :   .  ::    
gi|191 MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGS 
               10        20        30        40        50        60 
 
            60        70        80                          
AAD-12 VWDNRCLLHRAEPWDFKLPRVMWHSRL                          
                                                            
gi|191 VFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
               70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.9  bits: 18.2 E():   44 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (13-50:20-57) 
 
                      10        20        30        40        50    
AAD-12        PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                          ::  . . : :. :    :..:   .:  :   .  ::    
gi|730 MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGS 
               10        20        30        40        50        60 
 
            60        70        80                          
AAD-12 VWDNRCLLHRAEPWDFKLPRVMWHSRL                          
                                                            
gi|730 VFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
               70        80        90       100       110   
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.3  bits: 19.9 E():   47 
Smith-Waterman score: 47; 37.5% identity (68.8% similar) in 16 aa overlap (49-64:202-217) 
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       20        30        40        50        60        70         
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS 
                                     ::.  .: ..: : .:               
gi|113 DIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWIDHCSLSKASDGLLDITLGSSHV 
             180       190       200       210       220       230  
 
       80                                                           
AAD-12 RL                                                           
                                                                    
gi|113 TVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQRMPRCRFGFFQVVNNNY 
             240       250       260       270       280       290  
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 71.9  bits: 19.9 E():   50 
Smith-Waterman score: 47; 30.0% identity (66.7% similar) in 30 aa overlap (43-71:129-158) 
 
             20        30        40        50        60         70  
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEPWDFKL 
                                     ...:: ::.  : ..: . . : .:  .:. 
gi|114 DPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKI 
      100       110       120       130       140       150         
 
              80                                                    
AAD-12 PRVMWHSRL                                                    
                                                                    
gi|114 DYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEK 
      160       170       180       190       200       210         
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 71.8  bits: 16.2 E():   50 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (18-35:8-25) 
 
               10        20        30        40        50        60 
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                        :.. :. ....:..   :                          
gi|751           IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA                   
                         10        20        30                     
 
               70        80 
AAD-12 LHRAEPWDFKLPRVMWHSRL 
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.5  bits: 18.2 E():   52 
Smith-Waterman score: 42; 33.3% identity (66.7% similar) in 24 aa overlap (60-80:111-134) 
 
      30        40        50        60        70           80   
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL--PR-VMWHSRL   
                                     .:::.. .::.   :.  .: . :   
gi|144 GFVGRTYFTVLHTQCFRLDYPIVKCKVKSTILHRSKCYDFETFAPKKYQWFDVLQY 
               90       100       110       120       130       
 
>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.5  bits: 18.9 E():   52 
Smith-Waterman score: 44; 26.3% identity (68.4% similar) in 19 aa overlap (61-79:200-218) 
 
               40        50        60        70        80 
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL 
                                     ... ::  :. : . :...  
gi|274 KIFAPEIFTKFPNLNSYITRIESMPKISAYIKQQEPQLFNGPMAKWNTKY 
     170       180       190       200       210          
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.3  bits: 18.2 E():   54 
Smith-Waterman score: 42; 24.4% identity (56.1% similar) in 41 aa overlap (7-46:100-140) 
 
                                       10         20        30      
AAD-12                         PETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
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          40        50        60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL 
       .  .   : :.                                   
gi|100 GYYVGSHHHHHH                                  
     130       140                                   
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 71.2  bits: 16.2 E():   54 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (18-35:8-25) 
 
               10        20        30        40        50        60 
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                        :.. :. ....:..   :                          
gi|751           IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK                
                         10        20        30                     
 
               70        80 
AAD-12 LHRAEPWDFKLPRVMWHSRL 
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 71.0  bits: 18.2 E():   56 
Smith-Waterman score: 42; 27.8% identity (66.7% similar) in 36 aa overlap (14-49:28-62) 
 
                             10        20        30        40       
AAD-12               PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                  :.: :...: : ... .:  : .    ... .: 
gi|157 MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQA-EFRQLANGAPDKTEAEIEAQIEQ 
               10        20        30         40        50          
 
         50        60        70        80                           
AAD-12 WAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL                           
       :.:                                                          
gi|157 WVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPAAKAADARLSAIASNRALKV 
      60        70        80        90       100       110          
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 70.9  bits: 19.3 E():   56 
Smith-Waterman score: 53; 22.9% identity (56.2% similar) in 48 aa overlap (33-76:130-177) 
 
             10        20        30           40        50          
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC---QAPRVHAHQWAAGDVVVWDNRC 
                                     :::     .. .:... .. ::....:    
gi|287 FFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGT 
     100       110       120       130       140       150          
 
      60         70        80                                       
AAD-12 LLHRAEPWD-FKLPRVMWHSRL                                       
        .  : : . :.   . :                                           
gi|287 YVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAG 
     160       170       180       190       200       210          
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.8  bits: 19.6 E():   57 
Smith-Waterman score: 46; 28.0% identity (52.0% similar) in 25 aa overlap (40-64:351-375) 
 
      10        20        30        40        50        60          
AAD-12 IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF 
                                     :   .. :  ::: . .   .. ::      
gi|118 INGVQYPLSPSAYILQDDDSCTSGFEGMDVPTSSGELWILGDVFIRQYYTVFDRANNKVG 
              330       340       350       360       370       380 
 
      70        80 
AAD-12 KLPRVMWHSRL 
                   
gi|118 LAPVA       
                   
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.7  bits: 17.6 E():   58 
Smith-Waterman score: 40; 30.0% identity (50.0% similar) in 30 aa overlap (6-35:13-42) 
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                      10        20        30        40        50    
AAD-12        PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                   :. :.    .. ::   :: :   .:  .:                   
gi|144 VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKKGNLWEVKSSKPL 
               10        20        30        40        50        60 
 
            60        70        80          
AAD-12 VWDNRCLLHRAEPWDFKLPRVMWHSRL          
                                            
gi|144 TGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
               70        80        90       
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.2 E():   58 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (10-33:1-24) 
 
               10        20        30        40        50        60 
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                .: ..:..   ... .:... :.:                            
gi|215          MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAATGAYKSVEVKGDGGAG 
                        10        20        30        40        50  
 
               70        80                                         
AAD-12 LHRAEPWDFKLPRVMWHSRL                                         
                                                                    
gi|215 TVRIITLPEGSPITTMTVRTDAVNKEALSYDSTVIDGDILLGFIESIETHMVVVPTADGG 
              60        70        80        90       100       110  
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.7  bits: 18.2 E():   58 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (10-33:1-24) 
 
               10        20        30        40        50        60 
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                .: ..:..   ... .:... :.:                            
gi|892          MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVEVKGDGGAG 
                        10        20        30        40        50  
 
               70        80                                         
AAD-12 LHRAEPWDFKLPRVMWHSRL                                         
                                                                    
gi|892 TVRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVVPTADGG 
              60        70        80        90       100       110  
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.6  bits: 19.9 E():   58 
Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (4-26:344-366) 
 
                                          10        20        30    
AAD-12                            PETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
           320       330       340       350       360       370    
 
            40        50        60        70        80              
AAD-12 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL              
                                                                    
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 70.4  bits: 19.9 E():   60 
Smith-Waterman score: 47; 30.0% identity (66.7% similar) in 30 aa overlap (43-71:159-188) 
 
             20        30        40        50        60         70  
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEPWDFKL 
                                     ...:: ::.  : ..: . . : .:  .:. 
gi|476 DPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKI 
      130       140       150       160       170       180         
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              80                                                    
AAD-12 PRVMWHSRL                                                    
                                                                    
gi|476 DYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEK 
      190       200       210       220       230       240         
 
>>gi|159162378|pdb|1H2O|A Chain A, Solution Structure Of  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.4  bits: 18.2 E():   60 
Smith-Waterman score: 42; 26.1% identity (52.2% similar) in 23 aa overlap (54-76:23-45) 
 
            30        40        50        60        70        80    
AAD-12 ESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL    
                                     : :   :. .  :  .:  ...:        
gi|159         GVFTYESEFTSEIPPPRLFKAFVLDADNLVPKIAPQAIKHSEILWGDGGPGT 
                       10        20        30        40        50   
 
gi|159 IKKITFGEGSQYGYVKHKIDSIDKENYSYSYTLIEGDALGDTLEKISYETKLVASPSGGS 
             60        70        80        90       100       110   
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.9  bits: 19.3 E():   64 
Smith-Waterman score: 45; 28.6% identity (51.4% similar) in 35 aa overlap (13-47:258-291) 
 
                                 10        20        30        40   
AAD-12                   PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     :...:    .  : :  .  : :. :  :. 
gi|510 IGENIIGHLLIVFDGGKSQPACSWYDVPCSHSESIVYATGMVSGRCQHLAVPWTAQQ-RI 
       230       240       250       260       270       280        
 
             50        60        70        80                       
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL                       
       .  ::                                                        
gi|510 NPIQWKFWRVFTSNIPAYPTSDTTNCVVLNTNVFKNDNTFEGEYHAFPDCARNLFKCRQQ 
        290       300       310       320       330       340       
 
>>gi|3182907|sp|O02380.1|ALL2_TYRPU RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.6  bits: 17.9 E():   66 
Smith-Waterman score: 41; 37.5% identity (100.0% similar) in 8 aa overlap (59-66:41-48) 
 
       30        40        50        60        70        80         
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL         
                                     :..:...:                       
gi|318 AVAAAGQVKFTDCGKKEIASVAVDGCEGDLCVIHKSKPVHVIAEFTANQDTCKIEVKVTG 
               20        30        40        50        60        70 
 
gi|318 QLNGLEVPIPGIETDGCKVLKCPLKKGTKYTMNYSVNVPSVVPNIKTVVKLLATGEHGVL 
               80        90       100       110       120       130 
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.6  bits: 19.3 E():   67 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (3-19:225-240) 
 
                                           10        20        30   
AAD-12                             PETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
             40        50        60        70        80             
AAD-12 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL             
                                                                    
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.6  bits: 19.3 E():   67 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (3-19:225-240) 
 
                                           10        20        30   
AAD-12                             PETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
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gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
             40        50        60        70        80             
AAD-12 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL             
                                                                    
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ver  (472 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 69.4  bits: 19.6 E():   68 
Smith-Waterman score: 46; 25.6% identity (51.2% similar) in 43 aa overlap (31-73:415-455) 
 
               10        20        30        40        50        60 
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     ::.  .  : :. . .    ::.  .:    
gi|156 EGQLVVVPQNFAVVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVI--QNSFD 
          390       400       410       420       430         440   
 
               70        80           
AAD-12 LHRAEPWDFKLPRVMWHSRL           
       . : . :..:  :                  
gi|156 ISREDAWNLKESRSEMTIFAPGSRSQRQRN 
            450       460       470   
 
>>gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen 11S   (472 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 69.4  bits: 19.6 E():   68 
Smith-Waterman score: 46; 25.6% identity (51.2% similar) in 43 aa overlap (31-73:415-455) 
 
               10        20        30        40        50        60 
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     ::.  .  : :. . .    ::.  .:    
gi|110 EGQLVVVPQNFAVVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVI--QNSFD 
          390       400       410       420       430         440   
 
               70        80           
AAD-12 LHRAEPWDFKLPRVMWHSRL           
       . : . :..:  :                  
gi|110 ISREDAWNLKESRSEMTIFAPGSRSQRQRN 
            450       460       470   
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.4  bits: 19.3 E():   68 
Smith-Waterman score: 45; 25.7% identity (47.1% similar) in 70 aa overlap (2-68:290-358) 
 
                                              10        20          
AAD-12                              PETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
      30        40        50        60         70        80     
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP-WDFKLPRVMWHSRL     
        .. :   . :.:. : ..      :..  :   ::  ::                 
gi|124 FAMFDENKKQPEVEKH-FGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330        340       350       360       370     
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.4  bits: 19.3 E():   68 
Smith-Waterman score: 45; 25.7% identity (47.1% similar) in 70 aa overlap (2-68:290-358) 
 
                                              10        20          
AAD-12                              PETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
      30        40        50        60         70        80     
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP-WDFKLPRVMWHSRL     
        .. :   . :.:. : ..      :..  :   ::  ::                 
gi|268 FAMFDENKKQPEVEKH-FGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
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     320       330        340       350       360       370     
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.4  bits: 19.3 E():   68 
Smith-Waterman score: 45; 25.7% identity (47.1% similar) in 70 aa overlap (2-68:290-358) 
 
                                              10        20          
AAD-12                              PETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
      30        40        50        60         70        80     
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP-WDFKLPRVMWHSRL     
        .. :   . :.:. : ..      :..  :   ::  ::                 
gi|124 FAMFDENKKQPEVEKH-FGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330        340       350       360       370     
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 69.2  bits: 18.9 E():   69 
Smith-Waterman score: 44; 47.4% identity (63.2% similar) in 19 aa overlap (24-39:72-90) 
 
                      10        20        30           40        50 
AAD-12        PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW---ACQAPRVHAHQWAAG 
                                     :.. ::   :::   ::.:            
gi|144 TISKQVVFLIHGFLSTGNNENFVAMSKALIEKDDFLVISVDWKKGACNAFASTKDALGYS 
              50        60        70        80        90       100  
 
               60        70        80                               
AAD-12 DVVVWDNRCLLHRAEPWDFKLPRVMWHSRL                               
                                                                    
gi|144 KAVGNTRHVGKFVADFTKLLVEKYKVLISNIRLIGHSLGAHTSGFAGKEVQKLKLGKYKE 
             110       120       130       140       150       160  
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.0  bits: 17.9 E():   71 
Smith-Waterman score: 41; 20.8% identity (79.2% similar) in 24 aa overlap (10-33:1-24) 
 
               10        20        30        40        50        60 
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                .: ..:..   ... .:....:.:                            
gi|134          MGVQTHVLELTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPG 
                        10        20        30        40        50  
 
               70        80                                         
AAD-12 LHRAEPWDFKLPRVMWHSRL                                         
                                                                    
gi|134 TLKIITLPDGGPITTMTLRIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGG 
              60        70        80        90       100       110  
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.0  bits: 19.3 E():   72 
Smith-Waterman score: 53; 22.9% identity (56.2% similar) in 48 aa overlap (33-76:120-167) 
 
             10        20        30           40        50          
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC---QAPRVHAHQWAAGDVVVWDNRC 
                                     :::     .. .:... .. ::....:    
gi|855 FFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGT 
      90       100       110       120       130       140          
 
      60         70        80                                       
AAD-12 LLHRAEPWD-FKLPRVMWHSRL                                       
        .  : : . :.   . :                                           
gi|855 YVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAG 
     150       160       170       180       190       200          
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 69.0  bits: 19.3 E():   72 
Smith-Waterman score: 45; 26.8% identity (48.8% similar) in 41 aa overlap (27-61:172-212) 
 
                   10        20        30        40              50 
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AAD-12     PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW------AAG 
                                     .  :: .  : .:   : :.       .:: 
gi|625 RGANVEITCGGLTIHNVCNVIIHNIHIHDIKVTEGGIIKATDAKPGHRHKSDGDGICVAG 
             150       160       170       180       190       200  
 
               60        70        80                               
AAD-12 DVVVWDNRCLLHRAEPWDFKLPRVMWHSRL                               
       .  .: ..: :                                                  
gi|625 SSKIWIDHCTLSHGPDGLIDVTLGSTAVTISNCKFSHHQKILLLGADNSHVDDKKMHVTV 
             210       220       230       240       250       260  
 
>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.9  bits: 19.0 E():   72 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (2-45:254-299) 
 
                                              10        20          
AAD-12                              PETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
      30        40        50        60        70        80 
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL 
        .. :   . :.:. :                                    
gi|261 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFS                   
           290       300       310                         
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 18.6 E():   73 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (33-46:29-42) 
 
             10        20        30        40        50        60   
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH 
                                     :.:  : :  . ::                 
gi|170   MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQT 
                 10        20        30        40        50         
 
             70        80                                           
AAD-12 RAEPWDFKLPRVMWHSRL                                           
                                                                    
gi|170 FPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQ 
       60        70        80        90       100       110         
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 68.8  bits: 21.3 E():   73 
Smith-Waterman score: 58; 26.1% identity (67.4% similar) in 46 aa overlap (29-70:1159-1202) 
 
                 10        20        30         40           50     
AAD-12   PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ-AP---RVHAHQWAAGDVVV 
                                     .::..:.  . .:   ..:::  . :.    
gi|203 ESNKGTPIELQYKVSGKDRSKRAAEMNAEDVEGVIDYKNSGSPIDSKMHAHLKVKGNNYG 
     1130      1140      1150      1160      1170      1180         
 
           60        70        80                                   
AAD-12 WDNRCLLHRAEPWDFKLPRVMWHSRL                                   
       .:..  :...:: ...                                             
gi|203 YDSE--LKQTEPQQYEGKMTLSKNDKKIFITHKTEMTKPTSTFLLKTDADVSYSESDMKK 
     1190        1200      1210      1220      1230      1240       
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.7  bits: 19.6 E():   74 
Smith-Waterman score: 46; 22.4% identity (57.1% similar) in 49 aa overlap (3-47:15-63) 
 
                           10        20        30            40     
AAD-12             PETGRPSLLIGRHAHAIPGMDAAESERFLEGLV----DWACQAPRVHA 
                     :. : :. . :  : : ..:...... .. .    : . :   ..  
gi|601 MRGALAGLSLATLATASPVLVNSIHNDAAPIISASNAKEIADNYMIKFKDHVTQNLAAEH 
               10        20        30        40        50        60 
 
           50        60        70        80                         
AAD-12 HQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL                         
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       : :                                                          
gi|601 HGWVQDLHEKTQVAKTELRKRSQSPMVDDIFNGLKHTYNIAGGLMGYAGHFDEDVIEQIR 
               70        80        90       100       110       120 
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.6  bits: 17.6 E():   75 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (59-70:27-38) 
 
       30        40        50        60        70        80         
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL         
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.6  bits: 17.6 E():   75 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (59-70:27-38) 
 
       30        40        50        60        70        80         
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL         
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.6  bits: 17.6 E():   75 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (59-70:27-38) 
 
       30        40        50        60        70        80         
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL         
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.6  bits: 17.6 E():   75 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (59-70:27-38) 
 
       30        40        50        60        70        80         
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL         
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.6  bits: 17.6 E():   75 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (59-70:27-38) 
 
       30        40        50        60        70        80         
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL         
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 68.5  bits: 21.0 E():   76 
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Smith-Waterman score: 50; 44.4% identity (63.0% similar) in 27 aa overlap (6-31:636-662) 
 
                                        10         20        30     
AAD-12                          PETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVD 
                                     :: : : : : .:::  . ..:  :.:    
gi|278 SRGPSGPPGPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIG 
         610       620       630       640       650       660      
 
           40        50        60        70        80               
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL               
                                                                    
gi|278 SPGRDGARGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAG 
         670       680       690       700       710       720      
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 68.5  bits: 15.6 E():   76 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (18-35:8-25) 
 
               10        20        30        40        50        60 
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                        :.. :  ....:..   :                          
gi|751           IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA                   
                         10        20        30                     
 
               70        80 
AAD-12 LHRAEPWDFKLPRVMWHSRL 
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.1  bits: 19.3 E():   80 
Smith-Waterman score: 45; 38.9% identity (72.2% similar) in 18 aa overlap (11-28:241-258) 
 
                                   10        20        30        40 
AAD-12                     PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                     :  .... :::.: :: .             
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDQTYDLNFKE 
              220       230       240       250       260       270 
 
               50        60        70        80                     
AAD-12 RVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL                     
                                                                    
gi|144 ENNNGSQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 68.1  bits: 17.6 E():   80 
Smith-Waterman score: 40; 25.7% identity (60.0% similar) in 35 aa overlap (7-40:100-134) 
 
                                       10         20        30      
AAD-12                         PETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|105 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
          40        50        60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL 
       .  .:                                         
gi|105 GYWVPSSNS                                     
     130                                             
 
>>gi|14423651|sp|Q9U5P2.1|ALL5_LEPDS RecName: Full=Mite   (110 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 68.1  bits: 17.3 E():   80 
Smith-Waterman score: 39; 33.3% identity (61.9% similar) in 21 aa overlap (57-77:8-28) 
 
         30        40        50        60        70        80       
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL       
                                     .: :.: .:    :: ... :          
gi|144                        DDFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELE 
                                      10        20        30        
 
gi|144 KSKSKELKAQILREISIGLDFIDSAKGHFERELKRADLNLAEKFNFESALSTGAVLHKDL 
        40        50        60        70        80        90        
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>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 17.6 E():   81 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (57-65:40-48) 
 
         30        40        50        60        70        80       
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL       
                                     . :..::.:                      
gi|158 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|158 LAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 17.6 E():   81 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (57-65:40-48) 
 
         30        40        50        60        70        80       
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL       
                                     . :..::.:                      
gi|170 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|170 LAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 17.6 E():   81 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (57-65:40-48) 
 
         30        40        50        60        70        80       
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL       
                                     . :..::.:                      
gi|212 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|212 LTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 67.9  bits: 15.6 E():   82 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (18-35:8-25) 
 
               10        20        30        40        50        60 
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                        :.. :  ....:..   :                          
gi|751           IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK                
                         10        20        30                     
 
               70        80 
AAD-12 LHRAEPWDFKLPRVMWHSRL 
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.9  bits: 18.0 E():   82 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (12-28:17-30) 
 
                    10        20        30        40        50      
AAD-12      PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW 
                       ::   .:..:    :::                            
gi|212 VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFSYD 
               10        20           30        40        50        
 
          60        70        80                                    
AAD-12 DNRCLLHRAEPWDFKLPRVMWHSRL                                    
                                                                    
gi|212 DALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYENYAIVEGC 
        60        70        80        90       100       110        
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.8  bits: 18.0 E():   83 
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Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (12-28:18-31) 
 
                     10        20        30        40        50     
AAD-12       PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
                        ::   .:..:    :::                           
gi|144 AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFSY 
               10        20           30        40        50        
 
           60        70        80                                   
AAD-12 WDNRCLLHRAEPWDFKLPRVMWHSRL                                   
                                                                    
gi|144 DDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYDNYAIVEG 
        60        70        80        90       100       110        
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.8  bits: 18.0 E():   83 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (12-28:18-31) 
 
                     10        20        30        40        50     
AAD-12       PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
                        ::   .:..:    :::                           
gi|116 AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFSY 
               10        20           30        40        50        
 
           60        70        80                                   
AAD-12 WDNRCLLHRAEPWDFKLPRVMWHSRL                                   
                                                                    
gi|116 DDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYENYAIVEG 
        60        70        80        90       100       110        
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 18.0 E():   85 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (35-58:70-93) 
 
           10        20        30        40        50        60     
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|283 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
      40        50        60        70        80        90          
 
           70        80                                             
AAD-12 EPWDFKLPRVMWHSRL                                             
                                                                    
gi|283 CGPVGAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
     100       110       120       130       140       150          
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.5  bits: 18.0 E():   86 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (12-28:27-40) 
 
                              10        20        30        40      
AAD-12                PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                 ::   .:..:    :::                  
gi|194 MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEALTQY 
               10        20        30           40        50        
 
          50        60        70        80                          
AAD-12 QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL                          
                                                                    
gi|194 KCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDY 
        60        70        80        90       100       110        
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.4  bits: 18.6 E():   87 
Smith-Waterman score: 43; 26.9% identity (65.4% similar) in 26 aa overlap (48-72:14-39) 
 
        20        30        40        50        60        70        
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK-LPRVMW 
                                     :.. ..  ..::.    .::. . ::     
gi|217                  MKTFLVFALLAVAATSAIAQMETRCIPGLERPWQQQPLPPQQT 
                                10        20        30        40    
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         80                                                         
AAD-12 HSRL                                                         
                                                                    
gi|217 FPQQPLFSQQQQQQLFPQQPSFSQQQPPFWQQQPPFSQQQPILPQQPPFSQQQQLVLPQQ 
            50        60        70        80        90       100    
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.4  bits: 17.6 E():   87 
Smith-Waterman score: 40; 53.8% identity (76.9% similar) in 13 aa overlap (5-17:38-49) 
 
                                         10        20        30     
AAD-12                           PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 
                                     .:.:  : ::::.                  
gi|160 LNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKPGLH-GFHAHALGDTTNGCMSTGPHFNPV 
        10        20        30        40         50        60       
 
           40        50        60        70        80               
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL               
                                                                    
gi|160 GKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLG 
         70        80        90       100       110       120       
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 67.3  bits: 19.0 E():   88 
Smith-Waterman score: 44; 40.9% identity (59.1% similar) in 22 aa overlap (51-72:92-111) 
 
               30        40        50        60        70        80 
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL 
                                     :.: . ::  :: .  ::  .:         
gi|258 QGEEFHKIVFTVEGLQEFGNFVQFLEDHGLDAVGYINR--LHSVFGWDPYVPSSKRKHTR 
              70        80        90         100       110          
 
gi|258 RGVGVDGLIDDIIAILPIDDLKALFQEKLETSPDFKAFYDAVRSPEFQSIVQTLNAMPEY 
     120       130       140       150       160       170          
 
>>gi|1093120|prf||2103117A allergen Dac g II              (196 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 18.0 E():   88 
Smith-Waterman score: 41; 18.9% identity (45.9% similar) in 37 aa overlap (37-73:141-177) 
 
         10        20        30        40        50        60       
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP 
                                     :    .  :.  . :   .:.  ....    
gi|109 VFQFLILSCQGRIVNNCEVLICVMRRGNAMCLIASISMHHILTLDRFFFDGLEIIYKIFK 
              120       130       140       150       160       170 
 
         70        80             
AAD-12 WDFKLPRVMWHSRL             
         :. ::                    
gi|109 MMFQKPRTRTCIEKDFPRRSSSSIPT 
              180       190       
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.0  bits: 18.0 E():   92 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (35-58:87-110) 
 
           10        20        30        40        50        60     
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|123 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
           70        80                                             
AAD-12 EPWDFKLPRVMWHSRL                                             
                                                                    
gi|123 CGPVGAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.0  bits: 18.0 E():   92 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (35-58:87-110) 
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           10        20        30        40        50        60     
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|158 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
           70        80                                             
AAD-12 EPWDFKLPRVMWHSRL                                             
                                                                    
gi|158 CGPVGAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|111120420|gb|ABH06344.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (48-65:109-126) 
 
        20        30        40        50        60        70        
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
        80 
AAD-12 SRL 
 
>>gi|111120432|gb|ABH06350.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (48-65:109-126) 
 
        20        30        40        50        60        70        
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
        80 
AAD-12 SRL 
 
>>gi|111494253|gb|ABH06347.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (48-65:109-126) 
 
        20        30        40        50        60        70        
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
        80 
AAD-12 SRL 
 
>>gi|111120428|gb|ABH06348.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (48-65:109-126) 
 
        20        30        40        50        60        70        
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
        80 
AAD-12 SRL 
 
>>gi|111120424|gb|ABH06346.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.9  bits: 17.3 E():   93 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (48-65:109-126) 
 
        20        30        40        50        60        70        
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
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                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
        80 
AAD-12 SRL 
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.8  bits: 18.0 E():   94 
Smith-Waterman score: 41; 31.2% identity (56.2% similar) in 16 aa overlap (65-80:70-85) 
 
           40        50        60        70        80               
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL               
                                     .:   :.: . :  .:               
gi|613 DAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIAQRWANQCTFE 
      40        50        60        70        80        90          
 
gi|613 HDACRNVERFAVGQNIAATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMH 
     100       110       120       130       140       150          
 
>>gi|1478293|gb|AAB35897.1| 31 kda major allergen/diseas  (26 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 66.6  bits: 14.9 E():   96 
Smith-Waterman score: 32; 45.5% identity (72.7% similar) in 11 aa overlap (1-11:10-20) 
 
                        10        20        30        40        50  
AAD-12          PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 
                :.:  :..: :                                         
gi|147 AKITFTNNXPNTVWPGILTGFGQKPQ                                   
               10        20                                         
 
>>gi|481397|pir||S38584 allergen Phl p Vb - common timot  (280 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 66.4  bits: 18.3 E():   98 
Smith-Waterman score: 42; 36.0% identity (56.0% similar) in 25 aa overlap (1-25:75-96) 
 
                                             10        20        30 
AAD-12                               PETGRPSLLIGRHAHAIPGMDAAESERFLE 
                                     :.  ::   . . :  .: .::: :      
gi|481 IEDINVGFKAAVAARQRPAADKFKTFEAASPRHPRP---LRQGAGLVPKLDAAYSVAYKA 
           50        60        70        80           90       100  
 
               40        50        60        70        80           
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL           
                                                                    
gi|481 AVGATPEAKFDSFVASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAF 
             110       120       130       140       150       160  
 
>>gi|691726|gb|AAB32317.1| Cyn d Ib isoallergen {N-termi  (34 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 66.4  bits: 15.3 E():   99 
Smith-Waterman score: 33; 25.0% identity (58.3% similar) in 24 aa overlap (18-41:8-31) 
 
               10        20        30        40        50        60 
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                        : . :.   ..::. . .  . ::                    
gi|691           AIGDKPGPKITATYXXKWLEAKATFYGSNPRGAA                 
                         10        20        30                     
 
               70        80 
AAD-12 LHRAEPWDFKLPRVMWHSRL 
 
>>gi|69552|pir||MEHB2 melittin, minor - honeybee          (27 aa) 
 initn:  32 init1:  32 opt:  32  Z-score: 66.4  bits: 14.9 E():   99 
Smith-Waterman score: 32; 30.8% identity (61.5% similar) in 13 aa overlap (29-41:13-25) 
 
               10        20        30        40        50        60 
AAD-12 PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                   : .:..:  .  :                    
gi|695                 GIGAVLKVLTTGLPALISWISRKKRQQ                  
                               10        20                         
 
               70        80 
AAD-12 LHRAEPWDFKLPRVMWHSRL 
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>>gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia mutic  (284 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 66.3  bits: 18.3 E(): 1e 
Smith-Waterman score: 42; 36.8% identity (73.7% similar) in 19 aa overlap (12-30:63-80) 
 
                                  10        20        30        40  
AAD-12                    PETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     .:: ..  ..::: .:. :            
gi|219 EDSKAKIEEDLTSLQKKYTNLENEFDQVNEKHADSVAKLEAAE-KRLTETEDEIKGYTRK 
             40        50        60        70         80        90  
 
              50        60        70        80                      
AAD-12 VHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL                      
                                                                    
gi|219 IQLLEDDLERTQTKLDEATGKLEEATKSADESERGRKVLESRSLADDDRIDGLEKQVKDA 
             100       110       120       130       140       150  
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:03:04 2011 done: Fri Jan 21 00:03:05 2011 
 Total Scan time:  0.070 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 203  - 282 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     1     8:=* 
  34    24    22:=====* 
  36    22    44:======    * 
  38    32    73:========          * 
  40    75   102:===================      * 
  42    96   125:========================       * 
  44   116   138:=============================     * 
  46   186   140:==================================*============ 
  48   207   134:=================================*================== 
  50   102   122:==========================    * 
  52   139   108:==========================*======== 
  54    99    92:======================*== 
  56    94    77:===================*==== 
  58    48    63:============   * 
  60    35    51:=========   * 
  62    43    41:==========* 
  64    26    33:======= * 
  66    22    26:======* 
  68    29    20:====*=== 
  70    17    16:===*= 
  72     8    12:==* 
  74     5    10:==* 
  76     9     8:=*= 
  78    11     6:=*= 
  80    20     5:=*=== 
  82     5     3:*= 
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  84     5     3:*= 
  86     3     2:* 
  88     2     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     3     1:*         :*== 
  94     2     1:*         :*= 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     1     0:=         *= 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.19410.00318; mu= 8.4503 0.169 
 mean_var=37.372711.537, 0's: 2 Z-trim: 3  B-trim: 15 in 1/43 
 Lambda= 0.209796 
 Kolmogorov-Smirnov  statistic: 0.0990 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   73 27.7    0.23 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   66 25.6       1 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   59 23.3     1.7 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   56 22.4     2.5 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   55 22.0     2.5 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   56 22.4     3.3 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   56 22.4     3.3 
gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Se ( 608)   61 24.2     3.8 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   54 21.9     6.5 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   54 21.9     6.5 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   54 21.9     6.5 
gi|3336842|emb|CAA76847.1| bovine serum albumin [B ( 607)   57 23.0     8.9 
gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Se ( 607)   57 23.0     8.9 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   50 20.6     9.8 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   53 21.6      11 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   56 22.7      11 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   50 20.6      11 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   50 20.6      11 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   53 21.6      12 
gi|212279|gb|AAA48944.1| lysozyme protein [Gallus  (  24)   42 17.9      12 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   55 22.3      13 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   48 20.0      15 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   48 20.0      15 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   48 20.0      15 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   48 20.0      15 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   48 20.0      15 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   48 20.0      15 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   52 21.3      15 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   53 21.7      16 
gi|34495280|gb|AAQ73487.1| type 2 allergen Lep d 2 ( 140)   48 20.0      16 
gi|34495278|gb|AAQ73486.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495290|gb|AAQ73492.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495284|gb|AAQ73489.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495288|gb|AAQ73491.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495274|gb|AAQ73484.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495282|gb|AAQ73488.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|33772588|gb|AAQ54603.1| Gly d 2.03 [Glycyphagus ( 141)   48 20.0      16 
gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   48 20.0      17 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   48 20.0      17 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   48 20.0      17 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 7099



 

 

gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   47 19.7      18 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   47 19.7      18 
gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Sc ( 129)   47 19.7      18 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   47 19.7      20 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   47 19.7      20 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   47 19.7      21 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   47 19.7      21 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   47 19.7      21 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   47 19.7      21 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   47 19.7      21 
gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Gl ( 162)   47 19.7      22 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   49 20.4      24 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   47 19.7      24 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   46 19.4      24 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   51 21.1      26 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   46 19.4      26 
gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   46 19.4      26 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 16.0      28 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   47 19.7      28 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   47 19.8      29 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   50 20.8      30 
gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Ser ( 607)   51 21.1      31 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   43 18.4      33 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   46 19.4      35 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 18.4      36 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   46 19.5      37 
gi|14424466|sp|P35778.2|VA3_SOLIN RecName: Full=Ve ( 234)   46 19.5      38 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   49 20.5      39 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   48 20.2      40 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   42 18.1      46 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   42 18.1      46 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   47 19.9      49 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   47 19.9      51 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   47 19.9      52 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 16.1      54 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   44 18.8      54 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   42 18.2      54 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   42 18.2      56 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 16.1      58 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.2      58 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   45 19.2      58 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   46 19.6      59 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 19.9      60 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.2      61 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.2      61 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   40 17.5      61 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   47 19.9      61 
gi|159162378|pdb|1H2O|A Chain A, Solution Structur ( 159)   42 18.2      62 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   45 19.2      66 
gi|1170095|sp|P46419.1|GSTM1_DERPT RecName: Full=G ( 219)   43 18.5      67 
gi|60920878|gb|AAX37326.1| glutathione transferase ( 219)   43 18.5      67 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.2      69 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.2      69 
gi|3182907|sp|O02380.1|ALL2_TYRPU RecName: Full=Mi ( 141)   41 17.9      69 
gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ( 472)   46 19.6      70 
gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen  ( 472)   46 19.6      70 
gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [He ( 374)   45 19.2      70 
gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [He ( 374)   45 19.2      70 
gi|268037674|gb|ACY91851.1| beta-1,3-glucanase for ( 374)   45 19.2      70 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   44 18.9      71 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.3      74 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.3      74 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   51 21.3      74 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   41 17.9      74 
gi|261824817|pdb|3F55|D Chain D, Crystal Structure ( 316)   44 18.9      74 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   43 18.6      75 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   46 19.6      76 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.0      77 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   40 17.5      78 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   40 17.5      78 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   40 17.5      78 
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gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   40 17.5      78 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   40 17.5      78 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 15.5      81 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.3      81 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   40 17.6      83 
gi|14423651|sp|Q9U5P2.1|ALL5_LEPDS RecName: Full=M ( 110)   39 17.2      84 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   40 17.6      84 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   40 17.6      84 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   40 17.6      84 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 17.9      85 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 17.9      86 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 17.9      86 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 15.5      87 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   41 17.9      88 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 17.9      89 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   43 18.6      89 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   40 17.6      90 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   44 19.0      90 
gi|1093120|prf||2103117A allergen Dac g II         ( 196)   41 17.9      91 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   41 17.9      94 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   41 17.9      94 
gi|111120432|gb|ABH06350.1| Blo t 21 allergen [Blo ( 129)   39 17.2      96 
gi|111120420|gb|ABH06344.1| Blo t 21 allergen [Blo ( 129)   39 17.2      96 
gi|111494253|gb|ABH06347.1| Blo t 21 allergen [Blo ( 129)   39 17.2      96 
gi|111120428|gb|ABH06348.1| Blo t 21 allergen [Blo ( 129)   39 17.2      96 
gi|111120424|gb|ABH06346.1| Blo t 21 allergen [Blo ( 129)   39 17.2      96 
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  73 init1:  73 opt:  73  Z-score: 113.8  bits: 27.7 E(): 0.23 
Smith-Waterman score: 73; 35.5% identity (54.8% similar) in 31 aa overlap (19-49:246-276) 
 
                           10        20        30        40         
AAD-12             ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:: :   . :     .: . 
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
 
       50        60        70        80                             
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA                             
       :                                                            
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  66 init1:  66 opt:  66  Z-score: 102.4  bits: 25.6 E():    1 
Smith-Waterman score: 66; 32.3% identity (54.8% similar) in 31 aa overlap (19-49:247-277) 
 
                           10        20        30        40         
AAD-12             ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:  :   . :.    .: . 
gi|232 APDIKTPKEALDLIMDAIDKAGYKGKVGIAMDVASSEFYKDGKYDLDFKNPESDPSKWLS 
        220       230       240       250       260       270       
 
       50        60        70        80                             
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA                             
       :                                                            
gi|232 GPQLADLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKT 
        280       290       300       310       320       330       
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  51 init1:  51 opt:  59  Z-score: 98.3  bits: 23.3 E():  1.7 
Smith-Waterman score: 59; 32.1% identity (48.2% similar) in 56 aa overlap (4-55:83-133) 
 
                                            10          20          
AAD-12                            ETGRPSL--LIGRHA--HAIPGMDAAESERFLE 
                                     ::.:  ::   :  :   :.. :. :.:   
gi|121 IKDSADFAVHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKARGIEKAQFEEFRA 
             60        70        80        90       100       110   
 
      30        40        50        60        70        80 
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA 
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       .:::.       :  .:      .::                          
gi|121 SLVDYLS-----HHLDWNDTMKSTWDLALNNMFFYILHALEVAQ        
                 120       130       140       150         
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 95.2  bits: 22.4 E():  2.5 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (30-46:68-86) 
 
                10        20        30          40        50        
AAD-12  ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|219 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
        60        70        80 
AAD-12 CLLHRAEPWDFKLPRVMWHSRLA 
                               
gi|219 SFDSDRSGLLLKQKVSDE      
       100       110           
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 95.2  bits: 22.0 E():  2.5 
Smith-Waterman score: 55; 30.4% identity (41.3% similar) in 46 aa overlap (33-75:29-70) 
 
             10        20        30        40        50        60   
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 
                                     :  :::   : .. : ..   :: : .    
gi|323   QAGGQTCAGNICCSQYGYCGTTADYCSPDNNCQATY-HYYNPAQNN---WDLRAVSAY 
                 10        20        30         40           50     
 
             70           80                 
AAD-12 AEPWDFKLP---RVMWHSRLA                 
          ::   :   :  :                      
gi|323 CSTWDADKPYSWRYGWTAFCGPAGPRCLRTNAAVTVR 
           60        70        80        90  
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 93.1  bits: 22.4 E():  3.3 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (30-46:68-86) 
 
                10        20        30          40        50        
AAD-12  ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|456 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNF 
        40        50        60        70        80        90        
 
        60        70        80                                      
AAD-12 CLLHRAEPWDFKLPRVMWHSRLA                                      
                                                                    
gi|456 SFGSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 93.1  bits: 22.4 E():  3.3 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (30-46:68-86) 
 
                10        20        30          40        50        
AAD-12  ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|184 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
        60        70        80                                      
AAD-12 CLLHRAEPWDFKLPRVMWHSRLA                                      
                                                                    
gi|184 SFDSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Serum   (608 aa) 
 initn:  43 init1:  43 opt:  61  Z-score: 92.0  bits: 24.2 E():  3.8 
Smith-Waterman score: 61; 26.1% identity (53.6% similar) in 69 aa overlap (1-65:424-492) 
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                                             10        20           
AAD-12                               ETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :. :... .: ...   .:  :  
gi|135 YAHVFDEFKPLVEEPHNLVKTNCELFEKLGEYGFQNALLVRYTKKVPQVSTPTLVEVSRS 
           400       410       420       430       440       450    
 
        30        40        50         60        70        80       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLA       
       :  . .  :  :...  . :   . :  :: :.::.  :                      
gi|135 LGKVGSKCCTHPEAERLSCAEDYLSVVLNRLCVLHEKTPVSERVTKCCTESLVNRRPCFS 
           460       470       480       490       500       510    
 
gi|135 ALQVDETYVPKEFSAETFTFHADLCTLPEAEKQIKKQSALVELLKHKPKATEEQLKTVMG 
           520       530       540       550       560       570    
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 87.9  bits: 21.9 E():  6.5 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (50-64:122-138) 
 
      20        30        40        50        60          70        
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRVMWHS 
                                     : :..::.:::  :..:              
gi|162 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
        80                                                       
AAD-12 RLA                                                       
                                                                 
gi|162 RKELAAVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200         
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 87.8  bits: 21.9 E():  6.5 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (50-64:122-138) 
 
      20        30        40        50        60          70        
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRVMWHS 
                                     : :..::.:::  :..:              
gi|124 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
        80                                                         
AAD-12 RLA                                                         
                                                                   
gi|124 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 87.8  bits: 21.9 E():  6.5 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (50-64:122-138) 
 
      20        30        40        50        60          70        
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRVMWHS 
                                     : :..::.:::  :..:              
gi|209 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
        80                                                         
AAD-12 RLA                                                         
                                                                   
gi|209 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|3336842|emb|CAA76847.1| bovine serum albumin [Bos t  (607 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 85.5  bits: 23.0 E():  8.9 
Smith-Waterman score: 57; 23.7% identity (50.0% similar) in 76 aa overlap (1-72:423-498) 
 
                                             10        20           
AAD-12                               ETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :: :... .: ...   .:  :  
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gi|333 YSTVFDKLKHLVDEPQNLIKQNCDQFEKLGEYGFQNALIVRYTRKVPQVSTPTLVEVSRS 
            400       410       420       430       440       450   
 
        30        40        50         60        70        80       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLA       
       :  .    :  :. .    .   . .  :: :.::.  : . :. .               
gi|333 LGKVGTRCCTKPESERMPCTEDYLSLILNRLCVLHEKTPVSEKVTKCCTESLVNRRPCFS 
            460       470       480       490       500       510   
 
gi|333 ALTPDETYVPKAFDEKLFTFHADICTLPDTEKQIKKQTALVELLKHKPKATEEQLKTVME 
            520       530       540       550       560       570   
 
>>gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Serum   (607 aa) 
 initn:  41 init1:  41 opt:  57  Z-score: 85.5  bits: 23.0 E():  8.9 
Smith-Waterman score: 57; 23.7% identity (50.0% similar) in 76 aa overlap (1-72:423-498) 
 
                                             10        20           
AAD-12                               ETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :: :... .: ...   .:  :  
gi|135 YSTVFDKLKHLVDEPQNLIKQNCDQFEKLGEYGFQNALIVRYTRKVPQVSTPTLVEVSRS 
            400       410       420       430       440       450   
 
        30        40        50         60        70        80       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLA       
       :  .    :  :. .    .   . .  :: :.::.  : . :. .               
gi|135 LGKVGTRCCTKPESERMPCTEDYLSLILNRLCVLHEKTPVSEKVTKCCTESLVNRRPCFS 
            460       470       480       490       500       510   
 
gi|135 ALTPDETYVPKAFDEKLFTFHADICTLPDTEKQIKKQTALVELLKHKPKATEEQLKTVME 
            520       530       540       550       560       570   
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.7  bits: 20.6 E():  9.8 
Smith-Waterman score: 50; 50.0% identity (90.0% similar) in 10 aa overlap (56-65:24-33) 
 
          30        40        50        60        70        80      
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA      
                                     : :..::..:                     
gi|484        GKMNFTDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVL 
                      10        20        30        40        50    
 
gi|484 TAIIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGE 
            60        70        80        90       100       110    
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.0  bits: 21.6 E():   11 
Smith-Waterman score: 53; 43.8% identity (62.5% similar) in 16 aa overlap (30-45:27-42) 
 
               10        20        30        40        50        60 
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL 
                                    : :.:  : : .. ::                
gi|170    MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQQ 
                  10        20        30        40        50        
 
               70        80                                         
AAD-12 HRAEPWDFKLPRVMWHSRLA                                         
                                                                    
gi|170 TFPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQPQ 
        60        70        80        90       100       110        
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  43 init1:  43 opt:  56  Z-score: 83.8  bits: 22.7 E():   11 
Smith-Waterman score: 56; 26.1% identity (50.7% similar) in 69 aa overlap (1-65:424-492) 
 
                                             10        20           
AAD-12                               ETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :. :...  : ...   .:  :  
gi|668 YAKVLDEFKPLVDEPQNLVKTNCELFEKLGEYGFQNALLVRYTKKAPQVSTPTLVEVSRK 
           400       410       420       430       440       450    
 
        30        40        50         60        70        80       
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AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLA       
       :  .    :. :. .  . :   . :  :: :.::.  :                      
gi|668 LGKVGTKCCKKPESERMSCAEDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFS 
           460       470       480       490       500       510    
 
gi|668 GLEVDETYVPKEFNAETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMG 
           520       530       540       550       560       570    
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.8  bits: 20.6 E():   11 
Smith-Waterman score: 50; 33.3% identity (100.0% similar) in 12 aa overlap (58-69:44-55) 
 
        30        40        50        60        70        80        
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA        
                                     :..::..:....                   
gi|558 AVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.7  bits: 20.6 E():   11 
Smith-Waterman score: 50; 40.0% identity (60.0% similar) in 15 aa overlap (52-66:127-141) 
 
              30        40        50        60        70        80 
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA 
                                     :.: :::    .. :               
gi|126 PCSALLSSDITASVNCAKKIVSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL         
        100       110       120       130       140                
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 83.2  bits: 21.6 E():   12 
Smith-Waterman score: 53; 33.3% identity (66.7% similar) in 33 aa overlap (46-75:145-176) 
 
          20        30        40         50         60         70   
AAD-12 IPGMDAAESERFLEGLVDWACQAPRVHAHQWA-AGD-VVVWDNRCLLH-RAEPWDFKLPR 
                                     :: : :   .: . :.:. ...: :. .:  
gi|320 NGFASVGDTATRKREIAAFLAQTSHETTGGWATAPDGPYAW-GYCFLKEQGNPPDYCVPT 
          120       130       140       150        160       170    
 
             80                                                     
AAD-12 VMWHSRLA                                                     
       ..:                                                          
gi|320 AQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDPVISFKTALWFWMT 
           180       190       200       210       220       230    
 
>>gi|212279|gb|AAA48944.1| lysozyme protein [Gallus gall  (24 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 83.1  bits: 17.9 E():   12 
Smith-Waterman score: 42; 33.3% identity (53.3% similar) in 15 aa overlap (52-66:5-19) 
 
              30        40        50        60        70        80 
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA 
                                     :.: : :    .. :               
gi|212                           MNAWVAWRNSCKGTDVQAWIRGCR          
                                         10        20              
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 82.4  bits: 22.3 E():   13 
Smith-Waterman score: 55; 26.1% identity (50.7% similar) in 69 aa overlap (1-65:401-469) 
 
                                             10        20           
AAD-12                               ETGRPSLLIGRHAHAIPGMDA---AESERF 
                                     : :  . :. :...  : ...   .:  :  
gi|331 YAKVLDEFKPLVDEPQNLVKTNCELFEKLGEYGFQNALLVRYTKKAPQVSTPTLVEVSRK 
              380       390       400       410       420       430 
 
        30        40        50         60        70        80       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLA       
       :  .    :. :. .  . :   . :  :: :.::.  :                      
gi|331 LGKVGTKCCKKPESERMSCADDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFS 
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              440       450       460       470       480       490 
 
gi|331 GLEVDETYVPKEFNAETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMG 
              500       510       520       530       540       550 
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.6  bits: 20.0 E():   15 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (57-69:76-88) 
 
         30        40        50        60        70        80       
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA       
                                     .: .....: :::                  
gi|484 TTKATIKVLAKVAGTPIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILPKVKAEVT 
          50        60        70        80        90       100      
 
gi|484 AELVGDHGVLACGRFGRQVE 
         110       120      
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.4  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (58-69:27-38) 
 
        30        40        50        60        70        80        
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA        
                                     :..::..:....                   
gi|760     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKA 
                   10        20        30        40        50       
 
gi|760 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.4  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (58-69:27-38) 
 
        30        40        50        60        70        80        
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA        
                                     :..::..:....                   
gi|214     SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|214 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
         60        70        80        90       100       110       
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.4  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (58-69:27-38) 
 
        30        40        50        60        70        80        
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA        
                                     :..::..:....                   
gi|157     SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|157 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
         60        70        80        90       100       110       
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.4  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (58-69:27-38) 
 
        30        40        50        60        70        80        
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA        
                                     :..::..:....                   
gi|256     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKA 
                   10        20        30        40        50       
 
gi|256 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNGV 
         60        70        80        90       100       110       
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
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 initn:  48 init1:  48 opt:  48  Z-score: 81.3  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (58-69:28-39) 
 
        30        40        50        60        70        80        
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA        
                                     :..::..:....                   
gi|110    RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNSKTAKIEIKA 
                  10        20        30        40        50        
 
gi|110 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNGV 
        60        70        80        90       100       110        
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.2  bits: 21.3 E():   15 
Smith-Waterman score: 52; 28.1% identity (59.4% similar) in 32 aa overlap (19-50:66-97) 
 
                           10        20        30        40         
AAD-12             ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     .:. . . : :: .. .   ::.  ::..  
gi|729 STLSLVTKADGKIDMTVDLISPVTKRASLKIDSKKYNLFHEGELSASIVNPRLSWHQYTK 
          40        50        60        70        80        90      
 
       50        60        70        80                             
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA                             
        :                                                           
gi|729 RDSREYKSDVELSLRSSDIALKITMPDYNSKIHYSRQGDQINMDIDGTLIEGHAQGTIRE 
         100       110       120       130       140       150      
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 81.0  bits: 21.7 E():   16 
Smith-Waterman score: 53; 27.3% identity (54.5% similar) in 44 aa overlap (10-52:241-284) 
 
                                    10        20         30         
AAD-12                      ETGRPSLLIGRHAHAIPGMDAAESERF-LEGLVDWACQA 
                                     :  .... :::.: :: .  .   :   .  
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDKTYDLNFKE 
              220       230       240       250       260       270 
 
       40        50        60        70        80                   
AAD-12 PRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA                   
          .. :  .:::.                                               
gi|144 ENNNGSQKISGDVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|34495280|gb|AAQ73487.1| type 2 allergen Lep d 2.024  (140 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (57-69:91-103) 
 
         30        40        50        60        70        80       
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA       
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
               70        80        90       100       110       120 
 
gi|344 AELIGDHGILACGTVNGQVE 
              130       140 
 
>>gi|34495278|gb|AAQ73486.1| type 2 allergen Lep d 2.023  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.7  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (57-69:92-104) 
 
         30        40        50        60        70        80       
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA       
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495290|gb|AAQ73492.1| type 2 allergen Lep d 2.042  (141 aa) 
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 initn:  48 init1:  48 opt:  48  Z-score: 80.7  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (57-69:92-104) 
 
         30        40        50        60        70        80       
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA       
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVVGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGTVE 
             130       140  
 
>>gi|34495284|gb|AAQ73489.1| type 2 allergen Lep d 2.031  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.7  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (57-69:92-104) 
 
         30        40        50        60        70        80       
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA       
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495288|gb|AAQ73491.1| type 2 allergen Lep d 2.039  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.7  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (57-69:92-104) 
 
         30        40        50        60        70        80       
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA       
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495274|gb|AAQ73484.1| type 2 allergen Lep d 2.013  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.7  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (57-69:92-104) 
 
         30        40        50        60        70        80       
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA       
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495282|gb|AAQ73488.1| type 2 allergen Lep d 2.025  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.7  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (57-69:92-104) 
 
         30        40        50        60        70        80       
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA       
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|33772588|gb|AAQ54603.1| Gly d 2.03 [Glycyphagus dom  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.7  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (57-69:92-104) 
 
         30        40        50        60        70        80       
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA       
                                     .: .....: :::                  
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gi|337 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|337 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2.035  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.7  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (57-69:92-104) 
 
         30        40        50        60        70        80       
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA       
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.6  bits: 20.0 E():   17 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (58-69:43-54) 
 
        30        40        50        60        70        80        
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA        
                                     :..::..:....                   
gi|164 AVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEANQNRKTAKIEIKA 
             20        30        40        50        60        70   
 
gi|164 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
             80        90       100       110       120       130   
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.5  bits: 20.0 E():   17 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (58-69:44-55) 
 
        30        40        50        60        70        80        
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA        
                                     :..::..:....                   
gi|135 AVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|135 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
            80        90       100       110       120       130    
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.5  bits: 20.0 E():   17 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (58-69:44-55) 
 
        30        40        50        60        70        80        
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA        
                                     :..::..:....                   
gi|996 AVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNTKNAKIEIKA 
            20        30        40        50        60        70    
 
gi|996 SIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
            80        90       100       110       120       130    
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.7  bits: 19.7 E():   18 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (58-69:27-38) 
 
        30        40        50        60        70        80        
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA        
                                     :..::..:. ..                   
gi|179     DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|179 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENVVVTVKLVGDNGV 
         60        70        80        90       100       110       
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>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.7  bits: 19.7 E():   18 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (58-69:27-38) 
 
        30        40        50        60        70        80        
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA        
                                     :..::..:. ..                   
gi|760     DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|760 NINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
         60        70        80        90       100       110       
 
>>gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Schist  (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.7  bits: 19.7 E():   18 
Smith-Waterman score: 47; 50.0% identity (80.0% similar) in 10 aa overlap (54-63:6-15) 
 
            30        40        50        60        70        80    
AAD-12 SERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA    
                                     :::.:. . :                     
gi|298                          MSADSWDNHCVTYVANNKCLKNLCMTAIDGSHLGT 
                                        10        20        30      
 
gi|298 SNPDFRIPPELILQLKSILDGGLDTSIFFMGEKYIVLQHDSSCLVSRCGKKSLIFYATGK 
          40        50        60        70        80        90      
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.3  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (58-69:36-47) 
 
        30        40        50        60        70        80        
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA        
                                     :..::..:. ..                   
gi|217 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
          10        20        30        40        50        60      
 
gi|217 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
          70        80        90       100       110       120      
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.1  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (58-69:40-51) 
 
        30        40        50        60        70        80        
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA        
                                     :..::..:. ..                   
gi|546 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
      10        20        30        40        50        60          
 
gi|546 SLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
      70        80        90       100       110       120          
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.9  bits: 19.7 E():   21 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (58-69:44-55) 
 
        30        40        50        60        70        80        
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA        
                                     :..::..:. ..                   
gi|558 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.9  bits: 19.7 E():   21 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (58-69:44-55) 
 
        30        40        50        60        70        80        
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA        
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                                     :..::..:. ..                   
gi|864 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|864 NIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.9  bits: 19.7 E():   21 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (58-69:44-55) 
 
        30        40        50        60        70        80        
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA        
                                     :..::..:. ..                   
gi|558 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.9  bits: 19.7 E():   21 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (58-69:44-55) 
 
        30        40        50        60        70        80        
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA        
                                     :..::..:. ..                   
gi|256 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|256 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.9  bits: 19.7 E():   21 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (58-69:44-55) 
 
        30        40        50        60        70        80        
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA        
                                     :..::..:. ..                   
gi|218 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|218 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Globin  (162 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 78.2  bits: 19.7 E():   22 
Smith-Waterman score: 47; 25.0% identity (63.6% similar) in 44 aa overlap (14-56:111-148) 
 
                                10        20        30        40    
AAD-12                  ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                     :   :..::.  .:  .::..      ..: 
gi|121 VSFFTEVISLSGNQANLSAVYALVSKLGVDHKARGISAAQFGEFRTALVSY------LQA 
               90       100       110       120       130           
 
             50        60        70        80 
AAD-12 H-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA 
       : .:. . ...:..                         
gi|121 HVSWGDNVAAAWNHALDNTYAVALKSLE           
          140       150       160             
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 49; 43.8% identity (56.2% similar) in 16 aa overlap (30-45:8-23) 
 
               10        20        30        40        50        60 
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL 
                                    : :.:  : :  . ::                
gi|106                       NIQVDPSGQVQWPQQQPFPQPHQPFSQQPQQTFPQPQQ 
                                     10        20        30         
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               70        80                                         
AAD-12 HRAEPWDFKLPRVMWHSRLA                                         
                                                                    
gi|106 TFPHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQ 
       40        50        60        70        80        90         
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.6  bits: 19.7 E():   24 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (58-69:73-84) 
 
        30        40        50        60        70        80        
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA        
                                     :..::..:. ..                   
gi|156 KHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
             50        60        70        80        90       100   
 
gi|156 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            110       120       130       140       150       160   
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 77.5  bits: 19.4 E():   24 
Smith-Waterman score: 46; 26.8% identity (58.5% similar) in 41 aa overlap (6-44:100-140) 
 
                                        10         20        30     
AAD-12                          ETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
            40        50        60        70        80 
AAD-12 A-CQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA 
       . : . . : :                                     
gi|100 GYCGSHHHHHH                                     
     130       140                                     
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 77.0  bits: 21.1 E():   26 
Smith-Waterman score: 51; 54.5% identity (72.7% similar) in 11 aa overlap (65-75:162-170) 
 
           40        50        60        70        80               
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA               
                                     ::.:  : .::                    
gi|108 DKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNF--PLLMWAWKIGPAIACGNTVVLKTA 
             140       150       160         170       180          
 
gi|108 EQTPLGGLVAASLVKEAGFPPGVINVISGFGKVAGAALSSHMDVDKVAFTGSTVVGRTIL 
     190       200       210       220       230       240          
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (9-51:1-44) 
 
               10        20        30         40        50          
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQAPRVHAHQWAAGDVVVWDNRCL 
               .: ..:..   ... .:... :.: :     :..    . . ::         
gi|166         MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAGT 
                       10        20        30        40        50   
 
      60        70        80                                        
AAD-12 LHRAEPWDFKLPRVMWHSRLA                                        
                                                                    
gi|166 VRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGS 
             60        70        80        90       100       110   
 
>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (9-51:1-44) 
 
               10        20        30         40        50          
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQAPRVHAHQWAAGDVVVWDNRCL 
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               .: ..:..   ... .:... :.: :     :..    . . ::         
gi|215         MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAGT 
                       10        20        30        40        50   
 
      60        70        80                                        
AAD-12 LHRAEPWDFKLPRVMWHSRLA                                        
                                                                    
gi|215 VRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVVPTADGGS 
             60        70        80        90       100       110   
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 76.5  bits: 16.0 E():   28 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (12-17:8-13) 
 
               10        20        30        40        50        60 
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL 
                  ::: .:                                            
gi|131     GPVGGVVHAHMMPLL                                          
                   10                                               
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.4  bits: 19.7 E():   28 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (13-50:156-194) 
 
                                 10        20        30        40   
AAD-12                   ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|833 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
         130       140       150       160       170       180      
 
              50        60        70        80 
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA 
       .. .:: ..                               
gi|833 NVINWAEAENRYIAGDKGGHPFMKL               
         190       200       210               
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.0  bits: 19.8 E():   29 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (13-50:167-205) 
 
                                 10        20        30        40   
AAD-12                   ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|164 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
        140       150       160       170       180       190       
 
              50        60        70        80 
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA 
       .. .:: ..                               
gi|164 NVINWAEAENRYIAGDKGGHPFMKL               
        200       210       220                
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 75.9  bits: 20.8 E():   30 
Smith-Waterman score: 50; 28.3% identity (43.4% similar) in 53 aa overlap (36-72:25-77) 
 
          10        20        30        40              50          
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ------WAAGDVVVWDN--- 
                                     ::  :. : .      . :: : .::     
gi|259       LSVCFLILFHGCLASRQEWQQQDECQIDRLDALEPDNRVEYEAGTVEAWDPNHE 
                     10        20        30        40        50     
 
                60        70        80                              
AAD-12 --RC-----LLHRAEPWDFKLPRVMWHSRLA                              
         ::     . :  .:  . ::.                                      
gi|259 QFRCAGVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQ 
           60        70        80        90       100       110     
 
>>gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Serum a  (607 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 75.6  bits: 21.1 E():   31 
Smith-Waterman score: 51; 23.2% identity (55.1% similar) in 69 aa overlap (8-72:430-498) 
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                                      10        20           30     
AAD-12                        ETGRPSLLIGRHAHAIPGMDA---AESERFLEGLVDW 
                                     :: :...  : ...   .:  : :  . .  
gi|543 FTPLVEEPKSLVKKNCDLFEEVGEYDFQNALIVRYTKKAPQVSTPTLVEIGRTLGKVGSR 
     400       410       420       430       440       450          
 
           40        50         60        70        80              
AAD-12 ACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLA              
        :. :. .    . . ...  :: :.::.  : . :. .                      
gi|543 CCKLPESERLPCSENHLALALNRLCVLHEKTPVSEKITKCCTDSLAERRPCFSALELDEG 
     460       470       480       490       500       510          
 
gi|543 YVPKEFKAETFTFHADICTLPEDEKQIKKQSALAELVKHKPKATKEQLKTVLGNFSAFVA 
     520       530       540       550       560       570          
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.2  bits: 18.4 E():   33 
Smith-Waterman score: 43; 30.4% identity (60.9% similar) in 23 aa overlap (46-68:53-75) 
 
          20        30        40        50        60        70      
AAD-12 IPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW 
                                     :: . :.. ..  : :: .  :.        
gi|387 SINGNAPAEIDLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVD 
             30        40        50        60        70        80   
 
          80          
AAD-12 HSRLA          
                      
gi|387 CASQHGCHGDTIPR 
             90       
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.7  bits: 19.4 E():   35 
Smith-Waterman score: 46; 35.3% identity (58.8% similar) in 17 aa overlap (64-80:70-86) 
 
            40        50        60        70        80              
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA              
                                     .:   :.: . :  .::              
gi|613 DAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIAQRWANQCTFE 
      40        50        60        70        80        90          
 
gi|613 HDACRNVERFAVGQNIAATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMH 
     100       110       120       130       140       150          
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.3  bits: 18.4 E():   36 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (18-30:5-17) 
 
               10        20        30        40        50        60 
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL 
                        :.:::: .  :.:                               
gi|208              MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACGLAKKSAEEVKAAF 
                            10        20        30        40        
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.2  bits: 19.5 E():   37 
Smith-Waterman score: 46; 22.9% identity (60.4% similar) in 48 aa overlap (17-64:115-162) 
 
                             10        20        30        40       
AAD-12               ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. : ... . :     : ..:.  :..  
gi|383 GSEASANPKDKPAEEEEEEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSL 
           90       100       110       120       130       140     
 
         50        60        70        80                           
AAD-12 AAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA                           
       .. .:  ::..  :.. :                                           
gi|383 VTLEVKPWDDETNLEELEANVRAIEMDGLVWGASKFVAVGFGIKKLQINLVVEDEKVSTD 
          150       160       170       180       190       200     
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>>gi|14424466|sp|P35778.2|VA3_SOLIN RecName: Full=Venom   (234 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.0  bits: 19.5 E():   38 
Smith-Waterman score: 46; 35.3% identity (58.8% similar) in 17 aa overlap (64-80:92-108) 
 
            40        50        60        70        80              
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA              
                                     .:   :.: . :  .::              
gi|144 DAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIAQRWANQCTFE 
              70        80        90       100       110       120  
 
gi|144 HDACRNVERFAVGQNIAATSSSGKNKSTPNEMILLWYNEVKDFDNRWISSFPSDDNILMK 
             130       140       150       160       170       180  
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.7  bits: 20.5 E():   39 
Smith-Waterman score: 53; 27.0% identity (56.8% similar) in 37 aa overlap (18-53:441-477) 
 
                            10        20        30         40       
AAD-12              ETGRPSLLIGRHAHAIPGMDAAESERFLEG-LVDWACQAPRVHAHQW 
                                     :. :.    .. : :.:  : .  .:. .  
gi|505 YQIAFSRGNRAFIAINLQKNQQNLQQKLHTGLPAGTYCDIISGNLIDNKCTGKSIHVDKN 
              420       430       440       450       460       470 
 
         50        60        70        80 
AAD-12 AAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA 
       . .:: :                            
gi|505 GQADVYVGHDEFDAFVAYHIGARIVS         
              480       490               
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 73.6  bits: 20.2 E():   40 
Smith-Waterman score: 48; 27.1% identity (47.5% similar) in 59 aa overlap (26-77:173-227) 
 
                    10        20        30        40        50      
AAD-12      ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV--- 
                                     : : :    .  .: .  :: . ::..    
gi|113 RGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQ-SDGDAIHVT 
            150       160       170       180       190        200  
 
                 60        70        80                             
AAD-12 ----VWDNRCLLHRAEPWDFKLPRVMWHSRLA                             
           .: ..: : ..  .:  :  : : :                                
gi|113 GSSDIWIDHCTLSKS--FD-GLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDLKM 
             210          220       230       240       250         
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.5  bits: 18.1 E():   46 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (12-49:20-57) 
 
                       10        20        30        40        50   
AAD-12         ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                          ::  . . : :. :    :..:   .:  :   .  ::    
gi|730 MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGS 
               10        20        30        40        50        60 
 
             60        70        80                         
AAD-12 VWDNRCLLHRAEPWDFKLPRVMWHSRLA                         
                                                            
gi|730 VFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
               70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.5  bits: 18.1 E():   46 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (12-49:20-57) 
 
                       10        20        30        40        50   
AAD-12         ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                          ::  . . : :. :    :..:   .:  :   .  ::    
gi|191 MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGS 
               10        20        30        40        50        60 
 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 7115



 

 

             60        70        80                         
AAD-12 VWDNRCLLHRAEPWDFKLPRVMWHSRLA                         
                                                            
gi|191 VFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
               70        80        90       100       110   
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.0  bits: 19.9 E():   49 
Smith-Waterman score: 47; 37.5% identity (68.8% similar) in 16 aa overlap (48-63:202-217) 
 
        20        30        40        50        60        70        
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS 
                                     ::.  .: ..: : .:               
gi|113 DIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWIDHCSLSKASDGLLDITLGSSHV 
             180       190       200       210       220       230  
 
        80                                                          
AAD-12 RLA                                                          
                                                                    
gi|113 TVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQRMPRCRFGFFQVVNNNY 
             240       250       260       270       280       290  
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 71.6  bits: 19.9 E():   51 
Smith-Waterman score: 47; 30.0% identity (66.7% similar) in 30 aa overlap (42-70:129-158) 
 
              20        30        40        50        60         70 
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEPWDFKL 
                                     ...:: ::.  : ..: . . : .:  .:. 
gi|114 DPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKI 
      100       110       120       130       140       150         
 
               80                                                   
AAD-12 PRVMWHSRLA                                                   
                                                                    
gi|114 DYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEK 
      160       170       180       190       200       210         
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.5  bits: 19.9 E():   52 
Smith-Waterman score: 47; 23.6% identity (58.2% similar) in 55 aa overlap (23-75:113-167) 
 
                       10        20         30        40        50  
AAD-12         ETGRPSLLIGRHAHAIPGMDAAESERFLE-GLVDWACQAPRVHAHQWAAGDV 
                                     ::. . :  ::  . .. .:... .. ::. 
gi|364 IDTDFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDT 
             90       100       110       120       130       140   
 
              60         70        80                               
AAD-12 VVWDNRCLLHRAEPWD-FKLPRVMWHSRLA                               
       ...:    .  : : . :.   . :                                    
gi|364 TTYDRGTYVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRL 
            150       160       170       180       190       200   
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 71.3  bits: 16.1 E():   54 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (17-34:8-25) 
 
               10        20        30        40        50        60 
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL 
                       :.. :. ....:..   :                           
gi|751          IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA                    
                        10        20        30                      
 
               70        80 
AAD-12 HRAEPWDFKLPRVMWHSRLA 
 
>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.2  bits: 18.8 E():   54 
Smith-Waterman score: 44; 26.3% identity (68.4% similar) in 19 aa overlap (60-78:200-218) 
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      30        40        50        60        70        80 
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA 
                                     ... ::  :. : . :...   
gi|274 KIFAPEIFTKFPNLNSYITRIESMPKISAYIKQQEPQLFNGPMAKWNTKY  
     170       180       190       200       210           
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.2  bits: 18.2 E():   54 
Smith-Waterman score: 42; 33.3% identity (66.7% similar) in 24 aa overlap (59-79:111-134) 
 
       30        40        50        60        70           80  
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL--PR-VMWHSRLA  
                                     .:::.. .::.   :.  .: . :   
gi|144 GFVGRTYFTVLHTQCFRLDYPIVKCKVKSTILHRSKCYDFETFAPKKYQWFDVLQY 
               90       100       110       120       130       
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 70.9  bits: 18.2 E():   56 
Smith-Waterman score: 42; 24.4% identity (56.1% similar) in 41 aa overlap (6-45:100-140) 
 
                                        10         20        30     
AAD-12                          ETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
           40        50        60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA 
       .  .   : :.                                    
gi|100 GYYVGSHHHHHH                                   
     130       140                                    
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 70.7  bits: 16.1 E():   58 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (17-34:8-25) 
 
               10        20        30        40        50        60 
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL 
                       :.. :. ....:..   :                           
gi|751          IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK                 
                        10        20        30                      
 
               70        80 
AAD-12 HRAEPWDFKLPRVMWHSRLA 
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 70.6  bits: 18.2 E():   58 
Smith-Waterman score: 42; 27.8% identity (66.7% similar) in 36 aa overlap (13-48:28-62) 
 
                              10        20        30        40      
AAD-12                ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                  :.: :...: : ... .:  : .    ... .: 
gi|157 MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQA-EFRQLANGAPDKTEAEIEAQIEQ 
               10        20        30         40        50          
 
          50        60        70        80                          
AAD-12 WAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA                          
       :.:                                                          
gi|157 WVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPAAKAADARLSAIASNRALKV 
      60        70        80        90       100       110          
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 70.6  bits: 19.2 E():   58 
Smith-Waterman score: 53; 22.9% identity (56.2% similar) in 48 aa overlap (32-75:130-177) 
 
              10        20        30           40        50         
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC---QAPRVHAHQWAAGDVVVWDNRC 
                                     :::     .. .:... .. ::....:    
gi|287 FFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGT 
     100       110       120       130       140       150          
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       60         70        80                                      
AAD-12 LLHRAEPWD-FKLPRVMWHSRLA                                      
        .  : : . :.   . :                                           
gi|287 YVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAG 
     160       170       180       190       200       210          
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.6  bits: 19.6 E():   59 
Smith-Waterman score: 46; 28.0% identity (52.0% similar) in 25 aa overlap (39-63:351-375) 
 
       10        20        30        40        50        60         
AAD-12 IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF 
                                     :   .. :  ::: . .   .. ::      
gi|118 INGVQYPLSPSAYILQDDDSCTSGFEGMDVPTSSGELWILGDVFIRQYYTVFDRANNKVG 
              330       340       350       360       370       380 
 
       70        80 
AAD-12 KLPRVMWHSRLA 
                    
gi|118 LAPVA        
                    
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.4  bits: 19.9 E():   60 
Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (3-25:344-366) 
 
                                           10        20        30   
AAD-12                             ETGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
           320       330       340       350       360       370    
 
             40        50        60        70        80             
AAD-12 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA             
                                                                    
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (9-32:1-24) 
 
               10        20        30        40        50        60 
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL 
               .: ..:..   ... .:... :.:                             
gi|215         MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAATGAYKSVEVKGDGGAGT 
                       10        20        30        40        50   
 
               70        80                                         
AAD-12 HRAEPWDFKLPRVMWHSRLA                                         
                                                                    
gi|215 VRIITLPEGSPITTMTVRTDAVNKEALSYDSTVIDGDILLGFIESIETHMVVVPTADGGS 
             60        70        80        90       100       110   
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (9-32:1-24) 
 
               10        20        30        40        50        60 
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL 
               .: ..:..   ... .:... :.:                             
gi|892         MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVEVKGDGGAGT 
                       10        20        30        40        50   
 
               70        80                                         
AAD-12 HRAEPWDFKLPRVMWHSRLA                                         
                                                                    
gi|892 VRIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVVPTADGGS 
             60        70        80        90       100       110   
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
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 initn:  40 init1:  40 opt:  40  Z-score: 70.3  bits: 17.5 E():   61 
Smith-Waterman score: 40; 30.0% identity (50.0% similar) in 30 aa overlap (5-34:13-42) 
 
                       10        20        30        40        50   
AAD-12         ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                   :. :.    .. ::   :: :   .:  .:                   
gi|144 VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKKGNLWEVKSSKPL 
               10        20        30        40        50        60 
 
             60        70        80         
AAD-12 VWDNRCLLHRAEPWDFKLPRVMWHSRLA         
                                            
gi|144 TGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
               70        80        90       
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 70.2  bits: 19.9 E():   61 
Smith-Waterman score: 47; 30.0% identity (66.7% similar) in 30 aa overlap (42-70:159-188) 
 
              20        30        40        50        60         70 
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEPWDFKL 
                                     ...:: ::.  : ..: . . : .:  .:. 
gi|476 DPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKI 
      130       140       150       160       170       180         
 
               80                                                   
AAD-12 PRVMWHSRLA                                                   
                                                                    
gi|476 DYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEK 
      190       200       210       220       230       240         
 
>>gi|159162378|pdb|1H2O|A Chain A, Solution Structure Of  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 26.1% identity (52.2% similar) in 23 aa overlap (53-75:23-45) 
 
             30        40        50        60        70        80   
AAD-12 ESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA   
                                     : :   :. .  :  .:  ...:        
gi|159         GVFTYESEFTSEIPPPRLFKAFVLDADNLVPKIAPQAIKHSEILWGDGGPGT 
                       10        20        30        40        50   
 
gi|159 IKKITFGEGSQYGYVKHKIDSIDKENYSYSYTLIEGDALGDTLEKISYETKLVASPSGGS 
             60        70        80        90       100       110   
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.7  bits: 19.2 E():   66 
Smith-Waterman score: 45; 28.6% identity (51.4% similar) in 35 aa overlap (12-46:258-291) 
 
                                  10        20        30        40  
AAD-12                    ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     :...:    .  : :  .  : :. :  :. 
gi|510 IGENIIGHLLIVFDGGKSQPACSWYDVPCSHSESIVYATGMVSGRCQHLAVPWTAQQ-RI 
       230       240       250       260       270       280        
 
              50        60        70        80                      
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA                      
       .  ::                                                        
gi|510 NPIQWKFWRVFTSNIPAYPTSDTTNCVVLNTNVFKNDNTFEGEYHAFPDCARNLFKCRQQ 
        290       300       310       320       330       340       
 
>>gi|1170095|sp|P46419.1|GSTM1_DERPT RecName: Full=Gluta  (219 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.5  bits: 18.5 E():   67 
Smith-Waterman score: 43; 23.8% identity (57.1% similar) in 21 aa overlap (60-80:199-219) 
 
      30        40        50        60        70        80 
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA 
                                     ... .:  :. :   :..  : 
gi|117 KVMVPEVFGQFENLKRYVERMESLPRVSDYIKKQQPKTFNAPTSKWNASYA 
      170       180       190       200       210          
 
>>gi|60920878|gb|AAX37326.1| glutathione transferase mu   (219 aa) 
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 initn:  43 init1:  43 opt:  43  Z-score: 69.5  bits: 18.5 E():   67 
Smith-Waterman score: 43; 23.8% identity (57.1% similar) in 21 aa overlap (60-80:199-219) 
 
      30        40        50        60        70        80 
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA 
                                     ... .:  :. :   :..  : 
gi|609 KVMVPEVFGQFENLKRYVERMESLPRVSDYIKKQQPKTFNAPTSKWNASYA 
      170       180       190       200       210          
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.3  bits: 19.2 E():   69 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (2-18:225-240) 
 
                                            10        20        30  
AAD-12                              ETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
              40        50        60        70        80            
AAD-12 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA            
                                                                    
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.3  bits: 19.2 E():   69 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (2-18:225-240) 
 
                                            10        20        30  
AAD-12                              ETGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
              40        50        60        70        80            
AAD-12 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA            
                                                                    
gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|3182907|sp|O02380.1|ALL2_TYRPU RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.3  bits: 17.9 E():   69 
Smith-Waterman score: 41; 37.5% identity (100.0% similar) in 8 aa overlap (58-65:41-48) 
 
        30        40        50        60        70        80        
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA        
                                     :..:...:                       
gi|318 AVAAAGQVKFTDCGKKEIASVAVDGCEGDLCVIHKSKPVHVIAEFTANQDTCKIEVKVTG 
               20        30        40        50        60        70 
 
gi|318 QLNGLEVPIPGIETDGCKVLKCPLKKGTKYTMNYSVNVPSVVPNIKTVVKLLATGEHGVL 
               80        90       100       110       120       130 
 
>>gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ver  (472 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 69.2  bits: 19.6 E():   70 
Smith-Waterman score: 46; 25.6% identity (51.2% similar) in 43 aa overlap (30-72:415-455) 
 
                10        20        30        40        50          
AAD-12  ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     ::.  .  : :. . .    ::.  .:    
gi|156 EGQLVVVPQNFAVVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVI--QNSFD 
          390       400       410       420       430         440   
 
      60        70        80          
AAD-12 LHRAEPWDFKLPRVMWHSRLA          
       . : . :..:  :                  
gi|156 ISREDAWNLKESRSEMTIFAPGSRSQRQRN 
            450       460       470   
 
>>gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen 11S   (472 aa) 
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 initn:  37 init1:  37 opt:  46  Z-score: 69.2  bits: 19.6 E():   70 
Smith-Waterman score: 46; 25.6% identity (51.2% similar) in 43 aa overlap (30-72:415-455) 
 
                10        20        30        40        50          
AAD-12  ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     ::.  .  : :. . .    ::.  .:    
gi|110 EGQLVVVPQNFAVVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVI--QNSFD 
          390       400       410       420       430         440   
 
      60        70        80          
AAD-12 LHRAEPWDFKLPRVMWHSRLA          
       . : . :..:  :                  
gi|110 ISREDAWNLKESRSEMTIFAPGSRSQRQRN 
            450       460       470   
 
>>gi|124294785|gb|ABN03966.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.1  bits: 19.2 E():   70 
Smith-Waterman score: 45; 25.7% identity (47.1% similar) in 70 aa overlap (1-67:290-358) 
 
                                               10        20         
AAD-12                               ETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
       30        40        50        60         70        80    
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP-WDFKLPRVMWHSRLA    
        .. :   . :.:. : ..      :..  :   ::  ::                 
gi|124 FAMFDENKKQPEVEKH-FGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330        340       350       360       370     
 
>>gi|124365253|gb|ABN09655.1| beta-1,3-glucanase [Hevea   (374 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.1  bits: 19.2 E():   70 
Smith-Waterman score: 45; 25.7% identity (47.1% similar) in 70 aa overlap (1-67:290-358) 
 
                                               10        20         
AAD-12                               ETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|124 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
       30        40        50        60         70        80    
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP-WDFKLPRVMWHSRLA    
        .. :   . :.:. : ..      :..  :   ::  ::                 
gi|124 FAMFDENKKQPEVEKH-FGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330        340       350       360       370     
 
>>gi|268037674|gb|ACY91851.1| beta-1,3-glucanase form RR  (374 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.1  bits: 19.2 E():   70 
Smith-Waterman score: 45; 25.7% identity (47.1% similar) in 70 aa overlap (1-67:290-358) 
 
                                               10        20         
AAD-12                               ETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|268 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
     260       270       280       290       300       310          
 
       30        40        50        60         70        80    
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP-WDFKLPRVMWHSRLA    
        .. :   . :.:. : ..      :..  :   ::  ::                 
gi|268 FAMFDENKKQPEVEKH-FGLFFPNKWQKYNLNFSAEKNWDISTEHNATILFLKSDM 
     320       330        340       350       360       370     
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 69.0  bits: 18.9 E():   71 
Smith-Waterman score: 44; 47.4% identity (63.2% similar) in 19 aa overlap (23-38:72-90) 
 
                       10        20        30           40          
AAD-12         ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW---ACQAPRVHAHQWAAG 
                                     :.. ::   :::   ::.:            
gi|144 TISKQVVFLIHGFLSTGNNENFVAMSKALIEKDDFLVISVDWKKGACNAFASTKDALGYS 
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              50        60        70        80        90       100  
 
      50        60        70        80                              
AAD-12 DVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA                              
                                                                    
gi|144 KAVGNTRHVGKFVADFTKLLVEKYKVLISNIRLIGHSLGAHTSGFAGKEVQKLKLGKYKE 
             110       120       130       140       150       160  
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.8  bits: 19.3 E():   74 
Smith-Waterman score: 53; 22.9% identity (56.2% similar) in 48 aa overlap (32-75:120-167) 
 
              10        20        30           40        50         
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC---QAPRVHAHQWAAGDVVVWDNRC 
                                     :::     .. .:... .. ::....:    
gi|855 FFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGT 
      90       100       110       120       130       140          
 
       60         70        80                                      
AAD-12 LLHRAEPWD-FKLPRVMWHSRLA                                      
        .  : : . :.   . :                                           
gi|855 YVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAG 
     150       160       170       180       190       200          
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 68.8  bits: 19.3 E():   74 
Smith-Waterman score: 45; 26.8% identity (48.8% similar) in 41 aa overlap (26-60:172-212) 
 
                    10        20        30        40                
AAD-12      ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW------AAG 
                                     .  :: .  : .:   : :.       .:: 
gi|625 RGANVEITCGGLTIHNVCNVIIHNIHIHDIKVTEGGIIKATDAKPGHRHKSDGDGICVAG 
             150       160       170       180       190       200  
 
      50        60        70        80                              
AAD-12 DVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA                              
       .  .: ..: :                                                  
gi|625 SSKIWIDHCTLSHGPDGLIDVTLGSTAVTISNCKFSHHQKILLLGADNSHVDDKKMHVTV 
             210       220       230       240       250       260  
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 68.7  bits: 21.3 E():   74 
Smith-Waterman score: 58; 26.1% identity (67.4% similar) in 46 aa overlap (28-69:1159-1202) 
 
                  10        20        30            40        50    
AAD-12    ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ-AP---RVHAHQWAAGDVVV 
                                     .::..:.  . .:   ..:::  . :.    
gi|203 ESNKGTPIELQYKVSGKDRSKRAAEMNAEDVEGVIDYKNSGSPIDSKMHAHLKVKGNNYG 
     1130      1140      1150      1160      1170      1180         
 
            60        70        80                                  
AAD-12 WDNRCLLHRAEPWDFKLPRVMWHSRLA                                  
       .:..  :...:: ...                                             
gi|203 YDSE--LKQTEPQQYEGKMTLSKNDKKIFITHKTEMTKPTSTFLLKTDADVSYSESDMKK 
     1190        1200      1210      1220      1230      1240       
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 41; 20.8% identity (79.2% similar) in 24 aa overlap (9-32:1-24) 
 
               10        20        30        40        50        60 
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL 
               .: ..:..   ... .:....:.:                             
gi|134         MGVQTHVLELTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGT 
                       10        20        30        40        50   
 
               70        80                                         
AAD-12 HRAEPWDFKLPRVMWHSRLA                                         
                                                                    
gi|134 LKIITLPDGGPITTMTLRIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGS 
             60        70        80        90       100       110   
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>>gi|261824817|pdb|3F55|D Chain D, Crystal Structure Of   (316 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 68.7  bits: 18.9 E():   74 
Smith-Waterman score: 44; 26.1% identity (50.0% similar) in 46 aa overlap (1-44:254-299) 
 
                                               10        20         
AAD-12                               ETGRPSL--LIGRHAHAIPGMDAAESERFL 
                                     ..::  :  :: .  .. :       : .: 
gi|261 SALERASGGSLEVVVSESGWPSAGAFAATFDNGRTYLSNLIQHVKRGTPKRPKRAIETYL 
           230       240       250       260       270       280    
 
       30        40        50        60        70        80 
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA 
        .. :   . :.:. :                                     
gi|261 FAMFDENKKQPEVEKHFGLFFPNKWQKYNLNFS                    
           290       300       310                          
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 18.6 E():   75 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (32-45:29-42) 
 
              10        20        30        40        50        60  
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH 
                                     :.:  : :  . ::                 
gi|170   MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQT 
                 10        20        30        40        50         
 
              70        80                                          
AAD-12 RAEPWDFKLPRVMWHSRLA                                          
                                                                    
gi|170 FPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQ 
       60        70        80        90       100       110         
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.5  bits: 19.6 E():   76 
Smith-Waterman score: 46; 22.4% identity (57.1% similar) in 49 aa overlap (2-46:15-63) 
 
                            10        20        30            40    
AAD-12              ETGRPSLLIGRHAHAIPGMDAAESERFLEGLV----DWACQAPRVHA 
                     :. : :. . :  : : ..:...... .. .    : . :   ..  
gi|601 MRGALAGLSLATLATASPVLVNSIHNDAAPIISASNAKEIADNYMIKFKDHVTQNLAAEH 
               10        20        30        40        50        60 
 
            50        60        70        80                        
AAD-12 HQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA                        
       : :                                                          
gi|601 HGWVQDLHEKTQVAKTELRKRSQSPMVDDIFNGLKHTYNIAGGLMGYAGHFDEDVIEQIR 
               70        80        90       100       110       120 
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 68.4  bits: 21.0 E():   77 
Smith-Waterman score: 50; 44.4% identity (63.0% similar) in 27 aa overlap (5-30:636-662) 
 
                                         10         20        30    
AAD-12                           ETGRPSLLIG-RHAHAIPGMDAAESERFLEGLVD 
                                     :: : : : : .:::  . ..:  :.:    
gi|278 SRGPSGPPGPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIG 
         610       620       630       640       650       660      
 
            40        50        60        70        80              
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA              
                                                                    
gi|278 SPGRDGARGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAG 
         670       680       690       700       710       720      
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.3  bits: 17.5 E():   78 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (58-69:27-38) 
 
        30        40        50        60        70        80        
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA        
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                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.3  bits: 17.5 E():   78 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (58-69:27-38) 
 
        30        40        50        60        70        80        
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA        
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.3  bits: 17.5 E():   78 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (58-69:27-38) 
 
        30        40        50        60        70        80        
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA        
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.3  bits: 17.5 E():   78 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (58-69:27-38) 
 
        30        40        50        60        70        80        
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA        
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.3  bits: 17.5 E():   78 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (58-69:27-38) 
 
        30        40        50        60        70        80        
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA        
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 68.0  bits: 15.5 E():   81 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (17-34:8-25) 
 
               10        20        30        40        50        60 
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL 
                       :.. :  ....:..   :                           
gi|751          IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA                    
                        10        20        30                      
 
               70        80 
AAD-12 HRAEPWDFKLPRVMWHSRLA 
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>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.0  bits: 19.3 E():   81 
Smith-Waterman score: 45; 38.9% identity (72.2% similar) in 18 aa overlap (10-27:241-258) 
 
                                    10        20        30          
AAD-12                      ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                     :  .... :::.: :: .             
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDQTYDLNFKE 
              220       230       240       250       260       270 
 
      40        50        60        70        80                    
AAD-12 RVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA                    
                                                                    
gi|144 ENNNGSQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 67.8  bits: 17.6 E():   83 
Smith-Waterman score: 40; 25.7% identity (60.0% similar) in 35 aa overlap (6-39:100-134) 
 
                                        10         20        30     
AAD-12                          ETGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|105 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
           40        50        60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA 
       .  .:                                          
gi|105 GYWVPSSNS                                      
     130                                              
 
>>gi|14423651|sp|Q9U5P2.1|ALL5_LEPDS RecName: Full=Mite   (110 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.7  bits: 17.2 E():   84 
Smith-Waterman score: 39; 33.3% identity (61.9% similar) in 21 aa overlap (56-76:8-28) 
 
          30        40        50        60        70        80      
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA      
                                     .: :.: .:    :: ... :          
gi|144                        DDFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELE 
                                      10        20        30        
 
gi|144 KSKSKELKAQILREISIGLDFIDSAKGHFERELKRADLNLAEKFNFESALSTGAVLHKDL 
        40        50        60        70        80        90        
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 17.6 E():   84 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (56-64:40-48) 
 
          30        40        50        60        70        80      
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA      
                                     . :..::.:                      
gi|158 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|158 LAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 17.6 E():   84 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (56-64:40-48) 
 
          30        40        50        60        70        80      
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA      
                                     . :..::.:                      
gi|212 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|212 LTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
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>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.7  bits: 17.6 E():   84 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (56-64:40-48) 
 
          30        40        50        60        70        80      
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA      
                                     . :..::.:                      
gi|170 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|170 LAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.6  bits: 17.9 E():   85 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (11-27:17-30) 
 
                     10        20        30        40        50     
AAD-12       ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW 
                       ::   .:..:    :::                            
gi|212 VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFSYD 
               10        20           30        40        50        
 
           60        70        80                                   
AAD-12 DNRCLLHRAEPWDFKLPRVMWHSRLA                                   
                                                                    
gi|212 DALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYENYAIVEGC 
        60        70        80        90       100       110        
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.5  bits: 17.9 E():   86 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (11-27:18-31) 
 
                      10        20        30        40        50    
AAD-12        ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
                        ::   .:..:    :::                           
gi|144 AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFSY 
               10        20           30        40        50        
 
            60        70        80                                  
AAD-12 WDNRCLLHRAEPWDFKLPRVMWHSRLA                                  
                                                                    
gi|144 DDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYDNYAIVEG 
        60        70        80        90       100       110        
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.5  bits: 17.9 E():   86 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (11-27:18-31) 
 
                      10        20        30        40        50    
AAD-12        ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
                        ::   .:..:    :::                           
gi|116 AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFSY 
               10        20           30        40        50        
 
            60        70        80                                  
AAD-12 WDNRCLLHRAEPWDFKLPRVMWHSRLA                                  
                                                                    
gi|116 DDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYENYAIVEG 
        60        70        80        90       100       110        
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 67.4  bits: 15.5 E():   87 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (17-34:8-25) 
 
               10        20        30        40        50        60 
AAD-12 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL 
                       :.. :  ....:..   :                           
gi|751          IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK                 
                        10        20        30                      
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               70        80 
AAD-12 HRAEPWDFKLPRVMWHSRLA 
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.9 E():   88 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (34-57:70-93) 
 
            10        20        30        40        50        60    
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|283 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
      40        50        60        70        80        90          
 
            70        80                                            
AAD-12 EPWDFKLPRVMWHSRLA                                            
                                                                    
gi|283 CGPVGAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
     100       110       120       130       140       150          
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.2  bits: 17.9 E():   89 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (11-27:27-40) 
 
                               10        20        30        40     
AAD-12                 ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                 ::   .:..:    :::                  
gi|194 MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEALTQY 
               10        20        30           40        50        
 
           50        60        70        80                         
AAD-12 QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA                         
                                                                    
gi|194 KCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDY 
        60        70        80        90       100       110        
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.2  bits: 18.6 E():   89 
Smith-Waterman score: 43; 26.9% identity (65.4% similar) in 26 aa overlap (47-71:14-39) 
 
         20        30        40        50        60         70      
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK-LPRVMW 
                                     :.. ..  ..::.    .::. . ::     
gi|217                  MKTFLVFALLAVAATSAIAQMETRCIPGLERPWQQQPLPPQQT 
                                10        20        30        40    
 
          80                                                        
AAD-12 HSRLA                                                        
                                                                    
gi|217 FPQQPLFSQQQQQQLFPQQPSFSQQQPPFWQQQPPFSQQQPILPQQPPFSQQQQLVLPQQ 
            50        60        70        80        90       100    
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.1  bits: 17.6 E():   90 
Smith-Waterman score: 40; 53.8% identity (76.9% similar) in 13 aa overlap (4-16:38-49) 
 
                                          10        20        30    
AAD-12                            ETGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 
                                     .:.:  : ::::.                  
gi|160 LNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKPGLH-GFHAHALGDTTNGCMSTGPHFNPV 
        10        20        30        40         50        60       
 
            40        50        60        70        80              
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLA              
                                                                    
gi|160 GKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLG 
         70        80        90       100       110       120       
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 67.1  bits: 19.0 E():   90 
Smith-Waterman score: 44; 40.9% identity (59.1% similar) in 22 aa overlap (50-71:92-111) 
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      20        30        40        50        60        70          
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL 
                                     :.: . ::  :: .  ::  .:         
gi|258 QGEEFHKIVFTVEGLQEFGNFVQFLEDHGLDAVGYINR--LHSVFGWDPYVPSSKRKHTR 
              70        80        90         100       110          
 
      80                                                            
AAD-12 A                                                            
                                                                    
gi|258 RGVGVDGLIDDIIAILPIDDLKALFQEKLETSPDFKAFYDAVRSPEFQSIVQTLNAMPEY 
     120       130       140       150       160       170          
 
>>gi|1093120|prf||2103117A allergen Dac g II              (196 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.0  bits: 17.9 E():   91 
Smith-Waterman score: 41; 18.9% identity (45.9% similar) in 37 aa overlap (36-72:141-177) 
 
          10        20        30        40        50        60      
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP 
                                     :    .  :.  . :   .:.  ....    
gi|109 VFQFLILSCQGRIVNNCEVLICVMRRGNAMCLIASISMHHILTLDRFFFDGLEIIYKIFK 
              120       130       140       150       160       170 
 
          70        80            
AAD-12 WDFKLPRVMWHSRLA            
         :. ::                    
gi|109 MMFQKPRTRTCIEKDFPRRSSSSIPT 
              180       190       
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.8  bits: 17.9 E():   94 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (34-57:87-110) 
 
            10        20        30        40        50        60    
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|123 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
            70        80                                            
AAD-12 EPWDFKLPRVMWHSRLA                                            
                                                                    
gi|123 CGPVGAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.8  bits: 17.9 E():   94 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (34-57:87-110) 
 
            10        20        30        40        50        60    
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|158 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
            70        80                                            
AAD-12 EPWDFKLPRVMWHSRLA                                            
                                                                    
gi|158 CGPVGAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|111120432|gb|ABH06350.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.2 E():   96 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (47-64:109-126) 
 
         20        30        40        50        60        70       
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
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         80 
AAD-12 SRLA 
 
>>gi|111120420|gb|ABH06344.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.2 E():   96 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (47-64:109-126) 
 
         20        30        40        50        60        70       
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
         80 
AAD-12 SRLA 
 
>>gi|111494253|gb|ABH06347.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.2 E():   96 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (47-64:109-126) 
 
         20        30        40        50        60        70       
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
         80 
AAD-12 SRLA 
 
>>gi|111120428|gb|ABH06348.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.2 E():   96 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (47-64:109-126) 
 
         20        30        40        50        60        70       
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
         80 
AAD-12 SRLA 
 
>>gi|111120424|gb|ABH06346.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.2 E():   96 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (47-64:109-126) 
 
         20        30        40        50        60        70       
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
         80 
AAD-12 SRLA 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:03:05 2011 done: Fri Jan 21 00:03:05 2011 
 Total Scan time:  0.060 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
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Query: fasta_input.txt 
  1>>>AAD-12: 204  - 283 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     0     8: * 
  34    23    22:=====* 
  36    22    44:======    * 
  38    31    73:========          * 
  40    77   102:====================     * 
  42    92   125:=======================        * 
  44   116   138:=============================     * 
  46   180   140:==================================*========== 
  48   210   134:=================================*=================== 
  50   104   122:==========================    * 
  52   145   108:==========================*========== 
  54   102    92:======================*=== 
  56    94    77:===================*==== 
  58    48    63:============   * 
  60    36    51:=========   * 
  62    41    41:==========* 
  64    26    33:======= * 
  66    27    26:======* 
  68    25    20:====*== 
  70    17    16:===*= 
  72     5    12:==* 
  74     7    10:==* 
  76    10     8:=*= 
  78    13     6:=*== 
  80    21     5:=*==== 
  82     5     3:*= 
  84     2     3:* 
  86     3     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     2     1:*         :*= 
  94     2     1:*         :*= 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     1     0:=         *= 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.13590.00319; mu= 8.7419 0.170 
 mean_var=38.297611.501, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.207247 
 Kolmogorov-Smirnov  statistic: 0.1023 (N=27) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   73 27.6    0.25 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   66 25.5     1.1 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   59 23.2     1.8 
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gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   56 22.3     2.7 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   55 21.9     2.7 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   56 22.3     3.6 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   56 22.3     3.6 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   54 21.8     6.9 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   54 21.8     6.9 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   54 21.8     6.9 
gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Se ( 608)   57 22.9     9.2 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   50 20.5      10 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   53 21.6      11 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   50 20.5      12 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   50 20.5      12 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   53 21.6      12 
gi|212279|gb|AAA48944.1| lysozyme protein [Gallus  (  24)   42 17.8      13 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   48 19.9      15 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   48 19.9      16 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   48 19.9      16 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   48 19.9      16 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   48 19.9      16 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   52 21.3      16 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   48 19.9      16 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   53 21.6      16 
gi|34495280|gb|AAQ73487.1| type 2 allergen Lep d 2 ( 140)   48 19.9      17 
gi|34495274|gb|AAQ73484.1| type 2 allergen Lep d 2 ( 141)   48 19.9      17 
gi|33772588|gb|AAQ54603.1| Gly d 2.03 [Glycyphagus ( 141)   48 19.9      17 
gi|34495278|gb|AAQ73486.1| type 2 allergen Lep d 2 ( 141)   48 19.9      17 
gi|34495284|gb|AAQ73489.1| type 2 allergen Lep d 2 ( 141)   48 19.9      17 
gi|34495290|gb|AAQ73492.1| type 2 allergen Lep d 2 ( 141)   48 19.9      17 
gi|34495282|gb|AAQ73488.1| type 2 allergen Lep d 2 ( 141)   48 19.9      17 
gi|34495288|gb|AAQ73491.1| type 2 allergen Lep d 2 ( 141)   48 19.9      17 
gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2 ( 141)   48 19.9      17 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   48 19.9      17 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   48 19.9      17 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   48 19.9      17 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   47 19.6      19 
gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Sc ( 129)   47 19.6      19 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   47 19.6      19 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   47 19.6      20 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   47 19.6      21 
gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Se ( 607)   53 21.7      21 
gi|3336842|emb|CAA76847.1| bovine serum albumin [B ( 607)   53 21.7      21 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   47 19.6      21 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   47 19.6      21 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   47 19.6      21 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   47 19.6      21 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   47 19.6      21 
gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Gl ( 162)   47 19.6      23 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   49 20.4      25 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   47 19.7      25 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   46 19.3      25 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   52 21.4      26 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   51 21.1      27 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   46 19.3      28 
gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   46 19.3      28 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   47 19.7      29 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 15.9      30 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   47 19.7      31 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   50 20.8      31 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   51 21.1      31 
gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Ser ( 607)   51 21.1      32 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   43 18.3      34 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   46 19.4      36 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 18.4      38 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   46 19.4      38 
gi|14424466|sp|P35778.2|VA3_SOLIN RecName: Full=Ve ( 234)   46 19.4      39 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   49 20.5      40 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   48 20.1      41 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   42 18.1      48 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   42 18.1      48 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   47 19.8      50 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   47 19.8      52 
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gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   47 19.8      53 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   44 18.8      56 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   42 18.1      56 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 16.0      56 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   42 18.1      58 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   45 19.2      60 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   46 19.5      60 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.1      60 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 19.9      61 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 16.0      61 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   47 19.9      62 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.1      62 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.1      62 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   40 17.4      63 
gi|159162378|pdb|1H2O|A Chain A, Solution Structur ( 159)   42 18.1      64 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   45 19.2      67 
gi|1170095|sp|P46419.1|GSTM1_DERPT RecName: Full=G ( 219)   43 18.5      68 
gi|60920878|gb|AAX37326.1| glutathione transferase ( 219)   43 18.5      68 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   45 19.2      70 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   45 19.2      70 
gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ( 472)   46 19.6      71 
gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen  ( 472)   46 19.6      71 
gi|3182907|sp|O02380.1|ALL2_TYRPU RecName: Full=Mi ( 141)   41 17.8      71 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   44 18.9      73 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   51 21.3      74 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.2      75 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.2      75 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   41 17.8      76 
gi|60116876|gb|AAX14379.1| vacuolar serine proteas ( 518)   46 19.6      77 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   43 18.5      77 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.0      77 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   40 17.5      81 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   40 17.5      81 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   40 17.5      81 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   40 17.5      81 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   40 17.5      81 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.3      83 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 15.4      85 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   40 17.5      85 
gi|14423651|sp|Q9U5P2.1|ALL5_LEPDS RecName: Full=M ( 110)   39 17.2      86 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   40 17.5      87 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   40 17.5      87 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   40 17.5      87 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 17.9      87 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 17.9      88 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 17.9      88 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   41 17.9      90 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   43 18.6      91 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 17.9      91 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 15.4      91 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   44 18.9      91 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   40 17.5      92 
gi|1093120|prf||2103117A allergen Dac g II         ( 196)   41 17.9      93 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   41 17.9      97 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   41 17.9      97 
gi|111120432|gb|ABH06350.1| Blo t 21 allergen [Blo ( 129)   39 17.2      99 
gi|111120428|gb|ABH06348.1| Blo t 21 allergen [Blo ( 129)   39 17.2      99 
gi|111494253|gb|ABH06347.1| Blo t 21 allergen [Blo ( 129)   39 17.2      99 
gi|111120420|gb|ABH06344.1| Blo t 21 allergen [Blo ( 129)   39 17.2      99 
gi|111120424|gb|ABH06346.1| Blo t 21 allergen [Blo ( 129)   39 17.2      99 
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  73 init1:  73 opt:  73  Z-score: 113.2  bits: 27.6 E(): 0.25 
Smith-Waterman score: 73; 35.5% identity (54.8% similar) in 31 aa overlap (18-48:246-276) 
 
                            10        20        30        40        
AAD-12              TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:: :   . :     .: . 
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
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        50        60        70        80                            
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG                            
       :                                                            
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  66 init1:  66 opt:  66  Z-score: 101.8  bits: 25.5 E():  1.1 
Smith-Waterman score: 66; 32.3% identity (54.8% similar) in 31 aa overlap (18-48:247-277) 
 
                            10        20        30        40        
AAD-12              TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:  :   . :.    .: . 
gi|232 APDIKTPKEALDLIMDAIDKAGYKGKVGIAMDVASSEFYKDGKYDLDFKNPESDPSKWLS 
        220       230       240       250       260       270       
 
        50        60        70        80                            
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG                            
       :                                                            
gi|232 GPQLADLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKT 
        280       290       300       310       320       330       
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  51 init1:  51 opt:  59  Z-score: 97.7  bits: 23.2 E():  1.8 
Smith-Waterman score: 59; 32.1% identity (48.2% similar) in 56 aa overlap (3-54:83-133) 
 
                                             10          20         
AAD-12                             TGRPSL--LIGRHA--HAIPGMDAAESERFLE 
                                     ::.:  ::   :  :   :.. :. :.:   
gi|121 IKDSADFAVHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKARGIEKAQFEEFRA 
             60        70        80        90       100       110   
 
       30        40        50        60        70        80 
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 
       .:::.       :  .:      .::                           
gi|121 SLVDYLS-----HHLDWNDTMKSTWDLALNNMFFYILHALEVAQ         
                 120       130       140       150          
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 94.7  bits: 22.3 E():  2.7 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (29-45:68-86) 
 
                 10        20        30          40        50       
AAD-12   TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|219 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
         60        70        80 
AAD-12 CLLHRAEPWDFKLPRVMWHSRLAG 
                                
gi|219 SFDSDRSGLLLKQKVSDE       
       100       110            
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 94.6  bits: 21.9 E():  2.7 
Smith-Waterman score: 55; 30.4% identity (41.3% similar) in 46 aa overlap (32-74:29-70) 
 
              10        20        30        40        50        60  
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 
                                     :  :::   : .. : ..   :: : .    
gi|323   QAGGQTCAGNICCSQYGYCGTTADYCSPDNNCQATY-HYYNPAQNN---WDLRAVSAY 
                 10        20        30         40           50     
 
              70           80                
AAD-12 AEPWDFKLP---RVMWHSRLAG                
          ::   :   :  :                      
gi|323 CSTWDADKPYSWRYGWTAFCGPAGPRCLRTNAAVTVR 
           60        70        80        90  
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
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 initn:  40 init1:  40 opt:  56  Z-score: 92.6  bits: 22.3 E():  3.6 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (29-45:68-86) 
 
                 10        20        30          40        50       
AAD-12   TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|456 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNF 
        40        50        60        70        80        90        
 
         60        70        80                                     
AAD-12 CLLHRAEPWDFKLPRVMWHSRLAG                                     
                                                                    
gi|456 SFGSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 92.6  bits: 22.3 E():  3.6 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (29-45:68-86) 
 
                 10        20        30          40        50       
AAD-12   TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|184 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
         60        70        80                                     
AAD-12 CLLHRAEPWDFKLPRVMWHSRLAG                                     
                                                                    
gi|184 SFDSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 87.5  bits: 21.8 E():  6.9 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (49-63:122-138) 
 
       20        30        40        50          60        70       
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRVMWHS 
                                     : :..::.:::  :..:              
gi|162 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
         80                                                      
AAD-12 RLAG                                                      
                                                                 
gi|162 RKELAAVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200         
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 87.4  bits: 21.8 E():  6.9 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (49-63:122-138) 
 
       20        30        40        50          60        70       
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRVMWHS 
                                     : :..::.:::  :..:              
gi|124 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
         80                                                        
AAD-12 RLAG                                                        
                                                                   
gi|124 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 87.4  bits: 21.8 E():  6.9 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (49-63:122-138) 
 
       20        30        40        50          60        70       
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRVMWHS 
                                     : :..::.:::  :..:              
gi|209 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
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             100       110       120       130       140       150  
 
         80                                                        
AAD-12 RLAG                                                        
                                                                   
gi|209 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Serum   (608 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 85.1  bits: 22.9 E():  9.2 
Smith-Waterman score: 57; 25.4% identity (53.7% similar) in 67 aa overlap (2-64:426-492) 
 
                                            10        20            
AAD-12                              TGRPSLLIGRHAHAIPGMDA---AESERFLE 
                                     :  . :. :... .: ...   .:  : :  
gi|135 HVFDEFKPLVEEPHNLVKTNCELFEKLGEYGFQNALLVRYTKKVPQVSTPTLVEVSRSLG 
         400       410       420       430       440       450      
 
       30        40        50         60        70        80        
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLAG        
        . .  :  :...  . :   . :  :: :.::.  :                        
gi|135 KVGSKCCTHPEAERLSCAEDYLSVVLNRLCVLHEKTPVSERVTKCCTESLVNRRPCFSAL 
         460       470       480       490       500       510      
 
gi|135 QVDETYVPKEFSAETFTFHADLCTLPEAEKQIKKQSALVELLKHKPKATEEQLKTVMGDF 
         520       530       540       550       560       570      
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.2  bits: 20.5 E():   10 
Smith-Waterman score: 50; 50.0% identity (90.0% similar) in 10 aa overlap (55-64:24-33) 
 
           30        40        50        60        70        80     
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG     
                                     : :..::..:                     
gi|484        GKMNFTDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVL 
                      10        20        30        40        50    
 
gi|484 TAIIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGE 
            60        70        80        90       100       110    
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.6  bits: 21.6 E():   11 
Smith-Waterman score: 53; 43.8% identity (62.5% similar) in 16 aa overlap (29-44:27-42) 
 
               10        20        30        40        50        60 
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH 
                                   : :.:  : : .. ::                 
gi|170   MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQQT 
                 10        20        30        40        50         
 
               70        80                                         
AAD-12 RAEPWDFKLPRVMWHSRLAG                                         
                                                                    
gi|170 FPHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQPQQ 
       60        70        80        90       100       110         
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.4  bits: 20.5 E():   12 
Smith-Waterman score: 50; 33.3% identity (100.0% similar) in 12 aa overlap (57-68:44-55) 
 
         30        40        50        60        70        80       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG       
                                     :..::..:....                   
gi|558 AVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.3  bits: 20.5 E():   12 
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Smith-Waterman score: 50; 40.0% identity (60.0% similar) in 15 aa overlap (51-65:127-141) 
 
               30        40        50        60        70        80 
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 
                                     :.: :::    .. :                
gi|126 PCSALLSSDITASVNCAKKIVSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL          
        100       110       120       130       140                 
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 82.8  bits: 21.6 E():   12 
Smith-Waterman score: 53; 33.3% identity (66.7% similar) in 33 aa overlap (45-74:145-176) 
 
           20        30        40          50        60         70  
AAD-12 IPGMDAAESERFLEGLVDWACQAPRVHAHQWA-AGD-VVVWDNRCLLH-RAEPWDFKLPR 
                                     :: : :   .: . :.:. ...: :. .:  
gi|320 NGFASVGDTATRKREIAAFLAQTSHETTGGWATAPDGPYAW-GYCFLKEQGNPPDYCVPT 
          120       130       140       150        160       170    
 
              80                                                    
AAD-12 VMWHSRLAG                                                    
       ..:                                                          
gi|320 AQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDPVISFKTALWFWMT 
           180       190       200       210       220       230    
 
>>gi|212279|gb|AAA48944.1| lysozyme protein [Gallus gall  (24 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 82.5  bits: 17.8 E():   13 
Smith-Waterman score: 42; 33.3% identity (53.3% similar) in 15 aa overlap (51-65:5-19) 
 
               30        40        50        60        70        80 
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 
                                     :.: : :    .. :                
gi|212                           MNAWVAWRNSCKGTDVQAWIRGCR           
                                         10        20               
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.2  bits: 19.9 E():   15 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (56-68:76-88) 
 
          30        40        50        60        70        80      
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG      
                                     .: .....: :::                  
gi|484 TTKATIKVLAKVAGTPIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILPKVKAEVT 
          50        60        70        80        90       100      
 
gi|484 AELVGDHGVLACGRFGRQVE 
         110       120      
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (57-68:27-38) 
 
         30        40        50        60        70        80       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG       
                                     :..::..:....                   
gi|760     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKA 
                   10        20        30        40        50       
 
gi|760 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (57-68:27-38) 
 
         30        40        50        60        70        80       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG       
                                     :..::..:....                   
gi|157     SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|157 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
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         60        70        80        90       100       110       
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (57-68:27-38) 
 
         30        40        50        60        70        80       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG       
                                     :..::..:....                   
gi|214     SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|214 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
         60        70        80        90       100       110       
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (57-68:27-38) 
 
         30        40        50        60        70        80       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG       
                                     :..::..:....                   
gi|256     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKA 
                   10        20        30        40        50       
 
gi|256 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNGV 
         60        70        80        90       100       110       
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 80.9  bits: 21.3 E():   16 
Smith-Waterman score: 52; 28.1% identity (59.4% similar) in 32 aa overlap (18-49:66-97) 
 
                            10        20        30        40        
AAD-12              TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     .:. . . : :: .. .   ::.  ::..  
gi|729 STLSLVTKADGKIDMTVDLISPVTKRASLKIDSKKYNLFHEGELSASIVNPRLSWHQYTK 
          40        50        60        70        80        90      
 
        50        60        70        80                            
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG                            
        :                                                           
gi|729 RDSREYKSDVELSLRSSDIALKITMPDYNSKIHYSRQGDQINMDIDGTLIEGHAQGTIRE 
         100       110       120       130       140       150      
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 19.9 E():   16 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (57-68:28-39) 
 
         30        40        50        60        70        80       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG       
                                     :..::..:....                   
gi|110    RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNSKTAKIEIKA 
                  10        20        30        40        50        
 
gi|110 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNGV 
        60        70        80        90       100       110        
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 80.8  bits: 21.6 E():   16 
Smith-Waterman score: 53; 27.3% identity (54.5% similar) in 44 aa overlap (9-51:241-284) 
 
                                     10        20         30        
AAD-12                       TGRPSLLIGRHAHAIPGMDAAESERF-LEGLVDWACQA 
                                     :  .... :::.: :: .  .   :   .  
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDKTYDLNFKE 
              220       230       240       250       260       270 
 
        40        50        60        70        80                  
AAD-12 PRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG                  
          .. :  .:::.                                               
gi|144 ENNNGSQKISGDVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDL 
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              280       290       300       310       320       330 
 
>>gi|34495280|gb|AAQ73487.1| type 2 allergen Lep d 2.024  (140 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.4  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (56-68:91-103) 
 
          30        40        50        60        70        80      
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG      
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
               70        80        90       100       110       120 
 
gi|344 AELIGDHGILACGTVNGQVE 
              130       140 
 
>>gi|34495274|gb|AAQ73484.1| type 2 allergen Lep d 2.013  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.4  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (56-68:92-104) 
 
          30        40        50        60        70        80      
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG      
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|33772588|gb|AAQ54603.1| Gly d 2.03 [Glycyphagus dom  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.4  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (56-68:92-104) 
 
          30        40        50        60        70        80      
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG      
                                     .: .....: :::                  
gi|337 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|337 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495278|gb|AAQ73486.1| type 2 allergen Lep d 2.023  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.4  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (56-68:92-104) 
 
          30        40        50        60        70        80      
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG      
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495284|gb|AAQ73489.1| type 2 allergen Lep d 2.031  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.4  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (56-68:92-104) 
 
          30        40        50        60        70        80      
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG      
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495290|gb|AAQ73492.1| type 2 allergen Lep d 2.042  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.4  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (56-68:92-104) 
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          30        40        50        60        70        80      
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG      
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVVGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGTVE 
             130       140  
 
>>gi|34495282|gb|AAQ73488.1| type 2 allergen Lep d 2.025  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.4  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (56-68:92-104) 
 
          30        40        50        60        70        80      
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG      
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495288|gb|AAQ73491.1| type 2 allergen Lep d 2.039  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.4  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (56-68:92-104) 
 
          30        40        50        60        70        80      
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG      
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2.035  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.4  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (56-68:92-104) 
 
          30        40        50        60        70        80      
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG      
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.2  bits: 19.9 E():   17 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (57-68:43-54) 
 
         30        40        50        60        70        80       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG       
                                     :..::..:....                   
gi|164 AVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEANQNRKTAKIEIKA 
             20        30        40        50        60        70   
 
gi|164 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
             80        90       100       110       120       130   
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.1  bits: 19.9 E():   17 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (57-68:44-55) 
 
         30        40        50        60        70        80       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG       
                                     :..::..:....                   
gi|996 AVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNTKNAKIEIKA 
            20        30        40        50        60        70    
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gi|996 SIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
            80        90       100       110       120       130    
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.1  bits: 19.9 E():   17 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (57-68:44-55) 
 
         30        40        50        60        70        80       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG       
                                     :..::..:....                   
gi|135 AVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|135 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
            80        90       100       110       120       130    
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.3  bits: 19.6 E():   19 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (57-68:27-38) 
 
         30        40        50        60        70        80       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG       
                                     :..::..:. ..                   
gi|179     DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|179 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENVVVTVKLVGDNGV 
         60        70        80        90       100       110       
 
>>gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Schist  (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.3  bits: 19.6 E():   19 
Smith-Waterman score: 47; 50.0% identity (80.0% similar) in 10 aa overlap (53-62:6-15) 
 
             30        40        50        60        70        80   
AAD-12 SERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG   
                                     :::.:. . :                     
gi|298                          MSADSWDNHCVTYVANNKCLKNLCMTAIDGSHLGT 
                                        10        20        30      
 
gi|298 SNPDFRIPPELILQLKSILDGGLDTSIFFMGEKYIVLQHDSSCLVSRCGKKSLIFYATGK 
          40        50        60        70        80        90      
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.3  bits: 19.6 E():   19 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (57-68:27-38) 
 
         30        40        50        60        70        80       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG       
                                     :..::..:. ..                   
gi|760     DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|760 NINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
         60        70        80        90       100       110       
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.9  bits: 19.6 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (57-68:36-47) 
 
         30        40        50        60        70        80       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG       
                                     :..::..:. ..                   
gi|217 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
          10        20        30        40        50        60      
 
gi|217 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
          70        80        90       100       110       120      
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.7  bits: 19.6 E():   21 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (57-68:40-51) 
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         30        40        50        60        70        80       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG       
                                     :..::..:. ..                   
gi|546 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
      10        20        30        40        50        60          
 
gi|546 SLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
      70        80        90       100       110       120          
 
>>gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Serum   (607 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 78.7  bits: 21.7 E():   21 
Smith-Waterman score: 53; 23.0% identity (50.0% similar) in 74 aa overlap (2-71:425-498) 
 
                                            10        20            
AAD-12                              TGRPSLLIGRHAHAIPGMDA---AESERFLE 
                                     :  . :: :... .: ...   .:  : :  
gi|135 TVFDKLKHLVDEPQNLIKQNCDQFEKLGEYGFQNALIVRYTRKVPQVSTPTLVEVSRSLG 
          400       410       420       430       440       450     
 
       30        40        50         60        70        80        
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLAG        
        .    :  :. .    .   . .  :: :.::.  : . :. .                 
gi|135 KVGTRCCTKPESERMPCTEDYLSLILNRLCVLHEKTPVSEKVTKCCTESLVNRRPCFSAL 
          460       470       480       490       500       510     
 
gi|135 TPDETYVPKAFDEKLFTFHADICTLPDTEKQIKKQTALVELLKHKPKATEEQLKTVMENF 
          520       530       540       550       560       570     
 
>>gi|3336842|emb|CAA76847.1| bovine serum albumin [Bos t  (607 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 78.7  bits: 21.7 E():   21 
Smith-Waterman score: 53; 23.0% identity (50.0% similar) in 74 aa overlap (2-71:425-498) 
 
                                            10        20            
AAD-12                              TGRPSLLIGRHAHAIPGMDA---AESERFLE 
                                     :  . :: :... .: ...   .:  : :  
gi|333 TVFDKLKHLVDEPQNLIKQNCDQFEKLGEYGFQNALIVRYTRKVPQVSTPTLVEVSRSLG 
          400       410       420       430       440       450     
 
       30        40        50         60        70        80        
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLAG        
        .    :  :. .    .   . .  :: :.::.  : . :. .                 
gi|333 KVGTRCCTKPESERMPCTEDYLSLILNRLCVLHEKTPVSEKVTKCCTESLVNRRPCFSAL 
          460       470       480       490       500       510     
 
gi|333 TPDETYVPKAFDEKLFTFHADICTLPDTEKQIKKQTALVELLKHKPKATEEQLKTVMENF 
          520       530       540       550       560       570     
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.5  bits: 19.6 E():   21 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (57-68:44-55) 
 
         30        40        50        60        70        80       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG       
                                     :..::..:. ..                   
gi|558 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.5  bits: 19.6 E():   21 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (57-68:44-55) 
 
         30        40        50        60        70        80       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG       
                                     :..::..:. ..                   
gi|558 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
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gi|558 NIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.5  bits: 19.6 E():   21 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (57-68:44-55) 
 
         30        40        50        60        70        80       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG       
                                     :..::..:. ..                   
gi|256 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|256 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.5  bits: 19.6 E():   21 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (57-68:44-55) 
 
         30        40        50        60        70        80       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG       
                                     :..::..:. ..                   
gi|864 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|864 NIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.5  bits: 19.6 E():   21 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (57-68:44-55) 
 
         30        40        50        60        70        80       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG       
                                     :..::..:. ..                   
gi|218 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|218 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Globin  (162 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 77.8  bits: 19.6 E():   23 
Smith-Waterman score: 47; 25.0% identity (63.6% similar) in 44 aa overlap (13-55:111-148) 
 
                                 10        20        30        40   
AAD-12                   TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                     :   :..::.  .:  .::..      ..: 
gi|121 VSFFTEVISLSGNQANLSAVYALVSKLGVDHKARGISAAQFGEFRTALVSY------LQA 
               90       100       110       120       130           
 
              50        60        70        80 
AAD-12 H-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 
       : .:. . ...:..                          
gi|121 HVSWGDNVAAAWNHALDNTYAVALKSLE            
          140       150       160              
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.4  bits: 20.4 E():   25 
Smith-Waterman score: 49; 43.8% identity (56.2% similar) in 16 aa overlap (29-44:8-23) 
 
               10        20        30        40        50        60 
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH 
                                   : :.:  : :  . ::                 
gi|106                      NIQVDPSGQVQWPQQQPFPQPHQPFSQQPQQTFPQPQQT 
                                    10        20        30          
 
               70        80                                         
AAD-12 RAEPWDFKLPRVMWHSRLAG                                         
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gi|106 FPHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQ 
      40        50        60        70        80        90          
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.3  bits: 19.7 E():   25 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (57-68:73-84) 
 
         30        40        50        60        70        80       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG       
                                     :..::..:. ..                   
gi|156 KHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
             50        60        70        80        90       100   
 
gi|156 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            110       120       130       140       150       160   
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 77.2  bits: 19.3 E():   25 
Smith-Waterman score: 46; 26.8% identity (58.5% similar) in 41 aa overlap (5-43:100-140) 
 
                                         10         20        30    
AAD-12                           TGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
             40        50        60        70        80 
AAD-12 A-CQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 
       . : . . : :                                      
gi|100 GYCGSHHHHHH                                      
     130       140                                      
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 77.1  bits: 21.4 E():   26 
Smith-Waterman score: 52; 25.4% identity (50.7% similar) in 67 aa overlap (2-64:426-492) 
 
                                            10        20            
AAD-12                              TGRPSLLIGRHAHAIPGMDA---AESERFLE 
                                     :  . :. :...  : ...   .:  : :  
gi|668 KVLDEFKPLVDEPQNLVKTNCELFEKLGEYGFQNALLVRYTKKAPQVSTPTLVEVSRKLG 
         400       410       420       430       440       450      
 
       30        40        50         60        70        80        
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLAG        
        .    :. :. .  . :   . :  :: :.::.  :                        
gi|668 KVGTKCCKKPESERMSCAEDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFSGL 
         460       470       480       490       500       510      
 
gi|668 EVDETYVPKEFNAETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDF 
         520       530       540       550       560       570      
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 76.8  bits: 21.1 E():   27 
Smith-Waterman score: 51; 54.5% identity (72.7% similar) in 11 aa overlap (64-74:162-170) 
 
            40        50        60        70        80              
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG              
                                     ::.:  : .::                    
gi|108 DKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNF--PLLMWAWKIGPAIACGNTVVLKTA 
             140       150       160         170       180          
 
gi|108 EQTPLGGLVAASLVKEAGFPPGVINVISGFGKVAGAALSSHMDVDKVAFTGSTVVGRTIL 
     190       200       210       220       230       240          
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.5  bits: 19.3 E():   28 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (8-50:1-44) 
 
               10        20        30         40        50          
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQAPRVHAHQWAAGDVVVWDNRCLL 
              .: ..:..   ... .:... :.: :     :..    . . ::          
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gi|166        MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTV 
                      10        20        30        40        50    
 
      60        70        80                                        
AAD-12 HRAEPWDFKLPRVMWHSRLAG                                        
                                                                    
gi|166 RIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSI 
            60        70        80        90       100       110    
 
>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.5  bits: 19.3 E():   28 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (8-50:1-44) 
 
               10        20        30         40        50          
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQAPRVHAHQWAAGDVVVWDNRCLL 
              .: ..:..   ... .:... :.: :     :..    . . ::          
gi|215        MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTV 
                      10        20        30        40        50    
 
      60        70        80                                        
AAD-12 HRAEPWDFKLPRVMWHSRLAG                                        
                                                                    
gi|215 RIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVVPTADGGSI 
            60        70        80        90       100       110    
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.1  bits: 19.7 E():   29 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (12-49:156-194) 
 
                                  10        20        30        40  
AAD-12                    TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|833 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
         130       140       150       160       170       180      
 
               50        60        70        80 
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 
       .. .:: ..                                
gi|833 NVINWAEAENRYIAGDKGGHPFMKL                
         190       200       210                
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 75.9  bits: 15.9 E():   30 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (11-16:8-13) 
 
               10        20        30        40        50        60 
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH 
                 ::: .:                                             
gi|131    GPVGGVVHAHMMPLL                                           
                  10                                                
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 75.7  bits: 19.7 E():   31 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (12-49:167-205) 
 
                                  10        20        30        40  
AAD-12                    TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|164 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
        140       150       160       170       180       190       
 
               50        60        70        80 
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 
       .. .:: ..                                
gi|164 NVINWAEAENRYIAGDKGGHPFMKL                
        200       210       220                 
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 75.7  bits: 20.8 E():   31 
Smith-Waterman score: 50; 28.3% identity (43.4% similar) in 53 aa overlap (35-71:25-77) 
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           10        20        30        40              50         
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ------WAAGDVVVWDN--- 
                                     ::  :. : .      . :: : .::     
gi|259       LSVCFLILFHGCLASRQEWQQQDECQIDRLDALEPDNRVEYEAGTVEAWDPNHE 
                     10        20        30        40        50     
 
                 60        70        80                             
AAD-12 --RC-----LLHRAEPWDFKLPRVMWHSRLAG                             
         ::     . :  .:  . ::.                                      
gi|259 QFRCAGVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQ 
           60        70        80        90       100       110     
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 75.7  bits: 21.1 E():   31 
Smith-Waterman score: 51; 25.4% identity (50.7% similar) in 67 aa overlap (2-64:403-469) 
 
                                            10        20            
AAD-12                              TGRPSLLIGRHAHAIPGMDA---AESERFLE 
                                     :  . :. :...  : ...   .:  : :  
gi|331 KVLDEFKPLVDEPQNLVKTNCELFEKLGEYGFQNALLVRYTKKAPQVSTPTLVEVSRKLG 
            380       390       400       410       420       430   
 
       30        40        50         60        70        80        
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLAG        
        .    :. :. .  . :   . :  :: :.::.  :                        
gi|331 KVGTKCCKKPESERMSCADDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFSGL 
            440       450       460       470       480       490   
 
gi|331 EVDETYVPKEFNAETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDF 
            500       510       520       530       540       550   
 
>>gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Serum a  (607 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 75.5  bits: 21.1 E():   32 
Smith-Waterman score: 51; 23.2% identity (55.1% similar) in 69 aa overlap (7-71:430-498) 
 
                                       10        20           30    
AAD-12                         TGRPSLLIGRHAHAIPGMDA---AESERFLEGLVDW 
                                     :: :...  : ...   .:  : :  . .  
gi|543 FTPLVEEPKSLVKKNCDLFEEVGEYDFQNALIVRYTKKAPQVSTPTLVEIGRTLGKVGSR 
     400       410       420       430       440       450          
 
            40        50         60        70        80             
AAD-12 ACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLAG             
        :. :. .    . . ...  :: :.::.  : . :. .                      
gi|543 CCKLPESERLPCSENHLALALNRLCVLHEKTPVSEKITKCCTDSLAERRPCFSALELDEG 
     460       470       480       490       500       510          
 
gi|543 YVPKEFKAETFTFHADICTLPEDEKQIKKQSALAELVKHKPKATKEQLKTVLGNFSAFVA 
     520       530       540       550       560       570          
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.9  bits: 18.3 E():   34 
Smith-Waterman score: 43; 30.4% identity (60.9% similar) in 23 aa overlap (45-67:53-75) 
 
           20        30        40        50        60        70     
AAD-12 IPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW 
                                     :: . :.. ..  : :: .  :.        
gi|387 SINGNAPAEIDLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVD 
             30        40        50        60        70        80   
 
           80         
AAD-12 HSRLAG         
                      
gi|387 CASQHGCHGDTIPR 
             90       
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.4  bits: 19.4 E():   36 
Smith-Waterman score: 46; 35.3% identity (58.8% similar) in 17 aa overlap (63-79:70-86) 
 
             40        50        60        70        80             
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AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG             
                                     .:   :.: . :  .::              
gi|613 DAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIAQRWANQCTFE 
      40        50        60        70        80        90          
 
gi|613 HDACRNVERFAVGQNIAATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMH 
     100       110       120       130       140       150          
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.0  bits: 18.4 E():   38 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (17-29:5-17) 
 
               10        20        30        40        50        60 
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH 
                       :.:::: .  :.:                                
gi|208             MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACGLAKKSAEEVKAAFN 
                           10        20        30        40         
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.9  bits: 19.4 E():   38 
Smith-Waterman score: 46; 22.9% identity (60.4% similar) in 48 aa overlap (16-63:115-162) 
 
                              10        20        30        40      
AAD-12                TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. : ... . :     : ..:.  :..  
gi|383 GSEASANPKDKPAEEEEEEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSL 
           90       100       110       120       130       140     
 
          50        60        70        80                          
AAD-12 AAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG                          
       .. .:  ::..  :.. :                                           
gi|383 VTLEVKPWDDETNLEELEANVRAIEMDGLVWGASKFVAVGFGIKKLQINLVVEDEKVSTD 
          150       160       170       180       190       200     
 
>>gi|14424466|sp|P35778.2|VA3_SOLIN RecName: Full=Venom   (234 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.7  bits: 19.4 E():   39 
Smith-Waterman score: 46; 35.3% identity (58.8% similar) in 17 aa overlap (63-79:92-108) 
 
             40        50        60        70        80             
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG             
                                     .:   :.: . :  .::              
gi|144 DAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIAQRWANQCTFE 
              70        80        90       100       110       120  
 
gi|144 HDACRNVERFAVGQNIAATSSSGKNKSTPNEMILLWYNEVKDFDNRWISSFPSDDNILMK 
             130       140       150       160       170       180  
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.6  bits: 20.5 E():   40 
Smith-Waterman score: 53; 27.0% identity (56.8% similar) in 37 aa overlap (17-52:441-477) 
 
                             10        20         30        40      
AAD-12               TGRPSLLIGRHAHAIPGMDAAESERFLEG-LVDWACQAPRVHAHQW 
                                     :. :.    .. : :.:  : .  .:. .  
gi|505 YQIAFSRGNRAFIAINLQKNQQNLQQKLHTGLPAGTYCDIISGNLIDNKCTGKSIHVDKN 
              420       430       440       450       460       470 
 
          50        60        70        80 
AAD-12 AAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 
       . .:: :                             
gi|505 GQADVYVGHDEFDAFVAYHIGARIVS          
              480       490                
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 73.4  bits: 20.1 E():   41 
Smith-Waterman score: 48; 27.1% identity (47.5% similar) in 59 aa overlap (25-76:173-227) 
 
                     10        20        30        40        50     
AAD-12       TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV--- 
                                     : : :    .  .: .  :: . ::..    
gi|113 RGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQ-SDGDAIHVT 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 7146



 

 

            150       160       170       180       190        200  
 
                  60        70        80                            
AAD-12 ----VWDNRCLLHRAEPWDFKLPRVMWHSRLAG                            
           .: ..: : ..  .:  :  : : :                                
gi|113 GSSDIWIDHCTLSKS--FD-GLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDLKM 
             210          220       230       240       250         
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.2  bits: 18.1 E():   48 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (11-48:20-57) 
 
                        10        20        30        40        50  
AAD-12          TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                          ::  . . : :. :    :..:   .:  :   .  ::    
gi|730 MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGS 
               10        20        30        40        50        60 
 
              60        70        80                        
AAD-12 VWDNRCLLHRAEPWDFKLPRVMWHSRLAG                        
                                                            
gi|730 VFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
               70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.2  bits: 18.1 E():   48 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (11-48:20-57) 
 
                        10        20        30        40        50  
AAD-12          TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                          ::  . . : :. :    :..:   .:  :   .  ::    
gi|191 MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGS 
               10        20        30        40        50        60 
 
              60        70        80                        
AAD-12 VWDNRCLLHRAEPWDFKLPRVMWHSRLAG                        
                                                            
gi|191 VFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
               70        80        90       100       110   
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.8  bits: 19.8 E():   50 
Smith-Waterman score: 47; 37.5% identity (68.8% similar) in 16 aa overlap (47-62:202-217) 
 
         20        30        40        50        60        70       
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS 
                                     ::.  .: ..: : .:               
gi|113 DIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWIDHCSLSKASDGLLDITLGSSHV 
             180       190       200       210       220       230  
 
         80                                                         
AAD-12 RLAG                                                         
                                                                    
gi|113 TVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQRMPRCRFGFFQVVNNNY 
             240       250       260       270       280       290  
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 71.5  bits: 19.8 E():   52 
Smith-Waterman score: 47; 30.0% identity (66.7% similar) in 30 aa overlap (41-69:129-158) 
 
               20        30        40        50        60           
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEPWDFKL 
                                     ...:: ::.  : ..: . . : .:  .:. 
gi|114 DPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKI 
      100       110       120       130       140       150         
 
      70        80                                                  
AAD-12 PRVMWHSRLAG                                                  
                                                                    
gi|114 DYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEK 
      160       170       180       190       200       210         

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 7147



 

 

 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.3  bits: 19.8 E():   53 
Smith-Waterman score: 47; 23.6% identity (58.2% similar) in 55 aa overlap (22-74:113-167) 
 
                        10        20         30        40        50 
AAD-12          TGRPSLLIGRHAHAIPGMDAAESERFLE-GLVDWACQAPRVHAHQWAAGDV 
                                     ::. . :  ::  . .. .:... .. ::. 
gi|364 IDTDFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDT 
             90       100       110       120       130       140   
 
               60         70        80                              
AAD-12 VVWDNRCLLHRAEPWD-FKLPRVMWHSRLAG                              
       ...:    .  : : . :.   . :                                    
gi|364 TTYDRGTYVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRL 
            150       160       170       180       190       200   
 
>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.0  bits: 18.8 E():   56 
Smith-Waterman score: 44; 26.3% identity (68.4% similar) in 19 aa overlap (59-77:200-218) 
 
       30        40        50        60        70        80 
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 
                                     ... ::  :. : . :...    
gi|274 KIFAPEIFTKFPNLNSYITRIESMPKISAYIKQQEPQLFNGPMAKWNTKY   
     170       180       190       200       210            
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 70.9  bits: 18.1 E():   56 
Smith-Waterman score: 42; 33.3% identity (66.7% similar) in 24 aa overlap (58-78:111-134) 
 
        30        40        50        60          70         80 
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL--PR-VMWHSRLAG 
                                     .:::.. .::.   :.  .: . :   
gi|144 GFVGRTYFTVLHTQCFRLDYPIVKCKVKSTILHRSKCYDFETFAPKKYQWFDVLQY 
               90       100       110       120       130       
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 70.9  bits: 16.0 E():   56 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (16-33:8-25) 
 
               10        20        30        40        50        60 
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH 
                      :.. :. ....:..   :                            
gi|751         IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA                     
                       10        20        30                       
 
               70        80 
AAD-12 RAEPWDFKLPRVMWHSRLAG 
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 70.7  bits: 18.1 E():   58 
Smith-Waterman score: 42; 24.4% identity (56.1% similar) in 41 aa overlap (5-44:100-140) 
 
                                         10         20        30    
AAD-12                           TGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
            40        50        60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 
       .  .   : :.                                     
gi|100 GYYVGSHHHHHH                                    
     130       140                                     
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 70.4  bits: 19.2 E():   60 
Smith-Waterman score: 53; 22.9% identity (56.2% similar) in 48 aa overlap (31-74:130-177) 
 
               10        20        30           40        50        
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AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC---QAPRVHAHQWAAGDVVVWDNRC 
                                     :::     .. .:... .. ::....:    
gi|287 FFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGT 
     100       110       120       130       140       150          
 
        60         70        80                                     
AAD-12 LLHRAEPWD-FKLPRVMWHSRLAG                                     
        .  : : . :.   . :                                           
gi|287 YVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAG 
     160       170       180       190       200       210          
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.4  bits: 19.5 E():   60 
Smith-Waterman score: 46; 28.0% identity (52.0% similar) in 25 aa overlap (38-62:351-375) 
 
        10        20        30        40        50        60        
AAD-12 IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF 
                                     :   .. :  ::: . .   .. ::      
gi|118 INGVQYPLSPSAYILQDDDSCTSGFEGMDVPTSSGELWILGDVFIRQYYTVFDRANNKVG 
              330       340       350       360       370       380 
 
        70        80 
AAD-12 KLPRVMWHSRLAG 
                     
gi|118 LAPVA         
                     
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 70.4  bits: 18.1 E():   60 
Smith-Waterman score: 42; 27.8% identity (66.7% similar) in 36 aa overlap (12-47:28-62) 
 
                               10        20        30        40     
AAD-12                 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                  :.: :...: : ... .:  : .    ... .: 
gi|157 MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQA-EFRQLANGAPDKTEAEIEAQIEQ 
               10        20        30         40        50          
 
           50        60        70        80                         
AAD-12 WAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG                         
       :.:                                                          
gi|157 WVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPAAKAADARLSAIASNRALKV 
      60        70        80        90       100       110          
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.3  bits: 19.9 E():   61 
Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (2-24:344-366) 
 
                                            10        20        30  
AAD-12                              TGRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
           320       330       340       350       360       370    
 
              40        50        60        70        80            
AAD-12 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG            
                                                                    
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 70.3  bits: 16.0 E():   61 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (16-33:8-25) 
 
               10        20        30        40        50        60 
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH 
                      :.. :. ....:..   :                            
gi|751         IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK                  
                       10        20        30                       
 
               70        80 
AAD-12 RAEPWDFKLPRVMWHSRLAG 
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>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 70.1  bits: 19.9 E():   62 
Smith-Waterman score: 47; 30.0% identity (66.7% similar) in 30 aa overlap (41-69:159-188) 
 
               20        30        40        50        60           
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEPWDFKL 
                                     ...:: ::.  : ..: . . : .:  .:. 
gi|476 DPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKI 
      130       140       150       160       170       180         
 
      70        80                                                  
AAD-12 PRVMWHSRLAG                                                  
                                                                    
gi|476 DYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEK 
      190       200       210       220       230       240         
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.1 E():   62 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (8-31:1-24) 
 
               10        20        30        40        50        60 
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH 
              .: ..:..   ... .:... :.:                              
gi|215        MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAATGAYKSVEVKGDGGAGTV 
                      10        20        30        40        50    
 
               70        80                                         
AAD-12 RAEPWDFKLPRVMWHSRLAG                                         
                                                                    
gi|215 RIITLPEGSPITTMTVRTDAVNKEALSYDSTVIDGDILLGFIESIETHMVVVPTADGGSI 
            60        70        80        90       100       110    
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.1 E():   62 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (8-31:1-24) 
 
               10        20        30        40        50        60 
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH 
              .: ..:..   ... .:... :.:                              
gi|892        MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVEVKGDGGAGTV 
                      10        20        30        40        50    
 
               70        80                                         
AAD-12 RAEPWDFKLPRVMWHSRLAG                                         
                                                                    
gi|892 RIITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVVPTADGGSI 
            60        70        80        90       100       110    
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.0  bits: 17.4 E():   63 
Smith-Waterman score: 40; 30.0% identity (50.0% similar) in 30 aa overlap (4-33:13-42) 
 
                        10        20        30        40        50  
AAD-12          TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                   :. :.    .. ::   :: :   .:  .:                   
gi|144 VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKKGNLWEVKSSKPL 
               10        20        30        40        50        60 
 
              60        70        80        
AAD-12 VWDNRCLLHRAEPWDFKLPRVMWHSRLAG        
                                            
gi|144 TGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
               70        80        90       
 
>>gi|159162378|pdb|1H2O|A Chain A, Solution Structure Of  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 18.1 E():   64 
Smith-Waterman score: 42; 26.1% identity (52.2% similar) in 23 aa overlap (52-74:23-45) 
 
              30        40        50        60        70        80  
AAD-12 ESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG  
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                                     : :   :. .  :  .:  ...:        
gi|159         GVFTYESEFTSEIPPPRLFKAFVLDADNLVPKIAPQAIKHSEILWGDGGPGT 
                       10        20        30        40        50   
 
gi|159 IKKITFGEGSQYGYVKHKIDSIDKENYSYSYTLIEGDALGDTLEKISYETKLVASPSGGS 
             60        70        80        90       100       110   
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.5  bits: 19.2 E():   67 
Smith-Waterman score: 45; 28.6% identity (51.4% similar) in 35 aa overlap (11-45:258-291) 
 
                                   10        20        30        40 
AAD-12                     TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     :...:    .  : :  .  : :. :  :. 
gi|510 IGENIIGHLLIVFDGGKSQPACSWYDVPCSHSESIVYATGMVSGRCQHLAVPWTAQQ-RI 
       230       240       250       260       270       280        
 
               50        60        70        80                     
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG                     
       .  ::                                                        
gi|510 NPIQWKFWRVFTSNIPAYPTSDTTNCVVLNTNVFKNDNTFEGEYHAFPDCARNLFKCRQQ 
        290       300       310       320       330       340       
 
>>gi|1170095|sp|P46419.1|GSTM1_DERPT RecName: Full=Gluta  (219 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.3  bits: 18.5 E():   68 
Smith-Waterman score: 43; 23.8% identity (57.1% similar) in 21 aa overlap (59-79:199-219) 
 
       30        40        50        60        70        80 
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 
                                     ... .:  :. :   :..  :  
gi|117 KVMVPEVFGQFENLKRYVERMESLPRVSDYIKKQQPKTFNAPTSKWNASYA  
      170       180       190       200       210           
 
>>gi|60920878|gb|AAX37326.1| glutathione transferase mu   (219 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.3  bits: 18.5 E():   68 
Smith-Waterman score: 43; 23.8% identity (57.1% similar) in 21 aa overlap (59-79:199-219) 
 
       30        40        50        60        70        80 
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 
                                     ... .:  :. :   :..  :  
gi|609 KVMVPEVFGQFENLKRYVERMESLPRVSDYIKKQQPKTFNAPTSKWNASYA  
      170       180       190       200       210           
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.2  bits: 19.2 E():   70 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (1-17:225-240) 
 
                                             10        20        30 
AAD-12                               TGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|269 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
               40        50        60        70        80           
AAD-12 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG           
                                                                    
gi|269 DSEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 69.2  bits: 19.2 E():   70 
Smith-Waterman score: 45; 35.3% identity (82.4% similar) in 17 aa overlap (1-17:225-240) 
 
                                             10        20        30 
AAD-12                               TGRPSLLIGRHAHAIPGMDAAESERFLEGL 
                                     .:. :.... . ::.::              
gi|682 YGFQDTLCDDKGKHFYKDCYIEGTVDFIFGSGK-SIFLNTELHAVPGDQPAIITAQARKT 
          200       210       220        230       240       250    
 
               40        50        60        70        80           
AAD-12 VDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG           
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gi|682 ESEDTGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRF 
           260       270       280       290       300       310    
 
>>gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ver  (472 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 69.1  bits: 19.6 E():   71 
Smith-Waterman score: 46; 25.6% identity (51.2% similar) in 43 aa overlap (29-71:415-455) 
 
                 10        20        30        40        50         
AAD-12   TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     ::.  .  : :. . .    ::.  .:    
gi|156 EGQLVVVPQNFAVVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVI--QNSFD 
          390       400       410       420       430         440   
 
       60        70        80         
AAD-12 LHRAEPWDFKLPRVMWHSRLAG         
       . : . :..:  :                  
gi|156 ISREDAWNLKESRSEMTIFAPGSRSQRQRN 
            450       460       470   
 
>>gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen 11S   (472 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 69.1  bits: 19.6 E():   71 
Smith-Waterman score: 46; 25.6% identity (51.2% similar) in 43 aa overlap (29-71:415-455) 
 
                 10        20        30        40        50         
AAD-12   TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     ::.  .  : :. . .    ::.  .:    
gi|110 EGQLVVVPQNFAVVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVI--QNSFD 
          390       400       410       420       430         440   
 
       60        70        80         
AAD-12 LHRAEPWDFKLPRVMWHSRLAG         
       . : . :..:  :                  
gi|110 ISREDAWNLKESRSEMTIFAPGSRSQRQRN 
            450       460       470   
 
>>gi|3182907|sp|O02380.1|ALL2_TYRPU RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.1  bits: 17.8 E():   71 
Smith-Waterman score: 41; 37.5% identity (100.0% similar) in 8 aa overlap (57-64:41-48) 
 
         30        40        50        60        70        80       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG       
                                     :..:...:                       
gi|318 AVAAAGQVKFTDCGKKEIASVAVDGCEGDLCVIHKSKPVHVIAEFTANQDTCKIEVKVTG 
               20        30        40        50        60        70 
 
gi|318 QLNGLEVPIPGIETDGCKVLKCPLKKGTKYTMNYSVNVPSVVPNIKTVVKLLATGEHGVL 
               80        90       100       110       120       130 
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 68.8  bits: 18.9 E():   73 
Smith-Waterman score: 44; 47.4% identity (63.2% similar) in 19 aa overlap (22-37:72-90) 
 
                        10        20        30           40         
AAD-12          TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDW---ACQAPRVHAHQWAAG 
                                     :.. ::   :::   ::.:            
gi|144 TISKQVVFLIHGFLSTGNNENFVAMSKALIEKDDFLVISVDWKKGACNAFASTKDALGYS 
              50        60        70        80        90       100  
 
       50        60        70        80                             
AAD-12 DVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG                             
                                                                    
gi|144 KAVGNTRHVGKFVADFTKLLVEKYKVLISNIRLIGHSLGAHTSGFAGKEVQKLKLGKYKE 
             110       120       130       140       150       160  
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 68.7  bits: 21.3 E():   74 
Smith-Waterman score: 58; 26.1% identity (67.4% similar) in 46 aa overlap (27-68:1159-1202) 
 
                   10        20        30            40        50   
AAD-12     TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ-AP---RVHAHQWAAGDVVV 
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                                     .::..:.  . .:   ..:::  . :.    
gi|203 ESNKGTPIELQYKVSGKDRSKRAAEMNAEDVEGVIDYKNSGSPIDSKMHAHLKVKGNNYG 
     1130      1140      1150      1160      1170      1180         
 
             60        70        80                                 
AAD-12 WDNRCLLHRAEPWDFKLPRVMWHSRLAG                                 
       .:..  :...:: ...                                             
gi|203 YDSE--LKQTEPQQYEGKMTLSKNDKKIFITHKTEMTKPTSTFLLKTDADVSYSESDMKK 
     1190        1200      1210      1220      1230      1240       
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.6  bits: 19.2 E():   75 
Smith-Waterman score: 53; 22.9% identity (56.2% similar) in 48 aa overlap (31-74:120-167) 
 
               10        20        30           40        50        
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC---QAPRVHAHQWAAGDVVVWDNRC 
                                     :::     .. .:... .. ::....:    
gi|855 FFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGT 
      90       100       110       120       130       140          
 
        60         70        80                                     
AAD-12 LLHRAEPWD-FKLPRVMWHSRLAG                                     
        .  : : . :.   . :                                           
gi|855 YVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAG 
     150       160       170       180       190       200          
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 68.6  bits: 19.2 E():   75 
Smith-Waterman score: 45; 26.8% identity (48.8% similar) in 41 aa overlap (25-59:172-212) 
 
                     10        20        30        40               
AAD-12       TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW------AAG 
                                     .  :: .  : .:   : :.       .:: 
gi|625 RGANVEITCGGLTIHNVCNVIIHNIHIHDIKVTEGGIIKATDAKPGHRHKSDGDGICVAG 
             150       160       170       180       190       200  
 
       50        60        70        80                             
AAD-12 DVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG                             
       .  .: ..: :                                                  
gi|625 SSKIWIDHCTLSHGPDGLIDVTLGSTAVTISNCKFSHHQKILLLGADNSHVDDKKMHVTV 
             210       220       230       240       250       260  
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 41; 20.8% identity (79.2% similar) in 24 aa overlap (8-31:1-24) 
 
               10        20        30        40        50        60 
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH 
              .: ..:..   ... .:....:.:                              
gi|134        MGVQTHVLELTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTL 
                      10        20        30        40        50    
 
               70        80                                         
AAD-12 RAEPWDFKLPRVMWHSRLAG                                         
                                                                    
gi|134 KIITLPDGGPITTMTLRIDGVNKEALTFDYSVIDGDILLGFIESIENHVVLVPTADGGSI 
            60        70        80        90       100       110    
 
>>gi|60116876|gb|AAX14379.1| vacuolar serine protease [D  (518 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 68.4  bits: 19.6 E():   77 
Smith-Waterman score: 46; 22.4% identity (57.1% similar) in 49 aa overlap (1-45:15-63) 
 
                             10        20        30            40   
AAD-12               TGRPSLLIGRHAHAIPGMDAAESERFLEGLV----DWACQAPRVHA 
                     :. : :. . :  : : ..:...... .. .    : . :   ..  
gi|601 MRGALAGLSLATLATASPVLVNSIHNDAAPIISASNAKEIADNYMIKFKDHVTQNLAAEH 
               10        20        30        40        50        60 
 
             50        60        70        80                       
AAD-12 HQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG                       
       : :                                                          

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 7153



 

 

gi|601 HGWVQDLHEKTQVAKTELRKRSQSPMVDDIFNGLKHTYNIAGGLMGYAGHFDEDVIEQIR 
               70        80        90       100       110       120 
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 18.5 E():   77 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (31-44:29-42) 
 
               10        20        30        40        50        60 
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH 
                                     :.:  : :  . ::                 
gi|170   MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQT 
                 10        20        30        40        50         
 
               70        80                                         
AAD-12 RAEPWDFKLPRVMWHSRLAG                                         
                                                                    
gi|170 FPHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQ 
       60        70        80        90       100       110         
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 68.4  bits: 21.0 E():   77 
Smith-Waterman score: 50; 44.4% identity (63.0% similar) in 27 aa overlap (4-29:636-662) 
 
                                           10        20        30   
AAD-12                            TGRPSLLIG-RHAHAIPGMDAAESERFLEGLVD 
                                     :: : : : : .:::  . ..:  :.:    
gi|278 SRGPSGPPGPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIG 
         610       620       630       640       650       660      
 
             40        50        60        70        80             
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG             
                                                                    
gi|278 SPGRDGARGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAG 
         670       680       690       700       710       720      
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (57-68:27-38) 
 
         30        40        50        60        70        80       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG       
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (57-68:27-38) 
 
         30        40        50        60        70        80       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG       
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (57-68:27-38) 
 
         30        40        50        60        70        80       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG       
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
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gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (57-68:27-38) 
 
         30        40        50        60        70        80       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG       
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (57-68:27-38) 
 
         30        40        50        60        70        80       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG       
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.8  bits: 19.3 E():   83 
Smith-Waterman score: 45; 38.9% identity (72.2% similar) in 18 aa overlap (9-26:241-258) 
 
                                     10        20        30         
AAD-12                       TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                     :  .... :::.: :: .             
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDQTYDLNFKE 
              220       230       240       250       260       270 
 
       40        50        60        70        80                   
AAD-12 RVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG                   
                                                                    
gi|144 ENNNGSQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 67.7  bits: 15.4 E():   85 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (16-33:8-25) 
 
               10        20        30        40        50        60 
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH 
                      :.. :  ....:..   :                            
gi|751         IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA                     
                       10        20        30                       
 
               70        80 
AAD-12 RAEPWDFKLPRVMWHSRLAG 
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 67.6  bits: 17.5 E():   85 
Smith-Waterman score: 40; 25.7% identity (60.0% similar) in 35 aa overlap (5-38:100-134) 
 
                                         10         20        30    
AAD-12                           TGRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|105 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
            40        50        60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 
       .  .:                                           
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gi|105 GYWVPSSNS                                       
     130                                               
 
>>gi|14423651|sp|Q9U5P2.1|ALL5_LEPDS RecName: Full=Mite   (110 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.2 E():   86 
Smith-Waterman score: 39; 33.3% identity (61.9% similar) in 21 aa overlap (55-75:8-28) 
 
           30        40        50        60        70        80     
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG     
                                     .: :.: .:    :: ... :          
gi|144                        DDFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELE 
                                      10        20        30        
 
gi|144 KSKSKELKAQILREISIGLDFIDSAKGHFERELKRADLNLAEKFNFESALSTGAVLHKDL 
        40        50        60        70        80        90        
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.5 E():   87 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (55-63:40-48) 
 
           30        40        50        60        70        80     
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG     
                                     . :..::.:                      
gi|212 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|212 LTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.5 E():   87 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (55-63:40-48) 
 
           30        40        50        60        70        80     
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG     
                                     . :..::.:                      
gi|158 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|158 LAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.5 E():   87 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (55-63:40-48) 
 
           30        40        50        60        70        80     
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG     
                                     . :..::.:                      
gi|170 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|170 LAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.4  bits: 17.9 E():   87 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (10-26:17-30) 
 
                      10        20        30        40        50    
AAD-12        TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW 
                       ::   .:..:    :::                            
gi|212 VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFSYD 
               10        20           30        40        50        
 
            60        70        80                                  
AAD-12 DNRCLLHRAEPWDFKLPRVMWHSRLAG                                  
                                                                    
gi|212 DALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYENYAIVEGC 
        60        70        80        90       100       110        
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>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.3  bits: 17.9 E():   88 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (10-26:18-31) 
 
                       10        20        30        40        50   
AAD-12         TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
                        ::   .:..:    :::                           
gi|144 AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFSY 
               10        20           30        40        50        
 
             60        70        80                                 
AAD-12 WDNRCLLHRAEPWDFKLPRVMWHSRLAG                                 
                                                                    
gi|144 DDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYDNYAIVEG 
        60        70        80        90       100       110        
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.3  bits: 17.9 E():   88 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (10-26:18-31) 
 
                       10        20        30        40        50   
AAD-12         TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
                        ::   .:..:    :::                           
gi|116 AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFSY 
               10        20           30        40        50        
 
             60        70        80                                 
AAD-12 WDNRCLLHRAEPWDFKLPRVMWHSRLAG                                 
                                                                    
gi|116 DDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYENYAIVEG 
        60        70        80        90       100       110        
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.9 E():   90 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (33-56:70-93) 
 
             10        20        30        40        50        60   
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|283 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
      40        50        60        70        80        90          
 
             70        80                                           
AAD-12 EPWDFKLPRVMWHSRLAG                                           
                                                                    
gi|283 CGPVGAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
     100       110       120       130       140       150          
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.1  bits: 18.6 E():   91 
Smith-Waterman score: 43; 26.9% identity (65.4% similar) in 26 aa overlap (46-70:14-39) 
 
          20        30        40        50        60         70     
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK-LPRVMW 
                                     :.. ..  ..::.    .::. . ::     
gi|217                  MKTFLVFALLAVAATSAIAQMETRCIPGLERPWQQQPLPPQQT 
                                10        20        30        40    
 
           80                                                       
AAD-12 HSRLAG                                                       
                                                                    
gi|217 FPQQPLFSQQQQQQLFPQQPSFSQQQPPFWQQQPPFSQQQPILPQQPPFSQQQQLVLPQQ 
            50        60        70        80        90       100    
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.1  bits: 17.9 E():   91 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (10-26:27-40) 
 
                                10        20        30        40    
AAD-12                  TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                 ::   .:..:    :::                  
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gi|194 MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEALTQY 
               10        20        30           40        50        
 
            50        60        70        80                        
AAD-12 QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG                        
                                                                    
gi|194 KCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDY 
        60        70        80        90       100       110        
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 67.1  bits: 15.4 E():   91 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (16-33:8-25) 
 
               10        20        30        40        50        60 
AAD-12 TGRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH 
                      :.. :  ....:..   :                            
gi|751         IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK                  
                       10        20        30                       
 
               70        80 
AAD-12 RAEPWDFKLPRVMWHSRLAG 
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 67.0  bits: 18.9 E():   91 
Smith-Waterman score: 44; 40.9% identity (59.1% similar) in 22 aa overlap (49-70:92-111) 
 
       20        30        40        50        60        70         
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL 
                                     :.: . ::  :: .  ::  .:         
gi|258 QGEEFHKIVFTVEGLQEFGNFVQFLEDHGLDAVGYINR--LHSVFGWDPYVPSSKRKHTR 
              70        80        90         100       110          
 
       80                                                           
AAD-12 AG                                                           
                                                                    
gi|258 RGVGVDGLIDDIIAILPIDDLKALFQEKLETSPDFKAFYDAVRSPEFQSIVQTLNAMPEY 
     120       130       140       150       160       170          
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 66.9  bits: 17.5 E():   92 
Smith-Waterman score: 40; 53.8% identity (76.9% similar) in 13 aa overlap (3-15:38-49) 
 
                                           10        20        30   
AAD-12                             TGRPSLLIGRHAHAIPGMDAAESERFLEGLVD 
                                     .:.:  : ::::.                  
gi|160 LNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKPGLH-GFHAHALGDTTNGCMSTGPHFNPV 
        10        20        30        40         50        60       
 
             40        50        60        70        80             
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG             
                                                                    
gi|160 GKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLG 
         70        80        90       100       110       120       
 
>>gi|1093120|prf||2103117A allergen Dac g II              (196 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.9  bits: 17.9 E():   93 
Smith-Waterman score: 41; 18.9% identity (45.9% similar) in 37 aa overlap (35-71:141-177) 
 
           10        20        30        40        50        60     
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP 
                                     :    .  :.  . :   .:.  ....    
gi|109 VFQFLILSCQGRIVNNCEVLICVMRRGNAMCLIASISMHHILTLDRFFFDGLEIIYKIFK 
              120       130       140       150       160       170 
 
           70        80           
AAD-12 WDFKLPRVMWHSRLAG           
         :. ::                    
gi|109 MMFQKPRTRTCIEKDFPRRSSSSIPT 
              180       190       
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
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 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 17.9 E():   97 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (33-56:87-110) 
 
             10        20        30        40        50        60   
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|123 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
             70        80                                           
AAD-12 EPWDFKLPRVMWHSRLAG                                           
                                                                    
gi|123 CGPVGAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 17.9 E():   97 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (33-56:87-110) 
 
             10        20        30        40        50        60   
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|158 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
             70        80                                           
AAD-12 EPWDFKLPRVMWHSRLAG                                           
                                                                    
gi|158 CGPVGAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|111120432|gb|ABH06350.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.2 E():   99 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (46-63:109-126) 
 
          20        30        40        50        60        70      
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
          80 
AAD-12 SRLAG 
 
>>gi|111120428|gb|ABH06348.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.2 E():   99 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (46-63:109-126) 
 
          20        30        40        50        60        70      
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
          80 
AAD-12 SRLAG 
 
>>gi|111494253|gb|ABH06347.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.2 E():   99 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (46-63:109-126) 
 
          20        30        40        50        60        70      
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
          80 
AAD-12 SRLAG 
 
>>gi|111120420|gb|ABH06344.1| Blo t 21 allergen [Blomia   (129 aa) 
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 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.2 E():   99 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (46-63:109-126) 
 
          20        30        40        50        60        70      
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
          80 
AAD-12 SRLAG 
 
>>gi|111120424|gb|ABH06346.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.2 E():   99 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (46-63:109-126) 
 
          20        30        40        50        60        70      
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
          80 
AAD-12 SRLAG 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:03:05 2011 done: Fri Jan 21 00:03:05 2011 
 Total Scan time:  0.070 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 205  - 284 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     1     8:=* 
  34    23    22:=====* 
  36    24    44:======    * 
  38    31    73:========          * 
  40    74   102:===================      * 
  42    91   125:=======================        * 
  44   133   138:==================================* 
  46   168   140:==================================*======= 
  48   209   134:=================================*=================== 
  50   107   122:===========================   * 
  52   135   108:==========================*======= 
  54   109    92:======================*===== 
  56    95    77:===================*==== 
  58    49    63:=============  * 
  60    38    51:==========  * 
  62    34    41:========= * 
  64    28    33:======= * 
  66    27    26:======* 
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  68    23    20:====*= 
  70    17    16:===*= 
  72     5    12:==* 
  74     6    10:==* 
  76    11     8:=*= 
  78    13     6:=*== 
  80    21     5:=*==== 
  82     5     3:*= 
  84     2     3:* 
  86     3     2:* 
  88     0     2:*          inset = represents 1 library sequences 
  90     0     1:* 
  92     2     1:*         :*= 
  94     2     1:*         :*= 
  96     0     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     1     0:=         *= 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.09070.00317; mu= 9.0476 0.169 
 mean_var=37.949711.403, 0's: 2 Z-trim: 3  B-trim: 0 in 0/44 
 Lambda= 0.208195 
 Kolmogorov-Smirnov  statistic: 0.0916 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.050 
 
The best scores are:                                      opt bits E(1491) 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   73 27.7    0.25 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   66 25.6     1.1 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   59 23.2     1.8 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   56 22.3     2.7 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   55 21.9     2.7 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   56 22.3     3.5 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   56 22.3     3.5 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   54 21.8     6.8 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   54 21.8     6.9 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   54 21.8     6.9 
gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Se ( 608)   57 22.9     9.1 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   50 20.5      10 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   53 21.6      11 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   50 20.5      12 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   50 20.5      12 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   53 21.6      12 
gi|212279|gb|AAA48944.1| lysozyme protein [Gallus  (  24)   42 17.7      13 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   48 19.9      15 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   52 21.3      16 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   48 19.9      16 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   48 19.9      16 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   48 19.9      16 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   48 19.9      16 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   48 19.9      16 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   53 21.7      16 
gi|34495280|gb|AAQ73487.1| type 2 allergen Lep d 2 ( 140)   48 19.9      17 
gi|34495274|gb|AAQ73484.1| type 2 allergen Lep d 2 ( 141)   48 19.9      17 
gi|33772588|gb|AAQ54603.1| Gly d 2.03 [Glycyphagus ( 141)   48 19.9      17 
gi|34495278|gb|AAQ73486.1| type 2 allergen Lep d 2 ( 141)   48 19.9      17 
gi|34495284|gb|AAQ73489.1| type 2 allergen Lep d 2 ( 141)   48 19.9      17 
gi|34495290|gb|AAQ73492.1| type 2 allergen Lep d 2 ( 141)   48 19.9      17 
gi|34495282|gb|AAQ73488.1| type 2 allergen Lep d 2 ( 141)   48 19.9      17 
gi|34495288|gb|AAQ73491.1| type 2 allergen Lep d 2 ( 141)   48 19.9      17 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 7161



 

 

gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2 ( 141)   48 19.9      17 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   48 19.9      17 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   48 19.9      17 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   48 19.9      17 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   47 19.6      19 
gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Sc ( 129)   47 19.6      19 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   47 19.6      19 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   47 19.6      20 
gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Se ( 607)   53 21.7      21 
gi|3336842|emb|CAA76847.1| bovine serum albumin [B ( 607)   53 21.7      21 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   47 19.6      21 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   47 19.6      21 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   47 19.6      21 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   47 19.6      21 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   47 19.6      21 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   47 19.6      21 
gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Gl ( 162)   47 19.6      23 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   49 20.4      25 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   47 19.7      25 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   46 19.3      25 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   52 21.4      25 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   51 21.1      26 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   46 19.3      28 
gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   46 19.3      28 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   47 19.7      29 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   50 20.8      30 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   51 21.1      30 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 15.8      30 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   47 19.7      30 
gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Ser ( 607)   51 21.1      31 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   43 18.3      34 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   46 19.4      36 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 18.4      38 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   46 19.4      38 
gi|14424466|sp|P35778.2|VA3_SOLIN RecName: Full=Ve ( 234)   46 19.4      39 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   49 20.5      40 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   48 20.1      41 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   42 18.1      48 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   42 18.1      48 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   47 19.8      50 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   47 19.8      52 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   47 19.9      53 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   44 18.8      56 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   42 18.1      56 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 16.0      57 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   42 18.1      58 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   46 19.5      60 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   45 19.2      60 
gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full= ( 499)   47 19.9      60 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.1      60 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   47 19.9      62 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 16.0      62 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.1      63 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.1      63 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   40 17.4      64 
gi|159162378|pdb|1H2O|A Chain A, Solution Structur ( 159)   42 18.1      64 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   45 19.2      67 
gi|1170095|sp|P46419.1|GSTM1_DERPT RecName: Full=G ( 219)   43 18.5      69 
gi|60920878|gb|AAX37326.1| glutathione transferase ( 219)   43 18.5      69 
gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ( 472)   46 19.6      71 
gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen  ( 472)   46 19.6      71 
gi|3182907|sp|O02380.1|ALL2_TYRPU RecName: Full=Mi ( 141)   41 17.8      71 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   51 21.3      73 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   44 18.9      73 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.2      75 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.2      75 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.0      76 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   43 18.5      77 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   41 17.8      77 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   40 17.5      81 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   40 17.5      81 
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gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   40 17.5      81 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   40 17.5      81 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   40 17.5      81 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.3      82 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   44 18.9      85 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   44 18.9      85 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   40 17.5      86 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 15.4      86 
gi|14423651|sp|Q9U5P2.1|ALL5_LEPDS RecName: Full=M ( 110)   39 17.2      87 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   40 17.5      87 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   40 17.5      87 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   40 17.5      87 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 17.9      88 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 17.9      88 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 17.9      88 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   41 17.9      90 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   43 18.6      91 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   44 18.9      91 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 17.9      91 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 15.4      93 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   40 17.5      93 
gi|1093120|prf||2103117A allergen Dac g II         ( 196)   41 17.9      94 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   41 17.9      97 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   41 17.9      97 
gi|111120432|gb|ABH06350.1| Blo t 21 allergen [Blo ( 129)   39 17.2      99 
gi|111494253|gb|ABH06347.1| Blo t 21 allergen [Blo ( 129)   39 17.2      99 
gi|111120428|gb|ABH06348.1| Blo t 21 allergen [Blo ( 129)   39 17.2      99 
gi|111120424|gb|ABH06346.1| Blo t 21 allergen [Blo ( 129)   39 17.2      99 
gi|111120420|gb|ABH06344.1| Blo t 21 allergen [Blo ( 129)   39 17.2      99 
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  73 init1:  73 opt:  73  Z-score: 113.4  bits: 27.7 E(): 0.25 
Smith-Waterman score: 73; 35.5% identity (54.8% similar) in 31 aa overlap (17-47:246-276) 
 
                             10        20        30        40       
AAD-12               GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:: :   . :     .: . 
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
 
         50        60        70        80                           
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR                           
       :                                                            
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  66 init1:  66 opt:  66  Z-score: 102.0  bits: 25.6 E():  1.1 
Smith-Waterman score: 66; 32.3% identity (54.8% similar) in 31 aa overlap (17-47:247-277) 
 
                             10        20        30        40       
AAD-12               GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:  :   . :.    .: . 
gi|232 APDIKTPKEALDLIMDAIDKAGYKGKVGIAMDVASSEFYKDGKYDLDFKNPESDPSKWLS 
        220       230       240       250       260       270       
 
         50        60        70        80                           
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR                           
       :                                                            
gi|232 GPQLADLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKT 
        280       290       300       310       320       330       
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  51 init1:  51 opt:  59  Z-score: 97.8  bits: 23.2 E():  1.8 
Smith-Waterman score: 59; 32.1% identity (48.2% similar) in 56 aa overlap (2-53:83-133) 
 
                                              10          20        
AAD-12                              GRPSL--LIGRHA--HAIPGMDAAESERFLE 
                                     ::.:  ::   :  :   :.. :. :.:   
gi|121 IKDSADFAVHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKARGIEKAQFEEFRA 
             60        70        80        90       100       110   
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        30        40        50        60        70        80 
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR 
       .:::.       :  .:      .::                            
gi|121 SLVDYLS-----HHLDWNDTMKSTWDLALNNMFFYILHALEVAQ          
                 120       130       140       150           
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 94.7  bits: 22.3 E():  2.7 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (28-44:68-86) 
 
                  10        20        30          40        50      
AAD-12    GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|219 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
          60        70        80 
AAD-12 CLLHRAEPWDFKLPRVMWHSRLAGR 
                                 
gi|219 SFDSDRSGLLLKQKVSDE        
       100       110             
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 94.6  bits: 21.9 E():  2.7 
Smith-Waterman score: 55; 30.4% identity (41.3% similar) in 46 aa overlap (31-73:29-70) 
 
               10        20        30        40        50        60 
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 
                                     :  :::   : .. : ..   :: : .    
gi|323   QAGGQTCAGNICCSQYGYCGTTADYCSPDNNCQATY-HYYNPAQNN---WDLRAVSAY 
                 10        20        30         40           50     
 
                  70        80               
AAD-12 AEPWDFKLP---RVMWHSRLAGR               
          ::   :   :  :                      
gi|323 CSTWDADKPYSWRYGWTAFCGPAGPRCLRTNAAVTVR 
           60        70        80        90  
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 92.6  bits: 22.3 E():  3.5 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (28-44:68-86) 
 
                  10        20        30          40        50      
AAD-12    GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|456 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNF 
        40        50        60        70        80        90        
 
          60        70        80                                    
AAD-12 CLLHRAEPWDFKLPRVMWHSRLAGR                                    
                                                                    
gi|456 SFGSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 92.6  bits: 22.3 E():  3.5 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (28-44:68-86) 
 
                  10        20        30          40        50      
AAD-12    GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|184 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
          60        70        80                                    
AAD-12 CLLHRAEPWDFKLPRVMWHSRLAGR                                    
                                                                    
gi|184 SFDSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
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>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 87.5  bits: 21.8 E():  6.8 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (48-62:122-138) 
 
        20        30        40        50          60        70      
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRVMWHS 
                                     : :..::.:::  :..:              
gi|162 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
          80                                                     
AAD-12 RLAGR                                                     
                                                                 
gi|162 RKELAAVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200         
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 87.5  bits: 21.8 E():  6.9 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (48-62:122-138) 
 
        20        30        40        50          60        70      
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRVMWHS 
                                     : :..::.:::  :..:              
gi|124 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
          80                                                       
AAD-12 RLAGR                                                       
                                                                   
gi|124 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 87.5  bits: 21.8 E():  6.9 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (48-62:122-138) 
 
        20        30        40        50          60        70      
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRVMWHS 
                                     : :..::.:::  :..:              
gi|209 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
          80                                                       
AAD-12 RLAGR                                                       
                                                                   
gi|209 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Serum   (608 aa) 
 initn:  43 init1:  43 opt:  57  Z-score: 85.3  bits: 22.9 E():  9.1 
Smith-Waterman score: 57; 25.4% identity (53.7% similar) in 67 aa overlap (1-63:426-492) 
 
                                             10           20        
AAD-12                               GRPSLLIGRHAHAIPGMDA---AESERFLE 
                                     :  . :. :... .: ...   .:  : :  
gi|135 HVFDEFKPLVEEPHNLVKTNCELFEKLGEYGFQNALLVRYTKKVPQVSTPTLVEVSRSLG 
         400       410       420       430       440       450      
 
        30        40        50         60        70        80       
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLAGR       
        . .  :  :...  . :   . :  :: :.::.  :                        
gi|135 KVGSKCCTHPEAERLSCAEDYLSVVLNRLCVLHEKTPVSERVTKCCTESLVNRRPCFSAL 
         460       470       480       490       500       510      
 
gi|135 QVDETYVPKEFSAETFTFHADLCTLPEAEKQIKKQSALVELLKHKPKATEEQLKTVMGDF 
         520       530       540       550       560       570      
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.3  bits: 20.5 E():   10 
Smith-Waterman score: 50; 50.0% identity (90.0% similar) in 10 aa overlap (54-63:24-33) 
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            30        40        50        60        70        80    
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR    
                                     : :..::..:                     
gi|484        GKMNFTDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVL 
                      10        20        30        40        50    
 
gi|484 TAIIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGE 
            60        70        80        90       100       110    
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.7  bits: 21.6 E():   11 
Smith-Waterman score: 53; 43.8% identity (62.5% similar) in 16 aa overlap (28-43:27-42) 
 
               10        20        30        40        50        60 
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 
                                  : :.:  : : .. ::                  
gi|170  MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQQTF 
                10        20        30        40        50          
 
               70        80                                         
AAD-12 AEPWDFKLPRVMWHSRLAGR                                         
                                                                    
gi|170 PHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQPQQP 
      60        70        80        90       100       110          
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.4  bits: 20.5 E():   12 
Smith-Waterman score: 50; 33.3% identity (100.0% similar) in 12 aa overlap (56-67:44-55) 
 
          30        40        50        60        70        80      
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR      
                                     :..::..:....                   
gi|558 AVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.3  bits: 20.5 E():   12 
Smith-Waterman score: 50; 40.0% identity (60.0% similar) in 15 aa overlap (50-64:127-141) 
 
      20        30        40        50        60        70          
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 
                                     :.: :::    .. :                
gi|126 PCSALLSSDITASVNCAKKIVSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL          
        100       110       120       130       140                 
 
      80 
AAD-12 R 
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 82.9  bits: 21.6 E():   12 
Smith-Waterman score: 53; 33.3% identity (66.7% similar) in 33 aa overlap (44-73:145-176) 
 
            20        30        40          50         60        70 
AAD-12 IPGMDAAESERFLEGLVDWACQAPRVHAHQWA-AGD-VVVWDNRCLLH-RAEPWDFKLPR 
                                     :: : :   .: . :.:. ...: :. .:  
gi|320 NGFASVGDTATRKREIAAFLAQTSHETTGGWATAPDGPYAW-GYCFLKEQGNPPDYCVPT 
          120       130       140       150        160       170    
 
               80                                                   
AAD-12 VMWHSRLAGR                                                   
       ..:                                                          
gi|320 AQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDPVISFKTALWFWMT 
           180       190       200       210       220       230    
 
>>gi|212279|gb|AAA48944.1| lysozyme protein [Gallus gall  (24 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 82.4  bits: 17.7 E():   13 
Smith-Waterman score: 42; 33.3% identity (53.3% similar) in 15 aa overlap (50-64:5-19) 
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      20        30        40        50        60        70          
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 
                                     :.: : :    .. :                
gi|212                           MNAWVAWRNSCKGTDVQAWIRGCR           
                                         10        20               
 
      80 
AAD-12 R 
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.2  bits: 19.9 E():   15 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (55-67:76-88) 
 
           30        40        50        60        70        80     
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR     
                                     .: .....: :::                  
gi|484 TTKATIKVLAKVAGTPIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILPKVKAEVT 
          50        60        70        80        90       100      
 
gi|484 AELVGDHGVLACGRFGRQVE 
         110       120      
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.0  bits: 21.3 E():   16 
Smith-Waterman score: 52; 28.1% identity (59.4% similar) in 32 aa overlap (17-48:66-97) 
 
                             10        20        30        40       
AAD-12               GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     .:. . . : :: .. .   ::.  ::..  
gi|729 STLSLVTKADGKIDMTVDLISPVTKRASLKIDSKKYNLFHEGELSASIVNPRLSWHQYTK 
          40        50        60        70        80        90      
 
         50        60        70        80                           
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR                           
        :                                                           
gi|729 RDSREYKSDVELSLRSSDIALKITMPDYNSKIHYSRQGDQINMDIDGTLIEGHAQGTIRE 
         100       110       120       130       140       150      
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (56-67:27-38) 
 
          30        40        50        60        70        80      
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR      
                                     :..::..:....                   
gi|760     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKA 
                   10        20        30        40        50       
 
gi|760 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (56-67:27-38) 
 
          30        40        50        60        70        80      
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR      
                                     :..::..:....                   
gi|214     SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|214 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
         60        70        80        90       100       110       
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (56-67:27-38) 
 
          30        40        50        60        70        80      
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR      
                                     :..::..:....                   
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gi|157     SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|157 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
         60        70        80        90       100       110       
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (56-67:27-38) 
 
          30        40        50        60        70        80      
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR      
                                     :..::..:....                   
gi|256     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKA 
                   10        20        30        40        50       
 
gi|256 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNGV 
         60        70        80        90       100       110       
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 19.9 E():   16 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (56-67:28-39) 
 
          30        40        50        60        70        80      
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR      
                                     :..::..:....                   
gi|110    RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNSKTAKIEIKA 
                  10        20        30        40        50        
 
gi|110 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNGV 
        60        70        80        90       100       110        
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 80.9  bits: 21.7 E():   16 
Smith-Waterman score: 53; 27.3% identity (54.5% similar) in 44 aa overlap (8-50:241-284) 
 
                                      10        20         30       
AAD-12                        GRPSLLIGRHAHAIPGMDAAESERF-LEGLVDWACQA 
                                     :  .... :::.: :: .  .   :   .  
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDKTYDLNFKE 
              220       230       240       250       260       270 
 
         40        50        60        70        80                 
AAD-12 PRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR                 
          .. :  .:::.                                               
gi|144 ENNNGSQKISGDVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|34495280|gb|AAQ73487.1| type 2 allergen Lep d 2.024  (140 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.4  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (55-67:91-103) 
 
           30        40        50        60        70        80     
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR     
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
               70        80        90       100       110       120 
 
gi|344 AELIGDHGILACGTVNGQVE 
              130       140 
 
>>gi|34495274|gb|AAQ73484.1| type 2 allergen Lep d 2.013  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.4  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (55-67:92-104) 
 
           30        40        50        60        70        80     
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR     
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
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gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|33772588|gb|AAQ54603.1| Gly d 2.03 [Glycyphagus dom  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.4  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (55-67:92-104) 
 
           30        40        50        60        70        80     
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR     
                                     .: .....: :::                  
gi|337 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|337 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495278|gb|AAQ73486.1| type 2 allergen Lep d 2.023  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.4  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (55-67:92-104) 
 
           30        40        50        60        70        80     
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR     
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495284|gb|AAQ73489.1| type 2 allergen Lep d 2.031  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.4  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (55-67:92-104) 
 
           30        40        50        60        70        80     
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR     
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495290|gb|AAQ73492.1| type 2 allergen Lep d 2.042  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.4  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (55-67:92-104) 
 
           30        40        50        60        70        80     
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR     
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVVGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGTVE 
             130       140  
 
>>gi|34495282|gb|AAQ73488.1| type 2 allergen Lep d 2.025  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.4  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (55-67:92-104) 
 
           30        40        50        60        70        80     
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR     
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495288|gb|AAQ73491.1| type 2 allergen Lep d 2.039  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.4  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (55-67:92-104) 
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           30        40        50        60        70        80     
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR     
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2.035  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.4  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (55-67:92-104) 
 
           30        40        50        60        70        80     
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR     
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.2  bits: 19.9 E():   17 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (56-67:43-54) 
 
          30        40        50        60        70        80      
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR      
                                     :..::..:....                   
gi|164 AVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEANQNRKTAKIEIKA 
             20        30        40        50        60        70   
 
gi|164 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
             80        90       100       110       120       130   
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.1  bits: 19.9 E():   17 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (56-67:44-55) 
 
          30        40        50        60        70        80      
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR      
                                     :..::..:....                   
gi|996 AVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNTKNAKIEIKA 
            20        30        40        50        60        70    
 
gi|996 SIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
            80        90       100       110       120       130    
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.1  bits: 19.9 E():   17 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (56-67:44-55) 
 
          30        40        50        60        70        80      
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR      
                                     :..::..:....                   
gi|135 AVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|135 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
            80        90       100       110       120       130    
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.3  bits: 19.6 E():   19 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (56-67:27-38) 
 
          30        40        50        60        70        80      
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR      
                                     :..::..:. ..                   
gi|179     DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
                   10        20        30        40        50       
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gi|179 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENVVVTVKLVGDNGV 
         60        70        80        90       100       110       
 
>>gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Schist  (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.3  bits: 19.6 E():   19 
Smith-Waterman score: 47; 50.0% identity (80.0% similar) in 10 aa overlap (52-61:6-15) 
 
              30        40        50        60        70        80  
AAD-12 SERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR  
                                     :::.:. . :                     
gi|298                          MSADSWDNHCVTYVANNKCLKNLCMTAIDGSHLGT 
                                        10        20        30      
 
gi|298 SNPDFRIPPELILQLKSILDGGLDTSIFFMGEKYIVLQHDSSCLVSRCGKKSLIFYATGK 
          40        50        60        70        80        90      
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.3  bits: 19.6 E():   19 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (56-67:27-38) 
 
          30        40        50        60        70        80      
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR      
                                     :..::..:. ..                   
gi|760     DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|760 NINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
         60        70        80        90       100       110       
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.9  bits: 19.6 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (56-67:36-47) 
 
          30        40        50        60        70        80      
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR      
                                     :..::..:. ..                   
gi|217 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
          10        20        30        40        50        60      
 
gi|217 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
          70        80        90       100       110       120      
 
>>gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Serum   (607 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 78.8  bits: 21.7 E():   21 
Smith-Waterman score: 53; 23.0% identity (50.0% similar) in 74 aa overlap (1-70:425-498) 
 
                                             10           20        
AAD-12                               GRPSLLIGRHAHAIPGMDA---AESERFLE 
                                     :  . :: :... .: ...   .:  : :  
gi|135 TVFDKLKHLVDEPQNLIKQNCDQFEKLGEYGFQNALIVRYTRKVPQVSTPTLVEVSRSLG 
          400       410       420       430       440       450     
 
        30        40        50         60        70        80       
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLAGR       
        .    :  :. .    .   . .  :: :.::.  : . :. .                 
gi|135 KVGTRCCTKPESERMPCTEDYLSLILNRLCVLHEKTPVSEKVTKCCTESLVNRRPCFSAL 
          460       470       480       490       500       510     
 
gi|135 TPDETYVPKAFDEKLFTFHADICTLPDTEKQIKKQTALVELLKHKPKATEEQLKTVMENF 
          520       530       540       550       560       570     
 
>>gi|3336842|emb|CAA76847.1| bovine serum albumin [Bos t  (607 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 78.8  bits: 21.7 E():   21 
Smith-Waterman score: 53; 23.0% identity (50.0% similar) in 74 aa overlap (1-70:425-498) 
 
                                             10           20        
AAD-12                               GRPSLLIGRHAHAIPGMDA---AESERFLE 
                                     :  . :: :... .: ...   .:  : :  
gi|333 TVFDKLKHLVDEPQNLIKQNCDQFEKLGEYGFQNALIVRYTRKVPQVSTPTLVEVSRSLG 
          400       410       420       430       440       450     
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        30        40        50         60        70        80       
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLAGR       
        .    :  :. .    .   . .  :: :.::.  : . :. .                 
gi|333 KVGTRCCTKPESERMPCTEDYLSLILNRLCVLHEKTPVSEKVTKCCTESLVNRRPCFSAL 
          460       470       480       490       500       510     
 
gi|333 TPDETYVPKAFDEKLFTFHADICTLPDTEKQIKKQTALVELLKHKPKATEEQLKTVMENF 
          520       530       540       550       560       570     
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.7  bits: 19.6 E():   21 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (56-67:40-51) 
 
          30        40        50        60        70        80      
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR      
                                     :..::..:. ..                   
gi|546 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
      10        20        30        40        50        60          
 
gi|546 SLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
      70        80        90       100       110       120          
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.5  bits: 19.6 E():   21 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (56-67:44-55) 
 
          30        40        50        60        70        80      
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR      
                                     :..::..:. ..                   
gi|558 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.5  bits: 19.6 E():   21 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (56-67:44-55) 
 
          30        40        50        60        70        80      
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR      
                                     :..::..:. ..                   
gi|558 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.5  bits: 19.6 E():   21 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (56-67:44-55) 
 
          30        40        50        60        70        80      
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR      
                                     :..::..:. ..                   
gi|256 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|256 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.5  bits: 19.6 E():   21 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (56-67:44-55) 
 
          30        40        50        60        70        80      
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR      
                                     :..::..:. ..                   
gi|864 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
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gi|864 NIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.5  bits: 19.6 E():   21 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (56-67:44-55) 
 
          30        40        50        60        70        80      
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR      
                                     :..::..:. ..                   
gi|218 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|218 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Globin  (162 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 77.8  bits: 19.6 E():   23 
Smith-Waterman score: 47; 25.0% identity (63.6% similar) in 44 aa overlap (12-54:111-148) 
 
                                  10        20        30        40  
AAD-12                    GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                     :   :..::.  .:  .::..      ..: 
gi|121 VSFFTEVISLSGNQANLSAVYALVSKLGVDHKARGISAAQFGEFRTALVSY------LQA 
               90       100       110       120       130           
 
               50        60        70        80 
AAD-12 H-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR 
       : .:. . ...:..                           
gi|121 HVSWGDNVAAAWNHALDNTYAVALKSLE             
          140       150       160               
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.5  bits: 20.4 E():   25 
Smith-Waterman score: 49; 43.8% identity (56.2% similar) in 16 aa overlap (28-43:8-23) 
 
               10        20        30        40        50        60 
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 
                                  : :.:  : :  . ::                  
gi|106                     NIQVDPSGQVQWPQQQPFPQPHQPFSQQPQQTFPQPQQTF 
                                   10        20        30        40 
 
               70        80                                         
AAD-12 AEPWDFKLPRVMWHSRLAGR                                         
                                                                    
gi|106 PHQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQP 
               50        60        70        80        90       100 
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.3  bits: 19.7 E():   25 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (56-67:73-84) 
 
          30        40        50        60        70        80      
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR      
                                     :..::..:. ..                   
gi|156 KHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
             50        60        70        80        90       100   
 
gi|156 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            110       120       130       140       150       160   
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 77.2  bits: 19.3 E():   25 
Smith-Waterman score: 46; 26.8% identity (58.5% similar) in 41 aa overlap (4-42:100-140) 
 
                                          10         20        30   
AAD-12                            GRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 7173



 

 

 
              40        50        60        70        80 
AAD-12 A-CQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR 
       . : . . : :                                       
gi|100 GYCGSHHHHHH                                       
     130       140                                       
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  43 init1:  43 opt:  52  Z-score: 77.2  bits: 21.4 E():   25 
Smith-Waterman score: 52; 25.4% identity (50.7% similar) in 67 aa overlap (1-63:426-492) 
 
                                             10           20        
AAD-12                               GRPSLLIGRHAHAIPGMDA---AESERFLE 
                                     :  . :. :...  : ...   .:  : :  
gi|668 KVLDEFKPLVDEPQNLVKTNCELFEKLGEYGFQNALLVRYTKKAPQVSTPTLVEVSRKLG 
         400       410       420       430       440       450      
 
        30        40        50         60        70        80       
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLAGR       
        .    :. :. .  . :   . :  :: :.::.  :                        
gi|668 KVGTKCCKKPESERMSCAEDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFSGL 
         460       470       480       490       500       510      
 
gi|668 EVDETYVPKEFNAETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDF 
         520       530       540       550       560       570      
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 76.9  bits: 21.1 E():   26 
Smith-Waterman score: 51; 54.5% identity (72.7% similar) in 11 aa overlap (63-73:162-170) 
 
             40        50        60        70        80             
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR             
                                     ::.:  : .::                    
gi|108 DKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNF--PLLMWAWKIGPAIACGNTVVLKTA 
             140       150       160         170       180          
 
gi|108 EQTPLGGLVAASLVKEAGFPPGVINVISGFGKVAGAALSSHMDVDKVAFTGSTVVGRTIL 
     190       200       210       220       230       240          
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.5  bits: 19.3 E():   28 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (7-49:1-44) 
 
               10        20        30         40        50          
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQAPRVHAHQWAAGDVVVWDNRCLLH 
             .: ..:..   ... .:... :.: :     :..    . . ::           
gi|166       MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVR 
                     10        20        30        40        50     
 
      60        70        80                                        
AAD-12 RAEPWDFKLPRVMWHSRLAGR                                        
                                                                    
gi|166 IITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSIT 
           60        70        80        90       100       110     
 
>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.5  bits: 19.3 E():   28 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (7-49:1-44) 
 
               10        20        30         40        50          
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQAPRVHAHQWAAGDVVVWDNRCLLH 
             .: ..:..   ... .:... :.: :     :..    . . ::           
gi|215       MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVR 
                     10        20        30        40        50     
 
      60        70        80                                        
AAD-12 RAEPWDFKLPRVMWHSRLAGR                                        
                                                                    
gi|215 IITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVVPTADGGSIT 
           60        70        80        90       100       110     
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>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.1  bits: 19.7 E():   29 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (11-48:156-194) 
 
                                   10        20        30           
AAD-12                     GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|833 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
         130       140       150       160       170       180      
 
      40        50        60        70        80 
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR 
       .. .:: ..                                 
gi|833 NVINWAEAENRYIAGDKGGHPFMKL                 
         190       200       210                 
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 75.8  bits: 20.8 E():   30 
Smith-Waterman score: 50; 28.3% identity (43.4% similar) in 53 aa overlap (34-70:25-77) 
 
            10        20        30        40              50        
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ------WAAGDVVVWDN--- 
                                     ::  :. : .      . :: : .::     
gi|259       LSVCFLILFHGCLASRQEWQQQDECQIDRLDALEPDNRVEYEAGTVEAWDPNHE 
                     10        20        30        40        50     
 
                  60        70        80                            
AAD-12 --RC-----LLHRAEPWDFKLPRVMWHSRLAGR                            
         ::     . :  .:  . ::.                                      
gi|259 QFRCAGVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQ 
           60        70        80        90       100       110     
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  43 init1:  43 opt:  51  Z-score: 75.8  bits: 21.1 E():   30 
Smith-Waterman score: 51; 25.4% identity (50.7% similar) in 67 aa overlap (1-63:403-469) 
 
                                             10           20        
AAD-12                               GRPSLLIGRHAHAIPGMDA---AESERFLE 
                                     :  . :. :...  : ...   .:  : :  
gi|331 KVLDEFKPLVDEPQNLVKTNCELFEKLGEYGFQNALLVRYTKKAPQVSTPTLVEVSRKLG 
            380       390       400       410       420       430   
 
        30        40        50         60        70        80       
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLAGR       
        .    :. :. .  . :   . :  :: :.::.  :                        
gi|331 KVGTKCCKKPESERMSCADDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFSGL 
            440       450       460       470       480       490   
 
gi|331 EVDETYVPKEFNAETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDF 
            500       510       520       530       540       550   
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 75.8  bits: 15.8 E():   30 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (10-15:8-13) 
 
               10        20        30        40        50        60 
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 
                ::: .:                                              
gi|131   GPVGGVVHAHMMPLL                                            
                 10                                                 
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 75.8  bits: 19.7 E():   30 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (11-48:167-205) 
 
                                   10        20        30           
AAD-12                     GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|164 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
        140       150       160       170       180       190       
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      40        50        60        70        80 
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR 
       .. .:: ..                                 
gi|164 NVINWAEAENRYIAGDKGGHPFMKL                 
        200       210       220                  
 
>>gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Serum a  (607 aa) 
 initn:  41 init1:  41 opt:  51  Z-score: 75.5  bits: 21.1 E():   31 
Smith-Waterman score: 51; 23.2% identity (55.1% similar) in 69 aa overlap (6-70:430-498) 
 
                                        10           20        30   
AAD-12                          GRPSLLIGRHAHAIPGMDA---AESERFLEGLVDW 
                                     :: :...  : ...   .:  : :  . .  
gi|543 FTPLVEEPKSLVKKNCDLFEEVGEYDFQNALIVRYTKKAPQVSTPTLVEIGRTLGKVGSR 
     400       410       420       430       440       450          
 
             40        50         60        70        80            
AAD-12 ACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLAGR            
        :. :. .    . . ...  :: :.::.  : . :. .                      
gi|543 CCKLPESERLPCSENHLALALNRLCVLHEKTPVSEKITKCCTDSLAERRPCFSALELDEG 
     460       470       480       490       500       510          
 
gi|543 YVPKEFKAETFTFHADICTLPEDEKQIKKQSALAELVKHKPKATKEQLKTVLGNFSAFVA 
     520       530       540       550       560       570          
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.8  bits: 18.3 E():   34 
Smith-Waterman score: 43; 30.4% identity (60.9% similar) in 23 aa overlap (44-66:53-75) 
 
            20        30        40        50        60        70    
AAD-12 IPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW 
                                     :: . :.. ..  : :: .  :.        
gi|387 SINGNAPAEIDLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVD 
             30        40        50        60        70        80   
 
            80        
AAD-12 HSRLAGR        
                      
gi|387 CASQHGCHGDTIPR 
             90       
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.4  bits: 19.4 E():   36 
Smith-Waterman score: 46; 35.3% identity (58.8% similar) in 17 aa overlap (62-78:70-86) 
 
              40        50        60        70        80            
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR            
                                     .:   :.: . :  .::              
gi|613 DAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIAQRWANQCTFE 
      40        50        60        70        80        90          
 
gi|613 HDACRNVERFAVGQNIAATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMH 
     100       110       120       130       140       150          
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.0  bits: 18.4 E():   38 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (16-28:5-17) 
 
               10        20        30        40        50        60 
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 
                      :.:::: .  :.:                                 
gi|208            MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACGLAKKSAEEVKAAFNK 
                          10        20        30        40          
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.9  bits: 19.4 E():   38 
Smith-Waterman score: 46; 22.9% identity (60.4% similar) in 48 aa overlap (15-62:115-162) 
 
                               10        20        30        40     
AAD-12                 GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. : ... . :     : ..:.  :..  
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gi|383 GSEASANPKDKPAEEEEEEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSL 
           90       100       110       120       130       140     
 
           50        60        70        80                         
AAD-12 AAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR                         
       .. .:  ::..  :.. :                                           
gi|383 VTLEVKPWDDETNLEELEANVRAIEMDGLVWGASKFVAVGFGIKKLQINLVVEDEKVSTD 
          150       160       170       180       190       200     
 
>>gi|14424466|sp|P35778.2|VA3_SOLIN RecName: Full=Venom   (234 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.8  bits: 19.4 E():   39 
Smith-Waterman score: 46; 35.3% identity (58.8% similar) in 17 aa overlap (62-78:92-108) 
 
              40        50        60        70        80            
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR            
                                     .:   :.: . :  .::              
gi|144 DAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIAQRWANQCTFE 
              70        80        90       100       110       120  
 
gi|144 HDACRNVERFAVGQNIAATSSSGKNKSTPNEMILLWYNEVKDFDNRWISSFPSDDNILMK 
             130       140       150       160       170       180  
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.6  bits: 20.5 E():   40 
Smith-Waterman score: 53; 27.0% identity (56.8% similar) in 37 aa overlap (16-51:441-477) 
 
                              10        20         30        40     
AAD-12                GRPSLLIGRHAHAIPGMDAAESERFLEG-LVDWACQAPRVHAHQW 
                                     :. :.    .. : :.:  : .  .:. .  
gi|505 YQIAFSRGNRAFIAINLQKNQQNLQQKLHTGLPAGTYCDIISGNLIDNKCTGKSIHVDKN 
              420       430       440       450       460       470 
 
           50        60        70        80 
AAD-12 AAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR 
       . .:: :                              
gi|505 GQADVYVGHDEFDAFVAYHIGARIVS           
              480       490                 
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 73.5  bits: 20.1 E():   41 
Smith-Waterman score: 48; 27.1% identity (47.5% similar) in 59 aa overlap (24-75:173-227) 
 
                      10        20        30        40        50    
AAD-12        GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV--- 
                                     : : :    .  .: .  :: . ::..    
gi|113 RGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQ-SDGDAIHVT 
            150       160       170       180       190        200  
 
                   60        70        80                           
AAD-12 ----VWDNRCLLHRAEPWDFKLPRVMWHSRLAGR                           
           .: ..: : ..  .:  :  : : :                                
gi|113 GSSDIWIDHCTLSKS--FD-GLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDLKM 
             210          220       230       240       250         
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.2  bits: 18.1 E():   48 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (10-47:20-57) 
 
                         10        20        30        40        50 
AAD-12           GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                          ::  . . : :. :    :..:   .:  :   .  ::    
gi|730 MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGS 
               10        20        30        40        50        60 
 
               60        70        80                       
AAD-12 VWDNRCLLHRAEPWDFKLPRVMWHSRLAGR                       
                                                            
gi|730 VFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
               70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 72.2  bits: 18.1 E():   48 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (10-47:20-57) 
 
                         10        20        30        40        50 
AAD-12           GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                          ::  . . : :. :    :..:   .:  :   .  ::    
gi|191 MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGS 
               10        20        30        40        50        60 
 
               60        70        80                       
AAD-12 VWDNRCLLHRAEPWDFKLPRVMWHSRLAGR                       
                                                            
gi|191 VFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
               70        80        90       100       110   
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 71.9  bits: 19.8 E():   50 
Smith-Waterman score: 47; 37.5% identity (68.8% similar) in 16 aa overlap (46-61:202-217) 
 
          20        30        40        50        60        70      
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS 
                                     ::.  .: ..: : .:               
gi|113 DIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWIDHCSLSKASDGLLDITLGSSHV 
             180       190       200       210       220       230  
 
          80                                                        
AAD-12 RLAGR                                                        
                                                                    
gi|113 TVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQRMPRCRFGFFQVVNNNY 
             240       250       260       270       280       290  
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 71.5  bits: 19.8 E():   52 
Smith-Waterman score: 47; 30.0% identity (66.7% similar) in 30 aa overlap (40-68:129-158) 
 
      10        20        30        40        50         60         
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEPWDFKL 
                                     ...:: ::.  : ..: . . : .:  .:. 
gi|114 DPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKI 
      100       110       120       130       140       150         
 
       70        80                                                 
AAD-12 PRVMWHSRLAGR                                                 
                                                                    
gi|114 DYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEK 
      160       170       180       190       200       210         
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  38 init1:  38 opt:  47  Z-score: 71.4  bits: 19.9 E():   53 
Smith-Waterman score: 47; 23.6% identity (58.2% similar) in 55 aa overlap (21-73:113-167) 
 
                         10        20         30        40          
AAD-12           GRPSLLIGRHAHAIPGMDAAESERFLE-GLVDWACQAPRVHAHQWAAGDV 
                                     ::. . :  ::  . .. .:... .. ::. 
gi|364 IDTDFYFFFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDLVRLGGDTTQVQTNYFGKGDT 
             90       100       110       120       130       140   
 
      50        60         70        80                             
AAD-12 VVWDNRCLLHRAEPWD-FKLPRVMWHSRLAGR                             
       ...:    .  : : . :.   . :                                    
gi|364 TTYDRGTYVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRL 
            150       160       170       180       190       200   
 
>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.0  bits: 18.8 E():   56 
Smith-Waterman score: 44; 26.3% identity (68.4% similar) in 19 aa overlap (58-76:200-218) 
 
        30        40        50        60        70        80 
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR 
                                     ... ::  :. : . :...     
gi|274 KIFAPEIFTKFPNLNSYITRIESMPKISAYIKQQEPQLFNGPMAKWNTKY    
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     170       180       190       200       210             
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 70.9  bits: 18.1 E():   56 
Smith-Waterman score: 42; 33.3% identity (66.7% similar) in 24 aa overlap (57-77:111-134) 
 
         30        40        50        60          70         80 
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL--PR-VMWHSRLAGR 
                                     .:::.. .::.   :.  .: . :    
gi|144 GFVGRTYFTVLHTQCFRLDYPIVKCKVKSTILHRSKCYDFETFAPKKYQWFDVLQY  
               90       100       110       120       130        
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 70.7  bits: 16.0 E():   57 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (15-32:8-25) 
 
               10        20        30        40        50        60 
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 
                     :.. :. ....:..   :                             
gi|751        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA                      
                      10        20        30                        
 
               70        80 
AAD-12 AEPWDFKLPRVMWHSRLAGR 
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 70.6  bits: 18.1 E():   58 
Smith-Waterman score: 42; 24.4% identity (56.1% similar) in 41 aa overlap (4-43:100-140) 
 
                                          10         20        30   
AAD-12                            GRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
             40        50        60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR 
       .  .   : :.                                      
gi|100 GYYVGSHHHHHH                                     
     130       140                                      
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.5  bits: 19.5 E():   60 
Smith-Waterman score: 46; 28.0% identity (52.0% similar) in 25 aa overlap (37-61:351-375) 
 
         10        20        30        40        50        60       
AAD-12 IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF 
                                     :   .. :  ::: . .   .. ::      
gi|118 INGVQYPLSPSAYILQDDDSCTSGFEGMDVPTSSGELWILGDVFIRQYYTVFDRANNKVG 
              330       340       350       360       370       380 
 
         70        80 
AAD-12 KLPRVMWHSRLAGR 
                      
gi|118 LAPVA          
                      
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 70.4  bits: 19.2 E():   60 
Smith-Waterman score: 53; 22.9% identity (56.2% similar) in 48 aa overlap (30-73:130-177) 
 
                10        20        30           40        50       
AAD-12  GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC---QAPRVHAHQWAAGDVVVWDNRC 
                                     :::     .. .:... .. ::....:    
gi|287 FFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGT 
     100       110       120       130       140       150          
 
         60         70        80                                    
AAD-12 LLHRAEPWD-FKLPRVMWHSRLAGR                                    
        .  : : . :.   . :                                           
gi|287 YVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAG 
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     160       170       180       190       200       210          
 
>>gi|94706935|sp|P0C1B3.1|AMYA1_ASPOR RecName: Full=Alph  (499 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 70.4  bits: 19.9 E():   60 
Smith-Waterman score: 47; 34.8% identity (52.2% similar) in 23 aa overlap (1-23:344-366) 
 
                                             10        20        30 
AAD-12                               GRPSLLIGRHAHAIPGMDAAESERFLEGLV 
                                     : : .  :.. :   : : :. :        
gi|947 VENHDNPRFASYTNDIALAKNVAAFIILNDGIPIIYAGQEQHYAGGNDPANREATWLSGY 
           320       330       340       350       360       370    
 
               40        50        60        70        80           
AAD-12 DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR           
                                                                    
gi|947 PTDSELYKLIASANAIRNYAISKDTGFVTYKNWPIYKDDTTIAMRKGTDGSQIVTILSNK 
           380       390       400       410       420       430    
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 70.4  bits: 18.1 E():   60 
Smith-Waterman score: 42; 27.8% identity (66.7% similar) in 36 aa overlap (11-46:28-62) 
 
                                10        20        30        40    
AAD-12                  GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                  :.: :...: : ... .:  : .    ... .: 
gi|157 MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQA-EFRQLANGAPDKTEAEIEAQIEQ 
               10        20        30         40        50          
 
            50        60        70        80                        
AAD-12 WAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR                        
       :.:                                                          
gi|157 WVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPAAKAADARLSAIASNRALKV 
      60        70        80        90       100       110          
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 70.2  bits: 19.9 E():   62 
Smith-Waterman score: 47; 30.0% identity (66.7% similar) in 30 aa overlap (40-68:159-188) 
 
      10        20        30        40        50         60         
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEPWDFKL 
                                     ...:: ::.  : ..: . . : .:  .:. 
gi|476 DPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKI 
      130       140       150       160       170       180         
 
       70        80                                                 
AAD-12 PRVMWHSRLAGR                                                 
                                                                    
gi|476 DYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEK 
      190       200       210       220       230       240         
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 70.1  bits: 16.0 E():   62 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (15-32:8-25) 
 
               10        20        30        40        50        60 
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 
                     :.. :. ....:..   :                             
gi|751        IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK                   
                      10        20        30                        
 
               70        80 
AAD-12 AEPWDFKLPRVMWHSRLAGR 
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.1 E():   63 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (7-30:1-24) 
 
               10        20        30        40        50        60 
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 
             .: ..:..   ... .:... :.:                               
gi|215       MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAATGAYKSVEVKGDGGAGTVR 
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                     10        20        30        40        50     
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.1 E():   63 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (7-30:1-24) 
 
               10        20        30        40        50        60 
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 
             .: ..:..   ... .:... :.:                               
gi|892       MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVEVKGDGGAGTVR 
                     10        20        30        40        50     
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.9  bits: 17.4 E():   64 
Smith-Waterman score: 40; 30.0% identity (50.0% similar) in 30 aa overlap (3-32:13-42) 
 
                         10        20        30        40        50 
AAD-12           GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                   :. :.    .. ::   :: :   .:  .:                   
gi|144 VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKKGNLWEVKSSKPL 
               10        20        30        40        50        60 
 
               60        70        80       
AAD-12 VWDNRCLLHRAEPWDFKLPRVMWHSRLAGR       
                                            
gi|144 TGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
               70        80        90       
 
>>gi|159162378|pdb|1H2O|A Chain A, Solution Structure Of  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.8  bits: 18.1 E():   64 
Smith-Waterman score: 42; 26.1% identity (52.2% similar) in 23 aa overlap (51-73:23-45) 
 
               30        40        50        60        70        80 
AAD-12 ESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR 
                                     : :   :. .  :  .:  ...:        
gi|159         GVFTYESEFTSEIPPPRLFKAFVLDADNLVPKIAPQAIKHSEILWGDGGPGT 
                       10        20        30        40        50   
 
gi|159 IKKITFGEGSQYGYVKHKIDSIDKENYSYSYTLIEGDALGDTLEKISYETKLVASPSGGS 
             60        70        80        90       100       110   
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.5  bits: 19.2 E():   67 
Smith-Waterman score: 45; 28.6% identity (51.4% similar) in 35 aa overlap (10-44:258-291) 
 
                                    10        20        30          
AAD-12                      GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     :...:    .  : :  .  : :. :  :. 
gi|510 IGENIIGHLLIVFDGGKSQPACSWYDVPCSHSESIVYATGMVSGRCQHLAVPWTAQQ-RI 
       230       240       250       260       270       280        
 
      40        50        60        70        80                    
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR                    
       .  ::                                                        
gi|510 NPIQWKFWRVFTSNIPAYPTSDTTNCVVLNTNVFKNDNTFEGEYHAFPDCARNLFKCRQQ 
        290       300       310       320       330       340       
 
>>gi|1170095|sp|P46419.1|GSTM1_DERPT RecName: Full=Gluta  (219 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.3  bits: 18.5 E():   69 
Smith-Waterman score: 43; 23.8% identity (57.1% similar) in 21 aa overlap (58-78:199-219) 
 
        30        40        50        60        70        80 
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR 
                                     ... .:  :. :   :..  :   
gi|117 KVMVPEVFGQFENLKRYVERMESLPRVSDYIKKQQPKTFNAPTSKWNASYA   
      170       180       190       200       210            
 
>>gi|60920878|gb|AAX37326.1| glutathione transferase mu   (219 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.3  bits: 18.5 E():   69 
Smith-Waterman score: 43; 23.8% identity (57.1% similar) in 21 aa overlap (58-78:199-219) 
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        30        40        50        60        70        80 
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR 
                                     ... .:  :. :   :..  :   
gi|609 KVMVPEVFGQFENLKRYVERMESLPRVSDYIKKQQPKTFNAPTSKWNASYA   
      170       180       190       200       210            
 
>>gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ver  (472 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 69.1  bits: 19.6 E():   71 
Smith-Waterman score: 46; 25.6% identity (51.2% similar) in 43 aa overlap (28-70:415-455) 
 
                  10        20        30        40        50        
AAD-12    GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     ::.  .  : :. . .    ::.  .:    
gi|156 EGQLVVVPQNFAVVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVI--QNSFD 
          390       400       410       420       430         440   
 
        60        70        80        
AAD-12 LHRAEPWDFKLPRVMWHSRLAGR        
       . : . :..:  :                  
gi|156 ISREDAWNLKESRSEMTIFAPGSRSQRQRN 
            450       460       470   
 
>>gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen 11S   (472 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 69.1  bits: 19.6 E():   71 
Smith-Waterman score: 46; 25.6% identity (51.2% similar) in 43 aa overlap (28-70:415-455) 
 
                  10        20        30        40        50        
AAD-12    GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     ::.  .  : :. . .    ::.  .:    
gi|110 EGQLVVVPQNFAVVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVI--QNSFD 
          390       400       410       420       430         440   
 
        60        70        80        
AAD-12 LHRAEPWDFKLPRVMWHSRLAGR        
       . : . :..:  :                  
gi|110 ISREDAWNLKESRSEMTIFAPGSRSQRQRN 
            450       460       470   
 
>>gi|3182907|sp|O02380.1|ALL2_TYRPU RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.0  bits: 17.8 E():   71 
Smith-Waterman score: 41; 37.5% identity (100.0% similar) in 8 aa overlap (56-63:41-48) 
 
          30        40        50        60        70        80      
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR      
                                     :..:...:                       
gi|318 AVAAAGQVKFTDCGKKEIASVAVDGCEGDLCVIHKSKPVHVIAEFTANQDTCKIEVKVTG 
               20        30        40        50        60        70 
 
gi|318 QLNGLEVPIPGIETDGCKVLKCPLKKGTKYTMNYSVNVPSVVPNIKTVVKLLATGEHGVL 
               80        90       100       110       120       130 
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 68.9  bits: 21.3 E():   73 
Smith-Waterman score: 58; 26.1% identity (67.4% similar) in 46 aa overlap (26-67:1159-1202) 
 
                    10        20        30            40        50  
AAD-12      GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ-AP---RVHAHQWAAGDVVV 
                                     .::..:.  . .:   ..:::  . :.    
gi|203 ESNKGTPIELQYKVSGKDRSKRAAEMNAEDVEGVIDYKNSGSPIDSKMHAHLKVKGNNYG 
     1130      1140      1150      1160      1170      1180         
 
              60        70        80                                
AAD-12 WDNRCLLHRAEPWDFKLPRVMWHSRLAGR                                
       .:..  :...:: ...                                             
gi|203 YDSE--LKQTEPQQYEGKMTLSKNDKKIFITHKTEMTKPTSTFLLKTDADVSYSESDMKK 
     1190        1200      1210      1220      1230      1240       
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 68.8  bits: 18.9 E():   73 
Smith-Waterman score: 44; 47.4% identity (63.2% similar) in 19 aa overlap (21-36:72-90) 
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                         10        20        30           40        
AAD-12           GRPSLLIGRHAHAIPGMDAAESERFLEGLVDW---ACQAPRVHAHQWAAG 
                                     :.. ::   :::   ::.:            
gi|144 TISKQVVFLIHGFLSTGNNENFVAMSKALIEKDDFLVISVDWKKGACNAFASTKDALGYS 
              50        60        70        80        90       100  
 
        50        60        70        80                            
AAD-12 DVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR                            
                                                                    
gi|144 KAVGNTRHVGKFVADFTKLLVEKYKVLISNIRLIGHSLGAHTSGFAGKEVQKLKLGKYKE 
             110       120       130       140       150       160  
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.7  bits: 19.2 E():   75 
Smith-Waterman score: 53; 22.9% identity (56.2% similar) in 48 aa overlap (30-73:120-167) 
 
                10        20        30           40        50       
AAD-12  GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC---QAPRVHAHQWAAGDVVVWDNRC 
                                     :::     .. .:... .. ::....:    
gi|855 FFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGT 
      90       100       110       120       130       140          
 
         60         70        80                                    
AAD-12 LLHRAEPWD-FKLPRVMWHSRLAGR                                    
        .  : : . :.   . :                                           
gi|855 YVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAG 
     150       160       170       180       190       200          
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 68.6  bits: 19.2 E():   75 
Smith-Waterman score: 45; 26.8% identity (48.8% similar) in 41 aa overlap (24-58:172-212) 
 
                      10        20        30        40              
AAD-12        GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW------AAG 
                                     .  :: .  : .:   : :.       .:: 
gi|625 RGANVEITCGGLTIHNVCNVIIHNIHIHDIKVTEGGIIKATDAKPGHRHKSDGDGICVAG 
             150       160       170       180       190       200  
 
        50        60        70        80                            
AAD-12 DVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR                            
       .  .: ..: :                                                  
gi|625 SSKIWIDHCTLSHGPDGLIDVTLGSTAVTISNCKFSHHQKILLLGADNSHVDDKKMHVTV 
             210       220       230       240       250       260  
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 68.5  bits: 21.0 E():   76 
Smith-Waterman score: 50; 44.4% identity (63.0% similar) in 27 aa overlap (3-28:636-662) 
 
                                            10        20        30  
AAD-12                             GRPSLLIG-RHAHAIPGMDAAESERFLEGLVD 
                                     :: : : : : .:::  . ..:  :.:    
gi|278 SRGPSGPPGPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIG 
         610       620       630       640       650       660      
 
              40        50        60        70        80            
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR            
                                                                    
gi|278 SPGRDGARGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAG 
         670       680       690       700       710       720      
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.4  bits: 18.5 E():   77 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (30-43:29-42) 
 
               10        20        30        40        50        60 
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 
                                    :.:  : :  . ::                  
gi|170  MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQTF 
                10        20        30        40        50          
 
               70        80                                         
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AAD-12 AEPWDFKLPRVMWHSRLAGR                                         
                                                                    
gi|170 PHQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQQ 
      60        70        80        90       100       110          
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.4  bits: 17.8 E():   77 
Smith-Waterman score: 41; 20.8% identity (79.2% similar) in 24 aa overlap (7-30:1-24) 
 
               10        20        30        40        50        60 
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 
             .: ..:..   ... .:....:.:                               
gi|134       MGVQTHVLELTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLK 
                     10        20        30        40        50     
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (56-67:27-38) 
 
          30        40        50        60        70        80      
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR      
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (56-67:27-38) 
 
          30        40        50        60        70        80      
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR      
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (56-67:27-38) 
 
          30        40        50        60        70        80      
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR      
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (56-67:27-38) 
 
          30        40        50        60        70        80      
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR      
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (56-67:27-38) 
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          30        40        50        60        70        80      
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR      
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 67.9  bits: 19.3 E():   82 
Smith-Waterman score: 45; 38.9% identity (72.2% similar) in 18 aa overlap (8-25:241-258) 
 
                                      10        20        30        
AAD-12                        GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                     :  .... :::.: :: .             
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDQTYDLNFKE 
              220       230       240       250       260       270 
 
        40        50        60        70        80                  
AAD-12 RVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR                  
                                                                    
gi|144 ENNNGSQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.6  bits: 18.9 E():   85 
Smith-Waterman score: 44; 38.5% identity (84.6% similar) in 13 aa overlap (4-16:228-240) 
 
                                          10        20        30    
AAD-12                            GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
                                     :.... . ::.::                  
gi|682 QDTLCDDKGKHFYKDCYIEGTVDFIFGSGKSIFLNTELHAVPGDQPAIITAQARKTESED 
       200       210       220       230       240       250        
 
            40        50        60        70        80              
AAD-12 CQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR              
                                                                    
gi|682 TGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRFPEYN 
       260       270       280       290       300       310        
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.6  bits: 18.9 E():   85 
Smith-Waterman score: 44; 38.5% identity (84.6% similar) in 13 aa overlap (4-16:228-240) 
 
                                          10        20        30    
AAD-12                            GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
                                     :.... . ::.::                  
gi|269 QDTLCDDKGKHFYKDCYIEGTVDFIFGSGKSIFLNTELHAVPGDQPAIITAQARKTDSED 
       200       210       220       230       240       250        
 
            40        50        60        70        80              
AAD-12 CQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR              
                                                                    
gi|269 TGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRFSEYN 
       260       270       280       290       300       310        
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 67.5  bits: 17.5 E():   86 
Smith-Waterman score: 40; 25.7% identity (60.0% similar) in 35 aa overlap (4-37:100-134) 
 
                                          10         20        30   
AAD-12                            GRPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|105 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
             40        50        60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR 
       .  .:                                            
gi|105 GYWVPSSNS                                        
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     130                                                
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 67.5  bits: 15.4 E():   86 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (15-32:8-25) 
 
               10        20        30        40        50        60 
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 
                     :.. :  ....:..   :                             
gi|751        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA                      
                      10        20        30                        
 
               70        80 
AAD-12 AEPWDFKLPRVMWHSRLAGR 
 
>>gi|14423651|sp|Q9U5P2.1|ALL5_LEPDS RecName: Full=Mite   (110 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.4  bits: 17.2 E():   87 
Smith-Waterman score: 39; 33.3% identity (61.9% similar) in 21 aa overlap (54-74:8-28) 
 
            30        40        50        60        70        80    
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR    
                                     .: :.: .:    :: ... :          
gi|144                        DDFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELE 
                                      10        20        30        
 
gi|144 KSKSKELKAQILREISIGLDFIDSAKGHFERELKRADLNLAEKFNFESALSTGAVLHKDL 
        40        50        60        70        80        90        
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.5 E():   87 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (54-62:40-48) 
 
            30        40        50        60        70        80    
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR    
                                     . :..::.:                      
gi|212 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|212 LTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.5 E():   87 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (54-62:40-48) 
 
            30        40        50        60        70        80    
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR    
                                     . :..::.:                      
gi|158 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|158 LAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.5 E():   87 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (54-62:40-48) 
 
            30        40        50        60        70        80    
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR    
                                     . :..::.:                      
gi|170 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|170 LAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.3  bits: 17.9 E():   88 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (9-25:17-30) 
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                       10        20        30        40        50   
AAD-12         GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW 
                       ::   .:..:    :::                            
gi|212 VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFSYD 
               10        20           30        40        50        
 
             60        70        80                                 
AAD-12 DNRCLLHRAEPWDFKLPRVMWHSRLAGR                                 
                                                                    
gi|212 DALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYENYAIVEGC 
        60        70        80        90       100       110        
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.3  bits: 17.9 E():   88 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (9-25:18-31) 
 
                        10        20        30        40        50  
AAD-12          GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
                        ::   .:..:    :::                           
gi|144 AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFSY 
               10        20           30        40        50        
 
              60        70        80                                
AAD-12 WDNRCLLHRAEPWDFKLPRVMWHSRLAGR                                
                                                                    
gi|144 DDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYDNYAIVEG 
        60        70        80        90       100       110        
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.3  bits: 17.9 E():   88 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (9-25:18-31) 
 
                        10        20        30        40        50  
AAD-12          GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
                        ::   .:..:    :::                           
gi|116 AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFSY 
               10        20           30        40        50        
 
              60        70        80                                
AAD-12 WDNRCLLHRAEPWDFKLPRVMWHSRLAGR                                
                                                                    
gi|116 DDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYENYAIVEG 
        60        70        80        90       100       110        
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.1  bits: 17.9 E():   90 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (32-55:70-93) 
 
              10        20        30        40        50        60  
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|283 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
      40        50        60        70        80        90          
 
              70        80                                          
AAD-12 EPWDFKLPRVMWHSRLAGR                                          
                                                                    
gi|283 CGPVGAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
     100       110       120       130       140       150          
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.1  bits: 18.6 E():   91 
Smith-Waterman score: 43; 26.9% identity (65.4% similar) in 26 aa overlap (45-69:14-39) 
 
           20        30        40        50        60         70    
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK-LPRVMW 
                                     :.. ..  ..::.    .::. . ::     
gi|217                  MKTFLVFALLAVAATSAIAQMETRCIPGLERPWQQQPLPPQQT 
                                10        20        30        40    
 
            80                                                      
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AAD-12 HSRLAGR                                                      
                                                                    
gi|217 FPQQPLFSQQQQQQLFPQQPSFSQQQPPFWQQQPPFSQQQPILPQQPPFSQQQQLVLPQQ 
            50        60        70        80        90       100    
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 67.0  bits: 18.9 E():   91 
Smith-Waterman score: 44; 40.9% identity (59.1% similar) in 22 aa overlap (48-69:92-111) 
 
        20        30        40        50        60        70        
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL 
                                     :.: . ::  :: .  ::  .:         
gi|258 QGEEFHKIVFTVEGLQEFGNFVQFLEDHGLDAVGYINR--LHSVFGWDPYVPSSKRKHTR 
              70        80        90         100       110          
 
        80                                                          
AAD-12 AGR                                                          
                                                                    
gi|258 RGVGVDGLIDDIIAILPIDDLKALFQEKLETSPDFKAFYDAVRSPEFQSIVQTLNAMPEY 
     120       130       140       150       160       170          
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.0  bits: 17.9 E():   91 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (9-25:27-40) 
 
                                 10        20        30        40   
AAD-12                   GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                 ::   .:..:    :::                  
gi|194 MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEALTQY 
               10        20        30           40        50        
 
             50        60        70        80                       
AAD-12 QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR                       
                                                                    
gi|194 KCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDY 
        60        70        80        90       100       110        
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 66.9  bits: 15.4 E():   93 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (15-32:8-25) 
 
               10        20        30        40        50        60 
AAD-12 GRPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHR 
                     :.. :  ....:..   :                             
gi|751        IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK                   
                      10        20        30                        
 
               70        80 
AAD-12 AEPWDFKLPRVMWHSRLAGR 
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 66.9  bits: 17.5 E():   93 
Smith-Waterman score: 40; 53.8% identity (76.9% similar) in 13 aa overlap (2-14:38-49) 
 
                                            10        20        30  
AAD-12                              GRPSLLIGRHAHAIPGMDAAESERFLEGLVD 
                                     .:.:  : ::::.                  
gi|160 LNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKPGLH-GFHAHALGDTTNGCMSTGPHFNPV 
        10        20        30        40         50        60       
 
              40        50        60        70        80            
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR            
                                                                    
gi|160 GKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLG 
         70        80        90       100       110       120       
 
>>gi|1093120|prf||2103117A allergen Dac g II              (196 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.8  bits: 17.9 E():   94 
Smith-Waterman score: 41; 18.9% identity (45.9% similar) in 37 aa overlap (34-70:141-177) 
 
            10        20        30        40        50        60    
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AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP 
                                     :    .  :.  . :   .:.  ....    
gi|109 VFQFLILSCQGRIVNNCEVLICVMRRGNAMCLIASISMHHILTLDRFFFDGLEIIYKIFK 
              120       130       140       150       160       170 
 
            70        80          
AAD-12 WDFKLPRVMWHSRLAGR          
         :. ::                    
gi|109 MMFQKPRTRTCIEKDFPRRSSSSIPT 
              180       190       
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 17.9 E():   97 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (32-55:87-110) 
 
              10        20        30        40        50        60  
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|123 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
              70        80                                          
AAD-12 EPWDFKLPRVMWHSRLAGR                                          
                                                                    
gi|123 CGPVGAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 17.9 E():   97 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (32-55:87-110) 
 
              10        20        30        40        50        60  
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|158 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
              70        80                                          
AAD-12 EPWDFKLPRVMWHSRLAGR                                          
                                                                    
gi|158 CGPVGAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|111120432|gb|ABH06350.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.2 E():   99 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (45-62:109-126) 
 
           20        30        40        50        60        70     
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
           80 
AAD-12 SRLAGR 
 
>>gi|111494253|gb|ABH06347.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.2 E():   99 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (45-62:109-126) 
 
           20        30        40        50        60        70     
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
           80 
AAD-12 SRLAGR 
 
>>gi|111120428|gb|ABH06348.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.2 E():   99 
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Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (45-62:109-126) 
 
           20        30        40        50        60        70     
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
           80 
AAD-12 SRLAGR 
 
>>gi|111120424|gb|ABH06346.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.2 E():   99 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (45-62:109-126) 
 
           20        30        40        50        60        70     
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
           80 
AAD-12 SRLAGR 
 
>>gi|111120420|gb|ABH06344.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.2 E():   99 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (45-62:109-126) 
 
           20        30        40        50        60        70     
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
           80 
AAD-12 SRLAGR 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:03:05 2011 done: Fri Jan 21 00:03:05 2011 
 Total Scan time:  0.050 Total Display time:  0.060 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 206  - 285 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     0     8: * 
  34    22    22:=====* 
  36    24    44:======    * 
  38    36    73:=========         * 
  40    93   102:======================== * 
  42    82   125:=====================          * 
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  44   128   138:================================  * 
  46   173   140:==================================*========= 
  48   203   134:=================================*================= 
  50   105   122:===========================   * 
  52   131   108:==========================*====== 
  54   104    92:======================*=== 
  56    93    77:===================*==== 
  58    50    63:=============  * 
  60    38    51:==========  * 
  62    38    41:==========* 
  64    31    33:========* 
  66    23    26:======* 
  68    25    20:====*== 
  70    13    16:===* 
  72     7    12:==* 
  74     6    10:==* 
  76     8     8:=* 
  78    12     6:=*= 
  80    20     5:=*=== 
  82     6     3:*= 
  84     2     3:* 
  86     5     2:*= 
  88     1     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     2     1:*         :*= 
  94     2     1:*         :*= 
  96     1     1:*         :* 
  98     1     0:=         *= 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     1     0:=         *= 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.99640.00318; mu= 9.5018 0.170 
 mean_var=37.581511.569, 0's: 2 Z-trim: 3  B-trim: 15 in 1/43 
 Lambda= 0.209212 
 Kolmogorov-Smirnov  statistic: 0.0862 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   73 27.8    0.23 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   66 25.6       1 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   59 23.3     1.8 
gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Se ( 608)   64 25.1       2 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   56 22.3     2.6 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   55 22.0     2.7 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   56 22.4     3.4 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   56 22.4     3.4 
gi|3336842|emb|CAA76847.1| bovine serum albumin [B ( 607)   60 23.9     4.6 
gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Se ( 607)   60 23.9     4.6 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   54 21.8     6.6 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   54 21.8     6.6 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   54 21.8     6.6 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   58 23.3       7 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   57 23.0     8.3 
gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Ser ( 607)   57 23.0     8.6 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   50 20.5      10 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   53 21.6      11 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   50 20.6      11 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   50 20.6      11 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   53 21.7      12 
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gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   54 22.0      12 
gi|212279|gb|AAA48944.1| lysozyme protein [Gallus  (  24)   42 17.7      13 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   48 19.9      15 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   52 21.4      15 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   53 21.7      15 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   48 19.9      15 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   48 19.9      15 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   48 19.9      15 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   48 19.9      15 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   48 19.9      15 
gi|34495280|gb|AAQ73487.1| type 2 allergen Lep d 2 ( 140)   48 19.9      16 
gi|34495278|gb|AAQ73486.1| type 2 allergen Lep d 2 ( 141)   48 19.9      17 
gi|34495288|gb|AAQ73491.1| type 2 allergen Lep d 2 ( 141)   48 19.9      17 
gi|34495274|gb|AAQ73484.1| type 2 allergen Lep d 2 ( 141)   48 19.9      17 
gi|34495290|gb|AAQ73492.1| type 2 allergen Lep d 2 ( 141)   48 19.9      17 
gi|34495284|gb|AAQ73489.1| type 2 allergen Lep d 2 ( 141)   48 19.9      17 
gi|33772588|gb|AAQ54603.1| Gly d 2.03 [Glycyphagus ( 141)   48 19.9      17 
gi|34495282|gb|AAQ73488.1| type 2 allergen Lep d 2 ( 141)   48 19.9      17 
gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2 ( 141)   48 19.9      17 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   48 20.0      17 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   48 20.0      17 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   48 20.0      17 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   47 19.6      19 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   47 19.6      19 
gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Sc ( 129)   47 19.6      19 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   47 19.6      20 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   47 19.6      21 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   47 19.7      21 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   47 19.7      21 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   47 19.7      21 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   47 19.7      21 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   47 19.7      21 
gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Gl ( 162)   47 19.7      23 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   49 20.4      24 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   47 19.7      24 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   46 19.3      25 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   51 21.1      25 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   46 19.4      27 
gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   46 19.4      27 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   47 19.7      28 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   50 20.8      29 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   47 19.7      30 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 15.8      31 
gi|30794292|ref|NP_851341.1| lactotransferrin prec ( 708)   51 21.2      34 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   43 18.3      34 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   46 19.4      35 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   46 19.5      37 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 18.4      38 
gi|14424466|sp|P35778.2|VA3_SOLIN RecName: Full=Ve ( 234)   46 19.5      38 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   49 20.5      38 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   48 20.2      39 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   42 18.1      47 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   42 18.1      47 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   47 19.9      48 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   47 19.9      50 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   44 18.8      55 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   42 18.1      56 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   42 18.1      57 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   46 19.6      58 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   45 19.2      58 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 16.0      58 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.1      59 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   47 19.9      59 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.2      62 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.2      62 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 16.0      63 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   40 17.4      63 
gi|159162378|pdb|1H2O|A Chain A, Solution Structur ( 159)   42 18.2      63 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   45 19.3      65 
gi|1170095|sp|P46419.1|GSTM1_DERPT RecName: Full=G ( 219)   43 18.5      67 
gi|60920878|gb|AAX37326.1| glutathione transferase ( 219)   43 18.5      67 
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gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen  ( 472)   46 19.6      68 
gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ( 472)   46 19.6      68 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   51 21.4      68 
gi|3182907|sp|O02380.1|ALL2_TYRPU RecName: Full=Mi ( 141)   41 17.8      70 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   44 18.9      71 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.1      71 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.3      72 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.3      72 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   43 18.6      75 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   41 17.9      76 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.3      79 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   40 17.5      80 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   40 17.5      80 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   40 17.5      80 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   40 17.5      80 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   40 17.5      80 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   44 19.0      83 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   44 19.0      83 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   40 17.5      85 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 17.9      86 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   40 17.5      86 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   40 17.5      86 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   40 17.5      86 
gi|14423651|sp|Q9U5P2.1|ALL5_LEPDS RecName: Full=M ( 110)   39 17.2      86 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 17.9      87 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 17.9      87 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 15.4      88 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   43 18.6      88 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   44 19.0      88 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   41 17.9      89 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 17.9      90 
gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea ( 152)   40 17.5      92 
gi|1093120|prf||2103117A allergen Dac g II         ( 196)   41 17.9      92 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 15.4      94 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   41 17.9      95 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   41 17.9      95 
gi|111494253|gb|ABH06347.1| Blo t 21 allergen [Blo ( 129)   39 17.2      98 
gi|111120420|gb|ABH06344.1| Blo t 21 allergen [Blo ( 129)   39 17.2      98 
gi|111120432|gb|ABH06350.1| Blo t 21 allergen [Blo ( 129)   39 17.2      98 
gi|111120428|gb|ABH06348.1| Blo t 21 allergen [Blo ( 129)   39 17.2      98 
gi|111120424|gb|ABH06346.1| Blo t 21 allergen [Blo ( 129)   39 17.2      98 
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  73 init1:  73 opt:  73  Z-score: 113.9  bits: 27.8 E(): 0.23 
Smith-Waterman score: 73; 35.5% identity (54.8% similar) in 31 aa overlap (16-46:246-276) 
 
                              10        20        30        40      
AAD-12                RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:: :   . :     .: . 
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
 
          50        60        70        80                          
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP                          
       :                                                            
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  66 init1:  66 opt:  66  Z-score: 102.5  bits: 25.6 E():    1 
Smith-Waterman score: 66; 32.3% identity (54.8% similar) in 31 aa overlap (16-46:247-277) 
 
                              10        20        30        40      
AAD-12                RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:  :   . :.    .: . 
gi|232 APDIKTPKEALDLIMDAIDKAGYKGKVGIAMDVASSEFYKDGKYDLDFKNPESDPSKWLS 
        220       230       240       250       260       270       
 
          50        60        70        80                          
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP                          
       :                                                            
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gi|232 GPQLADLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKT 
        280       290       300       310       320       330       
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  51 init1:  51 opt:  59  Z-score: 98.0  bits: 23.3 E():  1.8 
Smith-Waterman score: 59; 32.1% identity (48.2% similar) in 56 aa overlap (1-52:83-133) 
 
                                               10          20       
AAD-12                               RPSL--LIGRHA--HAIPGMDAAESERFLE 
                                     ::.:  ::   :  :   :.. :. :.:   
gi|121 IKDSADFAVHSGRIVGFFSEVIGLIGNPENRPALKTLIDGLASSHKARGIEKAQFEEFRA 
             60        70        80        90       100       110   
 
         30        40        50        60        70        80 
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP 
       .:::.       :  .:      .::                             
gi|121 SLVDYLS-----HHLDWNDTMKSTWDLALNNMFFYILHALEVAQ           
                 120       130       140       150            
 
>>gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Serum   (608 aa) 
 initn:  53 init1:  53 opt:  64  Z-score: 97.1  bits: 25.1 E():    2 
Smith-Waterman score: 64; 23.8% identity (53.8% similar) in 80 aa overlap (5-80:431-510) 
 
                                         10           20        30  
AAD-12                           RPSLLIGRHAHAIPGMDA---AESERFLEGLVDW 
                                     :. :... .: ...   .:  : :  . .  
gi|135 FKPLVEEPHNLVKTNCELFEKLGEYGFQNALLVRYTKKVPQVSTPTLVEVSRSLGKVGSK 
              410       420       430       440       450       460 
 
              40        50         60        70        80           
AAD-12 ACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLAGRP           
        :  :...  . :   . :  :: :.::.  : . .. .   .: .  ::           
gi|135 CCTHPEAERLSCAEDYLSVVLNRLCVLHEKTPVSERVTKCCTESLVNRRPCFSALQVDET 
              470       480       490       500       510       520 
 
gi|135 YVPKEFSAETFTFHADLCTLPEAEKQIKKQSALVELLKHKPKATEEQLKTVMGDFGSFVD 
              530       540       550       560       570       580 
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 94.9  bits: 22.3 E():  2.6 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (27-43:68-86) 
 
                   10        20        30          40        50     
AAD-12     RPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|219 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
           60        70        80 
AAD-12 CLLHRAEPWDFKLPRVMWHSRLAGRP 
                                  
gi|219 SFDSDRSGLLLKQKVSDE         
       100       110              
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 94.8  bits: 22.0 E():  2.7 
Smith-Waterman score: 55; 30.4% identity (41.3% similar) in 46 aa overlap (30-72:29-70) 
 
               10        20        30        40        50        60 
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                    :  :::   : .. : ..   :: : .     
gi|323  QAGGQTCAGNICCSQYGYCGTTADYCSPDNNCQATY-HYYNPAQNN---WDLRAVSAYC 
                10        20        30         40           50      
 
                  70        80              
AAD-12 EPWDFKLP---RVMWHSRLAGRP              
         ::   :   :  :                      
gi|323 STWDADKPYSWRYGWTAFCGPAGPRCLRTNAAVTVR 
          60        70        80        90  
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
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 initn:  40 init1:  40 opt:  56  Z-score: 92.9  bits: 22.4 E():  3.4 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (27-43:68-86) 
 
                   10        20        30          40        50     
AAD-12     RPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|456 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNF 
        40        50        60        70        80        90        
 
           60        70        80                                   
AAD-12 CLLHRAEPWDFKLPRVMWHSRLAGRP                                   
                                                                    
gi|456 SFGSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 92.9  bits: 22.4 E():  3.4 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (27-43:68-86) 
 
                   10        20        30          40        50     
AAD-12     RPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|184 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
           60        70        80                                   
AAD-12 CLLHRAEPWDFKLPRVMWHSRLAGRP                                   
                                                                    
gi|184 SFDSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|3336842|emb|CAA76847.1| bovine serum albumin [Bos t  (607 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 90.6  bits: 23.9 E():  4.6 
Smith-Waterman score: 60; 23.8% identity (50.0% similar) in 80 aa overlap (5-80:430-509) 
 
                                         10           20        30  
AAD-12                           RPSLLIGRHAHAIPGMDA---AESERFLEGLVDW 
                                     :: :... .: ...   .:  : :  .    
gi|333 LKHLVDEPQNLIKQNCDQFEKLGEYGFQNALIVRYTRKVPQVSTPTLVEVSRSLGKVGTR 
     400       410       420       430       440       450          
 
              40        50         60        70        80           
AAD-12 ACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLAGRP           
        :  :. .    .   . .  :: :.::.  : . :. .   .: .  ::           
gi|333 CCTKPESERMPCTEDYLSLILNRLCVLHEKTPVSEKVTKCCTESLVNRRPCFSALTPDET 
     460       470       480       490       500       510          
 
gi|333 YVPKAFDEKLFTFHADICTLPDTEKQIKKQTALVELLKHKPKATEEQLKTVMENFVAFVD 
     520       530       540       550       560       570          
 
>>gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Serum   (607 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 90.6  bits: 23.9 E():  4.6 
Smith-Waterman score: 60; 23.8% identity (50.0% similar) in 80 aa overlap (5-80:430-509) 
 
                                         10           20        30  
AAD-12                           RPSLLIGRHAHAIPGMDA---AESERFLEGLVDW 
                                     :: :... .: ...   .:  : :  .    
gi|135 LKHLVDEPQNLIKQNCDQFEKLGEYGFQNALIVRYTRKVPQVSTPTLVEVSRSLGKVGTR 
     400       410       420       430       440       450          
 
              40        50         60        70        80           
AAD-12 ACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLAGRP           
        :  :. .    .   . .  :: :.::.  : . :. .   .: .  ::           
gi|135 CCTKPESERMPCTEDYLSLILNRLCVLHEKTPVSEKVTKCCTESLVNRRPCFSALTPDET 
     460       470       480       490       500       510          
 
gi|135 YVPKAFDEKLFTFHADICTLPDTEKQIKKQTALVELLKHKPKATEEQLKTVMENFVAFVD 
     520       530       540       550       560       570          
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 87.8  bits: 21.8 E():  6.6 
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Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (47-61:122-138) 
 
         20        30        40        50          60        70     
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRVMWHS 
                                     : :..::.:::  :..:              
gi|162 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
           80                                                    
AAD-12 RLAGRP                                                    
                                                                 
gi|162 RKELAAVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200         
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 87.7  bits: 21.8 E():  6.6 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (47-61:122-138) 
 
         20        30        40        50          60        70     
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRVMWHS 
                                     : :..::.:::  :..:              
gi|124 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
           80                                                      
AAD-12 RLAGRP                                                      
                                                                   
gi|124 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 87.7  bits: 21.8 E():  6.6 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (47-61:122-138) 
 
         20        30        40        50          60        70     
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRVMWHS 
                                     : :..::.:::  :..:              
gi|209 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
           80                                                      
AAD-12 RLAGRP                                                      
                                                                   
gi|209 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  52 init1:  52 opt:  58  Z-score: 87.3  bits: 23.3 E():    7 
Smith-Waterman score: 58; 23.8% identity (51.2% similar) in 80 aa overlap (5-80:431-510) 
 
                                         10           20        30  
AAD-12                           RPSLLIGRHAHAIPGMDA---AESERFLEGLVDW 
                                     :. :...  : ...   .:  : :  .    
gi|668 FKPLVDEPQNLVKTNCELFEKLGEYGFQNALLVRYTKKAPQVSTPTLVEVSRKLGKVGTK 
              410       420       430       440       450       460 
 
              40        50         60        70        80           
AAD-12 ACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLAGRP           
        :. :. .  . :   . :  :: :.::.  : . .. .   .: .  ::           
gi|668 CCKKPESERMSCAEDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFSGLEVDET 
              470       480       490       500       510       520 
 
gi|668 YVPKEFNAETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVE 
              530       540       550       560       570       580 
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 85.9  bits: 23.0 E():  8.3 
Smith-Waterman score: 57; 23.8% identity (51.2% similar) in 80 aa overlap (5-80:408-487) 
 
                                         10           20        30  
AAD-12                           RPSLLIGRHAHAIPGMDA---AESERFLEGLVDW 
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                                     :. :...  : ...   .:  : :  .    
gi|331 FKPLVDEPQNLVKTNCELFEKLGEYGFQNALLVRYTKKAPQVSTPTLVEVSRKLGKVGTK 
       380       390       400       410       420       430        
 
              40        50         60        70        80           
AAD-12 ACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLAGRP           
        :. :. .  . :   . :  :: :.::.  : . .. .   .: .  ::           
gi|331 CCKKPESERMSCADDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFSGLEVDET 
       440       450       460       470       480       490        
 
gi|331 YVPKEFNAETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVE 
       500       510       520       530       540       550        
 
>>gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Serum a  (607 aa) 
 initn:  47 init1:  47 opt:  57  Z-score: 85.7  bits: 23.0 E():  8.6 
Smith-Waterman score: 57; 23.8% identity (51.2% similar) in 80 aa overlap (5-80:430-509) 
 
                                         10           20        30  
AAD-12                           RPSLLIGRHAHAIPGMDA---AESERFLEGLVDW 
                                     :: :...  : ...   .:  : :  . .  
gi|543 FTPLVEEPKSLVKKNCDLFEEVGEYDFQNALIVRYTKKAPQVSTPTLVEIGRTLGKVGSR 
     400       410       420       430       440       450          
 
              40        50         60        70        80           
AAD-12 ACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLAGRP           
        :. :. .    . . ...  :: :.::.  : . :. .    :    ::           
gi|543 CCKLPESERLPCSENHLALALNRLCVLHEKTPVSEKITKCCTDSLAERRPCFSALELDEG 
     460       470       480       490       500       510          
 
gi|543 YVPKEFKAETFTFHADICTLPEDEKQIKKQSALAELVKHKPKATKEQLKTVLGNFSAFVA 
     520       530       540       550       560       570          
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.4  bits: 20.5 E():   10 
Smith-Waterman score: 50; 50.0% identity (90.0% similar) in 10 aa overlap (53-62:24-33) 
 
             30        40        50        60        70        80   
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP   
                                     : :..::..:                     
gi|484        GKMNFTDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVL 
                      10        20        30        40        50    
 
gi|484 TAIIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGE 
            60        70        80        90       100       110    
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.0  bits: 21.6 E():   11 
Smith-Waterman score: 53; 43.8% identity (62.5% similar) in 16 aa overlap (27-42:27-42) 
 
               10        20        30        40        50        60 
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                 : :.:  : : .. ::                   
gi|170 MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQQTFP 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 EPWDFKLPRVMWHSRLAGRP                                         
                                                                    
gi|170 HQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQPQQPF 
               70        80        90       100       110       120 
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.6  bits: 20.6 E():   11 
Smith-Waterman score: 50; 33.3% identity (100.0% similar) in 12 aa overlap (55-66:44-55) 
 
           30        40        50        60        70        80     
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP     
                                     :..::..:....                   
gi|558 AVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
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gi|558 NIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.5  bits: 20.6 E():   11 
Smith-Waterman score: 50; 40.0% identity (60.0% similar) in 15 aa overlap (49-63:127-141) 
 
       20        30        40        50        60        70         
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 
                                     :.: :::    .. :                
gi|126 PCSALLSSDITASVNCAKKIVSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL          
        100       110       120       130       140                 
 
       80 
AAD-12 RP 
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 83.2  bits: 21.7 E():   12 
Smith-Waterman score: 53; 33.3% identity (66.7% similar) in 33 aa overlap (43-72:145-176) 
 
             20        30        40          50         60          
AAD-12 IPGMDAAESERFLEGLVDWACQAPRVHAHQWA-AGD-VVVWDNRCLLH-RAEPWDFKLPR 
                                     :: : :   .: . :.:. ...: :. .:  
gi|320 NGFASVGDTATRKREIAAFLAQTSHETTGGWATAPDGPYAW-GYCFLKEQGNPPDYCVPT 
          120       130       140       150        160       170    
 
      70        80                                                  
AAD-12 VMWHSRLAGRP                                                  
       ..:                                                          
gi|320 AQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDPVISFKTALWFWMT 
           180       190       200       210       220       230    
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  38 init1:  38 opt:  54  Z-score: 83.1  bits: 22.0 E():   12 
Smith-Waterman score: 54; 25.4% identity (47.6% similar) in 63 aa overlap (18-80:154-208) 
 
                            10        20        30        40        
AAD-12              RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 
                                     :. .: :    .::. .:       :.    
gi|364 RLGGDTTQVQTNYFGKGDTTTYDRGTYVPVATPQETFHTYTIDWTKDAVT-----WSIDG 
           130       140       150       160       170              
 
        50        60        70        80                            
AAD-12 VVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP                            
       .::   : : .       ..:..  . :::. :                            
gi|364 AVV---RTLTYNDAKGGTRFPQTPMRLRLAAGPAATPATPGHHRVGRWLDRLQRGTVHHV 
      180          190       200       210       220       230      
 
gi|364 RQVRPYRERQPRRVLHLLGQLWLLAEHQVRRLRRYSSSSSVTSSTTSTASSASSTSSKTP 
         240       250       260       270       280       290      
 
>>gi|212279|gb|AAA48944.1| lysozyme protein [Gallus gall  (24 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 82.3  bits: 17.7 E():   13 
Smith-Waterman score: 42; 33.3% identity (53.3% similar) in 15 aa overlap (49-63:5-19) 
 
       20        30        40        50        60        70         
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 
                                     :.: : :    .. :                
gi|212                           MNAWVAWRNSCKGTDVQAWIRGCR           
                                         10        20               
 
       80 
AAD-12 RP 
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.3  bits: 19.9 E():   15 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (54-66:76-88) 
 
            30        40        50        60        70        80    
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP    
                                     .: .....: :::                  
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gi|484 TTKATIKVLAKVAGTPIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILPKVKAEVT 
          50        60        70        80        90       100      
 
gi|484 AELVGDHGVLACGRFGRQVE 
         110       120      
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.3  bits: 21.4 E():   15 
Smith-Waterman score: 52; 28.1% identity (59.4% similar) in 32 aa overlap (16-47:66-97) 
 
                              10        20        30        40      
AAD-12                RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     .:. . . : :: .. .   ::.  ::..  
gi|729 STLSLVTKADGKIDMTVDLISPVTKRASLKIDSKKYNLFHEGELSASIVNPRLSWHQYTK 
          40        50        60        70        80        90      
 
          50        60        70        80                          
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP                          
        :                                                           
gi|729 RDSREYKSDVELSLRSSDIALKITMPDYNSKIHYSRQGDQINMDIDGTLIEGHAQGTIRE 
         100       110       120       130       140       150      
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 81.2  bits: 21.7 E():   15 
Smith-Waterman score: 53; 27.3% identity (54.5% similar) in 44 aa overlap (7-49:241-284) 
 
                                       10        20         30      
AAD-12                         RPSLLIGRHAHAIPGMDAAESERF-LEGLVDWACQA 
                                     :  .... :::.: :: .  .   :   .  
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDKTYDLNFKE 
              220       230       240       250       260       270 
 
          40        50        60        70        80                
AAD-12 PRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP                
          .. :  .:::.                                               
gi|144 ENNNGSQKISGDVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.1  bits: 19.9 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (55-66:27-38) 
 
           30        40        50        60        70        80     
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP     
                                     :..::..:....                   
gi|214     SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|214 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
         60        70        80        90       100       110       
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.1  bits: 19.9 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (55-66:27-38) 
 
           30        40        50        60        70        80     
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP     
                                     :..::..:....                   
gi|760     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKA 
                   10        20        30        40        50       
 
gi|760 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.1  bits: 19.9 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (55-66:27-38) 
 
           30        40        50        60        70        80     
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP     
                                     :..::..:....                   
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gi|157     SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|157 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
         60        70        80        90       100       110       
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.1  bits: 19.9 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (55-66:27-38) 
 
           30        40        50        60        70        80     
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP     
                                     :..::..:....                   
gi|256     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKA 
                   10        20        30        40        50       
 
gi|256 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNGV 
         60        70        80        90       100       110       
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.1  bits: 19.9 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (55-66:28-39) 
 
           30        40        50        60        70        80     
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP     
                                     :..::..:....                   
gi|110    RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNSKTAKIEIKA 
                  10        20        30        40        50        
 
gi|110 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNGV 
        60        70        80        90       100       110        
 
>>gi|34495280|gb|AAQ73487.1| type 2 allergen Lep d 2.024  (140 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.6  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (54-66:91-103) 
 
            30        40        50        60        70        80    
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP    
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
               70        80        90       100       110       120 
 
gi|344 AELIGDHGILACGTVNGQVE 
              130       140 
 
>>gi|34495278|gb|AAQ73486.1| type 2 allergen Lep d 2.023  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.5  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (54-66:92-104) 
 
            30        40        50        60        70        80    
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP    
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495288|gb|AAQ73491.1| type 2 allergen Lep d 2.039  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.5  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (54-66:92-104) 
 
            30        40        50        60        70        80    
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP    
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
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>>gi|34495274|gb|AAQ73484.1| type 2 allergen Lep d 2.013  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.5  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (54-66:92-104) 
 
            30        40        50        60        70        80    
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP    
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495290|gb|AAQ73492.1| type 2 allergen Lep d 2.042  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.5  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (54-66:92-104) 
 
            30        40        50        60        70        80    
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP    
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVVGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGTVE 
             130       140  
 
>>gi|34495284|gb|AAQ73489.1| type 2 allergen Lep d 2.031  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.5  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (54-66:92-104) 
 
            30        40        50        60        70        80    
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP    
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|33772588|gb|AAQ54603.1| Gly d 2.03 [Glycyphagus dom  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.5  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (54-66:92-104) 
 
            30        40        50        60        70        80    
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP    
                                     .: .....: :::                  
gi|337 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|337 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495282|gb|AAQ73488.1| type 2 allergen Lep d 2.025  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.5  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (54-66:92-104) 
 
            30        40        50        60        70        80    
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP    
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2.035  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.5  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (54-66:92-104) 
 
            30        40        50        60        70        80    
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP    
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                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.4  bits: 20.0 E():   17 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (55-66:43-54) 
 
           30        40        50        60        70        80     
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP     
                                     :..::..:....                   
gi|164 AVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEANQNRKTAKIEIKA 
             20        30        40        50        60        70   
 
gi|164 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
             80        90       100       110       120       130   
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.3  bits: 20.0 E():   17 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (55-66:44-55) 
 
           30        40        50        60        70        80     
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP     
                                     :..::..:....                   
gi|135 AVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|135 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
            80        90       100       110       120       130    
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.3  bits: 20.0 E():   17 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (55-66:44-55) 
 
           30        40        50        60        70        80     
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP     
                                     :..::..:....                   
gi|996 AVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNTKNAKIEIKA 
            20        30        40        50        60        70    
 
gi|996 SIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
            80        90       100       110       120       130    
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.5  bits: 19.6 E():   19 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (55-66:27-38) 
 
           30        40        50        60        70        80     
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP     
                                     :..::..:. ..                   
gi|179     DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|179 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENVVVTVKLVGDNGV 
         60        70        80        90       100       110       
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.5  bits: 19.6 E():   19 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (55-66:27-38) 
 
           30        40        50        60        70        80     
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP     
                                     :..::..:. ..                   
gi|760     DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|760 NINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
         60        70        80        90       100       110       
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>>gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Schist  (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.5  bits: 19.6 E():   19 
Smith-Waterman score: 47; 50.0% identity (80.0% similar) in 10 aa overlap (51-60:6-15) 
 
               30        40        50        60        70        80 
AAD-12 SERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP 
                                     :::.:. . :                     
gi|298                          MSADSWDNHCVTYVANNKCLKNLCMTAIDGSHLGT 
                                        10        20        30      
 
gi|298 SNPDFRIPPELILQLKSILDGGLDTSIFFMGEKYIVLQHDSSCLVSRCGKKSLIFYATGK 
          40        50        60        70        80        90      
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.0  bits: 19.6 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (55-66:36-47) 
 
           30        40        50        60        70        80     
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP     
                                     :..::..:. ..                   
gi|217 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
          10        20        30        40        50        60      
 
gi|217 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
          70        80        90       100       110       120      
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.9  bits: 19.6 E():   21 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (55-66:40-51) 
 
           30        40        50        60        70        80     
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP     
                                     :..::..:. ..                   
gi|546 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
      10        20        30        40        50        60          
 
gi|546 SLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
      70        80        90       100       110       120          
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.7  bits: 19.7 E():   21 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (55-66:44-55) 
 
           30        40        50        60        70        80     
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP     
                                     :..::..:. ..                   
gi|558 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.7  bits: 19.7 E():   21 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (55-66:44-55) 
 
           30        40        50        60        70        80     
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP     
                                     :..::..:. ..                   
gi|864 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|864 NIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.7  bits: 19.7 E():   21 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (55-66:44-55) 
 
           30        40        50        60        70        80     
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AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP     
                                     :..::..:. ..                   
gi|256 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|256 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.7  bits: 19.7 E():   21 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (55-66:44-55) 
 
           30        40        50        60        70        80     
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP     
                                     :..::..:. ..                   
gi|218 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|218 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.7  bits: 19.7 E():   21 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (55-66:44-55) 
 
           30        40        50        60        70        80     
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP     
                                     :..::..:. ..                   
gi|558 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Globin  (162 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 78.0  bits: 19.7 E():   23 
Smith-Waterman score: 47; 25.0% identity (63.6% similar) in 44 aa overlap (11-53:111-148) 
 
                                   10        20        30        40 
AAD-12                     RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                     :   :..::.  .:  .::..      ..: 
gi|121 VSFFTEVISLSGNQANLSAVYALVSKLGVDHKARGISAAQFGEFRTALVSY------LQA 
               90       100       110       120       130           
 
                50        60        70        80 
AAD-12 H-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP 
       : .:. . ...:..                            
gi|121 HVSWGDNVAAAWNHALDNTYAVALKSLE              
          140       150       160                
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 49; 43.8% identity (56.2% similar) in 16 aa overlap (27-42:8-23) 
 
               10        20        30        40        50        60 
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                 : :.:  : :  . ::                   
gi|106                    NIQVDPSGQVQWPQQQPFPQPHQPFSQQPQQTFPQPQQTFP 
                                  10        20        30        40  
 
               70        80                                         
AAD-12 EPWDFKLPRVMWHSRLAGRP                                         
                                                                    
gi|106 HQPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQPF 
              50        60        70        80        90       100  
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.5  bits: 19.7 E():   24 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (55-66:73-84) 
 
           30        40        50        60        70        80     
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AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP     
                                     :..::..:. ..                   
gi|156 KHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
             50        60        70        80        90       100   
 
gi|156 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            110       120       130       140       150       160   
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 77.3  bits: 19.3 E():   25 
Smith-Waterman score: 46; 26.8% identity (58.5% similar) in 41 aa overlap (3-41:100-140) 
 
                                           10         20        30  
AAD-12                             RPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
               40        50        60        70        80 
AAD-12 A-CQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP 
       . : . . : :                                        
gi|100 GYCGSHHHHHH                                        
     130       140                                        
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 77.2  bits: 21.1 E():   25 
Smith-Waterman score: 51; 54.5% identity (72.7% similar) in 11 aa overlap (62-72:162-170) 
 
              40        50        60        70        80            
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP            
                                     ::.:  : .::                    
gi|108 DKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNF--PLLMWAWKIGPAIACGNTVVLKTA 
             140       150       160         170       180          
 
gi|108 EQTPLGGLVAASLVKEAGFPPGVINVISGFGKVAGAALSSHMDVDKVAFTGSTVVGRTIL 
     190       200       210       220       230       240          
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (6-48:1-44) 
 
               10        20         30        40        50          
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQAPRVHAHQWAAGDVVVWDNRCLLHR 
            .: ..:..   ... .:... :.: :     :..    . . ::            
gi|166      MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRI 
                    10        20        30        40        50      
 
      60        70        80                                        
AAD-12 AEPWDFKLPRVMWHSRLAGRP                                        
                                                                    
gi|166 ITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITK 
          60        70        80        90       100       110      
 
>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (6-48:1-44) 
 
               10        20         30        40        50          
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQAPRVHAHQWAAGDVVVWDNRCLLHR 
            .: ..:..   ... .:... :.: :     :..    . . ::            
gi|215      MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRI 
                    10        20        30        40        50      
 
      60        70        80                                        
AAD-12 AEPWDFKLPRVMWHSRLAGRP                                        
                                                                    
gi|215 ITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVVPTADGGSITK 
          60        70        80        90       100       110      
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.3  bits: 19.7 E():   28 
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Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (10-47:156-194) 
 
                                    10        20        30          
AAD-12                      RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|833 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
         130       140       150       160       170       180      
 
       40        50        60        70        80 
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP 
       .. .:: ..                                  
gi|833 NVINWAEAENRYIAGDKGGHPFMKL                  
         190       200       210                  
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 76.1  bits: 20.8 E():   29 
Smith-Waterman score: 50; 28.3% identity (43.4% similar) in 53 aa overlap (33-69:25-77) 
 
             10        20        30        40              50       
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ------WAAGDVVVWDN--- 
                                     ::  :. : .      . :: : .::     
gi|259       LSVCFLILFHGCLASRQEWQQQDECQIDRLDALEPDNRVEYEAGTVEAWDPNHE 
                     10        20        30        40        50     
 
                   60        70        80                           
AAD-12 --RC-----LLHRAEPWDFKLPRVMWHSRLAGRP                           
         ::     . :  .:  . ::.                                      
gi|259 QFRCAGVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQ 
           60        70        80        90       100       110     
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.0  bits: 19.7 E():   30 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (10-47:167-205) 
 
                                    10        20        30          
AAD-12                      RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|164 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
        140       150       160       170       180       190       
 
       40        50        60        70        80 
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP 
       .. .:: ..                                  
gi|164 NVINWAEAENRYIAGDKGGHPFMKL                  
        200       210       220                   
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 75.6  bits: 15.8 E():   31 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (9-14:8-13) 
 
               10        20        30        40        50        60 
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
               ::: .:                                               
gi|131  GPVGGVVHAHMMPLL                                             
                10                                                  
 
>>gi|30794292|ref|NP_851341.1| lactotransferrin precurso  (708 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 74.9  bits: 21.2 E():   34 
Smith-Waterman score: 51; 34.4% identity (50.0% similar) in 32 aa overlap (49-80:25-51) 
 
       20        30        40        50        60        70         
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 
                                     : :   : . . : : ::  : .:. .  : 
gi|307       MKLFVPALLSLGALGLCLAAPRKNVRW---CTISQPE-W-FKCRRWQWRMKKLG 
                     10        20           30          40          
 
       80                                                           
AAD-12 RP                                                           
        :                                                           
gi|307 APSITCVRRAFALECIRAIAEKKADAVTLDGGMVFEAGRDPYKLRPVAAEIYGTKESPQT 
      50        60        70        80        90       100          
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>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.9  bits: 18.3 E():   34 
Smith-Waterman score: 43; 30.4% identity (60.9% similar) in 23 aa overlap (43-65:53-75) 
 
             20        30        40        50        60        70   
AAD-12 IPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW 
                                     :: . :.. ..  : :: .  :.        
gi|387 SINGNAPAEIDLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVD 
             30        40        50        60        70        80   
 
             80       
AAD-12 HSRLAGRP       
                      
gi|387 CASQHGCHGDTIPR 
             90       
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.6  bits: 19.4 E():   35 
Smith-Waterman score: 46; 35.3% identity (58.8% similar) in 17 aa overlap (61-77:70-86) 
 
               40        50        60        70        80           
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP           
                                     .:   :.: . :  .::              
gi|613 DAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIAQRWANQCTFE 
      40        50        60        70        80        90          
 
gi|613 HDACRNVERFAVGQNIAATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMH 
     100       110       120       130       140       150          
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.1  bits: 19.5 E():   37 
Smith-Waterman score: 46; 22.9% identity (60.4% similar) in 48 aa overlap (14-61:115-162) 
 
                                10        20        30        40    
AAD-12                  RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. : ... . :     : ..:.  :..  
gi|383 GSEASANPKDKPAEEEEEEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSL 
           90       100       110       120       130       140     
 
            50        60        70        80                        
AAD-12 AAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP                        
       .. .:  ::..  :.. :                                           
gi|383 VTLEVKPWDDETNLEELEANVRAIEMDGLVWGASKFVAVGFGIKKLQINLVVEDEKVSTD 
          150       160       170       180       190       200     
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.1  bits: 18.4 E():   38 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (15-27:5-17) 
 
               10        20        30        40        50        60 
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                     :.:::: .  :.:                                  
gi|208           MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACGLAKKSAEEVKAAFNKI 
                         10        20        30        40        50 
 
>>gi|14424466|sp|P35778.2|VA3_SOLIN RecName: Full=Venom   (234 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.0  bits: 19.5 E():   38 
Smith-Waterman score: 46; 35.3% identity (58.8% similar) in 17 aa overlap (61-77:92-108) 
 
               40        50        60        70        80           
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP           
                                     .:   :.: . :  .::              
gi|144 DAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIAQRWANQCTFE 
              70        80        90       100       110       120  
 
gi|144 HDACRNVERFAVGQNIAATSSSGKNKSTPNEMILLWYNEVKDFDNRWISSFPSDDNILMK 
             130       140       150       160       170       180  
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.0  bits: 20.5 E():   38 
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Smith-Waterman score: 53; 27.0% identity (56.8% similar) in 37 aa overlap (15-50:441-477) 
 
                               10        20         30        40    
AAD-12                 RPSLLIGRHAHAIPGMDAAESERFLEG-LVDWACQAPRVHAHQW 
                                     :. :.    .. : :.:  : .  .:. .  
gi|505 YQIAFSRGNRAFIAINLQKNQQNLQQKLHTGLPAGTYCDIISGNLIDNKCTGKSIHVDKN 
              420       430       440       450       460       470 
 
            50        60        70        80 
AAD-12 AAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP 
       . .:: :                               
gi|505 GQADVYVGHDEFDAFVAYHIGARIVS            
              480       490                  
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 73.8  bits: 20.2 E():   39 
Smith-Waterman score: 48; 27.1% identity (47.5% similar) in 59 aa overlap (23-74:173-227) 
 
                       10        20        30        40             
AAD-12         RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV--- 
                                     : : :    .  .: .  :: . ::..    
gi|113 RGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQ-SDGDAIHVT 
            150       160       170       180       190        200  
 
          50        60        70        80                          
AAD-12 ----VWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP                          
           .: ..: : ..  .:  :  : : :                                
gi|113 GSSDIWIDHCTLSKS--FD-GLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDLKM 
             210          220       230       240       250         
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.3  bits: 18.1 E():   47 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (9-46:20-57) 
 
                          10        20        30        40          
AAD-12            RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                          ::  . . : :. :    :..:   .:  :   .  ::    
gi|730 MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGS 
               10        20        30        40        50        60 
 
      50        60        70        80                      
AAD-12 VWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP                      
                                                            
gi|730 VFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
               70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.3  bits: 18.1 E():   47 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (9-46:20-57) 
 
                          10        20        30        40          
AAD-12            RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                          ::  . . : :. :    :..:   .:  :   .  ::    
gi|191 MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGS 
               10        20        30        40        50        60 
 
      50        60        70        80                      
AAD-12 VWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP                      
                                                            
gi|191 VFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
               70        80        90       100       110   
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.1  bits: 19.9 E():   48 
Smith-Waterman score: 47; 37.5% identity (68.8% similar) in 16 aa overlap (45-60:202-217) 
 
           20        30        40        50        60        70     
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS 
                                     ::.  .: ..: : .:               
gi|113 DIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWIDHCSLSKASDGLLDITLGSSHV 
             180       190       200       210       220       230  
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           80                                                       
AAD-12 RLAGRP                                                       
                                                                    
gi|113 TVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQRMPRCRFGFFQVVNNNY 
             240       250       260       270       280       290  
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 71.8  bits: 19.9 E():   50 
Smith-Waterman score: 47; 30.0% identity (66.7% similar) in 30 aa overlap (39-67:129-158) 
 
       10        20        30        40        50         60        
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEPWDFKL 
                                     ...:: ::.  : ..: . . : .:  .:. 
gi|114 DPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKI 
      100       110       120       130       140       150         
 
        70        80                                                
AAD-12 PRVMWHSRLAGRP                                                
                                                                    
gi|114 DYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEK 
      160       170       180       190       200       210         
 
>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.1  bits: 18.8 E():   55 
Smith-Waterman score: 44; 26.3% identity (68.4% similar) in 19 aa overlap (57-75:200-218) 
 
         30        40        50        60        70        80 
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP 
                                     ... ::  :. : . :...      
gi|274 KIFAPEIFTKFPNLNSYITRIESMPKISAYIKQQEPQLFNGPMAKWNTKY     
     170       180       190       200       210              
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.0  bits: 18.1 E():   56 
Smith-Waterman score: 42; 33.3% identity (66.7% similar) in 24 aa overlap (56-76:111-134) 
 
          30        40        50        60           70        80 
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL--PR-VMWHSRLAGRP 
                                     .:::.. .::.   :.  .: . :     
gi|144 GFVGRTYFTVLHTQCFRLDYPIVKCKVKSTILHRSKCYDFETFAPKKYQWFDVLQY   
               90       100       110       120       130         
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 70.8  bits: 18.1 E():   57 
Smith-Waterman score: 42; 24.4% identity (56.1% similar) in 41 aa overlap (3-42:100-140) 
 
                                           10         20        30  
AAD-12                             RPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
              40        50        60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP 
       .  .   : :.                                       
gi|100 GYYVGSHHHHHH                                      
     130       140                                       
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.7  bits: 19.6 E():   58 
Smith-Waterman score: 46; 28.0% identity (52.0% similar) in 25 aa overlap (36-60:351-375) 
 
          10        20        30        40        50        60      
AAD-12 IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF 
                                     :   .. :  ::: . .   .. ::      
gi|118 INGVQYPLSPSAYILQDDDSCTSGFEGMDVPTSSGELWILGDVFIRQYYTVFDRANNKVG 
              330       340       350       360       370       380 
 
          70        80 
AAD-12 KLPRVMWHSRLAGRP 
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gi|118 LAPVA           
                       
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 70.7  bits: 19.2 E():   58 
Smith-Waterman score: 53; 22.9% identity (56.2% similar) in 48 aa overlap (29-72:130-177) 
 
                 10        20        30           40        50      
AAD-12   RPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC---QAPRVHAHQWAAGDVVVWDNRC 
                                     :::     .. .:... .. ::....:    
gi|287 FFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGT 
     100       110       120       130       140       150          
 
          60         70        80                                   
AAD-12 LLHRAEPWD-FKLPRVMWHSRLAGRP                                   
        .  : : . :.   . :                                           
gi|287 YVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAG 
     160       170       180       190       200       210          
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 70.6  bits: 16.0 E():   58 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (14-31:8-25) 
 
               10        20        30        40        50        60 
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                    :.. :. ....:..   :                              
gi|751       IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA                       
                     10        20        30                         
 
               70        80 
AAD-12 EPWDFKLPRVMWHSRLAGRP 
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 70.5  bits: 18.1 E():   59 
Smith-Waterman score: 42; 27.8% identity (66.7% similar) in 36 aa overlap (10-45:28-62) 
 
                                 10        20        30        40   
AAD-12                   RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                  :.: :...: : ... .:  : .    ... .: 
gi|157 MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQA-EFRQLANGAPDKTEAEIEAQIEQ 
               10        20        30         40        50          
 
             50        60        70        80                       
AAD-12 WAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP                       
       :.:                                                          
gi|157 WVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPAAKAADARLSAIASNRALKV 
      60        70        80        90       100       110          
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 70.5  bits: 19.9 E():   59 
Smith-Waterman score: 47; 30.0% identity (66.7% similar) in 30 aa overlap (39-67:159-188) 
 
       10        20        30        40        50         60        
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEPWDFKL 
                                     ...:: ::.  : ..: . . : .:  .:. 
gi|476 DPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKI 
      130       140       150       160       170       180         
 
        70        80                                                
AAD-12 PRVMWHSRLAGRP                                                
                                                                    
gi|476 DYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEK 
      190       200       210       220       230       240         
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (6-29:1-24) 
 
               10        20        30        40        50        60 
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
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            .: ..:..   ... .:... :.:                                
gi|892      MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVEVKGDGGAGTVRI 
                    10        20        30        40        50      
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (6-29:1-24) 
 
               10        20        30        40        50        60 
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
            .: ..:..   ... .:... :.:                                
gi|215      MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAATGAYKSVEVKGDGGAGTVRI 
                    10        20        30        40        50      
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 70.0  bits: 16.0 E():   63 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (14-31:8-25) 
 
               10        20        30        40        50        60 
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                    :.. :. ....:..   :                              
gi|751       IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK                    
                     10        20        30                         
 
               70        80 
AAD-12 EPWDFKLPRVMWHSRLAGRP 
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 70.0  bits: 17.4 E():   63 
Smith-Waterman score: 40; 30.0% identity (50.0% similar) in 30 aa overlap (2-31:13-42) 
 
                          10        20        30        40          
AAD-12            RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                   :. :.    .. ::   :: :   .:  .:                   
gi|144 VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKKGNLWEVKSSKPL 
               10        20        30        40        50        60 
 
      50        60        70        80      
AAD-12 VWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP      
                                            
gi|144 TGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
               70        80        90       
 
>>gi|159162378|pdb|1H2O|A Chain A, Solution Structure Of  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 26.1% identity (52.2% similar) in 23 aa overlap (50-72:23-45) 
 
      20        30        40        50        60        70          
AAD-12 ESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR 
                                     : :   :. .  :  .:  ...:        
gi|159         GVFTYESEFTSEIPPPRLFKAFVLDADNLVPKIAPQAIKHSEILWGDGGPGT 
                       10        20        30        40        50   
 
      80                                                            
AAD-12 P                                                            
                                                                    
gi|159 IKKITFGEGSQYGYVKHKIDSIDKENYSYSYTLIEGDALGDTLEKISYETKLVASPSGGS 
             60        70        80        90       100       110   
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.8  bits: 19.3 E():   65 
Smith-Waterman score: 45; 28.6% identity (51.4% similar) in 35 aa overlap (9-43:258-291) 
 
                                     10        20        30         
AAD-12                       RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     :...:    .  : :  .  : :. :  :. 
gi|510 IGENIIGHLLIVFDGGKSQPACSWYDVPCSHSESIVYATGMVSGRCQHLAVPWTAQQ-RI 
       230       240       250       260       270       280        
 
       40        50        60        70        80                   
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP                   
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       .  ::                                                        
gi|510 NPIQWKFWRVFTSNIPAYPTSDTTNCVVLNTNVFKNDNTFEGEYHAFPDCARNLFKCRQQ 
        290       300       310       320       330       340       
 
>>gi|1170095|sp|P46419.1|GSTM1_DERPT RecName: Full=Gluta  (219 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.5  bits: 18.5 E():   67 
Smith-Waterman score: 43; 23.8% identity (57.1% similar) in 21 aa overlap (57-77:199-219) 
 
         30        40        50        60        70        80 
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP 
                                     ... .:  :. :   :..  :    
gi|117 KVMVPEVFGQFENLKRYVERMESLPRVSDYIKKQQPKTFNAPTSKWNASYA    
      170       180       190       200       210             
 
>>gi|60920878|gb|AAX37326.1| glutathione transferase mu   (219 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.5  bits: 18.5 E():   67 
Smith-Waterman score: 43; 23.8% identity (57.1% similar) in 21 aa overlap (57-77:199-219) 
 
         30        40        50        60        70        80 
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP 
                                     ... .:  :. :   :..  :    
gi|609 KVMVPEVFGQFENLKRYVERMESLPRVSDYIKKQQPKTFNAPTSKWNASYA    
      170       180       190       200       210             
 
>>gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen 11S   (472 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 69.4  bits: 19.6 E():   68 
Smith-Waterman score: 46; 25.6% identity (51.2% similar) in 43 aa overlap (27-69:415-455) 
 
                   10        20        30        40        50       
AAD-12     RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     ::.  .  : :. . .    ::.  .:    
gi|110 EGQLVVVPQNFAVVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVI--QNSFD 
          390       400       410       420       430         440   
 
         60        70        80       
AAD-12 LHRAEPWDFKLPRVMWHSRLAGRP       
       . : . :..:  :                  
gi|110 ISREDAWNLKESRSEMTIFAPGSRSQRQRN 
            450       460       470   
 
>>gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ver  (472 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 69.4  bits: 19.6 E():   68 
Smith-Waterman score: 46; 25.6% identity (51.2% similar) in 43 aa overlap (27-69:415-455) 
 
                   10        20        30        40        50       
AAD-12     RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     ::.  .  : :. . .    ::.  .:    
gi|156 EGQLVVVPQNFAVVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVI--QNSFD 
          390       400       410       420       430         440   
 
         60        70        80       
AAD-12 LHRAEPWDFKLPRVMWHSRLAGRP       
       . : . :..:  :                  
gi|156 ISREDAWNLKESRSEMTIFAPGSRSQRQRN 
            450       460       470   
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.3  bits: 21.4 E():   68 
Smith-Waterman score: 58; 26.1% identity (67.4% similar) in 46 aa overlap (25-66:1159-1202) 
 
                     10        20        30            40        50 
AAD-12       RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ-AP---RVHAHQWAAGDVVV 
                                     .::..:.  . .:   ..:::  . :.    
gi|203 ESNKGTPIELQYKVSGKDRSKRAAEMNAEDVEGVIDYKNSGSPIDSKMHAHLKVKGNNYG 
     1130      1140      1150      1160      1170      1180         
 
               60        70        80                               
AAD-12 WDNRCLLHRAEPWDFKLPRVMWHSRLAGRP                               
       .:..  :...:: ...                                             
gi|203 YDSE--LKQTEPQQYEGKMTLSKNDKKIFITHKTEMTKPTSTFLLKTDADVSYSESDMKK 
     1190        1200      1210      1220      1230      1240       
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>>gi|3182907|sp|O02380.1|ALL2_TYRPU RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.1  bits: 17.8 E():   70 
Smith-Waterman score: 41; 37.5% identity (100.0% similar) in 8 aa overlap (55-62:41-48) 
 
           30        40        50        60        70        80     
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP     
                                     :..:...:                       
gi|318 AVAAAGQVKFTDCGKKEIASVAVDGCEGDLCVIHKSKPVHVIAEFTANQDTCKIEVKVTG 
               20        30        40        50        60        70 
 
gi|318 QLNGLEVPIPGIETDGCKVLKCPLKKGTKYTMNYSVNVPSVVPNIKTVVKLLATGEHGVL 
               80        90       100       110       120       130 
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 69.1  bits: 18.9 E():   71 
Smith-Waterman score: 44; 47.4% identity (63.2% similar) in 19 aa overlap (20-35:72-90) 
 
                          10        20        30           40       
AAD-12            RPSLLIGRHAHAIPGMDAAESERFLEGLVDW---ACQAPRVHAHQWAAG 
                                     :.. ::   :::   ::.:            
gi|144 TISKQVVFLIHGFLSTGNNENFVAMSKALIEKDDFLVISVDWKKGACNAFASTKDALGYS 
              50        60        70        80        90       100  
 
         50        60        70        80                           
AAD-12 DVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP                           
                                                                    
gi|144 KAVGNTRHVGKFVADFTKLLVEKYKVLISNIRLIGHSLGAHTSGFAGKEVQKLKLGKYKE 
             110       120       130       140       150       160  
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 69.0  bits: 21.1 E():   71 
Smith-Waterman score: 50; 44.4% identity (63.0% similar) in 27 aa overlap (2-27:636-662) 
 
                                             10        20        30 
AAD-12                              RPSLLIG-RHAHAIPGMDAAESERFLEGLVD 
                                     :: : : : : .:::  . ..:  :.:    
gi|278 SRGPSGPPGPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIG 
         610       620       630       640       650       660      
 
               40        50        60        70        80           
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP           
                                                                    
gi|278 SPGRDGARGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAG 
         670       680       690       700       710       720      
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.9  bits: 19.3 E():   72 
Smith-Waterman score: 53; 22.9% identity (56.2% similar) in 48 aa overlap (29-72:120-167) 
 
                 10        20        30           40        50      
AAD-12   RPSLLIGRHAHAIPGMDAAESERFLEGLVDWAC---QAPRVHAHQWAAGDVVVWDNRC 
                                     :::     .. .:... .. ::....:    
gi|855 FFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGT 
      90       100       110       120       130       140          
 
          60         70        80                                   
AAD-12 LLHRAEPWD-FKLPRVMWHSRLAGRP                                   
        .  : : . :.   . :                                           
gi|855 YVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAG 
     150       160       170       180       190       200          
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 68.9  bits: 19.3 E():   72 
Smith-Waterman score: 45; 26.8% identity (48.8% similar) in 41 aa overlap (23-57:172-212) 
 
                       10        20        30        40             
AAD-12         RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW------AAG 
                                     .  :: .  : .:   : :.       .:: 
gi|625 RGANVEITCGGLTIHNVCNVIIHNIHIHDIKVTEGGIIKATDAKPGHRHKSDGDGICVAG 
             150       160       170       180       190       200  
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         50        60        70        80                           
AAD-12 DVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP                           
       .  .: ..: :                                                  
gi|625 SSKIWIDHCTLSHGPDGLIDVTLGSTAVTISNCKFSHHQKILLLGADNSHVDDKKMHVTV 
             210       220       230       240       250       260  
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 18.6 E():   75 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (29-42:29-42) 
 
               10        20        30        40        50        60 
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                   :.:  : :  . ::                   
gi|170 MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQTFP 
               10        20        30        40        50        60 
 
               70        80                                         
AAD-12 EPWDFKLPRVMWHSRLAGRP                                         
                                                                    
gi|170 HQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQQF 
               70        80        90       100       110       120 
 
>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 41; 20.8% identity (79.2% similar) in 24 aa overlap (6-29:1-24) 
 
               10        20        30        40        50        60 
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
            .: ..:..   ... .:....:.:                                
gi|134      MGVQTHVLELTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKI 
                    10        20        30        40        50      
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.2  bits: 19.3 E():   79 
Smith-Waterman score: 45; 38.9% identity (72.2% similar) in 18 aa overlap (7-24:241-258) 
 
                                       10        20        30       
AAD-12                         RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                     :  .... :::.: :: .             
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDQTYDLNFKE 
              220       230       240       250       260       270 
 
         40        50        60        70        80                 
AAD-12 RVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP                 
                                                                    
gi|144 ENNNGSQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (55-66:27-38) 
 
           30        40        50        60        70        80     
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP     
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (55-66:27-38) 
 
           30        40        50        60        70        80     
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP     
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
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gi|217 SIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (55-66:27-38) 
 
           30        40        50        60        70        80     
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP     
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (55-66:27-38) 
 
           30        40        50        60        70        80     
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP     
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (55-66:27-38) 
 
           30        40        50        60        70        80     
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP     
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.8  bits: 19.0 E():   83 
Smith-Waterman score: 44; 38.5% identity (84.6% similar) in 13 aa overlap (3-15:228-240) 
 
                                           10        20        30   
AAD-12                             RPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
                                     :.... . ::.::                  
gi|269 QDTLCDDKGKHFYKDCYIEGTVDFIFGSGKSIFLNTELHAVPGDQPAIITAQARKTDSED 
       200       210       220       230       240       250        
 
             40        50        60        70        80             
AAD-12 CQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP             
                                                                    
gi|269 TGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRFSEYN 
       260       270       280       290       300       310        
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.8  bits: 19.0 E():   83 
Smith-Waterman score: 44; 38.5% identity (84.6% similar) in 13 aa overlap (3-15:228-240) 
 
                                           10        20        30   
AAD-12                             RPSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
                                     :.... . ::.::                  
gi|682 QDTLCDDKGKHFYKDCYIEGTVDFIFGSGKSIFLNTELHAVPGDQPAIITAQARKTESED 
       200       210       220       230       240       250        
 
             40        50        60        70        80             
AAD-12 CQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP             
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gi|682 TGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRFPEYN 
       260       270       280       290       300       310        
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 67.6  bits: 17.5 E():   85 
Smith-Waterman score: 40; 25.7% identity (60.0% similar) in 35 aa overlap (3-36:100-134) 
 
                                           10         20        30  
AAD-12                             RPSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|105 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
              40        50        60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP 
       .  .:                                             
gi|105 GYWVPSSNS                                         
     130                                                 
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.5  bits: 17.9 E():   86 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (8-24:17-30) 
 
                        10        20        30        40        50  
AAD-12          RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW 
                       ::   .:..:    :::                            
gi|212 VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFSYD 
               10        20           30        40        50        
 
              60        70        80                                
AAD-12 DNRCLLHRAEPWDFKLPRVMWHSRLAGRP                                
                                                                    
gi|212 DALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYENYAIVEGC 
        60        70        80        90       100       110        
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.5 E():   86 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (53-61:40-48) 
 
             30        40        50        60        70        80   
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP   
                                     . :..::.:                      
gi|158 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|158 LAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.5 E():   86 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (53-61:40-48) 
 
             30        40        50        60        70        80   
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP   
                                     . :..::.:                      
gi|212 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|212 LTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.5 E():   86 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (53-61:40-48) 
 
             30        40        50        60        70        80   
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP   
                                     . :..::.:                      
gi|170 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
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gi|170 LAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|14423651|sp|Q9U5P2.1|ALL5_LEPDS RecName: Full=Mite   (110 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.2 E():   86 
Smith-Waterman score: 39; 33.3% identity (61.9% similar) in 21 aa overlap (53-73:8-28) 
 
             30        40        50        60        70        80   
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP   
                                     .: :.: .:    :: ... :          
gi|144                        DDFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELE 
                                      10        20        30        
 
gi|144 KSKSKELKAQILREISIGLDFIDSAKGHFERELKRADLNLAEKFNFESALSTGAVLHKDL 
        40        50        60        70        80        90        
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.5  bits: 17.9 E():   87 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (8-24:18-31) 
 
                         10        20        30        40        50 
AAD-12           RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
                        ::   .:..:    :::                           
gi|116 AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFSY 
               10        20           30        40        50        
 
               60        70        80                               
AAD-12 WDNRCLLHRAEPWDFKLPRVMWHSRLAGRP                               
                                                                    
gi|116 DDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYENYAIVEG 
        60        70        80        90       100       110        
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.5  bits: 17.9 E():   87 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (8-24:18-31) 
 
                         10        20        30        40        50 
AAD-12           RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
                        ::   .:..:    :::                           
gi|144 AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFSY 
               10        20           30        40        50        
 
               60        70        80                               
AAD-12 WDNRCLLHRAEPWDFKLPRVMWHSRLAGRP                               
                                                                    
gi|144 DDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYDNYAIVEG 
        60        70        80        90       100       110        
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 67.4  bits: 15.4 E():   88 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (14-31:8-25) 
 
               10        20        30        40        50        60 
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                    :.. :  ....:..   :                              
gi|751       IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA                       
                     10        20        30                         
 
               70        80 
AAD-12 EPWDFKLPRVMWHSRLAGRP 
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.3  bits: 18.6 E():   88 
Smith-Waterman score: 43; 26.9% identity (65.4% similar) in 26 aa overlap (44-68:14-39) 
 
            20        30        40        50        60         70   
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK-LPRVMW 
                                     :.. ..  ..::.    .::. . ::     
gi|217                  MKTFLVFALLAVAATSAIAQMETRCIPGLERPWQQQPLPPQQT 
                                10        20        30        40    
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             80                                                     
AAD-12 HSRLAGRP                                                     
                                                                    
gi|217 FPQQPLFSQQQQQQLFPQQPSFSQQQPPFWQQQPPFSQQQPILPQQPPFSQQQQLVLPQQ 
            50        60        70        80        90       100    
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 67.3  bits: 19.0 E():   88 
Smith-Waterman score: 44; 40.9% identity (59.1% similar) in 22 aa overlap (47-68:92-111) 
 
         20        30        40        50        60        70       
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL 
                                     :.: . ::  :: .  ::  .:         
gi|258 QGEEFHKIVFTVEGLQEFGNFVQFLEDHGLDAVGYINR--LHSVFGWDPYVPSSKRKHTR 
              70        80        90         100       110          
 
         80                                                         
AAD-12 AGRP                                                         
                                                                    
gi|258 RGVGVDGLIDDIIAILPIDDLKALFQEKLETSPDFKAFYDAVRSPEFQSIVQTLNAMPEY 
     120       130       140       150       160       170          
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.9 E():   89 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (31-54:70-93) 
 
               10        20        30        40        50        60 
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|283 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
      40        50        60        70        80        90          
 
               70        80                                         
AAD-12 EPWDFKLPRVMWHSRLAGRP                                         
                                                                    
gi|283 CGPVGAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
     100       110       120       130       140       150          
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.2  bits: 17.9 E():   90 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (8-24:27-40) 
 
                                  10        20        30        40  
AAD-12                    RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                 ::   .:..:    :::                  
gi|194 MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEALTQY 
               10        20        30           40        50        
 
              50        60        70        80                      
AAD-12 QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP                      
                                                                    
gi|194 KCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDY 
        60        70        80        90       100       110        
 
>>gi|160347126|gb|ABX26141.1| allergen Ole e 5 [Olea eur  (152 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 67.0  bits: 17.5 E():   92 
Smith-Waterman score: 40; 53.8% identity (76.9% similar) in 13 aa overlap (1-13:38-49) 
 
                                             10        20        30 
AAD-12                               RPSLLIGRHAHAIPGMDAAESERFLEGLVD 
                                     .:.:  : ::::.                  
gi|160 LNSSEGVAGTVYFTQEGDGPTTVTGNLSGLKPGLH-GFHAHALGDTTNGCMSTGPHFNPV 
        10        20        30        40         50        60       
 
               40        50        60        70        80           
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP           
                                                                    
gi|160 GKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGPHSIIGRAVVVHSDPDDLG 
         70        80        90       100       110       120       
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>>gi|1093120|prf||2103117A allergen Dac g II              (196 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.0  bits: 17.9 E():   92 
Smith-Waterman score: 41; 18.9% identity (45.9% similar) in 37 aa overlap (33-69:141-177) 
 
             10        20        30        40        50        60   
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP 
                                     :    .  :.  . :   .:.  ....    
gi|109 VFQFLILSCQGRIVNNCEVLICVMRRGNAMCLIASISMHHILTLDRFFFDGLEIIYKIFK 
              120       130       140       150       160       170 
 
             70        80         
AAD-12 WDFKLPRVMWHSRLAGRP         
         :. ::                    
gi|109 MMFQKPRTRTCIEKDFPRRSSSSIPT 
              180       190       
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 66.8  bits: 15.4 E():   94 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (14-31:8-25) 
 
               10        20        30        40        50        60 
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                    :.. :  ....:..   :                              
gi|751       IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK                    
                     10        20        30                         
 
               70        80 
AAD-12 EPWDFKLPRVMWHSRLAGRP 
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.7  bits: 17.9 E():   95 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (31-54:87-110) 
 
               10        20        30        40        50        60 
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|158 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
               70        80                                         
AAD-12 EPWDFKLPRVMWHSRLAGRP                                         
                                                                    
gi|158 CGPVGAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.7  bits: 17.9 E():   95 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (31-54:87-110) 
 
               10        20        30        40        50        60 
AAD-12 RPSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|123 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
               70        80                                         
AAD-12 EPWDFKLPRVMWHSRLAGRP                                         
                                                                    
gi|123 CGPVGAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|111494253|gb|ABH06347.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.2 E():   98 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (44-61:109-126) 
 
            20        30        40        50        60        70    
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
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            80 
AAD-12 SRLAGRP 
 
>>gi|111120420|gb|ABH06344.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.2 E():   98 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (44-61:109-126) 
 
            20        30        40        50        60        70    
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
            80 
AAD-12 SRLAGRP 
 
>>gi|111120432|gb|ABH06350.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.2 E():   98 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (44-61:109-126) 
 
            20        30        40        50        60        70    
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
            80 
AAD-12 SRLAGRP 
 
>>gi|111120428|gb|ABH06348.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.2 E():   98 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (44-61:109-126) 
 
            20        30        40        50        60        70    
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
            80 
AAD-12 SRLAGRP 
 
>>gi|111120424|gb|ABH06346.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.2 E():   98 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (44-61:109-126) 
 
            20        30        40        50        60        70    
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
            80 
AAD-12 SRLAGRP 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:03:05 2011 done: Fri Jan 21 00:03:05 2011 
 Total Scan time:  0.060 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
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Query: fasta_input.txt 
  1>>>AAD-12: 207  - 286 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     0     8: * 
  34    22    22:=====* 
  36    25    44:=======   * 
  38    33    73:=========         * 
  40    90   102:=======================  * 
  42    89   125:=======================        * 
  44   128   138:================================  * 
  46   171   140:==================================*======== 
  48   203   134:=================================*================= 
  50   102   122:==========================    * 
  52   133   108:==========================*======= 
  54   109    92:======================*===== 
  56    90    77:===================*=== 
  58    50    63:=============  * 
  60    38    51:==========  * 
  62    38    41:==========* 
  64    30    33:========* 
  66    23    26:======* 
  68    23    20:====*= 
  70    13    16:===* 
  72     7    12:==* 
  74     7    10:==* 
  76     7     8:=* 
  78    14     6:=*== 
  80    20     5:=*=== 
  82     7     3:*= 
  84     1     3:* 
  86     6     2:*= 
  88     0     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     2     1:*         :*= 
  94     3     1:*         :*== 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     1     0:=         *= 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.00020.00322; mu= 9.5060 0.172 
 mean_var=37.752611.518, 0's: 2 Z-trim: 3  B-trim: 15 in 1/43 
 Lambda= 0.208738 
 Kolmogorov-Smirnov  statistic: 0.0849 (N=27) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   73 27.7    0.24 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   66 25.6       1 
gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Se ( 608)   64 25.1       2 
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gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   56 22.3     2.7 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   55 21.9     2.7 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   57 22.7     2.7 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   56 22.4     3.5 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   56 22.4     3.5 
gi|3336842|emb|CAA76847.1| bovine serum albumin [B ( 607)   60 23.9     4.7 
gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Se ( 607)   60 23.9     4.7 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   54 21.8     6.7 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   54 21.8     6.7 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   54 21.8     6.7 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   58 23.3     7.1 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   57 23.0     8.5 
gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Ser ( 607)   57 23.0     8.7 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   50 20.5      10 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   53 21.6      11 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   50 20.5      11 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   50 20.5      12 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   53 21.6      12 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   54 22.0      12 
gi|212279|gb|AAA48944.1| lysozyme protein [Gallus  (  24)   42 17.7      13 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   48 19.9      15 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   52 21.3      15 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   53 21.7      15 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   48 19.9      16 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   48 19.9      16 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   48 19.9      16 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   48 19.9      16 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   48 19.9      16 
gi|34495280|gb|AAQ73487.1| type 2 allergen Lep d 2 ( 140)   48 19.9      17 
gi|34495278|gb|AAQ73486.1| type 2 allergen Lep d 2 ( 141)   48 19.9      17 
gi|34495288|gb|AAQ73491.1| type 2 allergen Lep d 2 ( 141)   48 19.9      17 
gi|34495274|gb|AAQ73484.1| type 2 allergen Lep d 2 ( 141)   48 19.9      17 
gi|34495290|gb|AAQ73492.1| type 2 allergen Lep d 2 ( 141)   48 19.9      17 
gi|34495284|gb|AAQ73489.1| type 2 allergen Lep d 2 ( 141)   48 19.9      17 
gi|33772588|gb|AAQ54603.1| Gly d 2.03 [Glycyphagus ( 141)   48 19.9      17 
gi|34495282|gb|AAQ73488.1| type 2 allergen Lep d 2 ( 141)   48 19.9      17 
gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2 ( 141)   48 19.9      17 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   48 19.9      17 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   48 19.9      17 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   48 19.9      17 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   47 19.6      19 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   47 19.6      19 
gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Sc ( 129)   47 19.6      19 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   47 19.6      20 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   47 19.6      21 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   47 19.6      21 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   47 19.6      21 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   47 19.6      21 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   47 19.6      21 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   47 19.6      21 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 21.4      21 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 21.4      21 
gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Gl ( 162)   47 19.7      23 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   49 20.4      24 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   47 19.7      25 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   46 19.3      25 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   51 21.1      26 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   46 19.3      27 
gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   46 19.3      27 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   47 19.7      29 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   50 20.8      29 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   47 19.7      30 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 15.8      32 
gi|30794292|ref|NP_851341.1| lactotransferrin prec ( 708)   51 21.2      34 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   43 18.3      34 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   46 19.4      35 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   46 19.4      38 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 18.4      38 
gi|14424466|sp|P35778.2|VA3_SOLIN RecName: Full=Ve ( 234)   46 19.4      39 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   49 20.5      39 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   48 20.2      40 
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gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   42 18.1      48 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   42 18.1      48 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   47 19.9      49 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   47 19.9      51 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   44 18.8      55 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   42 18.1      56 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   42 18.1      58 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   46 19.6      58 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   45 19.2      59 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 16.0      59 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.1      60 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   47 19.9      60 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.1      62 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.1      62 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 16.0      63 
gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full= (  96)   40 17.4      64 
gi|159162378|pdb|1H2O|A Chain A, Solution Structur ( 159)   42 18.1      64 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   45 19.2      65 
gi|1170095|sp|P46419.1|GSTM1_DERPT RecName: Full=G ( 219)   43 18.5      68 
gi|60920878|gb|AAX37326.1| glutathione transferase ( 219)   43 18.5      68 
gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen  ( 472)   46 19.6      69 
gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ( 472)   46 19.6      69 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   51 21.4      69 
gi|3182907|sp|O02380.1|ALL2_TYRPU RecName: Full=Mi ( 141)   41 17.8      71 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   44 18.9      72 
gi|27806257|ref|NP_776945.1| collagen alpha-2(I) c (1364)   50 21.1      72 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.3      73 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.3      73 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   43 18.6      76 
gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Ma ( 154)   41 17.8      76 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.3      80 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   40 17.5      81 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   40 17.5      81 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   40 17.5      81 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   40 17.5      81 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   40 17.5      81 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   44 18.9      84 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   44 18.9      84 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   40 17.5      86 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 17.9      87 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   40 17.5      87 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   40 17.5      87 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   40 17.5      87 
gi|14423651|sp|Q9U5P2.1|ALL5_LEPDS RecName: Full=M ( 110)   39 17.2      87 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 17.9      87 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 17.9      87 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 15.4      88 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   43 18.6      89 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   44 19.0      89 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   41 17.9      89 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 17.9      91 
gi|1093120|prf||2103117A allergen Dac g II         ( 196)   41 17.9      93 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 15.4      95 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   41 17.9      96 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   41 17.9      96 
gi|111494253|gb|ABH06347.1| Blo t 21 allergen [Blo ( 129)   39 17.2      99 
gi|111120432|gb|ABH06350.1| Blo t 21 allergen [Blo ( 129)   39 17.2      99 
gi|111120428|gb|ABH06348.1| Blo t 21 allergen [Blo ( 129)   39 17.2      99 
gi|111120420|gb|ABH06344.1| Blo t 21 allergen [Blo ( 129)   39 17.2      99 
gi|111120424|gb|ABH06346.1| Blo t 21 allergen [Blo ( 129)   39 17.2      99 
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  73 init1:  73 opt:  73  Z-score: 113.7  bits: 27.7 E(): 0.24 
Smith-Waterman score: 73; 35.5% identity (54.8% similar) in 31 aa overlap (15-45:246-276) 
 
                               10        20        30        40     
AAD-12                 PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:: :   . :     .: . 
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
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           50        60        70        80                         
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE                         
       :                                                            
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  66 init1:  66 opt:  66  Z-score: 102.3  bits: 25.6 E():    1 
Smith-Waterman score: 66; 32.3% identity (54.8% similar) in 31 aa overlap (15-45:247-277) 
 
                               10        20        30        40     
AAD-12                 PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:  :   . :.    .: . 
gi|232 APDIKTPKEALDLIMDAIDKAGYKGKVGIAMDVASSEFYKDGKYDLDFKNPESDPSKWLS 
        220       230       240       250       260       270       
 
           50        60        70        80                         
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE                         
       :                                                            
gi|232 GPQLADLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKT 
        280       290       300       310       320       330       
 
>>gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Serum   (608 aa) 
 initn:  53 init1:  53 opt:  64  Z-score: 97.0  bits: 25.1 E():    2 
Smith-Waterman score: 64; 23.8% identity (53.8% similar) in 80 aa overlap (4-79:431-510) 
 
                                          10           20        30 
AAD-12                            PSLLIGRHAHAIPGMDA---AESERFLEGLVDW 
                                     :. :... .: ...   .:  : :  . .  
gi|135 FKPLVEEPHNLVKTNCELFEKLGEYGFQNALLVRYTKKVPQVSTPTLVEVSRSLGKVGSK 
              410       420       430       440       450       460 
 
               40        50         60        70        80          
AAD-12 ACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLAGRPE          
        :  :...  . :   . :  :: :.::.  : . .. .   .: .  ::           
gi|135 CCTHPEAERLSCAEDYLSVVLNRLCVLHEKTPVSERVTKCCTESLVNRRPCFSALQVDET 
              470       480       490       500       510       520 
 
gi|135 YVPKEFSAETFTFHADLCTLPEAEKQIKKQSALVELLKHKPKATEEQLKTVMGDFGSFVD 
              530       540       550       560       570       580 
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 94.8  bits: 22.3 E():  2.7 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (26-42:68-86) 
 
                    10        20        30          40        50    
AAD-12      PSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|219 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
            60        70        80 
AAD-12 CLLHRAEPWDFKLPRVMWHSRLAGRPE 
                                   
gi|219 SFDSDRSGLLLKQKVSDE          
       100       110               
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 94.7  bits: 21.9 E():  2.7 
Smith-Waterman score: 55; 30.4% identity (41.3% similar) in 46 aa overlap (29-71:29-70) 
 
               10        20        30        40        50        60 
AAD-12 PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE 
                                   :  :::   : .. : ..   :: : .      
gi|323 QAGGQTCAGNICCSQYGYCGTTADYCSPDNNCQATY-HYYNPAQNN---WDLRAVSAYCS 
               10        20        30         40           50       
 
                  70        80             
AAD-12 PWDFKLP---RVMWHSRLAGRPE             
        ::   :   :  :                      
gi|323 TWDADKPYSWRYGWTAFCGPAGPRCLRTNAAVTVR 
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         60        70        80        90  
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 94.6  bits: 22.7 E():  2.7 
Smith-Waterman score: 57; 27.9% identity (48.8% similar) in 43 aa overlap (9-51:96-133) 
 
                                     10        20        30         
AAD-12                       PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     .:   :.. :. :.:  .:::.       : 
gi|121 IVGFFSEVIGLIGNPENRPALKTLIDGLASSHKARGIEKAQFEEFRASLVDYLS-----H 
          70        80        90       100       110            120 
 
       40        50        60        70        80 
AAD-12 AHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE 
         .:      .::                              
gi|121 HLDWNDTMKSTWDLALNNMFFYILHALEVAQ            
              130       140       150             
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 92.8  bits: 22.4 E():  3.5 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (26-42:68-86) 
 
                    10        20        30          40        50    
AAD-12      PSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|456 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNF 
        40        50        60        70        80        90        
 
            60        70        80                                  
AAD-12 CLLHRAEPWDFKLPRVMWHSRLAGRPE                                  
                                                                    
gi|456 SFGSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 92.8  bits: 22.4 E():  3.5 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (26-42:68-86) 
 
                    10        20        30          40        50    
AAD-12      PSLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|184 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
            60        70        80                                  
AAD-12 CLLHRAEPWDFKLPRVMWHSRLAGRPE                                  
                                                                    
gi|184 SFDSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|3336842|emb|CAA76847.1| bovine serum albumin [Bos t  (607 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 90.5  bits: 23.9 E():  4.7 
Smith-Waterman score: 60; 23.8% identity (50.0% similar) in 80 aa overlap (4-79:430-509) 
 
                                          10           20        30 
AAD-12                            PSLLIGRHAHAIPGMDA---AESERFLEGLVDW 
                                     :: :... .: ...   .:  : :  .    
gi|333 LKHLVDEPQNLIKQNCDQFEKLGEYGFQNALIVRYTRKVPQVSTPTLVEVSRSLGKVGTR 
     400       410       420       430       440       450          
 
               40        50         60        70        80          
AAD-12 ACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLAGRPE          
        :  :. .    .   . .  :: :.::.  : . :. .   .: .  ::           
gi|333 CCTKPESERMPCTEDYLSLILNRLCVLHEKTPVSEKVTKCCTESLVNRRPCFSALTPDET 
     460       470       480       490       500       510          
 
gi|333 YVPKAFDEKLFTFHADICTLPDTEKQIKKQTALVELLKHKPKATEEQLKTVMENFVAFVD 
     520       530       540       550       560       570          
 
>>gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Serum   (607 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 90.5  bits: 23.9 E():  4.7 
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Smith-Waterman score: 60; 23.8% identity (50.0% similar) in 80 aa overlap (4-79:430-509) 
 
                                          10           20        30 
AAD-12                            PSLLIGRHAHAIPGMDA---AESERFLEGLVDW 
                                     :: :... .: ...   .:  : :  .    
gi|135 LKHLVDEPQNLIKQNCDQFEKLGEYGFQNALIVRYTRKVPQVSTPTLVEVSRSLGKVGTR 
     400       410       420       430       440       450          
 
               40        50         60        70        80          
AAD-12 ACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLAGRPE          
        :  :. .    .   . .  :: :.::.  : . :. .   .: .  ::           
gi|135 CCTKPESERMPCTEDYLSLILNRLCVLHEKTPVSEKVTKCCTESLVNRRPCFSALTPDET 
     460       470       480       490       500       510          
 
gi|135 YVPKAFDEKLFTFHADICTLPDTEKQIKKQTALVELLKHKPKATEEQLKTVMENFVAFVD 
     520       530       540       550       560       570          
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 87.7  bits: 21.8 E():  6.7 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (46-60:122-138) 
 
          20        30        40        50          60        70    
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRVMWHS 
                                     : :..::.:::  :..:              
gi|162 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
            80                                                   
AAD-12 RLAGRPE                                                   
                                                                 
gi|162 RKELAAVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200         
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 87.6  bits: 21.8 E():  6.7 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (46-60:122-138) 
 
          20        30        40        50          60        70    
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRVMWHS 
                                     : :..::.:::  :..:              
gi|124 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
            80                                                     
AAD-12 RLAGRPE                                                     
                                                                   
gi|124 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 87.6  bits: 21.8 E():  6.7 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (46-60:122-138) 
 
          20        30        40        50          60        70    
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRVMWHS 
                                     : :..::.:::  :..:              
gi|209 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
            80                                                     
AAD-12 RLAGRPE                                                     
                                                                   
gi|209 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  52 init1:  52 opt:  58  Z-score: 87.2  bits: 23.3 E():  7.1 
Smith-Waterman score: 58; 23.8% identity (51.2% similar) in 80 aa overlap (4-79:431-510) 
 
                                          10           20        30 
AAD-12                            PSLLIGRHAHAIPGMDA---AESERFLEGLVDW 
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                                     :. :...  : ...   .:  : :  .    
gi|668 FKPLVDEPQNLVKTNCELFEKLGEYGFQNALLVRYTKKAPQVSTPTLVEVSRKLGKVGTK 
              410       420       430       440       450       460 
 
               40        50         60        70        80          
AAD-12 ACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLAGRPE          
        :. :. .  . :   . :  :: :.::.  : . .. .   .: .  ::           
gi|668 CCKKPESERMSCAEDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFSGLEVDET 
              470       480       490       500       510       520 
 
gi|668 YVPKEFNAETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVE 
              530       540       550       560       570       580 
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 85.8  bits: 23.0 E():  8.5 
Smith-Waterman score: 57; 23.8% identity (51.2% similar) in 80 aa overlap (4-79:408-487) 
 
                                          10           20        30 
AAD-12                            PSLLIGRHAHAIPGMDA---AESERFLEGLVDW 
                                     :. :...  : ...   .:  : :  .    
gi|331 FKPLVDEPQNLVKTNCELFEKLGEYGFQNALLVRYTKKAPQVSTPTLVEVSRKLGKVGTK 
       380       390       400       410       420       430        
 
               40        50         60        70        80          
AAD-12 ACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLAGRPE          
        :. :. .  . :   . :  :: :.::.  : . .. .   .: .  ::           
gi|331 CCKKPESERMSCADDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFSGLEVDET 
       440       450       460       470       480       490        
 
gi|331 YVPKEFNAETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVE 
       500       510       520       530       540       550        
 
>>gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Serum a  (607 aa) 
 initn:  47 init1:  47 opt:  57  Z-score: 85.6  bits: 23.0 E():  8.7 
Smith-Waterman score: 57; 23.8% identity (51.2% similar) in 80 aa overlap (4-79:430-509) 
 
                                          10           20        30 
AAD-12                            PSLLIGRHAHAIPGMDA---AESERFLEGLVDW 
                                     :: :...  : ...   .:  : :  . .  
gi|543 FTPLVEEPKSLVKKNCDLFEEVGEYDFQNALIVRYTKKAPQVSTPTLVEIGRTLGKVGSR 
     400       410       420       430       440       450          
 
               40        50         60        70        80          
AAD-12 ACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLAGRPE          
        :. :. .    . . ...  :: :.::.  : . :. .    :    ::           
gi|543 CCKLPESERLPCSENHLALALNRLCVLHEKTPVSEKITKCCTDSLAERRPCFSALELDEG 
     460       470       480       490       500       510          
 
gi|543 YVPKEFKAETFTFHADICTLPEDEKQIKKQSALAELVKHKPKATKEQLKTVLGNFSAFVA 
     520       530       540       550       560       570          
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.3  bits: 20.5 E():   10 
Smith-Waterman score: 50; 50.0% identity (90.0% similar) in 10 aa overlap (52-61:24-33) 
 
              30        40        50        60        70        80  
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE  
                                     : :..::..:                     
gi|484        GKMNFTDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVL 
                      10        20        30        40        50    
 
gi|484 TAIIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGE 
            60        70        80        90       100       110    
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.9  bits: 21.6 E():   11 
Smith-Waterman score: 53; 43.8% identity (62.5% similar) in 16 aa overlap (26-41:27-42) 
 
                10        20        30        40        50          
AAD-12  PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                 : :.:  : : .. ::                   
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gi|170 MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQQTFP 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 EPWDFKLPRVMWHSRLAGRPE                                        
                                                                    
gi|170 HQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQPQQPF 
               70        80        90       100       110       120 
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.5  bits: 20.5 E():   11 
Smith-Waterman score: 50; 33.3% identity (100.0% similar) in 12 aa overlap (54-65:44-55) 
 
            30        40        50        60        70        80    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE    
                                     :..::..:....                   
gi|558 AVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.4  bits: 20.5 E():   12 
Smith-Waterman score: 50; 40.0% identity (60.0% similar) in 15 aa overlap (48-62:127-141) 
 
        20        30        40        50        60        70        
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 
                                     :.: :::    .. :                
gi|126 PCSALLSSDITASVNCAKKIVSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL          
        100       110       120       130       140                 
 
        80 
AAD-12 RPE 
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 83.1  bits: 21.6 E():   12 
Smith-Waterman score: 53; 33.3% identity (66.7% similar) in 33 aa overlap (42-71:145-176) 
 
              20        30        40          50         60         
AAD-12 IPGMDAAESERFLEGLVDWACQAPRVHAHQWA-AGD-VVVWDNRCLLH-RAEPWDFKLPR 
                                     :: : :   .: . :.:. ...: :. .:  
gi|320 NGFASVGDTATRKREIAAFLAQTSHETTGGWATAPDGPYAW-GYCFLKEQGNPPDYCVPT 
          120       130       140       150        160       170    
 
       70        80                                                 
AAD-12 VMWHSRLAGRPE                                                 
       ..:                                                          
gi|320 AQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDPVISFKTALWFWMT 
           180       190       200       210       220       230    
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  38 init1:  38 opt:  54  Z-score: 83.0  bits: 22.0 E():   12 
Smith-Waterman score: 54; 25.4% identity (47.6% similar) in 63 aa overlap (17-79:154-208) 
 
                             10        20        30        40       
AAD-12               PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 
                                     :. .: :    .::. .:       :.    
gi|364 RLGGDTTQVQTNYFGKGDTTTYDRGTYVPVATPQETFHTYTIDWTKDAVT-----WSIDG 
           130       140       150       160       170              
 
         50        60        70        80                           
AAD-12 VVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE                           
       .::   : : .       ..:..  . :::. :                            
gi|364 AVV---RTLTYNDAKGGTRFPQTPMRLRLAAGPAATPATPGHHRVGRWLDRLQRGTVHHV 
      180          190       200       210       220       230      
 
gi|364 RQVRPYRERQPRRVLHLLGQLWLLAEHQVRRLRRYSSSSSVTSSTTSTASSASSTSSKTP 
         240       250       260       270       280       290      
 
>>gi|212279|gb|AAA48944.1| lysozyme protein [Gallus gall  (24 aa) 
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 initn:  42 init1:  42 opt:  42  Z-score: 82.2  bits: 17.7 E():   13 
Smith-Waterman score: 42; 33.3% identity (53.3% similar) in 15 aa overlap (48-62:5-19) 
 
        20        30        40        50        60        70        
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 
                                     :.: : :    .. :                
gi|212                           MNAWVAWRNSCKGTDVQAWIRGCR           
                                         10        20               
 
        80 
AAD-12 RPE 
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.2  bits: 19.9 E():   15 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (53-65:76-88) 
 
             30        40        50        60        70        80   
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE   
                                     .: .....: :::                  
gi|484 TTKATIKVLAKVAGTPIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILPKVKAEVT 
          50        60        70        80        90       100      
 
gi|484 AELVGDHGVLACGRFGRQVE 
         110       120      
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.2  bits: 21.3 E():   15 
Smith-Waterman score: 52; 28.1% identity (59.4% similar) in 32 aa overlap (15-46:66-97) 
 
                               10        20        30        40     
AAD-12                 PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     .:. . . : :: .. .   ::.  ::..  
gi|729 STLSLVTKADGKIDMTVDLISPVTKRASLKIDSKKYNLFHEGELSASIVNPRLSWHQYTK 
          40        50        60        70        80        90      
 
           50        60        70        80                         
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE                         
        :                                                           
gi|729 RDSREYKSDVELSLRSSDIALKITMPDYNSKIHYSRQGDQINMDIDGTLIEGHAQGTIRE 
         100       110       120       130       140       150      
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 81.1  bits: 21.7 E():   15 
Smith-Waterman score: 53; 27.3% identity (54.5% similar) in 44 aa overlap (6-48:241-284) 
 
                                        10        20         30     
AAD-12                          PSLLIGRHAHAIPGMDAAESERF-LEGLVDWACQA 
                                     :  .... :::.: :: .  .   :   .  
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDKTYDLNFKE 
              220       230       240       250       260       270 
 
           40        50        60        70        80               
AAD-12 PRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE               
          .. :  .:::.                                               
gi|144 ENNNGSQKISGDVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (54-65:27-38) 
 
            30        40        50        60        70        80    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE    
                                     :..::..:....                   
gi|214     SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|214 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
         60        70        80        90       100       110       
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
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 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (54-65:27-38) 
 
            30        40        50        60        70        80    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE    
                                     :..::..:....                   
gi|760     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKA 
                   10        20        30        40        50       
 
gi|760 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (54-65:27-38) 
 
            30        40        50        60        70        80    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE    
                                     :..::..:....                   
gi|157     SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|157 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
         60        70        80        90       100       110       
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (54-65:27-38) 
 
            30        40        50        60        70        80    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE    
                                     :..::..:....                   
gi|256     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKA 
                   10        20        30        40        50       
 
gi|256 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNGV 
         60        70        80        90       100       110       
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.0  bits: 19.9 E():   16 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (54-65:28-39) 
 
            30        40        50        60        70        80    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE    
                                     :..::..:....                   
gi|110    RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNSKTAKIEIKA 
                  10        20        30        40        50        
 
gi|110 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNGV 
        60        70        80        90       100       110        
 
>>gi|34495280|gb|AAQ73487.1| type 2 allergen Lep d 2.024  (140 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.5  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (53-65:91-103) 
 
             30        40        50        60        70        80   
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE   
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
               70        80        90       100       110       120 
 
gi|344 AELIGDHGILACGTVNGQVE 
              130       140 
 
>>gi|34495278|gb|AAQ73486.1| type 2 allergen Lep d 2.023  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.4  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (53-65:92-104) 
 
             30        40        50        60        70        80   
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE   
                                     .: .....: :::                  
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gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495288|gb|AAQ73491.1| type 2 allergen Lep d 2.039  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.4  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (53-65:92-104) 
 
             30        40        50        60        70        80   
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE   
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495274|gb|AAQ73484.1| type 2 allergen Lep d 2.013  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.4  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (53-65:92-104) 
 
             30        40        50        60        70        80   
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE   
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495290|gb|AAQ73492.1| type 2 allergen Lep d 2.042  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.4  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (53-65:92-104) 
 
             30        40        50        60        70        80   
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE   
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVVGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGTVE 
             130       140  
 
>>gi|34495284|gb|AAQ73489.1| type 2 allergen Lep d 2.031  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.4  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (53-65:92-104) 
 
             30        40        50        60        70        80   
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE   
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|33772588|gb|AAQ54603.1| Gly d 2.03 [Glycyphagus dom  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.4  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (53-65:92-104) 
 
             30        40        50        60        70        80   
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE   
                                     .: .....: :::                  
gi|337 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|337 AELIGDHGILACGTVNGQVE 
             130       140  
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>>gi|34495282|gb|AAQ73488.1| type 2 allergen Lep d 2.025  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.4  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (53-65:92-104) 
 
             30        40        50        60        70        80   
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE   
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2.035  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.4  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (53-65:92-104) 
 
             30        40        50        60        70        80   
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE   
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.2  bits: 19.9 E():   17 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (54-65:43-54) 
 
            30        40        50        60        70        80    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE    
                                     :..::..:....                   
gi|164 AVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEANQNRKTAKIEIKA 
             20        30        40        50        60        70   
 
gi|164 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
             80        90       100       110       120       130   
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.2  bits: 19.9 E():   17 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (54-65:44-55) 
 
            30        40        50        60        70        80    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE    
                                     :..::..:....                   
gi|135 AVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|135 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
            80        90       100       110       120       130    
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.2  bits: 19.9 E():   17 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (54-65:44-55) 
 
            30        40        50        60        70        80    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE    
                                     :..::..:....                   
gi|996 AVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNTKNAKIEIKA 
            20        30        40        50        60        70    
 
gi|996 SIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
            80        90       100       110       120       130    
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.4  bits: 19.6 E():   19 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (54-65:27-38) 
 
            30        40        50        60        70        80    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE    
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                                     :..::..:. ..                   
gi|179     DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|179 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENVVVTVKLVGDNGV 
         60        70        80        90       100       110       
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.4  bits: 19.6 E():   19 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (54-65:27-38) 
 
            30        40        50        60        70        80    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE    
                                     :..::..:. ..                   
gi|760     DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|760 NINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
         60        70        80        90       100       110       
 
>>gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Schist  (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.4  bits: 19.6 E():   19 
Smith-Waterman score: 47; 50.0% identity (80.0% similar) in 10 aa overlap (50-59:6-15) 
 
      20        30        40        50        60        70          
AAD-12 SERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP 
                                     :::.:. . :                     
gi|298                          MSADSWDNHCVTYVANNKCLKNLCMTAIDGSHLGT 
                                        10        20        30      
 
      80                                                            
AAD-12 E                                                            
                                                                    
gi|298 SNPDFRIPPELILQLKSILDGGLDTSIFFMGEKYIVLQHDSSCLVSRCGKKSLIFYATGK 
          40        50        60        70        80        90      
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.9  bits: 19.6 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (54-65:36-47) 
 
            30        40        50        60        70        80    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE    
                                     :..::..:. ..                   
gi|217 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
          10        20        30        40        50        60      
 
gi|217 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
          70        80        90       100       110       120      
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.8  bits: 19.6 E():   21 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (54-65:40-51) 
 
            30        40        50        60        70        80    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE    
                                     :..::..:. ..                   
gi|546 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
      10        20        30        40        50        60          
 
gi|546 SLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
      70        80        90       100       110       120          
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.6  bits: 19.6 E():   21 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (54-65:44-55) 
 
            30        40        50        60        70        80    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE    
                                     :..::..:. ..                   
gi|558 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
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gi|558 NIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.6  bits: 19.6 E():   21 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (54-65:44-55) 
 
            30        40        50        60        70        80    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE    
                                     :..::..:. ..                   
gi|864 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|864 NIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.6  bits: 19.6 E():   21 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (54-65:44-55) 
 
            30        40        50        60        70        80    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE    
                                     :..::..:. ..                   
gi|256 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|256 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.6  bits: 19.6 E():   21 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (54-65:44-55) 
 
            30        40        50        60        70        80    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE    
                                     :..::..:. ..                   
gi|218 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|218 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.6  bits: 19.6 E():   21 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (54-65:44-55) 
 
            30        40        50        60        70        80    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE    
                                     :..::..:. ..                   
gi|558 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 78.5  bits: 21.4 E():   21 
Smith-Waterman score: 52; 27.1% identity (56.2% similar) in 48 aa overlap (38-80:159-206) 
 
        10        20        30        40        50         60       
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEP----W 
                                     ...:: ::.    ..: . . : .:    . 
gi|114 NPASWKNNRIWLQFAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKF 
      130       140       150       160       170       180         
 
             70        80                                           
AAD-12 DFKLPRVMWHSRLAGRPE                                           
       ::.   ..   :: . ::                                           
gi|114 DFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDSPNTDGIDIFASKNFHLQK 
      190       200       210       220       230       240         
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>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 78.5  bits: 21.4 E():   21 
Smith-Waterman score: 52; 27.1% identity (56.2% similar) in 48 aa overlap (38-80:159-206) 
 
        10        20        30        40        50         60       
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEP----W 
                                     ...:: ::.    ..: . . : .:    . 
gi|248 NPASWKNNRIWLQFAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKF 
      130       140       150       160       170       180         
 
             70        80                                           
AAD-12 DFKLPRVMWHSRLAGRPE                                           
       ::.   ..   :: . ::                                           
gi|248 DFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDSPNTDGIDIFASKNFHLQK 
      190       200       210       220       230       240         
 
>>gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Globin  (162 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 77.9  bits: 19.7 E():   23 
Smith-Waterman score: 47; 25.0% identity (63.6% similar) in 44 aa overlap (10-52:111-148) 
 
                                    10        20        30          
AAD-12                      PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                     :   :..::.  .:  .::..      ..: 
gi|121 VSFFTEVISLSGNQANLSAVYALVSKLGVDHKARGISAAQFGEFRTALVSY------LQA 
               90       100       110       120       130           
 
      40         50        60        70        80 
AAD-12 H-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE 
       : .:. . ...:..                             
gi|121 HVSWGDNVAAAWNHALDNTYAVALKSLE               
          140       150       160                 
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.6  bits: 20.4 E():   24 
Smith-Waterman score: 49; 43.8% identity (56.2% similar) in 16 aa overlap (26-41:8-23) 
 
               10        20        30        40        50        60 
AAD-12 PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE 
                                : :.:  : :  . ::                    
gi|106                   NIQVDPSGQVQWPQQQPFPQPHQPFSQQPQQTFPQPQQTFPH 
                                 10        20        30        40   
 
               70        80                                         
AAD-12 PWDFKLPRVMWHSRLAGRPE                                         
                                                                    
gi|106 QPQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQPFP 
             50        60        70        80        90       100   
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.4  bits: 19.7 E():   25 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (54-65:73-84) 
 
            30        40        50        60        70        80    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE    
                                     :..::..:. ..                   
gi|156 KHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
             50        60        70        80        90       100   
 
gi|156 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            110       120       130       140       150       160   
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 77.2  bits: 19.3 E():   25 
Smith-Waterman score: 46; 26.8% identity (58.5% similar) in 41 aa overlap (2-40:100-140) 
 
                                            10         20        30 
AAD-12                              PSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
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                40        50        60        70        80 
AAD-12 A-CQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE 
       . : . . : :                                         
gi|100 GYCGSHHHHHH                                         
     130       140                                         
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 77.1  bits: 21.1 E():   26 
Smith-Waterman score: 51; 54.5% identity (72.7% similar) in 11 aa overlap (61-71:162-170) 
 
               40        50        60        70        80           
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE           
                                     ::.:  : .::                    
gi|108 DKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNF--PLLMWAWKIGPAIACGNTVVLKTA 
             140       150       160         170       180          
 
gi|108 EQTPLGGLVAASLVKEAGFPPGVINVISGFGKVAGAALSSHMDVDKVAFTGSTVVGRTIL 
     190       200       210       220       230       240          
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.6  bits: 19.3 E():   27 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (5-47:1-44) 
 
               10        20         30        40        50          
AAD-12 PSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
           .: ..:..   ... .:... :.: :     :..    . . ::             
gi|166     MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRII 
                   10        20        30        40        50       
 
      60        70        80                                        
AAD-12 EPWDFKLPRVMWHSRLAGRPE                                        
                                                                    
gi|166 TLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITKT 
         60        70        80        90       100       110       
 
>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.6  bits: 19.3 E():   27 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (5-47:1-44) 
 
               10        20         30        40        50          
AAD-12 PSLLIGRHAHAIPGMDAAESERFLEGLV-DWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
           .: ..:..   ... .:... :.: :     :..    . . ::             
gi|215     MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRII 
                   10        20        30        40        50       
 
      60        70        80                                        
AAD-12 EPWDFKLPRVMWHSRLAGRPE                                        
                                                                    
gi|215 TLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVVPTADGGSITKT 
         60        70        80        90       100       110       
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.2  bits: 19.7 E():   29 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (9-46:156-194) 
 
                                     10        20        30         
AAD-12                       PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|833 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
         130       140       150       160       170       180      
 
        40        50        60        70        80 
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE 
       .. .:: ..                                   
gi|833 NVINWAEAENRYIAGDKGGHPFMKL                   
         190       200       210                   
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 76.0  bits: 20.8 E():   29 
Smith-Waterman score: 50; 28.3% identity (43.4% similar) in 53 aa overlap (32-68:25-77) 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 7236



 

 

 
              10        20        30        40              50      
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ------WAAGDVVVWDN--- 
                                     ::  :. : .      . :: : .::     
gi|259       LSVCFLILFHGCLASRQEWQQQDECQIDRLDALEPDNRVEYEAGTVEAWDPNHE 
                     10        20        30        40        50     
 
                    60        70        80                          
AAD-12 --RC-----LLHRAEPWDFKLPRVMWHSRLAGRPE                          
         ::     . :  .:  . ::.                                      
gi|259 QFRCAGVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQ 
           60        70        80        90       100       110     
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 75.9  bits: 19.7 E():   30 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (9-46:167-205) 
 
                                     10        20        30         
AAD-12                       PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|164 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
        140       150       160       170       180       190       
 
        40        50        60        70        80 
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE 
       .. .:: ..                                   
gi|164 NVINWAEAENRYIAGDKGGHPFMKL                   
        200       210       220                    
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 75.5  bits: 15.8 E():   32 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (8-13:8-13) 
 
               10        20        30        40        50        60 
AAD-12 PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE 
              ::: .:                                                
gi|131 GPVGGVVHAHMMPLL                                              
               10                                                   
 
>>gi|30794292|ref|NP_851341.1| lactotransferrin precurso  (708 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 74.8  bits: 21.2 E():   34 
Smith-Waterman score: 51; 34.4% identity (50.0% similar) in 32 aa overlap (48-79:25-51) 
 
        20        30        40        50        60        70        
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 
                                     : :   : . . : : ::  : .:. .  : 
gi|307       MKLFVPALLSLGALGLCLAAPRKNVRW---CTISQPE-W-FKCRRWQWRMKKLG 
                     10        20           30          40          
 
        80                                                          
AAD-12 RPE                                                          
        :                                                           
gi|307 APSITCVRRAFALECIRAIAEKKADAVTLDGGMVFEAGRDPYKLRPVAAEIYGTKESPQT 
      50        60        70        80        90       100          
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.8  bits: 18.3 E():   34 
Smith-Waterman score: 43; 30.4% identity (60.9% similar) in 23 aa overlap (42-64:53-75) 
 
              20        30        40        50        60        70  
AAD-12 IPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW 
                                     :: . :.. ..  : :: .  :.        
gi|387 SINGNAPAEIDLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVD 
             30        40        50        60        70        80   
 
              80      
AAD-12 HSRLAGRPE      
                      
gi|387 CASQHGCHGDTIPR 
             90       
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>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.6  bits: 19.4 E():   35 
Smith-Waterman score: 46; 35.3% identity (58.8% similar) in 17 aa overlap (60-76:70-86) 
 
      30        40        50        60        70        80          
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE          
                                     .:   :.: . :  .::              
gi|613 DAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIAQRWANQCTFE 
      40        50        60        70        80        90          
 
gi|613 HDACRNVERFAVGQNIAATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMH 
     100       110       120       130       140       150          
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.0  bits: 19.4 E():   38 
Smith-Waterman score: 46; 22.9% identity (60.4% similar) in 48 aa overlap (13-60:115-162) 
 
                                 10        20        30        40   
AAD-12                   PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. : ... . :     : ..:.  :..  
gi|383 GSEASANPKDKPAEEEEEEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSL 
           90       100       110       120       130       140     
 
             50        60        70        80                       
AAD-12 AAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE                       
       .. .:  ::..  :.. :                                           
gi|383 VTLEVKPWDDETNLEELEANVRAIEMDGLVWGASKFVAVGFGIKKLQINLVVEDEKVSTD 
          150       160       170       180       190       200     
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.0  bits: 18.4 E():   38 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (14-26:5-17) 
 
               10        20        30        40        50        60 
AAD-12 PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE 
                    :.:::: .  :.:                                   
gi|208          MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACGLAKKSAEEVKAAFNKID 
                        10        20        30        40        50  
 
>>gi|14424466|sp|P35778.2|VA3_SOLIN RecName: Full=Venom   (234 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 73.9  bits: 19.4 E():   39 
Smith-Waterman score: 46; 35.3% identity (58.8% similar) in 17 aa overlap (60-76:92-108) 
 
      30        40        50        60        70        80          
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE          
                                     .:   :.: . :  .::              
gi|144 DAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIAQRWANQCTFE 
              70        80        90       100       110       120  
 
gi|144 HDACRNVERFAVGQNIAATSSSGKNKSTPNEMILLWYNEVKDFDNRWISSFPSDDNILMK 
             130       140       150       160       170       180  
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.9  bits: 20.5 E():   39 
Smith-Waterman score: 53; 27.0% identity (56.8% similar) in 37 aa overlap (14-49:441-477) 
 
                                10        20         30        40   
AAD-12                  PSLLIGRHAHAIPGMDAAESERFLEG-LVDWACQAPRVHAHQW 
                                     :. :.    .. : :.:  : .  .:. .  
gi|505 YQIAFSRGNRAFIAINLQKNQQNLQQKLHTGLPAGTYCDIISGNLIDNKCTGKSIHVDKN 
              420       430       440       450       460       470 
 
             50        60        70        80 
AAD-12 AAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE 
       . .:: :                                
gi|505 GQADVYVGHDEFDAFVAYHIGARIVS             
              480       490                   
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 73.7  bits: 20.2 E():   40 
Smith-Waterman score: 48; 27.1% identity (47.5% similar) in 59 aa overlap (22-73:173-227) 
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                        10        20        30        40            
AAD-12          PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV--- 
                                     : : :    .  .: .  :: . ::..    
gi|113 RGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQ-SDGDAIHVT 
            150       160       170       180       190        200  
 
           50        60        70        80                         
AAD-12 ----VWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE                         
           .: ..: : ..  .:  :  : : :                                
gi|113 GSSDIWIDHCTLSKS--FD-GLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDLKM 
             210          220       230       240       250         
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.2  bits: 18.1 E():   48 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (8-45:20-57) 
 
                           10        20        30        40         
AAD-12             PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                          ::  . . : :. :    :..:   .:  :   .  ::    
gi|191 MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGS 
               10        20        30        40        50        60 
 
       50        60        70        80                     
AAD-12 VWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE                     
                                                            
gi|191 VFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
               70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.2  bits: 18.1 E():   48 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (8-45:20-57) 
 
                           10        20        30        40         
AAD-12             PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                          ::  . . : :. :    :..:   .:  :   .  ::    
gi|730 MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGS 
               10        20        30        40        50        60 
 
       50        60        70        80                     
AAD-12 VWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE                     
                                                            
gi|730 VFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
               70        80        90       100       110   
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.0  bits: 19.9 E():   49 
Smith-Waterman score: 47; 37.5% identity (68.8% similar) in 16 aa overlap (44-59:202-217) 
 
            20        30        40        50        60        70    
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS 
                                     ::.  .: ..: : .:               
gi|113 DIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWIDHCSLSKASDGLLDITLGSSHV 
             180       190       200       210       220       230  
 
            80                                                      
AAD-12 RLAGRPE                                                      
                                                                    
gi|113 TVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQRMPRCRFGFFQVVNNNY 
             240       250       260       270       280       290  
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 71.7  bits: 19.9 E():   51 
Smith-Waterman score: 47; 30.0% identity (66.7% similar) in 30 aa overlap (38-66:129-158) 
 
        10        20        30        40        50         60       
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEPWDFKL 
                                     ...:: ::.  : ..: . . : .:  .:. 
gi|114 DPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKI 
      100       110       120       130       140       150         
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         70        80                                               
AAD-12 PRVMWHSRLAGRPE                                               
                                                                    
gi|114 DYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEK 
      160       170       180       190       200       210         
 
>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.1  bits: 18.8 E():   55 
Smith-Waterman score: 44; 26.3% identity (68.4% similar) in 19 aa overlap (56-74:200-218) 
 
          30        40        50        60        70        80 
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE 
                                     ... ::  :. : . :...       
gi|274 KIFAPEIFTKFPNLNSYITRIESMPKISAYIKQQEPQLFNGPMAKWNTKY      
     170       180       190       200       210               
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 70.9  bits: 18.1 E():   56 
Smith-Waterman score: 42; 33.3% identity (66.7% similar) in 24 aa overlap (55-75:111-134) 
 
           30        40        50        60           70        80 
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL--PR-VMWHSRLAGRPE 
                                     .:::.. .::.   :.  .: . :      
gi|144 GFVGRTYFTVLHTQCFRLDYPIVKCKVKSTILHRSKCYDFETFAPKKYQWFDVLQY    
               90       100       110       120       130          
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 70.7  bits: 18.1 E():   58 
Smith-Waterman score: 42; 24.4% identity (56.1% similar) in 41 aa overlap (2-41:100-140) 
 
                                            10         20        30 
AAD-12                              PSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
               40        50        60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE 
       .  .   : :.                                        
gi|100 GYYVGSHHHHHH                                       
     130       140                                        
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.6  bits: 19.6 E():   58 
Smith-Waterman score: 46; 28.0% identity (52.0% similar) in 25 aa overlap (35-59:351-375) 
 
           10        20        30        40        50        60     
AAD-12 IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF 
                                     :   .. :  ::: . .   .. ::      
gi|118 INGVQYPLSPSAYILQDDDSCTSGFEGMDVPTSSGELWILGDVFIRQYYTVFDRANNKVG 
              330       340       350       360       370       380 
 
           70        80 
AAD-12 KLPRVMWHSRLAGRPE 
                        
gi|118 LAPVA            
                        
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 70.6  bits: 19.2 E():   59 
Smith-Waterman score: 53; 22.9% identity (56.2% similar) in 48 aa overlap (28-71:130-177) 
 
                  10        20        30           40        50     
AAD-12    PSLLIGRHAHAIPGMDAAESERFLEGLVDWAC---QAPRVHAHQWAAGDVVVWDNRC 
                                     :::     .. .:... .. ::....:    
gi|287 FFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGT 
     100       110       120       130       140       150          
 
           60         70        80                                  
AAD-12 LLHRAEPWD-FKLPRVMWHSRLAGRPE                                  
        .  : : . :.   . :                                           
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gi|287 YVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAG 
     160       170       180       190       200       210          
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 70.6  bits: 16.0 E():   59 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (13-30:8-25) 
 
               10        20        30        40        50        60 
AAD-12 PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE 
                   :.. :. ....:..   :                               
gi|751      IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA                        
                    10        20        30                          
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 70.4  bits: 18.1 E():   60 
Smith-Waterman score: 42; 27.8% identity (66.7% similar) in 36 aa overlap (9-44:28-62) 
 
                                  10        20        30        40  
AAD-12                    PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                  :.: :...: : ... .:  : .    ... .: 
gi|157 MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQA-EFRQLANGAPDKTEAEIEAQIEQ 
               10        20        30         40        50          
 
              50        60        70        80                      
AAD-12 WAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE                      
       :.:                                                          
gi|157 WVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPAAKAADARLSAIASNRALKV 
      60        70        80        90       100       110          
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 70.4  bits: 19.9 E():   60 
Smith-Waterman score: 47; 30.0% identity (66.7% similar) in 30 aa overlap (38-66:159-188) 
 
        10        20        30        40        50         60       
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEPWDFKL 
                                     ...:: ::.  : ..: . . : .:  .:. 
gi|476 DPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKI 
      130       140       150       160       170       180         
 
         70        80                                               
AAD-12 PRVMWHSRLAGRPE                                               
                                                                    
gi|476 DYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEK 
      190       200       210       220       230       240         
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.1 E():   62 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (5-28:1-24) 
 
               10        20        30        40        50        60 
AAD-12 PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE 
           .: ..:..   ... .:... :.:                                 
gi|892     MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVEVKGDGGAGTVRII 
                   10        20        30        40        50       
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.1 E():   62 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (5-28:1-24) 
 
               10        20        30        40        50        60 
AAD-12 PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE 
           .: ..:..   ... .:... :.:                                 
gi|215     MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAATGAYKSVEVKGDGGAGTVRII 
                   10        20        30        40        50       
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 70.0  bits: 16.0 E():   63 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (13-30:8-25) 
 
               10        20        30        40        50        60 
AAD-12 PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE 
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                   :.. :. ....:..   :                               
gi|751      IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK                     
                    10        20        30                          
 
>>gi|14423759|sp|P93124.1|MPAG3_DACGL RecName: Full=Poll  (96 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 69.9  bits: 17.4 E():   64 
Smith-Waterman score: 40; 30.0% identity (50.0% similar) in 30 aa overlap (1-30:13-42) 
 
                           10        20        30        40         
AAD-12             PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                   :. :.    .. ::   :: :   .:  .:                   
gi|144 VKVTFKVEKGSDPKKLVLDIKYTRPGDTLAEVELRQHGSEEWEPLTKKGNLWEVKSSKPL 
               10        20        30        40        50        60 
 
       50        60        70        80     
AAD-12 VWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE     
                                            
gi|144 TGPFNFRFMSKGGMRNVFDEVIPTAFKIGTTYTPEE 
               70        80        90       
 
>>gi|159162378|pdb|1H2O|A Chain A, Solution Structure Of  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 69.9  bits: 18.1 E():   64 
Smith-Waterman score: 42; 26.1% identity (52.2% similar) in 23 aa overlap (49-71:23-45) 
 
       20        30        40        50        60        70         
AAD-12 ESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR 
                                     : :   :. .  :  .:  ...:        
gi|159         GVFTYESEFTSEIPPPRLFKAFVLDADNLVPKIAPQAIKHSEILWGDGGPGT 
                       10        20        30        40        50   
 
       80                                                           
AAD-12 PE                                                           
                                                                    
gi|159 IKKITFGEGSQYGYVKHKIDSIDKENYSYSYTLIEGDALGDTLEKISYETKLVASPSGGS 
             60        70        80        90       100       110   
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.7  bits: 19.2 E():   65 
Smith-Waterman score: 45; 28.6% identity (51.4% similar) in 35 aa overlap (8-42:258-291) 
 
                                      10        20        30        
AAD-12                        PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     :...:    .  : :  .  : :. :  :. 
gi|510 IGENIIGHLLIVFDGGKSQPACSWYDVPCSHSESIVYATGMVSGRCQHLAVPWTAQQ-RI 
       230       240       250       260       270       280        
 
        40        50        60        70        80                  
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE                  
       .  ::                                                        
gi|510 NPIQWKFWRVFTSNIPAYPTSDTTNCVVLNTNVFKNDNTFEGEYHAFPDCARNLFKCRQQ 
        290       300       310       320       330       340       
 
>>gi|1170095|sp|P46419.1|GSTM1_DERPT RecName: Full=Gluta  (219 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.4  bits: 18.5 E():   68 
Smith-Waterman score: 43; 23.8% identity (57.1% similar) in 21 aa overlap (56-76:199-219) 
 
          30        40        50        60        70        80 
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE 
                                     ... .:  :. :   :..  :     
gi|117 KVMVPEVFGQFENLKRYVERMESLPRVSDYIKKQQPKTFNAPTSKWNASYA     
      170       180       190       200       210              
 
>>gi|60920878|gb|AAX37326.1| glutathione transferase mu   (219 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.4  bits: 18.5 E():   68 
Smith-Waterman score: 43; 23.8% identity (57.1% similar) in 21 aa overlap (56-76:199-219) 
 
          30        40        50        60        70        80 
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE 
                                     ... .:  :. :   :..  :     
gi|609 KVMVPEVFGQFENLKRYVERMESLPRVSDYIKKQQPKTFNAPTSKWNASYA     
      170       180       190       200       210              
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>>gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen 11S   (472 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 69.3  bits: 19.6 E():   69 
Smith-Waterman score: 46; 25.6% identity (51.2% similar) in 43 aa overlap (26-68:415-455) 
 
                    10        20        30        40        50      
AAD-12      PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     ::.  .  : :. . .    ::.  .:    
gi|110 EGQLVVVPQNFAVVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVI--QNSFD 
          390       400       410       420       430         440   
 
          60        70        80      
AAD-12 LHRAEPWDFKLPRVMWHSRLAGRPE      
       . : . :..:  :                  
gi|110 ISREDAWNLKESRSEMTIFAPGSRSQRQRN 
            450       460       470   
 
>>gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ver  (472 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 69.3  bits: 19.6 E():   69 
Smith-Waterman score: 46; 25.6% identity (51.2% similar) in 43 aa overlap (26-68:415-455) 
 
                    10        20        30        40        50      
AAD-12      PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     ::.  .  : :. . .    ::.  .:    
gi|156 EGQLVVVPQNFAVVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVI--QNSFD 
          390       400       410       420       430         440   
 
          60        70        80      
AAD-12 LHRAEPWDFKLPRVMWHSRLAGRPE      
       . : . :..:  :                  
gi|156 ISREDAWNLKESRSEMTIFAPGSRSQRQRN 
            450       460       470   
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.3  bits: 21.4 E():   69 
Smith-Waterman score: 58; 26.1% identity (67.4% similar) in 46 aa overlap (24-65:1159-1202) 
 
                      10        20        30            40          
AAD-12        PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQ-AP---RVHAHQWAAGDVVV 
                                     .::..:.  . .:   ..:::  . :.    
gi|203 ESNKGTPIELQYKVSGKDRSKRAAEMNAEDVEGVIDYKNSGSPIDSKMHAHLKVKGNNYG 
     1130      1140      1150      1160      1170      1180         
 
      50        60        70        80                              
AAD-12 WDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE                              
       .:..  :...:: ...                                             
gi|203 YDSE--LKQTEPQQYEGKMTLSKNDKKIFITHKTEMTKPTSTFLLKTDADVSYSESDMKK 
     1190        1200      1210      1220      1230      1240       
 
>>gi|3182907|sp|O02380.1|ALL2_TYRPU RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.0  bits: 17.8 E():   71 
Smith-Waterman score: 41; 37.5% identity (100.0% similar) in 8 aa overlap (54-61:41-48) 
 
            30        40        50        60        70        80    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE    
                                     :..:...:                       
gi|318 AVAAAGQVKFTDCGKKEIASVAVDGCEGDLCVIHKSKPVHVIAEFTANQDTCKIEVKVTG 
               20        30        40        50        60        70 
 
gi|318 QLNGLEVPIPGIETDGCKVLKCPLKKGTKYTMNYSVNVPSVVPNIKTVVKLLATGEHGVL 
               80        90       100       110       120       130 
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 69.0  bits: 18.9 E():   72 
Smith-Waterman score: 44; 47.4% identity (63.2% similar) in 19 aa overlap (19-34:72-90) 
 
                           10        20        30           40      
AAD-12             PSLLIGRHAHAIPGMDAAESERFLEGLVDW---ACQAPRVHAHQWAAG 
                                     :.. ::   :::   ::.:            
gi|144 TISKQVVFLIHGFLSTGNNENFVAMSKALIEKDDFLVISVDWKKGACNAFASTKDALGYS 
              50        60        70        80        90       100  
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          50        60        70        80                          
AAD-12 DVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE                          
                                                                    
gi|144 KAVGNTRHVGKFVADFTKLLVEKYKVLISNIRLIGHSLGAHTSGFAGKEVQKLKLGKYKE 
             110       120       130       140       150       160  
 
>>gi|27806257|ref|NP_776945.1| collagen alpha-2(I) chain  (1364 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 68.9  bits: 21.1 E():   72 
Smith-Waterman score: 50; 44.4% identity (63.0% similar) in 27 aa overlap (1-26:636-662) 
 
                                              10        20          
AAD-12                               PSLLIG-RHAHAIPGMDAAESERFLEGLVD 
                                     :: : : : : .:::  . ..:  :.:    
gi|278 SRGPSGPPGPDGNKGEPGVVGAPGTAGPSGPSGLPGERGAAGIPGGKGEKGETGLRGDIG 
         610       620       630       640       650       660      
 
      30        40        50        60        70        80          
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE          
                                                                    
gi|278 SPGRDGARGAPGAIGAPGPAGANGDRGEAGPAGPAGPAGPRGSPGERGEVGPAGPNGFAG 
         670       680       690       700       710       720      
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.8  bits: 19.3 E():   73 
Smith-Waterman score: 53; 22.9% identity (56.2% similar) in 48 aa overlap (28-71:120-167) 
 
                  10        20        30           40        50     
AAD-12    PSLLIGRHAHAIPGMDAAESERFLEGLVDWAC---QAPRVHAHQWAAGDVVVWDNRC 
                                     :::     .. .:... .. ::....:    
gi|855 FFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGT 
      90       100       110       120       130       140          
 
           60         70        80                                  
AAD-12 LLHRAEPWD-FKLPRVMWHSRLAGRPE                                  
        .  : : . :.   . :                                           
gi|855 YVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAG 
     150       160       170       180       190       200          
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 68.8  bits: 19.3 E():   73 
Smith-Waterman score: 45; 26.8% identity (48.8% similar) in 41 aa overlap (22-56:172-212) 
 
                        10        20        30        40            
AAD-12          PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW------AAG 
                                     .  :: .  : .:   : :.       .:: 
gi|625 RGANVEITCGGLTIHNVCNVIIHNIHIHDIKVTEGGIIKATDAKPGHRHKSDGDGICVAG 
             150       160       170       180       190       200  
 
          50        60        70        80                          
AAD-12 DVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE                          
       .  .: ..: :                                                  
gi|625 SSKIWIDHCTLSHGPDGLIDVTLGSTAVTISNCKFSHHQKILLLGADNSHVDDKKMHVTV 
             210       220       230       240       250       260  
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.5  bits: 18.6 E():   76 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (28-41:29-42) 
 
                10        20        30        40        50          
AAD-12  PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                   :.:  : :  . ::                   
gi|170 MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQTFP 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 EPWDFKLPRVMWHSRLAGRPE                                        
                                                                    
gi|170 HQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQQF 
               70        80        90       100       110       120 
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>>gi|1346568|sp|P49372.1|ALL1_APIGR RecName: Full=Major   (154 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.5  bits: 17.8 E():   76 
Smith-Waterman score: 41; 20.8% identity (79.2% similar) in 24 aa overlap (5-28:1-24) 
 
               10        20        30        40        50        60 
AAD-12 PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE 
           .: ..:..   ... .:....:.:                                 
gi|134     MGVQTHVLELTSSVSAEKIFQGFVIDVDTVLPKAAPGAYKSVEIKGDGGPGTLKII 
                   10        20        30        40        50       
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.1  bits: 19.3 E():   80 
Smith-Waterman score: 45; 38.9% identity (72.2% similar) in 18 aa overlap (6-23:241-258) 
 
                                        10        20        30      
AAD-12                          PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                     :  .... :::.: :: .             
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDQTYDLNFKE 
              220       230       240       250       260       270 
 
          40        50        60        70        80                
AAD-12 RVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE                
                                                                    
gi|144 ENNNGSQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (54-65:27-38) 
 
            30        40        50        60        70        80    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE    
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (54-65:27-38) 
 
            30        40        50        60        70        80    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE    
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (54-65:27-38) 
 
            30        40        50        60        70        80    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE    
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (54-65:27-38) 
 
            30        40        50        60        70        80    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE    
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                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.0  bits: 17.5 E():   81 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (54-65:27-38) 
 
            30        40        50        60        70        80    
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE    
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.7  bits: 18.9 E():   84 
Smith-Waterman score: 44; 38.5% identity (84.6% similar) in 13 aa overlap (2-14:228-240) 
 
                                            10        20        30  
AAD-12                              PSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
                                     :.... . ::.::                  
gi|269 QDTLCDDKGKHFYKDCYIEGTVDFIFGSGKSIFLNTELHAVPGDQPAIITAQARKTDSED 
       200       210       220       230       240       250        
 
              40        50        60        70        80            
AAD-12 CQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE            
                                                                    
gi|269 TGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRFSEYN 
       260       270       280       290       300       310        
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.7  bits: 18.9 E():   84 
Smith-Waterman score: 44; 38.5% identity (84.6% similar) in 13 aa overlap (2-14:228-240) 
 
                                            10        20        30  
AAD-12                              PSLLIGRHAHAIPGMDAAESERFLEGLVDWA 
                                     :.... . ::.::                  
gi|682 QDTLCDDKGKHFYKDCYIEGTVDFIFGSGKSIFLNTELHAVPGDQPAIITAQARKTESED 
       200       210       220       230       240       250        
 
              40        50        60        70        80            
AAD-12 CQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE            
                                                                    
gi|682 TGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRFPEYN 
       260       270       280       290       300       310        
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 67.6  bits: 17.5 E():   86 
Smith-Waterman score: 40; 25.7% identity (60.0% similar) in 35 aa overlap (2-35:100-134) 
 
                                            10         20        30 
AAD-12                              PSLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|105 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
               40        50        60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE 
       .  .:                                              
gi|105 GYWVPSSNS                                          
     130                                                  
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.4  bits: 17.9 E():   87 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (7-23:17-30) 
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                         10        20        30        40        50 
AAD-12           PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW 
                       ::   .:..:    :::                            
gi|212 VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFSYD 
               10        20           30        40        50        
 
               60        70        80                               
AAD-12 DNRCLLHRAEPWDFKLPRVMWHSRLAGRPE                               
                                                                    
gi|212 DALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYENYAIVEGC 
        60        70        80        90       100       110        
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.5 E():   87 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (52-60:40-48) 
 
              30        40        50        60        70        80  
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE  
                                     . :..::.:                      
gi|212 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|212 LTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.5 E():   87 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (52-60:40-48) 
 
              30        40        50        60        70        80  
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE  
                                     . :..::.:                      
gi|170 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|170 LAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.4  bits: 17.5 E():   87 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (52-60:40-48) 
 
              30        40        50        60        70        80  
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE  
                                     . :..::.:                      
gi|158 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|158 LAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|14423651|sp|Q9U5P2.1|ALL5_LEPDS RecName: Full=Mite   (110 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.4  bits: 17.2 E():   87 
Smith-Waterman score: 39; 33.3% identity (61.9% similar) in 21 aa overlap (52-72:8-28) 
 
              30        40        50        60        70        80  
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE  
                                     .: :.: .:    :: ... :          
gi|144                        DDFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELE 
                                      10        20        30        
 
gi|144 KSKSKELKAQILREISIGLDFIDSAKGHFERELKRADLNLAEKFNFESALSTGAVLHKDL 
        40        50        60        70        80        90        
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.4  bits: 17.9 E():   87 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (7-23:18-31) 
 
                          10        20        30        40          
AAD-12            PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
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                        ::   .:..:    :::                           
gi|116 AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFSY 
               10        20           30        40        50        
 
      50        60        70        80                              
AAD-12 WDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE                              
                                                                    
gi|116 DDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYENYAIVEG 
        60        70        80        90       100       110        
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.4  bits: 17.9 E():   87 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (7-23:18-31) 
 
                          10        20        30        40          
AAD-12            PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
                        ::   .:..:    :::                           
gi|144 AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFSY 
               10        20           30        40        50        
 
      50        60        70        80                              
AAD-12 WDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE                              
                                                                    
gi|144 DDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYDNYAIVEG 
        60        70        80        90       100       110        
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 67.3  bits: 15.4 E():   88 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (13-30:8-25) 
 
               10        20        30        40        50        60 
AAD-12 PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE 
                   :.. :  ....:..   :                               
gi|751      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA                        
                    10        20        30                          
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.2  bits: 18.6 E():   89 
Smith-Waterman score: 43; 26.9% identity (65.4% similar) in 26 aa overlap (43-67:14-39) 
 
             20        30        40        50        60         70  
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK-LPRVMW 
                                     :.. ..  ..::.    .::. . ::     
gi|217                  MKTFLVFALLAVAATSAIAQMETRCIPGLERPWQQQPLPPQQT 
                                10        20        30        40    
 
              80                                                    
AAD-12 HSRLAGRPE                                                    
                                                                    
gi|217 FPQQPLFSQQQQQQLFPQQPSFSQQQPPFWQQQPPFSQQQPILPQQPPFSQQQQLVLPQQ 
            50        60        70        80        90       100    
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 67.2  bits: 19.0 E():   89 
Smith-Waterman score: 44; 40.9% identity (59.1% similar) in 22 aa overlap (46-67:92-111) 
 
          20        30        40        50        60        70      
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL 
                                     :.: . ::  :: .  ::  .:         
gi|258 QGEEFHKIVFTVEGLQEFGNFVQFLEDHGLDAVGYINR--LHSVFGWDPYVPSSKRKHTR 
              70        80        90         100       110          
 
          80                                                        
AAD-12 AGRPE                                                        
                                                                    
gi|258 RGVGVDGLIDDIIAILPIDDLKALFQEKLETSPDFKAFYDAVRSPEFQSIVQTLNAMPEY 
     120       130       140       150       160       170          
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 17.9 E():   89 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (30-53:70-93) 
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                10        20        30        40        50          
AAD-12  PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|283 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
      40        50        60        70        80        90          
 
      60        70        80                                        
AAD-12 EPWDFKLPRVMWHSRLAGRPE                                        
                                                                    
gi|283 CGPVGAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
     100       110       120       130       140       150          
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.1  bits: 17.9 E():   91 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (7-23:27-40) 
 
                                   10        20        30        40 
AAD-12                     PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                 ::   .:..:    :::                  
gi|194 MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEALTQY 
               10        20        30           40        50        
 
               50        60        70        80                     
AAD-12 QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPE                     
                                                                    
gi|194 KCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDY 
        60        70        80        90       100       110        
 
>>gi|1093120|prf||2103117A allergen Dac g II              (196 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.9  bits: 17.9 E():   93 
Smith-Waterman score: 41; 18.9% identity (45.9% similar) in 37 aa overlap (32-68:141-177) 
 
              10        20        30        40        50        60  
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP 
                                     :    .  :.  . :   .:.  ....    
gi|109 VFQFLILSCQGRIVNNCEVLICVMRRGNAMCLIASISMHHILTLDRFFFDGLEIIYKIFK 
              120       130       140       150       160       170 
 
              70        80        
AAD-12 WDFKLPRVMWHSRLAGRPE        
         :. ::                    
gi|109 MMFQKPRTRTCIEKDFPRRSSSSIPT 
              180       190       
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 66.7  bits: 15.4 E():   95 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (13-30:8-25) 
 
               10        20        30        40        50        60 
AAD-12 PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE 
                   :.. :  ....:..   :                               
gi|751      IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK                     
                    10        20        30                          
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 17.9 E():   96 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (30-53:87-110) 
 
                10        20        30        40        50          
AAD-12  PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|123 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
      60        70        80                                        
AAD-12 EPWDFKLPRVMWHSRLAGRPE                                        
                                                                    
gi|123 CGPVGAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
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>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.6  bits: 17.9 E():   96 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (30-53:87-110) 
 
                10        20        30        40        50          
AAD-12  PSLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|158 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
      60        70        80                                        
AAD-12 EPWDFKLPRVMWHSRLAGRPE                                        
                                                                    
gi|158 CGPVGAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|111494253|gb|ABH06347.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.2 E():   99 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (43-60:109-126) 
 
             20        30        40        50        60        70   
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
             80 
AAD-12 SRLAGRPE 
 
>>gi|111120432|gb|ABH06350.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.2 E():   99 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (43-60:109-126) 
 
             20        30        40        50        60        70   
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
             80 
AAD-12 SRLAGRPE 
 
>>gi|111120428|gb|ABH06348.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.2 E():   99 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (43-60:109-126) 
 
             20        30        40        50        60        70   
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
             80 
AAD-12 SRLAGRPE 
 
>>gi|111120420|gb|ABH06344.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.2 E():   99 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (43-60:109-126) 
 
             20        30        40        50        60        70   
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
             80 
AAD-12 SRLAGRPE 
 
>>gi|111120424|gb|ABH06346.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.2 E():   99 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (43-60:109-126) 
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             20        30        40        50        60        70   
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
             80 
AAD-12 SRLAGRPE 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:03:05 2011 done: Fri Jan 21 00:03:05 2011 
 Total Scan time:  0.070 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 208  - 287 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     1     8:=* 
  34    22    22:=====* 
  36    26    44:=======   * 
  38    35    73:=========         * 
  40    90   102:=======================  * 
  42    86   125:======================         * 
  44   133   138:==================================* 
  46   172   140:==================================*======== 
  48   198   134:=================================*================ 
  50   100   122:=========================     * 
  52   135   108:==========================*======= 
  54   111    92:======================*===== 
  56    92    77:===================*=== 
  58    47    63:============   * 
  60    37    51:==========  * 
  62    37    41:==========* 
  64    31    33:========* 
  66    22    26:======* 
  68    23    20:====*= 
  70    12    16:===* 
  72     7    12:==* 
  74     6    10:==* 
  76     8     8:=* 
  78    14     6:=*== 
  80    20     5:=*=== 
  82     6     3:*= 
  84     2     3:* 
  86     5     2:*= 
  88     1     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     2     1:*         :*= 
  94     3     1:*         :*== 
  96     1     1:*         :* 
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  98     0     0:          * 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     1     0:=         *= 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.02450.00321; mu= 9.3651 0.171 
 mean_var=37.547111.483, 0's: 2 Z-trim: 3  B-trim: 15 in 1/43 
 Lambda= 0.209308 
 Kolmogorov-Smirnov  statistic: 0.0809 (N=29) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   73 27.8    0.23 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   66 25.6       1 
gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Se ( 608)   64 25.1       2 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   56 22.3     2.6 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   55 22.0     2.7 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   57 22.7     2.7 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   56 22.4     3.4 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   56 22.4     3.4 
gi|3336842|emb|CAA76847.1| bovine serum albumin [B ( 607)   60 23.9     4.6 
gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Se ( 607)   60 23.9     4.6 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   54 21.8     6.6 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   54 21.8     6.6 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   54 21.8     6.6 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   58 23.3       7 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   57 23.0     8.4 
gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Ser ( 607)   57 23.0     8.7 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   50 20.5      10 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   53 21.6      11 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   50 20.6      11 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   50 20.6      11 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   53 21.6      12 
gi|3643813|gb|AAC61261.1| allergen [Aspergillus fu ( 427)   54 22.0      12 
gi|212279|gb|AAA48944.1| lysozyme protein [Gallus  (  24)   42 17.7      13 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   48 19.9      15 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   52 21.4      15 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   53 21.7      15 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   48 19.9      15 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   48 19.9      15 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   48 19.9      15 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   48 19.9      15 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   48 19.9      15 
gi|34495280|gb|AAQ73487.1| type 2 allergen Lep d 2 ( 140)   48 19.9      16 
gi|34495278|gb|AAQ73486.1| type 2 allergen Lep d 2 ( 141)   48 19.9      17 
gi|34495288|gb|AAQ73491.1| type 2 allergen Lep d 2 ( 141)   48 19.9      17 
gi|34495274|gb|AAQ73484.1| type 2 allergen Lep d 2 ( 141)   48 19.9      17 
gi|34495290|gb|AAQ73492.1| type 2 allergen Lep d 2 ( 141)   48 19.9      17 
gi|34495284|gb|AAQ73489.1| type 2 allergen Lep d 2 ( 141)   48 19.9      17 
gi|33772588|gb|AAQ54603.1| Gly d 2.03 [Glycyphagus ( 141)   48 19.9      17 
gi|34495282|gb|AAQ73488.1| type 2 allergen Lep d 2 ( 141)   48 19.9      17 
gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2 ( 141)   48 19.9      17 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   48 20.0      17 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   48 20.0      17 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   48 20.0      17 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   47 19.6      19 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   47 19.6      19 
gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Sc ( 129)   47 19.6      19 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   47 19.6      20 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   47 19.6      20 
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gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   47 19.7      21 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   47 19.7      21 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   47 19.7      21 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   47 19.7      21 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   47 19.7      21 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 21.4      21 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 21.4      21 
gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Gl ( 162)   47 19.7      23 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   49 20.4      24 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   47 19.7      24 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   46 19.3      25 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   51 21.1      25 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   46 19.4      27 
gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   46 19.4      27 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   47 19.7      28 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   50 20.8      29 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   47 19.7      30 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 15.8      31 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   43 18.3      34 
gi|30794292|ref|NP_851341.1| lactotransferrin prec ( 708)   51 21.2      34 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   46 19.4      35 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   46 19.5      37 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 18.4      38 
gi|14424466|sp|P35778.2|VA3_SOLIN RecName: Full=Ve ( 234)   46 19.5      38 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   49 20.5      38 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   48 20.2      39 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   42 18.1      47 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   42 18.1      47 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   47 19.9      48 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   47 19.9      50 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   44 18.8      55 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   42 18.1      56 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   42 18.1      57 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 16.0      58 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   46 19.6      58 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   45 19.2      58 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.1      59 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   47 19.9      60 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.2      62 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.2      62 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 16.0      62 
gi|159162378|pdb|1H2O|A Chain A, Solution Structur ( 159)   42 18.2      63 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   45 19.2      65 
gi|60920878|gb|AAX37326.1| glutathione transferase ( 219)   43 18.5      67 
gi|1170095|sp|P46419.1|GSTM1_DERPT RecName: Full=G ( 219)   43 18.5      67 
gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen  ( 472)   46 19.6      68 
gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ( 472)   46 19.6      68 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   51 21.4      69 
gi|3182907|sp|O02380.1|ALL2_TYRPU RecName: Full=Mi ( 141)   41 17.8      70 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   44 18.9      71 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.3      72 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.3      73 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   43 18.6      75 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.3      80 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   40 17.5      80 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   40 17.5      80 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   40 17.5      80 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   40 17.5      80 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   40 17.5      80 
gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen ( 364)   44 19.0      83 
gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen  ( 364)   44 19.0      83 
gi|1052817|emb|CAA61943.1| profilin [Triticum aest ( 138)   40 17.5      85 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   40 17.5      86 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   40 17.5      86 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   40 17.5      86 
gi|14423651|sp|Q9U5P2.1|ALL5_LEPDS RecName: Full=M ( 110)   39 17.2      86 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 17.9      86 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 17.9      87 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 17.9      87 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 15.4      87 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   43 18.6      89 
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gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   41 17.9      89 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   44 19.0      89 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 17.9      90 
gi|1093120|prf||2103117A allergen Dac g II         ( 196)   41 17.9      92 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 15.4      93 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   41 17.9      95 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   41 17.9      95 
gi|111120420|gb|ABH06344.1| Blo t 21 allergen [Blo ( 129)   39 17.2      98 
gi|111120432|gb|ABH06350.1| Blo t 21 allergen [Blo ( 129)   39 17.2      98 
gi|111120428|gb|ABH06348.1| Blo t 21 allergen [Blo ( 129)   39 17.2      98 
gi|111120424|gb|ABH06346.1| Blo t 21 allergen [Blo ( 129)   39 17.2      98 
gi|111494253|gb|ABH06347.1| Blo t 21 allergen [Blo ( 129)   39 17.2      98 
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  73 init1:  73 opt:  73  Z-score: 113.9  bits: 27.8 E(): 0.23 
Smith-Waterman score: 73; 35.5% identity (54.8% similar) in 31 aa overlap (14-44:246-276) 
 
                                10        20        30        40    
AAD-12                  SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:: :   . :     .: . 
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
 
            50        60        70        80                        
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET                        
       :                                                            
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  66 init1:  66 opt:  66  Z-score: 102.4  bits: 25.6 E():    1 
Smith-Waterman score: 66; 32.3% identity (54.8% similar) in 31 aa overlap (14-44:247-277) 
 
                                10        20        30        40    
AAD-12                  SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:  :   . :.    .: . 
gi|232 APDIKTPKEALDLIMDAIDKAGYKGKVGIAMDVASSEFYKDGKYDLDFKNPESDPSKWLS 
        220       230       240       250       260       270       
 
            50        60        70        80                        
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET                        
       :                                                            
gi|232 GPQLADLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKT 
        280       290       300       310       320       330       
 
>>gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Serum   (608 aa) 
 initn:  53 init1:  53 opt:  64  Z-score: 97.1  bits: 25.1 E():    2 
Smith-Waterman score: 64; 23.8% identity (53.8% similar) in 80 aa overlap (3-78:431-510) 
 
                                           10           20          
AAD-12                             SLLIGRHAHAIPGMDA---AESERFLEGLVDW 
                                     :. :... .: ...   .:  : :  . .  
gi|135 FKPLVEEPHNLVKTNCELFEKLGEYGFQNALLVRYTKKVPQVSTPTLVEVSRSLGKVGSK 
              410       420       430       440       450       460 
 
      30        40        50         60        70        80         
AAD-12 ACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLAGRPET         
        :  :...  . :   . :  :: :.::.  : . .. .   .: .  ::           
gi|135 CCTHPEAERLSCAEDYLSVVLNRLCVLHEKTPVSERVTKCCTESLVNRRPCFSALQVDET 
              470       480       490       500       510       520 
 
gi|135 YVPKEFSAETFTFHADLCTLPEAEKQIKKQSALVELLKHKPKATEEQLKTVMGDFGSFVD 
              530       540       550       560       570       580 
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 94.9  bits: 22.3 E():  2.6 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (25-41:68-86) 
 
                     10        20        30          40        50   
AAD-12       SLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
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gi|219 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
             60        70        80 
AAD-12 CLLHRAEPWDFKLPRVMWHSRLAGRPET 
                                    
gi|219 SFDSDRSGLLLKQKVSDE           
       100       110                
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 94.8  bits: 22.0 E():  2.7 
Smith-Waterman score: 55; 30.4% identity (41.3% similar) in 46 aa overlap (28-70:29-70) 
 
                10        20        30        40        50          
AAD-12  SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE 
                                   :  :::   : .. : ..   :: : .      
gi|323 QAGGQTCAGNICCSQYGYCGTTADYCSPDNNCQATY-HYYNPAQNN---WDLRAVSAYCS 
               10        20        30         40           50       
 
      60           70        80            
AAD-12 PWDFKLP---RVMWHSRLAGRPET            
        ::   :   :  :                      
gi|323 TWDADKPYSWRYGWTAFCGPAGPRCLRTNAAVTVR 
         60        70        80        90  
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 94.8  bits: 22.7 E():  2.7 
Smith-Waterman score: 57; 27.9% identity (48.8% similar) in 43 aa overlap (8-50:96-133) 
 
                                      10        20        30        
AAD-12                        SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     .:   :.. :. :.:  .:::.       : 
gi|121 IVGFFSEVIGLIGNPENRPALKTLIDGLASSHKARGIEKAQFEEFRASLVDYLS-----H 
          70        80        90       100       110            120 
 
        40        50        60        70        80 
AAD-12 AHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET 
         .:      .::                               
gi|121 HLDWNDTMKSTWDLALNNMFFYILHALEVAQ             
              130       140       150              
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 92.9  bits: 22.4 E():  3.4 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (25-41:68-86) 
 
                     10        20        30          40        50   
AAD-12       SLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|456 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNF 
        40        50        60        70        80        90        
 
             60        70        80                                 
AAD-12 CLLHRAEPWDFKLPRVMWHSRLAGRPET                                 
                                                                    
gi|456 SFGSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 92.9  bits: 22.4 E():  3.4 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (25-41:68-86) 
 
                     10        20        30          40        50   
AAD-12       SLLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|184 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
             60        70        80                                 
AAD-12 CLLHRAEPWDFKLPRVMWHSRLAGRPET                                 
                                                                    
gi|184 SFDSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
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       100       110       120       130       140       150        
 
>>gi|3336842|emb|CAA76847.1| bovine serum albumin [Bos t  (607 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 90.5  bits: 23.9 E():  4.6 
Smith-Waterman score: 60; 23.8% identity (50.0% similar) in 80 aa overlap (3-78:430-509) 
 
                                           10           20          
AAD-12                             SLLIGRHAHAIPGMDA---AESERFLEGLVDW 
                                     :: :... .: ...   .:  : :  .    
gi|333 LKHLVDEPQNLIKQNCDQFEKLGEYGFQNALIVRYTRKVPQVSTPTLVEVSRSLGKVGTR 
     400       410       420       430       440       450          
 
      30        40        50         60        70        80         
AAD-12 ACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLAGRPET         
        :  :. .    .   . .  :: :.::.  : . :. .   .: .  ::           
gi|333 CCTKPESERMPCTEDYLSLILNRLCVLHEKTPVSEKVTKCCTESLVNRRPCFSALTPDET 
     460       470       480       490       500       510          
 
gi|333 YVPKAFDEKLFTFHADICTLPDTEKQIKKQTALVELLKHKPKATEEQLKTVMENFVAFVD 
     520       530       540       550       560       570          
 
>>gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Serum   (607 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 90.5  bits: 23.9 E():  4.6 
Smith-Waterman score: 60; 23.8% identity (50.0% similar) in 80 aa overlap (3-78:430-509) 
 
                                           10           20          
AAD-12                             SLLIGRHAHAIPGMDA---AESERFLEGLVDW 
                                     :: :... .: ...   .:  : :  .    
gi|135 LKHLVDEPQNLIKQNCDQFEKLGEYGFQNALIVRYTRKVPQVSTPTLVEVSRSLGKVGTR 
     400       410       420       430       440       450          
 
      30        40        50         60        70        80         
AAD-12 ACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLAGRPET         
        :  :. .    .   . .  :: :.::.  : . :. .   .: .  ::           
gi|135 CCTKPESERMPCTEDYLSLILNRLCVLHEKTPVSEKVTKCCTESLVNRRPCFSALTPDET 
     460       470       480       490       500       510          
 
gi|135 YVPKAFDEKLFTFHADICTLPDTEKQIKKQTALVELLKHKPKATEEQLKTVMENFVAFVD 
     520       530       540       550       560       570          
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 87.8  bits: 21.8 E():  6.6 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (45-59:122-138) 
 
           20        30        40        50          60        70   
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRVMWHS 
                                     : :..::.:::  :..:              
gi|162 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
             80                                                  
AAD-12 RLAGRPET                                                  
                                                                 
gi|162 RKELAAVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200         
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 87.7  bits: 21.8 E():  6.6 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (45-59:122-138) 
 
           20        30        40        50          60        70   
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRVMWHS 
                                     : :..::.:::  :..:              
gi|124 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
             80                                                    
AAD-12 RLAGRPET                                                    
                                                                   
gi|124 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
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>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 87.7  bits: 21.8 E():  6.6 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (45-59:122-138) 
 
           20        30        40        50          60        70   
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRVMWHS 
                                     : :..::.:::  :..:              
gi|209 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
             80                                                    
AAD-12 RLAGRPET                                                    
                                                                   
gi|209 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  52 init1:  52 opt:  58  Z-score: 87.3  bits: 23.3 E():    7 
Smith-Waterman score: 58; 23.8% identity (51.2% similar) in 80 aa overlap (3-78:431-510) 
 
                                           10           20          
AAD-12                             SLLIGRHAHAIPGMDA---AESERFLEGLVDW 
                                     :. :...  : ...   .:  : :  .    
gi|668 FKPLVDEPQNLVKTNCELFEKLGEYGFQNALLVRYTKKAPQVSTPTLVEVSRKLGKVGTK 
              410       420       430       440       450       460 
 
      30        40        50         60        70        80         
AAD-12 ACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLAGRPET         
        :. :. .  . :   . :  :: :.::.  : . .. .   .: .  ::           
gi|668 CCKKPESERMSCAEDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFSGLEVDET 
              470       480       490       500       510       520 
 
gi|668 YVPKEFNAETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVE 
              530       540       550       560       570       580 
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 85.9  bits: 23.0 E():  8.4 
Smith-Waterman score: 57; 23.8% identity (51.2% similar) in 80 aa overlap (3-78:408-487) 
 
                                           10           20          
AAD-12                             SLLIGRHAHAIPGMDA---AESERFLEGLVDW 
                                     :. :...  : ...   .:  : :  .    
gi|331 FKPLVDEPQNLVKTNCELFEKLGEYGFQNALLVRYTKKAPQVSTPTLVEVSRKLGKVGTK 
       380       390       400       410       420       430        
 
      30        40        50         60        70        80         
AAD-12 ACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLAGRPET         
        :. :. .  . :   . :  :: :.::.  : . .. .   .: .  ::           
gi|331 CCKKPESERMSCADDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFSGLEVDET 
       440       450       460       470       480       490        
 
gi|331 YVPKEFNAETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVE 
       500       510       520       530       540       550        
 
>>gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Serum a  (607 aa) 
 initn:  47 init1:  47 opt:  57  Z-score: 85.6  bits: 23.0 E():  8.7 
Smith-Waterman score: 57; 23.8% identity (51.2% similar) in 80 aa overlap (3-78:430-509) 
 
                                           10           20          
AAD-12                             SLLIGRHAHAIPGMDA---AESERFLEGLVDW 
                                     :: :...  : ...   .:  : :  . .  
gi|543 FTPLVEEPKSLVKKNCDLFEEVGEYDFQNALIVRYTKKAPQVSTPTLVEIGRTLGKVGSR 
     400       410       420       430       440       450          
 
      30        40        50         60        70        80         
AAD-12 ACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLAGRPET         
        :. :. .    . . ...  :: :.::.  : . :. .    :    ::           
gi|543 CCKLPESERLPCSENHLALALNRLCVLHEKTPVSEKITKCCTDSLAERRPCFSALELDEG 
     460       470       480       490       500       510          
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gi|543 YVPKEFKAETFTFHADICTLPEDEKQIKKQSALAELVKHKPKATKEQLKTVLGNFSAFVA 
     520       530       540       550       560       570          
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.4  bits: 20.5 E():   10 
Smith-Waterman score: 50; 50.0% identity (90.0% similar) in 10 aa overlap (51-60:24-33) 
 
               30        40        50        60        70        80 
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET 
                                     : :..::..:                     
gi|484        GKMNFTDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVL 
                      10        20        30        40        50    
 
gi|484 TAIIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGE 
            60        70        80        90       100       110    
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 83.9  bits: 21.6 E():   11 
Smith-Waterman score: 53; 43.8% identity (62.5% similar) in 16 aa overlap (25-40:27-42) 
 
                 10        20        30        40        50         
AAD-12   SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                 : :.:  : : .. ::                   
gi|170 MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQQTFP 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 EPWDFKLPRVMWHSRLAGRPET                                       
                                                                    
gi|170 HQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQPQQPF 
               70        80        90       100       110       120 
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.6  bits: 20.6 E():   11 
Smith-Waterman score: 50; 33.3% identity (100.0% similar) in 12 aa overlap (53-64:44-55) 
 
             30        40        50        60        70        80   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET   
                                     :..::..:....                   
gi|558 AVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.5  bits: 20.6 E():   11 
Smith-Waterman score: 50; 40.0% identity (60.0% similar) in 15 aa overlap (47-61:127-141) 
 
         20        30        40        50        60        70       
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 
                                     :.: :::    .. :                
gi|126 PCSALLSSDITASVNCAKKIVSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL          
        100       110       120       130       140                 
 
         80 
AAD-12 RPET 
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 83.2  bits: 21.6 E():   12 
Smith-Waterman score: 53; 33.3% identity (66.7% similar) in 33 aa overlap (41-70:145-176) 
 
               20        30        40          50         60        
AAD-12 IPGMDAAESERFLEGLVDWACQAPRVHAHQWA-AGD-VVVWDNRCLLH-RAEPWDFKLPR 
                                     :: : :   .: . :.:. ...: :. .:  
gi|320 NGFASVGDTATRKREIAAFLAQTSHETTGGWATAPDGPYAW-GYCFLKEQGNPPDYCVPT 
          120       130       140       150        160       170    
 
        70        80                                                
AAD-12 VMWHSRLAGRPET                                                
       ..:                                                          
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gi|320 AQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDPVISFKTALWFWMT 
           180       190       200       210       220       230    
 
>>gi|3643813|gb|AAC61261.1| allergen [Aspergillus fumiga  (427 aa) 
 initn:  38 init1:  38 opt:  54  Z-score: 83.1  bits: 22.0 E():   12 
Smith-Waterman score: 54; 25.4% identity (47.6% similar) in 63 aa overlap (16-78:154-208) 
 
                              10        20        30        40      
AAD-12                SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGD 
                                     :. .: :    .::. .:       :.    
gi|364 RLGGDTTQVQTNYFGKGDTTTYDRGTYVPVATPQETFHTYTIDWTKDAVT-----WSIDG 
           130       140       150       160       170              
 
          50        60        70        80                          
AAD-12 VVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET                          
       .::   : : .       ..:..  . :::. :                            
gi|364 AVV---RTLTYNDAKGGTRFPQTPMRLRLAAGPAATPATPGHHRVGRWLDRLQRGTVHHV 
      180          190       200       210       220       230      
 
gi|364 RQVRPYRERQPRRVLHLLGQLWLLAEHQVRRLRRYSSSSSVTSSTTSTASSASSTSSKTP 
         240       250       260       270       280       290      
 
>>gi|212279|gb|AAA48944.1| lysozyme protein [Gallus gall  (24 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 82.4  bits: 17.7 E():   13 
Smith-Waterman score: 42; 33.3% identity (53.3% similar) in 15 aa overlap (47-61:5-19) 
 
         20        30        40        50        60        70       
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 
                                     :.: : :    .. :                
gi|212                           MNAWVAWRNSCKGTDVQAWIRGCR           
                                         10        20               
 
         80 
AAD-12 RPET 
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.3  bits: 19.9 E():   15 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (52-64:76-88) 
 
              30        40        50        60        70        80  
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET  
                                     .: .....: :::                  
gi|484 TTKATIKVLAKVAGTPIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILPKVKAEVT 
          50        60        70        80        90       100      
 
gi|484 AELVGDHGVLACGRFGRQVE 
         110       120      
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.3  bits: 21.4 E():   15 
Smith-Waterman score: 52; 28.1% identity (59.4% similar) in 32 aa overlap (14-45:66-97) 
 
                                10        20        30        40    
AAD-12                  SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     .:. . . : :: .. .   ::.  ::..  
gi|729 STLSLVTKADGKIDMTVDLISPVTKRASLKIDSKKYNLFHEGELSASIVNPRLSWHQYTK 
          40        50        60        70        80        90      
 
            50        60        70        80                        
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET                        
        :                                                           
gi|729 RDSREYKSDVELSLRSSDIALKITMPDYNSKIHYSRQGDQINMDIDGTLIEGHAQGTIRE 
         100       110       120       130       140       150      
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 81.2  bits: 21.7 E():   15 
Smith-Waterman score: 53; 27.3% identity (54.5% similar) in 44 aa overlap (5-47:241-284) 
 
                                         10        20         30    
AAD-12                           SLLIGRHAHAIPGMDAAESERF-LEGLVDWACQA 
                                     :  .... :::.: :: .  .   :   .  
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gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDKTYDLNFKE 
              220       230       240       250       260       270 
 
            40        50        60        70        80              
AAD-12 PRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET              
          .. :  .:::.                                               
gi|144 ENNNGSQKISGDVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.1  bits: 19.9 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (53-64:27-38) 
 
             30        40        50        60        70        80   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET   
                                     :..::..:....                   
gi|214     SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|214 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
         60        70        80        90       100       110       
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.1  bits: 19.9 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (53-64:27-38) 
 
             30        40        50        60        70        80   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET   
                                     :..::..:....                   
gi|760     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKA 
                   10        20        30        40        50       
 
gi|760 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.1  bits: 19.9 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (53-64:27-38) 
 
             30        40        50        60        70        80   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET   
                                     :..::..:....                   
gi|157     SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|157 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
         60        70        80        90       100       110       
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.1  bits: 19.9 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (53-64:27-38) 
 
             30        40        50        60        70        80   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET   
                                     :..::..:....                   
gi|256     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKA 
                   10        20        30        40        50       
 
gi|256 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNGV 
         60        70        80        90       100       110       
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.1  bits: 19.9 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (53-64:28-39) 
 
             30        40        50        60        70        80   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET   
                                     :..::..:....                   
gi|110    RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNSKTAKIEIKA 
                  10        20        30        40        50        
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gi|110 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNGV 
        60        70        80        90       100       110        
 
>>gi|34495280|gb|AAQ73487.1| type 2 allergen Lep d 2.024  (140 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.6  bits: 19.9 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (52-64:91-103) 
 
              30        40        50        60        70        80  
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET  
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
               70        80        90       100       110       120 
 
gi|344 AELIGDHGILACGTVNGQVE 
              130       140 
 
>>gi|34495278|gb|AAQ73486.1| type 2 allergen Lep d 2.023  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.5  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (52-64:92-104) 
 
              30        40        50        60        70        80  
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET  
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495288|gb|AAQ73491.1| type 2 allergen Lep d 2.039  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.5  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (52-64:92-104) 
 
              30        40        50        60        70        80  
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET  
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495274|gb|AAQ73484.1| type 2 allergen Lep d 2.013  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.5  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (52-64:92-104) 
 
              30        40        50        60        70        80  
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET  
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495290|gb|AAQ73492.1| type 2 allergen Lep d 2.042  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.5  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (52-64:92-104) 
 
              30        40        50        60        70        80  
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET  
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVVGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGTVE 
             130       140  
 
>>gi|34495284|gb|AAQ73489.1| type 2 allergen Lep d 2.031  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.5  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (52-64:92-104) 
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              30        40        50        60        70        80  
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET  
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|33772588|gb|AAQ54603.1| Gly d 2.03 [Glycyphagus dom  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.5  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (52-64:92-104) 
 
              30        40        50        60        70        80  
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET  
                                     .: .....: :::                  
gi|337 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|337 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495282|gb|AAQ73488.1| type 2 allergen Lep d 2.025  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.5  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (52-64:92-104) 
 
              30        40        50        60        70        80  
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET  
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2.035  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.5  bits: 19.9 E():   17 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (52-64:92-104) 
 
              30        40        50        60        70        80  
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET  
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.4  bits: 20.0 E():   17 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (53-64:43-54) 
 
             30        40        50        60        70        80   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET   
                                     :..::..:....                   
gi|164 AVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEANQNRKTAKIEIKA 
             20        30        40        50        60        70   
 
gi|164 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
             80        90       100       110       120       130   
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.3  bits: 20.0 E():   17 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (53-64:44-55) 
 
             30        40        50        60        70        80   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET   
                                     :..::..:....                   
gi|135 AVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
            20        30        40        50        60        70    
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gi|135 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
            80        90       100       110       120       130    
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.3  bits: 20.0 E():   17 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (53-64:44-55) 
 
             30        40        50        60        70        80   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET   
                                     :..::..:....                   
gi|996 AVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNTKNAKIEIKA 
            20        30        40        50        60        70    
 
gi|996 SIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
            80        90       100       110       120       130    
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.5  bits: 19.6 E():   19 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (53-64:27-38) 
 
             30        40        50        60        70        80   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET   
                                     :..::..:. ..                   
gi|179     DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|179 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENVVVTVKLVGDNGV 
         60        70        80        90       100       110       
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.5  bits: 19.6 E():   19 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (53-64:27-38) 
 
             30        40        50        60        70        80   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET   
                                     :..::..:. ..                   
gi|760     DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|760 NINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
         60        70        80        90       100       110       
 
>>gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Schist  (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.5  bits: 19.6 E():   19 
Smith-Waterman score: 47; 50.0% identity (80.0% similar) in 10 aa overlap (49-58:6-15) 
 
       20        30        40        50        60        70         
AAD-12 SERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP 
                                     :::.:. . :                     
gi|298                          MSADSWDNHCVTYVANNKCLKNLCMTAIDGSHLGT 
                                        10        20        30      
 
       80                                                           
AAD-12 ET                                                           
                                                                    
gi|298 SNPDFRIPPELILQLKSILDGGLDTSIFFMGEKYIVLQHDSSCLVSRCGKKSLIFYATGK 
          40        50        60        70        80        90      
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.1  bits: 19.6 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (53-64:36-47) 
 
             30        40        50        60        70        80   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET   
                                     :..::..:. ..                   
gi|217 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
          10        20        30        40        50        60      
 
gi|217 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
          70        80        90       100       110       120      
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>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.9  bits: 19.6 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (53-64:40-51) 
 
             30        40        50        60        70        80   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET   
                                     :..::..:. ..                   
gi|546 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
      10        20        30        40        50        60          
 
gi|546 SLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
      70        80        90       100       110       120          
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.7  bits: 19.7 E():   21 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (53-64:44-55) 
 
             30        40        50        60        70        80   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET   
                                     :..::..:. ..                   
gi|558 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.7  bits: 19.7 E():   21 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (53-64:44-55) 
 
             30        40        50        60        70        80   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET   
                                     :..::..:. ..                   
gi|864 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|864 NIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.7  bits: 19.7 E():   21 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (53-64:44-55) 
 
             30        40        50        60        70        80   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET   
                                     :..::..:. ..                   
gi|256 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|256 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.7  bits: 19.7 E():   21 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (53-64:44-55) 
 
             30        40        50        60        70        80   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET   
                                     :..::..:. ..                   
gi|218 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|218 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.7  bits: 19.7 E():   21 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (53-64:44-55) 
 
             30        40        50        60        70        80   
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AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET   
                                     :..::..:. ..                   
gi|558 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 78.6  bits: 21.4 E():   21 
Smith-Waterman score: 52; 27.1% identity (56.2% similar) in 48 aa overlap (37-79:159-206) 
 
         10        20        30        40        50         60      
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEP----W 
                                     ...:: ::.    ..: . . : .:    . 
gi|114 NPASWKNNRIWLQFAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKF 
      130       140       150       160       170       180         
 
              70        80                                          
AAD-12 DFKLPRVMWHSRLAGRPET                                          
       ::.   ..   :: . ::                                           
gi|114 DFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDSPNTDGIDIFASKNFHLQK 
      190       200       210       220       230       240         
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 78.6  bits: 21.4 E():   21 
Smith-Waterman score: 52; 27.1% identity (56.2% similar) in 48 aa overlap (37-79:159-206) 
 
         10        20        30        40        50         60      
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEP----W 
                                     ...:: ::.    ..: . . : .:    . 
gi|248 NPASWKNNRIWLQFAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKF 
      130       140       150       160       170       180         
 
              70        80                                          
AAD-12 DFKLPRVMWHSRLAGRPET                                          
       ::.   ..   :: . ::                                           
gi|248 DFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDSPNTDGIDIFASKNFHLQK 
      190       200       210       220       230       240         
 
>>gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Globin  (162 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 78.0  bits: 19.7 E():   23 
Smith-Waterman score: 47; 25.0% identity (63.6% similar) in 44 aa overlap (9-51:111-148) 
 
                                     10        20        30         
AAD-12                       SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                     :   :..::.  .:  .::..      ..: 
gi|121 VSFFTEVISLSGNQANLSAVYALVSKLGVDHKARGISAAQFGEFRTALVSY------LQA 
               90       100       110       120       130           
 
        40        50        60        70        80 
AAD-12 H-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET 
       : .:. . ...:..                              
gi|121 HVSWGDNVAAAWNHALDNTYAVALKSLE                
          140       150       160                  
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.7  bits: 20.4 E():   24 
Smith-Waterman score: 49; 43.8% identity (56.2% similar) in 16 aa overlap (25-40:8-23) 
 
               10        20        30        40        50        60 
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP 
                               : :.:  : :  . ::                     
gi|106                  NIQVDPSGQVQWPQQQPFPQPHQPFSQQPQQTFPQPQQTFPHQ 
                                10        20        30        40    
 
               70        80                                         
AAD-12 WDFKLPRVMWHSRLAGRPET                                         
                                                                    
gi|106 PQQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQPFPQ 
            50        60        70        80        90       100    
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>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.5  bits: 19.7 E():   24 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (53-64:73-84) 
 
             30        40        50        60        70        80   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET   
                                     :..::..:. ..                   
gi|156 KHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
             50        60        70        80        90       100   
 
gi|156 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            110       120       130       140       150       160   
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  39 init1:  39 opt:  46  Z-score: 77.3  bits: 19.3 E():   25 
Smith-Waterman score: 46; 26.8% identity (58.5% similar) in 41 aa overlap (1-39:100-140) 
 
                                             10         20          
AAD-12                               SLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
      30         40        50        60        70        80 
AAD-12 A-CQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET 
       . : . . : :                                          
gi|100 GYCGSHHHHHH                                          
     130       140                                          
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 77.2  bits: 21.1 E():   25 
Smith-Waterman score: 51; 54.5% identity (72.7% similar) in 11 aa overlap (60-70:162-170) 
 
      30        40        50        60        70        80          
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET          
                                     ::.:  : .::                    
gi|108 DKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNF--PLLMWAWKIGPAIACGNTVVLKTA 
             140       150       160         170       180          
 
gi|108 EQTPLGGLVAASLVKEAGFPPGVINVISGFGKVAGAALSSHMDVDKVAFTGSTVVGRTIL 
     190       200       210       220       230       240          
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (4-46:1-44) 
 
               10        20         30        40        50          
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLV-DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE 
          .: ..:..   ... .:... :.: :     :..    . . ::              
gi|166    MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIIT 
                  10        20        30        40        50        
 
      60        70        80                                        
AAD-12 PWDFKLPRVMWHSRLAGRPET                                        
                                                                    
gi|166 LPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITKTT 
        60        70        80        90       100       110        
 
>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.7  bits: 19.4 E():   27 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (4-46:1-44) 
 
               10        20         30        40        50          
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLV-DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE 
          .: ..:..   ... .:... :.: :     :..    . . ::              
gi|215    MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIIT 
                  10        20        30        40        50        
 
      60        70        80                                        
AAD-12 PWDFKLPRVMWHSRLAGRPET                                        
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gi|215 LPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVVPTADGGSITKTT 
        60        70        80        90       100       110        
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.3  bits: 19.7 E():   28 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (8-45:156-194) 
 
                                      10        20        30        
AAD-12                        SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|833 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
         130       140       150       160       170       180      
 
         40        50        60        70        80 
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET 
       .. .:: ..                                    
gi|833 NVINWAEAENRYIAGDKGGHPFMKL                    
         190       200       210                    
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 76.1  bits: 20.8 E():   29 
Smith-Waterman score: 50; 28.3% identity (43.4% similar) in 53 aa overlap (31-67:25-77) 
 
               10        20        30        40              50     
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ------WAAGDVVVWDN--- 
                                     ::  :. : .      . :: : .::     
gi|259       LSVCFLILFHGCLASRQEWQQQDECQIDRLDALEPDNRVEYEAGTVEAWDPNHE 
                     10        20        30        40        50     
 
                     60        70        80                         
AAD-12 --RC-----LLHRAEPWDFKLPRVMWHSRLAGRPET                         
         ::     . :  .:  . ::.                                      
gi|259 QFRCAGVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQ 
           60        70        80        90       100       110     
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.0  bits: 19.7 E():   30 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (8-45:167-205) 
 
                                      10        20        30        
AAD-12                        SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|164 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
        140       150       160       170       180       190       
 
         40        50        60        70        80 
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET 
       .. .:: ..                                    
gi|164 NVINWAEAENRYIAGDKGGHPFMKL                    
        200       210       220                     
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 75.7  bits: 15.8 E():   31 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (7-12:8-13) 
 
                10        20        30        40        50          
AAD-12  SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE 
              ::: .:                                                
gi|131 GPVGGVVHAHMMPLL                                              
               10                                                   
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.9  bits: 18.3 E():   34 
Smith-Waterman score: 43; 30.4% identity (60.9% similar) in 23 aa overlap (41-63:53-75) 
 
               20        30        40        50        60        70 
AAD-12 IPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW 
                                     :: . :.. ..  : :: .  :.        
gi|387 SINGNAPAEIDLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVD 
             30        40        50        60        70        80   
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               80     
AAD-12 HSRLAGRPET     
                      
gi|387 CASQHGCHGDTIPR 
             90       
 
>>gi|30794292|ref|NP_851341.1| lactotransferrin precurso  (708 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 74.8  bits: 21.2 E():   34 
Smith-Waterman score: 51; 34.4% identity (50.0% similar) in 32 aa overlap (47-78:25-51) 
 
         20        30        40        50        60        70       
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 
                                     : :   : . . : : ::  : .:. .  : 
gi|307       MKLFVPALLSLGALGLCLAAPRKNVRW---CTISQPE-W-FKCRRWQWRMKKLG 
                     10        20           30          40          
 
         80                                                         
AAD-12 RPET                                                         
        :                                                           
gi|307 APSITCVRRAFALECIRAIAEKKADAVTLDGGMVFEAGRDPYKLRPVAAEIYGTKESPQT 
      50        60        70        80        90       100          
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.6  bits: 19.4 E():   35 
Smith-Waterman score: 46; 35.3% identity (58.8% similar) in 17 aa overlap (59-75:70-86) 
 
       30        40        50        60        70        80         
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET         
                                     .:   :.: . :  .::              
gi|613 DAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIAQRWANQCTFE 
      40        50        60        70        80        90          
 
gi|613 HDACRNVERFAVGQNIAATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMH 
     100       110       120       130       140       150          
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.1  bits: 19.5 E():   37 
Smith-Waterman score: 46; 22.9% identity (60.4% similar) in 48 aa overlap (12-59:115-162) 
 
                                  10        20        30        40  
AAD-12                    SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. : ... . :     : ..:.  :..  
gi|383 GSEASANPKDKPAEEEEEEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSL 
           90       100       110       120       130       140     
 
              50        60        70        80                      
AAD-12 AAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET                      
       .. .:  ::..  :.. :                                           
gi|383 VTLEVKPWDDETNLEELEANVRAIEMDGLVWGASKFVAVGFGIKKLQINLVVEDEKVSTD 
          150       160       170       180       190       200     
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.1  bits: 18.4 E():   38 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (13-25:5-17) 
 
               10        20        30        40        50        60 
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP 
                   :.:::: .  :.:                                    
gi|208         MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACGLAKKSAEEVKAAFNKIDQ 
                       10        20        30        40        50   
 
>>gi|14424466|sp|P35778.2|VA3_SOLIN RecName: Full=Venom   (234 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.0  bits: 19.5 E():   38 
Smith-Waterman score: 46; 35.3% identity (58.8% similar) in 17 aa overlap (59-75:92-108) 
 
       30        40        50        60        70        80         
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET         
                                     .:   :.: . :  .::              
gi|144 DAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIAQRWANQCTFE 
              70        80        90       100       110       120  
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gi|144 HDACRNVERFAVGQNIAATSSSGKNKSTPNEMILLWYNEVKDFDNRWISSFPSDDNILMK 
             130       140       150       160       170       180  
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 73.9  bits: 20.5 E():   38 
Smith-Waterman score: 53; 27.0% identity (56.8% similar) in 37 aa overlap (13-48:441-477) 
 
                                 10        20         30        40  
AAD-12                   SLLIGRHAHAIPGMDAAESERFLEG-LVDWACQAPRVHAHQW 
                                     :. :.    .. : :.:  : .  .:. .  
gi|505 YQIAFSRGNRAFIAINLQKNQQNLQQKLHTGLPAGTYCDIISGNLIDNKCTGKSIHVDKN 
              420       430       440       450       460       470 
 
              50        60        70        80 
AAD-12 AAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET 
       . .:: :                                 
gi|505 GQADVYVGHDEFDAFVAYHIGARIVS              
              480       490                    
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 73.7  bits: 20.2 E():   39 
Smith-Waterman score: 48; 27.1% identity (47.5% similar) in 59 aa overlap (21-72:173-227) 
 
                         10        20        30        40           
AAD-12           SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV--- 
                                     : : :    .  .: .  :: . ::..    
gi|113 RGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQ-SDGDAIHVT 
            150       160       170       180       190        200  
 
            50        60        70        80                        
AAD-12 ----VWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET                        
           .: ..: : ..  .:  :  : : :                                
gi|113 GSSDIWIDHCTLSKS--FD-GLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDLKM 
             210          220       230       240       250         
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.3  bits: 18.1 E():   47 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (7-44:20-57) 
 
                            10        20        30        40        
AAD-12              SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                          ::  . . : :. :    :..:   .:  :   .  ::    
gi|191 MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGS 
               10        20        30        40        50        60 
 
        50        60        70        80                    
AAD-12 VWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET                    
                                                            
gi|191 VFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
               70        80        90       100       110   
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.3  bits: 18.1 E():   47 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (7-44:20-57) 
 
                            10        20        30        40        
AAD-12              SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                          ::  . . : :. :    :..:   .:  :   .  ::    
gi|730 MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGS 
               10        20        30        40        50        60 
 
        50        60        70        80                    
AAD-12 VWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET                    
                                                            
gi|730 VFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
               70        80        90       100       110   
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.1  bits: 19.9 E():   48 
Smith-Waterman score: 47; 37.5% identity (68.8% similar) in 16 aa overlap (43-58:202-217) 
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             20        30        40        50        60        70   
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS 
                                     ::.  .: ..: : .:               
gi|113 DIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWIDHCSLSKASDGLLDITLGSSHV 
             180       190       200       210       220       230  
 
             80                                                     
AAD-12 RLAGRPET                                                     
                                                                    
gi|113 TVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQRMPRCRFGFFQVVNNNY 
             240       250       260       270       280       290  
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 71.8  bits: 19.9 E():   50 
Smith-Waterman score: 47; 30.0% identity (66.7% similar) in 30 aa overlap (37-65:129-158) 
 
         10        20        30        40        50         60      
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEPWDFKL 
                                     ...:: ::.  : ..: . . : .:  .:. 
gi|114 DPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKI 
      100       110       120       130       140       150         
 
          70        80                                              
AAD-12 PRVMWHSRLAGRPET                                              
                                                                    
gi|114 DYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEK 
      160       170       180       190       200       210         
 
>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.1  bits: 18.8 E():   55 
Smith-Waterman score: 44; 26.3% identity (68.4% similar) in 19 aa overlap (55-73:200-218) 
 
           30        40        50        60        70        80 
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET 
                                     ... ::  :. : . :...        
gi|274 KIFAPEIFTKFPNLNSYITRIESMPKISAYIKQQEPQLFNGPMAKWNTKY       
     170       180       190       200       210                
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.0  bits: 18.1 E():   56 
Smith-Waterman score: 42; 33.3% identity (66.7% similar) in 24 aa overlap (54-74:111-134) 
 
            30        40        50        60           70        80 
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL--PR-VMWHSRLAGRPET 
                                     .:::.. .::.   :.  .: . :       
gi|144 GFVGRTYFTVLHTQCFRLDYPIVKCKVKSTILHRSKCYDFETFAPKKYQWFDVLQY     
               90       100       110       120       130           
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 70.8  bits: 18.1 E():   57 
Smith-Waterman score: 42; 24.4% identity (56.1% similar) in 41 aa overlap (1-40:100-140) 
 
                                             10         20          
AAD-12                               SLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|100 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
      30        40        50        60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET 
       .  .   : :.                                         
gi|100 GYYVGSHHHHHH                                        
     130       140                                         
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 70.7  bits: 16.0 E():   58 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (12-29:8-25) 
 
               10        20        30        40        50        60 
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP 
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                  :.. :. ....:..   :                                
gi|751     IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA                         
                   10        20        30                           
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.7  bits: 19.6 E():   58 
Smith-Waterman score: 46; 28.0% identity (52.0% similar) in 25 aa overlap (34-58:351-375) 
 
            10        20        30        40        50        60    
AAD-12 IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF 
                                     :   .. :  ::: . .   .. ::      
gi|118 INGVQYPLSPSAYILQDDDSCTSGFEGMDVPTSSGELWILGDVFIRQYYTVFDRANNKVG 
              330       340       350       360       370       380 
 
            70        80 
AAD-12 KLPRVMWHSRLAGRPET 
                         
gi|118 LAPVA             
                         
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 70.6  bits: 19.2 E():   58 
Smith-Waterman score: 53; 22.9% identity (56.2% similar) in 48 aa overlap (27-70:130-177) 
 
                   10        20        30           40        50    
AAD-12     SLLIGRHAHAIPGMDAAESERFLEGLVDWAC---QAPRVHAHQWAAGDVVVWDNRC 
                                     :::     .. .:... .. ::....:    
gi|287 FFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGT 
     100       110       120       130       140       150          
 
            60         70        80                                 
AAD-12 LLHRAEPWD-FKLPRVMWHSRLAGRPET                                 
        .  : : . :.   . :                                           
gi|287 YVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAG 
     160       170       180       190       200       210          
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 70.5  bits: 18.1 E():   59 
Smith-Waterman score: 42; 27.8% identity (66.7% similar) in 36 aa overlap (8-43:28-62) 
 
                                   10        20        30        40 
AAD-12                     SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                  :.: :...: : ... .:  : .    ... .: 
gi|157 MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQA-EFRQLANGAPDKTEAEIEAQIEQ 
               10        20        30         40        50          
 
               50        60        70        80                     
AAD-12 WAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET                     
       :.:                                                          
gi|157 WVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPAAKAADARLSAIASNRALKV 
      60        70        80        90       100       110          
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 70.4  bits: 19.9 E():   60 
Smith-Waterman score: 47; 30.0% identity (66.7% similar) in 30 aa overlap (37-65:159-188) 
 
         10        20        30        40        50         60      
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEPWDFKL 
                                     ...:: ::.  : ..: . . : .:  .:. 
gi|476 DPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKI 
      130       140       150       160       170       180         
 
          70        80                                              
AAD-12 PRVMWHSRLAGRPET                                              
                                                                    
gi|476 DYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEK 
      190       200       210       220       230       240         
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (4-27:1-24) 
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               10        20        30        40        50        60 
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP 
          .: ..:..   ... .:... :.:                                  
gi|892    MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVEVKGDGGAGTVRIIT 
                  10        20        30        40        50        
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (4-27:1-24) 
 
               10        20        30        40        50        60 
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP 
          .: ..:..   ... .:... :.:                                  
gi|215    MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAATGAYKSVEVKGDGGAGTVRIIT 
                  10        20        30        40        50        
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 70.1  bits: 16.0 E():   62 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (12-29:8-25) 
 
               10        20        30        40        50        60 
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP 
                  :.. :. ....:..   :                                
gi|751     IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK                      
                   10        20        30                           
 
>>gi|159162378|pdb|1H2O|A Chain A, Solution Structure Of  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.0  bits: 18.2 E():   63 
Smith-Waterman score: 42; 26.1% identity (52.2% similar) in 23 aa overlap (48-70:23-45) 
 
        20        30        40        50        60        70        
AAD-12 ESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR 
                                     : :   :. .  :  .:  ...:        
gi|159         GVFTYESEFTSEIPPPRLFKAFVLDADNLVPKIAPQAIKHSEILWGDGGPGT 
                       10        20        30        40        50   
 
        80                                                          
AAD-12 PET                                                          
                                                                    
gi|159 IKKITFGEGSQYGYVKHKIDSIDKENYSYSYTLIEGDALGDTLEKISYETKLVASPSGGS 
             60        70        80        90       100       110   
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.8  bits: 19.2 E():   65 
Smith-Waterman score: 45; 28.6% identity (51.4% similar) in 35 aa overlap (7-41:258-291) 
 
                                       10        20        30       
AAD-12                         SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     :...:    .  : :  .  : :. :  :. 
gi|510 IGENIIGHLLIVFDGGKSQPACSWYDVPCSHSESIVYATGMVSGRCQHLAVPWTAQQ-RI 
       230       240       250       260       270       280        
 
         40        50        60        70        80                 
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET                 
       .  ::                                                        
gi|510 NPIQWKFWRVFTSNIPAYPTSDTTNCVVLNTNVFKNDNTFEGEYHAFPDCARNLFKCRQQ 
        290       300       310       320       330       340       
 
>>gi|60920878|gb|AAX37326.1| glutathione transferase mu   (219 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.5  bits: 18.5 E():   67 
Smith-Waterman score: 43; 23.8% identity (57.1% similar) in 21 aa overlap (55-75:199-219) 
 
           30        40        50        60        70        80 
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET 
                                     ... .:  :. :   :..  :      
gi|609 KVMVPEVFGQFENLKRYVERMESLPRVSDYIKKQQPKTFNAPTSKWNASYA      
      170       180       190       200       210               
 
>>gi|1170095|sp|P46419.1|GSTM1_DERPT RecName: Full=Gluta  (219 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.5  bits: 18.5 E():   67 
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Smith-Waterman score: 43; 23.8% identity (57.1% similar) in 21 aa overlap (55-75:199-219) 
 
           30        40        50        60        70        80 
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET 
                                     ... .:  :. :   :..  :      
gi|117 KVMVPEVFGQFENLKRYVERMESLPRVSDYIKKQQPKTFNAPTSKWNASYA      
      170       180       190       200       210               
 
>>gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen 11S   (472 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 69.3  bits: 19.6 E():   68 
Smith-Waterman score: 46; 25.6% identity (51.2% similar) in 43 aa overlap (25-67:415-455) 
 
                     10        20        30        40        50     
AAD-12       SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     ::.  .  : :. . .    ::.  .:    
gi|110 EGQLVVVPQNFAVVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVI--QNSFD 
          390       400       410       420       430         440   
 
           60        70        80     
AAD-12 LHRAEPWDFKLPRVMWHSRLAGRPET     
       . : . :..:  :                  
gi|110 ISREDAWNLKESRSEMTIFAPGSRSQRQRN 
            450       460       470   
 
>>gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ver  (472 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 69.3  bits: 19.6 E():   68 
Smith-Waterman score: 46; 25.6% identity (51.2% similar) in 43 aa overlap (25-67:415-455) 
 
                     10        20        30        40        50     
AAD-12       SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     ::.  .  : :. . .    ::.  .:    
gi|156 EGQLVVVPQNFAVVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVI--QNSFD 
          390       400       410       420       430         440   
 
           60        70        80     
AAD-12 LHRAEPWDFKLPRVMWHSRLAGRPET     
       . : . :..:  :                  
gi|156 ISREDAWNLKESRSEMTIFAPGSRSQRQRN 
            450       460       470   
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.2  bits: 21.4 E():   69 
Smith-Waterman score: 58; 26.1% identity (67.4% similar) in 46 aa overlap (23-64:1159-1202) 
 
                       10        20        30            40         
AAD-12         SLLIGRHAHAIPGMDAAESERFLEGLVDWACQ-AP---RVHAHQWAAGDVVV 
                                     .::..:.  . .:   ..:::  . :.    
gi|203 ESNKGTPIELQYKVSGKDRSKRAAEMNAEDVEGVIDYKNSGSPIDSKMHAHLKVKGNNYG 
     1130      1140      1150      1160      1170      1180         
 
       50        60        70        80                             
AAD-12 WDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET                             
       .:..  :...:: ...                                             
gi|203 YDSE--LKQTEPQQYEGKMTLSKNDKKIFITHKTEMTKPTSTFLLKTDADVSYSESDMKK 
     1190        1200      1210      1220      1230      1240       
 
>>gi|3182907|sp|O02380.1|ALL2_TYRPU RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.1  bits: 17.8 E():   70 
Smith-Waterman score: 41; 37.5% identity (100.0% similar) in 8 aa overlap (53-60:41-48) 
 
             30        40        50        60        70        80   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET   
                                     :..:...:                       
gi|318 AVAAAGQVKFTDCGKKEIASVAVDGCEGDLCVIHKSKPVHVIAEFTANQDTCKIEVKVTG 
               20        30        40        50        60        70 
 
gi|318 QLNGLEVPIPGIETDGCKVLKCPLKKGTKYTMNYSVNVPSVVPNIKTVVKLLATGEHGVL 
               80        90       100       110       120       130 
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 69.0  bits: 18.9 E():   71 
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Smith-Waterman score: 44; 47.4% identity (63.2% similar) in 19 aa overlap (18-33:72-90) 
 
                            10        20           30        40     
AAD-12              SLLIGRHAHAIPGMDAAESERFLEGLVDW---ACQAPRVHAHQWAAG 
                                     :.. ::   :::   ::.:            
gi|144 TISKQVVFLIHGFLSTGNNENFVAMSKALIEKDDFLVISVDWKKGACNAFASTKDALGYS 
              50        60        70        80        90       100  
 
           50        60        70        80                         
AAD-12 DVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET                         
                                                                    
gi|144 KAVGNTRHVGKFVADFTKLLVEKYKVLISNIRLIGHSLGAHTSGFAGKEVQKLKLGKYKE 
             110       120       130       140       150       160  
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 68.9  bits: 19.3 E():   72 
Smith-Waterman score: 53; 22.9% identity (56.2% similar) in 48 aa overlap (27-70:120-167) 
 
                   10        20        30           40        50    
AAD-12     SLLIGRHAHAIPGMDAAESERFLEGLVDWAC---QAPRVHAHQWAAGDVVVWDNRC 
                                     :::     .. .:... .. ::....:    
gi|855 FFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGT 
      90       100       110       120       130       140          
 
            60         70        80                                 
AAD-12 LLHRAEPWD-FKLPRVMWHSRLAGRPET                                 
        .  : : . :.   . :                                           
gi|855 YVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAG 
     150       160       170       180       190       200          
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 68.9  bits: 19.3 E():   73 
Smith-Waterman score: 45; 26.8% identity (48.8% similar) in 41 aa overlap (21-55:172-212) 
 
                         10        20        30        40           
AAD-12           SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW------AAG 
                                     .  :: .  : .:   : :.       .:: 
gi|625 RGANVEITCGGLTIHNVCNVIIHNIHIHDIKVTEGGIIKATDAKPGHRHKSDGDGICVAG 
             150       160       170       180       190       200  
 
           50        60        70        80                         
AAD-12 DVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET                         
       .  .: ..: :                                                  
gi|625 SSKIWIDHCTLSHGPDGLIDVTLGSTAVTISNCKFSHHQKILLLGADNSHVDDKKMHVTV 
             210       220       230       240       250       260  
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.6  bits: 18.6 E():   75 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (27-40:29-42) 
 
                 10        20        30        40        50         
AAD-12   SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                   :.:  : :  . ::                   
gi|170 MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQTFP 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 EPWDFKLPRVMWHSRLAGRPET                                       
                                                                    
gi|170 HQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQQF 
               70        80        90       100       110       120 
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.1  bits: 19.3 E():   80 
Smith-Waterman score: 45; 38.9% identity (72.2% similar) in 18 aa overlap (5-22:241-258) 
 
                                         10        20        30     
AAD-12                           SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                     :  .... :::.: :: .             
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDQTYDLNFKE 
              220       230       240       250       260       270 
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           40        50        60        70        80               
AAD-12 RVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET               
                                                                    
gi|144 ENNNGSQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (53-64:27-38) 
 
             30        40        50        60        70        80   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET   
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (53-64:27-38) 
 
             30        40        50        60        70        80   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET   
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (53-64:27-38) 
 
             30        40        50        60        70        80   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET   
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (53-64:27-38) 
 
             30        40        50        60        70        80   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET   
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.1  bits: 17.5 E():   80 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (53-64:27-38) 
 
             30        40        50        60        70        80   
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET   
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
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>>gi|269996495|gb|ACZ57582.1| Ole e 11.0101 allergen pre  (364 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.8  bits: 19.0 E():   83 
Smith-Waterman score: 44; 38.5% identity (84.6% similar) in 13 aa overlap (1-13:228-240) 
 
                                             10        20        30 
AAD-12                               SLLIGRHAHAIPGMDAAESERFLEGLVDWA 
                                     :.... . ::.::                  
gi|269 QDTLCDDKGKHFYKDCYIEGTVDFIFGSGKSIFLNTELHAVPGDQPAIITAQARKTDSED 
       200       210       220       230       240       250        
 
               40        50        60        70        80           
AAD-12 CQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET           
                                                                    
gi|269 TGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMVDAIHPEGWILVKPEHESTVRFSEYN 
       260       270       280       290       300       310        
 
>>gi|68270856|gb|AAY88919.1| Ole e 11.0102 allergen prec  (364 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 67.8  bits: 19.0 E():   83 
Smith-Waterman score: 44; 38.5% identity (84.6% similar) in 13 aa overlap (1-13:228-240) 
 
                                             10        20        30 
AAD-12                               SLLIGRHAHAIPGMDAAESERFLEGLVDWA 
                                     :.... . ::.::                  
gi|682 QDTLCDDKGKHFYKDCYIEGTVDFIFGSGKSIFLNTELHAVPGDQPAIITAQARKTESED 
       200       210       220       230       240       250        
 
               40        50        60        70        80           
AAD-12 CQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET           
                                                                    
gi|682 TGYYFVNCRVTGGGAFLGRSWMPAAKVVFAYTEMGDAIHPEGWILVKPEHESTVRFPEYN 
       260       270       280       290       300       310        
 
>>gi|1052817|emb|CAA61943.1| profilin [Triticum aestivum  (138 aa) 
 initn:  37 init1:  37 opt:  40  Z-score: 67.6  bits: 17.5 E():   85 
Smith-Waterman score: 40; 25.7% identity (60.0% similar) in 35 aa overlap (1-34:100-134) 
 
                                             10         20          
AAD-12                               SLLIGRHAHAI-PGMDAAESERFLEGLVDW 
                                     .:..: . . . ::.     ::. . :.:  
gi|105 TKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQ 
      70        80        90       100       110       120          
 
      30        40        50        60        70        80 
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET 
       .  .:                                               
gi|105 GYWVPSSNS                                           
     130                                                   
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.5 E():   86 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (51-59:40-48) 
 
               30        40        50        60        70        80 
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET 
                                     . :..::.:                      
gi|170 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|170 LAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.5 E():   86 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (51-59:40-48) 
 
               30        40        50        60        70        80 
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET 
                                     . :..::.:                      
gi|212 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
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gi|212 LTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.5  bits: 17.5 E():   86 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (51-59:40-48) 
 
               30        40        50        60        70        80 
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET 
                                     . :..::.:                      
gi|158 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
gi|158 LAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|14423651|sp|Q9U5P2.1|ALL5_LEPDS RecName: Full=Mite   (110 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.5  bits: 17.2 E():   86 
Smith-Waterman score: 39; 33.3% identity (61.9% similar) in 21 aa overlap (51-71:8-28) 
 
               30        40        50        60        70        80 
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET 
                                     .: :.: .:    :: ... :          
gi|144                        DDFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELE 
                                      10        20        30        
 
gi|144 KSKSKELKAQILREISIGLDFIDSAKGHFERELKRADLNLAEKFNFESALSTGAVLHKDL 
        40        50        60        70        80        90        
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.5  bits: 17.9 E():   86 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (6-22:17-30) 
 
                          10        20        30        40          
AAD-12            SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW 
                       ::   .:..:    :::                            
gi|212 VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFSYD 
               10        20           30        40        50        
 
      50        60        70        80                              
AAD-12 DNRCLLHRAEPWDFKLPRVMWHSRLAGRPET                              
                                                                    
gi|212 DALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYENYAIVEGC 
        60        70        80        90       100       110        
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.4  bits: 17.9 E():   87 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (6-22:18-31) 
 
                           10        20        30        40         
AAD-12             SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
                        ::   .:..:    :::                           
gi|116 AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFSY 
               10        20           30        40        50        
 
       50        60        70        80                             
AAD-12 WDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET                             
                                                                    
gi|116 DDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYENYAIVEG 
        60        70        80        90       100       110        
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.4  bits: 17.9 E():   87 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (6-22:18-31) 
 
                           10        20        30        40         
AAD-12             SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
                        ::   .:..:    :::                           
gi|144 AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFSY 
               10        20           30        40        50        
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       50        60        70        80                             
AAD-12 WDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET                             
                                                                    
gi|144 DDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYDNYAIVEG 
        60        70        80        90       100       110        
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 67.4  bits: 15.4 E():   87 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (12-29:8-25) 
 
               10        20        30        40        50        60 
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP 
                  :.. :  ....:..   :                                
gi|751     IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA                         
                   10        20        30                           
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.3  bits: 18.6 E():   89 
Smith-Waterman score: 43; 26.9% identity (65.4% similar) in 26 aa overlap (42-66:14-39) 
 
              20        30        40        50        60         70 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK-LPRVMW 
                                     :.. ..  ..::.    .::. . ::     
gi|217                  MKTFLVFALLAVAATSAIAQMETRCIPGLERPWQQQPLPPQQT 
                                10        20        30        40    
 
               80                                                   
AAD-12 HSRLAGRPET                                                   
                                                                    
gi|217 FPQQPLFSQQQQQQLFPQQPSFSQQQPPFWQQQPPFSQQQPILPQQPPFSQQQQLVLPQQ 
            50        60        70        80        90       100    
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 17.9 E():   89 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (29-52:70-93) 
 
                 10        20        30        40        50         
AAD-12   SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|283 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
      40        50        60        70        80        90          
 
       60        70        80                                       
AAD-12 EPWDFKLPRVMWHSRLAGRPET                                       
                                                                    
gi|283 CGPVGAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
     100       110       120       130       140       150          
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 67.3  bits: 19.0 E():   89 
Smith-Waterman score: 44; 40.9% identity (59.1% similar) in 22 aa overlap (45-66:92-111) 
 
           20        30        40        50        60        70     
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL 
                                     :.: . ::  :: .  ::  .:         
gi|258 QGEEFHKIVFTVEGLQEFGNFVQFLEDHGLDAVGYINR--LHSVFGWDPYVPSSKRKHTR 
              70        80        90         100       110          
 
           80                                                       
AAD-12 AGRPET                                                       
                                                                    
gi|258 RGVGVDGLIDDIIAILPIDDLKALFQEKLETSPDFKAFYDAVRSPEFQSIVQTLNAMPEY 
     120       130       140       150       160       170          
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.2  bits: 17.9 E():   90 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (6-22:27-40) 
 
                                    10        20        30          
AAD-12                      SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
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                                 ::   .:..:    :::                  
gi|194 MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEALTQY 
               10        20        30           40        50        
 
      40        50        60        70        80                    
AAD-12 QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET                    
                                                                    
gi|194 KCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDY 
        60        70        80        90       100       110        
 
>>gi|1093120|prf||2103117A allergen Dac g II              (196 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.0  bits: 17.9 E():   92 
Smith-Waterman score: 41; 18.9% identity (45.9% similar) in 37 aa overlap (31-67:141-177) 
 
               10        20        30        40        50        60 
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP 
                                     :    .  :.  . :   .:.  ....    
gi|109 VFQFLILSCQGRIVNNCEVLICVMRRGNAMCLIASISMHHILTLDRFFFDGLEIIYKIFK 
              120       130       140       150       160       170 
 
               70        80       
AAD-12 WDFKLPRVMWHSRLAGRPET       
         :. ::                    
gi|109 MMFQKPRTRTCIEKDFPRRSSSSIPT 
              180       190       
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 66.9  bits: 15.4 E():   93 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (12-29:8-25) 
 
               10        20        30        40        50        60 
AAD-12 SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP 
                  :.. :  ....:..   :                                
gi|751     IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK                      
                   10        20        30                           
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.7  bits: 17.9 E():   95 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (29-52:87-110) 
 
                 10        20        30        40        50         
AAD-12   SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|158 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
       60        70        80                                       
AAD-12 EPWDFKLPRVMWHSRLAGRPET                                       
                                                                    
gi|158 CGPVGAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.7  bits: 17.9 E():   95 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (29-52:87-110) 
 
                 10        20        30        40        50         
AAD-12   SLLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|123 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
       60        70        80                                       
AAD-12 EPWDFKLPRVMWHSRLAGRPET                                       
                                                                    
gi|123 CGPVGAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|111120420|gb|ABH06344.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.2 E():   98 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (42-59:109-126) 
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              20        30        40        50        60        70  
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
              80 
AAD-12 SRLAGRPET 
 
>>gi|111120432|gb|ABH06350.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.2 E():   98 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (42-59:109-126) 
 
              20        30        40        50        60        70  
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
              80 
AAD-12 SRLAGRPET 
 
>>gi|111120428|gb|ABH06348.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.2 E():   98 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (42-59:109-126) 
 
              20        30        40        50        60        70  
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
              80 
AAD-12 SRLAGRPET 
 
>>gi|111120424|gb|ABH06346.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.2 E():   98 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (42-59:109-126) 
 
              20        30        40        50        60        70  
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
              80 
AAD-12 SRLAGRPET 
 
>>gi|111494253|gb|ABH06347.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.4  bits: 17.2 E():   98 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (42-59:109-126) 
 
              20        30        40        50        60        70  
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
              80 
AAD-12 SRLAGRPET 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:03:05 2011 done: Fri Jan 21 00:03:06 2011 
 Total Scan time:  0.060 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
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# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 209  - 288 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     0     8: * 
  34    26    22:=====*= 
  36    25    44:=======   * 
  38    38    73:==========        * 
  40    86   102:======================   * 
  42    87   125:======================         * 
  44   127   138:================================  * 
  46   179   140:==================================*========== 
  48   199   134:=================================*================ 
  50    96   122:========================      * 
  52   132   108:==========================*====== 
  54   114    92:======================*====== 
  56    92    77:===================*=== 
  58    50    63:=============  * 
  60    42    51:=========== * 
  62    29    41:========  * 
  64    33    33:========* 
  66    22    26:======* 
  68    22    20:====*= 
  70    12    16:===* 
  72     7    12:==* 
  74     7    10:==* 
  76     7     8:=* 
  78    13     6:=*== 
  80    19     5:=*=== 
  82     4     3:* 
  84     5     3:*= 
  86     3     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     2     1:* 
  92     2     1:*         :*= 
  94     3     1:*         :*== 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     1     0:=         *= 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 4.03480.00315; mu= 9.3461 0.168 
 mean_var=36.903011.380, 0's: 2 Z-trim: 3  B-trim: 15 in 1/43 
 Lambda= 0.211127 
 Kolmogorov-Smirnov  statistic: 0.0835 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
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 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.050 
 
The best scores are:                                      opt bits E(1491) 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   73 27.8    0.22 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   66 25.7    0.95 
gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Se ( 608)   64 25.2     1.9 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   56 22.4     2.5 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   55 22.0     2.5 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   57 22.7     2.6 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   56 22.4     3.3 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   56 22.4     3.3 
gi|3336842|emb|CAA76847.1| bovine serum albumin [B ( 607)   60 24.0     4.5 
gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Se ( 607)   60 24.0     4.5 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   54 21.9     6.4 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   54 21.9     6.4 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   54 21.9     6.4 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   58 23.3     6.8 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   57 23.0     8.1 
gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Ser ( 607)   57 23.0     8.4 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   50 20.6     9.8 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   53 21.7      10 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   50 20.6      11 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   50 20.6      11 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   53 21.7      12 
gi|212279|gb|AAA48944.1| lysozyme protein [Gallus  (  24)   42 17.8      13 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   48 20.0      15 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   52 21.4      15 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   53 21.8      15 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   48 20.0      15 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   48 20.0      15 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   48 20.0      15 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   48 20.0      15 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   48 20.0      15 
gi|34495280|gb|AAQ73487.1| type 2 allergen Lep d 2 ( 140)   48 20.0      16 
gi|34495278|gb|AAQ73486.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495284|gb|AAQ73489.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495288|gb|AAQ73491.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495274|gb|AAQ73484.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495290|gb|AAQ73492.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|33772588|gb|AAQ54603.1| Gly d 2.03 [Glycyphagus ( 141)   48 20.0      16 
gi|34495282|gb|AAQ73488.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   48 20.0      16 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   48 20.0      17 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   48 20.0      17 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   47 19.7      18 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   47 19.7      18 
gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Sc ( 129)   47 19.7      18 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   47 19.7      20 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   47 19.7      20 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   47 19.7      20 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   47 19.7      20 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   47 19.7      20 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   47 19.7      20 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   47 19.7      20 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 21.5      21 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 21.5      21 
gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Gl ( 162)   47 19.7      22 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   49 20.4      23 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   47 19.7      24 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   51 21.2      25 
gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   46 19.4      26 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   46 19.4      26 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   47 19.8      28 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   50 20.8      29 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   47 19.8      29 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 15.9      30 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   45 19.1      30 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   43 18.4      33 
gi|30794292|ref|NP_851341.1| lactotransferrin prec ( 708)   51 21.2      34 
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gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   46 19.5      34 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   46 19.5      37 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 18.4      37 
gi|14424466|sp|P35778.2|VA3_SOLIN RecName: Full=Ve ( 234)   46 19.5      38 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   49 20.6      38 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   48 20.2      39 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   42 18.1      47 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   42 18.1      47 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   47 19.9      48 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   47 19.9      50 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   44 18.9      54 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   42 18.2      55 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 16.0      57 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   46 19.6      57 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   45 19.2      57 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.2      58 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   47 20.0      59 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.2      61 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.2      61 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 16.0      61 
gi|159162378|pdb|1H2O|A Chain A, Solution Structur ( 159)   42 18.2      62 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   45 19.3      64 
gi|60920878|gb|AAX37326.1| glutathione transferase ( 219)   43 18.6      66 
gi|1170095|sp|P46419.1|GSTM1_DERPT RecName: Full=G ( 219)   43 18.6      66 
gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen  ( 472)   46 19.6      68 
gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ( 472)   46 19.6      68 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   51 21.4      69 
gi|1008443|emb|CAA61944.1| profilin [Triticum aest ( 141)   41 17.9      69 
gi|3182907|sp|O02380.1|ALL2_TYRPU RecName: Full=Mi ( 141)   41 17.9      69 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   44 18.9      70 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.3      72 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.3      72 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   43 18.6      74 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   41 17.9      76 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.3      79 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   40 17.5      79 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   40 17.5      79 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   40 17.5      79 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   40 17.5      79 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   40 17.5      79 
gi|14423651|sp|Q9U5P2.1|ALL5_LEPDS RecName: Full=M ( 110)   39 17.2      85 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   40 17.5      85 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   40 17.5      85 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   40 17.5      85 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 17.9      85 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 15.4      85 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 17.9      86 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 17.9      86 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   41 17.9      88 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   43 18.6      88 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   44 19.0      88 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 17.9      89 
gi|1093120|prf||2103117A allergen Dac g II         ( 196)   41 17.9      91 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 15.4      92 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   41 17.9      94 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   41 17.9      94 
gi|111120428|gb|ABH06348.1| Blo t 21 allergen [Blo ( 129)   39 17.2      97 
gi|111120424|gb|ABH06346.1| Blo t 21 allergen [Blo ( 129)   39 17.2      97 
gi|111120432|gb|ABH06350.1| Blo t 21 allergen [Blo ( 129)   39 17.2      97 
gi|111120420|gb|ABH06344.1| Blo t 21 allergen [Blo ( 129)   39 17.2      97 
gi|111494253|gb|ABH06347.1| Blo t 21 allergen [Blo ( 129)   39 17.2      97 
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  73 init1:  73 opt:  73  Z-score: 114.4  bits: 27.8 E(): 0.22 
Smith-Waterman score: 73; 35.5% identity (54.8% similar) in 31 aa overlap (13-43:246-276) 
 
                                 10        20        30        40   
AAD-12                   LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:: :   . :     .: . 
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
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             50        60        70        80                       
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE                       
       :                                                            
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  66 init1:  66 opt:  66  Z-score: 102.8  bits: 25.7 E(): 0.95 
Smith-Waterman score: 66; 32.3% identity (54.8% similar) in 31 aa overlap (13-43:247-277) 
 
                                 10        20        30        40   
AAD-12                   LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:  :   . :.    .: . 
gi|232 APDIKTPKEALDLIMDAIDKAGYKGKVGIAMDVASSEFYKDGKYDLDFKNPESDPSKWLS 
        220       230       240       250       260       270       
 
             50        60        70        80                       
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE                       
       :                                                            
gi|232 GPQLADLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKT 
        280       290       300       310       320       330       
 
>>gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Serum   (608 aa) 
 initn:  53 init1:  53 opt:  64  Z-score: 97.4  bits: 25.2 E():  1.9 
Smith-Waterman score: 64; 23.8% identity (53.8% similar) in 80 aa overlap (2-77:431-510) 
 
                                            10           20         
AAD-12                              LLIGRHAHAIPGMDA---AESERFLEGLVDW 
                                     :. :... .: ...   .:  : :  . .  
gi|135 FKPLVEEPHNLVKTNCELFEKLGEYGFQNALLVRYTKKVPQVSTPTLVEVSRSLGKVGSK 
              410       420       430       440       450       460 
 
       30        40        50         60        70        80        
AAD-12 ACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLAGRPETE        
        :  :...  . :   . :  :: :.::.  : . .. .   .: .  ::           
gi|135 CCTHPEAERLSCAEDYLSVVLNRLCVLHEKTPVSERVTKCCTESLVNRRPCFSALQVDET 
              470       480       490       500       510       520 
 
gi|135 YVPKEFSAETFTFHADLCTLPEAEKQIKKQSALVELLKHKPKATEEQLKTVMGDFGSFVD 
              530       540       550       560       570       580 
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 95.3  bits: 22.4 E():  2.5 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (24-40:68-86) 
 
                      10        20        30          40        50  
AAD-12        LLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|219 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
              60        70        80 
AAD-12 CLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     
gi|219 SFDSDRSGLLLKQKVSDE            
       100       110                 
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 95.2  bits: 22.0 E():  2.5 
Smith-Waterman score: 55; 30.4% identity (41.3% similar) in 46 aa overlap (27-69:29-70) 
 
                 10        20        30        40        50         
AAD-12   LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE 
                                   :  :::   : .. : ..   :: : .      
gi|323 QAGGQTCAGNICCSQYGYCGTTADYCSPDNNCQATY-HYYNPAQNN---WDLRAVSAYCS 
               10        20        30         40           50       
 
       60           70        80           
AAD-12 PWDFKLP---RVMWHSRLAGRPETE           
        ::   :   :  :                      
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gi|323 TWDADKPYSWRYGWTAFCGPAGPRCLRTNAAVTVR 
         60        70        80        90  
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 95.1  bits: 22.7 E():  2.6 
Smith-Waterman score: 57; 27.9% identity (48.8% similar) in 43 aa overlap (7-49:96-133) 
 
                                       10        20        30       
AAD-12                         LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     .:   :.. :. :.:  .:::.       : 
gi|121 IVGFFSEVIGLIGNPENRPALKTLIDGLASSHKARGIEKAQFEEFRASLVDYLS-----H 
          70        80        90       100       110            120 
 
         40        50        60        70        80 
AAD-12 AHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
         .:      .::                                
gi|121 HLDWNDTMKSTWDLALNNMFFYILHALEVAQ              
              130       140       150               
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 93.2  bits: 22.4 E():  3.3 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (24-40:68-86) 
 
                      10        20        30          40        50  
AAD-12        LLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|456 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNF 
        40        50        60        70        80        90        
 
              60        70        80                                
AAD-12 CLLHRAEPWDFKLPRVMWHSRLAGRPETE                                
                                                                    
gi|456 SFGSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 93.2  bits: 22.4 E():  3.3 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (24-40:68-86) 
 
                      10        20        30          40        50  
AAD-12        LLIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|184 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
              60        70        80                                
AAD-12 CLLHRAEPWDFKLPRVMWHSRLAGRPETE                                
                                                                    
gi|184 SFDSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|3336842|emb|CAA76847.1| bovine serum albumin [Bos t  (607 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 90.8  bits: 24.0 E():  4.5 
Smith-Waterman score: 60; 23.8% identity (50.0% similar) in 80 aa overlap (2-77:430-509) 
 
                                            10           20         
AAD-12                              LLIGRHAHAIPGMDA---AESERFLEGLVDW 
                                     :: :... .: ...   .:  : :  .    
gi|333 LKHLVDEPQNLIKQNCDQFEKLGEYGFQNALIVRYTRKVPQVSTPTLVEVSRSLGKVGTR 
     400       410       420       430       440       450          
 
       30        40        50         60        70        80        
AAD-12 ACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLAGRPETE        
        :  :. .    .   . .  :: :.::.  : . :. .   .: .  ::           
gi|333 CCTKPESERMPCTEDYLSLILNRLCVLHEKTPVSEKVTKCCTESLVNRRPCFSALTPDET 
     460       470       480       490       500       510          
 
gi|333 YVPKAFDEKLFTFHADICTLPDTEKQIKKQTALVELLKHKPKATEEQLKTVMENFVAFVD 
     520       530       540       550       560       570          
 
>>gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Serum   (607 aa) 
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 initn:  51 init1:  51 opt:  60  Z-score: 90.8  bits: 24.0 E():  4.5 
Smith-Waterman score: 60; 23.8% identity (50.0% similar) in 80 aa overlap (2-77:430-509) 
 
                                            10           20         
AAD-12                              LLIGRHAHAIPGMDA---AESERFLEGLVDW 
                                     :: :... .: ...   .:  : :  .    
gi|135 LKHLVDEPQNLIKQNCDQFEKLGEYGFQNALIVRYTRKVPQVSTPTLVEVSRSLGKVGTR 
     400       410       420       430       440       450          
 
       30        40        50         60        70        80        
AAD-12 ACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLAGRPETE        
        :  :. .    .   . .  :: :.::.  : . :. .   .: .  ::           
gi|135 CCTKPESERMPCTEDYLSLILNRLCVLHEKTPVSEKVTKCCTESLVNRRPCFSALTPDET 
     460       470       480       490       500       510          
 
gi|135 YVPKAFDEKLFTFHADICTLPDTEKQIKKQTALVELLKHKPKATEEQLKTVMENFVAFVD 
     520       530       540       550       560       570          
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 88.1  bits: 21.9 E():  6.4 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (44-58:122-138) 
 
            20        30        40        50          60        70  
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRVMWHS 
                                     : :..::.:::  :..:              
gi|162 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
              80                                                 
AAD-12 RLAGRPETE                                                 
                                                                 
gi|162 RKELAAVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200         
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 88.0  bits: 21.9 E():  6.4 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (44-58:122-138) 
 
            20        30        40        50          60        70  
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRVMWHS 
                                     : :..::.:::  :..:              
gi|124 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
              80                                                   
AAD-12 RLAGRPETE                                                   
                                                                   
gi|124 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 88.0  bits: 21.9 E():  6.4 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (44-58:122-138) 
 
            20        30        40        50          60        70  
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRVMWHS 
                                     : :..::.:::  :..:              
gi|209 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
              80                                                   
AAD-12 RLAGRPETE                                                   
                                                                   
gi|209 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  52 init1:  52 opt:  58  Z-score: 87.5  bits: 23.3 E():  6.8 
Smith-Waterman score: 58; 23.8% identity (51.2% similar) in 80 aa overlap (2-77:431-510) 
 
                                            10           20         
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AAD-12                              LLIGRHAHAIPGMDA---AESERFLEGLVDW 
                                     :. :...  : ...   .:  : :  .    
gi|668 FKPLVDEPQNLVKTNCELFEKLGEYGFQNALLVRYTKKAPQVSTPTLVEVSRKLGKVGTK 
              410       420       430       440       450       460 
 
       30        40        50         60        70        80        
AAD-12 ACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLAGRPETE        
        :. :. .  . :   . :  :: :.::.  : . .. .   .: .  ::           
gi|668 CCKKPESERMSCAEDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFSGLEVDET 
              470       480       490       500       510       520 
 
gi|668 YVPKEFNAETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVE 
              530       540       550       560       570       580 
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  52 init1:  52 opt:  57  Z-score: 86.1  bits: 23.0 E():  8.1 
Smith-Waterman score: 57; 23.8% identity (51.2% similar) in 80 aa overlap (2-77:408-487) 
 
                                            10           20         
AAD-12                              LLIGRHAHAIPGMDA---AESERFLEGLVDW 
                                     :. :...  : ...   .:  : :  .    
gi|331 FKPLVDEPQNLVKTNCELFEKLGEYGFQNALLVRYTKKAPQVSTPTLVEVSRKLGKVGTK 
       380       390       400       410       420       430        
 
       30        40        50         60        70        80        
AAD-12 ACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLAGRPETE        
        :. :. .  . :   . :  :: :.::.  : . .. .   .: .  ::           
gi|331 CCKKPESERMSCADDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFSGLEVDET 
       440       450       460       470       480       490        
 
gi|331 YVPKEFNAETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVE 
       500       510       520       530       540       550        
 
>>gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Serum a  (607 aa) 
 initn:  47 init1:  47 opt:  57  Z-score: 85.9  bits: 23.0 E():  8.4 
Smith-Waterman score: 57; 23.8% identity (51.2% similar) in 80 aa overlap (2-77:430-509) 
 
                                            10           20         
AAD-12                              LLIGRHAHAIPGMDA---AESERFLEGLVDW 
                                     :: :...  : ...   .:  : :  . .  
gi|543 FTPLVEEPKSLVKKNCDLFEEVGEYDFQNALIVRYTKKAPQVSTPTLVEIGRTLGKVGSR 
     400       410       420       430       440       450          
 
       30        40        50         60        70        80        
AAD-12 ACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLAGRPETE        
        :. :. .    . . ...  :: :.::.  : . :. .    :    ::           
gi|543 CCKLPESERLPCSENHLALALNRLCVLHEKTPVSEKITKCCTDSLAERRPCFSALELDEG 
     460       470       480       490       500       510          
 
gi|543 YVPKEFKAETFTFHADICTLPEDEKQIKKQSALAELVKHKPKATKEQLKTVLGNFSAFVA 
     520       530       540       550       560       570          
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.7  bits: 20.6 E():  9.8 
Smith-Waterman score: 50; 50.0% identity (90.0% similar) in 10 aa overlap (50-59:24-33) 
 
      20        30        40        50        60        70          
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET 
                                     : :..::..:                     
gi|484        GKMNFTDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVL 
                      10        20        30        40        50    
 
      80                                                            
AAD-12 E                                                            
                                                                    
gi|484 TAIIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGE 
            60        70        80        90       100       110    
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.2  bits: 21.7 E():   10 
Smith-Waterman score: 53; 43.8% identity (62.5% similar) in 16 aa overlap (24-39:27-42) 
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                  10        20        30        40        50        
AAD-12    LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                 : :.:  : : .. ::                   
gi|170 MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQQTFP 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 EPWDFKLPRVMWHSRLAGRPETE                                      
                                                                    
gi|170 HQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQPQQPF 
               70        80        90       100       110       120 
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.8  bits: 20.6 E():   11 
Smith-Waterman score: 50; 33.3% identity (100.0% similar) in 12 aa overlap (52-63:44-55) 
 
              30        40        50        60        70        80  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE  
                                     :..::..:....                   
gi|558 AVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.8  bits: 20.6 E():   11 
Smith-Waterman score: 50; 40.0% identity (60.0% similar) in 15 aa overlap (46-60:127-141) 
 
          20        30        40        50        60        70      
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 
                                     :.: :::    .. :                
gi|126 PCSALLSSDITASVNCAKKIVSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL          
        100       110       120       130       140                 
 
          80 
AAD-12 RPETE 
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 83.4  bits: 21.7 E():   12 
Smith-Waterman score: 53; 33.3% identity (66.7% similar) in 33 aa overlap (40-69:145-176) 
 
      10        20        30        40          50         60       
AAD-12 IPGMDAAESERFLEGLVDWACQAPRVHAHQWA-AGD-VVVWDNRCLLH-RAEPWDFKLPR 
                                     :: : :   .: . :.:. ...: :. .:  
gi|320 NGFASVGDTATRKREIAAFLAQTSHETTGGWATAPDGPYAW-GYCFLKEQGNPPDYCVPT 
          120       130       140       150        160       170    
 
         70        80                                               
AAD-12 VMWHSRLAGRPETE                                               
       ..:                                                          
gi|320 AQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDPVISFKTALWFWMT 
           180       190       200       210       220       230    
 
>>gi|212279|gb|AAA48944.1| lysozyme protein [Gallus gall  (24 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 82.6  bits: 17.8 E():   13 
Smith-Waterman score: 42; 33.3% identity (53.3% similar) in 15 aa overlap (46-60:5-19) 
 
          20        30        40        50        60        70      
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 
                                     :.: : :    .. :                
gi|212                           MNAWVAWRNSCKGTDVQAWIRGCR           
                                         10        20               
 
          80 
AAD-12 RPETE 
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.6  bits: 20.0 E():   15 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (51-63:76-88) 
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               30        40        50        60        70        80 
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|484 TTKATIKVLAKVAGTPIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILPKVKAEVT 
          50        60        70        80        90       100      
 
gi|484 AELVGDHGVLACGRFGRQVE 
         110       120      
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.5  bits: 21.4 E():   15 
Smith-Waterman score: 52; 28.1% identity (59.4% similar) in 32 aa overlap (13-44:66-97) 
 
                                 10        20        30        40   
AAD-12                   LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     .:. . . : :: .. .   ::.  ::..  
gi|729 STLSLVTKADGKIDMTVDLISPVTKRASLKIDSKKYNLFHEGELSASIVNPRLSWHQYTK 
          40        50        60        70        80        90      
 
             50        60        70        80                       
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE                       
        :                                                           
gi|729 RDSREYKSDVELSLRSSDIALKITMPDYNSKIHYSRQGDQINMDIDGTLIEGHAQGTIRE 
         100       110       120       130       140       150      
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 81.4  bits: 21.8 E():   15 
Smith-Waterman score: 53; 27.3% identity (54.5% similar) in 44 aa overlap (4-46:241-284) 
 
                                          10        20         30   
AAD-12                            LLIGRHAHAIPGMDAAESERF-LEGLVDWACQA 
                                     :  .... :::.: :: .  .   :   .  
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDKTYDLNFKE 
              220       230       240       250       260       270 
 
             40        50        60        70        80             
AAD-12 PRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE             
          .. :  .:::.                                               
gi|144 ENNNGSQKISGDVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.4  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (52-63:27-38) 
 
              30        40        50        60        70        80  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE  
                                     :..::..:....                   
gi|157     SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|157 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
         60        70        80        90       100       110       
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.4  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (52-63:27-38) 
 
              30        40        50        60        70        80  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE  
                                     :..::..:....                   
gi|760     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKA 
                   10        20        30        40        50       
 
gi|760 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.4  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (52-63:27-38) 
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              30        40        50        60        70        80  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE  
                                     :..::..:....                   
gi|214     SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|214 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
         60        70        80        90       100       110       
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.4  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (52-63:27-38) 
 
              30        40        50        60        70        80  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE  
                                     :..::..:....                   
gi|256     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKA 
                   10        20        30        40        50       
 
gi|256 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNGV 
         60        70        80        90       100       110       
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.3  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (52-63:28-39) 
 
              30        40        50        60        70        80  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE  
                                     :..::..:....                   
gi|110    RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNSKTAKIEIKA 
                  10        20        30        40        50        
 
gi|110 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNGV 
        60        70        80        90       100       110        
 
>>gi|34495280|gb|AAQ73487.1| type 2 allergen Lep d 2.024  (140 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (51-63:91-103) 
 
               30        40        50        60        70        80 
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
               70        80        90       100       110       120 
 
gi|344 AELIGDHGILACGTVNGQVE 
              130       140 
 
>>gi|34495278|gb|AAQ73486.1| type 2 allergen Lep d 2.023  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (51-63:92-104) 
 
               30        40        50        60        70        80 
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495284|gb|AAQ73489.1| type 2 allergen Lep d 2.031  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (51-63:92-104) 
 
               30        40        50        60        70        80 
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
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gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495288|gb|AAQ73491.1| type 2 allergen Lep d 2.039  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (51-63:92-104) 
 
               30        40        50        60        70        80 
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495274|gb|AAQ73484.1| type 2 allergen Lep d 2.013  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (51-63:92-104) 
 
               30        40        50        60        70        80 
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495290|gb|AAQ73492.1| type 2 allergen Lep d 2.042  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (51-63:92-104) 
 
               30        40        50        60        70        80 
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVVGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGTVE 
             130       140  
 
>>gi|33772588|gb|AAQ54603.1| Gly d 2.03 [Glycyphagus dom  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (51-63:92-104) 
 
               30        40        50        60        70        80 
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|337 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|337 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495282|gb|AAQ73488.1| type 2 allergen Lep d 2.025  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (51-63:92-104) 
 
               30        40        50        60        70        80 
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2.035  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 20.0 E():   16 
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Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (51-63:92-104) 
 
               30        40        50        60        70        80 
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.6  bits: 20.0 E():   16 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (52-63:43-54) 
 
              30        40        50        60        70        80  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE  
                                     :..::..:....                   
gi|164 AVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEANQNRKTAKIEIKA 
             20        30        40        50        60        70   
 
gi|164 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
             80        90       100       110       120       130   
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.5  bits: 20.0 E():   17 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (52-63:44-55) 
 
              30        40        50        60        70        80  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE  
                                     :..::..:....                   
gi|996 AVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNTKNAKIEIKA 
            20        30        40        50        60        70    
 
gi|996 SIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
            80        90       100       110       120       130    
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.5  bits: 20.0 E():   17 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (52-63:44-55) 
 
              30        40        50        60        70        80  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE  
                                     :..::..:....                   
gi|135 AVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|135 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
            80        90       100       110       120       130    
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.7  bits: 19.7 E():   18 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (52-63:27-38) 
 
              30        40        50        60        70        80  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE  
                                     :..::..:. ..                   
gi|760     DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|760 NINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
         60        70        80        90       100       110       
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.7  bits: 19.7 E():   18 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (52-63:27-38) 
 
              30        40        50        60        70        80  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE  
                                     :..::..:. ..                   
gi|179     DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
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                   10        20        30        40        50       
 
gi|179 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENVVVTVKLVGDNGV 
         60        70        80        90       100       110       
 
>>gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Schist  (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.7  bits: 19.7 E():   18 
Smith-Waterman score: 47; 50.0% identity (80.0% similar) in 10 aa overlap (48-57:6-15) 
 
        20        30        40        50        60        70        
AAD-12 SERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP 
                                     :::.:. . :                     
gi|298                          MSADSWDNHCVTYVANNKCLKNLCMTAIDGSHLGT 
                                        10        20        30      
 
        80                                                          
AAD-12 ETE                                                          
                                                                    
gi|298 SNPDFRIPPELILQLKSILDGGLDTSIFFMGEKYIVLQHDSSCLVSRCGKKSLIFYATGK 
          40        50        60        70        80        90      
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.3  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (52-63:36-47) 
 
              30        40        50        60        70        80  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE  
                                     :..::..:. ..                   
gi|217 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
          10        20        30        40        50        60      
 
gi|217 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
          70        80        90       100       110       120      
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.1  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (52-63:40-51) 
 
              30        40        50        60        70        80  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE  
                                     :..::..:. ..                   
gi|546 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
      10        20        30        40        50        60          
 
gi|546 SLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
      70        80        90       100       110       120          
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.9  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (52-63:44-55) 
 
              30        40        50        60        70        80  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE  
                                     :..::..:. ..                   
gi|558 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.9  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (52-63:44-55) 
 
              30        40        50        60        70        80  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE  
                                     :..::..:. ..                   
gi|558 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLIGDNGV 
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            80        90       100       110       120       130    
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.9  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (52-63:44-55) 
 
              30        40        50        60        70        80  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE  
                                     :..::..:. ..                   
gi|864 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|864 NIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.9  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (52-63:44-55) 
 
              30        40        50        60        70        80  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE  
                                     :..::..:. ..                   
gi|218 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|218 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.9  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (52-63:44-55) 
 
              30        40        50        60        70        80  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE  
                                     :..::..:. ..                   
gi|256 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|256 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 78.8  bits: 21.5 E():   21 
Smith-Waterman score: 52; 27.1% identity (56.2% similar) in 48 aa overlap (36-78:159-206) 
 
          10        20        30        40        50             60 
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEP----W 
                                     ...:: ::.    ..: . . : .:    . 
gi|114 NPASWKNNRIWLQFAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKF 
      130       140       150       160       170       180         
 
               70        80                                         
AAD-12 DFKLPRVMWHSRLAGRPETE                                         
       ::.   ..   :: . ::                                           
gi|114 DFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDSPNTDGIDIFASKNFHLQK 
      190       200       210       220       230       240         
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 78.8  bits: 21.5 E():   21 
Smith-Waterman score: 52; 27.1% identity (56.2% similar) in 48 aa overlap (36-78:159-206) 
 
          10        20        30        40        50             60 
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEP----W 
                                     ...:: ::.    ..: . . : .:    . 
gi|248 NPASWKNNRIWLQFAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKF 
      130       140       150       160       170       180         
 
               70        80                                         
AAD-12 DFKLPRVMWHSRLAGRPETE                                         
       ::.   ..   :: . ::                                           
gi|248 DFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDSPNTDGIDIFASKNFHLQK 
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      190       200       210       220       230       240         
 
>>gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Globin  (162 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 78.2  bits: 19.7 E():   22 
Smith-Waterman score: 47; 25.0% identity (63.6% similar) in 44 aa overlap (8-50:111-148) 
 
                                      10        20        30        
AAD-12                        LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                     :   :..::.  .:  .::..      ..: 
gi|121 VSFFTEVISLSGNQANLSAVYALVSKLGVDHKARGISAAQFGEFRTALVSY------LQA 
               90       100       110       120       130           
 
         40        50        60        70        80 
AAD-12 H-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
       : .:. . ...:..                               
gi|121 HVSWGDNVAAAWNHALDNTYAVALKSLE                 
          140       150       160                   
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 77.9  bits: 20.4 E():   23 
Smith-Waterman score: 49; 43.8% identity (56.2% similar) in 16 aa overlap (24-39:8-23) 
 
               10        20        30        40        50        60 
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW 
                              : :.:  : :  . ::                      
gi|106                 NIQVDPSGQVQWPQQQPFPQPHQPFSQQPQQTFPQPQQTFPHQP 
                               10        20        30        40     
 
               70        80                                         
AAD-12 DFKLPRVMWHSRLAGRPETE                                         
                                                                    
gi|106 QQQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQPFPQP 
           50        60        70        80        90       100     
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.7  bits: 19.7 E():   24 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (52-63:73-84) 
 
              30        40        50        60        70        80  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE  
                                     :..::..:. ..                   
gi|156 KHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
             50        60        70        80        90       100   
 
gi|156 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            110       120       130       140       150       160   
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 77.3  bits: 21.2 E():   25 
Smith-Waterman score: 51; 54.5% identity (72.7% similar) in 11 aa overlap (59-69:162-170) 
 
       30        40        50        60        70        80         
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE         
                                     ::.:  : .::                    
gi|108 DKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNF--PLLMWAWKIGPAIACGNTVVLKTA 
             140       150       160         170       180          
 
gi|108 EQTPLGGLVAASLVKEAGFPPGVINVISGFGKVAGAALSSHMDVDKVAFTGSTVVGRTIL 
     190       200       210       220       230       240          
 
>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (3-45:1-44) 
 
               10        20         30        40        50          
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLV-DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP 
         .: ..:..   ... .:... :.: :     :..    . . ::               
gi|215   MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIITL 
                 10        20        30        40        50         
 
      60        70        80                                        
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AAD-12 WDFKLPRVMWHSRLAGRPETE                                        
                                                                    
gi|215 PEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVVPTADGGSITKTTA 
       60        70        80        90       100       110         
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (3-45:1-44) 
 
               10        20         30        40        50          
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLV-DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP 
         .: ..:..   ... .:... :.: :     :..    . . ::               
gi|166   MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIITL 
                 10        20        30        40        50         
 
      60        70        80                                        
AAD-12 WDFKLPRVMWHSRLAGRPETE                                        
                                                                    
gi|166 PEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITKTTA 
       60        70        80        90       100       110         
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.5  bits: 19.8 E():   28 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (7-44:156-194) 
 
                                       10        20        30       
AAD-12                         LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|833 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
         130       140       150       160       170       180      
 
          40        50        60        70        80 
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
       .. .:: ..                                     
gi|833 NVINWAEAENRYIAGDKGGHPFMKL                     
         190       200       210                     
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 76.2  bits: 20.8 E():   29 
Smith-Waterman score: 50; 28.3% identity (43.4% similar) in 53 aa overlap (30-66:25-77) 
 
               10        20        30              40        50     
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ------WAAGDVVVWDN---- 
                                    ::  :. : .      . :: : .::      
gi|259      LSVCFLILFHGCLASRQEWQQQDECQIDRLDALEPDNRVEYEAGTVEAWDPNHEQ 
                    10        20        30        40        50      
 
                     60        70        80                         
AAD-12 -RC-----LLHRAEPWDFKLPRVMWHSRLAGRPETE                         
        ::     . :  .:  . ::.                                       
gi|259 FRCAGVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQG 
          60        70        80        90       100       110      
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.1  bits: 19.8 E():   29 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (7-44:167-205) 
 
                                       10        20        30       
AAD-12                         LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|164 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
        140       150       160       170       180       190       
 
          40        50        60        70        80 
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
       .. .:: ..                                     
gi|164 NVINWAEAENRYIAGDKGGHPFMKL                     
        200       210       220                      
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 75.9  bits: 15.9 E():   30 
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Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (6-11:8-13) 
 
                 10        20        30        40        50         
AAD-12   LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE 
              ::: .:                                                
gi|131 GPVGGVVHAHMMPLL                                              
               10                                                   
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  39 init1:  39 opt:  45  Z-score: 75.9  bits: 19.1 E():   30 
Smith-Waterman score: 45; 27.5% identity (57.5% similar) in 40 aa overlap (1-38:101-140) 
 
                                             10         20          
AAD-12                               LLIGRHAHAI-PGMDAAESERFLEGLVDWA 
                                     :..: . . . ::.     ::. . :.: . 
gi|100 KYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQG 
               80        90       100       110       120       130 
 
       30        40        50        60        70        80 
AAD-12 -CQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
        : . . : :                                           
gi|100 YCGSHHHHHH                                           
              140                                           
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.1  bits: 18.4 E():   33 
Smith-Waterman score: 43; 30.4% identity (60.9% similar) in 23 aa overlap (40-62:53-75) 
 
      10        20        30        40        50        60          
AAD-12 IPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW 
                                     :: . :.. ..  : :: .  :.        
gi|387 SINGNAPAEIDLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVD 
             30        40        50        60        70        80   
 
      70        80    
AAD-12 HSRLAGRPETE    
                      
gi|387 CASQHGCHGDTIPR 
             90       
 
>>gi|30794292|ref|NP_851341.1| lactotransferrin precurso  (708 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 75.0  bits: 21.2 E():   34 
Smith-Waterman score: 51; 34.4% identity (50.0% similar) in 32 aa overlap (46-77:25-51) 
 
          20        30        40        50        60        70      
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 
                                     : :   : . . : : ::  : .:. .  : 
gi|307       MKLFVPALLSLGALGLCLAAPRKNVRW---CTISQPE-W-FKCRRWQWRMKKLG 
                     10        20           30          40          
 
          80                                                        
AAD-12 RPETE                                                        
        :                                                           
gi|307 APSITCVRRAFALECIRAIAEKKADAVTLDGGMVFEAGRDPYKLRPVAAEIYGTKESPQT 
      50        60        70        80        90       100          
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.8  bits: 19.5 E():   34 
Smith-Waterman score: 46; 35.3% identity (58.8% similar) in 17 aa overlap (58-74:70-86) 
 
        30        40        50        60        70        80        
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE        
                                     .:   :.: . :  .::              
gi|613 DAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIAQRWANQCTFE 
      40        50        60        70        80        90          
 
gi|613 HDACRNVERFAVGQNIAATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMH 
     100       110       120       130       140       150          
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.3  bits: 19.5 E():   37 
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Smith-Waterman score: 46; 22.9% identity (60.4% similar) in 48 aa overlap (11-58:115-162) 
 
                                   10        20        30        40 
AAD-12                     LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. : ... . :     : ..:.  :..  
gi|383 GSEASANPKDKPAEEEEEEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSL 
           90       100       110       120       130       140     
 
               50        60        70        80                     
AAD-12 AAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE                     
       .. .:  ::..  :.. :                                           
gi|383 VTLEVKPWDDETNLEELEANVRAIEMDGLVWGASKFVAVGFGIKKLQINLVVEDEKVSTD 
          150       160       170       180       190       200     
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.2  bits: 18.4 E():   37 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (12-24:5-17) 
 
               10        20        30        40        50        60 
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW 
                  :.:::: .  :.:                                     
gi|208        MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACGLAKKSAEEVKAAFNKIDQD 
                      10        20        30        40        50    
 
>>gi|14424466|sp|P35778.2|VA3_SOLIN RecName: Full=Venom   (234 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.1  bits: 19.5 E():   38 
Smith-Waterman score: 46; 35.3% identity (58.8% similar) in 17 aa overlap (58-74:92-108) 
 
        30        40        50        60        70        80        
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE        
                                     .:   :.: . :  .::              
gi|144 DAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIAQRWANQCTFE 
              70        80        90       100       110       120  
 
gi|144 HDACRNVERFAVGQNIAATSSSGKNKSTPNEMILLWYNEVKDFDNRWISSFPSDDNILMK 
             130       140       150       160       170       180  
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.1  bits: 20.6 E():   38 
Smith-Waterman score: 53; 27.0% identity (56.8% similar) in 37 aa overlap (12-47:441-477) 
 
                                  10        20         30        40 
AAD-12                    LLIGRHAHAIPGMDAAESERFLEG-LVDWACQAPRVHAHQW 
                                     :. :.    .. : :.:  : .  .:. .  
gi|505 YQIAFSRGNRAFIAINLQKNQQNLQQKLHTGLPAGTYCDIISGNLIDNKCTGKSIHVDKN 
              420       430       440       450       460       470 
 
               50        60        70        80 
AAD-12 AAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
       . .:: :                                  
gi|505 GQADVYVGHDEFDAFVAYHIGARIVS               
              480       490                     
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 73.9  bits: 20.2 E():   39 
Smith-Waterman score: 48; 27.1% identity (47.5% similar) in 59 aa overlap (20-71:173-227) 
 
                          10        20        30        40          
AAD-12            LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV--- 
                                     : : :    .  .: .  :: . ::..    
gi|113 RGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQ-SDGDAIHVT 
            150       160       170       180       190        200  
 
             50        60        70        80                       
AAD-12 ----VWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE                       
           .: ..: : ..  .:  :  : : :                                
gi|113 GSSDIWIDHCTLSKS--FD-GLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDLKM 
             210          220       230       240       250         
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.4  bits: 18.1 E():   47 
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Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (6-43:20-57) 
 
                             10        20        30        40       
AAD-12               LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                          ::  . . : :. :    :..:   .:  :   .  ::    
gi|730 MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGS 
               10        20        30        40        50        60 
 
         50        60        70        80                   
AAD-12 VWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE                   
                                                            
gi|730 VFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
               70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.4  bits: 18.1 E():   47 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (6-43:20-57) 
 
                             10        20        30        40       
AAD-12               LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                          ::  . . : :. :    :..:   .:  :   .  ::    
gi|191 MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGS 
               10        20        30        40        50        60 
 
         50        60        70        80                   
AAD-12 VWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE                   
                                                            
gi|191 VFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
               70        80        90       100       110   
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.2  bits: 19.9 E():   48 
Smith-Waterman score: 47; 37.5% identity (68.8% similar) in 16 aa overlap (42-57:202-217) 
 
              20        30        40        50        60        70  
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS 
                                     ::.  .: ..: : .:               
gi|113 DIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWIDHCSLSKASDGLLDITLGSSHV 
             180       190       200       210       220       230  
 
              80                                                    
AAD-12 RLAGRPETE                                                    
                                                                    
gi|113 TVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQRMPRCRFGFFQVVNNNY 
             240       250       260       270       280       290  
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 71.9  bits: 19.9 E():   50 
Smith-Waterman score: 47; 30.0% identity (66.7% similar) in 30 aa overlap (36-64:129-158) 
 
          10        20        30        40        50         60     
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEPWDFKL 
                                     ...:: ::.  : ..: . . : .:  .:. 
gi|114 DPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKI 
      100       110       120       130       140       150         
 
           70        80                                             
AAD-12 PRVMWHSRLAGRPETE                                             
                                                                    
gi|114 DYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEK 
      160       170       180       190       200       210         
 
>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.3  bits: 18.9 E():   54 
Smith-Waterman score: 44; 26.3% identity (68.4% similar) in 19 aa overlap (54-72:200-218) 
 
            30        40        50        60        70        80 
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     ... ::  :. : . :...         
gi|274 KIFAPEIFTKFPNLNSYITRIESMPKISAYIKQQEPQLFNGPMAKWNTKY        
     170       180       190       200       210                 
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>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.1  bits: 18.2 E():   55 
Smith-Waterman score: 42; 33.3% identity (66.7% similar) in 24 aa overlap (53-73:111-134) 
 
             30        40        50        60           70          
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL--PR-VMWHSRLAGRPET 
                                     .:::.. .::.   :.  .: . :       
gi|144 GFVGRTYFTVLHTQCFRLDYPIVKCKVKSTILHRSKCYDFETFAPKKYQWFDVLQY     
               90       100       110       120       130           
 
      80 
AAD-12 E 
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 70.9  bits: 16.0 E():   57 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (11-28:8-25) 
 
               10        20        30        40        50        60 
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW 
                 :.. :. ....:..   :                                 
gi|751    IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA                          
                  10        20        30                            
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 70.8  bits: 19.6 E():   57 
Smith-Waterman score: 46; 28.0% identity (52.0% similar) in 25 aa overlap (33-57:351-375) 
 
             10        20        30        40        50        60   
AAD-12 IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF 
                                     :   .. :  ::: . .   .. ::      
gi|118 INGVQYPLSPSAYILQDDDSCTSGFEGMDVPTSSGELWILGDVFIRQYYTVFDRANNKVG 
              330       340       350       360       370       380 
 
             70        80 
AAD-12 KLPRVMWHSRLAGRPETE 
                          
gi|118 LAPVA              
                          
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 70.8  bits: 19.2 E():   57 
Smith-Waterman score: 53; 22.9% identity (56.2% similar) in 48 aa overlap (26-69:130-177) 
 
                    10        20        30           40        50   
AAD-12      LLIGRHAHAIPGMDAAESERFLEGLVDWAC---QAPRVHAHQWAAGDVVVWDNRC 
                                     :::     .. .:... .. ::....:    
gi|287 FFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGT 
     100       110       120       130       140       150          
 
             60         70        80                                
AAD-12 LLHRAEPWD-FKLPRVMWHSRLAGRPETE                                
        .  : : . :.   . :                                           
gi|287 YVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAG 
     160       170       180       190       200       210          
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 70.6  bits: 18.2 E():   58 
Smith-Waterman score: 42; 27.8% identity (66.7% similar) in 36 aa overlap (7-42:28-62) 
 
                                    10        20        30          
AAD-12                      LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                  :.: :...: : ... .:  : .    ... .: 
gi|157 MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQA-EFRQLANGAPDKTEAEIEAQIEQ 
               10        20        30         40        50          
 
      40        50        60        70        80                    
AAD-12 WAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE                    
       :.:                                                          
gi|157 WVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPAAKAADARLSAIASNRALKV 
      60        70        80        90       100       110          
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>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 70.5  bits: 20.0 E():   59 
Smith-Waterman score: 47; 30.0% identity (66.7% similar) in 30 aa overlap (36-64:159-188) 
 
          10        20        30        40        50         60     
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEPWDFKL 
                                     ...:: ::.  : ..: . . : .:  .:. 
gi|476 DPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKI 
      130       140       150       160       170       180         
 
           70        80                                             
AAD-12 PRVMWHSRLAGRPETE                                             
                                                                    
gi|476 DYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEK 
      190       200       210       220       230       240         
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (3-26:1-24) 
 
               10        20        30        40        50        60 
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW 
         .: ..:..   ... .:... :.:                                   
gi|892   MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVEVKGDGGAGTVRIITL 
                 10        20        30        40        50         
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (3-26:1-24) 
 
               10        20        30        40        50        60 
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW 
         .: ..:..   ... .:... :.:                                   
gi|215   MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAATGAYKSVEVKGDGGAGTVRIITL 
                 10        20        30        40        50         
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 70.3  bits: 16.0 E():   61 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (11-28:8-25) 
 
               10        20        30        40        50        60 
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW 
                 :.. :. ....:..   :                                 
gi|751    IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK                       
                  10        20        30                            
 
>>gi|159162378|pdb|1H2O|A Chain A, Solution Structure Of  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 26.1% identity (52.2% similar) in 23 aa overlap (47-69:23-45) 
 
         20        30        40        50        60        70       
AAD-12 ESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR 
                                     : :   :. .  :  .:  ...:        
gi|159         GVFTYESEFTSEIPPPRLFKAFVLDADNLVPKIAPQAIKHSEILWGDGGPGT 
                       10        20        30        40        50   
 
         80                                                         
AAD-12 PETE                                                         
                                                                    
gi|159 IKKITFGEGSQYGYVKHKIDSIDKENYSYSYTLIEGDALGDTLEKISYETKLVASPSGGS 
             60        70        80        90       100       110   
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 69.9  bits: 19.3 E():   64 
Smith-Waterman score: 45; 28.6% identity (51.4% similar) in 35 aa overlap (6-40:258-291) 
 
                                        10        20        30      
AAD-12                          LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     :...:    .  : :  .  : :. :  :. 
gi|510 IGENIIGHLLIVFDGGKSQPACSWYDVPCSHSESIVYATGMVSGRCQHLAVPWTAQQ-RI 
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       230       240       250       260       270       280        
 
          40        50        60        70        80                
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE                
       .  ::                                                        
gi|510 NPIQWKFWRVFTSNIPAYPTSDTTNCVVLNTNVFKNDNTFEGEYHAFPDCARNLFKCRQQ 
        290       300       310       320       330       340       
 
>>gi|60920878|gb|AAX37326.1| glutathione transferase mu   (219 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.6  bits: 18.6 E():   66 
Smith-Waterman score: 43; 23.8% identity (57.1% similar) in 21 aa overlap (54-74:199-219) 
 
            30        40        50        60        70        80 
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     ... .:  :. :   :..  :       
gi|609 KVMVPEVFGQFENLKRYVERMESLPRVSDYIKKQQPKTFNAPTSKWNASYA       
      170       180       190       200       210                
 
>>gi|1170095|sp|P46419.1|GSTM1_DERPT RecName: Full=Gluta  (219 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.6  bits: 18.6 E():   66 
Smith-Waterman score: 43; 23.8% identity (57.1% similar) in 21 aa overlap (54-74:199-219) 
 
            30        40        50        60        70        80 
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     ... .:  :. :   :..  :       
gi|117 KVMVPEVFGQFENLKRYVERMESLPRVSDYIKKQQPKTFNAPTSKWNASYA       
      170       180       190       200       210                
 
>>gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen 11S   (472 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 69.4  bits: 19.6 E():   68 
Smith-Waterman score: 46; 25.6% identity (51.2% similar) in 43 aa overlap (24-66:415-455) 
 
                      10        20        30        40        50    
AAD-12        LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     ::.  .  : :. . .    ::.  .:    
gi|110 EGQLVVVPQNFAVVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVI--QNSFD 
          390       400       410       420       430         440   
 
            60        70        80    
AAD-12 LHRAEPWDFKLPRVMWHSRLAGRPETE    
       . : . :..:  :                  
gi|110 ISREDAWNLKESRSEMTIFAPGSRSQRQRN 
            450       460       470   
 
>>gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ver  (472 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 69.4  bits: 19.6 E():   68 
Smith-Waterman score: 46; 25.6% identity (51.2% similar) in 43 aa overlap (24-66:415-455) 
 
                      10        20        30        40        50    
AAD-12        LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     ::.  .  : :. . .    ::.  .:    
gi|156 EGQLVVVPQNFAVVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVI--QNSFD 
          390       400       410       420       430         440   
 
            60        70        80    
AAD-12 LHRAEPWDFKLPRVMWHSRLAGRPETE    
       . : . :..:  :                  
gi|156 ISREDAWNLKESRSEMTIFAPGSRSQRQRN 
            450       460       470   
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.3  bits: 21.4 E():   69 
Smith-Waterman score: 58; 26.1% identity (67.4% similar) in 46 aa overlap (22-63:1159-1202) 
 
                        10        20        30            40        
AAD-12          LLIGRHAHAIPGMDAAESERFLEGLVDWACQ-AP---RVHAHQWAAGDVVV 
                                     .::..:.  . .:   ..:::  . :.    
gi|203 ESNKGTPIELQYKVSGKDRSKRAAEMNAEDVEGVIDYKNSGSPIDSKMHAHLKVKGNNYG 
     1130      1140      1150      1160      1170      1180         
 
        50        60        70        80                            
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AAD-12 WDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE                            
       .:..  :...:: ...                                             
gi|203 YDSE--LKQTEPQQYEGKMTLSKNDKKIFITHKTEMTKPTSTFLLKTDADVSYSESDMKK 
     1190        1200      1210      1220      1230      1240       
 
>>gi|1008443|emb|CAA61944.1| profilin [Triticum aestivum  (141 aa) 
 initn:  39 init1:  39 opt:  41  Z-score: 69.2  bits: 17.9 E():   69 
Smith-Waterman score: 41; 25.0% identity (55.0% similar) in 40 aa overlap (1-39:101-140) 
 
                                             10         20          
AAD-12                               LLIGRHAHAI-PGMDAAESERFLEGLVDWA 
                                     :..: . . . ::.     ::. . :.: . 
gi|100 KYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQG 
               80        90       100       110       120       130 
 
      30        40        50        60        70        80 
AAD-12 CQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
         .   : :.                                          
gi|100 YYVGSHHHHHH                                         
              140                                          
 
>>gi|3182907|sp|O02380.1|ALL2_TYRPU RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 17.9 E():   69 
Smith-Waterman score: 41; 37.5% identity (100.0% similar) in 8 aa overlap (52-59:41-48) 
 
              30        40        50        60        70        80  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE  
                                     :..:...:                       
gi|318 AVAAAGQVKFTDCGKKEIASVAVDGCEGDLCVIHKSKPVHVIAEFTANQDTCKIEVKVTG 
               20        30        40        50        60        70 
 
gi|318 QLNGLEVPIPGIETDGCKVLKCPLKKGTKYTMNYSVNVPSVVPNIKTVVKLLATGEHGVL 
               80        90       100       110       120       130 
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 69.1  bits: 18.9 E():   70 
Smith-Waterman score: 44; 47.4% identity (63.2% similar) in 19 aa overlap (17-32:72-90) 
 
                             10        20           30        40    
AAD-12               LLIGRHAHAIPGMDAAESERFLEGLVDW---ACQAPRVHAHQWAAG 
                                     :.. ::   :::   ::.:            
gi|144 TISKQVVFLIHGFLSTGNNENFVAMSKALIEKDDFLVISVDWKKGACNAFASTKDALGYS 
              50        60        70        80        90       100  
 
            50        60        70        80                        
AAD-12 DVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE                        
                                                                    
gi|144 KAVGNTRHVGKFVADFTKLLVEKYKVLISNIRLIGHSLGAHTSGFAGKEVQKLKLGKYKE 
             110       120       130       140       150       160  
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.0  bits: 19.3 E():   72 
Smith-Waterman score: 53; 22.9% identity (56.2% similar) in 48 aa overlap (26-69:120-167) 
 
                    10        20        30           40        50   
AAD-12      LLIGRHAHAIPGMDAAESERFLEGLVDWAC---QAPRVHAHQWAAGDVVVWDNRC 
                                     :::     .. .:... .. ::....:    
gi|855 FFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGT 
      90       100       110       120       130       140          
 
             60         70        80                                
AAD-12 LLHRAEPWD-FKLPRVMWHSRLAGRPETE                                
        .  : : . :.   . :                                           
gi|855 YVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAG 
     150       160       170       180       190       200          
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 69.0  bits: 19.3 E():   72 
Smith-Waterman score: 45; 26.8% identity (48.8% similar) in 41 aa overlap (20-54:172-212) 
 
                          10        20        30        40          
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AAD-12            LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW------AAG 
                                     .  :: .  : .:   : :.       .:: 
gi|625 RGANVEITCGGLTIHNVCNVIIHNIHIHDIKVTEGGIIKATDAKPGHRHKSDGDGICVAG 
             150       160       170       180       190       200  
 
            50        60        70        80                        
AAD-12 DVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE                        
       .  .: ..: :                                                  
gi|625 SSKIWIDHCTLSHGPDGLIDVTLGSTAVTISNCKFSHHQKILLLGADNSHVDDKKMHVTV 
             210       220       230       240       250       260  
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.7  bits: 18.6 E():   74 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (26-39:29-42) 
 
                  10        20        30        40        50        
AAD-12    LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                   :.:  : :  . ::                   
gi|170 MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQTFP 
               10        20        30        40        50        60 
 
        60        70        80                                      
AAD-12 EPWDFKLPRVMWHSRLAGRPETE                                      
                                                                    
gi|170 HQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQQF 
               70        80        90       100       110       120 
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 41; 42.9% identity (71.4% similar) in 14 aa overlap (67-80:117-130) 
 
         40        50        60        70        80                 
AAD-12 AHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE                 
                                     : .::.  ..:: :                 
gi|169 GVALPPTAEKITFETKLVEGPNGGSIGKLSVKFHSKGEAKPEEEDMKKGKAKGEALFKAI 
         90       100       110       120       130       140       
 
gi|169 EGYVLANPTQY 
        150        
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.2  bits: 19.3 E():   79 
Smith-Waterman score: 45; 38.9% identity (72.2% similar) in 18 aa overlap (4-21:241-258) 
 
                                          10        20        30    
AAD-12                            LLIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                     :  .... :::.: :: .             
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDQTYDLNFKE 
              220       230       240       250       260       270 
 
            40        50        60        70        80              
AAD-12 RVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE              
                                                                    
gi|144 ENNNGSQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.5 E():   79 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (52-63:27-38) 
 
              30        40        50        60        70        80  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE  
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.5 E():   79 
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Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (52-63:27-38) 
 
              30        40        50        60        70        80  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE  
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.5 E():   79 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (52-63:27-38) 
 
              30        40        50        60        70        80  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE  
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.5 E():   79 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (52-63:27-38) 
 
              30        40        50        60        70        80  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE  
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.5 E():   79 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (52-63:27-38) 
 
              30        40        50        60        70        80  
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE  
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|14423651|sp|Q9U5P2.1|ALL5_LEPDS RecName: Full=Mite   (110 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.6  bits: 17.2 E():   85 
Smith-Waterman score: 39; 33.3% identity (61.9% similar) in 21 aa overlap (50-70:8-28) 
 
      20        30        40        50        60        70          
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET 
                                     .: :.: .:    :: ... :          
gi|144                        DDFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELE 
                                      10        20        30        
 
      80                                                            
AAD-12 E                                                            
                                                                    
gi|144 KSKSKELKAQILREISIGLDFIDSAKGHFERELKRADLNLAEKFNFESALSTGAVLHKDL 
        40        50        60        70        80        90        
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.5 E():   85 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (50-58:40-48) 
 
      20        30        40        50        60        70          
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AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET 
                                     . :..::.:                      
gi|212 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
      80                                                            
AAD-12 E                                                            
                                                                    
gi|212 LTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.5 E():   85 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (50-58:40-48) 
 
      20        30        40        50        60        70          
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET 
                                     . :..::.:                      
gi|170 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
      80                                                            
AAD-12 E                                                            
                                                                    
gi|170 LAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.5 E():   85 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (50-58:40-48) 
 
      20        30        40        50        60        70          
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET 
                                     . :..::.:                      
gi|158 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
      80                                                            
AAD-12 E                                                            
                                                                    
gi|158 LAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.6  bits: 17.9 E():   85 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (5-21:17-30) 
 
                           10        20        30        40         
AAD-12             LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW 
                       ::   .:..:    :::                            
gi|212 VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFSYD 
               10        20           30        40        50        
 
       50        60        70        80                             
AAD-12 DNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE                             
                                                                    
gi|212 DALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYENYAIVEGC 
        60        70        80        90       100       110        
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 67.6  bits: 15.4 E():   85 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (11-28:8-25) 
 
               10        20        30        40        50        60 
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW 
                 :.. :  ....:..   :                                 
gi|751    IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA                          
                  10        20        30                            
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.5  bits: 17.9 E():   86 
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Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (5-21:18-31) 
 
                            10        20        30        40        
AAD-12              LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
                        ::   .:..:    :::                           
gi|144 AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFSY 
               10        20           30        40        50        
 
        50        60        70        80                            
AAD-12 WDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE                            
                                                                    
gi|144 DDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYDNYAIVEG 
        60        70        80        90       100       110        
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.5  bits: 17.9 E():   86 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (5-21:18-31) 
 
                            10        20        30        40        
AAD-12              LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
                        ::   .:..:    :::                           
gi|116 AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFSY 
               10        20           30        40        50        
 
        50        60        70        80                            
AAD-12 WDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE                            
                                                                    
gi|116 DDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYENYAIVEG 
        60        70        80        90       100       110        
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.9 E():   88 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (28-51:70-93) 
 
                  10        20        30        40        50        
AAD-12    LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|283 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
      40        50        60        70        80        90          
 
        60        70        80                                      
AAD-12 EPWDFKLPRVMWHSRLAGRPETE                                      
                                                                    
gi|283 CGPVGAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
     100       110       120       130       140       150          
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.4  bits: 18.6 E():   88 
Smith-Waterman score: 43; 26.9% identity (65.4% similar) in 26 aa overlap (41-65:14-39) 
 
               20        30        40        50        60           
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK-LPRVMW 
                                     :.. ..  ..::.    .::. . ::     
gi|217                  MKTFLVFALLAVAATSAIAQMETRCIPGLERPWQQQPLPPQQT 
                                10        20        30        40    
 
      70        80                                                  
AAD-12 HSRLAGRPETE                                                  
                                                                    
gi|217 FPQQPLFSQQQQQQLFPQQPSFSQQQPPFWQQQPPFSQQQPILPQQPPFSQQQQLVLPQQ 
            50        60        70        80        90       100    
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 67.3  bits: 19.0 E():   88 
Smith-Waterman score: 44; 40.9% identity (59.1% similar) in 22 aa overlap (44-65:92-111) 
 
            20        30        40        50        60        70    
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL 
                                     :.: . ::  :: .  ::  .:         
gi|258 QGEEFHKIVFTVEGLQEFGNFVQFLEDHGLDAVGYINR--LHSVFGWDPYVPSSKRKHTR 
              70        80        90         100       110          
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            80                                                      
AAD-12 AGRPETE                                                      
                                                                    
gi|258 RGVGVDGLIDDIIAILPIDDLKALFQEKLETSPDFKAFYDAVRSPEFQSIVQTLNAMPEY 
     120       130       140       150       160       170          
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.3  bits: 17.9 E():   89 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (5-21:27-40) 
 
                                     10        20        30         
AAD-12                       LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                 ::   .:..:    :::                  
gi|194 MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEALTQY 
               10        20        30           40        50        
 
       40        50        60        70        80                   
AAD-12 QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE                   
                                                                    
gi|194 KCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDY 
        60        70        80        90       100       110        
 
>>gi|1093120|prf||2103117A allergen Dac g II              (196 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.1  bits: 17.9 E():   91 
Smith-Waterman score: 41; 18.9% identity (45.9% similar) in 37 aa overlap (30-66:141-177) 
 
                10        20        30        40        50          
AAD-12  LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP 
                                     :    .  :.  . :   .:.  ....    
gi|109 VFQFLILSCQGRIVNNCEVLICVMRRGNAMCLIASISMHHILTLDRFFFDGLEIIYKIFK 
              120       130       140       150       160       170 
 
      60        70        80      
AAD-12 WDFKLPRVMWHSRLAGRPETE      
         :. ::                    
gi|109 MMFQKPRTRTCIEKDFPRRSSSSIPT 
              180       190       
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 67.0  bits: 15.4 E():   92 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (11-28:8-25) 
 
               10        20        30        40        50        60 
AAD-12 LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW 
                 :.. :  ....:..   :                                 
gi|751    IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK                       
                  10        20        30                            
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.8  bits: 17.9 E():   94 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (28-51:87-110) 
 
                  10        20        30        40        50        
AAD-12    LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|123 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
        60        70        80                                      
AAD-12 EPWDFKLPRVMWHSRLAGRPETE                                      
                                                                    
gi|123 CGPVGAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.8  bits: 17.9 E():   94 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (28-51:87-110) 
 
                  10        20        30        40        50        
AAD-12    LLIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
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                                     :  .:  ..   : :.    : ..       
gi|158 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
        60        70        80                                      
AAD-12 EPWDFKLPRVMWHSRLAGRPETE                                      
                                                                    
gi|158 CGPVGAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|111120428|gb|ABH06348.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.2 E():   97 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (41-58:109-126) 
 
               20        30        40        50        60        70 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
               80 
AAD-12 SRLAGRPETE 
 
>>gi|111120424|gb|ABH06346.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.2 E():   97 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (41-58:109-126) 
 
               20        30        40        50        60        70 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
               80 
AAD-12 SRLAGRPETE 
 
>>gi|111120432|gb|ABH06350.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.2 E():   97 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (41-58:109-126) 
 
               20        30        40        50        60        70 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
               80 
AAD-12 SRLAGRPETE 
 
>>gi|111120420|gb|ABH06344.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.2 E():   97 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (41-58:109-126) 
 
               20        30        40        50        60        70 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
               80 
AAD-12 SRLAGRPETE 
 
>>gi|111494253|gb|ABH06347.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.2 E():   97 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (41-58:109-126) 
 
               20        30        40        50        60        70 
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
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               80 
AAD-12 SRLAGRPETE 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:03:06 2011 done: Fri Jan 21 00:03:06 2011 
 Total Scan time:  0.050 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 210  - 289 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     0     8: * 
  34    23    22:=====* 
  36    24    44:======    * 
  38    36    73:=========         * 
  40    86   102:======================   * 
  42    90   125:=======================        * 
  44   129   138:================================= * 
  46   178   140:==================================*========== 
  48   199   134:=================================*================ 
  50   101   122:==========================    * 
  52   132   108:==========================*====== 
  54   111    92:======================*===== 
  56    92    77:===================*=== 
  58    45    63:============   * 
  60    46    51:============* 
  62    30    41:========  * 
  64    33    33:========* 
  66    22    26:======* 
  68    18    20:====* 
  70    15    16:===* 
  72     6    12:==* 
  74     8    10:==* 
  76     7     8:=* 
  78    12     6:=*= 
  80    20     5:=*=== 
  82     5     3:*= 
  84     5     3:*= 
  86     1     2:* 
  88     3     2:*          inset = represents 1 library sequences 
  90     3     1:* 
  92     3     1:*         :*== 
  94     3     1:*         :*== 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
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 110     0     0:          * 
 112     0     0:          * 
 114     1     0:=         *= 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.94040.00311; mu= 9.8073 0.166 
 mean_var=36.885511.331, 0's: 2 Z-trim: 3  B-trim: 15 in 1/43 
 Lambda= 0.211177 
 Kolmogorov-Smirnov  statistic: 0.0842 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   73 27.9    0.21 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   66 25.7    0.93 
gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Se ( 608)   64 25.2     1.9 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   56 22.4     2.5 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   57 22.7     2.6 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   55 22.0     2.6 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   56 22.5     3.3 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   56 22.5     3.3 
gi|3336842|emb|CAA76847.1| bovine serum albumin [B ( 607)   60 24.0     4.3 
gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Se ( 607)   60 24.0     4.3 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   60 24.0     4.3 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   59 23.7     5.2 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   54 21.9     6.3 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   54 21.9     6.3 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   54 21.9     6.3 
gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Ser ( 607)   57 23.1     8.1 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   50 20.6     9.8 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   53 21.7      10 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   50 20.6      11 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   50 20.6      11 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   53 21.7      11 
gi|212279|gb|AAA48944.1| lysozyme protein [Gallus  (  24)   42 17.7      13 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   50 20.7      14 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   52 21.4      14 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   48 20.0      15 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   53 21.8      15 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   48 20.0      15 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   48 20.0      15 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   48 20.0      15 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   48 20.0      15 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   48 20.0      15 
gi|34495280|gb|AAQ73487.1| type 2 allergen Lep d 2 ( 140)   48 20.0      16 
gi|34495278|gb|AAQ73486.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495284|gb|AAQ73489.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495288|gb|AAQ73491.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495290|gb|AAQ73492.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495274|gb|AAQ73484.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495282|gb|AAQ73488.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|33772588|gb|AAQ54603.1| Gly d 2.03 [Glycyphagus ( 141)   48 20.0      16 
gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   48 20.0      16 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   48 20.0      17 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   48 20.0      17 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   47 19.7      18 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   47 19.7      18 
gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Sc ( 129)   47 19.7      18 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   47 19.7      19 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   47 19.7      20 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 21.5      20 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 21.5      20 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   47 19.7      20 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   47 19.7      20 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   47 19.7      20 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   47 19.7      20 
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gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   47 19.7      20 
gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Gl ( 162)   47 19.7      22 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   49 20.5      23 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   47 19.7      24 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   51 21.2      24 
gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   46 19.4      26 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   46 19.4      26 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   47 19.8      28 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   50 20.9      28 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   47 19.8      29 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 15.8      31 
gi|30794292|ref|NP_851341.1| lactotransferrin prec ( 708)   51 21.3      32 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   43 18.4      33 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   46 19.5      34 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   46 19.5      36 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   49 20.6      37 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 18.4      37 
gi|14424466|sp|P35778.2|VA3_SOLIN RecName: Full=Ve ( 234)   46 19.5      37 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   48 20.2      38 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   43 18.5      45 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   47 19.9      47 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   42 18.1      47 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   42 18.1      47 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   47 19.9      49 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   44 18.9      53 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   42 18.2      55 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   46 19.6      56 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   45 19.3      56 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   47 20.0      57 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 16.0      58 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.2      58 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.2      60 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.2      60 
gi|159162378|pdb|1H2O|A Chain A, Solution Structur ( 159)   42 18.2      62 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 16.0      63 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   45 19.3      63 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   51 21.5      65 
gi|60920878|gb|AAX37326.1| glutathione transferase ( 219)   43 18.6      66 
gi|1170095|sp|P46419.1|GSTM1_DERPT RecName: Full=G ( 219)   43 18.6      66 
gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ( 472)   46 19.7      66 
gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen  ( 472)   46 19.7      66 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   44 19.0      69 
gi|3182907|sp|O02380.1|ALL2_TYRPU RecName: Full=Mi ( 141)   41 17.9      69 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.3      70 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.3      70 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   43 18.6      73 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   41 17.9      76 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.4      77 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   40 17.5      79 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   40 17.5      79 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   40 17.5      79 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   40 17.5      79 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   40 17.5      79 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 17.9      85 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   40 17.6      85 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   40 17.6      85 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   40 17.6      85 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 17.9      85 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 17.9      85 
gi|14423651|sp|Q9U5P2.1|ALL5_LEPDS RecName: Full=M ( 110)   39 17.2      85 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   44 19.0      86 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   43 18.7      86 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   41 17.9      87 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 15.4      88 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 17.9      88 
gi|1093120|prf||2103117A allergen Dac g II         ( 196)   41 17.9      90 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   41 17.9      93 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   41 17.9      93 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 15.4      94 
gi|111120428|gb|ABH06348.1| Blo t 21 allergen [Blo ( 129)   39 17.2      97 
gi|111494253|gb|ABH06347.1| Blo t 21 allergen [Blo ( 129)   39 17.2      97 
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gi|111120432|gb|ABH06350.1| Blo t 21 allergen [Blo ( 129)   39 17.2      97 
gi|111120420|gb|ABH06344.1| Blo t 21 allergen [Blo ( 129)   39 17.2      97 
gi|111120424|gb|ABH06346.1| Blo t 21 allergen [Blo ( 129)   39 17.2      97 
gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia m ( 284)   42 18.3      99 
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  73 init1:  73 opt:  73  Z-score: 114.6  bits: 27.9 E(): 0.21 
Smith-Waterman score: 73; 35.5% identity (54.8% similar) in 31 aa overlap (12-42:246-276) 
 
                                  10        20        30        40  
AAD-12                    LIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:: :   . :     .: . 
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
 
              50        60        70        80                      
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG                      
       :                                                            
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  66 init1:  66 opt:  66  Z-score: 103.0  bits: 25.7 E(): 0.93 
Smith-Waterman score: 66; 32.3% identity (54.8% similar) in 31 aa overlap (12-42:247-277) 
 
                                  10        20        30        40  
AAD-12                    LIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:  :   . :.    .: . 
gi|232 APDIKTPKEALDLIMDAIDKAGYKGKVGIAMDVASSEFYKDGKYDLDFKNPESDPSKWLS 
        220       230       240       250       260       270       
 
              50        60        70        80                      
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG                      
       :                                                            
gi|232 GPQLADLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKT 
        280       290       300       310       320       330       
 
>>gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Serum   (608 aa) 
 initn:  53 init1:  53 opt:  64  Z-score: 97.6  bits: 25.2 E():  1.9 
Smith-Waterman score: 64; 23.8% identity (53.8% similar) in 80 aa overlap (1-76:431-510) 
 
                                             10           20        
AAD-12                               LIGRHAHAIPGMDA---AESERFLEGLVDW 
                                     :. :... .: ...   .:  : :  . .  
gi|135 FKPLVEEPHNLVKTNCELFEKLGEYGFQNALLVRYTKKVPQVSTPTLVEVSRSLGKVGSK 
              410       420       430       440       450       460 
 
        30        40        50         60        70        80       
AAD-12 ACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLAGRPETEG       
        :  :...  . :   . :  :: :.::.  : . .. .   .: .  ::           
gi|135 CCTHPEAERLSCAEDYLSVVLNRLCVLHEKTPVSERVTKCCTESLVNRRPCFSALQVDET 
              470       480       490       500       510       520 
 
gi|135 YVPKEFSAETFTFHADLCTLPEAEKQIKKQSALVELLKHKPKATEEQLKTVMGDFGSFVD 
              530       540       550       560       570       580 
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 95.3  bits: 22.4 E():  2.5 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (23-39:68-86) 
 
                       10        20          30        40        50 
AAD-12         LIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|219 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
               60        70        80 
AAD-12 CLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                      
gi|219 SFDSDRSGLLLKQKVSDE             
       100       110                  
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>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 95.2  bits: 22.7 E():  2.6 
Smith-Waterman score: 57; 27.9% identity (48.8% similar) in 43 aa overlap (6-48:96-133) 
 
                                        10        20        30      
AAD-12                          LIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     .:   :.. :. :.:  .:::.       : 
gi|121 IVGFFSEVIGLIGNPENRPALKTLIDGLASSHKARGIEKAQFEEFRASLVDYLS-----H 
          70        80        90       100       110            120 
 
          40        50        60        70        80 
AAD-12 AHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
         .:      .::                                 
gi|121 HLDWNDTMKSTWDLALNNMFFYILHALEVAQ               
              130       140       150                
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 95.1  bits: 22.0 E():  2.6 
Smith-Waterman score: 55; 30.4% identity (41.3% similar) in 46 aa overlap (26-68:29-70) 
 
                  10        20        30        40        50        
AAD-12    LIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE 
                                   :  :::   : .. : ..   :: : .      
gi|323 QAGGQTCAGNICCSQYGYCGTTADYCSPDNNCQATY-HYYNPAQNN---WDLRAVSAYCS 
               10        20        30         40           50       
 
        60           70        80          
AAD-12 PWDFKLP---RVMWHSRLAGRPETEG          
        ::   :   :  :                      
gi|323 TWDADKPYSWRYGWTAFCGPAGPRCLRTNAAVTVR 
         60        70        80        90  
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 93.3  bits: 22.5 E():  3.3 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (23-39:68-86) 
 
                       10        20          30        40        50 
AAD-12         LIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|456 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNF 
        40        50        60        70        80        90        
 
               60        70        80                               
AAD-12 CLLHRAEPWDFKLPRVMWHSRLAGRPETEG                               
                                                                    
gi|456 SFGSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 93.3  bits: 22.5 E():  3.3 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (23-39:68-86) 
 
                       10        20          30        40        50 
AAD-12         LIGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|184 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
               60        70        80                               
AAD-12 CLLHRAEPWDFKLPRVMWHSRLAGRPETEG                               
                                                                    
gi|184 SFDSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|3336842|emb|CAA76847.1| bovine serum albumin [Bos t  (607 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 91.1  bits: 24.0 E():  4.3 
Smith-Waterman score: 60; 23.8% identity (50.0% similar) in 80 aa overlap (1-76:430-509) 
 
                                             10           20        
AAD-12                               LIGRHAHAIPGMDA---AESERFLEGLVDW 
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                                     :: :... .: ...   .:  : :  .    
gi|333 LKHLVDEPQNLIKQNCDQFEKLGEYGFQNALIVRYTRKVPQVSTPTLVEVSRSLGKVGTR 
     400       410       420       430       440       450          
 
        30        40        50         60        70        80       
AAD-12 ACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLAGRPETEG       
        :  :. .    .   . .  :: :.::.  : . :. .   .: .  ::           
gi|333 CCTKPESERMPCTEDYLSLILNRLCVLHEKTPVSEKVTKCCTESLVNRRPCFSALTPDET 
     460       470       480       490       500       510          
 
gi|333 YVPKAFDEKLFTFHADICTLPDTEKQIKKQTALVELLKHKPKATEEQLKTVMENFVAFVD 
     520       530       540       550       560       570          
 
>>gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Serum   (607 aa) 
 initn:  51 init1:  51 opt:  60  Z-score: 91.1  bits: 24.0 E():  4.3 
Smith-Waterman score: 60; 23.8% identity (50.0% similar) in 80 aa overlap (1-76:430-509) 
 
                                             10           20        
AAD-12                               LIGRHAHAIPGMDA---AESERFLEGLVDW 
                                     :: :... .: ...   .:  : :  .    
gi|135 LKHLVDEPQNLIKQNCDQFEKLGEYGFQNALIVRYTRKVPQVSTPTLVEVSRSLGKVGTR 
     400       410       420       430       440       450          
 
        30        40        50         60        70        80       
AAD-12 ACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLAGRPETEG       
        :  :. .    .   . .  :: :.::.  : . :. .   .: .  ::           
gi|135 CCTKPESERMPCTEDYLSLILNRLCVLHEKTPVSEKVTKCCTESLVNRRPCFSALTPDET 
     460       470       480       490       500       510          
 
gi|135 YVPKAFDEKLFTFHADICTLPDTEKQIKKQTALVELLKHKPKATEEQLKTVMENFVAFVD 
     520       530       540       550       560       570          
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  54 init1:  54 opt:  60  Z-score: 91.1  bits: 24.0 E():  4.3 
Smith-Waterman score: 60; 23.8% identity (50.0% similar) in 84 aa overlap (1-80:431-514) 
 
                                             10           20        
AAD-12                               LIGRHAHAIPGMDA---AESERFLEGLVDW 
                                     :. :...  : ...   .:  : :  .    
gi|668 FKPLVDEPQNLVKTNCELFEKLGEYGFQNALLVRYTKKAPQVSTPTLVEVSRKLGKVGTK 
              410       420       430       440       450       460 
 
        30        40        50         60        70        80       
AAD-12 ACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLAGRPETEG       
        :. :. .  . :   . :  :: :.::.  : . .. .   .: .  ::   :       
gi|668 CCKKPESERMSCAEDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFSGLEVDET 
              470       480       490       500       510       520 
 
gi|668 YVPKEFNAETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVE 
              530       540       550       560       570       580 
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 89.7  bits: 23.7 E():  5.2 
Smith-Waterman score: 59; 23.8% identity (50.0% similar) in 84 aa overlap (1-80:408-491) 
 
                                             10           20        
AAD-12                               LIGRHAHAIPGMDA---AESERFLEGLVDW 
                                     :. :...  : ...   .:  : :  .    
gi|331 FKPLVDEPQNLVKTNCELFEKLGEYGFQNALLVRYTKKAPQVSTPTLVEVSRKLGKVGTK 
       380       390       400       410       420       430        
 
        30        40        50         60        70        80       
AAD-12 ACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLAGRPETEG       
        :. :. .  . :   . :  :: :.::.  : . .. .   .: .  ::   :       
gi|331 CCKKPESERMSCADDFLSVVLNRLCVLHEKTPVSERVTKCCSESLVNRRPCFSGLEVDET 
       440       450       460       470       480       490        
 
gi|331 YVPKEFNAETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVE 
       500       510       520       530       540       550        
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
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 initn:  49 init1:  49 opt:  54  Z-score: 88.1  bits: 21.9 E():  6.3 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (43-57:122-138) 
 
             20        30        40        50          60        70 
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRVMWHS 
                                     : :..::.:::  :..:              
gi|162 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
               80                                                
AAD-12 RLAGRPETEG                                                
                                                                 
gi|162 RKELAAVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200         
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 88.1  bits: 21.9 E():  6.3 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (43-57:122-138) 
 
             20        30        40        50          60        70 
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRVMWHS 
                                     : :..::.:::  :..:              
gi|209 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
               80                                                  
AAD-12 RLAGRPETEG                                                  
                                                                   
gi|209 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 88.1  bits: 21.9 E():  6.3 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (43-57:122-138) 
 
             20        30        40        50          60        70 
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRVMWHS 
                                     : :..::.:::  :..:              
gi|124 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
               80                                                  
AAD-12 RLAGRPETEG                                                  
                                                                   
gi|124 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Serum a  (607 aa) 
 initn:  47 init1:  47 opt:  57  Z-score: 86.1  bits: 23.1 E():  8.1 
Smith-Waterman score: 57; 23.8% identity (51.2% similar) in 80 aa overlap (1-76:430-509) 
 
                                             10           20        
AAD-12                               LIGRHAHAIPGMDA---AESERFLEGLVDW 
                                     :: :...  : ...   .:  : :  . .  
gi|543 FTPLVEEPKSLVKKNCDLFEEVGEYDFQNALIVRYTKKAPQVSTPTLVEIGRTLGKVGSR 
     400       410       420       430       440       450          
 
        30        40        50         60        70        80       
AAD-12 ACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLAGRPETEG       
        :. :. .    . . ...  :: :.::.  : . :. .    :    ::           
gi|543 CCKLPESERLPCSENHLALALNRLCVLHEKTPVSEKITKCCTDSLAERRPCFSALELDEG 
     460       470       480       490       500       510          
 
gi|543 YVPKEFKAETFTFHADICTLPEDEKQIKKQSALAELVKHKPKATKEQLKTVLGNFSAFVA 
     520       530       540       550       560       570          
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.7  bits: 20.6 E():  9.8 
Smith-Waterman score: 50; 50.0% identity (90.0% similar) in 10 aa overlap (49-58:24-33) 
 
       20        30        40        50        60        70         
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AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET 
                                     : :..::..:                     
gi|484        GKMNFTDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVL 
                      10        20        30        40        50    
 
       80                                                           
AAD-12 EG                                                           
                                                                    
gi|484 TAIIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGE 
            60        70        80        90       100       110    
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.3  bits: 21.7 E():   10 
Smith-Waterman score: 53; 43.8% identity (62.5% similar) in 16 aa overlap (23-38:27-42) 
 
                   10        20        30        40        50       
AAD-12     LIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                 : :.:  : : .. ::                   
gi|170 MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQQTFP 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 EPWDFKLPRVMWHSRLAGRPETEG                                     
                                                                    
gi|170 HQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQPQQPF 
               70        80        90       100       110       120 
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.8  bits: 20.6 E():   11 
Smith-Waterman score: 50; 33.3% identity (100.0% similar) in 12 aa overlap (51-62:44-55) 
 
               30        40        50        60        70        80 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:....                   
gi|558 AVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.8  bits: 20.6 E():   11 
Smith-Waterman score: 50; 40.0% identity (60.0% similar) in 15 aa overlap (45-59:127-141) 
 
           20        30        40        50        60        70     
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 
                                     :.: :::    .. :                
gi|126 PCSALLSSDITASVNCAKKIVSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL          
        100       110       120       130       140                 
 
           80 
AAD-12 RPETEG 
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 83.6  bits: 21.7 E():   11 
Smith-Waterman score: 53; 33.3% identity (66.7% similar) in 33 aa overlap (39-68:145-176) 
 
       10        20        30        40          50         60      
AAD-12 IPGMDAAESERFLEGLVDWACQAPRVHAHQWA-AGD-VVVWDNRCLLH-RAEPWDFKLPR 
                                     :: : :   .: . :.:. ...: :. .:  
gi|320 NGFASVGDTATRKREIAAFLAQTSHETTGGWATAPDGPYAW-GYCFLKEQGNPPDYCVPT 
          120       130       140       150        160       170    
 
          70        80                                              
AAD-12 VMWHSRLAGRPETEG                                              
       ..:                                                          
gi|320 AQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDPVISFKTALWFWMT 
           180       190       200       210       220       230    
 
>>gi|212279|gb|AAA48944.1| lysozyme protein [Gallus gall  (24 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 82.4  bits: 17.7 E():   13 
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Smith-Waterman score: 42; 33.3% identity (53.3% similar) in 15 aa overlap (45-59:5-19) 
 
           20        30        40        50        60        70     
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 
                                     :.: : :    .. :                
gi|212                           MNAWVAWRNSCKGTDVQAWIRGCR           
                                         10        20               
 
           80 
AAD-12 RPETEG 
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 82.1  bits: 20.7 E():   14 
Smith-Waterman score: 50; 27.9% identity (55.8% similar) in 43 aa overlap (38-80:46-85) 
 
        10        20        30        40        50        60        
AAD-12 AIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM 
                                     : .:  ::.. :  :  :   :...   .. 
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPR---WNLNAHSAL 
          20        30        40        50        60           70   
 
        70        80                                                
AAD-12 WHSRLAGRPETEG                                                
       . .:  :: .. :                                                
gi|697 YVTRGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTS 
             80        90       100       110       120       130   
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.6  bits: 21.4 E():   14 
Smith-Waterman score: 52; 28.1% identity (59.4% similar) in 32 aa overlap (12-43:66-97) 
 
                                  10        20        30        40  
AAD-12                    LIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     .:. . . : :: .. .   ::.  ::..  
gi|729 STLSLVTKADGKIDMTVDLISPVTKRASLKIDSKKYNLFHEGELSASIVNPRLSWHQYTK 
          40        50        60        70        80        90      
 
              50        60        70        80                      
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG                      
        :                                                           
gi|729 RDSREYKSDVELSLRSSDIALKITMPDYNSKIHYSRQGDQINMDIDGTLIEGHAQGTIRE 
         100       110       120       130       140       150      
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.6  bits: 20.0 E():   15 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (50-62:76-88) 
 
      20        30        40        50        60        70          
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|484 TTKATIKVLAKVAGTPIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILPKVKAEVT 
          50        60        70        80        90       100      
 
      80                    
AAD-12 G                    
                            
gi|484 AELVGDHGVLACGRFGRQVE 
         110       120      
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 81.6  bits: 21.8 E():   15 
Smith-Waterman score: 53; 27.3% identity (54.5% similar) in 44 aa overlap (3-45:241-284) 
 
                                           10        20         30  
AAD-12                             LIGRHAHAIPGMDAAESERF-LEGLVDWACQA 
                                     :  .... :::.: :: .  .   :   .  
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDKTYDLNFKE 
              220       230       240       250       260       270 
 
              40        50        60        70        80            
AAD-12 PRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG            
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          .. :  .:::.                                               
gi|144 ENNNGSQKISGDVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.4  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (51-62:27-38) 
 
               30        40        50        60        70        80 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:....                   
gi|157     SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|157 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
         60        70        80        90       100       110       
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.4  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (51-62:27-38) 
 
               30        40        50        60        70        80 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:....                   
gi|760     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKA 
                   10        20        30        40        50       
 
gi|760 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.4  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (51-62:27-38) 
 
               30        40        50        60        70        80 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:....                   
gi|256     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKA 
                   10        20        30        40        50       
 
gi|256 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNGV 
         60        70        80        90       100       110       
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.4  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (51-62:27-38) 
 
               30        40        50        60        70        80 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:....                   
gi|214     SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|214 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
         60        70        80        90       100       110       
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.3  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (51-62:28-39) 
 
               30        40        50        60        70        80 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:....                   
gi|110    RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNSKTAKIEIKA 
                  10        20        30        40        50        
 
gi|110 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNGV 
        60        70        80        90       100       110        
 
>>gi|34495280|gb|AAQ73487.1| type 2 allergen Lep d 2.024  (140 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 20.0 E():   16 
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Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (50-62:91-103) 
 
      20        30        40        50        60        70          
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
               70        80        90       100       110       120 
 
      80                    
AAD-12 G                    
                            
gi|344 AELIGDHGILACGTVNGQVE 
              130       140 
 
>>gi|34495278|gb|AAQ73486.1| type 2 allergen Lep d 2.023  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (50-62:92-104) 
 
      20        30        40        50        60        70          
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
      80                    
AAD-12 G                    
                            
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495284|gb|AAQ73489.1| type 2 allergen Lep d 2.031  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (50-62:92-104) 
 
      20        30        40        50        60        70          
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
      80                    
AAD-12 G                    
                            
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495288|gb|AAQ73491.1| type 2 allergen Lep d 2.039  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (50-62:92-104) 
 
      20        30        40        50        60        70          
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
      80                    
AAD-12 G                    
                            
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495290|gb|AAQ73492.1| type 2 allergen Lep d 2.042  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (50-62:92-104) 
 
      20        30        40        50        60        70          
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVVGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
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      80                    
AAD-12 G                    
                            
gi|344 AELIGDHGILACGTVNGTVE 
             130       140  
 
>>gi|34495274|gb|AAQ73484.1| type 2 allergen Lep d 2.013  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (50-62:92-104) 
 
      20        30        40        50        60        70          
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
      80                    
AAD-12 G                    
                            
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495282|gb|AAQ73488.1| type 2 allergen Lep d 2.025  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (50-62:92-104) 
 
      20        30        40        50        60        70          
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
      80                    
AAD-12 G                    
                            
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|33772588|gb|AAQ54603.1| Gly d 2.03 [Glycyphagus dom  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (50-62:92-104) 
 
      20        30        40        50        60        70          
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|337 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
      80                    
AAD-12 G                    
                            
gi|337 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2.035  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (50-62:92-104) 
 
      20        30        40        50        60        70          
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
      80                    
AAD-12 G                    
                            
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
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>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.6  bits: 20.0 E():   16 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (51-62:43-54) 
 
               30        40        50        60        70        80 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:....                   
gi|164 AVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEANQNRKTAKIEIKA 
             20        30        40        50        60        70   
 
gi|164 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
             80        90       100       110       120       130   
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.6  bits: 20.0 E():   17 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (51-62:44-55) 
 
               30        40        50        60        70        80 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:....                   
gi|996 AVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNTKNAKIEIKA 
            20        30        40        50        60        70    
 
gi|996 SIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
            80        90       100       110       120       130    
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.6  bits: 20.0 E():   17 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (51-62:44-55) 
 
               30        40        50        60        70        80 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:....                   
gi|135 AVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|135 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
            80        90       100       110       120       130    
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.7  bits: 19.7 E():   18 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (51-62:27-38) 
 
               30        40        50        60        70        80 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:. ..                   
gi|760     DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|760 NINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
         60        70        80        90       100       110       
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.7  bits: 19.7 E():   18 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (51-62:27-38) 
 
               30        40        50        60        70        80 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:. ..                   
gi|179     DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
gi|179 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENVVVTVKLVGDNGV 
         60        70        80        90       100       110       
 
>>gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Schist  (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.7  bits: 19.7 E():   18 
Smith-Waterman score: 47; 50.0% identity (80.0% similar) in 10 aa overlap (47-56:6-15) 
 
         20        30        40        50        60        70       
AAD-12 SERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP 
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                                     :::.:. . :                     
gi|298                          MSADSWDNHCVTYVANNKCLKNLCMTAIDGSHLGT 
                                        10        20        30      
 
         80                                                         
AAD-12 ETEG                                                         
                                                                    
gi|298 SNPDFRIPPELILQLKSILDGGLDTSIFFMGEKYIVLQHDSSCLVSRCGKKSLIFYATGK 
          40        50        60        70        80        90      
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.3  bits: 19.7 E():   19 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (51-62:36-47) 
 
               30        40        50        60        70        80 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:. ..                   
gi|217 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
          10        20        30        40        50        60      
 
gi|217 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
          70        80        90       100       110       120      
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.1  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (51-62:40-51) 
 
               30        40        50        60        70        80 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:. ..                   
gi|546 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
      10        20        30        40        50        60          
 
gi|546 SLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
      70        80        90       100       110       120          
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 79.0  bits: 21.5 E():   20 
Smith-Waterman score: 52; 27.1% identity (56.2% similar) in 48 aa overlap (35-77:159-206) 
 
           10        20        30        40        50               
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEP----W 
                                     ...:: ::.    ..: . . : .:    . 
gi|248 NPASWKNNRIWLQFAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKF 
      130       140       150       160       170       180         
 
      60        70        80                                        
AAD-12 DFKLPRVMWHSRLAGRPETEG                                        
       ::.   ..   :: . ::                                           
gi|248 DFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDSPNTDGIDIFASKNFHLQK 
      190       200       210       220       230       240         
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 79.0  bits: 21.5 E():   20 
Smith-Waterman score: 52; 27.1% identity (56.2% similar) in 48 aa overlap (35-77:159-206) 
 
           10        20        30        40        50               
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEP----W 
                                     ...:: ::.    ..: . . : .:    . 
gi|114 NPASWKNNRIWLQFAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKF 
      130       140       150       160       170       180         
 
      60        70        80                                        
AAD-12 DFKLPRVMWHSRLAGRPETEG                                        
       ::.   ..   :: . ::                                           
gi|114 DFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDSPNTDGIDIFASKNFHLQK 
      190       200       210       220       230       240         
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.9  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (51-62:44-55) 
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               30        40        50        60        70        80 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:. ..                   
gi|256 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|256 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.9  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (51-62:44-55) 
 
               30        40        50        60        70        80 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:. ..                   
gi|558 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.9  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (51-62:44-55) 
 
               30        40        50        60        70        80 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:. ..                   
gi|558 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|558 NIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.9  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (51-62:44-55) 
 
               30        40        50        60        70        80 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:. ..                   
gi|864 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|864 NIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.9  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (51-62:44-55) 
 
               30        40        50        60        70        80 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:. ..                   
gi|218 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
gi|218 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Globin  (162 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 78.2  bits: 19.7 E():   22 
Smith-Waterman score: 47; 25.0% identity (63.6% similar) in 44 aa overlap (7-49:111-148) 
 
                                       10        20        30       
AAD-12                         LIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                     :   :..::.  .:  .::..      ..: 
gi|121 VSFFTEVISLSGNQANLSAVYALVSKLGVDHKARGISAAQFGEFRTALVSY------LQA 
               90       100       110       120       130           
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          40        50        60        70        80 
AAD-12 H-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
       : .:. . ...:..                                
gi|121 HVSWGDNVAAAWNHALDNTYAVALKSLE                  
          140       150       160                    
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.0  bits: 20.5 E():   23 
Smith-Waterman score: 49; 43.8% identity (56.2% similar) in 16 aa overlap (23-38:8-23) 
 
               10        20        30        40        50        60 
AAD-12 LIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD 
                             : :.:  : :  . ::                       
gi|106                NIQVDPSGQVQWPQQQPFPQPHQPFSQQPQQTFPQPQQTFPHQPQ 
                              10        20        30        40      
 
               70        80                                         
AAD-12 FKLPRVMWHSRLAGRPETEG                                         
                                                                    
gi|106 QQFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQPFPQPQ 
          50        60        70        80        90       100      
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.7  bits: 19.7 E():   24 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (51-62:73-84) 
 
               30        40        50        60        70        80 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:. ..                   
gi|156 KHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
             50        60        70        80        90       100   
 
gi|156 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            110       120       130       140       150       160   
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 77.6  bits: 21.2 E():   24 
Smith-Waterman score: 51; 54.5% identity (72.7% similar) in 11 aa overlap (58-68:162-170) 
 
        30        40        50        60        70        80        
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG        
                                     ::.:  : .::                    
gi|108 DKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNF--PLLMWAWKIGPAIACGNTVVLKTA 
             140       150       160         170       180          
 
gi|108 EQTPLGGLVAASLVKEAGFPPGVINVISGFGKVAGAALSSHMDVDKVAFTGSTVVGRTIL 
     190       200       210       220       230       240          
 
>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (2-44:1-44) 
 
               10        20         30        40        50          
AAD-12 LIGRHAHAIPGMDAAESERFLEGLV-DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW 
        .: ..:..   ... .:... :.: :     :..    . . ::                
gi|215  MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIITLP 
                10        20        30        40        50          
 
      60        70        80                                        
AAD-12 DFKLPRVMWHSRLAGRPETEG                                        
                                                                    
gi|215 EGSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVVPTADGGSITKTTAI 
      60        70        80        90       100       110          
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (2-44:1-44) 
 
               10        20         30        40        50          
AAD-12 LIGRHAHAIPGMDAAESERFLEGLV-DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPW 
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        .: ..:..   ... .:... :.: :     :..    . . ::                
gi|166  MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIITLP 
                10        20        30        40        50          
 
      60        70        80                                        
AAD-12 DFKLPRVMWHSRLAGRPETEG                                        
                                                                    
gi|166 EGSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITKTTAI 
      60        70        80        90       100       110          
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.5  bits: 19.8 E():   28 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (6-43:156-194) 
 
                                        10        20        30      
AAD-12                          LIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|833 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
         130       140       150       160       170       180      
 
           40        50        60        70        80 
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
       .. .:: ..                                      
gi|833 NVINWAEAENRYIAGDKGGHPFMKL                      
         190       200       210                      
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 76.4  bits: 20.9 E():   28 
Smith-Waterman score: 50; 28.3% identity (43.4% similar) in 53 aa overlap (29-65:25-77) 
 
               10        20        30              40               
AAD-12 LIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ------WAAGDVVVWDN----- 
                                   ::  :. : .      . :: : .::       
gi|259     LSVCFLILFHGCLASRQEWQQQDECQIDRLDALEPDNRVEYEAGTVEAWDPNHEQF 
                   10        20        30        40        50       
 
      50             60        70        80                         
AAD-12 RC-----LLHRAEPWDFKLPRVMWHSRLAGRPETEG                         
       ::     . :  .:  . ::.                                        
gi|259 RCAGVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQ 
         60        70        80        90       100       110       
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.2  bits: 19.8 E():   29 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (6-43:167-205) 
 
                                        10        20        30      
AAD-12                          LIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|164 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
        140       150       160       170       180       190       
 
           40        50        60        70        80 
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
       .. .:: ..                                      
gi|164 NVINWAEAENRYIAGDKGGHPFMKL                      
        200       210       220                       
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 75.6  bits: 15.8 E():   31 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (5-10:8-13) 
 
                  10        20        30        40        50        
AAD-12    LIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE 
              ::: .:                                                
gi|131 GPVGGVVHAHMMPLL                                              
               10                                                   
 
>>gi|30794292|ref|NP_851341.1| lactotransferrin precurso  (708 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 75.2  bits: 21.3 E():   32 
Smith-Waterman score: 51; 34.4% identity (50.0% similar) in 32 aa overlap (45-76:25-51) 
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           20        30        40        50        60        70     
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 
                                     : :   : . . : : ::  : .:. .  : 
gi|307       MKLFVPALLSLGALGLCLAAPRKNVRW---CTISQPE-W-FKCRRWQWRMKKLG 
                     10        20           30          40          
 
           80                                                       
AAD-12 RPETEG                                                       
        :                                                           
gi|307 APSITCVRRAFALECIRAIAEKKADAVTLDGGMVFEAGRDPYKLRPVAAEIYGTKESPQT 
      50        60        70        80        90       100          
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.0  bits: 18.4 E():   33 
Smith-Waterman score: 43; 30.4% identity (60.9% similar) in 23 aa overlap (39-61:53-75) 
 
       10        20        30        40        50        60         
AAD-12 IPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW 
                                     :: . :.. ..  : :: .  :.        
gi|387 SINGNAPAEIDLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVD 
             30        40        50        60        70        80   
 
       70        80   
AAD-12 HSRLAGRPETEG   
                      
gi|387 CASQHGCHGDTIPR 
             90       
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.9  bits: 19.5 E():   34 
Smith-Waterman score: 46; 35.3% identity (58.8% similar) in 17 aa overlap (57-73:70-86) 
 
         30        40        50        60        70        80       
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG       
                                     .:   :.: . :  .::              
gi|613 DAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIAQRWANQCTFE 
      40        50        60        70        80        90          
 
gi|613 HDACRNVERFAVGQNIAATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMH 
     100       110       120       130       140       150          
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.4  bits: 19.5 E():   36 
Smith-Waterman score: 46; 22.9% identity (60.4% similar) in 48 aa overlap (10-57:115-162) 
 
                                    10        20        30          
AAD-12                      LIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. : ... . :     : ..:.  :..  
gi|383 GSEASANPKDKPAEEEEEEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSL 
           90       100       110       120       130       140     
 
      40        50        60        70        80                    
AAD-12 AAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG                    
       .. .:  ::..  :.. :                                           
gi|383 VTLEVKPWDDETNLEELEANVRAIEMDGLVWGASKFVAVGFGIKKLQINLVVEDEKVSTD 
          150       160       170       180       190       200     
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.3  bits: 20.6 E():   37 
Smith-Waterman score: 53; 27.0% identity (56.8% similar) in 37 aa overlap (11-46:441-477) 
 
                                   10        20         30          
AAD-12                     LIGRHAHAIPGMDAAESERFLEG-LVDWACQAPRVHAHQW 
                                     :. :.    .. : :.:  : .  .:. .  
gi|505 YQIAFSRGNRAFIAINLQKNQQNLQQKLHTGLPAGTYCDIISGNLIDNKCTGKSIHVDKN 
              420       430       440       450       460       470 
 
      40        50        60        70        80 
AAD-12 AAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
       . .:: :                                   
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gi|505 GQADVYVGHDEFDAFVAYHIGARIVS                
              480       490                      
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.2  bits: 18.4 E():   37 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (11-23:5-17) 
 
               10        20        30        40        50        60 
AAD-12 LIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD 
                 :.:::: .  :.:                                      
gi|208       MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACGLAKKSAEEVKAAFNKIDQDE 
                     10        20        30        40        50     
 
>>gi|14424466|sp|P35778.2|VA3_SOLIN RecName: Full=Venom   (234 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.2  bits: 19.5 E():   37 
Smith-Waterman score: 46; 35.3% identity (58.8% similar) in 17 aa overlap (57-73:92-108) 
 
         30        40        50        60        70        80       
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG       
                                     .:   :.: . :  .::              
gi|144 DAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIAQRWANQCTFE 
              70        80        90       100       110       120  
 
gi|144 HDACRNVERFAVGQNIAATSSSGKNKSTPNEMILLWYNEVKDFDNRWISSFPSDDNILMK 
             130       140       150       160       170       180  
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 74.1  bits: 20.2 E():   38 
Smith-Waterman score: 48; 27.1% identity (47.5% similar) in 59 aa overlap (19-70:173-227) 
 
                           10        20        30        40         
AAD-12             LIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV--- 
                                     : : :    .  .: .  :: . ::..    
gi|113 RGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQ-SDGDAIHVT 
            150       160       170       180       190        200  
 
              50        60        70        80                      
AAD-12 ----VWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG                      
           .: ..: : ..  .:  :  : : :                                
gi|113 GSSDIWIDHCTLSKS--FD-GLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDLKM 
             210          220       230       240       250         
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 72.6  bits: 18.5 E():   45 
Smith-Waterman score: 43; 31.0% identity (55.2% similar) in 29 aa overlap (10-37:112-140) 
 
                                    10        20         30         
AAD-12                      LIGRHAHAIPGMDAAESERFLEGLVDWA-CQAPRVHAHQ 
                                     ::.     ::. . :.: . : . . : :  
gi|100 VIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQGYCGSHHHHHH  
              90       100       110       120       130       140  
 
       40        50        60        70        80 
AAD-12 WAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.4  bits: 19.9 E():   47 
Smith-Waterman score: 47; 37.5% identity (68.8% similar) in 16 aa overlap (41-56:202-217) 
 
               20        30        40        50        60        70 
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS 
                                     ::.  .: ..: : .:               
gi|113 DIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWIDHCSLSKASDGLLDITLGSSHV 
             180       190       200       210       220       230  
 
               80                                                   
AAD-12 RLAGRPETEG                                                   
                                                                    
gi|113 TVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQRMPRCRFGFFQVVNNNY 
             240       250       260       270       280       290  
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>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.4  bits: 18.1 E():   47 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (5-42:20-57) 
 
                              10        20        30        40      
AAD-12                LIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                          ::  . . : :. :    :..:   .:  :   .  ::    
gi|730 MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGS 
               10        20        30        40        50        60 
 
          50        60        70        80                  
AAD-12 VWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG                  
                                                            
gi|730 VFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
               70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.4  bits: 18.1 E():   47 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (5-42:20-57) 
 
                              10        20        30        40      
AAD-12                LIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                          ::  . . : :. :    :..:   .:  :   .  ::    
gi|191 MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGS 
               10        20        30        40        50        60 
 
          50        60        70        80                  
AAD-12 VWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG                  
                                                            
gi|191 VFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
               70        80        90       100       110   
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 72.1  bits: 19.9 E():   49 
Smith-Waterman score: 47; 30.0% identity (66.7% similar) in 30 aa overlap (35-63:129-158) 
 
           10        20        30        40        50         60    
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEPWDFKL 
                                     ...:: ::.  : ..: . . : .:  .:. 
gi|114 DPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKI 
      100       110       120       130       140       150         
 
            70        80                                            
AAD-12 PRVMWHSRLAGRPETEG                                            
                                                                    
gi|114 DYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEK 
      160       170       180       190       200       210         
 
>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.3  bits: 18.9 E():   53 
Smith-Waterman score: 44; 26.3% identity (68.4% similar) in 19 aa overlap (53-71:200-218) 
 
             30        40        50        60        70        80 
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     ... ::  :. : . :...          
gi|274 KIFAPEIFTKFPNLNSYITRIESMPKISAYIKQQEPQLFNGPMAKWNTKY         
     170       180       190       200       210                  
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.1  bits: 18.2 E():   55 
Smith-Waterman score: 42; 33.3% identity (66.7% similar) in 24 aa overlap (52-72:111-134) 
 
              30        40        50        60           70         
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL--PR-VMWHSRLAGRPET 
                                     .:::.. .::.   :.  .: . :       
gi|144 GFVGRTYFTVLHTQCFRLDYPIVKCKVKSTILHRSKCYDFETFAPKKYQWFDVLQY     
               90       100       110       120       130           
 
       80 
AAD-12 EG 
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>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.0  bits: 19.6 E():   56 
Smith-Waterman score: 46; 28.0% identity (52.0% similar) in 25 aa overlap (32-56:351-375) 
 
              10        20        30        40        50        60  
AAD-12 IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF 
                                     :   .. :  ::: . .   .. ::      
gi|118 INGVQYPLSPSAYILQDDDSCTSGFEGMDVPTSSGELWILGDVFIRQYYTVFDRANNKVG 
              330       340       350       360       370       380 
 
              70        80 
AAD-12 KLPRVMWHSRLAGRPETEG 
                           
gi|118 LAPVA               
                           
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 70.9  bits: 19.3 E():   56 
Smith-Waterman score: 53; 22.9% identity (56.2% similar) in 48 aa overlap (25-68:130-177) 
 
                     10        20           30        40        50  
AAD-12       LIGRHAHAIPGMDAAESERFLEGLVDWAC---QAPRVHAHQWAAGDVVVWDNRC 
                                     :::     .. .:... .. ::....:    
gi|287 FFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGT 
     100       110       120       130       140       150          
 
              60         70        80                               
AAD-12 LLHRAEPWD-FKLPRVMWHSRLAGRPETEG                               
        .  : : . :.   . :                                           
gi|287 YVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAG 
     160       170       180       190       200       210          
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 70.7  bits: 20.0 E():   57 
Smith-Waterman score: 47; 30.0% identity (66.7% similar) in 30 aa overlap (35-63:159-188) 
 
           10        20        30        40        50         60    
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEPWDFKL 
                                     ...:: ::.  : ..: . . : .:  .:. 
gi|476 DPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKI 
      130       140       150       160       170       180         
 
            70        80                                            
AAD-12 PRVMWHSRLAGRPETEG                                            
                                                                    
gi|476 DYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEK 
      190       200       210       220       230       240         
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 70.6  bits: 16.0 E():   58 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (10-27:8-25) 
 
               10        20        30        40        50        60 
AAD-12 LIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD 
                :.. :. ....:..   :                                  
gi|751   IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA                           
                 10        20        30                             
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 70.6  bits: 18.2 E():   58 
Smith-Waterman score: 42; 27.8% identity (66.7% similar) in 36 aa overlap (6-41:28-62) 
 
                                     10        20        30         
AAD-12                       LIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                  :.: :...: : ... .:  : .    ... .: 
gi|157 MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQA-EFRQLANGAPDKTEAEIEAQIEQ 
               10        20        30         40        50          
 
       40        50        60        70        80                   
AAD-12 WAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG                   
       :.:                                                          
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gi|157 WVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPAAKAADARLSAIASNRALKV 
      60        70        80        90       100       110          
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   60 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (2-25:1-24) 
 
               10        20        30        40        50        60 
AAD-12 LIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD 
        .: ..:..   ... .:... :.:                                    
gi|215  MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAATGAYKSVEVKGDGGAGTVRIITLP 
                10        20        30        40        50          
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   60 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (2-25:1-24) 
 
               10        20        30        40        50        60 
AAD-12 LIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD 
        .: ..:..   ... .:... :.:                                    
gi|892  MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVEVKGDGGAGTVRIITLP 
                10        20        30        40        50          
 
>>gi|159162378|pdb|1H2O|A Chain A, Solution Structure Of  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 26.1% identity (52.2% similar) in 23 aa overlap (46-68:23-45) 
 
          20        30        40        50        60        70      
AAD-12 ESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR 
                                     : :   :. .  :  .:  ...:        
gi|159         GVFTYESEFTSEIPPPRLFKAFVLDADNLVPKIAPQAIKHSEILWGDGGPGT 
                       10        20        30        40        50   
 
          80                                                        
AAD-12 PETEG                                                        
                                                                    
gi|159 IKKITFGEGSQYGYVKHKIDSIDKENYSYSYTLIEGDALGDTLEKISYETKLVASPSGGS 
             60        70        80        90       100       110   
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 70.1  bits: 16.0 E():   63 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (10-27:8-25) 
 
               10        20        30        40        50        60 
AAD-12 LIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD 
                :.. :. ....:..   :                                  
gi|751   IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK                        
                 10        20        30                             
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.0  bits: 19.3 E():   63 
Smith-Waterman score: 45; 28.6% identity (51.4% similar) in 35 aa overlap (5-39:258-291) 
 
                                         10        20        30     
AAD-12                           LIGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     :...:    .  : :  .  : :. :  :. 
gi|510 IGENIIGHLLIVFDGGKSQPACSWYDVPCSHSESIVYATGMVSGRCQHLAVPWTAQQ-RI 
       230       240       250       260       270       280        
 
           40        50        60        70        80               
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG               
       .  ::                                                        
gi|510 NPIQWKFWRVFTSNIPAYPTSDTTNCVVLNTNVFKNDNTFEGEYHAFPDCARNLFKCRQQ 
        290       300       310       320       330       340       
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.7  bits: 21.5 E():   65 
Smith-Waterman score: 58; 26.1% identity (67.4% similar) in 46 aa overlap (21-62:1159-1202) 
 
                         10        20        30            40       
AAD-12           LIGRHAHAIPGMDAAESERFLEGLVDWACQ-AP---RVHAHQWAAGDVVV 
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                                     .::..:.  . .:   ..:::  . :.    
gi|203 ESNKGTPIELQYKVSGKDRSKRAAEMNAEDVEGVIDYKNSGSPIDSKMHAHLKVKGNNYG 
     1130      1140      1150      1160      1170      1180         
 
         50        60        70        80                           
AAD-12 WDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG                           
       .:..  :...:: ...                                             
gi|203 YDSE--LKQTEPQQYEGKMTLSKNDKKIFITHKTEMTKPTSTFLLKTDADVSYSESDMKK 
     1190        1200      1210      1220      1230      1240       
 
>>gi|60920878|gb|AAX37326.1| glutathione transferase mu   (219 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 18.6 E():   66 
Smith-Waterman score: 43; 23.8% identity (57.1% similar) in 21 aa overlap (53-73:199-219) 
 
             30        40        50        60        70        80 
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     ... .:  :. :   :..  :        
gi|609 KVMVPEVFGQFENLKRYVERMESLPRVSDYIKKQQPKTFNAPTSKWNASYA        
      170       180       190       200       210                 
 
>>gi|1170095|sp|P46419.1|GSTM1_DERPT RecName: Full=Gluta  (219 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 18.6 E():   66 
Smith-Waterman score: 43; 23.8% identity (57.1% similar) in 21 aa overlap (53-73:199-219) 
 
             30        40        50        60        70        80 
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     ... .:  :. :   :..  :        
gi|117 KVMVPEVFGQFENLKRYVERMESLPRVSDYIKKQQPKTFNAPTSKWNASYA        
      170       180       190       200       210                 
 
>>gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ver  (472 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 69.6  bits: 19.7 E():   66 
Smith-Waterman score: 46; 25.6% identity (51.2% similar) in 43 aa overlap (23-65:415-455) 
 
                       10        20        30        40        50   
AAD-12         LIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     ::.  .  : :. . .    ::.  .:    
gi|156 EGQLVVVPQNFAVVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVI--QNSFD 
          390       400       410       420       430         440   
 
             60        70        80   
AAD-12 LHRAEPWDFKLPRVMWHSRLAGRPETEG   
       . : . :..:  :                  
gi|156 ISREDAWNLKESRSEMTIFAPGSRSQRQRN 
            450       460       470   
 
>>gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen 11S   (472 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 69.6  bits: 19.7 E():   66 
Smith-Waterman score: 46; 25.6% identity (51.2% similar) in 43 aa overlap (23-65:415-455) 
 
                       10        20        30        40        50   
AAD-12         LIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     ::.  .  : :. . .    ::.  .:    
gi|110 EGQLVVVPQNFAVVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVI--QNSFD 
          390       400       410       420       430         440   
 
             60        70        80   
AAD-12 LHRAEPWDFKLPRVMWHSRLAGRPETEG   
       . : . :..:  :                  
gi|110 ISREDAWNLKESRSEMTIFAPGSRSQRQRN 
            450       460       470   
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 69.3  bits: 19.0 E():   69 
Smith-Waterman score: 44; 47.4% identity (63.2% similar) in 19 aa overlap (16-31:72-90) 
 
                              10        20           30        40   
AAD-12                LIGRHAHAIPGMDAAESERFLEGLVDW---ACQAPRVHAHQWAAG 
                                     :.. ::   :::   ::.:            
gi|144 TISKQVVFLIHGFLSTGNNENFVAMSKALIEKDDFLVISVDWKKGACNAFASTKDALGYS 
              50        60        70        80        90       100  
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             50        60        70        80                       
AAD-12 DVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG                       
                                                                    
gi|144 KAVGNTRHVGKFVADFTKLLVEKYKVLISNIRLIGHSLGAHTSGFAGKEVQKLKLGKYKE 
             110       120       130       140       150       160  
 
>>gi|3182907|sp|O02380.1|ALL2_TYRPU RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.3  bits: 17.9 E():   69 
Smith-Waterman score: 41; 37.5% identity (100.0% similar) in 8 aa overlap (51-58:41-48) 
 
               30        40        50        60        70        80 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..:...:                       
gi|318 AVAAAGQVKFTDCGKKEIASVAVDGCEGDLCVIHKSKPVHVIAEFTANQDTCKIEVKVTG 
               20        30        40        50        60        70 
 
gi|318 QLNGLEVPIPGIETDGCKVLKCPLKKGTKYTMNYSVNVPSVVPNIKTVVKLLATGEHGVL 
               80        90       100       110       120       130 
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.2  bits: 19.3 E():   70 
Smith-Waterman score: 53; 22.9% identity (56.2% similar) in 48 aa overlap (25-68:120-167) 
 
                     10        20           30        40        50  
AAD-12       LIGRHAHAIPGMDAAESERFLEGLVDWAC---QAPRVHAHQWAAGDVVVWDNRC 
                                     :::     .. .:... .. ::....:    
gi|855 FFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGT 
      90       100       110       120       130       140          
 
              60         70        80                               
AAD-12 LLHRAEPWD-FKLPRVMWHSRLAGRPETEG                               
        .  : : . :.   . :                                           
gi|855 YVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAG 
     150       160       170       180       190       200          
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 69.1  bits: 19.3 E():   70 
Smith-Waterman score: 45; 26.8% identity (48.8% similar) in 41 aa overlap (19-53:172-212) 
 
                           10        20        30              40   
AAD-12             LIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW------AAG 
                                     .  :: .  : .:   : :.       .:: 
gi|625 RGANVEITCGGLTIHNVCNVIIHNIHIHDIKVTEGGIIKATDAKPGHRHKSDGDGICVAG 
             150       160       170       180       190       200  
 
             50        60        70        80                       
AAD-12 DVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG                       
       .  .: ..: :                                                  
gi|625 SSKIWIDHCTLSHGPDGLIDVTLGSTAVTISNCKFSHHQKILLLGADNSHVDDKKMHVTV 
             210       220       230       240       250       260  
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 18.6 E():   73 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (25-38:29-42) 
 
                   10        20        30        40        50       
AAD-12     LIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                   :.:  : :  . ::                   
gi|170 MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQTFP 
               10        20        30        40        50        60 
 
         60        70        80                                     
AAD-12 EPWDFKLPRVMWHSRLAGRPETEG                                     
                                                                    
gi|170 HQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQQF 
               70        80        90       100       110       120 
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.6  bits: 17.9 E():   76 
Smith-Waterman score: 41; 42.9% identity (71.4% similar) in 14 aa overlap (66-79:117-130) 
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          40        50        60        70        80                
AAD-12 AHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG                
                                     : .::.  ..:: :                 
gi|169 GVALPPTAEKITFETKLVEGPNGGSIGKLSVKFHSKGEAKPEEEDMKKGKAKGEALFKAI 
         90       100       110       120       130       140       
 
gi|169 EGYVLANPTQY 
        150        
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.4  bits: 19.4 E():   77 
Smith-Waterman score: 45; 38.9% identity (72.2% similar) in 18 aa overlap (3-20:241-258) 
 
                                           10        20        30   
AAD-12                             LIGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                     :  .... :::.: :: .             
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDQTYDLNFKE 
              220       230       240       250       260       270 
 
             40        50        60        70        80             
AAD-12 RVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG             
                                                                    
gi|144 ENNNGSQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.5 E():   79 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (51-62:27-38) 
 
               30        40        50        60        70        80 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.5 E():   79 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (51-62:27-38) 
 
               30        40        50        60        70        80 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.5 E():   79 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (51-62:27-38) 
 
               30        40        50        60        70        80 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.5 E():   79 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (51-62:27-38) 
 
               30        40        50        60        70        80 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
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                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.5 E():   79 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (51-62:27-38) 
 
               30        40        50        60        70        80 
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.6  bits: 17.9 E():   85 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (4-20:17-30) 
 
                            10        20        30        40        
AAD-12              LIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW 
                       ::   .:..:    :::                            
gi|212 VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFSYD 
               10        20           30        40        50        
 
        50        60        70        80                            
AAD-12 DNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG                            
                                                                    
gi|212 DALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYENYAIVEGC 
        60        70        80        90       100       110        
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.6 E():   85 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (49-57:40-48) 
 
       20        30        40        50        60        70         
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET 
                                     . :..::.:                      
gi|212 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
       80                                                           
AAD-12 EG                                                           
                                                                    
gi|212 LTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.6 E():   85 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (49-57:40-48) 
 
       20        30        40        50        60        70         
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET 
                                     . :..::.:                      
gi|158 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
       80                                                           
AAD-12 EG                                                           
                                                                    
gi|158 LAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.6 E():   85 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (49-57:40-48) 
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       20        30        40        50        60        70         
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET 
                                     . :..::.:                      
gi|170 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
       80                                                           
AAD-12 EG                                                           
                                                                    
gi|170 LAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.6  bits: 17.9 E():   85 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (4-20:18-31) 
 
                             10        20        30        40       
AAD-12               LIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
                        ::   .:..:    :::                           
gi|144 AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFSY 
               10        20           30        40        50        
 
         50        60        70        80                           
AAD-12 WDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG                           
                                                                    
gi|144 DDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYDNYAIVEG 
        60        70        80        90       100       110        
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.6  bits: 17.9 E():   85 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (4-20:18-31) 
 
                             10        20        30        40       
AAD-12               LIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
                        ::   .:..:    :::                           
gi|116 AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFSY 
               10        20           30        40        50        
 
         50        60        70        80                           
AAD-12 WDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG                           
                                                                    
gi|116 DDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYENYAIVEG 
        60        70        80        90       100       110        
 
>>gi|14423651|sp|Q9U5P2.1|ALL5_LEPDS RecName: Full=Mite   (110 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.6  bits: 17.2 E():   85 
Smith-Waterman score: 39; 33.3% identity (61.9% similar) in 21 aa overlap (49-69:8-28) 
 
       20        30        40        50        60        70         
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET 
                                     .: :.: .:    :: ... :          
gi|144                        DDFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELE 
                                      10        20        30        
 
       80                                                           
AAD-12 EG                                                           
                                                                    
gi|144 KSKSKELKAQILREISIGLDFIDSAKGHFERELKRADLNLAEKFNFESALSTGAVLHKDL 
        40        50        60        70        80        90        
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 67.5  bits: 19.0 E():   86 
Smith-Waterman score: 44; 40.9% identity (59.1% similar) in 22 aa overlap (43-64:92-111) 
 
             20        30        40        50        60        70   
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL 
                                     :.: . ::  :: .  ::  .:         
gi|258 QGEEFHKIVFTVEGLQEFGNFVQFLEDHGLDAVGYINR--LHSVFGWDPYVPSSKRKHTR 
              70        80        90         100       110          
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             80                                                     
AAD-12 AGRPETEG                                                     
                                                                    
gi|258 RGVGVDGLIDDIIAILPIDDLKALFQEKLETSPDFKAFYDAVRSPEFQSIVQTLNAMPEY 
     120       130       140       150       160       170          
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.5  bits: 18.7 E():   86 
Smith-Waterman score: 43; 26.9% identity (65.4% similar) in 26 aa overlap (40-64:14-39) 
 
      10        20        30        40        50        60          
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK-LPRVMW 
                                     :.. ..  ..::.    .::. . ::     
gi|217                  MKTFLVFALLAVAATSAIAQMETRCIPGLERPWQQQPLPPQQT 
                                10        20        30        40    
 
       70        80                                                 
AAD-12 HSRLAGRPETEG                                                 
                                                                    
gi|217 FPQQPLFSQQQQQQLFPQQPSFSQQQPPFWQQQPPFSQQQPILPQQPPFSQQQQLVLPQQ 
            50        60        70        80        90       100    
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.9 E():   87 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (27-50:70-93) 
 
                   10        20        30        40        50       
AAD-12     LIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|283 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
      40        50        60        70        80        90          
 
         60        70        80                                     
AAD-12 EPWDFKLPRVMWHSRLAGRPETEG                                     
                                                                    
gi|283 CGPVGAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
     100       110       120       130       140       150          
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 67.3  bits: 15.4 E():   88 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (10-27:8-25) 
 
               10        20        30        40        50        60 
AAD-12 LIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD 
                :.. :  ....:..   :                                  
gi|751   IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA                           
                 10        20        30                             
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.3  bits: 17.9 E():   88 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (4-20:27-40) 
 
                                      10        20        30        
AAD-12                        LIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                 ::   .:..:    :::                  
gi|194 MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEALTQY 
               10        20        30           40        50        
 
        40        50        60        70        80                  
AAD-12 QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG                  
                                                                    
gi|194 KCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDY 
        60        70        80        90       100       110        
 
>>gi|1093120|prf||2103117A allergen Dac g II              (196 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.1  bits: 17.9 E():   90 
Smith-Waterman score: 41; 18.9% identity (45.9% similar) in 37 aa overlap (29-65:141-177) 
 
                 10        20        30        40        50         
AAD-12   LIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP 
                                     :    .  :.  . :   .:.  ....    
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gi|109 VFQFLILSCQGRIVNNCEVLICVMRRGNAMCLIASISMHHILTLDRFFFDGLEIIYKIFK 
              120       130       140       150       160       170 
 
       60        70        80     
AAD-12 WDFKLPRVMWHSRLAGRPETEG     
         :. ::                    
gi|109 MMFQKPRTRTCIEKDFPRRSSSSIPT 
              180       190       
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.9  bits: 17.9 E():   93 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (27-50:87-110) 
 
                   10        20        30        40        50       
AAD-12     LIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|123 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
         60        70        80                                     
AAD-12 EPWDFKLPRVMWHSRLAGRPETEG                                     
                                                                    
gi|123 CGPVGAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.9  bits: 17.9 E():   93 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (27-50:87-110) 
 
                   10        20        30        40        50       
AAD-12     LIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|158 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
         60        70        80                                     
AAD-12 EPWDFKLPRVMWHSRLAGRPETEG                                     
                                                                    
gi|158 CGPVGAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 66.8  bits: 15.4 E():   94 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (10-27:8-25) 
 
               10        20        30        40        50        60 
AAD-12 LIGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD 
                :.. :  ....:..   :                                  
gi|751   IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK                        
                 10        20        30                             
 
>>gi|111120428|gb|ABH06348.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.2 E():   97 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (40-57:109-126) 
 
      10        20        30        40        50        60          
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
      70        80 
AAD-12 SRLAGRPETEG 
 
>>gi|111494253|gb|ABH06347.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.2 E():   97 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (40-57:109-126) 
 
      10        20        30        40        50        60          
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
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gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
      70        80 
AAD-12 SRLAGRPETEG 
 
>>gi|111120432|gb|ABH06350.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.2 E():   97 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (40-57:109-126) 
 
      10        20        30        40        50        60          
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
      70        80 
AAD-12 SRLAGRPETEG 
 
>>gi|111120420|gb|ABH06344.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.2 E():   97 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (40-57:109-126) 
 
      10        20        30        40        50        60          
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
      70        80 
AAD-12 SRLAGRPETEG 
 
>>gi|111120424|gb|ABH06346.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.2 E():   97 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (40-57:109-126) 
 
      10        20        30        40        50        60          
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
      70        80 
AAD-12 SRLAGRPETEG 
 
>>gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia mutic  (284 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 66.4  bits: 18.3 E():   99 
Smith-Waterman score: 42; 36.8% identity (73.7% similar) in 19 aa overlap (4-22:63-80) 
 
                                          10        20        30    
AAD-12                            LIGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     .:: ..  ..::: .:. :            
gi|219 EDSKAKIEEDLTSLQKKYTNLENEFDQVNEKHADSVAKLEAAE-KRLTETEDEIKGYTRK 
             40        50        60        70         80        90  
 
            40        50        60        70        80              
AAD-12 VHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG              
                                                                    
gi|219 IQLLEDDLERTQTKLDEATGKLEEATKSADESERGRKVLESRSLADDDRIDGLEKQVKDA 
             100       110       120       130       140       150  
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:03:06 2011 done: Fri Jan 21 00:03:06 2011 
 Total Scan time:  0.060 Total Display time:  0.050 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
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# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 211  - 290 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     0     8: * 
  34    27    22:=====*= 
  36    26    44:=======   * 
  38    33    73:=========         * 
  40    83   102:=====================    * 
  42    92   125:=======================        * 
  44   128   138:================================  * 
  46   175   140:==================================*========= 
  48   200   134:=================================*================ 
  50    98   122:=========================     * 
  52   138   108:==========================*======== 
  54   123    92:======================*======== 
  56    79    77:===================* 
  58    45    63:============   * 
  60    45    51:============* 
  62    31    41:========  * 
  64    32    33:========* 
  66    22    26:======* 
  68    18    20:====* 
  70    15    16:===* 
  72     6    12:==* 
  74     9    10:==* 
  76     6     8:=* 
  78    13     6:=*== 
  80    20     5:=*=== 
  82     7     3:*= 
  84     5     3:*= 
  86     0     2:* 
  88     5     2:*=         inset = represents 1 library sequences 
  90     0     1:* 
  92     3     1:*         :*== 
  94     3     1:*         :*== 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     1     0:=         *= 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.93040.00312; mu= 9.8430 0.167 
 mean_var=37.022411.325, 0's: 2 Z-trim: 3  B-trim: 15 in 1/43 
 Lambda= 0.210786 
 Kolmogorov-Smirnov  statistic: 0.0835 (N=27) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
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 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   73 27.9    0.21 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   66 25.7    0.94 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   56 22.4     2.5 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   57 22.7     2.6 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   55 22.0     2.6 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   56 22.4     3.3 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   56 22.4     3.3 
gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Se ( 608)   61 24.3     3.5 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   59 23.7     5.4 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   54 21.9     6.3 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   54 21.9     6.4 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   54 21.9     6.4 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   58 23.4     6.4 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   50 20.6     9.8 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   53 21.7      10 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   50 20.6      11 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   50 20.6      11 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   53 21.7      11 
gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Se ( 607)   55 22.5      12 
gi|3336842|emb|CAA76847.1| bovine serum albumin [B ( 607)   55 22.5      12 
gi|212279|gb|AAA48944.1| lysozyme protein [Gallus  (  24)   42 17.7      13 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   50 20.7      14 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   52 21.4      15 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   53 21.8      15 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   48 20.0      15 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   48 20.0      15 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   48 20.0      15 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   48 20.0      15 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   48 20.0      15 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   48 20.0      15 
gi|34495280|gb|AAQ73487.1| type 2 allergen Lep d 2 ( 140)   48 20.0      16 
gi|34495278|gb|AAQ73486.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495290|gb|AAQ73492.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495284|gb|AAQ73489.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495288|gb|AAQ73491.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495282|gb|AAQ73488.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495274|gb|AAQ73484.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|33772588|gb|AAQ54603.1| Gly d 2.03 [Glycyphagus ( 141)   48 20.0      16 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   48 20.0      17 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   48 20.0      17 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   48 20.0      17 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   47 19.7      18 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   47 19.7      18 
gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Sc ( 129)   47 19.7      18 
gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Ser ( 607)   53 21.9      19 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   47 19.7      20 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   47 19.7      20 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 21.5      20 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 21.5      20 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   47 19.7      20 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   47 19.7      20 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   47 19.7      20 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   47 19.7      20 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   47 19.7      20 
gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Gl ( 162)   47 19.7      22 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   49 20.5      23 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   47 19.7      24 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   51 21.2      24 
gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   46 19.4      26 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   46 19.4      26 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   47 19.8      28 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   50 20.9      28 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   47 19.8      29 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 15.8      31 
gi|30794292|ref|NP_851341.1| lactotransferrin prec ( 708)   51 21.3      32 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   43 18.4      33 
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gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   46 19.5      34 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   46 19.5      36 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   49 20.6      37 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 18.4      37 
gi|14424466|sp|P35778.2|VA3_SOLIN RecName: Full=Ve ( 234)   46 19.5      37 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   48 20.2      38 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   43 18.5      46 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   47 19.9      47 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   42 18.1      47 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   42 18.1      47 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   47 19.9      49 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   44 18.9      53 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   42 18.1      55 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   46 19.6      56 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   45 19.3      56 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   47 20.0      57 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.2      58 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 16.0      58 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   42 18.2      61 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   42 18.2      61 
gi|159162378|pdb|1H2O|A Chain A, Solution Structur ( 159)   42 18.2      62 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 16.0      63 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   45 19.3      63 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   51 21.5      65 
gi|60920878|gb|AAX37326.1| glutathione transferase ( 219)   43 18.6      66 
gi|1170095|sp|P46419.1|GSTM1_DERPT RecName: Full=G ( 219)   43 18.6      66 
gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ( 472)   46 19.7      66 
gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen  ( 472)   46 19.7      66 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   44 19.0      69 
gi|3182907|sp|O02380.1|ALL2_TYRPU RecName: Full=Mi ( 141)   41 17.9      69 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.3      70 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.3      70 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   43 18.6      73 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   41 17.9      76 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.4      77 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   40 17.5      79 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   40 17.5      79 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   40 17.5      79 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   40 17.5      79 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   40 17.5      79 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 17.9      85 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   40 17.6      85 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   40 17.6      85 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   40 17.6      85 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 17.9      85 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 17.9      85 
gi|14423651|sp|Q9U5P2.1|ALL5_LEPDS RecName: Full=M ( 110)   39 17.2      86 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   44 19.0      86 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   43 18.7      86 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   41 17.9      87 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 15.4      88 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 17.9      88 
gi|1093120|prf||2103117A allergen Dac g II         ( 196)   41 17.9      90 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   41 17.9      93 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   41 17.9      93 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 15.4      95 
gi|111120428|gb|ABH06348.1| Blo t 21 allergen [Blo ( 129)   39 17.2      97 
gi|111494253|gb|ABH06347.1| Blo t 21 allergen [Blo ( 129)   39 17.2      97 
gi|111120432|gb|ABH06350.1| Blo t 21 allergen [Blo ( 129)   39 17.2      97 
gi|111120420|gb|ABH06344.1| Blo t 21 allergen [Blo ( 129)   39 17.2      97 
gi|111120424|gb|ABH06346.1| Blo t 21 allergen [Blo ( 129)   39 17.2      97 
gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia m ( 284)   42 18.3      99 
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  73 init1:  73 opt:  73  Z-score: 114.5  bits: 27.9 E(): 0.21 
Smith-Waterman score: 73; 35.5% identity (54.8% similar) in 31 aa overlap (11-41:246-276) 
 
                                   10        20        30        40 
AAD-12                     IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:: :   . :     .: . 
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
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         220       230       240       250       260       270      
 
               50        60        70        80                     
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGA                     
       :                                                            
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  66 init1:  66 opt:  66  Z-score: 103.0  bits: 25.7 E(): 0.94 
Smith-Waterman score: 66; 32.3% identity (54.8% similar) in 31 aa overlap (11-41:247-277) 
 
                                   10        20        30        40 
AAD-12                     IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:  :   . :.    .: . 
gi|232 APDIKTPKEALDLIMDAIDKAGYKGKVGIAMDVASSEFYKDGKYDLDFKNPESDPSKWLS 
        220       230       240       250       260       270       
 
               50        60        70        80                     
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGA                     
       :                                                            
gi|232 GPQLADLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKT 
        280       290       300       310       320       330       
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 95.2  bits: 22.4 E():  2.5 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (22-38:68-86) 
 
                        10        20          30        40          
AAD-12          IGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|219 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
      50        60        70        80 
AAD-12 CLLHRAEPWDFKLPRVMWHSRLAGRPETEGA 
                                       
gi|219 SFDSDRSGLLLKQKVSDE              
       100       110                   
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 95.1  bits: 22.7 E():  2.6 
Smith-Waterman score: 57; 27.9% identity (48.8% similar) in 43 aa overlap (5-47:96-133) 
 
                                         10        20        30     
AAD-12                           IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     .:   :.. :. :.:  .:::.       : 
gi|121 IVGFFSEVIGLIGNPENRPALKTLIDGLASSHKARGIEKAQFEEFRASLVDYLS-----H 
          70        80        90       100       110            120 
 
           40        50        60        70        80 
AAD-12 AHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGA 
         .:      .::                                  
gi|121 HLDWNDTMKSTWDLALNNMFFYILHALEVAQ                
              130       140       150                 
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 95.1  bits: 22.0 E():  2.6 
Smith-Waterman score: 55; 30.4% identity (41.3% similar) in 46 aa overlap (25-67:29-70) 
 
                   10        20        30        40        50       
AAD-12     IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE 
                                   :  :::   : .. : ..   :: : .      
gi|323 QAGGQTCAGNICCSQYGYCGTTADYCSPDNNCQATY-HYYNPAQNN---WDLRAVSAYCS 
               10        20        30         40           50       
 
         60           70        80         
AAD-12 PWDFKLP---RVMWHSRLAGRPETEGA         
        ::   :   :  :                      
gi|323 TWDADKPYSWRYGWTAFCGPAGPRCLRTNAAVTVR 
         60        70        80        90  
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>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 93.2  bits: 22.4 E():  3.3 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (22-38:68-86) 
 
                        10        20          30        40          
AAD-12          IGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|456 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNF 
        40        50        60        70        80        90        
 
      50        60        70        80                              
AAD-12 CLLHRAEPWDFKLPRVMWHSRLAGRPETEGA                              
                                                                    
gi|456 SFGSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 93.2  bits: 22.4 E():  3.3 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (22-38:68-86) 
 
                        10        20          30        40          
AAD-12          IGRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|184 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
      50        60        70        80                              
AAD-12 CLLHRAEPWDFKLPRVMWHSRLAGRPETEGA                              
                                                                    
gi|184 SFDSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Serum   (608 aa) 
 initn:  53 init1:  53 opt:  61  Z-score: 92.7  bits: 24.3 E():  3.5 
Smith-Waterman score: 61; 23.4% identity (53.2% similar) in 77 aa overlap (3-75:434-510) 
 
                                           10           20          
AAD-12                             IGRHAHAIPGMDA---AESERFLEGLVDWACQ 
                                     :... .: ...   .:  : :  . .  :  
gi|135 LVEEPHNLVKTNCELFEKLGEYGFQNALLVRYTKKVPQVSTPTLVEVSRSLGKVGSKCCT 
           410       420       430       440       450       460    
 
      30        40         50        60        70        80         
AAD-12 APRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLAGRPETEGA         
        :...  . :   . :  :: :.::.  : . .. .   .: .  ::              
gi|135 HPEAERLSCAEDYLSVVLNRLCVLHEKTPVSERVTKCCTESLVNRRPCFSALQVDETYVP 
           470       480       490       500       510       520    
 
gi|135 KEFSAETFTFHADLCTLPEAEKQIKKQSALVELLKHKPKATEEQLKTVMGDFGSFVDKCC 
           530       540       550       560       570       580    
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 89.4  bits: 23.7 E():  5.4 
Smith-Waterman score: 59; 26.4% identity (50.9% similar) in 53 aa overlap (28-79:462-514) 
 
                  10        20        30        40         50       
AAD-12    IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAE 
                                     :. :. .  . :   . :  :: :.::.   
gi|668 LVRYTKKAPQVSTPTLVEVSRKLGKVGTKCCKKPESERMSCAEDFLSVVLNRLCVLHEKT 
             440       450       460       470       480       490  
 
         60        70        80                                     
AAD-12 PWDFKLPRVMWHSRLAGRPETEGA                                     
       : . .. .   .: .  ::   :                                      
gi|668 PVSERVTKCCSESLVNRRPCFSGLEVDETYVPKEFNAETFTFHADLCTLPEAEKQVKKQT 
             500       510       520       530       540       550  
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 88.1  bits: 21.9 E():  6.3 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (42-56:122-138) 
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              20        30        40        50          60          
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRVMWHS 
                                     : :..::.:::  :..:              
gi|162 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
      70        80                                               
AAD-12 RLAGRPETEGA                                               
                                                                 
gi|162 RKELAAVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200         
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 88.0  bits: 21.9 E():  6.4 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (42-56:122-138) 
 
              20        30        40        50          60          
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRVMWHS 
                                     : :..::.:::  :..:              
gi|209 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
      70        80                                                 
AAD-12 RLAGRPETEGA                                                 
                                                                   
gi|209 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 88.0  bits: 21.9 E():  6.4 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (42-56:122-138) 
 
              20        30        40        50          60          
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRVMWHS 
                                     : :..::.:::  :..:              
gi|124 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
      70        80                                                 
AAD-12 RLAGRPETEGA                                                 
                                                                   
gi|124 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 88.0  bits: 23.4 E():  6.4 
Smith-Waterman score: 58; 26.4% identity (50.9% similar) in 53 aa overlap (28-79:439-491) 
 
                  10        20        30        40         50       
AAD-12    IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAE 
                                     :. :. .  . :   . :  :: :.::.   
gi|331 LVRYTKKAPQVSTPTLVEVSRKLGKVGTKCCKKPESERMSCADDFLSVVLNRLCVLHEKT 
      410       420       430       440       450       460         
 
         60        70        80                                     
AAD-12 PWDFKLPRVMWHSRLAGRPETEGA                                     
       : . .. .   .: .  ::   :                                      
gi|331 PVSERVTKCCSESLVNRRPCFSGLEVDETYVPKEFNAETFTFHADLCTLPEAEKQVKKQT 
      470       480       490       500       510       520         
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.7  bits: 20.6 E():  9.8 
Smith-Waterman score: 50; 50.0% identity (90.0% similar) in 10 aa overlap (48-57:24-33) 
 
        20        30        40        50        60        70        
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET 
                                     : :..::..:                     
gi|484        GKMNFTDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVL 
                      10        20        30        40        50    
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        80                                                          
AAD-12 EGA                                                          
                                                                    
gi|484 TAIIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGE 
            60        70        80        90       100       110    
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.3  bits: 21.7 E():   10 
Smith-Waterman score: 53; 43.8% identity (62.5% similar) in 16 aa overlap (22-37:27-42) 
 
                    10        20        30        40        50      
AAD-12      IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                 : :.:  : : .. ::                   
gi|170 MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQQTFP 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 EPWDFKLPRVMWHSRLAGRPETEGA                                    
                                                                    
gi|170 HQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQPQQPF 
               70        80        90       100       110       120 
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.8  bits: 20.6 E():   11 
Smith-Waterman score: 50; 33.3% identity (100.0% similar) in 12 aa overlap (50-61:44-55) 
 
      20        30        40        50        60        70          
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:....                   
gi|558 AVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
      80                                                            
AAD-12 A                                                            
                                                                    
gi|558 NIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.8  bits: 20.6 E():   11 
Smith-Waterman score: 50; 40.0% identity (60.0% similar) in 15 aa overlap (44-58:127-141) 
 
            20        30        40        50        60        70    
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 
                                     :.: :::    .. :                
gi|126 PCSALLSSDITASVNCAKKIVSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL          
        100       110       120       130       140                 
 
            80 
AAD-12 RPETEGA 
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 83.5  bits: 21.7 E():   11 
Smith-Waterman score: 53; 33.3% identity (66.7% similar) in 33 aa overlap (38-67:145-176) 
 
        10        20        30         40         50         60     
AAD-12 IPGMDAAESERFLEGLVDWACQAPRVHAHQWA-AGD-VVVWDNRCLLH-RAEPWDFKLPR 
                                     :: : :   .: . :.:. ...: :. .:  
gi|320 NGFASVGDTATRKREIAAFLAQTSHETTGGWATAPDGPYAW-GYCFLKEQGNPPDYCVPT 
          120       130       140       150        160       170    
 
           70        80                                             
AAD-12 VMWHSRLAGRPETEGA                                             
       ..:                                                          
gi|320 AQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDPVISFKTALWFWMT 
           180       190       200       210       220       230    
 
>>gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Serum   (607 aa) 
 initn:  51 init1:  51 opt:  55  Z-score: 82.8  bits: 22.5 E():   12 
Smith-Waterman score: 55; 22.8% identity (49.4% similar) in 79 aa overlap (1-75:431-509) 
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                                             10           20        
AAD-12                               IGRHAHAIPGMDA---AESERFLEGLVDWA 
                                     : :... .: ...   .:  : :  .     
gi|135 KHLVDEPQNLIKQNCDQFEKLGEYGFQNALIVRYTRKVPQVSTPTLVEVSRSLGKVGTRC 
              410       420       430       440       450       460 
 
        30        40         50        60        70        80       
AAD-12 CQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLAGRPETEGA       
       :  :. .    .   . .  :: :.::.  : . :. .   .: .  ::            
gi|135 CTKPESERMPCTEDYLSLILNRLCVLHEKTPVSEKVTKCCTESLVNRRPCFSALTPDETY 
              470       480       490       500       510       520 
 
gi|135 VPKAFDEKLFTFHADICTLPDTEKQIKKQTALVELLKHKPKATEEQLKTVMENFVAFVDK 
              530       540       550       560       570       580 
 
>>gi|3336842|emb|CAA76847.1| bovine serum albumin [Bos t  (607 aa) 
 initn:  51 init1:  51 opt:  55  Z-score: 82.8  bits: 22.5 E():   12 
Smith-Waterman score: 55; 22.8% identity (49.4% similar) in 79 aa overlap (1-75:431-509) 
 
                                             10           20        
AAD-12                               IGRHAHAIPGMDA---AESERFLEGLVDWA 
                                     : :... .: ...   .:  : :  .     
gi|333 KHLVDEPQNLIKQNCDQFEKLGEYGFQNALIVRYTRKVPQVSTPTLVEVSRSLGKVGTRC 
              410       420       430       440       450       460 
 
        30        40         50        60        70        80       
AAD-12 CQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLAGRPETEGA       
       :  :. .    .   . .  :: :.::.  : . :. .   .: .  ::            
gi|333 CTKPESERMPCTEDYLSLILNRLCVLHEKTPVSEKVTKCCTESLVNRRPCFSALTPDETY 
              470       480       490       500       510       520 
 
gi|333 VPKAFDEKLFTFHADICTLPDTEKQIKKQTALVELLKHKPKATEEQLKTVMENFVAFVDK 
              530       540       550       560       570       580 
 
>>gi|212279|gb|AAA48944.1| lysozyme protein [Gallus gall  (24 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 82.3  bits: 17.7 E():   13 
Smith-Waterman score: 42; 33.3% identity (53.3% similar) in 15 aa overlap (44-58:5-19) 
 
            20        30        40        50        60        70    
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 
                                     :.: : :    .. :                
gi|212                           MNAWVAWRNSCKGTDVQAWIRGCR           
                                         10        20               
 
            80 
AAD-12 RPETEGA 
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 82.1  bits: 20.7 E():   14 
Smith-Waterman score: 50; 27.9% identity (55.8% similar) in 43 aa overlap (37-79:46-85) 
 
         10        20        30        40        50        60       
AAD-12 AIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM 
                                     : .:  ::.. :  :  :   :...   .. 
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPR---WNLNAHSAL 
          20        30        40        50        60           70   
 
         70        80                                               
AAD-12 WHSRLAGRPETEGA                                               
       . .:  :: .. :                                                
gi|697 YVTRGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTS 
             80        90       100       110       120       130   
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.6  bits: 21.4 E():   15 
Smith-Waterman score: 52; 28.1% identity (59.4% similar) in 32 aa overlap (11-42:66-97) 
 
                                   10        20        30        40 
AAD-12                     IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     .:. . . : :: .. .   ::.  ::..  
gi|729 STLSLVTKADGKIDMTVDLISPVTKRASLKIDSKKYNLFHEGELSASIVNPRLSWHQYTK 
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          40        50        60        70        80        90      
 
               50        60        70        80                     
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGA                     
        :                                                           
gi|729 RDSREYKSDVELSLRSSDIALKITMPDYNSKIHYSRQGDQINMDIDGTLIEGHAQGTIRE 
         100       110       120       130       140       150      
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 81.5  bits: 21.8 E():   15 
Smith-Waterman score: 53; 27.3% identity (54.5% similar) in 44 aa overlap (2-44:241-284) 
 
                                            10         20        30 
AAD-12                              IGRHAHAIPGMDAAESERF-LEGLVDWACQA 
                                     :  .... :::.: :: .  .   :   .  
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDKTYDLNFKE 
              220       230       240       250       260       270 
 
               40        50        60        70        80           
AAD-12 PRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGA           
          .. :  .:::.                                               
gi|144 ENNNGSQKISGDVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.5  bits: 20.0 E():   15 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (49-61:76-88) 
 
       20        30        40        50        60        70         
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|484 TTKATIKVLAKVAGTPIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILPKVKAEVT 
          50        60        70        80        90       100      
 
       80                   
AAD-12 GA                   
                            
gi|484 AELVGDHGVLACGRFGRQVE 
         110       120      
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.3  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (50-61:27-38) 
 
      20        30        40        50        60        70          
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:....                   
gi|157     SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
      80                                                            
AAD-12 A                                                            
                                                                    
gi|157 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
         60        70        80        90       100       110       
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.3  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (50-61:27-38) 
 
      20        30        40        50        60        70          
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:....                   
gi|760     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKA 
                   10        20        30        40        50       
 
      80                                                            
AAD-12 A                                                            
                                                                    
gi|760 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
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>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.3  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (50-61:27-38) 
 
      20        30        40        50        60        70          
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:....                   
gi|214     SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
      80                                                            
AAD-12 A                                                            
                                                                    
gi|214 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
         60        70        80        90       100       110       
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.3  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (50-61:27-38) 
 
      20        30        40        50        60        70          
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:....                   
gi|256     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKA 
                   10        20        30        40        50       
 
      80                                                            
AAD-12 A                                                            
                                                                    
gi|256 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNGV 
         60        70        80        90       100       110       
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.3  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (50-61:28-39) 
 
      20        30        40        50        60        70          
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:....                   
gi|110    RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNSKTAKIEIKA 
                  10        20        30        40        50        
 
      80                                                            
AAD-12 A                                                            
                                                                    
gi|110 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNGV 
        60        70        80        90       100       110        
 
>>gi|34495280|gb|AAQ73487.1| type 2 allergen Lep d 2.024  (140 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (49-61:91-103) 
 
       20        30        40        50        60        70         
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
               70        80        90       100       110       120 
 
       80                   
AAD-12 GA                   
                            
gi|344 AELIGDHGILACGTVNGQVE 
              130       140 
 
>>gi|34495278|gb|AAQ73486.1| type 2 allergen Lep d 2.023  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.7  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (49-61:92-104) 
 
       20        30        40        50        60        70         
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
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                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
       80                   
AAD-12 GA                   
                            
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495290|gb|AAQ73492.1| type 2 allergen Lep d 2.042  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.7  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (49-61:92-104) 
 
       20        30        40        50        60        70         
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVVGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
       80                   
AAD-12 GA                   
                            
gi|344 AELIGDHGILACGTVNGTVE 
             130       140  
 
>>gi|34495284|gb|AAQ73489.1| type 2 allergen Lep d 2.031  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.7  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (49-61:92-104) 
 
       20        30        40        50        60        70         
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
       80                   
AAD-12 GA                   
                            
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495288|gb|AAQ73491.1| type 2 allergen Lep d 2.039  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.7  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (49-61:92-104) 
 
       20        30        40        50        60        70         
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
       80                   
AAD-12 GA                   
                            
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495282|gb|AAQ73488.1| type 2 allergen Lep d 2.025  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.7  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (49-61:92-104) 
 
       20        30        40        50        60        70         
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
       80                   
AAD-12 GA                   
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gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495274|gb|AAQ73484.1| type 2 allergen Lep d 2.013  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.7  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (49-61:92-104) 
 
       20        30        40        50        60        70         
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
       80                   
AAD-12 GA                   
                            
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2.035  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.7  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (49-61:92-104) 
 
       20        30        40        50        60        70         
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
       80                   
AAD-12 GA                   
                            
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|33772588|gb|AAQ54603.1| Gly d 2.03 [Glycyphagus dom  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.7  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (49-61:92-104) 
 
       20        30        40        50        60        70         
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|337 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
       80                   
AAD-12 GA                   
                            
gi|337 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.6  bits: 20.0 E():   17 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (50-61:43-54) 
 
      20        30        40        50        60        70          
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:....                   
gi|164 AVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEANQNRKTAKIEIKA 
             20        30        40        50        60        70   
 
      80                                                            
AAD-12 A                                                            
                                                                    
gi|164 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
             80        90       100       110       120       130   
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.5  bits: 20.0 E():   17 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (50-61:44-55) 
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      20        30        40        50        60        70          
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:....                   
gi|996 AVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNTKNAKIEIKA 
            20        30        40        50        60        70    
 
      80                                                            
AAD-12 A                                                            
                                                                    
gi|996 SIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
            80        90       100       110       120       130    
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.5  bits: 20.0 E():   17 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (50-61:44-55) 
 
      20        30        40        50        60        70          
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:....                   
gi|135 AVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
      80                                                            
AAD-12 A                                                            
                                                                    
gi|135 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
            80        90       100       110       120       130    
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.7  bits: 19.7 E():   18 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (50-61:27-38) 
 
      20        30        40        50        60        70          
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:. ..                   
gi|760     DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
      80                                                            
AAD-12 A                                                            
                                                                    
gi|760 NINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
         60        70        80        90       100       110       
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.7  bits: 19.7 E():   18 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (50-61:27-38) 
 
      20        30        40        50        60        70          
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:. ..                   
gi|179     DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
      80                                                            
AAD-12 A                                                            
                                                                    
gi|179 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENVVVTVKLVGDNGV 
         60        70        80        90       100       110       
 
>>gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Schist  (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.7  bits: 19.7 E():   18 
Smith-Waterman score: 47; 50.0% identity (80.0% similar) in 10 aa overlap (46-55:6-15) 
 
          20        30        40        50        60        70      
AAD-12 SERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP 
                                     :::.:. . :                     
gi|298                          MSADSWDNHCVTYVANNKCLKNLCMTAIDGSHLGT 
                                        10        20        30      
 
          80                                                        
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AAD-12 ETEGA                                                        
                                                                    
gi|298 SNPDFRIPPELILQLKSILDGGLDTSIFFMGEKYIVLQHDSSCLVSRCGKKSLIFYATGK 
          40        50        60        70        80        90      
 
>>gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Serum a  (607 aa) 
 initn:  47 init1:  47 opt:  53  Z-score: 79.5  bits: 21.9 E():   19 
Smith-Waterman score: 53; 24.5% identity (51.0% similar) in 49 aa overlap (28-75:461-509) 
 
                  10        20        30        40         50       
AAD-12    IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAE 
                                     :. :. .    . . ...  :: :.::.   
gi|543 IVRYTKKAPQVSTPTLVEIGRTLGKVGSRCCKLPESERLPCSENHLALALNRLCVLHEKT 
              440       450       460       470       480       490 
 
         60        70        80                                     
AAD-12 PWDFKLPRVMWHSRLAGRPETEGA                                     
       : . :. .    :    ::                                          
gi|543 PVSEKITKCCTDSLAERRPCFSALELDEGYVPKEFKAETFTFHADICTLPEDEKQIKKQS 
              500       510       520       530       540       550 
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.2  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (50-61:36-47) 
 
      20        30        40        50        60        70          
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:. ..                   
gi|217 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
          10        20        30        40        50        60      
 
      80                                                            
AAD-12 A                                                            
                                                                    
gi|217 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
          70        80        90       100       110       120      
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.1  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (50-61:40-51) 
 
      20        30        40        50        60        70          
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:. ..                   
gi|546 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
      10        20        30        40        50        60          
 
      80                                                            
AAD-12 A                                                            
                                                                    
gi|546 SLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
      70        80        90       100       110       120          
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 79.0  bits: 21.5 E():   20 
Smith-Waterman score: 52; 27.1% identity (56.2% similar) in 48 aa overlap (34-76:159-206) 
 
            10        20        30        40        50              
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEP----W 
                                     ...:: ::.    ..: . . : .:    . 
gi|248 NPASWKNNRIWLQFAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKF 
      130       140       150       160       170       180         
 
       60        70        80                                       
AAD-12 DFKLPRVMWHSRLAGRPETEGA                                       
       ::.   ..   :: . ::                                           
gi|248 DFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDSPNTDGIDIFASKNFHLQK 
      190       200       210       220       230       240         
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 79.0  bits: 21.5 E():   20 
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Smith-Waterman score: 52; 27.1% identity (56.2% similar) in 48 aa overlap (34-76:159-206) 
 
            10        20        30        40        50              
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEP----W 
                                     ...:: ::.    ..: . . : .:    . 
gi|114 NPASWKNNRIWLQFAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKF 
      130       140       150       160       170       180         
 
       60        70        80                                       
AAD-12 DFKLPRVMWHSRLAGRPETEGA                                       
       ::.   ..   :: . ::                                           
gi|114 DFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDSPNTDGIDIFASKNFHLQK 
      190       200       210       220       230       240         
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.9  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (50-61:44-55) 
 
      20        30        40        50        60        70          
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:. ..                   
gi|256 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
      80                                                            
AAD-12 A                                                            
                                                                    
gi|256 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.9  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (50-61:44-55) 
 
      20        30        40        50        60        70          
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:. ..                   
gi|558 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
      80                                                            
AAD-12 A                                                            
                                                                    
gi|558 NINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.9  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (50-61:44-55) 
 
      20        30        40        50        60        70          
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:. ..                   
gi|558 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
      80                                                            
AAD-12 A                                                            
                                                                    
gi|558 NIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.9  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (50-61:44-55) 
 
      20        30        40        50        60        70          
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:. ..                   
gi|864 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
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      80                                                            
AAD-12 A                                                            
                                                                    
gi|864 NIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.9  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (50-61:44-55) 
 
      20        30        40        50        60        70          
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:. ..                   
gi|218 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
      80                                                            
AAD-12 A                                                            
                                                                    
gi|218 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Globin  (162 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 78.2  bits: 19.7 E():   22 
Smith-Waterman score: 47; 25.0% identity (63.6% similar) in 44 aa overlap (6-48:111-148) 
 
                                        10        20        30      
AAD-12                          IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                     :   :..::.  .:  .::..      ..: 
gi|121 VSFFTEVISLSGNQANLSAVYALVSKLGVDHKARGISAAQFGEFRTALVSY------LQA 
               90       100       110       120       130           
 
           40        50        60        70        80 
AAD-12 H-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGA 
       : .:. . ...:..                                 
gi|121 HVSWGDNVAAAWNHALDNTYAVALKSLE                   
          140       150       160                     
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.0  bits: 20.5 E():   23 
Smith-Waterman score: 49; 43.8% identity (56.2% similar) in 16 aa overlap (22-37:8-23) 
 
               10        20        30        40        50        60 
AAD-12 IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF 
                            : :.:  : :  . ::                        
gi|106               NIQVDPSGQVQWPQQQPFPQPHQPFSQQPQQTFPQPQQTFPHQPQQ 
                             10        20        30        40       
 
               70        80                                         
AAD-12 KLPRVMWHSRLAGRPETEGA                                         
                                                                    
gi|106 QFSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQPFPQPQQ 
         50        60        70        80        90       100       
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.7  bits: 19.7 E():   24 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (50-61:73-84) 
 
      20        30        40        50        60        70          
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:. ..                   
gi|156 KHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
             50        60        70        80        90       100   
 
      80                                                            
AAD-12 A                                                            
                                                                    
gi|156 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            110       120       130       140       150       160   
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>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 77.5  bits: 21.2 E():   24 
Smith-Waterman score: 51; 54.5% identity (72.7% similar) in 11 aa overlap (57-67:162-170) 
 
         30        40        50        60        70        80       
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGA       
                                     ::.:  : .::                    
gi|108 DKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNF--PLLMWAWKIGPAIACGNTVVLKTA 
             140       150       160         170       180          
 
gi|108 EQTPLGGLVAASLVKEAGFPPGVINVISGFGKVAGAALSSHMDVDKVAFTGSTVVGRTIL 
     190       200       210       220       230       240          
 
>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (1-43:1-44) 
 
               10        20         30        40        50          
AAD-12 IGRHAHAIPGMDAAESERFLEGLV-DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD 
       .: ..:..   ... .:... :.: :     :..    . . ::                 
gi|215 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 FKLPRVMWHSRLAGRPETEGA                                        
                                                                    
gi|215 GSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  42 init1:  42 opt:  46  Z-score: 76.9  bits: 19.4 E():   26 
Smith-Waterman score: 46; 20.5% identity (59.1% similar) in 44 aa overlap (1-43:1-44) 
 
               10        20         30        40        50          
AAD-12 IGRHAHAIPGMDAAESERFLEGLV-DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD 
       .: ..:..   ... .:... :.: :     :..    . . ::                 
gi|166 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
      60        70        80                                        
AAD-12 FKLPRVMWHSRLAGRPETEGA                                        
                                                                    
gi|166 GSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.5  bits: 19.8 E():   28 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (5-42:156-194) 
 
                                         10        20        30     
AAD-12                           IGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|833 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
         130       140       150       160       170       180      
 
            40        50        60        70        80 
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGA 
       .. .:: ..                                       
gi|833 NVINWAEAENRYIAGDKGGHPFMKL                       
         190       200       210                       
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 76.4  bits: 20.9 E():   28 
Smith-Waterman score: 50; 28.3% identity (43.4% similar) in 53 aa overlap (28-64:25-77) 
 
               10        20        30              40               
AAD-12 IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ------WAAGDVVVWDN-----R 
                                  ::  :. : .      . :: : .::      : 
gi|259    LSVCFLILFHGCLASRQEWQQQDECQIDRLDALEPDNRVEYEAGTVEAWDPNHEQFR 
                  10        20        30        40        50        
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      50             60        70        80                         
AAD-12 C-----LLHRAEPWDFKLPRVMWHSRLAGRPETEGA                         
       :     . :  .:  . ::.                                         
gi|259 CAGVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQS 
        60        70        80        90       100       110        
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.2  bits: 19.8 E():   29 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (5-42:167-205) 
 
                                         10        20        30     
AAD-12                           IGRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|164 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
        140       150       160       170       180       190       
 
            40        50        60        70        80 
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGA 
       .. .:: ..                                       
gi|164 NVINWAEAENRYIAGDKGGHPFMKL                       
        200       210       220                        
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 75.5  bits: 15.8 E():   31 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (4-9:8-13) 
 
                   10        20        30        40        50       
AAD-12     IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE 
              ::: .:                                                
gi|131 GPVGGVVHAHMMPLL                                              
               10                                                   
 
>>gi|30794292|ref|NP_851341.1| lactotransferrin precurso  (708 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 75.3  bits: 21.3 E():   32 
Smith-Waterman score: 51; 34.4% identity (50.0% similar) in 32 aa overlap (44-75:25-51) 
 
            20        30        40        50        60        70    
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 
                                     : :   : . . : : ::  : .:. .  : 
gi|307       MKLFVPALLSLGALGLCLAAPRKNVRW---CTISQPE-W-FKCRRWQWRMKKLG 
                     10        20           30          40          
 
            80                                                      
AAD-12 RPETEGA                                                      
        :                                                           
gi|307 APSITCVRRAFALECIRAIAEKKADAVTLDGGMVFEAGRDPYKLRPVAAEIYGTKESPQT 
      50        60        70        80        90       100          
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.0  bits: 18.4 E():   33 
Smith-Waterman score: 43; 30.4% identity (60.9% similar) in 23 aa overlap (38-60:53-75) 
 
        10        20        30        40        50        60        
AAD-12 IPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW 
                                     :: . :.. ..  : :: .  :.        
gi|387 SINGNAPAEIDLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVD 
             30        40        50        60        70        80   
 
        70        80  
AAD-12 HSRLAGRPETEGA  
                      
gi|387 CASQHGCHGDTIPR 
             90       
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.9  bits: 19.5 E():   34 
Smith-Waterman score: 46; 35.3% identity (58.8% similar) in 17 aa overlap (56-72:70-86) 
 
          30        40        50        60        70        80      
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGA      
                                     .:   :.: . :  .::              
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gi|613 DAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIAQRWANQCTFE 
      40        50        60        70        80        90          
 
gi|613 HDACRNVERFAVGQNIAATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMH 
     100       110       120       130       140       150          
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.4  bits: 19.5 E():   36 
Smith-Waterman score: 46; 22.9% identity (60.4% similar) in 48 aa overlap (9-56:115-162) 
 
                                     10        20        30         
AAD-12                       IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. : ... . :     : ..:.  :..  
gi|383 GSEASANPKDKPAEEEEEEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSL 
           90       100       110       120       130       140     
 
       40        50        60        70        80                   
AAD-12 AAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGA                   
       .. .:  ::..  :.. :                                           
gi|383 VTLEVKPWDDETNLEELEANVRAIEMDGLVWGASKFVAVGFGIKKLQINLVVEDEKVSTD 
          150       160       170       180       190       200     
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.3  bits: 20.6 E():   37 
Smith-Waterman score: 53; 27.0% identity (56.8% similar) in 37 aa overlap (10-45:441-477) 
 
                                    10        20         30         
AAD-12                      IGRHAHAIPGMDAAESERFLEG-LVDWACQAPRVHAHQW 
                                     :. :.    .. : :.:  : .  .:. .  
gi|505 YQIAFSRGNRAFIAINLQKNQQNLQQKLHTGLPAGTYCDIISGNLIDNKCTGKSIHVDKN 
              420       430       440       450       460       470 
 
       40        50        60        70        80 
AAD-12 AAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGA 
       . .:: :                                    
gi|505 GQADVYVGHDEFDAFVAYHIGARIVS                 
              480       490                       
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.2  bits: 18.4 E():   37 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (10-22:5-17) 
 
               10        20        30        40        50        60 
AAD-12 IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF 
                :.:::: .  :.:                                       
gi|208      MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACGLAKKSAEEVKAAFNKIDQDES 
                    10        20        30        40        50      
 
>>gi|14424466|sp|P35778.2|VA3_SOLIN RecName: Full=Venom   (234 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.2  bits: 19.5 E():   37 
Smith-Waterman score: 46; 35.3% identity (58.8% similar) in 17 aa overlap (56-72:92-108) 
 
          30        40        50        60        70        80      
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGA      
                                     .:   :.: . :  .::              
gi|144 DAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIAQRWANQCTFE 
              70        80        90       100       110       120  
 
gi|144 HDACRNVERFAVGQNIAATSSSGKNKSTPNEMILLWYNEVKDFDNRWISSFPSDDNILMK 
             130       140       150       160       170       180  
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 74.1  bits: 20.2 E():   38 
Smith-Waterman score: 48; 27.1% identity (47.5% similar) in 59 aa overlap (18-69:173-227) 
 
                            10        20        30        40        
AAD-12              IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV--- 
                                     : : :    .  .: .  :: . ::..    
gi|113 RGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQ-SDGDAIHVT 
            150       160       170       180       190        200  
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               50        60        70        80                     
AAD-12 ----VWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGA                     
           .: ..: : ..  .:  :  : : :                                
gi|113 GSSDIWIDHCTLSKS--FD-GLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDLKM 
             210          220       230       240       250         
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 72.6  bits: 18.5 E():   46 
Smith-Waterman score: 43; 31.0% identity (55.2% similar) in 29 aa overlap (9-36:112-140) 
 
                                     10        20         30        
AAD-12                       IGRHAHAIPGMDAAESERFLEGLVDWA-CQAPRVHAHQ 
                                     ::.     ::. . :.: . : . . : :  
gi|100 VIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQGYCGSHHHHHH  
              90       100       110       120       130       140  
 
        40        50        60        70        80 
AAD-12 WAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGA 
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.4  bits: 19.9 E():   47 
Smith-Waterman score: 47; 37.5% identity (68.8% similar) in 16 aa overlap (40-55:202-217) 
 
      10        20        30        40        50        60          
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS 
                                     ::.  .: ..: : .:               
gi|113 DIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWIDHCSLSKASDGLLDITLGSSHV 
             180       190       200       210       220       230  
 
      70        80                                                  
AAD-12 RLAGRPETEGA                                                  
                                                                    
gi|113 TVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQRMPRCRFGFFQVVNNNY 
             240       250       260       270       280       290  
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.4  bits: 18.1 E():   47 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (4-41:20-57) 
 
                               10        20        30        40     
AAD-12                 IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                          ::  . . : :. :    :..:   .:  :   .  ::    
gi|730 MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGS 
               10        20        30        40        50        60 
 
           50        60        70        80                 
AAD-12 VWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGA                 
                                                            
gi|730 VFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
               70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.4  bits: 18.1 E():   47 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (4-41:20-57) 
 
                               10        20        30        40     
AAD-12                 IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                          ::  . . : :. :    :..:   .:  :   .  ::    
gi|191 MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGS 
               10        20        30        40        50        60 
 
           50        60        70        80                 
AAD-12 VWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGA                 
                                                            
gi|191 VFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
               70        80        90       100       110   
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 72.1  bits: 19.9 E():   49 
Smith-Waterman score: 47; 30.0% identity (66.7% similar) in 30 aa overlap (34-62:129-158) 
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            10        20        30        40        50         60   
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEPWDFKL 
                                     ...:: ::.  : ..: . . : .:  .:. 
gi|114 DPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKI 
      100       110       120       130       140       150         
 
             70        80                                           
AAD-12 PRVMWHSRLAGRPETEGA                                           
                                                                    
gi|114 DYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEK 
      160       170       180       190       200       210         
 
>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.3  bits: 18.9 E():   53 
Smith-Waterman score: 44; 26.3% identity (68.4% similar) in 19 aa overlap (52-70:200-218) 
 
              30        40        50        60        70        80 
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGA 
                                     ... ::  :. : . :...           
gi|274 KIFAPEIFTKFPNLNSYITRIESMPKISAYIKQQEPQLFNGPMAKWNTKY          
     170       180       190       200       210                   
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.1  bits: 18.1 E():   55 
Smith-Waterman score: 42; 33.3% identity (66.7% similar) in 24 aa overlap (51-71:111-134) 
 
               30        40        50        60           70        
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL--PR-VMWHSRLAGRPET 
                                     .:::.. .::.   :.  .: . :       
gi|144 GFVGRTYFTVLHTQCFRLDYPIVKCKVKSTILHRSKCYDFETFAPKKYQWFDVLQY     
               90       100       110       120       130           
 
        80 
AAD-12 EGA 
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.0  bits: 19.6 E():   56 
Smith-Waterman score: 46; 28.0% identity (52.0% similar) in 25 aa overlap (31-55:351-375) 
 
               10        20        30        40        50        60 
AAD-12 IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF 
                                     :   .. :  ::: . .   .. ::      
gi|118 INGVQYPLSPSAYILQDDDSCTSGFEGMDVPTSSGELWILGDVFIRQYYTVFDRANNKVG 
              330       340       350       360       370       380 
 
               70        80 
AAD-12 KLPRVMWHSRLAGRPETEGA 
                            
gi|118 LAPVA                
                            
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 70.9  bits: 19.3 E():   56 
Smith-Waterman score: 53; 22.9% identity (56.2% similar) in 48 aa overlap (24-67:130-177) 
 
                      10        20           30        40        50 
AAD-12        IGRHAHAIPGMDAAESERFLEGLVDWAC---QAPRVHAHQWAAGDVVVWDNRC 
                                     :::     .. .:... .. ::....:    
gi|287 FFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGT 
     100       110       120       130       140       150          
 
                60        70        80                              
AAD-12 LLHRAEPWD-FKLPRVMWHSRLAGRPETEGA                              
        .  : : . :.   . :                                           
gi|287 YVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAG 
     160       170       180       190       200       210          
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 70.7  bits: 20.0 E():   57 
Smith-Waterman score: 47; 30.0% identity (66.7% similar) in 30 aa overlap (34-62:159-188) 
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            10        20        30        40        50         60   
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEPWDFKL 
                                     ...:: ::.  : ..: . . : .:  .:. 
gi|476 DPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKI 
      130       140       150       160       170       180         
 
             70        80                                           
AAD-12 PRVMWHSRLAGRPETEGA                                           
                                                                    
gi|476 DYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEK 
      190       200       210       220       230       240         
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 70.6  bits: 18.2 E():   58 
Smith-Waterman score: 42; 27.8% identity (66.7% similar) in 36 aa overlap (5-40:28-62) 
 
                                      10        20        30        
AAD-12                        IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                  :.: :...: : ... .:  : .    ... .: 
gi|157 MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQA-EFRQLANGAPDKTEAEIEAQIEQ 
               10        20        30         40        50          
 
        40        50        60        70        80                  
AAD-12 WAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGA                  
       :.:                                                          
gi|157 WVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPAAKAADARLSAIASNRALKV 
      60        70        80        90       100       110          
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 70.6  bits: 16.0 E():   58 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (9-26:8-25) 
 
               10        20        30        40        50        60 
AAD-12 IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF 
               :.. :. ....:..   :                                   
gi|751  IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA                            
                10        20        30                              
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (1-24:1-24) 
 
               10        20        30        40        50        60 
AAD-12 IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF 
       .: ..:..   ... .:... :.:                                     
gi|215 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAATGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   61 
Smith-Waterman score: 42; 20.8% identity (75.0% similar) in 24 aa overlap (1-24:1-24) 
 
               10        20        30        40        50        60 
AAD-12 IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF 
       .: ..:..   ... .:... :.:                                     
gi|892 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
>>gi|159162378|pdb|1H2O|A Chain A, Solution Structure Of  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 26.1% identity (52.2% similar) in 23 aa overlap (45-67:23-45) 
 
           20        30        40        50        60        70     
AAD-12 ESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR 
                                     : :   :. .  :  .:  ...:        
gi|159         GVFTYESEFTSEIPPPRLFKAFVLDADNLVPKIAPQAIKHSEILWGDGGPGT 
                       10        20        30        40        50   
 
           80                                                       
AAD-12 PETEGA                                                       
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gi|159 IKKITFGEGSQYGYVKHKIDSIDKENYSYSYTLIEGDALGDTLEKISYETKLVASPSGGS 
             60        70        80        90       100       110   
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 70.0  bits: 16.0 E():   63 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (9-26:8-25) 
 
               10        20        30        40        50        60 
AAD-12 IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF 
               :.. :. ....:..   :                                   
gi|751  IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK                         
                10        20        30                              
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.0  bits: 19.3 E():   63 
Smith-Waterman score: 45; 28.6% identity (51.4% similar) in 35 aa overlap (4-38:258-291) 
 
                                          10        20        30    
AAD-12                            IGRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     :...:    .  : :  .  : :. :  :. 
gi|510 IGENIIGHLLIVFDGGKSQPACSWYDVPCSHSESIVYATGMVSGRCQHLAVPWTAQQ-RI 
       230       240       250       260       270       280        
 
            40        50        60        70        80              
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGA              
       .  ::                                                        
gi|510 NPIQWKFWRVFTSNIPAYPTSDTTNCVVLNTNVFKNDNTFEGEYHAFPDCARNLFKCRQQ 
        290       300       310       320       330       340       
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.7  bits: 21.5 E():   65 
Smith-Waterman score: 58; 26.1% identity (67.4% similar) in 46 aa overlap (20-61:1159-1202) 
 
                          10        20         30           40      
AAD-12            IGRHAHAIPGMDAAESERFLEGLVDWACQ-AP---RVHAHQWAAGDVVV 
                                     .::..:.  . .:   ..:::  . :.    
gi|203 ESNKGTPIELQYKVSGKDRSKRAAEMNAEDVEGVIDYKNSGSPIDSKMHAHLKVKGNNYG 
     1130      1140      1150      1160      1170      1180         
 
          50        60        70        80                          
AAD-12 WDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGA                          
       .:..  :...:: ...                                             
gi|203 YDSE--LKQTEPQQYEGKMTLSKNDKKIFITHKTEMTKPTSTFLLKTDADVSYSESDMKK 
     1190        1200      1210      1220      1230      1240       
 
>>gi|60920878|gb|AAX37326.1| glutathione transferase mu   (219 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 18.6 E():   66 
Smith-Waterman score: 43; 23.8% identity (57.1% similar) in 21 aa overlap (52-72:199-219) 
 
              30        40        50        60        70        80 
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGA 
                                     ... .:  :. :   :..  :         
gi|609 KVMVPEVFGQFENLKRYVERMESLPRVSDYIKKQQPKTFNAPTSKWNASYA         
      170       180       190       200       210                  
 
>>gi|1170095|sp|P46419.1|GSTM1_DERPT RecName: Full=Gluta  (219 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 18.6 E():   66 
Smith-Waterman score: 43; 23.8% identity (57.1% similar) in 21 aa overlap (52-72:199-219) 
 
              30        40        50        60        70        80 
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGA 
                                     ... .:  :. :   :..  :         
gi|117 KVMVPEVFGQFENLKRYVERMESLPRVSDYIKKQQPKTFNAPTSKWNASYA         
      170       180       190       200       210                  
 
>>gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ver  (472 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 69.7  bits: 19.7 E():   66 
Smith-Waterman score: 46; 25.6% identity (51.2% similar) in 43 aa overlap (22-64:415-455) 
 
                        10        20        30        40        50  
AAD-12          IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
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                                     ::.  .  : :. . .    ::.  .:    
gi|156 EGQLVVVPQNFAVVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVI--QNSFD 
          390       400       410       420       430         440   
 
              60        70        80  
AAD-12 LHRAEPWDFKLPRVMWHSRLAGRPETEGA  
       . : . :..:  :                  
gi|156 ISREDAWNLKESRSEMTIFAPGSRSQRQRN 
            450       460       470   
 
>>gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen 11S   (472 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 69.7  bits: 19.7 E():   66 
Smith-Waterman score: 46; 25.6% identity (51.2% similar) in 43 aa overlap (22-64:415-455) 
 
                        10        20        30        40        50  
AAD-12          IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     ::.  .  : :. . .    ::.  .:    
gi|110 EGQLVVVPQNFAVVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVI--QNSFD 
          390       400       410       420       430         440   
 
              60        70        80  
AAD-12 LHRAEPWDFKLPRVMWHSRLAGRPETEGA  
       . : . :..:  :                  
gi|110 ISREDAWNLKESRSEMTIFAPGSRSQRQRN 
            450       460       470   
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 69.3  bits: 19.0 E():   69 
Smith-Waterman score: 44; 47.4% identity (63.2% similar) in 19 aa overlap (15-30:72-90) 
 
                               10        20           30        40  
AAD-12                 IGRHAHAIPGMDAAESERFLEGLVDW---ACQAPRVHAHQWAAG 
                                     :.. ::   :::   ::.:            
gi|144 TISKQVVFLIHGFLSTGNNENFVAMSKALIEKDDFLVISVDWKKGACNAFASTKDALGYS 
              50        60        70        80        90       100  
 
              50        60        70        80                      
AAD-12 DVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGA                      
                                                                    
gi|144 KAVGNTRHVGKFVADFTKLLVEKYKVLISNIRLIGHSLGAHTSGFAGKEVQKLKLGKYKE 
             110       120       130       140       150       160  
 
>>gi|3182907|sp|O02380.1|ALL2_TYRPU RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.2  bits: 17.9 E():   69 
Smith-Waterman score: 41; 37.5% identity (100.0% similar) in 8 aa overlap (50-57:41-48) 
 
      20        30        40        50        60        70          
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..:...:                       
gi|318 AVAAAGQVKFTDCGKKEIASVAVDGCEGDLCVIHKSKPVHVIAEFTANQDTCKIEVKVTG 
               20        30        40        50        60        70 
 
      80                                                            
AAD-12 A                                                            
                                                                    
gi|318 QLNGLEVPIPGIETDGCKVLKCPLKKGTKYTMNYSVNVPSVVPNIKTVVKLLATGEHGVL 
               80        90       100       110       120       130 
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.2  bits: 19.3 E():   70 
Smith-Waterman score: 53; 22.9% identity (56.2% similar) in 48 aa overlap (24-67:120-167) 
 
                      10        20           30        40        50 
AAD-12        IGRHAHAIPGMDAAESERFLEGLVDWAC---QAPRVHAHQWAAGDVVVWDNRC 
                                     :::     .. .:... .. ::....:    
gi|855 FFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGT 
      90       100       110       120       130       140          
 
                60        70        80                              
AAD-12 LLHRAEPWD-FKLPRVMWHSRLAGRPETEGA                              
        .  : : . :.   . :                                           
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gi|855 YVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAG 
     150       160       170       180       190       200          
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 69.1  bits: 19.3 E():   70 
Smith-Waterman score: 45; 26.8% identity (48.8% similar) in 41 aa overlap (18-52:172-212) 
 
                            10        20        30              40  
AAD-12              IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW------AAG 
                                     .  :: .  : .:   : :.       .:: 
gi|625 RGANVEITCGGLTIHNVCNVIIHNIHIHDIKVTEGGIIKATDAKPGHRHKSDGDGICVAG 
             150       160       170       180       190       200  
 
              50        60        70        80                      
AAD-12 DVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGA                      
       .  .: ..: :                                                  
gi|625 SSKIWIDHCTLSHGPDGLIDVTLGSTAVTISNCKFSHHQKILLLGADNSHVDDKKMHVTV 
             210       220       230       240       250       260  
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 18.6 E():   73 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (24-37:29-42) 
 
                    10        20        30        40        50      
AAD-12      IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                   :.:  : :  . ::                   
gi|170 MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQTFP 
               10        20        30        40        50        60 
 
          60        70        80                                    
AAD-12 EPWDFKLPRVMWHSRLAGRPETEGA                                    
                                                                    
gi|170 HQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQQF 
               70        80        90       100       110       120 
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.5  bits: 17.9 E():   76 
Smith-Waterman score: 41; 42.9% identity (71.4% similar) in 14 aa overlap (65-78:117-130) 
 
           40        50        60        70        80               
AAD-12 AHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGA               
                                     : .::.  ..:: :                 
gi|169 GVALPPTAEKITFETKLVEGPNGGSIGKLSVKFHSKGEAKPEEEDMKKGKAKGEALFKAI 
         90       100       110       120       130       140       
 
gi|169 EGYVLANPTQY 
        150        
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.4  bits: 19.4 E():   77 
Smith-Waterman score: 45; 38.9% identity (72.2% similar) in 18 aa overlap (2-19:241-258) 
 
                                            10        20        30  
AAD-12                              IGRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                     :  .... :::.: :: .             
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDQTYDLNFKE 
              220       230       240       250       260       270 
 
              40        50        60        70        80            
AAD-12 RVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGA            
                                                                    
gi|144 ENNNGSQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.5 E():   79 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (50-61:27-38) 
 
      20        30        40        50        60        70          
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..: ..:....                   

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 7364



 

 

gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
      80                                                            
AAD-12 A                                                            
                                                                    
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.5 E():   79 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (50-61:27-38) 
 
      20        30        40        50        60        70          
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
      80                                                            
AAD-12 A                                                            
                                                                    
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.5 E():   79 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (50-61:27-38) 
 
      20        30        40        50        60        70          
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
      80                                                            
AAD-12 A                                                            
                                                                    
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.5 E():   79 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (50-61:27-38) 
 
      20        30        40        50        60        70          
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
      80                                                            
AAD-12 A                                                            
                                                                    
gi|217 SIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.5 E():   79 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (50-61:27-38) 
 
      20        30        40        50        60        70          
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
      80                                                            
AAD-12 A                                                            
                                                                    
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 7365



 

 

         60        70        80        90       100       110       
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.6  bits: 17.9 E():   85 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (3-19:17-30) 
 
                             10        20        30        40       
AAD-12               IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW 
                       ::   .:..:    :::                            
gi|212 VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFSYD 
               10        20           30        40        50        
 
         50        60        70        80                           
AAD-12 DNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGA                           
                                                                    
gi|212 DALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYENYAIVEGC 
        60        70        80        90       100       110        
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.6 E():   85 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (48-56:40-48) 
 
        20        30        40        50        60        70        
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET 
                                     . :..::.:                      
gi|212 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
        80                                                          
AAD-12 EGA                                                          
                                                                    
gi|212 LTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.6 E():   85 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (48-56:40-48) 
 
        20        30        40        50        60        70        
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET 
                                     . :..::.:                      
gi|158 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
        80                                                          
AAD-12 EGA                                                          
                                                                    
gi|158 LAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.6 E():   85 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (48-56:40-48) 
 
        20        30        40        50        60        70        
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET 
                                     . :..::.:                      
gi|170 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
        80                                                          
AAD-12 EGA                                                          
                                                                    
gi|170 LAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.6  bits: 17.9 E():   85 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (3-19:18-31) 
 
                              10        20        30        40      
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AAD-12                IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
                        ::   .:..:    :::                           
gi|144 AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFSY 
               10        20           30        40        50        
 
          50        60        70        80                          
AAD-12 WDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGA                          
                                                                    
gi|144 DDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYDNYAIVEG 
        60        70        80        90       100       110        
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.6  bits: 17.9 E():   85 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (3-19:18-31) 
 
                              10        20        30        40      
AAD-12                IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
                        ::   .:..:    :::                           
gi|116 AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFSY 
               10        20           30        40        50        
 
          50        60        70        80                          
AAD-12 WDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGA                          
                                                                    
gi|116 DDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYENYAIVEG 
        60        70        80        90       100       110        
 
>>gi|14423651|sp|Q9U5P2.1|ALL5_LEPDS RecName: Full=Mite   (110 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.6  bits: 17.2 E():   86 
Smith-Waterman score: 39; 33.3% identity (61.9% similar) in 21 aa overlap (48-68:8-28) 
 
        20        30        40        50        60        70        
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET 
                                     .: :.: .:    :: ... :          
gi|144                        DDFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELE 
                                      10        20        30        
 
        80                                                          
AAD-12 EGA                                                          
                                                                    
gi|144 KSKSKELKAQILREISIGLDFIDSAKGHFERELKRADLNLAEKFNFESALSTGAVLHKDL 
        40        50        60        70        80        90        
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 67.5  bits: 19.0 E():   86 
Smith-Waterman score: 44; 40.9% identity (59.1% similar) in 22 aa overlap (42-63:92-111) 
 
              20        30        40        50        60        70  
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL 
                                     :.: . ::  :: .  ::  .:         
gi|258 QGEEFHKIVFTVEGLQEFGNFVQFLEDHGLDAVGYINR--LHSVFGWDPYVPSSKRKHTR 
              70        80        90         100       110          
 
              80                                                    
AAD-12 AGRPETEGA                                                    
                                                                    
gi|258 RGVGVDGLIDDIIAILPIDDLKALFQEKLETSPDFKAFYDAVRSPEFQSIVQTLNAMPEY 
     120       130       140       150       160       170          
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.5  bits: 18.7 E():   86 
Smith-Waterman score: 43; 26.9% identity (65.4% similar) in 26 aa overlap (39-63:14-39) 
 
       10        20        30        40        50        60         
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK-LPRVMW 
                                     :.. ..  ..::.    .::. . ::     
gi|217                  MKTFLVFALLAVAATSAIAQMETRCIPGLERPWQQQPLPPQQT 
                                10        20        30        40    
 
        70        80                                                
AAD-12 HSRLAGRPETEGA                                                
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gi|217 FPQQPLFSQQQQQQLFPQQPSFSQQQPPFWQQQPPFSQQQPILPQQPPFSQQQQLVLPQQ 
            50        60        70        80        90       100    
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.9 E():   87 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (26-49:70-93) 
 
                    10        20        30        40        50      
AAD-12      IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|283 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
      40        50        60        70        80        90          
 
          60        70        80                                    
AAD-12 EPWDFKLPRVMWHSRLAGRPETEGA                                    
                                                                    
gi|283 CGPVGAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
     100       110       120       130       140       150          
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 67.3  bits: 15.4 E():   88 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (9-26:8-25) 
 
               10        20        30        40        50        60 
AAD-12 IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF 
               :.. :  ....:..   :                                   
gi|751  IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA                            
                10        20        30                              
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.3  bits: 17.9 E():   88 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (3-19:27-40) 
 
                                       10        20        30       
AAD-12                         IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                 ::   .:..:    :::                  
gi|194 MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEALTQY 
               10        20        30           40        50        
 
         40        50        60        70        80                 
AAD-12 QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGA                 
                                                                    
gi|194 KCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDY 
        60        70        80        90       100       110        
 
>>gi|1093120|prf||2103117A allergen Dac g II              (196 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.1  bits: 17.9 E():   90 
Smith-Waterman score: 41; 18.9% identity (45.9% similar) in 37 aa overlap (28-64:141-177) 
 
                  10        20        30        40        50        
AAD-12    IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP 
                                     :    .  :.  . :   .:.  ....    
gi|109 VFQFLILSCQGRIVNNCEVLICVMRRGNAMCLIASISMHHILTLDRFFFDGLEIIYKIFK 
              120       130       140       150       160       170 
 
        60        70        80    
AAD-12 WDFKLPRVMWHSRLAGRPETEGA    
         :. ::                    
gi|109 MMFQKPRTRTCIEKDFPRRSSSSIPT 
              180       190       
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.9  bits: 17.9 E():   93 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (26-49:87-110) 
 
                    10        20        30        40        50      
AAD-12      IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|123 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
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          60        70        80                                    
AAD-12 EPWDFKLPRVMWHSRLAGRPETEGA                                    
                                                                    
gi|123 CGPVGAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.9  bits: 17.9 E():   93 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (26-49:87-110) 
 
                    10        20        30        40        50      
AAD-12      IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|158 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
          60        70        80                                    
AAD-12 EPWDFKLPRVMWHSRLAGRPETEGA                                    
                                                                    
gi|158 CGPVGAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 66.7  bits: 15.4 E():   95 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (9-26:8-25) 
 
               10        20        30        40        50        60 
AAD-12 IGRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF 
               :.. :  ....:..   :                                   
gi|751  IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK                         
                10        20        30                              
 
>>gi|111120428|gb|ABH06348.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.2 E():   97 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (39-56:109-126) 
 
       10        20        30        40        50        60         
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
       70        80 
AAD-12 SRLAGRPETEGA 
 
>>gi|111494253|gb|ABH06347.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.2 E():   97 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (39-56:109-126) 
 
       10        20        30        40        50        60         
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
       70        80 
AAD-12 SRLAGRPETEGA 
 
>>gi|111120432|gb|ABH06350.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.2 E():   97 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (39-56:109-126) 
 
       10        20        30        40        50        60         
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
       70        80 
AAD-12 SRLAGRPETEGA 
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>>gi|111120420|gb|ABH06344.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.2 E():   97 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (39-56:109-126) 
 
       10        20        30        40        50        60         
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
       70        80 
AAD-12 SRLAGRPETEGA 
 
>>gi|111120424|gb|ABH06346.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.2 E():   97 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (39-56:109-126) 
 
       10        20        30        40        50        60         
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
       70        80 
AAD-12 SRLAGRPETEGA 
 
>>gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia mutic  (284 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 66.4  bits: 18.3 E():   99 
Smith-Waterman score: 42; 36.8% identity (73.7% similar) in 19 aa overlap (3-21:63-80) 
 
                                           10        20        30   
AAD-12                             IGRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     .:: ..  ..::: .:. :            
gi|219 EDSKAKIEEDLTSLQKKYTNLENEFDQVNEKHADSVAKLEAAE-KRLTETEDEIKGYTRK 
             40        50        60        70         80        90  
 
             40        50        60        70        80             
AAD-12 VHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGA             
                                                                    
gi|219 IQLLEDDLERTQTKLDEATGKLEEATKSADESERGRKVLESRSLADDDRIDGLEKQVKDA 
             100       110       120       130       140       150  
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:03:06 2011 done: Fri Jan 21 00:03:06 2011 
 Total Scan time:  0.060 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 212  - 291 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
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  32     0     8: * 
  34    28    22:=====*= 
  36    24    44:======    * 
  38    35    73:=========         * 
  40    83   102:=====================    * 
  42    92   125:=======================        * 
  44   127   138:================================  * 
  46   177   140:==================================*========== 
  48   197   134:=================================*================ 
  50    98   122:=========================     * 
  52   137   108:==========================*======== 
  54   125    92:======================*========= 
  56    79    77:===================* 
  58    43    63:===========    * 
  60    46    51:============* 
  62    31    41:========  * 
  64    32    33:========* 
  66    25    26:======* 
  68    17    20:====* 
  70    14    16:===* 
  72     6    12:==* 
  74    11    10:==* 
  76     4     8:=* 
  78    12     6:=*= 
  80    21     5:=*==== 
  82     7     3:*= 
  84     5     3:*= 
  86     0     2:* 
  88     5     2:*=         inset = represents 1 library sequences 
  90     0     1:* 
  92     3     1:*         :*== 
  94     3     1:*         :*== 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     1     0:=         *= 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.91740.00312; mu= 9.8963 0.167 
 mean_var=37.046911.292, 0's: 2 Z-trim: 3  B-trim: 15 in 1/43 
 Lambda= 0.210717 
 Kolmogorov-Smirnov  statistic: 0.0835 (N=27) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   73 27.9    0.21 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   66 25.7    0.93 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   56 22.4     2.5 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   57 22.7     2.6 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   55 22.0     2.6 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   56 22.4     3.3 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   56 22.4     3.3 
gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Se ( 608)   61 24.3     3.5 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   59 23.7     5.3 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   54 21.9     6.3 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   54 21.9     6.4 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   54 21.9     6.4 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   58 23.4     6.4 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   50 20.6     9.8 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   53 21.7      10 
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gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   50 20.6      11 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   50 20.6      11 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   53 21.7      11 
gi|212279|gb|AAA48944.1| lysozyme protein [Gallus  (  24)   42 17.7      13 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   50 20.7      14 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   52 21.4      14 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   53 21.8      15 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   48 20.0      15 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   48 20.0      15 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   48 20.0      15 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   48 20.0      15 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   48 20.0      15 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   48 20.0      15 
gi|3336842|emb|CAA76847.1| bovine serum albumin [B ( 607)   54 22.2      15 
gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Se ( 607)   54 22.2      15 
gi|34495280|gb|AAQ73487.1| type 2 allergen Lep d 2 ( 140)   48 20.0      16 
gi|34495278|gb|AAQ73486.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495290|gb|AAQ73492.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495284|gb|AAQ73489.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495288|gb|AAQ73491.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495282|gb|AAQ73488.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495274|gb|AAQ73484.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|33772588|gb|AAQ54603.1| Gly d 2.03 [Glycyphagus ( 141)   48 20.0      16 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   48 20.0      17 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   48 20.0      17 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   48 20.0      17 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   47 19.7      18 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   47 19.7      18 
gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Sc ( 129)   47 19.7      18 
gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Ser ( 607)   53 21.9      19 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   47 19.7      20 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   47 19.7      20 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 21.5      20 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 21.5      20 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   47 19.7      20 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   47 19.7      20 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   47 19.7      20 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   47 19.7      20 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   47 19.7      20 
gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Gl ( 162)   47 19.7      22 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   49 20.5      23 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   47 19.7      24 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   51 21.2      24 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   47 19.8      28 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   50 20.9      28 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   47 19.8      29 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 15.8      32 
gi|30794292|ref|NP_851341.1| lactotransferrin prec ( 708)   51 21.3      32 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   43 18.4      33 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   46 19.5      34 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   46 19.5      36 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   49 20.6      37 
gi|14424466|sp|P35778.2|VA3_SOLIN RecName: Full=Ve ( 234)   46 19.5      37 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 18.4      37 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   48 20.2      38 
gi|2154734|emb|CAB03716.1| major allergen [Daucus  ( 154)   44 18.8      40 
gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]    ( 154)   44 18.8      40 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   43 18.5      46 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   47 19.9      46 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   42 18.1      47 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   42 18.1      47 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   47 20.0      48 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   44 18.9      53 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   42 18.2      55 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   46 19.6      56 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   45 19.3      56 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   47 20.0      57 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.2      58 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 16.0      59 
gi|159162378|pdb|1H2O|A Chain A, Solution Structur ( 159)   42 18.2      62 
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gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   45 19.3      63 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 16.0      63 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   51 21.5      65 
gi|60920878|gb|AAX37326.1| glutathione transferase ( 219)   43 18.6      65 
gi|1170095|sp|P46419.1|GSTM1_DERPT RecName: Full=G ( 219)   43 18.6      65 
gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen  ( 472)   46 19.7      66 
gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ( 472)   46 19.7      66 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   44 19.0      69 
gi|3182907|sp|O02380.1|ALL2_TYRPU RecName: Full=Mi ( 141)   41 17.9      69 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.3      70 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.3      70 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   43 18.6      73 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   41 17.9      75 
gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=E ( 445)   45 19.4      77 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   40 17.5      79 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   40 17.5      79 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   40 17.5      79 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   40 17.5      79 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   40 17.5      79 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 17.9      85 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 17.9      85 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 17.9      85 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   40 17.6      85 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   40 17.6      85 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   40 17.6      85 
gi|14423651|sp|Q9U5P2.1|ALL5_LEPDS RecName: Full=M ( 110)   39 17.2      85 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   44 19.0      86 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   43 18.7      86 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   41 17.9      87 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 17.9      88 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 15.4      88 
gi|1093120|prf||2103117A allergen Dac g II         ( 196)   41 17.9      90 
gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Ma ( 154)   40 17.6      91 
gi|2154732|emb|CAB03715.1| major allergen [Daucus  ( 154)   40 17.6      91 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   41 17.9      93 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   41 17.9      93 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 15.4      95 
gi|111120428|gb|ABH06348.1| Blo t 21 allergen [Blo ( 129)   39 17.2      97 
gi|111494253|gb|ABH06347.1| Blo t 21 allergen [Blo ( 129)   39 17.2      97 
gi|111120432|gb|ABH06350.1| Blo t 21 allergen [Blo ( 129)   39 17.2      97 
gi|111120420|gb|ABH06344.1| Blo t 21 allergen [Blo ( 129)   39 17.2      97 
gi|111120424|gb|ABH06346.1| Blo t 21 allergen [Blo ( 129)   39 17.2      97 
gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia m ( 284)   42 18.3      99 
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  73 init1:  73 opt:  73  Z-score: 114.5  bits: 27.9 E(): 0.21 
Smith-Waterman score: 73; 35.5% identity (54.8% similar) in 31 aa overlap (10-40:246-276) 
 
                                    10        20        30          
AAD-12                      GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:: :   . :     .: . 
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
 
      40        50        60        70        80                    
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAA                    
       :                                                            
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  66 init1:  66 opt:  66  Z-score: 103.0  bits: 25.7 E(): 0.93 
Smith-Waterman score: 66; 32.3% identity (54.8% similar) in 31 aa overlap (10-40:247-277) 
 
                                    10        20        30          
AAD-12                      GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:  :   . :.    .: . 
gi|232 APDIKTPKEALDLIMDAIDKAGYKGKVGIAMDVASSEFYKDGKYDLDFKNPESDPSKWLS 
        220       230       240       250       260       270       
 
      40        50        60        70        80                    
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AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAA                    
       :                                                            
gi|232 GPQLADLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKT 
        280       290       300       310       320       330       
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 95.2  bits: 22.4 E():  2.5 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (21-37:68-86) 
 
                         10        20          30        40         
AAD-12           GRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|219 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
       50        60        70        80 
AAD-12 CLLHRAEPWDFKLPRVMWHSRLAGRPETEGAA 
                                        
gi|219 SFDSDRSGLLLKQKVSDE               
       100       110                    
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 95.1  bits: 22.7 E():  2.6 
Smith-Waterman score: 57; 27.9% identity (48.8% similar) in 43 aa overlap (4-46:96-133) 
 
                                          10        20        30    
AAD-12                            GRHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     .:   :.. :. :.:  .:::.       : 
gi|121 IVGFFSEVIGLIGNPENRPALKTLIDGLASSHKARGIEKAQFEEFRASLVDYLS-----H 
          70        80        90       100       110            120 
 
            40        50        60        70        80 
AAD-12 AHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAA 
         .:      .::                                   
gi|121 HLDWNDTMKSTWDLALNNMFFYILHALEVAQ                 
              130       140       150                  
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 95.1  bits: 22.0 E():  2.6 
Smith-Waterman score: 55; 30.4% identity (41.3% similar) in 46 aa overlap (24-66:29-70) 
 
                    10        20        30        40        50      
AAD-12      GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE 
                                   :  :::   : .. : ..   :: : .      
gi|323 QAGGQTCAGNICCSQYGYCGTTADYCSPDNNCQATY-HYYNPAQNN---WDLRAVSAYCS 
               10        20        30         40           50       
 
          60           70        80        
AAD-12 PWDFKLP---RVMWHSRLAGRPETEGAA        
        ::   :   :  :                      
gi|323 TWDADKPYSWRYGWTAFCGPAGPRCLRTNAAVTVR 
         60        70        80        90  
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 93.2  bits: 22.4 E():  3.3 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (21-37:68-86) 
 
                         10        20          30        40         
AAD-12           GRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|456 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNF 
        40        50        60        70        80        90        
 
       50        60        70        80                             
AAD-12 CLLHRAEPWDFKLPRVMWHSRLAGRPETEGAA                             
                                                                    
gi|456 SFGSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 93.2  bits: 22.4 E():  3.3 
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Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (21-37:68-86) 
 
                         10        20          30        40         
AAD-12           GRHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|184 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
       50        60        70        80                             
AAD-12 CLLHRAEPWDFKLPRVMWHSRLAGRPETEGAA                             
                                                                    
gi|184 SFDSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Serum   (608 aa) 
 initn:  53 init1:  53 opt:  61  Z-score: 92.7  bits: 24.3 E():  3.5 
Smith-Waterman score: 61; 23.4% identity (53.2% similar) in 77 aa overlap (2-74:434-510) 
 
                                            10           20         
AAD-12                              GRHAHAIPGMDA---AESERFLEGLVDWACQ 
                                     :... .: ...   .:  : :  . .  :  
gi|135 LVEEPHNLVKTNCELFEKLGEYGFQNALLVRYTKKVPQVSTPTLVEVSRSLGKVGSKCCT 
           410       420       430       440       450       460    
 
       30        40         50        60        70        80        
AAD-12 APRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLAGRPETEGAA        
        :...  . :   . :  :: :.::.  : . .. .   .: .  ::              
gi|135 HPEAERLSCAEDYLSVVLNRLCVLHEKTPVSERVTKCCTESLVNRRPCFSALQVDETYVP 
           470       480       490       500       510       520    
 
gi|135 KEFSAETFTFHADLCTLPEAEKQIKKQSALVELLKHKPKATEEQLKTVMGDFGSFVDKCC 
           530       540       550       560       570       580    
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 89.4  bits: 23.7 E():  5.3 
Smith-Waterman score: 59; 26.4% identity (50.9% similar) in 53 aa overlap (27-78:462-514) 
 
                   10        20        30        40         50      
AAD-12     GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAE 
                                     :. :. .  . :   . :  :: :.::.   
gi|668 LVRYTKKAPQVSTPTLVEVSRKLGKVGTKCCKKPESERMSCAEDFLSVVLNRLCVLHEKT 
             440       450       460       470       480       490  
 
          60        70        80                                    
AAD-12 PWDFKLPRVMWHSRLAGRPETEGAA                                    
       : . .. .   .: .  ::   :                                      
gi|668 PVSERVTKCCSESLVNRRPCFSGLEVDETYVPKEFNAETFTFHADLCTLPEAEKQVKKQT 
             500       510       520       530       540       550  
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 88.1  bits: 21.9 E():  6.3 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (41-55:122-138) 
 
               20        30        40        50          60         
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRVMWHS 
                                     : :..::.:::  :..:              
gi|162 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
       70        80                                              
AAD-12 RLAGRPETEGAA                                              
                                                                 
gi|162 RKELAAVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200         
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 88.0  bits: 21.9 E():  6.4 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (41-55:122-138) 
 
               20        30        40        50          60         
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRVMWHS 
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                                     : :..::.:::  :..:              
gi|209 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
       70        80                                                
AAD-12 RLAGRPETEGAA                                                
                                                                   
gi|209 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 88.0  bits: 21.9 E():  6.4 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (41-55:122-138) 
 
               20        30        40        50          60         
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRVMWHS 
                                     : :..::.:::  :..:              
gi|124 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
       70        80                                                
AAD-12 RLAGRPETEGAA                                                
                                                                   
gi|124 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 88.0  bits: 23.4 E():  6.4 
Smith-Waterman score: 58; 26.4% identity (50.9% similar) in 53 aa overlap (27-78:439-491) 
 
                   10        20        30        40         50      
AAD-12     GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAE 
                                     :. :. .  . :   . :  :: :.::.   
gi|331 LVRYTKKAPQVSTPTLVEVSRKLGKVGTKCCKKPESERMSCADDFLSVVLNRLCVLHEKT 
      410       420       430       440       450       460         
 
          60        70        80                                    
AAD-12 PWDFKLPRVMWHSRLAGRPETEGAA                                    
       : . .. .   .: .  ::   :                                      
gi|331 PVSERVTKCCSESLVNRRPCFSGLEVDETYVPKEFNAETFTFHADLCTLPEAEKQVKKQT 
      470       480       490       500       510       520         
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.7  bits: 20.6 E():  9.8 
Smith-Waterman score: 50; 50.0% identity (90.0% similar) in 10 aa overlap (47-56:24-33) 
 
         20        30        40        50        60        70       
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET 
                                     : :..::..:                     
gi|484        GKMNFTDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVL 
                      10        20        30        40        50    
 
         80                                                         
AAD-12 EGAA                                                         
                                                                    
gi|484 TAIIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGE 
            60        70        80        90       100       110    
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.3  bits: 21.7 E():   10 
Smith-Waterman score: 53; 43.8% identity (62.5% similar) in 16 aa overlap (21-36:27-42) 
 
                     10        20        30        40        50     
AAD-12       GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                 : :.:  : : .. ::                   
gi|170 MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQQTFP 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 EPWDFKLPRVMWHSRLAGRPETEGAA                                   
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gi|170 HQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQPQQPF 
               70        80        90       100       110       120 
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.8  bits: 20.6 E():   11 
Smith-Waterman score: 50; 33.3% identity (100.0% similar) in 12 aa overlap (49-60:44-55) 
 
       20        30        40        50        60        70         
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:....                   
gi|558 AVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
       80                                                           
AAD-12 AA                                                           
                                                                    
gi|558 NIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.8  bits: 20.6 E():   11 
Smith-Waterman score: 50; 40.0% identity (60.0% similar) in 15 aa overlap (43-57:127-141) 
 
             20        30        40        50        60        70   
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 
                                     :.: :::    .. :                
gi|126 PCSALLSSDITASVNCAKKIVSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL          
        100       110       120       130       140                 
 
             80 
AAD-12 RPETEGAA 
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 83.6  bits: 21.7 E():   11 
Smith-Waterman score: 53; 33.3% identity (66.7% similar) in 33 aa overlap (37-66:145-176) 
 
         10        20        30         40         50         60    
AAD-12 IPGMDAAESERFLEGLVDWACQAPRVHAHQWA-AGD-VVVWDNRCLLH-RAEPWDFKLPR 
                                     :: : :   .: . :.:. ...: :. .:  
gi|320 NGFASVGDTATRKREIAAFLAQTSHETTGGWATAPDGPYAW-GYCFLKEQGNPPDYCVPT 
          120       130       140       150        160       170    
 
            70        80                                            
AAD-12 VMWHSRLAGRPETEGAA                                            
       ..:                                                          
gi|320 AQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDPVISFKTALWFWMT 
           180       190       200       210       220       230    
 
>>gi|212279|gb|AAA48944.1| lysozyme protein [Gallus gall  (24 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 82.3  bits: 17.7 E():   13 
Smith-Waterman score: 42; 33.3% identity (53.3% similar) in 15 aa overlap (43-57:5-19) 
 
             20        30        40        50        60        70   
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 
                                     :.: : :    .. :                
gi|212                           MNAWVAWRNSCKGTDVQAWIRGCR           
                                         10        20               
 
             80 
AAD-12 RPETEGAA 
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 82.1  bits: 20.7 E():   14 
Smith-Waterman score: 50; 27.9% identity (55.8% similar) in 43 aa overlap (36-78:46-85) 
 
          10        20        30        40        50        60      
AAD-12 AIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM 
                                     : .:  ::.. :  :  :   :...   .. 
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPR---WNLNAHSAL 
          20        30        40        50        60           70   
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          70        80                                              
AAD-12 WHSRLAGRPETEGAA                                              
       . .:  :: .. :                                                
gi|697 YVTRGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTS 
             80        90       100       110       120       130   
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.6  bits: 21.4 E():   14 
Smith-Waterman score: 52; 28.1% identity (59.4% similar) in 32 aa overlap (10-41:66-97) 
 
                                    10        20        30          
AAD-12                      GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     .:. . . : :: .. .   ::.  ::..  
gi|729 STLSLVTKADGKIDMTVDLISPVTKRASLKIDSKKYNLFHEGELSASIVNPRLSWHQYTK 
          40        50        60        70        80        90      
 
      40        50        60        70        80                    
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAA                    
        :                                                           
gi|729 RDSREYKSDVELSLRSSDIALKITMPDYNSKIHYSRQGDQINMDIDGTLIEGHAQGTIRE 
         100       110       120       130       140       150      
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  53  Z-score: 81.6  bits: 21.8 E():   15 
Smith-Waterman score: 53; 27.3% identity (54.5% similar) in 44 aa overlap (1-43:241-284) 
 
                                             10         20          
AAD-12                               GRHAHAIPGMDAAESERF-LEGLVDWACQA 
                                     :  .... :::.: :: .  .   :   .  
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDKTYDLNFKE 
              220       230       240       250       260       270 
 
      30        40        50        60        70        80          
AAD-12 PRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAA          
          .. :  .:::.                                               
gi|144 ENNNGSQKISGDVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.5  bits: 20.0 E():   15 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (48-60:76-88) 
 
        20        30        40        50        60        70        
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|484 TTKATIKVLAKVAGTPIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILPKVKAEVT 
          50        60        70        80        90       100      
 
        80                  
AAD-12 GAA                  
                            
gi|484 AELVGDHGVLACGRFGRQVE 
         110       120      
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.3  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (49-60:27-38) 
 
       20        30        40        50        60        70         
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:....                   
gi|157     SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
       80                                                           
AAD-12 AA                                                           
                                                                    
gi|157 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
         60        70        80        90       100       110       
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
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 initn:  48 init1:  48 opt:  48  Z-score: 81.3  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (49-60:27-38) 
 
       20        30        40        50        60        70         
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:....                   
gi|760     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKA 
                   10        20        30        40        50       
 
       80                                                           
AAD-12 AA                                                           
                                                                    
gi|760 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.3  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (49-60:27-38) 
 
       20        30        40        50        60        70         
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:....                   
gi|256     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKA 
                   10        20        30        40        50       
 
       80                                                           
AAD-12 AA                                                           
                                                                    
gi|256 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNGV 
         60        70        80        90       100       110       
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.3  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (49-60:27-38) 
 
       20        30        40        50        60        70         
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:....                   
gi|214     SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
       80                                                           
AAD-12 AA                                                           
                                                                    
gi|214 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
         60        70        80        90       100       110       
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.3  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (49-60:28-39) 
 
       20        30        40        50        60        70         
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:....                   
gi|110    RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNSKTAKIEIKA 
                  10        20        30        40        50        
 
       80                                                           
AAD-12 AA                                                           
                                                                    
gi|110 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNGV 
        60        70        80        90       100       110        
 
>>gi|3336842|emb|CAA76847.1| bovine serum albumin [Bos t  (607 aa) 
 initn:  51 init1:  51 opt:  54  Z-score: 81.2  bits: 22.2 E():   15 
Smith-Waterman score: 54; 22.1% identity (49.4% similar) in 77 aa overlap (2-74:433-509) 
 
                                            10           20         
AAD-12                              GRHAHAIPGMDA---AESERFLEGLVDWACQ 
                                     :... .: ...   .:  : :  .    :  
gi|333 LVDEPQNLIKQNCDQFEKLGEYGFQNALIVRYTRKVPQVSTPTLVEVSRSLGKVGTRCCT 
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            410       420       430       440       450       460   
 
       30        40         50        60        70        80        
AAD-12 APRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLAGRPETEGAA        
        :. .    .   . .  :: :.::.  : . :. .   .: .  ::              
gi|333 KPESERMPCTEDYLSLILNRLCVLHEKTPVSEKVTKCCTESLVNRRPCFSALTPDETYVP 
            470       480       490       500       510       520   
 
gi|333 KAFDEKLFTFHADICTLPDTEKQIKKQTALVELLKHKPKATEEQLKTVMENFVAFVDKCC 
            530       540       550       560       570       580   
 
>>gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Serum   (607 aa) 
 initn:  51 init1:  51 opt:  54  Z-score: 81.2  bits: 22.2 E():   15 
Smith-Waterman score: 54; 22.1% identity (49.4% similar) in 77 aa overlap (2-74:433-509) 
 
                                            10           20         
AAD-12                              GRHAHAIPGMDA---AESERFLEGLVDWACQ 
                                     :... .: ...   .:  : :  .    :  
gi|135 LVDEPQNLIKQNCDQFEKLGEYGFQNALIVRYTRKVPQVSTPTLVEVSRSLGKVGTRCCT 
            410       420       430       440       450       460   
 
       30        40         50        60        70        80        
AAD-12 APRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLAGRPETEGAA        
        :. .    .   . .  :: :.::.  : . :. .   .: .  ::              
gi|135 KPESERMPCTEDYLSLILNRLCVLHEKTPVSEKVTKCCTESLVNRRPCFSALTPDETYVP 
            470       480       490       500       510       520   
 
gi|135 KAFDEKLFTFHADICTLPDTEKQIKKQTALVELLKHKPKATEEQLKTVMENFVAFVDKCC 
            530       540       550       560       570       580   
 
>>gi|34495280|gb|AAQ73487.1| type 2 allergen Lep d 2.024  (140 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (48-60:91-103) 
 
        20        30        40        50        60        70        
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
               70        80        90       100       110       120 
 
        80                  
AAD-12 GAA                  
                            
gi|344 AELIGDHGILACGTVNGQVE 
              130       140 
 
>>gi|34495278|gb|AAQ73486.1| type 2 allergen Lep d 2.023  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (48-60:92-104) 
 
        20        30        40        50        60        70        
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
        80                  
AAD-12 GAA                  
                            
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495290|gb|AAQ73492.1| type 2 allergen Lep d 2.042  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (48-60:92-104) 
 
        20        30        40        50        60        70        
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVVGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
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        80                  
AAD-12 GAA                  
                            
gi|344 AELIGDHGILACGTVNGTVE 
             130       140  
 
>>gi|34495284|gb|AAQ73489.1| type 2 allergen Lep d 2.031  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (48-60:92-104) 
 
        20        30        40        50        60        70        
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
        80                  
AAD-12 GAA                  
                            
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495288|gb|AAQ73491.1| type 2 allergen Lep d 2.039  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (48-60:92-104) 
 
        20        30        40        50        60        70        
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
        80                  
AAD-12 GAA                  
                            
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495282|gb|AAQ73488.1| type 2 allergen Lep d 2.025  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (48-60:92-104) 
 
        20        30        40        50        60        70        
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
        80                  
AAD-12 GAA                  
                            
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495274|gb|AAQ73484.1| type 2 allergen Lep d 2.013  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (48-60:92-104) 
 
        20        30        40        50        60        70        
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
        80                  
AAD-12 GAA                  
                            
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
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>>gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2.035  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (48-60:92-104) 
 
        20        30        40        50        60        70        
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
        80                  
AAD-12 GAA                  
                            
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|33772588|gb|AAQ54603.1| Gly d 2.03 [Glycyphagus dom  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.8  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (48-60:92-104) 
 
        20        30        40        50        60        70        
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|337 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
        80                  
AAD-12 GAA                  
                            
gi|337 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.6  bits: 20.0 E():   17 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (49-60:43-54) 
 
       20        30        40        50        60        70         
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:....                   
gi|164 AVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEANQNRKTAKIEIKA 
             20        30        40        50        60        70   
 
       80                                                           
AAD-12 AA                                                           
                                                                    
gi|164 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
             80        90       100       110       120       130   
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.5  bits: 20.0 E():   17 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (49-60:44-55) 
 
       20        30        40        50        60        70         
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:....                   
gi|996 AVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNTKNAKIEIKA 
            20        30        40        50        60        70    
 
       80                                                           
AAD-12 AA                                                           
                                                                    
gi|996 SIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
            80        90       100       110       120       130    
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.5  bits: 20.0 E():   17 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (49-60:44-55) 
 
       20        30        40        50        60        70         
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:....                   
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gi|135 AVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
       80                                                           
AAD-12 AA                                                           
                                                                    
gi|135 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
            80        90       100       110       120       130    
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.7  bits: 19.7 E():   18 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (49-60:27-38) 
 
       20        30        40        50        60        70         
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:. ..                   
gi|760     DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
       80                                                           
AAD-12 AA                                                           
                                                                    
gi|760 NINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
         60        70        80        90       100       110       
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.7  bits: 19.7 E():   18 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (49-60:27-38) 
 
       20        30        40        50        60        70         
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:. ..                   
gi|179     DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
       80                                                           
AAD-12 AA                                                           
                                                                    
gi|179 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENVVVTVKLVGDNGV 
         60        70        80        90       100       110       
 
>>gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Schist  (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.7  bits: 19.7 E():   18 
Smith-Waterman score: 47; 50.0% identity (80.0% similar) in 10 aa overlap (45-54:6-15) 
 
           20        30        40        50        60        70     
AAD-12 SERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP 
                                     :::.:. . :                     
gi|298                          MSADSWDNHCVTYVANNKCLKNLCMTAIDGSHLGT 
                                        10        20        30      
 
           80                                                       
AAD-12 ETEGAA                                                       
                                                                    
gi|298 SNPDFRIPPELILQLKSILDGGLDTSIFFMGEKYIVLQHDSSCLVSRCGKKSLIFYATGK 
          40        50        60        70        80        90      
 
>>gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Serum a  (607 aa) 
 initn:  47 init1:  47 opt:  53  Z-score: 79.6  bits: 21.9 E():   19 
Smith-Waterman score: 53; 24.5% identity (51.0% similar) in 49 aa overlap (27-74:461-509) 
 
                   10        20        30        40         50      
AAD-12     GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAE 
                                     :. :. .    . . ...  :: :.::.   
gi|543 IVRYTKKAPQVSTPTLVEIGRTLGKVGSRCCKLPESERLPCSENHLALALNRLCVLHEKT 
              440       450       460       470       480       490 
 
          60        70        80                                    
AAD-12 PWDFKLPRVMWHSRLAGRPETEGAA                                    
       : . :. .    :    ::                                          
gi|543 PVSEKITKCCTDSLAERRPCFSALELDEGYVPKEFKAETFTFHADICTLPEDEKQIKKQS 
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              500       510       520       530       540       550 
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.2  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (49-60:36-47) 
 
       20        30        40        50        60        70         
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:. ..                   
gi|217 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
          10        20        30        40        50        60      
 
       80                                                           
AAD-12 AA                                                           
                                                                    
gi|217 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
          70        80        90       100       110       120      
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.1  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (49-60:40-51) 
 
       20        30        40        50        60        70         
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:. ..                   
gi|546 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
      10        20        30        40        50        60          
 
       80                                                           
AAD-12 AA                                                           
                                                                    
gi|546 SLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
      70        80        90       100       110       120          
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 79.0  bits: 21.5 E():   20 
Smith-Waterman score: 52; 27.1% identity (56.2% similar) in 48 aa overlap (33-75:159-206) 
 
             10        20        30        40        50             
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEP----W 
                                     ...:: ::.    ..: . . : .:    . 
gi|248 NPASWKNNRIWLQFAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKF 
      130       140       150       160       170       180         
 
        60        70        80                                      
AAD-12 DFKLPRVMWHSRLAGRPETEGAA                                      
       ::.   ..   :: . ::                                           
gi|248 DFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDSPNTDGIDIFASKNFHLQK 
      190       200       210       220       230       240         
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 79.0  bits: 21.5 E():   20 
Smith-Waterman score: 52; 27.1% identity (56.2% similar) in 48 aa overlap (33-75:159-206) 
 
             10        20        30        40        50             
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEP----W 
                                     ...:: ::.    ..: . . : .:    . 
gi|114 NPASWKNNRIWLQFAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKF 
      130       140       150       160       170       180         
 
        60        70        80                                      
AAD-12 DFKLPRVMWHSRLAGRPETEGAA                                      
       ::.   ..   :: . ::                                           
gi|114 DFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDSPNTDGIDIFASKNFHLQK 
      190       200       210       220       230       240         
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.9  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (49-60:44-55) 
 
       20        30        40        50        60        70         
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AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:. ..                   
gi|256 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
       80                                                           
AAD-12 AA                                                           
                                                                    
gi|256 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.9  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (49-60:44-55) 
 
       20        30        40        50        60        70         
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:. ..                   
gi|558 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
       80                                                           
AAD-12 AA                                                           
                                                                    
gi|558 NINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.9  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (49-60:44-55) 
 
       20        30        40        50        60        70         
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:. ..                   
gi|558 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
       80                                                           
AAD-12 AA                                                           
                                                                    
gi|558 NIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.9  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (49-60:44-55) 
 
       20        30        40        50        60        70         
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:. ..                   
gi|864 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
       80                                                           
AAD-12 AA                                                           
                                                                    
gi|864 NIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.9  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (49-60:44-55) 
 
       20        30        40        50        60        70         
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:. ..                   
gi|218 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
       80                                                           
AAD-12 AA                                                           
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gi|218 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Globin  (162 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 78.2  bits: 19.7 E():   22 
Smith-Waterman score: 47; 25.0% identity (63.6% similar) in 44 aa overlap (5-47:111-148) 
 
                                         10        20        30     
AAD-12                           GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                     :   :..::.  .:  .::..      ..: 
gi|121 VSFFTEVISLSGNQANLSAVYALVSKLGVDHKARGISAAQFGEFRTALVSY------LQA 
               90       100       110       120       130           
 
            40        50        60        70        80 
AAD-12 H-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAA 
       : .:. . ...:..                                  
gi|121 HVSWGDNVAAAWNHALDNTYAVALKSLE                    
          140       150       160                      
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.0  bits: 20.5 E():   23 
Smith-Waterman score: 49; 43.8% identity (56.2% similar) in 16 aa overlap (21-36:8-23) 
 
               10        20        30        40        50        60 
AAD-12 GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK 
                           : :.:  : :  . ::                         
gi|106              NIQVDPSGQVQWPQQQPFPQPHQPFSQQPQQTFPQPQQTFPHQPQQQ 
                            10        20        30        40        
 
               70        80                                         
AAD-12 LPRVMWHSRLAGRPETEGAA                                         
                                                                    
gi|106 FSQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQPFPQPQQQ 
        50        60        70        80        90       100        
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 77.7  bits: 19.7 E():   24 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (49-60:73-84) 
 
       20        30        40        50        60        70         
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:. ..                   
gi|156 KHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
             50        60        70        80        90       100   
 
       80                                                           
AAD-12 AA                                                           
                                                                    
gi|156 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            110       120       130       140       150       160   
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 77.6  bits: 21.2 E():   24 
Smith-Waterman score: 51; 54.5% identity (72.7% similar) in 11 aa overlap (56-66:162-170) 
 
          30        40        50        60        70        80      
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAA      
                                     ::.:  : .::                    
gi|108 DKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNF--PLLMWAWKIGPAIACGNTVVLKTA 
             140       150       160         170       180          
 
gi|108 EQTPLGGLVAASLVKEAGFPPGVINVISGFGKVAGAALSSHMDVDKVAFTGSTVVGRTIL 
     190       200       210       220       230       240          
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.5  bits: 19.8 E():   28 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (4-41:156-194) 
 
                                          10        20        30    
AAD-12                            GRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
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                                     :  . :.:  :   .:. : : :  :  .  
gi|833 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
         130       140       150       160       170       180      
 
             40        50        60        70        80 
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAA 
       .. .:: ..                                        
gi|833 NVINWAEAENRYIAGDKGGHPFMKL                        
         190       200       210                        
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 76.5  bits: 20.9 E():   28 
Smith-Waterman score: 50; 28.3% identity (43.4% similar) in 53 aa overlap (27-63:25-77) 
 
               10        20        30              40               
AAD-12 GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ------WAAGDVVVWDN-----RC 
                                 ::  :. : .      . :: : .::      :: 
gi|259   LSVCFLILFHGCLASRQEWQQQDECQIDRLDALEPDNRVEYEAGTVEAWDPNHEQFRC 
                 10        20        30        40        50         
 
           50        60        70        80                         
AAD-12 -----LLHRAEPWDFKLPRVMWHSRLAGRPETEGAA                         
            . :  .:  . ::.                                          
gi|259 AGVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSG 
       60        70        80        90       100       110         
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.2  bits: 19.8 E():   29 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (4-41:167-205) 
 
                                          10        20        30    
AAD-12                            GRHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|164 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
        140       150       160       170       180       190       
 
             40        50        60        70        80 
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAA 
       .. .:: ..                                        
gi|164 NVINWAEAENRYIAGDKGGHPFMKL                        
        200       210       220                         
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 75.5  bits: 15.8 E():   32 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (3-8:8-13) 
 
                    10        20        30        40        50      
AAD-12      GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE 
              ::: .:                                                
gi|131 GPVGGVVHAHMMPLL                                              
               10                                                   
 
>>gi|30794292|ref|NP_851341.1| lactotransferrin precurso  (708 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 75.3  bits: 21.3 E():   32 
Smith-Waterman score: 51; 34.4% identity (50.0% similar) in 32 aa overlap (43-74:25-51) 
 
             20        30        40        50        60        70   
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 
                                     : :   : . . : : ::  : .:. .  : 
gi|307       MKLFVPALLSLGALGLCLAAPRKNVRW---CTISQPE-W-FKCRRWQWRMKKLG 
                     10        20           30          40          
 
             80                                                     
AAD-12 RPETEGAA                                                     
        :                                                           
gi|307 APSITCVRRAFALECIRAIAEKKADAVTLDGGMVFEAGRDPYKLRPVAAEIYGTKESPQT 
      50        60        70        80        90       100          
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.0  bits: 18.4 E():   33 
Smith-Waterman score: 43; 30.4% identity (60.9% similar) in 23 aa overlap (37-59:53-75) 
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         10        20        30        40        50        60       
AAD-12 IPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW 
                                     :: . :.. ..  : :: .  :.        
gi|387 SINGNAPAEIDLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVD 
             30        40        50        60        70        80   
 
         70        80 
AAD-12 HSRLAGRPETEGAA 
                      
gi|387 CASQHGCHGDTIPR 
             90       
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.9  bits: 19.5 E():   34 
Smith-Waterman score: 46; 35.3% identity (58.8% similar) in 17 aa overlap (55-71:70-86) 
 
           30        40        50        60        70        80     
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAA     
                                     .:   :.: . :  .::              
gi|613 DAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIAQRWANQCTFE 
      40        50        60        70        80        90          
 
gi|613 HDACRNVERFAVGQNIAATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMH 
     100       110       120       130       140       150          
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.4  bits: 19.5 E():   36 
Smith-Waterman score: 46; 22.9% identity (60.4% similar) in 48 aa overlap (8-55:115-162) 
 
                                      10        20        30        
AAD-12                        GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. : ... . :     : ..:.  :..  
gi|383 GSEASANPKDKPAEEEEEEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSL 
           90       100       110       120       130       140     
 
        40        50        60        70        80                  
AAD-12 AAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAA                  
       .. .:  ::..  :.. :                                           
gi|383 VTLEVKPWDDETNLEELEANVRAIEMDGLVWGASKFVAVGFGIKKLQINLVVEDEKVSTD 
          150       160       170       180       190       200     
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.3  bits: 20.6 E():   37 
Smith-Waterman score: 53; 27.0% identity (56.8% similar) in 37 aa overlap (9-44:441-477) 
 
                                     10        20         30        
AAD-12                       GRHAHAIPGMDAAESERFLEG-LVDWACQAPRVHAHQW 
                                     :. :.    .. : :.:  : .  .:. .  
gi|505 YQIAFSRGNRAFIAINLQKNQQNLQQKLHTGLPAGTYCDIISGNLIDNKCTGKSIHVDKN 
              420       430       440       450       460       470 
 
        40        50        60        70        80 
AAD-12 AAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAA 
       . .:: :                                     
gi|505 GQADVYVGHDEFDAFVAYHIGARIVS                  
              480       490                        
 
>>gi|14424466|sp|P35778.2|VA3_SOLIN RecName: Full=Venom   (234 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.2  bits: 19.5 E():   37 
Smith-Waterman score: 46; 35.3% identity (58.8% similar) in 17 aa overlap (55-71:92-108) 
 
           30        40        50        60        70        80     
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAA     
                                     .:   :.: . :  .::              
gi|144 DAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIAQRWANQCTFE 
              70        80        90       100       110       120  
 
gi|144 HDACRNVERFAVGQNIAATSSSGKNKSTPNEMILLWYNEVKDFDNRWISSFPSDDNILMK 
             130       140       150       160       170       180  
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>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.2  bits: 18.4 E():   37 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (9-21:5-17) 
 
               10        20        30        40        50        60 
AAD-12 GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK 
               :.:::: .  :.:                                        
gi|208     MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACGLAKKSAEEVKAAFNKIDQDESG 
                   10        20        30        40        50       
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 74.1  bits: 20.2 E():   38 
Smith-Waterman score: 48; 27.1% identity (47.5% similar) in 59 aa overlap (17-68:173-227) 
 
                             10        20        30        40       
AAD-12               GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV--- 
                                     : : :    .  .: .  :: . ::..    
gi|113 RGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQ-SDGDAIHVT 
            150       160       170       180       190        200  
 
                50        60        70        80                    
AAD-12 ----VWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAA                    
           .: ..: : ..  .:  :  : : :                                
gi|113 GSSDIWIDHCTLSKS--FD-GLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDLKM 
             210          220       230       240       250         
 
>>gi|2154734|emb|CAB03716.1| major allergen [Daucus caro  (154 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 73.6  bits: 18.8 E():   40 
Smith-Waterman score: 44; 20.9% identity (58.1% similar) in 43 aa overlap (1-42:2-44) 
 
                10        20         30        40        50         
AAD-12  GRHAHAIPGMDAAESERFLEGLV-DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD 
        : ..:..   ... .:... :.: :     :..    . . ::                 
gi|215 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 FKLPRVMWHSRLAGRPETEGAA                                       
                                                                    
gi|215 GSPITSMTVRTDAVNKEALTYDSTVIDGDILLGFIESIETHLVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|1663522|dbj|BAA13604.1| cr16 [Daucus carota]         (154 aa) 
 initn:  40 init1:  40 opt:  44  Z-score: 73.6  bits: 18.8 E():   40 
Smith-Waterman score: 44; 20.9% identity (58.1% similar) in 43 aa overlap (1-42:2-44) 
 
                10        20         30        40        50         
AAD-12  GRHAHAIPGMDAAESERFLEGLV-DWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWD 
        : ..:..   ... .:... :.: :     :..    . . ::                 
gi|166 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVDVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
       60        70        80                                       
AAD-12 FKLPRVMWHSRLAGRPETEGAA                                       
                                                                    
gi|166 GSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVPTADGGSITKTTAIF 
               70        80        90       100       110       120 
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 72.6  bits: 18.5 E():   46 
Smith-Waterman score: 43; 31.0% identity (55.2% similar) in 29 aa overlap (8-35:112-140) 
 
                                      10        20         30       
AAD-12                        GRHAHAIPGMDAAESERFLEGLVDWA-CQAPRVHAHQ 
                                     ::.     ::. . :.: . : . . : :  
gi|100 VIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQGYCGSHHHHHH  
              90       100       110       120       130       140  
 
         40        50        60        70        80 
AAD-12 WAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAA 
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>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.4  bits: 19.9 E():   46 
Smith-Waterman score: 47; 37.5% identity (68.8% similar) in 16 aa overlap (39-54:202-217) 
 
       10        20        30        40        50        60         
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS 
                                     ::.  .: ..: : .:               
gi|113 DIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWIDHCSLSKASDGLLDITLGSSHV 
             180       190       200       210       220       230  
 
       70        80                                                 
AAD-12 RLAGRPETEGAA                                                 
                                                                    
gi|113 TVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQRMPRCRFGFFQVVNNNY 
             240       250       260       270       280       290  
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.4  bits: 18.1 E():   47 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (3-40:20-57) 
 
                                10        20        30        40    
AAD-12                  GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                          ::  . . : :. :    :..:   .:  :   .  ::    
gi|730 MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGS 
               10        20        30        40        50        60 
 
            50        60        70        80                
AAD-12 VWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAA                
                                                            
gi|730 VFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
               70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.4  bits: 18.1 E():   47 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (3-40:20-57) 
 
                                10        20        30        40    
AAD-12                  GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                          ::  . . : :. :    :..:   .:  :   .  ::    
gi|191 MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGS 
               10        20        30        40        50        60 
 
            50        60        70        80                
AAD-12 VWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAA                
                                                            
gi|191 VFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
               70        80        90       100       110   
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 72.1  bits: 20.0 E():   48 
Smith-Waterman score: 47; 30.0% identity (66.7% similar) in 30 aa overlap (33-61:129-158) 
 
             10        20        30        40        50         60  
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEPWDFKL 
                                     ...:: ::.  : ..: . . : .:  .:. 
gi|114 DPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKI 
      100       110       120       130       140       150         
 
              70        80                                          
AAD-12 PRVMWHSRLAGRPETEGAA                                          
                                                                    
gi|114 DYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEK 
      160       170       180       190       200       210         
 
>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.3  bits: 18.9 E():   53 
Smith-Waterman score: 44; 26.3% identity (68.4% similar) in 19 aa overlap (51-69:200-218) 
 
               30        40        50        60        70        80 
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAA 
                                     ... ::  :. : . :...            
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gi|274 KIFAPEIFTKFPNLNSYITRIESMPKISAYIKQQEPQLFNGPMAKWNTKY           
     170       180       190       200       210                    
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.1  bits: 18.2 E():   55 
Smith-Waterman score: 42; 33.3% identity (66.7% similar) in 24 aa overlap (50-70:111-134) 
 
      20        30        40        50        60           70       
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL--PR-VMWHSRLAGRPET 
                                     .:::.. .::.   :.  .: . :       
gi|144 GFVGRTYFTVLHTQCFRLDYPIVKCKVKSTILHRSKCYDFETFAPKKYQWFDVLQY     
               90       100       110       120       130           
 
         80 
AAD-12 EGAA 
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.0  bits: 19.6 E():   56 
Smith-Waterman score: 46; 28.0% identity (52.0% similar) in 25 aa overlap (30-54:351-375) 
 
                10        20        30        40        50          
AAD-12  GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF 
                                     :   .. :  ::: . .   .. ::      
gi|118 INGVQYPLSPSAYILQDDDSCTSGFEGMDVPTSSGELWILGDVFIRQYYTVFDRANNKVG 
              330       340       350       360       370       380 
 
      60        70        80 
AAD-12 KLPRVMWHSRLAGRPETEGAA 
                             
gi|118 LAPVA                 
                             
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 70.9  bits: 19.3 E():   56 
Smith-Waterman score: 53; 22.9% identity (56.2% similar) in 48 aa overlap (23-66:130-177) 
 
                       10        20           30        40          
AAD-12         GRHAHAIPGMDAAESERFLEGLVDWAC---QAPRVHAHQWAAGDVVVWDNRC 
                                     :::     .. .:... .. ::....:    
gi|287 FFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGT 
     100       110       120       130       140       150          
 
      50         60        70        80                             
AAD-12 LLHRAEPWD-FKLPRVMWHSRLAGRPETEGAA                             
        .  : : . :.   . :                                           
gi|287 YVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAG 
     160       170       180       190       200       210          
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 70.8  bits: 20.0 E():   57 
Smith-Waterman score: 47; 30.0% identity (66.7% similar) in 30 aa overlap (33-61:159-188) 
 
             10        20        30        40        50         60  
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEPWDFKL 
                                     ...:: ::.  : ..: . . : .:  .:. 
gi|476 DPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKI 
      130       140       150       160       170       180         
 
              70        80                                          
AAD-12 PRVMWHSRLAGRPETEGAA                                          
                                                                    
gi|476 DYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEK 
      190       200       210       220       230       240         
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 70.6  bits: 18.2 E():   58 
Smith-Waterman score: 42; 27.8% identity (66.7% similar) in 36 aa overlap (4-39:28-62) 
 
                                       10        20        30       
AAD-12                         GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                  :.: :...: : ... .:  : .    ... .: 
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gi|157 MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQA-EFRQLANGAPDKTEAEIEAQIEQ 
               10        20        30         40        50          
 
         40        50        60        70        80                 
AAD-12 WAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAA                 
       :.:                                                          
gi|157 WVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPAAKAADARLSAIASNRALKV 
      60        70        80        90       100       110          
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 70.6  bits: 16.0 E():   59 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (8-25:8-25) 
 
               10        20        30        40        50        60 
AAD-12 GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK 
              :.. :. ....:..   :                                    
gi|751 IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA                             
               10        20        30                               
 
>>gi|159162378|pdb|1H2O|A Chain A, Solution Structure Of  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.1  bits: 18.2 E():   62 
Smith-Waterman score: 42; 26.1% identity (52.2% similar) in 23 aa overlap (44-66:23-45) 
 
            20        30        40        50        60        70    
AAD-12 ESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR 
                                     : :   :. .  :  .:  ...:        
gi|159         GVFTYESEFTSEIPPPRLFKAFVLDADNLVPKIAPQAIKHSEILWGDGGPGT 
                       10        20        30        40        50   
 
            80                                                      
AAD-12 PETEGAA                                                      
                                                                    
gi|159 IKKITFGEGSQYGYVKHKIDSIDKENYSYSYTLIEGDALGDTLEKISYETKLVASPSGGS 
             60        70        80        90       100       110   
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.0  bits: 19.3 E():   63 
Smith-Waterman score: 45; 28.6% identity (51.4% similar) in 35 aa overlap (3-37:258-291) 
 
                                           10        20        30   
AAD-12                             GRHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     :...:    .  : :  .  : :. :  :. 
gi|510 IGENIIGHLLIVFDGGKSQPACSWYDVPCSHSESIVYATGMVSGRCQHLAVPWTAQQ-RI 
       230       240       250       260       270       280        
 
             40        50        60        70        80             
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAA             
       .  ::                                                        
gi|510 NPIQWKFWRVFTSNIPAYPTSDTTNCVVLNTNVFKNDNTFEGEYHAFPDCARNLFKCRQQ 
        290       300       310       320       330       340       
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 70.0  bits: 16.0 E():   63 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (8-25:8-25) 
 
               10        20        30        40        50        60 
AAD-12 GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK 
              :.. :. ....:..   :                                    
gi|751 IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK                          
               10        20        30                               
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 69.8  bits: 21.5 E():   65 
Smith-Waterman score: 58; 26.1% identity (67.4% similar) in 46 aa overlap (19-60:1159-1202) 
 
                           10        20         30           40     
AAD-12             GRHAHAIPGMDAAESERFLEGLVDWACQ-AP---RVHAHQWAAGDVVV 
                                     .::..:.  . .:   ..:::  . :.    
gi|203 ESNKGTPIELQYKVSGKDRSKRAAEMNAEDVEGVIDYKNSGSPIDSKMHAHLKVKGNNYG 
     1130      1140      1150      1160      1170      1180         
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           50        60        70        80                         
AAD-12 WDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAA                         
       .:..  :...:: ...                                             
gi|203 YDSE--LKQTEPQQYEGKMTLSKNDKKIFITHKTEMTKPTSTFLLKTDADVSYSESDMKK 
     1190        1200      1210      1220      1230      1240       
 
>>gi|60920878|gb|AAX37326.1| glutathione transferase mu   (219 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 18.6 E():   65 
Smith-Waterman score: 43; 23.8% identity (57.1% similar) in 21 aa overlap (51-71:199-219) 
 
               30        40        50        60        70        80 
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAA 
                                     ... .:  :. :   :..  :          
gi|609 KVMVPEVFGQFENLKRYVERMESLPRVSDYIKKQQPKTFNAPTSKWNASYA          
      170       180       190       200       210                   
 
>>gi|1170095|sp|P46419.1|GSTM1_DERPT RecName: Full=Gluta  (219 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.7  bits: 18.6 E():   65 
Smith-Waterman score: 43; 23.8% identity (57.1% similar) in 21 aa overlap (51-71:199-219) 
 
               30        40        50        60        70        80 
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAA 
                                     ... .:  :. :   :..  :          
gi|117 KVMVPEVFGQFENLKRYVERMESLPRVSDYIKKQQPKTFNAPTSKWNASYA          
      170       180       190       200       210                   
 
>>gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen 11S   (472 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 69.7  bits: 19.7 E():   66 
Smith-Waterman score: 46; 25.6% identity (51.2% similar) in 43 aa overlap (21-63:415-455) 
 
                         10        20        30        40        50 
AAD-12           GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     ::.  .  : :. . .    ::.  .:    
gi|110 EGQLVVVPQNFAVVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVI--QNSFD 
          390       400       410       420       430         440   
 
               60        70        80 
AAD-12 LHRAEPWDFKLPRVMWHSRLAGRPETEGAA 
       . : . :..:  :                  
gi|110 ISREDAWNLKESRSEMTIFAPGSRSQRQRN 
            450       460       470   
 
>>gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ver  (472 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 69.7  bits: 19.7 E():   66 
Smith-Waterman score: 46; 25.6% identity (51.2% similar) in 43 aa overlap (21-63:415-455) 
 
                         10        20        30        40        50 
AAD-12           GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     ::.  .  : :. . .    ::.  .:    
gi|156 EGQLVVVPQNFAVVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVI--QNSFD 
          390       400       410       420       430         440   
 
               60        70        80 
AAD-12 LHRAEPWDFKLPRVMWHSRLAGRPETEGAA 
       . : . :..:  :                  
gi|156 ISREDAWNLKESRSEMTIFAPGSRSQRQRN 
            450       460       470   
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 69.3  bits: 19.0 E():   69 
Smith-Waterman score: 44; 47.4% identity (63.2% similar) in 19 aa overlap (14-29:72-90) 
 
                                10        20           30        40 
AAD-12                  GRHAHAIPGMDAAESERFLEGLVDW---ACQAPRVHAHQWAAG 
                                     :.. ::   :::   ::.:            
gi|144 TISKQVVFLIHGFLSTGNNENFVAMSKALIEKDDFLVISVDWKKGACNAFASTKDALGYS 
              50        60        70        80        90       100  
 
               50        60        70        80                     
AAD-12 DVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAA                     
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gi|144 KAVGNTRHVGKFVADFTKLLVEKYKVLISNIRLIGHSLGAHTSGFAGKEVQKLKLGKYKE 
             110       120       130       140       150       160  
 
>>gi|3182907|sp|O02380.1|ALL2_TYRPU RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.3  bits: 17.9 E():   69 
Smith-Waterman score: 41; 37.5% identity (100.0% similar) in 8 aa overlap (49-56:41-48) 
 
       20        30        40        50        60        70         
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..:...:                       
gi|318 AVAAAGQVKFTDCGKKEIASVAVDGCEGDLCVIHKSKPVHVIAEFTANQDTCKIEVKVTG 
               20        30        40        50        60        70 
 
       80                                                           
AAD-12 AA                                                           
                                                                    
gi|318 QLNGLEVPIPGIETDGCKVLKCPLKKGTKYTMNYSVNVPSVVPNIKTVVKLLATGEHGVL 
               80        90       100       110       120       130 
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.2  bits: 19.3 E():   70 
Smith-Waterman score: 53; 22.9% identity (56.2% similar) in 48 aa overlap (23-66:120-167) 
 
                       10        20           30        40          
AAD-12         GRHAHAIPGMDAAESERFLEGLVDWAC---QAPRVHAHQWAAGDVVVWDNRC 
                                     :::     .. .:... .. ::....:    
gi|855 FFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGT 
      90       100       110       120       130       140          
 
      50         60        70        80                             
AAD-12 LLHRAEPWD-FKLPRVMWHSRLAGRPETEGAA                             
        .  : : . :.   . :                                           
gi|855 YVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAG 
     150       160       170       180       190       200          
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 69.2  bits: 19.3 E():   70 
Smith-Waterman score: 45; 26.8% identity (48.8% similar) in 41 aa overlap (17-51:172-212) 
 
                             10        20        30              40 
AAD-12               GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW------AAG 
                                     .  :: .  : .:   : :.       .:: 
gi|625 RGANVEITCGGLTIHNVCNVIIHNIHIHDIKVTEGGIIKATDAKPGHRHKSDGDGICVAG 
             150       160       170       180       190       200  
 
               50        60        70        80                     
AAD-12 DVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAA                     
       .  .: ..: :                                                  
gi|625 SSKIWIDHCTLSHGPDGLIDVTLGSTAVTISNCKFSHHQKILLLGADNSHVDDKKMHVTV 
             210       220       230       240       250       260  
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.8  bits: 18.6 E():   73 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (23-36:29-42) 
 
                     10        20        30        40        50     
AAD-12       GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                   :.:  : :  . ::                   
gi|170 MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQTFP 
               10        20        30        40        50        60 
 
           60        70        80                                   
AAD-12 EPWDFKLPRVMWHSRLAGRPETEGAA                                   
                                                                    
gi|170 HQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQQF 
               70        80        90       100       110       120 
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.6  bits: 17.9 E():   75 
Smith-Waterman score: 41; 42.9% identity (71.4% similar) in 14 aa overlap (64-77:117-130) 
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            40        50        60        70        80              
AAD-12 AHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAA              
                                     : .::.  ..:: :                 
gi|169 GVALPPTAEKITFETKLVEGPNGGSIGKLSVKFHSKGEAKPEEEDMKKGKAKGEALFKAI 
         90       100       110       120       130       140       
 
gi|169 EGYVLANPTQY 
        150        
 
>>gi|14423688|sp|Q9LEJ0.1|ENO1_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 68.4  bits: 19.4 E():   77 
Smith-Waterman score: 45; 38.9% identity (72.2% similar) in 18 aa overlap (1-18:241-258) 
 
                                             10        20        30 
AAD-12                               GRHAHAIPGMDAAESERFLEGLVDWACQAP 
                                     :  .... :::.: :: .             
gi|144 TNVGDEGGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDQTYDLNFKE 
              220       230       240       250       260       270 
 
               40        50        60        70        80           
AAD-12 RVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAA           
                                                                    
gi|144 ENNNGSQKISGEALKDLYKSFVAEYPIVSIEDPFDQDDWAHYAKLTSEIGEKVQIVGDDL 
              280       290       300       310       320       330 
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.5 E():   79 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (49-60:27-38) 
 
       20        30        40        50        60        70         
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
       80                                                           
AAD-12 AA                                                           
                                                                    
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.5 E():   79 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (49-60:27-38) 
 
       20        30        40        50        60        70         
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
       80                                                           
AAD-12 AA                                                           
                                                                    
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.5 E():   79 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (49-60:27-38) 
 
       20        30        40        50        60        70         
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
       80                                                           
AAD-12 AA                                                           
                                                                    
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
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         60        70        80        90       100       110       
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.5 E():   79 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (49-60:27-38) 
 
       20        30        40        50        60        70         
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
       80                                                           
AAD-12 AA                                                           
                                                                    
gi|217 SIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.5 E():   79 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (49-60:27-38) 
 
       20        30        40        50        60        70         
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
       80                                                           
AAD-12 AA                                                           
                                                                    
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.6  bits: 17.9 E():   85 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (2-18:17-30) 
 
                              10        20        30        40      
AAD-12                GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW 
                       ::   .:..:    :::                            
gi|212 VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFSYD 
               10        20           30        40        50        
 
          50        60        70        80                          
AAD-12 DNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAA                          
                                                                    
gi|212 DALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYENYAIVEGC 
        60        70        80        90       100       110        
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.6  bits: 17.9 E():   85 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (2-18:18-31) 
 
                               10        20        30        40     
AAD-12                 GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
                        ::   .:..:    :::                           
gi|144 AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFSY 
               10        20           30        40        50        
 
           50        60        70        80                         
AAD-12 WDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAA                         
                                                                    
gi|144 DDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYDNYAIVEG 
        60        70        80        90       100       110        
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.6  bits: 17.9 E():   85 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (2-18:18-31) 
 
                               10        20        30        40     
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AAD-12                 GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
                        ::   .:..:    :::                           
gi|116 AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFSY 
               10        20           30        40        50        
 
           50        60        70        80                         
AAD-12 WDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAA                         
                                                                    
gi|116 DDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYENYAIVEG 
        60        70        80        90       100       110        
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.6 E():   85 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (47-55:40-48) 
 
         20        30        40        50        60        70       
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET 
                                     . :..::.:                      
gi|212 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
         80                                                         
AAD-12 EGAA                                                         
                                                                    
gi|212 LTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.6 E():   85 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (47-55:40-48) 
 
         20        30        40        50        60        70       
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET 
                                     . :..::.:                      
gi|170 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
         80                                                         
AAD-12 EGAA                                                         
                                                                    
gi|170 LAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.6 E():   85 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (47-55:40-48) 
 
         20        30        40        50        60        70       
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET 
                                     . :..::.:                      
gi|158 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
         80                                                         
AAD-12 EGAA                                                         
                                                                    
gi|158 LAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|14423651|sp|Q9U5P2.1|ALL5_LEPDS RecName: Full=Mite   (110 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.6  bits: 17.2 E():   85 
Smith-Waterman score: 39; 33.3% identity (61.9% similar) in 21 aa overlap (47-67:8-28) 
 
         20        30        40        50        60        70       
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET 
                                     .: :.: .:    :: ... :          
gi|144                        DDFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELE 
                                      10        20        30        
 
         80                                                         
AAD-12 EGAA                                                         
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gi|144 KSKSKELKAQILREISIGLDFIDSAKGHFERELKRADLNLAEKFNFESALSTGAVLHKDL 
        40        50        60        70        80        90        
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 67.6  bits: 19.0 E():   86 
Smith-Waterman score: 44; 40.9% identity (59.1% similar) in 22 aa overlap (41-62:92-111) 
 
               20        30        40        50        60        70 
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL 
                                     :.: . ::  :: .  ::  .:         
gi|258 QGEEFHKIVFTVEGLQEFGNFVQFLEDHGLDAVGYINR--LHSVFGWDPYVPSSKRKHTR 
              70        80        90         100       110          
 
               80                                                   
AAD-12 AGRPETEGAA                                                   
                                                                    
gi|258 RGVGVDGLIDDIIAILPIDDLKALFQEKLETSPDFKAFYDAVRSPEFQSIVQTLNAMPEY 
     120       130       140       150       160       170          
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.5  bits: 18.7 E():   86 
Smith-Waterman score: 43; 26.9% identity (65.4% similar) in 26 aa overlap (38-62:14-39) 
 
        10        20        30        40        50        60        
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK-LPRVMW 
                                     :.. ..  ..::.    .::. . ::     
gi|217                  MKTFLVFALLAVAATSAIAQMETRCIPGLERPWQQQPLPPQQT 
                                10        20        30        40    
 
         70        80                                               
AAD-12 HSRLAGRPETEGAA                                               
                                                                    
gi|217 FPQQPLFSQQQQQQLFPQQPSFSQQQPPFWQQQPPFSQQQPILPQQPPFSQQQQLVLPQQ 
            50        60        70        80        90       100    
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.4  bits: 17.9 E():   87 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (25-48:70-93) 
 
                     10        20        30        40        50     
AAD-12       GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|283 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
      40        50        60        70        80        90          
 
           60        70        80                                   
AAD-12 EPWDFKLPRVMWHSRLAGRPETEGAA                                   
                                                                    
gi|283 CGPVGAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
     100       110       120       130       140       150          
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.3  bits: 17.9 E():   88 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (2-18:27-40) 
 
                                        10        20        30      
AAD-12                          GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                 ::   .:..:    :::                  
gi|194 MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEALTQY 
               10        20        30           40        50        
 
          40        50        60        70        80                
AAD-12 QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAA                
                                                                    
gi|194 KCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDY 
        60        70        80        90       100       110        
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 67.3  bits: 15.4 E():   88 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (8-25:8-25) 
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               10        20        30        40        50        60 
AAD-12 GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK 
              :.. :  ....:..   :                                    
gi|751 IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA                             
               10        20        30                               
 
>>gi|1093120|prf||2103117A allergen Dac g II              (196 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.1  bits: 17.9 E():   90 
Smith-Waterman score: 41; 18.9% identity (45.9% similar) in 37 aa overlap (27-63:141-177) 
 
                   10        20        30        40        50       
AAD-12     GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP 
                                     :    .  :.  . :   .:.  ....    
gi|109 VFQFLILSCQGRIVNNCEVLICVMRRGNAMCLIASISMHHILTLDRFFFDGLEIIYKIFK 
              120       130       140       150       160       170 
 
         60        70        80   
AAD-12 WDFKLPRVMWHSRLAGRPETEGAA   
         :. ::                    
gi|109 MMFQKPRTRTCIEKDFPRRSSSSIPT 
              180       190       
 
>>gi|8928058|sp|O04298.1|DAU1_DAUCA RecName: Full=Major   (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.6 E():   91 
Smith-Waterman score: 40; 21.7% identity (73.9% similar) in 23 aa overlap (1-23:2-24) 
 
                10        20        30        40        50          
AAD-12  GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF 
        : ..:..   ... .:... :.:                                     
gi|892 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAAPGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
>>gi|2154732|emb|CAB03715.1| major allergen [Daucus caro  (154 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.0  bits: 17.6 E():   91 
Smith-Waterman score: 40; 21.7% identity (73.9% similar) in 23 aa overlap (1-23:2-24) 
 
                10        20        30        40        50          
AAD-12  GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF 
        : ..:..   ... .:... :.:                                     
gi|215 MGAQSHSLEITSSVSAEKIFSGIVLDVDTVIPKAATGAYKSVEVKGDGGAGTVRIITLPE 
               10        20        30        40        50        60 
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.9  bits: 17.9 E():   93 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (25-48:87-110) 
 
                     10        20        30        40        50     
AAD-12       GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|123 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
           60        70        80                                   
AAD-12 EPWDFKLPRVMWHSRLAGRPETEGAA                                   
                                                                    
gi|123 CGPVGAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.9  bits: 17.9 E():   93 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (25-48:87-110) 
 
                     10        20        30        40        50     
AAD-12       GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|158 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
           60        70        80                                   
AAD-12 EPWDFKLPRVMWHSRLAGRPETEGAA                                   
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gi|158 CGPVGAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 66.7  bits: 15.4 E():   95 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (8-25:8-25) 
 
               10        20        30        40        50        60 
AAD-12 GRHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK 
              :.. :  ....:..   :                                    
gi|751 IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK                          
               10        20        30                               
 
>>gi|111120428|gb|ABH06348.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.2 E():   97 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (38-55:109-126) 
 
        10        20        30        40        50        60        
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
        70        80 
AAD-12 SRLAGRPETEGAA 
 
>>gi|111494253|gb|ABH06347.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.2 E():   97 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (38-55:109-126) 
 
        10        20        30        40        50        60        
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
        70        80 
AAD-12 SRLAGRPETEGAA 
 
>>gi|111120432|gb|ABH06350.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.2 E():   97 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (38-55:109-126) 
 
        10        20        30        40        50        60        
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
        70        80 
AAD-12 SRLAGRPETEGAA 
 
>>gi|111120420|gb|ABH06344.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.2 E():   97 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (38-55:109-126) 
 
        10        20        30        40        50        60        
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
        70        80 
AAD-12 SRLAGRPETEGAA 
 
>>gi|111120424|gb|ABH06346.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.5  bits: 17.2 E():   97 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (38-55:109-126) 
 
        10        20        30        40        50        60        
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AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
        70        80 
AAD-12 SRLAGRPETEGAA 
 
>>gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia mutic  (284 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 66.4  bits: 18.3 E():   99 
Smith-Waterman score: 42; 36.8% identity (73.7% similar) in 19 aa overlap (2-20:63-80) 
 
                                            10        20        30  
AAD-12                              GRHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     .:: ..  ..::: .:. :            
gi|219 EDSKAKIEEDLTSLQKKYTNLENEFDQVNEKHADSVAKLEAAE-KRLTETEDEIKGYTRK 
             40        50        60        70         80        90  
 
              40        50        60        70        80            
AAD-12 VHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAA            
                                                                    
gi|219 IQLLEDDLERTQTKLDEATGKLEEATKSADESERGRKVLESRSLADDDRIDGLEKQVKDA 
             100       110       120       130       140       150  
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:03:06 2011 done: Fri Jan 21 00:03:06 2011 
 Total Scan time:  0.070 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
  1>>>AAD-12: 213  - 292 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     3     8:=* 
  34    21    22:=====* 
  36    26    44:=======   * 
  38    39    73:==========        * 
  40    88   102:======================   * 
  42    95   125:========================       * 
  44   131   138:================================= * 
  46   190   140:==================================*============= 
  48   193   134:=================================*=============== 
  50    91   122:=======================       * 
  52   135   108:==========================*======= 
  54   113    92:======================*====== 
  56    77    77:===================* 
  58    42    63:===========    * 
  60    49    51:============* 
  62    29    41:========  * 
  64    33    33:========* 
  66    25    26:======* 
  68    18    20:====* 
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  70    14    16:===* 
  72     7    12:==* 
  74     9    10:==* 
  76     3     8:=* 
  78    13     6:=*== 
  80    19     5:=*=== 
  82     8     3:*= 
  84     5     3:*= 
  86     0     2:* 
  88     4     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     3     1:*         :*== 
  94     3     1:*         :*== 
  96     0     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     1     0:=         *= 
 104     0     0:          * 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     1     0:=         *= 
 116     0     0:          * 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.87650.00314; mu= 10.1437 0.168 
 mean_var=36.564611.154, 0's: 2 Z-trim: 3  B-trim: 15 in 1/43 
 Lambda= 0.212101 
 Kolmogorov-Smirnov  statistic: 0.0741 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.060 
 
The best scores are:                                      opt bits E(1491) 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   73 27.9     0.2 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   66 25.8    0.89 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   56 22.4     2.5 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   57 22.8     2.5 
gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   55 22.0     2.5 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   56 22.5     3.2 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   56 22.5     3.2 
gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Se ( 608)   61 24.4     3.4 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   59 23.7     5.1 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   54 21.9     6.2 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   58 23.4     6.2 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   54 21.9     6.2 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   54 21.9     6.2 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   50 20.6     9.6 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   53 21.7      10 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   50 20.6      11 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   50 20.6      11 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   53 21.8      11 
gi|212279|gb|AAA48944.1| lysozyme protein [Gallus  (  24)   42 17.7      13 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   50 20.7      13 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   52 21.5      14 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   48 20.0      14 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   48 20.0      15 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   48 20.0      15 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   48 20.0      15 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   48 20.0      15 
gi|3336842|emb|CAA76847.1| bovine serum albumin [B ( 607)   54 22.2      15 
gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Se ( 607)   54 22.2      15 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   48 20.0      15 
gi|34495280|gb|AAQ73487.1| type 2 allergen Lep d 2 ( 140)   48 20.0      16 
gi|34495274|gb|AAQ73484.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495278|gb|AAQ73486.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495290|gb|AAQ73492.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495284|gb|AAQ73489.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
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gi|34495288|gb|AAQ73491.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|34495282|gb|AAQ73488.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|33772588|gb|AAQ54603.1| Gly d 2.03 [Glycyphagus ( 141)   48 20.0      16 
gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2 ( 141)   48 20.0      16 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   48 20.0      16 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   48 20.0      16 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   48 20.0      16 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   47 19.7      18 
gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Sc ( 129)   47 19.7      18 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   47 19.7      18 
gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Ser ( 607)   53 21.9      18 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   47 19.7      19 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 21.6      20 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 21.6      20 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   47 19.7      20 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   47 19.7      20 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   47 19.7      20 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   47 19.7      20 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   47 19.7      20 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   47 19.7      20 
gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Gl ( 162)   47 19.7      22 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   49 20.5      22 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   47 19.8      23 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   51 21.2      24 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   47 19.8      27 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   50 20.9      27 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   47 19.8      28 
gi|30794292|ref|NP_851341.1| lactotransferrin prec ( 708)   51 21.3      31 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 15.8      32 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   43 18.4      33 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   46 19.5      34 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   46 19.5      36 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   49 20.6      36 
gi|14424466|sp|P35778.2|VA3_SOLIN RecName: Full=Ve ( 234)   46 19.5      37 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 18.4      37 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   48 20.3      37 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   48 20.3      40 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   43 18.5      45 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   47 20.0      46 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   42 18.1      46 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   42 18.1      46 
gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   47 20.0      48 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   44 18.9      53 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   42 18.2      54 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   46 19.7      55 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   45 19.3      55 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   47 20.0      56 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.2      58 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 16.0      59 
gi|159162378|pdb|1H2O|A Chain A, Solution Structur ( 159)   42 18.2      62 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   45 19.3      62 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   51 21.6      63 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 16.0      63 
gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ( 472)   46 19.7      64 
gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen  ( 472)   46 19.7      64 
gi|60920878|gb|AAX37326.1| glutathione transferase ( 219)   43 18.6      65 
gi|1170095|sp|P46419.1|GSTM1_DERPT RecName: Full=G ( 219)   43 18.6      65 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   44 19.0      68 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.4      69 
gi|3182907|sp|O02380.1|ALL2_TYRPU RecName: Full=Mi ( 141)   41 17.9      69 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.4      69 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   43 18.6      72 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   41 17.9      75 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   40 17.5      79 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   40 17.5      79 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   40 17.5      79 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   40 17.5      79 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   40 17.5      79 
gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blat ( 181)   41 17.9      84 
gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blat ( 182)   41 17.9      84 
gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blatte ( 182)   41 17.9      84 
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gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   44 19.0      84 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   40 17.6      85 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   40 17.6      85 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   40 17.6      85 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   43 18.7      85 
gi|14423651|sp|Q9U5P2.1|ALL5_LEPDS RecName: Full=M ( 110)   39 17.2      85 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   41 17.9      86 
gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2  ( 190)   41 17.9      87 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 15.3      89 
gi|1093120|prf||2103117A allergen Dac g II         ( 196)   41 18.0      89 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   41 18.0      92 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   41 18.0      92 
gi|11762102|gb|AAG40329.1|AF323973_1 major allerge ( 161)   40 17.6      94 
gi|5726304|gb|AAD48405.1|AF136945_1 major allergen ( 161)   40 17.6      94 
gi|11762104|gb|AAG40330.1|AF323974_1 major allerge ( 161)   40 17.6      94 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 15.4      96 
gi|111120428|gb|ABH06348.1| Blo t 21 allergen [Blo ( 129)   39 17.2      97 
gi|111120420|gb|ABH06344.1| Blo t 21 allergen [Blo ( 129)   39 17.2      97 
gi|111120424|gb|ABH06346.1| Blo t 21 allergen [Blo ( 129)   39 17.2      97 
gi|111120432|gb|ABH06350.1| Blo t 21 allergen [Blo ( 129)   39 17.2      97 
gi|111494253|gb|ABH06347.1| Blo t 21 allergen [Blo ( 129)   39 17.2      97 
gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia m ( 284)   42 18.4      98 
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  73 init1:  73 opt:  73  Z-score: 114.9  bits: 27.9 E():  0.2 
Smith-Waterman score: 73; 35.5% identity (54.8% similar) in 31 aa overlap (9-39:246-276) 
 
                                     10        20        30         
AAD-12                       RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:: :   . :     .: . 
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
 
       40        50        60        70        80                   
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAAL                   
       :                                                            
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  66 init1:  66 opt:  66  Z-score: 103.4  bits: 25.8 E(): 0.89 
Smith-Waterman score: 66; 32.3% identity (54.8% similar) in 31 aa overlap (9-39:247-277) 
 
                                     10        20        30         
AAD-12                       RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:  :   . :.    .: . 
gi|232 APDIKTPKEALDLIMDAIDKAGYKGKVGIAMDVASSEFYKDGKYDLDFKNPESDPSKWLS 
        220       230       240       250       260       270       
 
       40        50        60        70        80                   
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAAL                   
       :                                                            
gi|232 GPQLADLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKT 
        280       290       300       310       320       330       
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 95.4  bits: 22.4 E():  2.5 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (20-36:68-86) 
 
                          10        20          30        40        
AAD-12            RHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|219 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
        50        60        70        80 
AAD-12 CLLHRAEPWDFKLPRVMWHSRLAGRPETEGAAL 
                                         
gi|219 SFDSDRSGLLLKQKVSDE                
       100       110                     
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>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 95.3  bits: 22.8 E():  2.5 
Smith-Waterman score: 57; 27.9% identity (48.8% similar) in 43 aa overlap (3-45:96-133) 
 
                                           10        20        30   
AAD-12                             RHAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     .:   :.. :. :.:  .:::.       : 
gi|121 IVGFFSEVIGLIGNPENRPALKTLIDGLASSHKARGIEKAQFEEFRASLVDYLS-----H 
          70        80        90       100       110            120 
 
             40        50        60        70        80 
AAD-12 AHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAAL 
         .:      .::                                    
gi|121 HLDWNDTMKSTWDLALNNMFFYILHALEVAQ                  
              130       140       150                   
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 95.3  bits: 22.0 E():  2.5 
Smith-Waterman score: 55; 30.4% identity (41.3% similar) in 46 aa overlap (23-65:29-70) 
 
                     10        20        30        40        50     
AAD-12       RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE 
                                   :  :::   : .. : ..   :: : .      
gi|323 QAGGQTCAGNICCSQYGYCGTTADYCSPDNNCQATY-HYYNPAQNN---WDLRAVSAYCS 
               10        20        30         40           50       
 
           60           70        80       
AAD-12 PWDFKLP---RVMWHSRLAGRPETEGAAL       
        ::   :   :  :                      
gi|323 TWDADKPYSWRYGWTAFCGPAGPRCLRTNAAVTVR 
         60        70        80        90  
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 93.4  bits: 22.5 E():  3.2 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (20-36:68-86) 
 
                          10        20          30        40        
AAD-12            RHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|456 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNF 
        40        50        60        70        80        90        
 
        50        60        70        80                            
AAD-12 CLLHRAEPWDFKLPRVMWHSRLAGRPETEGAAL                            
                                                                    
gi|456 SFGSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 93.4  bits: 22.5 E():  3.2 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (20-36:68-86) 
 
                          10        20          30        40        
AAD-12            RHAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|184 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
        50        60        70        80                            
AAD-12 CLLHRAEPWDFKLPRVMWHSRLAGRPETEGAAL                            
                                                                    
gi|184 SFDSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Serum   (608 aa) 
 initn:  53 init1:  53 opt:  61  Z-score: 93.0  bits: 24.4 E():  3.4 
Smith-Waterman score: 61; 23.4% identity (53.2% similar) in 77 aa overlap (1-73:434-510) 
 
                                             10           20        
AAD-12                               RHAHAIPGMDA---AESERFLEGLVDWACQ 
                                     :... .: ...   .:  : :  . .  :  
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gi|135 LVEEPHNLVKTNCELFEKLGEYGFQNALLVRYTKKVPQVSTPTLVEVSRSLGKVGSKCCT 
           410       420       430       440       450       460    
 
        30        40         50        60        70        80       
AAD-12 APRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLAGRPETEGAAL       
        :...  . :   . :  :: :.::.  : . .. .   .: .  ::              
gi|135 HPEAERLSCAEDYLSVVLNRLCVLHEKTPVSERVTKCCTESLVNRRPCFSALQVDETYVP 
           470       480       490       500       510       520    
 
gi|135 KEFSAETFTFHADLCTLPEAEKQIKKQSALVELLKHKPKATEEQLKTVMGDFGSFVDKCC 
           530       540       550       560       570       580    
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 89.7  bits: 23.7 E():  5.1 
Smith-Waterman score: 59; 26.4% identity (50.9% similar) in 53 aa overlap (26-77:462-514) 
 
                    10        20        30        40         50     
AAD-12      RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAE 
                                     :. :. .  . :   . :  :: :.::.   
gi|668 LVRYTKKAPQVSTPTLVEVSRKLGKVGTKCCKKPESERMSCAEDFLSVVLNRLCVLHEKT 
             440       450       460       470       480       490  
 
           60        70        80                                   
AAD-12 PWDFKLPRVMWHSRLAGRPETEGAAL                                   
       : . .. .   .: .  ::   :                                      
gi|668 PVSERVTKCCSESLVNRRPCFSGLEVDETYVPKEFNAETFTFHADLCTLPEAEKQVKKQT 
             500       510       520       530       540       550  
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 88.3  bits: 21.9 E():  6.2 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (40-54:122-138) 
 
      10        20        30        40        50          60        
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRVMWHS 
                                     : :..::.:::  :..:              
gi|162 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
        70        80                                             
AAD-12 RLAGRPETEGAAL                                             
                                                                 
gi|162 RKELAAVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200         
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 88.3  bits: 23.4 E():  6.2 
Smith-Waterman score: 58; 26.4% identity (50.9% similar) in 53 aa overlap (26-77:439-491) 
 
                    10        20        30        40         50     
AAD-12      RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAE 
                                     :. :. .  . :   . :  :: :.::.   
gi|331 LVRYTKKAPQVSTPTLVEVSRKLGKVGTKCCKKPESERMSCADDFLSVVLNRLCVLHEKT 
      410       420       430       440       450       460         
 
           60        70        80                                   
AAD-12 PWDFKLPRVMWHSRLAGRPETEGAAL                                   
       : . .. .   .: .  ::   :                                      
gi|331 PVSERVTKCCSESLVNRRPCFSGLEVDETYVPKEFNAETFTFHADLCTLPEAEKQVKKQT 
      470       480       490       500       510       520         
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 88.2  bits: 21.9 E():  6.2 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (40-54:122-138) 
 
      10        20        30        40        50          60        
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRVMWHS 
                                     : :..::.:::  :..:              
gi|209 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
        70        80                                               
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AAD-12 RLAGRPETEGAAL                                               
                                                                   
gi|209 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 88.2  bits: 21.9 E():  6.2 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (40-54:122-138) 
 
      10        20        30        40        50          60        
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRVMWHS 
                                     : :..::.:::  :..:              
gi|124 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
        70        80                                               
AAD-12 RLAGRPETEGAAL                                               
                                                                   
gi|124 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.8  bits: 20.6 E():  9.6 
Smith-Waterman score: 50; 50.0% identity (90.0% similar) in 10 aa overlap (46-55:24-33) 
 
          20        30        40        50        60        70      
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET 
                                     : :..::..:                     
gi|484        GKMNFTDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVL 
                      10        20        30        40        50    
 
          80                                                        
AAD-12 EGAAL                                                        
                                                                    
gi|484 TAIIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGE 
            60        70        80        90       100       110    
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.5  bits: 21.7 E():   10 
Smith-Waterman score: 53; 43.8% identity (62.5% similar) in 16 aa overlap (20-35:27-42) 
 
                      10        20        30        40        50    
AAD-12        RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                 : :.:  : : .. ::                   
gi|170 MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQQTFP 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 EPWDFKLPRVMWHSRLAGRPETEGAAL                                  
                                                                    
gi|170 HQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQPQQPF 
               70        80        90       100       110       120 
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.0  bits: 20.6 E():   11 
Smith-Waterman score: 50; 33.3% identity (100.0% similar) in 12 aa overlap (48-59:44-55) 
 
        20        30        40        50        60        70        
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:....                   
gi|558 AVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
        80                                                          
AAD-12 AAL                                                          
                                                                    
gi|558 NIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 83.9  bits: 20.6 E():   11 
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Smith-Waterman score: 50; 40.0% identity (60.0% similar) in 15 aa overlap (42-56:127-141) 
 
              20        30        40        50        60        70  
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 
                                     :.: :::    .. :                
gi|126 PCSALLSSDITASVNCAKKIVSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL          
        100       110       120       130       140                 
 
              80 
AAD-12 RPETEGAAL 
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 83.8  bits: 21.8 E():   11 
Smith-Waterman score: 53; 33.3% identity (66.7% similar) in 33 aa overlap (36-65:145-176) 
 
          10        20        30         40         50         60   
AAD-12 IPGMDAAESERFLEGLVDWACQAPRVHAHQWA-AGD-VVVWDNRCLLH-RAEPWDFKLPR 
                                     :: : :   .: . :.:. ...: :. .:  
gi|320 NGFASVGDTATRKREIAAFLAQTSHETTGGWATAPDGPYAW-GYCFLKEQGNPPDYCVPT 
          120       130       140       150        160       170    
 
             70        80                                           
AAD-12 VMWHSRLAGRPETEGAAL                                           
       ..:                                                          
gi|320 AQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDPVISFKTALWFWMT 
           180       190       200       210       220       230    
 
>>gi|212279|gb|AAA48944.1| lysozyme protein [Gallus gall  (24 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 82.3  bits: 17.7 E():   13 
Smith-Waterman score: 42; 33.3% identity (53.3% similar) in 15 aa overlap (42-56:5-19) 
 
              20        30        40        50        60        70  
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 
                                     :.: : :    .. :                
gi|212                           MNAWVAWRNSCKGTDVQAWIRGCR           
                                         10        20               
 
              80 
AAD-12 RPETEGAAL 
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 82.2  bits: 20.7 E():   13 
Smith-Waterman score: 50; 27.9% identity (55.8% similar) in 43 aa overlap (35-77:46-85) 
 
           10        20        30        40        50        60     
AAD-12 AIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM 
                                     : .:  ::.. :  :  :   :...   .. 
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPR---WNLNAHSAL 
          20        30        40        50        60           70   
 
           70        80                                             
AAD-12 WHSRLAGRPETEGAAL                                             
       . .:  :: .. :                                                
gi|697 YVTRGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTS 
             80        90       100       110       120       130   
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 81.8  bits: 21.5 E():   14 
Smith-Waterman score: 52; 28.1% identity (59.4% similar) in 32 aa overlap (9-40:66-97) 
 
                                     10        20        30         
AAD-12                       RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     .:. . . : :: .. .   ::.  ::..  
gi|729 STLSLVTKADGKIDMTVDLISPVTKRASLKIDSKKYNLFHEGELSASIVNPRLSWHQYTK 
          40        50        60        70        80        90      
 
       40        50        60        70        80                   
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAAL                   
        :                                                           
gi|729 RDSREYKSDVELSLRSSDIALKITMPDYNSKIHYSRQGDQINMDIDGTLIEGHAQGTIRE 
         100       110       120       130       140       150      
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>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.7  bits: 20.0 E():   14 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (47-59:76-88) 
 
         20        30        40        50        60        70       
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|484 TTKATIKVLAKVAGTPIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILPKVKAEVT 
          50        60        70        80        90       100      
 
         80                 
AAD-12 GAAL                 
                            
gi|484 AELVGDHGVLACGRFGRQVE 
         110       120      
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.5  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (48-59:27-38) 
 
        20        30        40        50        60        70        
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:....                   
gi|157     SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
        80                                                          
AAD-12 AAL                                                          
                                                                    
gi|157 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
         60        70        80        90       100       110       
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.5  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (48-59:27-38) 
 
        20        30        40        50        60        70        
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:....                   
gi|760     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKA 
                   10        20        30        40        50       
 
        80                                                          
AAD-12 AAL                                                          
                                                                    
gi|760 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.5  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (48-59:27-38) 
 
        20        30        40        50        60        70        
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:....                   
gi|214     SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
        80                                                          
AAD-12 AAL                                                          
                                                                    
gi|214 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
         60        70        80        90       100       110       
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.5  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (48-59:27-38) 
 
        20        30        40        50        60        70        
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
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                                     :..::..:....                   
gi|256     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKA 
                   10        20        30        40        50       
 
        80                                                          
AAD-12 AAL                                                          
                                                                    
gi|256 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNGV 
         60        70        80        90       100       110       
 
>>gi|3336842|emb|CAA76847.1| bovine serum albumin [Bos t  (607 aa) 
 initn:  51 init1:  51 opt:  54  Z-score: 81.4  bits: 22.2 E():   15 
Smith-Waterman score: 54; 22.1% identity (49.4% similar) in 77 aa overlap (1-73:433-509) 
 
                                             10           20        
AAD-12                               RHAHAIPGMDA---AESERFLEGLVDWACQ 
                                     :... .: ...   .:  : :  .    :  
gi|333 LVDEPQNLIKQNCDQFEKLGEYGFQNALIVRYTRKVPQVSTPTLVEVSRSLGKVGTRCCT 
            410       420       430       440       450       460   
 
        30        40         50        60        70        80       
AAD-12 APRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLAGRPETEGAAL       
        :. .    .   . .  :: :.::.  : . :. .   .: .  ::              
gi|333 KPESERMPCTEDYLSLILNRLCVLHEKTPVSEKVTKCCTESLVNRRPCFSALTPDETYVP 
            470       480       490       500       510       520   
 
gi|333 KAFDEKLFTFHADICTLPDTEKQIKKQTALVELLKHKPKATEEQLKTVMENFVAFVDKCC 
            530       540       550       560       570       580   
 
>>gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Serum   (607 aa) 
 initn:  51 init1:  51 opt:  54  Z-score: 81.4  bits: 22.2 E():   15 
Smith-Waterman score: 54; 22.1% identity (49.4% similar) in 77 aa overlap (1-73:433-509) 
 
                                             10           20        
AAD-12                               RHAHAIPGMDA---AESERFLEGLVDWACQ 
                                     :... .: ...   .:  : :  .    :  
gi|135 LVDEPQNLIKQNCDQFEKLGEYGFQNALIVRYTRKVPQVSTPTLVEVSRSLGKVGTRCCT 
            410       420       430       440       450       460   
 
        30        40         50        60        70        80       
AAD-12 APRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLAGRPETEGAAL       
        :. .    .   . .  :: :.::.  : . :. .   .: .  ::              
gi|135 KPESERMPCTEDYLSLILNRLCVLHEKTPVSEKVTKCCTESLVNRRPCFSALTPDETYVP 
            470       480       490       500       510       520   
 
gi|135 KAFDEKLFTFHADICTLPDTEKQIKKQTALVELLKHKPKATEEQLKTVMENFVAFVDKCC 
            530       540       550       560       570       580   
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.4  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (48-59:28-39) 
 
        20        30        40        50        60        70        
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:....                   
gi|110    RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNSKTAKIEIKA 
                  10        20        30        40        50        
 
        80                                                          
AAD-12 AAL                                                          
                                                                    
gi|110 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNGV 
        60        70        80        90       100       110        
 
>>gi|34495280|gb|AAQ73487.1| type 2 allergen Lep d 2.024  (140 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (47-59:91-103) 
 
         20        30        40        50        60        70       
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
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gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
               70        80        90       100       110       120 
 
         80                 
AAD-12 GAAL                 
                            
gi|344 AELIGDHGILACGTVNGQVE 
              130       140 
 
>>gi|34495274|gb|AAQ73484.1| type 2 allergen Lep d 2.013  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (47-59:92-104) 
 
         20        30        40        50        60        70       
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
         80                 
AAD-12 GAAL                 
                            
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495278|gb|AAQ73486.1| type 2 allergen Lep d 2.023  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (47-59:92-104) 
 
         20        30        40        50        60        70       
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
         80                 
AAD-12 GAAL                 
                            
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495290|gb|AAQ73492.1| type 2 allergen Lep d 2.042  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (47-59:92-104) 
 
         20        30        40        50        60        70       
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVVGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
         80                 
AAD-12 GAAL                 
                            
gi|344 AELIGDHGILACGTVNGTVE 
             130       140  
 
>>gi|34495284|gb|AAQ73489.1| type 2 allergen Lep d 2.031  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (47-59:92-104) 
 
         20        30        40        50        60        70       
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
         80                 
AAD-12 GAAL                 
                            
gi|344 AELIGDHGILACGTVNGQVE 
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             130       140  
 
>>gi|34495288|gb|AAQ73491.1| type 2 allergen Lep d 2.039  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (47-59:92-104) 
 
         20        30        40        50        60        70       
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
         80                 
AAD-12 GAAL                 
                            
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495282|gb|AAQ73488.1| type 2 allergen Lep d 2.025  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (47-59:92-104) 
 
         20        30        40        50        60        70       
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
         80                 
AAD-12 GAAL                 
                            
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|33772588|gb|AAQ54603.1| Gly d 2.03 [Glycyphagus dom  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (47-59:92-104) 
 
         20        30        40        50        60        70       
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|337 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
         80                 
AAD-12 GAAL                 
                            
gi|337 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2.035  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 20.0 E():   16 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (47-59:92-104) 
 
         20        30        40        50        60        70       
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
         80                 
AAD-12 GAAL                 
                            
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.7  bits: 20.0 E():   16 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (48-59:43-54) 
 
        20        30        40        50        60        70        
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AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:....                   
gi|164 AVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEANQNRKTAKIEIKA 
             20        30        40        50        60        70   
 
        80                                                          
AAD-12 AAL                                                          
                                                                    
gi|164 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
             80        90       100       110       120       130   
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.7  bits: 20.0 E():   16 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (48-59:44-55) 
 
        20        30        40        50        60        70        
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:....                   
gi|996 AVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNTKNAKIEIKA 
            20        30        40        50        60        70    
 
        80                                                          
AAD-12 AAL                                                          
                                                                    
gi|996 SIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
            80        90       100       110       120       130    
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.7  bits: 20.0 E():   16 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (48-59:44-55) 
 
        20        30        40        50        60        70        
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:....                   
gi|135 AVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
        80                                                          
AAD-12 AAL                                                          
                                                                    
gi|135 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
            80        90       100       110       120       130    
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.8  bits: 19.7 E():   18 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (48-59:27-38) 
 
        20        30        40        50        60        70        
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:. ..                   
gi|179     DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
        80                                                          
AAD-12 AAL                                                          
                                                                    
gi|179 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENVVVTVKLVGDNGV 
         60        70        80        90       100       110       
 
>>gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Schist  (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.8  bits: 19.7 E():   18 
Smith-Waterman score: 47; 50.0% identity (80.0% similar) in 10 aa overlap (44-53:6-15) 
 
            20        30        40        50        60        70    
AAD-12 SERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP 
                                     :::.:. . :                     
gi|298                          MSADSWDNHCVTYVANNKCLKNLCMTAIDGSHLGT 
                                        10        20        30      
 
            80                                                      
AAD-12 ETEGAAL                                                      

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 7413



 

 

                                                                    
gi|298 SNPDFRIPPELILQLKSILDGGLDTSIFFMGEKYIVLQHDSSCLVSRCGKKSLIFYATGK 
          40        50        60        70        80        90      
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.8  bits: 19.7 E():   18 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (48-59:27-38) 
 
        20        30        40        50        60        70        
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:. ..                   
gi|760     DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
        80                                                          
AAD-12 AAL                                                          
                                                                    
gi|760 NINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
         60        70        80        90       100       110       
 
>>gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Serum a  (607 aa) 
 initn:  47 init1:  47 opt:  53  Z-score: 79.8  bits: 21.9 E():   18 
Smith-Waterman score: 53; 24.5% identity (51.0% similar) in 49 aa overlap (26-73:461-509) 
 
                    10        20        30        40         50     
AAD-12      RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAE 
                                     :. :. .    . . ...  :: :.::.   
gi|543 IVRYTKKAPQVSTPTLVEIGRTLGKVGSRCCKLPESERLPCSENHLALALNRLCVLHEKT 
              440       450       460       470       480       490 
 
           60        70        80                                   
AAD-12 PWDFKLPRVMWHSRLAGRPETEGAAL                                   
       : . :. .    :    ::                                          
gi|543 PVSEKITKCCTDSLAERRPCFSALELDEGYVPKEFKAETFTFHADICTLPEDEKQIKKQS 
              500       510       520       530       540       550 
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.4  bits: 19.7 E():   19 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (48-59:36-47) 
 
        20        30        40        50        60        70        
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:. ..                   
gi|217 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
          10        20        30        40        50        60      
 
        80                                                          
AAD-12 AAL                                                          
                                                                    
gi|217 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
          70        80        90       100       110       120      
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 79.2  bits: 21.6 E():   20 
Smith-Waterman score: 52; 27.1% identity (56.2% similar) in 48 aa overlap (32-74:159-206) 
 
              10        20        30        40        50            
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEP----W 
                                     ...:: ::.    ..: . . : .:    . 
gi|248 NPASWKNNRIWLQFAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKF 
      130       140       150       160       170       180         
 
         60        70        80                                     
AAD-12 DFKLPRVMWHSRLAGRPETEGAAL                                     
       ::.   ..   :: . ::                                           
gi|248 DFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDSPNTDGIDIFASKNFHLQK 
      190       200       210       220       230       240         
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 79.2  bits: 21.6 E():   20 
Smith-Waterman score: 52; 27.1% identity (56.2% similar) in 48 aa overlap (32-74:159-206) 
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              10        20        30        40        50            
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEP----W 
                                     ...:: ::.    ..: . . : .:    . 
gi|114 NPASWKNNRIWLQFAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKF 
      130       140       150       160       170       180         
 
         60        70        80                                     
AAD-12 DFKLPRVMWHSRLAGRPETEGAAL                                     
       ::.   ..   :: . ::                                           
gi|114 DFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDSPNTDGIDIFASKNFHLQK 
      190       200       210       220       230       240         
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.2  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (48-59:40-51) 
 
        20        30        40        50        60        70        
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:. ..                   
gi|546 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
      10        20        30        40        50        60          
 
        80                                                          
AAD-12 AAL                                                          
                                                                    
gi|546 SLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
      70        80        90       100       110       120          
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.0  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (48-59:44-55) 
 
        20        30        40        50        60        70        
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:. ..                   
gi|558 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
        80                                                          
AAD-12 AAL                                                          
                                                                    
gi|558 NIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.0  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (48-59:44-55) 
 
        20        30        40        50        60        70        
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:. ..                   
gi|256 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
        80                                                          
AAD-12 AAL                                                          
                                                                    
gi|256 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.0  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (48-59:44-55) 
 
        20        30        40        50        60        70        
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:. ..                   
gi|558 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
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        80                                                          
AAD-12 AAL                                                          
                                                                    
gi|558 NINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.0  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (48-59:44-55) 
 
        20        30        40        50        60        70        
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:. ..                   
gi|864 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
        80                                                          
AAD-12 AAL                                                          
                                                                    
gi|864 NIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.0  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (48-59:44-55) 
 
        20        30        40        50        60        70        
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:. ..                   
gi|218 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
        80                                                          
AAD-12 AAL                                                          
                                                                    
gi|218 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Globin  (162 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 78.3  bits: 19.7 E():   22 
Smith-Waterman score: 47; 25.0% identity (63.6% similar) in 44 aa overlap (4-46:111-148) 
 
                                          10        20        30    
AAD-12                            RHAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                     :   :..::.  .:  .::..      ..: 
gi|121 VSFFTEVISLSGNQANLSAVYALVSKLGVDHKARGISAAQFGEFRTALVSY------LQA 
               90       100       110       120       130           
 
             40        50        60        70        80 
AAD-12 H-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAAL 
       : .:. . ...:..                                   
gi|121 HVSWGDNVAAAWNHALDNTYAVALKSLE                     
          140       150       160                       
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.2  bits: 20.5 E():   22 
Smith-Waterman score: 49; 43.8% identity (56.2% similar) in 16 aa overlap (20-35:8-23) 
 
               10        20        30        40        50        60 
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL 
                          : :.:  : :  . ::                          
gi|106             NIQVDPSGQVQWPQQQPFPQPHQPFSQQPQQTFPQPQQTFPHQPQQQF 
                           10        20        30        40         
 
               70        80                                         
AAD-12 PRVMWHSRLAGRPETEGAAL                                         
                                                                    
gi|106 SQPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQPFPQPQQQF 
       50        60        70        80        90       100         
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
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 initn:  47 init1:  47 opt:  47  Z-score: 77.8  bits: 19.8 E():   23 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (48-59:73-84) 
 
        20        30        40        50        60        70        
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:. ..                   
gi|156 KHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
             50        60        70        80        90       100   
 
        80                                                          
AAD-12 AAL                                                          
                                                                    
gi|156 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            110       120       130       140       150       160   
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 77.8  bits: 21.2 E():   24 
Smith-Waterman score: 51; 54.5% identity (72.7% similar) in 11 aa overlap (55-65:162-170) 
 
           30        40        50        60        70        80     
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAAL     
                                     ::.:  : .::                    
gi|108 DKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNF--PLLMWAWKIGPAIACGNTVVLKTA 
             140       150       160         170       180          
 
gi|108 EQTPLGGLVAASLVKEAGFPPGVINVISGFGKVAGAALSSHMDVDKVAFTGSTVVGRTIL 
     190       200       210       220       230       240          
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.7  bits: 19.8 E():   27 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (3-40:156-194) 
 
                                           10        20        30   
AAD-12                             RHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|833 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
         130       140       150       160       170       180      
 
              40        50        60        70        80 
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAAL 
       .. .:: ..                                         
gi|833 NVINWAEAENRYIAGDKGGHPFMKL                         
         190       200       210                         
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 76.6  bits: 20.9 E():   27 
Smith-Waterman score: 50; 28.3% identity (43.4% similar) in 53 aa overlap (26-62:25-77) 
 
               10        20        30              40               
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ------WAAGDVVVWDN-----RC- 
                                ::  :. : .      . :: : .::      ::  
gi|259  LSVCFLILFHGCLASRQEWQQQDECQIDRLDALEPDNRVEYEAGTVEAWDPNHEQFRCA 
                10        20        30        40        50          
 
           50        60        70        80                         
AAD-12 ----LLHRAEPWDFKLPRVMWHSRLAGRPETEGAAL                         
           . :  .:  . ::.                                           
gi|259 GVALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGR 
      60        70        80        90       100       110          
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.3  bits: 19.8 E():   28 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (3-40:167-205) 
 
                                           10        20        30   
AAD-12                             RHAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|164 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
        140       150       160       170       180       190       
 
              40        50        60        70        80 
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AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAAL 
       .. .:: ..                                         
gi|164 NVINWAEAENRYIAGDKGGHPFMKL                         
        200       210       220                          
 
>>gi|30794292|ref|NP_851341.1| lactotransferrin precurso  (708 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 75.5  bits: 21.3 E():   31 
Smith-Waterman score: 51; 34.4% identity (50.0% similar) in 32 aa overlap (42-73:25-51) 
 
              20        30        40        50        60        70  
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 
                                     : :   : . . : : ::  : .:. .  : 
gi|307       MKLFVPALLSLGALGLCLAAPRKNVRW---CTISQPE-W-FKCRRWQWRMKKLG 
                     10        20           30          40          
 
              80                                                    
AAD-12 RPETEGAAL                                                    
        :                                                           
gi|307 APSITCVRRAFALECIRAIAEKKADAVTLDGGMVFEAGRDPYKLRPVAAEIYGTKESPQT 
      50        60        70        80        90       100          
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 75.4  bits: 15.8 E():   32 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (2-7:8-13) 
 
                     10        20        30        40        50     
AAD-12       RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE 
              ::: .:                                                
gi|131 GPVGGVVHAHMMPLL                                              
               10                                                   
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.1  bits: 18.4 E():   33 
Smith-Waterman score: 43; 30.4% identity (60.9% similar) in 23 aa overlap (36-58:53-75) 
 
          10        20        30        40        50        60      
AAD-12 IPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW 
                                     :: . :.. ..  : :: .  :.        
gi|387 SINGNAPAEIDLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVD 
             30        40        50        60        70        80   
 
          70        80 
AAD-12 HSRLAGRPETEGAAL 
                       
gi|387 CASQHGCHGDTIPR  
             90        
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.0  bits: 19.5 E():   34 
Smith-Waterman score: 46; 35.3% identity (58.8% similar) in 17 aa overlap (54-70:70-86) 
 
            30        40        50        60        70        80    
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAAL    
                                     .:   :.: . :  .::              
gi|613 DAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIAQRWANQCTFE 
      40        50        60        70        80        90          
 
gi|613 HDACRNVERFAVGQNIAATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMH 
     100       110       120       130       140       150          
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.5  bits: 19.5 E():   36 
Smith-Waterman score: 46; 22.9% identity (60.4% similar) in 48 aa overlap (7-54:115-162) 
 
                                       10        20        30       
AAD-12                         RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. : ... . :     : ..:.  :..  
gi|383 GSEASANPKDKPAEEEEEEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSL 
           90       100       110       120       130       140     
 
         40        50        60        70        80                 
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AAD-12 AAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAAL                 
       .. .:  ::..  :.. :                                           
gi|383 VTLEVKPWDDETNLEELEANVRAIEMDGLVWGASKFVAVGFGIKKLQINLVVEDEKVSTD 
          150       160       170       180       190       200     
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.5  bits: 20.6 E():   36 
Smith-Waterman score: 53; 27.0% identity (56.8% similar) in 37 aa overlap (8-43:441-477) 
 
                                      10        20         30       
AAD-12                        RHAHAIPGMDAAESERFLEG-LVDWACQAPRVHAHQW 
                                     :. :.    .. : :.:  : .  .:. .  
gi|505 YQIAFSRGNRAFIAINLQKNQQNLQQKLHTGLPAGTYCDIISGNLIDNKCTGKSIHVDKN 
              420       430       440       450       460       470 
 
         40        50        60        70        80 
AAD-12 AAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAAL 
       . .:: :                                      
gi|505 GQADVYVGHDEFDAFVAYHIGARIVS                   
              480       490                         
 
>>gi|14424466|sp|P35778.2|VA3_SOLIN RecName: Full=Venom   (234 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.3  bits: 19.5 E():   37 
Smith-Waterman score: 46; 35.3% identity (58.8% similar) in 17 aa overlap (54-70:92-108) 
 
            30        40        50        60        70        80    
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAAL    
                                     .:   :.: . :  .::              
gi|144 DAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIAQRWANQCTFE 
              70        80        90       100       110       120  
 
gi|144 HDACRNVERFAVGQNIAATSSSGKNKSTPNEMILLWYNEVKDFDNRWISSFPSDDNILMK 
             130       140       150       160       170       180  
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.3  bits: 18.4 E():   37 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (8-20:5-17) 
 
               10        20        30        40        50        60 
AAD-12 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL 
              :.:::: .  :.:                                         
gi|208    MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACGLAKKSAEEVKAAFNKIDQDESGF 
                  10        20        30        40        50        
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 74.2  bits: 20.3 E():   37 
Smith-Waterman score: 48; 27.1% identity (47.5% similar) in 59 aa overlap (16-67:173-227) 
 
                              10        20        30        40      
AAD-12                RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV--- 
                                     : : :    .  .: .  :: . ::..    
gi|113 RGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQ-SDGDAIHVT 
            150       160       170       180       190        200  
 
                 50        60        70        80                   
AAD-12 ----VWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAAL                   
           .: ..: : ..  .:  :  : : :                                
gi|113 GSSDIWIDHCTLSKS--FD-GLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDLKM 
             210          220       230       240       250         
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.5  bits: 20.3 E():   40 
Smith-Waterman score: 48; 28.9% identity (52.6% similar) in 38 aa overlap (6-42:247-284) 
 
                                        10         20        30     
AAD-12                          RHAHAIPGMDAAESERF-LEGLVDWACQAPRVHAH 
                                     . :::.: :: .  .   :   .    ..  
gi|144 GGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDKTYDLNFKEENNNGS 
        220       230       240       250       260       270       
 
           40        50        60        70        80               
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AAD-12 QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAAL               
       :  .:::.                                                     
gi|144 QKISGDVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDLLVTNPK 
        280       290       300       310       320       330       
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 72.7  bits: 18.5 E():   45 
Smith-Waterman score: 43; 31.0% identity (55.2% similar) in 29 aa overlap (7-34:112-140) 
 
                                       10        20         30      
AAD-12                         RHAHAIPGMDAAESERFLEGLVDWA-CQAPRVHAHQ 
                                     ::.     ::. . :.: . : . . : :  
gi|100 VIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQGYCGSHHHHHH  
              90       100       110       120       130       140  
 
          40        50        60        70        80 
AAD-12 WAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAAL 
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.6  bits: 20.0 E():   46 
Smith-Waterman score: 47; 37.5% identity (68.8% similar) in 16 aa overlap (38-53:202-217) 
 
        10        20        30        40        50        60        
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS 
                                     ::.  .: ..: : .:               
gi|113 DIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWIDHCSLSKASDGLLDITLGSSHV 
             180       190       200       210       220       230  
 
        70        80                                                
AAD-12 RLAGRPETEGAAL                                                
                                                                    
gi|113 TVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQRMPRCRFGFFQVVNNNY 
             240       250       260       270       280       290  
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.4  bits: 18.1 E():   46 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (2-39:20-57) 
 
                                 10        20        30        40   
AAD-12                   RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                          ::  . . : :. :    :..:   .:  :   .  ::    
gi|730 MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGS 
               10        20        30        40        50        60 
 
             50        60        70        80               
AAD-12 VWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAAL               
                                                            
gi|730 VFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
               70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.4  bits: 18.1 E():   46 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (2-39:20-57) 
 
                                 10        20        30        40   
AAD-12                   RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                          ::  . . : :. :    :..:   .:  :   .  ::    
gi|191 MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGS 
               10        20        30        40        50        60 
 
             50        60        70        80               
AAD-12 VWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAAL               
                                                            
gi|191 VFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
               70        80        90       100       110   
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 72.2  bits: 20.0 E():   48 
Smith-Waterman score: 47; 30.0% identity (66.7% similar) in 30 aa overlap (32-60:129-158) 
 
              10        20        30        40        50         60 
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AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEPWDFKL 
                                     ...:: ::.  : ..: . . : .:  .:. 
gi|114 DPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKI 
      100       110       120       130       140       150         
 
               70        80                                         
AAD-12 PRVMWHSRLAGRPETEGAAL                                         
                                                                    
gi|114 DYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEK 
      160       170       180       190       200       210         
 
>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.4  bits: 18.9 E():   53 
Smith-Waterman score: 44; 26.3% identity (68.4% similar) in 19 aa overlap (50-68:200-218) 
 
      20        30        40        50        60        70          
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAA 
                                     ... ::  :. : . :...            
gi|274 KIFAPEIFTKFPNLNSYITRIESMPKISAYIKQQEPQLFNGPMAKWNTKY           
     170       180       190       200       210                    
 
      80 
AAD-12 L 
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.2  bits: 18.2 E():   54 
Smith-Waterman score: 42; 33.3% identity (66.7% similar) in 24 aa overlap (49-69:111-134) 
 
       20        30        40        50        60           70      
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL--PR-VMWHSRLAGRPET 
                                     .:::.. .::.   :.  .: . :       
gi|144 GFVGRTYFTVLHTQCFRLDYPIVKCKVKSTILHRSKCYDFETFAPKKYQWFDVLQY     
               90       100       110       120       130           
 
          80 
AAD-12 EGAAL 
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.1  bits: 19.7 E():   55 
Smith-Waterman score: 46; 28.0% identity (52.0% similar) in 25 aa overlap (29-53:351-375) 
 
                 10        20        30        40        50         
AAD-12   RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF 
                                     :   .. :  ::: . .   .. ::      
gi|118 INGVQYPLSPSAYILQDDDSCTSGFEGMDVPTSSGELWILGDVFIRQYYTVFDRANNKVG 
              330       340       350       360       370       380 
 
       60        70        80 
AAD-12 KLPRVMWHSRLAGRPETEGAAL 
                              
gi|118 LAPVA                  
                              
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 71.0  bits: 19.3 E():   55 
Smith-Waterman score: 53; 22.9% identity (56.2% similar) in 48 aa overlap (22-65:130-177) 
 
                        10        20           30        40         
AAD-12          RHAHAIPGMDAAESERFLEGLVDWAC---QAPRVHAHQWAAGDVVVWDNRC 
                                     :::     .. .:... .. ::....:    
gi|287 FFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGT 
     100       110       120       130       140       150          
 
       50         60        70        80                            
AAD-12 LLHRAEPWD-FKLPRVMWHSRLAGRPETEGAAL                            
        .  : : . :.   . :                                           
gi|287 YVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAG 
     160       170       180       190       200       210          
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 70.9  bits: 20.0 E():   56 
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Smith-Waterman score: 47; 30.0% identity (66.7% similar) in 30 aa overlap (32-60:159-188) 
 
              10        20        30        40        50         60 
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEPWDFKL 
                                     ...:: ::.  : ..: . . : .:  .:. 
gi|476 DPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKI 
      130       140       150       160       170       180         
 
               70        80                                         
AAD-12 PRVMWHSRLAGRPETEGAAL                                         
                                                                    
gi|476 DYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEK 
      190       200       210       220       230       240         
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 70.7  bits: 18.2 E():   58 
Smith-Waterman score: 42; 27.8% identity (66.7% similar) in 36 aa overlap (3-38:28-62) 
 
                                        10        20        30      
AAD-12                          RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                  :.: :...: : ... .:  : .    ... .: 
gi|157 MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQA-EFRQLANGAPDKTEAEIEAQIEQ 
               10        20        30         40        50          
 
          40        50        60        70        80                
AAD-12 WAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAAL                
       :.:                                                          
gi|157 WVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPAAKAADARLSAIASNRALKV 
      60        70        80        90       100       110          
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 70.5  bits: 16.0 E():   59 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (7-24:8-25) 
 
                10        20        30        40        50          
AAD-12  RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK 
              :.. :. ....:..   :                                    
gi|751 IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA                             
               10        20        30                               
 
>>gi|159162378|pdb|1H2O|A Chain A, Solution Structure Of  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.2  bits: 18.2 E():   62 
Smith-Waterman score: 42; 26.1% identity (52.2% similar) in 23 aa overlap (43-65:23-45) 
 
             20        30        40        50        60        70   
AAD-12 ESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR 
                                     : :   :. .  :  .:  ...:        
gi|159         GVFTYESEFTSEIPPPRLFKAFVLDADNLVPKIAPQAIKHSEILWGDGGPGT 
                       10        20        30        40        50   
 
             80                                                     
AAD-12 PETEGAAL                                                     
                                                                    
gi|159 IKKITFGEGSQYGYVKHKIDSIDKENYSYSYTLIEGDALGDTLEKISYETKLVASPSGGS 
             60        70        80        90       100       110   
 
>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.2  bits: 19.3 E():   62 
Smith-Waterman score: 45; 28.6% identity (51.4% similar) in 35 aa overlap (2-36:258-291) 
 
                                            10        20        30  
AAD-12                              RHAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     :...:    .  : :  .  : :. :  :. 
gi|510 IGENIIGHLLIVFDGGKSQPACSWYDVPCSHSESIVYATGMVSGRCQHLAVPWTAQQ-RI 
       230       240       250       260       270       280        
 
              40        50        60        70        80            
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAAL            
       .  ::                                                        
gi|510 NPIQWKFWRVFTSNIPAYPTSDTTNCVVLNTNVFKNDNTFEGEYHAFPDCARNLFKCRQQ 
        290       300       310       320       330       340       
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>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 70.0  bits: 21.6 E():   63 
Smith-Waterman score: 58; 26.1% identity (67.4% similar) in 46 aa overlap (18-59:1159-1202) 
 
                            10        20            30        40    
AAD-12              RHAHAIPGMDAAESERFLEGLVDWACQ-AP---RVHAHQWAAGDVVV 
                                     .::..:.  . .:   ..:::  . :.    
gi|203 ESNKGTPIELQYKVSGKDRSKRAAEMNAEDVEGVIDYKNSGSPIDSKMHAHLKVKGNNYG 
     1130      1140      1150      1160      1170      1180         
 
            50        60        70        80                        
AAD-12 WDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAAL                        
       .:..  :...:: ...                                             
gi|203 YDSE--LKQTEPQQYEGKMTLSKNDKKIFITHKTEMTKPTSTFLLKTDADVSYSESDMKK 
     1190        1200      1210      1220      1230      1240       
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 70.0  bits: 16.0 E():   63 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (7-24:8-25) 
 
                10        20        30        40        50          
AAD-12  RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK 
              :.. :. ....:..   :                                    
gi|751 IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK                          
               10        20        30                               
 
>>gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ver  (472 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 69.8  bits: 19.7 E():   64 
Smith-Waterman score: 46; 25.6% identity (51.2% similar) in 43 aa overlap (20-62:415-455) 
 
                          10        20        30        40          
AAD-12            RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     ::.  .  : :. . .    ::.  .:    
gi|156 EGQLVVVPQNFAVVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVI--QNSFD 
          390       400       410       420       430         440   
 
      50        60        70        80 
AAD-12 LHRAEPWDFKLPRVMWHSRLAGRPETEGAAL 
       . : . :..:  :                   
gi|156 ISREDAWNLKESRSEMTIFAPGSRSQRQRN  
            450       460       470    
 
>>gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen 11S   (472 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 69.8  bits: 19.7 E():   64 
Smith-Waterman score: 46; 25.6% identity (51.2% similar) in 43 aa overlap (20-62:415-455) 
 
                          10        20        30        40          
AAD-12            RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     ::.  .  : :. . .    ::.  .:    
gi|110 EGQLVVVPQNFAVVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVI--QNSFD 
          390       400       410       420       430         440   
 
      50        60        70        80 
AAD-12 LHRAEPWDFKLPRVMWHSRLAGRPETEGAAL 
       . : . :..:  :                   
gi|110 ISREDAWNLKESRSEMTIFAPGSRSQRQRN  
            450       460       470    
 
>>gi|60920878|gb|AAX37326.1| glutathione transferase mu   (219 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 18.6 E():   65 
Smith-Waterman score: 43; 23.8% identity (57.1% similar) in 21 aa overlap (50-70:199-219) 
 
      20        30        40        50        60        70          
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAA 
                                     ... .:  :. :   :..  :          
gi|609 KVMVPEVFGQFENLKRYVERMESLPRVSDYIKKQQPKTFNAPTSKWNASYA          
      170       180       190       200       210                   
 
      80 
AAD-12 L 
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>>gi|1170095|sp|P46419.1|GSTM1_DERPT RecName: Full=Gluta  (219 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.8  bits: 18.6 E():   65 
Smith-Waterman score: 43; 23.8% identity (57.1% similar) in 21 aa overlap (50-70:199-219) 
 
      20        30        40        50        60        70          
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAA 
                                     ... .:  :. :   :..  :          
gi|117 KVMVPEVFGQFENLKRYVERMESLPRVSDYIKKQQPKTFNAPTSKWNASYA          
      170       180       190       200       210                   
 
      80 
AAD-12 L 
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 69.4  bits: 19.0 E():   68 
Smith-Waterman score: 44; 47.4% identity (63.2% similar) in 19 aa overlap (13-28:72-90) 
 
                                 10        20           30          
AAD-12                   RHAHAIPGMDAAESERFLEGLVDW---ACQAPRVHAHQWAAG 
                                     :.. ::   :::   ::.:            
gi|144 TISKQVVFLIHGFLSTGNNENFVAMSKALIEKDDFLVISVDWKKGACNAFASTKDALGYS 
              50        60        70        80        90       100  
 
      40        50        60        70        80                    
AAD-12 DVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAAL                    
                                                                    
gi|144 KAVGNTRHVGKFVADFTKLLVEKYKVLISNIRLIGHSLGAHTSGFAGKEVQKLKLGKYKE 
             110       120       130       140       150       160  
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.3  bits: 19.4 E():   69 
Smith-Waterman score: 53; 22.9% identity (56.2% similar) in 48 aa overlap (22-65:120-167) 
 
                        10        20           30        40         
AAD-12          RHAHAIPGMDAAESERFLEGLVDWAC---QAPRVHAHQWAAGDVVVWDNRC 
                                     :::     .. .:... .. ::....:    
gi|855 FFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGT 
      90       100       110       120       130       140          
 
       50         60        70        80                            
AAD-12 LLHRAEPWD-FKLPRVMWHSRLAGRPETEGAAL                            
        .  : : . :.   . :                                           
gi|855 YVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAG 
     150       160       170       180       190       200          
 
>>gi|3182907|sp|O02380.1|ALL2_TYRPU RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.3  bits: 17.9 E():   69 
Smith-Waterman score: 41; 37.5% identity (100.0% similar) in 8 aa overlap (48-55:41-48) 
 
        20        30        40        50        60        70        
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..:...:                       
gi|318 AVAAAGQVKFTDCGKKEIASVAVDGCEGDLCVIHKSKPVHVIAEFTANQDTCKIEVKVTG 
               20        30        40        50        60        70 
 
        80                                                          
AAD-12 AAL                                                          
                                                                    
gi|318 QLNGLEVPIPGIETDGCKVLKCPLKKGTKYTMNYSVNVPSVVPNIKTVVKLLATGEHGVL 
               80        90       100       110       120       130 
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 69.3  bits: 19.4 E():   69 
Smith-Waterman score: 45; 26.8% identity (48.8% similar) in 41 aa overlap (16-50:172-212) 
 
                              10        20        30                
AAD-12                RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW------AAG 
                                     .  :: .  : .:   : :.       .:: 
gi|625 RGANVEITCGGLTIHNVCNVIIHNIHIHDIKVTEGGIIKATDAKPGHRHKSDGDGICVAG 
             150       160       170       180       190       200  
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      40        50        60        70        80                    
AAD-12 DVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAAL                    
       .  .: ..: :                                                  
gi|625 SSKIWIDHCTLSHGPDGLIDVTLGSTAVTISNCKFSHHQKILLLGADNSHVDDKKMHVTV 
             210       220       230       240       250       260  
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 68.9  bits: 18.6 E():   72 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (22-35:29-42) 
 
                      10        20        30        40        50    
AAD-12        RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                   :.:  : :  . ::                   
gi|170 MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQTFP 
               10        20        30        40        50        60 
 
            60        70        80                                  
AAD-12 EPWDFKLPRVMWHSRLAGRPETEGAAL                                  
                                                                    
gi|170 HQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQQF 
               70        80        90       100       110       120 
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.6  bits: 17.9 E():   75 
Smith-Waterman score: 41; 42.9% identity (71.4% similar) in 14 aa overlap (63-76:117-130) 
 
             40        50        60        70        80             
AAD-12 AHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAAL             
                                     : .::.  ..:: :                 
gi|169 GVALPPTAEKITFETKLVEGPNGGSIGKLSVKFHSKGEAKPEEEDMKKGKAKGEALFKAI 
         90       100       110       120       130       140       
 
gi|169 EGYVLANPTQY 
        150        
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.5 E():   79 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (48-59:27-38) 
 
        20        30        40        50        60        70        
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
        80                                                          
AAD-12 AAL                                                          
                                                                    
gi|217 SIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.5 E():   79 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (48-59:27-38) 
 
        20        30        40        50        60        70        
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
        80                                                          
AAD-12 AAL                                                          
                                                                    
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.5 E():   79 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (48-59:27-38) 
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        20        30        40        50        60        70        
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
        80                                                          
AAD-12 AAL                                                          
                                                                    
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.5 E():   79 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (48-59:27-38) 
 
        20        30        40        50        60        70        
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
        80                                                          
AAD-12 AAL                                                          
                                                                    
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.2  bits: 17.5 E():   79 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (48-59:27-38) 
 
        20        30        40        50        60        70        
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
        80                                                          
AAD-12 AAL                                                          
                                                                    
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|212675308|gb|ACJ37389.1| Bla g 4 allergen [Blattell  (181 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.7  bits: 17.9 E():   84 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (1-17:17-30) 
 
                               10        20        30        40     
AAD-12                 RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVW 
                       ::   .:..:    :::                            
gi|212 VLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFSYD 
               10        20           30        40        50        
 
           50        60        70        80                         
AAD-12 DNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAAL                         
                                                                    
gi|212 DALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYENYAIVEGC 
        60        70        80        90       100       110        
 
>>gi|144952778|gb|ABP04043.1| Bla g 4 allergen [Blattell  (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.7  bits: 17.9 E():   84 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (1-17:18-31) 
 
                                10        20        30        40    
AAD-12                  RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
                        ::   .:..:    :::                           
gi|144 AVLALCASDTLAMEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFSY 
               10        20           30        40        50        
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            50        60        70        80                        
AAD-12 WDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAAL                        
                                                                    
gi|144 DDALYSLYTDSKGNNKTAIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYDNYAIVEG 
        60        70        80        90       100       110        
 
>>gi|1166573|gb|AAA87851.1| allergen Bla g 4 [Blattella   (182 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.7  bits: 17.9 E():   84 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (1-17:18-31) 
 
                                10        20        30        40    
AAD-12                  RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVV 
                        ::   .:..:    :::                           
gi|116 AVLALCATDTLANEDCFRHESLVPNLDY---ERFRGSWIIAAGTSEALTQYKCWIDRFSY 
               10        20           30        40        50        
 
            50        60        70        80                        
AAD-12 WDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAAL                        
                                                                    
gi|116 DDALVSKYTDSQGKNRTTIRGRTKFEGNKFTIDYNDKGKAFSAPYSVLATDYENYAIVEG 
        60        70        80        90       100       110        
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 67.7  bits: 19.0 E():   84 
Smith-Waterman score: 44; 40.9% identity (59.1% similar) in 22 aa overlap (40-61:92-111) 
 
      10        20        30        40        50        60          
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL 
                                     :.: . ::  :: .  ::  .:         
gi|258 QGEEFHKIVFTVEGLQEFGNFVQFLEDHGLDAVGYINR--LHSVFGWDPYVPSSKRKHTR 
              70        80        90         100       110          
 
      70        80                                                  
AAD-12 AGRPETEGAAL                                                  
                                                                    
gi|258 RGVGVDGLIDDIIAILPIDDLKALFQEKLETSPDFKAFYDAVRSPEFQSIVQTLNAMPEY 
     120       130       140       150       160       170          
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.6 E():   85 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (46-54:40-48) 
 
          20        30        40        50        60        70      
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET 
                                     . :..::.:                      
gi|212 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
          80                                                        
AAD-12 EGAAL                                                        
                                                                    
gi|212 LTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.6 E():   85 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (46-54:40-48) 
 
          20        30        40        50        60        70      
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET 
                                     . :..::.:                      
gi|170 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
          80                                                        
AAD-12 EGAAL                                                        
                                                                    
gi|170 LAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
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 initn:  40 init1:  40 opt:  40  Z-score: 67.6  bits: 17.6 E():   85 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (46-54:40-48) 
 
          20        30        40        50        60        70      
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET 
                                     . :..::.:                      
gi|158 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
          80                                                        
AAD-12 EGAAL                                                        
                                                                    
gi|158 LAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.6  bits: 18.7 E():   85 
Smith-Waterman score: 43; 26.9% identity (65.4% similar) in 26 aa overlap (37-61:14-39) 
 
         10        20        30        40        50         60      
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK-LPRVMW 
                                     :.. ..  ..::.    .::. . ::     
gi|217                  MKTFLVFALLAVAATSAIAQMETRCIPGLERPWQQQPLPPQQT 
                                10        20        30        40    
 
          70        80                                              
AAD-12 HSRLAGRPETEGAAL                                              
                                                                    
gi|217 FPQQPLFSQQQQQQLFPQQPSFSQQQPPFWQQQPPFSQQQPILPQQPPFSQQQQLVLPQQ 
            50        60        70        80        90       100    
 
>>gi|14423651|sp|Q9U5P2.1|ALL5_LEPDS RecName: Full=Mite   (110 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 67.6  bits: 17.2 E():   85 
Smith-Waterman score: 39; 33.3% identity (61.9% similar) in 21 aa overlap (46-66:8-28) 
 
          20        30        40        50        60        70      
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET 
                                     .: :.: .:    :: ... :          
gi|144                        DDFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELE 
                                      10        20        30        
 
          80                                                        
AAD-12 EGAAL                                                        
                                                                    
gi|144 KSKSKELKAQILREISIGLDFIDSAKGHFERELKRADLNLAEKFNFESALSTGAVLHKDL 
        40        50        60        70        80        90        
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.5  bits: 17.9 E():   86 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (24-47:70-93) 
 
                      10        20        30        40        50    
AAD-12        RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|283 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
      40        50        60        70        80        90          
 
            60        70        80                                  
AAD-12 EPWDFKLPRVMWHSRLAGRPETEGAAL                                  
                                                                    
gi|283 CGPVGAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
     100       110       120       130       140       150          
 
>>gi|194350817|gb|ACF53837.1| Bla g 4 isoallergen 2 [Bla  (190 aa) 
 initn:  38 init1:  38 opt:  41  Z-score: 67.4  bits: 17.9 E():   87 
Smith-Waterman score: 41; 41.2% identity (58.8% similar) in 17 aa overlap (1-17:27-40) 
 
                                         10        20        30     
AAD-12                           RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAH 
                                 ::   .:..:    :::                  
gi|194 MCITGVILFAVLALCATDTLADEDCFRHESLVPNLDY---ERFRGMWVIVAGTSEALTQY 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 7428



 

 

               10        20        30           40        50        
 
           40        50        60        70        80               
AAD-12 QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAAL               
                                                                    
gi|194 KCWIDWFSYDDALVSKYTDSKQGNKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDY 
        60        70        80        90       100       110        
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 67.2  bits: 15.3 E():   89 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (7-24:8-25) 
 
                10        20        30        40        50          
AAD-12  RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK 
              :.. :  ....:..   :                                    
gi|751 IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA                             
               10        20        30                               
 
>>gi|1093120|prf||2103117A allergen Dac g II              (196 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.2  bits: 18.0 E():   89 
Smith-Waterman score: 41; 18.9% identity (45.9% similar) in 37 aa overlap (26-62:141-177) 
 
                    10        20        30        40        50      
AAD-12      RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP 
                                     :    .  :.  . :   .:.  ....    
gi|109 VFQFLILSCQGRIVNNCEVLICVMRRGNAMCLIASISMHHILTLDRFFFDGLEIIYKIFK 
              120       130       140       150       160       170 
 
          60        70        80  
AAD-12 WDFKLPRVMWHSRLAGRPETEGAAL  
         :. ::                    
gi|109 MMFQKPRTRTCIEKDFPRRSSSSIPT 
              180       190       
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.9  bits: 18.0 E():   92 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (24-47:87-110) 
 
                      10        20        30        40        50    
AAD-12        RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|123 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
            60        70        80                                  
AAD-12 EPWDFKLPRVMWHSRLAGRPETEGAAL                                  
                                                                    
gi|123 CGPVGAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 66.9  bits: 18.0 E():   92 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (24-47:87-110) 
 
                      10        20        30        40        50    
AAD-12        RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|158 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
            60        70        80                                  
AAD-12 EPWDFKLPRVMWHSRLAGRPETEGAAL                                  
                                                                    
gi|158 CGPVGAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|11762102|gb|AAG40329.1|AF323973_1 major allergen va  (161 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 23.1% identity (57.7% similar) in 26 aa overlap (55-80:91-116) 
 
           30        40        50        60        70        80     
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AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAAL     
                                     :    : .. .. ..:. :.  :. :     
gi|117 EGSEFKYMKHKVEEIDHANFKYCYSIIEGGPLGHTLEKISYEIKMAAAPHGGGSILKITS 
               70        80        90       100       110       120 
 
gi|117 KYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
              130       140       150       160  
 
>>gi|5726304|gb|AAD48405.1|AF136945_1 major allergen Cor  (161 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 23.1% identity (57.7% similar) in 26 aa overlap (55-80:91-116) 
 
           30        40        50        60        70        80     
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAAL     
                                     :    : .. .. ..:. :.  :. :     
gi|572 EGNEFKYMKHKVEEIDHANFKYCYSIIEGGPLGHTLEKISYEIKMAAAPHGGGSILKITS 
               70        80        90       100       110       120 
 
gi|572 KYHTKGNASINEEEIKAGKEKAAGLFKAVEAYLLAHPDAYC 
              130       140       150       160  
 
>>gi|11762104|gb|AAG40330.1|AF323974_1 major allergen va  (161 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.8  bits: 17.6 E():   94 
Smith-Waterman score: 40; 23.1% identity (57.7% similar) in 26 aa overlap (55-80:91-116) 
 
           30        40        50        60        70        80     
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAAL     
                                     :    : .. .. ..:. :.  :. :     
gi|117 EGSEFKYMKHKVEEIDHANFKYCYSIIEGGPLGHTLEKISYEIKMAAAPHGGGSILKITS 
               70        80        90       100       110       120 
 
gi|117 KYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
              130       140       150       160  
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 66.7  bits: 15.4 E():   96 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (7-24:8-25) 
 
                10        20        30        40        50          
AAD-12  RHAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK 
              :.. :  ....:..   :                                    
gi|751 IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK                          
               10        20        30                               
 
>>gi|111120428|gb|ABH06348.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.2 E():   97 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (37-54:109-126) 
 
         10        20        30        40        50        60       
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
         70        80 
AAD-12 SRLAGRPETEGAAL 
 
>>gi|111120420|gb|ABH06344.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.2 E():   97 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (37-54:109-126) 
 
         10        20        30        40        50        60       
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
         70        80 
AAD-12 SRLAGRPETEGAAL 
 
>>gi|111120424|gb|ABH06346.1| Blo t 21 allergen [Blomia   (129 aa) 
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 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.2 E():   97 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (37-54:109-126) 
 
         10        20        30        40        50        60       
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
         70        80 
AAD-12 SRLAGRPETEGAAL 
 
>>gi|111120432|gb|ABH06350.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.2 E():   97 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (37-54:109-126) 
 
         10        20        30        40        50        60       
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
         70        80 
AAD-12 SRLAGRPETEGAAL 
 
>>gi|111494253|gb|ABH06347.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.6  bits: 17.2 E():   97 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (37-54:109-126) 
 
         10        20        30        40        50        60       
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
         70        80 
AAD-12 SRLAGRPETEGAAL 
 
>>gi|219806596|dbj|BAH10153.1| tropomyosin [Fulvia mutic  (284 aa) 
 initn:  40 init1:  40 opt:  42  Z-score: 66.5  bits: 18.4 E():   98 
Smith-Waterman score: 42; 36.8% identity (73.7% similar) in 19 aa overlap (1-19:63-80) 
 
                                             10        20        30 
AAD-12                               RHAHAIPGMDAAESERFLEGLVDWACQAPR 
                                     .:: ..  ..::: .:. :            
gi|219 EDSKAKIEEDLTSLQKKYTNLENEFDQVNEKHADSVAKLEAAE-KRLTETEDEIKGYTRK 
             40        50        60        70         80        90  
 
               40        50        60        70        80           
AAD-12 VHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAAL           
                                                                    
gi|219 IQLLEDDLERTQTKLDEATGKLEEATKSADESERGRKVLESRSLADDDRIDGLEKQVKDA 
             100       110       120       130       140       150  
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:03:06 2011 done: Fri Jan 21 00:03:06 2011 
 Total Scan time:  0.060 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
# /bioinformatics/downloads/fasta-35.4.12/bin/fasta35 -Q -d 500 -E 100 fasta_input.txt 
/bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta 1 
FASTA searches a protein or DNA sequence data bank 
 version 35.04 Feb. 20, 2010 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
Query: fasta_input.txt 
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  1>>>AAD-12: 214  - 293 - 80 aa 
Library: /bioinformatics/Allergenicity/FARRPV11/FARRPV11.fasta  339008 residues in  1491 
sequences 
 
       opt      E() 
< 20     2     0:= 
  22     0     0:           one = represents 4 library sequences 
  24     0     0: 
  26     0     0: 
  28     0     0: 
  30     0     2:* 
  32     5     8:=* 
  34    18    22:=====* 
  36    24    44:======    * 
  38    38    73:==========        * 
  40    90   102:=======================  * 
  42   102   125:==========================     * 
  44   129   138:================================= * 
  46   189   140:==================================*============= 
  48   193   134:=================================*=============== 
  50    94   122:========================      * 
  52   134   108:==========================*======= 
  54   110    92:======================*===== 
  56    80    77:===================* 
  58    42    63:===========    * 
  60    48    51:============* 
  62    30    41:========  * 
  64    32    33:========* 
  66    21    26:======* 
  68    18    20:====* 
  70    15    16:===* 
  72     6    12:==* 
  74    10    10:==* 
  76     3     8:=* 
  78    14     6:=*== 
  80    17     5:=*=== 
  82     9     3:*== 
  84     6     3:*= 
  86     0     2:* 
  88     4     2:*          inset = represents 1 library sequences 
  90     1     1:* 
  92     0     1:*         :* 
  94     4     1:*         :*=== 
  96     1     1:*         :* 
  98     0     0:          * 
 100     0     0:          * 
 102     0     0:          * 
 104     1     0:=         *= 
 106     0     0:          * 
 108     0     0:          * 
 110     0     0:          * 
 112     0     0:          * 
 114     0     0:          * 
 116     1     0:=         *= 
 118     0     0:          * 
>120     0     0:          * 
 339008 residues in  1491 sequences 
Statistics:  Expectation_n fit: rho(ln(x))= 3.86040.00312; mu= 10.2251 0.167 
 mean_var=36.065611.064, 0's: 2 Z-trim: 3  B-trim: 15 in 1/43 
 Lambda= 0.213564 
 Kolmogorov-Smirnov  statistic: 0.0721 (N=28) at  44 
Algorithm: FASTA (3.5 Sept 2006) [optimized] 
Parameters: BL50 matrix (15:-5) ktup: 1 
 join: 48, opt: 36, open/ext: -10/-2, width:  32 
 Scan time:  0.070 
 
The best scores are:                                      opt bits E(1491) 
gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=En ( 439)   73 28.0    0.19 
gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Eno ( 440)   66 25.9    0.85 
gi|21913174|gb|AAM77471.1| major allergen alt a1 [ ( 115)   56 22.5     2.4 
gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Glo ( 151)   57 22.8     2.4 
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gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=C (  91)   55 22.1     2.4 
gi|45680856|gb|AAS75297.1| major allergen Alt a 1  ( 157)   56 22.5     3.1 
gi|1842045|gb|AAB47552.1| major allergen Alt a 1 s ( 157)   56 22.5     3.1 
gi|6687188|emb|CAB64867.1| albumin [Canis familiar ( 608)   59 23.8     4.9 
gi|3319897|emb|CAA76841.1| albumin [Canis lupus fa ( 585)   58 23.5     5.9 
gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus ( 208)   54 22.0     5.9 
gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gall ( 210)   54 22.0       6 
gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovo ( 210)   54 22.0       6 
gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full= ( 128)   50 20.6     9.4 
gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Se ( 608)   56 22.9     9.4 
gi|170708|gb|AAA34274.1| gamma-gliadin B precursor ( 291)   53 21.8     9.7 
gi|55859466|emb|CAI05848.1| mite allergen Der f 2  ( 146)   50 20.7      10 
gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lys ( 147)   50 20.7      10 
gi|3201547|emb|CAB01591.1| endochitinase [Persea a ( 326)   53 21.8      11 
gi|212279|gb|AAA48944.1| lysozyme protein [Gallus  (  24)   42 17.7      13 
gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage  ( 191)   50 20.7      13 
gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Alle ( 341)   52 21.5      14 
gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full= ( 125)   48 20.0      14 
gi|157829757|pdb|1A9V|A Chain A, Tertiary Structur ( 129)   48 20.0      14 
gi|76097509|gb|ABA39437.1| Der p 2 allergen precur ( 129)   48 20.0      14 
gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of ( 129)   48 20.0      14 
gi|256095984|emb|CAQ68249.1| Der p 2 allergen prec ( 129)   48 20.0      14 
gi|110560872|gb|ABG76196.1| group 2 allergen Der p ( 130)   48 20.0      15 
gi|34495280|gb|AAQ73487.1| type 2 allergen Lep d 2 ( 140)   48 20.0      15 
gi|34495274|gb|AAQ73484.1| type 2 allergen Lep d 2 ( 141)   48 20.0      15 
gi|34495284|gb|AAQ73489.1| type 2 allergen Lep d 2 ( 141)   48 20.0      15 
gi|34495290|gb|AAQ73492.1| type 2 allergen Lep d 2 ( 141)   48 20.0      15 
gi|34495278|gb|AAQ73486.1| type 2 allergen Lep d 2 ( 141)   48 20.0      15 
gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2 ( 141)   48 20.0      15 
gi|34495288|gb|AAQ73491.1| type 2 allergen Lep d 2 ( 141)   48 20.0      15 
gi|34495282|gb|AAQ73488.1| type 2 allergen Lep d 2 ( 141)   48 20.0      15 
gi|33772588|gb|AAQ54603.1| Gly d 2.03 [Glycyphagus ( 141)   48 20.0      15 
gi|164415595|gb|ABY53034.1| Der p 2 allergen [Derm ( 145)   48 20.1      16 
gi|99644635|emb|CAK22338.1| Der p 2 allergen precu ( 146)   48 20.1      16 
gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mi ( 146)   48 20.1      16 
gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Ser ( 607)   53 22.0      18 
gi|17978844|gb|AAL47677.1| major Der f 2 isoform [ ( 129)   47 19.7      18 
gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Sc ( 129)   47 19.7      18 
gi|76097511|gb|ABA39438.1| Der f 2 allergen precur ( 129)   47 19.7      18 
gi|217308|dbj|BAA01241.1| mite allergen Der f II p ( 138)   47 19.7      19 
gi|114841657|dbj|BAF32130.1| pollen allergen [Cryp ( 514)   52 21.6      19 
gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryp ( 514)   52 21.6      19 
gi|546852|gb|AAB30829.1| Der f II [Dermatophagoide ( 142)   47 19.7      19 
gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Der ( 146)   47 19.7      20 
gi|55859470|emb|CAI05850.1| mite allergen Der f 2  ( 146)   47 19.7      20 
gi|218203834|gb|ACK76300.1| Der f 2 allergen [Derm ( 146)   47 19.7      20 
gi|256631558|dbj|BAD74060.2| group 2 allergen [Der ( 146)   47 19.7      20 
gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoi ( 146)   47 19.7      20 
gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Gl ( 162)   47 19.8      21 
gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor ( 279)   49 20.5      22 
gi|3336842|emb|CAA76847.1| bovine serum albumin [B ( 607)   52 21.6      22 
gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Se ( 607)   52 21.6      22 
gi|156480837|gb|ABU68318.1| Der f 2 allergen [Derm ( 175)   47 19.8      23 
gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full= ( 496)   51 21.3      23 
gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=S ( 210)   47 19.8      26 
gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana  ( 457)   50 21.0      26 
gi|1648970|gb|AAB60779.1| manganese superoxide dis ( 221)   47 19.9      28 
gi|30794292|ref|NP_851341.1| lactotransferrin prec ( 708)   51 21.4      31 
gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major a (  15)   36 15.8      31 
gi|387592|gb|AAA28296.1| major house dust allergen (  96)   43 18.4      33 
gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Ven ( 211)   46 19.5      33 
gi|38326693|gb|AAR17475.1| unknown [Penicillium ci ( 228)   46 19.6      35 
gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase  ( 496)   49 20.7      35 
gi|14424466|sp|P35778.2|VA3_SOLIN RecName: Full=Ve ( 234)   46 19.6      36 
gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Po ( 397)   48 20.3      36 
gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorh ( 109)   43 18.4      36 
gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=E ( 445)   48 20.3      40 
gi|1008445|emb|CAA61945.1| profilin [Triticum aest ( 140)   43 18.5      44 
gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Po ( 398)   47 20.0      45 
gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pil ( 112)   42 18.1      46 
gi|1911819|gb|AAB50883.1| Myr p I=allergenic polyp ( 112)   42 18.1      46 
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gi|114841683|dbj|BAF32143.1| pollen allergen [Cham ( 419)   47 20.0      46 
gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S ( 219)   44 18.9      52 
gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Ph ( 136)   42 18.2      53 
gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pe ( 385)   46 19.7      53 
gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus f ( 302)   45 19.3      54 
gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full= ( 514)   47 20.1      55 
gi|157418806|gb|ABV55106.1| Ani s 9 allergen precu ( 147)   42 18.2      57 
gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allerge (  32)   36 16.0      58 
gi|159162378|pdb|1H2O|A Chain A, Solution Structur ( 159)   42 18.2      60 
gi|51093373|gb|AAT95008.1| allergen Sol i 1 precur ( 346)   45 19.3      61 
gi|20385544|gb|AAM21322.1|AF373221_1 group 14 alle (1662)   51 21.6      61 
gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allerge (  35)   36 16.0      63 
gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ( 472)   46 19.7      63 
gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen  ( 472)   46 19.7      63 
gi|60920878|gb|AAX37326.1| glutathione transferase ( 219)   43 18.6      64 
gi|1170095|sp|P46419.1|GSTM1_DERPT RecName: Full=G ( 219)   43 18.6      64 
gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Ph ( 301)   44 19.0      67 
gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=P ( 395)   45 19.4      67 
gi|62530263|gb|AAX85388.1| Amb a 1-like protein [A ( 396)   45 19.4      67 
gi|3182907|sp|O02380.1|ALL2_TYRPU RecName: Full=Mi ( 141)   41 17.9      68 
gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum a ( 251)   43 18.7      71 
gi|169786740|gb|ACA79908.1| Ara h 8 allergen isofo ( 157)   41 17.9      74 
gi|21725600|emb|CAD38381.1| unnamed protein produc ( 129)   40 17.6      78 
gi|21725602|emb|CAD38382.1| unnamed protein produc ( 129)   40 17.6      78 
gi|21725604|emb|CAD38383.1| unnamed protein produc ( 129)   40 17.6      78 
gi|21725594|emb|CAD38378.1| unnamed protein produc ( 129)   40 17.6      78 
gi|21725596|emb|CAD38379.1| unnamed protein produc ( 129)   40 17.6      78 
gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta amer ( 395)   44 19.1      83 
gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lep ( 141)   40 17.6      83 
gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mi ( 141)   40 17.6      83 
gi|1582222|prf||2118249A allergen Lep d 1.01       ( 141)   40 17.6      83 
gi|21773|emb|CAA31685.1| unnamed protein product [ ( 307)   43 18.7      83 
gi|14423651|sp|Q9U5P2.1|ALL5_LEPDS RecName: Full=M ( 110)   39 17.2      84 
gi|2832430|emb|CAA05978.1| prohevein [Hevea brasil ( 187)   41 18.0      85 
gi|1093120|prf||2103117A allergen Dac g II         ( 196)   41 18.0      88 
gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allerge (  32)   34 15.4      88 
gi|158342650|gb|ABW34946.1| hevein [Hevea brasilie ( 204)   41 18.0      91 
gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro ( 204)   41 18.0      91 
gi|11762102|gb|AAG40329.1|AF323973_1 major allerge ( 161)   40 17.6      93 
gi|11762104|gb|AAG40330.1|AF323974_1 major allerge ( 161)   40 17.6      93 
gi|5726304|gb|AAD48405.1|AF136945_1 major allergen ( 161)   40 17.6      93 
gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allerge (  35)   34 15.4      95 
gi|111120428|gb|ABH06348.1| Blo t 21 allergen [Blo ( 129)   39 17.3      95 
gi|111120420|gb|ABH06344.1| Blo t 21 allergen [Blo ( 129)   39 17.3      95 
gi|111120432|gb|ABH06350.1| Blo t 21 allergen [Blo ( 129)   39 17.3      95 
gi|111494253|gb|ABH06347.1| Blo t 21 allergen [Blo ( 129)   39 17.3      95 
gi|111120424|gb|ABH06346.1| Blo t 21 allergen [Blo ( 129)   39 17.3      95 
 
>>gi|37078092|sp|Q870B9.1|ENO_RHORB RecName: Full=Enolas  (439 aa) 
 initn:  73 init1:  73 opt:  73  Z-score: 115.4  bits: 28.0 E(): 0.19 
Smith-Waterman score: 73; 35.5% identity (54.8% similar) in 31 aa overlap (8-38:246-276) 
 
                                      10        20        30        
AAD-12                        HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:: :   . :     .: . 
gi|370 APDIKTAKEALDLIVSAIEAAGYTGQVDIAMDVASSEFYKDGLYDLDFKNPNSDKSKWIT 
         220       230       240       250       260       270      
 
        40        50        60        70        80                  
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAALV                  
       :                                                            
gi|370 GPQLAELYEQLLNEYPIVSIEDPFAEDDWEAWSHFFSKVEGKTQIVGDDLTVTNPIRIKK 
         280       290       300       310       320       330      
 
>>gi|232054|sp|P30575.1|ENO1_CANAL RecName: Full=Enolase  (440 aa) 
 initn:  66 init1:  66 opt:  66  Z-score: 103.7  bits: 25.9 E(): 0.85 
Smith-Waterman score: 66; 32.3% identity (54.8% similar) in 31 aa overlap (8-38:247-277) 
 
                                      10        20        30        
AAD-12                        HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     ::.: :: . .:  :   . :.    .: . 
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gi|232 APDIKTPKEALDLIMDAIDKAGYKGKVGIAMDVASSEFYKDGKYDLDFKNPESDPSKWLS 
        220       230       240       250       260       270       
 
        40        50        60        70        80                  
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAALV                  
       :                                                            
gi|232 GPQLADLYEQLISEYPIVSIEDPFAEDDWDAWVHFFERVGDKIQIVGDDLTVTNPTRIKT 
        280       290       300       310       320       330       
 
>>gi|21913174|gb|AAM77471.1| major allergen alt a1 [Alte  (115 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 95.7  bits: 22.5 E():  2.4 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (19-35:68-86) 
 
                           10        20          30        40       
AAD-12             HAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|219 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
         50        60        70        80 
AAD-12 CLLHRAEPWDFKLPRVMWHSRLAGRPETEGAALV 
                                          
gi|219 SFDSDRSGLLLKQKVSDE                 
       100       110                      
 
>>gi|121237|sp|P02227.1|GLB8_CHITH RecName: Full=Globin   (151 aa) 
 initn:  51 init1:  51 opt:  57  Z-score: 95.6  bits: 22.8 E():  2.4 
Smith-Waterman score: 57; 27.9% identity (48.8% similar) in 43 aa overlap (2-44:96-133) 
 
                                            10        20        30  
AAD-12                              HAHAIPGMDAAESERFLEGLVDWACQAPRVH 
                                     .:   :.. :. :.:  .:::.       : 
gi|121 IVGFFSEVIGLIGNPENRPALKTLIDGLASSHKARGIEKAQFEEFRASLVDYLS-----H 
          70        80        90       100       110            120 
 
              40        50        60        70        80 
AAD-12 AHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAALV 
         .:      .::                                     
gi|121 HLDWNDTMKSTWDLALNNMFFYILHALEVAQ                   
              130       140       150                    
 
>>gi|32363456|sp|P81729.1|CHAL_BRARA RecName: Full=Chiti  (91 aa) 
 initn:  43 init1:  43 opt:  55  Z-score: 95.6  bits: 22.1 E():  2.4 
Smith-Waterman score: 55; 30.4% identity (41.3% similar) in 46 aa overlap (22-64:29-70) 
 
                      10        20        30        40        50    
AAD-12        HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE 
                                   :  :::   : .. : ..   :: : .      
gi|323 QAGGQTCAGNICCSQYGYCGTTADYCSPDNNCQATY-HYYNPAQNN---WDLRAVSAYCS 
               10        20        30         40           50       
 
            60           70        80      
AAD-12 PWDFKLP---RVMWHSRLAGRPETEGAALV      
        ::   :   :  :                      
gi|323 TWDADKPYSWRYGWTAFCGPAGPRCLRTNAAVTVR 
         60        70        80        90  
 
>>gi|45680856|gb|AAS75297.1| major allergen Alt a 1 subu  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 93.7  bits: 22.5 E():  3.1 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (19-35:68-86) 
 
                           10        20          30        40       
AAD-12             HAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|456 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNF 
        40        50        60        70        80        90        
 
         50        60        70        80                           
AAD-12 CLLHRAEPWDFKLPRVMWHSRLAGRPETEGAALV                           
                                                                    
gi|456 SFGSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
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       100       110       120       130       140       150        
 
>>gi|1842045|gb|AAB47552.1| major allergen Alt a 1 subun  (157 aa) 
 initn:  40 init1:  40 opt:  56  Z-score: 93.7  bits: 22.5 E():  3.1 
Smith-Waterman score: 56; 36.8% identity (73.7% similar) in 19 aa overlap (19-35:68-86) 
 
                           10        20          30        40       
AAD-12             HAHAIPGMDAAESERFLEGLVDWAC--QAPRVHAHQWAAGDVVVWDNR 
                                     : .:..:  :: ... :.:            
gi|184 YVWKISEFYGRKPEGTYYNSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDF 
        40        50        60        70        80        90        
 
         50        60        70        80                           
AAD-12 CLLHRAEPWDFKLPRVMWHSRLAGRPETEGAALV                           
                                                                    
gi|184 SFDSDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
       100       110       120       130       140       150        
 
>>gi|6687188|emb|CAB64867.1| albumin [Canis familiaris]   (608 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 90.0  bits: 23.8 E():  4.9 
Smith-Waterman score: 59; 26.4% identity (50.9% similar) in 53 aa overlap (25-76:462-514) 
 
                     10        20        30        40         50    
AAD-12       HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAE 
                                     :. :. .  . :   . :  :: :.::.   
gi|668 LVRYTKKAPQVSTPTLVEVSRKLGKVGTKCCKKPESERMSCAEDFLSVVLNRLCVLHEKT 
             440       450       460       470       480       490  
 
            60        70        80                                  
AAD-12 PWDFKLPRVMWHSRLAGRPETEGAALV                                  
       : . .. .   .: .  ::   :                                      
gi|668 PVSERVTKCCSESLVNRRPCFSGLEVDETYVPKEFNAETFTFHADLCTLPEAEKQVKKQT 
             500       510       520       530       540       550  
 
>>gi|3319897|emb|CAA76841.1| albumin [Canis lupus famili  (585 aa) 
 initn:  54 init1:  54 opt:  58  Z-score: 88.6  bits: 23.5 E():  5.9 
Smith-Waterman score: 58; 26.4% identity (50.9% similar) in 53 aa overlap (25-76:439-491) 
 
                     10        20        30        40         50    
AAD-12       HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAE 
                                     :. :. .  . :   . :  :: :.::.   
gi|331 LVRYTKKAPQVSTPTLVEVSRKLGKVGTKCCKKPESERMSCADDFLSVVLNRLCVLHEKT 
      410       420       430       440       450       460         
 
            60        70        80                                  
AAD-12 PWDFKLPRVMWHSRLAGRPETEGAALV                                  
       : . .. .   .: .  ::   :                                      
gi|331 PVSERVTKCCSESLVNRRPCFSGLEVDETYVPKEFNAETFTFHADLCTLPEAEKQVKKQT 
      470       480       490       500       510       520         
 
>>gi|162952006|ref|NP_001106132.1| ovomucoid [Gallus gal  (208 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 88.6  bits: 22.0 E():  5.9 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (39-53:122-138) 
 
       10        20        30        40          50        60       
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRVMWHS 
                                     : :..::.:::  :..:              
gi|162 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
         70        80                                            
AAD-12 RLAGRPETEGAALV                                            
                                                                 
gi|162 RKELAAVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200         
 
>>gi|209979542|gb|ACJ04729.1| ovomucoid [Gallus gallus]   (210 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 88.5  bits: 22.0 E():    6 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (39-53:122-138) 
 
       10        20        30        40          50        60       
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AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRVMWHS 
                                     : :..::.:::  :..:              
gi|209 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
         70        80                                              
AAD-12 RLAGRPETEGAALV                                              
                                                                   
gi|209 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|124757|sp|P01005.1|IOVO_CHICK RecName: Full=Ovomuco  (210 aa) 
 initn:  49 init1:  49 opt:  54  Z-score: 88.5  bits: 22.0 E():    6 
Smith-Waterman score: 54; 52.9% identity (82.4% similar) in 17 aa overlap (39-53:122-138) 
 
       10        20        30        40          50        60       
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLL--HRAEPWDFKLPRVMWHS 
                                     : :..::.:::  :..:              
gi|124 MNCSSYANTTSEDGKVMVLCNRAFNPVCGTDGVTYDNECLLCAHKVEQGASVDKRHDGGC 
             100       110       120       130       140       150  
 
         70        80                                              
AAD-12 RLAGRPETEGAALV                                              
                                                                   
gi|124 RKELAAVSVDCSEYPKPDCTAEDRPLCGSDNKTYGNKCNFCNAVVESNGTLTLSHFGKC 
             160       170       180       190       200       210 
 
>>gi|48428178|sp|Q9U5P7.1|ALL21_GLYDO RecName: Full=Mite  (128 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 85.0  bits: 20.6 E():  9.4 
Smith-Waterman score: 50; 50.0% identity (90.0% similar) in 10 aa overlap (45-54:24-33) 
 
           20        30        40        50        60        70     
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET 
                                     : :..::..:                     
gi|484        GKMNFTDCGHNEIKELSVSNCTGNYCVIHRGKPLTLDAKFDANQDTASVGLVL 
                      10        20        30        40        50    
 
           80                                                       
AAD-12 EGAALV                                                       
                                                                    
gi|484 TAIIDGDIAIDIPGLETNACKLMKCPIRKGEHQELIYNIGEIPDATPEIKAKVKAQLIGE 
            60        70        80        90       100       110    
 
>>gi|1351908|sp|P49064.1|ALBU_FELCA RecName: Full=Serum   (608 aa) 
 initn:  53 init1:  53 opt:  56  Z-score: 85.0  bits: 22.9 E():  9.4 
Smith-Waterman score: 56; 26.5% identity (53.1% similar) in 49 aa overlap (25-72:462-510) 
 
                     10        20        30        40         50    
AAD-12       HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAE 
                                     :  :...  . :   . :  :: :.::.   
gi|135 LVRYTKKVPQVSTPTLVEVSRSLGKVGSKCCTHPEAERLSCAEDYLSVVLNRLCVLHEKT 
             440       450       460       470       480       490  
 
            60        70        80                                  
AAD-12 PWDFKLPRVMWHSRLAGRPETEGAALV                                  
       : . .. .   .: .  ::                                          
gi|135 PVSERVTKCCTESLVNRRPCFSALQVDETYVPKEFSAETFTFHADLCTLPEAEKQIKKQS 
             500       510       520       530       540       550  
 
>>gi|170708|gb|AAA34274.1| gamma-gliadin B precursor [Tr  (291 aa) 
 initn:  53 init1:  53 opt:  53  Z-score: 84.8  bits: 21.8 E():  9.7 
Smith-Waterman score: 53; 43.8% identity (62.5% similar) in 16 aa overlap (19-34:27-42) 
 
                       10        20        30        40        50   
AAD-12         HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                 : :.:  : : .. ::                   
gi|170 MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQQTFP 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 EPWDFKLPRVMWHSRLAGRPETEGAALV                                 
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gi|170 HQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQPQQPF 
               70        80        90       100       110       120 
 
>>gi|55859466|emb|CAI05848.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.2  bits: 20.7 E():   10 
Smith-Waterman score: 50; 33.3% identity (100.0% similar) in 12 aa overlap (47-58:44-55) 
 
         20        30        40        50        60        70       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:....                   
gi|558 AVVADQVDVKDCANHEIKKVMVDGCHGSDPCIIHRGKPFNLEAIFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
         80                                                         
AAD-12 AALV                                                         
                                                                    
gi|558 NIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|126608|sp|P00698.1|LYSC_CHICK RecName: Full=Lysozym  (147 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 84.2  bits: 20.7 E():   10 
Smith-Waterman score: 50; 40.0% identity (60.0% similar) in 15 aa overlap (41-55:127-141) 
 
               20        30        40        50        60        70 
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 
                                     :.: :::    .. :                
gi|126 PCSALLSSDITASVNCAKKIVSDGNGMNAWVAWRNRCKGTDVQAWIRGCRL          
        100       110       120       130       140                 
 
               80 
AAD-12 RPETEGAALV 
 
>>gi|3201547|emb|CAB01591.1| endochitinase [Persea ameri  (326 aa) 
 initn:  49 init1:  49 opt:  53  Z-score: 84.0  bits: 21.8 E():   11 
Smith-Waterman score: 53; 33.3% identity (66.7% similar) in 33 aa overlap (35-64:145-176) 
 
           10        20        30          40        50         60  
AAD-12 IPGMDAAESERFLEGLVDWACQAPRVHAHQWA-AGD-VVVWDNRCLLH-RAEPWDFKLPR 
                                     :: : :   .: . :.:. ...: :. .:  
gi|320 NGFASVGDTATRKREIAAFLAQTSHETTGGWATAPDGPYAW-GYCFLKEQGNPPDYCVPT 
          120       130       140       150        160       170    
 
              70        80                                          
AAD-12 VMWHSRLAGRPETEGAALV                                          
       ..:                                                          
gi|320 AQWPCAPGKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDPVISFKTALWFWMT 
           180       190       200       210       220       230    
 
>>gi|212279|gb|AAA48944.1| lysozyme protein [Gallus gall  (24 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 82.5  bits: 17.7 E():   13 
Smith-Waterman score: 42; 33.3% identity (53.3% similar) in 15 aa overlap (41-55:5-19) 
 
               20        30        40        50        60        70 
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 
                                     :.: : :    .. :                
gi|212                           MNAWVAWRNSCKGTDVQAWIRGCR           
                                         10        20               
 
               80 
AAD-12 RPETEGAALV 
 
>>gi|6979766|gb|AAF34634.1|AF216800_1 22kDa storage prot  (191 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 82.5  bits: 20.7 E():   13 
Smith-Waterman score: 50; 27.9% identity (55.8% similar) in 43 aa overlap (34-76:46-85) 
 
            10        20        30        40        50        60    
AAD-12 AIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVM 
                                     : .:  ::.. :  :  :   :...   .. 
gi|697 NNPARADVFNPQAGRINTVDSNTLPILDFLQLSAQHVVLYKNAILGPR---WNLNAHSAL 
          20        30        40        50        60           70   
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            70        80                                            
AAD-12 WHSRLAGRPETEGAALV                                            
       . .:  :: .. :                                                
gi|697 YVTRGEGRVQVVGDEGNAVFDDVVQRGQILVVPQGFAVVLRKRREGLVVELKNSDNAVTS 
             80        90       100       110       120       130   
 
>>gi|729979|sp|P39673.1|MAG_DERFA RecName: Full=Allergen  (341 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 82.1  bits: 21.5 E():   14 
Smith-Waterman score: 52; 28.1% identity (59.4% similar) in 32 aa overlap (8-39:66-97) 
 
                                      10        20        30        
AAD-12                        HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAA 
                                     .:. . . : :: .. .   ::.  ::..  
gi|729 STLSLVTKADGKIDMTVDLISPVTKRASLKIDSKKYNLFHEGELSASIVNPRLSWHQYTK 
          40        50        60        70        80        90      
 
        40        50        60        70        80                  
AAD-12 GDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAALV                  
        :                                                           
gi|729 RDSREYKSDVELSLRSSDIALKITMPDYNSKIHYSRQGDQINMDIDGTLIEGHAQGTIRE 
         100       110       120       130       140       150      
 
>>gi|48428170|sp|Q9NFQ4.1|ALL22_GLYDO RecName: Full=Mite  (125 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.9  bits: 20.0 E():   14 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (46-58:76-88) 
 
          20        30        40        50        60        70      
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|484 TTKATIKVLAKVAGTPIQVPGLETDGCKFVKCPIKKGDPIDFKYTTTVPAILPKVKAEVT 
          50        60        70        80        90       100      
 
          80                
AAD-12 GAALV                
                            
gi|484 AELVGDHGVLACGRFGRQVE 
         110       120      
 
>>gi|157829757|pdb|1A9V|A Chain A, Tertiary Structure Of  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.7  bits: 20.0 E():   14 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (47-58:27-38) 
 
         20        30        40        50        60        70       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:....                   
gi|157     SQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
         80                                                         
AAD-12 AALV                                                         
                                                                    
gi|157 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
         60        70        80        90       100       110       
 
>>gi|76097509|gb|ABA39437.1| Der p 2 allergen precursor   (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.7  bits: 20.0 E():   14 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (47-58:27-38) 
 
         20        30        40        50        60        70       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:....                   
gi|760     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKA 
                   10        20        30        40        50       
 
         80                                                         
AAD-12 AALV                                                         
                                                                    
gi|760 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
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>>gi|21465915|pdb|1KTJ|A Chain A, X-Ray Structure Of Der  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.7  bits: 20.0 E():   14 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (47-58:27-38) 
 
         20        30        40        50        60        70       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:....                   
gi|214     SEVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
         80                                                         
AAD-12 AALV                                                         
                                                                    
gi|214 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
         60        70        80        90       100       110       
 
>>gi|256095984|emb|CAQ68249.1| Der p 2 allergen precurso  (129 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.7  bits: 20.0 E():   14 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (47-58:27-38) 
 
         20        30        40        50        60        70       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:....                   
gi|256     DQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNSKTAKIEIKA 
                   10        20        30        40        50       
 
         80                                                         
AAD-12 AALV                                                         
                                                                    
gi|256 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNGV 
         60        70        80        90       100       110       
 
>>gi|110560872|gb|ABG76196.1| group 2 allergen Der p 2 [  (130 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.6  bits: 20.0 E():   15 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (47-58:28-39) 
 
         20        30        40        50        60        70       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:....                   
gi|110    RDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNSKTAKIEIKA 
                  10        20        30        40        50        
 
         80                                                         
AAD-12 AALV                                                         
                                                                    
gi|110 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDNGV 
        60        70        80        90       100       110        
 
>>gi|34495280|gb|AAQ73487.1| type 2 allergen Lep d 2.024  (140 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.1  bits: 20.0 E():   15 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (46-58:91-103) 
 
          20        30        40        50        60        70      
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
               70        80        90       100       110       120 
 
          80                
AAD-12 GAALV                
                            
gi|344 AELIGDHGILACGTVNGQVE 
              130       140 
 
>>gi|34495274|gb|AAQ73484.1| type 2 allergen Lep d 2.013  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.1  bits: 20.0 E():   15 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (46-58:92-104) 
 
          20        30        40        50        60        70      
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
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gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
          80                
AAD-12 GAALV                
                            
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495284|gb|AAQ73489.1| type 2 allergen Lep d 2.031  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.1  bits: 20.0 E():   15 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (46-58:92-104) 
 
          20        30        40        50        60        70      
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
          80                
AAD-12 GAALV                
                            
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495290|gb|AAQ73492.1| type 2 allergen Lep d 2.042  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.1  bits: 20.0 E():   15 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (46-58:92-104) 
 
          20        30        40        50        60        70      
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVVGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
          80                
AAD-12 GAALV                
                            
gi|344 AELIGDHGILACGTVNGTVE 
             130       140  
 
>>gi|34495278|gb|AAQ73486.1| type 2 allergen Lep d 2.023  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.1  bits: 20.0 E():   15 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (46-58:92-104) 
 
          20        30        40        50        60        70      
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
          80                
AAD-12 GAALV                
                            
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495286|gb|AAQ73490.1| type 2 allergen Lep d 2.035  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.1  bits: 20.0 E():   15 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (46-58:92-104) 
 
          20        30        40        50        60        70      
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
          80                
AAD-12 GAALV                
                            
gi|344 AELIGDHGILACGTVNGQVE 
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             130       140  
 
>>gi|34495288|gb|AAQ73491.1| type 2 allergen Lep d 2.039  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.1  bits: 20.0 E():   15 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (46-58:92-104) 
 
          20        30        40        50        60        70      
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
          80                
AAD-12 GAALV                
                            
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|34495282|gb|AAQ73488.1| type 2 allergen Lep d 2.025  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.1  bits: 20.0 E():   15 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (46-58:92-104) 
 
          20        30        40        50        60        70      
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|344 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
          80                
AAD-12 GAALV                
                            
gi|344 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|33772588|gb|AAQ54603.1| Gly d 2.03 [Glycyphagus dom  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 81.1  bits: 20.0 E():   15 
Smith-Waterman score: 48; 38.5% identity (84.6% similar) in 13 aa overlap (46-58:92-104) 
 
          20        30        40        50        60        70      
AAD-12 FLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETE 
                                     .: .....: :::                  
gi|337 SAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAITPKIKAEVT 
              70        80        90       100       110       120  
 
          80                
AAD-12 GAALV                
                            
gi|337 AELIGDHGILACGTVNGQVE 
             130       140  
 
>>gi|164415595|gb|ABY53034.1| Der p 2 allergen [Dermatop  (145 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 20.1 E():   16 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (47-58:43-54) 
 
         20        30        40        50        60        70       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:....                   
gi|164 AVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEADFEANQNRKTAKIEIKA 
             20        30        40        50        60        70   
 
         80                                                         
AAD-12 AALV                                                         
                                                                    
gi|164 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
             80        90       100       110       120       130   
 
>>gi|99644635|emb|CAK22338.1| Der p 2 allergen precursor  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 20.1 E():   16 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (47-58:44-55) 
 
         20        30        40        50        60        70       
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AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:....                   
gi|996 AVAADQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEALFEANQNTKNAKIEIKA 
            20        30        40        50        60        70    
 
         80                                                         
AAD-12 AALV                                                         
                                                                    
gi|996 SIDGLEVDVPGIDPNACHYVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
            80        90       100       110       120       130    
 
>>gi|1352237|sp|P49278.1|ALL2_DERPT RecName: Full=Mite g  (146 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 80.9  bits: 20.1 E():   16 
Smith-Waterman score: 48; 33.3% identity (100.0% similar) in 12 aa overlap (47-58:44-55) 
 
         20        30        40        50        60        70       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:....                   
gi|135 AVARDQVDVKDCANHEIKKVLVPGCHGSEPCIIHRGKPFQLEAVFEANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
         80                                                         
AAD-12 AALV                                                         
                                                                    
gi|135 SIDGLEVDVPGIDPNACHYMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKVMGDDGV 
            80        90       100       110       120       130    
 
>>gi|543794|sp|P35747.1|ALBU_HORSE RecName: Full=Serum a  (607 aa) 
 initn:  47 init1:  47 opt:  53  Z-score: 80.0  bits: 22.0 E():   18 
Smith-Waterman score: 53; 24.5% identity (51.0% similar) in 49 aa overlap (25-72:461-509) 
 
                     10        20        30        40         50    
AAD-12       HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAE 
                                     :. :. .    . . ...  :: :.::.   
gi|543 IVRYTKKAPQVSTPTLVEIGRTLGKVGSRCCKLPESERLPCSENHLALALNRLCVLHEKT 
              440       450       460       470       480       490 
 
            60        70        80                                  
AAD-12 PWDFKLPRVMWHSRLAGRPETEGAALV                                  
       : . :. .    :    ::                                          
gi|543 PVSEKITKCCTDSLAERRPCFSALELDEGYVPKEFKAETFTFHADICTLPEDEKQIKKQS 
              500       510       520       530       540       550 
 
>>gi|17978844|gb|AAL47677.1| major Der f 2 isoform [Derm  (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.0  bits: 19.7 E():   18 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (47-58:27-38) 
 
         20        30        40        50        60        70       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:. ..                   
gi|179     DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
         80                                                         
AAD-12 AALV                                                         
                                                                    
gi|179 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENVVVTVKLVGDNGV 
         60        70        80        90       100       110       
 
>>gi|29841461|gb|AAP06493.1| SJCHGC01387 protein [Schist  (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.0  bits: 19.7 E():   18 
Smith-Waterman score: 47; 50.0% identity (80.0% similar) in 10 aa overlap (43-52:6-15) 
 
             20        30        40        50        60        70   
AAD-12 SERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRP 
                                     :::.:. . :                     
gi|298                          MSADSWDNHCVTYVANNKCLKNLCMTAIDGSHLGT 
                                        10        20        30      
 
             80                                                     
AAD-12 ETEGAALV                                                     
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gi|298 SNPDFRIPPELILQLKSILDGGLDTSIFFMGEKYIVLQHDSSCLVSRCGKKSLIFYATGK 
          40        50        60        70        80        90      
 
>>gi|76097511|gb|ABA39438.1| Der f 2 allergen precursor   (129 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 80.0  bits: 19.7 E():   18 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (47-58:27-38) 
 
         20        30        40        50        60        70       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:. ..                   
gi|760     DQVDVKDCANNEIKKVMVDGRHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
                   10        20        30        40        50       
 
         80                                                         
AAD-12 AALV                                                         
                                                                    
gi|760 NINGLEVDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
         60        70        80        90       100       110       
 
>>gi|217308|dbj|BAA01241.1| mite allergen Der f II precu  (138 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.6  bits: 19.7 E():   19 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (47-58:36-47) 
 
         20        30        40        50        60        70       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:. ..                   
gi|217 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
          10        20        30        40        50        60      
 
         80                                                         
AAD-12 AALV                                                         
                                                                    
gi|217 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
          70        80        90       100       110       120      
 
>>gi|114841657|dbj|BAF32130.1| pollen allergen [Cryptome  (514 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 79.4  bits: 21.6 E():   19 
Smith-Waterman score: 52; 27.1% identity (56.2% similar) in 48 aa overlap (31-73:159-206) 
 
               10        20        30        40        50           
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEP----W 
                                     ...:: ::.    ..: . . : .:    . 
gi|114 NPASWKNNRIWLQFAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKF 
      130       140       150       160       170       180         
 
          60        70        80                                    
AAD-12 DFKLPRVMWHSRLAGRPETEGAALV                                    
       ::.   ..   :: . ::                                           
gi|114 DFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDSPNTDGIDIFASKNFHLQK 
      190       200       210       220       230       240         
 
>>gi|24898908|dbj|BAC23084.1| allergen Cry j 2 [Cryptome  (514 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 79.4  bits: 21.6 E():   19 
Smith-Waterman score: 52; 27.1% identity (56.2% similar) in 48 aa overlap (31-73:159-206) 
 
               10        20        30        40        50           
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEP----W 
                                     ...:: ::.    ..: . . : .:    . 
gi|248 NPASWKNNRIWLQFAKLTGFTLMGKGVIDGQGKQWWAGQCKWVNGREICNDRDRPTAIKF 
      130       140       150       160       170       180         
 
          60        70        80                                    
AAD-12 DFKLPRVMWHSRLAGRPETEGAALV                                    
       ::.   ..   :: . ::                                           
gi|248 DFSTGLIIQGLRLMNSPEFHLVFGNCEGVKIIGISITAPRDSPNTDGIDIFASKNFHLQK 
      190       200       210       220       230       240         
 
>>gi|546852|gb|AAB30829.1| Der f II [Dermatophagoides fa  (142 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.4  bits: 19.7 E():   19 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (47-58:40-51) 
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         20        30        40        50        60        70       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:. ..                   
gi|546 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
      10        20        30        40        50        60          
 
         80                                                         
AAD-12 AALV                                                         
                                                                    
gi|546 SLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
      70        80        90       100       110       120          
 
>>gi|86450747|gb|ABC96702.1| Der s 2 a allergen [Dermato  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.2  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (47-58:44-55) 
 
         20        30        40        50        60        70       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:. ..                   
gi|864 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
         80                                                         
AAD-12 AALV                                                         
                                                                    
gi|864 NIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|55859470|emb|CAI05850.1| mite allergen Der f 2 [Der  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.2  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (47-58:44-55) 
 
         20        30        40        50        60        70       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:. ..                   
gi|558 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
         80                                                         
AAD-12 AALV                                                         
                                                                    
gi|558 NIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|218203834|gb|ACK76300.1| Der f 2 allergen [Dermatop  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.2  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (47-58:44-55) 
 
         20        30        40        50        60        70       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:. ..                   
gi|218 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
         80                                                         
AAD-12 AALV                                                         
                                                                    
gi|218 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|256631558|dbj|BAD74060.2| group 2 allergen [Dermato  (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.2  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (47-58:44-55) 
 
         20        30        40        50        60        70       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:. ..                   
gi|256 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
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         80                                                         
AAD-12 AALV                                                         
                                                                    
gi|256 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLVGDNGV 
            80        90       100       110       120       130    
 
>>gi|55859468|emb|CAI05849.1| Der f 2 [Dermatophagoides   (146 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 79.2  bits: 19.7 E():   20 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (47-58:44-55) 
 
         20        30        40        50        60        70       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:. ..                   
gi|558 AVVADQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
            20        30        40        50        60        70    
 
         80                                                         
AAD-12 AALV                                                         
                                                                    
gi|558 NINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            80        90       100       110       120       130    
 
>>gi|121249|sp|P12550.1|GLB77_CHITH RecName: Full=Globin  (162 aa) 
 initn:  37 init1:  37 opt:  47  Z-score: 78.5  bits: 19.8 E():   21 
Smith-Waterman score: 47; 25.0% identity (63.6% similar) in 44 aa overlap (3-45:111-148) 
 
                                           10        20        30   
AAD-12                             HAHAIPGMDAAESERFLEGLVDWACQAPRVHA 
                                     :   :..::.  .:  .::..      ..: 
gi|121 VSFFTEVISLSGNQANLSAVYALVSKLGVDHKARGISAAQFGEFRTALVSY------LQA 
               90       100       110       120       130           
 
              40        50        60        70        80 
AAD-12 H-QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAALV 
       : .:. . ...:..                                    
gi|121 HVSWGDNVAAAWNHALDNTYAVALKSLE                      
          140       150       160                        
 
>>gi|1063270|dbj|BAA11251.1| gamma-gliadin precursor [Tr  (279 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 78.4  bits: 20.5 E():   22 
Smith-Waterman score: 49; 43.8% identity (56.2% similar) in 16 aa overlap (19-34:8-23) 
 
               10        20        30        40        50        60 
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP 
                         : :.:  : :  . ::                           
gi|106            NIQVDPSGQVQWPQQQPFPQPHQPFSQQPQQTFPQPQQTFPHQPQQQFS 
                          10        20        30        40          
 
               70        80                                         
AAD-12 RVMWHSRLAGRPETEGAALV                                         
                                                                    
gi|106 QPQQPQQQFIQPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQPFPQPQQQFP 
      50        60        70        80        90       100          
 
>>gi|3336842|emb|CAA76847.1| bovine serum albumin [Bos t  (607 aa) 
 initn:  51 init1:  51 opt:  52  Z-score: 78.4  bits: 21.6 E():   22 
Smith-Waterman score: 52; 34.5% identity (58.6% similar) in 29 aa overlap (45-72:481-509) 
 
           20        30        40         50        60        70    
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLAGRPE 
                                     :: :.::.  : . :. .   .: .  ::  
gi|333 RSLGKVGTRCCTKPESERMPCTEDYLSLILNRLCVLHEKTPVSEKVTKCCTESLVNRRPC 
              460       470       480       490       500       510 
 
            80                                                      
AAD-12 TEGAALV                                                      
                                                                    
gi|333 FSALTPDETYVPKAFDEKLFTFHADICTLPDTEKQIKKQTALVELLKHKPKATEEQLKTV 
              520       530       540       550       560       570 
 
>>gi|1351907|sp|P02769.4|ALBU_BOVIN RecName: Full=Serum   (607 aa) 
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 initn:  51 init1:  51 opt:  52  Z-score: 78.4  bits: 21.6 E():   22 
Smith-Waterman score: 52; 34.5% identity (58.6% similar) in 29 aa overlap (45-72:481-509) 
 
           20        30        40         50        60        70    
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNR-CLLHRAEPWDFKLPRVMWHSRLAGRPE 
                                     :: :.::.  : . :. .   .: .  ::  
gi|135 RSLGKVGTRCCTKPESERMPCTEDYLSLILNRLCVLHEKTPVSEKVTKCCTESLVNRRPC 
              460       470       480       490       500       510 
 
            80                                                      
AAD-12 TEGAALV                                                      
                                                                    
gi|135 FSALTPDETYVPKAFDEKLFTFHADICTLPDTEKQIKKQTALVELLKHKPKATEEQLKTV 
              520       530       540       550       560       570 
 
>>gi|156480837|gb|ABU68318.1| Der f 2 allergen [Dermatop  (175 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 78.0  bits: 19.8 E():   23 
Smith-Waterman score: 47; 33.3% identity (91.7% similar) in 12 aa overlap (47-58:73-84) 
 
         20        30        40        50        60        70       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..::..:. ..                   
gi|156 KHNFLFLVYIHIANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEIKA 
             50        60        70        80        90       100   
 
         80                                                         
AAD-12 AALV                                                         
                                                                    
gi|156 SLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSENVVVTVKLIGDNGV 
            110       120       130       140       150       160   
 
>>gi|108935817|sp|P40108.2|ALDH_CLAHE RecName: Full=Alde  (496 aa) 
 initn:  44 init1:  44 opt:  51  Z-score: 78.0  bits: 21.3 E():   23 
Smith-Waterman score: 51; 54.5% identity (72.7% similar) in 11 aa overlap (54-64:162-170) 
 
            30        40        50        60        70        80    
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAALV    
                                     ::.:  : .::                    
gi|108 DKITGKVIDTTPDTFNYVKKEPIGVCGQIIPWNF--PLLMWAWKIGPAIACGNTVVLKTA 
             140       150       160         170       180          
 
gi|108 EQTPLGGLVAASLVKEAGFPPGVINVISGFGKVAGAALSSHMDVDKVAFTGSTVVGRTIL 
     190       200       210       220       230       240          
 
>>gi|83305645|sp|Q92450.3|SODM_ASPFU RecName: Full=Super  (210 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.9  bits: 19.8 E():   26 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (2-39:156-194) 
 
                                            10        20        30  
AAD-12                              HAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|833 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
         130       140       150       160       170       180      
 
               40        50        60        70        80 
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAALV 
       .. .:: ..                                          
gi|833 NVINWAEAENRYIAGDKGGHPFMKL                          
         190       200       210                          
 
>>gi|25991543|gb|AAN76862.1|AF453947_1 allergen Ana o 2   (457 aa) 
 initn:  40 init1:  40 opt:  50  Z-score: 76.9  bits: 21.0 E():   26 
Smith-Waterman score: 50; 28.3% identity (43.4% similar) in 53 aa overlap (25-61:25-77) 
 
               10        20        30              40               
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ------WAAGDVVVWDN-----RC-- 
                               ::  :. : .      . :: : .::      ::   
gi|259 LSVCFLILFHGCLASRQEWQQQDECQIDRLDALEPDNRVEYEAGTVEAWDPNHEQFRCAG 
               10        20        30        40        50        60 
 
           50        60        70        80                         
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AAD-12 ---LLHRAEPWDFKLPRVMWHSRLAGRPETEGAALV                         
          . :  .:  . ::.                                            
gi|259 VALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRF 
               70        80        90       100       110       120 
 
>>gi|1648970|gb|AAB60779.1| manganese superoxide dismuta  (221 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 76.5  bits: 19.9 E():   28 
Smith-Waterman score: 47; 28.2% identity (53.8% similar) in 39 aa overlap (2-39:167-205) 
 
                                            10        20        30  
AAD-12                              HAHAIPGMDAAESERFLEGLVDWACQAPRV- 
                                     :  . :.:  :   .:. : : :  :  .  
gi|164 QGSGWGWLVTDGPKGKLDITTTHDQDPVTGAAPVFGVDMWEHAYYLQYLNDKASYAKGIW 
        140       150       160       170       180       190       
 
               40        50        60        70        80 
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAALV 
       .. .:: ..                                          
gi|164 NVINWAEAENRYIAGDKGGHPFMKL                          
        200       210       220                           
 
>>gi|30794292|ref|NP_851341.1| lactotransferrin precurso  (708 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 75.7  bits: 21.4 E():   31 
Smith-Waterman score: 51; 34.4% identity (50.0% similar) in 32 aa overlap (41-72:25-51) 
 
               20        30        40        50        60        70 
AAD-12 AESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAG 
                                     : :   : . . : : ::  : .:. .  : 
gi|307       MKLFVPALLSLGALGLCLAAPRKNVRW---CTISQPE-W-FKCRRWQWRMKKLG 
                     10        20           30          40          
 
               80                                                   
AAD-12 RPETEGAALV                                                   
        :                                                           
gi|307 APSITCVRRAFALECIRAIAEKKADAVTLDGGMVFEAGRDPYKLRPVAAEIYGTKESPQT 
      50        60        70        80        90       100          
 
>>gi|1311511|gb|AAB36010.1| mAb 8C7-reactive major aller  (15 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 75.5  bits: 15.8 E():   31 
Smith-Waterman score: 36; 66.7% identity (83.3% similar) in 6 aa overlap (1-6:8-13) 
 
                      10        20        30        40        50    
AAD-12        HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAE 
              ::: .:                                                
gi|131 GPVGGVVHAHMMPLL                                              
               10                                                   
 
>>gi|387592|gb|AAA28296.1| major house dust allergen [De  (96 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 75.2  bits: 18.4 E():   33 
Smith-Waterman score: 43; 30.4% identity (60.9% similar) in 23 aa overlap (35-57:53-75) 
 
           10        20        30        40        50        60     
AAD-12 IPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMW 
                                     :: . :.. ..  : :: .  :.        
gi|387 SINGNAPAEIDLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAHRNQSLDLAEQELVD 
             30        40        50        60        70        80   
 
           70        80 
AAD-12 HSRLAGRPETEGAALV 
                        
gi|387 CASQHGCHGDTIPR   
             90         
 
>>gi|6136163|sp|P35779.2|VA3_SOLRI RecName: Full=Venom a  (211 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 75.2  bits: 19.5 E():   33 
Smith-Waterman score: 46; 35.3% identity (58.8% similar) in 17 aa overlap (53-69:70-86) 
 
             30        40        50        60        70        80   
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAALV   
                                     .:   :.: . :  .::              
gi|613 DAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIAQRWANQCTFE 
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      40        50        60        70        80        90          
 
gi|613 HDACRNVERFAVGQNIAATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGNILMH 
     100       110       120       130       140       150          
 
>>gi|38326693|gb|AAR17475.1| unknown [Penicillium citrin  (228 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.7  bits: 19.6 E():   35 
Smith-Waterman score: 46; 22.9% identity (60.4% similar) in 48 aa overlap (6-53:115-162) 
 
                                        10        20        30      
AAD-12                          HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW 
                                     :.. : ... . :     : ..:.  :..  
gi|383 GSEASANPKDKPAEEEEEEDLFASDSEDEDPAVVAERNKNLEEYKKKKAAKGPKPAAKSL 
           90       100       110       120       130       140     
 
          40        50        60        70        80                
AAD-12 AAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAALV                
       .. .:  ::..  :.. :                                           
gi|383 VTLEVKPWDDETNLEELEANVRAIEMDGLVWGASKFVAVGFGIKKLQINLVVEDEKVSTD 
          150       160       170       180       190       200     
 
>>gi|5059162|gb|AAD38942.1|AF144060_1 alpha-amylase [Der  (496 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 74.7  bits: 20.7 E():   35 
Smith-Waterman score: 53; 27.0% identity (56.8% similar) in 37 aa overlap (7-42:441-477) 
 
                                       10         20        30      
AAD-12                         HAHAIPGMDAAESERFLEG-LVDWACQAPRVHAHQW 
                                     :. :.    .. : :.:  : .  .:. .  
gi|505 YQIAFSRGNRAFIAINLQKNQQNLQQKLHTGLPAGTYCDIISGNLIDNKCTGKSIHVDKN 
              420       430       440       450       460       470 
 
          40        50        60        70        80 
AAD-12 AAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAALV 
       . .:: :                                       
gi|505 GQADVYVGHDEFDAFVAYHIGARIVS                    
              480       490                          
 
>>gi|14424466|sp|P35778.2|VA3_SOLIN RecName: Full=Venom   (234 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 74.5  bits: 19.6 E():   36 
Smith-Waterman score: 46; 35.3% identity (58.8% similar) in 17 aa overlap (53-69:92-108) 
 
             30        40        50        60        70        80   
AAD-12 WACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAALV   
                                     .:   :.: . :  .::              
gi|144 DAEKDAIVNKHNELRQRVASGKEMRGTNGPQPPAVKMPNLTWDPELATIAQRWANQCTFE 
              70        80        90       100       110       120  
 
gi|144 HDACRNVERFAVGQNIAATSSSGKNKSTPNEMILLWYNEVKDFDNRWISSFPSDDNILMK 
             130       140       150       160       170       180  
 
>>gi|113479|sp|P27762.1|MPAA2_AMBAR RecName: Full=Pollen  (397 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 74.4  bits: 20.3 E():   36 
Smith-Waterman score: 48; 27.1% identity (47.5% similar) in 59 aa overlap (15-66:173-227) 
 
                               10        20        30        40     
AAD-12                 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV--- 
                                     : : :    .  .: .  :: . ::..    
gi|113 RGAKVELVYGGITLMNVKNVIIHNIDIHDVRVLPGGRIKSNGGPAIPRHQ-SDGDAIHVT 
            150       160       170       180       190        200  
 
                  50        60        70        80                  
AAD-12 ----VWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAALV                  
           .: ..: : ..  .:  :  : : :                                
gi|113 GSSDIWIDHCTLSKS--FD-GLVDVNWGSTGVTISNCKFTHHEKAVLLGASDTHFQDLKM 
             210          220       230       240       250         
 
>>gi|208608078|emb|CAP17694.1| parvalbumin [Lepidorhombu  (109 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 74.4  bits: 18.4 E():   36 
Smith-Waterman score: 43; 53.8% identity (76.9% similar) in 13 aa overlap (7-19:5-17) 
 
               10        20        30        40        50        60 

Dow AgroSciences LLC 
          Study ID: 110326 
                        Page 7449



 

 

AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLP 
             :.:::: .  :.:                                          
gi|208   MTFAGLDAAEIKAALDGCAAADSFDYKKFFGACGLAKKSAEEVKAAFNKIDQDESGFI 
                 10        20        30        40        50         
 
>>gi|14423687|sp|Q9LEI9.1|ENO2_HEVBR RecName: Full=Enola  (445 aa) 
 initn:  40 init1:  40 opt:  48  Z-score: 73.7  bits: 20.3 E():   40 
Smith-Waterman score: 48; 28.9% identity (52.6% similar) in 38 aa overlap (5-41:247-284) 
 
                                         10         20        30    
AAD-12                           HAHAIPGMDAAESERF-LEGLVDWACQAPRVHAH 
                                     . :::.: :: .  .   :   .    ..  
gi|144 GGFAPNIQENKEGLELLKTAIAKAGYTGKVVIGMDVAASEFYGSDKTYDLNFKEENNNGS 
        220       230       240       250       260       270       
 
            40        50        60        70        80              
AAD-12 QWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAALV              
       :  .:::.                                                     
gi|144 QKISGDVLKDLYKSFVTEYPIVSIEDPFDQDDWEHYAKLTSEIGVKVQIVGDDLLVTNPK 
        280       290       300       310       320       330       
 
>>gi|1008445|emb|CAA61945.1| profilin [Triticum aestivum  (140 aa) 
 initn:  39 init1:  39 opt:  43  Z-score: 72.8  bits: 18.5 E():   44 
Smith-Waterman score: 43; 31.0% identity (55.2% similar) in 29 aa overlap (6-33:112-140) 
 
                                        10        20         30     
AAD-12                          HAHAIPGMDAAESERFLEGLVDWA-CQAPRVHAHQ 
                                     ::.     ::. . :.: . : . . : :  
gi|100 VIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDYLIDQGYCGSHHHHHH  
              90       100       110       120       130       140  
 
           40        50        60        70        80 
AAD-12 WAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAALV 
 
>>gi|113476|sp|P27760.1|MPA12_AMBAR RecName: Full=Pollen  (398 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 72.8  bits: 20.0 E():   45 
Smith-Waterman score: 47; 37.5% identity (68.8% similar) in 16 aa overlap (37-52:202-217) 
 
         10        20        30        40        50        60       
AAD-12 GMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHS 
                                     ::.  .: ..: : .:               
gi|113 DIKVCPGGMIKSNDGPPILRQQSDGDAINVAGSSQIWIDHCSLSKASDGLLDITLGSSHV 
             180       190       200       210       220       230  
 
         70        80                                               
AAD-12 RLAGRPETEGAALV                                               
                                                                    
gi|113 TVSNCKFTQHQFVLLLGADDTHYQDKGMLATVAFNMFTDHVDQRMPRCRFGFFQVVNNNY 
             240       250       260       270       280       290  
 
>>gi|730091|sp|Q07932.1|MYR1_MYRPI RecName: Full=Pilosul  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.6  bits: 18.1 E():   46 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (1-38:20-57) 
 
                                  10        20        30        40  
AAD-12                    HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                          ::  . . : :. :    :..:   .:  :   .  ::    
gi|730 MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGS 
               10        20        30        40        50        60 
 
              50        60        70        80              
AAD-12 VWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAALV              
                                                            
gi|730 VFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
               70        80        90       100       110   
 
>>gi|1911819|gb|AAB50883.1| Myr p I=allergenic polypepti  (112 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 72.6  bits: 18.1 E():   46 
Smith-Waterman score: 42; 28.9% identity (47.4% similar) in 38 aa overlap (1-38:20-57) 
 
                                  10        20        30        40  
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AAD-12                    HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVV 
                          ::  . . : :. :    :..:   .:  :   .  ::    
gi|191 MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGS 
               10        20        30        40        50        60 
 
              50        60        70        80              
AAD-12 VWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAALV              
                                                            
gi|191 VFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
               70        80        90       100       110   
 
>>gi|114841683|dbj|BAF32143.1| pollen allergen [Chamaecy  (419 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 72.4  bits: 20.0 E():   46 
Smith-Waterman score: 47; 30.0% identity (66.7% similar) in 30 aa overlap (31-59:129-158) 
 
               10        20        30        40        50           
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEPWDFKL 
                                     ...:: ::.  : ..: . . : .:  .:. 
gi|114 DPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKI 
      100       110       120       130       140       150         
 
      60        70        80                                        
AAD-12 PRVMWHSRLAGRPETEGAALV                                        
                                                                    
gi|114 DYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEK 
      160       170       180       190       200       210         
 
>>gi|27462836|gb|AAO15607.1|AF462190_1 glutathione S-tra  (219 aa) 
 initn:  42 init1:  42 opt:  44  Z-score: 71.6  bits: 18.9 E():   52 
Smith-Waterman score: 44; 26.3% identity (68.4% similar) in 19 aa overlap (49-67:200-218) 
 
       20        30        40        50        60        70         
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAA 
                                     ... ::  :. : . :...            
gi|274 KIFAPEIFTKFPNLNSYITRIESMPKISAYIKQQEPQLFNGPMAKWNTKY           
     170       180       190       200       210                    
 
       80 
AAD-12 LV 
 
>>gi|14423832|sp|P82971.1|PA2_BOMTE RecName: Full=Phosph  (136 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 71.3  bits: 18.2 E():   53 
Smith-Waterman score: 42; 33.3% identity (66.7% similar) in 24 aa overlap (48-68:111-134) 
 
        20        30        40        50          60         70     
AAD-12 EGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKL--PR-VMWHSRLAGRPET 
                                     .:::.. .::.   :.  .: . :       
gi|144 GFVGRTYFTVLHTQCFRLDYPIVKCKVKSTILHRSKCYDFETFAPKKYQWFDVLQY     
               90       100       110       120       130           
 
           80 
AAD-12 EGAALV 
 
>>gi|118572685|sp|P00791.3|PEPA_PIG RecName: Full=Pepsin  (385 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 71.3  bits: 19.7 E():   53 
Smith-Waterman score: 46; 28.0% identity (52.0% similar) in 25 aa overlap (28-52:351-375) 
 
                  10        20        30        40        50        
AAD-12    HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDF 
                                     :   .. :  ::: . .   .. ::      
gi|118 INGVQYPLSPSAYILQDDDSCTSGFEGMDVPTSSGELWILGDVFIRQYYTVFDRANNKVG 
              330       340       350       360       370       380 
 
        60        70        80 
AAD-12 KLPRVMWHSRLAGRPETEGAALV 
                               
gi|118 LAPVA                   
                               
 
>>gi|2879890|emb|CAA11266.1| rAsp f 9 [Aspergillus fumig  (302 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 71.2  bits: 19.3 E():   54 
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Smith-Waterman score: 53; 22.9% identity (56.2% similar) in 48 aa overlap (21-64:130-177) 
 
                         10        20           30        40        
AAD-12           HAHAIPGMDAAESERFLEGLVDWAC---QAPRVHAHQWAAGDVVVWDNRC 
                                     :::     .. .:... .. ::....:    
gi|287 FFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGT 
     100       110       120       130       140       150          
 
        50         60        70        80                           
AAD-12 LLHRAEPWD-FKLPRVMWHSRLAGRPETEGAALV                           
        .  : : . :.   . :                                           
gi|287 YVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAG 
     160       170       180       190       200       210          
 
>>gi|47606004|sp|Q7M1E7.1|PGLR2_CHAOB RecName: Full=Poly  (514 aa) 
 initn:  41 init1:  41 opt:  47  Z-score: 71.1  bits: 20.1 E():   55 
Smith-Waterman score: 47; 30.0% identity (66.7% similar) in 30 aa overlap (31-59:159-188) 
 
               10        20        30        40        50           
AAD-12 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLH-RAEPWDFKL 
                                     ...:: ::.  : ..: . . : .:  .:. 
gi|476 DPARWKNSKIWLQFAQLTDFNLMGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKI 
      130       140       150       160       170       180         
 
      60        70        80                                        
AAD-12 PRVMWHSRLAGRPETEGAALV                                        
                                                                    
gi|476 DYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEK 
      190       200       210       220       230       240         
 
>>gi|157418806|gb|ABV55106.1| Ani s 9 allergen precursor  (147 aa) 
 initn:  37 init1:  37 opt:  42  Z-score: 70.8  bits: 18.2 E():   57 
Smith-Waterman score: 42; 27.8% identity (66.7% similar) in 36 aa overlap (2-37:28-62) 
 
                                         10        20        30     
AAD-12                           HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQ 
                                  :.: :...: : ... .:  : .    ... .: 
gi|157 MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQA-EFRQLANGAPDKTEAEIEAQIEQ 
               10        20        30         40        50          
 
           40        50        60        70        80               
AAD-12 WAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAALV               
       :.:                                                          
gi|157 WVASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPAAKAADARLSAIASNRALKV 
      60        70        80        90       100       110          
 
>>gi|75139986|sp|Q7M1X6|Q7M1X6_ANTOD Group I allergen An  (32 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 70.6  bits: 16.0 E():   58 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (6-23:8-25) 
 
                 10        20        30        40        50         
AAD-12   HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK 
              :.. :. ....:..   :                                    
gi|751 IAKVPPGPNITATYGDKWLDAKSTWYGKPTGA                             
               10        20        30                               
 
>>gi|159162378|pdb|1H2O|A Chain A, Solution Structure Of  (159 aa) 
 initn:  42 init1:  42 opt:  42  Z-score: 70.3  bits: 18.2 E():   60 
Smith-Waterman score: 42; 26.1% identity (52.2% similar) in 23 aa overlap (42-64:23-45) 
 
              20        30        40        50        60        70  
AAD-12 ESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGR 
                                     : :   :. .  :  .:  ...:        
gi|159         GVFTYESEFTSEIPPPRLFKAFVLDADNLVPKIAPQAIKHSEILWGDGGPGT 
                       10        20        30        40        50   
 
              80                                                    
AAD-12 PETEGAALV                                                    
                                                                    
gi|159 IKKITFGEGSQYGYVKHKIDSIDKENYSYSYTLIEGDALGDTLEKISYETKLVASPSGGS 
             60        70        80        90       100       110   
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>>gi|51093373|gb|AAT95008.1| allergen Sol i 1 precursor   (346 aa) 
 initn:  37 init1:  37 opt:  45  Z-score: 70.3  bits: 19.3 E():   61 
Smith-Waterman score: 45; 28.6% identity (51.4% similar) in 35 aa overlap (1-35:258-291) 
 
                                             10        20        30 
AAD-12                               HAHAIPGMDAAESERFLEGLVDWACQAPRV 
                                     :...:    .  : :  .  : :. :  :. 
gi|510 IGENIIGHLLIVFDGGKSQPACSWYDVPCSHSESIVYATGMVSGRCQHLAVPWTAQQ-RI 
       230       240       250       260       270       280        
 
               40        50        60        70        80           
AAD-12 HAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAALV           
       .  ::                                                        
gi|510 NPIQWKFWRVFTSNIPAYPTSDTTNCVVLNTNVFKNDNTFEGEYHAFPDCARNLFKCRQQ 
        290       300       310       320       330       340       
 
>>gi|20385544|gb|AAM21322.1|AF373221_1 group 14 allergen  (1662 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 70.2  bits: 21.6 E():   61 
Smith-Waterman score: 58; 26.1% identity (67.4% similar) in 46 aa overlap (17-58:1159-1202) 
 
                             10        20            30        40   
AAD-12               HAHAIPGMDAAESERFLEGLVDWACQ-AP---RVHAHQWAAGDVVV 
                                     .::..:.  . .:   ..:::  . :.    
gi|203 ESNKGTPIELQYKVSGKDRSKRAAEMNAEDVEGVIDYKNSGSPIDSKMHAHLKVKGNNYG 
     1130      1140      1150      1160      1170      1180         
 
             50        60        70        80                       
AAD-12 WDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAALV                       
       .:..  :...:: ...                                             
gi|203 YDSE--LKQTEPQQYEGKMTLSKNDKKIFITHKTEMTKPTSTFLLKTDADVSYSESDMKK 
     1190        1200      1210      1220      1230      1240       
 
>>gi|75139989|sp|Q7M1X9|Q7M1X9_AGRAL Group I allergen Ag  (35 aa) 
 initn:  36 init1:  36 opt:  36  Z-score: 70.1  bits: 16.0 E():   63 
Smith-Waterman score: 36; 22.2% identity (72.2% similar) in 18 aa overlap (6-23:8-25) 
 
                 10        20        30        40        50         
AAD-12   HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK 
              :.. :. ....:..   :                                    
gi|751 IAKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPK                          
               10        20        30                               
 
>>gi|156001070|gb|ABU42022.1| 11S globulin [Pistacia ver  (472 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 70.0  bits: 19.7 E():   63 
Smith-Waterman score: 46; 25.6% identity (51.2% similar) in 43 aa overlap (19-61:415-455) 
 
                           10        20        30        40         
AAD-12             HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     ::.  .  : :. . .    ::.  .:    
gi|156 EGQLVVVPQNFAVVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVI--QNSFD 
          390       400       410       420       430         440   
 
       50        60        70        80 
AAD-12 LHRAEPWDFKLPRVMWHSRLAGRPETEGAALV 
       . : . :..:  :                    
gi|156 ISREDAWNLKESRSEMTIFAPGSRSQRQRN   
            450       460       470     
 
>>gi|110349085|gb|ABG73110.1| Pis v 2.0201 allergen 11S   (472 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 70.0  bits: 19.7 E():   63 
Smith-Waterman score: 46; 25.6% identity (51.2% similar) in 43 aa overlap (19-61:415-455) 
 
                           10        20        30        40         
AAD-12             HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCL 
                                     ::.  .  : :. . .    ::.  .:    
gi|110 EGQLVVVPQNFAVVKRASSDGFEWVSFKTNGLAKISQLAGRISVMRGLPLDVI--QNSFD 
          390       400       410       420       430         440   
 
       50        60        70        80 
AAD-12 LHRAEPWDFKLPRVMWHSRLAGRPETEGAALV 
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       . : . :..:  :                    
gi|110 ISREDAWNLKESRSEMTIFAPGSRSQRQRN   
            450       460       470     
 
>>gi|60920878|gb|AAX37326.1| glutathione transferase mu   (219 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.9  bits: 18.6 E():   64 
Smith-Waterman score: 43; 23.8% identity (57.1% similar) in 21 aa overlap (49-69:199-219) 
 
       20        30        40        50        60        70         
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAA 
                                     ... .:  :. :   :..  :          
gi|609 KVMVPEVFGQFENLKRYVERMESLPRVSDYIKKQQPKTFNAPTSKWNASYA          
      170       180       190       200       210                   
 
       80 
AAD-12 LV 
 
>>gi|1170095|sp|P46419.1|GSTM1_DERPT RecName: Full=Gluta  (219 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.9  bits: 18.6 E():   64 
Smith-Waterman score: 43; 23.8% identity (57.1% similar) in 21 aa overlap (49-69:199-219) 
 
       20        30        40        50        60        70         
AAD-12 GLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAA 
                                     ... .:  :. :   :..  :          
gi|117 KVMVPEVFGQFENLKRYVERMESLPRVSDYIKKQQPKTFNAPTSKWNASYA          
      170       180       190       200       210                   
 
       80 
AAD-12 LV 
 
>>gi|14423833|sp|Q9U6W0.1|PA1_POLAN RecName: Full=Phosph  (301 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 69.6  bits: 19.0 E():   67 
Smith-Waterman score: 44; 47.4% identity (63.2% similar) in 19 aa overlap (12-27:72-90) 
 
                                  10        20           30         
AAD-12                    HAHAIPGMDAAESERFLEGLVDW---ACQAPRVHAHQWAAG 
                                     :.. ::   :::   ::.:            
gi|144 TISKQVVFLIHGFLSTGNNENFVAMSKALIEKDDFLVISVDWKKGACNAFASTKDALGYS 
              50        60        70        80        90       100  
 
       40        50        60        70        80                   
AAD-12 DVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAALV                   
                                                                    
gi|144 KAVGNTRHVGKFVADFTKLLVEKYKVLISNIRLIGHSLGAHTSGFAGKEVQKLKLGKYKE 
             110       120       130       140       150       160  
 
>>gi|85540942|sp|Q8J0P4.2|CRF1_ASPFU RecName: Full=Proba  (395 aa) 
 initn:  40 init1:  40 opt:  45  Z-score: 69.5  bits: 19.4 E():   67 
Smith-Waterman score: 53; 22.9% identity (56.2% similar) in 48 aa overlap (21-64:120-167) 
 
                         10        20           30        40        
AAD-12           HAHAIPGMDAAESERFLEGLVDWAC---QAPRVHAHQWAAGDVVVWDNRC 
                                     :::     .. .:... .. ::....:    
gi|855 FFGKAEVVMKAAPGTGVVSSIVLESDDLDEVDWEVLGGDTTQVQTNYFGKGDTTTYDRGT 
      90       100       110       120       130       140          
 
        50         60        70        80                           
AAD-12 LLHRAEPWD-FKLPRVMWHSRLAGRPETEGAALV                           
        .  : : . :.   . :                                           
gi|855 YVPVATPQETFHTYTIDWTKDAVTWSIDGAVVRTLTYNDAKGGTRFPQTPMRLRLGSWAG 
     150       160       170       180       190       200          
 
>>gi|62530263|gb|AAX85388.1| Amb a 1-like protein [Artem  (396 aa) 
 initn:  42 init1:  42 opt:  45  Z-score: 69.5  bits: 19.4 E():   67 
Smith-Waterman score: 45; 26.8% identity (48.8% similar) in 41 aa overlap (15-49:172-212) 
 
                               10        20        30               
AAD-12                 HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQW------AAG 
                                     .  :: .  : .:   : :.       .:: 
gi|625 RGANVEITCGGLTIHNVCNVIIHNIHIHDIKVTEGGIIKATDAKPGHRHKSDGDGICVAG 
             150       160       170       180       190       200  
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       40        50        60        70        80                   
AAD-12 DVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAALV                   
       .  .: ..: :                                                  
gi|625 SSKIWIDHCTLSHGPDGLIDVTLGSTAVTISNCKFSHHQKILLLGADNSHVDDKKMHVTV 
             210       220       230       240       250       260  
 
>>gi|3182907|sp|O02380.1|ALL2_TYRPU RecName: Full=Mite g  (141 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 69.4  bits: 17.9 E():   68 
Smith-Waterman score: 41; 37.5% identity (100.0% similar) in 8 aa overlap (47-54:41-48) 
 
         20        30        40        50        60        70       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..:...:                       
gi|318 AVAAAGQVKFTDCGKKEIASVAVDGCEGDLCVIHKSKPVHVIAEFTANQDTCKIEVKVTG 
               20        30        40        50        60        70 
 
         80                                                         
AAD-12 AALV                                                         
                                                                    
gi|318 QLNGLEVPIPGIETDGCKVLKCPLKKGTKYTMNYSVNVPSVVPNIKTVVKLLATGEHGVL 
               80        90       100       110       120       130 
 
>>gi|170736|gb|AAA34288.1| gamma-gliadin [Triticum aesti  (251 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 69.1  bits: 18.7 E():   71 
Smith-Waterman score: 43; 42.9% identity (57.1% similar) in 14 aa overlap (21-34:29-42) 
 
                       10        20        30        40        50   
AAD-12         HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                   :.:  : :  . ::                   
gi|170 MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQTFP 
               10        20        30        40        50        60 
 
             60        70        80                                 
AAD-12 EPWDFKLPRVMWHSRLAGRPETEGAALV                                 
                                                                    
gi|170 HQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQQF 
               70        80        90       100       110       120 
 
>>gi|169786740|gb|ACA79908.1| Ara h 8 allergen isoform 3  (157 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 68.7  bits: 17.9 E():   74 
Smith-Waterman score: 41; 42.9% identity (71.4% similar) in 14 aa overlap (62-75:117-130) 
 
              40        50        60        70        80            
AAD-12 AHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAALV            
                                     : .::.  ..:: :                 
gi|169 GVALPPTAEKITFETKLVEGPNGGSIGKLSVKFHSKGEAKPEEEDMKKGKAKGEALFKAI 
         90       100       110       120       130       140       
 
gi|169 EGYVLANPTQY 
        150        
 
>>gi|21725600|emb|CAD38381.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (47-58:27-38) 
 
         20        30        40        50        60        70       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
         80                                                         
AAD-12 AALV                                                         
                                                                    
gi|217 SIDGLEVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725602|emb|CAD38382.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (47-58:27-38) 
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         20        30        40        50        60        70       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGSEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
         80                                                         
AAD-12 AALV                                                         
                                                                    
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725604|emb|CAD38383.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (47-58:27-38) 
 
         20        30        40        50        60        70       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKKVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
         80                                                         
AAD-12 AALV                                                         
                                                                    
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725594|emb|CAD38378.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (47-58:27-38) 
 
         20        30        40        50        60        70       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
         80                                                         
AAD-12 AALV                                                         
                                                                    
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|21725596|emb|CAD38379.1| unnamed protein product [D  (129 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 68.3  bits: 17.6 E():   78 
Smith-Waterman score: 40; 25.0% identity (91.7% similar) in 12 aa overlap (47-58:27-38) 
 
         20        30        40        50        60        70       
AAD-12 LEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEG 
                                     :..: ..:....                   
gi|217     DQVDVKDCANHEIKEVLVPGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEIKA 
                   10        20        30        40        50       
 
         80                                                         
AAD-12 AALV                                                         
                                                                    
gi|217 SIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPKSENVVVTVKVLGDNGV 
         60        70        80        90       100       110       
 
>>gi|2580504|gb|AAB82404.1| Cr-PII [Periplaneta american  (395 aa) 
 initn:  37 init1:  37 opt:  44  Z-score: 67.8  bits: 19.1 E():   83 
Smith-Waterman score: 44; 40.9% identity (59.1% similar) in 22 aa overlap (39-60:92-111) 
 
       10        20        30        40        50        60         
AAD-12 DAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRL 
                                     :.: . ::  :: .  ::  .:         
gi|258 QGEEFHKIVFTVEGLQEFGNFVQFLEDHGLDAVGYINR--LHSVFGWDPYVPSSKRKHTR 
              70        80        90         100       110          
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       70        80                                                 
AAD-12 AGRPETEGAALV                                                 
                                                                    
gi|258 RGVGVDGLIDDIIAILPIDDLKALFQEKLETSPDFKAFYDAVRSPEFQSIVQTLNAMPEY 
     120       130       140       150       160       170          
 
>>gi|21213898|emb|CAD32313.1| Lep D 2 precursor [Lepidog  (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.6 E():   83 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (45-53:40-48) 
 
           20        30        40        50        60        70     
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET 
                                     . :..::.:                      
gi|212 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
           80                                                       
AAD-12 EGAALV                                                       
                                                                    
gi|212 LTKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|1708793|sp|P80384.2|ALL2_LEPDS RecName: Full=Mite g  (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.6 E():   83 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (45-53:40-48) 
 
           20        30        40        50        60        70     
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET 
                                     . :..::.:                      
gi|170 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
           80                                                       
AAD-12 EGAALV                                                       
                                                                    
gi|170 LAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|1582222|prf||2118249A allergen Lep d 1.01            (141 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 67.8  bits: 17.6 E():   83 
Smith-Waterman score: 40; 44.4% identity (88.9% similar) in 9 aa overlap (45-53:40-48) 
 
           20        30        40        50        60        70     
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET 
                                     . :..::.:                      
gi|158 LVAVASAGKMTFKDCGHGEVTELDITGCSGDTCVIHRGEKMTLEAKFAANQDTAKVTIKV 
      10        20        30        40        50        60          
 
           80                                                       
AAD-12 EGAALV                                                       
                                                                    
gi|158 LAKVAGTTIQVPGLETDGCKFIKCPVKKGEALDFIYSGTIPAITPKVKADVTAELIGDHG 
      70        80        90       100       110       120          
 
>>gi|21773|emb|CAA31685.1| unnamed protein product [Trit  (307 aa) 
 initn:  42 init1:  42 opt:  43  Z-score: 67.8  bits: 18.7 E():   83 
Smith-Waterman score: 43; 26.9% identity (65.4% similar) in 26 aa overlap (36-60:14-39) 
 
          10        20        30        40        50         60     
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK-LPRVMW 
                                     :.. ..  ..::.    .::. . ::     
gi|217                  MKTFLVFALLAVAATSAIAQMETRCIPGLERPWQQQPLPPQQT 
                                10        20        30        40    
 
           70        80                                             
AAD-12 HSRLAGRPETEGAALV                                             
                                                                    
gi|217 FPQQPLFSQQQQQQLFPQQPSFSQQQPPFWQQQPPFSQQQPILPQQPPFSQQQQLVLPQQ 
            50        60        70        80        90       100    
 
>>gi|14423651|sp|Q9U5P2.1|ALL5_LEPDS RecName: Full=Mite   (110 aa) 
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 initn:  39 init1:  39 opt:  39  Z-score: 67.7  bits: 17.2 E():   84 
Smith-Waterman score: 39; 33.3% identity (61.9% similar) in 21 aa overlap (45-65:8-28) 
 
           20        30        40        50        60        70     
AAD-12 RFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPET 
                                     .: :.: .:    :: ... :          
gi|144                        DDFRNEFDRLLIHMTEEQFAKLEQALAHLSHQVTELE 
                                      10        20        30        
 
           80                                                       
AAD-12 EGAALV                                                       
                                                                    
gi|144 KSKSKELKAQILREISIGLDFIDSAKGHFERELKRADLNLAEKFNFESALSTGAVLHKDL 
        40        50        60        70        80        90        
 
>>gi|2832430|emb|CAA05978.1| prohevein [Hevea brasiliens  (187 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.6  bits: 18.0 E():   85 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (23-46:70-93) 
 
                       10        20        30        40        50   
AAD-12         HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|283 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
      40        50        60        70        80        90          
 
             60        70        80                                 
AAD-12 EPWDFKLPRVMWHSRLAGRPETEGAALV                                 
                                                                    
gi|283 CGPVGAHGQPSCGKCLSVTNTGTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
     100       110       120       130       140       150          
 
>>gi|1093120|prf||2103117A allergen Dac g II              (196 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.3  bits: 18.0 E():   88 
Smith-Waterman score: 41; 18.9% identity (45.9% similar) in 37 aa overlap (25-61:141-177) 
 
                     10        20        30        40        50     
AAD-12       HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEP 
                                     :    .  :.  . :   .:.  ....    
gi|109 VFQFLILSCQGRIVNNCEVLICVMRRGNAMCLIASISMHHILTLDRFFFDGLEIIYKIFK 
              120       130       140       150       160       170 
 
           60        70        80 
AAD-12 WDFKLPRVMWHSRLAGRPETEGAALV 
         :. ::                    
gi|109 MMFQKPRTRTCIEKDFPRRSSSSIPT 
              180       190       
 
>>gi|75139990|sp|Q7M1Y0|Q7M1Y0_ANTOD Group I allergen An  (32 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 67.3  bits: 15.4 E():   88 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (6-23:8-25) 
 
                 10        20        30        40        50         
AAD-12   HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK 
              :.. :  ....:..   :                                    
gi|751 IAKVPPGPNITADYGDKWLDAKSTWYGKPTGA                             
               10        20        30                               
 
>>gi|158342650|gb|ABW34946.1| hevein [Hevea brasiliensis  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.1  bits: 18.0 E():   91 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (23-46:87-110) 
 
                       10        20        30        40        50   
AAD-12         HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|158 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
             60        70        80                                 
AAD-12 EPWDFKLPRVMWHSRLAGRPETEGAALV                                 
                                                                    
gi|158 CGPVGAHGQPSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
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        120       130       140       150       160       170       
 
>>gi|123062|sp|P02877.2|HEVE_HEVBR RecName: Full=Pro-hev  (204 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 67.1  bits: 18.0 E():   91 
Smith-Waterman score: 41; 20.8% identity (45.8% similar) in 24 aa overlap (23-46:87-110) 
 
                       10        20        30        40        50   
AAD-12         HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRA 
                                     :  .:  ..   : :.    : ..       
gi|123 NCKDSGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAF 
         60        70        80        90       100       110       
 
             60        70        80                                 
AAD-12 EPWDFKLPRVMWHSRLAGRPETEGAALV                                 
                                                                    
gi|123 CGPVGAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERG 
        120       130       140       150       160       170       
 
>>gi|11762102|gb|AAG40329.1|AF323973_1 major allergen va  (161 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 40; 23.1% identity (57.7% similar) in 26 aa overlap (54-79:91-116) 
 
            30        40        50        60        70        80    
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAALV    
                                     :    : .. .. ..:. :.  :. :     
gi|117 EGSEFKYMKHKVEEIDHANFKYCYSIIEGGPLGHTLEKISYEIKMAAAPHGGGSILKITS 
               70        80        90       100       110       120 
 
gi|117 KYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
              130       140       150       160  
 
>>gi|11762104|gb|AAG40330.1|AF323974_1 major allergen va  (161 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 40; 23.1% identity (57.7% similar) in 26 aa overlap (54-79:91-116) 
 
            30        40        50        60        70        80    
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAALV    
                                     :    : .. .. ..:. :.  :. :     
gi|117 EGSEFKYMKHKVEEIDHANFKYCYSIIEGGPLGHTLEKISYEIKMAAAPHGGGSILKITS 
               70        80        90       100       110       120 
 
gi|117 KYHTKGNASISEEEIKAGKEKAAGLFKAVEAYLLAHPDTYC 
              130       140       150       160  
 
>>gi|5726304|gb|AAD48405.1|AF136945_1 major allergen Cor  (161 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 66.9  bits: 17.6 E():   93 
Smith-Waterman score: 40; 23.1% identity (57.7% similar) in 26 aa overlap (54-79:91-116) 
 
            30        40        50        60        70        80    
AAD-12 ACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWHSRLAGRPETEGAALV    
                                     :    : .. .. ..:. :.  :. :     
gi|572 EGNEFKYMKHKVEEIDHANFKYCYSIIEGGPLGHTLEKISYEIKMAAAPHGGGSILKITS 
               70        80        90       100       110       120 
 
gi|572 KYHTKGNASINEEEIKAGKEKAAGLFKAVEAYLLAHPDAYC 
              130       140       150       160  
 
>>gi|75139987|sp|Q7M1X7|Q7M1X7_AGRAL Group I allergen Ag  (35 aa) 
 initn:  34 init1:  34 opt:  34  Z-score: 66.7  bits: 15.4 E():   95 
Smith-Waterman score: 34; 22.2% identity (66.7% similar) in 18 aa overlap (6-23:8-25) 
 
                 10        20        30        40        50         
AAD-12   HAHAIPGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFK 
              :.. :  ....:..   :                                    
gi|751 IAKVPPGPNITADYGDKWLDAKSTWYGKPTGAGPK                          
               10        20        30                               
 
>>gi|111120428|gb|ABH06348.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (36-53:109-126) 
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          10        20        30        40        50        60      
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
          70        80 
AAD-12 SRLAGRPETEGAALV 
 
>>gi|111120420|gb|ABH06344.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (36-53:109-126) 
 
          10        20        30        40        50        60      
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
          70        80 
AAD-12 SRLAGRPETEGAALV 
 
>>gi|111120432|gb|ABH06350.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (36-53:109-126) 
 
          10        20        30        40        50        60      
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
          70        80 
AAD-12 SRLAGRPETEGAALV 
 
>>gi|111494253|gb|ABH06347.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (36-53:109-126) 
 
          10        20        30        40        50        60      
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
          70        80 
AAD-12 SRLAGRPETEGAALV 
 
>>gi|111120424|gb|ABH06346.1| Blo t 21 allergen [Blomia   (129 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 66.7  bits: 17.3 E():   95 
Smith-Waterman score: 39; 33.3% identity (77.8% similar) in 18 aa overlap (36-53:109-126) 
 
          10        20        30        40        50        60      
AAD-12 PGMDAAESERFLEGLVDWACQAPRVHAHQWAAGDVVVWDNRCLLHRAEPWDFKLPRVMWH 
                                     :.::... : . : .:..             
gi|111 FIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKALQKRVQDSE          
       80        90       100       110       120                   
 
          70        80 
AAD-12 SRLAGRPETEGAALV 
 
 
 
80 residues in 1 query   sequences 
339008 residues in 1491 library sequences 
 Scomplib [35.04] 
 start: Fri Jan 21 00:03:06 2011 done: Fri Jan 21 00:03:07 2011 
 Total Scan time:  0.070 Total Display time:  0.040 
 
Function used was FASTA [version 35.04 Feb. 20, 2010] 
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